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Pat_04 Pre-Treatment KIAA0562 9731 37 1 3765332 3765332 Missense_Mutation SNP G A 7 24 c.127C>T c.(127-129)CCA>TCA p.P43S

Pat_04 Pre-Treatment SPSB1 80176 37 1 9416327 9416327 Missense_Mutation SNP C T 4 19 c.377C>T c.(376-378)TCT>TTT p.S126F

Pat_04 Pre-Treatment TNFRSF8 943 37 1 12164438 12164438 Missense_Mutation SNP G A 10 75 c.271G>A c.(271-273)GAC>AAC p.D91N

Pat_04 Pre-Treatment VPS13D 55187 37 1 12343000 12343000 Missense_Mutation SNP C T 14 96 c.4841C>T c.(4840-4842)TCC>TTC p.S1614F

Pat_04 Pre-Treatment PRAMEF6 440561 37 1 13001331 13001331 Missense_Mutation SNP C T 14 363 c.352G>A c.(352-354)GAA>AAA p.E118K

Pat_04 Pre-Treatment CLCNKA 1187 37 1 16351312 16351312 Missense_Mutation SNP C T 8 43 c.284C>T c.(283-285)TCC>TTC p.S95F

Pat_04 Pre-Treatment ACTL8 81569 37 1 18152898 18152898 Missense_Mutation SNP G A 5 67 c.985G>A c.(985-987)GAG>AAG p.E329K

Pat_04 Pre-Treatment CAMK2N1 55450 37 1 20810152 20810152 Missense_Mutation SNP G A 13 71 c.227C>T c.(226-228)CCT>CTT p.P76L

Pat_04 Pre-Treatment CSMD2 114784 37 1 34276436 34276436 Missense_Mutation SNP G A 13 113 c.1234C>T c.(1234-1236)CCC>TCC p.P412S

Pat_04 Pre-Treatment SFPQ 6421 37 1 35656483 35656483 Missense_Mutation SNP A T 7 41 c.1131T>A c.(1129-1131)AAT>AAA p.N377K

Pat_04 Pre-Treatment CSF3R 1441 37 1 36939068 36939068 Missense_Mutation SNP G A 7 107 c.641C>T c.(640-642)TCC>TTC p.S214F

Pat_04 Pre-Treatment GRIK3 2899 37 1 37291235 37291235 Missense_Mutation SNP C T 3 28 c.1723G>A c.(1723-1725)GGG>AGG p.G575R

Pat_04 Pre-Treatment DNALI1 7802 37 1 38022543 38022543 Missense_Mutation SNP A G 6 53 c.14A>G c.(13-15)AAC>AGC p.N5S

Pat_04 Pre-Treatment DNALI1 7802 37 1 38023207 38023207 Missense_Mutation SNP C T 20 88 c.151C>T c.(151-153)CGG>TGG p.R51W

Pat_04 Pre-Treatment CYP4X1 260293 37 1 47514288 47514288 Nonsense_Mutation SNP G A 19 106 c.1259G>A c.(1258-1260)TGG>TAG p.W420*

Pat_04 Pre-Treatment PODN 127435 37 1 53542998 53542998 Missense_Mutation SNP C A 19 98 c.862C>A c.(862-864)CTG>ATG p.L288M

Pat_04 Pre-Treatment LRRC42 115353 37 1 54432030 54432030 Missense_Mutation SNP C T 15 75 c.989C>T c.(988-990)CCT>CTT p.P330L

Pat_04 Pre-Treatment C8B 732 37 1 57422517 57422517 Missense_Mutation SNP C T 19 136 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_04 Pre-Treatment UBE2U 148581 37 1 64671364 64671364 Missense_Mutation SNP G A 5 89 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_04 Pre-Treatment SERBP1 26135 37 1 67881007 67881007 Missense_Mutation SNP A G 11 85 c.1012T>C c.(1012-1014)TCG>CCG p.S338P

Pat_04 Pre-Treatment RPE65 6121 37 1 68896804 68896804 Missense_Mutation SNP G A 10 49 c.1394C>T c.(1393-1395)TCA>TTA p.S465L

Pat_04 Pre-Treatment LRRIQ3 127255 37 1 74507480 74507480 Missense_Mutation SNP G A 9 47 c.1135C>T c.(1135-1137)CCT>TCT p.P379S

Pat_04 Pre-Treatment C1orf173 127254 37 1 75037778 75037778 Missense_Mutation SNP C T 9 70 c.3616G>A c.(3616-3618)GAA>AAA p.E1206K

Pat_04 Pre-Treatment C1orf173 127254 37 1 75039017 75039017 Missense_Mutation SNP C T 15 113 c.2377G>A c.(2377-2379)GGG>AGG p.G793R

Pat_04 Pre-Treatment SLC44A5 204962 37 1 75679418 75679418 Missense_Mutation SNP G A 17 107 c.1934C>T c.(1933-1935)TCT>TTT p.S645F

Pat_04 Pre-Treatment NEXN 91624 37 1 78392256 78392256 Missense_Mutation SNP G A 7 35 c.647G>A c.(646-648)CGA>CAA p.R216Q

Pat_04 Pre-Treatment NEXN 91624 37 1 78401698 78401698 Missense_Mutation SNP T G 5 30 c.1442T>G c.(1441-1443)ATT>AGT p.I481S

Pat_04 Pre-Treatment CLCA4 22802 37 1 87025664 87025664 Missense_Mutation SNP G A 6 44 c.209G>A c.(208-210)AGA>AAA p.R70K

Pat_04 Pre-Treatment CDC7 8317 37 1 91967356 91967356 Nonsense_Mutation SNP T A 4 65 c.83T>A c.(82-84)TTA>TAA p.L28*

Pat_04 Pre-Treatment OLFML3 56944 37 1 114523090 114523090 Missense_Mutation SNP C T 15 42 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_04 Pre-Treatment CD2 914 37 1 117303169 117303169 Nonsense_Mutation SNP G A 11 66 c.528G>A c.(526-528)TGG>TGA p.W176*

Pat_04 Pre-Treatment HSD3B1 3283 37 1 120056726 120056727 Missense_Mutation DNP GG AA 11 64 c.580_581GG>AA c.(580-582)GGA>AAA p.G194K

Pat_04 Pre-Treatment NBPF10 100132406 37 1 145327549 145327550 Missense_Mutation DNP AT TC 6 34 c.4331_4332AT>TC c.(4330-4332)AAT>ATC p.N1444I

Pat_04 Pre-Treatment ECM1 1893 37 1 150482203 150482203 Missense_Mutation SNP C T 24 133 c.188C>T c.(187-189)TCT>TTT p.S63F

Pat_04 Pre-Treatment HRNR 388697 37 1 152192982 152192982 Missense_Mutation SNP C T 13 93 c.1123G>A c.(1123-1125)GGA>AGA p.G375R

Pat_04 Pre-Treatment FLG 2312 37 1 152279644 152279644 Missense_Mutation SNP C T 20 152 c.7718G>A c.(7717-7719)AGT>AAT p.S2573N

Pat_04 Pre-Treatment SPRR2G 6706 37 1 153122531 153122531 Missense_Mutation SNP G A 23 173 c.56C>T c.(55-57)CCC>CTC p.P19L

Pat_04 Pre-Treatment NPR1 4881 37 1 153654983 153654983 Missense_Mutation SNP G A 8 47 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_04 Pre-Treatment NUP210L 91181 37 1 154061958 154061958 Missense_Mutation SNP G A 32 203 c.2300C>T c.(2299-2301)CCA>CTA p.P767L

Pat_04 Pre-Treatment PKLR 5313 37 1 155262980 155262980 Missense_Mutation SNP G A 16 134 c.1424C>T c.(1423-1425)ACC>ATC p.T475I

Pat_04 Pre-Treatment PAQR6 79957 37 1 156215359 156215359 Missense_Mutation SNP G A 8 61 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_04 Pre-Treatment IQGAP3 128239 37 1 156518436 156518436 Missense_Mutation SNP G A 6 65 c.1930C>T c.(1930-1932)CCC>TCC p.P644S

Pat_04 Pre-Treatment OR10K1 391109 37 1 158435715 158435715 Missense_Mutation SNP C T 22 108 c.364C>T c.(364-366)CGC>TGC p.R122C



Pat_04 Pre-Treatment OR10Z1 128368 37 1 158576979 158576979 Missense_Mutation SNP C T 16 111 c.751C>T c.(751-753)CAT>TAT p.H251Y

Pat_04 Pre-Treatment FCER1A 2205 37 1 159273945 159273945 Missense_Mutation SNP G A 9 90 c.304G>A c.(304-306)GAA>AAA p.E102K

Pat_04 Pre-Treatment FCER1A 2205 37 1 159275948 159275948 Missense_Mutation SNP G A 7 75 c.502G>A c.(502-504)GTT>ATT p.V168I

Pat_04 Pre-Treatment APCS 325 37 1 159558454 159558454 Missense_Mutation SNP G A 9 62 c.628G>A c.(628-630)GAA>AAA p.E210K

Pat_04 Pre-Treatment FCRL6 343413 37 1 159779306 159779306 Missense_Mutation SNP C T 9 38 c.719C>T c.(718-720)TCC>TTC p.S240F

Pat_04 Pre-Treatment SLAMF9 89886 37 1 159923915 159923915 Missense_Mutation SNP G A 10 58 c.13C>T c.(13-15)CCT>TCT p.P5S

Pat_04 Pre-Treatment SLAMF1 6504 37 1 160616672 160616672 Missense_Mutation SNP T C 4 31 c.64A>G c.(64-66)AGC>GGC p.S22G

Pat_04 Pre-Treatment ILDR2 387597 37 1 166927005 166927006 Splice_Site DNP CC TT 7 51 c.379_splice c.e2+1 p.D127_splice

Pat_04 Pre-Treatment ADCY10 55811 37 1 167839549 167839549 Missense_Mutation SNP C T 5 40 c.1562G>A c.(1561-1563)GGA>GAA p.G521E

Pat_04 Pre-Treatment F5 2153 37 1 169495256 169495256 Splice_Site SNP C T 4 31 c.5600_splice c.e18-1 p.G1867_splice

Pat_04 Pre-Treatment FMO1 2326 37 1 171254520 171254520 Missense_Mutation SNP G A 6 36 c.1436G>A c.(1435-1437)GGA>GAA p.G479E

Pat_04 Pre-Treatment C1orf9 51430 37 1 172522463 172522463 Missense_Mutation SNP T C 16 108 c.241T>C c.(241-243)TCT>CCT p.S81P

Pat_04 Pre-Treatment PAPPA2 60676 37 1 176680981 176680981 Missense_Mutation SNP C T 16 122 c.3662C>T c.(3661-3663)TCA>TTA p.S1221L

Pat_04 Pre-Treatment ANGPTL1 9068 37 1 178820285 178820285 Missense_Mutation SNP C T 15 85 c.1455G>A c.(1453-1455)ATG>ATA p.M485I

Pat_04 Pre-Treatment LHX4 89884 37 1 180243389 180243389 Missense_Mutation SNP G A 13 79 c.848G>A c.(847-849)GGA>GAA p.G283E

Pat_04 Pre-Treatment FAM129A 116496 37 1 184792417 184792417 Missense_Mutation SNP C T 7 54 c.869G>A c.(868-870)GGA>GAA p.G290E

Pat_04 Pre-Treatment PTGS2 5743 37 1 186645203 186645203 Missense_Mutation SNP G C 22 190 c.1084C>G c.(1084-1086)CGT>GGT p.R362G

Pat_04 Pre-Treatment PTGS2 5743 37 1 186648489 186648489 Missense_Mutation SNP G A 8 40 c.134C>T c.(133-135)ACC>ATC p.T45I

Pat_04 Pre-Treatment CFH 3075 37 1 196715001 196715001 Missense_Mutation SNP C T 8 76 c.3365C>T c.(3364-3366)TCA>TTA p.S1122L

Pat_04 Pre-Treatment CFHR5 81494 37 1 196953127 196953127 Missense_Mutation SNP C T 5 47 c.290C>T c.(289-291)TCT>TTT p.S97F

Pat_04 Pre-Treatment F13B 2165 37 1 197032172 197032172 Missense_Mutation SNP A C 18 101 c.80T>G c.(79-81)TTT>TGT p.F27C

Pat_04 Pre-Treatment ZBTB41 360023 37 1 197168712 197168712 Missense_Mutation SNP G A 9 40 c.892C>T c.(892-894)CCT>TCT p.P298S

Pat_04 Pre-Treatment PTPRC 5788 37 1 198700830 198700830 Missense_Mutation SNP G A 15 89 c.1943G>A c.(1942-1944)GGA>GAA p.G648E

Pat_04 Pre-Treatment CAMSAP1L1 23271 37 1 200816379 200816379 Missense_Mutation SNP C T 6 59 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_04 Pre-Treatment MAPKAPK2 9261 37 1 206904574 206904574 Missense_Mutation SNP C T 7 57 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_04 Pre-Treatment C4BPA 722 37 1 207288861 207288861 Splice_Site SNP G A 13 45 c.428_splice c.e4+1 p.G143_splice

Pat_04 Pre-Treatment CD34 947 37 1 208061265 208061265 Missense_Mutation SNP C T 5 12 c.976G>A c.(976-978)GAA>AAA p.E326K

Pat_04 Pre-Treatment INTS7 25896 37 1 212115237 212115237 Missense_Mutation SNP G A 25 136 c.2818C>T c.(2818-2820)CGC>TGC p.R940C

Pat_04 Pre-Treatment CENPF 1063 37 1 214818698 214818698 Missense_Mutation SNP C G 12 78 c.5785C>G c.(5785-5787)CAA>GAA p.Q1929E

Pat_04 Pre-Treatment CENPF 1063 37 1 214819239 214819239 Nonsense_Mutation SNP C G 9 27 c.6326C>G c.(6325-6327)TCA>TGA p.S2109*

Pat_04 Pre-Treatment CENPF 1063 37 1 214819542 214819542 Missense_Mutation SNP C G 2 13 c.6629C>G c.(6628-6630)TCT>TGT p.S2210C

Pat_04 Pre-Treatment USH2A 7399 37 1 215848705 215848705 Missense_Mutation SNP C T 14 105 c.12548G>A c.(12547-12549)GGA>GAA p.G4183E

Pat_04 Pre-Treatment USH2A 7399 37 1 215848928 215848928 Missense_Mutation SNP C T 5 36 c.12325G>A c.(12325-12327)GAG>AAG p.E4109K

Pat_04 Pre-Treatment C1orf65 164127 37 1 223568129 223568129 Missense_Mutation SNP G A 4 20 c.1312G>A c.(1312-1314)GAC>AAC p.D438N

Pat_04 Pre-Treatment LEFTY1 10637 37 1 226075325 226075325 Missense_Mutation SNP G A 3 26 c.511C>T c.(511-513)CAC>TAC p.H171Y

Pat_04 Pre-Treatment NID1 4811 37 1 236142388 236142388 Missense_Mutation SNP C T 9 36 c.3529G>A c.(3529-3531)GAT>AAT p.D1177N

Pat_04 Pre-Treatment ERO1LB 56605 37 1 236399699 236399699 Splice_Site SNP C T 10 50 c.506_splice c.e7-1 p.D169_splice

Pat_04 Pre-Treatment EDARADD 128178 37 1 236590728 236590728 Missense_Mutation SNP G A 8 27 c.197G>A c.(196-198)CGA>CAA p.R66Q

Pat_04 Pre-Treatment FMN2 56776 37 1 240370756 240370756 Missense_Mutation SNP C T 16 133 c.2644C>T c.(2644-2646)CCT>TCT p.P882S

Pat_04 Pre-Treatment NLRP3 114548 37 1 247588630 247588630 Missense_Mutation SNP G A 5 14 c.1885G>A c.(1885-1887)GAA>AAA p.E629K

Pat_04 Pre-Treatment OR2M3 127062 37 1 248366913 248366913 Missense_Mutation SNP C T 19 214 c.544C>T c.(544-546)CCC>TCC p.P182S

Pat_04 Pre-Treatment AKR1C2 1646 37 10 5040933 5040933 Missense_Mutation SNP C T 8 58 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_04 Pre-Treatment PRKCQ 5588 37 10 6539184 6539184 Missense_Mutation SNP C T 20 133 c.572G>A c.(571-573)CGA>CAA p.R191Q

Pat_04 Pre-Treatment FAM171A1 221061 37 10 15296720 15296720 Missense_Mutation SNP C T 4 11 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_04 Pre-Treatment FAM188A 80013 37 10 15879309 15879309 Missense_Mutation SNP G A 19 79 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_04 Pre-Treatment NEBL 10529 37 10 21141577 21141577 Missense_Mutation SNP C T 4 13 c.905G>A c.(904-906)CGA>CAA p.R302Q

Pat_04 Pre-Treatment SPAG6 9576 37 10 22653876 22653876 Missense_Mutation SNP T G 5 46 c.216T>G c.(214-216)AAT>AAG p.N72K



Pat_04 Pre-Treatment KIAA1217 56243 37 10 24508702 24508702 Missense_Mutation SNP G A 11 57 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_04 Pre-Treatment ARMC4 55130 37 10 28151512 28151512 Missense_Mutation SNP C T 4 16 c.2650G>A c.(2650-2652)GAA>AAA p.E884K

Pat_04 Pre-Treatment ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 4 52 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_04 Pre-Treatment ANKRD30A 91074 37 10 37442579 37442579 Missense_Mutation SNP G A 7 123 c.1619G>A c.(1618-1620)GGA>GAA p.G540E

Pat_04 Pre-Treatment GDF10 2662 37 10 48426748 48426748 Missense_Mutation SNP G A 14 82 c.1259C>T c.(1258-1260)TCC>TTC p.S420F

Pat_04 Pre-Treatment C10orf71 118461 37 10 50531497 50531497 Missense_Mutation SNP C T 6 37 c.907C>T c.(907-909)CCC>TCC p.P303S

Pat_04 Pre-Treatment OGDHL 55753 37 10 50944432 50944432 Missense_Mutation SNP C T 14 127 c.2725G>A c.(2725-2727)GAG>AAG p.E909K

Pat_04 Pre-Treatment PCDH15 65217 37 10 55582222 55582222 Missense_Mutation SNP G A 4 10 c.5264C>T c.(5263-5265)CCT>CTT p.P1755L

Pat_04 Pre-Treatment PCDH15 65217 37 10 55582895 55582895 Missense_Mutation SNP C T 8 63 c.4591G>A c.(4591-4593)GAA>AAA p.E1531K

Pat_04 Pre-Treatment BICC1 80114 37 10 60566860 60566860 Missense_Mutation SNP A C 21 81 c.2318A>C c.(2317-2319)AAG>ACG p.K773T

Pat_04 Pre-Treatment FAM13C 220965 37 10 61029693 61029693 Missense_Mutation SNP C T 7 66 c.769G>A c.(769-771)GCC>ACC p.A257T

Pat_04 Pre-Treatment ANK3 288 37 10 61835412 61835412 Missense_Mutation SNP C T 3 27 c.5227G>A c.(5227-5229)GAA>AAA p.E1743K

Pat_04 Pre-Treatment ANK3 288 37 10 61835855 61835855 Missense_Mutation SNP G A 15 100 c.4784C>T c.(4783-4785)TCC>TTC p.S1595F

Pat_04 Pre-Treatment ADAMTS14 140766 37 10 72511379 72511379 Missense_Mutation SNP C T 4 32 c.2573C>T c.(2572-2574)CCC>CTC p.P858L

Pat_04 Pre-Treatment LIPF 8513 37 10 90435380 90435380 Missense_Mutation SNP G A 10 46 c.854G>A c.(853-855)GGA>GAA p.G285E

Pat_04 Pre-Treatment CYP26A1 1592 37 10 94836867 94836867 Missense_Mutation SNP C T 5 26 c.1300C>T c.(1300-1302)CCA>TCA p.P434S

Pat_04 Pre-Treatment GPR120 338557 37 10 95335855 95335855 Missense_Mutation SNP C T 8 78 c.575C>T c.(574-576)TCG>TTG p.S192L

Pat_04 Pre-Treatment CYP2C18 1562 37 10 96447650 96447650 Missense_Mutation SNP G A 10 96 c.292G>A c.(292-294)GGA>AGA p.G98R

Pat_04 Pre-Treatment CYP2C8 1558 37 10 96802823 96802823 Missense_Mutation SNP C T 7 26 c.973G>A c.(973-975)GAA>AAA p.E325K

Pat_04 Pre-Treatment INA 9118 37 10 105048248 105048248 Missense_Mutation SNP C T 11 109 c.1322C>T c.(1321-1323)TCC>TTC p.S441F

Pat_04 Pre-Treatment PCGF6 84108 37 10 105106997 105106997 Missense_Mutation SNP G A 4 46 c.671C>T c.(670-672)CCT>CTT p.P224L

Pat_04 Pre-Treatment TAF5 6877 37 10 105147305 105147305 Missense_Mutation SNP C T 12 63 c.2035C>T c.(2035-2037)CCC>TCC p.P679S

Pat_04 Pre-Treatment CCDC147 159686 37 10 106160585 106160585 Missense_Mutation SNP C T 6 40 c.1963C>T c.(1963-1965)CTC>TTC p.L655F

Pat_04 Pre-Treatment AFAP1L2 84632 37 10 116075447 116075447 Nonsense_Mutation SNP G A 3 13 c.484C>T c.(484-486)CAG>TAG p.Q162*

Pat_04 Pre-Treatment HTRA1 5654 37 10 124248449 124248449 Missense_Mutation SNP A T 11 122 c.504A>T c.(502-504)AAA>AAT p.K168N

Pat_04 Pre-Treatment DMBT1 1755 37 10 124336068 124336068 Missense_Mutation SNP G A 34 150 c.437G>A c.(436-438)GGC>GAC p.G146D

Pat_04 Pre-Treatment DMBT1 1755 37 10 124351788 124351788 Missense_Mutation SNP G A 29 199 c.2177G>A c.(2176-2178)GGA>GAA p.G726E

Pat_04 Pre-Treatment DMBT1 1755 37 10 124358589 124358589 Missense_Mutation SNP G A 11 86 c.3256G>A c.(3256-3258)GAA>AAA p.E1086K

Pat_04 Pre-Treatment C10orf120 399814 37 10 124457694 124457694 Missense_Mutation SNP C T 11 60 c.563G>A c.(562-564)AGG>AAG p.R188K

Pat_04 Pre-Treatment MKI67 4288 37 10 129901363 129901363 Missense_Mutation SNP G A 16 101 c.8741C>T c.(8740-8742)CCC>CTC p.P2914L

Pat_04 Pre-Treatment CDHR5 53841 37 11 618803 618803 Missense_Mutation SNP T C 3 119 c.1756A>G c.(1756-1758)ATG>GTG p.M586V

Pat_04 Pre-Treatment MUC5B 727897 37 11 1158952 1158952 Missense_Mutation SNP G A 8 50 c.1130G>A c.(1129-1131)GGG>GAG p.G377E

Pat_04 Pre-Treatment MUC5B 727897 37 11 1159051 1159051 Missense_Mutation SNP C T 9 53 c.1229C>T c.(1228-1230)TCC>TTC p.S410F

Pat_04 Pre-Treatment OR52K2 119774 37 11 4471474 4471474 Missense_Mutation SNP G A 9 49 c.905G>A c.(904-906)CGT>CAT p.R302H

Pat_04 Pre-Treatment OR52K1 390036 37 11 4510305 4510305 Missense_Mutation SNP G A 14 75 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_04 Pre-Treatment OR51E2 81285 37 11 4703494 4703494 Missense_Mutation SNP G A 5 29 c.448C>T c.(448-450)CGC>TGC p.R150C

Pat_04 Pre-Treatment OR51B2 79345 37 11 5344611 5344611 Missense_Mutation SNP G A 8 34 c.917C>T c.(916-918)TCT>TTT p.S306F

Pat_04 Pre-Treatment DCHS1 8642 37 11 6647528 6647528 Missense_Mutation SNP C T 3 18 c.6448G>A c.(6448-6450)GGA>AGA p.G2150R

Pat_04 Pre-Treatment OR10A4 283297 37 11 6898467 6898467 Missense_Mutation SNP G C 10 67 c.589G>C c.(589-591)GAA>CAA p.E197Q

Pat_04 Pre-Treatment OR10A6 390093 37 11 7949304 7949304 Missense_Mutation SNP C T 15 109 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_04 Pre-Treatment OR10A6 390093 37 11 7949711 7949711 Missense_Mutation SNP G A 3 21 c.499C>T c.(499-501)CCC>TCC p.P167S

Pat_04 Pre-Treatment NLRP10 338322 37 11 7982236 7982236 Missense_Mutation SNP C T 13 60 c.923G>A c.(922-924)CGT>CAT p.R308H

Pat_04 Pre-Treatment LMO1 4004 37 11 8251941 8251941 Missense_Mutation SNP C T 17 109 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_04 Pre-Treatment SLC6A5 9152 37 11 20658828 20658828 Missense_Mutation SNP G A 5 57 c.1848G>A c.(1846-1848)ATG>ATA p.M616I

Pat_04 Pre-Treatment NELL1 4745 37 11 20949942 20949942 Missense_Mutation SNP G A 30 147 c.914G>A c.(913-915)CGA>CAA p.R305Q

Pat_04 Pre-Treatment SYT13 57586 37 11 45265844 45265844 Missense_Mutation SNP C T 7 72 c.1040G>A c.(1039-1041)CGA>CAA p.R347Q

Pat_04 Pre-Treatment PHF21A 51317 37 11 46098346 46098346 Missense_Mutation SNP G A 17 80 c.112C>T c.(112-114)CAT>TAT p.H38Y



Pat_04 Pre-Treatment LRP4 4038 37 11 46896442 46896442 Missense_Mutation SNP G A 13 127 c.4138C>T c.(4138-4140)CCT>TCT p.P1380S

Pat_04 Pre-Treatment LOC440040 440040 37 11 49597970 49597970 Missense_Mutation SNP G A 10 36 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_04 Pre-Treatment OR4C6 219432 37 11 55433183 55433183 Nonsense_Mutation SNP C T 5 91 c.541C>T c.(541-543)CAG>TAG p.Q181*

Pat_04 Pre-Treatment OR5L2 26338 37 11 55594988 55594988 Missense_Mutation SNP G A 20 159 c.294G>A c.(292-294)ATG>ATA p.M98I

Pat_04 Pre-Treatment OR8K3 219473 37 11 56086408 56086408 Missense_Mutation SNP C T 5 26 c.626C>T c.(625-627)TCA>TTA p.S209L

Pat_04 Pre-Treatment OR5M8 219484 37 11 56258200 56258200 Missense_Mutation SNP G A 5 22 c.647C>T c.(646-648)TCC>TTC p.S216F

Pat_04 Pre-Treatment OR5AP2 338675 37 11 56409825 56409825 Missense_Mutation SNP C T 10 58 c.91G>A c.(91-93)GGA>AGA p.G31R

Pat_04 Pre-Treatment SERPING1 710 37 11 57373665 57373665 Missense_Mutation SNP C T 16 152 c.868C>T c.(868-870)CTC>TTC p.L290F

Pat_04 Pre-Treatment OR6Q1 219952 37 11 57799199 57799199 Missense_Mutation SNP C T 15 111 c.775C>T c.(775-777)CTT>TTT p.L259F

Pat_04 Pre-Treatment OR5AN1 390195 37 11 59132740 59132740 Missense_Mutation SNP G A 9 55 c.809G>A c.(808-810)AGC>AAC p.S270N

Pat_04 Pre-Treatment OR4D11 219986 37 11 59271557 59271557 Missense_Mutation SNP G A 28 166 c.509G>A c.(508-510)GGA>GAA p.G170E

Pat_04 Pre-Treatment SCGB1D1 10648 37 11 61960872 61960872 Missense_Mutation SNP G A 5 36 c.245G>A c.(244-246)GGA>GAA p.G82E

Pat_04 Pre-Treatment EML3 256364 37 11 62377131 62377131 Missense_Mutation SNP G A 14 217 c.604C>T c.(604-606)CCT>TCT p.P202S

Pat_04 Pre-Treatment TTC9C 283237 37 11 62502877 62502877 Missense_Mutation SNP G A 3 41 c.262G>A c.(262-264)GTG>ATG p.V88M

Pat_04 Pre-Treatment SLC22A25 387601 37 11 62931333 62931333 Missense_Mutation SNP T A 20 70 c.1607A>T c.(1606-1608)AAT>ATT p.N536I

Pat_04 Pre-Treatment NPAS4 266743 37 11 66190283 66190283 Missense_Mutation SNP C T 17 98 c.569C>T c.(568-570)GCT>GTT p.A190V

Pat_04 Pre-Treatment NPAS4 266743 37 11 66192379 66192379 Missense_Mutation SNP C T 15 100 c.2018C>T c.(2017-2019)TCC>TTC p.S673F

Pat_04 Pre-Treatment ACTN3 89 37 11 66325562 66325562 Missense_Mutation SNP C T 5 21 c.1193C>T c.(1192-1194)TCG>TTG p.S398L

Pat_04 Pre-Treatment GPR152 390212 37 11 67219541 67219541 Missense_Mutation SNP C T 5 32 c.655G>A c.(655-657)GCC>ACC p.A219T

Pat_04 Pre-Treatment SHANK2 22941 37 11 70331654 70331654 Missense_Mutation SNP G A 8 88 c.4744C>T c.(4744-4746)CCC>TCC p.P1582S

Pat_04 Pre-Treatment SHANK2 22941 37 11 70349008 70349008 Missense_Mutation SNP C T 11 100 c.2090G>A c.(2089-2091)GGC>GAC p.G697D

Pat_04 Pre-Treatment ARHGEF17 9828 37 11 73073768 73073768 Missense_Mutation SNP C T 10 64 c.4985C>T c.(4984-4986)TCC>TTC p.S1662F

Pat_04 Pre-Treatment CNTN5 53942 37 11 99827585 99827585 Missense_Mutation SNP G A 13 76 c.721G>A c.(721-723)GAA>AAA p.E241K

Pat_04 Pre-Treatment MMP13 4322 37 11 102826054 102826054 Missense_Mutation SNP C T 21 103 c.289G>A c.(289-291)GGG>AGG p.G97R

Pat_04 Pre-Treatment DDI1 414301 37 11 103908697 103908697 Missense_Mutation SNP G A 5 34 c.1147G>A c.(1147-1149)GAA>AAA p.E383K

Pat_04 Pre-Treatment ARHGAP20 57569 37 11 110485305 110485305 Missense_Mutation SNP C T 19 87 c.610G>A c.(610-612)GAC>AAC p.D204N

Pat_04 Pre-Treatment PPP2R1B 5519 37 11 111613299 111613299 Missense_Mutation SNP G A 11 48 c.1645C>T c.(1645-1647)CGC>TGC p.R549C

Pat_04 Pre-Treatment BCO2 83875 37 11 112064712 112064712 Missense_Mutation SNP G A 5 45 c.628G>A c.(628-630)GAA>AAA p.E210K

Pat_04 Pre-Treatment NCAM1 4684 37 11 113102999 113102999 Missense_Mutation SNP C T 8 63 c.1072C>T c.(1072-1074)CGG>TGG p.R358W

Pat_04 Pre-Treatment HTR3A 3359 37 11 113860388 113860388 Missense_Mutation SNP C T 18 91 c.1454C>T c.(1453-1455)TCC>TTC p.S485F

Pat_04 Pre-Treatment APOA4 337 37 11 116692155 116692155 Missense_Mutation SNP C T 28 172 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_04 Pre-Treatment POU2F3 25833 37 11 120139927 120139927 Nonsense_Mutation SNP C T 3 37 c.106C>T c.(106-108)CGA>TGA p.R36*

Pat_04 Pre-Treatment SORL1 6653 37 11 121425911 121425911 Missense_Mutation SNP G A 5 59 c.2455G>A c.(2455-2457)GGA>AGA p.G819R

Pat_04 Pre-Treatment OR8G2 26492 37 11 124095851 124095851 Missense_Mutation SNP C T 37 180 c.454C>T c.(454-456)CAC>TAC p.H152Y

Pat_04 Pre-Treatment OR8B8 26493 37 11 124310962 124310962 Missense_Mutation SNP G A 6 50 c.20C>T c.(19-21)TCC>TTC p.S7F

Pat_04 Pre-Treatment STT3A 3703 37 11 125472736 125472736 Missense_Mutation SNP C T 12 74 c.310C>T c.(310-312)CAT>TAT p.H104Y

Pat_04 Pre-Treatment NTM 50863 37 11 132016408 132016408 Missense_Mutation SNP G A 4 23 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_04 Pre-Treatment ENO2 2026 37 12 7026828 7026828 Missense_Mutation SNP C T 8 64 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_04 Pre-Treatment CD163L1 283316 37 12 7586282 7586282 Missense_Mutation SNP C T 22 93 c.133G>A c.(133-135)GAT>AAT p.D45N

Pat_04 Pre-Treatment CD163 9332 37 12 7635262 7635262 Missense_Mutation SNP C T 17 106 c.3224G>A c.(3223-3225)CGA>CAA p.R1075Q

Pat_04 Pre-Treatment AICDA 57379 37 12 8757868 8757868 Missense_Mutation SNP C T 5 25 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_04 Pre-Treatment PIK3C2G 5288 37 12 18699326 18699326 Missense_Mutation SNP C T 3 15 c.3427C>T c.(3427-3429)CCA>TCA p.P1143S

Pat_04 Pre-Treatment PDE3A 5139 37 12 20766384 20766384 Missense_Mutation SNP G A 7 35 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_04 Pre-Treatment IAPP 3375 37 12 21526270 21526270 Splice_Site SNP G A 6 41 c.-14_splice c.e2-1

Pat_04 Pre-Treatment TM7SF3 51768 37 12 27128554 27128554 Missense_Mutation SNP G A 10 22 c.1325C>T c.(1324-1326)TCG>TTG p.S442L

Pat_04 Pre-Treatment ARID2 196528 37 12 46243512 46243512 Missense_Mutation SNP T C 29 222 c.1865T>C c.(1864-1866)GTT>GCT p.V622A

Pat_04 Pre-Treatment OR8S1 341568 37 12 48920268 48920268 Missense_Mutation SNP C T 3 47 c.854C>T c.(853-855)TCC>TTC p.S285F



Pat_04 Pre-Treatment SPATS2 65244 37 12 49918579 49918579 Missense_Mutation SNP C T 24 142 c.1226C>T c.(1225-1227)CCT>CTT p.P409L

Pat_04 Pre-Treatment FAM186B 84070 37 12 49992716 49992716 Missense_Mutation SNP T C 9 33 c.2186A>G c.(2185-2187)AAC>AGC p.N729S

Pat_04 Pre-Treatment SMARCD1 6602 37 12 50492520 50492521 Missense_Mutation DNP CC TT 7 64 c.1416_1417CC>TT414-1419)AACCCA>AATT p.P473S

Pat_04 Pre-Treatment GPD1 2819 37 12 50501428 50501428 Missense_Mutation SNP G A 28 163 c.691G>A c.(691-693)GGA>AGA p.G231R

Pat_04 Pre-Treatment DIP2B 57609 37 12 51112507 51112507 Missense_Mutation SNP C T 5 37 c.2867C>T c.(2866-2868)TCC>TTC p.S956F

Pat_04 Pre-Treatment KRT73 319101 37 12 53012103 53012103 Missense_Mutation SNP C T 22 171 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_04 Pre-Treatment KRT76 51350 37 12 53169247 53169247 Missense_Mutation SNP G A 20 84 c.740C>T c.(739-741)TCA>TTA p.S247L

Pat_04 Pre-Treatment RARG 5916 37 12 53605618 53605619 Missense_Mutation DNP CC TT 4 25 .1206_1207GG>AA204-1209)ATGGAG>ATAA.402_403ME>I

Pat_04 Pre-Treatment SP7 121340 37 12 53722944 53722945 Missense_Mutation DNP GG AA 7 98 c.281_282CC>TT c.(280-282)CCC>CTT p.P94L

Pat_04 Pre-Treatment OR6C6 283365 37 12 55688815 55688815 Missense_Mutation SNP C T 9 29 c.202G>A c.(202-204)GAA>AAA p.E68K

Pat_04 Pre-Treatment OR6C75 390323 37 12 55759078 55759078 Missense_Mutation SNP C T 16 108 c.184C>T c.(184-186)CGG>TGG p.R62W

Pat_04 Pre-Treatment AGAP2 116986 37 12 58135698 58135698 Nonsense_Mutation SNP G A 24 126 c.157C>T c.(157-159)CGA>TGA p.R53*

Pat_04 Pre-Treatment AVIL 10677 37 12 58203639 58203639 Missense_Mutation SNP C T 12 55 c.796G>A c.(796-798)GAG>AAG p.E266K

Pat_04 Pre-Treatment C12orf66 144577 37 12 64588160 64588160 Missense_Mutation SNP G A 6 42 c.800C>T c.(799-801)GCC>GTC p.A267V

Pat_04 Pre-Treatment GRIP1 23426 37 12 66911727 66911727 Missense_Mutation SNP G A 9 61 c.532C>T c.(532-534)CGT>TGT p.R178C

Pat_04 Pre-Treatment TRHDE 29953 37 12 72771887 72771887 Missense_Mutation SNP C T 9 57 c.1166C>T c.(1165-1167)TCC>TTC p.S389F

Pat_04 Pre-Treatment KCNC2 3747 37 12 75441969 75441969 Missense_Mutation SNP C T 32 186 c.1744G>A c.(1744-1746)GAT>AAT p.D582N

Pat_04 Pre-Treatment NAV3 89795 37 12 78516155 78516156 Missense_Mutation DNP GG AA 10 95 .4185_4186GG>AA183-4188)GAGGTC>GAAA p.V1396I

Pat_04 Pre-Treatment LRRIQ1 84125 37 12 85517918 85517918 Missense_Mutation SNP G A 15 47 c.3628G>A c.(3628-3630)GAA>AAA p.E1210K

Pat_04 Pre-Treatment TMCC3 57458 37 12 94975716 94975716 Missense_Mutation SNP G A 4 62 c.677C>T c.(676-678)TCC>TTC p.S226F

Pat_04 Pre-Treatment TMPO 7112 37 12 98938042 98938043 Nonsense_Mutation DNP GG AA 8 56 c.698_699GG>AA c.(697-699)TGG>TAA p.W233*

Pat_04 Pre-Treatment MYBPC1 4604 37 12 102061659 102061659 Missense_Mutation SNP C T 4 14 c.2485C>T c.(2485-2487)CTC>TTC p.L829F

Pat_04 Pre-Treatment STAB2 55576 37 12 104131460 104131460 Missense_Mutation SNP C T 16 90 c.5599C>T c.(5599-5601)CTC>TTC p.L1867F

Pat_04 Pre-Treatment SELPLG 6404 37 12 109017999 109017999 Missense_Mutation SNP C T 5 31 c.85G>A c.(85-87)GAG>AAG p.E29K

Pat_04 Pre-Treatment MAPKAPK5 8550 37 12 112308962 112308962 Missense_Mutation SNP C T 17 122 c.557C>T c.(556-558)ACC>ATC p.T186I

Pat_04 Pre-Treatment NOS1 4842 37 12 117696239 117696239 Missense_Mutation SNP C T 6 26 c.2494G>A c.(2494-2496)GAA>AAA p.E832K

Pat_04 Pre-Treatment WDR66 144406 37 12 122437800 122437800 Missense_Mutation SNP G A 14 64 c.3185G>A c.(3184-3186)GGG>GAG p.G1062E

Pat_04 Pre-Treatment PITPNM2 57605 37 12 123475211 123475211 Missense_Mutation SNP G A 4 42 c.2450C>T c.(2449-2451)GCC>GTC p.A817V

Pat_04 Pre-Treatment TMEM132B 114795 37 12 126135239 126135239 Missense_Mutation SNP G A 7 45 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_04 Pre-Treatment TMEM132B 114795 37 12 126137083 126137083 Missense_Mutation SNP G C 8 79 c.1996G>C c.(1996-1998)GCT>CCT p.A666P

Pat_04 Pre-Treatment ZNF140 7699 37 12 133682816 133682816 Missense_Mutation SNP G A 23 132 c.953G>A c.(952-954)CGA>CAA p.R318Q

Pat_04 Pre-Treatment GJB6 10804 37 13 20797567 20797567 Missense_Mutation SNP G A 40 198 c.53C>T c.(52-54)ACC>ATC p.T18I

Pat_04 Pre-Treatment KL 9365 37 13 33629411 33629411 Missense_Mutation SNP C T 13 44 c.1558C>T c.(1558-1560)CCC>TCC p.P520S

Pat_04 Pre-Treatment C13orf23 80209 37 13 39602432 39602432 Missense_Mutation SNP G A 3 28 c.301C>T c.(301-303)CGT>TGT p.R101C

Pat_04 Pre-Treatment KIAA0564 23078 37 13 42263512 42263512 Missense_Mutation SNP A G 9 42 c.4109T>C c.(4108-4110)GTT>GCT p.V1370A

Pat_04 Pre-Treatment DACH1 1602 37 13 72134038 72134038 Missense_Mutation SNP C T 3 17 c.1349G>A c.(1348-1350)AGA>AAA p.R450K

Pat_04 Pre-Treatment POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 5 214 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_04 Pre-Treatment OR4K2 390431 37 14 20345124 20345124 Missense_Mutation SNP C T 12 111 c.698C>T c.(697-699)TCA>TTA p.S233L

Pat_04 Pre-Treatment OR4K1 79544 37 14 20404138 20404138 Missense_Mutation SNP C T 17 78 c.313C>T c.(313-315)CAC>TAC p.H105Y

Pat_04 Pre-Treatment OR4K13 390433 37 14 20502223 20502224 Nonsense_Mutation DNP CG TA 7 59 c.694_695CG>TA c.(694-696)CGA>TAA p.R232*

Pat_04 Pre-Treatment OR10G3 26533 37 14 22038587 22038587 Missense_Mutation SNP C A 6 43 c.289G>T c.(289-291)GGC>TGC p.G97C

Pat_04 Pre-Treatment OR4E2 26686 37 14 22133562 22133562 Missense_Mutation SNP G A 30 165 c.266G>A c.(265-267)AGA>AAA p.R89K

Pat_04 Pre-Treatment AKAP6 9472 37 14 33291502 33291502 Missense_Mutation SNP G A 4 25 c.4483G>A c.(4483-4485)GAG>AAG p.E1495K

Pat_04 Pre-Treatment AKAP6 9472 37 14 33292790 33292790 Missense_Mutation SNP G A 5 44 c.5771G>A c.(5770-5772)GGG>GAG p.G1924E

Pat_04 Pre-Treatment RALGAPA1 253959 37 14 36217895 36217895 Missense_Mutation SNP G A 10 38 c.1147C>T c.(1147-1149)CTC>TTC p.L383F

Pat_04 Pre-Treatment SSTR1 6751 37 14 38679634 38679634 Missense_Mutation SNP C T 15 77 c.1040C>T c.(1039-1041)GCG>GTG p.A347V

Pat_04 Pre-Treatment TRAPPC6B 122553 37 14 39623414 39623414 Splice_Site SNP C T 5 15 c.351_splice c.e4+1 p.K117_splice



Pat_04 Pre-Treatment C14orf105 55195 37 14 57947409 57947409 Missense_Mutation SNP C T 9 42 c.559G>A c.(559-561)GAC>AAC p.D187N

Pat_04 Pre-Treatment C14orf37 145407 37 14 58605719 58605719 Missense_Mutation SNP G A 10 71 c.358C>T c.(358-360)CCC>TCC p.P120S

Pat_04 Pre-Treatment ADAM21 8747 37 14 70924389 70924389 Missense_Mutation SNP C T 13 124 c.173C>T c.(172-174)CCT>CTT p.P58L

Pat_04 Pre-Treatment DCAF4 26094 37 14 73425449 73425449 Missense_Mutation SNP C T 28 131 c.1424C>T c.(1423-1425)TCC>TTC p.S475F

Pat_04 Pre-Treatment MLH3 27030 37 14 75516045 75516045 Missense_Mutation SNP C T 8 32 c.314G>A c.(313-315)AGT>AAT p.S105N

Pat_04 Pre-Treatment NRXN3 9369 37 14 79432412 79432412 Missense_Mutation SNP G A 11 41 c.1321G>A c.(1321-1323)GAA>AAA p.E441K

Pat_04 Pre-Treatment C14orf145 145508 37 14 81302605 81302605 Missense_Mutation SNP G A 23 117 c.1001C>T c.(1000-1002)TCC>TTC p.S334F

Pat_04 Pre-Treatment GALC 2581 37 14 88417058 88417058 Missense_Mutation SNP A C 3 32 c.1196T>G c.(1195-1197)CTT>CGT p.L399R

Pat_04 Pre-Treatment ATG2B 55102 37 14 96783592 96783592 Missense_Mutation SNP G A 8 30 c.3100C>T c.(3100-3102)CGT>TGT p.R1034C

Pat_04 Pre-Treatment AK7 122481 37 14 96912921 96912921 Missense_Mutation SNP C T 9 62 c.847C>T c.(847-849)CAT>TAT p.H283Y

Pat_04 Pre-Treatment C14orf177 283598 37 14 99183486 99183486 Missense_Mutation SNP G A 11 48 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_04 Pre-Treatment OR4N4 283694 37 15 22383010 22383010 Missense_Mutation SNP G A 16 104 c.538G>A c.(538-540)GAT>AAT p.D180N

Pat_04 Pre-Treatment GOLGA8DP 100132979 37 15 22709716 22709716 Splice_Site SNP C T 10 93 c.172_splice c.e10-1 p.V58_splice

Pat_04 Pre-Treatment MAGEL2 54551 37 15 23890470 23890470 Missense_Mutation SNP G A 10 70 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_04 Pre-Treatment NDN 4692 37 15 23932346 23932346 Missense_Mutation SNP C T 6 35 c.19G>A c.(19-21)GAT>AAT p.D7N

Pat_04 Pre-Treatment GABRB3 2562 37 15 26825489 26825489 Nonsense_Mutation SNP G T 10 107 c.659C>A c.(658-660)TCG>TAG p.S220*

Pat_04 Pre-Treatment GABRB3 2562 37 15 27184461 27184461 Nonsense_Mutation SNP C T 17 61 c.123G>A c.(121-123)TGG>TGA p.W41*

Pat_04 Pre-Treatment TRPM1 4308 37 15 31318400 31318401 Missense_Mutation DNP CC TT 4 32 .3504_3505GG>AA502-3507)CGGGAG>CGAA p.E1169K

Pat_04 Pre-Treatment FMN1 342184 37 15 33261588 33261588 Missense_Mutation SNP C T 24 186 c.1645G>A c.(1645-1647)GAG>AAG p.E549K

Pat_04 Pre-Treatment CHRM5 1133 37 15 34355453 34355453 Missense_Mutation SNP C T 35 182 c.535C>T c.(535-537)CCA>TCA p.P179S

Pat_04 Pre-Treatment C15orf53 400359 37 15 38990511 38990511 Missense_Mutation SNP G A 6 51 c.305G>A c.(304-306)GGA>GAA p.G102E

Pat_04 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42138213 42138213 Nonsense_Mutation SNP G A 7 39 c.1568G>A c.(1567-1569)TGG>TAG p.W523*

Pat_04 Pre-Treatment SPTBN5 51332 37 15 42173383 42173383 Missense_Mutation SNP G A 5 26 c.2402C>T c.(2401-2403)CCC>CTC p.P801L

Pat_04 Pre-Treatment ZFP106 64397 37 15 42743893 42743893 Missense_Mutation SNP C T 8 36 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_04 Pre-Treatment TGM5 9333 37 15 43527730 43527730 Missense_Mutation SNP C T 9 53 c.1651G>A c.(1651-1653)GAT>AAT p.D551N

Pat_04 Pre-Treatment TUBGCP4 27229 37 15 43668311 43668311 Missense_Mutation SNP C T 49 140 c.94C>T c.(94-96)CCT>TCT p.P32S

Pat_04 Pre-Treatment FBN1 2200 37 15 48808466 48808466 Missense_Mutation SNP G A 16 133 c.1241C>T c.(1240-1242)CCT>CTT p.P414L

Pat_04 Pre-Treatment SHC4 399694 37 15 49176530 49176530 Missense_Mutation SNP T A 8 45 c.755A>T c.(754-756)AAA>ATA p.K252I

Pat_04 Pre-Treatment TRPM7 54822 37 15 50888521 50888521 Missense_Mutation SNP G A 13 31 c.3221C>T c.(3220-3222)CCA>CTA p.P1074L

Pat_04 Pre-Treatment GCNT3 9245 37 15 59910526 59910526 Missense_Mutation SNP C T 10 54 c.89C>T c.(88-90)TCT>TTT p.S30F

Pat_04 Pre-Treatment ZNF609 23060 37 15 64968294 64968294 Missense_Mutation SNP C T 9 78 c.3241C>T c.(3241-3243)CCC>TCC p.P1081S

Pat_04 Pre-Treatment MAP2K1 5604 37 15 66729162 66729162 Missense_Mutation SNP C T 13 63 c.370C>T c.(370-372)CCG>TCG p.P124S

Pat_04 Pre-Treatment LBXCOR1 390598 37 15 68125575 68125576 Missense_Mutation DNP CC TT 5 67 c.2651_2652CC>TTc.(2650-2652)GCC>GTT p.A884V

Pat_04 Pre-Treatment STRA6 64220 37 15 74487802 74487802 Nonsense_Mutation SNP C T 4 18 c.438G>A c.(436-438)TGG>TGA p.W146*

Pat_04 Pre-Treatment NRG4 145957 37 15 76301551 76301551 Missense_Mutation SNP G A 24 72 c.94C>T c.(94-96)CCA>TCA p.P32S

Pat_04 Pre-Treatment SCAPER 49855 37 15 76726576 76726576 Missense_Mutation SNP C T 17 105 c.3154G>A c.(3154-3156)GGA>AGA p.G1052R

Pat_04 Pre-Treatment AP3B2 8120 37 15 83350179 83350179 Missense_Mutation SNP G A 5 45 c.514C>T c.(514-516)CTC>TTC p.L172F

Pat_04 Pre-Treatment ADAMTSL3 57188 37 15 84566668 84566668 Missense_Mutation SNP G A 10 90 c.1526G>A c.(1525-1527)CGC>CAC p.R509H

Pat_04 Pre-Treatment POLG 5428 37 15 89870446 89870446 Missense_Mutation SNP G A 8 104 c.1385C>T c.(1384-1386)TCG>TTG p.S462L

Pat_04 Pre-Treatment PDIA2 64714 37 16 333362 333362 Missense_Mutation SNP G A 4 40 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_04 Pre-Treatment IFT140 9742 37 16 1636207 1636207 Missense_Mutation SNP C T 14 88 c.1079G>A c.(1078-1080)AGC>AAC p.S360N

Pat_04 Pre-Treatment PRSS22 64063 37 16 2905608 2905608 Missense_Mutation SNP A C 16 78 c.526T>G c.(526-528)TGG>GGG p.W176G

Pat_04 Pre-Treatment C16orf68 79091 37 16 8722796 8722796 Nonsense_Mutation SNP C T 10 52 c.343C>T c.(343-345)CAG>TAG p.Q115*

Pat_04 Pre-Treatment MYH11 4629 37 16 15818560 15818560 Missense_Mutation SNP C T 14 115 c.4060G>A c.(4060-4062)GAG>AAG p.E1354K

Pat_04 Pre-Treatment ACSM5 54988 37 16 20441100 20441100 Missense_Mutation SNP G A 6 50 c.1102G>A c.(1102-1104)GAA>AAA p.E368K

Pat_04 Pre-Treatment ACSM5 54988 37 16 20442640 20442640 Nonsense_Mutation SNP T G 13 84 c.1305T>G c.(1303-1305)TAT>TAG p.Y435*

Pat_04 Pre-Treatment ACSM2B 348158 37 16 20570625 20570625 Missense_Mutation SNP G A 7 40 c.322C>T c.(322-324)CGT>TGT p.R108C



Pat_04 Pre-Treatment ADCY7 113 37 16 50339482 50339482 Missense_Mutation SNP G A 21 88 c.1664G>A c.(1663-1665)GGG>GAG p.G555E

Pat_04 Pre-Treatment SALL1 6299 37 16 51173753 51173753 Missense_Mutation SNP G A 8 55 c.2380C>T c.(2380-2382)CCC>TCC p.P794S

Pat_04 Pre-Treatment NLRC5 84166 37 16 57059817 57059817 Missense_Mutation SNP C T 9 63 c.962C>T c.(961-963)CCA>CTA p.P321L

Pat_04 Pre-Treatment ELMO3 79767 37 16 67236560 67236560 Missense_Mutation SNP C T 9 41 c.1588C>T c.(1588-1590)CGC>TGC p.R530C

Pat_04 Pre-Treatment LCAT 3931 37 16 67974168 67974168 Missense_Mutation SNP G A 8 46 c.962C>T c.(961-963)TCA>TTA p.S321L

Pat_04 Pre-Treatment MLKL 197259 37 16 74719425 74719425 Missense_Mutation SNP G A 11 29 c.779C>T c.(778-780)CCC>CTC p.P260L

Pat_04 Pre-Treatment COTL1 23406 37 16 84600458 84600458 Missense_Mutation SNP G T 7 36 c.422C>A c.(421-423)ACG>AAG p.T141K

Pat_04 Pre-Treatment CTU2 348180 37 16 88778062 88778062 Missense_Mutation SNP C T 10 61 c.302C>T c.(301-303)GCC>GTC p.A101V

Pat_04 Pre-Treatment SERPINF2 5345 37 17 1657799 1657799 Missense_Mutation SNP G A 13 90 c.1447G>A c.(1447-1449)GAT>AAT p.D483N

Pat_04 Pre-Treatment OR1G1 8390 37 17 3029911 3029911 Missense_Mutation SNP G A 6 43 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_04 Pre-Treatment SPNS3 201305 37 17 4352673 4352673 Missense_Mutation SNP A G 3 15 c.914A>G c.(913-915)AAC>AGC p.N305S

Pat_04 Pre-Treatment ASGR2 433 37 17 7017463 7017463 Missense_Mutation SNP G A 18 95 c.97C>T c.(97-99)CCC>TCC p.P33S

Pat_04 Pre-Treatment SENP3 26168 37 17 7473708 7473709 Missense_Mutation DNP CC TT 4 69 c.1376_1377CC>TTc.(1375-1377)CCC>CTT p.P459L

Pat_04 Pre-Treatment C17orf68 80169 37 17 8132180 8132181 Missense_Mutation DNP GG AA 3 14 c.3251_3252CC>TTc.(3250-3252)GCC>GTT p.A1084V

Pat_04 Pre-Treatment PFAS 5198 37 17 8169252 8169253 Missense_Mutation DNP CC TT 11 44 c.2618_2619CC>TT c.(2617-2619)TCC>TTT p.S873F

Pat_04 Pre-Treatment USP43 124739 37 17 9596484 9596484 Missense_Mutation SNP C T 3 29 c.1394C>T c.(1393-1395)TCT>TTT p.S465F

Pat_04 Pre-Treatment MYH8 4626 37 17 10323496 10323496 Missense_Mutation SNP G A 5 46 c.49C>T c.(49-51)CCC>TCC p.P17S

Pat_04 Pre-Treatment MYH1 4619 37 17 10419317 10419317 Missense_Mutation SNP C T 19 138 c.431G>A c.(430-432)CGA>CAA p.R144Q

Pat_04 Pre-Treatment MYH2 4620 37 17 10432122 10432122 Missense_Mutation SNP C T 13 65 c.3629G>A c.(3628-3630)GGG>GAG p.G1210E

Pat_04 Pre-Treatment MYH2 4620 37 17 10436665 10436665 Missense_Mutation SNP C T 15 82 c.2378G>A c.(2377-2379)CGA>CAA p.R793Q

Pat_04 Pre-Treatment MYH3 4621 37 17 10545802 10545802 Missense_Mutation SNP A G 7 96 c.1820T>C c.(1819-1821)GTT>GCT p.V607A

Pat_04 Pre-Treatment DNAH9 1770 37 17 11775104 11775104 Splice_Site SNP G A 9 40 c.10242_splice c.e52+1 p.K3414_splice

Pat_04 Pre-Treatment RICH2 9912 37 17 12832325 12832325 Missense_Mutation SNP G A 4 34 c.544G>A c.(544-546)GAA>AAA p.E182K

Pat_04 Pre-Treatment MPRIP 23164 37 17 17062245 17062245 Missense_Mutation SNP G A 3 39 c.1975G>A c.(1975-1977)GTC>ATC p.V659I

Pat_04 Pre-Treatment TOP3A 7156 37 17 18194301 18194301 Missense_Mutation SNP A T 9 64 c.1322T>A c.(1321-1323)TTC>TAC p.F441Y

Pat_04 Pre-Treatment EPN2 22905 37 17 19237275 19237275 Missense_Mutation SNP C T 6 25 c.1634C>T c.(1633-1635)CCC>CTC p.P545L

Pat_04 Pre-Treatment FLJ40504 284085 37 17 26604047 26604047 Nonsense_Mutation SNP C T 5 28 c.428G>A c.(427-429)TGG>TAG p.W143*

Pat_04 Pre-Treatment PHF12 57649 37 17 27233933 27233933 Missense_Mutation SNP G A 31 158 c.2621C>T c.(2620-2622)TCG>TTG p.S874L

Pat_04 Pre-Treatment NUFIP2 57532 37 17 27613355 27613355 Missense_Mutation SNP G A 11 49 c.1657C>T c.(1657-1659)CCC>TCC p.P553S

Pat_04 Pre-Treatment SLFN11 91607 37 17 33690601 33690601 Missense_Mutation SNP C T 19 149 c.226G>A c.(226-228)GAT>AAT p.D76N

Pat_04 Pre-Treatment SLFN13 146857 37 17 33768054 33768054 Missense_Mutation SNP G A 20 74 c.2254C>T c.(2254-2256)CCT>TCT p.P752S

Pat_04 Pre-Treatment SLFN12L 342615 37 17 33802424 33802424 Missense_Mutation SNP T A 3 22 c.1372A>T c.(1372-1374)ATA>TTA p.I458L

Pat_04 Pre-Treatment CASC3 22794 37 17 38319744 38319744 Missense_Mutation SNP C T 10 51 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_04 Pre-Treatment KRT10 3858 37 17 38975078 38975078 Missense_Mutation SNP G A 10 33 c.1709C>T c.(1708-1710)TCT>TTT p.S570F

Pat_04 Pre-Treatment KRT34 3885 37 17 39535652 39535652 Missense_Mutation SNP G A 47 99 c.955C>T c.(955-957)CGC>TGC p.R319C

Pat_04 Pre-Treatment HAP1 9001 37 17 39881183 39881183 Missense_Mutation SNP C T 99 217 c.1786G>A c.(1786-1788)GAA>AAA p.E596K

Pat_04 Pre-Treatment CD300LG 146894 37 17 41930375 41930375 Missense_Mutation SNP G A 21 42 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_04 Pre-Treatment CRHR1 1394 37 17 43898765 43898765 Missense_Mutation SNP C T 29 82 c.286C>T c.(286-288)CGC>TGC p.R96C

Pat_04 Pre-Treatment MAPT 4137 37 17 44060753 44060753 Missense_Mutation SNP G A 3 21 c.583G>A c.(583-585)GAC>AAC p.D195N

Pat_04 Pre-Treatment ITGB3 3690 37 17 45369775 45369775 Missense_Mutation SNP G A 40 68 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_04 Pre-Treatment HOXB5 3215 37 17 46669678 46669678 Missense_Mutation SNP C T 49 126 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_04 Pre-Treatment CACNA1G 8913 37 17 48669445 48669445 Nonsense_Mutation SNP C T 9 37 c.2902C>T c.(2902-2904)CAG>TAG p.Q968*

Pat_04 Pre-Treatment ABCC3 8714 37 17 48745099 48745099 Nonsense_Mutation SNP G A 16 30 c.1616G>A c.(1615-1617)TGG>TAG p.W539*

Pat_04 Pre-Treatment ANKFN1 162282 37 17 54403614 54403614 Missense_Mutation SNP G A 25 54 c.95G>A c.(94-96)AGG>AAG p.R32K

Pat_04 Pre-Treatment TBX4 9496 37 17 59560825 59560825 Missense_Mutation SNP C T 14 31 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_04 Pre-Treatment MED13 9969 37 17 60088215 60088215 Missense_Mutation SNP G A 17 43 c.1663C>T c.(1663-1665)CCT>TCT p.P555S

Pat_04 Pre-Treatment ACE 1636 37 17 61560491 61560491 Missense_Mutation SNP C T 43 130 c.1444C>T c.(1444-1446)CGT>TGT p.R482C



Pat_04 Pre-Treatment ABCA5 23461 37 17 67270238 67270238 Nonsense_Mutation SNP G A 7 19 c.2626C>T c.(2626-2628)CAG>TAG p.Q876*

Pat_04 Pre-Treatment C17orf28 283987 37 17 72947703 72947703 Missense_Mutation SNP C T 5 10 c.2329G>A c.(2329-2331)GAC>AAC p.D777N

Pat_04 Pre-Treatment SUMO2 6613 37 17 73178912 73178913 Missense_Mutation DNP GG AT 3 8 c.17_18CC>AT c.(16-18)CCC>CAT p.P6H

Pat_04 Pre-Treatment ASPSCR1 79058 37 17 79954390 79954390 Missense_Mutation SNP C T 4 8 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_04 Pre-Treatment LAMA1 284217 37 18 7015798 7015798 Missense_Mutation SNP G A 22 156 c.3049C>T c.(3049-3051)CCC>TCC p.P1017S

Pat_04 Pre-Treatment CTAGE1 64693 37 18 19996208 19996208 Missense_Mutation SNP C T 10 72 c.1567G>A c.(1567-1569)GGA>AGA p.G523R

Pat_04 Pre-Treatment LAMA3 3909 37 18 21404431 21404431 Missense_Mutation SNP C T 14 85 c.2473C>T c.(2473-2475)CCA>TCA p.P825S

Pat_04 Pre-Treatment DSC2 1824 37 18 28648063 28648063 Missense_Mutation SNP C T 10 64 c.2624G>A c.(2623-2625)CGA>CAA p.R875Q

Pat_04 Pre-Treatment DSG3 1830 37 18 29052358 29052358 Missense_Mutation SNP G A 6 54 c.2009G>A c.(2008-2010)GGA>GAA p.G670E

Pat_04 Pre-Treatment DSG2 1829 37 18 29101149 29101149 Missense_Mutation SNP G A 13 71 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_04 Pre-Treatment ASXL3 80816 37 18 31324838 31324838 Missense_Mutation SNP G A 8 72 c.5026G>A c.(5026-5028)GAC>AAC p.D1676N

Pat_04 Pre-Treatment LIPG 9388 37 18 47109952 47109953 Missense_Mutation DNP CC TT 9 101 c.1184_1185CC>TT c.(1183-1185)ACC>ATT p.T395I

Pat_04 Pre-Treatment CTDP1 9150 37 18 77474496 77474496 Missense_Mutation SNP C T 4 32 c.1036C>T c.(1036-1038)CAT>TAT p.H346Y

Pat_04 Pre-Treatment RANBP3 8498 37 19 5923844 5923844 Nonsense_Mutation SNP G A 5 35 c.1078C>T c.(1078-1080)CAG>TAG p.Q360*

Pat_04 Pre-Treatment PNPLA6 10908 37 19 7607951 7607951 Missense_Mutation SNP T A 8 50 c.1616T>A c.(1615-1617)ATT>AAT p.I539N

Pat_04 Pre-Treatment KIAA1543 57662 37 19 7677786 7677786 Missense_Mutation SNP G A 8 25 c.2407G>A c.(2407-2409)GAC>AAC p.D803N

Pat_04 Pre-Treatment CD209 30835 37 19 7810698 7810698 Missense_Mutation SNP A G 5 164 c.454T>C c.(454-456)TGG>CGG p.W152R

Pat_04 Pre-Treatment MUC16 94025 37 19 8966784 8966784 Missense_Mutation SNP T A 3 9 c.43169A>T c.(43168-43170)GAC>GTC p.D14390V

Pat_04 Pre-Treatment MUC16 94025 37 19 9056502 9056502 Missense_Mutation SNP G A 10 84 c.30944C>T c.(30943-30945)GCT>GTT p.A10315V

Pat_04 Pre-Treatment MUC16 94025 37 19 9073306 9073306 Missense_Mutation SNP C A 18 78 c.14140G>T c.(14140-14142)GGG>TGG p.G4714W

Pat_04 Pre-Treatment MUC16 94025 37 19 9075757 9075757 Missense_Mutation SNP C T 8 11 c.11689G>A c.(11689-11691)GTT>ATT p.V3897I

Pat_04 Pre-Treatment MUC16 94025 37 19 9086149 9086149 Missense_Mutation SNP C T 6 28 c.5666G>A c.(5665-5667)GGA>GAA p.G1889E

Pat_04 Pre-Treatment CARM1 10498 37 19 11024650 11024650 Missense_Mutation SNP C T 13 22 c.767C>T c.(766-768)TCG>TTG p.S256L

Pat_04 Pre-Treatment ZNF788 388507 37 19 12223831 12223831 Missense_Mutation SNP G A 13 18 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_04 Pre-Treatment ZNF20 7568 37 19 12243437 12243437 Nonsense_Mutation SNP G A 36 109 c.1564C>T c.(1564-1566)CGA>TGA p.R522*

Pat_04 Pre-Treatment RFX1 5989 37 19 14093039 14093039 Missense_Mutation SNP G T 4 19 c.515C>A c.(514-516)GCT>GAT p.A172D

Pat_04 Pre-Treatment ILVBL 10994 37 19 15226693 15226693 Missense_Mutation SNP G A 6 24 c.1582C>T c.(1582-1584)CTC>TTC p.L528F

Pat_04 Pre-Treatment RASAL3 64926 37 19 15564018 15564018 Missense_Mutation SNP G A 6 14 c.2570C>T c.(2569-2571)TCC>TTC p.S857F

Pat_04 Pre-Treatment OR10H2 26538 37 19 15839265 15839266 Missense_Mutation DNP CC TT 19 37 c.412_413CC>TT c.(412-414)CCA>TTA p.P138L

Pat_04 Pre-Treatment USHBP1 83878 37 19 17369091 17369091 Missense_Mutation SNP C T 14 59 c.1150G>A c.(1150-1152)GAA>AAA p.E384K

Pat_04 Pre-Treatment SSBP4 170463 37 19 18542851 18542852 Missense_Mutation DNP CC TT 3 22 c.607_608CC>TT c.(607-609)CCT>TTT p.P203F

Pat_04 Pre-Treatment HAPLN4 404037 37 19 19369386 19369386 Missense_Mutation SNP G A 8 58 c.763C>T c.(763-765)CGC>TGC p.R255C

Pat_04 Pre-Treatment CILP2 148113 37 19 19654548 19654549 Missense_Mutation DNP GG AA 45 180 c.1194_1195GG>AA192-1197)GAGGAC>GAAA p.D399N

Pat_04 Pre-Treatment GMIP 51291 37 19 19745413 19745413 Missense_Mutation SNP G A 23 184 c.1987C>T c.(1987-1989)CCC>TCC p.P663S

Pat_04 Pre-Treatment ZNF208 7757 37 19 22156029 22156029 Missense_Mutation SNP G A 7 16 c.1507C>T c.(1507-1509)CAT>TAT p.H503Y

Pat_04 Pre-Treatment ZNF208 7757 37 19 22171587 22171587 Missense_Mutation SNP A G 26 71 c.128T>C c.(127-129)CTG>CCG p.L43P

Pat_04 Pre-Treatment ZNF257 113835 37 19 22270877 22270877 Missense_Mutation SNP G A 5 24 c.325G>A c.(325-327)GAG>AAG p.E109K

Pat_04 Pre-Treatment ZNF536 9745 37 19 30935299 30935299 Missense_Mutation SNP C T 4 15 c.830C>T c.(829-831)ACC>ATC p.T277I

Pat_04 Pre-Treatment SIPA1L3 23094 37 19 38655182 38655182 Missense_Mutation SNP C T 14 81 c.3844C>T c.(3844-3846)CAC>TAC p.H1282Y

Pat_04 Pre-Treatment LRFN1 57622 37 19 39798424 39798424 Missense_Mutation SNP C T 4 15 c.2165G>A c.(2164-2166)CGC>CAC p.R722H

Pat_04 Pre-Treatment LGALS14 56891 37 19 40197259 40197259 Missense_Mutation SNP C T 40 238 c.38C>T c.(37-39)TCC>TTC p.S13F

Pat_04 Pre-Treatment FCGBP 8857 37 19 40364385 40364385 Missense_Mutation SNP G A 10 72 c.14257C>T c.(14257-14259)CCT>TCT p.P4753S

Pat_04 Pre-Treatment CEACAM21 90273 37 19 42091803 42091803 Missense_Mutation SNP G A 19 102 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_04 Pre-Treatment PSG3 5671 37 19 43243017 43243017 Missense_Mutation SNP C T 36 290 c.289G>A c.(289-291)GGA>AGA p.G97R

Pat_04 Pre-Treatment PSG6 5675 37 19 43414992 43414992 Missense_Mutation SNP G A 25 145 c.446C>T c.(445-447)TCC>TTC p.S149F

Pat_04 Pre-Treatment EXOC3L2 90332 37 19 45716515 45716515 Missense_Mutation SNP C T 8 15 c.1042G>A c.(1042-1044)GAG>AAG p.E348K

Pat_04 Pre-Treatment DHX34 9704 37 19 47856918 47856918 Nonsense_Mutation SNP C T 4 31 c.631C>T c.(631-633)CAG>TAG p.Q211*



Pat_04 Pre-Treatment CPT1C 126129 37 19 50195561 50195561 Missense_Mutation SNP G A 9 67 c.52G>A c.(52-54)GGG>AGG p.G18R

Pat_04 Pre-Treatment KLK6 5653 37 19 51462539 51462539 Missense_Mutation SNP G A 4 49 c.616C>T c.(616-618)CAC>TAC p.H206Y

Pat_04 Pre-Treatment ZNF160 90338 37 19 53577477 53577477 Missense_Mutation SNP C T 9 44 c.187G>A c.(187-189)GGG>AGG p.G63R

Pat_04 Pre-Treatment BIRC8 112401 37 19 53793465 53793465 Missense_Mutation SNP G A 5 20 c.163C>T c.(163-165)CCT>TCT p.P55S

Pat_04 Pre-Treatment ZNF331 55422 37 19 54081132 54081132 Missense_Mutation SNP G A 6 53 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_04 Pre-Treatment PRKCG 5582 37 19 54395828 54395828 Missense_Mutation SNP C T 4 18 c.752C>T c.(751-753)TCC>TTC p.S251F

Pat_04 Pre-Treatment CACNG7 59284 37 19 54416194 54416194 Missense_Mutation SNP G A 4 46 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_04 Pre-Treatment LILRB2 10288 37 19 54782149 54782149 Missense_Mutation SNP G A 14 94 c.1223C>T c.(1222-1224)TCT>TTT p.S408F

Pat_04 Pre-Treatment NLRP9 338321 37 19 56243785 56243785 Missense_Mutation SNP C T 23 138 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_04 Pre-Treatment ZNF776 284309 37 19 58265313 58265313 Missense_Mutation SNP C T 8 53 c.815C>T c.(814-816)TCA>TTA p.S272L

Pat_04 Pre-Treatment CMPK2 129607 37 2 6991588 6991588 Missense_Mutation SNP G A 3 34 c.1219C>T c.(1219-1221)CGT>TGT p.R407C

Pat_04 Pre-Treatment TAF1B 9014 37 2 10059864 10059864 Missense_Mutation SNP C T 4 45 c.1480C>T c.(1480-1482)CTT>TTT p.L494F

Pat_04 Pre-Treatment APOB 338 37 2 21230175 21230175 Missense_Mutation SNP G A 4 24 c.9565C>T c.(9565-9567)CCT>TCT p.P3189S

Pat_04 Pre-Treatment APOB 338 37 2 21232704 21232704 Missense_Mutation SNP C T 9 56 c.7036G>A c.(7036-7038)GAG>AAG p.E2346K

Pat_04 Pre-Treatment APOB 338 37 2 21234639 21234639 Missense_Mutation SNP C T 15 98 c.5101G>A c.(5101-5103)GGG>AGG p.G1701R

Pat_04 Pre-Treatment APOB 338 37 2 21260958 21260958 Missense_Mutation SNP C T 6 52 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_04 Pre-Treatment C2orf16 84226 37 2 27801613 27801613 Missense_Mutation SNP G A 5 36 c.2174G>A c.(2173-2175)GGG>GAG p.G725E

Pat_04 Pre-Treatment ZNF512 84450 37 2 27844168 27844169 Missense_Mutation DNP CC TT 5 48 c.1544_1545CC>TTc.(1543-1545)CCC>CTT p.P515L

Pat_04 Pre-Treatment XDH 7498 37 2 31596764 31596764 Missense_Mutation SNP G A 6 47 c.1661C>T c.(1660-1662)CCC>CTC p.P554L

Pat_04 Pre-Treatment TTC27 55622 37 2 32983371 32983371 Missense_Mutation SNP C T 5 34 c.1465C>T c.(1465-1467)CTT>TTT p.L489F

Pat_04 Pre-Treatment SOS1 6654 37 2 39237821 39237821 Missense_Mutation SNP A G 7 30 c.2414T>C c.(2413-2415)GTT>GCT p.V805A

Pat_04 Pre-Treatment SRBD1 55133 37 2 45808918 45808918 Nonsense_Mutation SNP G A 3 29 c.847C>T c.(847-849)CAG>TAG p.Q283*

Pat_04 Pre-Treatment GTF2A1L 11036 37 2 48960051 48960051 Missense_Mutation SNP C T 22 116 c.1349C>T c.(1348-1350)TCG>TTG p.S450L

Pat_04 Pre-Treatment CD207 50489 37 2 71062706 71062706 Missense_Mutation SNP G A 7 64 c.106C>T c.(106-108)CCG>TCG p.P36S

Pat_04 Pre-Treatment SLC4A5 57835 37 2 74452032 74452032 Missense_Mutation SNP C T 4 39 c.3229G>A c.(3229-3231)GAA>AAA p.E1077K

Pat_04 Pre-Treatment CTNNA2 1496 37 2 80801392 80801392 Missense_Mutation SNP G A 16 152 c.1846G>A c.(1846-1848)GTG>ATG p.V616M

Pat_04 Pre-Treatment TEKT4 150483 37 2 95541342 95541342 Missense_Mutation SNP G A 11 85 c.946G>A c.(946-948)GAA>AAA p.E316K

Pat_04 Pre-Treatment VWA3B 200403 37 2 98846646 98846646 Nonsense_Mutation SNP C T 5 29 c.2284C>T c.(2284-2286)CAG>TAG p.Q762*

Pat_04 Pre-Treatment AFF3 3899 37 2 100170815 100170815 Missense_Mutation SNP C T 21 168 c.3517G>A c.(3517-3519)GAC>AAC p.D1173N

Pat_04 Pre-Treatment PDCL3 79031 37 2 101183064 101183064 Missense_Mutation SNP G A 13 87 c.106G>A c.(106-108)GAG>AAG p.E36K

Pat_04 Pre-Treatment WASH2P 375260 37 2 114355096 114355097 Missense_Mutation DNP CC TT 3 30 c.473_474CC>TT c.(472-474)TCC>TTT p.S158F

Pat_04 Pre-Treatment CNTNAP5 129684 37 2 125671785 125671785 Missense_Mutation SNP G A 9 42 c.3841G>A c.(3841-3843)GAA>AAA p.E1281K

Pat_04 Pre-Treatment TUBA3D 113457 37 2 132240324 132240324 Missense_Mutation SNP C T 29 251 c.1256C>T c.(1255-1257)TCT>TTT p.S419F

Pat_04 Pre-Treatment THSD7B 80731 37 2 137872735 137872735 Missense_Mutation SNP C T 7 48 c.1148C>T c.(1147-1149)TCT>TTT p.S383F

Pat_04 Pre-Treatment RIF1 55183 37 2 152315402 152315403 Missense_Mutation DNP CC TT 5 66 c.2933_2934CC>TT c.(2932-2934)TCC>TTT p.S978F

Pat_04 Pre-Treatment NEB 4703 37 2 152483656 152483656 Missense_Mutation SNP C T 8 68 c.9478G>A c.(9478-9480)GAT>AAT p.D3160N

Pat_04 Pre-Treatment NEB 4703 37 2 152522767 152522767 Missense_Mutation SNP G A 37 178 c.4868C>T c.(4867-4869)ACC>ATC p.T1623I

Pat_04 Pre-Treatment GALNT5 11227 37 2 158152976 158152976 Missense_Mutation SNP C T 4 40 c.1948C>T c.(1948-1950)CCT>TCT p.P650S

Pat_04 Pre-Treatment LY75 4065 37 2 160628523 160628523 Missense_Mutation SNP C T 14 53 c.5461G>A c.(5461-5463)GTA>ATA p.V1821I

Pat_04 Pre-Treatment DPP4 1803 37 2 162875748 162875748 Missense_Mutation SNP C T 9 52 c.1283G>A c.(1282-1284)GGA>GAA p.G428E

Pat_04 Pre-Treatment SCN9A 6335 37 2 167129097 167129097 Missense_Mutation SNP C T 7 30 c.3130G>A c.(3130-3132)GAA>AAA p.E1044K

Pat_04 Pre-Treatment XIRP2 129446 37 2 168099400 168099400 Missense_Mutation SNP C T 7 32 c.1498C>T c.(1498-1500)CGT>TGT p.R500C

Pat_04 Pre-Treatment XIRP2 129446 37 2 168100876 168100876 Missense_Mutation SNP C A 6 61 c.2974C>A c.(2974-2976)CAA>AAA p.Q992K

Pat_04 Pre-Treatment MYO3B 140469 37 2 171259392 171259392 Missense_Mutation SNP G A 12 92 c.2164G>A c.(2164-2166)GAT>AAT p.D722N

Pat_04 Pre-Treatment HOXD3 3232 37 2 177036364 177036364 Missense_Mutation SNP C T 15 98 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_04 Pre-Treatment PRKRA 8575 37 2 179300872 179300872 Missense_Mutation SNP C T 4 32 c.784G>A c.(784-786)GAT>AAT p.D262N

Pat_04 Pre-Treatment TTN 7273 37 2 179584992 179584992 Splice_Site SNP C T 3 21 c.19646_splice c.e78-1 p.E6549_splice



Pat_04 Pre-Treatment TTN 7273 37 2 179638691 179638691 Missense_Mutation SNP G A 15 98 c.7204C>T c.(7204-7206)CAC>TAC p.H2402Y

Pat_04 Pre-Treatment COL5A2 1290 37 2 189916129 189916129 Missense_Mutation SNP G A 6 38 c.2848C>T c.(2848-2850)CAT>TAT p.H950Y

Pat_04 Pre-Treatment COL5A2 1290 37 2 189917690 189917690 Missense_Mutation SNP C T 4 31 c.2608G>A c.(2608-2610)GGA>AGA p.G870R

Pat_04 Pre-Treatment SLC40A1 30061 37 2 190428819 190428819 Missense_Mutation SNP C T 10 32 c.893G>A c.(892-894)GGA>GAA p.G298E

Pat_04 Pre-Treatment AOX1 316 37 2 201515720 201515720 Missense_Mutation SNP G T 8 39 c.2871G>T c.(2869-2871)AAG>AAT p.K957N

Pat_04 Pre-Treatment PIKFYVE 200576 37 2 209169680 209169680 Missense_Mutation SNP C T 14 67 c.1579C>T c.(1579-1581)CAT>TAT p.H527Y

Pat_04 Pre-Treatment PIKFYVE 200576 37 2 209219937 209219937 Missense_Mutation SNP C T 13 56 c.6205C>T c.(6205-6207)CCG>TCG p.P2069S

Pat_04 Pre-Treatment MAP2 4133 37 2 210557907 210557907 Missense_Mutation SNP C T 5 50 c.1013C>T c.(1012-1014)TCG>TTG p.S338L

Pat_04 Pre-Treatment ACADL 33 37 2 211074927 211074927 Missense_Mutation SNP C T 5 101 c.596G>A c.(595-597)GGA>GAA p.G199E

Pat_04 Pre-Treatment MYL1 4632 37 2 211179727 211179727 Missense_Mutation SNP C T 20 92 c.40G>A c.(40-42)GCT>ACT p.A14T

Pat_04 Pre-Treatment CPS1 1373 37 2 211525356 211525356 Missense_Mutation SNP C T 11 56 c.3904C>T c.(3904-3906)CCT>TCT p.P1302S

Pat_04 Pre-Treatment C2orf62 375307 37 2 219221619 219221620 Missense_Mutation DNP GG TA 7 96 c.12_13GG>TA c.(10-15)AAGGTT>AATATT p.4_5KV>NI

Pat_04 Pre-Treatment WNT10A 80326 37 2 219754924 219754924 Missense_Mutation SNP C T 8 19 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_04 Pre-Treatment CCDC108 255101 37 2 219874711 219874711 Missense_Mutation SNP C T 4 20 c.4405G>A c.(4405-4407)GAG>AAG p.E1469K

Pat_04 Pre-Treatment SP100 6672 37 2 231380144 231380144 Missense_Mutation SNP C T 8 37 c.2429C>T c.(2428-2430)ACC>ATC p.T810I

Pat_04 Pre-Treatment ALPP 250 37 2 233246398 233246398 Missense_Mutation SNP C T 3 24 c.1501C>T c.(1501-1503)CCC>TCC p.P501S

Pat_04 Pre-Treatment UGT1A10 54575 37 2 234545275 234545275 Missense_Mutation SNP G A 19 97 c.107G>A c.(106-108)AGT>AAT p.S36N

Pat_04 Pre-Treatment UGT1A10 54575 37 2 234545511 234545511 Missense_Mutation SNP G T 7 55 c.343G>T c.(343-345)GGT>TGT p.G115C

Pat_04 Pre-Treatment LRRFIP1 9208 37 2 238664828 238664828 Missense_Mutation SNP G A 3 21 c.745G>A c.(745-747)GAG>AAG p.E249K

Pat_04 Pre-Treatment RBM44 375316 37 2 238725794 238725794 Missense_Mutation SNP G A 5 50 c.235G>A c.(235-237)GAG>AAG p.E79K

Pat_04 Pre-Treatment FERMT1 55612 37 20 6064715 6064715 Missense_Mutation SNP C T 11 33 c.1690G>A c.(1690-1692)GAG>AAG p.E564K

Pat_04 Pre-Treatment PAK7 57144 37 20 9561213 9561213 Missense_Mutation SNP G A 10 92 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_04 Pre-Treatment SEL1L2 80343 37 20 13936742 13936742 Missense_Mutation SNP C T 3 15 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_04 Pre-Treatment SLC24A3 57419 37 20 19566085 19566085 Missense_Mutation SNP G A 15 118 c.509G>A c.(508-510)GGG>GAG p.G170E

Pat_04 Pre-Treatment GZF1 64412 37 20 23346126 23346126 Missense_Mutation SNP A G 9 51 c.1106A>G c.(1105-1107)CAC>CGC p.H369R

Pat_04 Pre-Treatment NINL 22981 37 20 25439044 25439044 Missense_Mutation SNP G A 13 67 c.3818C>T c.(3817-3819)GCC>GTC p.A1273V

Pat_04 Pre-Treatment TTLL9 164395 37 20 30497607 30497607 Missense_Mutation SNP G A 9 33 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_04 Pre-Treatment PHF20 51230 37 20 34526957 34526957 Missense_Mutation SNP C T 6 62 c.2639C>T c.(2638-2640)TCC>TTC p.S880F

Pat_04 Pre-Treatment C20orf132 140699 37 20 35738689 35738689 Missense_Mutation SNP G A 19 100 c.2914C>T c.(2914-2916)CCC>TCC p.P972S

Pat_04 Pre-Treatment TOX2 84969 37 20 42635337 42635337 Missense_Mutation SNP C T 7 72 c.343C>T c.(343-345)CCT>TCT p.P115S

Pat_04 Pre-Treatment PABPC1L 80336 37 20 43559174 43559175 Missense_Mutation DNP CC TT 24 168 c.1046_1047CC>TTc.(1045-1047)GCC>GTT p.A349V

Pat_04 Pre-Treatment SEMG2 6407 37 20 43851853 43851853 Missense_Mutation SNP C T 4 46 c.1580C>T c.(1579-1581)TCT>TTT p.S527F

Pat_04 Pre-Treatment RBPJL 11317 37 20 43936864 43936864 Missense_Mutation SNP G A 12 33 c.104G>A c.(103-105)AGG>AAG p.R35K

Pat_04 Pre-Treatment SLC13A3 64849 37 20 45188756 45188756 Nonsense_Mutation SNP G A 28 226 c.1714C>T c.(1714-1716)CAG>TAG p.Q572*

Pat_04 Pre-Treatment FAM65C 140876 37 20 49204357 49204357 Missense_Mutation SNP C T 8 41 c.2722G>A c.(2722-2724)GAA>AAA p.E908K

Pat_04 Pre-Treatment CASS4 57091 37 20 55033439 55033439 Missense_Mutation SNP C T 4 36 c.1997C>T c.(1996-1998)CCT>CTT p.P666L

Pat_04 Pre-Treatment LIPI 149998 37 21 15535839 15535839 Nonsense_Mutation SNP G A 10 64 c.970C>T c.(970-972)CAA>TAA p.Q324*

Pat_04 Pre-Treatment NCAM2 4685 37 21 22910264 22910264 Missense_Mutation SNP G A 3 12 c.2500G>A c.(2500-2502)GAC>AAC p.D834N

Pat_04 Pre-Treatment KRTAP13-2 337959 37 21 31744348 31744348 Missense_Mutation SNP C T 9 36 c.184G>A c.(184-186)GAG>AAG p.E62K

Pat_04 Pre-Treatment RUNX1 861 37 21 36171700 36171700 Missense_Mutation SNP C T 18 102 c.784G>A c.(784-786)GGA>AGA p.G262R

Pat_04 Pre-Treatment KCNJ6 3763 37 21 39087056 39087056 Missense_Mutation SNP T C 9 55 c.404A>G c.(403-405)AAC>AGC p.N135S

Pat_04 Pre-Treatment DSCAM 1826 37 21 41539173 41539173 Missense_Mutation SNP G A 10 69 c.2990C>T c.(2989-2991)TCA>TTA p.S997L

Pat_04 Pre-Treatment PRDM15 63977 37 21 43259872 43259872 Missense_Mutation SNP G A 20 104 c.1829C>T c.(1828-1830)CCC>CTC p.P610L

Pat_04 Pre-Treatment TFF1 7031 37 21 43783369 43783369 Missense_Mutation SNP G A 6 34 c.233C>T c.(232-234)CCA>CTA p.P78L

Pat_04 Pre-Treatment TRPM2 7226 37 21 45798932 45798932 Missense_Mutation SNP C T 11 84 c.1067C>T c.(1066-1068)TCG>TTG p.S356L

Pat_04 Pre-Treatment C21orf29 54084 37 21 45949798 45949798 Missense_Mutation SNP C T 4 18 c.673G>A c.(673-675)GCC>ACC p.A225T

Pat_04 Pre-Treatment DGCR8 54487 37 22 20073602 20073602 Missense_Mutation SNP C T 5 42 c.116C>T c.(115-117)CCC>CTC p.P39L



Pat_04 Pre-Treatment UBE2L3 7332 37 22 21947243 21947243 Missense_Mutation SNP C T 9 33 c.121C>T c.(121-123)CCT>TCT p.P41S

Pat_04 Pre-Treatment C22orf43 51233 37 22 23959845 23959845 Splice_Site SNP C T 4 49 c.437_splice c.e7-1 p.C146_splice

Pat_04 Pre-Treatment CABIN1 23523 37 22 24459467 24459467 Missense_Mutation SNP G A 34 207 c.1742G>A c.(1741-1743)GGA>GAA p.G581E

Pat_04 Pre-Treatment UPB1 51733 37 22 24906761 24906761 Missense_Mutation SNP G A 18 78 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_04 Pre-Treatment PES1 23481 37 22 30980371 30980371 Missense_Mutation SNP G A 5 25 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_04 Pre-Treatment SLC5A1 6523 37 22 32498055 32498055 Missense_Mutation SNP G T 4 33 c.1496G>T c.(1495-1497)CGT>CTT p.R499L

Pat_04 Pre-Treatment BPIL2 254240 37 22 32810372 32810372 Missense_Mutation SNP G A 15 59 c.1442C>T c.(1441-1443)TCC>TTC p.S481F

Pat_04 Pre-Treatment NCF4 4689 37 22 37273776 37273776 Missense_Mutation SNP C T 3 20 c.931C>T c.(931-933)CGT>TGT p.R311C

Pat_04 Pre-Treatment CSF2RB 1439 37 22 37326728 37326728 Missense_Mutation SNP T A 4 29 c.868T>A c.(868-870)TCC>ACC p.S290T

Pat_04 Pre-Treatment SOX10 6663 37 22 38374125 38374125 Missense_Mutation SNP T C 4 6 c.446A>G c.(445-447)GAC>GGC p.D149G

Pat_04 Pre-Treatment MGAT3 4248 37 22 39884316 39884316 Missense_Mutation SNP C T 9 79 c.964C>T c.(964-966)CCG>TCG p.P322S

Pat_04 Pre-Treatment SAMM50 25813 37 22 44364653 44364653 Missense_Mutation SNP C T 17 92 c.277C>T c.(277-279)CTT>TTT p.L93F

Pat_04 Pre-Treatment TUBGCP6 85378 37 22 50656440 50656440 Missense_Mutation SNP G A 4 25 c.5275C>T c.(5275-5277)CCT>TCT p.P1759S

Pat_04 Pre-Treatment SRGAP3 9901 37 3 9027574 9027574 Missense_Mutation SNP C T 7 54 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_04 Pre-Treatment C3orf24 115795 37 3 10146112 10146112 Missense_Mutation SNP C T 13 104 c.347G>A c.(346-348)GGG>GAG p.G116E

Pat_04 Pre-Treatment ATP2B2 491 37 3 10370737 10370737 Missense_Mutation SNP G T 11 56 c.3493C>A c.(3493-3495)CAT>AAT p.H1165N

Pat_04 Pre-Treatment SLC6A11 6538 37 3 10858146 10858146 Missense_Mutation SNP G A 5 28 c.196G>A c.(196-198)GAG>AAG p.E66K

Pat_04 Pre-Treatment KCNH8 131096 37 3 19436767 19436767 Missense_Mutation SNP G A 22 77 c.1141G>A c.(1141-1143)GAG>AAG p.E381K

Pat_04 Pre-Treatment RARB 5915 37 3 25611288 25611288 Missense_Mutation SNP C T 4 28 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_04 Pre-Treatment NEK10 152110 37 3 27332853 27332853 Missense_Mutation SNP T C 4 21 c.1505A>G c.(1504-1506)AAT>AGT p.N502S

Pat_04 Pre-Treatment STAC 6769 37 3 36534652 36534652 Missense_Mutation SNP C T 5 30 c.697C>T c.(697-699)CTT>TTT p.L233F

Pat_04 Pre-Treatment SCN5A 6331 37 3 38645271 38645271 Missense_Mutation SNP C T 15 67 c.1822G>A c.(1822-1824)GAC>AAC p.D608N

Pat_04 Pre-Treatment SCN11A 11280 37 3 38949439 38949439 Splice_Site SNP C T 4 26 c.1473_splice c.e10+1 p.K491_splice

Pat_04 Pre-Treatment XIRP1 165904 37 3 39228008 39228008 Missense_Mutation SNP C T 5 73 c.2929G>A c.(2929-2931)GAC>AAC p.D977N

Pat_04 Pre-Treatment CYP8B1 1582 37 3 42916636 42916637 Missense_Mutation DNP CC TT 6 49 c.672_673GG>AA670-675)CGGGAG>CGAAA p.E225K

Pat_04 Pre-Treatment SLC6A20 54716 37 3 45801369 45801369 Nonsense_Mutation SNP G A 19 93 c.1609C>T c.(1609-1611)CAA>TAA p.Q537*

Pat_04 Pre-Treatment FYCO1 79443 37 3 46021220 46021220 Missense_Mutation SNP G A 5 81 c.265C>T c.(265-267)CGC>TGC p.R89C

Pat_04 Pre-Treatment SMARCC1 6599 37 3 47727558 47727558 Missense_Mutation SNP A C 27 165 c.1366T>G c.(1366-1368)TCA>GCA p.S456A

Pat_04 Pre-Treatment DHX30 22907 37 3 47888205 47888206 Missense_Mutation DNP CC TT 4 35 c.1643_1644CC>TTc.(1642-1644)CCC>CTT p.P548L

Pat_04 Pre-Treatment CELSR3 1951 37 3 48667522 48667523 Missense_Mutation DNP GG AA 11 75 11609_11610CC>Tc.(11608-11610)TCC>TTT p.S3870F

Pat_04 Pre-Treatment DOCK3 1795 37 3 51350306 51350306 Missense_Mutation SNP G A 4 16 c.3226G>A c.(3226-3228)GAA>AAA p.E1076K

Pat_04 Pre-Treatment ROBO2 6092 37 3 77657012 77657012 Missense_Mutation SNP C T 5 35 c.3200C>T c.(3199-3201)TCC>TTC p.S1067F

Pat_04 Pre-Treatment OR5H1 26341 37 3 97852001 97852001 Missense_Mutation SNP C T 13 41 c.460C>T c.(460-462)CTT>TTT p.L154F

Pat_04 Pre-Treatment OR5H14 403273 37 3 97868569 97868569 Missense_Mutation SNP C T 19 135 c.340C>T c.(340-342)CTC>TTC p.L114F

Pat_04 Pre-Treatment SENP7 57337 37 3 101086756 101086756 Missense_Mutation SNP G A 9 64 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_04 Pre-Treatment MORC1 27136 37 3 108682434 108682434 Nonsense_Mutation SNP G A 3 11 c.2626C>T c.(2626-2628)CAA>TAA p.Q876*

Pat_04 Pre-Treatment CD96 10225 37 3 111296349 111296349 Missense_Mutation SNP G A 21 127 c.544G>A c.(544-546)GAA>AAA p.E182K

Pat_04 Pre-Treatment STXBP5L 9515 37 3 120957925 120957925 Missense_Mutation SNP C T 7 27 c.1292C>T c.(1291-1293)TCT>TTT p.S431F

Pat_04 Pre-Treatment STXBP5L 9515 37 3 121100155 121100155 Missense_Mutation SNP C T 3 29 c.2435C>T c.(2434-2436)TCC>TTC p.S812F

Pat_04 Pre-Treatment STXBP5L 9515 37 3 121132090 121132090 Missense_Mutation SNP G A 14 84 c.3106G>A c.(3106-3108)GAA>AAA p.E1036K

Pat_04 Pre-Treatment GOLGB1 2804 37 3 121413651 121413651 Nonsense_Mutation SNP G A 12 150 c.5704C>T c.(5704-5706)CAA>TAA p.Q1902*

Pat_04 Pre-Treatment SEMA5B 54437 37 3 122634315 122634315 Missense_Mutation SNP G A 10 66 c.1960C>T c.(1960-1962)CCA>TCA p.P654S

Pat_04 Pre-Treatment MYLK 4638 37 3 123457826 123457826 Missense_Mutation SNP C T 10 24 c.506G>A c.(505-507)CGA>CAA p.R169Q

Pat_04 Pre-Treatment TF 7018 37 3 133475789 133475789 Missense_Mutation SNP C T 8 58 c.806C>T c.(805-807)ACC>ATC p.T269I

Pat_04 Pre-Treatment TRIM42 287015 37 3 140407128 140407128 Missense_Mutation SNP G A 12 96 c.1604G>A c.(1603-1605)CGA>CAA p.R535Q

Pat_04 Pre-Treatment PLS1 5357 37 3 142430803 142430803 Missense_Mutation SNP C G 20 116 c.1844C>G c.(1843-1845)ACG>AGG p.T615R

Pat_04 Pre-Treatment MED12L 116931 37 3 150883728 150883728 Missense_Mutation SNP C T 4 50 c.1453C>T c.(1453-1455)CAT>TAT p.H485Y



Pat_04 Pre-Treatment IFT80 57560 37 3 160075309 160075309 Missense_Mutation SNP T A 5 49 c.607A>T c.(607-609)ATT>TTT p.I203F

Pat_04 Pre-Treatment PRKCI 5584 37 3 170009711 170009711 Missense_Mutation SNP T A 6 31 c.1273T>A c.(1273-1275)TTA>ATA p.L425I

Pat_04 Pre-Treatment MFN1 55669 37 3 179082192 179082192 Missense_Mutation SNP C T 8 40 c.644C>T c.(643-645)ACG>ATG p.T215M

Pat_04 Pre-Treatment DCUN1D1 54165 37 3 182683508 182683508 Missense_Mutation SNP G A 11 60 c.37C>T c.(37-39)CGT>TGT p.R13C

Pat_04 Pre-Treatment LAMP3 27074 37 3 182853615 182853615 Missense_Mutation SNP G A 67 432 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_04 Pre-Treatment EHHADH 1962 37 3 184911242 184911242 Missense_Mutation SNP G A 7 59 c.944C>T c.(943-945)TCT>TTT p.S315F

Pat_04 Pre-Treatment ETV5 2119 37 3 185797804 185797804 Missense_Mutation SNP G A 5 21 c.452C>T c.(451-453)CCC>CTC p.P151L

Pat_04 Pre-Treatment KNG1 3827 37 3 186460017 186460017 Missense_Mutation SNP C T 14 74 c.1832C>T c.(1831-1833)TCC>TTC p.S611F

Pat_04 Pre-Treatment MUC4 4585 37 3 195515915 195515915 Missense_Mutation SNP C T 4 41 c.2536G>A c.(2536-2538)GAA>AAA p.E846K

Pat_04 Pre-Treatment ADD1 118 37 4 2930044 2930045 Missense_Mutation DNP CC TT 3 24 c.2008_2009CC>TTc.(2008-2010)CCC>TTC p.P670F

Pat_04 Pre-Treatment SLC2A9 56606 37 4 9943645 9943645 Missense_Mutation SNP C T 12 53 c.706G>A c.(706-708)GGA>AGA p.G236R

Pat_04 Pre-Treatment KCNIP4 80333 37 4 20852291 20852291 Splice_Site SNP C T 3 21 c.113_splice c.e2-1 p.D38_splice

Pat_04 Pre-Treatment ANAPC4 29945 37 4 25382044 25382044 Missense_Mutation SNP C T 8 45 c.178C>T c.(178-180)CCA>TCA p.P60S

Pat_04 Pre-Treatment FRYL 285527 37 4 48542086 48542086 Splice_Site SNP C T 5 18 c.6296_splice c.e47-1 p.G2099_splice

Pat_04 Pre-Treatment UGT2B10 7365 37 4 69693142 69693142 Missense_Mutation SNP T A 18 102 c.1183T>A c.(1183-1185)TTT>ATT p.F395I

Pat_04 Pre-Treatment MTTP 4547 37 4 100521808 100521808 Missense_Mutation SNP G A 4 70 c.1154G>A c.(1153-1155)AGC>AAC p.S385N

Pat_04 Pre-Treatment ENPEP 2028 37 4 111397871 111397871 Missense_Mutation SNP C T 16 92 c.301C>T c.(301-303)CAC>TAC p.H101Y

Pat_04 Pre-Treatment ENPEP 2028 37 4 111397893 111397893 Missense_Mutation SNP C T 19 116 c.323C>T c.(322-324)CCC>CTC p.P108L

Pat_04 Pre-Treatment FAT4 79633 37 4 126367498 126367498 Missense_Mutation SNP G A 8 77 c.7244G>A c.(7243-7245)GGA>GAA p.G2415E

Pat_04 Pre-Treatment PCDH18 54510 37 4 138442599 138442599 Missense_Mutation SNP C T 12 52 c.2992G>A c.(2992-2994)GAT>AAT p.D998N

Pat_04 Pre-Treatment SLC10A7 84068 37 4 147214126 147214126 Missense_Mutation SNP G A 8 24 c.728C>T c.(727-729)TCT>TTT p.S243F

Pat_04 Pre-Treatment PET112L 5188 37 4 152609912 152609912 Missense_Mutation SNP C T 5 32 c.1201G>A c.(1201-1203)GAA>AAA p.E401K

Pat_04 Pre-Treatment DCHS2 54798 37 4 155157307 155157307 Missense_Mutation SNP C T 18 80 c.7132G>A c.(7132-7134)GAT>AAT p.D2378N

Pat_04 Pre-Treatment FGA 2243 37 4 155507312 155507313 Missense_Mutation DNP CC TT 13 133 .1268_1269GG>AAc.(1267-1269)GGG>GAA p.G423E

Pat_04 Pre-Treatment SH3RF1 57630 37 4 170057764 170057764 Missense_Mutation SNP G A 9 35 c.773C>T c.(772-774)TCG>TTG p.S258L

Pat_04 Pre-Treatment SORBS2 8470 37 4 186545315 186545315 Missense_Mutation SNP G A 8 51 c.1256C>T c.(1255-1257)CCC>CTC p.P419L

Pat_04 Pre-Treatment LPCAT1 79888 37 5 1494881 1494881 Missense_Mutation SNP G A 9 83 c.427C>T c.(427-429)CCT>TCT p.P143S

Pat_04 Pre-Treatment SEMA5A 9037 37 5 9063103 9063103 Missense_Mutation SNP C T 10 70 c.2414G>A c.(2413-2415)CGG>CAG p.R805Q

Pat_04 Pre-Treatment DNAH5 1767 37 5 13701415 13701415 Missense_Mutation SNP C T 8 69 c.13469G>A c.(13468-13470)GGA>GAA p.G4490E

Pat_04 Pre-Treatment DNAH5 1767 37 5 13714558 13714558 Missense_Mutation SNP C T 19 119 c.13081G>A c.(13081-13083)GAT>AAT p.D4361N

Pat_04 Pre-Treatment DNAH5 1767 37 5 13871769 13871769 Missense_Mutation SNP C T 6 30 c.3502G>A c.(3502-3504)GAA>AAA p.E1168K

Pat_04 Pre-Treatment TRIO 7204 37 5 14498726 14498726 Missense_Mutation SNP C T 17 124 c.8309C>T c.(8308-8310)TCG>TTG p.S2770L

Pat_04 Pre-Treatment CDH18 1016 37 5 19544029 19544029 Missense_Mutation SNP C T 7 56 c.1339G>A c.(1339-1341)GAC>AAC p.D447N

Pat_04 Pre-Treatment CDH9 1007 37 5 26906133 26906133 Missense_Mutation SNP G A 9 152 c.746C>T c.(745-747)TCT>TTT p.S249F

Pat_04 Pre-Treatment AGXT2 64902 37 5 35010230 35010230 Missense_Mutation SNP C T 16 68 c.1213G>A c.(1213-1215)GAA>AAA p.E405K

Pat_04 Pre-Treatment C9 735 37 5 39341321 39341321 Missense_Mutation SNP C T 15 141 c.403G>A c.(403-405)GAA>AAA p.E135K

Pat_04 Pre-Treatment HEATR7B2 133558 37 5 41038915 41038915 Missense_Mutation SNP G A 5 21 c.2137C>T c.(2137-2139)CCC>TCC p.P713S

Pat_04 Pre-Treatment HCN1 348980 37 5 45267313 45267313 Missense_Mutation SNP C T 17 81 c.1661G>A c.(1660-1662)CGA>CAA p.R554Q

Pat_04 Pre-Treatment IL31RA 133396 37 5 55203220 55203220 Missense_Mutation SNP C T 4 51 c.1286C>T c.(1285-1287)TCT>TTT p.S429F

Pat_04 Pre-Treatment BDP1 55814 37 5 70785458 70785458 Missense_Mutation SNP T A 6 43 c.1441T>A c.(1441-1443)TTA>ATA p.L481I

Pat_04 Pre-Treatment MAP1B 4131 37 5 71494189 71494190 Missense_Mutation DNP CC TT 13 71 c.5007_5008CC>TT5005-5010)CACCCT>CATT p.P1670S

Pat_04 Pre-Treatment FAM169A 26049 37 5 74100362 74100362 Missense_Mutation SNP C T 12 105 c.868G>A c.(868-870)GAA>AAA p.E290K

Pat_04 Pre-Treatment PDE8B 8622 37 5 76714110 76714110 Missense_Mutation SNP C G 6 92 c.1968C>G c.(1966-1968)GAC>GAG p.D656E

Pat_04 Pre-Treatment VCAN 1462 37 5 82875858 82875858 Missense_Mutation SNP C T 13 87 c.9940C>T c.(9940-9942)CGT>TGT p.R3314C

Pat_04 Pre-Treatment VCAN 1462 37 5 82876246 82876246 Missense_Mutation SNP G A 3 27 c.10184G>A c.(10183-10185)AGG>AAG p.R3395K

Pat_04 Pre-Treatment GPR98 84059 37 5 89949427 89949427 Missense_Mutation SNP C T 10 22 c.4036C>T c.(4036-4038)CCC>TCC p.P1346S

Pat_04 Pre-Treatment CAST 831 37 5 96062522 96062522 Missense_Mutation SNP G A 6 49 c.46G>A c.(46-48)GAA>AAA p.E16K



Pat_04 Pre-Treatment CAST 831 37 5 96093305 96093305 Missense_Mutation SNP C T 8 61 c.1531C>T c.(1531-1533)CTT>TTT p.L511F

Pat_04 Pre-Treatment CHD1 1105 37 5 98192317 98192317 Missense_Mutation SNP G A 7 30 c.4900C>T c.(4900-4902)CAC>TAC p.H1634Y

Pat_04 Pre-Treatment MAN2A1 4124 37 5 109200786 109200786 Missense_Mutation SNP G A 10 90 c.3221G>A c.(3220-3222)GGG>GAG p.G1074E

Pat_04 Pre-Treatment STARD4 134429 37 5 110837710 110837710 Missense_Mutation SNP C T 23 93 c.232G>A c.(232-234)GAT>AAT p.D78N

Pat_04 Pre-Treatment SHROOM1 134549 37 5 132160400 132160400 Missense_Mutation SNP G A 10 62 c.1148C>T c.(1147-1149)CCC>CTC p.P383L

Pat_04 Pre-Treatment PCDHA1 56147 37 5 140167451 140167451 Missense_Mutation SNP G A 22 138 c.1576G>A c.(1576-1578)GAG>AAG p.E526K

Pat_04 Pre-Treatment PCDHA2 56146 37 5 140176383 140176383 Nonsense_Mutation SNP C T 14 94 c.1834C>T c.(1834-1836)CAG>TAG p.Q612*

Pat_04 Pre-Treatment PCDHA3 56145 37 5 140180999 140180999 Missense_Mutation SNP G A 23 142 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_04 Pre-Treatment PCDHA4 56144 37 5 140187313 140187313 Missense_Mutation SNP G A 7 30 c.541G>A c.(541-543)GAA>AAA p.E181K

Pat_04 Pre-Treatment PCDHA5 56143 37 5 140201564 140201564 Missense_Mutation SNP G C 32 132 c.204G>C c.(202-204)AAG>AAC p.K68N

Pat_04 Pre-Treatment PCDHA7 56141 37 5 140214360 140214360 Missense_Mutation SNP C T 18 200 c.392C>T c.(391-393)CCG>CTG p.P131L

Pat_04 Pre-Treatment PCDHB4 56131 37 5 140502392 140502392 Missense_Mutation SNP G A 8 68 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_04 Pre-Treatment PCDHB6 56130 37 5 140530635 140530635 Missense_Mutation SNP G A 5 26 c.797G>A c.(796-798)AGA>AAA p.R266K

Pat_04 Pre-Treatment PCDHB16 57717 37 5 140562587 140562587 Missense_Mutation SNP G T 7 24 c.453G>T c.(451-453)GAG>GAT p.E151D

Pat_04 Pre-Treatment PCDHGA1 56114 37 5 140712562 140712562 Missense_Mutation SNP C T 24 215 c.2311C>T c.(2311-2313)CCC>TCC p.P771S

Pat_04 Pre-Treatment PCDHGA3 56112 37 5 140725366 140725366 Missense_Mutation SNP C T 12 80 c.1766C>T c.(1765-1767)ACC>ATC p.T589I

Pat_04 Pre-Treatment PCDHGA3 56112 37 5 140725489 140725489 Missense_Mutation SNP G A 7 67 c.1889G>A c.(1888-1890)CGA>CAA p.R630Q

Pat_04 Pre-Treatment TCERG1 10915 37 5 145843320 145843320 Missense_Mutation SNP C T 44 174 c.1099C>T c.(1099-1101)CGT>TGT p.R367C

Pat_04 Pre-Treatment PPP2R2B 5521 37 5 145969685 145969685 Missense_Mutation SNP G A 20 99 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_04 Pre-Treatment JAKMIP2 9832 37 5 147024427 147024427 Missense_Mutation SNP C T 4 54 c.1069G>A c.(1069-1071)GAA>AAA p.E357K

Pat_04 Pre-Treatment GRIA1 2890 37 5 153077667 153077667 Missense_Mutation SNP G A 17 88 c.1198G>A c.(1198-1200)GAT>AAT p.D400N

Pat_04 Pre-Treatment CCNJL 79616 37 5 159686764 159686764 Missense_Mutation SNP G A 16 99 c.439C>T c.(439-441)CGG>TGG p.R147W

Pat_04 Pre-Treatment ODZ2 57451 37 5 167420031 167420031 Missense_Mutation SNP G A 12 94 c.1030G>A c.(1030-1032)GTT>ATT p.V344I

Pat_04 Pre-Treatment SLIT3 6586 37 5 168175380 168175380 Missense_Mutation SNP C T 5 54 c.2197G>A c.(2197-2199)GAG>AAG p.E733K

Pat_04 Pre-Treatment FOXI1 2299 37 5 169535146 169535146 Missense_Mutation SNP C T 10 36 c.668C>T c.(667-669)TCC>TTC p.S223F

Pat_04 Pre-Treatment EIF4E1B 253314 37 5 176072457 176072457 Missense_Mutation SNP G A 10 32 c.554G>A c.(553-555)GGG>GAG p.G185E

Pat_04 Pre-Treatment ZFP2 80108 37 5 178358462 178358462 Missense_Mutation SNP G A 10 49 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_04 Pre-Treatment KAAG1 353219 37 6 24358066 24358066 Missense_Mutation SNP G A 12 22 c.199G>A c.(199-201)GGA>AGA p.G67R

Pat_04 Pre-Treatment OR2B3 442184 37 6 29054557 29054557 Missense_Mutation SNP C T 4 27 c.469G>A c.(469-471)GTG>ATG p.V157M

Pat_04 Pre-Treatment HLA-DOA 3111 37 6 32975249 32975249 Missense_Mutation SNP C T 43 152 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_04 Pre-Treatment BRPF3 27154 37 6 36169418 36169418 Missense_Mutation SNP C T 3 15 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_04 Pre-Treatment YIPF3 25844 37 6 43480605 43480605 Missense_Mutation SNP C T 3 17 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_04 Pre-Treatment MEP1A 4224 37 6 46777273 46777273 Missense_Mutation SNP G A 23 92 c.379G>A c.(379-381)GGG>AGG p.G127R

Pat_04 Pre-Treatment CRISP2 7180 37 6 49663558 49663558 Missense_Mutation SNP C T 8 65 c.595G>A c.(595-597)GGA>AGA p.G199R

Pat_04 Pre-Treatment PGK2 5232 37 6 49754814 49754814 Missense_Mutation SNP C T 8 55 c.87G>A c.(85-87)ATG>ATA p.M29I

Pat_04 Pre-Treatment FAM83B 222584 37 6 54735177 54735177 Missense_Mutation SNP G A 12 80 c.133G>A c.(133-135)GAA>AAA p.E45K

Pat_04 Pre-Treatment BMP5 653 37 6 55623909 55623909 Nonsense_Mutation SNP C T 9 51 c.1109G>A c.(1108-1110)TGG>TAG p.W370*

Pat_04 Pre-Treatment BEND6 221336 37 6 56879993 56879993 Missense_Mutation SNP G A 12 53 c.361G>A c.(361-363)GGT>AGT p.G121S

Pat_04 Pre-Treatment PHF3 23469 37 6 64413499 64413499 Missense_Mutation SNP C T 4 30 c.3305C>T c.(3304-3306)TCT>TTT p.S1102F

Pat_04 Pre-Treatment COL9A1 1297 37 6 70990558 70990558 Missense_Mutation SNP C T 3 14 c.932G>A c.(931-933)GGA>GAA p.G311E

Pat_04 Pre-Treatment KCNQ5 56479 37 6 73904661 73904661 Missense_Mutation SNP G A 7 50 c.2323G>A c.(2323-2325)GAA>AAA p.E775K

Pat_04 Pre-Treatment GJA10 84694 37 6 90605358 90605358 Missense_Mutation SNP G A 4 34 c.1171G>A c.(1171-1173)GAC>AAC p.D391N

Pat_04 Pre-Treatment C6orf167 253714 37 6 97702456 97702456 Missense_Mutation SNP G A 8 17 c.1096C>T c.(1096-1098)CGC>TGC p.R366C

Pat_04 Pre-Treatment SIM1 6492 37 6 100841729 100841729 Missense_Mutation SNP G A 7 36 c.1204C>T c.(1204-1206)CAT>TAT p.H402Y

Pat_04 Pre-Treatment REV3L 5980 37 6 111688989 111688989 Missense_Mutation SNP G A 11 91 c.6002C>T c.(6001-6003)CCA>CTA p.P2001L

Pat_04 Pre-Treatment ROS1 6098 37 6 117662685 117662685 Nonsense_Mutation SNP G A 10 59 c.4780C>T c.(4780-4782)CAG>TAG p.Q1594*

Pat_04 Pre-Treatment MAN1A1 4121 37 6 119522499 119522499 Missense_Mutation SNP C T 6 28 c.1130G>A c.(1129-1131)CGA>CAA p.R377Q



Pat_04 Pre-Treatment PTPRK 5796 37 6 128306900 128306900 Missense_Mutation SNP G A 5 52 c.3214C>T c.(3214-3216)CCT>TCT p.P1072S

Pat_04 Pre-Treatment SYNE1 23345 37 6 152583252 152583252 Missense_Mutation SNP C T 6 49 c.18887G>A c.(18886-18888)AGA>AAA p.R6296K

Pat_04 Pre-Treatment SYNE1 23345 37 6 152706973 152706973 Missense_Mutation SNP C T 5 39 c.8488G>A c.(8488-8490)GAA>AAA p.E2830K

Pat_04 Pre-Treatment MYCT1 80177 37 6 153043059 153043059 Missense_Mutation SNP C T 14 104 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_04 Pre-Treatment LPA 4018 37 6 161022099 161022099 Missense_Mutation SNP C T 10 71 c.2977G>A c.(2977-2979)GAT>AAT p.D993N

Pat_04 Pre-Treatment PACRG 135138 37 6 163510440 163510440 Missense_Mutation SNP G A 10 40 c.613G>A c.(613-615)GGG>AGG p.G205R

Pat_04 Pre-Treatment TCP10L2 401285 37 6 167591993 167591993 Missense_Mutation SNP C T 22 138 c.620C>T c.(619-621)CCC>CTC p.P207L

Pat_04 Pre-Treatment MAD1L1 8379 37 7 2265161 2265161 Missense_Mutation SNP G A 5 25 c.175C>T c.(175-177)CGT>TGT p.R59C

Pat_04 Pre-Treatment ACTB 60 37 7 5568184 5568184 Missense_Mutation SNP C T 9 54 c.530G>A c.(529-531)CGT>CAT p.R177H

Pat_04 Pre-Treatment DNAH11 8701 37 7 21730448 21730448 Missense_Mutation SNP C T 33 133 c.6011C>T c.(6010-6012)CCG>CTG p.P2004L

Pat_04 Pre-Treatment DNAH11 8701 37 7 21827019 21827019 Missense_Mutation SNP G A 6 31 c.9763G>A c.(9763-9765)GTT>ATT p.V3255I

Pat_04 Pre-Treatment STK31 56164 37 7 23830450 23830450 Missense_Mutation SNP G A 12 48 c.2645G>A c.(2644-2646)CGA>CAA p.R882Q

Pat_04 Pre-Treatment NPC1L1 29881 37 7 44579280 44579280 Missense_Mutation SNP C T 7 58 c.716G>A c.(715-717)GGG>GAG p.G239E

Pat_04 Pre-Treatment WBSCR17 64409 37 7 71135003 71135003 Missense_Mutation SNP G A 22 49 c.1313G>A c.(1312-1314)AGG>AAG p.R438K

Pat_04 Pre-Treatment BAZ1B 9031 37 7 72865214 72865215 Missense_Mutation DNP GG AA 22 138 c.3542_3543CC>TT c.(3541-3543)TCC>TTT p.S1181F

Pat_04 Pre-Treatment MAGI2 9863 37 7 77756606 77756606 Missense_Mutation SNP G A 24 252 c.3331C>T c.(3331-3333)CCC>TCC p.P1111S

Pat_04 Pre-Treatment PCLO 27445 37 7 82538294 82538294 Missense_Mutation SNP C T 5 53 c.13336G>A c.(13336-13338)GAT>AAT p.D4446N

Pat_04 Pre-Treatment PCLO 27445 37 7 82544905 82544905 Missense_Mutation SNP G A 9 62 c.12397C>T c.(12397-12399)CGT>TGT p.R4133C

Pat_04 Pre-Treatment PCLO 27445 37 7 82578956 82578956 Missense_Mutation SNP C T 18 186 c.10948G>A c.(10948-10950)GAT>AAT p.D3650N

Pat_04 Pre-Treatment PCLO 27445 37 7 82580479 82580479 Missense_Mutation SNP G A 3 25 c.9425C>T c.(9424-9426)TCA>TTA p.S3142L

Pat_04 Pre-Treatment PCLO 27445 37 7 82582341 82582341 Missense_Mutation SNP C T 6 60 c.7928G>A c.(7927-7929)GGA>GAA p.G2643E

Pat_04 Pre-Treatment PCLO 27445 37 7 82764798 82764798 Missense_Mutation SNP G A 5 57 c.2068C>T c.(2068-2070)CCA>TCA p.P690S

Pat_04 Pre-Treatment ABCB1 5243 37 7 87175304 87175304 Missense_Mutation SNP G A 13 95 c.1762C>T c.(1762-1764)CGT>TGT p.R588C

Pat_04 Pre-Treatment AKAP9 10142 37 7 91712907 91712907 Nonsense_Mutation SNP C T 7 73 c.8584C>T c.(8584-8586)CAG>TAG p.Q2862*

Pat_04 Pre-Treatment HEPACAM2 253012 37 7 92826842 92826842 Missense_Mutation SNP G A 3 23 c.1094C>T c.(1093-1095)TCC>TTC p.S365F

Pat_04 Pre-Treatment HEPACAM2 253012 37 7 92844875 92844875 Missense_Mutation SNP T A 15 71 c.554A>T c.(553-555)AAT>ATT p.N185I

Pat_04 Pre-Treatment ARPC1B 10095 37 7 98984382 98984382 Missense_Mutation SNP G A 19 127 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_04 Pre-Treatment TRIM4 89122 37 7 99490070 99490070 Missense_Mutation SNP G A 35 258 c.1219C>T c.(1219-1221)CGT>TGT p.R407C

Pat_04 Pre-Treatment STAG3 10734 37 7 99787166 99787166 Missense_Mutation SNP C T 39 88 c.814C>T c.(814-816)CCA>TCA p.P272S

Pat_04 Pre-Treatment C7orf61 402573 37 7 100061186 100061186 Missense_Mutation SNP G A 6 40 c.187C>T c.(187-189)CCA>TCA p.P63S

Pat_04 Pre-Treatment MYL10 93408 37 7 101266307 101266307 Missense_Mutation SNP C T 11 57 c.319G>A c.(319-321)GAG>AAG p.E107K

Pat_04 Pre-Treatment RELN 5649 37 7 103113269 103113269 Missense_Mutation SNP C T 10 52 c.10373G>A c.(10372-10374)CGA>CAA p.R3458Q

Pat_04 Pre-Treatment RELN 5649 37 7 103180703 103180703 Missense_Mutation SNP G A 12 100 c.6871C>T c.(6871-6873)CTT>TTT p.L2291F

Pat_04 Pre-Treatment RELN 5649 37 7 103629593 103629593 Missense_Mutation SNP C T 15 61 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_04 Pre-Treatment BCAP29 55973 37 7 107258776 107258776 Missense_Mutation SNP C T 5 43 c.694C>T c.(694-696)CGT>TGT p.R232C

Pat_04 Pre-Treatment TFEC 22797 37 7 115596807 115596807 Missense_Mutation SNP C T 10 69 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_04 Pre-Treatment MET 4233 37 7 116339706 116339706 Missense_Mutation SNP G A 13 76 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_04 Pre-Treatment NRF1 4899 37 7 129349000 129349000 Missense_Mutation SNP C T 26 237 c.692C>T c.(691-693)CCC>CTC p.P231L

Pat_04 Pre-Treatment NRF1 4899 37 7 129394921 129394921 Missense_Mutation SNP G A 9 78 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_04 Pre-Treatment CPA1 1357 37 7 130023244 130023244 Missense_Mutation SNP G A 8 52 c.496G>A c.(496-498)GGC>AGC p.G166S

Pat_04 Pre-Treatment MEST 4232 37 7 130138283 130138283 Missense_Mutation SNP G A 12 81 c.500G>A c.(499-501)CGG>CAG p.R167Q

Pat_04 Pre-Treatment PLXNA4 91584 37 7 132193185 132193185 Missense_Mutation SNP C T 7 66 c.268G>A c.(268-270)GAG>AAG p.E90K

Pat_04 Pre-Treatment CREB3L2 64764 37 7 137567192 137567192 Missense_Mutation SNP C T 16 102 c.1453G>A c.(1453-1455)GAG>AAG p.E485K

Pat_04 Pre-Treatment TMEM213 155006 37 7 138486131 138486131 Missense_Mutation SNP G A 4 20 c.142G>A c.(142-144)GAG>AAG p.E48K

Pat_04 Pre-Treatment TBXAS1 6916 37 7 139717589 139717589 Missense_Mutation SNP C T 13 142 c.1624C>T c.(1624-1626)CAC>TAC p.H542Y

Pat_04 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 31 71 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_04 Pre-Treatment TAS2R38 5726 37 7 141673021 141673021 Missense_Mutation SNP G A 5 50 c.469C>T c.(469-471)CTC>TTC p.L157F



Pat_04 Pre-Treatment TAS2R39 259285 37 7 142881106 142881106 Missense_Mutation SNP A G 5 53 c.595A>G c.(595-597)ACA>GCA p.T199A

Pat_04 Pre-Treatment FAM131B 9715 37 7 143053747 143053747 Nonsense_Mutation SNP G A 39 224 c.895C>T c.(895-897)CGA>TGA p.R299*

Pat_04 Pre-Treatment FAM131B 9715 37 7 143056030 143056030 Nonsense_Mutation SNP C T 6 52 c.272G>A c.(271-273)TGG>TAG p.W91*

Pat_04 Pre-Treatment OR2A5 393046 37 7 143747858 143747858 Missense_Mutation SNP C T 30 196 c.364C>T c.(364-366)CGG>TGG p.R122W

Pat_04 Pre-Treatment SSPO 23145 37 7 149509361 149509362 Missense_Mutation DNP GG AA 3 16 .9759_9760GG>AA757-9762)GGGGGA>GGAA p.G3254R

Pat_04 Pre-Treatment ZNF862 643641 37 7 149544869 149544869 Missense_Mutation SNP C T 5 14 c.287C>T c.(286-288)CCC>CTC p.P96L

Pat_04 Pre-Treatment ACCN3 9311 37 7 150747192 150747192 Splice_Site SNP G A 16 70 c.535_splice c.e2-1 p.I179_splice

Pat_04 Pre-Treatment GBX1 2636 37 7 150846152 150846152 Missense_Mutation SNP C T 53 393 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_04 Pre-Treatment CSMD1 64478 37 8 2820770 2820770 Nonsense_Mutation SNP C T 19 115 c.9431G>A c.(9430-9432)TGG>TAG p.W3144*

Pat_04 Pre-Treatment RP1L1 94137 37 8 10465655 10465655 Missense_Mutation SNP C T 17 122 c.5953G>A c.(5953-5955)GAG>AAG p.E1985K

Pat_04 Pre-Treatment MSR1 4481 37 8 15978011 15978011 Missense_Mutation SNP C T 32 194 c.1138G>A c.(1138-1140)GAA>AAA p.E380K

Pat_04 Pre-Treatment NAT2 10 37 8 18258373 18258373 Missense_Mutation SNP C T 6 43 c.860C>T c.(859-861)TCC>TTC p.S287F

Pat_04 Pre-Treatment SLC18A1 6570 37 8 20028976 20028976 Missense_Mutation SNP C T 18 95 c.754G>A c.(754-756)GAG>AAG p.E252K

Pat_04 Pre-Treatment PHYHIP 9796 37 8 22084457 22084457 Missense_Mutation SNP C T 13 73 c.247G>A c.(247-249)GAG>AAG p.E83K

Pat_04 Pre-Treatment PIWIL2 55124 37 8 22211798 22211798 Missense_Mutation SNP T A 20 87 c.2672T>A c.(2671-2673)CTT>CAT p.L891H

Pat_04 Pre-Treatment ADAM28 10863 37 8 24193049 24193049 Missense_Mutation SNP G A 8 37 c.1462G>A c.(1462-1464)GAT>AAT p.D488N

Pat_04 Pre-Treatment ADAM7 8756 37 8 24350704 24350704 Missense_Mutation SNP G A 10 26 c.1804G>A c.(1804-1806)GGC>AGC p.G602S

Pat_04 Pre-Treatment EBF2 64641 37 8 25708119 25708119 Missense_Mutation SNP C T 13 91 c.1687G>A c.(1687-1689)GGA>AGA p.G563R

Pat_04 Pre-Treatment EBF2 64641 37 8 25718744 25718744 Splice_Site SNP T C 11 61 c.1165_splice c.e13-1 p.D389_splice

Pat_04 Pre-Treatment TEX15 56154 37 8 30701904 30701904 Missense_Mutation SNP C T 19 123 c.4630G>A c.(4630-4632)GAA>AAA p.E1544K

Pat_04 Pre-Treatment ANK1 286 37 8 41550683 41550683 Missense_Mutation SNP C T 23 88 c.3569G>A c.(3568-3570)GGA>GAA p.G1190E

Pat_04 Pre-Treatment PXDNL 137902 37 8 52321545 52321545 Missense_Mutation SNP G A 5 58 c.2639C>T c.(2638-2640)TCA>TTA p.S880L

Pat_04 Pre-Treatment PXDNL 137902 37 8 52321663 52321663 Missense_Mutation SNP G A 3 28 c.2521C>T c.(2521-2523)CCT>TCT p.P841S

Pat_04 Pre-Treatment PCMTD1 115294 37 8 52733153 52733153 Nonsense_Mutation SNP T A 5 184 c.832A>T c.(832-834)AGA>TGA p.R278*

Pat_04 Pre-Treatment RP1 6101 37 8 55539678 55539678 Missense_Mutation SNP C T 6 20 c.3236C>T c.(3235-3237)CCA>CTA p.P1079L

Pat_04 Pre-Treatment XKR4 114786 37 8 56015146 56015146 Missense_Mutation SNP G A 4 11 c.98G>A c.(97-99)GGA>GAA p.G33E

Pat_04 Pre-Treatment CSPP1 79848 37 8 68007843 68007843 Missense_Mutation SNP C T 10 34 c.931C>T c.(931-933)CGT>TGT p.R311C

Pat_04 Pre-Treatment C8orf34 116328 37 8 69358567 69358567 Missense_Mutation SNP C T 3 25 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_04 Pre-Treatment C8orf34 116328 37 8 69434034 69434034 Missense_Mutation SNP G A 3 42 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_04 Pre-Treatment KCNB2 9312 37 8 73849835 73849835 Missense_Mutation SNP C T 31 232 c.2245C>T c.(2245-2247)CCG>TCG p.P749S

Pat_04 Pre-Treatment ZFHX4 79776 37 8 77618289 77618289 Nonsense_Mutation SNP C T 3 21 c.1966C>T c.(1966-1968)CAG>TAG p.Q656*

Pat_04 Pre-Treatment TPD52 7163 37 8 80976726 80976726 Missense_Mutation SNP C T 17 98 c.242G>A c.(241-243)AGA>AAA p.R81K

Pat_04 Pre-Treatment PMP2 5375 37 8 82357197 82357197 Missense_Mutation SNP C T 4 31 c.101G>A c.(100-102)GGA>GAA p.G34E

Pat_04 Pre-Treatment RGS22 26166 37 8 101075717 101075717 Missense_Mutation SNP C T 9 50 c.1279G>A c.(1279-1281)GGA>AGA p.G427R

Pat_04 Pre-Treatment SNX31 169166 37 8 101629886 101629886 Missense_Mutation SNP C T 10 70 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_04 Pre-Treatment CSMD3 114788 37 8 113301606 113301606 Missense_Mutation SNP G C 17 152 c.9136C>G c.(9136-9138)CCT>GCT p.P3046A

Pat_04 Pre-Treatment ZHX2 22882 37 8 123964603 123964603 Missense_Mutation SNP C T 11 51 c.853C>T c.(853-855)CCT>TCT p.P285S

Pat_04 Pre-Treatment FAM83A 84985 37 8 124195392 124195392 Missense_Mutation SNP C T 12 76 c.296C>T c.(295-297)TCC>TTC p.S99F

Pat_04 Pre-Treatment ADCY8 114 37 8 132051738 132051738 Missense_Mutation SNP G A 5 30 c.842C>T c.(841-843)ACC>ATC p.T281I

Pat_04 Pre-Treatment COL22A1 169044 37 8 139845361 139845361 Missense_Mutation SNP C T 10 59 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_04 Pre-Treatment ZNF16 7564 37 8 146157650 146157650 Missense_Mutation SNP G A 15 135 c.523C>T c.(523-525)CCT>TCT p.P175S

Pat_04 Pre-Treatment KDM4C 23081 37 9 7174607 7174607 Nonsense_Mutation SNP C T 20 102 c.3049C>T c.(3049-3051)CAA>TAA p.Q1017*

Pat_04 Pre-Treatment FREM1 158326 37 9 14841507 14841507 Missense_Mutation SNP C T 4 38 c.1819G>A c.(1819-1821)GAA>AAA p.E607K

Pat_04 Pre-Treatment CDKN2A 1029 37 9 21971186 21971186 Nonsense_Mutation SNP G A 3 18 c.172C>T c.(172-174)CGA>TGA p.R58*

Pat_04 Pre-Treatment ANXA2P2 304 37 9 33625005 33625005 Missense_Mutation SNP G A 4 37 c.734G>A c.(733-735)AGG>AAG p.R245K

Pat_04 Pre-Treatment FAM75A6 389730 37 9 43627750 43627751 Missense_Mutation DNP CC TT 37 238 c.936_937GG>AA(934-939)ATGGAA>ATAAA.312_313ME>I

Pat_04 Pre-Treatment FOXD4L5 653427 37 9 70177790 70177790 Missense_Mutation SNP C T 6 73 c.194G>A c.(193-195)GGC>GAC p.G65D



Pat_04 Pre-Treatment APBA1 320 37 9 72131466 72131466 Missense_Mutation SNP C T 3 7 c.661G>A c.(661-663)GAC>AAC p.D221N

Pat_04 Pre-Treatment MAMDC2 256691 37 9 72785420 72785420 Missense_Mutation SNP G C 11 64 c.1524G>C c.(1522-1524)GAG>GAC p.E508D

Pat_04 Pre-Treatment TRPM3 80036 37 9 73233959 73233959 Missense_Mutation SNP C T 6 41 c.2146G>A c.(2146-2148)GAA>AAA p.E716K

Pat_04 Pre-Treatment TMC1 117531 37 9 75445446 75445446 Splice_Site SNP G A 5 35 c.2208_splice c.e22+1 p.M736_splice

Pat_04 Pre-Treatment PCSK5 5125 37 9 78601135 78601135 Missense_Mutation SNP C T 14 85 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_04 Pre-Treatment PCSK5 5125 37 9 78804019 78804019 Missense_Mutation SNP C T 5 45 c.2390C>T c.(2389-2391)GCT>GTT p.A797V

Pat_04 Pre-Treatment PRUNE2 158471 37 9 79322383 79322383 Missense_Mutation SNP C T 3 34 c.4807G>A c.(4807-4809)GAG>AAG p.E1603K

Pat_04 Pre-Treatment PRUNE2 158471 37 9 79326139 79326139 Missense_Mutation SNP C T 3 23 c.1051G>A c.(1051-1053)GAA>AAA p.E351K

Pat_04 Pre-Treatment GRIN3A 116443 37 9 104449125 104449125 Missense_Mutation SNP G A 9 27 c.1057C>T c.(1057-1059)CGT>TGT p.R353C

Pat_04 Pre-Treatment OR13F1 138805 37 9 107266743 107266743 Missense_Mutation SNP C T 26 117 c.200C>T c.(199-201)TCC>TTC p.S67F

Pat_04 Pre-Treatment EPB41L4B 54566 37 9 112020521 112020521 Missense_Mutation SNP G A 9 30 c.688C>T c.(688-690)CGG>TGG p.R230W

Pat_04 Pre-Treatment MUSK 4593 37 9 113563038 113563038 Missense_Mutation SNP G A 4 26 c.2380G>A c.(2380-2382)GAG>AAG p.E794K

Pat_04 Pre-Treatment C9orf84 158401 37 9 114510461 114510461 Missense_Mutation SNP C T 12 53 c.689G>A c.(688-690)GGA>GAA p.G230E

Pat_04 Pre-Treatment OR1N2 138882 37 9 125315890 125315890 Missense_Mutation SNP C T 17 67 c.442C>T c.(442-444)CAT>TAT p.H148Y

Pat_04 Pre-Treatment CIZ1 25792 37 9 130938729 130938729 Missense_Mutation SNP G A 13 57 c.1844C>T c.(1843-1845)CCT>CTT p.P615L

Pat_04 Pre-Treatment GPR107 57720 37 9 132839594 132839594 Missense_Mutation SNP A G 7 45 c.323A>G c.(322-324)TAC>TGC p.Y108C

Pat_04 Pre-Treatment ASS1 445 37 9 133355154 133355154 Missense_Mutation SNP C T 21 69 c.740C>T c.(739-741)TCC>TTC p.S247F

Pat_04 Pre-Treatment NUP214 8021 37 9 134025772 134025772 Missense_Mutation SNP C T 5 73 c.2102C>T c.(2101-2103)CCT>CTT p.P701L

Pat_04 Pre-Treatment ADAMTS13 11093 37 9 136319646 136319646 Missense_Mutation SNP G A 5 44 c.3154G>A c.(3154-3156)GAG>AAG p.E1052K

Pat_04 Pre-Treatment COL5A1 1289 37 9 137622248 137622248 Missense_Mutation SNP C T 6 40 c.1091C>T c.(1090-1092)CCC>CTC p.P364L

Pat_04 Pre-Treatment COL5A1 1289 37 9 137702140 137702140 Missense_Mutation SNP G A 5 53 c.3514G>A c.(3514-3516)GAC>AAC p.D1172N

Pat_04 Pre-Treatment CAMSAP1 157922 37 9 138714655 138714655 Missense_Mutation SNP C T 5 38 c.1852G>A c.(1852-1854)GGG>AGG p.G618R

Pat_04 Pre-Treatment NOTCH1 4851 37 9 139410495 139410495 Missense_Mutation SNP G A 17 96 c.1607C>T c.(1606-1608)CCC>CTC p.P536L

Pat_04 Pre-Treatment EDF1 8721 37 9 139757778 139757778 Missense_Mutation SNP G A 12 69 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_04 Pre-Treatment NDOR1 27158 37 9 140100762 140100762 Splice_Site SNP G A 5 189 c.213_splice c.e2+1 p.K71_splice

Pat_04 Pre-Treatment MXRA5 25878 37 X 3248116 3248116 Missense_Mutation SNP G A 3 10 c.652C>T c.(652-654)CCG>TCG p.P218S

Pat_04 Pre-Treatment FRMPD4 9758 37 X 12735733 12735733 Missense_Mutation SNP G A 30 70 c.2788G>A c.(2788-2790)GAA>AAA p.E930K

Pat_04 Pre-Treatment ZRSR2 8233 37 X 15838410 15838410 Missense_Mutation SNP C T 25 93 c.908C>T c.(907-909)CCC>CTC p.P303L

Pat_04 Pre-Treatment BEND2 139105 37 X 18221675 18221675 Missense_Mutation SNP C T 6 40 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_04 Pre-Treatment SH3KBP1 30011 37 X 19764542 19764542 Missense_Mutation SNP C T 11 29 c.180G>A c.(178-180)ATG>ATA p.M60I

Pat_04 Pre-Treatment CNKSR2 22866 37 X 21450761 21450761 Missense_Mutation SNP C A 6 51 c.260C>A c.(259-261)ACC>AAC p.T87N

Pat_04 Pre-Treatment ZFX 7543 37 X 24229378 24229378 Missense_Mutation SNP C T 31 57 c.2303C>T c.(2302-2304)TCC>TTC p.S768F

Pat_04 Pre-Treatment PPP1R3F 89801 37 X 49142945 49142945 Missense_Mutation SNP C T 6 14 c.1793C>T c.(1792-1794)TCG>TTG p.S598L

Pat_04 Pre-Treatment MAGEE2 139599 37 X 75004584 75004584 Missense_Mutation SNP C T 4 18 c.303G>A c.(301-303)ATG>ATA p.M101I

Pat_04 Pre-Treatment PCDH11X 27328 37 X 91090729 91090729 Nonsense_Mutation SNP C T 40 63 c.226C>T c.(226-228)CGA>TGA p.R76*

Pat_04 Pre-Treatment BEX1 55859 37 X 102318005 102318005 Missense_Mutation SNP C T 28 56 c.198G>A c.(196-198)ATG>ATA p.M66I

Pat_04 Pre-Treatment NRK 203447 37 X 105168911 105168911 Missense_Mutation SNP G A 14 23 c.3200G>A c.(3199-3201)CGA>CAA p.R1067Q

Pat_04 Pre-Treatment TRPC5 7224 37 X 111155953 111155953 Missense_Mutation SNP C T 19 53 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_04 Pre-Treatment ZCCHC16 340595 37 X 111698539 111698539 Missense_Mutation SNP G A 18 43 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_04 Pre-Treatment SASH3 54440 37 X 128922438 128922438 Missense_Mutation SNP C T 7 14 c.185C>T c.(184-186)CCA>CTA p.P62L

Pat_04 Pre-Treatment IGSF1 3547 37 X 130415793 130415793 Missense_Mutation SNP C T 9 15 c.1372G>A c.(1372-1374)GAA>AAA p.E458K

Pat_04 Pre-Treatment SAGE1 55511 37 X 134988220 134988220 Missense_Mutation SNP G A 13 29 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_04 Pre-Treatment GPR112 139378 37 X 135427792 135427792 Missense_Mutation SNP G A 16 29 c.1927G>A c.(1927-1929)GAT>AAT p.D643N

Pat_04 Pre-Treatment CDR1 1038 37 X 139865876 139865876 Missense_Mutation SNP C T 14 36 c.656G>A c.(655-657)GGA>GAA p.G219E

Pat_04 Pre-Treatment GABRE 2564 37 X 151124290 151124290 Missense_Mutation SNP C T 22 47 c.827G>A c.(826-828)CGG>CAG p.R276Q

Pat_04 Pre-Treatment MAGEA10 4109 37 X 151303876 151303876 Missense_Mutation SNP C T 23 37 c.217G>A c.(217-219)GAG>AAG p.E73K

Pat_04 Pre-Treatment MAGEA6 4105 37 X 151870118 151870118 Missense_Mutation SNP G A 28 69 c.808G>A c.(808-810)GAG>AAG p.E270K



Pat_04 Pre-Treatment USP9Y 8287 37 Y 14872445 14872445 Missense_Mutation SNP C T 8 10 c.1798C>T c.(1798-1800)CGC>TGC p.R600C

Pat_04 Post-Resistance DNALI1 7802 37 1 38023207 38023207 Missense_Mutation SNP C T 5 124 c.151C>T c.(151-153)CGG>TGG p.R51W

Pat_04 Post-Resistance SLAMF9 89886 37 1 159923915 159923915 Missense_Mutation SNP G A 3 57 c.13C>T c.(13-15)CCT>TCT p.P5S

Pat_04 Post-Resistance SLAMF1 6504 37 1 160616672 160616672 Missense_Mutation SNP T C 3 31 c.64A>G c.(64-66)AGC>GGC p.S22G

Pat_04 Post-Resistance CAMSAP1L1 23271 37 1 200816379 200816379 Missense_Mutation SNP C T 4 94 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_04 Post-Resistance CENPF 1063 37 1 214819239 214819239 Nonsense_Mutation SNP C G 4 78 c.6326C>G c.(6325-6327)TCA>TGA p.S2109*

Pat_04 Post-Resistance BICC1 80114 37 10 60566860 60566860 Missense_Mutation SNP A C 6 130 c.2318A>C c.(2317-2319)AAG>ACG p.K773T

Pat_04 Post-Resistance OR10A4 283297 37 11 6898467 6898467 Missense_Mutation SNP G C 5 112 c.589G>C c.(589-591)GAA>CAA p.E197Q

Pat_04 Post-Resistance OR4D11 219986 37 11 59271557 59271557 Missense_Mutation SNP G A 7 235 c.509G>A c.(508-510)GGA>GAA p.G170E

Pat_04 Post-Resistance CCDC15 80071 37 11 124857585 124857585 Missense_Mutation SNP C A 4 118 c.1463C>A c.(1462-1464)CCC>CAC p.P488H

Pat_04 Post-Resistance DCAF4 26094 37 14 73425449 73425449 Missense_Mutation SNP C T 6 161 c.1424C>T c.(1423-1425)TCC>TTC p.S475F

Pat_04 Post-Resistance TUBGCP4 27229 37 15 43668311 43668311 Missense_Mutation SNP C T 7 215 c.94C>T c.(94-96)CCT>TCT p.P32S

Pat_04 Post-Resistance ACSM2B 348158 37 16 20570625 20570625 Missense_Mutation SNP G A 3 51 c.322C>T c.(322-324)CGT>TGT p.R108C

Pat_04 Post-Resistance SENP3 26168 37 17 7473708 7473709 Missense_Mutation DNP CC TT 4 100 c.1376_1377CC>TTc.(1375-1377)CCC>CTT p.P459L

Pat_04 Post-Resistance HAP1 9001 37 17 39881183 39881183 Missense_Mutation SNP C T 24 364 c.1786G>A c.(1786-1788)GAA>AAA p.E596K

Pat_04 Post-Resistance MAPT 4137 37 17 44060753 44060753 Missense_Mutation SNP G A 4 25 c.583G>A c.(583-585)GAC>AAC p.D195N

Pat_04 Post-Resistance ITGB3 3690 37 17 45369775 45369775 Missense_Mutation SNP G A 4 114 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_04 Post-Resistance HOXB5 3215 37 17 46669678 46669678 Missense_Mutation SNP C T 6 203 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_04 Post-Resistance MED13 9969 37 17 60088215 60088215 Missense_Mutation SNP G A 4 89 c.1663C>T c.(1663-1665)CCT>TCT p.P555S

Pat_04 Post-Resistance APOB 338 37 2 21232704 21232704 Missense_Mutation SNP C T 3 59 c.7036G>A c.(7036-7038)GAG>AAG p.E2346K

Pat_04 Post-Resistance SLC4A5 57835 37 2 74452032 74452032 Missense_Mutation SNP C T 3 39 c.3229G>A c.(3229-3231)GAA>AAA p.E1077K

Pat_04 Post-Resistance RBM44 375316 37 2 238725794 238725794 Missense_Mutation SNP G A 8 81 c.235G>A c.(235-237)GAG>AAG p.E79K

Pat_04 Post-Resistance KCNK15 60598 37 20 43378866 43378866 Missense_Mutation SNP G T 6 15 c.380G>T c.(379-381)AGC>ATC p.S127I

Pat_04 Post-Resistance ZSWIM3 140831 37 20 44506623 44506623 Missense_Mutation SNP G A 3 57 c.1426G>A c.(1426-1428)GCA>ACA p.A476T

Pat_04 Post-Resistance SLC13A3 64849 37 20 45188756 45188756 Nonsense_Mutation SNP G A 9 275 c.1714C>T c.(1714-1716)CAG>TAG p.Q572*

Pat_04 Post-Resistance SCN5A 6331 37 3 38645271 38645271 Missense_Mutation SNP C T 4 67 c.1822G>A c.(1822-1824)GAC>AAC p.D608N

Pat_04 Post-Resistance GOLGB1 2804 37 3 121413651 121413651 Nonsense_Mutation SNP G A 5 172 c.5704C>T c.(5704-5706)CAA>TAA p.Q1902*

Pat_04 Post-Resistance EBF1 1879 37 5 158223448 158223448 Missense_Mutation SNP C T 4 70 c.814G>A c.(814-816)GGA>AGA p.G272R

Pat_04 Post-Resistance HLA-DOA 3111 37 6 32975249 32975249 Missense_Mutation SNP C T 9 245 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_04 Post-Resistance MEP1A 4224 37 6 46777273 46777273 Missense_Mutation SNP G A 7 172 c.379G>A c.(379-381)GGG>AGG p.G127R

Pat_04 Post-Resistance PTPRK 5796 37 6 128306900 128306900 Missense_Mutation SNP G A 4 85 c.3214C>T c.(3214-3216)CCT>TCT p.P1072S

Pat_04 Post-Resistance NPC1L1 29881 37 7 44579280 44579280 Missense_Mutation SNP C T 4 106 c.716G>A c.(715-717)GGG>GAG p.G239E

Pat_04 Post-Resistance BAZ1B 9031 37 7 72865214 72865215 Missense_Mutation DNP GG AA 6 139 c.3542_3543CC>TT c.(3541-3543)TCC>TTT p.S1181F

Pat_04 Post-Resistance STAG3 10734 37 7 99787166 99787166 Missense_Mutation SNP C T 8 113 c.814C>T c.(814-816)CCA>TCA p.P272S

Pat_04 Post-Resistance TFEC 22797 37 7 115596807 115596807 Missense_Mutation SNP C T 5 62 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_04 Post-Resistance TAS2R39 259285 37 7 142881106 142881106 Missense_Mutation SNP A G 4 59 c.595A>G c.(595-597)ACA>GCA p.T199A

Pat_04 Post-Resistance ADAM7 8756 37 8 24350704 24350704 Missense_Mutation SNP G A 3 36 c.1804G>A c.(1804-1806)GGC>AGC p.G602S

Pat_04 Post-Resistance ANK1 286 37 8 41550683 41550683 Missense_Mutation SNP C T 5 113 c.3569G>A c.(3568-3570)GGA>GAA p.G1190E

Pat_04 Post-Resistance ZRSR2 8233 37 X 15838410 15838410 Missense_Mutation SNP C T 4 103 c.908C>T c.(907-909)CCC>CTC p.P303L

Pat_04 Post-Resistance NRK 203447 37 X 105168911 105168911 Missense_Mutation SNP G A 4 48 c.3200G>A c.(3199-3201)CGA>CAA p.R1067Q

Pat_04 Post-Resistance MAGEA6 4105 37 X 151870118 151870118 Missense_Mutation SNP G A 5 102 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_07 Post-Resistance CDK11B 984 37 1 1572288 1572288 Missense_Mutation SNP G A 3 58 c.1771C>T c.(1771-1773)CGC>TGC p.R591C

Pat_07 Post-Resistance SPATA21 374955 37 1 16730232 16730232 Missense_Mutation SNP C T 70 189 c.991G>A c.(991-993)GAA>AAA p.E331K

Pat_07 Post-Resistance C1orf172 126695 37 1 27278407 27278407 Missense_Mutation SNP C T 19 40 c.465G>A c.(463-465)ATG>ATA p.M155I

Pat_07 Post-Resistance SLC1A7 6512 37 1 53556345 53556345 Missense_Mutation SNP C T 3 49 c.1165G>A c.(1165-1167)GCC>ACC p.A389T

Pat_07 Post-Resistance MTMR11 10903 37 1 149903250 149903250 Nonsense_Mutation SNP G A 6 234 c.1192C>T c.(1192-1194)CGA>TGA p.R398*

Pat_07 Post-Resistance TCHH 7062 37 1 152084627 152084627 Missense_Mutation SNP C G 4 120 c.1066G>C c.(1066-1068)GAG>CAG p.E356Q



Pat_07 Post-Resistance RPTN 126638 37 1 152128617 152128617 Missense_Mutation SNP T C 18 773 c.958A>G c.(958-960)AGT>GGT p.S320G

Pat_07 Post-Resistance DENND4B 9909 37 1 153907256 153907256 Missense_Mutation SNP T A 3 43 c.2753A>T c.(2752-2754)GAG>GTG p.E918V

Pat_07 Post-Resistance C1orf156 92342 37 1 169761849 169761849 Missense_Mutation SNP C T 4 118 c.988G>A c.(988-990)GTA>ATA p.V330I

Pat_07 Post-Resistance USH2A 7399 37 1 216498769 216498769 Missense_Mutation SNP G T 48 263 c.1021C>A c.(1021-1023)CCT>ACT p.P341T

Pat_07 Post-Resistance OBSCN 84033 37 1 228473933 228473933 Missense_Mutation SNP C G 3 55 c.9159C>G c.(9157-9159)ATC>ATG p.I3053M

Pat_07 Post-Resistance CSTF2T 23283 37 10 53458337 53458337 Missense_Mutation SNP G A 4 147 c.973C>T c.(973-975)CCT>TCT p.P325S

Pat_07 Post-Resistance PTEN 5728 37 10 89685305 89685305 Missense_Mutation SNP T G 34 44 c.200T>G c.(199-201)ATA>AGA p.I67R

Pat_07 Post-Resistance LRP4 4038 37 11 46920467 46920467 Missense_Mutation SNP C T 3 57 c.664G>A c.(664-666)GAG>AAG p.E222K

Pat_07 Post-Resistance OR5I1 10798 37 11 55703585 55703585 Missense_Mutation SNP C T 21 42 c.292G>A c.(292-294)GGG>AGG p.G98R

Pat_07 Post-Resistance OR5M1 390168 37 11 56380362 56380362 Missense_Mutation SNP T G 3 34 c.617A>C c.(616-618)AAT>ACT p.N206T

Pat_07 Post-Resistance VWCE 220001 37 11 61040737 61040737 Nonsense_Mutation SNP G A 3 42 c.1633C>T c.(1633-1635)CGA>TGA p.R545*

Pat_07 Post-Resistance TRPC6 7225 37 11 101342884 101342884 Missense_Mutation SNP G A 64 265 c.2189C>T c.(2188-2190)TCA>TTA p.S730L

Pat_07 Post-Resistance PIH1D2 120379 37 11 111942424 111942424 Missense_Mutation SNP G A 4 156 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_07 Post-Resistance TROAP 10024 37 12 49724403 49724403 Missense_Mutation SNP A G 5 71 c.1775A>G c.(1774-1776)TAC>TGC p.Y592C

Pat_07 Post-Resistance HOXC6 3223 37 12 54422448 54422448 Missense_Mutation SNP G A 4 103 c.143G>A c.(142-144)CGG>CAG p.R48Q

Pat_07 Post-Resistance R3HDM2 22864 37 12 57660556 57660556 Missense_Mutation SNP G A 13 50 c.2047C>T c.(2047-2049)CCC>TCC p.P683S

Pat_07 Post-Resistance ANO4 121601 37 12 101514302 101514302 Missense_Mutation SNP C T 4 81 c.2575C>T c.(2575-2577)CGG>TGG p.R859W

Pat_07 Post-Resistance STAB2 55576 37 12 104031803 104031803 Missense_Mutation SNP C T 110 227 c.719C>T c.(718-720)CCA>CTA p.P240L

Pat_07 Post-Resistance FICD 11153 37 12 108910963 108910963 Missense_Mutation SNP G A 4 69 c.214G>A c.(214-216)GCC>ACC p.A72T

Pat_07 Post-Resistance GPC6 10082 37 13 94197599 94197599 Missense_Mutation SNP G A 81 266 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_07 Post-Resistance OR6S1 341799 37 14 21109390 21109390 Missense_Mutation SNP C T 4 80 c.461G>A c.(460-462)GGA>GAA p.G154E

Pat_07 Post-Resistance ABHD4 63874 37 14 23072420 23072420 Missense_Mutation SNP G T 7 50 c.238G>T c.(238-240)GGC>TGC p.G80C

Pat_07 Post-Resistance SLC35F4 341880 37 14 58030954 58030954 Missense_Mutation SNP C T 11 51 c.1465G>A c.(1465-1467)GAA>AAA p.E489K

Pat_07 Post-Resistance PACS2 23241 37 14 105849187 105849187 Missense_Mutation SNP G T 4 63 c.1550G>T c.(1549-1551)TGC>TTC p.C517F

Pat_07 Post-Resistance MAN2A2 4122 37 15 91455366 91455366 Missense_Mutation SNP C T 4 112 c.2203C>T c.(2203-2205)CGC>TGC p.R735C

Pat_07 Post-Resistance PARN 5073 37 16 14530588 14530588 Missense_Mutation SNP G A 3 42 c.1906C>T c.(1906-1908)CCT>TCT p.P636S

Pat_07 Post-Resistance KCTD19 146212 37 16 67323581 67323581 Missense_Mutation SNP G A 4 67 c.2672C>T c.(2671-2673)ACA>ATA p.T891I

Pat_07 Post-Resistance KCTD19 146212 37 16 67337074 67337074 Nonsense_Mutation SNP G T 4 126 c.618C>A c.(616-618)TGC>TGA p.C206*

Pat_07 Post-Resistance HYDIN 54768 37 16 71007806 71007806 Missense_Mutation SNP C T 29 240 c.5152G>A c.(5152-5154)GAA>AAA p.E1718K

Pat_07 Post-Resistance USP10 9100 37 16 84812668 84812668 Missense_Mutation SNP C T 7 150 c.2377C>T c.(2377-2379)CGC>TGC p.R793C

Pat_07 Post-Resistance ZCCHC14 23174 37 16 87445310 87445310 Missense_Mutation SNP G A 3 52 c.2606C>T c.(2605-2607)ACG>ATG p.T869M

Pat_07 Post-Resistance TP53 7157 37 17 7579313 7579313 Missense_Mutation SNP G C 58 69 c.374C>G c.(373-375)ACG>AGG p.T125R

Pat_07 Post-Resistance MYH13 8735 37 17 10216027 10216027 Missense_Mutation SNP G A 4 15 c.4229C>T c.(4228-4230)ACG>ATG p.T1410M

Pat_07 Post-Resistance MYH3 4621 37 17 10538859 10538859 Missense_Mutation SNP C G 4 110 c.3997G>C c.(3997-3999)GCC>CCC p.A1333P

Pat_07 Post-Resistance PSMB3 5691 37 17 36916709 36916709 Missense_Mutation SNP G C 4 98 c.322G>C c.(322-324)GTC>CTC p.V108L

Pat_07 Post-Resistance CCR10 2826 37 17 40831789 40831789 Missense_Mutation SNP C T 3 49 c.871G>A c.(871-873)GCA>ACA p.A291T

Pat_07 Post-Resistance FASN 2194 37 17 80045872 80045872 Missense_Mutation SNP G T 13 21 c.2824C>A c.(2824-2826)CGT>AGT p.R942S

Pat_07 Post-Resistance MC5R 4161 37 18 13826482 13826482 Missense_Mutation SNP G A 3 58 c.718G>A c.(718-720)GTC>ATC p.V240I

Pat_07 Post-Resistance CABYR 26256 37 18 21736742 21736742 Missense_Mutation SNP T C 20 36 c.1277T>C c.(1276-1278)ATA>ACA p.I426T

Pat_07 Post-Resistance C19orf26 255057 37 19 1231136 1231136 Missense_Mutation SNP C T 4 63 c.1100G>A c.(1099-1101)CGC>CAC p.R367H

Pat_07 Post-Resistance LRG1 116844 37 19 4538365 4538365 Missense_Mutation SNP G A 106 150 c.631C>T c.(631-633)CCG>TCG p.P211S

Pat_07 Post-Resistance CD209 30835 37 19 7810767 7810767 Missense_Mutation SNP G A 5 155 c.385C>T c.(385-387)CGG>TGG p.R129W

Pat_07 Post-Resistance BEST2 54831 37 19 12863491 12863491 Missense_Mutation SNP T A 4 75 c.85T>A c.(85-87)TAC>AAC p.Y29N

Pat_07 Post-Resistance CCDC105 126402 37 19 15124565 15124565 Missense_Mutation SNP G A 9 14 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_07 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 4 143 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_07 Post-Resistance MLL4 9757 37 19 36223350 36223350 Missense_Mutation SNP C G 4 54 c.5900C>G c.(5899-5901)CCA>CGA p.P1967R

Pat_07 Post-Resistance MLL4 9757 37 19 36223454 36223454 Missense_Mutation SNP C T 6 42 c.6004C>T c.(6004-6006)CCC>TCC p.P2002S



Pat_07 Post-Resistance MLL4 9757 37 19 36223614 36223614 Missense_Mutation SNP C T 4 14 c.6164C>T c.(6163-6165)GCC>GTC p.A2055V

Pat_07 Post-Resistance RYR1 6261 37 19 39068576 39068576 Missense_Mutation SNP G A 35 195 c.14191G>A c.(14191-14193)GAC>AAC p.D4731N

Pat_07 Post-Resistance RYR1 6261 37 19 39070688 39070688 Missense_Mutation SNP G A 32 148 c.14431G>A c.(14431-14433)GCT>ACT p.A4811T

Pat_07 Post-Resistance DMPK 1760 37 19 46274654 46274654 Missense_Mutation SNP G A 3 38 c.1631C>T c.(1630-1632)GCT>GTT p.A544V

Pat_07 Post-Resistance NUCB1 4924 37 19 49407692 49407692 Missense_Mutation SNP C T 4 78 c.224C>T c.(223-225)GCC>GTC p.A75V

Pat_07 Post-Resistance PRR12 57479 37 19 50102575 50102575 Missense_Mutation SNP C T 4 70 c.3725C>T c.(3724-3726)TCG>TTG p.S1242L

Pat_07 Post-Resistance GALP 85569 37 19 56688491 56688491 Missense_Mutation SNP C T 10 41 c.14C>T c.(13-15)TCC>TTC p.S5F

Pat_07 Post-Resistance ZNF324B 388569 37 19 58966859 58966859 Missense_Mutation SNP G A 3 65 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_07 Post-Resistance ZNF512 84450 37 2 27844283 27844283 Missense_Mutation SNP G C 3 68 c.1659G>C c.(1657-1659)CAG>CAC p.Q553H

Pat_07 Post-Resistance SLC8A1 6546 37 2 40656685 40656685 Missense_Mutation SNP C A 4 76 c.736G>T c.(736-738)GTT>TTT p.V246F

Pat_07 Post-Resistance XPO1 7514 37 2 61725837 61725837 Missense_Mutation SNP T C 5 181 c.730A>G c.(730-732)ACC>GCC p.T244A

Pat_07 Post-Resistance ACTR1B 10120 37 2 98274713 98274713 Missense_Mutation SNP T C 18 70 c.724A>G c.(724-726)ACG>GCG p.T242A

Pat_07 Post-Resistance ARHGAP15 55843 37 2 144008140 144008140 Missense_Mutation SNP G A 27 190 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_07 Post-Resistance TTN 7273 37 2 179418692 179418692 Nonsense_Mutation SNP G A 9 39 c.81442C>T c.(81442-81444)CAG>TAG p.Q27148*

Pat_07 Post-Resistance C20orf118 140711 37 20 35507585 35507585 Nonsense_Mutation SNP C T 10 46 c.331C>T c.(331-333)CAG>TAG p.Q111*

Pat_07 Post-Resistance AURKA 6790 37 20 54963222 54963222 Missense_Mutation SNP C A 49 114 c.32G>T c.(31-33)GGA>GTA p.G11V

Pat_07 Post-Resistance PIGP 51227 37 21 38444778 38444778 Missense_Mutation SNP G T 129 284 c.110C>A c.(109-111)GCG>GAG p.A37E

Pat_07 Post-Resistance PLAC4 191585 37 21 42551255 42551255 Missense_Mutation SNP G A 3 30 c.301C>T c.(301-303)CCC>TCC p.P101S

Pat_07 Post-Resistance SCN5A 6331 37 3 38591907 38591907 Missense_Mutation SNP C T 37 79 c.5956G>A c.(5956-5958)GAT>AAT p.D1986N

Pat_07 Post-Resistance SCN5A 6331 37 3 38601660 38601660 Missense_Mutation SNP C T 3 21 c.4223G>A c.(4222-4224)GGG>GAG p.G1408E

Pat_07 Post-Resistance GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 3 71 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_07 Post-Resistance ITIH4 3700 37 3 52853421 52853421 Missense_Mutation SNP G A 4 65 c.2065C>T c.(2065-2067)CGT>TGT p.R689C

Pat_07 Post-Resistance CACNA2D3 55799 37 3 54905569 54905569 Missense_Mutation SNP G A 19 55 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_07 Post-Resistance WDR52 55779 37 3 113138974 113138974 Missense_Mutation SNP C T 4 149 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_07 Post-Resistance PAQR3 152559 37 4 79845092 79845092 Missense_Mutation SNP G A 4 104 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_07 Post-Resistance SKP2 6502 37 5 36182097 36182097 Missense_Mutation SNP A T 22 98 c.1239A>T c.(1237-1239)AAA>AAT p.K413N

Pat_07 Post-Resistance SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 226 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_07 Post-Resistance ZFYVE16 9765 37 5 79744086 79744086 Missense_Mutation SNP A G 64 136 c.2966A>G c.(2965-2967)AAT>AGT p.N989S

Pat_07 Post-Resistance GPR98 84059 37 5 89949385 89949385 Missense_Mutation SNP G A 4 102 c.3994G>A c.(3994-3996)GGA>AGA p.G1332R

Pat_07 Post-Resistance UNC5A 90249 37 5 176304697 176304697 Missense_Mutation SNP G A 3 17 c.1628G>A c.(1627-1629)AGC>AAC p.S543N

Pat_07 Post-Resistance HLA-J 3137 37 6 29977342 29977342 Missense_Mutation SNP A T 6 168 c.361A>T c.(361-363)AGG>TGG p.R121W

Pat_07 Post-Resistance ITPR3 3710 37 6 33661448 33661448 Missense_Mutation SNP C T 4 102 c.7751C>T c.(7750-7752)ACG>ATG p.T2584M

Pat_07 Post-Resistance CAPN11 11131 37 6 44145101 44145101 Missense_Mutation SNP C T 4 117 c.1360C>T c.(1360-1362)CGG>TGG p.R454W

Pat_07 Post-Resistance KLHL31 401265 37 6 53519236 53519236 Missense_Mutation SNP T C 125 390 c.835A>G c.(835-837)ATG>GTG p.M279V

Pat_07 Post-Resistance SNAP91 9892 37 6 84317520 84317520 Missense_Mutation SNP G A 7 76 c.920C>T c.(919-921)CCA>CTA p.P307L

Pat_07 Post-Resistance INTS1 26173 37 7 1542573 1542573 Missense_Mutation SNP G A 60 160 c.313C>T c.(313-315)CCG>TCG p.P105S

Pat_07 Post-Resistance BZW2 28969 37 7 16734531 16734531 Missense_Mutation SNP C T 44 139 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_07 Post-Resistance DNAH11 8701 37 7 21727099 21727099 Missense_Mutation SNP G A 3 67 c.5899G>A c.(5899-5901)GTA>ATA p.V1967I

Pat_07 Post-Resistance AEBP1 165 37 7 44148898 44148898 Missense_Mutation SNP G A 3 44 c.1108G>A c.(1108-1110)GGC>AGC p.G370S

Pat_07 Post-Resistance DYNC1I1 1780 37 7 95709792 95709792 Missense_Mutation SNP G A 70 255 c.1819G>A c.(1819-1821)GTT>ATT p.V607I

Pat_07 Post-Resistance CCDC136 64753 37 7 128457843 128457843 Missense_Mutation SNP C T 86 235 c.3395C>T c.(3394-3396)TCC>TTC p.S1132F

Pat_07 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 60 220 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_07 Post-Resistance CNTNAP2 26047 37 7 146829338 146829338 Missense_Mutation SNP G A 33 150 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_07 Post-Resistance HTR5A 3361 37 7 154875949 154875949 Missense_Mutation SNP C T 4 46 c.826C>T c.(826-828)CGG>TGG p.R276W

Pat_07 Post-Resistance ADAM2 2515 37 8 39624492 39624492 Missense_Mutation SNP G A 61 306 c.1382C>T c.(1381-1383)TCA>TTA p.S461L

Pat_07 Post-Resistance VDAC3 7419 37 8 42262973 42262973 Missense_Mutation SNP A G 42 102 c.845A>G c.(844-846)GAA>GGA p.E282G

Pat_07 Post-Resistance FLJ46321 389763 37 9 84609997 84609997 Missense_Mutation SNP G A 3 41 c.4612G>A c.(4612-4614)GTG>ATG p.V1538M



Pat_07 Post-Resistance FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 3 59 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_07 Post-Resistance SVEP1 79987 37 9 113228255 113228255 Missense_Mutation SNP G A 3 50 c.3212C>T c.(3211-3213)TCG>TTG p.S1071L

Pat_07 Post-Resistance TEX11 56159 37 X 69811630 69811630 Missense_Mutation SNP T A 26 103 c.2156A>T c.(2155-2157)AAT>ATT p.N719I

Pat_07 Pre-Treatment SPATA21 374955 37 1 16730232 16730232 Missense_Mutation SNP C T 18 50 c.991G>A c.(991-993)GAA>AAA p.E331K

Pat_07 Pre-Treatment C1orf172 126695 37 1 27278407 27278407 Missense_Mutation SNP C T 6 2 c.465G>A c.(463-465)ATG>ATA p.M155I

Pat_07 Pre-Treatment CDC20 991 37 1 43826466 43826466 Missense_Mutation SNP C T 3 28 c.911C>T c.(910-912)ACA>ATA p.T304I

Pat_07 Pre-Treatment USH2A 7399 37 1 216498769 216498769 Missense_Mutation SNP G T 12 39 c.1021C>A c.(1021-1023)CCT>ACT p.P341T

Pat_07 Pre-Treatment PTEN 5728 37 10 89685305 89685305 Missense_Mutation SNP T G 2 2 c.200T>G c.(199-201)ATA>AGA p.I67R

Pat_07 Pre-Treatment TH 7054 37 11 2189789 2189789 Missense_Mutation SNP T C 2 6 c.512A>G c.(511-513)GAC>GGC p.D171G

Pat_07 Pre-Treatment OR5I1 10798 37 11 55703585 55703585 Missense_Mutation SNP C T 6 3 c.292G>A c.(292-294)GGG>AGG p.G98R

Pat_07 Pre-Treatment TRPC6 7225 37 11 101342884 101342884 Missense_Mutation SNP G A 23 21 c.2189C>T c.(2188-2190)TCA>TTA p.S730L

Pat_07 Pre-Treatment ESPL1 9700 37 12 53686437 53686437 Missense_Mutation SNP T A 5 16 c.5992T>A c.(5992-5994)TAT>AAT p.Y1998N

Pat_07 Pre-Treatment NUP37 79023 37 12 102470618 102470618 Missense_Mutation SNP G C 2 4 c.730C>G c.(730-732)CAA>GAA p.Q244E

Pat_07 Pre-Treatment STAB2 55576 37 12 104031803 104031803 Missense_Mutation SNP C T 33 26 c.719C>T c.(718-720)CCA>CTA p.P240L

Pat_07 Pre-Treatment GPC6 10082 37 13 94197599 94197599 Missense_Mutation SNP G A 20 30 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_07 Pre-Treatment AKAP6 9472 37 14 33014743 33014743 Missense_Mutation SNP C G 3 26 c.884C>G c.(883-885)TCT>TGT p.S295C

Pat_07 Pre-Treatment SLC35F4 341880 37 14 58030954 58030954 Missense_Mutation SNP C T 4 7 c.1465G>A c.(1465-1467)GAA>AAA p.E489K

Pat_07 Pre-Treatment NPIP 9284 37 16 15045731 15045731 Missense_Mutation SNP C T 5 49 c.902C>T c.(901-903)GCG>GTG p.A301V

Pat_07 Pre-Treatment ZNF768 79724 37 16 30536380 30536380 Missense_Mutation SNP G T 3 22 c.1081C>A c.(1081-1083)CTG>ATG p.L361M

Pat_07 Pre-Treatment HYDIN 54768 37 16 71007806 71007806 Missense_Mutation SNP C T 11 56 c.5152G>A c.(5152-5154)GAA>AAA p.E1718K

Pat_07 Pre-Treatment TP53 7157 37 17 7579313 7579313 Missense_Mutation SNP G C 9 11 c.374C>G c.(373-375)ACG>AGG p.T125R

Pat_07 Pre-Treatment PIK3R5 23533 37 17 8794225 8794225 Missense_Mutation SNP C A 2 2 c.487G>T c.(487-489)GTG>TTG p.V163L

Pat_07 Pre-Treatment KSR1 8844 37 17 25938606 25938606 Missense_Mutation SNP A G 2 5 c.2099A>G c.(2098-2100)GAA>GGA p.E700G

Pat_07 Pre-Treatment FASN 2194 37 17 80045872 80045872 Missense_Mutation SNP G T 4 7 c.2824C>A c.(2824-2826)CGT>AGT p.R942S

Pat_07 Pre-Treatment POTEC 388468 37 18 14542843 14542843 Nonsense_Mutation SNP C T 5 87 c.303G>A c.(301-303)TGG>TGA p.W101*

Pat_07 Pre-Treatment CABYR 26256 37 18 21736742 21736742 Missense_Mutation SNP T C 9 0 c.1277T>C c.(1276-1278)ATA>ACA p.I426T

Pat_07 Pre-Treatment MYO5B 4645 37 18 47364067 47364067 Missense_Mutation SNP C T 3 36 c.4958G>A c.(4957-4959)TGC>TAC p.C1653Y

Pat_07 Pre-Treatment LRG1 116844 37 19 4538365 4538365 Missense_Mutation SNP G A 36 39 c.631C>T c.(631-633)CCG>TCG p.P211S

Pat_07 Pre-Treatment PRAM1 84106 37 19 8555381 8555381 Missense_Mutation SNP G A 2 3 c.1919C>T c.(1918-1920)CCC>CTC p.P640L

Pat_07 Pre-Treatment CCDC105 126402 37 19 15124565 15124565 Missense_Mutation SNP G A 4 2 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_07 Pre-Treatment MLL4 9757 37 19 36223454 36223454 Missense_Mutation SNP C T 5 10 c.6004C>T c.(6004-6006)CCC>TCC p.P2002S

Pat_07 Pre-Treatment MLL4 9757 37 19 36223614 36223614 Missense_Mutation SNP C T 2 1 c.6164C>T c.(6163-6165)GCC>GTC p.A2055V

Pat_07 Pre-Treatment RYR1 6261 37 19 39068576 39068576 Missense_Mutation SNP G A 13 28 c.14191G>A c.(14191-14193)GAC>AAC p.D4731N

Pat_07 Pre-Treatment RYR1 6261 37 19 39070688 39070688 Missense_Mutation SNP G A 9 26 c.14431G>A c.(14431-14433)GCT>ACT p.A4811T

Pat_07 Pre-Treatment PSG8 440533 37 19 43258518 43258518 Missense_Mutation SNP C T 5 82 c.1210G>A c.(1210-1212)GAA>AAA p.E404K

Pat_07 Pre-Treatment ZNF880 400713 37 19 52877636 52877636 Missense_Mutation SNP C T 3 8 c.224C>T c.(223-225)GCA>GTA p.A75V

Pat_07 Pre-Treatment BRSK1 84446 37 19 55814773 55814773 Missense_Mutation SNP G A 3 26 c.1123G>A c.(1123-1125)GTT>ATT p.V375I

Pat_07 Pre-Treatment ZNF71 58491 37 19 57133922 57133922 Missense_Mutation SNP G T 4 62 c.1267G>T c.(1267-1269)GCC>TCC p.A423S

Pat_07 Pre-Treatment TLX2 3196 37 2 74743207 74743207 Missense_Mutation SNP C G 3 13 c.746C>G c.(745-747)CCG>CGG p.P249R

Pat_07 Pre-Treatment ACTR1B 10120 37 2 98274713 98274713 Missense_Mutation SNP T C 4 22 c.724A>G c.(724-726)ACG>GCG p.T242A

Pat_07 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 5 112 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_07 Pre-Treatment ARHGAP15 55843 37 2 144008140 144008140 Missense_Mutation SNP G A 4 17 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_07 Pre-Treatment SP3 6670 37 2 174820556 174820556 Missense_Mutation SNP T C 17 54 c.684A>G c.(682-684)ATA>ATG p.I228M

Pat_07 Pre-Treatment TTN 7273 37 2 179418692 179418692 Nonsense_Mutation SNP G A 5 10 c.81442C>T c.(81442-81444)CAG>TAG p.Q27148*

Pat_07 Pre-Treatment AURKA 6790 37 20 54963222 54963222 Missense_Mutation SNP C A 12 19 c.32G>T c.(31-33)GGA>GTA p.G11V

Pat_07 Pre-Treatment PIGP 51227 37 21 38444778 38444778 Missense_Mutation SNP G T 21 42 c.110C>A c.(109-111)GCG>GAG p.A37E

Pat_07 Pre-Treatment SCN5A 6331 37 3 38591907 38591907 Missense_Mutation SNP C T 7 19 c.5956G>A c.(5956-5958)GAT>AAT p.D1986N



Pat_07 Pre-Treatment CACNA2D3 55799 37 3 54905569 54905569 Missense_Mutation SNP G A 4 19 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_07 Pre-Treatment PPP2R3A 5523 37 3 135825106 135825106 Missense_Mutation SNP G A 3 17 c.3271G>A c.(3271-3273)GCT>ACT p.A1091T

Pat_07 Pre-Treatment PHC3 80012 37 3 169866990 169866990 Missense_Mutation SNP G A 2 5 c.421C>T c.(421-423)CGT>TGT p.R141C

Pat_07 Pre-Treatment CRMP1 1400 37 4 5830394 5830394 Missense_Mutation SNP G A 2 5 c.1283C>T c.(1282-1284)GCG>GTG p.A428V

Pat_07 Pre-Treatment SKP2 6502 37 5 36182097 36182097 Missense_Mutation SNP A T 3 16 c.1239A>T c.(1237-1239)AAA>AAT p.K413N

Pat_07 Pre-Treatment ZFYVE16 9765 37 5 79744086 79744086 Missense_Mutation SNP A G 8 10 c.2966A>G c.(2965-2967)AAT>AGT p.N989S

Pat_07 Pre-Treatment FBLL1 345630 37 5 167957226 167957226 Missense_Mutation SNP C G 2 8 c.432C>G c.(430-432)ATC>ATG p.I144M

Pat_07 Pre-Treatment KLHL31 401265 37 6 53519236 53519236 Missense_Mutation SNP T C 41 66 c.835A>G c.(835-837)ATG>GTG p.M279V

Pat_07 Pre-Treatment INTS1 26173 37 7 1542573 1542573 Missense_Mutation SNP G A 21 42 c.313C>T c.(313-315)CCG>TCG p.P105S

Pat_07 Pre-Treatment BZW2 28969 37 7 16734531 16734531 Missense_Mutation SNP C T 9 22 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_07 Pre-Treatment STK31 56164 37 7 23821044 23821044 Missense_Mutation SNP G C 3 10 c.1972G>C c.(1972-1974)GAT>CAT p.D658H

Pat_07 Pre-Treatment CCDC146 57639 37 7 76908259 76908259 Missense_Mutation SNP G C 2 10 c.1535G>C c.(1534-1536)AGA>ACA p.R512T

Pat_07 Pre-Treatment DYNC1I1 1780 37 7 95709792 95709792 Missense_Mutation SNP G A 17 32 c.1819G>A c.(1819-1821)GTT>ATT p.V607I

Pat_07 Pre-Treatment CCDC136 64753 37 7 128457843 128457843 Missense_Mutation SNP C T 18 75 c.3395C>T c.(3394-3396)TCC>TTC p.S1132F

Pat_07 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 8 17 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_07 Pre-Treatment CNTNAP2 26047 37 7 146829338 146829338 Missense_Mutation SNP G A 8 35 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_07 Pre-Treatment ADAM2 2515 37 8 39624492 39624492 Missense_Mutation SNP G A 14 26 c.1382C>T c.(1381-1383)TCA>TTA p.S461L

Pat_07 Pre-Treatment VDAC3 7419 37 8 42262973 42262973 Missense_Mutation SNP A G 5 16 c.845A>G c.(844-846)GAA>GGA p.E282G

Pat_07 Pre-Treatment GSDMC 56169 37 8 130760981 130760981 Missense_Mutation SNP C A 5 24 c.1293G>T c.(1291-1293)AGG>AGT p.R431S

Pat_07 Pre-Treatment BAI1 575 37 8 143559674 143559674 Missense_Mutation SNP A G 2 3 c.1514A>G c.(1513-1515)CAG>CGG p.Q505R

Pat_07 Pre-Treatment RGS3 5998 37 9 116346689 116346689 Missense_Mutation SNP C G 2 5 c.2997C>G c.(2995-2997)TTC>TTG p.F999L

Pat_07 Pre-Treatment PRICKLE3 4007 37 X 49034778 49034778 Missense_Mutation SNP C T 2 4 c.611G>A c.(610-612)CGT>CAT p.R204H

Pat_07 Pre-Treatment FOXP3 50943 37 X 49107805 49107805 Missense_Mutation SNP G A 2 2 c.1286C>T c.(1285-1287)CCT>CTT p.P429L

Pat_07 Pre-Treatment TEX11 56159 37 X 69811630 69811630 Missense_Mutation SNP T A 9 16 c.2156A>T c.(2155-2157)AAT>ATT p.N719I

Pat_14 Pre-Treatment CHD5 26038 37 1 6195368 6195368 Missense_Mutation SNP C T 63 237 c.2792G>A c.(2791-2793)CGG>CAG p.R931Q

Pat_14 Pre-Treatment CASZ1 54897 37 1 10720030 10720030 Missense_Mutation SNP G A 79 184 c.1069C>T c.(1069-1071)CCC>TCC p.P357S

Pat_14 Pre-Treatment FBLIM1 54751 37 1 16093915 16093915 Missense_Mutation SNP C T 65 176 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_14 Pre-Treatment HSPB7 27129 37 1 16342172 16342172 Missense_Mutation SNP G A 76 199 c.416C>T c.(415-417)TCG>TTG p.S139L

Pat_14 Pre-Treatment PLA2G2D 26279 37 1 20442962 20442962 Missense_Mutation SNP G A 41 163 c.49C>T c.(49-51)CCA>TCA p.P17S

Pat_14 Pre-Treatment EIF4G3 8672 37 1 21306872 21306872 Missense_Mutation SNP G A 15 70 c.280C>T c.(280-282)CCT>TCT p.P94S

Pat_14 Pre-Treatment ALPL 249 37 1 21887685 21887685 Missense_Mutation SNP C T 20 90 c.277C>T c.(277-279)CCC>TCC p.P93S

Pat_14 Pre-Treatment HSPG2 3339 37 1 22170789 22170789 Missense_Mutation SNP G A 60 222 c.8468C>T c.(8467-8469)CCA>CTA p.P2823L

Pat_14 Pre-Treatment GRHL3 57822 37 1 24663027 24663027 Missense_Mutation SNP C A 5 421 c.337C>A c.(337-339)CAC>AAC p.H113N

Pat_14 Pre-Treatment CCDC21 64793 37 1 26595111 26595111 Missense_Mutation SNP G C 3 152 c.1479G>C c.(1477-1479)CAG>CAC p.Q493H

Pat_14 Pre-Treatment FAM76A 199870 37 1 28081811 28081811 Missense_Mutation SNP G T 6 360 c.705G>T c.(703-705)AAG>AAT p.K235N

Pat_14 Pre-Treatment HIVEP3 59269 37 1 42047984 42047984 Missense_Mutation SNP G A 93 363 c.2485C>T c.(2485-2487)CCA>TCA p.P829S

Pat_14 Pre-Treatment HIVEP3 59269 37 1 42050203 42050203 Missense_Mutation SNP G A 126 564 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_14 Pre-Treatment ERMAP 114625 37 1 43308877 43308877 Nonsense_Mutation SNP C T 30 93 c.1402C>T c.(1402-1404)CAG>TAG p.Q468*

Pat_14 Pre-Treatment TIE1 7075 37 1 43779472 43779472 Missense_Mutation SNP C A 4 50 c.2242C>A c.(2242-2244)CAA>AAA p.Q748K

Pat_14 Pre-Treatment PTPRF 5792 37 1 44072115 44072115 Missense_Mutation SNP G A 122 354 c.3688G>A c.(3688-3690)GAA>AAA p.E1230K

Pat_14 Pre-Treatment ZCCHC11 23318 37 1 52896717 52896717 Missense_Mutation SNP G A 76 329 c.4676C>T c.(4675-4677)TCC>TTC p.S1559F

Pat_14 Pre-Treatment ZCCHC11 23318 37 1 52962816 52962816 Missense_Mutation SNP G A 25 127 c.1039C>T c.(1039-1041)CCT>TCT p.P347S

Pat_14 Pre-Treatment CDCP2 200008 37 1 54606902 54606902 Missense_Mutation SNP G A 35 128 c.632C>T c.(631-633)CCC>CTC p.P211L

Pat_14 Pre-Treatment DAB1 1600 37 1 57756681 57756681 Nonsense_Mutation SNP G A 68 243 c.22C>T c.(22-24)CAA>TAA p.Q8*

Pat_14 Pre-Treatment FGGY 55277 37 1 60019876 60019876 Nonsense_Mutation SNP G T 42 182 c.880G>T c.(880-882)GGA>TGA p.G294*

Pat_14 Pre-Treatment C1orf87 127795 37 1 60520908 60520908 Missense_Mutation SNP C T 133 588 c.310G>A c.(310-312)GGG>AGG p.G104R

Pat_14 Pre-Treatment ANGPTL3 27329 37 1 63070330 63070331 Nonsense_Mutation DNP GG TA 41 201 c.1225_1226GG>TAc.(1225-1227)GGA>TAA p.G409*



Pat_14 Pre-Treatment C1orf173 127254 37 1 75065504 75065504 Missense_Mutation SNP T G 106 238 c.1601A>C c.(1600-1602)AAA>ACA p.K534T

Pat_14 Pre-Treatment LPHN2 23266 37 1 82408790 82408790 Missense_Mutation SNP C T 42 166 c.535C>T c.(535-537)CGT>TGT p.R179C

Pat_14 Pre-Treatment LPHN2 23266 37 1 82433875 82433875 Missense_Mutation SNP G A 104 341 c.2464G>A c.(2464-2466)GAA>AAA p.E822K

Pat_14 Pre-Treatment LPHN2 23266 37 1 82437570 82437570 Missense_Mutation SNP A T 27 111 c.2938A>T c.(2938-2940)AGC>TGC p.S980C

Pat_14 Pre-Treatment AKNAD1 254268 37 1 109377579 109377579 Missense_Mutation SNP C T 52 143 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_14 Pre-Treatment NOTCH2 4853 37 1 120506410 120506410 Nonsense_Mutation SNP C A 6 278 c.1702G>T c.(1702-1704)GAG>TAG p.E568*

Pat_14 Pre-Treatment SV2A 9900 37 1 149883419 149883419 Missense_Mutation SNP C T 23 137 c.736G>A c.(736-738)GCC>ACC p.A246T

Pat_14 Pre-Treatment OTUD7B 56957 37 1 149937753 149937753 Missense_Mutation SNP G A 24 109 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_14 Pre-Treatment HRNR 388697 37 1 152191730 152191730 Missense_Mutation SNP C T 34 162 c.2375G>A c.(2374-2376)GGC>GAC p.G792D

Pat_14 Pre-Treatment CRNN 49860 37 1 152382612 152382612 Missense_Mutation SNP G T 9 816 c.946C>A c.(946-948)CAG>AAG p.Q316K

Pat_14 Pre-Treatment FCRL4 83417 37 1 157559111 157559111 Missense_Mutation SNP C T 45 203 c.190G>A c.(190-192)GGA>AGA p.G64R

Pat_14 Pre-Treatment FCRL3 115352 37 1 157665275 157665275 Missense_Mutation SNP G A 78 278 c.1255C>T c.(1255-1257)CAT>TAT p.H419Y

Pat_14 Pre-Treatment OR10T2 128360 37 1 158368890 158368890 Missense_Mutation SNP G A 94 390 c.367C>T c.(367-369)CGC>TGC p.R123C

Pat_14 Pre-Treatment SPTA1 6708 37 1 158651382 158651382 Missense_Mutation SNP G A 6 476 c.466C>T c.(466-468)CGG>TGG p.R156W

Pat_14 Pre-Treatment OR6K2 81448 37 1 158669671 158669671 Missense_Mutation SNP G A 38 110 c.772C>T c.(772-774)CTC>TTC p.L258F

Pat_14 Pre-Treatment ARHGAP30 257106 37 1 161019028 161019028 Missense_Mutation SNP C T 104 333 c.1783G>A c.(1783-1785)GGC>AGC p.G595S

Pat_14 Pre-Treatment ARHGAP30 257106 37 1 161022509 161022509 Missense_Mutation SNP G T 5 185 c.743C>A c.(742-744)CCA>CAA p.P248Q

Pat_14 Pre-Treatment PVRL4 81607 37 1 161044155 161044155 Missense_Mutation SNP C T 46 247 c.1009G>A c.(1009-1011)GAA>AAA p.E337K

Pat_14 Pre-Treatment DEDD 9191 37 1 161094217 161094217 Missense_Mutation SNP C A 6 414 c.36G>T c.(34-36)TGG>TGT p.W12C

Pat_14 Pre-Treatment HSPA7 3311 37 1 161576424 161576424 Missense_Mutation SNP C A 27 116 c.344C>A c.(343-345)ACG>AAG p.T115K

Pat_14 Pre-Treatment NUF2 83540 37 1 163297332 163297332 Nonsense_Mutation SNP C T 87 296 c.178C>T c.(178-180)CGA>TGA p.R60*

Pat_14 Pre-Treatment ILDR2 387597 37 1 166927137 166927137 Missense_Mutation SNP C T 108 364 c.248G>A c.(247-249)AGA>AAA p.R83K

Pat_14 Pre-Treatment SLC9A11 284525 37 1 173506179 173506179 Splice_Site SNP C T 68 260 c.1558_splice c.e14-1 p.S520_splice

Pat_14 Pre-Treatment SEC16B 89866 37 1 177913715 177913715 Missense_Mutation SNP G A 139 441 c.1862C>T c.(1861-1863)TCC>TTC p.S621F

Pat_14 Pre-Treatment C1orf49 84066 37 1 178483877 178483877 Missense_Mutation SNP A G 44 167 c.133A>G c.(133-135)AAA>GAA p.K45E

Pat_14 Pre-Treatment CRB1 23418 37 1 197390634 197390634 Missense_Mutation SNP C T 139 492 c.1676C>T c.(1675-1677)TCC>TTC p.S559F

Pat_14 Pre-Treatment PKP1 5317 37 1 201286742 201286742 Missense_Mutation SNP C T 35 160 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_14 Pre-Treatment CR2 1380 37 1 207648462 207648463 Missense_Mutation DNP GT TC 22 537 c.2440_2441GT>TCc.(2440-2442)GTT>TCT p.V814S

Pat_14 Pre-Treatment IRF6 3664 37 1 209961966 209961966 Missense_Mutation SNP C T 40 99 c.1203G>A c.(1201-1203)ATG>ATA p.M401I

Pat_14 Pre-Treatment C1orf107 27042 37 1 210012390 210012390 Missense_Mutation SNP C T 58 228 c.1199C>T c.(1198-1200)CCC>CTC p.P400L

Pat_14 Pre-Treatment KCNH1 3756 37 1 211256133 211256133 Missense_Mutation SNP G T 7 504 c.547C>A c.(547-549)CGC>AGC p.R183S

Pat_14 Pre-Treatment USH2A 7399 37 1 216348660 216348660 Missense_Mutation SNP G A 35 143 c.4561C>T c.(4561-4563)CGT>TGT p.R1521C

Pat_14 Pre-Treatment DEGS1 8560 37 1 224377361 224377361 Missense_Mutation SNP G T 6 475 c.165G>T c.(163-165)TTG>TTT p.L55F

Pat_14 Pre-Treatment OBSCN 84033 37 1 228466922 228466922 Missense_Mutation SNP G A 4 122 c.7173G>A c.(7171-7173)ATG>ATA p.M2391I

Pat_14 Pre-Treatment OBSCN 84033 37 1 228481282 228481282 Missense_Mutation SNP G A 60 186 c.11096G>A c.(11095-11097)GGG>GAG p.G3699E

Pat_14 Pre-Treatment SLC35F3 148641 37 1 234041310 234041310 Missense_Mutation SNP G A 24 65 c.89G>A c.(88-90)AGA>AAA p.R30K

Pat_14 Pre-Treatment TBCE 6905 37 1 235594040 235594040 Missense_Mutation SNP C T 32 104 c.581C>T c.(580-582)CCC>CTC p.P194L

Pat_14 Pre-Treatment MTR 4548 37 1 236979780 236979780 Missense_Mutation SNP G T 7 646 c.701G>T c.(700-702)CGG>CTG p.R234L

Pat_14 Pre-Treatment RYR2 6262 37 1 237791305 237791305 Missense_Mutation SNP C A 42 167 c.6365C>A c.(6364-6366)TCC>TAC p.S2122Y

Pat_14 Pre-Treatment GREM2 64388 37 1 240656286 240656286 Missense_Mutation SNP C A 4 222 c.490G>T c.(490-492)GAC>TAC p.D164Y

Pat_14 Pre-Treatment SDCCAG8 10806 37 1 243456460 243456460 Missense_Mutation SNP C T 89 337 c.614C>T c.(613-615)CCA>CTA p.P205L

Pat_14 Pre-Treatment KIF26B 55083 37 1 245847653 245847653 Nonsense_Mutation SNP C T 27 86 c.2377C>T c.(2377-2379)CAG>TAG p.Q793*

Pat_14 Pre-Treatment OR2G2 81470 37 1 247751937 247751937 Missense_Mutation SNP G A 64 233 c.276G>A c.(274-276)ATG>ATA p.M92I

Pat_14 Pre-Treatment OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 6 222 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_14 Pre-Treatment OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 7 204 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_14 Pre-Treatment PITRM1 10531 37 10 3197815 3197815 Missense_Mutation SNP G A 74 331 c.1493C>T c.(1492-1494)TCC>TTC p.S498F

Pat_14 Pre-Treatment AKR1C3 8644 37 10 5147829 5147829 Missense_Mutation SNP G A 13 81 c.889G>A c.(889-891)GAT>AAT p.D297N



Pat_14 Pre-Treatment BEND7 222389 37 10 13481404 13481404 Missense_Mutation SNP T C 3 245 c.1175A>G c.(1174-1176)AAG>AGG p.K392R

Pat_14 Pre-Treatment CDNF 441549 37 10 14867561 14867561 Missense_Mutation SNP C A 6 597 c.302G>T c.(301-303)CGC>CTC p.R101L

Pat_14 Pre-Treatment PLXDC2 84898 37 10 20335828 20335828 Nonsense_Mutation SNP C T 94 319 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_14 Pre-Treatment NEBL 10529 37 10 21074831 21074831 Missense_Mutation SNP C T 48 258 c.2890G>A c.(2890-2892)GAT>AAT p.D964N

Pat_14 Pre-Treatment KIAA1217 56243 37 10 24762896 24762896 Missense_Mutation SNP G A 28 96 c.1586G>A c.(1585-1587)GGA>GAA p.G529E

Pat_14 Pre-Treatment ARMC4 55130 37 10 28224135 28224135 Missense_Mutation SNP C T 89 217 c.2299G>A c.(2299-2301)GAT>AAT p.D767N

Pat_14 Pre-Treatment ZEB1 6935 37 10 31810788 31810788 Missense_Mutation SNP C A 5 249 c.2525C>A c.(2524-2526)GCA>GAA p.A842E

Pat_14 Pre-Treatment GDF10 2662 37 10 48438431 48438431 Missense_Mutation SNP C T 8 63 c.280G>A c.(280-282)GGA>AGA p.G94R

Pat_14 Pre-Treatment A1CF 29974 37 10 52603788 52603788 Missense_Mutation SNP C T 54 217 c.194G>A c.(193-195)CGA>CAA p.R65Q

Pat_14 Pre-Treatment PCDH15 65217 37 10 55698632 55698632 Nonsense_Mutation SNP G A 66 328 c.3316C>T c.(3316-3318)CGA>TGA p.R1106*

Pat_14 Pre-Treatment PCDH15 65217 37 10 55782797 55782797 Missense_Mutation SNP C T 71 281 c.2381G>A c.(2380-2382)GGA>GAA p.G794E

Pat_14 Pre-Treatment ANK3 288 37 10 61822910 61822910 Missense_Mutation SNP C G 12 114 c.12554G>C c.(12553-12555)AGT>ACT p.S4185T

Pat_14 Pre-Treatment ANK3 288 37 10 62149254 62149254 Missense_Mutation SNP C T 19 176 c.43G>A c.(43-45)GAA>AAA p.E15K

Pat_14 Pre-Treatment ARID5B 84159 37 10 63851834 63851834 Missense_Mutation SNP C T 92 243 c.2612C>T c.(2611-2613)CCT>CTT p.P871L

Pat_14 Pre-Treatment LRRTM3 347731 37 10 68687134 68687134 Missense_Mutation SNP C T 77 459 c.460C>T c.(460-462)CGG>TGG p.R154W

Pat_14 Pre-Treatment MYPN 84665 37 10 69908165 69908165 Missense_Mutation SNP C T 137 418 c.1186C>T c.(1186-1188)CCA>TCA p.P396S

Pat_14 Pre-Treatment NEUROG3 50674 37 10 71332702 71332702 Missense_Mutation SNP G T 5 173 c.98C>A c.(97-99)ACG>AAG p.T33K

Pat_14 Pre-Treatment SLC29A3 55315 37 10 73121911 73121911 Missense_Mutation SNP C T 61 620 c.974C>T c.(973-975)GCC>GTC p.A325V

Pat_14 Pre-Treatment NRG3 10718 37 10 84118593 84118593 Missense_Mutation SNP G A 56 193 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_14 Pre-Treatment OPN4 94233 37 10 88421097 88421097 Missense_Mutation SNP C T 59 320 c.1025C>T c.(1024-1026)TCT>TTT p.S342F

Pat_14 Pre-Treatment FAM35A 54537 37 10 88911122 88911122 Missense_Mutation SNP G C 4 158 c.11G>C c.(10-12)GGA>GCA p.G4A

Pat_14 Pre-Treatment PDE6C 5146 37 10 95422350 95422351 Missense_Mutation DNP CC TT 21 161 c.2317_2318CC>TT c.(2317-2319)CCT>TTT p.P773F

Pat_14 Pre-Treatment PDLIM1 9124 37 10 97023643 97023643 Missense_Mutation SNP C T 74 211 c.511G>A c.(511-513)GGG>AGG p.G171R

Pat_14 Pre-Treatment CRTAC1 55118 37 10 99655022 99655022 Missense_Mutation SNP G A 58 190 c.1466C>T c.(1465-1467)CCC>CTC p.P489L

Pat_14 Pre-Treatment SORCS3 22986 37 10 107022096 107022096 Missense_Mutation SNP C T 49 280 c.3451C>T c.(3451-3453)CCT>TCT p.P1151S

Pat_14 Pre-Treatment PNLIPRP2 5408 37 10 118386465 118386465 Missense_Mutation SNP C T 18 84 c.424C>T c.(424-426)CGG>TGG p.R142W

Pat_14 Pre-Treatment C10orf46 143384 37 10 120450911 120450911 Nonsense_Mutation SNP C T 57 320 c.891G>A c.(889-891)TGG>TGA p.W297*

Pat_14 Pre-Treatment INPP5F 22876 37 10 121563697 121563697 Missense_Mutation SNP T A 71 206 c.1129T>A c.(1129-1131)TTG>ATG p.L377M

Pat_14 Pre-Treatment GPR123 84435 37 10 134910478 134910478 Missense_Mutation SNP G A 38 185 c.4G>A c.(4-6)GAT>AAT p.D2N

Pat_14 Pre-Treatment TRPM5 29850 37 11 2434754 2434754 Missense_Mutation SNP C T 33 104 c.1955G>A c.(1954-1956)GGA>GAA p.G652E

Pat_14 Pre-Treatment MRGPRE 116534 37 11 3249972 3249972 Missense_Mutation SNP C G 3 188 c.55G>C c.(55-57)GAT>CAT p.D19H

Pat_14 Pre-Treatment UBQLNL 143630 37 11 5537092 5537092 Missense_Mutation SNP A G 85 386 c.580T>C c.(580-582)TTC>CTC p.F194L

Pat_14 Pre-Treatment OR52H1 390067 37 11 5565843 5565843 Missense_Mutation SNP G C 4 367 c.911C>G c.(910-912)ACC>AGC p.T304S

Pat_14 Pre-Treatment TRIM5 85363 37 11 5686554 5686554 Missense_Mutation SNP G A 63 225 c.967C>T c.(967-969)CCG>TCG p.P323S

Pat_14 Pre-Treatment OR52L1 338751 37 11 6007290 6007290 Missense_Mutation SNP G A 15 64 c.871C>T c.(871-873)CAT>TAT p.H291Y

Pat_14 Pre-Treatment DNHD1 144132 37 11 6532555 6532555 Missense_Mutation SNP T A 55 225 c.1288T>A c.(1288-1290)TGC>AGC p.C430S

Pat_14 Pre-Treatment PIK3C2A 5286 37 11 17151004 17151004 Missense_Mutation SNP G A 52 202 c.2242C>T c.(2242-2244)CCT>TCT p.P748S

Pat_14 Pre-Treatment MRGPRX1 259249 37 11 18956018 18956018 Missense_Mutation SNP G A 82 308 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_14 Pre-Treatment ANO5 203859 37 11 22248977 22248977 Missense_Mutation SNP C T 112 319 c.493C>T c.(493-495)CCT>TCT p.P165S

Pat_14 Pre-Treatment ANO5 203859 37 11 22291925 22291925 Missense_Mutation SNP G A 97 263 c.1966G>A c.(1966-1968)GAG>AAG p.E656K

Pat_14 Pre-Treatment APIP 51074 37 11 34904298 34904298 Missense_Mutation SNP G A 63 238 c.695C>T c.(694-696)TCA>TTA p.S232L

Pat_14 Pre-Treatment RAG2 5897 37 11 36615495 36615495 Missense_Mutation SNP G A 70 294 c.224C>T c.(223-225)CCA>CTA p.P75L

Pat_14 Pre-Treatment F2 2147 37 11 46747649 46747649 Missense_Mutation SNP G A 109 398 c.800G>A c.(799-801)GGG>GAG p.G267E

Pat_14 Pre-Treatment FOLH1 2346 37 11 49190795 49190795 Missense_Mutation SNP G A 32 127 c.1324C>T c.(1324-1326)CTT>TTT p.L442F

Pat_14 Pre-Treatment OR4C12 283093 37 11 50003139 50003139 Nonsense_Mutation SNP C T 21 129 c.899G>A c.(898-900)TGG>TAG p.W300*

Pat_14 Pre-Treatment OR4C16 219428 37 11 55339875 55339875 Missense_Mutation SNP C T 117 594 c.272C>T c.(271-273)TCC>TTC p.S91F

Pat_14 Pre-Treatment OR5D14 219436 37 11 55563888 55563888 Missense_Mutation SNP T A 45 201 c.857T>A c.(856-858)ATG>AAG p.M286K



Pat_14 Pre-Treatment OR8K5 219453 37 11 55927247 55927247 Missense_Mutation SNP G A 49 248 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_14 Pre-Treatment OR5T1 390155 37 11 56043488 56043489 Missense_Mutation DNP TT AC 138 547 c.374_375TT>AC c.(373-375)TTT>TAC p.F125Y

Pat_14 Pre-Treatment HRASLS5 117245 37 11 63231049 63231049 Missense_Mutation SNP C T 89 298 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_14 Pre-Treatment PRDX5 25824 37 11 64088247 64088247 Missense_Mutation SNP C A 9 719 c.421C>A c.(421-423)CAC>AAC p.H141N

Pat_14 Pre-Treatment EHD1 10938 37 11 64622143 64622143 Missense_Mutation SNP C A 75 232 c.1267G>T c.(1267-1269)GGG>TGG p.G423W

Pat_14 Pre-Treatment BATF2 116071 37 11 64756651 64756651 Missense_Mutation SNP G A 29 159 c.775C>T c.(775-777)CAC>TAC p.H259Y

Pat_14 Pre-Treatment SPDYC 387778 37 11 64939917 64939917 Missense_Mutation SNP C A 7 676 c.357C>A c.(355-357)AAC>AAA p.N119K

Pat_14 Pre-Treatment PCNXL3 399909 37 11 65391983 65391983 Missense_Mutation SNP C A 4 104 c.2758C>A c.(2758-2760)CTG>ATG p.L920M

Pat_14 Pre-Treatment NPAS4 266743 37 11 66190234 66190234 Missense_Mutation SNP C T 78 337 c.520C>T c.(520-522)CAT>TAT p.H174Y

Pat_14 Pre-Treatment ANKRD13D 338692 37 11 67067357 67067357 Missense_Mutation SNP G A 5 366 c.679G>A c.(679-681)GGG>AGG p.G227R

Pat_14 Pre-Treatment PITPNM1 9600 37 11 67267481 67267481 Splice_Site SNP C T 31 87 c.968_splice c.e6-1 p.G323_splice

Pat_14 Pre-Treatment THRSP 7069 37 11 77775144 77775144 Missense_Mutation SNP G A 50 188 c.217G>A c.(217-219)GGG>AGG p.G73R

Pat_14 Pre-Treatment NARS2 79731 37 11 78270604 78270604 Missense_Mutation SNP C T 110 357 c.575G>A c.(574-576)GGA>GAA p.G192E

Pat_14 Pre-Treatment ODZ4 26011 37 11 78423527 78423527 Missense_Mutation SNP C T 29 236 c.4054G>A c.(4054-4056)GGC>AGC p.G1352S

Pat_14 Pre-Treatment CCDC81 60494 37 11 86123469 86123469 Missense_Mutation SNP T C 124 496 c.1259T>C c.(1258-1260)CTT>CCT p.L420P

Pat_14 Pre-Treatment PGR 5241 37 11 100999605 100999605 Missense_Mutation SNP C T 47 123 c.197G>A c.(196-198)GGA>GAA p.G66E

Pat_14 Pre-Treatment C11orf70 85016 37 11 101946634 101946634 Missense_Mutation SNP G A 40 147 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_14 Pre-Treatment MMP10 4319 37 11 102647343 102647343 Nonsense_Mutation SNP C A 6 422 c.787G>T c.(787-789)GGA>TGA p.G263*

Pat_14 Pre-Treatment MMP12 4321 37 11 102734918 102734918 Missense_Mutation SNP C T 29 115 c.1271G>A c.(1270-1272)GGA>GAA p.G424E

Pat_14 Pre-Treatment CASP4 837 37 11 104820317 104820317 Missense_Mutation SNP C T 136 576 c.734G>A c.(733-735)AGT>AAT p.S245N

Pat_14 Pre-Treatment GUCY1A2 2977 37 11 106681104 106681104 Missense_Mutation SNP C T 51 199 c.1307G>A c.(1306-1308)CGA>CAA p.R436Q

Pat_14 Pre-Treatment LAYN 143903 37 11 111414717 111414717 Missense_Mutation SNP G A 44 185 c.179G>A c.(178-180)CGA>CAA p.R60Q

Pat_14 Pre-Treatment NCAM1 4684 37 11 113104016 113104016 Missense_Mutation SNP C T 30 77 c.1394C>T c.(1393-1395)TCC>TTC p.S465F

Pat_14 Pre-Treatment NNMT 4837 37 11 114183057 114183057 Missense_Mutation SNP G T 40 153 c.653G>T c.(652-654)CGG>CTG p.R218L

Pat_14 Pre-Treatment TMPRSS4 56649 37 11 117969708 117969708 Missense_Mutation SNP C T 62 273 c.52C>T c.(52-54)CCC>TCC p.P18S

Pat_14 Pre-Treatment GRIK4 2900 37 11 120837994 120837994 Missense_Mutation SNP G A 22 140 c.2357G>A c.(2356-2358)GGA>GAA p.G786E

Pat_14 Pre-Treatment SORL1 6653 37 11 121492954 121492954 Missense_Mutation SNP G A 24 101 c.6148G>A c.(6148-6150)GAA>AAA p.E2050K

Pat_14 Pre-Treatment OR4D5 219875 37 11 123810920 123810920 Missense_Mutation SNP G A 156 553 c.597G>A c.(595-597)ATG>ATA p.M199I

Pat_14 Pre-Treatment OR10S1 219873 37 11 123848328 123848328 Missense_Mutation SNP T C 88 334 c.71A>G c.(70-72)CAC>CGC p.H24R

Pat_14 Pre-Treatment PANX3 116337 37 11 124482962 124482962 Missense_Mutation SNP C T 41 232 c.268C>T c.(268-270)CAC>TAC p.H90Y

Pat_14 Pre-Treatment KCNJ1 3758 37 11 128709089 128709089 Missense_Mutation SNP C T 33 150 c.1107G>A c.(1105-1107)ATG>ATA p.M369I

Pat_14 Pre-Treatment SLC6A12 6539 37 12 319047 319047 Missense_Mutation SNP G A 111 356 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_14 Pre-Treatment CACNA1C 775 37 12 2705123 2705123 Missense_Mutation SNP C T 50 242 c.2747C>T c.(2746-2748)TCC>TTC p.S916F

Pat_14 Pre-Treatment FGF6 2251 37 12 4554433 4554433 Missense_Mutation SNP G A 14 64 c.304C>T c.(304-306)CCC>TCC p.P102S

Pat_14 Pre-Treatment GALNT8 26290 37 12 4881716 4881716 Missense_Mutation SNP G A 73 255 c.1867G>A c.(1867-1869)GAA>AAA p.E623K

Pat_14 Pre-Treatment VWF 7450 37 12 6155903 6155903 Missense_Mutation SNP G A 60 273 c.2267C>T c.(2266-2268)CCC>CTC p.P756L

Pat_14 Pre-Treatment C1S 716 37 12 7169837 7169837 Missense_Mutation SNP G A 93 234 c.64G>A c.(64-66)GAG>AAG p.E22K

Pat_14 Pre-Treatment C1R 715 37 12 7188116 7188116 Missense_Mutation SNP G A 23 72 c.1838C>T c.(1837-1839)CCC>CTC p.P613L

Pat_14 Pre-Treatment CLEC6A 93978 37 12 8608733 8608733 Missense_Mutation SNP G A 51 205 c.26G>A c.(25-27)AGT>AAT p.S9N

Pat_14 Pre-Treatment KLRD1 3824 37 12 10460576 10460576 Splice_Site SNP G A 5 34 c.-99_splice c.e2-1

Pat_14 Pre-Treatment TAS2R7 50837 37 12 10954929 10954929 Missense_Mutation SNP C T 61 190 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_14 Pre-Treatment PRB3 5544 37 12 11420521 11420521 Missense_Mutation SNP C T 6 314 c.662G>A c.(661-663)CGT>CAT p.R221H

Pat_14 Pre-Treatment PRB2 653247 37 12 11545928 11545928 Missense_Mutation SNP G A 128 564 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_14 Pre-Treatment PLBD1 79887 37 12 14659191 14659191 Missense_Mutation SNP C T 37 133 c.1384G>A c.(1384-1386)GAT>AAT p.D462N

Pat_14 Pre-Treatment RERGL 79785 37 12 18241861 18241861 Missense_Mutation SNP A T 88 348 c.85T>A c.(85-87)TTC>ATC p.F29I

Pat_14 Pre-Treatment RERGL 79785 37 12 18241863 18241863 Missense_Mutation SNP C T 88 348 c.83G>A c.(82-84)CGA>CAA p.R28Q

Pat_14 Pre-Treatment PIK3C2G 5288 37 12 18716344 18716344 Missense_Mutation SNP G A 18 71 c.3691G>A c.(3691-3693)GAA>AAA p.E1231K



Pat_14 Pre-Treatment PIK3C2G 5288 37 12 18747486 18747486 Missense_Mutation SNP C T 39 205 c.3947C>T c.(3946-3948)TCA>TTA p.S1316L

Pat_14 Pre-Treatment PPFIBP1 8496 37 12 27844758 27844758 Missense_Mutation SNP C A 6 429 c.2780C>A c.(2779-2781)CCA>CAA p.P927Q

Pat_14 Pre-Treatment CNTN1 1272 37 12 41337941 41337941 Missense_Mutation SNP A T 28 159 c.1652A>T c.(1651-1653)AAA>ATA p.K551I

Pat_14 Pre-Treatment ADAMTS20 80070 37 12 43822473 43822473 Missense_Mutation SNP G T 16 56 c.3619C>A c.(3619-3621)CCT>ACT p.P1207T

Pat_14 Pre-Treatment SLC38A1 81539 37 12 46598337 46598337 Missense_Mutation SNP C A 5 428 c.683G>T c.(682-684)TGT>TTT p.C228F

Pat_14 Pre-Treatment FAM113B 91523 37 12 47629943 47629943 Missense_Mutation SNP G A 116 432 c.1097G>A c.(1096-1098)GGT>GAT p.G366D

Pat_14 Pre-Treatment COL2A1 1280 37 12 48376302 48376302 Missense_Mutation SNP C T 38 100 c.2284G>A c.(2284-2286)GGG>AGG p.G762R

Pat_14 Pre-Treatment MLL2 8085 37 12 49445925 49445925 Missense_Mutation SNP G A 16 83 c.1541C>T c.(1540-1542)CCA>CTA p.P514L

Pat_14 Pre-Treatment SLC11A2 4891 37 12 51388361 51388361 Missense_Mutation SNP T A 81 340 c.1043A>T c.(1042-1044)GAT>GTT p.D348V

Pat_14 Pre-Treatment KRT72 140807 37 12 52985397 52985397 Nonsense_Mutation SNP G A 71 333 c.814C>T c.(814-816)CAG>TAG p.Q272*

Pat_14 Pre-Treatment KRT8 3856 37 12 53298675 53298675 Missense_Mutation SNP A C 4 75 c.91T>G c.(91-93)TCC>GCC p.S31A

Pat_14 Pre-Treatment EIF4B 1975 37 12 53421607 53421607 Missense_Mutation SNP T C 3 331 c.709T>C c.(709-711)TAT>CAT p.Y237H

Pat_14 Pre-Treatment HOXC9 3225 37 12 54396315 54396315 Missense_Mutation SNP A G 52 186 c.640A>G c.(640-642)AAT>GAT p.N214D

Pat_14 Pre-Treatment DGKA 1606 37 12 56333012 56333012 Missense_Mutation SNP G T 6 368 c.517G>T c.(517-519)GGC>TGC p.G173C

Pat_14 Pre-Treatment ANKRD52 283373 37 12 56647157 56647157 Missense_Mutation SNP C A 102 428 c.1015G>T c.(1015-1017)GGG>TGG p.G339W

Pat_14 Pre-Treatment MYO1A 4640 37 12 57430162 57430162 Nonsense_Mutation SNP G A 13 436 c.2278C>T c.(2278-2280)CGA>TGA p.R760*

Pat_14 Pre-Treatment MYO1A 4640 37 12 57437652 57437652 Missense_Mutation SNP G A 49 145 c.880C>T c.(880-882)CGT>TGT p.R294C

Pat_14 Pre-Treatment SLC26A10 65012 37 12 58016715 58016715 Missense_Mutation SNP C A 5 175 c.937C>A c.(937-939)CAG>AAG p.Q313K

Pat_14 Pre-Treatment BEST3 144453 37 12 70049336 70049336 Missense_Mutation SNP G A 34 140 c.1358C>T c.(1357-1359)TCC>TTC p.S453F

Pat_14 Pre-Treatment TRHDE 29953 37 12 72680600 72680600 Missense_Mutation SNP G A 125 397 c.919G>A c.(919-921)GAA>AAA p.E307K

Pat_14 Pre-Treatment C12orf50 160419 37 12 88420303 88420303 Missense_Mutation SNP G A 49 142 c.95C>T c.(94-96)CCT>CTT p.P32L

Pat_14 Pre-Treatment DUSP6 1848 37 12 89743104 89743104 Missense_Mutation SNP G A 94 318 c.1073C>T c.(1072-1074)CCA>CTA p.P358L

Pat_14 Pre-Treatment DCN 1634 37 12 91550900 91550900 Missense_Mutation SNP G A 90 351 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_14 Pre-Treatment EEA1 8411 37 12 93245024 93245024 Missense_Mutation SNP C G 3 155 c.661G>C c.(661-663)GAA>CAA p.E221Q

Pat_14 Pre-Treatment NTN4 59277 37 12 96181219 96181219 Missense_Mutation SNP G A 51 221 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_14 Pre-Treatment ANKS1B 56899 37 12 99640084 99640084 Missense_Mutation SNP C T 14 63 c.2315G>A c.(2314-2316)AGA>AAA p.R772K

Pat_14 Pre-Treatment SLC17A8 246213 37 12 100751255 100751255 Missense_Mutation SNP T C 49 155 c.86T>C c.(85-87)TTG>TCG p.L29S

Pat_14 Pre-Treatment GNPTAB 79158 37 12 102158687 102158687 Missense_Mutation SNP G T 32 117 c.2008C>A c.(2008-2010)CCC>ACC p.P670T

Pat_14 Pre-Treatment WSCD2 9671 37 12 108618518 108618518 Missense_Mutation SNP G A 86 353 c.685G>A c.(685-687)GGA>AGA p.G229R

Pat_14 Pre-Treatment DTX1 1840 37 12 113515335 113515335 Missense_Mutation SNP T G 7 271 c.366T>G c.(364-366)GAT>GAG p.D122E

Pat_14 Pre-Treatment LHX5 64211 37 12 113907044 113907044 Missense_Mutation SNP C T 85 271 c.280G>A c.(280-282)GTG>ATG p.V94M

Pat_14 Pre-Treatment TBX3 6926 37 12 115115433 115115433 Missense_Mutation SNP G A 63 274 c.893C>T c.(892-894)CCT>CTT p.P298L

Pat_14 Pre-Treatment TBX3 6926 37 12 115120950 115120950 Missense_Mutation SNP G A 57 259 c.56C>T c.(55-57)CCG>CTG p.P19L

Pat_14 Pre-Treatment PIWIL1 9271 37 12 130846145 130846145 Missense_Mutation SNP C A 9 446 c.1969C>A c.(1969-1971)CGC>AGC p.R657S

Pat_14 Pre-Treatment DDX51 317781 37 12 132627346 132627346 Missense_Mutation SNP G C 4 465 c.597C>G c.(595-597)ATC>ATG p.I199M

Pat_14 Pre-Treatment MIPEP 4285 37 13 24436442 24436442 Missense_Mutation SNP G A 13 37 c.1052C>T c.(1051-1053)TCC>TTC p.S351F

Pat_14 Pre-Treatment MTUS2 23281 37 13 29599623 29599623 Missense_Mutation SNP G A 25 54 c.818G>A c.(817-819)GGG>GAG p.G273E

Pat_14 Pre-Treatment MTUS2 23281 37 13 29600712 29600712 Missense_Mutation SNP G A 33 73 c.1907G>A c.(1906-1908)AGG>AAG p.R636K

Pat_14 Pre-Treatment FRY 10129 37 13 32691490 32691490 Missense_Mutation SNP C T 50 107 c.344C>T c.(343-345)TCC>TTC p.S115F

Pat_14 Pre-Treatment FRY 10129 37 13 32786506 32786506 Missense_Mutation SNP G A 8 110 c.4669G>A c.(4669-4671)GAA>AAA p.E1557K

Pat_14 Pre-Treatment PDS5B 23047 37 13 33258144 33258144 Missense_Mutation SNP G A 80 491 c.1187G>A c.(1186-1188)AGA>AAA p.R396K

Pat_14 Pre-Treatment C13orf23 80209 37 13 39588439 39588439 Missense_Mutation SNP G A 4 207 c.950C>T c.(949-951)CCA>CTA p.P317L

Pat_14 Pre-Treatment ELF1 1997 37 13 41507692 41507692 Missense_Mutation SNP G A 99 502 c.1729C>T c.(1729-1731)CAT>TAT p.H577Y

Pat_14 Pre-Treatment ATP7B 540 37 13 52534336 52534336 Missense_Mutation SNP G A 130 188 c.2069C>T c.(2068-2070)CCA>CTA p.P690L

Pat_14 Pre-Treatment SLITRK6 84189 37 13 86369430 86369430 Missense_Mutation SNP C T 37 101 c.1214G>A c.(1213-1215)GGA>GAA p.G405E

Pat_14 Pre-Treatment ABCC4 10257 37 13 95673860 95673860 Missense_Mutation SNP G A 102 445 c.3947C>T c.(3946-3948)TCG>TTG p.S1316L

Pat_14 Pre-Treatment DOCK9 23348 37 13 99554550 99554550 Missense_Mutation SNP G A 28 192 c.1375C>T c.(1375-1377)CCG>TCG p.P459S



Pat_14 Pre-Treatment CARS2 79587 37 13 111299538 111299538 Missense_Mutation SNP A G 3 164 c.1103T>C c.(1102-1104)CTG>CCG p.L368P

Pat_14 Pre-Treatment GRK1 6011 37 13 114321898 114321898 Missense_Mutation SNP C G 3 190 c.197C>G c.(196-198)CCC>CGC p.P66R

Pat_14 Pre-Treatment OR4N5 390437 37 14 20612317 20612317 Nonsense_Mutation SNP C A 6 598 c.423C>A c.(421-423)TGC>TGA p.C141*

Pat_14 Pre-Treatment SLC7A8 23428 37 14 23635719 23635719 Nonsense_Mutation SNP G T 8 473 c.182C>A c.(181-183)TCG>TAG p.S61*

Pat_14 Pre-Treatment DHRS4L1 728635 37 14 24506951 24506951 Splice_Site SNP G A 23 99 c.129_splice c.e2-1 p.W43_splice

Pat_14 Pre-Treatment NYNRIN 57523 37 14 24885336 24885336 Missense_Mutation SNP G A 28 89 c.4381G>A c.(4381-4383)GAT>AAT p.D1461N

Pat_14 Pre-Treatment CTSG 1511 37 14 25043966 25043966 Missense_Mutation SNP G A 95 189 c.254C>T c.(253-255)ACC>ATC p.T85I

Pat_14 Pre-Treatment SRP54 6729 37 14 35483027 35483027 Missense_Mutation SNP C T 43 143 c.805C>T c.(805-807)CCG>TCG p.P269S

Pat_14 Pre-Treatment FANCM 57697 37 14 45633748 45633748 Missense_Mutation SNP T G 21 33 c.1768T>G c.(1768-1770)TCT>GCT p.S590A

Pat_14 Pre-Treatment PYGL 5836 37 14 51404530 51404530 Missense_Mutation SNP A G 19 325 c.269T>C c.(268-270)TTT>TCT p.F90S

Pat_14 Pre-Treatment TBPL2 387332 37 14 55890921 55890921 Missense_Mutation SNP C T 93 256 c.1007G>A c.(1006-1008)CGA>CAA p.R336Q

Pat_14 Pre-Treatment RAB15 376267 37 14 65417845 65417845 Missense_Mutation SNP T C 3 311 c.271A>G c.(271-273)AGC>GGC p.S91G

Pat_14 Pre-Treatment GALNTL1 57452 37 14 69805425 69805426 Missense_Mutation DNP GG TT 5 290 c.1025_1026GG>TTc.(1024-1026)CGG>CTT p.R342L

Pat_14 Pre-Treatment SIPA1L1 26037 37 14 72190563 72190563 Missense_Mutation SNP G A 86 191 c.4471G>A c.(4471-4473)GAA>AAA p.E1491K

Pat_14 Pre-Treatment ZFYVE1 53349 37 14 73441645 73441645 Missense_Mutation SNP G A 72 215 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_14 Pre-Treatment C14orf179 112752 37 14 76548655 76548655 Missense_Mutation SNP G A 214 506 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_14 Pre-Treatment C14orf174 161394 37 14 77845247 77845247 Missense_Mutation SNP G A 107 253 c.1486G>A c.(1486-1488)GAT>AAT p.D496N

Pat_14 Pre-Treatment SEL1L 6400 37 14 81969220 81969220 Missense_Mutation SNP G A 5 173 c.622C>T c.(622-624)CGG>TGG p.R208W

Pat_14 Pre-Treatment CCDC88C 440193 37 14 91780236 91780236 Missense_Mutation SNP C T 23 37 c.1924G>A c.(1924-1926)GAG>AAG p.E642K

Pat_14 Pre-Treatment DICER1 23405 37 14 95556978 95556978 Missense_Mutation SNP C A 6 582 c.5626G>T c.(5626-5628)GGG>TGG p.G1876W

Pat_14 Pre-Treatment CCNK 8812 37 14 99968696 99968696 Missense_Mutation SNP C T 32 75 c.728C>T c.(727-729)CCG>CTG p.P243L

Pat_14 Pre-Treatment TDRD9 122402 37 14 104490968 104490968 Missense_Mutation SNP A G 3 346 c.2669A>G c.(2668-2670)GAC>GGC p.D890G

Pat_14 Pre-Treatment INF2 64423 37 14 105179249 105179249 Nonsense_Mutation SNP G T 5 200 c.2695G>T c.(2695-2697)GAG>TAG p.E899*

Pat_14 Pre-Treatment CYFIP1 23191 37 15 22990172 22990172 Missense_Mutation SNP A G 3 331 c.2792A>G c.(2791-2793)GAG>GGG p.E931G

Pat_14 Pre-Treatment HERC2 8924 37 15 28377302 28377302 Missense_Mutation SNP C A 4 136 c.12514G>T c.(12514-12516)GGG>TGG p.G4172W

Pat_14 Pre-Treatment KLF13 51621 37 15 31664395 31664395 Missense_Mutation SNP C T 18 86 c.760C>T c.(760-762)CCG>TCG p.P254S

Pat_14 Pre-Treatment RYR3 6263 37 15 33954667 33954667 Missense_Mutation SNP G A 10 75 c.4936G>A c.(4936-4938)GAG>AAG p.E1646K

Pat_14 Pre-Treatment SLC12A6 9990 37 15 34543111 34543111 Missense_Mutation SNP G A 36 179 c.1481C>T c.(1480-1482)CCC>CTC p.P494L

Pat_14 Pre-Treatment GJD2 57369 37 15 35045277 35045277 Missense_Mutation SNP G A 56 344 c.368C>T c.(367-369)TCC>TTC p.S123F

Pat_14 Pre-Treatment RASGRP1 10125 37 15 38818501 38818501 Missense_Mutation SNP G T 5 270 c.325C>A c.(325-327)CTC>ATC p.L109I

Pat_14 Pre-Treatment VPS18 57617 37 15 41193079 41193079 Missense_Mutation SNP C T 64 336 c.2063C>T c.(2062-2064)GCC>GTC p.A688V

Pat_14 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42127058 42127058 Missense_Mutation SNP C A 23 217 c.185C>A c.(184-186)CCG>CAG p.P62Q

Pat_14 Pre-Treatment TGM5 9333 37 15 43525409 43525409 Missense_Mutation SNP A T 27 166 c.2143T>A c.(2143-2145)TAT>AAT p.Y715N

Pat_14 Pre-Treatment MYEF2 50804 37 15 48444477 48444477 Missense_Mutation SNP C A 7 541 c.1092G>T c.(1090-1092)ATG>ATT p.M364I

Pat_14 Pre-Treatment TRPM7 54822 37 15 50926736 50926736 Missense_Mutation SNP G A 17 78 c.850C>T c.(850-852)CCT>TCT p.P284S

Pat_14 Pre-Treatment DMXL2 23312 37 15 51758498 51758498 Missense_Mutation SNP G A 22 123 c.7400C>T c.(7399-7401)CCT>CTT p.P2467L

Pat_14 Pre-Treatment UNC13C 440279 37 15 54305717 54305717 Missense_Mutation SNP C T 42 255 c.617C>T c.(616-618)TCC>TTC p.S206F

Pat_14 Pre-Treatment UNC13C 440279 37 15 54307600 54307600 Missense_Mutation SNP C T 55 156 c.2500C>T c.(2500-2502)CGG>TGG p.R834W

Pat_14 Pre-Treatment DENND4A 10260 37 15 65960342 65960342 Missense_Mutation SNP C A 5 260 c.4775G>T c.(4774-4776)GGC>GTC p.G1592V

Pat_14 Pre-Treatment NOX5 79400 37 15 69335023 69335023 Missense_Mutation SNP C T 57 229 c.1525C>T c.(1525-1527)CGG>TGG p.R509W

Pat_14 Pre-Treatment GRAMD2 196996 37 15 72454678 72454679 Missense_Mutation DNP GG AA 21 215 c.996_997CC>TT(994-999)TTCCGT>TTTTG p.R333C

Pat_14 Pre-Treatment STRA6 64220 37 15 74476238 74476238 Nonsense_Mutation SNP C T 112 374 c.1259G>A c.(1258-1260)TGG>TAG p.W420*

Pat_14 Pre-Treatment MESDC2 23184 37 15 81271702 81271702 Missense_Mutation SNP T C 4 323 c.563A>G c.(562-564)CAG>CGG p.Q188R

Pat_14 Pre-Treatment FAM154B 283726 37 15 82575383 82575383 Missense_Mutation SNP C T 42 226 c.1177C>T c.(1177-1179)CCT>TCT p.P393S

Pat_14 Pre-Treatment ADAMTSL3 57188 37 15 84558978 84558978 Missense_Mutation SNP G A 5 405 c.1190G>A c.(1189-1191)AGC>AAC p.S397N

Pat_14 Pre-Treatment ADAMTSL3 57188 37 15 84568434 84568434 Missense_Mutation SNP A G 25 110 c.1651A>G c.(1651-1653)AAA>GAA p.K551E

Pat_14 Pre-Treatment SLC28A1 9154 37 15 85478657 85478657 Missense_Mutation SNP G A 90 290 c.1489G>A c.(1489-1491)GAG>AAG p.E497K



Pat_14 Pre-Treatment BLM 641 37 15 91358373 91358373 Missense_Mutation SNP C T 72 321 c.4118C>T c.(4117-4119)TCC>TTC p.S1373F

Pat_14 Pre-Treatment SV2B 9899 37 15 91809816 91809816 Missense_Mutation SNP C T 66 182 c.1013C>T c.(1012-1014)TCC>TTC p.S338F

Pat_14 Pre-Treatment IGF1R 3480 37 15 99251225 99251225 Missense_Mutation SNP G A 64 294 c.529G>A c.(529-531)GAA>AAA p.E177K

Pat_14 Pre-Treatment AMDHD2 51005 37 16 2578360 2578360 Missense_Mutation SNP G A 5 275 c.841G>A c.(841-843)GCC>ACC p.A281T

Pat_14 Pre-Treatment MEFV 4210 37 16 3304352 3304352 Missense_Mutation SNP C T 60 196 c.716G>A c.(715-717)CGA>CAA p.R239Q

Pat_14 Pre-Treatment ZNF597 146434 37 16 3486952 3486952 Missense_Mutation SNP A T 73 207 c.747T>A c.(745-747)TTT>TTA p.F249L

Pat_14 Pre-Treatment NAT15 79903 37 16 3526336 3526336 Missense_Mutation SNP G A 4 131 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_14 Pre-Treatment CREBBP 1387 37 16 3777898 3777898 Missense_Mutation SNP G T 9 627 c.7150C>A c.(7150-7152)CAC>AAC p.H2384N

Pat_14 Pre-Treatment TFAP4 7023 37 16 4308090 4308090 Missense_Mutation SNP C A 9 88 c.983G>T c.(982-984)CGG>CTG p.R328L

Pat_14 Pre-Treatment GRIN2A 2903 37 16 9857524 9857524 Missense_Mutation SNP C T 77 281 c.3877G>A c.(3877-3879)GAT>AAT p.D1293N

Pat_14 Pre-Treatment CPPED1 55313 37 16 12798754 12798754 Missense_Mutation SNP C T 36 152 c.442G>A c.(442-444)GAT>AAT p.D148N

Pat_14 Pre-Treatment TMC7 79905 37 16 19067890 19067890 Missense_Mutation SNP C A 8 347 c.1898C>A c.(1897-1899)CCG>CAG p.P633Q

Pat_14 Pre-Treatment DNAH3 55567 37 16 21011603 21011603 Nonsense_Mutation SNP G A 68 278 c.6364C>T c.(6364-6366)CGA>TGA p.R2122*

Pat_14 Pre-Treatment ZKSCAN2 342357 37 16 25258412 25258413 Nonsense_Mutation DNP GG AA 55 314 c.1104_1105CC>TT102-1107)CCCCGA>CCTT p.R369*

Pat_14 Pre-Treatment JMJD5 79831 37 16 27224960 27224960 Missense_Mutation SNP C T 74 260 c.553C>T c.(553-555)CCC>TCC p.P185S

Pat_14 Pre-Treatment IL21R 50615 37 16 27445671 27445671 Nonsense_Mutation SNP G A 44 221 c.53G>A c.(52-54)TGG>TAG p.W18*

Pat_14 Pre-Treatment ATP2A1 487 37 16 28914229 28914229 Missense_Mutation SNP A G 26 79 c.2741A>G c.(2740-2742)AAC>AGC p.N914S

Pat_14 Pre-Treatment LAT 27040 37 16 28997920 28997920 Missense_Mutation SNP G T 62 193 c.370G>T c.(370-372)GGG>TGG p.G124W

Pat_14 Pre-Treatment ITGAL 3683 37 16 30506115 30506115 Missense_Mutation SNP C T 85 327 c.1447C>T c.(1447-1449)CCA>TCA p.P483S

Pat_14 Pre-Treatment PRSS36 146547 37 16 31153226 31153226 Missense_Mutation SNP C T 62 274 c.1577G>A c.(1576-1578)GGA>GAA p.G526E

Pat_14 Pre-Treatment ITGAD 3681 37 16 31414929 31414929 Missense_Mutation SNP G A 87 271 c.667G>A c.(667-669)GGC>AGC p.G223S

Pat_14 Pre-Treatment ITGAD 3681 37 16 31424409 31424409 Splice_Site SNP G A 85 290 c.1839_splice c.e16-1 p.R613_splice

Pat_14 Pre-Treatment DNAJA2 10294 37 16 46991096 46991096 Missense_Mutation SNP G A 116 456 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_14 Pre-Treatment NOD2 64127 37 16 50745620 50745620 Missense_Mutation SNP G A 25 112 c.1798G>A c.(1798-1800)GAA>AAA p.E600K

Pat_14 Pre-Treatment CHD9 80205 37 16 53260396 53260396 Missense_Mutation SNP C T 57 229 c.2015C>T c.(2014-2016)CCT>CTT p.P672L

Pat_14 Pre-Treatment GOT2 2806 37 16 58743443 58743443 Missense_Mutation SNP G T 9 772 c.1048C>A c.(1048-1050)CGC>AGC p.R350S

Pat_14 Pre-Treatment CDH8 1006 37 16 61859038 61859038 Missense_Mutation SNP T G 63 236 c.713A>C c.(712-714)GAG>GCG p.E238A

Pat_14 Pre-Treatment CDH5 1003 37 16 66434769 66434769 Missense_Mutation SNP C T 85 303 c.1687C>T c.(1687-1689)CCA>TCA p.P563S

Pat_14 Pre-Treatment ACD 65057 37 16 67694191 67694191 Missense_Mutation SNP C T 18 32 c.191G>A c.(190-192)AGG>AAG p.R64K

Pat_14 Pre-Treatment HYDIN 54768 37 16 70852271 70852271 Missense_Mutation SNP G T 22 87 c.14629C>A c.(14629-14631)CAG>AAG p.Q4877K

Pat_14 Pre-Treatment HYDIN 54768 37 16 70926314 70926314 Missense_Mutation SNP G A 35 403 c.9364C>T c.(9364-9366)CAT>TAT p.H3122Y

Pat_14 Pre-Treatment HYDIN 54768 37 16 71025252 71025252 Missense_Mutation SNP C T 50 202 c.3833G>A c.(3832-3834)AGA>AAA p.R1278K

Pat_14 Pre-Treatment ADAMTS18 170692 37 16 77331258 77331258 Missense_Mutation SNP G A 112 420 c.2729C>T c.(2728-2730)TCC>TTC p.S910F

Pat_14 Pre-Treatment BCMO1 53630 37 16 81279203 81279203 Missense_Mutation SNP G A 35 171 c.188G>A c.(187-189)AGA>AAA p.R63K

Pat_14 Pre-Treatment OSGIN1 29948 37 16 83999411 83999411 Missense_Mutation SNP C G 23 142 c.1482C>G c.(1480-1482)GAC>GAG p.D494E

Pat_14 Pre-Treatment LRRC50 123872 37 16 84189196 84189196 Missense_Mutation SNP C T 126 512 c.583C>T c.(583-585)CCA>TCA p.P195S

Pat_14 Pre-Treatment PELP1 27043 37 17 4576107 4576108 Missense_Mutation DNP GG AA 18 50 c.2178_2179CC>TT176-2181)GGCCCT>GGTT p.P727S

Pat_14 Pre-Treatment PER1 5187 37 17 8052016 8052016 Missense_Mutation SNP G A 163 221 c.994C>T c.(994-996)CCT>TCT p.P332S

Pat_14 Pre-Treatment SPDYE4 388333 37 17 8656483 8656483 Nonsense_Mutation SNP C T 73 113 c.687G>A c.(685-687)TGG>TGA p.W229*

Pat_14 Pre-Treatment MYH4 4622 37 17 10348621 10348622 Missense_Mutation DNP CC TT 214 308 .5227_5228GG>AAc.(5227-5229)GGA>AAA p.G1743K

Pat_14 Pre-Treatment MYH4 4622 37 17 10369870 10369870 Missense_Mutation SNP C T 320 384 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_14 Pre-Treatment DNAH9 1770 37 17 11772556 11772556 Missense_Mutation SNP C T 136 196 c.10039C>T c.(10039-10041)CTT>TTT p.L3347F

Pat_14 Pre-Treatment MAP2K4 6416 37 17 11998935 11998935 Missense_Mutation SNP T C 189 217 c.437T>C c.(436-438)CTT>CCT p.L146P

Pat_14 Pre-Treatment DRG2 1819 37 17 18010522 18010522 Missense_Mutation SNP C T 87 146 c.1063C>T c.(1063-1065)CAT>TAT p.H355Y

Pat_14 Pre-Treatment CCL11 6356 37 17 32612736 32612736 Translation_Start_Site SNP A T 46 35 c.-91A>T c.(-93--89)AAAGG>AATGG

Pat_14 Pre-Treatment HNF1B 6928 37 17 36091704 36091704 Missense_Mutation SNP G C 3 265 c.927C>G c.(925-927)TTC>TTG p.F309L

Pat_14 Pre-Treatment WIPF2 147179 37 17 38421101 38421101 Missense_Mutation SNP C T 169 267 c.673C>T c.(673-675)CCT>TCT p.P225S



Pat_14 Pre-Treatment KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 3 19 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_14 Pre-Treatment KRT13 3860 37 17 39659290 39659290 Missense_Mutation SNP G T 8 846 c.796C>A c.(796-798)CCA>ACA p.P266T

Pat_14 Pre-Treatment PRR15L 79170 37 17 46030561 46030561 Missense_Mutation SNP G A 194 261 c.40C>T c.(40-42)CGG>TGG p.R14W

Pat_14 Pre-Treatment CA10 56934 37 17 49713248 49713248 Missense_Mutation SNP T A 105 152 c.757A>T c.(757-759)ATG>TTG p.M253L

Pat_14 Pre-Treatment TMEM49 81671 37 17 57915754 57915754 Missense_Mutation SNP C A 6 170 c.1073C>A c.(1072-1074)CCA>CAA p.P358Q

Pat_14 Pre-Treatment ACE 1636 37 17 61566036 61566036 Missense_Mutation SNP G A 5 363 c.2333G>A c.(2332-2334)CGG>CAG p.R778Q

Pat_14 Pre-Treatment KCNH6 81033 37 17 61619707 61619707 Missense_Mutation SNP G T 7 389 c.2060G>T c.(2059-2061)CGG>CTG p.R687L

Pat_14 Pre-Treatment ABCA10 10349 37 17 67150435 67150435 Missense_Mutation SNP C T 72 343 c.3727G>A c.(3727-3729)GCT>ACT p.A1243T

Pat_14 Pre-Treatment CDC42EP4 23580 37 17 71282170 71282170 Missense_Mutation SNP G A 5 174 c.470C>T c.(469-471)GCG>GTG p.A157V

Pat_14 Pre-Treatment NAT9 26151 37 17 72769065 72769065 Missense_Mutation SNP T G 3 231 c.304A>C c.(304-306)ACC>CCC p.T102P

Pat_14 Pre-Treatment AZI1 22994 37 17 79180631 79180631 Missense_Mutation SNP C T 5 294 c.428G>A c.(427-429)CGG>CAG p.R143Q

Pat_14 Pre-Treatment TGIF1 7050 37 18 3457741 3457741 Missense_Mutation SNP T C 98 231 c.1009T>C c.(1009-1011)TTC>CTC p.F337L

Pat_14 Pre-Treatment APCDD1 147495 37 18 10471774 10471774 Missense_Mutation SNP G A 4 184 c.490G>A c.(490-492)GGC>AGC p.G164S

Pat_14 Pre-Treatment ZNF532 55205 37 18 56601744 56601744 Missense_Mutation SNP C T 138 400 c.2426C>T c.(2425-2427)TCT>TTT p.S809F

Pat_14 Pre-Treatment MC4R 4160 37 18 58039374 58039374 Missense_Mutation SNP G A 75 135 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_14 Pre-Treatment SERPINB2 5055 37 18 61570201 61570201 Missense_Mutation SNP G A 49 93 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_14 Pre-Treatment KCNG2 26251 37 18 77659043 77659043 Nonsense_Mutation SNP G T 4 95 c.628G>T c.(628-630)GAG>TAG p.E210*

Pat_14 Pre-Treatment WDR18 57418 37 19 990886 990886 Missense_Mutation SNP C T 43 154 c.632C>T c.(631-633)TCC>TTC p.S211F

Pat_14 Pre-Treatment MIDN 90007 37 19 1257216 1257216 Missense_Mutation SNP C T 50 208 c.1352C>T c.(1351-1353)TCC>TTC p.S451F

Pat_14 Pre-Treatment ADAT3 113179 37 19 1912950 1912950 Missense_Mutation SNP G A 6 363 c.856G>A c.(856-858)GTG>ATG p.V286M

Pat_14 Pre-Treatment MLLT1 4298 37 19 6213774 6213774 Missense_Mutation SNP T C 81 384 c.1442A>G c.(1441-1443)AAG>AGG p.K481R

Pat_14 Pre-Treatment SH2D3A 10045 37 19 6755140 6755140 Missense_Mutation SNP G A 7 738 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_14 Pre-Treatment CD320 51293 37 19 8367766 8367767 Missense_Mutation DNP GC AA 45 126 c.600_601GC>TT598-603)GGGCCC>GGTTC p.P201S

Pat_14 Pre-Treatment MUC16 94025 37 19 9047354 9047354 Missense_Mutation SNP G T 79 332 c.34277C>A c.(34276-34278)TCT>TAT p.S11426Y

Pat_14 Pre-Treatment MUC16 94025 37 19 9061335 9061335 Missense_Mutation SNP G A 37 136 c.26111C>T c.(26110-26112)TCC>TTC p.S8704F

Pat_14 Pre-Treatment MUC16 94025 37 19 9062852 9062852 Missense_Mutation SNP C A 40 168 c.24594G>T c.(24592-24594)ATG>ATT p.M8198I

Pat_14 Pre-Treatment MUC16 94025 37 19 9063976 9063976 Missense_Mutation SNP C T 66 226 c.23470G>A c.(23470-23472)GAG>AAG p.E7824K

Pat_14 Pre-Treatment MUC16 94025 37 19 9083554 9083554 Missense_Mutation SNP C T 94 291 c.8261G>A c.(8260-8262)GGA>GAA p.G2754E

Pat_14 Pre-Treatment OR7D4 125958 37 19 9324939 9324939 Missense_Mutation SNP G A 84 389 c.575C>T c.(574-576)ACC>ATC p.T192I

Pat_14 Pre-Treatment TYK2 7297 37 19 10479071 10479071 Missense_Mutation SNP G A 86 240 c.217C>T c.(217-219)CTC>TTC p.L73F

Pat_14 Pre-Treatment CCDC151 115948 37 19 11537729 11537729 Missense_Mutation SNP C T 64 169 c.576G>A c.(574-576)ATG>ATA p.M192I

Pat_14 Pre-Treatment ZNF823 55552 37 19 11833661 11833661 Missense_Mutation SNP G A 74 422 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_14 Pre-Treatment CACNA1A 773 37 19 13397485 13397485 Missense_Mutation SNP C T 34 102 c.3388G>A c.(3388-3390)GGG>AGG p.G1130R

Pat_14 Pre-Treatment CACNA1A 773 37 19 13419021 13419021 Missense_Mutation SNP G A 27 77 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_14 Pre-Treatment OR1I1 126370 37 19 15198581 15198581 Nonsense_Mutation SNP G A 34 157 c.705G>A c.(703-705)TGG>TGA p.W235*

Pat_14 Pre-Treatment CYP4F3 4051 37 19 15760899 15760899 Missense_Mutation SNP G A 105 346 c.824G>A c.(823-825)CGC>CAC p.R275H

Pat_14 Pre-Treatment OR10H3 26532 37 19 15852299 15852299 Missense_Mutation SNP C T 152 624 c.97C>T c.(97-99)CTC>TTC p.L33F

Pat_14 Pre-Treatment C19orf42 79086 37 19 16770257 16770257 Missense_Mutation SNP T C 14 60 c.70A>G c.(70-72)AAA>GAA p.K24E

Pat_14 Pre-Treatment CPAMD8 27151 37 19 17100494 17100494 Nonsense_Mutation SNP G A 59 299 c.1495C>T c.(1495-1497)CAG>TAG p.Q499*

Pat_14 Pre-Treatment USHBP1 83878 37 19 17373526 17373527 Missense_Mutation DNP GG AA 63 199 c.476_477CC>TT c.(475-477)TCC>TTT p.S159F

Pat_14 Pre-Treatment BST2 684 37 19 17516235 17516235 Missense_Mutation SNP G T 5 222 c.150C>A c.(148-150)AGC>AGA p.S50R

Pat_14 Pre-Treatment ZNF493 284443 37 19 21606030 21606030 Missense_Mutation SNP C T 73 220 c.185C>T c.(184-186)TCA>TTA p.S62L

Pat_14 Pre-Treatment ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 4 198 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_14 Pre-Treatment ZNF257 113835 37 19 22255698 22255698 Missense_Mutation SNP G A 87 384 c.91G>A c.(91-93)GAT>AAT p.D31N

Pat_14 Pre-Treatment ZNF676 163223 37 19 22363786 22363786 Missense_Mutation SNP T C 4 263 c.733A>G c.(733-735)ATA>GTA p.I245V

Pat_14 Pre-Treatment ZNF254 9534 37 19 24310427 24310427 Missense_Mutation SNP A G 4 88 c.1625A>G c.(1624-1626)GAA>GGA p.E542G

Pat_14 Pre-Treatment ZNF254 9534 37 19 24310450 24310450 Missense_Mutation SNP A G 4 85 c.1648A>G c.(1648-1650)AAA>GAA p.K550E



Pat_14 Pre-Treatment CCDC123 84902 37 19 33417101 33417101 Missense_Mutation SNP G T 7 776 c.1159C>A c.(1159-1161)CTC>ATC p.L387I

Pat_14 Pre-Treatment SBSN 374897 37 19 36018946 36018947 Missense_Mutation DNP CG AT 6 661 c.237_238CG>AT235-240)ACCGGC>ACATG p.G80C

Pat_14 Pre-Treatment MLL4 9757 37 19 36210698 36210698 Missense_Mutation SNP G A 110 504 c.449G>A c.(448-450)CGA>CAA p.R150Q

Pat_14 Pre-Treatment MLL4 9757 37 19 36211733 36211733 Missense_Mutation SNP C T 3 27 c.1484C>T c.(1483-1485)CCC>CTC p.P495L

Pat_14 Pre-Treatment ZNF790 388536 37 19 37310689 37310689 Missense_Mutation SNP G C 37 178 c.557C>G c.(556-558)ACT>AGT p.T186S

Pat_14 Pre-Treatment ZFP30 22835 37 19 38127104 38127104 Missense_Mutation SNP C T 32 121 c.338G>A c.(337-339)GGA>GAA p.G113E

Pat_14 Pre-Treatment RYR1 6261 37 19 38943640 38943640 Missense_Mutation SNP C A 4 115 c.1426C>A c.(1426-1428)CTC>ATC p.L476I

Pat_14 Pre-Treatment MAP4K1 11184 37 19 39100292 39100292 Missense_Mutation SNP C T 33 99 c.950G>A c.(949-951)CGG>CAG p.R317Q

Pat_14 Pre-Treatment CLC 1178 37 19 40222064 40222064 Missense_Mutation SNP C T 187 611 c.385G>A c.(385-387)GAT>AAT p.D129N

Pat_14 Pre-Treatment PRX 57716 37 19 40902350 40902350 Missense_Mutation SNP G A 105 423 c.1909C>T c.(1909-1911)CCT>TCT p.P637S

Pat_14 Pre-Treatment ADCK4 79934 37 19 41220022 41220022 Missense_Mutation SNP C A 7 433 c.239G>T c.(238-240)CGA>CTA p.R80L

Pat_14 Pre-Treatment CEACAM6 4680 37 19 42265289 42265289 Missense_Mutation SNP C A 136 599 c.557C>A c.(556-558)CCG>CAG p.P186Q

Pat_14 Pre-Treatment GRIK5 2901 37 19 42546734 42546734 Nonsense_Mutation SNP C T 109 333 c.1443G>A c.(1441-1443)TGG>TGA p.W481*

Pat_14 Pre-Treatment ZNF235 9310 37 19 44792651 44792651 Missense_Mutation SNP G A 90 288 c.937C>T c.(937-939)CGT>TGT p.R313C

Pat_14 Pre-Treatment GLTSCR2 29997 37 19 48253489 48253489 Missense_Mutation SNP C T 35 182 c.344C>T c.(343-345)CCC>CTC p.P115L

Pat_14 Pre-Treatment RPL18 6141 37 19 49120056 49120056 Missense_Mutation SNP C A 6 431 c.224G>T c.(223-225)CGG>CTG p.R75L

Pat_14 Pre-Treatment SIGLEC12 89858 37 19 52003546 52003546 Missense_Mutation SNP C T 59 283 c.436G>A c.(436-438)GAC>AAC p.D146N

Pat_14 Pre-Treatment ZNF845 91664 37 19 53856479 53856479 Missense_Mutation SNP G A 24 157 c.2551G>A c.(2551-2553)GCA>ACA p.A851T

Pat_14 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 5 113 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_14 Pre-Treatment LILRB3 11025 37 19 54722249 54722249 Missense_Mutation SNP C A 10 484 c.1574G>T c.(1573-1575)AGG>ATG p.R525M

Pat_14 Pre-Treatment LILRB4 11006 37 19 55175850 55175850 Missense_Mutation SNP G A 91 318 c.569G>A c.(568-570)GGG>GAG p.G190E

Pat_14 Pre-Treatment KIR3DL1 3811 37 19 55333028 55333028 Missense_Mutation SNP G A 89 367 c.664G>A c.(664-666)GAG>AAG p.E222K

Pat_14 Pre-Treatment NLRP9 338321 37 19 56243555 56243555 Missense_Mutation SNP C T 38 168 c.1642G>A c.(1642-1644)GGT>AGT p.G548S

Pat_14 Pre-Treatment PEG3 5178 37 19 57335765 57335765 Missense_Mutation SNP C T 6 462 c.259G>A c.(259-261)GAG>AAG p.E87K

Pat_14 Pre-Treatment ZIM3 114026 37 19 57646558 57646558 Missense_Mutation SNP T C 70 276 c.1147A>G c.(1147-1149)AAA>GAA p.K383E

Pat_14 Pre-Treatment ZNF776 284309 37 19 58264977 58264977 Nonsense_Mutation SNP C A 6 297 c.479C>A c.(478-480)TCA>TAA p.S160*

Pat_14 Pre-Treatment ZNF417 147687 37 19 58420829 58420829 Missense_Mutation SNP A C 7 385 c.817T>G c.(817-819)TGT>GGT p.C273G

Pat_14 Pre-Treatment ZNF418 147686 37 19 58437669 58437669 Missense_Mutation SNP G T 91 320 c.1880C>A c.(1879-1881)TCC>TAC p.S627Y

Pat_14 Pre-Treatment ZNF135 7694 37 19 58579005 58579005 Missense_Mutation SNP C A 6 213 c.1189C>A c.(1189-1191)CAT>AAT p.H397N

Pat_14 Pre-Treatment PXDN 7837 37 2 1653202 1653202 Missense_Mutation SNP G A 70 306 c.2350C>T c.(2350-2352)CAC>TAC p.H784Y

Pat_14 Pre-Treatment MYT1L 23040 37 2 1906950 1906950 Missense_Mutation SNP G A 76 240 c.1934C>T c.(1933-1935)TCG>TTG p.S645L

Pat_14 Pre-Treatment MYT1L 23040 37 2 1926607 1926608 Missense_Mutation DNP CC TT 111 369 c.933_934GG>AA(931-936)ATGGAA>ATAAA.311_312ME>I

Pat_14 Pre-Treatment KLF11 8462 37 2 10188198 10188198 Missense_Mutation SNP A G 3 307 c.734A>G c.(733-735)GAC>GGC p.D245G

Pat_14 Pre-Treatment NBAS 51594 37 2 15319125 15319125 Missense_Mutation SNP G A 57 259 c.6827C>T c.(6826-6828)ACG>ATG p.T2276M

Pat_14 Pre-Treatment RHOQ 23433 37 2 46803262 46803262 Missense_Mutation SNP A G 3 148 c.238A>G c.(238-240)ATG>GTG p.M80V

Pat_14 Pre-Treatment PSME4 23198 37 2 54114545 54114545 Missense_Mutation SNP G A 55 217 c.4580C>T c.(4579-4581)TCG>TTG p.S1527L

Pat_14 Pre-Treatment PUS10 150962 37 2 61236080 61236080 Missense_Mutation SNP G A 4 81 c.197C>T c.(196-198)CCA>CTA p.P66L

Pat_14 Pre-Treatment GKN1 56287 37 2 69207165 69207165 Missense_Mutation SNP C T 96 279 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_14 Pre-Treatment CNGA3 1261 37 2 98994194 98994194 Missense_Mutation SNP G A 18 117 c.146G>A c.(145-147)GGG>GAG p.G49E

Pat_14 Pre-Treatment C2orf55 343990 37 2 99439615 99439615 Missense_Mutation SNP T A 22 56 c.1121A>T c.(1120-1122)GAG>GTG p.E374V

Pat_14 Pre-Treatment TBC1D8 11138 37 2 101650036 101650037 Missense_Mutation DNP GG AA 69 252 c.1742_1743CC>TTc.(1741-1743)GCC>GTT p.A581V

Pat_14 Pre-Treatment RGPD4 285190 37 2 108496501 108496501 Missense_Mutation SNP C T 118 480 c.5002C>T c.(5002-5004)CAC>TAC p.H1668Y

Pat_14 Pre-Treatment SLC5A7 60482 37 2 108627121 108627121 Missense_Mutation SNP C T 35 157 c.1547C>T c.(1546-1548)GCT>GTT p.A516V

Pat_14 Pre-Treatment PCDP1 200373 37 2 120409605 120409605 Missense_Mutation SNP G A 56 234 c.1516G>A c.(1516-1518)GAA>AAA p.E506K

Pat_14 Pre-Treatment CNTNAP5 129684 37 2 124979360 124979360 Missense_Mutation SNP G A 17 81 c.161G>A c.(160-162)AGC>AAC p.S54N

Pat_14 Pre-Treatment CNTNAP5 129684 37 2 125367477 125367477 Missense_Mutation SNP A C 57 264 c.1853A>C c.(1852-1854)CAG>CCG p.Q618P

Pat_14 Pre-Treatment HS6ST1 9394 37 2 129026421 129026421 Missense_Mutation SNP A G 4 276 c.551T>C c.(550-552)CTA>CCA p.L184P



Pat_14 Pre-Treatment IMP4 92856 37 2 131103457 131103457 Missense_Mutation SNP C T 22 135 c.545C>T c.(544-546)GCC>GTC p.A182V

Pat_14 Pre-Treatment LOC401010 401010 37 2 132201466 132201466 Missense_Mutation SNP G A 63 196 c.536C>T c.(535-537)CCC>CTC p.P179L

Pat_14 Pre-Treatment NCKAP5 344148 37 2 133541688 133541688 Missense_Mutation SNP G A 46 308 c.2696C>T c.(2695-2697)CCT>CTT p.P899L

Pat_14 Pre-Treatment THSD7B 80731 37 2 137814118 137814118 Missense_Mutation SNP G A 17 85 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_14 Pre-Treatment THSD7B 80731 37 2 137814551 137814551 Missense_Mutation SNP T G 122 441 c.608T>G c.(607-609)CTT>CGT p.L203R

Pat_14 Pre-Treatment THSD7B 80731 37 2 138420994 138420994 Missense_Mutation SNP G A 6 29 c.4413G>A c.(4411-4413)ATG>ATA p.M1471I

Pat_14 Pre-Treatment LRP1B 53353 37 2 141122229 141122229 Splice_Site SNP C T 25 97 c.11131_splice c.e72+1 p.V3711_splice

Pat_14 Pre-Treatment LRP1B 53353 37 2 141259366 141259366 Missense_Mutation SNP C T 37 161 c.8740G>A c.(8740-8742)GAT>AAT p.D2914N

Pat_14 Pre-Treatment LRP1B 53353 37 2 141946145 141946145 Missense_Mutation SNP T G 78 199 c.858A>C c.(856-858)CAA>CAC p.Q286H

Pat_14 Pre-Treatment KYNU 8942 37 2 143743562 143743562 Missense_Mutation SNP G A 61 208 c.874G>A c.(874-876)GAA>AAA p.E292K

Pat_14 Pre-Treatment NEB 4703 37 2 152473940 152473940 Missense_Mutation SNP G A 4 36 c.10390C>T c.(10390-10392)CAT>TAT p.H3464Y

Pat_14 Pre-Treatment FMNL2 114793 37 2 153435429 153435429 Missense_Mutation SNP C T 24 141 c.733C>T c.(733-735)CCA>TCA p.P245S

Pat_14 Pre-Treatment KCNJ3 3760 37 2 155711613 155711613 Missense_Mutation SNP G A 39 170 c.1294G>A c.(1294-1296)GAC>AAC p.D432N

Pat_14 Pre-Treatment UPP2 151531 37 2 158974352 158974352 Missense_Mutation SNP C T 82 314 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_14 Pre-Treatment SLC4A10 57282 37 2 162738887 162738887 Missense_Mutation SNP G A 15 56 c.1127G>A c.(1126-1128)GGA>GAA p.G376E

Pat_14 Pre-Treatment KCNH7 90134 37 2 163291770 163291770 Missense_Mutation SNP C T 57 251 c.1892G>A c.(1891-1893)GGG>GAG p.G631E

Pat_14 Pre-Treatment COBLL1 22837 37 2 165542499 165542499 Missense_Mutation SNP C T 58 227 c.3659G>A c.(3658-3660)AGA>AAA p.R1220K

Pat_14 Pre-Treatment SCN3A 6328 37 2 165947616 165947616 Missense_Mutation SNP C T 101 310 c.5047G>A c.(5047-5049)GAA>AAA p.E1683K

Pat_14 Pre-Treatment SCN2A 6326 37 2 166167031 166167031 Missense_Mutation SNP C T 50 200 c.896C>T c.(895-897)TCA>TTA p.S299L

Pat_14 Pre-Treatment SCN9A 6335 37 2 167160796 167160796 Nonsense_Mutation SNP G A 24 96 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_14 Pre-Treatment LRP2 4036 37 2 170103911 170103911 Missense_Mutation SNP G A 60 239 c.2885C>T c.(2884-2886)TCG>TTG p.S962L

Pat_14 Pre-Treatment TTN 7273 37 2 179496982 179496982 Missense_Mutation SNP C T 15 46 c.35935G>A c.(35935-35937)GAA>AAA p.E11979K

Pat_14 Pre-Treatment TTN 7273 37 2 179594264 179594264 Missense_Mutation SNP G A 53 214 c.14887C>T c.(14887-14889)CCT>TCT p.P4963S

Pat_14 Pre-Treatment TTN 7273 37 2 179595259 179595259 Missense_Mutation SNP G T 9 657 c.14269C>A c.(14269-14271)CAA>AAA p.Q4757K

Pat_14 Pre-Treatment TTN 7273 37 2 179597833 179597833 Missense_Mutation SNP G A 22 95 c.12338C>T c.(12337-12339)CCA>CTA p.P4113L

Pat_14 Pre-Treatment TTN 7273 37 2 179612065 179612065 Missense_Mutation SNP C T 40 206 c.15062G>A c.(15061-15063)GGA>GAA p.G5021E

Pat_14 Pre-Treatment TTN 7273 37 2 179615447 179615447 Missense_Mutation SNP C T 20 73 c.11680G>A c.(11680-11682)GAA>AAA p.E3894K

Pat_14 Pre-Treatment TTN 7273 37 2 179616446 179616446 Missense_Mutation SNP G A 76 218 c.10681C>T c.(10681-10683)CAC>TAC p.H3561Y

Pat_14 Pre-Treatment TTN 7273 37 2 179641217 179641217 Missense_Mutation SNP G A 73 295 c.5374C>T c.(5374-5376)CTT>TTT p.L1792F

Pat_14 Pre-Treatment WDR75 84128 37 2 190329839 190329839 Missense_Mutation SNP A T 4 153 c.1148A>T c.(1147-1149)TAT>TTT p.Y383F

Pat_14 Pre-Treatment OBFC2A 64859 37 2 192550343 192550343 Missense_Mutation SNP G A 6 38 c.464G>A c.(463-465)GGC>GAC p.G155D

Pat_14 Pre-Treatment DNAH7 56171 37 2 196723344 196723344 Missense_Mutation SNP C T 23 99 c.7921G>A c.(7921-7923)GAA>AAA p.E2641K

Pat_14 Pre-Treatment DNAH7 56171 37 2 196884016 196884016 Missense_Mutation SNP C T 40 153 c.747G>A c.(745-747)ATG>ATA p.M249I

Pat_14 Pre-Treatment PGAP1 80055 37 2 197791194 197791194 Missense_Mutation SNP C A 7 773 c.147G>T c.(145-147)CAG>CAT p.Q49H

Pat_14 Pre-Treatment NBEAL1 65065 37 2 204045126 204045126 Missense_Mutation SNP G T 85 373 c.6399G>T c.(6397-6399)CAG>CAT p.Q2133H

Pat_14 Pre-Treatment ZDBF2 57683 37 2 207170939 207170939 Missense_Mutation SNP C T 18 78 c.1687C>T c.(1687-1689)CGG>TGG p.R563W

Pat_14 Pre-Treatment C2orf80 389073 37 2 209036721 209036721 Missense_Mutation SNP G T 11 816 c.445C>A c.(445-447)CGC>AGC p.R149S

Pat_14 Pre-Treatment ERBB4 2066 37 2 212295699 212295699 Missense_Mutation SNP C T 92 333 c.2614G>A c.(2614-2616)GAA>AAA p.E872K

Pat_14 Pre-Treatment TNS1 7145 37 2 218712377 218712377 Missense_Mutation SNP G A 49 147 c.2488C>T c.(2488-2490)CCA>TCA p.P830S

Pat_14 Pre-Treatment TNS1 7145 37 2 218745694 218745694 Nonsense_Mutation SNP A C 59 200 c.981T>G c.(979-981)TAT>TAG p.Y327*

Pat_14 Pre-Treatment GLB1L 79411 37 2 220102571 220102571 Missense_Mutation SNP C T 53 275 c.1450G>A c.(1450-1452)GGG>AGG p.G484R

Pat_14 Pre-Treatment GMPPA 29926 37 2 220366237 220366237 Missense_Mutation SNP C A 7 667 c.178C>A c.(178-180)CAA>AAA p.Q60K

Pat_14 Pre-Treatment ACCN4 55515 37 2 220400018 220400018 Nonsense_Mutation SNP A T 10 70 c.1525A>T c.(1525-1527)AAG>TAG p.K509*

Pat_14 Pre-Treatment SPHKAP 80309 37 2 228881246 228881246 Missense_Mutation SNP C T 28 133 c.4324G>A c.(4324-4326)GAA>AAA p.E1442K

Pat_14 Pre-Treatment GPR55 9290 37 2 231775425 231775425 Nonsense_Mutation SNP G A 55 228 c.253C>T c.(253-255)CAG>TAG p.Q85*

Pat_14 Pre-Treatment INPP5D 3635 37 2 233995276 233995276 Missense_Mutation SNP G A 40 91 c.583G>A c.(583-585)GAC>AAC p.D195N

Pat_14 Pre-Treatment DEFB125 245938 37 20 76774 76774 Missense_Mutation SNP G A 135 646 c.187G>A c.(187-189)GAA>AAA p.E63K



Pat_14 Pre-Treatment C20orf27 54976 37 20 3734734 3734734 Missense_Mutation SNP C T 46 74 c.496G>A c.(496-498)GAG>AAG p.E166K

Pat_14 Pre-Treatment SMOX 54498 37 20 4155742 4155742 Missense_Mutation SNP C A 7 694 c.40C>A c.(40-42)CCT>ACT p.P14T

Pat_14 Pre-Treatment PAK7 57144 37 20 9546769 9546769 Missense_Mutation SNP G A 24 89 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_14 Pre-Treatment SSTR4 6754 37 20 23016400 23016400 Missense_Mutation SNP G A 125 456 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_14 Pre-Treatment FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 7 274 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_14 Pre-Treatment COMMD7 149951 37 20 31294383 31294383 Splice_Site SNP A G 3 154 c.336_splice c.e5+1 p.K112_splice

Pat_14 Pre-Treatment MYH7B 57644 37 20 33586662 33586662 Nonsense_Mutation SNP G A 21 157 c.4260G>A c.(4258-4260)TGG>TGA p.W1420*

Pat_14 Pre-Treatment CHD6 84181 37 20 40054738 40054738 Missense_Mutation SNP C A 9 772 c.4124G>T c.(4123-4125)CGG>CTG p.R1375L

Pat_14 Pre-Treatment PTPRT 11122 37 20 40827982 40827982 Missense_Mutation SNP C T 115 252 c.2389G>A c.(2389-2391)GAG>AAG p.E797K

Pat_14 Pre-Treatment MYBL2 4605 37 20 42344630 42344630 Missense_Mutation SNP G A 222 436 c.2006G>A c.(2005-2007)GGG>GAG p.G669E

Pat_14 Pre-Treatment TOX2 84969 37 20 42635208 42635208 Missense_Mutation SNP A T 180 295 c.214A>T c.(214-216)AAC>TAC p.N72Y

Pat_14 Pre-Treatment SEMG1 6406 37 20 43836308 43836308 Missense_Mutation SNP C T 57 357 c.370C>T c.(370-372)CAC>TAC p.H124Y

Pat_14 Pre-Treatment SDC4 6385 37 20 43959102 43959102 Missense_Mutation SNP A G 112 177 c.349T>C c.(349-351)TCA>CCA p.S117P

Pat_14 Pre-Treatment SLC9A8 23315 37 20 48491319 48491319 Missense_Mutation SNP C T 253 480 c.1036C>T c.(1036-1038)CTC>TTC p.L346F

Pat_14 Pre-Treatment CASS4 57091 37 20 55028094 55028094 Missense_Mutation SNP C T 40 160 c.1862C>T c.(1861-1863)TCA>TTA p.S621L

Pat_14 Pre-Treatment TAF4 6874 37 20 60578276 60578276 Nonsense_Mutation SNP G T 6 548 c.2426C>A c.(2425-2427)TCG>TAG p.S809*

Pat_14 Pre-Treatment OSBPL2 9885 37 20 60866788 60866788 Nonsense_Mutation SNP G T 81 454 c.1279G>T c.(1279-1281)GAG>TAG p.E427*

Pat_14 Pre-Treatment EEF1A2 1917 37 20 62121835 62121836 Missense_Mutation DNP GG AA 41 74 c.1025_1026CC>TT c.(1024-1026)TCC>TTT p.S342F

Pat_14 Pre-Treatment SRMS 6725 37 20 62174747 62174747 Missense_Mutation SNP C T 5 402 c.565G>A c.(565-567)GGC>AGC p.G189S

Pat_14 Pre-Treatment TPTE 7179 37 21 10914373 10914373 Missense_Mutation SNP C T 24 121 c.1346G>A c.(1345-1347)GGA>GAA p.G449E

Pat_14 Pre-Treatment POTED 317754 37 21 14983006 14983006 Missense_Mutation SNP C T 12 153 c.457C>T c.(457-459)CCC>TCC p.P153S

Pat_14 Pre-Treatment USP25 29761 37 21 17236609 17236609 Missense_Mutation SNP G A 4 283 c.2360G>A c.(2359-2361)AGG>AAG p.R787K

Pat_14 Pre-Treatment CYYR1 116159 37 21 27840893 27840893 Missense_Mutation SNP G A 70 243 c.392C>T c.(391-393)CCA>CTA p.P131L

Pat_14 Pre-Treatment GRIK1 2897 37 21 30968846 30968846 Missense_Mutation SNP C A 86 396 c.1251G>T c.(1249-1251)AAG>AAT p.K417N

Pat_14 Pre-Treatment KCNE2 9992 37 21 35742905 35742905 Missense_Mutation SNP C T 56 218 c.128C>T c.(127-129)GCT>GTT p.A43V

Pat_14 Pre-Treatment CHAF1B 8208 37 21 37785564 37785564 Missense_Mutation SNP C T 4 215 c.1444C>T c.(1444-1446)CGG>TGG p.R482W

Pat_14 Pre-Treatment TFF1 7031 37 21 43783391 43783391 Missense_Mutation SNP G A 51 134 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_14 Pre-Treatment RSPH1 89765 37 21 43913099 43913099 Missense_Mutation SNP C T 169 604 c.145G>A c.(145-147)GAA>AAA p.E49K

Pat_14 Pre-Treatment KRTAP10-7 386675 37 21 46020592 46020592 Missense_Mutation SNP C T 47 143 c.71C>T c.(70-72)TCC>TTC p.S24F

Pat_14 Pre-Treatment KRTAP10-12 386685 37 21 46117718 46117718 Missense_Mutation SNP C A 9 672 c.602C>A c.(601-603)CCT>CAT p.P201H

Pat_14 Pre-Treatment PCNT 5116 37 21 47754654 47754654 Missense_Mutation SNP C A 8 599 c.611C>A c.(610-612)CCA>CAA p.P204Q

Pat_14 Pre-Treatment SLC25A1 6576 37 22 19164124 19164124 Missense_Mutation SNP G T 4 251 c.714C>A c.(712-714)AAC>AAA p.N238K

Pat_14 Pre-Treatment CCDC116 164592 37 22 21991067 21991067 Missense_Mutation SNP C T 81 93 c.1550C>T c.(1549-1551)TCC>TTC p.S517F

Pat_14 Pre-Treatment HPS4 89781 37 22 26864540 26864540 Missense_Mutation SNP G A 105 120 c.646C>T c.(646-648)CAC>TAC p.H216Y

Pat_14 Pre-Treatment NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 6 299 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_14 Pre-Treatment MYH9 4627 37 22 36697687 36697687 Missense_Mutation SNP G A 74 91 c.2524C>T c.(2524-2526)CGG>TGG p.R842W

Pat_14 Pre-Treatment TMPRSS6 164656 37 22 37482392 37482392 Missense_Mutation SNP C T 32 43 c.931G>A c.(931-933)GTC>ATC p.V311I

Pat_14 Pre-Treatment PICK1 9463 37 22 38461035 38461035 Missense_Mutation SNP G T 8 551 c.180G>T c.(178-180)TTG>TTT p.L60F

Pat_14 Pre-Treatment DDX17 10521 37 22 38882109 38882109 Missense_Mutation SNP C A 5 313 c.2027G>T c.(2026-2028)AGC>ATC p.S676I

Pat_14 Pre-Treatment GRAP2 9402 37 22 40356161 40356161 Missense_Mutation SNP C A 238 272 c.273C>A c.(271-273)GAC>GAA p.D91E

Pat_14 Pre-Treatment TTLL12 23170 37 22 43579143 43579143 Missense_Mutation SNP C A 6 470 c.190G>T c.(190-192)GGG>TGG p.G64W

Pat_14 Pre-Treatment PLXNB2 23654 37 22 50720285 50720285 Missense_Mutation SNP G A 4 224 c.3343C>T c.(3343-3345)CGG>TGG p.R1115W

Pat_14 Pre-Treatment CNTN6 27255 37 3 1424632 1424632 Missense_Mutation SNP C T 64 229 c.2173C>T c.(2173-2175)CCA>TCA p.P725S

Pat_14 Pre-Treatment CNTN4 152330 37 3 3097837 3097837 Missense_Mutation SNP C T 69 300 c.3014C>T c.(3013-3015)TCG>TTG p.S1005L

Pat_14 Pre-Treatment ITPR1 3708 37 3 4808220 4808220 Missense_Mutation SNP T C 3 214 c.5407T>C c.(5407-5409)TTT>CTT p.F1803L

Pat_14 Pre-Treatment GRIP2 80852 37 3 14552975 14552975 Missense_Mutation SNP T A 36 72 c.2027A>T c.(2026-2028)AAA>ATA p.K676I

Pat_14 Pre-Treatment THRB 7068 37 3 24169132 24169132 Missense_Mutation SNP C T 133 496 c.1002G>A c.(1000-1002)ATG>ATA p.M334I



Pat_14 Pre-Treatment TGFBR2 7048 37 3 30733067 30733067 Missense_Mutation SNP C G 72 248 c.1680C>G c.(1678-1680)GAC>GAG p.D560E

Pat_14 Pre-Treatment GADL1 339896 37 3 30769837 30769837 Missense_Mutation SNP C T 40 162 c.1463G>A c.(1462-1464)GGA>GAA p.G488E

Pat_14 Pre-Treatment ZNF860 344787 37 3 32031383 32031383 Missense_Mutation SNP G A 85 284 c.812G>A c.(811-813)CGA>CAA p.R271Q

Pat_14 Pre-Treatment ARPP21 10777 37 3 35729257 35729257 Missense_Mutation SNP T A 43 214 c.288T>A c.(286-288)AGT>AGA p.S96R

Pat_14 Pre-Treatment TRANK1 9881 37 3 36880179 36880179 Missense_Mutation SNP C G 19 96 c.3527G>C c.(3526-3528)GGT>GCT p.G1176A

Pat_14 Pre-Treatment GOLGA4 2803 37 3 37388719 37388719 Nonsense_Mutation SNP G T 5 407 c.6508G>T c.(6508-6510)GGA>TGA p.G2170*

Pat_14 Pre-Treatment TTC21A 199223 37 3 39151609 39151609 Missense_Mutation SNP C T 49 160 c.247C>T c.(247-249)CAC>TAC p.H83Y

Pat_14 Pre-Treatment TRAK1 22906 37 3 42229637 42229637 Missense_Mutation SNP C A 6 379 c.581C>A c.(580-582)CCG>CAG p.P194Q

Pat_14 Pre-Treatment ZNF167 55888 37 3 44612818 44612818 Missense_Mutation SNP G A 75 213 c.2216G>A c.(2215-2217)CGA>CAA p.R739Q

Pat_14 Pre-Treatment LIMD1 8994 37 3 45637266 45637266 Missense_Mutation SNP G A 4 181 c.895G>A c.(895-897)GCA>ACA p.A299T

Pat_14 Pre-Treatment CCRL2 9034 37 3 46450597 46450597 Missense_Mutation SNP G A 100 296 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_14 Pre-Treatment ALS2CL 259173 37 3 46712485 46712485 Nonsense_Mutation SNP C A 115 401 c.2851G>T c.(2851-2853)GAG>TAG p.E951*

Pat_14 Pre-Treatment COL7A1 1294 37 3 48618019 48618019 Nonsense_Mutation SNP G A 4 116 c.5047C>T c.(5047-5049)CGA>TGA p.R1683*

Pat_14 Pre-Treatment IMPDH2 3615 37 3 49065338 49065338 Missense_Mutation SNP C A 4 86 c.336G>T c.(334-336)CAG>CAT p.Q112H

Pat_14 Pre-Treatment WNT5A 7474 37 3 55504548 55504548 Missense_Mutation SNP T G 14 38 c.715A>C c.(715-717)AAG>CAG p.K239Q

Pat_14 Pre-Treatment CADPS 8618 37 3 62518660 62518660 Missense_Mutation SNP C T 85 303 c.2177G>A c.(2176-2178)CGA>CAA p.R726Q

Pat_14 Pre-Treatment ADAMTS9 56999 37 3 64592701 64592701 Missense_Mutation SNP C A 24 536 c.3409G>T c.(3409-3411)GGG>TGG p.G1137W

Pat_14 Pre-Treatment TMF1 7110 37 3 69097491 69097491 Missense_Mutation SNP G A 146 616 c.365C>T c.(364-366)TCA>TTA p.S122L

Pat_14 Pre-Treatment LMOD3 56203 37 3 69168038 69168038 Missense_Mutation SNP G C 13 86 c.1468C>G c.(1468-1470)CTG>GTG p.L490V

Pat_14 Pre-Treatment VGLL3 389136 37 3 87017835 87017835 Missense_Mutation SNP T A 21 93 c.842A>T c.(841-843)AAG>ATG p.K281M

Pat_14 Pre-Treatment EPHA6 285220 37 3 96945187 96945187 Missense_Mutation SNP G A 83 336 c.1194G>A c.(1192-1194)ATG>ATA p.M398I

Pat_14 Pre-Treatment CD96 10225 37 3 111298054 111298054 Missense_Mutation SNP A G 67 274 c.772A>G c.(772-774)AGG>GGG p.R258G

Pat_14 Pre-Treatment TAGLN3 29114 37 3 111719719 111719719 Missense_Mutation SNP C T 117 405 c.281C>T c.(280-282)TCC>TTC p.S94F

Pat_14 Pre-Treatment C3orf15 89876 37 3 119449097 119449097 Missense_Mutation SNP A T 83 320 c.891A>T c.(889-891)AAA>AAT p.K297N

Pat_14 Pre-Treatment STXBP5L 9515 37 3 120924797 120924797 Missense_Mutation SNP C T 30 151 c.905C>T c.(904-906)TCT>TTT p.S302F

Pat_14 Pre-Treatment SLC15A2 6565 37 3 121613331 121613331 Missense_Mutation SNP C T 82 260 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_14 Pre-Treatment CCDC14 64770 37 3 123663780 123663780 Missense_Mutation SNP G A 32 135 c.1403C>T c.(1402-1404)CCA>CTA p.P468L

Pat_14 Pre-Treatment SLC12A8 84561 37 3 124839501 124839501 Missense_Mutation SNP C T 20 87 c.766G>A c.(766-768)GAC>AAC p.D256N

Pat_14 Pre-Treatment EEFSEC 60678 37 3 127983587 127983587 Missense_Mutation SNP T C 3 197 c.749T>C c.(748-750)ATC>ACC p.I250T

Pat_14 Pre-Treatment PLXND1 23129 37 3 129289909 129289910 Missense_Mutation DNP CG AT 6 740 c.3573_3574CG>AT571-3576)CCCGGG>CCAT p.G1192W

Pat_14 Pre-Treatment TMEM108 66000 37 3 133099648 133099648 Missense_Mutation SNP G A 47 185 c.1093G>A c.(1093-1095)GAT>AAT p.D365N

Pat_14 Pre-Treatment RAB6B 51560 37 3 133558447 133558447 Nonsense_Mutation SNP G A 92 317 c.304C>T c.(304-306)CAA>TAA p.Q102*

Pat_14 Pre-Treatment DZIP1L 199221 37 3 137787171 137787171 Nonsense_Mutation SNP G A 4 208 c.1654C>T c.(1654-1656)CAG>TAG p.Q552*

Pat_14 Pre-Treatment SIAH2 6478 37 3 150460311 150460311 Missense_Mutation SNP G T 6 443 c.592C>A c.(592-594)CTT>ATT p.L198I

Pat_14 Pre-Treatment IGSF10 285313 37 3 151163294 151163294 Missense_Mutation SNP G T 4 238 c.4475C>A c.(4474-4476)ACT>AAT p.T1492N

Pat_14 Pre-Treatment SERPINI2 5276 37 3 167189388 167189388 Missense_Mutation SNP C T 74 305 c.235G>A c.(235-237)GAA>AAA p.E79K

Pat_14 Pre-Treatment NAALADL2 254827 37 3 175181255 175181255 Missense_Mutation SNP G A 16 58 c.1301G>A c.(1300-1302)GGA>GAA p.G434E

Pat_14 Pre-Treatment CCDC39 339829 37 3 180377266 180377266 Missense_Mutation SNP C T 34 148 c.712G>A c.(712-714)GAT>AAT p.D238N

Pat_14 Pre-Treatment EIF4G1 1981 37 3 184052572 184052572 Missense_Mutation SNP C T 100 366 c.4676C>T c.(4675-4677)GCC>GTC p.A1559V

Pat_14 Pre-Treatment C3orf70 285382 37 3 184800847 184800847 Missense_Mutation SNP G A 93 455 c.701C>T c.(700-702)TCC>TTC p.S234F

Pat_14 Pre-Treatment RTP1 132112 37 3 186915381 186915381 Nonsense_Mutation SNP G A 85 301 c.78G>A c.(76-78)TGG>TGA p.W26*

Pat_14 Pre-Treatment MASP1 5648 37 3 187003740 187003740 Missense_Mutation SNP G A 69 246 c.110C>T c.(109-111)CCA>CTA p.P37L

Pat_14 Pre-Treatment RTP2 344892 37 3 187416366 187416366 Missense_Mutation SNP G A 49 185 c.598C>T c.(598-600)CGC>TGC p.R200C

Pat_14 Pre-Treatment LEPREL1 55214 37 3 189711976 189711976 Missense_Mutation SNP C T 44 205 c.730G>A c.(730-732)GAT>AAT p.D244N

Pat_14 Pre-Treatment ATP13A5 344905 37 3 193031914 193031914 Missense_Mutation SNP T A 40 465 c.2227A>T c.(2227-2229)ATC>TTC p.I743F

Pat_14 Pre-Treatment MUC4 4585 37 3 195516473 195516473 Missense_Mutation SNP C T 103 305 c.1978G>A c.(1978-1980)GAC>AAC p.D660N

Pat_14 Pre-Treatment LMLN 89782 37 3 197717465 197717465 Missense_Mutation SNP G A 84 275 c.965G>A c.(964-966)CGA>CAA p.R322Q



Pat_14 Pre-Treatment ZNF595 152687 37 4 59969 59969 Missense_Mutation SNP C T 10 280 c.149C>T c.(148-150)CCA>CTA p.P50L

Pat_14 Pre-Treatment PDE6B 5158 37 4 628610 628610 Missense_Mutation SNP G A 66 151 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_14 Pre-Treatment FGFRL1 53834 37 4 1018918 1018918 Missense_Mutation SNP C T 15 40 c.1298C>T c.(1297-1299)CCC>CTC p.P433L

Pat_14 Pre-Treatment SLBP 7884 37 4 1695421 1695421 Missense_Mutation SNP G T 6 246 c.716C>A c.(715-717)CCC>CAC p.P239H

Pat_14 Pre-Treatment SH3TC1 54436 37 4 8226937 8226937 Missense_Mutation SNP G A 31 46 c.1279G>A c.(1279-1281)GAA>AAA p.E427K

Pat_14 Pre-Treatment STIM2 57620 37 4 27024457 27024457 Missense_Mutation SNP C A 5 243 c.2365C>A c.(2365-2367)CGC>AGC p.R789S

Pat_14 Pre-Treatment TLR10 81793 37 4 38777034 38777034 Missense_Mutation SNP G T 47 106 c.178C>A c.(178-180)CTT>ATT p.L60I

Pat_14 Pre-Treatment KIAA1211 57482 37 4 57182501 57182501 Missense_Mutation SNP G A 32 63 c.2833G>A c.(2833-2835)GCT>ACT p.A945T

Pat_14 Pre-Treatment TMPRSS11B 132724 37 4 69100328 69100328 Missense_Mutation SNP C T 57 159 c.322G>A c.(322-324)GGT>AGT p.G108S

Pat_14 Pre-Treatment CCDC158 339965 37 4 77292608 77292608 Missense_Mutation SNP C T 47 75 c.1111G>A c.(1111-1113)GAA>AAA p.E371K

Pat_14 Pre-Treatment CXCL13 10563 37 4 78528940 78528940 Nonsense_Mutation SNP C T 71 154 c.148C>T c.(148-150)CGA>TGA p.R50*

Pat_14 Pre-Treatment NKX6-1 4825 37 4 85416846 85416847 Missense_Mutation DNP CC TT 83 281 c.821_822GG>AA c.(820-822)GGG>GAA p.G274E

Pat_14 Pre-Treatment MEPE 56955 37 4 88767137 88767137 Missense_Mutation SNP C T 23 52 c.1117C>T c.(1117-1119)CAT>TAT p.H373Y

Pat_14 Pre-Treatment ABCG2 9429 37 4 89052255 89052255 Missense_Mutation SNP C A 8 589 c.489G>T c.(487-489)AGG>AGT p.R163S

Pat_14 Pre-Treatment FAM190A 401145 37 4 91234040 91234040 Missense_Mutation SNP C T 7 14 c.1351C>T c.(1351-1353)CGT>TGT p.R451C

Pat_14 Pre-Treatment FAM190A 401145 37 4 91549378 91549378 Nonsense_Mutation SNP C T 22 52 c.1927C>T c.(1927-1929)CAA>TAA p.Q643*

Pat_14 Pre-Treatment ADH4 127 37 4 100052663 100052663 Missense_Mutation SNP C T 55 121 c.835G>A c.(835-837)GAA>AAA p.E279K

Pat_14 Pre-Treatment ANK2 287 37 4 114254292 114254292 Missense_Mutation SNP G A 5 297 c.3307G>A c.(3307-3309)GAC>AAC p.D1103N

Pat_14 Pre-Treatment PDE5A 8654 37 4 120419851 120419851 Missense_Mutation SNP C T 111 185 c.2533G>A c.(2533-2535)GGC>AGC p.G845S

Pat_14 Pre-Treatment PRDM5 11107 37 4 121774608 121774608 Missense_Mutation SNP G A 232 491 c.265C>T c.(265-267)CCA>TCA p.P89S

Pat_14 Pre-Treatment FAT4 79633 37 4 126237672 126237672 Missense_Mutation SNP G T 6 433 c.106G>T c.(106-108)GGG>TGG p.G36W

Pat_14 Pre-Treatment HHIP 64399 37 4 145567955 145567955 Missense_Mutation SNP A G 32 97 c.128A>G c.(127-129)AAC>AGC p.N43S

Pat_14 Pre-Treatment DCHS2 54798 37 4 155219534 155219534 Missense_Mutation SNP C A 7 321 c.4567G>T c.(4567-4569)GGT>TGT p.G1523C

Pat_14 Pre-Treatment FGA 2243 37 4 155507677 155507677 Missense_Mutation SNP G T 4 248 c.904C>A c.(904-906)CCT>ACT p.P302T

Pat_14 Pre-Treatment GUCY1B3 2983 37 4 156723706 156723706 Missense_Mutation SNP C T 17 42 c.1388C>T c.(1387-1389)TCC>TTC p.S463F

Pat_14 Pre-Treatment CTSO 1519 37 4 156858553 156858553 Missense_Mutation SNP G A 47 123 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_14 Pre-Treatment NEIL3 55247 37 4 178274739 178274739 Missense_Mutation SNP T G 7 268 c.1317T>G c.(1315-1317)GAT>GAG p.D439E

Pat_14 Pre-Treatment PDLIM3 27295 37 4 186435488 186435488 Missense_Mutation SNP C A 5 327 c.334G>T c.(334-336)GGG>TGG p.G112W

Pat_14 Pre-Treatment SORBS2 8470 37 4 186544155 186544155 Missense_Mutation SNP C A 8 230 c.2416G>T c.(2416-2418)GGG>TGG p.G806W

Pat_14 Pre-Treatment CTNND2 1501 37 5 11565098 11565098 Missense_Mutation SNP C T 46 151 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_14 Pre-Treatment DNAH5 1767 37 5 13781040 13781040 Missense_Mutation SNP C T 50 140 c.8849G>A c.(8848-8850)GGA>GAA p.G2950E

Pat_14 Pre-Treatment FAM105B 90268 37 5 14678841 14678841 Missense_Mutation SNP A G 44 112 c.281A>G c.(280-282)AAA>AGA p.K94R

Pat_14 Pre-Treatment PRDM9 56979 37 5 23523433 23523433 Missense_Mutation SNP G A 51 210 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_14 Pre-Treatment SPEF2 79925 37 5 35771819 35771819 Missense_Mutation SNP G A 9 40 c.3910G>A c.(3910-3912)GAG>AAG p.E1304K

Pat_14 Pre-Treatment FYB 2533 37 5 39202834 39202834 Missense_Mutation SNP C T 17 37 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_14 Pre-Treatment HEATR7B2 133558 37 5 41045898 41045898 Nonsense_Mutation SNP G A 161 522 c.1786C>T c.(1786-1788)CAG>TAG p.Q596*

Pat_14 Pre-Treatment OXCT1 5019 37 5 41853607 41853607 Missense_Mutation SNP G A 4 169 c.328C>T c.(328-330)CGC>TGC p.R110C

Pat_14 Pre-Treatment GHR 2690 37 5 42695140 42695140 Missense_Mutation SNP A G 48 134 c.388A>G c.(388-390)ACT>GCT p.T130A

Pat_14 Pre-Treatment IL31RA 133396 37 5 55202002 55202002 Missense_Mutation SNP T A 114 293 c.1138T>A c.(1138-1140)TCT>ACT p.S380T

Pat_14 Pre-Treatment HAPLN1 1404 37 5 82948521 82948521 Missense_Mutation SNP G A 89 273 c.223C>T c.(223-225)CAT>TAT p.H75Y

Pat_14 Pre-Treatment ARSK 153642 37 5 94918703 94918703 Missense_Mutation SNP G A 6 396 c.500G>A c.(499-501)AGG>AAG p.R167K

Pat_14 Pre-Treatment APC 324 37 5 112174268 112174268 Missense_Mutation SNP A C 69 201 c.2977A>C c.(2977-2979)AAG>CAG p.K993Q

Pat_14 Pre-Treatment CHSY3 337876 37 5 129520087 129520087 Missense_Mutation SNP C T 38 114 c.1252C>T c.(1252-1254)CGC>TGC p.R418C

Pat_14 Pre-Treatment FNIP1 96459 37 5 131066631 131066631 Missense_Mutation SNP G A 61 132 c.320C>T c.(319-321)TCT>TTT p.S107F

Pat_14 Pre-Treatment IL13 3596 37 5 131995518 131995518 Missense_Mutation SNP G T 37 82 c.331G>T c.(331-333)GGG>TGG p.G111W

Pat_14 Pre-Treatment DDX46 9879 37 5 134154607 134154607 Missense_Mutation SNP G A 35 91 c.2887G>A c.(2887-2889)GAA>AAA p.E963K

Pat_14 Pre-Treatment TRPC7 57113 37 5 135587487 135587487 Missense_Mutation SNP C T 4 161 c.1426G>A c.(1426-1428)GGG>AGG p.G476R



Pat_14 Pre-Treatment KLHL3 26249 37 5 137045463 137045463 Missense_Mutation SNP G A 99 243 c.217C>T c.(217-219)CCC>TCC p.P73S

Pat_14 Pre-Treatment PCDHA7 56141 37 5 140215352 140215352 Missense_Mutation SNP G A 77 166 c.1384G>A c.(1384-1386)GTG>ATG p.V462M

Pat_14 Pre-Treatment PCDHB7 56129 37 5 140553374 140553374 Missense_Mutation SNP C G 4 321 c.958C>G c.(958-960)CAG>GAG p.Q320E

Pat_14 Pre-Treatment GNPDA1 10007 37 5 141385873 141385873 Missense_Mutation SNP G T 5 216 c.245C>A c.(244-246)CCG>CAG p.P82Q

Pat_14 Pre-Treatment SPINK1 6690 37 5 147209175 147209175 Missense_Mutation SNP G A 63 124 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_14 Pre-Treatment CSF1R 1436 37 5 149460362 149460362 Missense_Mutation SNP C T 15 44 c.275G>A c.(274-276)GGA>GAA p.G92E

Pat_14 Pre-Treatment TIMD4 91937 37 5 156375486 156375486 Nonsense_Mutation SNP G C 4 172 c.785C>G c.(784-786)TCA>TGA p.S262*

Pat_14 Pre-Treatment ODZ2 57451 37 5 167671462 167671462 Missense_Mutation SNP G A 26 58 c.5531G>A c.(5530-5532)CGA>CAA p.R1844Q

Pat_14 Pre-Treatment FGF18 8817 37 5 170863238 170863238 Missense_Mutation SNP C T 4 101 c.211C>T c.(211-213)CGC>TGC p.R71C

Pat_14 Pre-Treatment C5orf41 153222 37 5 172518273 172518273 Missense_Mutation SNP T C 14 47 c.1091T>C c.(1090-1092)GTT>GCT p.V364A

Pat_14 Pre-Treatment HMP19 51617 37 5 173473792 173473792 Missense_Mutation SNP G A 111 233 c.34G>A c.(34-36)GGA>AGA p.G12R

Pat_14 Pre-Treatment UNC5A 90249 37 5 176305503 176305503 Missense_Mutation SNP G A 67 150 c.2047G>A c.(2047-2049)GGC>AGC p.G683S

Pat_14 Pre-Treatment MYLK4 340156 37 6 2689143 2689143 Missense_Mutation SNP C A 7 753 c.283G>T c.(283-285)GCC>TCC p.A95S

Pat_14 Pre-Treatment C6orf146 222826 37 6 4069088 4069088 Missense_Mutation SNP C T 26 140 c.1369G>A c.(1369-1371)GAA>AAA p.E457K

Pat_14 Pre-Treatment DSP 1832 37 6 7574391 7574391 Missense_Mutation SNP G A 67 283 c.2203G>A c.(2203-2205)GGT>AGT p.G735S

Pat_14 Pre-Treatment HIVEP1 3096 37 6 12164204 12164204 Missense_Mutation SNP C T 44 159 c.7667C>T c.(7666-7668)CCC>CTC p.P2556L

Pat_14 Pre-Treatment EDN1 1906 37 6 12294298 12294298 Missense_Mutation SNP T G 81 334 c.358T>G c.(358-360)TGG>GGG p.W120G

Pat_14 Pre-Treatment BTN3A1 11119 37 6 26406217 26406217 Missense_Mutation SNP C T 98 434 c.166C>T c.(166-168)CCG>TCG p.P56S

Pat_14 Pre-Treatment PRSS16 10279 37 6 27216651 27216651 Missense_Mutation SNP G T 6 327 c.263G>T c.(262-264)TGG>TTG p.W88L

Pat_14 Pre-Treatment SCAND3 114821 37 6 28542612 28542612 Missense_Mutation SNP G A 35 124 c.1870C>T c.(1870-1872)CAT>TAT p.H624Y

Pat_14 Pre-Treatment OR5V1 81696 37 6 29323149 29323149 Missense_Mutation SNP G A 134 482 c.824C>T c.(823-825)TCA>TTA p.S275L

Pat_14 Pre-Treatment TNF 7124 37 6 31545084 31545084 Missense_Mutation SNP C T 82 257 c.472C>T c.(472-474)CGC>TGC p.R158C

Pat_14 Pre-Treatment EHMT2 10919 37 6 31847961 31847961 Nonsense_Mutation SNP G T 5 197 c.3533C>A c.(3532-3534)TCA>TAA p.S1178*

Pat_14 Pre-Treatment TNXB 7148 37 6 32032724 32032724 Missense_Mutation SNP G A 7 99 c.6715C>T c.(6715-6717)CGG>TGG p.R2239W

Pat_14 Pre-Treatment SPDEF 25803 37 6 34507032 34507032 Missense_Mutation SNP T A 154 517 c.824A>T c.(823-825)GAG>GTG p.E275V

Pat_14 Pre-Treatment C6orf222 389384 37 6 36291138 36291138 Missense_Mutation SNP C T 87 330 c.1403G>A c.(1402-1404)CGA>CAA p.R468Q

Pat_14 Pre-Treatment DNAH8 1769 37 6 38790614 38790614 Missense_Mutation SNP G A 15 67 c.2873G>A c.(2872-2874)AGA>AAA p.R958K

Pat_14 Pre-Treatment DNAH8 1769 37 6 38793989 38793989 Missense_Mutation SNP G A 43 133 c.3254G>A c.(3253-3255)CGA>CAA p.R1085Q

Pat_14 Pre-Treatment DNAH8 1769 37 6 38863996 38863996 Missense_Mutation SNP G A 26 144 c.8284G>A c.(8284-8286)GAA>AAA p.E2762K

Pat_14 Pre-Treatment CUL9 23113 37 6 43188237 43188237 Missense_Mutation SNP A C 9 775 c.6323A>C c.(6322-6324)AAC>ACC p.N2108T

Pat_14 Pre-Treatment CLIC5 53405 37 6 45922948 45922948 Missense_Mutation SNP G A 48 142 c.574C>T c.(574-576)CCT>TCT p.P192S

Pat_14 Pre-Treatment TDRD6 221400 37 6 46659919 46659919 Missense_Mutation SNP C T 143 594 c.4054C>T c.(4054-4056)CCT>TCT p.P1352S

Pat_14 Pre-Treatment GPR115 221393 37 6 47681717 47681717 Missense_Mutation SNP C T 52 209 c.736C>T c.(736-738)CAC>TAC p.H246Y

Pat_14 Pre-Treatment PGK2 5232 37 6 49754605 49754605 Missense_Mutation SNP C T 42 287 c.296G>A c.(295-297)TGT>TAT p.C99Y

Pat_14 Pre-Treatment MCM3 4172 37 6 52147627 52147627 Missense_Mutation SNP G A 18 108 c.224C>T c.(223-225)GCC>GTC p.A75V

Pat_14 Pre-Treatment TINAG 27283 37 6 54245350 54245350 Missense_Mutation SNP G T 22 164 c.1277G>T c.(1276-1278)GGG>GTG p.G426V

Pat_14 Pre-Treatment FAM83B 222584 37 6 54804839 54804839 Missense_Mutation SNP G A 37 249 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_14 Pre-Treatment GFRAL 389400 37 6 55223831 55223831 Missense_Mutation SNP C T 94 375 c.847C>T c.(847-849)CTT>TTT p.L283F

Pat_14 Pre-Treatment HMGCLL1 54511 37 6 55406860 55406860 Missense_Mutation SNP T C 35 112 c.277A>G c.(277-279)AAG>GAG p.K93E

Pat_14 Pre-Treatment BMP5 653 37 6 55620477 55620477 Missense_Mutation SNP G A 51 182 c.1219C>T c.(1219-1221)CAT>TAT p.H407Y

Pat_14 Pre-Treatment COL21A1 81578 37 6 55932118 55932118 Missense_Mutation SNP C T 38 162 c.2102G>A c.(2101-2103)GGA>GAA p.G701E

Pat_14 Pre-Treatment COL21A1 81578 37 6 56021744 56021744 Missense_Mutation SNP C T 16 88 c.1375G>A c.(1375-1377)GAC>AAC p.D459N

Pat_14 Pre-Treatment COL21A1 81578 37 6 56035908 56035908 Missense_Mutation SNP C T 74 298 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_14 Pre-Treatment BAI3 577 37 6 69349189 69349189 Missense_Mutation SNP G A 63 194 c.622G>A c.(622-624)GAC>AAC p.D208N

Pat_14 Pre-Treatment COL19A1 1310 37 6 70639347 70639348 Missense_Mutation DNP GT AA 26 165 c.421_422GT>AA c.(421-423)GTG>AAG p.V141K

Pat_14 Pre-Treatment COL12A1 1303 37 6 75893077 75893077 Missense_Mutation SNP C T 125 462 c.1580G>A c.(1579-1581)AGA>AAA p.R527K

Pat_14 Pre-Treatment IMPG1 3617 37 6 76660536 76660536 Missense_Mutation SNP C T 29 100 c.1567G>A c.(1567-1569)GAT>AAT p.D523N



Pat_14 Pre-Treatment DOPEY1 23033 37 6 83840033 83840033 Missense_Mutation SNP C A 6 220 c.2533C>A c.(2533-2535)CAG>AAG p.Q845K

Pat_14 Pre-Treatment GJB7 375519 37 6 87994082 87994082 Missense_Mutation SNP C A 6 418 c.549G>T c.(547-549)TTG>TTT p.L183F

Pat_14 Pre-Treatment ANKRD6 22881 37 6 90340178 90340179 Missense_Mutation DNP GG AA 40 189 .1639_1640GG>AAc.(1639-1641)GGT>AAT p.G547N

Pat_14 Pre-Treatment GPR63 81491 37 6 97246787 97246787 Missense_Mutation SNP A C 74 264 c.821T>G c.(820-822)TTG>TGG p.L274W

Pat_14 Pre-Treatment WISP3 8838 37 6 112389575 112389575 Missense_Mutation SNP G A 29 85 c.757G>A c.(757-759)GAC>AAC p.D253N

Pat_14 Pre-Treatment LAMA4 3910 37 6 112454670 112454670 Missense_Mutation SNP G A 77 256 c.3577C>T c.(3577-3579)CCC>TCC p.P1193S

Pat_14 Pre-Treatment C6orf191 253582 37 6 130164717 130164717 Missense_Mutation SNP C T 85 374 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_14 Pre-Treatment EPB41L2 2037 37 6 131216236 131216236 Missense_Mutation SNP C A 82 566 c.1260G>T c.(1258-1260)AAG>AAT p.K420N

Pat_14 Pre-Treatment TBPL1 9519 37 6 134308154 134308154 Missense_Mutation SNP T G 4 200 c.537T>G c.(535-537)TTT>TTG p.F179L

Pat_14 Pre-Treatment PDE7B 27115 37 6 136468578 136468578 Missense_Mutation SNP C T 94 385 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_14 Pre-Treatment TAB2 23118 37 6 149691140 149691140 Missense_Mutation SNP C A 5 285 c.7C>A c.(7-9)CAA>AAA p.Q3K

Pat_14 Pre-Treatment SYNE1 23345 37 6 152728184 152728184 Missense_Mutation SNP G A 102 403 c.6688C>T c.(6688-6690)CAC>TAC p.H2230Y

Pat_14 Pre-Treatment VIP 7432 37 6 153073313 153073313 Missense_Mutation SNP A T 33 129 c.1A>T c.(1-3)ATG>TTG p.M1L

Pat_14 Pre-Treatment C6orf35 729515 37 6 157739911 157739911 Missense_Mutation SNP G A 63 193 c.230C>T c.(229-231)TCC>TTC p.S77F

Pat_14 Pre-Treatment SYNJ2 8871 37 6 158485655 158485656 Missense_Mutation DNP CC TT 133 395 c.1232_1233CC>TT c.(1231-1233)ACC>ATT p.T411I

Pat_14 Pre-Treatment SLC22A1 6580 37 6 160575922 160575922 Missense_Mutation SNP C T 51 205 c.1478C>T c.(1477-1479)GCC>GTC p.A493V

Pat_14 Pre-Treatment LPA 4018 37 6 161027610 161027610 Missense_Mutation SNP C A 9 627 c.2684G>T c.(2683-2685)TGG>TTG p.W895L

Pat_14 Pre-Treatment TTYH3 80727 37 7 2686861 2686861 Missense_Mutation SNP C T 8 48 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_14 Pre-Treatment DGKB 1607 37 7 14622740 14622740 Missense_Mutation SNP G A 38 118 c.1459C>T c.(1459-1461)CCT>TCT p.P487S

Pat_14 Pre-Treatment DGKB 1607 37 7 14758224 14758224 Missense_Mutation SNP C T 49 157 c.409G>A c.(409-411)GAC>AAC p.D137N

Pat_14 Pre-Treatment ABCB5 340273 37 7 20721158 20721158 Missense_Mutation SNP G A 5 265 c.403G>A c.(403-405)GCA>ACA p.A135T

Pat_14 Pre-Treatment ABCB5 340273 37 7 20782689 20782689 Missense_Mutation SNP G A 44 102 c.1879G>A c.(1879-1881)GGA>AGA p.G627R

Pat_14 Pre-Treatment ABCB5 340273 37 7 20795245 20795245 Nonstop_Mutation SNP T C 5 212 c.2437T>C c.(2437-2439)TGA>CGA p.*813R

Pat_14 Pre-Treatment INMT 11185 37 7 30795335 30795335 Missense_Mutation SNP G T 7 266 c.660G>T c.(658-660)GAG>GAT p.E220D

Pat_14 Pre-Treatment AVL9 23080 37 7 32598232 32598232 Missense_Mutation SNP T C 4 261 c.671T>C c.(670-672)CTT>CCT p.L224P

Pat_14 Pre-Treatment FKBP9 11328 37 7 33035909 33035909 Missense_Mutation SNP C A 5 190 c.1174C>A c.(1174-1176)CTC>ATC p.L392I

Pat_14 Pre-Treatment BBS9 27241 37 7 33312753 33312753 Nonsense_Mutation SNP C T 92 307 c.832C>T c.(832-834)CGA>TGA p.R278*

Pat_14 Pre-Treatment HERPUD2 64224 37 7 35678059 35678059 Missense_Mutation SNP C T 40 154 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_14 Pre-Treatment WBSCR17 64409 37 7 71130513 71130513 Missense_Mutation SNP C T 62 253 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_14 Pre-Treatment NCF1 653361 37 7 74203043 74203043 Missense_Mutation SNP C G 20 11 c.1046C>G c.(1045-1047)CCG>CGG p.P349R

Pat_14 Pre-Treatment PCLO 27445 37 7 82579285 82579285 Missense_Mutation SNP C T 47 177 c.10619G>A c.(10618-10620)CGG>CAG p.R3540Q

Pat_14 Pre-Treatment PCLO 27445 37 7 82582375 82582375 Missense_Mutation SNP G A 57 233 c.7894C>T c.(7894-7896)CCA>TCA p.P2632S

Pat_14 Pre-Treatment PCLO 27445 37 7 82764221 82764221 Missense_Mutation SNP C T 149 644 c.2645G>A c.(2644-2646)CGA>CAA p.R882Q

Pat_14 Pre-Treatment NPTX2 4885 37 7 98254422 98254422 Missense_Mutation SNP G A 81 314 c.832G>A c.(832-834)GAG>AAG p.E278K

Pat_14 Pre-Treatment TRRAP 8295 37 7 98509802 98509802 Missense_Mutation SNP C T 82 376 c.2165C>T c.(2164-2166)TCC>TTC p.S722F

Pat_14 Pre-Treatment TRRAP 8295 37 7 98569556 98569557 Nonsense_Mutation DNP CC TT 77 227 c.7806_7807CC>TT7804-7809)CTCCGA>CTTT p.R2603*

Pat_14 Pre-Treatment TAF6 6878 37 7 99705102 99705102 Missense_Mutation SNP C A 8 707 c.1801G>T c.(1801-1803)GGG>TGG p.G601W

Pat_14 Pre-Treatment ZAN 7455 37 7 100350453 100350453 Missense_Mutation SNP T C 5 278 c.2725T>C c.(2725-2727)TCC>CCC p.S909P

Pat_14 Pre-Treatment ZAN 7455 37 7 100350456 100350456 Missense_Mutation SNP C A 8 274 c.2728C>A c.(2728-2730)CCA>ACA p.P910T

Pat_14 Pre-Treatment AP1S1 1174 37 7 100802423 100802423 Missense_Mutation SNP C A 4 119 c.375C>A c.(373-375)GAC>GAA p.D125E

Pat_14 Pre-Treatment LAMB4 22798 37 7 107756552 107756552 Missense_Mutation SNP G A 84 345 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_14 Pre-Treatment IFRD1 3475 37 7 112108165 112108165 Missense_Mutation SNP G A 4 210 c.1036G>A c.(1036-1038)GTG>ATG p.V346M

Pat_14 Pre-Treatment CTTNBP2 83992 37 7 117431611 117431611 Missense_Mutation SNP G A 93 334 c.1639C>T c.(1639-1641)CCA>TCA p.P547S

Pat_14 Pre-Treatment CTTNBP2 83992 37 7 117432130 117432130 Missense_Mutation SNP G A 65 233 c.1120C>T c.(1120-1122)CCA>TCA p.P374S

Pat_14 Pre-Treatment PTPRZ1 5803 37 7 121652066 121652066 Missense_Mutation SNP C T 97 417 c.2966C>T c.(2965-2967)GCC>GTC p.A989V

Pat_14 Pre-Treatment AASS 10157 37 7 121716632 121716632 Missense_Mutation SNP G A 38 130 c.2692C>T c.(2692-2694)CCC>TCC p.P898S

Pat_14 Pre-Treatment CADPS2 93664 37 7 122261678 122261678 Missense_Mutation SNP C T 36 142 c.961G>A c.(961-963)GAA>AAA p.E321K



Pat_14 Pre-Treatment BPGM 669 37 7 134346804 134346804 Missense_Mutation SNP C T 34 231 c.545C>T c.(544-546)ACC>ATC p.T182I

Pat_14 Pre-Treatment DENND2A 27147 37 7 140301680 140301680 Missense_Mutation SNP C T 27 76 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_14 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 63 267 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_14 Pre-Treatment OR9A4 130075 37 7 141619270 141619270 Missense_Mutation SNP C T 79 340 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_14 Pre-Treatment MGAM 8972 37 7 141732625 141732625 Missense_Mutation SNP G A 9 74 c.1585G>A c.(1585-1587)GAT>AAT p.D529N

Pat_14 Pre-Treatment KEL 3792 37 7 142640601 142640601 Missense_Mutation SNP G A 6 307 c.1675C>T c.(1675-1677)CCC>TCC p.P559S

Pat_14 Pre-Treatment OR9A2 135924 37 7 142723766 142723766 Missense_Mutation SNP C T 82 242 c.454G>A c.(454-456)GAA>AAA p.E152K

Pat_14 Pre-Treatment OR6V1 346517 37 7 142749456 142749456 Missense_Mutation SNP C A 118 346 c.19C>A c.(19-21)CCC>ACC p.P7T

Pat_14 Pre-Treatment ABCF2 10061 37 7 150921095 150921095 Missense_Mutation SNP G A 103 275 c.473C>T c.(472-474)CCC>CTC p.P158L

Pat_14 Pre-Treatment SMARCD3 6604 37 7 150936538 150936538 Nonsense_Mutation SNP C A 6 180 c.1342G>T c.(1342-1344)GAG>TAG p.E448*

Pat_14 Pre-Treatment RBM33 155435 37 7 155534718 155534718 Missense_Mutation SNP G A 5 163 c.2255G>A c.(2254-2256)AGC>AAC p.S752N

Pat_14 Pre-Treatment MYOM2 9172 37 8 2021482 2021483 Missense_Mutation DNP CC TT 56 168 c.1022_1023CC>TT c.(1021-1023)TCC>TTT p.S341F

Pat_14 Pre-Treatment MYOM2 9172 37 8 2071239 2071239 Splice_Site SNP G A 45 130 c.3567_splice c.e29+1 p.K1189_splice

Pat_14 Pre-Treatment CSMD1 64478 37 8 2876014 2876014 Missense_Mutation SNP C T 183 574 c.8017G>A c.(8017-8019)GAA>AAA p.E2673K

Pat_14 Pre-Treatment CSMD1 64478 37 8 3165278 3165278 Missense_Mutation SNP G A 67 391 c.3892C>T c.(3892-3894)CCG>TCG p.P1298S

Pat_14 Pre-Treatment DEFA6 1671 37 8 6782377 6782377 Missense_Mutation SNP G A 88 297 c.266C>T c.(265-267)ACT>ATT p.T89I

Pat_14 Pre-Treatment ZDHHC2 51201 37 8 17055156 17055156 Missense_Mutation SNP G A 90 330 c.439G>A c.(439-441)GAT>AAT p.D147N

Pat_14 Pre-Treatment SLC18A1 6570 37 8 20008178 20008178 Missense_Mutation SNP G A 146 552 c.1093C>T c.(1093-1095)CGG>TGG p.R365W

Pat_14 Pre-Treatment SLC25A37 51312 37 8 23429298 23429298 Missense_Mutation SNP C T 36 129 c.947C>T c.(946-948)TCT>TTT p.S316F

Pat_14 Pre-Treatment ADAM28 10863 37 8 24199262 24199262 Missense_Mutation SNP G A 59 337 c.1822G>A c.(1822-1824)GAT>AAT p.D608N

Pat_14 Pre-Treatment ADAM7 8756 37 8 24339789 24339789 Missense_Mutation SNP A C 63 326 c.840A>C c.(838-840)AAA>AAC p.K280N

Pat_14 Pre-Treatment CLU 1191 37 8 27457371 27457371 Missense_Mutation SNP C T 13 101 c.1090G>A c.(1090-1092)GAG>AAG p.E364K

Pat_14 Pre-Treatment ELP3 55140 37 8 28017935 28017935 Missense_Mutation SNP C T 37 134 c.1447C>T c.(1447-1449)CCT>TCT p.P483S

Pat_14 Pre-Treatment POTEA 340441 37 8 43155707 43155707 Missense_Mutation SNP G A 69 277 c.635G>A c.(634-636)CGA>CAA p.R212Q

Pat_14 Pre-Treatment PCMTD1 115294 37 8 52733158 52733158 Missense_Mutation SNP C T 30 556 c.827G>A c.(826-828)AGG>AAG p.R276K

Pat_14 Pre-Treatment RB1CC1 9821 37 8 53570266 53570266 Missense_Mutation SNP G T 8 393 c.2123C>A c.(2122-2124)CCA>CAA p.P708Q

Pat_14 Pre-Treatment XKR4 114786 37 8 56015355 56015355 Missense_Mutation SNP G A 30 92 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_14 Pre-Treatment CLVS1 157807 37 8 62289312 62289312 Missense_Mutation SNP C T 40 170 c.604C>T c.(604-606)CTT>TTT p.L202F

Pat_14 Pre-Treatment CYP7B1 9420 37 8 65537058 65537058 Missense_Mutation SNP G A 42 195 c.161C>T c.(160-162)CCT>CTT p.P54L

Pat_14 Pre-Treatment KCNB2 9312 37 8 73480219 73480219 Missense_Mutation SNP G A 36 177 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_14 Pre-Treatment RUNX1T1 862 37 8 92982891 92982891 Missense_Mutation SNP T C 49 182 c.1534A>G c.(1534-1536)AGC>GGC p.S512G

Pat_14 Pre-Treatment RAD54B 25788 37 8 95416372 95416372 Missense_Mutation SNP C A 4 177 c.877G>T c.(877-879)GTA>TTA p.V293L

Pat_14 Pre-Treatment MATN2 4147 37 8 99040006 99040006 Missense_Mutation SNP G C 3 186 c.2305G>C c.(2305-2307)GGA>CGA p.G769R

Pat_14 Pre-Treatment ODF1 4956 37 8 103564256 103564256 Missense_Mutation SNP G A 24 103 c.301G>A c.(301-303)GAG>AAG p.E101K

Pat_14 Pre-Treatment TM7SF4 81501 37 8 105367211 105367211 Missense_Mutation SNP C T 34 150 c.1136C>T c.(1135-1137)CCT>CTT p.P379L

Pat_14 Pre-Treatment PKHD1L1 93035 37 8 110478926 110478926 Missense_Mutation SNP C T 28 82 c.8533C>T c.(8533-8535)CAC>TAC p.H2845Y

Pat_14 Pre-Treatment CSMD3 114788 37 8 113267629 113267629 Missense_Mutation SNP G T 18 101 c.9890C>A c.(9889-9891)CCT>CAT p.P3297H

Pat_14 Pre-Treatment PTK2 5747 37 8 141745399 141745399 Missense_Mutation SNP A G 3 93 c.1981T>C c.(1981-1983)TAT>CAT p.Y661H

Pat_14 Pre-Treatment RECQL4 9401 37 8 145740757 145740757 Missense_Mutation SNP G A 32 112 c.1343C>T c.(1342-1344)CCC>CTC p.P448L

Pat_14 Pre-Treatment DOCK8 81704 37 9 422104 422104 Missense_Mutation SNP C T 72 173 c.4210C>T c.(4210-4212)CAT>TAT p.H1404Y

Pat_14 Pre-Treatment PTPRD 5789 37 9 8375948 8375948 Missense_Mutation SNP A G 52 117 c.4649T>C c.(4648-4650)GTT>GCT p.V1550A

Pat_14 Pre-Treatment ARID3C 138715 37 9 34627758 34627758 Missense_Mutation SNP G A 43 99 c.254C>T c.(253-255)TCG>TTG p.S85L

Pat_14 Pre-Treatment CNTNAP3 79937 37 9 39109157 39109157 Nonsense_Mutation SNP G A 29 91 c.2365C>T c.(2365-2367)CAG>TAG p.Q789*

Pat_14 Pre-Treatment TRPM3 80036 37 9 73399102 73399102 Missense_Mutation SNP G A 72 261 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_14 Pre-Treatment PRUNE2 158471 37 9 79320862 79320862 Missense_Mutation SNP C T 99 420 c.6328G>A c.(6328-6330)GAT>AAT p.D2110N

Pat_14 Pre-Treatment PRUNE2 158471 37 9 79323973 79323973 Missense_Mutation SNP C T 110 383 c.3217G>A c.(3217-3219)GAA>AAA p.E1073K

Pat_14 Pre-Treatment FOXB2 442425 37 9 79634773 79634773 Missense_Mutation SNP A G 49 181 c.203A>G c.(202-204)AAC>AGC p.N68S



Pat_14 Pre-Treatment SLC28A3 64078 37 9 86893162 86893162 Missense_Mutation SNP T G 51 147 c.2047A>C c.(2047-2049)AAC>CAC p.N683H

Pat_14 Pre-Treatment DIRAS2 54769 37 9 93375767 93375767 Missense_Mutation SNP G T 7 357 c.343C>A c.(343-345)CCC>ACC p.P115T

Pat_14 Pre-Treatment FAM120AOS 158293 37 9 96214912 96214912 Missense_Mutation SNP C A 31 117 c.80G>T c.(79-81)AGT>ATT p.S27I

Pat_14 Pre-Treatment FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 3 161 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_14 Pre-Treatment GABBR2 9568 37 9 101235533 101235533 Missense_Mutation SNP G T 5 253 c.894C>A c.(892-894)AAC>AAA p.N298K

Pat_14 Pre-Treatment NR4A3 8013 37 9 102590490 102590490 Missense_Mutation SNP C T 108 423 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_14 Pre-Treatment STX17 55014 37 9 102722408 102722408 Missense_Mutation SNP C A 88 404 c.553C>A c.(553-555)CTG>ATG p.L185M

Pat_14 Pre-Treatment PPP3R2 5535 37 9 104356864 104356864 Nonsense_Mutation SNP G A 77 286 c.349C>T c.(349-351)CAG>TAG p.Q117*

Pat_14 Pre-Treatment PPP3R2 5535 37 9 104357094 104357094 Missense_Mutation SNP G A 80 222 c.119C>T c.(118-120)TCT>TTT p.S40F

Pat_14 Pre-Treatment OR13C8 138802 37 9 107332262 107332262 Missense_Mutation SNP A C 22 206 c.814A>C c.(814-816)AAT>CAT p.N272H

Pat_14 Pre-Treatment OR13C9 286362 37 9 107379777 107379777 Missense_Mutation SNP C T 52 178 c.709G>A c.(709-711)GCT>ACT p.A237T

Pat_14 Pre-Treatment SVEP1 79987 37 9 113265384 113265384 Missense_Mutation SNP C T 83 292 c.1417G>A c.(1417-1419)GAA>AAA p.E473K

Pat_14 Pre-Treatment SVEP1 79987 37 9 113265434 113265434 Missense_Mutation SNP A G 121 379 c.1367T>C c.(1366-1368)ATG>ACG p.M456T

Pat_14 Pre-Treatment ZNF483 158399 37 9 114304974 114304974 Missense_Mutation SNP G C 55 193 c.1759G>C c.(1759-1761)GCC>CCC p.A587P

Pat_14 Pre-Treatment PAPPA 5069 37 9 119028231 119028231 Missense_Mutation SNP G A 47 148 c.2828G>A c.(2827-2829)GGA>GAA p.G943E

Pat_14 Pre-Treatment MEGF9 1955 37 9 123367743 123367743 Nonsense_Mutation SNP G A 31 113 c.1645C>T c.(1645-1647)CAA>TAA p.Q549*

Pat_14 Pre-Treatment LRRC8A 56262 37 9 131669646 131669646 Missense_Mutation SNP C T 82 226 c.203C>T c.(202-204)TCG>TTG p.S68L

Pat_14 Pre-Treatment RAPGEF1 2889 37 9 134501482 134501482 Missense_Mutation SNP A G 3 88 c.1478T>C c.(1477-1479)CTG>CCG p.L493P

Pat_14 Pre-Treatment COL5A1 1289 37 9 137701116 137701116 Missense_Mutation SNP C T 6 32 c.3454C>T c.(3454-3456)CCT>TCT p.P1152S

Pat_14 Pre-Treatment GLT6D1 360203 37 9 138516147 138516147 Missense_Mutation SNP C A 6 345 c.627G>T c.(625-627)GAG>GAT p.E209D

Pat_14 Pre-Treatment PMPCA 23203 37 9 139307004 139307004 Missense_Mutation SNP G A 34 150 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_14 Pre-Treatment FUT7 2529 37 9 139925577 139925577 Missense_Mutation SNP G A 6 326 c.614C>T c.(613-615)GCC>GTC p.A205V

Pat_14 Pre-Treatment NDOR1 27158 37 9 140109367 140109367 Missense_Mutation SNP C T 73 210 c.962C>T c.(961-963)TCC>TTC p.S321F

Pat_14 Pre-Treatment SLC25A6 293 37 X 1508364 1508364 Missense_Mutation SNP G A 104 433 c.368C>T c.(367-369)GCC>GTC p.A123V

Pat_14 Pre-Treatment XG 7499 37 X 2712599 2712599 Missense_Mutation SNP G A 28 159 c.277G>A c.(277-279)GAT>AAT p.D93N

Pat_14 Pre-Treatment GYG2 8908 37 X 2777926 2777926 Missense_Mutation SNP G A 31 124 c.750G>A c.(748-750)ATG>ATA p.M250I

Pat_14 Pre-Treatment ARSH 347527 37 X 2933220 2933220 Missense_Mutation SNP C T 17 66 c.550C>T c.(550-552)CCC>TCC p.P184S

Pat_14 Pre-Treatment MXRA5 25878 37 X 3235375 3235375 Missense_Mutation SNP T A 13 66 c.6347A>T c.(6346-6348)GAC>GTC p.D2116V

Pat_14 Pre-Treatment MXRA5 25878 37 X 3239504 3239504 Missense_Mutation SNP G T 30 111 c.4222C>A c.(4222-4224)CCC>ACC p.P1408T

Pat_14 Pre-Treatment NLGN4X 57502 37 X 5811450 5811450 Missense_Mutation SNP G A 26 201 c.1859C>T c.(1858-1860)TCA>TTA p.S620L

Pat_14 Pre-Treatment NLGN4X 57502 37 X 5827142 5827142 Missense_Mutation SNP G A 49 197 c.764C>T c.(763-765)GCT>GTT p.A255V

Pat_14 Pre-Treatment NLGN4X 57502 37 X 5827172 5827172 Missense_Mutation SNP G A 42 184 c.734C>T c.(733-735)CCC>CTC p.P245L

Pat_14 Pre-Treatment VCX 26609 37 X 7811770 7811770 Missense_Mutation SNP G A 57 639 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_14 Pre-Treatment WWC3 55841 37 X 10102545 10102545 Missense_Mutation SNP G A 7 444 c.2672G>A c.(2671-2673)CGC>CAC p.R891H

Pat_14 Pre-Treatment HCCS 3052 37 X 11135447 11135447 Missense_Mutation SNP G A 127 581 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_14 Pre-Treatment HCCS 3052 37 X 11139100 11139100 Missense_Mutation SNP C T 72 439 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_14 Pre-Treatment GLRA2 2742 37 X 14550453 14550453 Missense_Mutation SNP G A 58 345 c.161G>A c.(160-162)AGG>AAG p.R54K

Pat_14 Pre-Treatment MOSPD2 158747 37 X 14929528 14929528 Missense_Mutation SNP T C 19 66 c.872T>C c.(871-873)CTT>CCT p.L291P

Pat_14 Pre-Treatment SCML1 6322 37 X 17768162 17768162 Missense_Mutation SNP C A 8 568 c.452C>A c.(451-453)CCG>CAG p.P151Q

Pat_14 Pre-Treatment GPR64 10149 37 X 19025376 19025376 Missense_Mutation SNP A T 84 427 c.1666T>A c.(1666-1668)TTA>ATA p.L556I

Pat_14 Pre-Treatment PDHA1 5160 37 X 19371203 19371203 Missense_Mutation SNP G A 100 571 c.422G>A c.(421-423)CGA>CAA p.R141Q

Pat_14 Pre-Treatment MAP3K15 389840 37 X 19416419 19416419 Missense_Mutation SNP C T 137 685 c.416G>A c.(415-417)GGG>GAG p.G139E

Pat_14 Pre-Treatment MAP7D2 256714 37 X 20028977 20028978 Missense_Mutation DNP GG AA 67 397 c.2142_2143CC>TT2140-2145)AACCTT>AATT p.L715F

Pat_14 Pre-Treatment ZNF645 158506 37 X 22291373 22291373 Nonsense_Mutation SNP G T 6 520 c.265G>T c.(265-267)GGA>TGA p.G89*

Pat_14 Pre-Treatment SAT1 6303 37 X 23801803 23801803 Missense_Mutation SNP A G 37 129 c.95A>G c.(94-96)GAA>GGA p.E32G

Pat_14 Pre-Treatment PDK3 5165 37 X 24521545 24521545 Missense_Mutation SNP C A 72 216 c.422C>A c.(421-423)CCT>CAT p.P141H

Pat_14 Pre-Treatment POLA1 5422 37 X 24735407 24735407 Missense_Mutation SNP G A 64 207 c.689G>A c.(688-690)GGC>GAC p.G230D



Pat_14 Pre-Treatment MAGEB18 286514 37 X 26157394 26157394 Missense_Mutation SNP G A 21 58 c.292G>A c.(292-294)GAA>AAA p.E98K

Pat_14 Pre-Treatment GPR34 2857 37 X 41555572 41555572 Missense_Mutation SNP T C 4 119 c.686T>C c.(685-687)CTA>CCA p.L229P

Pat_14 Pre-Treatment GPR34 2857 37 X 41555592 41555592 Missense_Mutation SNP C T 18 69 c.706C>T c.(706-708)CTT>TTT p.L236F

Pat_14 Pre-Treatment MAOB 4129 37 X 43656391 43656391 Missense_Mutation SNP G A 71 343 c.599C>T c.(598-600)TCG>TTG p.S200L

Pat_14 Pre-Treatment USP11 8237 37 X 47104279 47104279 Missense_Mutation SNP C T 41 158 c.2171C>T c.(2170-2172)TCC>TTC p.S724F

Pat_14 Pre-Treatment ZNF41 7592 37 X 47307289 47307289 Missense_Mutation SNP C T 37 193 c.2006G>A c.(2005-2007)AGA>AAA p.R669K

Pat_14 Pre-Treatment PPP1R3F 89801 37 X 49142678 49142679 Missense_Mutation DNP GG AA 24 127 .1526_1527GG>AAc.(1525-1527)GGG>GAA p.G509E

Pat_14 Pre-Treatment DGKK 139189 37 X 50119065 50119065 Missense_Mutation SNP G T 18 117 c.3372C>A c.(3370-3372)GAC>GAA p.D1124E

Pat_14 Pre-Treatment SSX7 280658 37 X 52682006 52682006 Missense_Mutation SNP G A 50 287 c.98C>T c.(97-99)TCT>TTT p.S33F

Pat_14 Pre-Treatment TSPYL2 64061 37 X 53111883 53111883 Missense_Mutation SNP C T 5 17 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_14 Pre-Treatment ITIH5L 347365 37 X 54781500 54781500 Missense_Mutation SNP C T 83 381 c.3152G>A c.(3151-3153)GGA>GAA p.G1051E

Pat_14 Pre-Treatment TRO 7216 37 X 54949425 54949425 Missense_Mutation SNP C A 5 180 c.460C>A c.(460-462)CAA>AAA p.Q154K

Pat_14 Pre-Treatment HEPH 9843 37 X 65408222 65408222 Missense_Mutation SNP C T 4 17 c.656C>T c.(655-657)CCT>CTT p.P219L

Pat_14 Pre-Treatment PJA1 64219 37 X 68381389 68381389 Missense_Mutation SNP C T 56 209 c.1693G>A c.(1693-1695)GCC>ACC p.A565T

Pat_14 Pre-Treatment DGAT2L6 347516 37 X 69419665 69419665 Missense_Mutation SNP G T 5 214 c.200G>T c.(199-201)GGC>GTC p.G67V

Pat_14 Pre-Treatment TAF1 6872 37 X 70597592 70597592 Missense_Mutation SNP C T 65 345 c.851C>T c.(850-852)TCA>TTA p.S284L

Pat_14 Pre-Treatment NAP1L2 4674 37 X 72433494 72433494 Missense_Mutation SNP G A 38 103 c.835C>T c.(835-837)CCT>TCT p.P279S

Pat_14 Pre-Treatment TNMD 64102 37 X 99852643 99852643 Missense_Mutation SNP C T 54 180 c.566C>T c.(565-567)ACT>ATT p.T189I

Pat_14 Pre-Treatment DRP2 1821 37 X 100497387 100497387 Missense_Mutation SNP T A 139 596 c.902T>A c.(901-903)ATT>AAT p.I301N

Pat_14 Pre-Treatment ARMCX1 51309 37 X 100808511 100808511 Missense_Mutation SNP G A 88 493 c.598G>A c.(598-600)GAT>AAT p.D200N

Pat_14 Pre-Treatment ARMCX1 51309 37 X 100809053 100809053 Missense_Mutation SNP A T 17 99 c.1140A>T c.(1138-1140)GAA>GAT p.E380D

Pat_14 Pre-Treatment ARMCX3 51566 37 X 100881069 100881069 Missense_Mutation SNP C A 7 616 c.1100C>A c.(1099-1101)GCC>GAC p.A367D

Pat_14 Pre-Treatment ZMAT1 84460 37 X 101139146 101139146 Missense_Mutation SNP C T 112 649 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_14 Pre-Treatment GPRASP1 9737 37 X 101912133 101912133 Nonsense_Mutation SNP C T 131 474 c.3292C>T c.(3292-3294)CAG>TAG p.Q1098*

Pat_14 Pre-Treatment NRK 203447 37 X 105150462 105150462 Missense_Mutation SNP C T 8 29 c.901C>T c.(901-903)CGT>TGT p.R301C

Pat_14 Pre-Treatment SERPINA7 6906 37 X 105279352 105279352 Missense_Mutation SNP G A 117 364 c.647C>T c.(646-648)CCA>CTA p.P216L

Pat_14 Pre-Treatment SERPINA7 6906 37 X 105280502 105280502 Missense_Mutation SNP C T 121 483 c.548G>A c.(547-549)GGG>GAG p.G183E

Pat_14 Pre-Treatment MORC4 79710 37 X 106201686 106201686 Missense_Mutation SNP G A 4 242 c.1265C>T c.(1264-1266)CCT>CTT p.P422L

Pat_14 Pre-Treatment ATG4A 115201 37 X 107396209 107396209 Missense_Mutation SNP G A 19 111 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_14 Pre-Treatment COL4A5 1287 37 X 107925011 107925011 Missense_Mutation SNP C T 66 226 c.4109C>T c.(4108-4110)CCT>CTT p.P1370L

Pat_14 Pre-Treatment COL4A5 1287 37 X 107938575 107938575 Missense_Mutation SNP C T 76 412 c.4900C>T c.(4900-4902)CCC>TCC p.P1634S

Pat_14 Pre-Treatment RGAG1 57529 37 X 109695288 109695288 Missense_Mutation SNP G A 90 306 c.1443G>A c.(1441-1443)ATG>ATA p.M481I

Pat_14 Pre-Treatment HTR2C 3358 37 X 113965791 113965791 Missense_Mutation SNP G A 107 521 c.124G>A c.(124-126)GAT>AAT p.D42N

Pat_14 Pre-Treatment SLC6A14 11254 37 X 115573945 115573945 Missense_Mutation SNP C T 89 386 c.437C>T c.(436-438)TCT>TTT p.S146F

Pat_14 Pre-Treatment THOC2 57187 37 X 122800960 122800960 Missense_Mutation SNP C T 57 272 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_14 Pre-Treatment MST4 51765 37 X 131188719 131188719 Missense_Mutation SNP T A 56 324 c.103T>A c.(103-105)TTT>ATT p.F35I

Pat_14 Pre-Treatment GPC3 2719 37 X 132887882 132887882 Missense_Mutation SNP G A 61 316 c.659C>T c.(658-660)TCC>TTC p.S220F

Pat_14 Pre-Treatment DDX26B 203522 37 X 134703264 134703264 Missense_Mutation SNP G A 47 229 c.1195G>A c.(1195-1197)GAC>AAC p.D399N

Pat_14 Pre-Treatment MAP7D3 79649 37 X 135313960 135313960 Missense_Mutation SNP G A 56 331 c.1156C>T c.(1156-1158)CCG>TCG p.P386S

Pat_14 Pre-Treatment SPANXE 171489 37 X 140785698 140785698 Missense_Mutation SNP C T 146 591 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_14 Pre-Treatment FMR1 2332 37 X 147014282 147014282 Missense_Mutation SNP G A 19 88 c.880G>A c.(880-882)GGC>AGC p.G294S

Pat_14 Pre-Treatment FMR1 2332 37 X 147019004 147019004 Missense_Mutation SNP C T 24 200 c.1010C>T c.(1009-1011)TCC>TTC p.S337F

Pat_14 Pre-Treatment FMR1NB 158521 37 X 147088287 147088287 Missense_Mutation SNP G A 90 533 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_14 Pre-Treatment MTM1 4534 37 X 149831957 149831957 Missense_Mutation SNP G A 23 139 c.1519G>A c.(1519-1521)GAA>AAA p.E507K

Pat_14 Pre-Treatment MTM1 4534 37 X 149832076 149832076 Missense_Mutation SNP G C 69 336 c.1638G>C c.(1636-1638)AAG>AAC p.K546N

Pat_14 Pre-Treatment HMGB3 3149 37 X 150156314 150156314 Missense_Mutation SNP G A 33 183 c.530G>A c.(529-531)CGG>CAG p.R177Q

Pat_14 Pre-Treatment IDH3G 3421 37 X 153052370 153052370 Missense_Mutation SNP C A 7 660 c.810G>T c.(808-810)ATG>ATT p.M270I



Pat_14 Pre-Treatment FLNA 2316 37 X 153580606 153580606 Missense_Mutation SNP C T 15 75 c.6712G>A c.(6712-6714)GCC>ACC p.A2238T

Pat_14 Pre-Treatment FAM50A 9130 37 X 153673981 153673981 Missense_Mutation SNP G A 69 220 c.112G>A c.(112-114)GAG>AAG p.E38K

Pat_14 Post-Resistance MRPL20 55052 37 1 1337517 1337517 Missense_Mutation SNP C A 6 631 c.396G>T c.(394-396)TTG>TTT p.L132F

Pat_14 Post-Resistance SLC35E2 9906 37 1 1670392 1670392 Missense_Mutation SNP G A 3 46 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_14 Post-Resistance PRDM16 63976 37 1 3342201 3342201 Missense_Mutation SNP G A 4 293 c.2996G>A c.(2995-2997)CGG>CAG p.R999Q

Pat_14 Post-Resistance PIK3CD 5293 37 1 9780004 9780004 Missense_Mutation SNP T G 22 690 c.1268T>G c.(1267-1269)CTC>CGC p.L423R

Pat_14 Post-Resistance MTHFR 4524 37 1 11860307 11860307 Missense_Mutation SNP C T 7 740 c.548G>A c.(547-549)CGA>CAA p.R183Q

Pat_14 Post-Resistance VPS13D 55187 37 1 12387746 12387746 Missense_Mutation SNP G A 8 625 c.8032G>A c.(8032-8034)GAA>AAA p.E2678K

Pat_14 Post-Resistance TMEM82 388595 37 1 16073424 16073424 Missense_Mutation SNP G A 3 69 c.820G>A c.(820-822)GGC>AGC p.G274S

Pat_14 Post-Resistance ARHGEF19 128272 37 1 16528960 16528960 Missense_Mutation SNP G A 4 132 c.2017C>T c.(2017-2019)CTC>TTC p.L673F

Pat_14 Post-Resistance TAS1R2 80834 37 1 19175834 19175834 Splice_Site SNP C T 4 134 c.1467_splice c.e4+1 p.T489_splice

Pat_14 Post-Resistance UBR4 23352 37 1 19500845 19500845 Missense_Mutation SNP T C 10 135 c.2950A>G c.(2950-2952)AGG>GGG p.R984G

Pat_14 Post-Resistance TMCO4 255104 37 1 20009544 20009544 Missense_Mutation SNP C T 5 421 c.1894G>A c.(1894-1896)GGG>AGG p.G632R

Pat_14 Post-Resistance ZNF683 257101 37 1 26688465 26688465 Missense_Mutation SNP G A 4 249 c.1252C>T c.(1252-1254)CGC>TGC p.R418C

Pat_14 Post-Resistance GPN2 54707 37 1 27216448 27216448 Missense_Mutation SNP G A 3 64 c.140C>T c.(139-141)CCG>CTG p.P47L

Pat_14 Post-Resistance EYA3 2140 37 1 28362145 28362146 Missense_Mutation DNP GG AA 9 595 c.270_271CC>TT (268-273)TACCCT>TATTC p.P91S

Pat_14 Post-Resistance MATN1 4146 37 1 31188972 31188972 Missense_Mutation SNP G A 4 301 c.991C>T c.(991-993)CGC>TGC p.R331C

Pat_14 Post-Resistance HCRTR1 3061 37 1 32089159 32089159 Nonsense_Mutation SNP G A 5 137 c.774G>A c.(772-774)TGG>TGA p.W258*

Pat_14 Post-Resistance NASP 4678 37 1 46068000 46068000 Missense_Mutation SNP G A 6 536 c.181G>A c.(181-183)GCA>ACA p.A61T

Pat_14 Post-Resistance LEPR 3953 37 1 66102393 66102393 Missense_Mutation SNP G A 6 480 c.3193G>A c.(3193-3195)GGA>AGA p.G1065R

Pat_14 Post-Resistance SGIP1 84251 37 1 67155937 67155937 Missense_Mutation SNP C T 5 651 c.1508C>T c.(1507-1509)GCT>GTT p.A503V

Pat_14 Post-Resistance ZZZ3 26009 37 1 78097637 78097637 Missense_Mutation SNP G A 5 435 c.1403C>T c.(1402-1404)TCT>TTT p.S468F

Pat_14 Post-Resistance SPATA1 64173 37 1 84988111 84988111 Missense_Mutation SNP G A 6 468 c.248G>A c.(247-249)CGT>CAT p.R83H

Pat_14 Post-Resistance MCOLN2 255231 37 1 85403726 85403726 Missense_Mutation SNP T C 3 233 c.1150A>G c.(1150-1152)ACC>GCC p.T384A

Pat_14 Post-Resistance GFI1 2672 37 1 92944274 92944274 Missense_Mutation SNP A G 6 358 c.961T>C c.(961-963)TTC>CTC p.F321L

Pat_14 Post-Resistance WDR77 79084 37 1 111985384 111985384 Splice_Site SNP C T 3 101 c.692_splice c.e8-1 p.G231_splice

Pat_14 Post-Resistance VANGL1 81839 37 1 116225094 116225094 Missense_Mutation SNP G A 6 335 c.922G>A c.(922-924)GGG>AGG p.G308R

Pat_14 Post-Resistance REG4 83998 37 1 120345764 120345764 Missense_Mutation SNP G A 4 198 c.92C>T c.(91-93)GCT>GTT p.A31V

Pat_14 Post-Resistance POGZ 23126 37 1 151414670 151414670 Missense_Mutation SNP G A 4 184 c.11C>T c.(10-12)ACC>ATC p.T4I

Pat_14 Post-Resistance RPTN 126638 37 1 152127833 152127833 Missense_Mutation SNP G A 13 846 c.1742C>T c.(1741-1743)TCC>TTC p.S581F

Pat_14 Post-Resistance NUP210L 91181 37 1 154029322 154029322 Missense_Mutation SNP C T 6 332 c.3209G>A c.(3208-3210)AGA>AAA p.R1070K

Pat_14 Post-Resistance THBS3 7059 37 1 155172167 155172167 Missense_Mutation SNP G A 5 371 c.983C>T c.(982-984)CCG>CTG p.P328L

Pat_14 Post-Resistance CCT3 7203 37 1 156287302 156287302 Nonsense_Mutation SNP G A 43 695 c.796C>T c.(796-798)CGA>TGA p.R266*

Pat_14 Post-Resistance DCAF8 50717 37 1 160208525 160208525 Missense_Mutation SNP G A 4 112 c.736C>T c.(736-738)CCT>TCT p.P246S

Pat_14 Post-Resistance SLAMF6 114836 37 1 160460002 160460002 Missense_Mutation SNP C T 29 498 c.782G>A c.(781-783)CGA>CAA p.R261Q

Pat_14 Post-Resistance ADAMTS4 9507 37 1 161161952 161161952 Missense_Mutation SNP G A 4 271 c.1990C>T c.(1990-1992)CGC>TGC p.R664C

Pat_14 Post-Resistance TMCO1 54499 37 1 165697280 165697280 Missense_Mutation SNP G A 7 331 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_14 Post-Resistance GPR161 23432 37 1 168066390 168066390 Missense_Mutation SNP C A 4 299 c.455G>T c.(454-456)TGG>TTG p.W152L

Pat_14 Post-Resistance FMO1 2326 37 1 171254581 171254581 Missense_Mutation SNP C G 3 181 c.1497C>G c.(1495-1497)ATC>ATG p.I499M

Pat_14 Post-Resistance ANGPTL1 9068 37 1 178834461 178834461 Missense_Mutation SNP G C 3 150 c.451C>G c.(451-453)CTT>GTT p.L151V

Pat_14 Post-Resistance HMCN1 83872 37 1 186076094 186076094 Missense_Mutation SNP C G 4 446 c.10849C>G c.(10849-10851)CAT>GAT p.H3617D

Pat_14 Post-Resistance PRG4 10216 37 1 186276415 186276415 Missense_Mutation SNP C G 3 282 c.1564C>G c.(1564-1566)CCT>GCT p.P522A

Pat_14 Post-Resistance TPR 7175 37 1 186289534 186289534 Missense_Mutation SNP C A 4 204 c.6478G>T c.(6478-6480)GGT>TGT p.G2160C

Pat_14 Post-Resistance NEK7 140609 37 1 198231733 198231733 Missense_Mutation SNP G A 5 601 c.227G>A c.(226-228)CGT>CAT p.R76H

Pat_14 Post-Resistance PKP1 5317 37 1 201294905 201294905 Missense_Mutation SNP C T 4 239 c.2108C>T c.(2107-2109)GCT>GTT p.A703V

Pat_14 Post-Resistance NFASC 23114 37 1 204944482 204944482 Missense_Mutation SNP G A 15 507 c.1642G>A c.(1642-1644)GAC>AAC p.D548N

Pat_14 Post-Resistance RASSF5 83593 37 1 206757842 206757842 Missense_Mutation SNP G A 6 704 c.814G>A c.(814-816)GCT>ACT p.A272T



Pat_14 Post-Resistance CD55 1604 37 1 207499054 207499054 Missense_Mutation SNP C T 6 455 c.566C>T c.(565-567)TCA>TTA p.S189L

Pat_14 Post-Resistance ANGEL2 90806 37 1 213178649 213178649 Missense_Mutation SNP C T 4 264 c.860G>A c.(859-861)GGA>GAA p.G287E

Pat_14 Post-Resistance HHIPL2 79802 37 1 222705401 222705401 Missense_Mutation SNP C T 4 112 c.1630G>A c.(1630-1632)GAT>AAT p.D544N

Pat_14 Post-Resistance SCCPDH 51097 37 1 246930548 246930548 Missense_Mutation SNP C A 4 277 c.1236C>A c.(1234-1236)GAC>GAA p.D412E

Pat_14 Post-Resistance CAMK1D 57118 37 10 12833213 12833213 Missense_Mutation SNP G A 4 438 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_14 Post-Resistance LOC387646 387646 37 10 27538021 27538021 Missense_Mutation SNP G A 7 585 c.1372C>T c.(1372-1374)CCA>TCA p.P458S

Pat_14 Post-Resistance LOC387646 387646 37 10 27539257 27539257 Missense_Mutation SNP C T 5 230 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_14 Post-Resistance ANKRD30A 91074 37 10 37441009 37441009 Missense_Mutation SNP C T 7 288 c.1499C>T c.(1498-1500)TCC>TTC p.S500F

Pat_14 Post-Resistance PCDH15 65217 37 10 55719502 55719502 Missense_Mutation SNP C T 4 174 c.3112G>A c.(3112-3114)GAG>AAG p.E1038K

Pat_14 Post-Resistance LRRTM3 347731 37 10 68686937 68686937 Missense_Mutation SNP C T 4 481 c.263C>T c.(262-264)ACC>ATC p.T88I

Pat_14 Post-Resistance AGAP5 729092 37 10 75434521 75434521 Missense_Mutation SNP G A 7 576 c.1897C>T c.(1897-1899)CGC>TGC p.R633C

Pat_14 Post-Resistance KIAA0913 23053 37 10 75553993 75553993 Missense_Mutation SNP G A 5 557 c.2714G>A c.(2713-2715)CGG>CAG p.R905Q

Pat_14 Post-Resistance LGI1 9211 37 10 95556737 95556737 Missense_Mutation SNP T C 4 311 c.851T>C c.(850-852)GTA>GCA p.V284A

Pat_14 Post-Resistance PDLIM1 9124 37 10 97007004 97007004 Missense_Mutation SNP A G 14 272 c.653T>C c.(652-654)GTT>GCT p.V218A

Pat_14 Post-Resistance CWF19L1 55280 37 10 101997957 101997957 Missense_Mutation SNP G A 4 492 c.1076C>T c.(1075-1077)TCT>TTT p.S359F

Pat_14 Post-Resistance RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 6 38 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_14 Post-Resistance TECTB 6975 37 10 114046122 114046122 Missense_Mutation SNP G C 4 303 c.456G>C c.(454-456)GAG>GAC p.E152D

Pat_14 Post-Resistance PNLIP 5406 37 10 118315596 118315596 Missense_Mutation SNP G A 30 610 c.896G>A c.(895-897)GGA>GAA p.G299E

Pat_14 Post-Resistance VAX1 11023 37 10 118896051 118896051 Missense_Mutation SNP G A 4 134 c.361C>T c.(361-363)CGC>TGC p.R121C

Pat_14 Post-Resistance SIRT3 23410 37 11 224158 224158 Missense_Mutation SNP G A 4 187 c.889C>T c.(889-891)CCG>TCG p.P297S

Pat_14 Post-Resistance CDHR5 53841 37 11 617476 617476 Missense_Mutation SNP C T 4 201 c.2413G>A c.(2413-2415)GTT>ATT p.V805I

Pat_14 Post-Resistance CEND1 51286 37 11 788498 788498 Missense_Mutation SNP G A 7 610 c.79C>T c.(79-81)CCC>TCC p.P27S

Pat_14 Post-Resistance MUC5B 727897 37 11 1270916 1270916 Missense_Mutation SNP C T 5 457 c.14225C>T c.(14224-14226)CCG>CTG p.P4742L

Pat_14 Post-Resistance KRTAP5-1 387264 37 11 1606443 1606443 Missense_Mutation SNP T C 5 490 c.37A>G c.(37-39)AGC>GGC p.S13G

Pat_14 Post-Resistance NUP98 4928 37 11 3726490 3726490 Missense_Mutation SNP C T 4 323 c.3022G>A c.(3022-3024)GAA>AAA p.E1008K

Pat_14 Post-Resistance OR52I2 143502 37 11 4608538 4608538 Missense_Mutation SNP C T 5 210 c.496C>T c.(496-498)CTC>TTC p.L166F

Pat_14 Post-Resistance MUC15 143662 37 11 26582751 26582751 Missense_Mutation SNP G A 5 175 c.866C>T c.(865-867)CCG>CTG p.P289L

Pat_14 Post-Resistance PDHX 8050 37 11 35016537 35016537 Missense_Mutation SNP G A 5 487 c.1324G>A c.(1324-1326)GTT>ATT p.V442I

Pat_14 Post-Resistance PAMR1 25891 37 11 35456299 35456299 Missense_Mutation SNP G A 7 491 c.1387C>T c.(1387-1389)CCG>TCG p.P463S

Pat_14 Post-Resistance CD82 3732 37 11 44621717 44621717 Missense_Mutation SNP G A 5 364 c.73G>A c.(73-75)GCA>ACA p.A25T

Pat_14 Post-Resistance KIAA0652 9776 37 11 46690091 46690091 Missense_Mutation SNP C A 7 503 c.1195C>A c.(1195-1197)CCC>ACC p.P399T

Pat_14 Post-Resistance NR1H3 10062 37 11 47283236 47283236 Missense_Mutation SNP C T 4 255 c.847C>T c.(847-849)CGG>TGG p.R283W

Pat_14 Post-Resistance OR5L2 26338 37 11 55595079 55595079 Missense_Mutation SNP C T 8 623 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_14 Post-Resistance TMEM132A 54972 37 11 60703700 60703700 Missense_Mutation SNP C T 4 227 c.2393C>T c.(2392-2394)GCA>GTA p.A798V

Pat_14 Post-Resistance DAK 26007 37 11 61105443 61105444 Missense_Mutation DNP GG AA 6 336 c.34_35GG>AA c.(34-36)GGC>AAC p.G12N

Pat_14 Post-Resistance SLC22A9 114571 37 11 63137889 63137889 Missense_Mutation SNP G A 22 354 c.361G>A c.(361-363)GTG>ATG p.V121M

Pat_14 Post-Resistance PYGM 5837 37 11 64514193 64514193 Missense_Mutation SNP G A 4 282 c.2467C>T c.(2467-2469)CGG>TGG p.R823W

Pat_14 Post-Resistance KDM2A 22992 37 11 66983373 66983373 Missense_Mutation SNP G A 7 813 c.640G>A c.(640-642)GAC>AAC p.D214N

Pat_14 Post-Resistance LRP5 4041 37 11 68216515 68216515 Missense_Mutation SNP T C 4 428 c.4825T>C c.(4825-4827)TCC>CCC p.S1609P

Pat_14 Post-Resistance FOLR1 2348 37 11 71906493 71906493 Nonsense_Mutation SNP G A 23 417 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_14 Post-Resistance INPPL1 3636 37 11 71944716 71944716 Missense_Mutation SNP G A 5 579 c.2140G>A c.(2140-2142)GTC>ATC p.V714I

Pat_14 Post-Resistance FAM168A 23201 37 11 73120604 73120604 Missense_Mutation SNP G A 35 419 c.550C>T c.(550-552)CCT>TCT p.P184S

Pat_14 Post-Resistance RSF1 51773 37 11 77402217 77402217 Missense_Mutation SNP G A 4 356 c.2887C>T c.(2887-2889)CGT>TGT p.R963C

Pat_14 Post-Resistance USP35 57558 37 11 77921641 77921641 Missense_Mutation SNP C T 7 458 c.2740C>T c.(2740-2742)CCT>TCT p.P914S

Pat_14 Post-Resistance PRSS23 11098 37 11 86518693 86518693 Missense_Mutation SNP G A 5 580 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_14 Post-Resistance ENDOD1 23052 37 11 94862534 94862534 Missense_Mutation SNP C T 6 484 c.1294C>T c.(1294-1296)CGT>TGT p.R432C

Pat_14 Post-Resistance ELMOD1 55531 37 11 107535837 107535837 Missense_Mutation SNP C T 9 542 c.919C>T c.(919-921)CGC>TGC p.R307C



Pat_14 Post-Resistance RAB39 54734 37 11 107799505 107799505 Missense_Mutation SNP G A 3 46 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_14 Post-Resistance CUL5 8065 37 11 107940828 107940828 Missense_Mutation SNP G A 6 503 c.786G>A c.(784-786)ATG>ATA p.M262I

Pat_14 Post-Resistance SIDT2 51092 37 11 117063304 117063304 Missense_Mutation SNP C T 4 387 c.1996C>T c.(1996-1998)CGC>TGC p.R666C

Pat_14 Post-Resistance SLC37A4 2542 37 11 118896706 118896706 Missense_Mutation SNP G A 3 73 c.955C>T c.(955-957)CGG>TGG p.R319W

Pat_14 Post-Resistance NLRX1 79671 37 11 119045519 119045519 Missense_Mutation SNP C T 4 186 c.1207C>T c.(1207-1209)CGC>TGC p.R403C

Pat_14 Post-Resistance SORL1 6653 37 11 121448004 121448004 Missense_Mutation SNP C T 4 371 c.3475C>T c.(3475-3477)CGG>TGG p.R1159W

Pat_14 Post-Resistance OR8D4 338662 37 11 123777707 123777707 Missense_Mutation SNP C T 35 655 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_14 Post-Resistance C11orf45 219833 37 11 128774412 128774412 Missense_Mutation SNP G A 4 367 c.50C>T c.(49-51)CCG>CTG p.P17L

Pat_14 Post-Resistance LOC100288778 100288778 37 12 88651 88651 Missense_Mutation SNP A G 5 36 c.160A>G c.(160-162)AGC>GGC p.S54G

Pat_14 Post-Resistance CD4 920 37 12 6927640 6927640 Missense_Mutation SNP G A 4 281 c.1210G>A c.(1210-1212)GGC>AGC p.G404S

Pat_14 Post-Resistance CLEC4A 50856 37 12 8278202 8278202 Missense_Mutation SNP C T 9 327 c.128C>T c.(127-129)CCC>CTC p.P43L

Pat_14 Post-Resistance CLEC4E 26253 37 12 8692544 8692544 Splice_Site SNP C T 4 364 c.38_splice c.e2-1 p.E13_splice

Pat_14 Post-Resistance A2ML1 144568 37 12 9007419 9007419 Missense_Mutation SNP G A 4 301 c.2756G>A c.(2755-2757)TGC>TAC p.C919Y

Pat_14 Post-Resistance A2M 2 37 12 9254219 9254219 Missense_Mutation SNP C T 4 162 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_14 Post-Resistance PRB3 5544 37 12 11420521 11420521 Missense_Mutation SNP C T 9 332 c.662G>A c.(661-663)CGT>CAT p.R221H

Pat_14 Post-Resistance PRB4 5545 37 12 11461694 11461694 Missense_Mutation SNP G A 8 704 c.223C>T c.(223-225)CCA>TCA p.P75S

Pat_14 Post-Resistance SLCO1B1 10599 37 12 21331569 21331569 Missense_Mutation SNP C T 8 361 c.541C>T c.(541-543)CGT>TGT p.R181C

Pat_14 Post-Resistance C12orf35 55196 37 12 32134340 32134340 Missense_Mutation SNP G A 5 185 c.451G>A c.(451-453)GCA>ACA p.A151T

Pat_14 Post-Resistance KIF21A 55605 37 12 39726854 39726854 Missense_Mutation SNP A G 4 397 c.2543T>C c.(2542-2544)GTT>GCT p.V848A

Pat_14 Post-Resistance FAM113B 91523 37 12 47629250 47629251 Missense_Mutation DNP CC TT 9 293 c.404_405CC>TT c.(403-405)TCC>TTT p.S135F

Pat_14 Post-Resistance CCNT1 904 37 12 49087735 49087735 Missense_Mutation SNP G A 4 463 c.1262C>T c.(1261-1263)GCT>GTT p.A421V

Pat_14 Post-Resistance FMNL3 91010 37 12 50043290 50043290 Missense_Mutation SNP G A 5 320 c.2267C>T c.(2266-2268)TCC>TTC p.S756F

Pat_14 Post-Resistance KRT8 3856 37 12 53298675 53298675 Missense_Mutation SNP A C 4 49 c.91T>G c.(91-93)TCC>GCC p.S31A

Pat_14 Post-Resistance ATF7 11016 37 12 53925613 53925613 Missense_Mutation SNP G A 4 94 c.875C>T c.(874-876)ACT>ATT p.T292I

Pat_14 Post-Resistance ORMDL2 29095 37 12 56213210 56213210 Missense_Mutation SNP G A 13 599 c.259G>A c.(259-261)GAG>AAG p.E87K

Pat_14 Post-Resistance BAZ2A 11176 37 12 56993106 56993106 Missense_Mutation SNP G A 4 114 c.5215C>T c.(5215-5217)CCA>TCA p.P1739S

Pat_14 Post-Resistance ATP5B 506 37 12 57032915 57032915 Missense_Mutation SNP G C 5 706 c.1464C>G c.(1462-1464)ATC>ATG p.I488M

Pat_14 Post-Resistance ARHGAP9 64333 37 12 57872988 57872988 Missense_Mutation SNP C T 4 332 c.415G>A c.(415-417)GAA>AAA p.E139K

Pat_14 Post-Resistance LGR5 8549 37 12 71978321 71978321 Missense_Mutation SNP C T 7 292 c.2531C>T c.(2530-2532)TCA>TTA p.S844L

Pat_14 Post-Resistance TPH2 121278 37 12 72338465 72338465 Missense_Mutation SNP C A 5 418 c.539C>A c.(538-540)CCA>CAA p.P180Q

Pat_14 Post-Resistance C12orf50 160419 37 12 88381686 88381686 Missense_Mutation SNP G A 4 336 c.758C>T c.(757-759)ACG>ATG p.T253M

Pat_14 Post-Resistance STAB2 55576 37 12 104049270 104049270 Missense_Mutation SNP G A 4 354 c.1645G>A c.(1645-1647)GTT>ATT p.V549I

Pat_14 Post-Resistance RFX4 5992 37 12 107090148 107090148 Missense_Mutation SNP G A 4 478 c.757G>A c.(757-759)GGC>AGC p.G253S

Pat_14 Post-Resistance UBE3B 89910 37 12 109928880 109928880 Missense_Mutation SNP C T 4 399 c.661C>T c.(661-663)CGT>TGT p.R221C

Pat_14 Post-Resistance P2RX4 5025 37 12 121660807 121660807 Missense_Mutation SNP C T 4 182 c.485C>T c.(484-486)GCG>GTG p.A162V

Pat_14 Post-Resistance ANAPC5 51433 37 12 121766151 121766151 Missense_Mutation SNP C G 9 203 c.1272G>C c.(1270-1272)CAG>CAC p.Q424H

Pat_14 Post-Resistance CLIP1 6249 37 12 122862135 122862135 Missense_Mutation SNP G A 5 561 c.458C>T c.(457-459)ACG>ATG p.T153M

Pat_14 Post-Resistance SLC15A4 121260 37 12 129278838 129278838 Missense_Mutation SNP G A 5 303 c.1637C>T c.(1636-1638)ACC>ATC p.T546I

Pat_14 Post-Resistance TMEM132D 121256 37 12 129694154 129694154 Missense_Mutation SNP C T 4 288 c.1354G>A c.(1354-1356)GTG>ATG p.V452M

Pat_14 Post-Resistance TMEM132D 121256 37 12 130185201 130185201 Missense_Mutation SNP G A 4 252 c.122C>T c.(121-123)TCC>TTC p.S41F

Pat_14 Post-Resistance PIWIL1 9271 37 12 130847613 130847613 Missense_Mutation SNP G A 4 327 c.2119G>A c.(2119-2121)GGC>AGC p.G707S

Pat_14 Post-Resistance SFRS8 6433 37 12 132199411 132199411 Missense_Mutation SNP A C 4 325 c.433A>C c.(433-435)AGC>CGC p.S145R

Pat_14 Post-Resistance PARP4 143 37 13 25023942 25023942 Missense_Mutation SNP G A 16 435 c.3028C>T c.(3028-3030)CGT>TGT p.R1010C

Pat_14 Post-Resistance FRY 10129 37 13 32783778 32783778 Missense_Mutation SNP C A 4 393 c.4332C>A c.(4330-4332)AAC>AAA p.N1444K

Pat_14 Post-Resistance CSNK1A1L 122011 37 13 37679360 37679360 Missense_Mutation SNP C T 5 433 c.34G>A c.(34-36)GTT>ATT p.V12I

Pat_14 Post-Resistance ENOX1 55068 37 13 43788193 43788193 Missense_Mutation SNP G A 4 314 c.1865C>T c.(1864-1866)ACG>ATG p.T622M

Pat_14 Post-Resistance COL4A1 1282 37 13 110827023 110827023 Missense_Mutation SNP C T 5 298 c.3272G>A c.(3271-3273)GGA>GAA p.G1091E



Pat_14 Post-Resistance TUBGCP3 10426 37 13 113212517 113212517 Missense_Mutation SNP G A 9 95 c.541C>T c.(541-543)CTC>TTC p.L181F

Pat_14 Post-Resistance PARP2 10038 37 14 20822408 20822408 Splice_Site SNP T C 3 167 c.802_splice c.e8+2 p.G268_splice

Pat_14 Post-Resistance TEP1 7011 37 14 20854275 20854275 Missense_Mutation SNP G A 10 310 c.2941C>T c.(2941-2943)CCC>TCC p.P981S

Pat_14 Post-Resistance CHD8 57680 37 14 21862547 21862547 Missense_Mutation SNP G A 3 109 c.4651C>T c.(4651-4653)CGC>TGC p.R1551C

Pat_14 Post-Resistance TOX4 9878 37 14 21957005 21957005 Missense_Mutation SNP G A 5 451 c.575G>A c.(574-576)CGG>CAG p.R192Q

Pat_14 Post-Resistance ACIN1 22985 37 14 23538765 23538765 Missense_Mutation SNP C T 5 237 c.2359G>A c.(2359-2361)GAA>AAA p.E787K

Pat_14 Post-Resistance IPO4 79711 37 14 24654449 24654449 Nonsense_Mutation SNP C A 4 271 c.1348G>T c.(1348-1350)GGA>TGA p.G450*

Pat_14 Post-Resistance NOVA1 4857 37 14 26917194 26917194 Missense_Mutation SNP G A 10 404 c.1495C>T c.(1495-1497)CGG>TGG p.R499W

Pat_14 Post-Resistance SEC23A 10484 37 14 39560787 39560787 Missense_Mutation SNP A G 5 490 c.497T>C c.(496-498)CTT>CCT p.L166P

Pat_14 Post-Resistance MIA2 117153 37 14 39716391 39716391 Missense_Mutation SNP G A 5 361 c.613G>A c.(613-615)GAA>AAA p.E205K

Pat_14 Post-Resistance FSCB 84075 37 14 44975634 44975634 Missense_Mutation SNP G A 6 691 c.557C>T c.(556-558)TCG>TTG p.S186L

Pat_14 Post-Resistance DLGAP5 9787 37 14 55637464 55637464 Missense_Mutation SNP C G 17 486 c.1343G>C c.(1342-1344)TGC>TCC p.C448S

Pat_14 Post-Resistance DACT1 51339 37 14 59112128 59112128 Missense_Mutation SNP G A 4 400 c.787G>A c.(787-789)GGG>AGG p.G263R

Pat_14 Post-Resistance TMEM30B 161291 37 14 61747099 61747099 Missense_Mutation SNP G A 4 226 c.767C>T c.(766-768)ACG>ATG p.T256M

Pat_14 Post-Resistance KCNH5 27133 37 14 63269251 63269251 Missense_Mutation SNP G C 3 138 c.1618C>G c.(1618-1620)CTA>GTA p.L540V

Pat_14 Post-Resistance SYNE2 23224 37 14 64564748 64564748 Missense_Mutation SNP G A 5 227 c.12190G>A c.(12190-12192)GTA>ATA p.V4064I

Pat_14 Post-Resistance ADAM20 8748 37 14 70990196 70990196 Missense_Mutation SNP G A 5 696 c.1429C>T c.(1429-1431)CGG>TGG p.R477W

Pat_14 Post-Resistance BTBD7 55727 37 14 93709199 93709199 Missense_Mutation SNP T C 3 242 c.2819A>G c.(2818-2820)CAG>CGG p.Q940R

Pat_14 Post-Resistance HHIPL1 84439 37 14 100123450 100123450 Missense_Mutation SNP C T 7 828 c.1016C>T c.(1015-1017)CCC>CTC p.P339L

Pat_14 Post-Resistance CXADRP2 646243 37 15 22016479 22016479 Missense_Mutation SNP C G 3 226 c.238G>C c.(238-240)GTA>CTA p.V80L

Pat_14 Post-Resistance VPS18 57617 37 15 41192067 41192067 Missense_Mutation SNP G A 4 217 c.1051G>A c.(1051-1053)GGG>AGG p.G351R

Pat_14 Post-Resistance DLL4 54567 37 15 41229632 41229632 Missense_Mutation SNP C T 7 713 c.1960C>T c.(1960-1962)CGG>TGG p.R654W

Pat_14 Post-Resistance RPAP1 26015 37 15 41819381 41819381 Missense_Mutation SNP A G 3 289 c.1730T>C c.(1729-1731)CTG>CCG p.L577P

Pat_14 Post-Resistance MAPKBP1 23005 37 15 42104784 42104784 Missense_Mutation SNP G A 4 429 c.569G>A c.(568-570)AGC>AAC p.S190N

Pat_14 Post-Resistance UBR1 197131 37 15 43330042 43330042 Missense_Mutation SNP G A 4 233 c.1951C>T c.(1951-1953)CGT>TGT p.R651C

Pat_14 Post-Resistance WDR76 79968 37 15 44158523 44158523 Missense_Mutation SNP G A 4 372 c.1814G>A c.(1813-1815)CGG>CAG p.R605Q

Pat_14 Post-Resistance GALK2 2585 37 15 49620159 49620159 Missense_Mutation SNP G A 4 368 c.1180G>A c.(1180-1182)GCT>ACT p.A394T

Pat_14 Post-Resistance SLC27A2 11001 37 15 50518269 50518269 Missense_Mutation SNP C T 5 331 c.1252C>T c.(1252-1254)CCC>TCC p.P418S

Pat_14 Post-Resistance CYP19A1 1588 37 15 51514680 51514680 Missense_Mutation SNP G A 4 201 c.494C>T c.(493-495)GCT>GTT p.A165V

Pat_14 Post-Resistance CILP 8483 37 15 65496902 65496902 Missense_Mutation SNP G T 4 149 c.623C>A c.(622-624)CCA>CAA p.P208Q

Pat_14 Post-Resistance HCN4 10021 37 15 73616107 73616107 Missense_Mutation SNP G A 4 184 c.2327C>T c.(2326-2328)CCG>CTG p.P776L

Pat_14 Post-Resistance CYP1A1 1543 37 15 75013595 75013595 Missense_Mutation SNP A G 4 449 c.1111T>C c.(1111-1113)TTC>CTC p.F371L

Pat_14 Post-Resistance C15orf17 57184 37 15 75195124 75195125 Missense_Mutation DNP CC TT 4 242 c.432_433GG>AA430-435)CAGGTG>CAAAT p.V145M

Pat_14 Post-Resistance IL16 3603 37 15 81585370 81585370 Missense_Mutation SNP T C 3 252 c.1894T>C c.(1894-1896)TGT>CGT p.C632R

Pat_14 Post-Resistance MEX3B 84206 37 15 82336691 82336691 Missense_Mutation SNP G T 7 269 c.520C>A c.(520-522)CTC>ATC p.L174I

Pat_14 Post-Resistance EFTUD1 79631 37 15 82512090 82512090 Missense_Mutation SNP A G 4 230 c.1514T>C c.(1513-1515)TTT>TCT p.F505S

Pat_14 Post-Resistance AKAP13 11214 37 15 86124220 86124220 Missense_Mutation SNP A G 6 586 c.2921A>G c.(2920-2922)AAG>AGG p.K974R

Pat_14 Post-Resistance ACAN 176 37 15 89402396 89402396 Missense_Mutation SNP G A 4 251 c.6580G>A c.(6580-6582)GAC>AAC p.D2194N

Pat_14 Post-Resistance FURIN 5045 37 15 91423995 91423995 Missense_Mutation SNP C T 3 103 c.1631C>T c.(1630-1632)TCT>TTT p.S544F

Pat_14 Post-Resistance ADAMTS17 170691 37 15 100692818 100692818 Missense_Mutation SNP T C 3 346 c.1472A>G c.(1471-1473)GAG>GGG p.E491G

Pat_14 Post-Resistance IFT140 9742 37 16 1634306 1634306 Missense_Mutation SNP G A 4 168 c.1271C>T c.(1270-1272)CCG>CTG p.P424L

Pat_14 Post-Resistance A2BP1 54715 37 16 7568246 7568246 Missense_Mutation SNP C T 6 608 c.125C>T c.(124-126)ACG>ATG p.T42M

Pat_14 Post-Resistance GP2 2813 37 16 20327283 20327283 Missense_Mutation SNP C T 4 406 c.1505G>A c.(1504-1506)CGG>CAG p.R502Q

Pat_14 Post-Resistance ARHGAP17 55114 37 16 24942360 24942360 Missense_Mutation SNP G A 6 697 c.2260C>T c.(2260-2262)CCT>TCT p.P754S

Pat_14 Post-Resistance CLN3 1201 37 16 28499967 28499967 Missense_Mutation SNP G A 5 652 c.239C>T c.(238-240)ACG>ATG p.T80M

Pat_14 Post-Resistance SH2B1 25970 37 16 28878676 28878676 Missense_Mutation SNP C T 18 749 c.964C>T c.(964-966)CCC>TCC p.P322S

Pat_14 Post-Resistance FBXL19 54620 37 16 30938689 30938689 Missense_Mutation SNP G A 3 44 c.298G>A c.(298-300)GTG>ATG p.V100M



Pat_14 Post-Resistance HSD3B7 80270 37 16 30997438 30997438 Missense_Mutation SNP G A 5 146 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_14 Post-Resistance PDXDC2 283970 37 16 70016263 70016263 Missense_Mutation SNP C T 5 156 c.439G>A c.(439-441)GCC>ACC p.A147T

Pat_14 Post-Resistance CNTNAP4 85445 37 16 76528834 76528834 Missense_Mutation SNP G A 14 514 c.2108G>A c.(2107-2109)GGA>GAA p.G703E

Pat_14 Post-Resistance CDH13 1012 37 16 83636110 83636110 Missense_Mutation SNP G A 5 761 c.1012G>A c.(1012-1014)GGA>AGA p.G338R

Pat_14 Post-Resistance KIAA1609 57707 37 16 84516203 84516203 Missense_Mutation SNP C T 27 318 c.1072G>A c.(1072-1074)GGA>AGA p.G358R

Pat_14 Post-Resistance NLRP1 22861 37 17 5463015 5463015 Missense_Mutation SNP C T 10 622 c.1001G>A c.(1000-1002)GGG>GAG p.G334E

Pat_14 Post-Resistance AIPL1 23746 37 17 6328839 6328839 Missense_Mutation SNP G A 4 196 c.1096C>T c.(1096-1098)CCC>TCC p.P366S

Pat_14 Post-Resistance AIPL1 23746 37 17 6331798 6331798 Missense_Mutation SNP C T 5 201 c.305G>A c.(304-306)CGG>CAG p.R102Q

Pat_14 Post-Resistance NEURL4 84461 37 17 7220648 7220648 Missense_Mutation SNP G A 9 240 c.4360C>T c.(4360-4362)CCT>TCT p.P1454S

Pat_14 Post-Resistance C17orf74 201243 37 17 7329696 7329696 Missense_Mutation SNP G A 5 209 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_14 Post-Resistance DNAH2 146754 37 17 7727548 7727548 Missense_Mutation SNP G A 4 138 c.11588G>A c.(11587-11589)CGC>CAC p.R3863H

Pat_14 Post-Resistance CHD3 1107 37 17 7807866 7807866 Missense_Mutation SNP C T 4 231 c.4001C>T c.(4000-4002)GCC>GTC p.A1334V

Pat_14 Post-Resistance GUCY2D 3000 37 17 7919139 7919139 Missense_Mutation SNP G A 4 137 c.3023G>A c.(3022-3024)CGC>CAC p.R1008H

Pat_14 Post-Resistance FLII 2314 37 17 18151926 18151926 Missense_Mutation SNP G A 5 183 c.2128C>T c.(2128-2130)CCC>TCC p.P710S

Pat_14 Post-Resistance LGALS9C 654346 37 17 18387258 18387258 Missense_Mutation SNP G A 4 266 c.109G>A c.(109-111)GTT>ATT p.V37I

Pat_14 Post-Resistance LGALS9B 284194 37 17 20363690 20363690 Missense_Mutation SNP C T 7 618 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_14 Post-Resistance SEZ6 124925 37 17 27285151 27285151 Missense_Mutation SNP G A 4 342 c.2116C>T c.(2116-2118)CGC>TGC p.R706C

Pat_14 Post-Resistance TMEM132E 124842 37 17 32964715 32964715 Missense_Mutation SNP G A 4 293 c.2419G>A c.(2419-2421)GTC>ATC p.V807I

Pat_14 Post-Resistance KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 5 36 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_14 Post-Resistance CNTNAP1 8506 37 17 40844667 40844667 Missense_Mutation SNP G A 6 336 c.2681G>A c.(2680-2682)CGG>CAG p.R894Q

Pat_14 Post-Resistance PLEKHM1 9842 37 17 43516901 43516901 Missense_Mutation SNP A G 5 286 c.3001T>C c.(3001-3003)TGC>CGC p.C1001R

Pat_14 Post-Resistance NPEPPS 9520 37 17 45662879 45662879 Missense_Mutation SNP G A 5 302 c.662G>A c.(661-663)CGG>CAG p.R221Q

Pat_14 Post-Resistance B4GALNT2 124872 37 17 47218694 47218694 Nonsense_Mutation SNP C T 13 541 c.280C>T c.(280-282)CAA>TAA p.Q94*

Pat_14 Post-Resistance TOB1 10140 37 17 48940765 48940765 Missense_Mutation SNP G A 4 400 c.614C>T c.(613-615)TCT>TTT p.S205F

Pat_14 Post-Resistance SPAG9 9043 37 17 49073942 49073942 Missense_Mutation SNP G A 8 187 c.1952C>T c.(1951-1953)CCT>CTT p.P651L

Pat_14 Post-Resistance PCTP 58488 37 17 53851097 53851097 Missense_Mutation SNP C T 5 165 c.352C>T c.(352-354)CGG>TGG p.R118W

Pat_14 Post-Resistance VEZF1 7716 37 17 56052085 56052085 Missense_Mutation SNP G A 5 805 c.1315C>T c.(1315-1317)CCA>TCA p.P439S

Pat_14 Post-Resistance BZRAP1 9256 37 17 56386642 56386642 Missense_Mutation SNP T C 3 150 c.3991A>G c.(3991-3993)AGC>GGC p.S1331G

Pat_14 Post-Resistance CSHL1 1444 37 17 61987841 61987841 Missense_Mutation SNP G A 5 614 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_14 Post-Resistance ABCA9 10350 37 17 67041360 67041360 Missense_Mutation SNP G A 4 167 c.422C>T c.(421-423)TCT>TTT p.S141F

Pat_14 Post-Resistance CASKIN2 57513 37 17 73498943 73498943 Missense_Mutation SNP G A 4 194 c.2212C>T c.(2212-2214)CGG>TGG p.R738W

Pat_14 Post-Resistance UNC13D 201294 37 17 73831985 73831985 Missense_Mutation SNP G A 5 374 c.1547C>T c.(1546-1548)ACC>ATC p.T516I

Pat_14 Post-Resistance SEC14L1 6397 37 17 75196737 75196737 Missense_Mutation SNP T C 16 422 c.991T>C c.(991-993)TGG>CGG p.W331R

Pat_14 Post-Resistance CCDC40 55036 37 17 78013907 78013907 Missense_Mutation SNP T G 6 274 c.390T>G c.(388-390)GAT>GAG p.D130E

Pat_14 Post-Resistance RNF213 57674 37 17 78326796 78326796 Missense_Mutation SNP G A 5 285 c.4579G>A c.(4579-4581)GAT>AAT p.D1527N

Pat_14 Post-Resistance FOXK2 3607 37 17 80559253 80559253 Missense_Mutation SNP G A 4 314 c.1861G>A c.(1861-1863)GGT>AGT p.G621S

Pat_14 Post-Resistance APCDD1 147495 37 18 10487662 10487662 Missense_Mutation SNP G A 4 371 c.1172G>A c.(1171-1173)GGG>GAG p.G391E

Pat_14 Post-Resistance SPIRE1 56907 37 18 12452287 12452287 Missense_Mutation SNP G A 4 145 c.1979C>T c.(1978-1980)ACT>ATT p.T660I

Pat_14 Post-Resistance FAM59A 64762 37 18 29850273 29850273 Missense_Mutation SNP G A 4 174 c.1640C>T c.(1639-1641)CCC>CTC p.P547L

Pat_14 Post-Resistance ASXL3 80816 37 18 31323920 31323920 Missense_Mutation SNP C T 5 382 c.4108C>T c.(4108-4110)CCT>TCT p.P1370S

Pat_14 Post-Resistance KIAA1328 57536 37 18 34647216 34647216 Missense_Mutation SNP C T 13 306 c.940C>T c.(940-942)CGT>TGT p.R314C

Pat_14 Post-Resistance ZNF555 148254 37 19 2853183 2853183 Missense_Mutation SNP G A 3 103 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_14 Post-Resistance TLE6 79816 37 19 2987935 2987935 Missense_Mutation SNP G A 3 72 c.296G>A c.(295-297)GGT>GAT p.G99D

Pat_14 Post-Resistance TJP3 27134 37 19 3736227 3736227 Missense_Mutation SNP G A 4 192 c.1291G>A c.(1291-1293)GGG>AGG p.G431R

Pat_14 Post-Resistance UBXN6 80700 37 19 4453936 4453936 Nonsense_Mutation SNP G A 5 365 c.238C>T c.(238-240)CGA>TGA p.R80*

Pat_14 Post-Resistance PLIN4 729359 37 19 4512254 4512254 Missense_Mutation SNP G A 6 667 c.1676C>T c.(1675-1677)ACG>ATG p.T559M

Pat_14 Post-Resistance LASS4 79603 37 19 8320743 8320743 Missense_Mutation SNP G A 4 305 c.448G>A c.(448-450)GGC>AGC p.G150S



Pat_14 Post-Resistance ADAMTS10 81794 37 19 8651052 8651052 Missense_Mutation SNP G T 13 112 c.2614C>A c.(2614-2616)CTG>ATG p.L872M

Pat_14 Post-Resistance ZNF844 284391 37 19 12187475 12187475 Missense_Mutation SNP C G 7 178 c.1540C>G c.(1540-1542)CAT>GAT p.H514D

Pat_14 Post-Resistance ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 6 663 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_14 Post-Resistance FBXW9 84261 37 19 12807325 12807325 Missense_Mutation SNP G C 4 218 c.71C>G c.(70-72)ACA>AGA p.T24R

Pat_14 Post-Resistance NOTCH3 4854 37 19 15289953 15289953 Missense_Mutation SNP G A 4 144 c.3601C>T c.(3601-3603)CGC>TGC p.R1201C

Pat_14 Post-Resistance CHERP 10523 37 19 16643452 16643452 Missense_Mutation SNP G A 4 204 c.631C>T c.(631-633)CGG>TGG p.R211W

Pat_14 Post-Resistance MYO9B 4650 37 19 17316119 17316119 Missense_Mutation SNP C A 4 253 c.5038C>A c.(5038-5040)CAC>AAC p.H1680N

Pat_14 Post-Resistance ZNF93 81931 37 19 20045359 20045359 Missense_Mutation SNP C T 5 88 c.1595C>T c.(1594-1596)ACT>ATT p.T532I

Pat_14 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 5 200 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_14 Post-Resistance ZNF208 7757 37 19 22154648 22154648 Missense_Mutation SNP C T 8 489 c.2804G>A c.(2803-2805)GGC>GAC p.G935D

Pat_14 Post-Resistance ZNF492 57615 37 19 22847710 22847710 Missense_Mutation SNP A G 3 164 c.1239A>G c.(1237-1239)ATA>ATG p.I413M

Pat_14 Post-Resistance ZNF254 9534 37 19 24310427 24310427 Missense_Mutation SNP A G 4 121 c.1625A>G c.(1624-1626)GAA>GGA p.E542G

Pat_14 Post-Resistance ZNF254 9534 37 19 24310450 24310450 Missense_Mutation SNP A G 5 116 c.1648A>G c.(1648-1650)AAA>GAA p.K550E

Pat_14 Post-Resistance ZNF599 148103 37 19 35250121 35250121 Missense_Mutation SNP G A 4 327 c.1585C>T c.(1585-1587)CAC>TAC p.H529Y

Pat_14 Post-Resistance FAM187B 148109 37 19 35719243 35719243 Missense_Mutation SNP G A 35 435 c.341C>T c.(340-342)ACC>ATC p.T114I

Pat_14 Post-Resistance RBM42 79171 37 19 36124129 36124129 Missense_Mutation SNP C G 9 388 c.659C>G c.(658-660)TCC>TGC p.S220C

Pat_14 Post-Resistance SIPA1L3 23094 37 19 38682888 38682888 Missense_Mutation SNP G A 5 137 c.4534G>A c.(4534-4536)GAT>AAT p.D1512N

Pat_14 Post-Resistance NCCRP1 342897 37 19 39691050 39691050 Missense_Mutation SNP C T 5 605 c.613C>T c.(613-615)CGC>TGC p.R205C

Pat_14 Post-Resistance AXL 558 37 19 41762394 41762394 Missense_Mutation SNP G A 8 562 c.2074G>A c.(2074-2076)GGG>AGG p.G692R

Pat_14 Post-Resistance PSG1 5669 37 19 43382115 43382115 Missense_Mutation SNP C T 19 480 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_14 Post-Resistance FOSB 2354 37 19 45973932 45973932 Missense_Mutation SNP G A 9 684 c.172G>A c.(172-174)GTC>ATC p.V58I

Pat_14 Post-Resistance STRN4 29888 37 19 47241447 47241447 Missense_Mutation SNP T C 4 451 c.434A>G c.(433-435)GAG>GGG p.E145G

Pat_14 Post-Resistance ZC3H4 23211 37 19 47585519 47585519 Missense_Mutation SNP G A 4 368 c.1252C>T c.(1252-1254)CTC>TTC p.L418F

Pat_14 Post-Resistance MYBPC2 4606 37 19 50939956 50939956 Missense_Mutation SNP C T 21 420 c.428C>T c.(427-429)ACC>ATC p.T143I

Pat_14 Post-Resistance ZNF845 91664 37 19 53855196 53855196 Missense_Mutation SNP T C 4 479 c.1268T>C c.(1267-1269)ATG>ACG p.M423T

Pat_14 Post-Resistance LILRB1 10859 37 19 55146187 55146187 Nonsense_Mutation SNP C T 5 480 c.1456C>T c.(1456-1458)CGA>TGA p.R486*

Pat_14 Post-Resistance SUV420H2 84787 37 19 55853392 55853392 Missense_Mutation SNP C T 5 302 c.88C>T c.(88-90)CGC>TGC p.R30C

Pat_14 Post-Resistance GREB1 9687 37 2 11758857 11758857 Missense_Mutation SNP T C 3 104 c.3856T>C c.(3856-3858)TCC>CCC p.S1286P

Pat_14 Post-Resistance DNAJC27 51277 37 2 25186339 25186339 Missense_Mutation SNP G A 4 201 c.175C>T c.(175-177)CAC>TAC p.H59Y

Pat_14 Post-Resistance IFT172 26160 37 2 27706202 27706202 Missense_Mutation SNP G A 4 374 c.524C>T c.(523-525)ACC>ATC p.T175I

Pat_14 Post-Resistance RHOQ 23433 37 2 46803262 46803262 Missense_Mutation SNP A G 6 177 c.238A>G c.(238-240)ATG>GTG p.M80V

Pat_14 Post-Resistance EHBP1 23301 37 2 63092007 63092007 Missense_Mutation SNP C T 13 278 c.1004C>T c.(1003-1005)TCT>TTT p.S335F

Pat_14 Post-Resistance DYSF 8291 37 2 71891405 71891405 Missense_Mutation SNP G A 5 314 c.4894G>A c.(4894-4896)GAG>AAG p.E1632K

Pat_14 Post-Resistance SPR 6697 37 2 73118620 73118620 Missense_Mutation SNP A G 3 234 c.740A>G c.(739-741)AAG>AGG p.K247R

Pat_14 Post-Resistance RAB11FIP5 26056 37 2 73316241 73316241 Missense_Mutation SNP G A 4 267 c.634C>T c.(634-636)CTC>TTC p.L212F

Pat_14 Post-Resistance DQX1 165545 37 2 74747144 74747144 Missense_Mutation SNP G A 4 357 c.1513C>T c.(1513-1515)CGT>TGT p.R505C

Pat_14 Post-Resistance CIAO1 9391 37 2 96934352 96934352 Missense_Mutation SNP G A 4 275 c.647G>A c.(646-648)CGT>CAT p.R216H

Pat_14 Post-Resistance RALB 5899 37 2 121043657 121043657 Missense_Mutation SNP A G 3 197 c.322A>G c.(322-324)AGG>GGG p.R108G

Pat_14 Post-Resistance CNTNAP5 129684 37 2 125204410 125204410 Missense_Mutation SNP G A 4 326 c.814G>A c.(814-816)GTC>ATC p.V272I

Pat_14 Post-Resistance MCM6 4175 37 2 136626254 136626254 Missense_Mutation SNP C T 5 656 c.542G>A c.(541-543)CGA>CAA p.R181Q

Pat_14 Post-Resistance THSD7B 80731 37 2 137814304 137814304 Missense_Mutation SNP A G 5 367 c.361A>G c.(361-363)ACT>GCT p.T121A

Pat_14 Post-Resistance LRP1B 53353 37 2 141208202 141208202 Missense_Mutation SNP G A 8 354 c.9992C>T c.(9991-9993)CCA>CTA p.P3331L

Pat_14 Post-Resistance GTDC1 79712 37 2 144714897 144714897 Missense_Mutation SNP G A 7 117 c.995C>T c.(994-996)TCA>TTA p.S332L

Pat_14 Post-Resistance NEB 4703 37 2 152372987 152372987 Missense_Mutation SNP G T 4 121 c.17788C>A c.(17788-17790)CAG>AAG p.Q5930K

Pat_14 Post-Resistance NEB 4703 37 2 152524349 152524349 Missense_Mutation SNP G A 4 229 c.4688C>T c.(4687-4689)GCT>GTT p.A1563V

Pat_14 Post-Resistance XIRP2 129446 37 2 168104942 168104942 Missense_Mutation SNP C T 5 611 c.7040C>T c.(7039-7041)CCT>CTT p.P2347L

Pat_14 Post-Resistance GAD1 2571 37 2 171686086 171686086 Missense_Mutation SNP G A 6 493 c.247G>A c.(247-249)GAC>AAC p.D83N



Pat_14 Post-Resistance TTN 7273 37 2 179414500 179414500 Missense_Mutation SNP G A 4 239 c.84245C>T c.(84244-84246)GCT>GTT p.A28082V

Pat_14 Post-Resistance TTN 7273 37 2 179648466 179648466 Missense_Mutation SNP G A 4 424 c.2822C>T c.(2821-2823)ACT>ATT p.T941I

Pat_14 Post-Resistance ZNF804A 91752 37 2 185802120 185802120 Missense_Mutation SNP C T 4 260 c.1997C>T c.(1996-1998)TCC>TTC p.S666F

Pat_14 Post-Resistance HIBCH 26275 37 2 191161649 191161649 Missense_Mutation SNP C T 4 186 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_14 Post-Resistance DNAH7 56171 37 2 196729009 196729009 Missense_Mutation SNP A G 5 439 c.7370T>C c.(7369-7371)CTT>CCT p.L2457P

Pat_14 Post-Resistance FAM126B 285172 37 2 201846171 201846171 Missense_Mutation SNP C A 5 155 c.1415G>T c.(1414-1416)GGC>GTC p.G472V

Pat_14 Post-Resistance GPR1 2825 37 2 207041771 207041771 Nonsense_Mutation SNP C T 14 715 c.201G>A c.(199-201)TGG>TGA p.W67*

Pat_14 Post-Resistance STK36 27148 37 2 219549917 219549917 Missense_Mutation SNP G A 4 315 c.1346G>A c.(1345-1347)CGC>CAC p.R449H

Pat_14 Post-Resistance GMPPA 29926 37 2 220366688 220366688 Missense_Mutation SNP G A 8 723 c.358G>A c.(358-360)GAC>AAC p.D120N

Pat_14 Post-Resistance CHPF 79586 37 2 220405271 220405271 Missense_Mutation SNP G A 4 80 c.1162C>T c.(1162-1164)CGC>TGC p.R388C

Pat_14 Post-Resistance GIGYF2 26058 37 2 233613724 233613724 Missense_Mutation SNP T C 5 729 c.199T>C c.(199-201)TTT>CTT p.F67L

Pat_14 Post-Resistance CAPN10 11132 37 2 241534672 241534672 Missense_Mutation SNP C T 4 175 c.1229C>T c.(1228-1230)GCG>GTG p.A410V

Pat_14 Post-Resistance UBOX5 22888 37 20 3102308 3102308 Missense_Mutation SNP G A 3 76 c.977C>T c.(976-978)GCC>GTC p.A326V

Pat_14 Post-Resistance KIF16B 55614 37 20 16488677 16488678 Missense_Mutation DNP GG AA 8 788 c.624_625CC>TT 622-627)AACCGG>AATTG p.R209W

Pat_14 Post-Resistance SLC24A3 57419 37 20 19261698 19261698 Missense_Mutation SNP G A 5 269 c.238G>A c.(238-240)GGA>AGA p.G80R

Pat_14 Post-Resistance GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 7 527 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_14 Post-Resistance FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 6 284 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_14 Post-Resistance C20orf160 140706 37 20 30617510 30617510 Missense_Mutation SNP G A 4 316 c.1207G>A c.(1207-1209)GTA>ATA p.V403I

Pat_14 Post-Resistance ASXL1 171023 37 20 31022349 31022349 Missense_Mutation SNP A G 3 147 c.1834A>G c.(1834-1836)AGG>GGG p.R612G

Pat_14 Post-Resistance RALGAPB 57148 37 20 37153566 37153566 Missense_Mutation SNP C T 11 702 c.1765C>T c.(1765-1767)CTT>TTT p.L589F

Pat_14 Post-Resistance TOP1 7150 37 20 39742758 39742759 Missense_Mutation DNP CC TT 6 484 c.1601_1602CC>TT c.(1600-1602)TCC>TTT p.S534F

Pat_14 Post-Resistance TP53TG5 27296 37 20 44002605 44002605 Missense_Mutation SNP C T 4 487 c.815G>A c.(814-816)AGA>AAA p.R272K

Pat_14 Post-Resistance ATP9A 10079 37 20 50273517 50273517 Missense_Mutation SNP T C 3 163 c.1466A>G c.(1465-1467)GAA>GGA p.E489G

Pat_14 Post-Resistance RTEL1 51750 37 20 62319071 62319071 Missense_Mutation SNP C T 3 36 c.1429C>T c.(1429-1431)CTT>TTT p.L477F

Pat_14 Post-Resistance ZNF512B 57473 37 20 62593633 62593633 Missense_Mutation SNP G A 4 323 c.2258C>T c.(2257-2259)CCC>CTC p.P753L

Pat_14 Post-Resistance KRTAP19-3 337970 37 21 31864146 31864146 Missense_Mutation SNP A T 13 706 c.130T>A c.(130-132)TAC>AAC p.Y44N

Pat_14 Post-Resistance PPIL2 23759 37 22 22024860 22024860 Missense_Mutation SNP C T 21 427 c.88C>T c.(88-90)CCA>TCA p.P30S

Pat_14 Post-Resistance BCR 613 37 22 23654017 23654017 Missense_Mutation SNP G A 4 284 c.3316G>A c.(3316-3318)GAC>AAC p.D1106N

Pat_14 Post-Resistance SUSD2 56241 37 22 24580812 24580812 Missense_Mutation SNP C T 9 163 c.686C>T c.(685-687)TCT>TTT p.S229F

Pat_14 Post-Resistance AP1B1 162 37 22 29737502 29737502 Missense_Mutation SNP G A 5 158 c.1784C>T c.(1783-1785)CCT>CTT p.P595L

Pat_14 Post-Resistance NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 8 281 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_14 Post-Resistance ELFN2 114794 37 22 37771400 37771400 Missense_Mutation SNP C T 4 226 c.175G>A c.(175-177)GAC>AAC p.D59N

Pat_14 Post-Resistance TRIOBP 11078 37 22 38111837 38111837 Missense_Mutation SNP C T 4 103 c.524C>T c.(523-525)CCG>CTG p.P175L

Pat_14 Post-Resistance CSNK1E 1454 37 22 38699005 38699005 Missense_Mutation SNP G A 4 234 c.197C>T c.(196-198)CCG>CTG p.P66L

Pat_14 Post-Resistance L3MBTL2 83746 37 22 41609924 41609924 Missense_Mutation SNP G A 4 413 c.290G>A c.(289-291)GGT>GAT p.G97D

Pat_14 Post-Resistance ZC3H7B 23264 37 22 41742126 41742126 Missense_Mutation SNP G C 4 432 c.1579G>C c.(1579-1581)GAC>CAC p.D527H

Pat_14 Post-Resistance ZC3H7B 23264 37 22 41752721 41752721 Missense_Mutation SNP G A 5 376 c.2590G>A c.(2590-2592)GAG>AAG p.E864K

Pat_14 Post-Resistance ARPP21 10777 37 3 35758848 35758848 Missense_Mutation SNP C T 5 262 c.994C>T c.(994-996)CGG>TGG p.R332W

Pat_14 Post-Resistance ITGA9 3680 37 3 37555329 37555329 Missense_Mutation SNP G A 4 218 c.973G>A c.(973-975)GCC>ACC p.A325T

Pat_14 Post-Resistance SLC22A13 9390 37 3 38316485 38316485 Missense_Mutation SNP G A 5 392 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_14 Post-Resistance SCN5A 6331 37 3 38639332 38639332 Missense_Mutation SNP G A 19 429 c.2150C>T c.(2149-2151)CCG>CTG p.P717L

Pat_14 Post-Resistance CTNNB1 1499 37 3 41266655 41266655 Missense_Mutation SNP G A 4 330 c.452G>A c.(451-453)CGT>CAT p.R151H

Pat_14 Post-Resistance TRAK1 22906 37 3 42251330 42251330 Missense_Mutation SNP G A 4 442 c.1816G>A c.(1816-1818)GGT>AGT p.G606S

Pat_14 Post-Resistance TRAK1 22906 37 3 42251351 42251351 Missense_Mutation SNP C T 4 473 c.1837C>T c.(1837-1839)CGG>TGG p.R613W

Pat_14 Post-Resistance LARS2 23395 37 3 45517981 45517981 Missense_Mutation SNP G A 6 567 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_14 Post-Resistance CCR9 10803 37 3 45942572 45942572 Missense_Mutation SNP C T 5 746 c.292C>T c.(292-294)CTT>TTT p.L98F

Pat_14 Post-Resistance CXCR6 10663 37 3 45988712 45988712 Missense_Mutation SNP T C 3 239 c.739T>C c.(739-741)TTC>CTC p.F247L



Pat_14 Post-Resistance MYL3 4634 37 3 46901025 46901025 Missense_Mutation SNP C T 5 351 c.421G>A c.(421-423)GAC>AAC p.D141N

Pat_14 Post-Resistance CCDC51 79714 37 3 48475137 48475137 Missense_Mutation SNP G A 6 585 c.457C>T c.(457-459)CTC>TTC p.L153F

Pat_14 Post-Resistance CELSR3 1951 37 3 48694384 48694384 Missense_Mutation SNP C A 3 33 c.4146G>T c.(4144-4146)GAG>GAT p.E1382D

Pat_14 Post-Resistance MST1R 4486 37 3 49924924 49924924 Missense_Mutation SNP T C 3 231 c.4019A>G c.(4018-4020)GAG>GGG p.E1340G

Pat_14 Post-Resistance DOCK3 1795 37 3 51393845 51393845 Missense_Mutation SNP G T 8 582 c.4424G>T c.(4423-4425)TGG>TTG p.W1475L

Pat_14 Post-Resistance ABHD6 57406 37 3 58253031 58253031 Missense_Mutation SNP G A 4 246 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_14 Post-Resistance PRICKLE2 166336 37 3 64132635 64132635 Missense_Mutation SNP C T 6 377 c.1531G>A c.(1531-1533)GGG>AGG p.G511R

Pat_14 Post-Resistance LRIG1 26018 37 3 66444614 66444614 Missense_Mutation SNP C T 5 125 c.1318G>A c.(1318-1320)GAC>AAC p.D440N

Pat_14 Post-Resistance EPHA3 2042 37 3 89445067 89445067 Missense_Mutation SNP C T 6 695 c.1387C>T c.(1387-1389)CCT>TCT p.P463S

Pat_14 Post-Resistance EPHA6 285220 37 3 96945167 96945167 Missense_Mutation SNP C T 16 355 c.1174C>T c.(1174-1176)CCA>TCA p.P392S

Pat_14 Post-Resistance SIDT1 54847 37 3 113321944 113321944 Missense_Mutation SNP G A 5 303 c.1210G>A c.(1210-1212)GAC>AAC p.D404N

Pat_14 Post-Resistance DRD3 1814 37 3 113866406 113866406 Splice_Site SNP T C 3 216 c.384_splice c.e5-1 p.R128_splice

Pat_14 Post-Resistance UPK1B 7348 37 3 118913151 118913152 Missense_Mutation DNP CC TT 8 515 c.554_555CC>TT c.(553-555)CCC>CTT p.P185L

Pat_14 Post-Resistance TMEM39A 55254 37 3 119180867 119180867 Missense_Mutation SNP G C 3 271 c.55C>G c.(55-57)CCT>GCT p.P19A

Pat_14 Post-Resistance HEG1 57493 37 3 124689597 124689598 Missense_Mutation DNP CC TT 4 77 .4044_4045GG>AA042-4047)CCGGCC>CCAA p.A1349T

Pat_14 Post-Resistance ACAD11 84129 37 3 132358402 132358402 Missense_Mutation SNP A T 4 309 c.636T>A c.(634-636)AAT>AAA p.N212K

Pat_14 Post-Resistance BFSP2 8419 37 3 133185671 133185671 Splice_Site SNP G A 4 265 c.892_splice c.e5-1 p.Q298_splice

Pat_14 Post-Resistance FAM194A 131831 37 3 150377899 150377899 Missense_Mutation SNP C T 6 479 c.1772G>A c.(1771-1773)GGA>GAA p.G591E

Pat_14 Post-Resistance GFM1 85476 37 3 158408011 158408011 Missense_Mutation SNP C T 7 663 c.1969C>T c.(1969-1971)CCA>TCA p.P657S

Pat_14 Post-Resistance MECOM 2122 37 3 168810866 168810866 Missense_Mutation SNP G A 5 413 c.2480C>T c.(2479-2481)TCT>TTT p.S827F

Pat_14 Post-Resistance ABCC5 10057 37 3 183679394 183679394 Missense_Mutation SNP T C 9 389 c.2284A>G c.(2284-2286)ACG>GCG p.T762A

Pat_14 Post-Resistance ATP13A4 84239 37 3 193174929 193174929 Missense_Mutation SNP C G 4 577 c.1775G>C c.(1774-1776)GGA>GCA p.G592A

Pat_14 Post-Resistance ZNF595 152687 37 4 86680 86680 Missense_Mutation SNP G T 3 88 c.1286G>T c.(1285-1287)TGT>TTT p.C429F

Pat_14 Post-Resistance ZNF518B 85460 37 4 10446454 10446454 Missense_Mutation SNP G A 5 502 c.1499C>T c.(1498-1500)GCT>GTT p.A500V

Pat_14 Post-Resistance SLIT2 9353 37 4 20568984 20568984 Missense_Mutation SNP G A 13 678 c.2825G>A c.(2824-2826)CGA>CAA p.R942Q

Pat_14 Post-Resistance TEC 7006 37 4 48147510 48147510 Nonsense_Mutation SNP G A 7 698 c.1168C>T c.(1168-1170)CGA>TGA p.R390*

Pat_14 Post-Resistance SLAIN2 57606 37 4 48384798 48384798 Missense_Mutation SNP G A 20 429 c.1076G>A c.(1075-1077)AGA>AAA p.R359K

Pat_14 Post-Resistance CENPC1 1060 37 4 68374698 68374698 Missense_Mutation SNP T C 3 259 c.1738A>G c.(1738-1740)AGG>GGG p.R580G

Pat_14 Post-Resistance GK2 2712 37 4 80327898 80327898 Missense_Mutation SNP C T 24 486 c.1457G>A c.(1456-1458)CGA>CAA p.R486Q

Pat_14 Post-Resistance PTPN13 5783 37 4 87728980 87728980 Missense_Mutation SNP G A 4 319 c.7013G>A c.(7012-7014)CGA>CAA p.R2338Q

Pat_14 Post-Resistance HSPA4L 22824 37 4 128722393 128722393 Splice_Site SNP G A 4 188 c.529_splice c.e5+1 p.V177_splice

Pat_14 Post-Resistance HSPA4L 22824 37 4 128726356 128726356 Missense_Mutation SNP G A 6 251 c.1114G>A c.(1114-1116)GTT>ATT p.V372I

Pat_14 Post-Resistance OTUD4 54726 37 4 146064530 146064530 Missense_Mutation SNP G A 11 239 c.1475C>T c.(1474-1476)TCT>TTT p.S492F

Pat_14 Post-Resistance SH3D19 152503 37 4 152095993 152095993 Nonsense_Mutation SNP G A 7 810 c.523C>T c.(523-525)CAA>TAA p.Q175*

Pat_14 Post-Resistance SH3D19 152503 37 4 152096238 152096238 Missense_Mutation SNP G A 5 471 c.278C>T c.(277-279)GCG>GTG p.A93V

Pat_14 Post-Resistance FGB 2244 37 4 155487659 155487660 Missense_Mutation DNP GG AA 4 412 c.325_326GG>AA c.(325-327)GGA>AAA p.G109K

Pat_14 Post-Resistance MFAP3L 9848 37 4 170912598 170912598 Nonsense_Mutation SNP G T 8 333 c.1161C>A c.(1159-1161)TAC>TAA p.Y387*

Pat_14 Post-Resistance ENPP6 133121 37 4 185038920 185038920 Missense_Mutation SNP A T 8 566 c.667T>A c.(667-669)TGG>AGG p.W223R

Pat_14 Post-Resistance C5orf22 55322 37 5 31535966 31535966 Missense_Mutation SNP T G 23 445 c.343T>G c.(343-345)TTA>GTA p.L115V

Pat_14 Post-Resistance ADAMTS12 81792 37 5 33561164 33561164 Missense_Mutation SNP A G 6 524 c.4093T>C c.(4093-4095)TGT>CGT p.C1365R

Pat_14 Post-Resistance LMBRD2 92255 37 5 36136535 36136535 Missense_Mutation SNP T G 4 438 c.623A>C c.(622-624)GAA>GCA p.E208A

Pat_14 Post-Resistance C6 729 37 5 41159266 41159266 Missense_Mutation SNP G A 6 362 c.1774C>T c.(1774-1776)CCT>TCT p.P592S

Pat_14 Post-Resistance C5orf39 389289 37 5 43039815 43039815 Missense_Mutation SNP C T 5 476 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_14 Post-Resistance NNT 23530 37 5 43702770 43702770 Missense_Mutation SNP G A 4 286 c.3043G>A c.(3043-3045)GCA>ACA p.A1015T

Pat_14 Post-Resistance MAP3K1 4214 37 5 56170995 56170995 Missense_Mutation SNP G A 4 189 c.1823G>A c.(1822-1824)GGC>GAC p.G608D

Pat_14 Post-Resistance POLK 51426 37 5 74892412 74892412 Missense_Mutation SNP G A 8 709 c.1894G>A c.(1894-1896)GGG>AGG p.G632R

Pat_14 Post-Resistance CMYA5 202333 37 5 79034663 79034663 Missense_Mutation SNP G A 4 262 c.10075G>A c.(10075-10077)GGT>AGT p.G3359S



Pat_14 Post-Resistance PCSK1 5122 37 5 95746650 95746650 Missense_Mutation SNP C T 10 561 c.923G>A c.(922-924)GGA>GAA p.G308E

Pat_14 Post-Resistance GDF9 2661 37 5 132197700 132197700 Missense_Mutation SNP G A 4 161 c.946C>T c.(946-948)CGT>TGT p.R316C

Pat_14 Post-Resistance TRPC7 57113 37 5 135651286 135651286 Missense_Mutation SNP T C 3 160 c.959A>G c.(958-960)AAG>AGG p.K320R

Pat_14 Post-Resistance KDM3B 51780 37 5 137763748 137763749 Missense_Mutation DNP CC TT 10 781 c.4726_4727CC>TTc.(4726-4728)CCC>TTC p.P1576F

Pat_14 Post-Resistance PCDHA12 56137 37 5 140256817 140256817 Missense_Mutation SNP C T 5 377 c.1760C>T c.(1759-1761)GCG>GTG p.A587V

Pat_14 Post-Resistance PCDHAC1 56135 37 5 140308149 140308149 Missense_Mutation SNP C T 8 672 c.1672C>T c.(1672-1674)CCC>TCC p.P558S

Pat_14 Post-Resistance PCDHB7 56129 37 5 140553044 140553044 Missense_Mutation SNP T G 6 275 c.628T>G c.(628-630)TTA>GTA p.L210V

Pat_14 Post-Resistance PCDHGA6 56109 37 5 140754614 140754614 Missense_Mutation SNP C T 12 712 c.964C>T c.(964-966)CGG>TGG p.R322W

Pat_14 Post-Resistance LARP1 23367 37 5 154181706 154181706 Missense_Mutation SNP G A 5 507 c.1856G>A c.(1855-1857)CGG>CAG p.R619Q

Pat_14 Post-Resistance FAM71B 153745 37 5 156590333 156590333 Missense_Mutation SNP C T 4 456 c.943G>A c.(943-945)GGA>AGA p.G315R

Pat_14 Post-Resistance CYFIP2 26999 37 5 156752647 156752647 Splice_Site SNP G A 3 114 c.1982_splice c.e19+1 p.E661_splice

Pat_14 Post-Resistance GABRA6 2559 37 5 161113355 161113355 Splice_Site SNP G A 5 482 c.157_splice c.e2+1 p.G53_splice

Pat_14 Post-Resistance GABRG2 2566 37 5 161576150 161576150 Missense_Mutation SNP C A 5 465 c.959C>A c.(958-960)ACC>AAC p.T320N

Pat_14 Post-Resistance ODZ2 57451 37 5 167545386 167545386 Missense_Mutation SNP G A 6 697 c.1903G>A c.(1903-1905)GTG>ATG p.V635M

Pat_14 Post-Resistance CCDC99 54908 37 5 169028328 169028328 Missense_Mutation SNP C T 5 381 c.1369C>T c.(1369-1371)CCT>TCT p.P457S

Pat_14 Post-Resistance BNIP1 662 37 5 172581385 172581385 Missense_Mutation SNP G A 4 74 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_14 Post-Resistance AGXT2L2 85007 37 5 177641822 177641822 Nonsense_Mutation SNP C A 5 183 c.1147G>T c.(1147-1149)GAA>TAA p.E383*

Pat_14 Post-Resistance GRM6 2916 37 5 178413942 178413942 Missense_Mutation SNP G A 4 82 c.1397C>T c.(1396-1398)GCG>GTG p.A466V

Pat_14 Post-Resistance DSP 1832 37 6 7542195 7542195 Missense_Mutation SNP G A 3 63 c.47G>A c.(46-48)CGC>CAC p.R16H

Pat_14 Post-Resistance KIF13A 63971 37 6 17796976 17796976 Missense_Mutation SNP G A 4 376 c.2866C>T c.(2866-2868)CAC>TAC p.H956Y

Pat_14 Post-Resistance TRIM38 10475 37 6 25973502 25973502 Missense_Mutation SNP G A 4 204 c.863G>A c.(862-864)AGG>AAG p.R288K

Pat_14 Post-Resistance HLA-F 3134 37 6 29694752 29694752 Missense_Mutation SNP C T 5 402 c.1129C>T c.(1129-1131)CGG>TGG p.R377W

Pat_14 Post-Resistance RNF39 80352 37 6 30039106 30039106 Missense_Mutation SNP C T 5 24 c.1045G>A c.(1045-1047)GCA>ACA p.A349T

Pat_14 Post-Resistance MDC1 9656 37 6 30670608 30670608 Missense_Mutation SNP G A 4 344 c.5912C>T c.(5911-5913)ACC>ATC p.T1971I

Pat_14 Post-Resistance MDC1 9656 37 6 30673197 30673197 Missense_Mutation SNP A G 5 734 c.3763T>C c.(3763-3765)TCC>CCC p.S1255P

Pat_14 Post-Resistance MICA 4276 37 6 31378439 31378439 Missense_Mutation SNP T C 3 136 c.190T>C c.(190-192)TGC>CGC p.C64R

Pat_14 Post-Resistance FKBPL 63943 37 6 32097007 32097007 Missense_Mutation SNP G A 4 289 c.551C>T c.(550-552)CCT>CTT p.P184L

Pat_14 Post-Resistance HLA-DQB1 3119 37 6 32629750 32629750 Missense_Mutation SNP C T 9 332 c.655G>A c.(655-657)GAG>AAG p.E219K

Pat_14 Post-Resistance IP6K3 117283 37 6 33703198 33703198 Missense_Mutation SNP T C 3 190 c.56A>G c.(55-57)GAG>GGG p.E19G

Pat_14 Post-Resistance ZNF318 24149 37 6 43306907 43306907 Nonsense_Mutation SNP G C 4 374 c.4829C>G c.(4828-4830)TCA>TGA p.S1610*

Pat_14 Post-Resistance MRPL14 64928 37 6 44081926 44081926 Missense_Mutation SNP G A 6 635 c.92C>T c.(91-93)GCG>GTG p.A31V

Pat_14 Post-Resistance GCLC 2729 37 6 53387279 53387279 Missense_Mutation SNP C T 4 398 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_14 Post-Resistance GJA10 84694 37 6 90605005 90605005 Missense_Mutation SNP G T 4 230 c.818G>T c.(817-819)TGC>TTC p.C273F

Pat_14 Post-Resistance MCHR2 84539 37 6 100390897 100390897 Missense_Mutation SNP G A 6 499 c.515C>T c.(514-516)TCG>TTG p.S172L

Pat_14 Post-Resistance AKD1 221264 37 6 109863293 109863293 Missense_Mutation SNP G A 5 74 c.3307C>T c.(3307-3309)CTT>TTT p.L1103F

Pat_14 Post-Resistance TAAR9 134860 37 6 132859993 132859994 Missense_Mutation DNP GG AA 5 315 c.565_566GG>AA c.(565-567)GGC>AAC p.G189N

Pat_14 Post-Resistance TAAR2 9287 37 6 132939068 132939068 Missense_Mutation SNP C T 4 469 c.277G>A c.(277-279)GGA>AGA p.G93R

Pat_14 Post-Resistance MTHFD1L 25902 37 6 151258007 151258007 Missense_Mutation SNP G A 5 456 c.1324G>A c.(1324-1326)GCA>ACA p.A442T

Pat_14 Post-Resistance SYNE1 23345 37 6 152644827 152644827 Missense_Mutation SNP G A 10 224 c.15703C>T c.(15703-15705)CCT>TCT p.P5235S

Pat_14 Post-Resistance LPA 4018 37 6 160998262 160998262 Missense_Mutation SNP T G 5 552 c.4537A>C c.(4537-4539)ATA>CTA p.I1513L

Pat_14 Post-Resistance PLG 5340 37 6 161139864 161139864 Missense_Mutation SNP C T 5 163 c.1090C>T c.(1090-1092)CCC>TCC p.P364S

Pat_14 Post-Resistance MICALL2 79778 37 7 1488316 1488316 Missense_Mutation SNP G A 4 425 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_14 Post-Resistance MAD1L1 8379 37 7 2255527 2255527 Missense_Mutation SNP T C 3 374 c.917A>G c.(916-918)GAG>GGG p.E306G

Pat_14 Post-Resistance FOXK1 221937 37 7 4794206 4794206 Missense_Mutation SNP C T 6 129 c.863C>T c.(862-864)TCG>TTG p.S288L

Pat_14 Post-Resistance SLC29A4 222962 37 7 5336750 5336750 Missense_Mutation SNP G A 4 170 c.803G>A c.(802-804)AGC>AAC p.S268N

Pat_14 Post-Resistance TBX20 57057 37 7 35242077 35242077 Missense_Mutation SNP G A 3 51 c.1309C>T c.(1309-1311)CGC>TGC p.R437C

Pat_14 Post-Resistance ABCA13 154664 37 7 48528941 48528941 Missense_Mutation SNP G A 3 91 c.13291G>A c.(13291-13293)GGA>AGA p.G4431R



Pat_14 Post-Resistance NCF1 653361 37 7 74203043 74203043 Missense_Mutation SNP C G 14 17 c.1046C>G c.(1045-1047)CCG>CGG p.P349R

Pat_14 Post-Resistance SEMA3E 9723 37 7 83029517 83029517 Missense_Mutation SNP G A 33 575 c.1193C>T c.(1192-1194)CCT>CTT p.P398L

Pat_14 Post-Resistance SHFM1 7979 37 7 96303133 96303133 Missense_Mutation SNP G A 6 284 c.209C>T c.(208-210)CCG>CTG p.P70L

Pat_14 Post-Resistance MEPCE 56257 37 7 100028939 100028939 Missense_Mutation SNP G A 5 179 c.1298G>A c.(1297-1299)CGC>CAC p.R433H

Pat_14 Post-Resistance SERPINE1 5054 37 7 100775236 100775236 Missense_Mutation SNP G A 6 666 c.586G>A c.(586-588)GGC>AGC p.G196S

Pat_14 Post-Resistance MYL10 93408 37 7 101256984 101256984 Missense_Mutation SNP T G 5 252 c.540A>C c.(538-540)AAA>AAC p.K180N

Pat_14 Post-Resistance LAMB1 3912 37 7 107594047 107594047 Missense_Mutation SNP G A 4 449 c.3007C>T c.(3007-3009)CAC>TAC p.H1003Y

Pat_14 Post-Resistance SLC13A1 6561 37 7 122811882 122811882 Nonsense_Mutation SNP C T 18 505 c.305G>A c.(304-306)TGG>TAG p.W102*

Pat_14 Post-Resistance IQUB 154865 37 7 123097521 123097521 Missense_Mutation SNP T C 22 778 c.2107A>G c.(2107-2109)AAA>GAA p.K703E

Pat_14 Post-Resistance IMPDH1 3614 37 7 128040908 128040908 Missense_Mutation SNP G A 5 474 c.287C>T c.(286-288)ACC>ATC p.T96I

Pat_14 Post-Resistance ZYX 7791 37 7 143087029 143087029 Missense_Mutation SNP G A 5 447 c.1573G>A c.(1573-1575)GCC>ACC p.A525T

Pat_14 Post-Resistance SSPO 23145 37 7 149492654 149492654 Missense_Mutation SNP C T 4 228 c.6434C>T c.(6433-6435)TCC>TTC p.S2145F

Pat_14 Post-Resistance KCNH2 3757 37 7 150654525 150654525 Missense_Mutation SNP G A 4 164 c.982C>T c.(982-984)CGC>TGC p.R328C

Pat_14 Post-Resistance ARHGEF10 9639 37 8 1876747 1876747 Missense_Mutation SNP C T 4 284 c.2852C>T c.(2851-2853)CCG>CTG p.P951L

Pat_14 Post-Resistance USP17L2 377630 37 8 11996169 11996169 Missense_Mutation SNP C T 5 246 c.101G>A c.(100-102)CGG>CAG p.R34Q

Pat_14 Post-Resistance MYST3 7994 37 8 41790228 41790228 Missense_Mutation SNP A G 5 271 c.5510T>C c.(5509-5511)ATT>ACT p.I1837T

Pat_14 Post-Resistance VDAC3 7419 37 8 42260935 42260935 Missense_Mutation SNP G T 5 414 c.658G>T c.(658-660)GGC>TGC p.G220C

Pat_14 Post-Resistance CHRNB3 1142 37 8 42563922 42563922 Missense_Mutation SNP G A 11 355 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_14 Post-Resistance POTEA 340441 37 8 43152432 43152432 Missense_Mutation SNP G A 5 487 c.418G>A c.(418-420)GTA>ATA p.V140I

Pat_14 Post-Resistance SNTG1 54212 37 8 51314853 51314853 Missense_Mutation SNP G A 45 453 c.111G>A c.(109-111)ATG>ATA p.M37I

Pat_14 Post-Resistance SOX17 64321 37 8 55370914 55370914 Missense_Mutation SNP G T 4 120 c.216G>T c.(214-216)ATG>ATT p.M72I

Pat_14 Post-Resistance CSMD3 114788 37 8 113649069 113649069 Missense_Mutation SNP C T 4 368 c.3692G>A c.(3691-3693)AGT>AAT p.S1231N

Pat_14 Post-Resistance ZFAT 57623 37 8 135612684 135612684 Missense_Mutation SNP C T 6 520 c.2470G>A c.(2470-2472)GCA>ACA p.A824T

Pat_14 Post-Resistance ZFAT 57623 37 8 135622838 135622838 Missense_Mutation SNP G A 4 299 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_14 Post-Resistance CYP11B1 1584 37 8 143958489 143958489 Missense_Mutation SNP C T 3 60 c.545G>A c.(544-546)GGG>GAG p.G182E

Pat_14 Post-Resistance KIAA1432 57589 37 9 5763645 5763645 Missense_Mutation SNP C T 4 390 c.2381C>T c.(2380-2382)GCT>GTT p.A794V

Pat_14 Post-Resistance RANBP6 26953 37 9 6012658 6012658 Missense_Mutation SNP T G 6 330 c.2950A>C c.(2950-2952)ATA>CTA p.I984L

Pat_14 Post-Resistance KIAA1797 54914 37 9 20874719 20874719 Missense_Mutation SNP G A 5 475 c.2230G>A c.(2230-2232)GAT>AAT p.D744N

Pat_14 Post-Resistance LOC442421 442421 37 9 66499680 66499680 Missense_Mutation SNP C T 13 110 c.490C>T c.(490-492)CCC>TCC p.P164S

Pat_14 Post-Resistance TMC1 117531 37 9 75309467 75309467 Missense_Mutation SNP G A 4 171 c.73G>A c.(73-75)GAA>AAA p.E25K

Pat_14 Post-Resistance GNA14 9630 37 9 80043941 80043941 Missense_Mutation SNP A G 9 749 c.605T>C c.(604-606)GTT>GCT p.V202A

Pat_14 Post-Resistance NTRK2 4915 37 9 87359971 87359971 Missense_Mutation SNP G A 6 348 c.1279G>A c.(1279-1281)GGT>AGT p.G427S

Pat_14 Post-Resistance FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 3 118 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_14 Post-Resistance ZNF462 58499 37 9 109746481 109746481 Missense_Mutation SNP C T 7 460 c.6847C>T c.(6847-6849)CCC>TCC p.P2283S

Pat_14 Post-Resistance SLC31A1 1317 37 9 116022686 116022686 Missense_Mutation SNP G A 6 579 c.506G>A c.(505-507)GGT>GAT p.G169D

Pat_14 Post-Resistance COL27A1 85301 37 9 116930718 116930718 Missense_Mutation SNP G A 4 125 c.883G>A c.(883-885)GCC>ACC p.A295T

Pat_14 Post-Resistance TNC 3371 37 9 117826314 117826314 Missense_Mutation SNP G A 11 685 c.3521C>T c.(3520-3522)GCC>GTC p.A1174V

Pat_14 Post-Resistance ASTN2 23245 37 9 120053778 120053778 Missense_Mutation SNP C T 5 178 c.457G>A c.(457-459)GCG>ACG p.A153T

Pat_14 Post-Resistance SETX 23064 37 9 135203113 135203113 Missense_Mutation SNP T C 3 410 c.3872A>G c.(3871-3873)AAG>AGG p.K1291R

Pat_14 Post-Resistance TMEM8C 389827 37 9 136389862 136389862 Missense_Mutation SNP C A 4 185 c.105G>T c.(103-105)ATG>ATT p.M35I

Pat_14 Post-Resistance NOTCH1 4851 37 9 139411819 139411819 Missense_Mutation SNP C T 3 55 c.1460G>A c.(1459-1461)TGC>TAC p.C487Y

Pat_14 Post-Resistance GRIN1 2902 37 9 140055804 140055804 Missense_Mutation SNP G A 4 222 c.1403G>A c.(1402-1404)CGG>CAG p.R468Q

Pat_14 Post-Resistance EHMT1 79813 37 9 140611486 140611486 Missense_Mutation SNP C T 5 193 c.494C>T c.(493-495)CCA>CTA p.P165L

Pat_14 Post-Resistance PIR 8544 37 X 15474002 15474002 Missense_Mutation SNP G A 6 526 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_14 Post-Resistance IL1RAPL1 11141 37 X 29414442 29414442 Missense_Mutation SNP T C 3 278 c.430T>C c.(430-432)TAT>CAT p.Y144H

Pat_14 Post-Resistance TAB3 257397 37 X 30872463 30872463 Missense_Mutation SNP G A 4 415 c.1319C>T c.(1318-1320)ACT>ATT p.T440I

Pat_14 Post-Resistance DMD 1756 37 X 32583858 32583858 Nonsense_Mutation SNP C T 6 715 c.1953G>A c.(1951-1953)TGG>TGA p.W651*



Pat_14 Post-Resistance FAM47C 442444 37 X 37028134 37028134 Missense_Mutation SNP C T 9 408 c.1651C>T c.(1651-1653)CCT>TCT p.P551S

Pat_14 Post-Resistance RBM10 8241 37 X 47030588 47030588 Missense_Mutation SNP G T 3 82 c.363G>T c.(361-363)GAG>GAT p.E121D

Pat_14 Post-Resistance WDR13 64743 37 X 48460495 48460495 Missense_Mutation SNP G A 4 166 c.1055G>A c.(1054-1056)AGC>AAC p.S352N

Pat_14 Post-Resistance TEX11 56159 37 X 69849510 69849510 Missense_Mutation SNP C T 6 407 c.1604G>A c.(1603-1605)AGA>AAA p.R535K

Pat_14 Post-Resistance KIAA2022 340533 37 X 73963437 73963438 Missense_Mutation DNP CC TT 5 590 c.954_955GG>AA952-957)CAGGAC>CAAAA p.D319N

Pat_14 Post-Resistance ATP7A 538 37 X 77258680 77258680 Missense_Mutation SNP G A 8 790 c.1654G>A c.(1654-1656)GGA>AGA p.G552R

Pat_14 Post-Resistance ARL13A 392509 37 X 100240658 100240658 Missense_Mutation SNP C T 4 339 c.133C>T c.(133-135)CTT>TTT p.L45F

Pat_14 Post-Resistance DRP2 1821 37 X 100500047 100500047 Missense_Mutation SNP A G 6 644 c.1096A>G c.(1096-1098)AAA>GAA p.K366E

Pat_14 Post-Resistance MORC4 79710 37 X 106185282 106185282 Missense_Mutation SNP G A 4 397 c.2546C>T c.(2545-2547)ACC>ATC p.T849I

Pat_14 Post-Resistance IRS4 8471 37 X 107976582 107976582 Missense_Mutation SNP G A 5 407 c.2993C>T c.(2992-2994)CCT>CTT p.P998L

Pat_14 Post-Resistance DCX 1641 37 X 110576315 110576315 Missense_Mutation SNP G A 5 203 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_14 Post-Resistance TRPC5 7224 37 X 111090573 111090573 Missense_Mutation SNP G A 6 515 c.1469C>T c.(1468-1470)TCG>TTG p.S490L

Pat_14 Post-Resistance RPL39 6170 37 X 118923908 118923908 Missense_Mutation SNP G A 14 455 c.70C>T c.(70-72)CCC>TCC p.P24S

Pat_14 Post-Resistance DDX26B 203522 37 X 134654864 134654864 Translation_Start_Site SNP G A 4 378 c.-53G>A c.(-55--51)CAGTG>CAATG

Pat_14 Post-Resistance MAP7D3 79649 37 X 135314011 135314011 Missense_Mutation SNP G A 5 442 c.1105C>T c.(1105-1107)CTC>TTC p.L369F

Pat_14 Post-Resistance MAGEA11 4110 37 X 148797987 148797987 Missense_Mutation SNP G A 5 453 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_14 Post-Resistance MTMR1 8776 37 X 149912863 149912863 Missense_Mutation SNP G A 9 704 c.1480G>A c.(1480-1482)GAT>AAT p.D494N

Pat_14 Post-Resistance TMEM187 8269 37 X 153248187 153248187 Missense_Mutation SNP G A 5 255 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_14 Post-Resistance MPP1 4354 37 X 154014640 154014640 Missense_Mutation SNP T A 10 845 c.516A>T c.(514-516)AAA>AAT p.K172N

Pat_14 Post-Resistance TMLHE 55217 37 X 154741371 154741371 Missense_Mutation SNP G A 6 635 c.721C>T c.(721-723)CGG>TGG p.R241W

Pat_15 Pre-Treatment PLEKHG5 57449 37 1 6528263 6528263 Missense_Mutation SNP G A 18 14 c.2801C>T c.(2800-2802)TCC>TTC p.S934F

Pat_15 Pre-Treatment PRAMEF4 400735 37 1 12943025 12943025 Missense_Mutation SNP C T 25 30 c.191G>A c.(190-192)CGC>CAC p.R64H

Pat_15 Pre-Treatment ATP13A2 23400 37 1 17332247 17332247 Missense_Mutation SNP G A 10 11 c.37C>T c.(37-39)CCC>TCC p.P13S

Pat_15 Pre-Treatment KLHDC7A 127707 37 1 18809751 18809751 Missense_Mutation SNP C T 70 78 c.2276C>T c.(2275-2277)ACC>ATC p.T759I

Pat_15 Pre-Treatment SYTL1 84958 37 1 27673988 27673988 Nonsense_Mutation SNP C T 23 41 c.268C>T c.(268-270)CAG>TAG p.Q90*

Pat_15 Pre-Treatment TESK2 10420 37 1 45813599 45813599 Missense_Mutation SNP G A 49 57 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_15 Pre-Treatment PODN 127435 37 1 53544264 53544264 Missense_Mutation SNP T C 17 21 c.1226T>C c.(1225-1227)TTG>TCG p.L409S

Pat_15 Pre-Treatment ELTD1 64123 37 1 79412055 79412055 Missense_Mutation SNP T G 12 1 c.229A>C c.(229-231)AAC>CAC p.N77H

Pat_15 Pre-Treatment CLCA4 22802 37 1 87031683 87031683 Missense_Mutation SNP G A 36 1 c.934G>A c.(934-936)GAT>AAT p.D312N

Pat_15 Pre-Treatment ACP6 51205 37 1 147131860 147131860 Missense_Mutation SNP G A 14 20 c.250C>T c.(250-252)CCA>TCA p.P84S

Pat_15 Pre-Treatment NBPF16 728936 37 1 148754841 148754841 Missense_Mutation SNP C G 3 28 c.1497C>G c.(1495-1497)AGC>AGG p.S499R

Pat_15 Pre-Treatment CD1E 913 37 1 158325309 158325309 Missense_Mutation SNP G A 5 12 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_15 Pre-Treatment OR10Z1 128368 37 1 158576814 158576814 Missense_Mutation SNP G A 41 41 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_15 Pre-Treatment DNM3 26052 37 1 172017826 172017826 Missense_Mutation SNP C T 31 42 c.1271C>T c.(1270-1272)TCC>TTC p.S424F

Pat_15 Pre-Treatment SLC9A11 284525 37 1 173552668 173552668 Missense_Mutation SNP C T 16 21 c.617G>A c.(616-618)AGA>AAA p.R206K

Pat_15 Pre-Treatment ASTN1 460 37 1 176992682 176992683 Missense_Mutation DNP CC TT 10 18 .1295_1296GG>AAc.(1294-1296)GGG>GAA p.G432E

Pat_15 Pre-Treatment CFHR3 10878 37 1 196748941 196748941 Missense_Mutation SNP C T 2 2 c.268C>T c.(268-270)CCT>TCT p.P90S

Pat_15 Pre-Treatment CFHR5 81494 37 1 196953100 196953100 Missense_Mutation SNP C T 14 11 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_15 Pre-Treatment F13B 2165 37 1 197026464 197026464 Missense_Mutation SNP C T 27 50 c.937G>A c.(937-939)GAA>AAA p.E313K

Pat_15 Pre-Treatment HEATR1 55127 37 1 236730082 236730082 Missense_Mutation SNP G A 28 39 c.4172C>T c.(4171-4173)CCG>CTG p.P1391L

Pat_15 Pre-Treatment FAM171A1 221061 37 10 15296773 15296773 Missense_Mutation SNP G A 15 1 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_15 Pre-Treatment C10orf72 196740 37 10 50227768 50227768 Missense_Mutation SNP G A 11 0 c.890C>T c.(889-891)CCC>CTC p.P297L

Pat_15 Pre-Treatment C10orf71 118461 37 10 50532304 50532304 Missense_Mutation SNP C T 10 1 c.1714C>T c.(1714-1716)CCC>TCC p.P572S

Pat_15 Pre-Treatment CPEB3 22849 37 10 93902788 93902788 Missense_Mutation SNP T C 33 0 c.1451A>G c.(1450-1452)AAA>AGA p.K484R

Pat_15 Pre-Treatment HELLS 3070 37 10 96361363 96361363 Missense_Mutation SNP C T 4 2 c.2501C>T c.(2500-2502)CCT>CTT p.P834L

Pat_15 Pre-Treatment CYP2C18 1562 37 10 96448031 96448031 Missense_Mutation SNP G A 26 3 c.481G>A c.(481-483)GCC>ACC p.A161T

Pat_15 Pre-Treatment CYP2C18 1562 37 10 96454828 96454828 Nonsense_Mutation SNP G A 3 0 c.636G>A c.(634-636)TGG>TGA p.W212*



Pat_15 Pre-Treatment CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 10 1 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_15 Pre-Treatment C10orf62 414157 37 10 99349869 99349869 Missense_Mutation SNP C T 34 2 c.215C>T c.(214-216)ACG>ATG p.T72M

Pat_15 Pre-Treatment NRAP 4892 37 10 115388776 115388776 Missense_Mutation SNP T C 39 0 c.2045A>G c.(2044-2046)CAG>CGG p.Q682R

Pat_15 Pre-Treatment OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 24 0 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_15 Pre-Treatment ZNF215 7762 37 11 6976921 6976921 Missense_Mutation SNP A G 2 17 c.713A>G c.(712-714)GAC>GGC p.D238G

Pat_15 Pre-Treatment PTH 5741 37 11 13514049 13514049 Missense_Mutation SNP T A 15 1 c.251A>T c.(250-252)AAA>ATA p.K84I

Pat_15 Pre-Treatment AGBL2 79841 37 11 47698946 47698946 Missense_Mutation SNP T G 13 0 c.2024A>C c.(2023-2025)CAG>CCG p.Q675P

Pat_15 Pre-Treatment OR5L2 26338 37 11 55595616 55595616 Missense_Mutation SNP A C 8 3 c.922A>C c.(922-924)AAA>CAA p.K308Q

Pat_15 Pre-Treatment OR8H3 390152 37 11 55889999 55889999 Missense_Mutation SNP C T 71 8 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_15 Pre-Treatment OR5T3 390154 37 11 56019973 56019973 Missense_Mutation SNP G A 20 0 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_15 Pre-Treatment OR9G9 504191 37 11 56467892 56467892 Missense_Mutation SNP A G 15 32 c.29A>G c.(28-30)GAG>GGG p.E10G

Pat_15 Pre-Treatment DTX4 23220 37 11 58949848 58949848 Missense_Mutation SNP A G 4 1 c.848A>G c.(847-849)AAG>AGG p.K283R

Pat_15 Pre-Treatment ARAP1 116985 37 11 72421519 72421519 Missense_Mutation SNP G A 26 43 c.1327C>T c.(1327-1329)CGC>TGC p.R443C

Pat_15 Pre-Treatment TMEM126B 55863 37 11 85347238 85347238 Missense_Mutation SNP G A 6 0 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_15 Pre-Treatment KDM4DL 390245 37 11 94759611 94759611 Nonsense_Mutation SNP G A 14 0 c.890G>A c.(889-891)TGG>TAG p.W297*

Pat_15 Pre-Treatment CNTN5 53942 37 11 100095458 100095458 Missense_Mutation SNP T G 21 0 c.1919T>G c.(1918-1920)ATC>AGC p.I640S

Pat_15 Pre-Treatment PGR 5241 37 11 100962501 100962501 Missense_Mutation SNP C T 20 0 c.1896G>A c.(1894-1896)ATG>ATA p.M632I

Pat_15 Pre-Treatment GUCY1A2 2977 37 11 106810341 106810341 Nonsense_Mutation SNP G A 14 0 c.1051C>T c.(1051-1053)CGA>TGA p.R351*

Pat_15 Pre-Treatment AQP2 359 37 12 50344822 50344822 Missense_Mutation SNP C T 29 2 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_15 Pre-Treatment KRT75 9119 37 12 52825810 52825810 Missense_Mutation SNP C T 32 26 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_15 Pre-Treatment STAB2 55576 37 12 104063395 104063395 Missense_Mutation SNP G A 23 21 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_15 Pre-Treatment UNC119B 84747 37 12 121157744 121157744 Missense_Mutation SNP C T 41 35 c.665C>T c.(664-666)CCT>CTT p.P222L

Pat_15 Pre-Treatment DNAH10 196385 37 12 124402294 124402295 Missense_Mutation DNP GG AA 2 0 10812_10813GG>A810-10815)ACGGGG>ACA p.G3605R

Pat_15 Pre-Treatment SLITRK1 114798 37 13 84453751 84453751 Missense_Mutation SNP G A 24 0 c.1892C>T c.(1891-1893)TCC>TTC p.S631F

Pat_15 Pre-Treatment DOCK9 23348 37 13 99478165 99478165 Missense_Mutation SNP G A 7 1 c.4987C>T c.(4987-4989)CCC>TCC p.P1663S

Pat_15 Pre-Treatment POTEG 404785 37 14 19553522 19553522 Missense_Mutation SNP A G 11 112 c.106A>G c.(106-108)AGG>GGG p.R36G

Pat_15 Pre-Treatment SEL1L 6400 37 14 82000079 82000079 Missense_Mutation SNP G A 22 0 c.10C>T c.(10-12)CGG>TGG p.R4W

Pat_15 Pre-Treatment SLC24A4 123041 37 14 92953088 92953088 Missense_Mutation SNP C T 46 0 c.1450C>T c.(1450-1452)CCA>TCA p.P484S

Pat_15 Pre-Treatment KIAA1409 57578 37 14 93994911 93994911 Missense_Mutation SNP T G 28 3 c.440T>G c.(439-441)ATA>AGA p.I147R

Pat_15 Pre-Treatment MAP2K1 5604 37 15 66729163 66729163 Missense_Mutation SNP C T 60 42 c.371C>T c.(370-372)CCG>CTG p.P124L

Pat_15 Pre-Treatment GRAMD2 196996 37 15 72456010 72456010 Missense_Mutation SNP G A 21 11 c.689C>T c.(688-690)CCA>CTA p.P230L

Pat_15 Pre-Treatment C15orf39 56905 37 15 75500784 75500784 Missense_Mutation SNP C T 7 11 c.2395C>T c.(2395-2397)CCC>TCC p.P799S

Pat_15 Pre-Treatment ACSBG1 23205 37 15 78466162 78466162 Missense_Mutation SNP G T 33 19 c.1862C>A c.(1861-1863)ACC>AAC p.T621N

Pat_15 Pre-Treatment SLCO3A1 28232 37 15 92397255 92397255 Missense_Mutation SNP C G 2 24 c.117C>G c.(115-117)ATC>ATG p.I39M

Pat_15 Pre-Treatment BTBD12 84464 37 16 3640521 3640521 Missense_Mutation SNP G A 37 41 c.3118C>T c.(3118-3120)CCC>TCC p.P1040S

Pat_15 Pre-Treatment MGRN1 23295 37 16 4731705 4731705 Missense_Mutation SNP C T 26 36 c.1286C>T c.(1285-1287)CCC>CTC p.P429L

Pat_15 Pre-Treatment COG7 91949 37 16 23409399 23409399 Missense_Mutation SNP A C 21 41 c.1855T>G c.(1855-1857)TTT>GTT p.F619V

Pat_15 Pre-Treatment HS3ST4 9951 37 16 26147561 26147561 Missense_Mutation SNP G A 7 12 c.1363G>A c.(1363-1365)GAT>AAT p.D455N

Pat_15 Pre-Treatment NOD2 64127 37 16 50733452 50733452 Missense_Mutation SNP G A 88 97 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_15 Pre-Treatment CES7 221223 37 16 55907781 55907781 Nonsense_Mutation SNP C T 20 20 c.242G>A c.(241-243)TGG>TAG p.W81*

Pat_15 Pre-Treatment TXNL4B 54957 37 16 72120568 72120568 Missense_Mutation SNP G A 29 40 c.418C>T c.(418-420)CCC>TCC p.P140S

Pat_15 Pre-Treatment CLEC18B 497190 37 16 74447009 74447009 Missense_Mutation SNP C T 23 38 c.602G>A c.(601-603)GGT>GAT p.G201D

Pat_15 Pre-Treatment TRAPPC2L 51693 37 16 88925060 88925060 Missense_Mutation SNP G A 122 137 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_15 Pre-Treatment ANKRD11 29123 37 16 89351925 89351925 Missense_Mutation SNP G A 40 46 c.1025C>T c.(1024-1026)CCC>CTC p.P342L

Pat_15 Pre-Treatment OR3A2 4995 37 17 3181572 3181572 Missense_Mutation SNP A T 17 0 c.658T>A c.(658-660)TTG>ATG p.L220M

Pat_15 Pre-Treatment TP53 7157 37 17 7574003 7574003 Nonsense_Mutation SNP G A 28 0 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_15 Pre-Treatment NCOR1 9611 37 17 15938172 15938172 Missense_Mutation SNP C T 32 1 c.7042G>A c.(7042-7044)GAA>AAA p.E2348K



Pat_15 Pre-Treatment SLFN13 146857 37 17 33768288 33768288 Missense_Mutation SNP G A 52 37 c.2020C>T c.(2020-2022)CGT>TGT p.R674C

Pat_15 Pre-Treatment GAS2L2 246176 37 17 34072788 34072788 Nonsense_Mutation SNP C T 30 12 c.1728G>A c.(1726-1728)TGG>TGA p.W576*

Pat_15 Pre-Treatment KRT222 125113 37 17 38816377 38816378 Missense_Mutation DNP CC TG 32 26 c.307_308GG>CA c.(307-309)GGA>CAA p.G103Q

Pat_15 Pre-Treatment TTLL6 284076 37 17 46846574 46846574 Missense_Mutation SNP C T 24 61 c.2453G>A c.(2452-2454)AGC>AAC p.S818N

Pat_15 Pre-Treatment B4GALNT2 124872 37 17 47210448 47210448 Missense_Mutation SNP G A 8 9 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_15 Pre-Treatment ANKFN1 162282 37 17 54520276 54520276 Missense_Mutation SNP G A 38 14 c.1090G>A c.(1090-1092)GCA>ACA p.A364T

Pat_15 Pre-Treatment KCNH6 81033 37 17 61621705 61621705 Missense_Mutation SNP G A 9 22 c.2437G>A c.(2437-2439)GAA>AAA p.E813K

Pat_15 Pre-Treatment SCN4A 6329 37 17 62018276 62018276 Missense_Mutation SNP G A 8 13 c.5366C>T c.(5365-5367)TCG>TTG p.S1789L

Pat_15 Pre-Treatment KCNJ16 3773 37 17 68128770 68128770 Missense_Mutation SNP C T 11 48 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_15 Pre-Treatment CD300C 10871 37 17 72540900 72540900 Missense_Mutation SNP G A 17 69 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_15 Pre-Treatment MGAT5B 146664 37 17 74936524 74936524 Missense_Mutation SNP C T 32 66 c.1652C>T c.(1651-1653)CCC>CTC p.P551L

Pat_15 Pre-Treatment NPTX1 4884 37 17 78444806 78444806 Missense_Mutation SNP G A 9 33 c.1106C>T c.(1105-1107)ACC>ATC p.T369I

Pat_15 Pre-Treatment DSC1 1823 37 18 28720185 28720185 Missense_Mutation SNP C G 32 33 c.1340G>C c.(1339-1341)AGC>ACC p.S447T

Pat_15 Pre-Treatment DSG1 1828 37 18 28934588 28934588 Missense_Mutation SNP C T 68 59 c.2429C>T c.(2428-2430)TCT>TTT p.S810F

Pat_15 Pre-Treatment RNF165 494470 37 18 44036562 44036562 Missense_Mutation SNP G A 40 53 c.1004G>A c.(1003-1005)CGA>CAA p.R335Q

Pat_15 Pre-Treatment SERPINB11 89778 37 18 61377533 61377533 Missense_Mutation SNP C T 10 13 c.106C>T c.(106-108)CTT>TTT p.L36F

Pat_15 Pre-Treatment MIER2 54531 37 19 334444 334444 Missense_Mutation SNP G A 31 54 c.199C>T c.(199-201)CCA>TCA p.P67S

Pat_15 Pre-Treatment MADCAM1 8174 37 19 501699 501699 Missense_Mutation SNP C T 31 18 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_15 Pre-Treatment C3 718 37 19 6686166 6686166 Missense_Mutation SNP C T 42 87 c.3779G>A c.(3778-3780)AGA>AAA p.R1260K

Pat_15 Pre-Treatment VAV1 7409 37 19 6828459 6828459 Missense_Mutation SNP G A 24 16 c.1053G>A c.(1051-1053)ATG>ATA p.M351I

Pat_15 Pre-Treatment FBN3 84467 37 19 8155007 8155007 Missense_Mutation SNP C T 11 11 c.6160G>A c.(6160-6162)GAA>AAA p.E2054K

Pat_15 Pre-Treatment MUC16 94025 37 19 9068553 9068553 Missense_Mutation SNP G A 16 85 c.18893C>T c.(18892-18894)TCT>TTT p.S6298F

Pat_15 Pre-Treatment MUC16 94025 37 19 9085237 9085237 Missense_Mutation SNP G A 9 8 c.6578C>T c.(6577-6579)TCC>TTC p.S2193F

Pat_15 Pre-Treatment MUC16 94025 37 19 9089503 9089503 Missense_Mutation SNP G A 51 26 c.2312C>T c.(2311-2313)TCC>TTC p.S771F

Pat_15 Pre-Treatment ZNF560 147741 37 19 9578116 9578116 Missense_Mutation SNP G A 6 18 c.1507C>T c.(1507-1509)CTT>TTT p.L503F

Pat_15 Pre-Treatment ZNF302 55900 37 19 35175919 35175919 Missense_Mutation SNP C T 7 12 c.1109C>T c.(1108-1110)TCG>TTG p.S370L

Pat_15 Pre-Treatment LIG1 3978 37 19 48660312 48660312 Missense_Mutation SNP G A 34 102 c.329C>T c.(328-330)CCC>CTC p.P110L

Pat_15 Pre-Treatment MYH14 79784 37 19 50789874 50789874 Missense_Mutation SNP G A 4 2 c.4552G>A c.(4552-4554)GAG>AAG p.E1518K

Pat_15 Pre-Treatment KLK5 25818 37 19 51453324 51453324 Missense_Mutation SNP G A 13 10 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_15 Pre-Treatment ZNF761 388561 37 19 53959722 53959722 Missense_Mutation SNP G A 10 41 c.1961G>A c.(1960-1962)AGA>AAA p.R654K

Pat_15 Pre-Treatment ZNF470 388566 37 19 57089054 57089054 Missense_Mutation SNP T A 20 15 c.1257T>A c.(1255-1257)CAT>CAA p.H419Q

Pat_15 Pre-Treatment PEG3 5178 37 19 57335821 57335821 Missense_Mutation SNP C T 36 24 c.203G>A c.(202-204)CGA>CAA p.R68Q

Pat_15 Pre-Treatment ZNF749 388567 37 19 57956341 57956341 Nonsense_Mutation SNP G T 11 27 c.1825G>T c.(1825-1827)GAA>TAA p.E609*

Pat_15 Pre-Treatment ZNF549 256051 37 19 58050291 58050291 Missense_Mutation SNP C T 18 34 c.1919C>T c.(1918-1920)CCC>CTC p.P640L

Pat_15 Pre-Treatment MSGN1 343930 37 2 17998224 17998224 Missense_Mutation SNP C T 16 314 c.439C>T c.(439-441)CTC>TTC p.L147F

Pat_15 Pre-Treatment TMEM17 200728 37 2 62728427 62728427 Missense_Mutation SNP G A 41 25 c.514C>T c.(514-516)CGT>TGT p.R172C

Pat_15 Pre-Treatment LOXL3 84695 37 2 74761292 74761292 Missense_Mutation SNP G A 3 53 c.2011C>T c.(2011-2013)CGG>TGG p.R671W

Pat_15 Pre-Treatment IL1A 3552 37 2 113539322 113539322 Missense_Mutation SNP A T 34 21 c.178T>A c.(178-180)TCT>ACT p.S60T

Pat_15 Pre-Treatment THSD7B 80731 37 2 137814051 137814051 Nonsense_Mutation SNP G A 15 34 c.108G>A c.(106-108)TGG>TGA p.W36*

Pat_15 Pre-Treatment SCN1A 6323 37 2 166872167 166872167 Missense_Mutation SNP G A 19 38 c.3467C>T c.(3466-3468)CCC>CTC p.P1156L

Pat_15 Pre-Treatment LRP2 4036 37 2 170092425 170092425 Missense_Mutation SNP C T 35 15 c.4845G>A c.(4843-4845)ATG>ATA p.M1615I

Pat_15 Pre-Treatment SP3 6670 37 2 174819867 174819867 Missense_Mutation SNP G A 19 20 c.1373C>T c.(1372-1374)TCT>TTT p.S458F

Pat_15 Pre-Treatment OSBPL6 114880 37 2 179236922 179236922 Nonsense_Mutation SNP C T 24 18 c.1357C>T c.(1357-1359)CAG>TAG p.Q453*

Pat_15 Pre-Treatment TTN 7273 37 2 179472244 179472244 Missense_Mutation SNP C T 60 146 c.45467G>A c.(45466-45468)GGA>GAA p.G15156E

Pat_15 Pre-Treatment TTN 7273 37 2 179611961 179611961 Missense_Mutation SNP C T 4 21 c.15166G>A c.(15166-15168)GGG>AGG p.G5056R

Pat_15 Pre-Treatment DNAH7 56171 37 2 196834754 196834754 Missense_Mutation SNP G A 17 18 c.2123C>T c.(2122-2124)TCA>TTA p.S708L

Pat_15 Pre-Treatment ORC2L 4999 37 2 201785036 201785036 Missense_Mutation SNP A C 18 11 c.1375T>G c.(1375-1377)TCC>GCC p.S459A



Pat_15 Pre-Treatment PARD3B 117583 37 2 206165386 206165386 Missense_Mutation SNP G A 15 49 c.2318G>A c.(2317-2319)CGA>CAA p.R773Q

Pat_15 Pre-Treatment ABCB6 10058 37 2 220078321 220078322 Missense_Mutation DNP GT AG 20 14 c.1645_1646AC>CTc.(1645-1647)ACC>CTC p.T549L

Pat_15 Pre-Treatment UGT1A8 54576 37 2 234527050 234527050 Missense_Mutation SNP G A 62 186 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_15 Pre-Treatment ANGPT4 51378 37 20 896818 896818 Missense_Mutation SNP G A 17 42 c.40C>T c.(40-42)CTT>TTT p.L14F

Pat_15 Pre-Treatment PROKR2 128674 37 20 5294778 5294778 Missense_Mutation SNP G A 44 33 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_15 Pre-Treatment ISM1 140862 37 20 13273020 13273020 Splice_Site SNP G A 8 10 c.788_splice c.e5-1 p.G263_splice

Pat_15 Pre-Treatment SEL1L2 80343 37 20 13867031 13867031 Missense_Mutation SNP T A 14 29 c.803A>T c.(802-804)GAA>GTA p.E268V

Pat_15 Pre-Treatment DEFB123 245936 37 20 30037844 30037844 Missense_Mutation SNP G A 61 70 c.71G>A c.(70-72)AGA>AAA p.R24K

Pat_15 Pre-Treatment EPB41L1 2036 37 20 34785884 34785884 Missense_Mutation SNP G A 44 47 c.1589G>A c.(1588-1590)CGA>CAA p.R530Q

Pat_15 Pre-Treatment SGK2 10110 37 20 42195107 42195107 Missense_Mutation SNP C T 58 75 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_15 Pre-Treatment NCAM2 4685 37 21 22664426 22664426 Missense_Mutation SNP C T 19 21 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_15 Pre-Treatment RCAN1 1827 37 21 35893880 35893880 Missense_Mutation SNP G A 12 10 c.503C>T c.(502-504)CCG>CTG p.P168L

Pat_15 Pre-Treatment CLDN14 23562 37 21 37833465 37833465 Missense_Mutation SNP C T 23 30 c.529G>A c.(529-531)GGT>AGT p.G177S

Pat_15 Pre-Treatment TMPRSS3 64699 37 21 43795974 43795974 Missense_Mutation SNP C T 25 103 c.1198G>A c.(1198-1200)GAC>AAC p.D400N

Pat_15 Pre-Treatment SEZ6L 23544 37 22 26761419 26761419 Missense_Mutation SNP G A 14 17 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_15 Pre-Treatment TRIOBP 11078 37 22 38121864 38121864 Missense_Mutation SNP C T 142 64 c.3301C>T c.(3301-3303)CCC>TCC p.P1101S

Pat_15 Pre-Treatment MGAT3 4248 37 22 39884748 39884748 Missense_Mutation SNP G A 9 17 c.1396G>A c.(1396-1398)GAC>AAC p.D466N

Pat_15 Pre-Treatment MOV10L1 54456 37 22 50563983 50563983 Missense_Mutation SNP C T 22 15 c.1732C>T c.(1732-1734)CCT>TCT p.P578S

Pat_15 Pre-Treatment EOMES 8320 37 3 27761764 27761764 Missense_Mutation SNP G A 62 108 c.934C>T c.(934-936)CAC>TAC p.H312Y

Pat_15 Pre-Treatment SCN5A 6331 37 3 38651383 38651383 Missense_Mutation SNP A G 20 41 c.776T>C c.(775-777)TTC>TCC p.F259S

Pat_15 Pre-Treatment SCN10A 6336 37 3 38833541 38833541 Missense_Mutation SNP G A 51 119 c.389C>T c.(388-390)TCG>TTG p.S130L

Pat_15 Pre-Treatment SCN11A 11280 37 3 38938485 38938485 Missense_Mutation SNP C T 27 22 c.2254G>A c.(2254-2256)GGG>AGG p.G752R

Pat_15 Pre-Treatment NAT6 24142 37 3 50334112 50334113 Missense_Mutation DNP GG AA 29 23 c.782_783CC>TT c.(781-783)CCC>CTT p.P261L

Pat_15 Pre-Treatment DNAH1 25981 37 3 52396446 52396446 Missense_Mutation SNP C T 18 14 c.5023C>T c.(5023-5025)CCA>TCA p.P1675S

Pat_15 Pre-Treatment NSUN3 63899 37 3 93813923 93813923 Missense_Mutation SNP C T 19 85 c.668C>T c.(667-669)TCT>TTT p.S223F

Pat_15 Pre-Treatment OR5H15 403274 37 3 97888187 97888187 Missense_Mutation SNP T C 5 2 c.644T>C c.(643-645)CTT>CCT p.L215P

Pat_15 Pre-Treatment OR5K1 26339 37 3 98189268 98189268 Missense_Mutation SNP C T 9 15 c.848C>T c.(847-849)CCC>CTC p.P283L

Pat_15 Pre-Treatment ZBED2 79413 37 3 111312555 111312555 Missense_Mutation SNP C T 66 66 c.494G>A c.(493-495)AGG>AAG p.R165K

Pat_15 Pre-Treatment KIAA2018 205717 37 3 113388981 113388981 Missense_Mutation SNP G A 28 29 c.146C>T c.(145-147)CCT>CTT p.P49L

Pat_15 Pre-Treatment PARP14 54625 37 3 122411238 122411238 Missense_Mutation SNP C T 20 11 c.446C>T c.(445-447)TCT>TTT p.S149F

Pat_15 Pre-Treatment COL6A6 131873 37 3 130287019 130287019 Missense_Mutation SNP C T 68 126 c.1972C>T c.(1972-1974)CGG>TGG p.R658W

Pat_15 Pre-Treatment TMEM108 66000 37 3 133099154 133099154 Missense_Mutation SNP G A 29 42 c.599G>A c.(598-600)CGA>CAA p.R200Q

Pat_15 Pre-Treatment PRR23A 729627 37 3 138724642 138724642 Missense_Mutation SNP C T 12 19 c.469G>A c.(469-471)GAG>AAG p.E157K

Pat_15 Pre-Treatment GK5 256356 37 3 141905075 141905075 Missense_Mutation SNP G A 55 30 c.716C>T c.(715-717)TCG>TTG p.S239L

Pat_15 Pre-Treatment CP 1356 37 3 148930484 148930484 Missense_Mutation SNP C T 9 9 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_15 Pre-Treatment ZBBX 79740 37 3 167045887 167045887 Missense_Mutation SNP C T 40 41 c.705G>A c.(703-705)ATG>ATA p.M235I

Pat_15 Pre-Treatment MECOM 2122 37 3 168833285 168833285 Missense_Mutation SNP C T 5 32 c.1811G>A c.(1810-1812)CGA>CAA p.R604Q

Pat_15 Pre-Treatment TP63 8626 37 3 189608604 189608604 Missense_Mutation SNP C T 55 47 c.1679C>T c.(1678-1680)TCA>TTA p.S560L

Pat_15 Pre-Treatment DLG1 1739 37 3 197009603 197009603 Missense_Mutation SNP T G 4 145 c.265A>C c.(265-267)AGC>CGC p.S89R

Pat_15 Pre-Treatment SLC2A9 56606 37 4 10027572 10027572 Missense_Mutation SNP C T 17 19 c.19G>A c.(19-21)GAC>AAC p.D7N

Pat_15 Pre-Treatment ZNF518B 85460 37 4 10445035 10445035 Missense_Mutation SNP A G 14 23 c.2918T>C c.(2917-2919)GTT>GCT p.V973A

Pat_15 Pre-Treatment FAM114A1 92689 37 4 38937371 38937371 Missense_Mutation SNP C T 19 9 c.1496C>T c.(1495-1497)TCT>TTT p.S499F

Pat_15 Pre-Treatment YIPF7 285525 37 4 44624506 44624506 Missense_Mutation SNP C T 6 6 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_15 Pre-Treatment SPATA18 132671 37 4 52945993 52945994 Missense_Mutation DNP GG AA 66 38 .1263_1264GG>AA261-1266)CAGGAG>CAAA p.E422K

Pat_15 Pre-Treatment CCDC158 339965 37 4 77288596 77288596 Missense_Mutation SNP C T 39 18 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_15 Pre-Treatment LEF1 51176 37 4 108985500 108985500 Missense_Mutation SNP G A 28 19 c.1157C>T c.(1156-1158)TCT>TTT p.S386F

Pat_15 Pre-Treatment ANK2 287 37 4 114279594 114279594 Missense_Mutation SNP C T 36 40 c.9820C>T c.(9820-9822)CCC>TCC p.P3274S



Pat_15 Pre-Treatment SYNPO2 171024 37 4 119947945 119947945 Missense_Mutation SNP C T 28 9 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_15 Pre-Treatment WDR17 116966 37 4 177046428 177046428 Missense_Mutation SNP T C 25 43 c.784T>C c.(784-786)TTT>CTT p.F262L

Pat_15 Pre-Treatment FAM173B 134145 37 5 10239375 10239376 Missense_Mutation DNP CC TT 29 65 c.109_110GG>AA c.(109-111)GGG>AAG p.G37K

Pat_15 Pre-Treatment DNAH5 1767 37 5 13901435 13901435 Missense_Mutation SNP T G 11 16 c.1978A>C c.(1978-1980)ATT>CTT p.I660L

Pat_15 Pre-Treatment TTC33 23548 37 5 40730441 40730441 Missense_Mutation SNP G A 46 53 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_15 Pre-Treatment HCN1 348980 37 5 45303881 45303881 Missense_Mutation SNP C T 62 58 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_15 Pre-Treatment MARVELD2 153562 37 5 68728909 68728909 Missense_Mutation SNP G A 80 92 c.1492G>A c.(1492-1494)GAA>AAA p.E498K

Pat_15 Pre-Treatment BDP1 55814 37 5 70838063 70838063 Missense_Mutation SNP C T 21 32 c.6383C>T c.(6382-6384)ACC>ATC p.T2128I

Pat_15 Pre-Treatment CMYA5 202333 37 5 79025094 79025094 Missense_Mutation SNP C T 6 4 c.506C>T c.(505-507)CCT>CTT p.P169L

Pat_15 Pre-Treatment GPR98 84059 37 5 90086870 90086870 Missense_Mutation SNP G A 11 9 c.14224G>A c.(14224-14226)GAA>AAA p.E4742K

Pat_15 Pre-Treatment NRG2 9542 37 5 139232080 139232080 Missense_Mutation SNP G A 47 45 c.1481C>T c.(1480-1482)TCT>TTT p.S494F

Pat_15 Pre-Treatment PCDHB2 56133 37 5 140474559 140474559 Missense_Mutation SNP C T 23 20 c.185C>T c.(184-186)GCT>GTT p.A62V

Pat_15 Pre-Treatment PCDHB8 56128 37 5 140559872 140559872 Missense_Mutation SNP G A 41 56 c.2257G>A c.(2257-2259)GAG>AAG p.E753K

Pat_15 Pre-Treatment PCDHGB5 56101 37 5 140779112 140779112 Missense_Mutation SNP C T 12 8 c.1418C>T c.(1417-1419)TCG>TTG p.S473L

Pat_15 Pre-Treatment C5orf40 408263 37 5 156770294 156770294 Missense_Mutation SNP G A 27 45 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_15 Pre-Treatment TMED9 54732 37 5 177020742 177020742 Missense_Mutation SNP C T 83 120 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_15 Pre-Treatment NEDD9 4739 37 6 11185787 11185787 Missense_Mutation SNP G A 51 56 c.2113C>T c.(2113-2115)CGG>TGG p.R705W

Pat_15 Pre-Treatment C6orf105 84830 37 6 11766609 11766609 Splice_Site SNP C T 30 20 c.289_splice c.e3-1 p.F97_splice

Pat_15 Pre-Treatment HIVEP1 3096 37 6 12122375 12122375 Missense_Mutation SNP C T 14 16 c.2347C>T c.(2347-2349)CCC>TCC p.P783S

Pat_15 Pre-Treatment ZNF193 7746 37 6 28200708 28200708 Missense_Mutation SNP A C 3 43 c.937A>C c.(937-939)AAG>CAG p.K313Q

Pat_15 Pre-Treatment OR12D3 81797 37 6 29343062 29343062 Missense_Mutation SNP C T 7 1 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_15 Pre-Treatment OR2H1 26716 37 6 29430333 29430333 Missense_Mutation SNP C T 19 47 c.787C>T c.(787-789)CCG>TCG p.P263S

Pat_15 Pre-Treatment UBD 10537 37 6 29524095 29524095 Missense_Mutation SNP C T 20 9 c.60G>A c.(58-60)ATG>ATA p.M20I

Pat_15 Pre-Treatment DNAH8 1769 37 6 38750805 38750805 Missense_Mutation SNP C T 30 11 c.1634C>T c.(1633-1635)CCG>CTG p.P545L

Pat_15 Pre-Treatment TTBK1 84630 37 6 43251530 43251530 Missense_Mutation SNP C T 11 30 c.3052C>T c.(3052-3054)CCG>TCG p.P1018S

Pat_15 Pre-Treatment GPR116 221395 37 6 46834662 46834662 Missense_Mutation SNP C T 14 15 c.1834G>A c.(1834-1836)GCA>ACA p.A612T

Pat_15 Pre-Treatment BMP5 653 37 6 55659083 55659083 Missense_Mutation SNP C T 11 21 c.826G>A c.(826-828)GGG>AGG p.G276R

Pat_15 Pre-Treatment MDN1 23195 37 6 90400405 90400406 Missense_Mutation DNP GG AA 25 14 10735_10736CC>Tc.(10735-10737)CCC>TTC p.P3579F

Pat_15 Pre-Treatment BACH2 60468 37 6 90642342 90642342 Missense_Mutation SNP C T 15 5 c.2311G>A c.(2311-2313)GAG>AAG p.E771K

Pat_15 Pre-Treatment EPHA7 2045 37 6 94066675 94066675 Missense_Mutation SNP C T 24 55 c.1084G>A c.(1084-1086)GAT>AAT p.D362N

Pat_15 Pre-Treatment RFX6 222546 37 6 117248274 117248274 Missense_Mutation SNP A C 25 58 c.1970A>C c.(1969-1971)AAC>ACC p.N657T

Pat_15 Pre-Treatment KIAA1244 57221 37 6 138584659 138584659 Missense_Mutation SNP T G 14 22 c.2039T>G c.(2038-2040)CTG>CGG p.L680R

Pat_15 Pre-Treatment HECA 51696 37 6 139488098 139488098 Missense_Mutation SNP T A 13 53 c.949T>A c.(949-951)TTC>ATC p.F317I

Pat_15 Pre-Treatment HIVEP2 3097 37 6 143081427 143081427 Missense_Mutation SNP T C 4 199 c.5998A>G c.(5998-6000)AGG>GGG p.R2000G

Pat_15 Pre-Treatment TIAM2 26230 37 6 155504535 155504535 Missense_Mutation SNP G A 32 45 c.2965G>A c.(2965-2967)GAC>AAC p.D989N

Pat_15 Pre-Treatment SLC22A3 6581 37 6 160831795 160831795 Missense_Mutation SNP C T 17 35 c.892C>T c.(892-894)CGG>TGG p.R298W

Pat_15 Pre-Treatment STK31 56164 37 7 23809328 23809328 Missense_Mutation SNP G A 48 49 c.1666G>A c.(1666-1668)GAG>AAG p.E556K

Pat_15 Pre-Treatment ADCYAP1R1 117 37 7 31117659 31117659 Missense_Mutation SNP G A 38 56 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_15 Pre-Treatment TXNDC3 51314 37 7 37924797 37924797 Nonsense_Mutation SNP G A 11 13 c.1190G>A c.(1189-1191)TGG>TAG p.W397*

Pat_15 Pre-Treatment ZNF479 90827 37 7 57187720 57187720 Missense_Mutation SNP C T 29 30 c.1402G>A c.(1402-1404)GAA>AAA p.E468K

Pat_15 Pre-Treatment MAGI2 9863 37 7 77973134 77973134 Missense_Mutation SNP G A 25 35 c.1369C>T c.(1369-1371)CCG>TCG p.P457S

Pat_15 Pre-Treatment ABCB4 5244 37 7 87083905 87083905 Missense_Mutation SNP T G 4 11 c.290A>C c.(289-291)AAC>ACC p.N97T

Pat_15 Pre-Treatment ZNF804B 219578 37 7 88963666 88963666 Nonsense_Mutation SNP G A 27 31 c.1370G>A c.(1369-1371)TGG>TAG p.W457*

Pat_15 Pre-Treatment ZNF804B 219578 37 7 88964142 88964142 Missense_Mutation SNP G C 6 9 c.1846G>C c.(1846-1848)GCA>CCA p.A616P

Pat_15 Pre-Treatment TRRAP 8295 37 7 98602945 98602945 Missense_Mutation SNP C T 34 42 c.10685C>T c.(10684-10686)ACC>ATC p.T3562I

Pat_15 Pre-Treatment RELN 5649 37 7 103155634 103155634 Missense_Mutation SNP G A 14 30 c.8117C>T c.(8116-8118)TCA>TTA p.S2706L

Pat_15 Pre-Treatment WNT2 7472 37 7 116955394 116955394 Missense_Mutation SNP C T 6 11 c.319G>A c.(319-321)GAA>AAA p.E107K



Pat_15 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 31 41 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_15 Pre-Treatment FAM115C 285966 37 7 143421630 143421630 Missense_Mutation SNP G T 3 4 c.2345G>T c.(2344-2346)TGG>TTG p.W782L

Pat_15 Pre-Treatment OR2F2 135948 37 7 143632858 143632858 Missense_Mutation SNP C T 36 36 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_15 Pre-Treatment CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 19 17 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_15 Pre-Treatment GIMAP8 155038 37 7 150171171 150171171 Missense_Mutation SNP C T 59 47 c.754C>T c.(754-756)CTT>TTT p.L252F

Pat_15 Pre-Treatment NOS3 4846 37 7 150698472 150698472 Missense_Mutation SNP G A 36 33 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_15 Pre-Treatment PAXIP1 22976 37 7 154774994 154774994 Missense_Mutation SNP C A 12 22 c.373G>T c.(373-375)GGG>TGG p.G125W

Pat_15 Pre-Treatment SPAG11B 10407 37 8 7320378 7320378 Missense_Mutation SNP G A 27 41 c.65C>T c.(64-66)TCG>TTG p.S22L

Pat_15 Pre-Treatment STC1 6781 37 8 23708930 23708930 Missense_Mutation SNP C T 69 47 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_15 Pre-Treatment ADAMDEC1 27299 37 8 24251634 24251634 Missense_Mutation SNP G A 7 18 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_15 Pre-Treatment ADAM18 8749 37 8 39537690 39537690 Missense_Mutation SNP C T 5 10 c.1766C>T c.(1765-1767)TCA>TTA p.S589L

Pat_15 Pre-Treatment DCAF4L2 138009 37 8 88886025 88886025 Missense_Mutation SNP C T 37 20 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_15 Pre-Treatment HRSP12 10247 37 8 99116755 99116755 Missense_Mutation SNP G A 39 26 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_15 Pre-Treatment GRHL2 79977 37 8 102643916 102643916 Missense_Mutation SNP G A 7 9 c.1309G>A c.(1309-1311)GGG>AGG p.G437R

Pat_15 Pre-Treatment FAM135B 51059 37 8 139163688 139163688 Missense_Mutation SNP C T 6 18 c.3030G>A c.(3028-3030)ATG>ATA p.M1010I

Pat_15 Pre-Treatment APBA1 320 37 9 72131644 72131644 Missense_Mutation SNP C T 5 12 c.483G>A c.(481-483)ATG>ATA p.M161I

Pat_15 Pre-Treatment PCSK5 5125 37 9 78601135 78601136 Missense_Mutation DNP CC TT 36 35 c.385_386CC>TT c.(385-387)CCC>TTC p.P129F

Pat_15 Pre-Treatment OR1L4 254973 37 9 125487162 125487162 Missense_Mutation SNP G A 5 19 c.894G>A c.(892-894)ATG>ATA p.M298I

Pat_15 Pre-Treatment IER5L 389792 37 9 131939665 131939665 Missense_Mutation SNP G A 3 3 c.667C>T c.(667-669)CCG>TCG p.P223S

Pat_15 Pre-Treatment LAMC3 10319 37 9 133907487 133907487 Missense_Mutation SNP G A 46 95 c.734G>A c.(733-735)GGG>GAG p.G245E

Pat_15 Pre-Treatment IL3RA 3563 37 X 1497566 1497566 Missense_Mutation SNP G A 6 27 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_15 Pre-Treatment MXRA5 25878 37 X 3240542 3240542 Missense_Mutation SNP C T 78 23 c.3184G>A c.(3184-3186)GAG>AAG p.E1062K

Pat_15 Pre-Treatment FAM9B 171483 37 X 8995964 8995964 Missense_Mutation SNP C T 16 51 c.437G>A c.(436-438)AGT>AAT p.S146N

Pat_15 Pre-Treatment MAGEB1 4112 37 X 30269273 30269273 Nonsense_Mutation SNP G A 5 10 c.663G>A c.(661-663)TGG>TGA p.W221*

Pat_15 Pre-Treatment SSX5 6758 37 X 48051681 48051681 Missense_Mutation SNP C T 110 35 c.317G>A c.(316-318)GGA>GAA p.G106E

Pat_15 Pre-Treatment TBC1D25 4943 37 X 48417570 48417570 Nonsense_Mutation SNP C T 7 22 c.541C>T c.(541-543)CAA>TAA p.Q181*

Pat_15 Pre-Treatment DGKK 139189 37 X 50121099 50121099 Missense_Mutation SNP G A 39 22 c.3109C>T c.(3109-3111)CGG>TGG p.R1037W

Pat_15 Pre-Treatment BMP15 9210 37 X 50659560 50659560 Missense_Mutation SNP T C 63 35 c.1132T>C c.(1132-1134)TAC>CAC p.Y378H

Pat_15 Pre-Treatment SPANXN5 494197 37 X 52826389 52826389 Splice_Site SNP G A 51 28 c.1_splice c.e1-1 p.M1_splice

Pat_15 Pre-Treatment NHSL2 340527 37 X 71359877 71359877 Missense_Mutation SNP G A 5 18 c.2479G>A c.(2479-2481)GAC>AAC p.D827N

Pat_15 Pre-Treatment RPS6KA6 27330 37 X 83319404 83319404 Missense_Mutation SNP T C 7 9 c.2119A>G c.(2119-2121)ATG>GTG p.M707V

Pat_15 Pre-Treatment WDR44 54521 37 X 117566799 117566799 Missense_Mutation SNP G A 33 113 c.1793G>A c.(1792-1794)CGG>CAG p.R598Q

Pat_15 Pre-Treatment UTP14A 10813 37 X 129041393 129041393 Missense_Mutation SNP A G 18 61 c.77A>G c.(76-78)TAC>TGC p.Y26C

Pat_15 Pre-Treatment RBMX2 51634 37 X 129546533 129546533 Missense_Mutation SNP C T 12 26 c.680C>T c.(679-681)TCC>TTC p.S227F

Pat_15 Pre-Treatment GPC3 2719 37 X 132670264 132670265 Nonsense_Mutation DNP GG TA 50 31 c.1630_1631CC>TAc.(1630-1632)CCG>TAG p.P544*

Pat_15 Pre-Treatment BRS3 680 37 X 135572476 135572476 Missense_Mutation SNP C T 4 10 c.619C>T c.(619-621)CCT>TCT p.P207S

Pat_15 Pre-Treatment FGF13 2258 37 X 137715099 137715099 Missense_Mutation SNP C T 13 34 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_15 Pre-Treatment MAGEA3 4102 37 X 151935794 151935794 Nonsense_Mutation SNP G A 121 52 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_15 Pre-Treatment SPRY3 10251 37 X 155004072 155004072 Missense_Mutation SNP G A 21 77 c.539G>A c.(538-540)AGC>AAC p.S180N

Pat_15 Pre-Treatment SPRY3 10251 37 X 155004080 155004080 Missense_Mutation SNP G C 21 75 c.547G>C c.(547-549)GAT>CAT p.D183H

Pat_15 Post-Resistance GABRD 2563 37 1 1956458 1956458 Missense_Mutation SNP C T 4 218 c.146C>T c.(145-147)GCC>GTC p.A49V

Pat_15 Post-Resistance PLEKHG5 57449 37 1 6528263 6528263 Missense_Mutation SNP G A 37 90 c.2801C>T c.(2800-2802)TCC>TTC p.S934F

Pat_15 Post-Resistance PRAMEF4 400735 37 1 12943025 12943025 Missense_Mutation SNP C T 72 246 c.191G>A c.(190-192)CGC>CAC p.R64H

Pat_15 Post-Resistance TMEM51 55092 37 1 15541590 15541590 Missense_Mutation SNP G C 3 345 c.7G>C c.(7-9)GCC>CCC p.A3P

Pat_15 Post-Resistance EPHA2 1969 37 1 16461548 16461548 Missense_Mutation SNP T C 49 664 c.1565A>G c.(1564-1566)CAC>CGC p.H522R

Pat_15 Post-Resistance ATP13A2 23400 37 1 17332247 17332247 Missense_Mutation SNP G A 25 64 c.37C>T c.(37-39)CCC>TCC p.P13S

Pat_15 Post-Resistance KLHDC7A 127707 37 1 18809751 18809751 Missense_Mutation SNP C T 153 477 c.2276C>T c.(2275-2277)ACC>ATC p.T759I



Pat_15 Post-Resistance UBR4 23352 37 1 19431583 19431583 Missense_Mutation SNP C T 5 288 c.12604G>A c.(12604-12606)GCT>ACT p.A4202T

Pat_15 Post-Resistance NBPF3 84224 37 1 21807432 21807432 Missense_Mutation SNP A G 5 671 c.1391A>G c.(1390-1392)AAG>AGG p.K464R

Pat_15 Post-Resistance EPHA8 2046 37 1 22927891 22927891 Missense_Mutation SNP G A 5 418 c.2828G>A c.(2827-2829)CGC>CAC p.R943H

Pat_15 Post-Resistance CATSPER4 378807 37 1 26524479 26524479 Missense_Mutation SNP G A 6 609 c.589G>A c.(589-591)GTG>ATG p.V197M

Pat_15 Post-Resistance SYTL1 84958 37 1 27673988 27673988 Nonsense_Mutation SNP C T 74 262 c.268C>T c.(268-270)CAG>TAG p.Q90*

Pat_15 Post-Resistance EIF3I 8668 37 1 32692039 32692039 Missense_Mutation SNP G T 8 843 c.436G>T c.(436-438)GAC>TAC p.D146Y

Pat_15 Post-Resistance EIF2C4 192670 37 1 36307229 36307229 Missense_Mutation SNP G A 4 406 c.2053G>A c.(2053-2055)GAA>AAA p.E685K

Pat_15 Post-Resistance CDC20 991 37 1 43824999 43824999 Missense_Mutation SNP C T 4 239 c.113C>T c.(112-114)CCG>CTG p.P38L

Pat_15 Post-Resistance TESK2 10420 37 1 45813599 45813599 Missense_Mutation SNP G A 75 316 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_15 Post-Resistance RAD54L 8438 37 1 46739343 46739343 Missense_Mutation SNP A G 3 159 c.1534A>G c.(1534-1536)AGC>GGC p.S512G

Pat_15 Post-Resistance SPATA6 54558 37 1 48861020 48861020 Missense_Mutation SNP G A 5 190 c.787C>T c.(787-789)CCC>TCC p.P263S

Pat_15 Post-Resistance PODN 127435 37 1 53544264 53544264 Missense_Mutation SNP T C 46 159 c.1226T>C c.(1225-1227)TTG>TCG p.L409S

Pat_15 Post-Resistance PARS2 25973 37 1 55223505 55223505 Missense_Mutation SNP G A 4 353 c.1330C>T c.(1330-1332)CCT>TCT p.P444S

Pat_15 Post-Resistance HOOK1 51361 37 1 60330906 60330906 Missense_Mutation SNP T A 4 196 c.1733T>A c.(1732-1734)ATA>AAA p.I578K

Pat_15 Post-Resistance CACHD1 57685 37 1 65016314 65016314 Nonsense_Mutation SNP C A 4 205 c.83C>A c.(82-84)TCA>TAA p.S28*

Pat_15 Post-Resistance ELTD1 64123 37 1 79412055 79412055 Missense_Mutation SNP T G 33 75 c.229A>C c.(229-231)AAC>CAC p.N77H

Pat_15 Post-Resistance CLCA4 22802 37 1 87031683 87031683 Missense_Mutation SNP G A 64 187 c.934G>A c.(934-936)GAT>AAT p.D312N

Pat_15 Post-Resistance NOTCH2 4853 37 1 120612013 120612013 Missense_Mutation SNP G A 6 85 c.8C>T c.(7-9)GCC>GTC p.A3V

Pat_15 Post-Resistance ACP6 51205 37 1 147131860 147131860 Missense_Mutation SNP G A 45 130 c.250C>T c.(250-252)CCA>TCA p.P84S

Pat_15 Post-Resistance FLG2 388698 37 1 152326724 152326724 Nonsense_Mutation SNP C A 5 372 c.3538G>T c.(3538-3540)GGA>TGA p.G1180*

Pat_15 Post-Resistance CD1E 913 37 1 158325309 158325309 Missense_Mutation SNP G A 34 131 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_15 Post-Resistance OR10Z1 128368 37 1 158576814 158576814 Missense_Mutation SNP G A 99 331 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_15 Post-Resistance OR6K6 128371 37 1 158725536 158725536 Missense_Mutation SNP T C 5 433 c.931T>C c.(931-933)TTT>CTT p.F311L

Pat_15 Post-Resistance FCRL6 343413 37 1 159778148 159778148 Missense_Mutation SNP G A 4 157 c.233G>A c.(232-234)CGT>CAT p.R78H

Pat_15 Post-Resistance ARHGAP30 257106 37 1 161021422 161021422 Missense_Mutation SNP C T 4 222 c.1102G>A c.(1102-1104)GCA>ACA p.A368T

Pat_15 Post-Resistance DNM3 26052 37 1 172017826 172017826 Missense_Mutation SNP C T 69 199 c.1271C>T c.(1270-1272)TCC>TTC p.S424F

Pat_15 Post-Resistance SLC9A11 284525 37 1 173552668 173552668 Missense_Mutation SNP C T 46 171 c.617G>A c.(616-618)AGA>AAA p.R206K

Pat_15 Post-Resistance ASTN1 460 37 1 176992682 176992683 Missense_Mutation DNP CC TT 32 151 .1295_1296GG>AAc.(1294-1296)GGG>GAA p.G432E

Pat_15 Post-Resistance PRG4 10216 37 1 186276959 186276959 Missense_Mutation SNP A G 3 396 c.2108A>G c.(2107-2109)GAG>GGG p.E703G

Pat_15 Post-Resistance CFHR3 10878 37 1 196748941 196748941 Missense_Mutation SNP C T 10 27 c.268C>T c.(268-270)CCT>TCT p.P90S

Pat_15 Post-Resistance CFHR5 81494 37 1 196953100 196953100 Missense_Mutation SNP C T 40 130 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_15 Post-Resistance F13B 2165 37 1 197026464 197026464 Missense_Mutation SNP C T 98 366 c.937G>A c.(937-939)GAA>AAA p.E313K

Pat_15 Post-Resistance ASPM 259266 37 1 197115477 197115478 Missense_Mutation DNP CC TT 22 51 c.90_91GG>AA (88-93)GAGGAG>GAAAA p.E31K

Pat_15 Post-Resistance DYRK3 8444 37 1 206821132 206821132 Missense_Mutation SNP T C 4 540 c.589T>C c.(589-591)TAT>CAT p.Y197H

Pat_15 Post-Resistance PLXNA2 5362 37 1 208390847 208390847 Missense_Mutation SNP G A 6 705 c.421C>T c.(421-423)CGG>TGG p.R141W

Pat_15 Post-Resistance HHAT 55733 37 1 210761301 210761301 Missense_Mutation SNP C T 6 314 c.1103C>T c.(1102-1104)ACG>ATG p.T368M

Pat_15 Post-Resistance USH2A 7399 37 1 215990535 215990535 Missense_Mutation SNP G A 4 248 c.9374C>T c.(9373-9375)TCT>TTT p.S3125F

Pat_15 Post-Resistance EPRS 2058 37 1 220179511 220179511 Missense_Mutation SNP C A 5 483 c.1887G>T c.(1885-1887)TTG>TTT p.L629F

Pat_15 Post-Resistance HLX 3142 37 1 221057861 221057861 Missense_Mutation SNP G A 3 65 c.1282G>A c.(1282-1284)GGC>AGC p.G428S

Pat_15 Post-Resistance HEATR1 55127 37 1 236730082 236730082 Missense_Mutation SNP G A 57 210 c.4172C>T c.(4171-4173)CCG>CTG p.P1391L

Pat_15 Post-Resistance GTPBP4 23560 37 10 1046616 1046616 Splice_Site SNP G A 3 67 c.655_splice c.e7-1 p.V219_splice

Pat_15 Post-Resistance UCMA 221044 37 10 13275586 13275586 Missense_Mutation SNP G A 4 453 c.172C>T c.(172-174)CTC>TTC p.L58F

Pat_15 Post-Resistance FAM171A1 221061 37 10 15296773 15296773 Missense_Mutation SNP G A 27 99 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_15 Post-Resistance HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 7 153 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_15 Post-Resistance C10orf72 196740 37 10 50227768 50227768 Missense_Mutation SNP G A 42 122 c.890C>T c.(889-891)CCC>CTC p.P297L

Pat_15 Post-Resistance C10orf71 118461 37 10 50532304 50532304 Missense_Mutation SNP C T 51 113 c.1714C>T c.(1714-1716)CCC>TCC p.P572S

Pat_15 Post-Resistance CTNNA3 29119 37 10 68526077 68526077 Missense_Mutation SNP T C 4 446 c.1226A>G c.(1225-1227)AAG>AGG p.K409R



Pat_15 Post-Resistance CPEB3 22849 37 10 93902788 93902788 Missense_Mutation SNP T C 65 196 c.1451A>G c.(1450-1452)AAA>AGA p.K484R

Pat_15 Post-Resistance IDE 3416 37 10 94216180 94216180 Missense_Mutation SNP C A 5 256 c.2832G>T c.(2830-2832)TTG>TTT p.L944F

Pat_15 Post-Resistance PLCE1 51196 37 10 96033331 96033331 Missense_Mutation SNP G A 3 106 c.4519G>A c.(4519-4521)GAA>AAA p.E1507K

Pat_15 Post-Resistance HELLS 3070 37 10 96361363 96361363 Missense_Mutation SNP C T 32 90 c.2501C>T c.(2500-2502)CCT>CTT p.P834L

Pat_15 Post-Resistance CYP2C18 1562 37 10 96448031 96448031 Missense_Mutation SNP G A 102 196 c.481G>A c.(481-483)GCC>ACC p.A161T

Pat_15 Post-Resistance CYP2C18 1562 37 10 96454828 96454828 Nonsense_Mutation SNP G A 21 34 c.636G>A c.(634-636)TGG>TGA p.W212*

Pat_15 Post-Resistance CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 22 50 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_15 Post-Resistance C10orf62 414157 37 10 99349869 99349869 Missense_Mutation SNP C T 62 161 c.215C>T c.(214-216)ACG>ATG p.T72M

Pat_15 Post-Resistance SH3PXD2A 9644 37 10 105362640 105362640 Missense_Mutation SNP G A 6 758 c.2251C>T c.(2251-2253)CGG>TGG p.R751W

Pat_15 Post-Resistance RPL13AP6 644511 37 10 112696673 112696673 Missense_Mutation SNP A G 3 129 c.319T>C c.(319-321)TGC>CGC p.C107R

Pat_15 Post-Resistance NRAP 4892 37 10 115388776 115388776 Missense_Mutation SNP T C 61 132 c.2045A>G c.(2044-2046)CAG>CGG p.Q682R

Pat_15 Post-Resistance NHLRC2 374354 37 10 115664694 115664694 Missense_Mutation SNP C A 4 344 c.1823C>A c.(1822-1824)GCG>GAG p.A608E

Pat_15 Post-Resistance LRRC56 115399 37 11 541577 541577 Missense_Mutation SNP C T 5 287 c.218C>T c.(217-219)ACG>ATG p.T73M

Pat_15 Post-Resistance OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 40 135 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_15 Post-Resistance UBQLN3 50613 37 11 5530256 5530256 Missense_Mutation SNP G A 4 392 c.533C>T c.(532-534)CCG>CTG p.P178L

Pat_15 Post-Resistance MRVI1 10335 37 11 10598004 10598004 Missense_Mutation SNP A G 3 285 c.2614T>C c.(2614-2616)TAC>CAC p.Y872H

Pat_15 Post-Resistance PTH 5741 37 11 13514049 13514049 Missense_Mutation SNP T A 76 153 c.251A>T c.(250-252)AAA>ATA p.K84I

Pat_15 Post-Resistance ARFGAP2 84364 37 11 47196645 47196645 Missense_Mutation SNP C A 6 586 c.401G>T c.(400-402)TGG>TTG p.W134L

Pat_15 Post-Resistance AGBL2 79841 37 11 47698946 47698946 Missense_Mutation SNP T G 30 57 c.2024A>C c.(2023-2025)CAG>CCG p.Q675P

Pat_15 Post-Resistance OR5L2 26338 37 11 55595616 55595616 Missense_Mutation SNP A C 22 98 c.922A>C c.(922-924)AAA>CAA p.K308Q

Pat_15 Post-Resistance OR8H3 390152 37 11 55889999 55889999 Missense_Mutation SNP C T 202 503 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_15 Post-Resistance OR5T3 390154 37 11 56019973 56019973 Missense_Mutation SNP G A 71 169 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_15 Post-Resistance OR9G9 504191 37 11 56467892 56467892 Missense_Mutation SNP A G 25 256 c.29A>G c.(28-30)GAG>GGG p.E10G

Pat_15 Post-Resistance DTX4 23220 37 11 58949848 58949848 Missense_Mutation SNP A G 19 53 c.848A>G c.(847-849)AAG>AGG p.K283R

Pat_15 Post-Resistance CYBASC3 220002 37 11 61118495 61118495 Missense_Mutation SNP G A 4 189 c.673C>T c.(673-675)CGC>TGC p.R225C

Pat_15 Post-Resistance KCNK7 10089 37 11 65360983 65360983 Missense_Mutation SNP G A 4 225 c.682C>T c.(682-684)CCC>TCC p.P228S

Pat_15 Post-Resistance ADRBK1 156 37 11 67049161 67049161 Missense_Mutation SNP C T 4 311 c.788C>T c.(787-789)ACG>ATG p.T263M

Pat_15 Post-Resistance LRP5 4041 37 11 68216515 68216515 Missense_Mutation SNP T C 4 438 c.4825T>C c.(4825-4827)TCC>CCC p.S1609P

Pat_15 Post-Resistance ARAP1 116985 37 11 72421519 72421519 Missense_Mutation SNP G A 42 290 c.1327C>T c.(1327-1329)CGC>TGC p.R443C

Pat_15 Post-Resistance ARHGEF17 9828 37 11 73021314 73021314 Missense_Mutation SNP C A 6 154 c.1631C>A c.(1630-1632)GCA>GAA p.A544E

Pat_15 Post-Resistance TMEM126B 55863 37 11 85347238 85347238 Missense_Mutation SNP G A 21 49 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_15 Post-Resistance GRM5 2915 37 11 88780558 88780558 Missense_Mutation SNP C A 4 208 c.483G>T c.(481-483)TTG>TTT p.L161F

Pat_15 Post-Resistance KDM4DL 390245 37 11 94759611 94759611 Nonsense_Mutation SNP G A 26 52 c.890G>A c.(889-891)TGG>TAG p.W297*

Pat_15 Post-Resistance CNTN5 53942 37 11 100095458 100095458 Missense_Mutation SNP T G 66 170 c.1919T>G c.(1918-1920)ATC>AGC p.I640S

Pat_15 Post-Resistance PGR 5241 37 11 100962501 100962501 Missense_Mutation SNP C T 27 149 c.1896G>A c.(1894-1896)ATG>ATA p.M632I

Pat_15 Post-Resistance GUCY1A2 2977 37 11 106810341 106810341 Nonsense_Mutation SNP G A 42 64 c.1051C>T c.(1051-1053)CGA>TGA p.R351*

Pat_15 Post-Resistance ARHGAP20 57569 37 11 110462808 110462808 Missense_Mutation SNP G T 5 453 c.1036C>A c.(1036-1038)CAC>AAC p.H346N

Pat_15 Post-Resistance TMEM25 84866 37 11 118403728 118403728 Missense_Mutation SNP C A 4 151 c.479C>A c.(478-480)CCG>CAG p.P160Q

Pat_15 Post-Resistance GRIK4 2900 37 11 120827502 120827502 Nonsense_Mutation SNP G T 4 473 c.1714G>T c.(1714-1716)GAG>TAG p.E572*

Pat_15 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 7 253 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_15 Post-Resistance NINJ2 4815 37 12 772558 772558 Missense_Mutation SNP G A 6 527 c.107C>T c.(106-108)CCG>CTG p.P36L

Pat_15 Post-Resistance C1S 716 37 12 7172542 7172542 Missense_Mutation SNP G A 4 390 c.656G>A c.(655-657)CGG>CAG p.R219Q

Pat_15 Post-Resistance PRR4 11272 37 12 10999736 10999736 Missense_Mutation SNP T C 5 786 c.331A>G c.(331-333)AGC>GGC p.S111G

Pat_15 Post-Resistance CREBL2 1389 37 12 12765117 12765117 Missense_Mutation SNP G A 4 420 c.11G>A c.(10-12)AGT>AAT p.S4N

Pat_15 Post-Resistance LRMP 4033 37 12 25260902 25260902 Missense_Mutation SNP G A 5 364 c.1408G>A c.(1408-1410)GCT>ACT p.A470T

Pat_15 Post-Resistance SFRS2IP 9169 37 12 46320998 46320998 Missense_Mutation SNP T C 4 200 c.2486A>G c.(2485-2487)AAG>AGG p.K829R

Pat_15 Post-Resistance CCNT1 904 37 12 49087790 49087790 Missense_Mutation SNP G T 6 686 c.1207C>A c.(1207-1209)CAG>AAG p.Q403K



Pat_15 Post-Resistance AQP2 359 37 12 50344822 50344822 Missense_Mutation SNP C T 33 99 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_15 Post-Resistance SLC11A2 4891 37 12 51394183 51394183 Missense_Mutation SNP C A 5 219 c.449G>T c.(448-450)TGG>TTG p.W150L

Pat_15 Post-Resistance KRT75 9119 37 12 52825810 52825810 Missense_Mutation SNP C T 52 212 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_15 Post-Resistance NFE2 4778 37 12 54686462 54686462 Missense_Mutation SNP C T 4 295 c.818G>A c.(817-819)CGG>CAG p.R273Q

Pat_15 Post-Resistance RDH5 5959 37 12 56115517 56115517 Missense_Mutation SNP G A 4 293 c.355G>A c.(355-357)GGA>AGA p.G119R

Pat_15 Post-Resistance NACA 4666 37 12 57118247 57118247 Missense_Mutation SNP T C 4 70 c.59A>G c.(58-60)CAG>CGG p.Q20R

Pat_15 Post-Resistance SLC5A8 160728 37 12 101603571 101603571 Missense_Mutation SNP G A 4 211 c.56C>T c.(55-57)GCG>GTG p.A19V

Pat_15 Post-Resistance UTP20 27340 37 12 101711330 101711330 Missense_Mutation SNP C A 5 298 c.2627C>A c.(2626-2628)GCA>GAA p.A876E

Pat_15 Post-Resistance STAB2 55576 37 12 104063395 104063395 Missense_Mutation SNP G A 67 234 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_15 Post-Resistance TPCN1 53373 37 12 113706592 113706592 Missense_Mutation SNP G A 4 213 c.574G>A c.(574-576)GTA>ATA p.V192I

Pat_15 Post-Resistance SDSL 113675 37 12 113873331 113873331 Missense_Mutation SNP G A 6 699 c.641G>A c.(640-642)GGC>GAC p.G214D

Pat_15 Post-Resistance UNC119B 84747 37 12 121157744 121157744 Missense_Mutation SNP C T 73 186 c.665C>T c.(664-666)CCT>CTT p.P222L

Pat_15 Post-Resistance VPS33A 65082 37 12 122748200 122748200 Missense_Mutation SNP G A 4 152 c.215C>T c.(214-216)CCG>CTG p.P72L

Pat_15 Post-Resistance RNF6 6049 37 13 26788595 26788595 Missense_Mutation SNP G T 5 331 c.1424C>A c.(1423-1425)CCA>CAA p.P475Q

Pat_15 Post-Resistance TSC22D1 8848 37 13 45149288 45149288 Missense_Mutation SNP G A 4 382 c.923C>T c.(922-924)ACT>ATT p.T308I

Pat_15 Post-Resistance UTP14C 9724 37 13 52604045 52604045 Missense_Mutation SNP G A 4 287 c.1105G>A c.(1105-1107)GGA>AGA p.G369R

Pat_15 Post-Resistance SLITRK1 114798 37 13 84453751 84453751 Missense_Mutation SNP G A 86 88 c.1892C>T c.(1891-1893)TCC>TTC p.S631F

Pat_15 Post-Resistance DOCK9 23348 37 13 99478165 99478165 Missense_Mutation SNP G A 25 29 c.4987C>T c.(4987-4989)CCC>TCC p.P1663S

Pat_15 Post-Resistance NOVA1 4857 37 14 26917974 26917974 Missense_Mutation SNP G T 5 353 c.715C>A c.(715-717)CAG>AAG p.Q239K

Pat_15 Post-Resistance DAAM1 23002 37 14 59834280 59834280 Missense_Mutation SNP A G 3 145 c.2990A>G c.(2989-2991)AAG>AGG p.K997R

Pat_15 Post-Resistance LTBP2 4053 37 14 74975535 74975535 Missense_Mutation SNP T C 3 135 c.3524A>G c.(3523-3525)GAG>GGG p.E1175G

Pat_15 Post-Resistance SEL1L 6400 37 14 82000079 82000079 Missense_Mutation SNP G A 39 73 c.10C>T c.(10-12)CGG>TGG p.R4W

Pat_15 Post-Resistance SLC24A4 123041 37 14 92953088 92953088 Missense_Mutation SNP C T 77 143 c.1450C>T c.(1450-1452)CCA>TCA p.P484S

Pat_15 Post-Resistance KIAA1409 57578 37 14 93994911 93994911 Missense_Mutation SNP T G 98 196 c.440T>G c.(439-441)ATA>AGA p.I147R

Pat_15 Post-Resistance SERPINA11 256394 37 14 94912800 94912800 Missense_Mutation SNP G T 7 344 c.785C>A c.(784-786)ACC>AAC p.T262N

Pat_15 Post-Resistance AHNAK2 113146 37 14 105422953 105422953 Missense_Mutation SNP C T 4 400 c.287G>A c.(286-288)CGG>CAG p.R96Q

Pat_15 Post-Resistance MAGEL2 54551 37 15 23889390 23889390 Missense_Mutation SNP A C 3 123 c.1691T>G c.(1690-1692)CTA>CGA p.L564R

Pat_15 Post-Resistance GABRB3 2562 37 15 26793230 26793230 Missense_Mutation SNP T A 29 666 c.1132A>T c.(1132-1134)ATG>TTG p.M378L

Pat_15 Post-Resistance GREM1 26585 37 15 33023142 33023142 Missense_Mutation SNP C T 4 161 c.251C>T c.(250-252)ACG>ATG p.T84M

Pat_15 Post-Resistance BMF 90427 37 15 40396398 40396398 Missense_Mutation SNP G A 6 781 c.436C>T c.(436-438)CGG>TGG p.R146W

Pat_15 Post-Resistance EHD4 30844 37 15 42193253 42193253 Missense_Mutation SNP T C 3 121 c.1216A>G c.(1216-1218)AGC>GGC p.S406G

Pat_15 Post-Resistance KIAA1370 56204 37 15 52877033 52877033 Missense_Mutation SNP C A 4 96 c.2986G>T c.(2986-2988)GTA>TTA p.V996L

Pat_15 Post-Resistance RFX7 64864 37 15 56386544 56386544 Nonsense_Mutation SNP G A 5 465 c.3382C>T c.(3382-3384)CAG>TAG p.Q1128*

Pat_15 Post-Resistance SLTM 79811 37 15 59175909 59175909 Missense_Mutation SNP G A 5 458 c.2912C>T c.(2911-2913)CCA>CTA p.P971L

Pat_15 Post-Resistance RNF111 54778 37 15 59359058 59359058 Missense_Mutation SNP G A 4 398 c.1462G>A c.(1462-1464)GGA>AGA p.G488R

Pat_15 Post-Resistance VPS13C 54832 37 15 62208095 62208095 Missense_Mutation SNP G A 4 325 c.8182C>T c.(8182-8184)CGC>TGC p.R2728C

Pat_15 Post-Resistance FBXL22 283807 37 15 63893617 63893617 Missense_Mutation SNP T G 6 33 c.458T>G c.(457-459)TTG>TGG p.L153W

Pat_15 Post-Resistance ZNF609 23060 37 15 64966288 64966288 Missense_Mutation SNP G A 6 576 c.1235G>A c.(1234-1236)GGC>GAC p.G412D

Pat_15 Post-Resistance MAP2K1 5604 37 15 66729163 66729163 Missense_Mutation SNP C T 118 236 c.371C>T c.(370-372)CCG>CTG p.P124L

Pat_15 Post-Resistance GRAMD2 196996 37 15 72456010 72456010 Missense_Mutation SNP G A 52 136 c.689C>T c.(688-690)CCA>CTA p.P230L

Pat_15 Post-Resistance CD276 80381 37 15 73996161 73996161 Missense_Mutation SNP G A 4 250 c.895G>A c.(895-897)GAA>AAA p.E299K

Pat_15 Post-Resistance UBL7 84993 37 15 74741588 74741588 Missense_Mutation SNP G A 4 257 c.821C>T c.(820-822)ACC>ATC p.T274I

Pat_15 Post-Resistance C15orf39 56905 37 15 75500784 75500784 Missense_Mutation SNP C T 18 69 c.2395C>T c.(2395-2397)CCC>TCC p.P799S

Pat_15 Post-Resistance HMG20A 10363 37 15 77750795 77750795 Missense_Mutation SNP G C 3 363 c.46G>C c.(46-48)GAT>CAT p.D16H

Pat_15 Post-Resistance ACSBG1 23205 37 15 78466162 78466162 Missense_Mutation SNP G T 61 177 c.1862C>A c.(1861-1863)ACC>AAC p.T621N

Pat_15 Post-Resistance KIAA1024 23251 37 15 79750210 79750210 Missense_Mutation SNP G A 4 487 c.1721G>A c.(1720-1722)AGC>AAC p.S574N

Pat_15 Post-Resistance LRRK1 79705 37 15 101569437 101569437 Missense_Mutation SNP G A 4 241 c.2963G>A c.(2962-2964)AGC>AAC p.S988N



Pat_15 Post-Resistance WDR90 197335 37 16 716594 716594 Missense_Mutation SNP C T 4 154 c.4880C>T c.(4879-4881)ACG>ATG p.T1627M

Pat_15 Post-Resistance BTBD12 84464 37 16 3634827 3634827 Missense_Mutation SNP G A 6 717 c.4682C>T c.(4681-4683)ACG>ATG p.T1561M

Pat_15 Post-Resistance BTBD12 84464 37 16 3640521 3640521 Missense_Mutation SNP G A 65 225 c.3118C>T c.(3118-3120)CCC>TCC p.P1040S

Pat_15 Post-Resistance MGRN1 23295 37 16 4731705 4731705 Missense_Mutation SNP C T 58 148 c.1286C>T c.(1285-1287)CCC>CTC p.P429L

Pat_15 Post-Resistance ABCC6 368 37 16 16251532 16251532 Missense_Mutation SNP G C 3 196 c.3870C>G c.(3868-3870)CAC>CAG p.H1290Q

Pat_15 Post-Resistance COG7 91949 37 16 23409399 23409399 Missense_Mutation SNP A C 55 251 c.1855T>G c.(1855-1857)TTT>GTT p.F619V

Pat_15 Post-Resistance HS3ST4 9951 37 16 26147561 26147561 Missense_Mutation SNP G A 31 111 c.1363G>A c.(1363-1365)GAT>AAT p.D455N

Pat_15 Post-Resistance ZNF629 23361 37 16 30795033 30795033 Missense_Mutation SNP A G 3 196 c.616T>C c.(616-618)TAC>CAC p.Y206H

Pat_15 Post-Resistance ABCC12 94160 37 16 48175173 48175173 Missense_Mutation SNP C G 5 256 c.367G>C c.(367-369)GTG>CTG p.V123L

Pat_15 Post-Resistance NOD2 64127 37 16 50733452 50733452 Missense_Mutation SNP G A 201 420 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_15 Post-Resistance CES7 221223 37 16 55907781 55907781 Nonsense_Mutation SNP C T 28 125 c.242G>A c.(241-243)TGG>TAG p.W81*

Pat_15 Post-Resistance KATNB1 10300 37 16 57789260 57789260 Missense_Mutation SNP G A 4 187 c.1420G>A c.(1420-1422)GTG>ATG p.V474M

Pat_15 Post-Resistance CES3 23491 37 16 66997147 66997147 Missense_Mutation SNP G A 5 446 c.148G>A c.(148-150)GTG>ATG p.V50M

Pat_15 Post-Resistance FHOD1 29109 37 16 67264550 67264550 Missense_Mutation SNP G A 6 769 c.2812C>T c.(2812-2814)CGC>TGC p.R938C

Pat_15 Post-Resistance SLC7A6OS 84138 37 16 68337993 68337993 Missense_Mutation SNP G A 5 412 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_15 Post-Resistance TXNL4B 54957 37 16 72120568 72120568 Missense_Mutation SNP G A 54 287 c.418C>T c.(418-420)CCC>TCC p.P140S

Pat_15 Post-Resistance CLEC18B 497190 37 16 74447009 74447009 Missense_Mutation SNP C T 69 175 c.602G>A c.(601-603)GGT>GAT p.G201D

Pat_15 Post-Resistance TRAPPC2L 51693 37 16 88925060 88925060 Missense_Mutation SNP G A 168 518 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_15 Post-Resistance ANKRD11 29123 37 16 89351925 89351925 Missense_Mutation SNP G A 85 219 c.1025C>T c.(1024-1026)CCC>CTC p.P342L

Pat_15 Post-Resistance CDK10 8558 37 16 89755676 89755676 Missense_Mutation SNP G A 4 352 c.104G>A c.(103-105)AGT>AAT p.S35N

Pat_15 Post-Resistance OR3A2 4995 37 17 3181572 3181572 Missense_Mutation SNP A T 57 131 c.658T>A c.(658-660)TTG>ATG p.L220M

Pat_15 Post-Resistance OR1E2 8388 37 17 3336519 3336519 Missense_Mutation SNP C A 4 151 c.617G>T c.(616-618)TGG>TTG p.W206L

Pat_15 Post-Resistance GLTPD2 388323 37 17 4692317 4692317 Missense_Mutation SNP C T 4 94 c.11C>T c.(10-12)GCG>GTG p.A4V

Pat_15 Post-Resistance KIF1C 10749 37 17 4926841 4926841 Missense_Mutation SNP G A 4 195 c.2707G>A c.(2707-2709)GCC>ACC p.A903T

Pat_15 Post-Resistance TP53 7157 37 17 7574003 7574003 Nonsense_Mutation SNP G A 54 99 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_15 Post-Resistance ALOX12B 242 37 17 7984230 7984230 Missense_Mutation SNP G A 5 351 c.499C>T c.(499-501)CGG>TGG p.R167W

Pat_15 Post-Resistance MYH10 4628 37 17 8381736 8381736 Missense_Mutation SNP G A 4 372 c.5533C>T c.(5533-5535)CGT>TGT p.R1845C

Pat_15 Post-Resistance CCDC42 146849 37 17 8647476 8647476 Missense_Mutation SNP G A 4 183 c.110C>T c.(109-111)TCG>TTG p.S37L

Pat_15 Post-Resistance USP43 124739 37 17 9613321 9613321 Missense_Mutation SNP G A 5 166 c.2060G>A c.(2059-2061)AGC>AAC p.S687N

Pat_15 Post-Resistance MYH13 8735 37 17 10216600 10216600 Missense_Mutation SNP C A 8 538 c.4056G>T c.(4054-4056)GAG>GAT p.E1352D

Pat_15 Post-Resistance NCOR1 9611 37 17 15938172 15938172 Missense_Mutation SNP C T 89 178 c.7042G>A c.(7042-7044)GAA>AAA p.E2348K

Pat_15 Post-Resistance UBB 7314 37 17 16285453 16285453 Missense_Mutation SNP C A 4 285 c.232C>A c.(232-234)CAG>AAG p.Q78K

Pat_15 Post-Resistance FOXN1 8456 37 17 26861352 26861352 Missense_Mutation SNP G A 4 427 c.931G>A c.(931-933)GCA>ACA p.A311T

Pat_15 Post-Resistance LRRC37B2 147172 37 17 28961033 28961033 Missense_Mutation SNP T G 3 95 c.496T>G c.(496-498)TAT>GAT p.Y166D

Pat_15 Post-Resistance SLFN13 146857 37 17 33768288 33768288 Missense_Mutation SNP G A 113 305 c.2020C>T c.(2020-2022)CGT>TGT p.R674C

Pat_15 Post-Resistance GAS2L2 246176 37 17 34072788 34072788 Nonsense_Mutation SNP C T 61 183 c.1728G>A c.(1726-1728)TGG>TGA p.W576*

Pat_15 Post-Resistance ERBB2 2064 37 17 37864622 37864622 Missense_Mutation SNP A G 3 359 c.274A>G c.(274-276)AGG>GGG p.R92G

Pat_15 Post-Resistance IKZF3 22806 37 17 37947831 37947831 Missense_Mutation SNP G A 4 303 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_15 Post-Resistance KRT222 125113 37 17 38816377 38816378 Missense_Mutation DNP CC TG 55 237 c.307_308GG>CA c.(307-309)GGA>CAA p.G103Q

Pat_15 Post-Resistance KRTAP4-8 728224 37 17 39254021 39254021 Missense_Mutation SNP C T 6 226 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_15 Post-Resistance KLHL11 55175 37 17 40010117 40010117 Missense_Mutation SNP C A 7 609 c.2002G>T c.(2002-2004)GGC>TGC p.G668C

Pat_15 Post-Resistance BECN1 8678 37 17 40970804 40970804 Splice_Site SNP C T 4 234 c.351_splice c.e5+1 p.K117_splice

Pat_15 Post-Resistance GPATCH8 23131 37 17 42512474 42512474 Missense_Mutation SNP C T 19 172 c.307G>A c.(307-309)GTA>ATA p.V103I

Pat_15 Post-Resistance TTLL6 284076 37 17 46846574 46846574 Missense_Mutation SNP C T 42 298 c.2453G>A c.(2452-2454)AGC>AAC p.S818N

Pat_15 Post-Resistance B4GALNT2 124872 37 17 47210448 47210448 Missense_Mutation SNP G A 16 57 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_15 Post-Resistance ANKFN1 162282 37 17 54520276 54520276 Missense_Mutation SNP G A 77 239 c.1090G>A c.(1090-1092)GCA>ACA p.A364T

Pat_15 Post-Resistance KCNH6 81033 37 17 61621705 61621705 Missense_Mutation SNP G A 24 156 c.2437G>A c.(2437-2439)GAA>AAA p.E813K



Pat_15 Post-Resistance ABCA6 23460 37 17 67096999 67096999 Missense_Mutation SNP C A 5 228 c.2951G>T c.(2950-2952)GGG>GTG p.G984V

Pat_15 Post-Resistance KCNJ16 3773 37 17 68128770 68128770 Missense_Mutation SNP C T 54 376 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_15 Post-Resistance CD300C 10871 37 17 72540900 72540900 Missense_Mutation SNP G A 39 265 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_15 Post-Resistance NUP85 79902 37 17 73208113 73208113 Missense_Mutation SNP G T 4 166 c.317G>T c.(316-318)CGA>CTA p.R106L

Pat_15 Post-Resistance MGAT5B 146664 37 17 74936524 74936524 Missense_Mutation SNP C T 54 395 c.1652C>T c.(1651-1653)CCC>CTC p.P551L

Pat_15 Post-Resistance USP36 57602 37 17 76810604 76810604 Missense_Mutation SNP G A 4 201 c.1054C>T c.(1054-1056)CGT>TGT p.R352C

Pat_15 Post-Resistance SLC26A11 284129 37 17 78201660 78201660 Missense_Mutation SNP C G 6 416 c.637C>G c.(637-639)CTG>GTG p.L213V

Pat_15 Post-Resistance NPTX1 4884 37 17 78444806 78444806 Missense_Mutation SNP G A 23 147 c.1106C>T c.(1105-1107)ACC>ATC p.T369I

Pat_15 Post-Resistance ACTG1 71 37 17 79478120 79478120 Missense_Mutation SNP C T 4 381 c.817G>A c.(817-819)GGC>AGC p.G273S

Pat_15 Post-Resistance SPIRE1 56907 37 18 12506574 12506574 Missense_Mutation SNP G A 6 675 c.874C>T c.(874-876)CGG>TGG p.R292W

Pat_15 Post-Resistance DSC1 1823 37 18 28720185 28720185 Missense_Mutation SNP C G 84 290 c.1340G>C c.(1339-1341)AGC>ACC p.S447T

Pat_15 Post-Resistance DSG1 1828 37 18 28934588 28934588 Missense_Mutation SNP C T 113 433 c.2429C>T c.(2428-2430)TCT>TTT p.S810F

Pat_15 Post-Resistance ASXL3 80816 37 18 31319233 31319233 Missense_Mutation SNP G A 4 95 c.1865G>A c.(1864-1866)TGT>TAT p.C622Y

Pat_15 Post-Resistance RNF165 494470 37 18 44036562 44036562 Missense_Mutation SNP G A 123 393 c.1004G>A c.(1003-1005)CGA>CAA p.R335Q

Pat_15 Post-Resistance LIPG 9388 37 18 47093924 47093924 Missense_Mutation SNP A G 4 312 c.392A>G c.(391-393)TAC>TGC p.Y131C

Pat_15 Post-Resistance SERPINB11 89778 37 18 61377533 61377533 Missense_Mutation SNP C T 56 175 c.106C>T c.(106-108)CTT>TTT p.L36F

Pat_15 Post-Resistance MIER2 54531 37 19 334444 334444 Missense_Mutation SNP G A 63 369 c.199C>T c.(199-201)CCA>TCA p.P67S

Pat_15 Post-Resistance MADCAM1 8174 37 19 501699 501699 Missense_Mutation SNP C T 42 111 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_15 Post-Resistance MED16 10025 37 19 889802 889802 Missense_Mutation SNP G A 3 75 c.283C>T c.(283-285)CGG>TGG p.R95W

Pat_15 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 4 135 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_15 Post-Resistance ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 5 291 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_15 Post-Resistance ZNF57 126295 37 19 2917901 2917901 Missense_Mutation SNP A G 3 261 c.1282A>G c.(1282-1284)ACC>GCC p.T428A

Pat_15 Post-Resistance TNFSF9 8744 37 19 6531088 6531088 Missense_Mutation SNP C T 4 350 c.41C>T c.(40-42)CCG>CTG p.P14L

Pat_15 Post-Resistance C3 718 37 19 6686166 6686166 Missense_Mutation SNP C T 77 614 c.3779G>A c.(3778-3780)AGA>AAA p.R1260K

Pat_15 Post-Resistance VAV1 7409 37 19 6828459 6828459 Missense_Mutation SNP G A 39 127 c.1053G>A c.(1051-1053)ATG>ATA p.M351I

Pat_15 Post-Resistance FBN3 84467 37 19 8155007 8155007 Missense_Mutation SNP C T 51 129 c.6160G>A c.(6160-6162)GAA>AAA p.E2054K

Pat_15 Post-Resistance MYO1F 4542 37 19 8595411 8595411 Missense_Mutation SNP G A 6 626 c.2090C>T c.(2089-2091)GCC>GTC p.A697V

Pat_15 Post-Resistance MUC16 94025 37 19 9016993 9016993 Missense_Mutation SNP G A 5 347 c.38002C>T c.(38002-38004)CCC>TCC p.P12668S

Pat_15 Post-Resistance MUC16 94025 37 19 9068553 9068553 Missense_Mutation SNP G A 66 431 c.18893C>T c.(18892-18894)TCT>TTT p.S6298F

Pat_15 Post-Resistance MUC16 94025 37 19 9085237 9085237 Missense_Mutation SNP G A 12 80 c.6578C>T c.(6577-6579)TCC>TTC p.S2193F

Pat_15 Post-Resistance MUC16 94025 37 19 9089503 9089503 Missense_Mutation SNP G A 125 455 c.2312C>T c.(2311-2313)TCC>TTC p.S771F

Pat_15 Post-Resistance ZNF560 147741 37 19 9578116 9578116 Missense_Mutation SNP G A 34 190 c.1507C>T c.(1507-1509)CTT>TTT p.L503F

Pat_15 Post-Resistance DNMT1 1786 37 19 10305545 10305545 Missense_Mutation SNP G A 4 171 c.31C>T c.(31-33)CCC>TCC p.P11S

Pat_15 Post-Resistance ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 5 349 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_15 Post-Resistance EMR2 30817 37 19 14875368 14875368 Missense_Mutation SNP G T 4 154 c.961C>A c.(961-963)CTG>ATG p.L321M

Pat_15 Post-Resistance ABHD8 79575 37 19 17412212 17412212 Missense_Mutation SNP G A 4 200 c.214C>T c.(214-216)CTC>TTC p.L72F

Pat_15 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 6 199 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_15 Post-Resistance ZNF208 7757 37 19 22156590 22156590 Missense_Mutation SNP C T 5 279 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_15 Post-Resistance ZNF492 57615 37 19 22847739 22847739 Missense_Mutation SNP G A 5 198 c.1268G>A c.(1267-1269)TGT>TAT p.C423Y

Pat_15 Post-Resistance ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A C 3 122 c.1385T>G c.(1384-1386)ATC>AGC p.I462S

Pat_15 Post-Resistance ZNF302 55900 37 19 35175919 35175919 Missense_Mutation SNP C T 8 106 c.1109C>T c.(1108-1110)TCG>TTG p.S370L

Pat_15 Post-Resistance SUPT5H 6829 37 19 39964104 39964104 Missense_Mutation SNP G A 5 317 c.2435G>A c.(2434-2436)AGC>AAC p.S812N

Pat_15 Post-Resistance BLVRB 645 37 19 40957283 40957283 Missense_Mutation SNP G A 3 61 c.451C>T c.(451-453)CCG>TCG p.P151S

Pat_15 Post-Resistance CADM4 199731 37 19 44130387 44130387 Missense_Mutation SNP G A 4 212 c.553C>T c.(553-555)CGG>TGG p.R185W

Pat_15 Post-Resistance HIF3A 64344 37 19 46825161 46825161 Missense_Mutation SNP G A 4 196 c.1273G>A c.(1273-1275)GCT>ACT p.A425T

Pat_15 Post-Resistance ZC3H4 23211 37 19 47572412 47572412 Missense_Mutation SNP C G 5 333 c.2335G>C c.(2335-2337)GAG>CAG p.E779Q

Pat_15 Post-Resistance LIG1 3978 37 19 48660312 48660312 Missense_Mutation SNP G A 90 651 c.329C>T c.(328-330)CCC>CTC p.P110L



Pat_15 Post-Resistance PPP1R15A 23645 37 19 49377986 49377986 Nonsense_Mutation SNP G A 4 323 c.1496G>A c.(1495-1497)TGG>TAG p.W499*

Pat_15 Post-Resistance MYH14 79784 37 19 50789874 50789874 Missense_Mutation SNP G A 13 33 c.4552G>A c.(4552-4554)GAG>AAG p.E1518K

Pat_15 Post-Resistance KLK5 25818 37 19 51453324 51453324 Missense_Mutation SNP G A 37 107 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_15 Post-Resistance ZNF836 162962 37 19 52659224 52659224 Missense_Mutation SNP A T 8 712 c.1712T>A c.(1711-1713)ATT>AAT p.I571N

Pat_15 Post-Resistance ZNF836 162962 37 19 52659243 52659243 Missense_Mutation SNP A C 5 651 c.1693T>G c.(1693-1695)TAC>GAC p.Y565D

Pat_15 Post-Resistance ZNF845 91664 37 19 53855196 53855197 Missense_Mutation DNP TG CA 7 463 c.1268_1269TG>CAc.(1267-1269)ATG>ACA p.M423T

Pat_15 Post-Resistance ZNF761 388561 37 19 53959722 53959722 Missense_Mutation SNP G A 39 303 c.1961G>A c.(1960-1962)AGA>AAA p.R654K

Pat_15 Post-Resistance RPS9 6203 37 19 54710159 54710159 Missense_Mutation SNP G A 4 214 c.236G>A c.(235-237)CGG>CAG p.R79Q

Pat_15 Post-Resistance ZNF667 63934 37 19 56972086 56972086 Missense_Mutation SNP C A 5 370 c.132G>T c.(130-132)TTG>TTT p.L44F

Pat_15 Post-Resistance ZNF470 388566 37 19 57089054 57089054 Missense_Mutation SNP T A 82 182 c.1257T>A c.(1255-1257)CAT>CAA p.H419Q

Pat_15 Post-Resistance PEG3 5178 37 19 57335821 57335821 Missense_Mutation SNP C T 122 265 c.203G>A c.(202-204)CGA>CAA p.R68Q

Pat_15 Post-Resistance ZNF749 388567 37 19 57956341 57956341 Nonsense_Mutation SNP G T 36 237 c.1825G>T c.(1825-1827)GAA>TAA p.E609*

Pat_15 Post-Resistance ZNF419 79744 37 19 58005146 58005146 Missense_Mutation SNP C G 3 458 c.1221C>G c.(1219-1221)TTC>TTG p.F407L

Pat_15 Post-Resistance ZNF549 256051 37 19 58050291 58050291 Missense_Mutation SNP C T 34 272 c.1919C>T c.(1918-1920)CCC>CTC p.P640L

Pat_15 Post-Resistance ZNF132 7691 37 19 58945225 58945225 Missense_Mutation SNP C A 4 228 c.1586G>T c.(1585-1587)AGC>ATC p.S529I

Pat_15 Post-Resistance MSGN1 343930 37 2 17998224 17998224 Missense_Mutation SNP C T 46 586 c.439C>T c.(439-441)CTC>TTC p.L147F

Pat_15 Post-Resistance KCNS3 3790 37 2 18112936 18112936 Missense_Mutation SNP G A 4 344 c.661G>A c.(661-663)GTG>ATG p.V221M

Pat_15 Post-Resistance ADCY3 109 37 2 25062892 25062892 Missense_Mutation SNP C A 4 406 c.1205G>T c.(1204-1206)CGG>CTG p.R402L

Pat_15 Post-Resistance KIF3C 3797 37 2 26204389 26204389 Missense_Mutation SNP C T 5 440 c.398G>A c.(397-399)CGC>CAC p.R133H

Pat_15 Post-Resistance NRBP1 29959 37 2 27662739 27662739 Missense_Mutation SNP C T 5 430 c.1010C>T c.(1009-1011)GCG>GTG p.A337V

Pat_15 Post-Resistance C2orf16 84226 37 2 27804726 27804726 Nonsense_Mutation SNP G T 8 779 c.5287G>T c.(5287-5289)GAG>TAG p.E1763*

Pat_15 Post-Resistance SPTBN1 6711 37 2 54839304 54839304 Missense_Mutation SNP C T 4 320 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_15 Post-Resistance TMEM17 200728 37 2 62728427 62728427 Missense_Mutation SNP G A 84 259 c.514C>T c.(514-516)CGT>TGT p.R172C

Pat_15 Post-Resistance TGFBRAP1 9392 37 2 105915093 105915093 Missense_Mutation SNP G A 5 214 c.758C>T c.(757-759)GCG>GTG p.A253V

Pat_15 Post-Resistance IL1A 3552 37 2 113539322 113539322 Missense_Mutation SNP A T 102 226 c.178T>A c.(178-180)TCT>ACT p.S60T

Pat_15 Post-Resistance ERCC3 2071 37 2 128044304 128044304 Missense_Mutation SNP G C 6 517 c.1317C>G c.(1315-1317)ATC>ATG p.I439M

Pat_15 Post-Resistance THSD7B 80731 37 2 137814051 137814051 Nonsense_Mutation SNP G A 43 275 c.108G>A c.(106-108)TGG>TGA p.W36*

Pat_15 Post-Resistance SCN1A 6323 37 2 166872167 166872167 Missense_Mutation SNP G A 60 348 c.3467C>T c.(3466-3468)CCC>CTC p.P1156L

Pat_15 Post-Resistance XIRP2 129446 37 2 168107398 168107398 Missense_Mutation SNP C A 5 477 c.9496C>A c.(9496-9498)CAC>AAC p.H3166N

Pat_15 Post-Resistance LRP2 4036 37 2 170092425 170092425 Missense_Mutation SNP C T 60 202 c.4845G>A c.(4843-4845)ATG>ATA p.M1615I

Pat_15 Post-Resistance SP3 6670 37 2 174819867 174819867 Missense_Mutation SNP G A 52 152 c.1373C>T c.(1372-1374)TCT>TTT p.S458F

Pat_15 Post-Resistance SP3 6670 37 2 174820401 174820401 Missense_Mutation SNP G A 4 412 c.839C>T c.(838-840)TCG>TTG p.S280L

Pat_15 Post-Resistance OSBPL6 114880 37 2 179236922 179236922 Nonsense_Mutation SNP C T 55 215 c.1357C>T c.(1357-1359)CAG>TAG p.Q453*

Pat_15 Post-Resistance TTN 7273 37 2 179472244 179472244 Missense_Mutation SNP C T 94 716 c.45467G>A c.(45466-45468)GGA>GAA p.G15156E

Pat_15 Post-Resistance TTN 7273 37 2 179579099 179579099 Missense_Mutation SNP G A 5 344 c.22670C>T c.(22669-22671)CCA>CTA p.P7557L

Pat_15 Post-Resistance TTN 7273 37 2 179611961 179611961 Missense_Mutation SNP C T 27 205 c.15166G>A c.(15166-15168)GGG>AGG p.G5056R

Pat_15 Post-Resistance ASNSD1 54529 37 2 190532243 190532243 Missense_Mutation SNP G A 6 780 c.1385G>A c.(1384-1386)TGT>TAT p.C462Y

Pat_15 Post-Resistance DNAH7 56171 37 2 196834754 196834754 Missense_Mutation SNP G A 51 163 c.2123C>T c.(2122-2124)TCA>TTA p.S708L

Pat_15 Post-Resistance ORC2L 4999 37 2 201785036 201785036 Missense_Mutation SNP A C 57 160 c.1375T>G c.(1375-1377)TCC>GCC p.S459A

Pat_15 Post-Resistance PARD3B 117583 37 2 206165386 206165386 Missense_Mutation SNP G A 43 403 c.2318G>A c.(2317-2319)CGA>CAA p.R773Q

Pat_15 Post-Resistance C2orf24 27013 37 2 220039772 220039772 Missense_Mutation SNP G A 4 352 c.319C>T c.(319-321)CGG>TGG p.R107W

Pat_15 Post-Resistance ABCB6 10058 37 2 220078321 220078322 Missense_Mutation DNP GT AG 58 163 c.1645_1646AC>CTc.(1645-1647)ACC>CTC p.T549L

Pat_15 Post-Resistance UGT1A8 54576 37 2 234527050 234527050 Missense_Mutation SNP G A 133 726 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_15 Post-Resistance ANGPT4 51378 37 20 896818 896818 Missense_Mutation SNP G A 55 157 c.40C>T c.(40-42)CTT>TTT p.L14F

Pat_15 Post-Resistance PROKR2 128674 37 20 5294778 5294778 Missense_Mutation SNP G A 97 262 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_15 Post-Resistance GPCPD1 56261 37 20 5550886 5550886 Splice_Site SNP C A 4 215 c.1057_splice c.e12-1 p.G353_splice

Pat_15 Post-Resistance BMP2 650 37 20 6759302 6759302 Missense_Mutation SNP G A 4 86 c.757G>A c.(757-759)GAT>AAT p.D253N



Pat_15 Post-Resistance ISM1 140862 37 20 13273020 13273020 Splice_Site SNP G A 16 53 c.788_splice c.e5-1 p.G263_splice

Pat_15 Post-Resistance SEL1L2 80343 37 20 13867031 13867031 Missense_Mutation SNP T A 44 142 c.803A>T c.(802-804)GAA>GTA p.E268V

Pat_15 Post-Resistance DEFB123 245936 37 20 30037844 30037844 Missense_Mutation SNP G A 131 343 c.71G>A c.(70-72)AGA>AAA p.R24K

Pat_15 Post-Resistance EPB41L1 2036 37 20 34785884 34785884 Missense_Mutation SNP G A 100 271 c.1589G>A c.(1588-1590)CGA>CAA p.R530Q

Pat_15 Post-Resistance SGK2 10110 37 20 42195107 42195107 Missense_Mutation SNP C T 117 470 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_15 Post-Resistance NCOA3 8202 37 20 46264358 46264358 Missense_Mutation SNP G T 6 333 c.1405G>T c.(1405-1407)GGG>TGG p.G469W

Pat_15 Post-Resistance SLCO4A1 28231 37 20 61288117 61288117 Missense_Mutation SNP G A 4 185 c.311G>A c.(310-312)GGC>GAC p.G104D

Pat_15 Post-Resistance SRMS 6725 37 20 62173897 62173897 Missense_Mutation SNP G T 4 236 c.683C>A c.(682-684)TCC>TAC p.S228Y

Pat_15 Post-Resistance ARFRP1 10139 37 20 62338413 62338413 Missense_Mutation SNP A G 3 130 c.31T>C c.(31-33)TAC>CAC p.Y11H

Pat_15 Post-Resistance NCAM2 4685 37 21 22664426 22664426 Missense_Mutation SNP C T 60 218 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_15 Post-Resistance RCAN1 1827 37 21 35893880 35893880 Missense_Mutation SNP G A 27 96 c.503C>T c.(502-504)CCG>CTG p.P168L

Pat_15 Post-Resistance CLDN14 23562 37 21 37833465 37833465 Missense_Mutation SNP C T 61 217 c.529G>A c.(529-531)GGT>AGT p.G177S

Pat_15 Post-Resistance TMPRSS3 64699 37 21 43795974 43795974 Missense_Mutation SNP C T 49 430 c.1198G>A c.(1198-1200)GAC>AAC p.D400N

Pat_15 Post-Resistance WDR4 10785 37 21 44282413 44282413 Missense_Mutation SNP G A 14 83 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_15 Post-Resistance LSS 4047 37 21 47614504 47614504 Missense_Mutation SNP C T 4 178 c.1889G>A c.(1888-1890)GGG>GAG p.G630E

Pat_15 Post-Resistance SEZ6L 23544 37 22 26761419 26761419 Missense_Mutation SNP G A 47 248 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_15 Post-Resistance TRIOBP 11078 37 22 38121864 38121864 Missense_Mutation SNP C T 175 504 c.3301C>T c.(3301-3303)CCC>TCC p.P1101S

Pat_15 Post-Resistance MGAT3 4248 37 22 39884748 39884748 Missense_Mutation SNP G A 13 88 c.1396G>A c.(1396-1398)GAC>AAC p.D466N

Pat_15 Post-Resistance POLDIP3 84271 37 22 42998840 42998840 Missense_Mutation SNP G A 5 553 c.386C>T c.(385-387)GCT>GTT p.A129V

Pat_15 Post-Resistance MOV10L1 54456 37 22 50563983 50563983 Missense_Mutation SNP C T 38 206 c.1732C>T c.(1732-1734)CCT>TCT p.P578S

Pat_15 Post-Resistance CAV3 859 37 3 8787386 8787386 Missense_Mutation SNP T C 3 117 c.289T>C c.(289-291)TTC>CTC p.F97L

Pat_15 Post-Resistance BRPF1 7862 37 3 9776336 9776336 Missense_Mutation SNP G A 4 322 c.512G>A c.(511-513)AGC>AAC p.S171N

Pat_15 Post-Resistance XPC 7508 37 3 14190192 14190192 Missense_Mutation SNP G T 5 297 c.2290C>A c.(2290-2292)CCC>ACC p.P764T

Pat_15 Post-Resistance EOMES 8320 37 3 27761764 27761764 Missense_Mutation SNP G A 96 626 c.934C>T c.(934-936)CAC>TAC p.H312Y

Pat_15 Post-Resistance SCN5A 6331 37 3 38651383 38651383 Missense_Mutation SNP A G 45 319 c.776T>C c.(775-777)TTC>TCC p.F259S

Pat_15 Post-Resistance SCN10A 6336 37 3 38833541 38833541 Missense_Mutation SNP G A 71 624 c.389C>T c.(388-390)TCG>TTG p.S130L

Pat_15 Post-Resistance SCN11A 11280 37 3 38938485 38938485 Missense_Mutation SNP C T 59 230 c.2254G>A c.(2254-2256)GGG>AGG p.G752R

Pat_15 Post-Resistance CCR9 10803 37 3 45942900 45942900 Missense_Mutation SNP G A 5 365 c.620G>A c.(619-621)AGC>AAC p.S207N

Pat_15 Post-Resistance SHISA5 51246 37 3 48510919 48510919 Missense_Mutation SNP G A 6 303 c.484C>T c.(484-486)CCT>TCT p.P162S

Pat_15 Post-Resistance UBA7 7318 37 3 49845261 49845261 Missense_Mutation SNP G T 6 121 c.2623C>A c.(2623-2625)CCA>ACA p.P875T

Pat_15 Post-Resistance NAT6 24142 37 3 50334112 50334113 Missense_Mutation DNP GG AA 73 211 c.782_783CC>TT c.(781-783)CCC>CTT p.P261L

Pat_15 Post-Resistance GRM2 2912 37 3 51751789 51751789 Missense_Mutation SNP G A 4 244 c.2501G>A c.(2500-2502)CGC>CAC p.R834H

Pat_15 Post-Resistance GLYCTK 132158 37 3 52325843 52325843 Missense_Mutation SNP G A 4 333 c.610G>A c.(610-612)GCC>ACC p.A204T

Pat_15 Post-Resistance DNAH1 25981 37 3 52366226 52366226 Missense_Mutation SNP C T 3 47 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_15 Post-Resistance DNAH1 25981 37 3 52396446 52396446 Missense_Mutation SNP C T 36 109 c.5023C>T c.(5023-5025)CCA>TCA p.P1675S

Pat_15 Post-Resistance BAP1 8314 37 3 52437720 52437720 Missense_Mutation SNP G A 4 121 c.1441C>T c.(1441-1443)CAC>TAC p.H481Y

Pat_15 Post-Resistance STAB1 23166 37 3 52555956 52555956 Missense_Mutation SNP G A 4 214 c.6260G>A c.(6259-6261)CGT>CAT p.R2087H

Pat_15 Post-Resistance SPATA12 353324 37 3 57108230 57108230 Nonsense_Mutation SNP G T 6 717 c.508G>T c.(508-510)GAG>TAG p.E170*

Pat_15 Post-Resistance NSUN3 63899 37 3 93813923 93813923 Missense_Mutation SNP C T 47 414 c.668C>T c.(667-669)TCT>TTT p.S223F

Pat_15 Post-Resistance OR5H15 403274 37 3 97888187 97888187 Missense_Mutation SNP T C 20 48 c.644T>C c.(643-645)CTT>CCT p.L215P

Pat_15 Post-Resistance OR5K1 26339 37 3 98189268 98189268 Missense_Mutation SNP C T 29 123 c.848C>T c.(847-849)CCC>CTC p.P283L

Pat_15 Post-Resistance GPR128 84873 37 3 100374026 100374026 Splice_Site SNP G A 4 247 c.1726_splice c.e12+1 p.G576_splice

Pat_15 Post-Resistance ZBED2 79413 37 3 111312555 111312555 Missense_Mutation SNP C T 171 402 c.494G>A c.(493-495)AGG>AAG p.R165K

Pat_15 Post-Resistance KIAA2018 205717 37 3 113388981 113388981 Missense_Mutation SNP G A 82 196 c.146C>T c.(145-147)CCT>CTT p.P49L

Pat_15 Post-Resistance STXBP5L 9515 37 3 120957925 120957925 Missense_Mutation SNP C T 32 166 c.1292C>T c.(1291-1293)TCT>TTT p.S431F

Pat_15 Post-Resistance PARP14 54625 37 3 122411238 122411238 Missense_Mutation SNP C T 90 155 c.446C>T c.(445-447)TCT>TTT p.S149F

Pat_15 Post-Resistance COL6A6 131873 37 3 130287019 130287019 Missense_Mutation SNP C T 117 603 c.1972C>T c.(1972-1974)CGG>TGG p.R658W



Pat_15 Post-Resistance TMEM108 66000 37 3 133099154 133099154 Missense_Mutation SNP G A 57 193 c.599G>A c.(598-600)CGA>CAA p.R200Q

Pat_15 Post-Resistance PPP2R3A 5523 37 3 135820941 135820941 Missense_Mutation SNP G A 4 330 c.3020G>A c.(3019-3021)CGG>CAG p.R1007Q

Pat_15 Post-Resistance PRR23A 729627 37 3 138724642 138724642 Missense_Mutation SNP C T 35 119 c.469G>A c.(469-471)GAG>AAG p.E157K

Pat_15 Post-Resistance GK5 256356 37 3 141905075 141905075 Missense_Mutation SNP G A 134 249 c.716C>T c.(715-717)TCG>TTG p.S239L

Pat_15 Post-Resistance CHST2 9435 37 3 142840380 142840380 Missense_Mutation SNP G A 4 180 c.722G>A c.(721-723)GGG>GAG p.G241E

Pat_15 Post-Resistance CP 1356 37 3 148930484 148930484 Missense_Mutation SNP C T 48 108 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_15 Post-Resistance ZBBX 79740 37 3 167045887 167045887 Missense_Mutation SNP C T 104 222 c.705G>A c.(703-705)ATG>ATA p.M235I

Pat_15 Post-Resistance MECOM 2122 37 3 168833285 168833285 Missense_Mutation SNP C T 38 145 c.1811G>A c.(1810-1812)CGA>CAA p.R604Q

Pat_15 Post-Resistance EIF4G1 1981 37 3 184045084 184045084 Missense_Mutation SNP G A 6 490 c.3509G>A c.(3508-3510)CGT>CAT p.R1170H

Pat_15 Post-Resistance CHRD 8646 37 3 184100315 184100315 Missense_Mutation SNP G A 6 562 c.838G>A c.(838-840)GCA>ACA p.A280T

Pat_15 Post-Resistance TP63 8626 37 3 189608604 189608604 Missense_Mutation SNP C T 120 304 c.1679C>T c.(1678-1680)TCA>TTA p.S560L

Pat_15 Post-Resistance MUC4 4585 37 3 195495909 195495909 Missense_Mutation SNP G A 4 227 c.13129C>T c.(13129-13131)CTC>TTC p.L4377F

Pat_15 Post-Resistance ZNF141 7700 37 4 367194 367194 Missense_Mutation SNP C T 5 237 c.968C>T c.(967-969)TCC>TTC p.S323F

Pat_15 Post-Resistance ZNF141 7700 37 4 367226 367226 Missense_Mutation SNP A G 3 189 c.1000A>G c.(1000-1002)ACT>GCT p.T334A

Pat_15 Post-Resistance OTOP1 133060 37 4 4199303 4199303 Missense_Mutation SNP G A 4 358 c.1258C>T c.(1258-1260)CGC>TGC p.R420C

Pat_15 Post-Resistance SLC2A9 56606 37 4 10027572 10027572 Missense_Mutation SNP C T 29 137 c.19G>A c.(19-21)GAC>AAC p.D7N

Pat_15 Post-Resistance ZNF518B 85460 37 4 10445035 10445035 Missense_Mutation SNP A G 34 284 c.2918T>C c.(2917-2919)GTT>GCT p.V973A

Pat_15 Post-Resistance SLIT2 9353 37 4 20569198 20569198 Missense_Mutation SNP G A 4 300 c.2908G>A c.(2908-2910)GGA>AGA p.G970R

Pat_15 Post-Resistance FAM114A1 92689 37 4 38937371 38937371 Missense_Mutation SNP C T 38 138 c.1496C>T c.(1495-1497)TCT>TTT p.S499F

Pat_15 Post-Resistance YIPF7 285525 37 4 44624506 44624506 Missense_Mutation SNP C T 50 128 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_15 Post-Resistance SPATA18 132671 37 4 52945993 52945994 Missense_Mutation DNP GG AA 134 430 .1263_1264GG>AA261-1266)CAGGAG>CAAA p.E422K

Pat_15 Post-Resistance KDR 3791 37 4 55964878 55964878 Missense_Mutation SNP G A 5 348 c.2359C>T c.(2359-2361)CGG>TGG p.R787W

Pat_15 Post-Resistance ENAM 10117 37 4 71510004 71510004 Missense_Mutation SNP G A 4 324 c.2861G>A c.(2860-2862)AGG>AAG p.R954K

Pat_15 Post-Resistance CCDC158 339965 37 4 77288596 77288596 Missense_Mutation SNP C T 70 174 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_15 Post-Resistance BMP2K 55589 37 4 79792085 79792085 Missense_Mutation SNP G C 3 159 c.1380G>C c.(1378-1380)CAG>CAC p.Q460H

Pat_15 Post-Resistance DAPP1 27071 37 4 100774378 100774378 Missense_Mutation SNP C T 10 73 c.362C>T c.(361-363)ACT>ATT p.T121I

Pat_15 Post-Resistance LEF1 51176 37 4 108985500 108985500 Missense_Mutation SNP G A 67 160 c.1157C>T c.(1156-1158)TCT>TTT p.S386F

Pat_15 Post-Resistance ANK2 287 37 4 114279594 114279594 Missense_Mutation SNP C T 126 296 c.9820C>T c.(9820-9822)CCC>TCC p.P3274S

Pat_15 Post-Resistance SYNPO2 171024 37 4 119947945 119947945 Missense_Mutation SNP C T 69 150 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_15 Post-Resistance KIAA0922 23240 37 4 154553895 154553895 Nonsense_Mutation SNP G A 4 219 c.4230G>A c.(4228-4230)TGG>TGA p.W1410*

Pat_15 Post-Resistance GALNTL6 442117 37 4 173730599 173730599 Missense_Mutation SNP G T 5 280 c.641G>T c.(640-642)CGG>CTG p.R214L

Pat_15 Post-Resistance WDR17 116966 37 4 177046428 177046428 Missense_Mutation SNP T C 61 348 c.784T>C c.(784-786)TTT>CTT p.F262L

Pat_15 Post-Resistance TRIML1 339976 37 4 189061099 189061099 Missense_Mutation SNP C A 4 244 c.387C>A c.(385-387)AGC>AGA p.S129R

Pat_15 Post-Resistance FAM173B 134145 37 5 10239375 10239376 Missense_Mutation DNP CC TT 62 426 c.109_110GG>AA c.(109-111)GGG>AAG p.G37K

Pat_15 Post-Resistance DNAH5 1767 37 5 13901435 13901435 Missense_Mutation SNP T G 50 151 c.1978A>C c.(1978-1980)ATT>CTT p.I660L

Pat_15 Post-Resistance C5orf42 65250 37 5 37183163 37183163 Missense_Mutation SNP C A 6 271 c.5120G>T c.(5119-5121)TGG>TTG p.W1707L

Pat_15 Post-Resistance TTC33 23548 37 5 40730441 40730441 Missense_Mutation SNP G A 60 277 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_15 Post-Resistance HCN1 348980 37 5 45303881 45303881 Missense_Mutation SNP C T 127 474 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_15 Post-Resistance MARVELD2 153562 37 5 68728909 68728909 Missense_Mutation SNP G A 140 490 c.1492G>A c.(1492-1494)GAA>AAA p.E498K

Pat_15 Post-Resistance BDP1 55814 37 5 70838063 70838063 Missense_Mutation SNP C T 41 161 c.6383C>T c.(6382-6384)ACC>ATC p.T2128I

Pat_15 Post-Resistance ENC1 8507 37 5 73931196 73931196 Missense_Mutation SNP G A 4 237 c.1115C>T c.(1114-1116)GCC>GTC p.A372V

Pat_15 Post-Resistance F2RL1 2150 37 5 76129526 76129526 Missense_Mutation SNP G A 7 722 c.1094G>A c.(1093-1095)CGC>CAC p.R365H

Pat_15 Post-Resistance CMYA5 202333 37 5 79025094 79025094 Missense_Mutation SNP C T 13 79 c.506C>T c.(505-507)CCT>CTT p.P169L

Pat_15 Post-Resistance SPZ1 84654 37 5 79616947 79616947 Missense_Mutation SNP G A 6 351 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_15 Post-Resistance GPR98 84059 37 5 90086870 90086870 Missense_Mutation SNP G A 27 74 c.14224G>A c.(14224-14226)GAA>AAA p.E4742K

Pat_15 Post-Resistance FAM174A 345757 37 5 99871538 99871538 Missense_Mutation SNP G A 4 137 c.304G>A c.(304-306)GAA>AAA p.E102K

Pat_15 Post-Resistance FSTL4 23105 37 5 132535139 132535139 Missense_Mutation SNP T C 3 400 c.2177A>G c.(2176-2178)TAT>TGT p.Y726C



Pat_15 Post-Resistance NRG2 9542 37 5 139232080 139232080 Missense_Mutation SNP G A 106 243 c.1481C>T c.(1480-1482)TCT>TTT p.S494F

Pat_15 Post-Resistance PCDHB2 56133 37 5 140474559 140474559 Missense_Mutation SNP C T 54 193 c.185C>T c.(184-186)GCT>GTT p.A62V

Pat_15 Post-Resistance PCDHB8 56128 37 5 140559872 140559872 Missense_Mutation SNP G A 98 336 c.2257G>A c.(2257-2259)GAG>AAG p.E753K

Pat_15 Post-Resistance PCDHGB5 56101 37 5 140779112 140779112 Missense_Mutation SNP C T 23 80 c.1418C>T c.(1417-1419)TCG>TTG p.S473L

Pat_15 Post-Resistance YIPF5 81555 37 5 143545158 143545158 Missense_Mutation SNP C A 5 451 c.121G>T c.(121-123)GGC>TGC p.G41C

Pat_15 Post-Resistance PCYOX1L 78991 37 5 148742211 148742211 Missense_Mutation SNP G C 4 268 c.100G>C c.(100-102)GCT>CCT p.A34P

Pat_15 Post-Resistance PDGFRB 5159 37 5 149498342 149498342 Missense_Mutation SNP G A 5 607 c.2872C>T c.(2872-2874)CTC>TTC p.L958F

Pat_15 Post-Resistance C5orf40 408263 37 5 156770294 156770294 Missense_Mutation SNP G A 103 384 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_15 Post-Resistance DOCK2 1794 37 5 169472901 169472901 Missense_Mutation SNP C A 6 397 c.3958C>A c.(3958-3960)CAG>AAG p.Q1320K

Pat_15 Post-Resistance TSPAN17 26262 37 5 176079915 176079915 Splice_Site SNP G A 5 378 c.456_splice c.e4+1 p.Y152_splice

Pat_15 Post-Resistance TMED9 54732 37 5 177020742 177020742 Missense_Mutation SNP C T 147 544 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_15 Post-Resistance ZNF454 285676 37 5 178392900 178392900 Missense_Mutation SNP A G 3 277 c.1495A>G c.(1495-1497)AAT>GAT p.N499D

Pat_15 Post-Resistance MGAT1 4245 37 5 180219454 180219454 Missense_Mutation SNP G A 4 413 c.518C>T c.(517-519)CCG>CTG p.P173L

Pat_15 Post-Resistance TRIM41 90933 37 5 180660728 180660728 Missense_Mutation SNP G A 5 331 c.1256G>A c.(1255-1257)AGG>AAG p.R419K

Pat_15 Post-Resistance SYCP2L 221711 37 6 10894172 10894172 Nonsense_Mutation SNP G T 7 56 c.151G>T c.(151-153)GAG>TAG p.E51*

Pat_15 Post-Resistance NEDD9 4739 37 6 11185787 11185787 Missense_Mutation SNP G A 80 280 c.2113C>T c.(2113-2115)CGG>TGG p.R705W

Pat_15 Post-Resistance C6orf105 84830 37 6 11766609 11766609 Splice_Site SNP C T 35 197 c.289_splice c.e3-1 p.F97_splice

Pat_15 Post-Resistance HIVEP1 3096 37 6 12122375 12122375 Missense_Mutation SNP C T 30 174 c.2347C>T c.(2347-2349)CCC>TCC p.P783S

Pat_15 Post-Resistance OR12D3 81797 37 6 29343062 29343062 Missense_Mutation SNP C T 25 74 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_15 Post-Resistance OR2H1 26716 37 6 29430333 29430333 Missense_Mutation SNP C T 33 321 c.787C>T c.(787-789)CCG>TCG p.P263S

Pat_15 Post-Resistance UBD 10537 37 6 29524095 29524095 Missense_Mutation SNP C T 59 146 c.60G>A c.(58-60)ATG>ATA p.M20I

Pat_15 Post-Resistance MDC1 9656 37 6 30673061 30673061 Missense_Mutation SNP G A 6 757 c.3899C>T c.(3898-3900)CCT>CTT p.P1300L

Pat_15 Post-Resistance CCHCR1 54535 37 6 31116267 31116267 Missense_Mutation SNP G A 4 217 c.1228C>T c.(1228-1230)CGT>TGT p.R410C

Pat_15 Post-Resistance WDR46 9277 37 6 33255136 33255136 Missense_Mutation SNP G A 4 246 c.875C>T c.(874-876)ACA>ATA p.T292I

Pat_15 Post-Resistance SCUBE3 222663 37 6 35195465 35195465 Missense_Mutation SNP G A 4 206 c.194G>A c.(193-195)GGC>GAC p.G65D

Pat_15 Post-Resistance RNF8 9025 37 6 37358522 37358522 Missense_Mutation SNP G C 4 216 c.1446G>C c.(1444-1446)AAG>AAC p.K482N

Pat_15 Post-Resistance DNAH8 1769 37 6 38750805 38750805 Missense_Mutation SNP C T 36 143 c.1634C>T c.(1633-1635)CCG>CTG p.P545L

Pat_15 Post-Resistance TTBK1 84630 37 6 43251530 43251530 Missense_Mutation SNP C T 17 159 c.3052C>T c.(3052-3054)CCG>TCG p.P1018S

Pat_15 Post-Resistance GPR116 221395 37 6 46834662 46834662 Missense_Mutation SNP C T 43 134 c.1834G>A c.(1834-1836)GCA>ACA p.A612T

Pat_15 Post-Resistance FBXO9 26268 37 6 52947334 52947334 Nonsense_Mutation SNP C T 4 285 c.601C>T c.(601-603)CGA>TGA p.R201*

Pat_15 Post-Resistance BMP5 653 37 6 55659083 55659083 Missense_Mutation SNP C T 24 169 c.826G>A c.(826-828)GGG>AGG p.G276R

Pat_15 Post-Resistance COL12A1 1303 37 6 75807004 75807004 Missense_Mutation SNP C A 4 348 c.8542G>T c.(8542-8544)GGT>TGT p.G2848C

Pat_15 Post-Resistance MDN1 23195 37 6 90400405 90400406 Missense_Mutation DNP GG AA 60 182 10735_10736CC>Tc.(10735-10737)CCC>TTC p.P3579F

Pat_15 Post-Resistance BACH2 60468 37 6 90642342 90642342 Missense_Mutation SNP C T 22 89 c.2311G>A c.(2311-2313)GAG>AAG p.E771K

Pat_15 Post-Resistance EPHA7 2045 37 6 94066675 94066675 Missense_Mutation SNP C T 21 273 c.1084G>A c.(1084-1086)GAT>AAT p.D362N

Pat_15 Post-Resistance ASCC3 10973 37 6 101215121 101215121 Missense_Mutation SNP G A 5 442 c.1496C>T c.(1495-1497)GCC>GTC p.A499V

Pat_15 Post-Resistance WASF1 8936 37 6 110423000 110423000 Missense_Mutation SNP C T 8 562 c.1313G>A c.(1312-1314)CGA>CAA p.R438Q

Pat_15 Post-Resistance RFX6 222546 37 6 117248274 117248274 Missense_Mutation SNP A C 36 446 c.1970A>C c.(1969-1971)AAC>ACC p.N657T

Pat_15 Post-Resistance KIAA1244 57221 37 6 138584659 138584659 Missense_Mutation SNP T G 23 153 c.2039T>G c.(2038-2040)CTG>CGG p.L680R

Pat_15 Post-Resistance HECA 51696 37 6 139488098 139488098 Missense_Mutation SNP T A 37 257 c.949T>A c.(949-951)TTC>ATC p.F317I

Pat_15 Post-Resistance TIAM2 26230 37 6 155504535 155504535 Missense_Mutation SNP G A 91 228 c.2965G>A c.(2965-2967)GAC>AAC p.D989N

Pat_15 Post-Resistance SLC22A3 6581 37 6 160831795 160831795 Missense_Mutation SNP C T 40 253 c.892C>T c.(892-894)CGG>TGG p.R298W

Pat_15 Post-Resistance STK31 56164 37 7 23809328 23809328 Missense_Mutation SNP G A 90 416 c.1666G>A c.(1666-1668)GAG>AAG p.E556K

Pat_15 Post-Resistance ADCYAP1R1 117 37 7 31117659 31117659 Missense_Mutation SNP G A 69 404 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_15 Post-Resistance TXNDC3 51314 37 7 37924797 37924797 Nonsense_Mutation SNP G A 24 132 c.1190G>A c.(1189-1191)TGG>TAG p.W397*

Pat_15 Post-Resistance POU6F2 11281 37 7 39379598 39379598 Missense_Mutation SNP C A 7 464 c.869C>A c.(868-870)CCA>CAA p.P290Q

Pat_15 Post-Resistance LANCL2 55915 37 7 55459549 55459549 Missense_Mutation SNP G A 4 351 c.268G>A c.(268-270)GAA>AAA p.E90K



Pat_15 Post-Resistance ZNF479 90827 37 7 57187720 57187720 Missense_Mutation SNP C T 61 342 c.1402G>A c.(1402-1404)GAA>AAA p.E468K

Pat_15 Post-Resistance ZNF727 442319 37 7 63538638 63538638 Missense_Mutation SNP G C 4 80 c.1211G>C c.(1210-1212)AGC>ACC p.S404T

Pat_15 Post-Resistance ZNF679 168417 37 7 63726725 63726725 Missense_Mutation SNP A C 18 126 c.714A>C c.(712-714)AAA>AAC p.K238N

Pat_15 Post-Resistance MAGI2 9863 37 7 77973134 77973134 Missense_Mutation SNP G A 69 191 c.1369C>T c.(1369-1371)CCG>TCG p.P457S

Pat_15 Post-Resistance ABCB4 5244 37 7 87083905 87083905 Missense_Mutation SNP T G 31 77 c.290A>C c.(289-291)AAC>ACC p.N97T

Pat_15 Post-Resistance ZNF804B 219578 37 7 88963666 88963666 Nonsense_Mutation SNP G A 77 177 c.1370G>A c.(1369-1371)TGG>TAG p.W457*

Pat_15 Post-Resistance ZNF804B 219578 37 7 88964142 88964142 Missense_Mutation SNP G C 38 102 c.1846G>C c.(1846-1848)GCA>CCA p.A616P

Pat_15 Post-Resistance TRRAP 8295 37 7 98602945 98602945 Missense_Mutation SNP C T 40 231 c.10685C>T c.(10684-10686)ACC>ATC p.T3562I

Pat_15 Post-Resistance ZAN 7455 37 7 100350361 100350361 Missense_Mutation SNP T C 9 453 c.2633T>C c.(2632-2634)CTC>CCC p.L878P

Pat_15 Post-Resistance MUC17 140453 37 7 100684677 100684677 Missense_Mutation SNP G A 7 851 c.9980G>A c.(9979-9981)GGT>GAT p.G3327D

Pat_15 Post-Resistance DPY19L2P2 349152 37 7 102825947 102825947 Missense_Mutation SNP A G 5 320 c.1048T>C c.(1048-1050)TGT>CGT p.C350R

Pat_15 Post-Resistance RELN 5649 37 7 103155634 103155634 Missense_Mutation SNP G A 35 127 c.8117C>T c.(8116-8118)TCA>TTA p.S2706L

Pat_15 Post-Resistance CADPS2 93664 37 7 121960292 121960292 Missense_Mutation SNP G T 5 360 c.3818C>A c.(3817-3819)ACA>AAA p.T1273K

Pat_15 Post-Resistance GPR37 2861 37 7 124386991 124386991 Missense_Mutation SNP G A 5 469 c.1430C>T c.(1429-1431)ACC>ATC p.T477I

Pat_15 Post-Resistance FLNC 2318 37 7 128494136 128494136 Missense_Mutation SNP G A 4 132 c.6593G>A c.(6592-6594)GGC>GAC p.G2198D

Pat_15 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 740 148 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_15 Post-Resistance FAM115C 285966 37 7 143421630 143421630 Missense_Mutation SNP G T 7 58 c.2345G>T c.(2344-2346)TGG>TTG p.W782L

Pat_15 Post-Resistance OR2F2 135948 37 7 143632858 143632858 Missense_Mutation SNP C T 45 259 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_15 Post-Resistance CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 44 138 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_15 Post-Resistance GIMAP8 155038 37 7 150171171 150171171 Missense_Mutation SNP C T 136 393 c.754C>T c.(754-756)CTT>TTT p.L252F

Pat_15 Post-Resistance NOS3 4846 37 7 150698472 150698472 Missense_Mutation SNP G A 44 184 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_15 Post-Resistance PAXIP1 22976 37 7 154774994 154774994 Missense_Mutation SNP C A 24 87 c.373G>T c.(373-375)GGG>TGG p.G125W

Pat_15 Post-Resistance SPAG11B 10407 37 8 7320378 7320378 Missense_Mutation SNP G A 78 419 c.65C>T c.(64-66)TCG>TTG p.S22L

Pat_15 Post-Resistance STC1 6781 37 8 23708930 23708930 Missense_Mutation SNP C T 141 318 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_15 Post-Resistance ADAMDEC1 27299 37 8 24251634 24251634 Missense_Mutation SNP G A 24 220 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_15 Post-Resistance ZNF703 80139 37 8 37556061 37556061 Missense_Mutation SNP T C 3 129 c.1642T>C c.(1642-1644)TAT>CAT p.Y548H

Pat_15 Post-Resistance ADAM18 8749 37 8 39537690 39537690 Missense_Mutation SNP C T 13 139 c.1766C>T c.(1765-1767)TCA>TTA p.S589L

Pat_15 Post-Resistance SGK196 84197 37 8 42958806 42958806 Missense_Mutation SNP G T 5 624 c.115G>T c.(115-117)GAC>TAC p.D39Y

Pat_15 Post-Resistance NSMAF 8439 37 8 59496726 59496726 Missense_Mutation SNP C G 4 455 c.2693G>C c.(2692-2694)TGT>TCT p.C898S

Pat_15 Post-Resistance DCAF4L2 138009 37 8 88886025 88886025 Missense_Mutation SNP C T 71 198 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_15 Post-Resistance NECAB1 64168 37 8 91893351 91893351 Missense_Mutation SNP C A 3 39 c.350C>A c.(349-351)ACA>AAA p.T117K

Pat_15 Post-Resistance HRSP12 10247 37 8 99116755 99116755 Missense_Mutation SNP G A 69 243 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_15 Post-Resistance GRHL2 79977 37 8 102643916 102643916 Missense_Mutation SNP G A 31 121 c.1309G>A c.(1309-1311)GGG>AGG p.G437R

Pat_15 Post-Resistance SNTB1 6641 37 8 121823920 121823920 Missense_Mutation SNP G A 5 235 c.164C>T c.(163-165)GCG>GTG p.A55V

Pat_15 Post-Resistance FAM135B 51059 37 8 139163688 139163688 Missense_Mutation SNP C T 21 141 c.3030G>A c.(3028-3030)ATG>ATA p.M1010I

Pat_15 Post-Resistance BAI1 575 37 8 143603440 143603440 Missense_Mutation SNP C T 4 181 c.3139C>T c.(3139-3141)CGC>TGC p.R1047C

Pat_15 Post-Resistance ZNF250 58500 37 8 146107447 146107447 Missense_Mutation SNP C T 5 251 c.1136G>A c.(1135-1137)CGC>CAC p.R379H

Pat_15 Post-Resistance FAM122A 116224 37 9 71395823 71395823 Missense_Mutation SNP G A 5 775 c.743G>A c.(742-744)AGC>AAC p.S248N

Pat_15 Post-Resistance APBA1 320 37 9 72131644 72131644 Missense_Mutation SNP C T 15 71 c.483G>A c.(481-483)ATG>ATA p.M161I

Pat_15 Post-Resistance PCSK5 5125 37 9 78601135 78601136 Missense_Mutation DNP CC TT 87 313 c.385_386CC>TT c.(385-387)CCC>TTC p.P129F

Pat_15 Post-Resistance SLC35D2 11046 37 9 99113404 99113404 Missense_Mutation SNP C T 4 345 c.469G>A c.(469-471)GGG>AGG p.G157R

Pat_15 Post-Resistance OR1L4 254973 37 9 125487162 125487162 Missense_Mutation SNP G A 20 151 c.894G>A c.(892-894)ATG>ATA p.M298I

Pat_15 Post-Resistance LRSAM1 90678 37 9 130241662 130241662 Nonsense_Mutation SNP G T 5 303 c.781G>T c.(781-783)GAA>TAA p.E261*

Pat_15 Post-Resistance IER5L 389792 37 9 131939665 131939665 Missense_Mutation SNP G A 20 26 c.667C>T c.(667-669)CCG>TCG p.P223S

Pat_15 Post-Resistance LAMC3 10319 37 9 133907487 133907487 Missense_Mutation SNP G A 74 418 c.734G>A c.(733-735)GGG>GAG p.G245E

Pat_15 Post-Resistance COL5A1 1289 37 9 137701066 137701066 Missense_Mutation SNP G A 7 25 c.3404G>A c.(3403-3405)GGT>GAT p.G1135D

Pat_15 Post-Resistance NELF 26012 37 9 140343925 140343925 Missense_Mutation SNP G A 5 184 c.1514C>T c.(1513-1515)ACG>ATG p.T505M



Pat_15 Post-Resistance IL3RA 3563 37 X 1497566 1497566 Missense_Mutation SNP G A 12 112 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_15 Post-Resistance MXRA5 25878 37 X 3240542 3240542 Missense_Mutation SNP C T 109 272 c.3184G>A c.(3184-3186)GAG>AAG p.E1062K

Pat_15 Post-Resistance FAM9B 171483 37 X 8995964 8995964 Missense_Mutation SNP C T 43 310 c.437G>A c.(436-438)AGT>AAT p.S146N

Pat_15 Post-Resistance MAGEB1 4112 37 X 30269273 30269273 Nonsense_Mutation SNP G A 14 75 c.663G>A c.(661-663)TGG>TGA p.W221*

Pat_15 Post-Resistance RPGR 6103 37 X 38146469 38146469 Missense_Mutation SNP C T 14 74 c.1783G>A c.(1783-1785)GAT>AAT p.D595N

Pat_15 Post-Resistance RBM10 8241 37 X 47032530 47032530 Missense_Mutation SNP C T 4 295 c.436C>T c.(436-438)CGT>TGT p.R146C

Pat_15 Post-Resistance SSX5 6758 37 X 48051681 48051681 Missense_Mutation SNP C T 226 540 c.317G>A c.(316-318)GGA>GAA p.G106E

Pat_15 Post-Resistance TBC1D25 4943 37 X 48417570 48417570 Nonsense_Mutation SNP C T 28 159 c.541C>T c.(541-543)CAA>TAA p.Q181*

Pat_15 Post-Resistance HDAC6 10013 37 X 48664806 48664806 Missense_Mutation SNP C A 5 287 c.469C>A c.(469-471)CAG>AAG p.Q157K

Pat_15 Post-Resistance FOXP3 50943 37 X 49113925 49113925 Missense_Mutation SNP G A 20 151 c.413C>T c.(412-414)ACT>ATT p.T138I

Pat_15 Post-Resistance DGKK 139189 37 X 50121099 50121099 Missense_Mutation SNP G A 86 306 c.3109C>T c.(3109-3111)CGG>TGG p.R1037W

Pat_15 Post-Resistance BMP15 9210 37 X 50659560 50659560 Missense_Mutation SNP T C 120 394 c.1132T>C c.(1132-1134)TAC>CAC p.Y378H

Pat_15 Post-Resistance SPANXN5 494197 37 X 52826389 52826389 Splice_Site SNP G A 100 374 c.1_splice c.e1-1 p.M1_splice

Pat_15 Post-Resistance IQSEC2 23096 37 X 53279908 53279908 Missense_Mutation SNP C T 5 126 c.1850G>A c.(1849-1851)CGC>CAC p.R617H

Pat_15 Post-Resistance NHSL2 340527 37 X 71359877 71359877 Missense_Mutation SNP G A 15 91 c.2479G>A c.(2479-2481)GAC>AAC p.D827N

Pat_15 Post-Resistance RPS6KA6 27330 37 X 83319404 83319404 Missense_Mutation SNP T C 18 99 c.2119A>G c.(2119-2121)ATG>GTG p.M707V

Pat_15 Post-Resistance BTK 695 37 X 100617183 100617183 Missense_Mutation SNP G A 5 436 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_15 Post-Resistance MORF4L2 9643 37 X 102931453 102931453 Nonsense_Mutation SNP G T 5 459 c.503C>A c.(502-504)TCG>TAG p.S168*

Pat_15 Post-Resistance TEX13A 56157 37 X 104463861 104463861 Missense_Mutation SNP A G 3 233 c.1015T>C c.(1015-1017)TTT>CTT p.F339L

Pat_15 Post-Resistance NRK 203447 37 X 105150405 105150405 Splice_Site SNP A G 2 32 c.846_splice c.e11-2 p.W282_splice

Pat_15 Post-Resistance CLDN2 9075 37 X 106171813 106171813 Missense_Mutation SNP G A 5 375 c.355G>A c.(355-357)GTA>ATA p.V119I

Pat_15 Post-Resistance WDR44 54521 37 X 117566799 117566799 Missense_Mutation SNP G A 86 654 c.1793G>A c.(1792-1794)CGG>CAG p.R598Q

Pat_15 Post-Resistance AKAP14 158798 37 X 119048663 119048663 Missense_Mutation SNP A T 19 115 c.263A>T c.(262-264)AAG>ATG p.K88M

Pat_15 Post-Resistance UTP14A 10813 37 X 129041393 129041393 Missense_Mutation SNP A G 32 242 c.77A>G c.(76-78)TAC>TGC p.Y26C

Pat_15 Post-Resistance RBMX2 51634 37 X 129546533 129546533 Missense_Mutation SNP C T 34 214 c.680C>T c.(679-681)TCC>TTC p.S227F

Pat_15 Post-Resistance MBNL3 55796 37 X 131526325 131526325 Missense_Mutation SNP G A 4 226 c.380C>T c.(379-381)CCT>CTT p.P127L

Pat_15 Post-Resistance GPC3 2719 37 X 132670264 132670265 Nonsense_Mutation DNP GG TA 85 306 c.1630_1631CC>TAc.(1630-1632)CCG>TAG p.P544*

Pat_15 Post-Resistance BRS3 680 37 X 135572476 135572476 Missense_Mutation SNP C T 18 146 c.619C>T c.(619-621)CCT>TCT p.P207S

Pat_15 Post-Resistance FGF13 2258 37 X 137715099 137715099 Missense_Mutation SNP C T 64 349 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_15 Post-Resistance MAGEA3 4102 37 X 151935794 151935794 Nonsense_Mutation SNP G A 203 447 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_15 Post-Resistance SPRY3 10251 37 X 155004072 155004072 Missense_Mutation SNP G A 67 495 c.539G>A c.(538-540)AGC>AAC p.S180N

Pat_15 Post-Resistance SPRY3 10251 37 X 155004080 155004080 Missense_Mutation SNP G C 62 486 c.547G>C c.(547-549)GAT>CAT p.D183H

Pat_26 Pre-Treatment CCNL2 81669 37 1 1326156 1326156 Missense_Mutation SNP C T 6 363 c.749G>A c.(748-750)CGG>CAG p.R250Q

Pat_26 Pre-Treatment NADK 65220 37 1 1687996 1687996 Missense_Mutation SNP C T 4 168 c.445G>A c.(445-447)GCC>ACC p.A149T

Pat_26 Pre-Treatment CHD5 26038 37 1 6208967 6208967 Missense_Mutation SNP T A 153 246 c.1330A>T c.(1330-1332)AAC>TAC p.N444Y

Pat_26 Pre-Treatment RPL22 6146 37 1 6253023 6253023 Missense_Mutation SNP A G 69 155 c.209T>C c.(208-210)ATC>ACC p.I70T

Pat_26 Pre-Treatment CLSTN1 22883 37 1 9804587 9804587 Missense_Mutation SNP C T 60 99 c.1100G>A c.(1099-1101)GGC>GAC p.G367D

Pat_26 Pre-Treatment CLCN6 1185 37 1 11896071 11896071 Missense_Mutation SNP C T 4 185 c.1841C>T c.(1840-1842)CCG>CTG p.P614L

Pat_26 Pre-Treatment PRAMEF12 390999 37 1 12835134 12835134 Missense_Mutation SNP G A 63 118 c.124G>A c.(124-126)GAG>AAG p.E42K

Pat_26 Pre-Treatment RSC1A1 6248 37 1 15988098 15988098 Missense_Mutation SNP C T 6 579 c.1735C>T c.(1735-1737)CGC>TGC p.R579C

Pat_26 Pre-Treatment CLCNKB 1188 37 1 16372179 16372179 Missense_Mutation SNP G A 4 173 c.227G>A c.(226-228)CGA>CAA p.R76Q

Pat_26 Pre-Treatment CLCNKB 1188 37 1 16382951 16382951 Missense_Mutation SNP C T 219 511 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_26 Pre-Treatment HTR6 3362 37 1 20005079 20005079 Missense_Mutation SNP C T 69 127 c.734C>T c.(733-735)CCA>CTA p.P245L

Pat_26 Pre-Treatment RAP1GAP 5909 37 1 21924548 21924548 Missense_Mutation SNP C T 4 43 c.1889G>A c.(1888-1890)CGA>CAA p.R630Q

Pat_26 Pre-Treatment HSPG2 3339 37 1 22166016 22166016 Missense_Mutation SNP G A 68 87 c.9737C>T c.(9736-9738)TCC>TTC p.S3246F

Pat_26 Pre-Treatment HSPG2 3339 37 1 22201165 22201165 Missense_Mutation SNP G A 4 63 c.3472C>T c.(3472-3474)CGC>TGC p.R1158C

Pat_26 Pre-Treatment HSPG2 3339 37 1 22207917 22207917 Missense_Mutation SNP T C 243 424 c.1733A>G c.(1732-1734)CAC>CGC p.H578R



Pat_26 Pre-Treatment WDTC1 23038 37 1 27627806 27627806 Missense_Mutation SNP G A 5 276 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_26 Pre-Treatment MAP3K6 9064 37 1 27690481 27690481 Missense_Mutation SNP C T 4 118 c.791G>A c.(790-792)CGG>CAG p.R264Q

Pat_26 Pre-Treatment GMEB1 10691 37 1 29019522 29019522 Nonsense_Mutation SNP G A 81 162 c.435G>A c.(433-435)TGG>TGA p.W145*

Pat_26 Pre-Treatment GMEB1 10691 37 1 29029024 29029024 Missense_Mutation SNP G A 4 165 c.703G>A c.(703-705)GCT>ACT p.A235T

Pat_26 Pre-Treatment ZBTB8A 653121 37 1 33065841 33065841 Missense_Mutation SNP G A 3 22 c.1147G>A c.(1147-1149)GCT>ACT p.A383T

Pat_26 Pre-Treatment KIAA0754 643314 37 1 39879250 39879250 Missense_Mutation SNP A G 4 59 c.3313A>G c.(3313-3315)ACC>GCC p.T1105A

Pat_26 Pre-Treatment ZSWIM5 57643 37 1 45485767 45485767 Missense_Mutation SNP C T 5 153 c.2666G>A c.(2665-2667)CGA>CAA p.R889Q

Pat_26 Pre-Treatment ZSWIM5 57643 37 1 45500051 45500051 Nonsense_Mutation SNP C T 158 295 c.2382G>A c.(2380-2382)TGG>TGA p.W794*

Pat_26 Pre-Treatment CYP4A11 1579 37 1 47399864 47399864 Missense_Mutation SNP C T 35 53 c.1072G>A c.(1072-1074)GGA>AGA p.G358R

Pat_26 Pre-Treatment TAL1 6886 37 1 47691430 47691430 Missense_Mutation SNP G A 3 24 c.131C>T c.(130-132)GCG>GTG p.A44V

Pat_26 Pre-Treatment CYB5RL 606495 37 1 54653410 54653411 Missense_Mutation DNP CC TT 24 101 c.349_350GG>AA c.(349-351)GGG>AAG p.G117K

Pat_26 Pre-Treatment KANK4 163782 37 1 62739144 62739145 Missense_Mutation DNP CC TT 29 78 .1631_1632GG>AAc.(1630-1632)GGG>GAA p.G544E

Pat_26 Pre-Treatment LEPR 3953 37 1 66075751 66075751 Nonsense_Mutation SNP G A 117 190 c.1874G>A c.(1873-1875)TGG>TAG p.W625*

Pat_26 Pre-Treatment C1orf173 127254 37 1 75055569 75055569 Missense_Mutation SNP T G 57 91 c.1922A>C c.(1921-1923)GAA>GCA p.E641A

Pat_26 Pre-Treatment CLCA4 22802 37 1 87025931 87025931 Missense_Mutation SNP G A 126 183 c.338G>A c.(337-339)AGA>AAA p.R113K

Pat_26 Pre-Treatment CCBL2 56267 37 1 89420900 89420900 Missense_Mutation SNP G A 51 82 c.796C>T c.(796-798)CCA>TCA p.P266S

Pat_26 Pre-Treatment DBT 1629 37 1 100715333 100715334 Missense_Mutation DNP CC TT 130 262 c.43_44GG>AA c.(43-45)GGG>AAG p.G15K

Pat_26 Pre-Treatment COL11A1 1301 37 1 103488309 103488309 Missense_Mutation SNP T C 69 92 c.1234A>G c.(1234-1236)ACA>GCA p.T412A

Pat_26 Pre-Treatment EPS8L3 79574 37 1 110301230 110301230 Missense_Mutation SNP C T 31 72 c.517G>A c.(517-519)GAA>AAA p.E173K

Pat_26 Pre-Treatment CHIA 27159 37 1 111862000 111862000 Missense_Mutation SNP G A 24 82 c.1087G>A c.(1087-1089)GAT>AAT p.D363N

Pat_26 Pre-Treatment NBPF7 343505 37 1 120381953 120381953 Missense_Mutation SNP T C 7 420 c.692A>G c.(691-693)TAT>TGT p.Y231C

Pat_26 Pre-Treatment C1orf51 148523 37 1 150255843 150255843 Missense_Mutation SNP C T 7 541 c.166C>T c.(166-168)CGG>TGG p.R56W

Pat_26 Pre-Treatment SETDB1 9869 37 1 150933578 150933578 Missense_Mutation SNP G A 4 190 c.3040G>A c.(3040-3042)GCT>ACT p.A1014T

Pat_26 Pre-Treatment TCHHL1 126637 37 1 152058977 152058977 Missense_Mutation SNP C T 71 162 c.1181G>A c.(1180-1182)AGG>AAG p.R394K

Pat_26 Pre-Treatment TCHH 7062 37 1 152084545 152084546 Missense_Mutation DNP AG TC 4 68 c.1147_1148CT>GAc.(1147-1149)CTG>GAG p.L383E

Pat_26 Pre-Treatment HRNR 388697 37 1 152188190 152188191 Missense_Mutation DNP CC TT 46 789 .5914_5915GG>AAc.(5914-5916)GGG>AAG p.G1972K

Pat_26 Pre-Treatment IVL 3713 37 1 152882733 152882733 Missense_Mutation SNP G A 15 31 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_26 Pre-Treatment SHC1 6464 37 1 154941887 154941887 Missense_Mutation SNP G A 4 160 c.533C>T c.(532-534)GCC>GTC p.A178V

Pat_26 Pre-Treatment PKLR 5313 37 1 155264330 155264330 Missense_Mutation SNP G A 4 167 c.908C>T c.(907-909)CCG>CTG p.P303L

Pat_26 Pre-Treatment UBQLN4 56893 37 1 156023426 156023426 Missense_Mutation SNP T C 44 58 c.67A>G c.(67-69)AAG>GAG p.K23E

Pat_26 Pre-Treatment SLC25A44 9673 37 1 156177775 156177775 Missense_Mutation SNP C T 61 141 c.724C>T c.(724-726)CCC>TCC p.P242S

Pat_26 Pre-Treatment IQGAP3 128239 37 1 156526371 156526371 Missense_Mutation SNP G A 35 100 c.1244C>T c.(1243-1245)TCG>TTG p.S415L

Pat_26 Pre-Treatment OR10K1 391109 37 1 158435545 158435545 Missense_Mutation SNP T C 124 203 c.194T>C c.(193-195)ATC>ACC p.I65T

Pat_26 Pre-Treatment SPTA1 6708 37 1 158637692 158637692 Missense_Mutation SNP A G 9 41 c.1994T>C c.(1993-1995)GTT>GCT p.V665A

Pat_26 Pre-Treatment SLAMF9 89886 37 1 159922273 159922273 Missense_Mutation SNP C T 155 338 c.443G>A c.(442-444)GGT>GAT p.G148D

Pat_26 Pre-Treatment FAM5B 57795 37 1 177249624 177249624 Missense_Mutation SNP G A 46 76 c.1312G>A c.(1312-1314)GAA>AAA p.E438K

Pat_26 Pre-Treatment PLA2G4A 5321 37 1 186919851 186919851 Missense_Mutation SNP G A 4 173 c.1327G>A c.(1327-1329)GAA>AAA p.E443K

Pat_26 Pre-Treatment B3GALT2 8707 37 1 193149624 193149624 Missense_Mutation SNP G A 4 151 c.1069C>T c.(1069-1071)CCC>TCC p.P357S

Pat_26 Pre-Treatment ASPM 259266 37 1 197101477 197101477 Missense_Mutation SNP G A 4 186 c.2425C>T c.(2425-2427)CGT>TGT p.R809C

Pat_26 Pre-Treatment PLEKHA6 22874 37 1 204214787 204214787 Missense_Mutation SNP C T 93 153 c.1988G>A c.(1987-1989)AGG>AAG p.R663K

Pat_26 Pre-Treatment LRRN2 10446 37 1 204588452 204588452 Missense_Mutation SNP C T 55 99 c.669G>A c.(667-669)ATG>ATA p.M223I

Pat_26 Pre-Treatment LGTN 1939 37 1 206784591 206784591 Missense_Mutation SNP C T 4 160 c.193G>A c.(193-195)GTG>ATG p.V65M

Pat_26 Pre-Treatment CR2 1380 37 1 207642243 207642243 Missense_Mutation SNP G A 28 42 c.733G>A c.(733-735)GGG>AGG p.G245R

Pat_26 Pre-Treatment KCNH1 3756 37 1 210857201 210857201 Missense_Mutation SNP C T 4 174 c.2392G>A c.(2392-2394)GTA>ATA p.V798I

Pat_26 Pre-Treatment USH2A 7399 37 1 216373318 216373318 Missense_Mutation SNP T G 82 114 c.3462A>C c.(3460-3462)TTA>TTC p.L1154F

Pat_26 Pre-Treatment IARS2 55699 37 1 220287738 220287738 Missense_Mutation SNP G T 139 234 c.1562G>T c.(1561-1563)TGT>TTT p.C521F

Pat_26 Pre-Treatment TP53BP2 7159 37 1 223986100 223986100 Missense_Mutation SNP G A 5 348 c.1765C>T c.(1765-1767)CGG>TGG p.R589W



Pat_26 Pre-Treatment CDC42BPA 8476 37 1 227387267 227387267 Missense_Mutation SNP G C 4 120 c.441C>G c.(439-441)GAC>GAG p.D147E

Pat_26 Pre-Treatment GJC2 57165 37 1 228346181 228346181 Missense_Mutation SNP C T 6 437 c.722C>T c.(721-723)CCG>CTG p.P241L

Pat_26 Pre-Treatment OBSCN 84033 37 1 228556579 228556579 Missense_Mutation SNP G A 5 316 c.19924G>A c.(19924-19926)GAA>AAA p.E6642K

Pat_26 Pre-Treatment OBSCN 84033 37 1 228557898 228557898 Missense_Mutation SNP C T 4 167 c.20125C>T c.(20125-20127)CGG>TGG p.R6709W

Pat_26 Pre-Treatment ACTN2 88 37 1 236911034 236911034 Nonsense_Mutation SNP C T 37 57 c.1474C>T c.(1474-1476)CGA>TGA p.R492*

Pat_26 Pre-Treatment FMN2 56776 37 1 240370570 240370570 Missense_Mutation SNP G A 5 186 c.2458G>A c.(2458-2460)GCT>ACT p.A820T

Pat_26 Pre-Treatment CNST 163882 37 1 246810825 246810825 Missense_Mutation SNP G A 9 635 c.1322G>A c.(1321-1323)CGT>CAT p.R441H

Pat_26 Pre-Treatment TUBB8 347688 37 10 93674 93674 Missense_Mutation SNP G C 3 91 c.658C>G c.(658-660)CCC>GCC p.P220A

Pat_26 Pre-Treatment IL2RA 3559 37 10 6066213 6066213 Missense_Mutation SNP G A 51 69 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_26 Pre-Treatment RBM17 84991 37 10 6143307 6143307 Missense_Mutation SNP G A 4 165 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_26 Pre-Treatment ITIH5 80760 37 10 7608059 7608059 Nonsense_Mutation SNP G A 4 184 c.2461C>T c.(2461-2463)CGA>TGA p.R821*

Pat_26 Pre-Treatment KIAA1217 56243 37 10 24762599 24762599 Missense_Mutation SNP G A 4 185 c.1289G>A c.(1288-1290)CGG>CAG p.R430Q

Pat_26 Pre-Treatment KIAA1217 56243 37 10 24822108 24822108 Missense_Mutation SNP C T 48 113 c.3356C>T c.(3355-3357)TCC>TTC p.S1119F

Pat_26 Pre-Treatment GPR158 57512 37 10 25701332 25701332 Missense_Mutation SNP C T 163 407 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_26 Pre-Treatment KIAA1462 57608 37 10 30318160 30318160 Missense_Mutation SNP C T 78 163 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_26 Pre-Treatment PARD3 56288 37 10 34671581 34671581 Missense_Mutation SNP C T 4 124 c.1286G>A c.(1285-1287)GGA>GAA p.G429E

Pat_26 Pre-Treatment ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 15 141 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_26 Pre-Treatment ANKRD30A 91074 37 10 37430910 37430910 Missense_Mutation SNP C T 5 163 c.917C>T c.(916-918)ACG>ATG p.T306M

Pat_26 Pre-Treatment ZNF248 57209 37 10 38120643 38120643 Missense_Mutation SNP G A 80 137 c.1640C>T c.(1639-1641)CCG>CTG p.P547L

Pat_26 Pre-Treatment RBP3 5949 37 10 48388771 48388771 Missense_Mutation SNP G A 51 90 c.2107C>T c.(2107-2109)CAC>TAC p.H703Y

Pat_26 Pre-Treatment RBP3 5949 37 10 48389305 48389305 Missense_Mutation SNP C T 21 59 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_26 Pre-Treatment RBP3 5949 37 10 48389757 48389757 Missense_Mutation SNP G A 37 98 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_26 Pre-Treatment ANK3 288 37 10 61898789 61898789 Missense_Mutation SNP C T 84 136 c.2671G>A c.(2671-2673)GAA>AAA p.E891K

Pat_26 Pre-Treatment ANK3 288 37 10 61941146 61941146 Nonsense_Mutation SNP G A 92 190 c.2125C>T c.(2125-2127)CGA>TGA p.R709*

Pat_26 Pre-Treatment RHOBTB1 9886 37 10 62645968 62645968 Missense_Mutation SNP C A 4 163 c.1477G>T c.(1477-1479)GAT>TAT p.D493Y

Pat_26 Pre-Treatment LRRTM3 347731 37 10 68687639 68687640 Missense_Mutation DNP CC TT 24 58 c.965_966CC>TT c.(964-966)TCC>TTT p.S322F

Pat_26 Pre-Treatment STOX1 219736 37 10 70644422 70644422 Missense_Mutation SNP C G 81 167 c.870C>G c.(868-870)CAC>CAG p.H290Q

Pat_26 Pre-Treatment SEC24C 9632 37 10 75519901 75519901 Nonsense_Mutation SNP C T 114 259 c.607C>T c.(607-609)CAG>TAG p.Q203*

Pat_26 Pre-Treatment MMRN2 79812 37 10 88703034 88703034 Missense_Mutation SNP C T 5 261 c.1507G>A c.(1507-1509)GTC>ATC p.V503I

Pat_26 Pre-Treatment FAM35A 54537 37 10 88917886 88917886 Missense_Mutation SNP G A 4 92 c.1607G>A c.(1606-1608)AGT>AAT p.S536N

Pat_26 Pre-Treatment PIPSL 266971 37 10 95719536 95719536 Missense_Mutation SNP C T 54 115 c.1618G>A c.(1618-1620)GAT>AAT p.D540N

Pat_26 Pre-Treatment PLCE1 51196 37 10 96076413 96076413 Missense_Mutation SNP A G 18 39 c.6242A>G c.(6241-6243)CAG>CGG p.Q2081R

Pat_26 Pre-Treatment CYP2C19 1557 37 10 96609752 96609752 Missense_Mutation SNP C T 101 180 c.1228C>T c.(1228-1230)CGT>TGT p.R410C

Pat_26 Pre-Treatment LOXL4 84171 37 10 100016625 100016625 Missense_Mutation SNP C T 5 252 c.1340G>A c.(1339-1341)GGG>GAG p.G447E

Pat_26 Pre-Treatment GBF1 8729 37 10 104126216 104126216 Missense_Mutation SNP G A 4 157 c.2383G>A c.(2383-2385)GCA>ACA p.A795T

Pat_26 Pre-Treatment C10orf26 54838 37 10 104557799 104557799 Missense_Mutation SNP C A 6 249 c.77C>A c.(76-78)ACA>AAA p.T26K

Pat_26 Pre-Treatment C10orf79 80217 37 10 105890056 105890056 Missense_Mutation SNP T G 55 120 c.4839A>C c.(4837-4839)AAA>AAC p.K1613N

Pat_26 Pre-Treatment AFAP1L2 84632 37 10 116068248 116068248 Missense_Mutation SNP G A 130 137 c.911C>T c.(910-912)GCT>GTT p.A304V

Pat_26 Pre-Treatment KCNK18 338567 37 10 118957156 118957156 Missense_Mutation SNP G A 4 140 c.157G>A c.(157-159)GCA>ACA p.A53T

Pat_26 Pre-Treatment TACC2 10579 37 10 123988957 123988957 Missense_Mutation SNP G A 243 593 c.7993G>A c.(7993-7995)GAC>AAC p.D2665N

Pat_26 Pre-Treatment DMBT1 1755 37 10 124350190 124350190 Missense_Mutation SNP C T 270 405 c.2117C>T c.(2116-2118)TCC>TTC p.S706F

Pat_26 Pre-Treatment CUZD1 50624 37 10 124595694 124595694 Missense_Mutation SNP C A 88 209 c.990G>T c.(988-990)AAG>AAT p.K330N

Pat_26 Pre-Treatment C10orf90 118611 37 10 128193393 128193393 Nonsense_Mutation SNP C A 45 140 c.376G>T c.(376-378)GAG>TAG p.E126*

Pat_26 Pre-Treatment PWWP2B 170394 37 10 134218351 134218351 Missense_Mutation SNP C T 4 114 c.347C>T c.(346-348)CCG>CTG p.P116L

Pat_26 Pre-Treatment KNDC1 85442 37 10 135013019 135013019 Missense_Mutation SNP C T 56 205 c.2816C>T c.(2815-2817)TCC>TTC p.S939F

Pat_26 Pre-Treatment ADAM8 101 37 10 135085316 135085316 Missense_Mutation SNP C T 4 178 c.983G>A c.(982-984)AGC>AAC p.S328N

Pat_26 Pre-Treatment SYCE1 93426 37 10 135369530 135369530 Missense_Mutation SNP C T 79 216 c.550G>A c.(550-552)GAG>AAG p.E184K



Pat_26 Pre-Treatment OSBPL5 114879 37 11 3129158 3129158 Missense_Mutation SNP C T 4 120 c.709G>A c.(709-711)GCC>ACC p.A237T

Pat_26 Pre-Treatment OR51Q1 390061 37 11 5444196 5444196 Missense_Mutation SNP C T 67 209 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_26 Pre-Treatment OR56A5 390084 37 11 5988988 5988988 Missense_Mutation SNP G A 7 8 c.737C>T c.(736-738)TCC>TTC p.S246F

Pat_26 Pre-Treatment OR52L1 338751 37 11 6008061 6008061 Missense_Mutation SNP C T 14 27 c.100G>A c.(100-102)GGG>AGG p.G34R

Pat_26 Pre-Treatment ZNF214 7761 37 11 7021649 7021649 Missense_Mutation SNP C T 54 81 c.1265G>A c.(1264-1266)GGC>GAC p.G422D

Pat_26 Pre-Treatment RBMXL2 27288 37 11 7111168 7111168 Missense_Mutation SNP C T 69 92 c.817C>T c.(817-819)CAT>TAT p.H273Y

Pat_26 Pre-Treatment NRIP3 56675 37 11 9007284 9007284 Missense_Mutation SNP C T 4 182 c.536G>A c.(535-537)CGC>CAC p.R179H

Pat_26 Pre-Treatment SCUBE2 57758 37 11 9049060 9049060 Missense_Mutation SNP G A 52 69 c.2465C>T c.(2464-2466)TCC>TTC p.S822F

Pat_26 Pre-Treatment DENND5A 23258 37 11 9228225 9228225 Missense_Mutation SNP C T 7 366 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_26 Pre-Treatment CSNK2A1P 283106 37 11 11373631 11373631 Missense_Mutation SNP C T 4 189 c.1036G>A c.(1036-1038)GTC>ATC p.V346I

Pat_26 Pre-Treatment MICALCL 84953 37 11 12316354 12316354 Missense_Mutation SNP C T 3 11 c.1376C>T c.(1375-1377)CCT>CTT p.P459L

Pat_26 Pre-Treatment ARNTL 406 37 11 13397274 13397275 Missense_Mutation DNP AG TA 27 59 c.1290_1291AG>TA1288-1293)GAAGTA>GATA.430_431EV>D

Pat_26 Pre-Treatment LDHA 3939 37 11 18426998 18426998 Missense_Mutation SNP C T 4 142 c.713C>T c.(712-714)GCT>GTT p.A238V

Pat_26 Pre-Treatment PRMT3 10196 37 11 20529860 20529861 Nonsense_Mutation DNP GA TT 30 49 c.1497_1498GA>TT1495-1500)TTGAAA>TTTTp.499_500LK>F

Pat_26 Pre-Treatment SLC6A5 9152 37 11 20649627 20649627 Nonsense_Mutation SNP C A 4 132 c.1497C>A c.(1495-1497)TAC>TAA p.Y499*

Pat_26 Pre-Treatment CHST1 8534 37 11 45671392 45671392 Missense_Mutation SNP C T 4 132 c.1082G>A c.(1081-1083)CGC>CAC p.R361H

Pat_26 Pre-Treatment MAPK8IP1 9479 37 11 45925556 45925556 Missense_Mutation SNP G A 155 372 c.1510G>A c.(1510-1512)GAA>AAA p.E504K

Pat_26 Pre-Treatment GYLTL1B 120071 37 11 45949470 45949470 Splice_Site SNP G A 56 72 c.1605_splice c.e12-1 p.R535_splice

Pat_26 Pre-Treatment FOLH1 2346 37 11 49175447 49175447 Missense_Mutation SNP C T 42 82 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_26 Pre-Treatment OR4A15 81328 37 11 55136144 55136144 Missense_Mutation SNP G A 31 51 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_26 Pre-Treatment P2RX3 5024 37 11 57137381 57137381 Missense_Mutation SNP G A 5 190 c.1105G>A c.(1105-1107)GCG>ACG p.A369T

Pat_26 Pre-Treatment CTNND1 1500 37 11 57572210 57572210 Missense_Mutation SNP C A 4 139 c.1680C>A c.(1678-1680)TTC>TTA p.F560L

Pat_26 Pre-Treatment OR5B3 441608 37 11 58170239 58170239 Missense_Mutation SNP G A 19 18 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_26 Pre-Treatment MS4A4A 51338 37 11 60064709 60064709 Missense_Mutation SNP G A 60 114 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_26 Pre-Treatment TMEM132A 54972 37 11 60702845 60702845 Missense_Mutation SNP G A 5 76 c.1958G>A c.(1957-1959)CGG>CAG p.R653Q

Pat_26 Pre-Treatment RPLP0P2 113157 37 11 61404326 61404326 Missense_Mutation SNP G A 4 162 c.175G>A c.(175-177)GCC>ACC p.A59T

Pat_26 Pre-Treatment FADS2 9415 37 11 61608002 61608002 Missense_Mutation SNP A C 159 170 c.515A>C c.(514-516)CAG>CCG p.Q172P

Pat_26 Pre-Treatment INCENP 3619 37 11 61897748 61897748 Missense_Mutation SNP C T 5 171 c.749C>T c.(748-750)ACG>ATG p.T250M

Pat_26 Pre-Treatment EML3 256364 37 11 62374475 62374475 Missense_Mutation SNP G A 4 135 c.1459C>T c.(1459-1461)CGG>TGG p.R487W

Pat_26 Pre-Treatment GPR137 56834 37 11 64054028 64054028 Missense_Mutation SNP C T 5 250 c.32C>T c.(31-33)GCT>GTT p.A11V

Pat_26 Pre-Treatment CDC42BPG 55561 37 11 64596984 64596984 Missense_Mutation SNP C T 4 58 c.3926G>A c.(3925-3927)CGT>CAT p.R1309H

Pat_26 Pre-Treatment SIPA1 6494 37 11 65413346 65413346 Missense_Mutation SNP C G 64 234 c.1181C>G c.(1180-1182)TCC>TGC p.S394C

Pat_26 Pre-Treatment KLC2 64837 37 11 66030347 66030347 Missense_Mutation SNP C T 208 380 c.592C>T c.(592-594)CTC>TTC p.L198F

Pat_26 Pre-Treatment CCS 9973 37 11 66373047 66373047 Missense_Mutation SNP G A 30 63 c.655G>A c.(655-657)GGG>AGG p.G219R

Pat_26 Pre-Treatment FGF19 9965 37 11 69518121 69518121 Missense_Mutation SNP T C 27 30 c.244A>G c.(244-246)ATC>GTC p.I82V

Pat_26 Pre-Treatment SHANK2 22941 37 11 70319273 70319273 Missense_Mutation SNP C T 87 162 c.5251G>A c.(5251-5253)GAT>AAT p.D1751N

Pat_26 Pre-Treatment INPPL1 3636 37 11 71946922 71946922 Missense_Mutation SNP C T 114 143 c.2771C>T c.(2770-2772)GCC>GTC p.A924V

Pat_26 Pre-Treatment ARAP1 116985 37 11 72424274 72424274 Missense_Mutation SNP C T 4 148 c.694G>A c.(694-696)GAT>AAT p.D232N

Pat_26 Pre-Treatment RELT 84957 37 11 73105710 73105710 Missense_Mutation SNP C T 56 50 c.977C>T c.(976-978)CCG>CTG p.P326L

Pat_26 Pre-Treatment C2CD3 26005 37 11 73803545 73803545 Missense_Mutation SNP G A 4 180 c.3433C>T c.(3433-3435)CGT>TGT p.R1145C

Pat_26 Pre-Treatment THRSP 7069 37 11 77775184 77775184 Missense_Mutation SNP G A 4 126 c.257G>A c.(256-258)GGC>GAC p.G86D

Pat_26 Pre-Treatment FAT3 120114 37 11 92615946 92615946 Missense_Mutation SNP G C 10 25 c.12324G>C c.(12322-12324)GAG>GAC p.E4108D

Pat_26 Pre-Treatment HEPHL1 341208 37 11 93797538 93797538 Nonsense_Mutation SNP C T 30 41 c.670C>T c.(670-672)CGA>TGA p.R224*

Pat_26 Pre-Treatment PDGFD 80310 37 11 103870789 103870789 Missense_Mutation SNP C T 37 82 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_26 Pre-Treatment GRIA4 2893 37 11 105483095 105483096 Missense_Mutation DNP CC TT 51 111 c.181_182CC>TT c.(181-183)CCT>TTT p.P61F

Pat_26 Pre-Treatment FAM55A 120400 37 11 114393075 114393075 Missense_Mutation SNP G A 130 171 c.833C>T c.(832-834)CCT>CTT p.P278L

Pat_26 Pre-Treatment PHLDB1 23187 37 11 118498590 118498590 Missense_Mutation SNP C T 12 30 c.1051C>T c.(1051-1053)CGG>TGG p.R351W



Pat_26 Pre-Treatment USP2 9099 37 11 119243422 119243422 Missense_Mutation SNP C T 4 186 c.769G>A c.(769-771)GGC>AGC p.G257S

Pat_26 Pre-Treatment CCDC15 80071 37 11 124857827 124857827 Missense_Mutation SNP G T 10 451 c.1705G>T c.(1705-1707)GTT>TTT p.V569F

Pat_26 Pre-Treatment KCNJ5 3762 37 11 128781257 128781257 Missense_Mutation SNP G A 5 350 c.89G>A c.(88-90)CGC>CAC p.R30H

Pat_26 Pre-Treatment VPS26B 112936 37 11 134113147 134113147 Missense_Mutation SNP C T 4 156 c.680C>T c.(679-681)ACG>ATG p.T227M

Pat_26 Pre-Treatment GLB1L2 89944 37 11 134241034 134241034 Missense_Mutation SNP C T 6 192 c.1348C>T c.(1348-1350)CGG>TGG p.R450W

Pat_26 Pre-Treatment MLF2 8079 37 12 6861105 6861105 Missense_Mutation SNP G A 99 198 c.166C>T c.(166-168)CGC>TGC p.R56C

Pat_26 Pre-Treatment PHB2 11331 37 12 7079605 7079605 Nonsense_Mutation SNP G C 3 36 c.102C>G c.(100-102)TAC>TAG p.Y34*

Pat_26 Pre-Treatment GDF3 9573 37 12 7848090 7848090 Missense_Mutation SNP G A 8 140 c.235C>T c.(235-237)CGC>TGC p.R79C

Pat_26 Pre-Treatment DPPA3 359787 37 12 7864169 7864169 Missense_Mutation SNP G A 29 78 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_26 Pre-Treatment CLEC4E 26253 37 12 8687260 8687260 Missense_Mutation SNP G A 26 48 c.634C>T c.(634-636)CCT>TCT p.P212S

Pat_26 Pre-Treatment A2M 2 37 12 9264799 9264799 Missense_Mutation SNP G A 46 70 c.439C>T c.(439-441)CGT>TGT p.R147C

Pat_26 Pre-Treatment PIK3C2G 5288 37 12 18552721 18552721 Missense_Mutation SNP C T 21 32 c.2132C>T c.(2131-2133)ACC>ATC p.T711I

Pat_26 Pre-Treatment SLCO1C1 53919 37 12 20874764 20874764 Missense_Mutation SNP C T 36 85 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_26 Pre-Treatment GYS2 2998 37 12 21712612 21712612 Missense_Mutation SNP C T 23 56 c.1202G>A c.(1201-1203)GGA>GAA p.G401E

Pat_26 Pre-Treatment LRRK2 120892 37 12 40677921 40677921 Nonsense_Mutation SNP T G 22 19 c.2486T>G c.(2485-2487)TTA>TGA p.L829*

Pat_26 Pre-Treatment ADAMTS20 80070 37 12 43945044 43945044 Missense_Mutation SNP C T 17 45 c.121G>A c.(121-123)GAA>AAA p.E41K

Pat_26 Pre-Treatment IRAK4 51135 37 12 44165165 44165165 Missense_Mutation SNP C T 28 74 c.304C>T c.(304-306)CCA>TCA p.P102S

Pat_26 Pre-Treatment SFRS2IP 9169 37 12 46321745 46321745 Missense_Mutation SNP T A 46 91 c.1739A>T c.(1738-1740)AAT>ATT p.N580I

Pat_26 Pre-Treatment ADCY6 112 37 12 49164660 49164660 Missense_Mutation SNP C T 4 165 c.3145G>A c.(3145-3147)GAT>AAT p.D1049N

Pat_26 Pre-Treatment TROAP 10024 37 12 49724357 49724357 Missense_Mutation SNP G A 5 139 c.1729G>A c.(1729-1731)GTA>ATA p.V577I

Pat_26 Pre-Treatment KRT7 3855 37 12 52629068 52629068 Missense_Mutation SNP C G 3 109 c.454C>G c.(454-456)CTT>GTT p.L152V

Pat_26 Pre-Treatment KRT75 9119 37 12 52825359 52825359 Missense_Mutation SNP C T 77 159 c.838G>A c.(838-840)GAG>AAG p.E280K

Pat_26 Pre-Treatment KRT5 3852 37 12 52913836 52913836 Missense_Mutation SNP C T 5 339 c.245G>A c.(244-246)AGC>AAC p.S82N

Pat_26 Pre-Treatment KRT74 121391 37 12 52960769 52960769 Missense_Mutation SNP C T 182 251 c.1574G>A c.(1573-1575)AGG>AAG p.R525K

Pat_26 Pre-Treatment ITGB7 3695 37 12 53587011 53587011 Missense_Mutation SNP G A 6 169 c.1639C>T c.(1639-1641)CGC>TGC p.R547C

Pat_26 Pre-Treatment NEUROD4 58158 37 12 55420303 55420303 Missense_Mutation SNP C T 22 73 c.80C>T c.(79-81)TCC>TTC p.S27F

Pat_26 Pre-Treatment TMEM194A 23306 37 12 57466641 57466641 Missense_Mutation SNP C T 5 214 c.182G>A c.(181-183)CGT>CAT p.R61H

Pat_26 Pre-Treatment NAV3 89795 37 12 78400838 78400838 Missense_Mutation SNP C T 53 92 c.1520C>T c.(1519-1521)CCT>CTT p.P507L

Pat_26 Pre-Treatment ACSS3 79611 37 12 81528778 81528778 Missense_Mutation SNP G A 5 98 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_26 Pre-Treatment CEP290 80184 37 12 88453692 88453692 Missense_Mutation SNP G A 5 13 c.6628C>T c.(6628-6630)CGT>TGT p.R2210C

Pat_26 Pre-Treatment SLC17A8 246213 37 12 100813848 100813848 Missense_Mutation SNP G A 12 37 c.1681G>A c.(1681-1683)GAA>AAA p.E561K

Pat_26 Pre-Treatment ACACB 32 37 12 109675040 109675040 Missense_Mutation SNP G A 6 524 c.4517G>A c.(4516-4518)CGT>CAT p.R1506H

Pat_26 Pre-Treatment ACACB 32 37 12 109677677 109677677 Missense_Mutation SNP C T 4 132 c.4705C>T c.(4705-4707)CTC>TTC p.L1569F

Pat_26 Pre-Treatment KCTD10 83892 37 12 109889456 109889456 Missense_Mutation SNP G A 4 183 c.886C>T c.(886-888)CGC>TGC p.R296C

Pat_26 Pre-Treatment C12orf51 283450 37 12 112622629 112622629 Missense_Mutation SNP C T 4 161 c.8875G>A c.(8875-8877)GCC>ACC p.A2959T

Pat_26 Pre-Treatment C12orf51 283450 37 12 112673400 112673400 Missense_Mutation SNP G A 15 41 c.4367C>T c.(4366-4368)CCC>CTC p.P1456L

Pat_26 Pre-Treatment NOS1 4842 37 12 117655918 117655918 Missense_Mutation SNP C T 263 461 c.4222G>A c.(4222-4224)GAA>AAA p.E1408K

Pat_26 Pre-Treatment SRRM4 84530 37 12 119592047 119592047 Splice_Site SNP G A 3 22 c.1392_splice c.e12-1 p.R464_splice

Pat_26 Pre-Treatment DNAH10 196385 37 12 124416393 124416393 Missense_Mutation SNP G A 79 161 c.12773G>A c.(12772-12774)AGG>AAG p.R4258K

Pat_26 Pre-Treatment EP400 57634 37 12 132535158 132535158 Missense_Mutation SNP C T 178 285 c.7352C>T c.(7351-7353)CCC>CTC p.P2451L

Pat_26 Pre-Treatment TPTE2 93492 37 13 20010385 20010385 Missense_Mutation SNP C T 16 30 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_26 Pre-Treatment SPG20 23111 37 13 36909531 36909531 Missense_Mutation SNP G A 10 33 c.437C>T c.(436-438)TCA>TTA p.S146L

Pat_26 Pre-Treatment C13orf23 80209 37 13 39587324 39587324 Missense_Mutation SNP G A 4 159 c.2065C>T c.(2065-2067)CCC>TCC p.P689S

Pat_26 Pre-Treatment C13orf23 80209 37 13 39588230 39588230 Missense_Mutation SNP G A 4 160 c.1159C>T c.(1159-1161)CGG>TGG p.R387W

Pat_26 Pre-Treatment RCBTB2 1102 37 13 49077000 49077000 Missense_Mutation SNP G A 5 265 c.977C>T c.(976-978)ACG>ATG p.T326M

Pat_26 Pre-Treatment COL4A2 1284 37 13 111080895 111080895 Missense_Mutation SNP G A 54 81 c.442G>A c.(442-444)GGG>AGG p.G148R

Pat_26 Pre-Treatment POTEG 404785 37 14 19563496 19563496 Missense_Mutation SNP C G 6 394 c.1010C>G c.(1009-1011)TCT>TGT p.S337C



Pat_26 Pre-Treatment CHD8 57680 37 14 21873900 21873901 Missense_Mutation DNP CC TA 172 366 c.2193_2194GG>TA191-2196)GGGGAT>GGTA p.D732N

Pat_26 Pre-Treatment MYH6 4624 37 14 23865496 23865496 Missense_Mutation SNP C T 6 489 c.2426G>A c.(2425-2427)CGC>CAC p.R809H

Pat_26 Pre-Treatment NYNRIN 57523 37 14 24877187 24877187 Missense_Mutation SNP G T 69 154 c.311G>T c.(310-312)TGG>TTG p.W104L

Pat_26 Pre-Treatment FOXG1 2290 37 14 29236526 29236526 Missense_Mutation SNP C T 4 72 c.41C>T c.(40-42)CCC>CTC p.P14L

Pat_26 Pre-Treatment KCNH5 27133 37 14 63174459 63174459 Missense_Mutation SNP C T 106 159 c.2734G>A c.(2734-2736)GAA>AAA p.E912K

Pat_26 Pre-Treatment ESR2 2100 37 14 64746815 64746815 Missense_Mutation SNP G A 213 429 c.419C>T c.(418-420)CCA>CTA p.P140L

Pat_26 Pre-Treatment SPTB 6710 37 14 65260468 65260468 Missense_Mutation SNP C A 4 149 c.1913G>T c.(1912-1914)CGA>CTA p.R638L

Pat_26 Pre-Treatment RDH12 145226 37 14 68195937 68195938 Missense_Mutation DNP CC TT 209 401 c.688_689CC>TT c.(688-690)CCA>TTA p.P230L

Pat_26 Pre-Treatment PCNX 22990 37 14 71540340 71540340 Missense_Mutation SNP C T 6 287 c.4931C>T c.(4930-4932)CCT>CTT p.P1644L

Pat_26 Pre-Treatment BATF 10538 37 14 75991472 75991472 Missense_Mutation SNP C T 22 47 c.109C>T c.(109-111)CGT>TGT p.R37C

Pat_26 Pre-Treatment PTPN21 11099 37 14 88945940 88945940 Missense_Mutation SNP G C 17 35 c.1835C>G c.(1834-1836)CCC>CGC p.P612R

Pat_26 Pre-Treatment KIAA1409 57578 37 14 94121601 94121601 Missense_Mutation SNP T G 72 87 c.5956T>G c.(5956-5958)TTA>GTA p.L1986V

Pat_26 Pre-Treatment OTUB2 78990 37 14 94503808 94503808 Missense_Mutation SNP G A 4 107 c.86G>A c.(85-87)CGG>CAG p.R29Q

Pat_26 Pre-Treatment SERPINA11 256394 37 14 94912755 94912755 Missense_Mutation SNP A G 69 148 c.830T>C c.(829-831)GTC>GCC p.V277A

Pat_26 Pre-Treatment TNFAIP2 7127 37 14 103598032 103598032 Missense_Mutation SNP G A 26 44 c.1355G>A c.(1354-1356)GGC>GAC p.G452D

Pat_26 Pre-Treatment ZFYVE21 79038 37 14 104195467 104195467 Missense_Mutation SNP A C 102 135 c.474A>C c.(472-474)GAA>GAC p.E158D

Pat_26 Pre-Treatment C15orf2 23742 37 15 24921709 24921709 Missense_Mutation SNP C T 38 67 c.695C>T c.(694-696)TCC>TTC p.S232F

Pat_26 Pre-Treatment APBA2 321 37 15 29346439 29346439 Missense_Mutation SNP G A 6 291 c.352G>A c.(352-354)GGG>AGG p.G118R

Pat_26 Pre-Treatment TRPM1 4308 37 15 31294509 31294509 Missense_Mutation SNP G A 76 149 c.4328C>T c.(4327-4329)TCC>TTC p.S1443F

Pat_26 Pre-Treatment EIF2AK4 440275 37 15 40284383 40284383 Missense_Mutation SNP G A 4 174 c.2639G>A c.(2638-2640)AGC>AAC p.S880N

Pat_26 Pre-Treatment CASC5 57082 37 15 40951646 40951646 Missense_Mutation SNP G A 5 279 c.6901G>A c.(6901-6903)GTT>ATT p.V2301I

Pat_26 Pre-Treatment TYRO3 7301 37 15 41870343 41870343 Missense_Mutation SNP C T 4 85 c.2542C>T c.(2542-2544)CGG>TGG p.R848W

Pat_26 Pre-Treatment MGA 23269 37 15 42032237 42032237 Missense_Mutation SNP C T 6 357 c.269C>T c.(268-270)ACT>ATT p.T90I

Pat_26 Pre-Treatment PLA2G4E 123745 37 15 42280247 42280247 Missense_Mutation SNP C T 4 92 c.1744G>A c.(1744-1746)GAA>AAA p.E582K

Pat_26 Pre-Treatment CAPN3 825 37 15 42652253 42652253 Missense_Mutation SNP G A 277 424 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_26 Pre-Treatment TMOD3 29766 37 15 52188725 52188725 Splice_Site SNP T C 5 235 c.735_splice c.e7+2 p.T245_splice

Pat_26 Pre-Treatment UNC13C 440279 37 15 54307264 54307264 Missense_Mutation SNP C T 11 16 c.2164C>T c.(2164-2166)CCA>TCA p.P722S

Pat_26 Pre-Treatment UNC13C 440279 37 15 54792293 54792293 Missense_Mutation SNP G T 4 78 c.5077G>T c.(5077-5079)GTC>TTC p.V1693F

Pat_26 Pre-Treatment RFX7 64864 37 15 56386019 56386019 Missense_Mutation SNP C T 5 193 c.3907G>A c.(3907-3909)GAT>AAT p.D1303N

Pat_26 Pre-Treatment NOX5 79400 37 15 69320658 69320658 Missense_Mutation SNP G A 5 193 c.278G>A c.(277-279)AGC>AAC p.S93N

Pat_26 Pre-Treatment MYO9A 4649 37 15 72244206 72244206 Missense_Mutation SNP C A 5 182 c.2214G>T c.(2212-2214)TTG>TTT p.L738F

Pat_26 Pre-Treatment ISLR2 57611 37 15 74425750 74425750 Missense_Mutation SNP G C 77 130 c.655G>C c.(655-657)GGG>CGG p.G219R

Pat_26 Pre-Treatment CCDC33 80125 37 15 74559027 74559027 Missense_Mutation SNP C T 99 211 c.328C>T c.(328-330)CTC>TTC p.L110F

Pat_26 Pre-Treatment ADAMTSL3 57188 37 15 84651796 84651796 Missense_Mutation SNP G A 4 101 c.3416G>A c.(3415-3417)CGG>CAG p.R1139Q

Pat_26 Pre-Treatment NTRK3 4916 37 15 88727501 88727501 Missense_Mutation SNP G A 4 157 c.278C>T c.(277-279)ACG>ATG p.T93M

Pat_26 Pre-Treatment PCSK6 5046 37 15 101933424 101933424 Missense_Mutation SNP C T 13 29 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_26 Pre-Treatment OR4F15 390649 37 15 102359169 102359169 Nonsense_Mutation SNP G A 155 240 c.780G>A c.(778-780)TGG>TGA p.W260*

Pat_26 Pre-Treatment MPG 4350 37 16 135516 135516 Missense_Mutation SNP G A 6 161 c.637G>A c.(637-639)GAG>AAG p.E213K

Pat_26 Pre-Treatment TMEM8A 58986 37 16 427097 427097 Missense_Mutation SNP G A 132 331 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_26 Pre-Treatment PIGQ 9091 37 16 624666 624666 Missense_Mutation SNP G A 19 38 c.592G>A c.(592-594)GCC>ACC p.A198T

Pat_26 Pre-Treatment CCNF 899 37 16 2499427 2499427 Missense_Mutation SNP G A 5 227 c.1363G>A c.(1363-1365)GCA>ACA p.A455T

Pat_26 Pre-Treatment SRRM2 23524 37 16 2820426 2820426 Missense_Mutation SNP C T 4 105 c.8095C>T c.(8095-8097)CGC>TGC p.R2699C

Pat_26 Pre-Treatment KREMEN2 79412 37 16 3016700 3016700 Missense_Mutation SNP C T 4 182 c.544C>T c.(544-546)CGG>TGG p.R182W

Pat_26 Pre-Treatment A2BP1 54715 37 16 7726824 7726824 Missense_Mutation SNP G A 105 189 c.979G>A c.(979-981)GCT>ACT p.A327T

Pat_26 Pre-Treatment USP7 7874 37 16 9004607 9004607 Missense_Mutation SNP A C 82 135 c.1156T>G c.(1156-1158)TTA>GTA p.L386V

Pat_26 Pre-Treatment GRIN2A 2903 37 16 9858471 9858471 Missense_Mutation SNP T G 41 69 c.2930A>C c.(2929-2931)AAC>ACC p.N977T

Pat_26 Pre-Treatment TMC7 79905 37 16 19049221 19049221 Missense_Mutation SNP G A 30 95 c.1031G>A c.(1030-1032)CGG>CAG p.R344Q



Pat_26 Pre-Treatment TMC7 79905 37 16 19051720 19051720 Missense_Mutation SNP G A 5 284 c.1289G>A c.(1288-1290)CGC>CAC p.R430H

Pat_26 Pre-Treatment C16orf88 400506 37 16 19718435 19718435 Missense_Mutation SNP G A 4 82 c.1174C>T c.(1174-1176)CGC>TGC p.R392C

Pat_26 Pre-Treatment ACSM2B 348158 37 16 20559454 20559454 Missense_Mutation SNP G A 92 183 c.1028C>T c.(1027-1029)CCA>CTA p.P343L

Pat_26 Pre-Treatment USP31 57478 37 16 23091371 23091371 Missense_Mutation SNP G A 4 180 c.2072C>T c.(2071-2073)CCG>CTG p.P691L

Pat_26 Pre-Treatment ERN2 10595 37 16 23702196 23702196 Missense_Mutation SNP C T 24 60 c.2881G>A c.(2881-2883)GAC>AAC p.D961N

Pat_26 Pre-Treatment PRKCB 5579 37 16 24196465 24196465 Missense_Mutation SNP G A 89 155 c.1567G>A c.(1567-1569)GAT>AAT p.D523N

Pat_26 Pre-Treatment GTF3C1 2975 37 16 27480794 27480794 Missense_Mutation SNP C T 7 264 c.4892G>A c.(4891-4893)CGG>CAG p.R1631Q

Pat_26 Pre-Treatment C16orf93 90835 37 16 30770779 30770779 Missense_Mutation SNP G A 6 150 c.541C>T c.(541-543)CGG>TGG p.R181W

Pat_26 Pre-Treatment ABCC11 85320 37 16 48209286 48209286 Missense_Mutation SNP G A 42 93 c.3581C>T c.(3580-3582)CCC>CTC p.P1194L

Pat_26 Pre-Treatment BRD7 29117 37 16 50354573 50354573 Splice_Site SNP C T 6 381 c.1612_splice c.e15+1 p.E538_splice

Pat_26 Pre-Treatment IRX3 79191 37 16 54319429 54319430 Nonsense_Mutation DNP GG AA 11 17 c.363_364CC>TT361-366)GGCCAG>GGTTA p.Q122*

Pat_26 Pre-Treatment C16orf80 29105 37 16 58148803 58148803 Nonsense_Mutation SNP G A 5 264 c.487C>T c.(487-489)CGA>TGA p.R163*

Pat_26 Pre-Treatment B3GNT9 84752 37 16 67183730 67183730 Missense_Mutation SNP G A 4 61 c.659C>T c.(658-660)CCC>CTC p.P220L

Pat_26 Pre-Treatment LOC283922 283922 37 16 74366443 74366443 Missense_Mutation SNP G A 9 11 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_26 Pre-Treatment ADAMTS18 170692 37 16 77359782 77359782 Missense_Mutation SNP T A 99 117 c.2013A>T c.(2011-2013)AAA>AAT p.K671N

Pat_26 Pre-Treatment VAT1L 57687 37 16 77850891 77850891 Missense_Mutation SNP G A 147 228 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_26 Pre-Treatment CRISPLD2 83716 37 16 84906599 84906599 Missense_Mutation SNP C T 216 298 c.983C>T c.(982-984)TCG>TTG p.S328L

Pat_26 Pre-Treatment FAM92B 339145 37 16 85143843 85143843 Missense_Mutation SNP G A 4 187 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_26 Pre-Treatment SLC7A5 8140 37 16 87871496 87871496 Missense_Mutation SNP C A 4 92 c.1095G>T c.(1093-1095)ATG>ATT p.M365I

Pat_26 Pre-Treatment ABR 29 37 17 953422 953422 Splice_Site SNP C T 37 68 c.1660_splice c.e16-1 p.E554_splice

Pat_26 Pre-Treatment DPH1 1801 37 17 1940207 1940207 Missense_Mutation SNP G A 4 126 c.652G>A c.(652-654)GGC>AGC p.G218S

Pat_26 Pre-Treatment SMG6 23293 37 17 1972173 1972173 Missense_Mutation SNP G A 43 129 c.3734C>T c.(3733-3735)CCT>CTT p.P1245L

Pat_26 Pre-Treatment P2RX5 5026 37 17 3593794 3593794 Missense_Mutation SNP G A 4 89 c.460C>T c.(460-462)CGG>TGG p.R154W

Pat_26 Pre-Treatment ATP2A3 489 37 17 3840720 3840720 Missense_Mutation SNP C T 4 121 c.2311G>A c.(2311-2313)GAG>AAG p.E771K

Pat_26 Pre-Treatment MYBBP1A 10514 37 17 4448928 4448928 Missense_Mutation SNP G A 6 184 c.2050C>T c.(2050-2052)CGT>TGT p.R684C

Pat_26 Pre-Treatment PLD2 5338 37 17 4725974 4725974 Missense_Mutation SNP C T 6 303 c.2617C>T c.(2617-2619)CGG>TGG p.R873W

Pat_26 Pre-Treatment CAMTA2 23125 37 17 4885114 4885114 Missense_Mutation SNP C T 4 42 c.424G>A c.(424-426)GTC>ATC p.V142I

Pat_26 Pre-Treatment KIF1C 10749 37 17 4904079 4904079 Missense_Mutation SNP C T 141 256 c.119C>T c.(118-120)CCT>CTT p.P40L

Pat_26 Pre-Treatment ZBTB4 57659 37 17 7366704 7366704 Missense_Mutation SNP G A 4 29 c.1597C>T c.(1597-1599)CCC>TCC p.P533S

Pat_26 Pre-Treatment AMAC1L3 643664 37 17 7386000 7386000 Missense_Mutation SNP G A 49 101 c.697G>A c.(697-699)GGC>AGC p.G233S

Pat_26 Pre-Treatment ALOXE3 59344 37 17 8000085 8000085 Missense_Mutation SNP C T 27 53 c.1996G>A c.(1996-1998)GAG>AAG p.E666K

Pat_26 Pre-Treatment ARHGEF15 22899 37 17 8219159 8219159 Missense_Mutation SNP C T 4 160 c.1508C>T c.(1507-1509)CCT>CTT p.P503L

Pat_26 Pre-Treatment MYH8 4626 37 17 10315967 10315967 Missense_Mutation SNP A G 174 465 c.1226T>C c.(1225-1227)GTT>GCT p.V409A

Pat_26 Pre-Treatment MYH4 4622 37 17 10356968 10356968 Missense_Mutation SNP C T 147 238 c.2926G>A c.(2926-2928)GAG>AAG p.E976K

Pat_26 Pre-Treatment MYH1 4619 37 17 10406565 10406565 Missense_Mutation SNP C T 45 96 c.2692G>A c.(2692-2694)GAA>AAA p.E898K

Pat_26 Pre-Treatment DNAH9 1770 37 17 11593135 11593136 Missense_Mutation DNP GG AA 11 12 .3996_3997GG>AA3994-3999)ATGGAG>ATAA1332_1333ME>

Pat_26 Pre-Treatment MYOCD 93649 37 17 12647615 12647616 Missense_Mutation DNP CC TT 33 111 c.833_834CC>TT c.(832-834)TCC>TTT p.S278F

Pat_26 Pre-Treatment CDRT1 374286 37 17 15522784 15522784 Missense_Mutation SNP G A 49 513 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Pre-Treatment ZNF286A 57335 37 17 15619675 15619676 Missense_Mutation DNP GG AA 6 26 c.637_638GG>AA c.(637-639)GGA>AAA p.G213K

Pat_26 Pre-Treatment MPRIP 23164 37 17 17046078 17046078 Missense_Mutation SNP G A 4 149 c.1034G>A c.(1033-1035)CGG>CAG p.R345Q

Pat_26 Pre-Treatment C17orf39 79018 37 17 17968502 17968502 Missense_Mutation SNP C T 77 157 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_26 Pre-Treatment FLII 2314 37 17 18151111 18151111 Missense_Mutation SNP C T 4 174 c.2347G>A c.(2347-2349)GAC>AAC p.D783N

Pat_26 Pre-Treatment TOP3A 7156 37 17 18208438 18208438 Missense_Mutation SNP C T 5 233 c.487G>A c.(487-489)GTG>ATG p.V163M

Pat_26 Pre-Treatment FBXW10 10517 37 17 18647600 18647600 Missense_Mutation SNP C T 85 182 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Pre-Treatment MFAP4 4239 37 17 19288516 19288516 Missense_Mutation SNP G A 7 260 c.416C>T c.(415-417)ACG>ATG p.T139M

Pat_26 Pre-Treatment IFT20 90410 37 17 26657555 26657555 Splice_Site SNP C T 59 110 c.128_splice c.e3-1 p.K43_splice

Pat_26 Pre-Treatment ACCN1 40 37 17 31355368 31355368 Missense_Mutation SNP C T 61 99 c.877G>A c.(877-879)GAG>AAG p.E293K



Pat_26 Pre-Treatment C17orf78 284099 37 17 35746197 35746197 Missense_Mutation SNP C T 3 18 c.650C>T c.(649-651)GCC>GTC p.A217V

Pat_26 Pre-Treatment SRCIN1 80725 37 17 36707439 36707439 Missense_Mutation SNP C T 16 18 c.2914G>A c.(2914-2916)GGC>AGC p.G972S

Pat_26 Pre-Treatment PIP4K2B 8396 37 17 36940540 36940540 Nonsense_Mutation SNP G A 4 159 c.310C>T c.(310-312)CGA>TGA p.R104*

Pat_26 Pre-Treatment STAC2 342667 37 17 37369806 37369806 Missense_Mutation SNP C T 159 285 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_26 Pre-Treatment KRT16 3868 37 17 39767374 39767374 Missense_Mutation SNP C T 179 376 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_26 Pre-Treatment KLHL10 317719 37 17 40001942 40001942 Missense_Mutation SNP G A 4 187 c.1249G>A c.(1249-1251)GCC>ACC p.A417T

Pat_26 Pre-Treatment TUBG2 27175 37 17 40818663 40818663 Missense_Mutation SNP C T 6 284 c.1201C>T c.(1201-1203)CGG>TGG p.R401W

Pat_26 Pre-Treatment CNTNAP1 8506 37 17 40838985 40838985 Missense_Mutation SNP G A 4 132 c.965G>A c.(964-966)GGC>GAC p.G322D

Pat_26 Pre-Treatment SLC4A1 6521 37 17 42335380 42335380 Missense_Mutation SNP G A 4 185 c.1256C>T c.(1255-1257)CCC>CTC p.P419L

Pat_26 Pre-Treatment KIF18B 146909 37 17 43011708 43011708 Missense_Mutation SNP G A 4 48 c.778C>T c.(778-780)CGG>TGG p.R260W

Pat_26 Pre-Treatment DCAKD 79877 37 17 43101938 43101938 Missense_Mutation SNP G A 6 231 c.559C>T c.(559-561)CGC>TGC p.R187C

Pat_26 Pre-Treatment ARHGAP27 201176 37 17 43481696 43481696 Missense_Mutation SNP G A 4 105 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_26 Pre-Treatment GOSR2 9570 37 17 45006917 45006917 Missense_Mutation SNP C T 4 182 c.61C>T c.(61-63)CGC>TGC p.R21C

Pat_26 Pre-Treatment COL1A1 1277 37 17 48278816 48278816 Missense_Mutation SNP G A 4 150 c.59C>T c.(58-60)ACG>ATG p.T20M

Pat_26 Pre-Treatment XYLT2 64132 37 17 48431912 48431912 Missense_Mutation SNP G A 4 140 c.772G>A c.(772-774)GAG>AAG p.E258K

Pat_26 Pre-Treatment CHAD 1101 37 17 48545571 48545571 Missense_Mutation SNP C T 5 229 c.604G>A c.(604-606)GTG>ATG p.V202M

Pat_26 Pre-Treatment STXBP4 252983 37 17 53076778 53076778 Missense_Mutation SNP G A 4 165 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_26 Pre-Treatment 4-Sep 5414 37 17 56599121 56599122 Missense_Mutation DNP GG AA 117 201 c.890_891CC>TT c.(889-891)CCC>CTT p.P297L

Pat_26 Pre-Treatment CA4 762 37 17 58235695 58235695 Missense_Mutation SNP A T 106 172 c.632A>T c.(631-633)GAG>GTG p.E211V

Pat_26 Pre-Treatment MED13 9969 37 17 60033088 60033088 Missense_Mutation SNP G A 4 169 c.5735C>T c.(5734-5736)GCT>GTT p.A1912V

Pat_26 Pre-Treatment ACE 1636 37 17 61570849 61570849 Missense_Mutation SNP G A 81 142 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_26 Pre-Treatment PSMC5 5705 37 17 61908260 61908260 Missense_Mutation SNP C T 42 78 c.644C>T c.(643-645)TCT>TTT p.S215F

Pat_26 Pre-Treatment SCN4A 6329 37 17 62025357 62025357 Missense_Mutation SNP C T 4 143 c.3211G>A c.(3211-3213)GTC>ATC p.V1071I

Pat_26 Pre-Treatment CCDC46 201134 37 17 63637111 63637111 Missense_Mutation SNP C T 74 146 c.2770G>A c.(2770-2772)GAA>AAA p.E924K

Pat_26 Pre-Treatment ABCA9 10350 37 17 66982452 66982452 Missense_Mutation SNP C T 4 117 c.4061G>A c.(4060-4062)GGG>GAG p.G1354E

Pat_26 Pre-Treatment OTOP3 347741 37 17 72938043 72938043 Nonsense_Mutation SNP C T 5 136 c.538C>T c.(538-540)CGA>TGA p.R180*

Pat_26 Pre-Treatment FBF1 85302 37 17 73911211 73911211 Missense_Mutation SNP G A 4 58 c.2470C>T c.(2470-2472)CGG>TGG p.R824W

Pat_26 Pre-Treatment CANT1 124583 37 17 76993085 76993085 Missense_Mutation SNP G A 247 513 c.620C>T c.(619-621)ACC>ATC p.T207I

Pat_26 Pre-Treatment C17orf70 80233 37 17 79514124 79514124 Missense_Mutation SNP G A 4 134 c.1984C>T c.(1984-1986)CAC>TAC p.H662Y

Pat_26 Pre-Treatment CSNK1D 1453 37 17 80210954 80210954 Missense_Mutation SNP C T 5 215 c.503G>A c.(502-504)CGT>CAT p.R168H

Pat_26 Pre-Treatment LAMA1 284217 37 18 6986168 6986168 Missense_Mutation SNP G A 6 368 c.5347C>T c.(5347-5349)CTC>TTC p.L1783F

Pat_26 Pre-Treatment LAMA3 3909 37 18 21526172 21526172 Missense_Mutation SNP G A 63 28 c.9275G>A c.(9274-9276)GGA>GAA p.G3092E

Pat_26 Pre-Treatment SETBP1 26040 37 18 42643613 42643613 Missense_Mutation SNP G C 15 39 c.4741G>C c.(4741-4743)GCC>CCC p.A1581P

Pat_26 Pre-Treatment RNF165 494470 37 18 44035938 44035938 Missense_Mutation SNP G A 32 42 c.818G>A c.(817-819)CGA>CAA p.R273Q

Pat_26 Pre-Treatment STARD6 147323 37 18 51863532 51863532 Missense_Mutation SNP G A 74 125 c.230C>T c.(229-231)TCA>TTA p.S77L

Pat_26 Pre-Treatment NEDD4L 23327 37 18 55833021 55833021 Missense_Mutation SNP G A 6 19 c.50G>A c.(49-51)GGA>GAA p.G17E

Pat_26 Pre-Treatment CCBE1 147372 37 18 57115221 57115221 Missense_Mutation SNP G A 86 141 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_26 Pre-Treatment SERPINB2 5055 37 18 61582740 61582740 Missense_Mutation SNP C T 36 97 c.419C>T c.(418-420)TCC>TTC p.S140F

Pat_26 Pre-Treatment ATP9B 374868 37 18 77132838 77132838 Missense_Mutation SNP C T 37 60 c.3026C>T c.(3025-3027)TCC>TTC p.S1009F

Pat_26 Pre-Treatment NFATC1 4772 37 18 77171045 77171045 Missense_Mutation SNP C T 19 30 c.770C>T c.(769-771)TCC>TTC p.S257F

Pat_26 Pre-Treatment PCSK4 54760 37 19 1483328 1483328 Missense_Mutation SNP G A 4 33 c.1526C>T c.(1525-1527)TCG>TTG p.S509L

Pat_26 Pre-Treatment PCSK4 54760 37 19 1486989 1486989 Missense_Mutation SNP C T 6 449 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_26 Pre-Treatment SPPL2B 56928 37 19 2345328 2345328 Missense_Mutation SNP G A 4 160 c.1354G>A c.(1354-1356)GCC>ACC p.A452T

Pat_26 Pre-Treatment ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 6 103 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_26 Pre-Treatment TJP3 27134 37 19 3734334 3734334 Missense_Mutation SNP A G 52 137 c.986A>G c.(985-987)GAC>GGC p.D329G

Pat_26 Pre-Treatment UHRF1 29128 37 19 4954685 4954685 Missense_Mutation SNP C T 12 15 c.1982C>T c.(1981-1983)TCC>TTC p.S661F

Pat_26 Pre-Treatment RFX2 5990 37 19 6013085 6013085 Missense_Mutation SNP G A 205 381 c.811C>T c.(811-813)CGT>TGT p.R271C



Pat_26 Pre-Treatment C3 718 37 19 6712584 6712584 Missense_Mutation SNP G A 216 347 c.1054C>T c.(1054-1056)CCC>TCC p.P352S

Pat_26 Pre-Treatment PNPLA6 10908 37 19 7620564 7620564 Missense_Mutation SNP C T 4 113 c.3038C>T c.(3037-3039)ACG>ATG p.T1013M

Pat_26 Pre-Treatment NDUFA7 4701 37 19 8381449 8381449 Missense_Mutation SNP C T 5 185 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_26 Pre-Treatment MUC16 94025 37 19 9009608 9009608 Missense_Mutation SNP C T 189 351 c.39118G>A c.(39118-39120)GAG>AAG p.E13040K

Pat_26 Pre-Treatment MUC16 94025 37 19 9071925 9071925 Missense_Mutation SNP G A 194 420 c.15521C>T c.(15520-15522)TCC>TTC p.S5174F

Pat_26 Pre-Treatment ZNF699 374879 37 19 9406866 9406866 Missense_Mutation SNP G A 57 101 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_26 Pre-Treatment KRI1 65095 37 19 10670123 10670123 Missense_Mutation SNP C T 5 170 c.1124G>A c.(1123-1125)CGG>CAG p.R375Q

Pat_26 Pre-Treatment SMARCA4 6597 37 19 11136975 11136975 Splice_Site SNP G A 47 111 c.3169_splice c.e23-1 p.E1057_splice

Pat_26 Pre-Treatment ZNF625 90589 37 19 12257002 12257002 Missense_Mutation SNP C T 41 72 c.31G>A c.(31-33)GAT>AAT p.D11N

Pat_26 Pre-Treatment C19orf43 79002 37 19 12841792 12841792 Missense_Mutation SNP G A 4 174 c.514C>T c.(514-516)CGG>TGG p.R172W

Pat_26 Pre-Treatment TRMT1 55621 37 19 13216194 13216194 Missense_Mutation SNP C T 201 277 c.1720G>A c.(1720-1722)GAA>AAA p.E574K

Pat_26 Pre-Treatment LPHN1 22859 37 19 14273598 14273598 Missense_Mutation SNP C T 4 133 c.1030G>A c.(1030-1032)GTG>ATG p.V344M

Pat_26 Pre-Treatment NOTCH3 4854 37 19 15299917 15299917 Missense_Mutation SNP G A 5 309 c.1261C>T c.(1261-1263)CGT>TGT p.R421C

Pat_26 Pre-Treatment EPS15L1 58513 37 19 16515431 16515431 Missense_Mutation SNP C T 4 189 c.1396G>A c.(1396-1398)GTC>ATC p.V466I

Pat_26 Pre-Treatment NWD1 284434 37 19 16861221 16861221 Nonsense_Mutation SNP C T 21 42 c.1768C>T c.(1768-1770)CGA>TGA p.R590*

Pat_26 Pre-Treatment MAST3 23031 37 19 18239751 18239751 Missense_Mutation SNP G A 4 160 c.1126G>A c.(1126-1128)GGA>AGA p.G376R

Pat_26 Pre-Treatment MAST3 23031 37 19 18242814 18242814 Missense_Mutation SNP C A 6 304 c.1441C>A c.(1441-1443)CTG>ATG p.L481M

Pat_26 Pre-Treatment PGPEP1 54858 37 19 18453701 18453701 Missense_Mutation SNP G A 5 308 c.67G>A c.(67-69)GCC>ACC p.A23T

Pat_26 Pre-Treatment PBX4 80714 37 19 19681432 19681432 Missense_Mutation SNP C T 50 105 c.404G>A c.(403-405)CGA>CAA p.R135Q

Pat_26 Pre-Treatment ZNF682 91120 37 19 20117740 20117740 Missense_Mutation SNP G A 7 15 c.571C>T c.(571-573)CAT>TAT p.H191Y

Pat_26 Pre-Treatment ZNF676 163223 37 19 22363227 22363227 Missense_Mutation SNP C G 5 221 c.1292G>C c.(1291-1293)AGC>ACC p.S431T

Pat_26 Pre-Treatment ZNF98 148198 37 19 22574760 22574760 Missense_Mutation SNP C A 4 94 c.1277G>T c.(1276-1278)AGA>ATA p.R426I

Pat_26 Pre-Treatment ZNF536 9745 37 19 31039483 31039483 Missense_Mutation SNP C T 67 132 c.2957C>T c.(2956-2958)TCC>TTC p.S986F

Pat_26 Pre-Treatment TSHZ3 57616 37 19 31769341 31769341 Missense_Mutation SNP G C 72 121 c.1358C>G c.(1357-1359)ACG>AGG p.T453R

Pat_26 Pre-Treatment GPATCH1 55094 37 19 33603401 33603401 Missense_Mutation SNP G A 6 385 c.1774G>A c.(1774-1776)GGG>AGG p.G592R

Pat_26 Pre-Treatment ZNF567 163081 37 19 37210680 37210680 Missense_Mutation SNP C T 4 155 c.1054C>T c.(1054-1056)CTC>TTC p.L352F

Pat_26 Pre-Treatment SIPA1L3 23094 37 19 38621187 38621187 Missense_Mutation SNP G A 82 180 c.2918G>A c.(2917-2919)GGG>GAG p.G973E

Pat_26 Pre-Treatment C19orf33 64073 37 19 38795321 38795321 Missense_Mutation SNP G C 4 146 c.196G>C c.(196-198)GTG>CTG p.V66L

Pat_26 Pre-Treatment SIRT2 22933 37 19 39384056 39384056 Missense_Mutation SNP C T 4 135 c.224G>A c.(223-225)CGC>CAC p.R75H

Pat_26 Pre-Treatment TIMM50 92609 37 19 39976330 39976330 Missense_Mutation SNP G A 108 214 c.684G>A c.(682-684)ATG>ATA p.M228I

Pat_26 Pre-Treatment FCGBP 8857 37 19 40373993 40373993 Missense_Mutation SNP C T 20 183 c.12085G>A c.(12085-12087)GGG>AGG p.G4029R

Pat_26 Pre-Treatment FCGBP 8857 37 19 40391996 40391996 Splice_Site SNP A G 53 114 c.8388_splice c.e17+1 p.E2796_splice

Pat_26 Pre-Treatment ZNF574 64763 37 19 42584599 42584599 Missense_Mutation SNP G A 5 333 c.1841G>A c.(1840-1842)CGC>CAC p.R614H

Pat_26 Pre-Treatment ZNF526 116115 37 19 42729055 42729055 Missense_Mutation SNP C T 6 342 c.500C>T c.(499-501)ACG>ATG p.T167M

Pat_26 Pre-Treatment CIC 23152 37 19 42795519 42795519 Missense_Mutation SNP C T 83 162 c.2599C>T c.(2599-2601)CCA>TCA p.P867S

Pat_26 Pre-Treatment CADM4 199731 37 19 44130363 44130363 Missense_Mutation SNP C T 5 190 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_26 Pre-Treatment ZNF226 7769 37 19 44680470 44680470 Missense_Mutation SNP T C 115 190 c.1055T>C c.(1054-1056)GTT>GCT p.V352A

Pat_26 Pre-Treatment CBLC 23624 37 19 45296788 45296788 Missense_Mutation SNP G A 4 130 c.1195G>A c.(1195-1197)GTG>ATG p.V399M

Pat_26 Pre-Treatment PPM1N 147699 37 19 46003802 46003803 Missense_Mutation DNP GG AA 26 50 c.1146_1147GG>AA144-1149)GGGGGA>GGAA p.G383R

Pat_26 Pre-Treatment QPCTL 54814 37 19 46205173 46205173 Splice_Site SNP G A 6 131 c.1003_splice c.e6+1 p.G335_splice

Pat_26 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 10 474 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_26 Pre-Treatment CCDC155 147872 37 19 49900950 49900950 Missense_Mutation SNP G A 123 291 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_26 Pre-Treatment ALDH16A1 126133 37 19 49971731 49971731 Missense_Mutation SNP G A 8 756 c.2032G>A c.(2032-2034)GTG>ATG p.V678M

Pat_26 Pre-Treatment MYBPC2 4606 37 19 50964868 50964868 Missense_Mutation SNP G A 54 91 c.3001G>A c.(3001-3003)GAA>AAA p.E1001K

Pat_26 Pre-Treatment KLK1 3816 37 19 51323644 51323645 Missense_Mutation DNP GG TA 149 356 c.261_262CC>TA259-264)GCCCAG>GCTAA p.Q88K

Pat_26 Pre-Treatment KLK8 11202 37 19 51499463 51499463 Missense_Mutation SNP G A 47 113 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_26 Pre-Treatment KLK9 284366 37 19 51512494 51512494 Missense_Mutation SNP C T 17 36 c.145G>A c.(145-147)GGG>AGG p.G49R



Pat_26 Pre-Treatment KLK12 43849 37 19 51532685 51532685 Missense_Mutation SNP C A 4 165 c.620G>T c.(619-621)GGG>GTG p.G207V

Pat_26 Pre-Treatment SIGLEC10 89790 37 19 51918507 51918507 Missense_Mutation SNP C T 83 188 c.1258G>A c.(1258-1260)GAA>AAA p.E420K

Pat_26 Pre-Treatment ZNF468 90333 37 19 53357599 53357599 Splice_Site SNP C T 21 30 c.-72_splice c.e2-1

Pat_26 Pre-Treatment DPRX 503834 37 19 54140195 54140195 Missense_Mutation SNP C T 81 212 c.529C>T c.(529-531)CAT>TAT p.H177Y

Pat_26 Pre-Treatment SYT5 6861 37 19 55686566 55686566 Missense_Mutation SNP C T 12 13 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_26 Pre-Treatment NLRP5 126206 37 19 56539255 56539255 Missense_Mutation SNP G A 15 42 c.1656G>A c.(1654-1656)ATG>ATA p.M552I

Pat_26 Pre-Treatment ZNF583 147949 37 19 56934818 56934818 Missense_Mutation SNP G A 38 83 c.791G>A c.(790-792)GGA>GAA p.G264E

Pat_26 Pre-Treatment ZSCAN4 201516 37 19 58187625 58187625 Missense_Mutation SNP G A 38 91 c.112G>A c.(112-114)GGG>AGG p.G38R

Pat_26 Pre-Treatment ZNF135 7694 37 19 58578529 58578529 Missense_Mutation SNP G A 5 331 c.713G>A c.(712-714)AGC>AAC p.S238N

Pat_26 Pre-Treatment MYT1L 23040 37 2 1983518 1983518 Missense_Mutation SNP C T 4 118 c.32G>A c.(31-33)CGC>CAC p.R11H

Pat_26 Pre-Treatment NBAS 51594 37 2 15696937 15696937 Nonsense_Mutation SNP A T 51 88 c.179T>A c.(178-180)TTA>TAA p.L60*

Pat_26 Pre-Treatment DDX1 1653 37 2 15769796 15769796 Missense_Mutation SNP G A 4 104 c.1946G>A c.(1945-1947)TGT>TAT p.C649Y

Pat_26 Pre-Treatment APOB 338 37 2 21236086 21236086 Missense_Mutation SNP G A 172 274 c.4162C>T c.(4162-4164)CGT>TGT p.R1388C

Pat_26 Pre-Treatment DPYSL5 56896 37 2 27164901 27164901 Missense_Mutation SNP G T 126 229 c.1173G>T c.(1171-1173)AAG>AAT p.K391N

Pat_26 Pre-Treatment DNAJC5G 285126 37 2 27503075 27503075 Missense_Mutation SNP G A 109 183 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_26 Pre-Treatment NLRC4 58484 37 2 32475886 32475886 Missense_Mutation SNP C T 32 46 c.1047G>A c.(1045-1047)ATG>ATA p.M349I

Pat_26 Pre-Treatment FAM98A 25940 37 2 33809982 33809982 Missense_Mutation SNP C T 5 317 c.1418G>A c.(1417-1419)CGT>CAT p.R473H

Pat_26 Pre-Treatment VIT 5212 37 2 37035774 37035774 Missense_Mutation SNP G A 5 338 c.1549G>A c.(1549-1551)GGC>AGC p.G517S

Pat_26 Pre-Treatment EIF2AK2 5610 37 2 37365691 37365691 Missense_Mutation SNP G A 4 188 c.554C>T c.(553-555)ACG>ATG p.T185M

Pat_26 Pre-Treatment LRPPRC 10128 37 2 44201383 44201383 Missense_Mutation SNP G A 4 133 c.1061C>T c.(1060-1062)GCG>GTG p.A354V

Pat_26 Pre-Treatment MSH6 2956 37 2 48033373 48033373 Missense_Mutation SNP C A 4 144 c.3677C>A c.(3676-3678)GCA>GAA p.A1226E

Pat_26 Pre-Treatment TSPYL6 388951 37 2 54483054 54483054 Missense_Mutation SNP G A 5 181 c.235C>T c.(235-237)CGC>TGC p.R79C

Pat_26 Pre-Treatment BCL11A 53335 37 2 60689281 60689281 Missense_Mutation SNP C T 30 39 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_26 Pre-Treatment USP34 9736 37 2 61605504 61605504 Missense_Mutation SNP G C 55 113 c.1070C>G c.(1069-1071)ACA>AGA p.T357R

Pat_26 Pre-Treatment DYSF 8291 37 2 71797734 71797734 Missense_Mutation SNP G A 39 62 c.3037G>A c.(3037-3039)GAG>AAG p.E1013K

Pat_26 Pre-Treatment DYSF 8291 37 2 71801437 71801437 Missense_Mutation SNP G A 6 319 c.3284G>A c.(3283-3285)CGC>CAC p.R1095H

Pat_26 Pre-Treatment SLC4A5 57835 37 2 74481792 74481792 Missense_Mutation SNP G A 158 290 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_26 Pre-Treatment DCTN1 1639 37 2 74592757 74592757 Missense_Mutation SNP G A 5 206 c.2914C>T c.(2914-2916)CGG>TGG p.R972W

Pat_26 Pre-Treatment TLX2 3196 37 2 74742790 74742790 Missense_Mutation SNP G A 7 495 c.431G>A c.(430-432)CGC>CAC p.R144H

Pat_26 Pre-Treatment DQX1 165545 37 2 74751396 74751396 Missense_Mutation SNP G A 6 368 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_26 Pre-Treatment HK2 3099 37 2 75094769 75094769 Missense_Mutation SNP G A 236 454 c.233G>A c.(232-234)GGA>GAA p.G78E

Pat_26 Pre-Treatment LOC285033 285033 37 2 96906408 96906408 Missense_Mutation SNP C T 60 72 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_26 Pre-Treatment NCAPH 23397 37 2 97019928 97019928 Missense_Mutation SNP C T 8 361 c.1010C>T c.(1009-1011)TCG>TTG p.S337L

Pat_26 Pre-Treatment TSGA10 80705 37 2 99634699 99634699 Missense_Mutation SNP C T 46 89 c.2036G>A c.(2035-2037)CGA>CAA p.R679Q

Pat_26 Pre-Treatment REV1 51455 37 2 100052317 100052317 Nonsense_Mutation SNP G A 5 316 c.1300C>T c.(1300-1302)CGA>TGA p.R434*

Pat_26 Pre-Treatment ST6GAL2 84620 37 2 107459818 107459818 Missense_Mutation SNP G A 25 48 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_26 Pre-Treatment ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 47 69 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_26 Pre-Treatment RGPD4 285190 37 2 108488208 108488208 Missense_Mutation SNP G A 202 322 c.3748G>A c.(3748-3750)GAT>AAT p.D1250N

Pat_26 Pre-Treatment SLC5A7 60482 37 2 108626702 108626702 Missense_Mutation SNP A T 63 120 c.1128A>T c.(1126-1128)GAA>GAT p.E376D

Pat_26 Pre-Treatment SULT1C2 6819 37 2 108921643 108921643 Nonsense_Mutation SNP G A 100 197 c.518G>A c.(517-519)TGG>TAG p.W173*

Pat_26 Pre-Treatment SULT1C4 27233 37 2 108999611 108999611 Missense_Mutation SNP G T 34 57 c.456G>T c.(454-456)ATG>ATT p.M152I

Pat_26 Pre-Treatment NCKAP5 344148 37 2 133540369 133540370 Missense_Mutation DNP CA TT 6 19 c.4014_4015TG>AA012-4017)GTTGGG>GTAA p.G1339R

Pat_26 Pre-Treatment LCT 3938 37 2 136566672 136566672 Missense_Mutation SNP C T 19 24 c.3245G>A c.(3244-3246)GGG>GAG p.G1082E

Pat_26 Pre-Treatment THSD7B 80731 37 2 137872755 137872755 Missense_Mutation SNP G A 68 91 c.1168G>A c.(1168-1170)GAT>AAT p.D390N

Pat_26 Pre-Treatment LRP1B 53353 37 2 141298592 141298592 Missense_Mutation SNP T C 115 166 c.7463A>G c.(7462-7464)AAT>AGT p.N2488S

Pat_26 Pre-Treatment NEB 4703 37 2 152466537 152466537 Missense_Mutation SNP C T 27 60 c.11387G>A c.(11386-11388)GGA>GAA p.G3796E

Pat_26 Pre-Treatment TANC1 85461 37 2 160076367 160076367 Missense_Mutation SNP G A 5 137 c.3667G>A c.(3667-3669)GAT>AAT p.D1223N



Pat_26 Pre-Treatment GRB14 2888 37 2 165365320 165365320 Missense_Mutation SNP C T 59 131 c.859G>A c.(859-861)GAT>AAT p.D287N

Pat_26 Pre-Treatment SCN3A 6328 37 2 166032843 166032843 Missense_Mutation SNP G A 56 84 c.62C>T c.(61-63)TCT>TTT p.S21F

Pat_26 Pre-Treatment LRP2 4036 37 2 170147469 170147469 Missense_Mutation SNP C T 34 101 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_26 Pre-Treatment TTN 7273 37 2 179416831 179416831 Missense_Mutation SNP C T 102 175 c.83092G>A c.(83092-83094)GAA>AAA p.E27698K

Pat_26 Pre-Treatment TTN 7273 37 2 179427038 179427038 Missense_Mutation SNP C T 44 83 c.76117G>A c.(76117-76119)GAA>AAA p.E25373K

Pat_26 Pre-Treatment TTN 7273 37 2 179430017 179430017 Missense_Mutation SNP C T 37 121 c.73138G>A c.(73138-73140)GGA>AGA p.G24380R

Pat_26 Pre-Treatment TTN 7273 37 2 179452410 179452410 Missense_Mutation SNP C T 22 36 c.55922G>A c.(55921-55923)CGA>CAA p.R18641Q

Pat_26 Pre-Treatment TTN 7273 37 2 179473588 179473588 Missense_Mutation SNP T C 45 97 c.44446A>G c.(44446-44448)ACC>GCC p.T14816A

Pat_26 Pre-Treatment TTN 7273 37 2 179569999 179569999 Missense_Mutation SNP C T 8 18 c.25774G>A c.(25774-25776)GAA>AAA p.E8592K

Pat_26 Pre-Treatment COL3A1 1281 37 2 189868772 189868772 Missense_Mutation SNP G A 4 89 c.2726G>A c.(2725-2727)GGT>GAT p.G909D

Pat_26 Pre-Treatment COL5A2 1290 37 2 189910528 189910528 Missense_Mutation SNP G A 40 94 c.3307C>T c.(3307-3309)CCG>TCG p.P1103S

Pat_26 Pre-Treatment COL5A2 1290 37 2 189936782 189936782 Missense_Mutation SNP C A 3 12 c.1142G>T c.(1141-1143)GGA>GTA p.G381V

Pat_26 Pre-Treatment SLC40A1 30061 37 2 190426638 190426638 Missense_Mutation SNP C T 4 89 c.1682G>A c.(1681-1683)AGG>AAG p.R561K

Pat_26 Pre-Treatment ANKAR 150709 37 2 190606067 190606067 Splice_Site SNP G A 20 44 c.3488_splice c.e19-1 p.G1163_splice

Pat_26 Pre-Treatment NAB1 4664 37 2 191550329 191550329 Missense_Mutation SNP C T 43 89 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_26 Pre-Treatment SDPR 8436 37 2 192701440 192701440 Missense_Mutation SNP C T 7 22 c.487G>A c.(487-489)GAA>AAA p.E163K

Pat_26 Pre-Treatment TMEFF2 23671 37 2 192818525 192818525 Missense_Mutation SNP T C 5 166 c.908A>G c.(907-909)AAG>AGG p.K303R

Pat_26 Pre-Treatment CCDC150 284992 37 2 197511152 197511152 Missense_Mutation SNP C A 7 287 c.100C>A c.(100-102)CAA>AAA p.Q34K

Pat_26 Pre-Treatment ANKRD44 91526 37 2 197987432 197987432 Missense_Mutation SNP G A 6 180 c.635C>T c.(634-636)GCT>GTT p.A212V

Pat_26 Pre-Treatment AOX1 316 37 2 201523919 201523919 Missense_Mutation SNP C T 4 144 c.3203C>T c.(3202-3204)TCG>TTG p.S1068L

Pat_26 Pre-Treatment ICA1L 130026 37 2 203684548 203684548 Missense_Mutation SNP G A 50 84 c.434C>T c.(433-435)ACC>ATC p.T145I

Pat_26 Pre-Treatment CPS1 1373 37 2 211444459 211444459 Missense_Mutation SNP G A 52 127 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Pre-Treatment VWC2L 402117 37 2 215279114 215279114 Missense_Mutation SNP G A 26 45 c.197G>A c.(196-198)CGA>CAA p.R66Q

Pat_26 Pre-Treatment BARD1 580 37 2 215633994 215633994 Missense_Mutation SNP C T 4 124 c.1357G>A c.(1357-1359)GAT>AAT p.D453N

Pat_26 Pre-Treatment ATIC 471 37 2 216182921 216182921 Missense_Mutation SNP G A 134 255 c.188G>A c.(187-189)GGA>GAA p.G63E

Pat_26 Pre-Treatment VIL1 7429 37 2 219301222 219301222 Missense_Mutation SNP T C 198 357 c.1844T>C c.(1843-1845)CTG>CCG p.L615P

Pat_26 Pre-Treatment TTLL4 9654 37 2 219603034 219603034 Missense_Mutation SNP C T 56 124 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_26 Pre-Treatment KCNE4 23704 37 2 223917957 223917957 Missense_Mutation SNP A G 4 169 c.409A>G c.(409-411)ACC>GCC p.T137A

Pat_26 Pre-Treatment ALPPL2 251 37 2 233272555 233272555 Missense_Mutation SNP G A 76 121 c.476G>A c.(475-477)GGA>GAA p.G159E

Pat_26 Pre-Treatment DGKD 8527 37 2 234368933 234368933 Missense_Mutation SNP G A 80 127 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_26 Pre-Treatment PER2 8864 37 2 239186525 239186525 Missense_Mutation SNP G A 29 71 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_26 Pre-Treatment ANO7 50636 37 2 242139610 242139610 Missense_Mutation SNP C T 89 110 c.686C>T c.(685-687)TCC>TTC p.S229F

Pat_26 Pre-Treatment ANO7 50636 37 2 242149925 242149925 Missense_Mutation SNP G A 5 346 c.1663G>A c.(1663-1665)GTC>ATC p.V555I

Pat_26 Pre-Treatment FARP2 9855 37 2 242380792 242380792 Missense_Mutation SNP C T 118 163 c.1232C>T c.(1231-1233)CCC>CTC p.P411L

Pat_26 Pre-Treatment TGM3 7053 37 20 2320592 2320592 Missense_Mutation SNP G A 4 79 c.1893G>A c.(1891-1893)ATG>ATA p.M631I

Pat_26 Pre-Treatment TMC2 117532 37 20 2572971 2572971 Missense_Mutation SNP C T 117 154 c.850C>T c.(850-852)CCC>TCC p.P284S

Pat_26 Pre-Treatment PRND 23627 37 20 4705663 4705663 Missense_Mutation SNP C T 4 186 c.466C>T c.(466-468)CGG>TGG p.R156W

Pat_26 Pre-Treatment RIN2 54453 37 20 19941428 19941428 Missense_Mutation SNP G A 9 19 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_26 Pre-Treatment REM1 28954 37 20 30070268 30070268 Missense_Mutation SNP G A 6 161 c.602G>A c.(601-603)CGC>CAC p.R201H

Pat_26 Pre-Treatment XKR7 343702 37 20 30585052 30585052 Missense_Mutation SNP C T 71 157 c.1532C>T c.(1531-1533)CCA>CTA p.P511L

Pat_26 Pre-Treatment HCK 3055 37 20 30671801 30671801 Missense_Mutation SNP C G 64 133 c.637C>G c.(637-639)CGA>GGA p.R213G

Pat_26 Pre-Treatment ITCH 83737 37 20 32981622 32981622 Missense_Mutation SNP C T 131 240 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_26 Pre-Treatment RBM12 10137 37 20 34242575 34242575 Missense_Mutation SNP G A 4 156 c.670C>T c.(670-672)CCC>TCC p.P224S

Pat_26 Pre-Treatment DLGAP4 22839 37 20 35127676 35127676 Missense_Mutation SNP C T 5 352 c.2042C>T c.(2041-2043)TCG>TTG p.S681L

Pat_26 Pre-Treatment NCOA5 57727 37 20 44699128 44699128 Missense_Mutation SNP G A 151 284 c.86C>T c.(85-87)TCC>TTC p.S29F

Pat_26 Pre-Treatment STAU1 6780 37 20 47739771 47739771 Missense_Mutation SNP G A 81 173 c.824C>T c.(823-825)CCA>CTA p.P275L

Pat_26 Pre-Treatment NFATC2 4773 37 20 50139963 50139963 Missense_Mutation SNP G A 4 48 c.817C>T c.(817-819)CGG>TGG p.R273W



Pat_26 Pre-Treatment LAMA5 3911 37 20 60885365 60885365 Missense_Mutation SNP G A 4 151 c.10603C>T c.(10603-10605)CTC>TTC p.L3535F

Pat_26 Pre-Treatment LAMA5 3911 37 20 60921968 60921968 Splice_Site SNP C T 5 289 c.1072_splice c.e7+1 p.S358_splice

Pat_26 Pre-Treatment UCKL1 54963 37 20 62571742 62571742 Missense_Mutation SNP G A 4 124 c.1399C>T c.(1399-1401)CGC>TGC p.R467C

Pat_26 Pre-Treatment TCEA2 6919 37 20 62700845 62700845 Splice_Site SNP G A 4 187 c.460_splice c.e5+1 p.H154_splice

Pat_26 Pre-Treatment SON 6651 37 21 34924871 34924871 Nonsense_Mutation SNP C T 5 310 c.3334C>T c.(3334-3336)CGA>TGA p.R1112*

Pat_26 Pre-Treatment MCM3AP 8888 37 21 47693423 47693423 Missense_Mutation SNP C T 5 112 c.2075G>A c.(2074-2076)CGG>CAG p.R692Q

Pat_26 Pre-Treatment HIRA 7290 37 22 19375245 19375245 Missense_Mutation SNP C T 5 87 c.1102G>A c.(1102-1104)GAG>AAG p.E368K

Pat_26 Pre-Treatment CDC45 8318 37 22 19471512 19471512 Missense_Mutation SNP G A 4 192 c.470G>A c.(469-471)CGC>CAC p.R157H

Pat_26 Pre-Treatment TRMT2A 27037 37 22 20103604 20103604 Missense_Mutation SNP G A 5 389 c.556C>T c.(556-558)CGG>TGG p.R186W

Pat_26 Pre-Treatment RIMBP3 85376 37 22 20457214 20457214 Missense_Mutation SNP G A 22 47 c.4088C>T c.(4087-4089)CCC>CTC p.P1363L

Pat_26 Pre-Treatment ADRBK2 157 37 22 26107059 26107059 Missense_Mutation SNP C T 4 139 c.1420C>T c.(1420-1422)CGG>TGG p.R474W

Pat_26 Pre-Treatment SRRD 402055 37 22 26884387 26884387 Missense_Mutation SNP C T 155 271 c.542C>T c.(541-543)CCT>CTT p.P181L

Pat_26 Pre-Treatment EMID1 129080 37 22 29627106 29627106 Missense_Mutation SNP G A 4 188 c.557G>A c.(556-558)AGC>AAC p.S186N

Pat_26 Pre-Treatment GAS2L1 10634 37 22 29708404 29708404 Missense_Mutation SNP G A 4 136 c.1964G>A c.(1963-1965)CGC>CAC p.R655H

Pat_26 Pre-Treatment GAL3ST1 9514 37 22 30951719 30951719 Missense_Mutation SNP C T 124 248 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Pre-Treatment TCN2 6948 37 22 31008971 31008971 Missense_Mutation SNP G T 48 131 c.369G>T c.(367-369)AAG>AAT p.K123N

Pat_26 Pre-Treatment SMTN 6525 37 22 31487688 31487688 Missense_Mutation SNP C T 86 206 c.1487C>T c.(1486-1488)CCG>CTG p.P496L

Pat_26 Pre-Treatment SFI1 9814 37 22 32000931 32000931 Missense_Mutation SNP G A 7 57 c.2054G>A c.(2053-2055)CGC>CAC p.R685H

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38119918 38119918 Missense_Mutation SNP C G 9 293 c.1355C>G c.(1354-1356)ACA>AGA p.T452R

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38120437 38120437 Missense_Mutation SNP G C 7 442 c.1874G>C c.(1873-1875)AGA>ACA p.R625T

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38151639 38151639 Missense_Mutation SNP G A 6 311 c.5660G>A c.(5659-5661)CGT>CAT p.R1887H

Pat_26 Pre-Treatment MKL1 57591 37 22 40816901 40816901 Missense_Mutation SNP C G 6 240 c.831G>C c.(829-831)CAG>CAC p.Q277H

Pat_26 Pre-Treatment EP300 2033 37 22 41531849 41531850 Missense_Mutation DNP GG AA 47 130 .1561_1562GG>AAc.(1561-1563)GGA>AAA p.G521K

Pat_26 Pre-Treatment CYP2D6 1565 37 22 42523908 42523908 Missense_Mutation SNP C T 115 280 c.921G>A c.(919-921)ATG>ATA p.M307I

Pat_26 Pre-Treatment CYP2D7P1 1564 37 22 42537916 42537916 Nonsense_Mutation SNP G A 3 40 c.535C>T c.(535-537)CGA>TGA p.R179*

Pat_26 Pre-Treatment CERK 64781 37 22 47116880 47116880 Missense_Mutation SNP C T 7 595 c.175G>A c.(175-177)GCC>ACC p.A59T

Pat_26 Pre-Treatment PLXNB2 23654 37 22 50716022 50716022 Missense_Mutation SNP G A 5 276 c.5194C>T c.(5194-5196)CGC>TGC p.R1732C

Pat_26 Pre-Treatment SAPS2 9701 37 22 50873439 50873439 Missense_Mutation SNP G A 4 181 c.1445G>A c.(1444-1446)CGG>CAG p.R482Q

Pat_26 Pre-Treatment SAPS2 9701 37 22 50874861 50874861 Missense_Mutation SNP C T 9 20 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_26 Pre-Treatment CHL1 10752 37 3 382573 382573 Missense_Mutation SNP C T 19 82 c.482C>T c.(481-483)CCT>CTT p.P161L

Pat_26 Pre-Treatment ITPR1 3708 37 3 4829776 4829776 Missense_Mutation SNP G C 5 23 c.6617G>C c.(6616-6618)CGG>CCG p.R2206P

Pat_26 Pre-Treatment C3orf32 51066 37 3 8669448 8669448 Missense_Mutation SNP C T 4 168 c.544G>A c.(544-546)GGA>AGA p.G182R

Pat_26 Pre-Treatment ATG7 10533 37 3 11402205 11402205 Missense_Mutation SNP C T 236 442 c.1630C>T c.(1630-1632)CCT>TCT p.P544S

Pat_26 Pre-Treatment IQSEC1 9922 37 3 12963729 12963729 Missense_Mutation SNP C T 5 141 c.1786G>A c.(1786-1788)GAG>AAG p.E596K

Pat_26 Pre-Treatment ZNF385D 79750 37 3 21552508 21552508 Missense_Mutation SNP G A 37 48 c.284C>T c.(283-285)GCT>GTT p.A95V

Pat_26 Pre-Treatment ARPP21 10777 37 3 35833903 35833903 Missense_Mutation SNP G A 135 245 c.2062G>A c.(2062-2064)GGA>AGA p.G688R

Pat_26 Pre-Treatment SLC22A13 9390 37 3 38307500 38307500 Missense_Mutation SNP G A 5 215 c.149G>A c.(148-150)TGT>TAT p.C50Y

Pat_26 Pre-Treatment XYLB 9942 37 3 38416711 38416711 Missense_Mutation SNP G T 5 202 c.965G>T c.(964-966)TGC>TTC p.C322F

Pat_26 Pre-Treatment SCN11A 11280 37 3 38946734 38946734 Nonsense_Mutation SNP G A 103 151 c.1552C>T c.(1552-1554)CAA>TAA p.Q518*

Pat_26 Pre-Treatment SCN11A 11280 37 3 38949450 38949450 Missense_Mutation SNP C A 13 68 c.1463G>T c.(1462-1464)TGC>TTC p.C488F

Pat_26 Pre-Treatment ZNF502 91392 37 3 44763369 44763369 Missense_Mutation SNP A G 3 86 c.1060A>G c.(1060-1062)AAA>GAA p.K354E

Pat_26 Pre-Treatment CDCP1 64866 37 3 45127257 45127257 Missense_Mutation SNP G A 4 121 c.2384C>T c.(2383-2385)CCT>CTT p.P795L

Pat_26 Pre-Treatment CDCP1 64866 37 3 45153823 45153823 Missense_Mutation SNP C T 239 378 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_26 Pre-Treatment CCRL2 9034 37 3 46450190 46450190 Missense_Mutation SNP C T 4 178 c.620C>T c.(619-621)TCG>TTG p.S207L

Pat_26 Pre-Treatment PRSS50 29122 37 3 46753818 46753818 Missense_Mutation SNP C T 27 23 c.1076G>A c.(1075-1077)GGG>GAG p.G359E

Pat_26 Pre-Treatment CELSR3 1951 37 3 48683635 48683635 Missense_Mutation SNP C T 4 137 c.7351G>A c.(7351-7353)GGA>AGA p.G2451R

Pat_26 Pre-Treatment BSN 8927 37 3 49694737 49694737 Missense_Mutation SNP G A 4 123 c.7748G>A c.(7747-7749)AGC>AAC p.S2583N



Pat_26 Pre-Treatment ABHD14B 84836 37 3 52005634 52005634 Missense_Mutation SNP G A 41 53 c.53C>T c.(52-54)GCC>GTC p.A18V

Pat_26 Pre-Treatment DUSP7 1849 37 3 52085136 52085136 Missense_Mutation SNP C T 4 159 c.955G>A c.(955-957)GAA>AAA p.E319K

Pat_26 Pre-Treatment GLYCTK 132158 37 3 52324365 52324365 Missense_Mutation SNP G A 4 116 c.7G>A c.(7-9)GCA>ACA p.A3T

Pat_26 Pre-Treatment BAP1 8314 37 3 52437677 52437677 Missense_Mutation SNP G A 4 95 c.1484C>T c.(1483-1485)ACG>ATG p.T495M

Pat_26 Pre-Treatment FAM107A 11170 37 3 58555481 58555481 Missense_Mutation SNP T C 32 63 c.107A>G c.(106-108)AAC>AGC p.N36S

Pat_26 Pre-Treatment SUCLG2 8801 37 3 67571047 67571048 Missense_Mutation DNP AG TT 5 176 c.428_429CT>AA c.(427-429)GCT>GAA p.A143E

Pat_26 Pre-Treatment ROBO2 6092 37 3 77637968 77637968 Missense_Mutation SNP T G 49 94 c.2567T>G c.(2566-2568)GTG>GGG p.V856G

Pat_26 Pre-Treatment CRYBG3 131544 37 3 97596417 97596417 Missense_Mutation SNP C T 33 60 c.535C>T c.(535-537)CTC>TTC p.L179F

Pat_26 Pre-Treatment CBLB 868 37 3 105464833 105464833 Missense_Mutation SNP G A 93 148 c.773C>T c.(772-774)CCA>CTA p.P258L

Pat_26 Pre-Treatment GUCA1C 9626 37 3 108672495 108672495 Missense_Mutation SNP C T 89 178 c.115G>A c.(115-117)GAA>AAA p.E39K

Pat_26 Pre-Treatment MORC1 27136 37 3 108751574 108751574 Missense_Mutation SNP C T 12 29 c.1558G>A c.(1558-1560)GAA>AAA p.E520K

Pat_26 Pre-Treatment WDR52 55779 37 3 113146126 113146126 Missense_Mutation SNP C T 28 39 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_26 Pre-Treatment POLQ 10721 37 3 121256023 121256023 Missense_Mutation SNP C T 87 182 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_26 Pre-Treatment SLC15A2 6565 37 3 121647395 121647395 Missense_Mutation SNP C T 66 145 c.1334C>T c.(1333-1335)TCC>TTC p.S445F

Pat_26 Pre-Treatment MYLK 4638 37 3 123457860 123457861 Missense_Mutation DNP CC TT 20 60 c.471_472GG>AA469-474)GGGGAG>GGAA p.E158K

Pat_26 Pre-Treatment KALRN 8997 37 3 123987869 123987869 Missense_Mutation SNP G A 4 27 c.730G>A c.(730-732)GAG>AAG p.E244K

Pat_26 Pre-Treatment UMPS 7372 37 3 124449427 124449427 Missense_Mutation SNP T C 5 173 c.109T>C c.(109-111)TAC>CAC p.Y37H

Pat_26 Pre-Treatment SEC61A1 29927 37 3 127786827 127786827 Missense_Mutation SNP T C 176 362 c.1169T>C c.(1168-1170)GTT>GCT p.V390A

Pat_26 Pre-Treatment COL6A6 131873 37 3 130311915 130311915 Missense_Mutation SNP G A 184 325 c.4382G>A c.(4381-4383)GGG>GAG p.G1461E

Pat_26 Pre-Treatment ATP2C1 27032 37 3 130698165 130698165 Missense_Mutation SNP C T 93 134 c.1643C>T c.(1642-1644)CCT>CTT p.P548L

Pat_26 Pre-Treatment DNAJC13 23317 37 3 132169656 132169656 Missense_Mutation SNP G A 30 68 c.502G>A c.(502-504)GGA>AGA p.G168R

Pat_26 Pre-Treatment AMOTL2 51421 37 3 134090038 134090038 Nonsense_Mutation SNP G A 35 57 c.412C>T c.(412-414)CAG>TAG p.Q138*

Pat_26 Pre-Treatment PCCB 5096 37 3 136012707 136012707 Splice_Site SNP G A 5 225 c.763_splice c.e7+1 p.G255_splice

Pat_26 Pre-Treatment HPS3 84343 37 3 148876530 148876530 Missense_Mutation SNP G A 5 380 c.1769G>A c.(1768-1770)CGC>CAC p.R590H

Pat_26 Pre-Treatment WWTR1 25937 37 3 149238728 149238728 Missense_Mutation SNP C T 5 337 c.1067G>A c.(1066-1068)CGT>CAT p.R356H

Pat_26 Pre-Treatment B3GNT5 84002 37 3 182988256 182988256 Missense_Mutation SNP C T 92 166 c.670C>T c.(670-672)CAT>TAT p.H224Y

Pat_26 Pre-Treatment YEATS2 55689 37 3 183493736 183493736 Missense_Mutation SNP G A 6 336 c.2402G>A c.(2401-2403)AGT>AAT p.S801N

Pat_26 Pre-Treatment DVL3 1857 37 3 183885727 183885727 Missense_Mutation SNP T C 72 186 c.1372T>C c.(1372-1374)TTC>CTC p.F458L

Pat_26 Pre-Treatment FAM131A 131408 37 3 184062624 184062624 Missense_Mutation SNP G A 4 139 c.874G>A c.(874-876)GCC>ACC p.A292T

Pat_26 Pre-Treatment FAM43A 131583 37 3 194407998 194407998 Missense_Mutation SNP G A 3 24 c.443G>A c.(442-444)CGG>CAG p.R148Q

Pat_26 Pre-Treatment OSTalpha 200931 37 3 195955029 195955029 Missense_Mutation SNP G A 207 392 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_26 Pre-Treatment GAK 2580 37 4 843685 843685 Missense_Mutation SNP C T 4 66 c.3829G>A c.(3829-3831)GAC>AAC p.D1277N

Pat_26 Pre-Treatment MAEA 10296 37 4 1326630 1326630 Missense_Mutation SNP G A 4 102 c.742G>A c.(742-744)GAC>AAC p.D248N

Pat_26 Pre-Treatment ZFYVE28 57732 37 4 2307157 2307157 Missense_Mutation SNP C T 4 144 c.910G>A c.(910-912)GCT>ACT p.A304T

Pat_26 Pre-Treatment RGS12 6002 37 4 3418686 3418686 Missense_Mutation SNP C T 118 231 c.2474C>T c.(2473-2475)TCC>TTC p.S825F

Pat_26 Pre-Treatment JAKMIP1 152789 37 4 6087308 6087308 Missense_Mutation SNP C T 136 266 c.673G>A c.(673-675)GAA>AAA p.E225K

Pat_26 Pre-Treatment GBA3 57733 37 4 22748945 22748945 Missense_Mutation SNP G A 66 146 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_26 Pre-Treatment LIMCH1 22998 37 4 41682113 41682113 Missense_Mutation SNP G A 13 18 c.2458G>A c.(2458-2460)GAG>AAG p.E820K

Pat_26 Pre-Treatment GABRB1 2560 37 4 47408782 47408782 Missense_Mutation SNP G A 51 124 c.919G>A c.(919-921)GAT>AAT p.D307N

Pat_26 Pre-Treatment KDR 3791 37 4 55984966 55984966 Missense_Mutation SNP C T 50 80 c.163G>A c.(163-165)GGA>AGA p.G55R

Pat_26 Pre-Treatment PAICS 10606 37 4 57325591 57325591 Nonsense_Mutation SNP C T 27 69 c.1165C>T c.(1165-1167)CAG>TAG p.Q389*

Pat_26 Pre-Treatment EPHA5 2044 37 4 66230894 66230894 Missense_Mutation SNP G A 4 120 c.2077C>T c.(2077-2079)CGT>TGT p.R693C

Pat_26 Pre-Treatment GNRHR 2798 37 4 68619972 68619972 Missense_Mutation SNP G A 5 353 c.82C>T c.(82-84)CTC>TTC p.L28F

Pat_26 Pre-Treatment TMPRSS11B 132724 37 4 69097030 69097030 Missense_Mutation SNP C T 40 59 c.577G>A c.(577-579)GAG>AAG p.E193K

Pat_26 Pre-Treatment UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 39 103 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_26 Pre-Treatment UGT2B28 54490 37 4 70148286 70148286 Missense_Mutation SNP G A 68 125 c.776G>A c.(775-777)CGA>CAA p.R259Q

Pat_26 Pre-Treatment AMBN 258 37 4 71471945 71471945 Missense_Mutation SNP G A 34 74 c.842G>A c.(841-843)GGA>GAA p.G281E



Pat_26 Pre-Treatment PTPN13 5783 37 4 87687584 87687584 Splice_Site SNP G T 3 35 c.4244_splice c.e27-1 p.G1415_splice

Pat_26 Pre-Treatment HERC3 8916 37 4 89571065 89571065 Missense_Mutation SNP G A 4 158 c.301G>A c.(301-303)GAC>AAC p.D101N

Pat_26 Pre-Treatment MTTP 4547 37 4 100515972 100515972 Missense_Mutation SNP G A 7 249 c.841G>A c.(841-843)GAT>AAT p.D281N

Pat_26 Pre-Treatment CENPE 1062 37 4 104057392 104057392 Missense_Mutation SNP G A 35 93 c.6428C>T c.(6427-6429)TCA>TTA p.S2143L

Pat_26 Pre-Treatment GSTCD 79807 37 4 106766720 106766721 Missense_Mutation DNP GG AA 36 56 .1888_1889GG>AAc.(1888-1890)GGA>AAA p.G630K

Pat_26 Pre-Treatment ANK2 287 37 4 114163336 114163336 Nonsense_Mutation SNP C T 4 164 c.862C>T c.(862-864)CGA>TGA p.R288*

Pat_26 Pre-Treatment BBS12 166379 37 4 123664573 123664573 Missense_Mutation SNP C T 4 137 c.1526C>T c.(1525-1527)ACT>ATT p.T509I

Pat_26 Pre-Treatment FAT4 79633 37 4 126372621 126372621 Missense_Mutation SNP G A 94 156 c.10450G>A c.(10450-10452)GAT>AAT p.D3484N

Pat_26 Pre-Treatment FAT4 79633 37 4 126398438 126398438 Missense_Mutation SNP G A 73 145 c.12422G>A c.(12421-12423)GGA>GAA p.G4141E

Pat_26 Pre-Treatment ARFIP1 27236 37 4 153750801 153750802 Missense_Mutation DNP CC TT 65 136 c.16_17CC>TT c.(16-18)CCC>TTC p.P6F

Pat_26 Pre-Treatment GLRA3 8001 37 4 175598335 175598335 Missense_Mutation SNP G A 44 83 c.821C>T c.(820-822)TCA>TTA p.S274L

Pat_26 Pre-Treatment AGA 175 37 4 178361497 178361497 Missense_Mutation SNP C T 6 420 c.211G>A c.(211-213)GGC>AGC p.G71S

Pat_26 Pre-Treatment LPCAT1 79888 37 5 1481075 1481075 Missense_Mutation SNP G A 7 517 c.743C>T c.(742-744)ACG>ATG p.T248M

Pat_26 Pre-Treatment IRX4 50805 37 5 1879941 1879941 Missense_Mutation SNP C T 28 34 c.413G>A c.(412-414)GGA>GAA p.G138E

Pat_26 Pre-Treatment MED10 84246 37 5 6372626 6372626 Missense_Mutation SNP G A 8 225 c.398C>T c.(397-399)CCG>CTG p.P133L

Pat_26 Pre-Treatment CTNND2 1501 37 5 10992705 10992705 Missense_Mutation SNP G A 61 133 c.3169C>T c.(3169-3171)CCC>TCC p.P1057S

Pat_26 Pre-Treatment DNAH5 1767 37 5 13771050 13771050 Missense_Mutation SNP C T 36 73 c.9413G>A c.(9412-9414)AGT>AAT p.S3138N

Pat_26 Pre-Treatment 11-Mar 441061 37 5 16091014 16091014 Missense_Mutation SNP C T 24 67 c.870G>A c.(868-870)ATG>ATA p.M290I

Pat_26 Pre-Treatment CDH18 1016 37 5 19721546 19721546 Missense_Mutation SNP C T 50 148 c.553G>A c.(553-555)GAT>AAT p.D185N

Pat_26 Pre-Treatment CDH18 1016 37 5 19839093 19839093 Missense_Mutation SNP C T 25 78 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_26 Pre-Treatment PRDM9 56979 37 5 23509648 23509648 Missense_Mutation SNP G A 80 173 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_26 Pre-Treatment CDH10 1008 37 5 24487995 24487995 Missense_Mutation SNP T A 43 65 c.2144A>T c.(2143-2145)AAT>ATT p.N715I

Pat_26 Pre-Treatment RNASEN 29102 37 5 31410922 31410922 Missense_Mutation SNP C T 5 228 c.3598G>A c.(3598-3600)GCC>ACC p.A1200T

Pat_26 Pre-Treatment PDZD2 23037 37 5 32052798 32052798 Missense_Mutation SNP G A 5 327 c.1747G>A c.(1747-1749)GTC>ATC p.V583I

Pat_26 Pre-Treatment PDZD2 23037 37 5 32087434 32087434 Missense_Mutation SNP G A 91 90 c.3880G>A c.(3880-3882)GAG>AAG p.E1294K

Pat_26 Pre-Treatment PDZD2 23037 37 5 32089159 32089159 Missense_Mutation SNP G A 4 74 c.5605G>A c.(5605-5607)GCA>ACA p.A1869T

Pat_26 Pre-Treatment C5orf42 65250 37 5 37169549 37169549 Missense_Mutation SNP C T 4 89 c.6577G>A c.(6577-6579)GGA>AGA p.G2193R

Pat_26 Pre-Treatment RICTOR 253260 37 5 38959295 38959295 Splice_Site SNP A T 4 104 c.2178_splice c.e22+1 p.D726_splice

Pat_26 Pre-Treatment C6 729 37 5 41186251 41186251 Missense_Mutation SNP C T 26 60 c.647G>A c.(646-648)GGA>GAA p.G216E

Pat_26 Pre-Treatment IPO11 51194 37 5 61887486 61887486 Missense_Mutation SNP G A 31 52 c.2665G>A c.(2665-2667)GGA>AGA p.G889R

Pat_26 Pre-Treatment MARVELD2 153562 37 5 68728399 68728399 Missense_Mutation SNP A G 26 57 c.1228A>G c.(1228-1230)AAT>GAT p.N410D

Pat_26 Pre-Treatment ENC1 8507 37 5 73930869 73930869 Missense_Mutation SNP G A 46 111 c.1442C>T c.(1441-1443)CCC>CTC p.P481L

Pat_26 Pre-Treatment PDE8B 8622 37 5 76714055 76714055 Missense_Mutation SNP G A 16 37 c.1913G>A c.(1912-1914)GGA>GAA p.G638E

Pat_26 Pre-Treatment ANKRD34B 340120 37 5 79854638 79854638 Missense_Mutation SNP G A 34 70 c.1201C>T c.(1201-1203)CCT>TCT p.P401S

Pat_26 Pre-Treatment NBPF22P 285622 37 5 85578532 85578532 Missense_Mutation SNP G T 6 191 c.9G>T c.(7-9)TTG>TTT p.L3F

Pat_26 Pre-Treatment GPR98 84059 37 5 89933551 89933551 Missense_Mutation SNP C T 4 19 c.2026C>T c.(2026-2028)CCC>TCC p.P676S

Pat_26 Pre-Treatment GPR98 84059 37 5 90024556 90024556 Missense_Mutation SNP C T 94 197 c.10232C>T c.(10231-10233)GCC>GTC p.A3411V

Pat_26 Pre-Treatment GPR98 84059 37 5 90111487 90111487 Missense_Mutation SNP G A 5 15 c.16130G>A c.(16129-16131)GGA>GAA p.G5377E

Pat_26 Pre-Treatment PAM 5066 37 5 102345512 102345512 Missense_Mutation SNP G A 30 60 c.2273G>A c.(2272-2274)GGA>GAA p.G758E

Pat_26 Pre-Treatment ZNF474 133923 37 5 121488745 121488745 Missense_Mutation SNP G A 4 117 c.1060G>A c.(1060-1062)GCA>ACA p.A354T

Pat_26 Pre-Treatment SNCAIP 9627 37 5 121739548 121739548 Missense_Mutation SNP G A 143 109 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_26 Pre-Treatment PCDHA1 56147 37 5 140166416 140166416 Missense_Mutation SNP G A 32 21 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_26 Pre-Treatment PCDHA3 56145 37 5 140182635 140182635 Missense_Mutation SNP C T 5 243 c.1853C>T c.(1852-1854)GCG>GTG p.A618V

Pat_26 Pre-Treatment PCDHA4 56144 37 5 140188460 140188460 Missense_Mutation SNP C A 4 112 c.1688C>A c.(1687-1689)CCA>CAA p.P563Q

Pat_26 Pre-Treatment PCDHGB3 56102 37 5 140752101 140752101 Missense_Mutation SNP C T 92 66 c.2140C>T c.(2140-2142)CGC>TGC p.R714C

Pat_26 Pre-Treatment FAT2 2196 37 5 150885533 150885533 Missense_Mutation SNP C T 6 280 c.12643G>A c.(12643-12645)GTG>ATG p.V4215M

Pat_26 Pre-Treatment FAT2 2196 37 5 150917383 150917383 Missense_Mutation SNP G A 6 212 c.9164C>T c.(9163-9165)GCG>GTG p.A3055V



Pat_26 Pre-Treatment GLRA1 2741 37 5 151239530 151239530 Missense_Mutation SNP C T 57 97 c.292G>A c.(292-294)GAC>AAC p.D98N

Pat_26 Pre-Treatment MFAP3 4238 37 5 153432575 153432575 Missense_Mutation SNP C T 117 205 c.391C>T c.(391-393)CGT>TGT p.R131C

Pat_26 Pre-Treatment NIPAL4 348938 37 5 156899928 156899928 Missense_Mutation SNP C T 51 106 c.1361C>T c.(1360-1362)TCA>TTA p.S454L

Pat_26 Pre-Treatment GABRB2 2561 37 5 160753392 160753392 Missense_Mutation SNP C T 90 164 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_26 Pre-Treatment DOCK2 1794 37 5 169461429 169461429 Missense_Mutation SNP C A 5 186 c.3494C>A c.(3493-3495)CCA>CAA p.P1165Q

Pat_26 Pre-Treatment MGAT4B 11282 37 5 179228422 179228422 Missense_Mutation SNP G A 5 309 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_26 Pre-Treatment FARS2 10667 37 6 5771562 5771562 Missense_Mutation SNP G A 5 265 c.1256G>A c.(1255-1257)CGC>CAC p.R419H

Pat_26 Pre-Treatment RREB1 6239 37 6 7231502 7231502 Missense_Mutation SNP C T 191 359 c.3170C>T c.(3169-3171)CCC>CTC p.P1057L

Pat_26 Pre-Treatment PHACTR1 221692 37 6 13053737 13053737 Missense_Mutation SNP G A 4 101 c.391G>A c.(391-393)GAA>AAA p.E131K

Pat_26 Pre-Treatment TBC1D7 51256 37 6 13327103 13327103 Missense_Mutation SNP G A 4 122 c.28C>T c.(28-30)CGT>TGT p.R10C

Pat_26 Pre-Treatment NKAPL 222698 37 6 28227372 28227372 Missense_Mutation SNP C T 4 107 c.223C>T c.(223-225)CTC>TTC p.L75F

Pat_26 Pre-Treatment SCAND3 114821 37 6 28540442 28540442 Missense_Mutation SNP C T 73 110 c.3224G>A c.(3223-3225)CGA>CAA p.R1075Q

Pat_26 Pre-Treatment DDR1 780 37 6 30857092 30857092 Missense_Mutation SNP G A 5 139 c.302G>A c.(301-303)GGC>GAC p.G101D

Pat_26 Pre-Treatment PSORS1C2 170680 37 6 31105837 31105837 Nonsense_Mutation SNP C T 5 140 c.302G>A c.(301-303)TGG>TAG p.W101*

Pat_26 Pre-Treatment BAT2 7916 37 6 31592996 31592996 Missense_Mutation SNP C T 71 120 c.512C>T c.(511-513)CCG>CTG p.P171L

Pat_26 Pre-Treatment BAT2 7916 37 6 31593808 31593808 Missense_Mutation SNP G A 5 183 c.851G>A c.(850-852)CGT>CAT p.R284H

Pat_26 Pre-Treatment BAT2 7916 37 6 31599185 31599185 Missense_Mutation SNP G A 3 25 c.2735G>A c.(2734-2736)GGC>GAC p.G912D

Pat_26 Pre-Treatment C4A 720 37 6 31963519 31963519 Missense_Mutation SNP C T 74 300 c.3178C>T c.(3178-3180)CGG>TGG p.R1060W

Pat_26 Pre-Treatment TNXB 7148 37 6 32037342 32037342 Missense_Mutation SNP C T 4 188 c.5575G>A c.(5575-5577)GTC>ATC p.V1859I

Pat_26 Pre-Treatment TAPBP 6892 37 6 33281045 33281045 Nonsense_Mutation SNP G A 5 281 c.418C>T c.(418-420)CGA>TGA p.R140*

Pat_26 Pre-Treatment ITPR3 3710 37 6 33647686 33647686 Missense_Mutation SNP G A 4 114 c.4000G>A c.(4000-4002)GTG>ATG p.V1334M

Pat_26 Pre-Treatment SPDEF 25803 37 6 34512223 34512223 Missense_Mutation SNP C T 4 106 c.10G>A c.(10-12)GCC>ACC p.A4T

Pat_26 Pre-Treatment DNAH8 1769 37 6 38875853 38875853 Missense_Mutation SNP C T 22 31 c.8819C>T c.(8818-8820)TCA>TTA p.S2940L

Pat_26 Pre-Treatment GLP1R 2740 37 6 39046935 39046935 Missense_Mutation SNP A T 180 318 c.1002A>T c.(1000-1002)AAA>AAT p.K334N

Pat_26 Pre-Treatment LRFN2 57497 37 6 40399991 40399991 Missense_Mutation SNP G A 5 251 c.862C>T c.(862-864)CCG>TCG p.P288S

Pat_26 Pre-Treatment FOXP4 116113 37 6 41555536 41555536 Missense_Mutation SNP C T 12 26 c.878C>T c.(877-879)TCC>TTC p.S293F

Pat_26 Pre-Treatment CUL9 23113 37 6 43166401 43166401 Missense_Mutation SNP G A 7 495 c.2858G>A c.(2857-2859)CGA>CAA p.R953Q

Pat_26 Pre-Treatment SLC22A7 10864 37 6 43266358 43266358 Missense_Mutation SNP G A 14 19 c.262G>A c.(262-264)GCT>ACT p.A88T

Pat_26 Pre-Treatment GTPBP2 54676 37 6 43592343 43592343 Missense_Mutation SNP C T 59 89 c.1004G>A c.(1003-1005)CGG>CAG p.R335Q

Pat_26 Pre-Treatment TMEM63B 55362 37 6 44117686 44117686 Missense_Mutation SNP G A 44 74 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_26 Pre-Treatment RUNX2 860 37 6 45480097 45480097 Missense_Mutation SNP G A 5 355 c.974G>A c.(973-975)CGG>CAG p.R325Q

Pat_26 Pre-Treatment COL21A1 81578 37 6 55933885 55933885 Missense_Mutation SNP C T 13 18 c.2050G>A c.(2050-2052)GAA>AAA p.E684K

Pat_26 Pre-Treatment BAI3 577 37 6 70082297 70082297 Splice_Site SNP G A 10 12 c.4240_splice c.e30-1 p.R1414_splice

Pat_26 Pre-Treatment COL9A1 1297 37 6 70990721 70990721 Missense_Mutation SNP G A 3 46 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_26 Pre-Treatment GPR63 81491 37 6 97247496 97247496 Missense_Mutation SNP G A 37 69 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_26 Pre-Treatment WISP3 8838 37 6 112390739 112390739 Nonsense_Mutation SNP G A 48 75 c.981G>A c.(979-981)TGG>TGA p.W327*

Pat_26 Pre-Treatment NT5DC1 221294 37 6 116544279 116544279 Missense_Mutation SNP C T 95 58 c.787C>T c.(787-789)CCT>TCT p.P263S

Pat_26 Pre-Treatment ROS1 6098 37 6 117650583 117650583 Missense_Mutation SNP G A 26 31 c.5275C>T c.(5275-5277)CCC>TCC p.P1759S

Pat_26 Pre-Treatment GJA1 2697 37 6 121768405 121768405 Missense_Mutation SNP G A 4 195 c.412G>A c.(412-414)GGT>AGT p.G138S

Pat_26 Pre-Treatment NCOA7 135112 37 6 126242132 126242132 Missense_Mutation SNP G A 4 139 c.2288G>A c.(2287-2289)AGC>AAC p.S763N

Pat_26 Pre-Treatment ARG1 383 37 6 131900341 131900341 Missense_Mutation SNP G A 49 31 c.221G>A c.(220-222)GGA>GAA p.G74E

Pat_26 Pre-Treatment CTAGE9 643854 37 6 132031227 132031227 Missense_Mutation SNP G A 42 19 c.931C>T c.(931-933)CCG>TCG p.P311S

Pat_26 Pre-Treatment IL20RA 53832 37 6 137338238 137338238 Missense_Mutation SNP G A 19 13 c.91C>T c.(91-93)CCC>TCC p.P31S

Pat_26 Pre-Treatment LATS1 9113 37 6 149997811 149997811 Nonsense_Mutation SNP G A 31 17 c.2656C>T c.(2656-2658)CGA>TGA p.R886*

Pat_26 Pre-Treatment PPP1R14C 81706 37 6 150535953 150535953 Nonsense_Mutation SNP C A 4 120 c.380C>A c.(379-381)TCA>TAA p.S127*

Pat_26 Pre-Treatment SYNE1 23345 37 6 152730807 152730807 Missense_Mutation SNP C T 56 33 c.6268G>A c.(6268-6270)GAA>AAA p.E2090K

Pat_26 Pre-Treatment RSPH3 83861 37 6 159403527 159403527 Missense_Mutation SNP C T 4 85 c.1112G>A c.(1111-1113)CGA>CAA p.R371Q



Pat_26 Pre-Treatment PHF10 55274 37 6 170115848 170115848 Missense_Mutation SNP C T 44 37 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_26 Pre-Treatment CHST12 55501 37 7 2472575 2472575 Missense_Mutation SNP G A 4 159 c.301G>A c.(301-303)GTG>ATG p.V101M

Pat_26 Pre-Treatment RADIL 55698 37 7 4874803 4874803 Missense_Mutation SNP G A 22 51 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_26 Pre-Treatment USP42 84132 37 7 6189601 6189601 Missense_Mutation SNP G A 4 60 c.1774G>A c.(1774-1776)GTG>ATG p.V592M

Pat_26 Pre-Treatment USP42 84132 37 7 6194300 6194300 Missense_Mutation SNP G A 4 114 c.3115G>A c.(3115-3117)GAG>AAG p.E1039K

Pat_26 Pre-Treatment RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 108 159 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_26 Pre-Treatment THSD7A 221981 37 7 11521546 11521546 Missense_Mutation SNP G A 4 152 c.1886C>T c.(1885-1887)GCC>GTC p.A629V

Pat_26 Pre-Treatment KLHL7 55975 37 7 23164306 23164306 Splice_Site SNP G C 3 91 c.224_splice c.e3-1 p.T75_splice

Pat_26 Pre-Treatment DFNA5 1687 37 7 24789342 24789342 Missense_Mutation SNP C T 90 182 c.52G>A c.(52-54)GAC>AAC p.D18N

Pat_26 Pre-Treatment EVX1 2128 37 7 27285964 27285964 Missense_Mutation SNP C T 4 69 c.1144C>T c.(1144-1146)CTC>TTC p.L382F

Pat_26 Pre-Treatment ADCYAP1R1 117 37 7 31146156 31146156 Missense_Mutation SNP G A 6 314 c.1265G>A c.(1264-1266)CGT>CAT p.R422H

Pat_26 Pre-Treatment OGDH 4967 37 7 44734078 44734078 Missense_Mutation SNP C T 79 128 c.1571C>T c.(1570-1572)CCG>CTG p.P524L

Pat_26 Pre-Treatment ADCY1 107 37 7 45743044 45743044 Missense_Mutation SNP C T 5 149 c.2524C>T c.(2524-2526)CCG>TCG p.P842S

Pat_26 Pre-Treatment TNS3 64759 37 7 47343138 47343138 Missense_Mutation SNP G A 7 14 c.2867C>T c.(2866-2868)CCC>CTC p.P956L

Pat_26 Pre-Treatment PKD1L1 168507 37 7 47867041 47867041 Missense_Mutation SNP C T 4 82 c.6761G>A c.(6760-6762)CGC>CAC p.R2254H

Pat_26 Pre-Treatment PKD1L1 168507 37 7 47904813 47904813 Splice_Site SNP C T 12 23 c.4149_splice c.e26+1 p.K1383_splice

Pat_26 Pre-Treatment ABCA13 154664 37 7 48353922 48353922 Missense_Mutation SNP G A 14 17 c.9775G>A c.(9775-9777)GAT>AAT p.D3259N

Pat_26 Pre-Treatment NCF1 653361 37 7 74193632 74193632 Missense_Mutation SNP G A 5 324 c.259G>A c.(259-261)GCC>ACC p.A87T

Pat_26 Pre-Treatment DTX2 113878 37 7 76134733 76134733 Missense_Mutation SNP T C 13 29 c.1684T>C c.(1684-1686)TTC>CTC p.F562L

Pat_26 Pre-Treatment PCLO 27445 37 7 82764309 82764309 Missense_Mutation SNP C T 66 148 c.2557G>A c.(2557-2559)GAA>AAA p.E853K

Pat_26 Pre-Treatment SEMA3A 10371 37 7 83592633 83592633 Missense_Mutation SNP C T 57 115 c.1748G>A c.(1747-1749)AGA>AAA p.R583K

Pat_26 Pre-Treatment STEAP2 261729 37 7 89856645 89856645 Missense_Mutation SNP G A 4 176 c.853G>A c.(853-855)GGC>AGC p.G285S

Pat_26 Pre-Treatment SAMD9 54809 37 7 92732185 92732186 Missense_Mutation DNP GG AA 35 44 c.3225_3226CC>TT3223-3228)ATCCAT>ATTT p.H1076Y

Pat_26 Pre-Treatment COL1A2 1278 37 7 94055131 94055131 Missense_Mutation SNP G A 8 15 c.2905G>A c.(2905-2907)GTG>ATG p.V969M

Pat_26 Pre-Treatment ARPC1B 10095 37 7 98988637 98988637 Missense_Mutation SNP G A 4 101 c.622G>A c.(622-624)GTC>ATC p.V208I

Pat_26 Pre-Treatment ZKSCAN1 7586 37 7 99621904 99621904 Missense_Mutation SNP G A 4 148 c.554G>A c.(553-555)CGG>CAG p.R185Q

Pat_26 Pre-Treatment STAG3 10734 37 7 99796940 99796940 Missense_Mutation SNP G A 6 293 c.1523G>A c.(1522-1524)CGG>CAG p.R508Q

Pat_26 Pre-Treatment EPHB4 2050 37 7 100410379 100410379 Missense_Mutation SNP G A 21 54 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_26 Pre-Treatment PMPCB 9512 37 7 102949522 102949522 Missense_Mutation SNP C T 4 160 c.973C>T c.(973-975)CGC>TGC p.R325C

Pat_26 Pre-Treatment MLL5 55904 37 7 104742439 104742439 Missense_Mutation SNP G A 5 310 c.1994G>A c.(1993-1995)CGT>CAT p.R665H

Pat_26 Pre-Treatment SRPK2 6733 37 7 104783638 104783638 Missense_Mutation SNP G A 59 136 c.920C>T c.(919-921)ACC>ATC p.T307I

Pat_26 Pre-Treatment PPP1R3A 5506 37 7 113519690 113519690 Missense_Mutation SNP C T 31 53 c.1457G>A c.(1456-1458)CGA>CAA p.R486Q

Pat_26 Pre-Treatment ASB15 142685 37 7 123269228 123269228 Missense_Mutation SNP G A 21 59 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_26 Pre-Treatment PAX4 5078 37 7 127253881 127253881 Missense_Mutation SNP C T 4 138 c.467G>A c.(466-468)GGT>GAT p.G156D

Pat_26 Pre-Treatment OPN1SW 611 37 7 128413880 128413880 Missense_Mutation SNP C T 6 155 c.750G>A c.(748-750)ATG>ATA p.M250I

Pat_26 Pre-Treatment RAB19 401409 37 7 140107616 140107616 Missense_Mutation SNP G A 4 185 c.170G>A c.(169-171)CGT>CAT p.R57H

Pat_26 Pre-Treatment DENND2A 27147 37 7 140301735 140301735 Missense_Mutation SNP C T 63 103 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_26 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 47 120 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_26 Pre-Treatment MGAM 8972 37 7 141731520 141731520 Missense_Mutation SNP C T 78 175 c.1511C>T c.(1510-1512)CCC>CTC p.P504L

Pat_26 Pre-Treatment C7orf34 135927 37 7 142636842 142636842 Missense_Mutation SNP C T 14 31 c.199C>T c.(199-201)CCC>TCC p.P67S

Pat_26 Pre-Treatment OR2F2 135948 37 7 143633023 143633023 Missense_Mutation SNP G A 50 94 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_26 Pre-Treatment PDIA4 9601 37 7 148705250 148705250 Splice_Site SNP C T 4 111 c.1131_splice c.e7+1 p.Q377_splice

Pat_26 Pre-Treatment SSPO 23145 37 7 149477388 149477388 Missense_Mutation SNP G A 4 25 c.1459G>A c.(1459-1461)GAG>AAG p.E487K

Pat_26 Pre-Treatment GIMAP5 55340 37 7 150439711 150439711 Missense_Mutation SNP G C 126 256 c.484G>C c.(484-486)GAT>CAT p.D162H

Pat_26 Pre-Treatment KCNH2 3757 37 7 150649680 150649680 Missense_Mutation SNP T A 8 655 c.1390A>T c.(1390-1392)ATT>TTT p.I464F

Pat_26 Pre-Treatment VIPR2 7434 37 7 158902542 158902542 Missense_Mutation SNP G A 73 151 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_26 Pre-Treatment CSMD1 64478 37 8 3059206 3059206 Missense_Mutation SNP C T 19 37 c.5029G>A c.(5029-5031)GAT>AAT p.D1677N



Pat_26 Pre-Treatment AGPAT5 55326 37 8 6588251 6588251 Missense_Mutation SNP C G 8 273 c.309C>G c.(307-309)GAC>GAG p.D103E

Pat_26 Pre-Treatment BLK 640 37 8 11405589 11405589 Missense_Mutation SNP G A 5 346 c.224G>A c.(223-225)CGG>CAG p.R75Q

Pat_26 Pre-Treatment PCM1 5108 37 8 17823629 17823629 Missense_Mutation SNP G A 4 134 c.2977G>A c.(2977-2979)GTA>ATA p.V993I

Pat_26 Pre-Treatment ASAH1 427 37 8 17924743 17924743 Missense_Mutation SNP G A 4 119 c.368C>T c.(367-369)ACT>ATT p.T123I

Pat_26 Pre-Treatment SLC18A1 6570 37 8 20007227 20007227 Missense_Mutation SNP G A 43 67 c.1106C>T c.(1105-1107)TCC>TTC p.S369F

Pat_26 Pre-Treatment XPO7 23039 37 8 21844746 21844746 Missense_Mutation SNP C T 4 184 c.1672C>T c.(1672-1674)CGT>TGT p.R558C

Pat_26 Pre-Treatment ADAMDEC1 27299 37 8 24251607 24251607 Missense_Mutation SNP G A 43 97 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_26 Pre-Treatment ADAM7 8756 37 8 24300055 24300055 Missense_Mutation SNP G A 121 212 c.122G>A c.(121-123)CGA>CAA p.R41Q

Pat_26 Pre-Treatment ADAM7 8756 37 8 24339742 24339742 Missense_Mutation SNP G A 18 32 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_26 Pre-Treatment BNIP3L 665 37 8 26252780 26252780 Missense_Mutation SNP G A 40 98 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_26 Pre-Treatment BNIP3L 665 37 8 26252782 26252782 Missense_Mutation SNP T A 42 97 c.321T>A c.(319-321)GAT>GAA p.D107E

Pat_26 Pre-Treatment SCARA3 51435 37 8 27516870 27516870 Missense_Mutation SNP G A 31 57 c.1183G>A c.(1183-1185)GAG>AAG p.E395K

Pat_26 Pre-Treatment FBXO16 157574 37 8 28340887 28340887 Missense_Mutation SNP T G 162 245 c.77A>C c.(76-78)AAC>ACC p.N26T

Pat_26 Pre-Treatment ADAM32 203102 37 8 39022685 39022685 Missense_Mutation SNP T C 2 5 c.803T>C c.(802-804)CTA>CCA p.L268P

Pat_26 Pre-Treatment MCM4 4173 37 8 48877195 48877195 Missense_Mutation SNP C T 42 72 c.755C>T c.(754-756)TCA>TTA p.S252L

Pat_26 Pre-Treatment MCM4 4173 37 8 48885469 48885469 Missense_Mutation SNP C T 4 177 c.1981C>T c.(1981-1983)CGT>TGT p.R661C

Pat_26 Pre-Treatment PXDNL 137902 37 8 52321593 52321593 Missense_Mutation SNP C T 4 112 c.2591G>A c.(2590-2592)CGC>CAC p.R864H

Pat_26 Pre-Treatment FAM110B 90362 37 8 59058956 59058956 Missense_Mutation SNP C T 58 64 c.167C>T c.(166-168)GCC>GTC p.A56V

Pat_26 Pre-Treatment NSMAF 8439 37 8 59508216 59508216 Missense_Mutation SNP C T 31 64 c.1795G>A c.(1795-1797)GAA>AAA p.E599K

Pat_26 Pre-Treatment YTHDF3 253943 37 8 64100034 64100034 Missense_Mutation SNP G T 4 152 c.1465G>T c.(1465-1467)GCT>TCT p.A489S

Pat_26 Pre-Treatment ARFGEF1 10565 37 8 68170417 68170417 Missense_Mutation SNP G A 32 51 c.2344C>T c.(2344-2346)CGT>TGT p.R782C

Pat_26 Pre-Treatment SLCO5A1 81796 37 8 70585280 70585280 Missense_Mutation SNP G A 5 241 c.2371C>T c.(2371-2373)CGG>TGG p.R791W

Pat_26 Pre-Treatment CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 29 106 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_26 Pre-Treatment INTS8 55656 37 8 95840000 95840000 Missense_Mutation SNP C T 151 250 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_26 Pre-Treatment VPS13B 157680 37 8 100791192 100791192 Missense_Mutation SNP C T 131 233 c.7787C>T c.(7786-7788)TCT>TTT p.S2596F

Pat_26 Pre-Treatment UBR5 51366 37 8 103316274 103316274 Missense_Mutation SNP C T 4 88 c.2951G>A c.(2950-2952)CGA>CAA p.R984Q

Pat_26 Pre-Treatment TRHR 7201 37 8 110131570 110131570 Missense_Mutation SNP C A 76 192 c.1083C>A c.(1081-1083)GAC>GAA p.D361E

Pat_26 Pre-Treatment SLC30A8 169026 37 8 118147586 118147586 Missense_Mutation SNP C T 6 382 c.20C>T c.(19-21)ACG>ATG p.T7M

Pat_26 Pre-Treatment SAMD12 401474 37 8 119593082 119593082 Missense_Mutation SNP C T 36 92 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_26 Pre-Treatment COL14A1 7373 37 8 121210152 121210152 Missense_Mutation SNP G A 20 32 c.695G>A c.(694-696)GGA>GAA p.G232E

Pat_26 Pre-Treatment ADCY8 114 37 8 131880114 131880114 Missense_Mutation SNP G T 33 92 c.2188C>A c.(2188-2190)CAA>AAA p.Q730K

Pat_26 Pre-Treatment TG 7038 37 8 133900276 133900276 Missense_Mutation SNP G A 9 139 c.2224G>A c.(2224-2226)GTG>ATG p.V742M

Pat_26 Pre-Treatment COL22A1 169044 37 8 139815131 139815131 Missense_Mutation SNP C T 69 112 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_26 Pre-Treatment COL22A1 169044 37 8 139839023 139839023 Missense_Mutation SNP C T 16 35 c.847G>A c.(847-849)GAT>AAT p.D283N

Pat_26 Pre-Treatment MAPK15 225689 37 8 144803950 144803950 Missense_Mutation SNP C T 63 160 c.1358C>T c.(1357-1359)CCC>CTC p.P453L

Pat_26 Pre-Treatment EPPK1 83481 37 8 144942527 144942527 Missense_Mutation SNP C T 143 236 c.4895G>A c.(4894-4896)GGA>GAA p.G1632E

Pat_26 Pre-Treatment GPAA1 8733 37 8 145139945 145139945 Splice_Site SNP C T 4 181 c.1165_splice c.e9-1 p.A389_splice

Pat_26 Pre-Treatment SHARPIN 81858 37 8 145154311 145154311 Missense_Mutation SNP G A 6 287 c.791C>T c.(790-792)CCG>CTG p.P264L

Pat_26 Pre-Treatment CPSF1 29894 37 8 145621935 145621935 Missense_Mutation SNP G A 126 220 c.2704C>T c.(2704-2706)CGT>TGT p.R902C

Pat_26 Pre-Treatment KANK1 23189 37 9 738505 738505 Splice_Site SNP G A 5 150 c.3553_splice c.e12+1 p.D1185_splice

Pat_26 Pre-Treatment VLDLR 7436 37 9 2639918 2639918 Nonsense_Mutation SNP C T 5 340 c.262C>T c.(262-264)CGA>TGA p.R88*

Pat_26 Pre-Treatment ADAMTSL1 92949 37 9 18905849 18905849 Missense_Mutation SNP G A 4 68 c.4921G>A c.(4921-4923)GGC>AGC p.G1641S

Pat_26 Pre-Treatment CDKN2A 1029 37 9 21971017 21971017 Missense_Mutation SNP G A 92 39 c.341C>T c.(340-342)CCC>CTC p.P114L

Pat_26 Pre-Treatment TAF1L 138474 37 9 32633981 32633981 Missense_Mutation SNP G A 44 83 c.1597C>T c.(1597-1599)CCT>TCT p.P533S

Pat_26 Pre-Treatment UNC13B 10497 37 9 35400332 35400332 Missense_Mutation SNP T G 173 271 c.4129T>G c.(4129-4131)TTC>GTC p.F1377V

Pat_26 Pre-Treatment TLN1 7094 37 9 35724203 35724203 Missense_Mutation SNP G A 6 210 c.640C>T c.(640-642)CTC>TTC p.L214F

Pat_26 Pre-Treatment HRCT1 646962 37 9 35906475 35906475 Missense_Mutation SNP G A 7 338 c.191G>A c.(190-192)CGG>CAG p.R64Q



Pat_26 Pre-Treatment MELK 9833 37 9 36677266 36677266 Missense_Mutation SNP C T 4 137 c.1888C>T c.(1888-1890)CGG>TGG p.R630W

Pat_26 Pre-Treatment SHB 6461 37 9 37974811 37974811 Missense_Mutation SNP G A 11 151 c.862C>T c.(862-864)CGG>TGG p.R288W

Pat_26 Pre-Treatment ALDH1B1 219 37 9 38395779 38395779 Missense_Mutation SNP C T 90 155 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_26 Pre-Treatment PRUNE2 158471 37 9 79323461 79323462 Missense_Mutation DNP TG AA 3 23 c.3728_3729CA>TT c.(3727-3729)TCA>TTT p.S1243F

Pat_26 Pre-Treatment SHC3 53358 37 9 91690061 91690061 Missense_Mutation SNP G A 4 91 c.692C>T c.(691-693)ACG>ATG p.T231M

Pat_26 Pre-Treatment PTCH1 5727 37 9 98209618 98209618 Missense_Mutation SNP G A 38 36 c.3920C>T c.(3919-3921)CCC>CTC p.P1307L

Pat_26 Pre-Treatment SVEP1 79987 37 9 113171099 113171099 Missense_Mutation SNP G A 167 118 c.6781C>T c.(6781-6783)CCT>TCT p.P2261S

Pat_26 Pre-Treatment ZNF883 169834 37 9 115760269 115760269 Missense_Mutation SNP G A 21 20 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_26 Pre-Treatment ALAD 210 37 9 116152752 116152752 Missense_Mutation SNP G A 4 100 c.503C>T c.(502-504)TCG>TTG p.S168L

Pat_26 Pre-Treatment PAPPA 5069 37 9 119124940 119124940 Missense_Mutation SNP G A 28 26 c.4417G>A c.(4417-4419)GAG>AAG p.E1473K

Pat_26 Pre-Treatment C5 727 37 9 123752040 123752040 Missense_Mutation SNP A G 3 77 c.2960T>C c.(2959-2961)ATC>ACC p.I987T

Pat_26 Pre-Treatment MORN5 254956 37 9 124931981 124931981 Missense_Mutation SNP G A 4 190 c.253G>A c.(253-255)GAC>AAC p.D85N

Pat_26 Pre-Treatment MRRF 92399 37 9 125033246 125033246 Missense_Mutation SNP G A 6 308 c.76G>A c.(76-78)GTT>ATT p.V26I

Pat_26 Pre-Treatment CRB2 286204 37 9 126133014 126133014 Missense_Mutation SNP C T 76 33 c.1682C>T c.(1681-1683)CCG>CTG p.P561L

Pat_26 Pre-Treatment NEK6 10783 37 9 127088681 127088681 Missense_Mutation SNP G A 4 190 c.478G>A c.(478-480)GTG>ATG p.V160M

Pat_26 Pre-Treatment WDR38 401551 37 9 127619155 127619155 Missense_Mutation SNP C T 5 292 c.763C>T c.(763-765)CGC>TGC p.R255C

Pat_26 Pre-Treatment SH2D3C 10044 37 9 130511626 130511626 Missense_Mutation SNP C T 4 160 c.1003G>A c.(1003-1005)GGA>AGA p.G335R

Pat_26 Pre-Treatment DNM1 1759 37 9 130996357 130996357 Missense_Mutation SNP C T 3 68 c.1393C>T c.(1393-1395)CGG>TGG p.R465W

Pat_26 Pre-Treatment ASB6 140459 37 9 132400230 132400230 Missense_Mutation SNP C T 32 47 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_26 Pre-Treatment NUP214 8021 37 9 134103565 134103565 Missense_Mutation SNP C T 4 158 c.5921C>T c.(5920-5922)CCA>CTA p.P1974L

Pat_26 Pre-Treatment TTF1 7270 37 9 135251433 135251433 Nonsense_Mutation SNP G A 37 63 c.2587C>T c.(2587-2589)CGA>TGA p.R863*

Pat_26 Pre-Treatment REXO4 57109 37 9 136277539 136277539 Missense_Mutation SNP G T 234 431 c.790C>A c.(790-792)CGT>AGT p.R264S

Pat_26 Pre-Treatment COL5A1 1289 37 9 137622245 137622245 Missense_Mutation SNP A G 48 117 c.1088A>G c.(1087-1089)AAC>AGC p.N363S

Pat_26 Pre-Treatment NOTCH1 4851 37 9 139405210 139405210 Missense_Mutation SNP G A 4 186 c.2635C>T c.(2635-2637)CGG>TGG p.R879W

Pat_26 Pre-Treatment ABCA2 20 37 9 139910568 139910568 Missense_Mutation SNP C T 7 389 c.3160G>A c.(3160-3162)GAC>AAC p.D1054N

Pat_26 Pre-Treatment EHMT1 79813 37 9 140646844 140646844 Missense_Mutation SNP G A 38 60 c.1232G>A c.(1231-1233)GGT>GAT p.G411D

Pat_26 Pre-Treatment P2RY8 286530 37 X 1584415 1584415 Missense_Mutation SNP C T 73 149 c.1037G>A c.(1036-1038)GGA>GAA p.G346E

Pat_26 Pre-Treatment SCML2 10389 37 X 18323215 18323215 Missense_Mutation SNP G A 182 65 c.607C>T c.(607-609)CAT>TAT p.H203Y

Pat_26 Pre-Treatment RS1 6247 37 X 18660260 18660260 Missense_Mutation SNP G A 4 192 c.539C>T c.(538-540)TCG>TTG p.S180L

Pat_26 Pre-Treatment DCAF8L1 139425 37 X 27999163 27999163 Missense_Mutation SNP C T 91 38 c.289G>A c.(289-291)GAG>AAG p.E97K

Pat_26 Pre-Treatment BCOR 54880 37 X 39934294 39934294 Missense_Mutation SNP C T 4 99 c.305G>A c.(304-306)CGG>CAG p.R102Q

Pat_26 Pre-Treatment EBP 10682 37 X 48386759 48386759 Missense_Mutation SNP C T 13 8 c.607C>T c.(607-609)CTT>TTT p.L203F

Pat_26 Pre-Treatment SHROOM4 57477 37 X 50351180 50351180 Missense_Mutation SNP T C 3 51 c.2962A>G c.(2962-2964)ATG>GTG p.M988V

Pat_26 Pre-Treatment MTMR8 55613 37 X 63548752 63548752 Missense_Mutation SNP G A 13 3 c.1381C>T c.(1381-1383)CCT>TCT p.P461S

Pat_26 Pre-Treatment GJB1 2705 37 X 70444122 70444122 Missense_Mutation SNP G A 4 164 c.565G>A c.(565-567)GTC>ATC p.V189I

Pat_26 Pre-Treatment ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 7 112 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_26 Pre-Treatment PHKA1 5255 37 X 71802396 71802396 Missense_Mutation SNP C T 4 59 c.3350G>A c.(3349-3351)CGT>CAT p.R1117H

Pat_26 Pre-Treatment BRWD3 254065 37 X 79943625 79943625 Splice_Site SNP C T 55 26 c.3808_splice c.e34-1 p.D1270_splice

Pat_26 Pre-Treatment BRWD3 254065 37 X 79978255 79978255 Missense_Mutation SNP T A 4 79 c.1682A>T c.(1681-1683)TAT>TTT p.Y561F

Pat_26 Pre-Treatment KLHL4 56062 37 X 86880764 86880764 Missense_Mutation SNP T C 3 44 c.1292T>C c.(1291-1293)CTT>CCT p.L431P

Pat_26 Pre-Treatment TAF7L 54457 37 X 100547925 100547925 Missense_Mutation SNP G A 5 341 c.109C>T c.(109-111)CGT>TGT p.R37C

Pat_26 Pre-Treatment BTK 695 37 X 100611788 100611788 Missense_Mutation SNP C T 4 149 c.1333G>A c.(1333-1335)GAA>AAA p.E445K

Pat_26 Pre-Treatment NRK 203447 37 X 105159770 105159770 Missense_Mutation SNP C T 58 15 c.2398C>T c.(2398-2400)CAT>TAT p.H800Y

Pat_26 Pre-Treatment VSIG1 340547 37 X 107320552 107320552 Nonsense_Mutation SNP G T 127 45 c.1105G>T c.(1105-1107)GAG>TAG p.E369*

Pat_26 Pre-Treatment COL4A5 1287 37 X 107858195 107858195 Missense_Mutation SNP G A 46 23 c.2450G>A c.(2449-2451)GGA>GAA p.G817E

Pat_26 Pre-Treatment COL4A5 1287 37 X 107923915 107923915 Missense_Mutation SNP C T 41 18 c.3949C>T c.(3949-3951)CCT>TCT p.P1317S

Pat_26 Pre-Treatment IRS4 8471 37 X 107977986 107977986 Missense_Mutation SNP C T 6 348 c.1589G>A c.(1588-1590)CGA>CAA p.R530Q



Pat_26 Pre-Treatment TMEM164 84187 37 X 109416580 109416580 Missense_Mutation SNP G A 7 153 c.795G>A c.(793-795)ATG>ATA p.M265I

Pat_26 Pre-Treatment SLC6A14 11254 37 X 115582616 115582616 Missense_Mutation SNP G A 29 15 c.940G>A c.(940-942)GAT>AAT p.D314N

Pat_26 Pre-Treatment NKRF 55922 37 X 118723625 118723625 Missense_Mutation SNP C T 5 253 c.1763G>A c.(1762-1764)CGG>CAG p.R588Q

Pat_26 Pre-Treatment OCRL 4952 37 X 128722937 128722937 Missense_Mutation SNP G A 5 202 c.2416G>A c.(2416-2418)GAG>AAG p.E806K

Pat_26 Pre-Treatment IGSF1 3547 37 X 130410004 130410004 Missense_Mutation SNP T A 70 21 c.2827A>T c.(2827-2829)ATC>TTC p.I943F

Pat_26 Pre-Treatment GPR112 139378 37 X 135427418 135427418 Missense_Mutation SNP C T 4 115 c.1553C>T c.(1552-1554)CCT>CTT p.P518L

Pat_26 Pre-Treatment BRS3 680 37 X 135574449 135574449 Missense_Mutation SNP C T 5 184 c.1115C>T c.(1114-1116)CCG>CTG p.P372L

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140993780 140993780 Missense_Mutation SNP C T 8 370 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 9 162 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140994585 140994585 Missense_Mutation SNP A T 9 165 c.1395A>T c.(1393-1395)AGA>AGT p.R465S

Pat_26 Pre-Treatment MAGEC1 9947 37 X 140995273 140995273 Missense_Mutation SNP C T 40 13 c.2083C>T c.(2083-2085)CCT>TCT p.P695S

Pat_26 Pre-Treatment FLNA 2316 37 X 153593043 153593043 Missense_Mutation SNP C T 4 120 c.1873G>A c.(1873-1875)GAC>AAC p.D625N

Pat_26 Post-Resistance ATAD3B 83858 37 1 1431000 1431000 Missense_Mutation SNP C T 3 60 c.1750C>T c.(1750-1752)CCC>TCC p.P584S

Pat_26 Post-Resistance CHD5 26038 37 1 6208967 6208967 Missense_Mutation SNP T A 15 272 c.1330A>T c.(1330-1332)AAC>TAC p.N444Y

Pat_26 Post-Resistance RPL22 6146 37 1 6253023 6253023 Missense_Mutation SNP A G 35 210 c.209T>C c.(208-210)ATC>ACC p.I70T

Pat_26 Post-Resistance CLSTN1 22883 37 1 9804587 9804587 Missense_Mutation SNP C T 12 112 c.1100G>A c.(1099-1101)GGC>GAC p.G367D

Pat_26 Post-Resistance PRAMEF12 390999 37 1 12835134 12835134 Missense_Mutation SNP G A 10 113 c.124G>A c.(124-126)GAG>AAG p.E42K

Pat_26 Post-Resistance TMEM82 388595 37 1 16069534 16069534 Missense_Mutation SNP G A 19 202 c.181G>A c.(181-183)GAA>AAA p.E61K

Pat_26 Post-Resistance CLCNKB 1188 37 1 16382951 16382951 Missense_Mutation SNP C T 38 654 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_26 Post-Resistance HSPG2 3339 37 1 22166016 22166016 Missense_Mutation SNP G A 15 84 c.9737C>T c.(9736-9738)TCC>TTC p.S3246F

Pat_26 Post-Resistance GMEB1 10691 37 1 29019522 29019522 Nonsense_Mutation SNP G A 20 192 c.435G>A c.(433-435)TGG>TGA p.W145*

Pat_26 Post-Resistance MTF1 4520 37 1 38281155 38281155 Missense_Mutation SNP G A 6 151 c.1915C>T c.(1915-1917)CGG>TGG p.R639W

Pat_26 Post-Resistance ZSWIM5 57643 37 1 45500051 45500051 Nonsense_Mutation SNP C T 33 400 c.2382G>A c.(2380-2382)TGG>TGA p.W794*

Pat_26 Post-Resistance CYB5RL 606495 37 1 54653410 54653411 Missense_Mutation DNP CC TT 5 122 c.349_350GG>AA c.(349-351)GGG>AAG p.G117K

Pat_26 Post-Resistance C1orf173 127254 37 1 75055569 75055569 Missense_Mutation SNP T G 7 151 c.1922A>C c.(1921-1923)GAA>GCA p.E641A

Pat_26 Post-Resistance CLCA4 22802 37 1 87025931 87025931 Missense_Mutation SNP G A 24 332 c.338G>A c.(337-339)AGA>AAA p.R113K

Pat_26 Post-Resistance CCBL2 56267 37 1 89420900 89420900 Missense_Mutation SNP G A 4 128 c.796C>T c.(796-798)CCA>TCA p.P266S

Pat_26 Post-Resistance DBT 1629 37 1 100715333 100715334 Missense_Mutation DNP CC TT 14 408 c.43_44GG>AA c.(43-45)GGG>AAG p.G15K

Pat_26 Post-Resistance COL11A1 1301 37 1 103488309 103488309 Missense_Mutation SNP T C 23 212 c.1234A>G c.(1234-1236)ACA>GCA p.T412A

Pat_26 Post-Resistance EPS8L3 79574 37 1 110301230 110301230 Missense_Mutation SNP C T 4 104 c.517G>A c.(517-519)GAA>AAA p.E173K

Pat_26 Post-Resistance NBPF10 100132406 37 1 145362111 145362111 Missense_Mutation SNP T G 7 271 c.9644T>G c.(9643-9645)CTG>CGG p.L3215R

Pat_26 Post-Resistance TCHHL1 126637 37 1 152058977 152058977 Missense_Mutation SNP C T 37 237 c.1181G>A c.(1180-1182)AGG>AAG p.R394K

Pat_26 Post-Resistance HRNR 388697 37 1 152188190 152188191 Missense_Mutation DNP CC TT 37 813 .5914_5915GG>AAc.(5914-5916)GGG>AAG p.G1972K

Pat_26 Post-Resistance IVL 3713 37 1 152882733 152882733 Missense_Mutation SNP G A 9 45 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_26 Post-Resistance UBQLN4 56893 37 1 156023426 156023426 Missense_Mutation SNP T C 21 83 c.67A>G c.(67-69)AAG>GAG p.K23E

Pat_26 Post-Resistance IQGAP3 128239 37 1 156526371 156526371 Missense_Mutation SNP G A 18 127 c.1244C>T c.(1243-1245)TCG>TTG p.S415L

Pat_26 Post-Resistance OR10K1 391109 37 1 158435545 158435545 Missense_Mutation SNP T C 20 404 c.194T>C c.(193-195)ATC>ACC p.I65T

Pat_26 Post-Resistance SLAMF9 89886 37 1 159922273 159922273 Missense_Mutation SNP C T 76 467 c.443G>A c.(442-444)GGT>GAT p.G148D

Pat_26 Post-Resistance FAM5B 57795 37 1 177249624 177249624 Missense_Mutation SNP G A 7 114 c.1312G>A c.(1312-1314)GAA>AAA p.E438K

Pat_26 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 4 128 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_26 Post-Resistance PLEKHA6 22874 37 1 204214787 204214787 Missense_Mutation SNP C T 19 201 c.1988G>A c.(1987-1989)AGG>AAG p.R663K

Pat_26 Post-Resistance LRRN2 10446 37 1 204588452 204588452 Missense_Mutation SNP C T 10 103 c.669G>A c.(667-669)ATG>ATA p.M223I

Pat_26 Post-Resistance CR2 1380 37 1 207642243 207642243 Missense_Mutation SNP G A 6 83 c.733G>A c.(733-735)GGG>AGG p.G245R

Pat_26 Post-Resistance IARS2 55699 37 1 220287738 220287738 Missense_Mutation SNP G T 61 462 c.1562G>T c.(1561-1563)TGT>TTT p.C521F

Pat_26 Post-Resistance PCNXL2 80003 37 1 233231594 233231594 Missense_Mutation SNP G A 5 49 c.3853C>T c.(3853-3855)CAC>TAC p.H1285Y

Pat_26 Post-Resistance ACTN2 88 37 1 236911034 236911034 Nonsense_Mutation SNP C T 13 103 c.1474C>T c.(1474-1476)CGA>TGA p.R492*

Pat_26 Post-Resistance MTR 4548 37 1 236966868 236966868 Missense_Mutation SNP C T 24 274 c.175C>T c.(175-177)CAT>TAT p.H59Y



Pat_26 Post-Resistance IL2RA 3559 37 10 6066213 6066213 Missense_Mutation SNP G A 9 125 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_26 Post-Resistance KIAA1217 56243 37 10 24822108 24822108 Missense_Mutation SNP C T 12 136 c.3356C>T c.(3355-3357)TCC>TTC p.S1119F

Pat_26 Post-Resistance GPR158 57512 37 10 25701332 25701332 Missense_Mutation SNP C T 44 644 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_26 Post-Resistance MYO3A 53904 37 10 26312962 26312962 Missense_Mutation SNP C A 20 560 c.743C>A c.(742-744)CCA>CAA p.P248Q

Pat_26 Post-Resistance KIAA1462 57608 37 10 30318160 30318160 Missense_Mutation SNP C T 36 248 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_26 Post-Resistance ZNF248 57209 37 10 38120643 38120643 Missense_Mutation SNP G A 25 224 c.1640C>T c.(1639-1641)CCG>CTG p.P547L

Pat_26 Post-Resistance RBP3 5949 37 10 48389305 48389305 Missense_Mutation SNP C T 6 52 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_26 Post-Resistance RBP3 5949 37 10 48389757 48389757 Missense_Mutation SNP G A 6 85 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_26 Post-Resistance ANK3 288 37 10 61898789 61898789 Missense_Mutation SNP C T 27 257 c.2671G>A c.(2671-2673)GAA>AAA p.E891K

Pat_26 Post-Resistance ANK3 288 37 10 61941146 61941146 Nonsense_Mutation SNP G A 11 276 c.2125C>T c.(2125-2127)CGA>TGA p.R709*

Pat_26 Post-Resistance LRRTM3 347731 37 10 68687639 68687640 Missense_Mutation DNP CC TT 6 83 c.965_966CC>TT c.(964-966)TCC>TTT p.S322F

Pat_26 Post-Resistance STOX1 219736 37 10 70644422 70644422 Missense_Mutation SNP C G 24 197 c.870C>G c.(868-870)CAC>CAG p.H290Q

Pat_26 Post-Resistance SEC24C 9632 37 10 75519901 75519901 Nonsense_Mutation SNP C T 29 359 c.607C>T c.(607-609)CAG>TAG p.Q203*

Pat_26 Post-Resistance PIPSL 266971 37 10 95719536 95719536 Missense_Mutation SNP C T 12 156 c.1618G>A c.(1618-1620)GAT>AAT p.D540N

Pat_26 Post-Resistance CYP2C19 1557 37 10 96609752 96609752 Missense_Mutation SNP C T 21 309 c.1228C>T c.(1228-1230)CGT>TGT p.R410C

Pat_26 Post-Resistance C10orf79 80217 37 10 105890056 105890056 Missense_Mutation SNP T G 12 180 c.4839A>C c.(4837-4839)AAA>AAC p.K1613N

Pat_26 Post-Resistance WDR11 55717 37 10 122626180 122626180 Missense_Mutation SNP C T 56 399 c.1094C>T c.(1093-1095)CCT>CTT p.P365L

Pat_26 Post-Resistance TACC2 10579 37 10 123988957 123988957 Missense_Mutation SNP G A 35 798 c.7993G>A c.(7993-7995)GAC>AAC p.D2665N

Pat_26 Post-Resistance DMBT1 1755 37 10 124350190 124350190 Missense_Mutation SNP C T 30 379 c.2117C>T c.(2116-2118)TCC>TTC p.S706F

Pat_26 Post-Resistance CUZD1 50624 37 10 124595694 124595694 Missense_Mutation SNP C A 11 298 c.990G>T c.(988-990)AAG>AAT p.K330N

Pat_26 Post-Resistance C10orf90 118611 37 10 128193393 128193393 Nonsense_Mutation SNP C A 11 102 c.376G>T c.(376-378)GAG>TAG p.E126*

Pat_26 Post-Resistance KNDC1 85442 37 10 135013019 135013019 Missense_Mutation SNP C T 9 135 c.2816C>T c.(2815-2817)TCC>TTC p.S939F

Pat_26 Post-Resistance SYCE1 93426 37 10 135369530 135369530 Missense_Mutation SNP C T 8 191 c.550G>A c.(550-552)GAG>AAG p.E184K

Pat_26 Post-Resistance OR51Q1 390061 37 11 5444196 5444196 Missense_Mutation SNP C T 31 284 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_26 Post-Resistance OR52N4 390072 37 11 5776203 5776203 Missense_Mutation SNP G A 12 148 c.233G>A c.(232-234)AGT>AAT p.S78N

Pat_26 Post-Resistance RBMXL2 27288 37 11 7111168 7111168 Missense_Mutation SNP C T 6 92 c.817C>T c.(817-819)CAT>TAT p.H273Y

Pat_26 Post-Resistance ARNTL 406 37 11 13397274 13397275 Missense_Mutation DNP AG TA 7 77 c.1290_1291AG>TA1288-1293)GAAGTA>GATA.430_431EV>D

Pat_26 Post-Resistance PRDM11 56981 37 11 45246185 45246185 Missense_Mutation SNP C T 37 316 c.1262C>T c.(1261-1263)TCA>TTA p.S421L

Pat_26 Post-Resistance GYLTL1B 120071 37 11 45949470 45949470 Splice_Site SNP G A 14 123 c.1605_splice c.e12-1 p.R535_splice

Pat_26 Post-Resistance FOLH1 2346 37 11 49175447 49175447 Missense_Mutation SNP C T 13 153 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_26 Post-Resistance OR4A15 81328 37 11 55136144 55136144 Missense_Mutation SNP G A 9 107 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_26 Post-Resistance ZDHHC5 25921 37 11 57456099 57456099 Nonsense_Mutation SNP C T 6 289 c.346C>T c.(346-348)CGA>TGA p.R116*

Pat_26 Post-Resistance OR5B3 441608 37 11 58170239 58170239 Missense_Mutation SNP G A 4 65 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_26 Post-Resistance MS4A4A 51338 37 11 60064709 60064709 Missense_Mutation SNP G A 31 234 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_26 Post-Resistance FADS2 9415 37 11 61608002 61608002 Missense_Mutation SNP A C 38 357 c.515A>C c.(514-516)CAG>CCG p.Q172P

Pat_26 Post-Resistance SLC22A6 9356 37 11 62748482 62748483 Missense_Mutation DNP GG AA 6 143 c.1011_1012CC>TT009-1014)CACCTC>CATT p.L338F

Pat_26 Post-Resistance SIPA1 6494 37 11 65413346 65413346 Missense_Mutation SNP C G 9 316 c.1181C>G c.(1180-1182)TCC>TGC p.S394C

Pat_26 Post-Resistance KLC2 64837 37 11 66030347 66030347 Missense_Mutation SNP C T 52 607 c.592C>T c.(592-594)CTC>TTC p.L198F

Pat_26 Post-Resistance CCS 9973 37 11 66373047 66373047 Missense_Mutation SNP G A 15 101 c.655G>A c.(655-657)GGG>AGG p.G219R

Pat_26 Post-Resistance FGF19 9965 37 11 69518121 69518121 Missense_Mutation SNP T C 8 43 c.244A>G c.(244-246)ATC>GTC p.I82V

Pat_26 Post-Resistance INPPL1 3636 37 11 71946922 71946922 Missense_Mutation SNP C T 33 192 c.2771C>T c.(2770-2772)GCC>GTC p.A924V

Pat_26 Post-Resistance RELT 84957 37 11 73105710 73105710 Missense_Mutation SNP C T 10 89 c.977C>T c.(976-978)CCG>CTG p.P326L

Pat_26 Post-Resistance HEPHL1 341208 37 11 93797538 93797538 Nonsense_Mutation SNP C T 7 99 c.670C>T c.(670-672)CGA>TGA p.R224*

Pat_26 Post-Resistance GRIA4 2893 37 11 105483095 105483096 Missense_Mutation DNP CC TT 11 148 c.181_182CC>TT c.(181-183)CCT>TTT p.P61F

Pat_26 Post-Resistance SIK2 23235 37 11 111590703 111590703 Missense_Mutation SNP C A 4 110 c.1471C>A c.(1471-1473)CAA>AAA p.Q491K

Pat_26 Post-Resistance IGSF9B 22997 37 11 133802070 133802070 Missense_Mutation SNP C T 3 20 c.1006G>A c.(1006-1008)GTG>ATG p.V336M

Pat_26 Post-Resistance MLF2 8079 37 12 6861105 6861105 Missense_Mutation SNP G A 32 366 c.166C>T c.(166-168)CGC>TGC p.R56C



Pat_26 Post-Resistance CLEC4E 26253 37 12 8687260 8687260 Missense_Mutation SNP G A 6 119 c.634C>T c.(634-636)CCT>TCT p.P212S

Pat_26 Post-Resistance A2M 2 37 12 9264799 9264799 Missense_Mutation SNP G A 20 147 c.439C>T c.(439-441)CGT>TGT p.R147C

Pat_26 Post-Resistance PRB4 5545 37 12 11461775 11461775 Missense_Mutation SNP G T 31 399 c.142C>A c.(142-144)CAA>AAA p.Q48K

Pat_26 Post-Resistance PIK3C2G 5288 37 12 18552721 18552721 Missense_Mutation SNP C T 5 68 c.2132C>T c.(2131-2133)ACC>ATC p.T711I

Pat_26 Post-Resistance SLCO1C1 53919 37 12 20874764 20874764 Missense_Mutation SNP C T 16 120 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_26 Post-Resistance LRRK2 120892 37 12 40677921 40677921 Nonsense_Mutation SNP T G 8 82 c.2486T>G c.(2485-2487)TTA>TGA p.L829*

Pat_26 Post-Resistance IRAK4 51135 37 12 44165165 44165165 Missense_Mutation SNP C T 5 145 c.304C>T c.(304-306)CCA>TCA p.P102S

Pat_26 Post-Resistance KRT75 9119 37 12 52825359 52825359 Missense_Mutation SNP C T 8 247 c.838G>A c.(838-840)GAG>AAG p.E280K

Pat_26 Post-Resistance KRT74 121391 37 12 52960769 52960769 Missense_Mutation SNP C T 20 370 c.1574G>A c.(1573-1575)AGG>AAG p.R525K

Pat_26 Post-Resistance NAV3 89795 37 12 78400838 78400838 Missense_Mutation SNP C T 10 138 c.1520C>T c.(1519-1521)CCT>CTT p.P507L

Pat_26 Post-Resistance C12orf51 283450 37 12 112673400 112673400 Missense_Mutation SNP G A 6 69 c.4367C>T c.(4366-4368)CCC>CTC p.P1456L

Pat_26 Post-Resistance NOS1 4842 37 12 117655918 117655918 Missense_Mutation SNP C T 24 740 c.4222G>A c.(4222-4224)GAA>AAA p.E1408K

Pat_26 Post-Resistance SRRM4 84530 37 12 119592047 119592047 Splice_Site SNP G A 3 12 c.1392_splice c.e12-1 p.R464_splice

Pat_26 Post-Resistance DNAH10 196385 37 12 124416393 124416393 Missense_Mutation SNP G A 30 215 c.12773G>A c.(12772-12774)AGG>AAG p.R4258K

Pat_26 Post-Resistance EP400 57634 37 12 132535158 132535158 Missense_Mutation SNP C T 19 435 c.7352C>T c.(7351-7353)CCC>CTC p.P2451L

Pat_26 Post-Resistance TPTE2 93492 37 13 20010385 20010385 Missense_Mutation SNP C T 8 33 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_26 Post-Resistance CENPJ 55835 37 13 25479499 25479499 Nonsense_Mutation SNP G A 26 281 c.2677C>T c.(2677-2679)CAA>TAA p.Q893*

Pat_26 Post-Resistance SPG20 23111 37 13 36909531 36909531 Missense_Mutation SNP G A 5 43 c.437C>T c.(436-438)TCA>TTA p.S146L

Pat_26 Post-Resistance C13orf18 80183 37 13 47011869 47011869 Translation_Start_Site SNP C T 6 38 c.-604G>A (-606--602)GCGTG>GCATG

Pat_26 Post-Resistance CHD8 57680 37 14 21873900 21873901 Missense_Mutation DNP CC TA 41 617 c.2193_2194GG>TA191-2196)GGGGAT>GGTA p.D732N

Pat_26 Post-Resistance SALL2 6297 37 14 21992852 21992852 Missense_Mutation SNP C T 5 65 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_26 Post-Resistance ADCY4 196883 37 14 24799117 24799117 Missense_Mutation SNP C A 53 634 c.1166G>T c.(1165-1167)TGG>TTG p.W389L

Pat_26 Post-Resistance NYNRIN 57523 37 14 24877187 24877187 Missense_Mutation SNP G T 24 185 c.311G>T c.(310-312)TGG>TTG p.W104L

Pat_26 Post-Resistance C14orf166 51637 37 14 52460480 52460480 Missense_Mutation SNP C G 22 213 c.226C>G c.(226-228)CGA>GGA p.R76G

Pat_26 Post-Resistance KCNH5 27133 37 14 63174459 63174459 Missense_Mutation SNP C T 24 278 c.2734G>A c.(2734-2736)GAA>AAA p.E912K

Pat_26 Post-Resistance ESR2 2100 37 14 64746815 64746815 Missense_Mutation SNP G A 50 633 c.419C>T c.(418-420)CCA>CTA p.P140L

Pat_26 Post-Resistance RDH12 145226 37 14 68195937 68195938 Missense_Mutation DNP CC TT 42 437 c.688_689CC>TT c.(688-690)CCA>TTA p.P230L

Pat_26 Post-Resistance BATF 10538 37 14 75991472 75991472 Missense_Mutation SNP C T 7 108 c.109C>T c.(109-111)CGT>TGT p.R37C

Pat_26 Post-Resistance PTPN21 11099 37 14 88945940 88945940 Missense_Mutation SNP G C 5 31 c.1835C>G c.(1834-1836)CCC>CGC p.P612R

Pat_26 Post-Resistance KIAA1409 57578 37 14 94121601 94121601 Missense_Mutation SNP T G 27 157 c.5956T>G c.(5956-5958)TTA>GTA p.L1986V

Pat_26 Post-Resistance SERPINA11 256394 37 14 94912755 94912755 Missense_Mutation SNP A G 7 173 c.830T>C c.(829-831)GTC>GCC p.V277A

Pat_26 Post-Resistance TNFAIP2 7127 37 14 103598032 103598032 Missense_Mutation SNP G A 6 44 c.1355G>A c.(1354-1356)GGC>GAC p.G452D

Pat_26 Post-Resistance ZFYVE21 79038 37 14 104195467 104195467 Missense_Mutation SNP A C 23 205 c.474A>C c.(472-474)GAA>GAC p.E158D

Pat_26 Post-Resistance KIF26A 26153 37 14 104641431 104641431 Missense_Mutation SNP C T 3 30 c.2306C>T c.(2305-2307)ACG>ATG p.T769M

Pat_26 Post-Resistance CASC5 57082 37 15 40915757 40915757 Missense_Mutation SNP G A 4 100 c.3373G>A c.(3373-3375)GAA>AAA p.E1125K

Pat_26 Post-Resistance CAPN3 825 37 15 42652253 42652253 Missense_Mutation SNP G A 67 609 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_26 Post-Resistance PCSK6 5046 37 15 101933424 101933424 Missense_Mutation SNP C T 3 36 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_26 Post-Resistance OR4F15 390649 37 15 102359169 102359169 Nonsense_Mutation SNP G A 17 378 c.780G>A c.(778-780)TGG>TGA p.W260*

Pat_26 Post-Resistance TMEM8A 58986 37 16 427097 427097 Missense_Mutation SNP G A 25 385 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_26 Post-Resistance PIGQ 9091 37 16 624666 624666 Missense_Mutation SNP G A 4 26 c.592G>A c.(592-594)GCC>ACC p.A198T

Pat_26 Post-Resistance TBC1D24 57465 37 16 2546985 2546985 Missense_Mutation SNP C T 9 216 c.836C>T c.(835-837)ACG>ATG p.T279M

Pat_26 Post-Resistance GRIN2A 2903 37 16 9858471 9858471 Missense_Mutation SNP T G 11 108 c.2930A>C c.(2929-2931)AAC>ACC p.N977T

Pat_26 Post-Resistance DEXI 28955 37 16 11035603 11035603 Missense_Mutation SNP A G 17 243 c.260T>C c.(259-261)CTC>CCC p.L87P

Pat_26 Post-Resistance TMC7 79905 37 16 19049221 19049221 Missense_Mutation SNP G A 4 113 c.1031G>A c.(1030-1032)CGG>CAG p.R344Q

Pat_26 Post-Resistance ACSM2B 348158 37 16 20559454 20559454 Missense_Mutation SNP G A 21 280 c.1028C>T c.(1027-1029)CCA>CTA p.P343L

Pat_26 Post-Resistance ZP2 7783 37 16 21213081 21213081 Missense_Mutation SNP G A 37 284 c.1450C>T c.(1450-1452)CCA>TCA p.P484S

Pat_26 Post-Resistance SCNN1B 6338 37 16 23360188 23360188 Missense_Mutation SNP A T 5 154 c.268A>T c.(268-270)ATG>TTG p.M90L



Pat_26 Post-Resistance PRKCB 5579 37 16 24196465 24196465 Missense_Mutation SNP G A 9 249 c.1567G>A c.(1567-1569)GAT>AAT p.D523N

Pat_26 Post-Resistance ABCC11 85320 37 16 48209286 48209286 Missense_Mutation SNP G A 8 77 c.3581C>T c.(3580-3582)CCC>CTC p.P1194L

Pat_26 Post-Resistance HEATR3 55027 37 16 50118111 50118111 Missense_Mutation SNP C T 6 191 c.1199C>T c.(1198-1200)TCC>TTC p.S400F

Pat_26 Post-Resistance CDH3 1001 37 16 68679319 68679319 Missense_Mutation SNP C T 4 104 c.37C>T c.(37-39)CTT>TTT p.L13F

Pat_26 Post-Resistance ADAMTS18 170692 37 16 77359782 77359782 Missense_Mutation SNP T A 9 229 c.2013A>T c.(2011-2013)AAA>AAT p.K671N

Pat_26 Post-Resistance VAT1L 57687 37 16 77850891 77850891 Missense_Mutation SNP G A 16 290 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_26 Post-Resistance KCNG4 93107 37 16 84270809 84270809 Missense_Mutation SNP C T 5 183 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_26 Post-Resistance CRISPLD2 83716 37 16 84906599 84906599 Missense_Mutation SNP C T 22 367 c.983C>T c.(982-984)TCG>TTG p.S328L

Pat_26 Post-Resistance ABR 29 37 17 953422 953422 Splice_Site SNP C T 4 89 c.1660_splice c.e16-1 p.E554_splice

Pat_26 Post-Resistance SMG6 23293 37 17 1972173 1972173 Missense_Mutation SNP G A 13 165 c.3734C>T c.(3733-3735)CCT>CTT p.P1245L

Pat_26 Post-Resistance AMAC1L3 643664 37 17 7386000 7386000 Missense_Mutation SNP G A 25 182 c.697G>A c.(697-699)GGC>AGC p.G233S

Pat_26 Post-Resistance MYH8 4626 37 17 10315967 10315967 Missense_Mutation SNP A G 50 649 c.1226T>C c.(1225-1227)GTT>GCT p.V409A

Pat_26 Post-Resistance MYH4 4622 37 17 10356968 10356968 Missense_Mutation SNP C T 47 488 c.2926G>A c.(2926-2928)GAG>AAG p.E976K

Pat_26 Post-Resistance MYH1 4619 37 17 10406565 10406565 Missense_Mutation SNP C T 12 160 c.2692G>A c.(2692-2694)GAA>AAA p.E898K

Pat_26 Post-Resistance MYH2 4620 37 17 10428264 10428264 Missense_Mutation SNP C T 25 310 c.4781G>A c.(4780-4782)AGA>AAA p.R1594K

Pat_26 Post-Resistance CDRT1 374286 37 17 15522784 15522784 Missense_Mutation SNP G A 9 672 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Post-Resistance C17orf39 79018 37 17 17968502 17968502 Missense_Mutation SNP C T 30 176 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_26 Post-Resistance FBXW10 10517 37 17 18647600 18647600 Missense_Mutation SNP C T 30 267 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_26 Post-Resistance IFT20 90410 37 17 26657555 26657555 Splice_Site SNP C T 26 212 c.128_splice c.e3-1 p.K43_splice

Pat_26 Post-Resistance ACCN1 40 37 17 31355368 31355368 Missense_Mutation SNP C T 9 122 c.877G>A c.(877-879)GAG>AAG p.E293K

Pat_26 Post-Resistance SRCIN1 80725 37 17 36707439 36707439 Missense_Mutation SNP C T 5 33 c.2914G>A c.(2914-2916)GGC>AGC p.G972S

Pat_26 Post-Resistance STAC2 342667 37 17 37369806 37369806 Missense_Mutation SNP C T 36 396 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_26 Post-Resistance KRT16 3868 37 17 39767374 39767374 Missense_Mutation SNP C T 48 426 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_26 Post-Resistance 4-Sep 5414 37 17 56599121 56599122 Missense_Mutation DNP GG AA 31 294 c.890_891CC>TT c.(889-891)CCC>CTT p.P297L

Pat_26 Post-Resistance CA4 762 37 17 58235695 58235695 Missense_Mutation SNP A T 19 190 c.632A>T c.(631-633)GAG>GTG p.E211V

Pat_26 Post-Resistance ACE 1636 37 17 61570849 61570849 Missense_Mutation SNP G A 21 189 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_26 Post-Resistance PSMC5 5705 37 17 61908260 61908260 Missense_Mutation SNP C T 18 193 c.644C>T c.(643-645)TCT>TTT p.S215F

Pat_26 Post-Resistance TEX2 55852 37 17 62271078 62271078 Missense_Mutation SNP G A 5 134 c.2017C>T c.(2017-2019)CGC>TGC p.R673C

Pat_26 Post-Resistance CCDC46 201134 37 17 63637111 63637111 Missense_Mutation SNP C T 23 269 c.2770G>A c.(2770-2772)GAA>AAA p.E924K

Pat_26 Post-Resistance CANT1 124583 37 17 76993085 76993085 Missense_Mutation SNP G A 61 621 c.620C>T c.(619-621)ACC>ATC p.T207I

Pat_26 Post-Resistance TXNDC2 84203 37 18 9886894 9886894 Missense_Mutation SNP A G 9 267 c.418A>G c.(418-420)AAA>GAA p.K140E

Pat_26 Post-Resistance POTEC 388468 37 18 14542880 14542880 Missense_Mutation SNP G A 21 656 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_26 Post-Resistance ROCK1 6093 37 18 18586707 18586707 Nonsense_Mutation SNP G A 20 359 c.1591C>T c.(1591-1593)CAG>TAG p.Q531*

Pat_26 Post-Resistance LAMA3 3909 37 18 21526172 21526172 Missense_Mutation SNP G A 7 189 c.9275G>A c.(9274-9276)GGA>GAA p.G3092E

Pat_26 Post-Resistance SETBP1 26040 37 18 42643613 42643613 Missense_Mutation SNP G C 10 30 c.4741G>C c.(4741-4743)GCC>CCC p.A1581P

Pat_26 Post-Resistance RNF165 494470 37 18 44035938 44035938 Missense_Mutation SNP G A 7 69 c.818G>A c.(817-819)CGA>CAA p.R273Q

Pat_26 Post-Resistance STARD6 147323 37 18 51863532 51863532 Missense_Mutation SNP G A 7 259 c.230C>T c.(229-231)TCA>TTA p.S77L

Pat_26 Post-Resistance CCBE1 147372 37 18 57115221 57115221 Missense_Mutation SNP G A 11 189 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_26 Post-Resistance SERPINB2 5055 37 18 61582740 61582740 Missense_Mutation SNP C T 12 197 c.419C>T c.(418-420)TCC>TTC p.S140F

Pat_26 Post-Resistance ATP9B 374868 37 18 77132838 77132838 Missense_Mutation SNP C T 10 120 c.3026C>T c.(3025-3027)TCC>TTC p.S1009F

Pat_26 Post-Resistance NFATC1 4772 37 18 77171045 77171045 Missense_Mutation SNP C T 11 41 c.770C>T c.(769-771)TCC>TTC p.S257F

Pat_26 Post-Resistance TJP3 27134 37 19 3728653 3728653 Missense_Mutation SNP G A 4 80 c.157G>A c.(157-159)GGT>AGT p.G53S

Pat_26 Post-Resistance TJP3 27134 37 19 3734334 3734334 Missense_Mutation SNP A G 7 182 c.986A>G c.(985-987)GAC>GGC p.D329G

Pat_26 Post-Resistance ZFR2 23217 37 19 3831498 3831498 Missense_Mutation SNP G A 3 14 c.655C>T c.(655-657)CCT>TCT p.P219S

Pat_26 Post-Resistance RFX2 5990 37 19 6013085 6013085 Missense_Mutation SNP G A 16 453 c.811C>T c.(811-813)CGT>TGT p.R271C

Pat_26 Post-Resistance C3 718 37 19 6712584 6712584 Missense_Mutation SNP G A 28 448 c.1054C>T c.(1054-1056)CCC>TCC p.P352S

Pat_26 Post-Resistance MUC16 94025 37 19 9071925 9071925 Missense_Mutation SNP G A 38 551 c.15521C>T c.(15520-15522)TCC>TTC p.S5174F



Pat_26 Post-Resistance ZNF699 374879 37 19 9406866 9406866 Missense_Mutation SNP G A 6 216 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_26 Post-Resistance SMARCA4 6597 37 19 11136975 11136975 Splice_Site SNP G A 15 111 c.3169_splice c.e23-1 p.E1057_splice

Pat_26 Post-Resistance ACP5 54 37 19 11688119 11688119 Missense_Mutation SNP G A 4 122 c.14C>T c.(13-15)ACG>ATG p.T5M

Pat_26 Post-Resistance ZNF625 90589 37 19 12257002 12257002 Missense_Mutation SNP C T 7 117 c.31G>A c.(31-33)GAT>AAT p.D11N

Pat_26 Post-Resistance TRMT1 55621 37 19 13216194 13216194 Missense_Mutation SNP C T 49 411 c.1720G>A c.(1720-1722)GAA>AAA p.E574K

Pat_26 Post-Resistance LPHN1 22859 37 19 14273589 14273589 Missense_Mutation SNP C G 4 95 c.1039G>C c.(1039-1041)GCC>CCC p.A347P

Pat_26 Post-Resistance ELL 8178 37 19 18572645 18572645 Missense_Mutation SNP G A 10 288 c.487C>T c.(487-489)CGG>TGG p.R163W

Pat_26 Post-Resistance PBX4 80714 37 19 19681432 19681432 Missense_Mutation SNP C T 5 128 c.404G>A c.(403-405)CGA>CAA p.R135Q

Pat_26 Post-Resistance ZNF536 9745 37 19 31039483 31039483 Missense_Mutation SNP C T 10 140 c.2957C>T c.(2956-2958)TCC>TTC p.S986F

Pat_26 Post-Resistance TSHZ3 57616 37 19 31769341 31769341 Missense_Mutation SNP G C 18 176 c.1358C>G c.(1357-1359)ACG>AGG p.T453R

Pat_26 Post-Resistance SIPA1L3 23094 37 19 38621187 38621187 Missense_Mutation SNP G A 25 188 c.2918G>A c.(2917-2919)GGG>GAG p.G973E

Pat_26 Post-Resistance SIPA1L3 23094 37 19 38643532 38643532 Missense_Mutation SNP G A 7 333 c.3586G>A c.(3586-3588)GAT>AAT p.D1196N

Pat_26 Post-Resistance TIMM50 92609 37 19 39976330 39976330 Missense_Mutation SNP G A 40 234 c.684G>A c.(682-684)ATG>ATA p.M228I

Pat_26 Post-Resistance FCGBP 8857 37 19 40373993 40373993 Missense_Mutation SNP C T 5 172 c.12085G>A c.(12085-12087)GGG>AGG p.G4029R

Pat_26 Post-Resistance CYP2A6 1548 37 19 41354650 41354650 Missense_Mutation SNP C T 4 52 c.362G>A c.(361-363)GGG>GAG p.G121E

Pat_26 Post-Resistance CIC 23152 37 19 42795519 42795519 Missense_Mutation SNP C T 12 226 c.2599C>T c.(2599-2601)CCA>TCA p.P867S

Pat_26 Post-Resistance PPM1N 147699 37 19 46003802 46003803 Missense_Mutation DNP GG AA 5 87 c.1146_1147GG>AA144-1149)GGGGGA>GGAA p.G383R

Pat_26 Post-Resistance CCDC155 147872 37 19 49900950 49900950 Missense_Mutation SNP G A 42 377 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_26 Post-Resistance SCAF1 58506 37 19 50150084 50150085 Missense_Mutation DNP AC TT 4 61 c.475_476AC>TT c.(475-477)ACG>TTG p.T159L

Pat_26 Post-Resistance MYBPC2 4606 37 19 50964868 50964868 Missense_Mutation SNP G A 7 92 c.3001G>A c.(3001-3003)GAA>AAA p.E1001K

Pat_26 Post-Resistance KLK1 3816 37 19 51323644 51323645 Missense_Mutation DNP GG TA 42 566 c.261_262CC>TA259-264)GCCCAG>GCTAA p.Q88K

Pat_26 Post-Resistance KLK8 11202 37 19 51499463 51499463 Missense_Mutation SNP G A 6 147 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_26 Post-Resistance SIGLEC10 89790 37 19 51918507 51918507 Missense_Mutation SNP C T 28 236 c.1258G>A c.(1258-1260)GAA>AAA p.E420K

Pat_26 Post-Resistance ZNF432 9668 37 19 52537586 52537586 Missense_Mutation SNP C T 20 241 c.1346G>A c.(1345-1347)CGA>CAA p.R449Q

Pat_26 Post-Resistance ZNF578 147660 37 19 53014626 53014626 Missense_Mutation SNP C G 6 385 c.992C>G c.(991-993)ACA>AGA p.T331R

Pat_26 Post-Resistance ZSCAN4 201516 37 19 58187625 58187625 Missense_Mutation SNP G A 16 147 c.112G>A c.(112-114)GGG>AGG p.G38R

Pat_26 Post-Resistance NBAS 51594 37 2 15696937 15696937 Nonsense_Mutation SNP A T 29 242 c.179T>A c.(178-180)TTA>TAA p.L60*

Pat_26 Post-Resistance APOB 338 37 2 21236086 21236086 Missense_Mutation SNP G A 31 472 c.4162C>T c.(4162-4164)CGT>TGT p.R1388C

Pat_26 Post-Resistance DPYSL5 56896 37 2 27164901 27164901 Missense_Mutation SNP G T 12 290 c.1173G>T c.(1171-1173)AAG>AAT p.K391N

Pat_26 Post-Resistance DNAJC5G 285126 37 2 27503075 27503075 Missense_Mutation SNP G A 20 305 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_26 Post-Resistance RBKS 64080 37 2 28050589 28050589 Missense_Mutation SNP C T 3 70 c.640G>A c.(640-642)GCT>ACT p.A214T

Pat_26 Post-Resistance XDH 7498 37 2 31605866 31605867 Splice_Site DNP CC TT 4 127 c.1038_splice c.e11+1 p.A346_splice

Pat_26 Post-Resistance PRKCE 5581 37 2 46207491 46207491 Missense_Mutation SNP G T 26 224 c.664G>T c.(664-666)GGG>TGG p.G222W

Pat_26 Post-Resistance BCL11A 53335 37 2 60689281 60689281 Missense_Mutation SNP C T 6 108 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_26 Post-Resistance USP34 9736 37 2 61605504 61605504 Missense_Mutation SNP G C 26 187 c.1070C>G c.(1069-1071)ACA>AGA p.T357R

Pat_26 Post-Resistance DYSF 8291 37 2 71797734 71797734 Missense_Mutation SNP G A 6 72 c.3037G>A c.(3037-3039)GAG>AAG p.E1013K

Pat_26 Post-Resistance SLC4A5 57835 37 2 74481792 74481792 Missense_Mutation SNP G A 36 418 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_26 Post-Resistance TRIM43 129868 37 2 96259896 96259896 Missense_Mutation SNP C T 3 75 c.125C>T c.(124-126)TCG>TTG p.S42L

Pat_26 Post-Resistance LOC285033 285033 37 2 96906408 96906408 Missense_Mutation SNP C T 15 144 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_26 Post-Resistance TSGA10 80705 37 2 99634699 99634699 Missense_Mutation SNP C T 23 155 c.2036G>A c.(2035-2037)CGA>CAA p.R679Q

Pat_26 Post-Resistance ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 4 77 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_26 Post-Resistance RGPD4 285190 37 2 108488208 108488208 Missense_Mutation SNP G A 60 654 c.3748G>A c.(3748-3750)GAT>AAT p.D1250N

Pat_26 Post-Resistance SLC5A7 60482 37 2 108626702 108626702 Missense_Mutation SNP A T 15 152 c.1128A>T c.(1126-1128)GAA>GAT p.E376D

Pat_26 Post-Resistance SULT1C2 6819 37 2 108921643 108921643 Nonsense_Mutation SNP G A 29 283 c.518G>A c.(517-519)TGG>TAG p.W173*

Pat_26 Post-Resistance SULT1C4 27233 37 2 108999611 108999611 Missense_Mutation SNP G T 12 105 c.456G>T c.(454-456)ATG>ATT p.M152I

Pat_26 Post-Resistance PSD4 23550 37 2 113955328 113955328 Missense_Mutation SNP G A 8 183 c.2462G>A c.(2461-2463)GGA>GAA p.G821E

Pat_26 Post-Resistance RALB 5899 37 2 121047325 121047325 Missense_Mutation SNP G A 3 74 c.493G>A c.(493-495)GTG>ATG p.V165M



Pat_26 Post-Resistance LRP1B 53353 37 2 141298592 141298592 Missense_Mutation SNP T C 54 352 c.7463A>G c.(7462-7464)AAT>AGT p.N2488S

Pat_26 Post-Resistance LRP1B 53353 37 2 141359209 141359209 Splice_Site SNP C T 5 41 c.6800_splice c.e42-1 p.N2267_splice

Pat_26 Post-Resistance NEB 4703 37 2 152466537 152466537 Missense_Mutation SNP C T 6 80 c.11387G>A c.(11386-11388)GGA>GAA p.G3796E

Pat_26 Post-Resistance GRB14 2888 37 2 165365320 165365320 Missense_Mutation SNP C T 10 229 c.859G>A c.(859-861)GAT>AAT p.D287N

Pat_26 Post-Resistance SCN3A 6328 37 2 166032843 166032843 Missense_Mutation SNP G A 19 196 c.62C>T c.(61-63)TCT>TTT p.S21F

Pat_26 Post-Resistance XIRP2 129446 37 2 167760216 167760216 Missense_Mutation SNP C T 3 86 c.224C>T c.(223-225)CCG>CTG p.P75L

Pat_26 Post-Resistance LRP2 4036 37 2 170147469 170147469 Missense_Mutation SNP C T 12 136 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_26 Post-Resistance TTN 7273 37 2 179416831 179416831 Missense_Mutation SNP C T 32 346 c.83092G>A c.(83092-83094)GAA>AAA p.E27698K

Pat_26 Post-Resistance TTN 7273 37 2 179427038 179427038 Missense_Mutation SNP C T 8 110 c.76117G>A c.(76117-76119)GAA>AAA p.E25373K

Pat_26 Post-Resistance TTN 7273 37 2 179430017 179430017 Missense_Mutation SNP C T 7 222 c.73138G>A c.(73138-73140)GGA>AGA p.G24380R

Pat_26 Post-Resistance TTN 7273 37 2 179569999 179569999 Missense_Mutation SNP C T 5 71 c.25774G>A c.(25774-25776)GAA>AAA p.E8592K

Pat_26 Post-Resistance FAM171B 165215 37 2 187615998 187615998 Missense_Mutation SNP C T 11 102 c.862C>T c.(862-864)CGC>TGC p.R288C

Pat_26 Post-Resistance COL5A2 1290 37 2 189910528 189910528 Missense_Mutation SNP G A 8 134 c.3307C>T c.(3307-3309)CCG>TCG p.P1103S

Pat_26 Post-Resistance ANKAR 150709 37 2 190606067 190606067 Splice_Site SNP G A 11 132 c.3488_splice c.e19-1 p.G1163_splice

Pat_26 Post-Resistance NAB1 4664 37 2 191550329 191550329 Missense_Mutation SNP C T 22 192 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_26 Post-Resistance ICA1L 130026 37 2 203684548 203684548 Missense_Mutation SNP G A 19 119 c.434C>T c.(433-435)ACC>ATC p.T145I

Pat_26 Post-Resistance CPS1 1373 37 2 211444459 211444459 Missense_Mutation SNP G A 26 241 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Post-Resistance ATIC 471 37 2 216182921 216182921 Missense_Mutation SNP G A 54 386 c.188G>A c.(187-189)GGA>GAA p.G63E

Pat_26 Post-Resistance VIL1 7429 37 2 219301222 219301222 Missense_Mutation SNP T C 41 483 c.1844T>C c.(1843-1845)CTG>CCG p.L615P

Pat_26 Post-Resistance TTLL4 9654 37 2 219603034 219603034 Missense_Mutation SNP C T 21 200 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_26 Post-Resistance SGPP2 130367 37 2 223389667 223389667 Missense_Mutation SNP C T 4 133 c.563C>T c.(562-564)CCA>CTA p.P188L

Pat_26 Post-Resistance ALPPL2 251 37 2 233272555 233272555 Missense_Mutation SNP G A 23 154 c.476G>A c.(475-477)GGA>GAA p.G159E

Pat_26 Post-Resistance PER2 8864 37 2 239186525 239186525 Missense_Mutation SNP G A 9 87 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_26 Post-Resistance ANO7 50636 37 2 242139610 242139610 Missense_Mutation SNP C T 16 127 c.686C>T c.(685-687)TCC>TTC p.S229F

Pat_26 Post-Resistance FARP2 9855 37 2 242380792 242380792 Missense_Mutation SNP C T 36 222 c.1232C>T c.(1231-1233)CCC>CTC p.P411L

Pat_26 Post-Resistance D2HGDH 728294 37 2 242695408 242695408 Missense_Mutation SNP G A 4 107 c.1285G>A c.(1285-1287)GTG>ATG p.V429M

Pat_26 Post-Resistance TMC2 117532 37 20 2572971 2572971 Missense_Mutation SNP C T 16 258 c.850C>T c.(850-852)CCC>TCC p.P284S

Pat_26 Post-Resistance SEL1L2 80343 37 20 13846138 13846138 Missense_Mutation SNP A C 8 91 c.1427T>G c.(1426-1428)CTA>CGA p.L476R

Pat_26 Post-Resistance XKR7 343702 37 20 30585052 30585052 Missense_Mutation SNP C T 6 193 c.1532C>T c.(1531-1533)CCA>CTA p.P511L

Pat_26 Post-Resistance ITCH 83737 37 20 32981622 32981622 Missense_Mutation SNP C T 11 425 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_26 Post-Resistance STAU1 6780 37 20 47739771 47739771 Missense_Mutation SNP G A 18 190 c.824C>T c.(823-825)CCA>CTA p.P275L

Pat_26 Post-Resistance DDX27 55661 37 20 47858702 47858702 Missense_Mutation SNP G A 4 114 c.2168G>A c.(2167-2169)CGG>CAG p.R723Q

Pat_26 Post-Resistance SRRD 402055 37 22 26884387 26884387 Missense_Mutation SNP C T 62 558 c.542C>T c.(541-543)CCT>CTT p.P181L

Pat_26 Post-Resistance GAL3ST1 9514 37 22 30951719 30951719 Missense_Mutation SNP C T 17 249 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_26 Post-Resistance TCN2 6948 37 22 31008971 31008971 Missense_Mutation SNP G T 6 155 c.369G>T c.(367-369)AAG>AAT p.K123N

Pat_26 Post-Resistance SMTN 6525 37 22 31487688 31487688 Missense_Mutation SNP C T 13 248 c.1487C>T c.(1486-1488)CCG>CTG p.P496L

Pat_26 Post-Resistance SYNGR1 9145 37 22 39777743 39777743 Missense_Mutation SNP G A 5 252 c.526G>A c.(526-528)GCC>ACC p.A176T

Pat_26 Post-Resistance EP300 2033 37 22 41531849 41531850 Missense_Mutation DNP GG AA 16 178 .1561_1562GG>AAc.(1561-1563)GGA>AAA p.G521K

Pat_26 Post-Resistance CYP2D6 1565 37 22 42523908 42523908 Missense_Mutation SNP C T 20 303 c.921G>A c.(919-921)ATG>ATA p.M307I

Pat_26 Post-Resistance SAPS2 9701 37 22 50874861 50874861 Missense_Mutation SNP C T 7 20 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_26 Post-Resistance SBF1 6305 37 22 50885576 50885576 Missense_Mutation SNP C T 3 54 c.5677G>A c.(5677-5679)GCC>ACC p.A1893T

Pat_26 Post-Resistance CHL1 10752 37 3 382573 382573 Missense_Mutation SNP C T 18 146 c.482C>T c.(481-483)CCT>CTT p.P161L

Pat_26 Post-Resistance ZNF385D 79750 37 3 21552508 21552508 Missense_Mutation SNP G A 7 95 c.284C>T c.(283-285)GCT>GTT p.A95V

Pat_26 Post-Resistance ARPP21 10777 37 3 35833903 35833903 Missense_Mutation SNP G A 39 440 c.2062G>A c.(2062-2064)GGA>AGA p.G688R

Pat_26 Post-Resistance SCN11A 11280 37 3 38946734 38946734 Nonsense_Mutation SNP G A 30 257 c.1552C>T c.(1552-1554)CAA>TAA p.Q518*

Pat_26 Post-Resistance SCN11A 11280 37 3 38949450 38949450 Missense_Mutation SNP C A 11 91 c.1463G>T c.(1462-1464)TGC>TTC p.C488F

Pat_26 Post-Resistance VIPR1 7433 37 3 42577630 42577630 Missense_Mutation SNP G A 3 43 c.1231G>A c.(1231-1233)GTC>ATC p.V411I



Pat_26 Post-Resistance CDCP1 64866 37 3 45153823 45153823 Missense_Mutation SNP C T 95 669 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_26 Post-Resistance CBLB 868 37 3 105464833 105464833 Missense_Mutation SNP G A 37 366 c.773C>T c.(772-774)CCA>CTA p.P258L

Pat_26 Post-Resistance GUCA1C 9626 37 3 108672495 108672495 Missense_Mutation SNP C T 27 299 c.115G>A c.(115-117)GAA>AAA p.E39K

Pat_26 Post-Resistance WDR52 55779 37 3 113146126 113146126 Missense_Mutation SNP C T 6 110 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_26 Post-Resistance POLQ 10721 37 3 121256023 121256023 Missense_Mutation SNP C T 24 314 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_26 Post-Resistance SLC15A2 6565 37 3 121647395 121647395 Missense_Mutation SNP C T 26 281 c.1334C>T c.(1333-1335)TCC>TTC p.S445F

Pat_26 Post-Resistance MYLK 4638 37 3 123457860 123457861 Missense_Mutation DNP CC TT 4 80 c.471_472GG>AA469-474)GGGGAG>GGAA p.E158K

Pat_26 Post-Resistance SEC61A1 29927 37 3 127786827 127786827 Missense_Mutation SNP T C 53 495 c.1169T>C c.(1168-1170)GTT>GCT p.V390A

Pat_26 Post-Resistance COL6A6 131873 37 3 130311915 130311915 Missense_Mutation SNP G A 52 589 c.4382G>A c.(4381-4383)GGG>GAG p.G1461E

Pat_26 Post-Resistance ATP2C1 27032 37 3 130698165 130698165 Missense_Mutation SNP C T 41 290 c.1643C>T c.(1642-1644)CCT>CTT p.P548L

Pat_26 Post-Resistance DNAJC13 23317 37 3 132169656 132169656 Missense_Mutation SNP G A 18 142 c.502G>A c.(502-504)GGA>AGA p.G168R

Pat_26 Post-Resistance AMOTL2 51421 37 3 134090038 134090038 Nonsense_Mutation SNP G A 9 64 c.412C>T c.(412-414)CAG>TAG p.Q138*

Pat_26 Post-Resistance B3GNT5 84002 37 3 182988256 182988256 Missense_Mutation SNP C T 33 370 c.670C>T c.(670-672)CAT>TAT p.H224Y

Pat_26 Post-Resistance DVL3 1857 37 3 183885727 183885727 Missense_Mutation SNP T C 19 299 c.1372T>C c.(1372-1374)TTC>CTC p.F458L

Pat_26 Post-Resistance OSTalpha 200931 37 3 195955029 195955029 Missense_Mutation SNP G A 59 624 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_26 Post-Resistance RGS12 6002 37 4 3418686 3418686 Missense_Mutation SNP C T 32 294 c.2474C>T c.(2473-2475)TCC>TTC p.S825F

Pat_26 Post-Resistance GBA3 57733 37 4 22748945 22748945 Missense_Mutation SNP G A 11 282 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_26 Post-Resistance GABRB1 2560 37 4 47408782 47408782 Missense_Mutation SNP G A 17 163 c.919G>A c.(919-921)GAT>AAT p.D307N

Pat_26 Post-Resistance KDR 3791 37 4 55984966 55984966 Missense_Mutation SNP C T 4 96 c.163G>A c.(163-165)GGA>AGA p.G55R

Pat_26 Post-Resistance UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 13 190 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_26 Post-Resistance UGT2B28 54490 37 4 70148286 70148286 Missense_Mutation SNP G A 28 251 c.776G>A c.(775-777)CGA>CAA p.R259Q

Pat_26 Post-Resistance CENPE 1062 37 4 104057392 104057392 Missense_Mutation SNP G A 14 152 c.6428C>T c.(6427-6429)TCA>TTA p.S2143L

Pat_26 Post-Resistance GSTCD 79807 37 4 106766720 106766721 Missense_Mutation DNP GG AA 6 97 .1888_1889GG>AAc.(1888-1890)GGA>AAA p.G630K

Pat_26 Post-Resistance FAT4 79633 37 4 126372621 126372621 Missense_Mutation SNP G A 33 247 c.10450G>A c.(10450-10452)GAT>AAT p.D3484N

Pat_26 Post-Resistance FAT4 79633 37 4 126398438 126398438 Missense_Mutation SNP G A 38 342 c.12422G>A c.(12421-12423)GGA>GAA p.G4141E

Pat_26 Post-Resistance ARFIP1 27236 37 4 153750802 153750802 Missense_Mutation SNP C T 5 251 c.17C>T c.(16-18)CCC>CTC p.P6L

Pat_26 Post-Resistance GLRA3 8001 37 4 175598335 175598335 Missense_Mutation SNP G A 12 133 c.821C>T c.(820-822)TCA>TTA p.S274L

Pat_26 Post-Resistance CTNND2 1501 37 5 10992705 10992705 Missense_Mutation SNP G A 8 155 c.3169C>T c.(3169-3171)CCC>TCC p.P1057S

Pat_26 Post-Resistance FBXL7 23194 37 5 15928154 15928154 Missense_Mutation SNP C T 3 80 c.283C>T c.(283-285)CGC>TGC p.R95C

Pat_26 Post-Resistance CDH18 1016 37 5 19721546 19721546 Missense_Mutation SNP C T 13 211 c.553G>A c.(553-555)GAT>AAT p.D185N

Pat_26 Post-Resistance CDH18 1016 37 5 19839093 19839093 Missense_Mutation SNP C T 13 118 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_26 Post-Resistance PRDM9 56979 37 5 23509648 23509648 Missense_Mutation SNP G A 23 239 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_26 Post-Resistance CDH10 1008 37 5 24487995 24487995 Missense_Mutation SNP T A 9 181 c.2144A>T c.(2143-2145)AAT>ATT p.N715I

Pat_26 Post-Resistance PDZD2 23037 37 5 32087434 32087434 Missense_Mutation SNP G A 18 117 c.3880G>A c.(3880-3882)GAG>AAG p.E1294K

Pat_26 Post-Resistance LMBRD2 92255 37 5 36123060 36123060 Missense_Mutation SNP G A 5 25 c.826C>T c.(826-828)CCT>TCT p.P276S

Pat_26 Post-Resistance MARVELD2 153562 37 5 68728399 68728399 Missense_Mutation SNP A G 10 88 c.1228A>G c.(1228-1230)AAT>GAT p.N410D

Pat_26 Post-Resistance ENC1 8507 37 5 73930869 73930869 Missense_Mutation SNP G A 15 177 c.1442C>T c.(1441-1443)CCC>CTC p.P481L

Pat_26 Post-Resistance SPZ1 84654 37 5 79616605 79616605 Missense_Mutation SNP C G 6 151 c.571C>G c.(571-573)CAG>GAG p.Q191E

Pat_26 Post-Resistance ANKRD34B 340120 37 5 79854638 79854638 Missense_Mutation SNP G A 14 106 c.1201C>T c.(1201-1203)CCT>TCT p.P401S

Pat_26 Post-Resistance GPR98 84059 37 5 89988548 89988548 Missense_Mutation SNP C T 6 28 c.7078C>T c.(7078-7080)CGT>TGT p.R2360C

Pat_26 Post-Resistance GPR98 84059 37 5 90024556 90024556 Missense_Mutation SNP C T 24 275 c.10232C>T c.(10231-10233)GCC>GTC p.A3411V

Pat_26 Post-Resistance GPR98 84059 37 5 90111487 90111487 Missense_Mutation SNP G A 3 21 c.16130G>A c.(16129-16131)GGA>GAA p.G5377E

Pat_26 Post-Resistance PAM 5066 37 5 102345512 102345512 Missense_Mutation SNP G A 15 145 c.2273G>A c.(2272-2274)GGA>GAA p.G758E

Pat_26 Post-Resistance SNCAIP 9627 37 5 121739548 121739548 Missense_Mutation SNP G A 16 344 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_26 Post-Resistance KIF3A 11127 37 5 132051999 132051999 Missense_Mutation SNP G A 4 153 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_26 Post-Resistance PCDHA1 56147 37 5 140166416 140166416 Missense_Mutation SNP G A 17 77 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_26 Post-Resistance PCDHGB3 56102 37 5 140752101 140752101 Missense_Mutation SNP C T 20 209 c.2140C>T c.(2140-2142)CGC>TGC p.R714C



Pat_26 Post-Resistance PPARGC1B 133522 37 5 149212900 149212900 Missense_Mutation SNP C T 4 73 c.1264C>T c.(1264-1266)CGG>TGG p.R422W

Pat_26 Post-Resistance MFAP3 4238 37 5 153432575 153432575 Missense_Mutation SNP C T 43 369 c.391C>T c.(391-393)CGT>TGT p.R131C

Pat_26 Post-Resistance EBF1 1879 37 5 158523996 158523996 Missense_Mutation SNP C T 3 64 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_26 Post-Resistance GABRB2 2561 37 5 160753392 160753392 Missense_Mutation SNP C T 12 204 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_26 Post-Resistance SCAND3 114821 37 6 28540442 28540442 Missense_Mutation SNP C T 20 185 c.3224G>A c.(3223-3225)CGA>CAA p.R1075Q

Pat_26 Post-Resistance TRIM26 7726 37 6 30166508 30166508 Missense_Mutation SNP G A 3 56 c.373C>T c.(373-375)CGG>TGG p.R125W

Pat_26 Post-Resistance C4A 720 37 6 31963519 31963519 Missense_Mutation SNP C T 18 320 c.3178C>T c.(3178-3180)CGG>TGG p.R1060W

Pat_26 Post-Resistance DNAH8 1769 37 6 38875853 38875853 Missense_Mutation SNP C T 4 58 c.8819C>T c.(8818-8820)TCA>TTA p.S2940L

Pat_26 Post-Resistance GLP1R 2740 37 6 39046935 39046935 Missense_Mutation SNP A T 40 450 c.1002A>T c.(1000-1002)AAA>AAT p.K334N

Pat_26 Post-Resistance SLC22A7 10864 37 6 43266358 43266358 Missense_Mutation SNP G A 6 40 c.262G>A c.(262-264)GCT>ACT p.A88T

Pat_26 Post-Resistance MEP1A 4224 37 6 46800961 46800961 Missense_Mutation SNP C T 20 158 c.1295C>T c.(1294-1296)CCC>CTC p.P432L

Pat_26 Post-Resistance GPR110 266977 37 6 46977301 46977301 Missense_Mutation SNP G A 4 68 c.1870C>T c.(1870-1872)CGT>TGT p.R624C

Pat_26 Post-Resistance COL21A1 81578 37 6 55933885 55933885 Missense_Mutation SNP C T 5 44 c.2050G>A c.(2050-2052)GAA>AAA p.E684K

Pat_26 Post-Resistance BAI3 577 37 6 70082297 70082297 Splice_Site SNP G A 4 41 c.4240_splice c.e30-1 p.R1414_splice

Pat_26 Post-Resistance WISP3 8838 37 6 112390739 112390739 Nonsense_Mutation SNP G A 12 154 c.981G>A c.(979-981)TGG>TGA p.W327*

Pat_26 Post-Resistance NT5DC1 221294 37 6 116544279 116544279 Missense_Mutation SNP C T 26 217 c.787C>T c.(787-789)CCT>TCT p.P263S

Pat_26 Post-Resistance ARG1 383 37 6 131900341 131900341 Missense_Mutation SNP G A 8 117 c.221G>A c.(220-222)GGA>GAA p.G74E

Pat_26 Post-Resistance CTAGE9 643854 37 6 132031227 132031227 Missense_Mutation SNP G A 19 73 c.931C>T c.(931-933)CCG>TCG p.P311S

Pat_26 Post-Resistance LATS1 9113 37 6 149997811 149997811 Nonsense_Mutation SNP G A 13 58 c.2656C>T c.(2656-2658)CGA>TGA p.R886*

Pat_26 Post-Resistance SYNE1 23345 37 6 152730807 152730807 Missense_Mutation SNP C T 17 156 c.6268G>A c.(6268-6270)GAA>AAA p.E2090K

Pat_26 Post-Resistance PHF10 55274 37 6 170115848 170115848 Missense_Mutation SNP C T 20 151 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_26 Post-Resistance DLL1 28514 37 6 170592725 170592725 Missense_Mutation SNP C T 3 28 c.1642G>A c.(1642-1644)GTG>ATG p.V548M

Pat_26 Post-Resistance RADIL 55698 37 7 4874803 4874803 Missense_Mutation SNP G A 4 56 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_26 Post-Resistance RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 26 418 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_26 Post-Resistance DFNA5 1687 37 7 24789342 24789342 Missense_Mutation SNP C T 39 338 c.52G>A c.(52-54)GAC>AAC p.D18N

Pat_26 Post-Resistance OGDH 4967 37 7 44734078 44734078 Missense_Mutation SNP C T 14 149 c.1571C>T c.(1570-1572)CCG>CTG p.P524L

Pat_26 Post-Resistance TNS3 64759 37 7 47343138 47343138 Missense_Mutation SNP G A 7 19 c.2867C>T c.(2866-2868)CCC>CTC p.P956L

Pat_26 Post-Resistance ABCA13 154664 37 7 48353922 48353922 Missense_Mutation SNP G A 6 37 c.9775G>A c.(9775-9777)GAT>AAT p.D3259N

Pat_26 Post-Resistance AUTS2 26053 37 7 70255866 70255866 Missense_Mutation SNP C A 5 100 c.3664C>A c.(3664-3666)CCG>ACG p.P1222T

Pat_26 Post-Resistance DTX2 113878 37 7 76134733 76134733 Missense_Mutation SNP T C 4 42 c.1684T>C c.(1684-1686)TTC>CTC p.F562L

Pat_26 Post-Resistance RSBN1L 222194 37 7 77408468 77408468 Missense_Mutation SNP G A 3 72 c.2524G>A c.(2524-2526)GAT>AAT p.D842N

Pat_26 Post-Resistance PCLO 27445 37 7 82764309 82764309 Missense_Mutation SNP C T 24 271 c.2557G>A c.(2557-2559)GAA>AAA p.E853K

Pat_26 Post-Resistance SEMA3A 10371 37 7 83592633 83592633 Missense_Mutation SNP C T 22 241 c.1748G>A c.(1747-1749)AGA>AAA p.R583K

Pat_26 Post-Resistance EPHB4 2050 37 7 100410379 100410379 Missense_Mutation SNP G A 8 66 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_26 Post-Resistance SPDYE6 729597 37 7 101989089 101989089 Missense_Mutation SNP C T 9 271 c.784G>A c.(784-786)GAC>AAC p.D262N

Pat_26 Post-Resistance SRPK2 6733 37 7 104783638 104783638 Missense_Mutation SNP G A 26 191 c.920C>T c.(919-921)ACC>ATC p.T307I

Pat_26 Post-Resistance MGAM 8972 37 7 141731520 141731520 Missense_Mutation SNP C T 32 298 c.1511C>T c.(1510-1512)CCC>CTC p.P504L

Pat_26 Post-Resistance OR2F2 135948 37 7 143633023 143633023 Missense_Mutation SNP G A 10 160 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_26 Post-Resistance GIMAP5 55340 37 7 150439711 150439711 Missense_Mutation SNP G C 33 476 c.484G>C c.(484-486)GAT>CAT p.D162H

Pat_26 Post-Resistance VIPR2 7434 37 7 158902542 158902542 Missense_Mutation SNP G A 20 220 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_26 Post-Resistance CSMD1 64478 37 8 3059206 3059206 Missense_Mutation SNP C T 3 42 c.5029G>A c.(5029-5031)GAT>AAT p.D1677N

Pat_26 Post-Resistance SLC18A1 6570 37 8 20007227 20007227 Missense_Mutation SNP G A 7 96 c.1106C>T c.(1105-1107)TCC>TTC p.S369F

Pat_26 Post-Resistance HR 55806 37 8 21976539 21976540 Missense_Mutation DNP GG AA 9 197 c.3136_3137CC>TTc.(3136-3138)CCG>TTG p.P1046L

Pat_26 Post-Resistance ADAMDEC1 27299 37 8 24251607 24251607 Missense_Mutation SNP G A 15 205 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_26 Post-Resistance ADAM7 8756 37 8 24339742 24339742 Missense_Mutation SNP G A 9 99 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_26 Post-Resistance BNIP3L 665 37 8 26252780 26252780 Missense_Mutation SNP G A 17 143 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_26 Post-Resistance BNIP3L 665 37 8 26252782 26252782 Missense_Mutation SNP T A 17 149 c.321T>A c.(319-321)GAT>GAA p.D107E



Pat_26 Post-Resistance SCARA3 51435 37 8 27516870 27516870 Missense_Mutation SNP G A 7 92 c.1183G>A c.(1183-1185)GAG>AAG p.E395K

Pat_26 Post-Resistance FBXO16 157574 37 8 28340887 28340887 Missense_Mutation SNP T G 27 342 c.77A>C c.(76-78)AAC>ACC p.N26T

Pat_26 Post-Resistance MCM4 4173 37 8 48877195 48877195 Missense_Mutation SNP C T 18 158 c.755C>T c.(754-756)TCA>TTA p.S252L

Pat_26 Post-Resistance FAM110B 90362 37 8 59058956 59058956 Missense_Mutation SNP C T 16 115 c.167C>T c.(166-168)GCC>GTC p.A56V

Pat_26 Post-Resistance NSMAF 8439 37 8 59508216 59508216 Missense_Mutation SNP C T 20 110 c.1795G>A c.(1795-1797)GAA>AAA p.E599K

Pat_26 Post-Resistance ARFGEF1 10565 37 8 68170417 68170417 Missense_Mutation SNP G A 10 109 c.2344C>T c.(2344-2346)CGT>TGT p.R782C

Pat_26 Post-Resistance CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 11 177 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_26 Post-Resistance INTS8 55656 37 8 95840000 95840000 Missense_Mutation SNP C T 48 467 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_26 Post-Resistance VPS13B 157680 37 8 100791192 100791192 Missense_Mutation SNP C T 24 363 c.7787C>T c.(7786-7788)TCT>TTT p.S2596F

Pat_26 Post-Resistance TRHR 7201 37 8 110131570 110131570 Missense_Mutation SNP C A 23 304 c.1083C>A c.(1081-1083)GAC>GAA p.D361E

Pat_26 Post-Resistance COL14A1 7373 37 8 121210152 121210152 Missense_Mutation SNP G A 5 74 c.695G>A c.(694-696)GGA>GAA p.G232E

Pat_26 Post-Resistance ADCY8 114 37 8 131880114 131880114 Missense_Mutation SNP G T 17 144 c.2188C>A c.(2188-2190)CAA>AAA p.Q730K

Pat_26 Post-Resistance COL22A1 169044 37 8 139727950 139727950 Missense_Mutation SNP C T 21 191 c.2492G>A c.(2491-2493)GGA>GAA p.G831E

Pat_26 Post-Resistance COL22A1 169044 37 8 139815131 139815131 Missense_Mutation SNP C T 16 124 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_26 Post-Resistance MAPK15 225689 37 8 144803950 144803950 Missense_Mutation SNP C T 20 125 c.1358C>T c.(1357-1359)CCC>CTC p.P453L

Pat_26 Post-Resistance EPPK1 83481 37 8 144942527 144942527 Missense_Mutation SNP C T 16 304 c.4895G>A c.(4894-4896)GGA>GAA p.G1632E

Pat_26 Post-Resistance CPSF1 29894 37 8 145621935 145621935 Missense_Mutation SNP G A 26 221 c.2704C>T c.(2704-2706)CGT>TGT p.R902C

Pat_26 Post-Resistance RANBP6 26953 37 9 6012658 6012658 Missense_Mutation SNP T G 5 237 c.2950A>C c.(2950-2952)ATA>CTA p.I984L

Pat_26 Post-Resistance GLDC 2731 37 9 6534743 6534743 Missense_Mutation SNP G A 4 159 c.2884C>T c.(2884-2886)CGG>TGG p.R962W

Pat_26 Post-Resistance CDKN2A 1029 37 9 21971017 21971017 Missense_Mutation SNP G A 20 97 c.341C>T c.(340-342)CCC>CTC p.P114L

Pat_26 Post-Resistance UNC13B 10497 37 9 35400332 35400332 Missense_Mutation SNP T G 44 370 c.4129T>G c.(4129-4131)TTC>GTC p.F1377V

Pat_26 Post-Resistance ALDH1B1 219 37 9 38395779 38395779 Missense_Mutation SNP C T 26 181 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_26 Post-Resistance FAM22F 54754 37 9 97082748 97082748 Missense_Mutation SNP G C 4 68 c.1110C>G c.(1108-1110)AAC>AAG p.N370K

Pat_26 Post-Resistance COL15A1 1306 37 9 101797339 101797339 Missense_Mutation SNP A G 3 102 c.2123A>G c.(2122-2124)AAG>AGG p.K708R

Pat_26 Post-Resistance SVEP1 79987 37 9 113171099 113171099 Missense_Mutation SNP G A 33 347 c.6781C>T c.(6781-6783)CCT>TCT p.P2261S

Pat_26 Post-Resistance ZNF883 169834 37 9 115760269 115760269 Missense_Mutation SNP G A 7 94 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_26 Post-Resistance CRB2 286204 37 9 126133014 126133014 Missense_Mutation SNP C T 4 82 c.1682C>T c.(1681-1683)CCG>CTG p.P561L

Pat_26 Post-Resistance PPP2R4 5524 37 9 131890300 131890300 Missense_Mutation SNP G A 3 45 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_26 Post-Resistance ASB6 140459 37 9 132400230 132400230 Missense_Mutation SNP C T 7 77 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_26 Post-Resistance TTF1 7270 37 9 135251433 135251433 Nonsense_Mutation SNP G A 6 144 c.2587C>T c.(2587-2589)CGA>TGA p.R863*

Pat_26 Post-Resistance REXO4 57109 37 9 136277539 136277539 Missense_Mutation SNP G T 72 571 c.790C>A c.(790-792)CGT>AGT p.R264S

Pat_26 Post-Resistance C9orf172 389813 37 9 139740328 139740328 Missense_Mutation SNP C T 3 24 c.1462C>T c.(1462-1464)CGG>TGG p.R488W

Pat_26 Post-Resistance SCML2 10389 37 X 18323215 18323215 Missense_Mutation SNP G A 49 279 c.607C>T c.(607-609)CAT>TAT p.H203Y

Pat_26 Post-Resistance DCAF8L1 139425 37 X 27999163 27999163 Missense_Mutation SNP C T 20 143 c.289G>A c.(289-291)GAG>AAG p.E97K

Pat_26 Post-Resistance BRWD3 254065 37 X 79943625 79943625 Splice_Site SNP C T 16 94 c.3808_splice c.e34-1 p.D1270_splice

Pat_26 Post-Resistance NRK 203447 37 X 105159770 105159770 Missense_Mutation SNP C T 17 71 c.2398C>T c.(2398-2400)CAT>TAT p.H800Y

Pat_26 Post-Resistance VSIG1 340547 37 X 107320552 107320552 Nonsense_Mutation SNP G T 34 158 c.1105G>T c.(1105-1107)GAG>TAG p.E369*

Pat_26 Post-Resistance COL4A5 1287 37 X 107858195 107858195 Missense_Mutation SNP G A 19 68 c.2450G>A c.(2449-2451)GGA>GAA p.G817E

Pat_26 Post-Resistance COL4A5 1287 37 X 107923915 107923915 Missense_Mutation SNP C T 7 64 c.3949C>T c.(3949-3951)CCT>TCT p.P1317S

Pat_26 Post-Resistance IGSF1 3547 37 X 130410004 130410004 Missense_Mutation SNP T A 15 71 c.2827A>T c.(2827-2829)ATC>TTC p.I943F

Pat_26 Post-Resistance MAGEC1 9947 37 X 140995273 140995273 Missense_Mutation SNP C T 8 31 c.2083C>T c.(2083-2085)CCT>TCT p.P695S

Pat_29 Pre-Treatment PTEN 5728 37 10 89653815 89653815 Missense_Mutation SNP C A 19 114 c.113C>A c.(112-114)CCT>CAT p.P38H

Pat_29 Pre-Treatment GOLGA8E 390535 37 15 23444064 23444064 Missense_Mutation SNP G C 12 35 c.719G>C c.(718-720)AGT>ACT p.S240T

Pat_29 Pre-Treatment MPP2 4355 37 17 41957260 41957260 Missense_Mutation SNP G A 15 123 c.1378C>T c.(1378-1380)CGC>TGC p.R460C

Pat_29 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 5 56 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_29 Pre-Treatment SCN9A 6335 37 2 167133552 167133552 Missense_Mutation SNP C T 52 404 c.2782G>A c.(2782-2784)GCT>ACT p.A928T

Pat_29 Pre-Treatment PTGIS 5740 37 20 48129665 48129665 Missense_Mutation SNP G T 6 69 c.1158C>A c.(1156-1158)TTC>TTA p.F386L



Pat_29 Pre-Treatment HDAC10 83933 37 22 50686538 50686538 Missense_Mutation SNP G A 5 38 c.1118C>T c.(1117-1119)TCC>TTC p.S373F

Pat_29 Pre-Treatment MAGI1 9223 37 3 66023938 66023938 Missense_Mutation SNP G T 16 109 c.46C>A c.(46-48)CAC>AAC p.H16N

Pat_29 Pre-Treatment PIK3R1 5295 37 5 67588090 67588090 Missense_Mutation SNP T G 14 113 c.920T>G c.(919-921)CTG>CGG p.L307R

Pat_29 Post-Resistance AMY2B 280 37 1 104120142 104120142 Missense_Mutation SNP A G 6 142 c.1132A>G c.(1132-1134)AAT>GAT p.N378D

Pat_29 Post-Resistance NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 4 10 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_29 Post-Resistance PRG4 10216 37 1 186276052 186276052 Missense_Mutation SNP A C 6 57 c.1201A>C c.(1201-1203)ACC>CCC p.T401P

Pat_29 Post-Resistance PTEN 5728 37 10 89653815 89653815 Missense_Mutation SNP C A 7 74 c.113C>A c.(112-114)CCT>CAT p.P38H

Pat_29 Post-Resistance LOC220429 220429 37 13 50466624 50466624 Missense_Mutation SNP G T 6 53 c.1898G>T c.(1897-1899)CGC>CTC p.R633L

Pat_29 Post-Resistance GOLGA8E 390535 37 15 23444064 23444064 Missense_Mutation SNP G C 3 40 c.719G>C c.(718-720)AGT>ACT p.S240T

Pat_29 Post-Resistance SMG1 23049 37 16 18887642 18887642 Missense_Mutation SNP T C 3 25 c.1694A>G c.(1693-1695)TAT>TGT p.Y565C

Pat_29 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 83 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_29 Post-Resistance MPP2 4355 37 17 41957260 41957260 Missense_Mutation SNP G A 14 135 c.1378C>T c.(1378-1380)CGC>TGC p.R460C

Pat_29 Post-Resistance RNF157 114804 37 17 74163736 74163736 Missense_Mutation SNP C T 3 61 c.439G>A c.(439-441)GCC>ACC p.A147T

Pat_29 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 9 165 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_29 Post-Resistance ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 5 81 c.737G>A c.(736-738)AGG>AAG p.R246K

Pat_29 Post-Resistance ZNF578 147660 37 19 53014565 53014565 Missense_Mutation SNP G A 5 117 c.931G>A c.(931-933)GGT>AGT p.G311S

Pat_29 Post-Resistance SCN9A 6335 37 2 167133552 167133552 Missense_Mutation SNP C T 35 353 c.2782G>A c.(2782-2784)GCT>ACT p.A928T

Pat_29 Post-Resistance GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 5 128 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_29 Post-Resistance FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 3 63 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_29 Post-Resistance PTGIS 5740 37 20 48129665 48129665 Missense_Mutation SNP G T 11 69 c.1158C>A c.(1156-1158)TTC>TTA p.F386L

Pat_29 Post-Resistance CCT8 10694 37 21 30440001 30440001 Missense_Mutation SNP A G 4 84 c.257T>C c.(256-258)ATT>ACT p.I86T

Pat_29 Post-Resistance PCNT 5116 37 21 47754527 47754527 Missense_Mutation SNP A G 6 168 c.484A>G c.(484-486)AGT>GGT p.S162G

Pat_29 Post-Resistance ZNF721 170960 37 4 435653 435653 Missense_Mutation SNP C T 3 60 c.2603G>A c.(2602-2604)GGA>GAA p.G868E

Pat_29 Post-Resistance PIK3R1 5295 37 5 67588090 67588090 Missense_Mutation SNP T G 12 82 c.920T>G c.(919-921)CTG>CGG p.L307R

Pat_29 Post-Resistance C6orf129 154467 37 6 37451045 37451045 Missense_Mutation SNP G A 3 45 c.211C>T c.(211-213)CGG>TGG p.R71W

Pat_29 Post-Resistance KIF25 3834 37 6 168430272 168430272 Missense_Mutation SNP T A 3 47 c.7T>A c.(7-9)TGG>AGG p.W3R

Pat_29 Post-Resistance SYBU 55638 37 8 110592227 110592227 Missense_Mutation SNP C G 10 76 c.535G>C c.(535-537)GGT>CGT p.G179R

Pat_34 Pre-Treatment CPSF3L 54973 37 1 1249257 1249257 Missense_Mutation SNP A T 45 58 c.812T>A c.(811-813)CTG>CAG p.L271Q

Pat_34 Pre-Treatment TAS1R3 83756 37 1 1267227 1267227 Missense_Mutation SNP A G 14 26 c.401A>G c.(400-402)TAC>TGC p.Y134C

Pat_34 Pre-Treatment TAS1R1 80835 37 1 6635049 6635049 Missense_Mutation SNP C T 8 30 c.857C>T c.(856-858)TCC>TTC p.S286F

Pat_34 Pre-Treatment KLHL21 9903 37 1 6653672 6653673 Missense_Mutation DNP AC CT 11 45 .1546_1547GT>AGc.(1546-1548)GTC>AGC p.V516S

Pat_34 Pre-Treatment CAMTA1 23261 37 1 7806003 7806003 Missense_Mutation SNP C T 67 104 c.4469C>T c.(4468-4470)CCC>CTC p.P1490L

Pat_34 Pre-Treatment SLC2A7 155184 37 1 9063499 9063499 Missense_Mutation SNP G A 22 55 c.1399C>T c.(1399-1401)CCG>TCG p.P467S

Pat_34 Pre-Treatment PTCHD2 57540 37 1 11574470 11574470 Missense_Mutation SNP G A 3 49 c.1340G>A c.(1339-1341)GGG>GAG p.G447E

Pat_34 Pre-Treatment UQCRHL 440567 37 1 16133889 16133889 Missense_Mutation SNP G A 73 181 c.256C>T c.(256-258)CTC>TTC p.L86F

Pat_34 Pre-Treatment KLHDC7A 127707 37 1 18807959 18807959 Missense_Mutation SNP G A 17 29 c.484G>A c.(484-486)GGC>AGC p.G162S

Pat_34 Pre-Treatment PAX7 5081 37 1 19062357 19062357 Missense_Mutation SNP G A 32 62 c.1387G>A c.(1387-1389)GGC>AGC p.G463S

Pat_34 Pre-Treatment USP48 84196 37 1 22055189 22055189 Missense_Mutation SNP G A 42 99 c.1324C>T c.(1324-1326)CGG>TGG p.R442W

Pat_34 Pre-Treatment RHCE 6006 37 1 25718584 25718584 Missense_Mutation SNP A T 52 112 c.535T>A c.(535-537)TTT>ATT p.F179I

Pat_34 Pre-Treatment MAP3K6 9064 37 1 27683183 27683183 Missense_Mutation SNP G A 11 31 c.3422C>T c.(3421-3423)TCC>TTC p.S1141F

Pat_34 Pre-Treatment C1orf94 84970 37 1 34667756 34667756 Missense_Mutation SNP C T 34 75 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_34 Pre-Treatment YRDC 79693 37 1 38272853 38272853 Missense_Mutation SNP T C 37 56 c.424A>G c.(424-426)AAA>GAA p.K142E

Pat_34 Pre-Treatment HPCAL4 51440 37 1 40150247 40150247 Missense_Mutation SNP G A 18 40 c.29C>T c.(28-30)CCC>CTC p.P10L

Pat_34 Pre-Treatment BMP8B 656 37 1 40228808 40228809 Missense_Mutation DNP CC TG 49 84 .1014_1015GG>C012-1017)CTGGAC>CTCA p.D339N

Pat_34 Pre-Treatment ERMAP 114625 37 1 43308649 43308649 Missense_Mutation SNP C T 34 99 c.1174C>T c.(1174-1176)CGC>TGC p.R392C

Pat_34 Pre-Treatment CYP4A11 1579 37 1 47399642 47399642 Missense_Mutation SNP G A 16 23 c.1198C>T c.(1198-1200)CCT>TCT p.P400S

Pat_34 Pre-Treatment CYP4A11 1579 37 1 47399647 47399647 Missense_Mutation SNP G A 16 23 c.1193C>T c.(1192-1194)ACC>ATC p.T398I



Pat_34 Pre-Treatment C1orf168 199920 37 1 57189346 57189346 Missense_Mutation SNP G A 7 22 c.1889C>T c.(1888-1890)CCT>CTT p.P630L

Pat_34 Pre-Treatment TM2D1 83941 37 1 62190753 62190754 Missense_Mutation DNP CC TT 33 41 c.39_40GG>AA (37-42)GAGGCC>GAAAC p.A14T

Pat_34 Pre-Treatment KANK4 163782 37 1 62739098 62739098 Missense_Mutation SNP T A 16 18 c.1678A>T c.(1678-1680)ATT>TTT p.I560F

Pat_34 Pre-Treatment GNG12 55970 37 1 68171168 68171168 Missense_Mutation SNP G A 25 42 c.185C>T c.(184-186)CCT>CTT p.P62L

Pat_34 Pre-Treatment GBP2 2634 37 1 89573974 89573974 Missense_Mutation SNP C T 21 53 c.1660G>A c.(1660-1662)GAA>AAA p.E554K

Pat_34 Pre-Treatment HFM1 164045 37 1 91841113 91841113 Missense_Mutation SNP T G 51 74 c.1567A>C c.(1567-1569)ATG>CTG p.M523L

Pat_34 Pre-Treatment ARHGAP29 9411 37 1 94650565 94650565 Missense_Mutation SNP C T 22 65 c.1972G>A c.(1972-1974)GGT>AGT p.G658S

Pat_34 Pre-Treatment DPYD 1806 37 1 98348842 98348842 Missense_Mutation SNP C T 28 54 c.128G>A c.(127-129)AGA>AAA p.R43K

Pat_34 Pre-Treatment COL11A1 1301 37 1 103427740 103427740 Missense_Mutation SNP C T 27 48 c.3106G>A c.(3106-3108)GGA>AGA p.G1036R

Pat_34 Pre-Treatment FNDC7 163479 37 1 109270504 109270504 Missense_Mutation SNP C T 62 115 c.1186C>T c.(1186-1188)CGT>TGT p.R396C

Pat_34 Pre-Treatment CD2 914 37 1 117297532 117297532 Missense_Mutation SNP G A 18 55 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_34 Pre-Treatment NBPF10 100132406 37 1 145360574 145360574 Missense_Mutation SNP G C 9 110 c.9424G>C c.(9424-9426)GAT>CAT p.D3142H

Pat_34 Pre-Treatment ANKRD35 148741 37 1 145561208 145561208 Missense_Mutation SNP G A 14 15 c.896G>A c.(895-897)AGG>AAG p.R299K

Pat_34 Pre-Treatment FLG2 388698 37 1 152325517 152325517 Missense_Mutation SNP C T 92 152 c.4745G>A c.(4744-4746)AGT>AAT p.S1582N

Pat_34 Pre-Treatment KPRP 448834 37 1 152733041 152733041 Missense_Mutation SNP G A 10 24 c.977G>A c.(976-978)CGA>CAA p.R326Q

Pat_34 Pre-Treatment BCAN 63827 37 1 156616754 156616754 Missense_Mutation SNP G A 5 14 c.253G>A c.(253-255)GGC>AGC p.G85S

Pat_34 Pre-Treatment OR6N2 81442 37 1 158746611 158746611 Missense_Mutation SNP C T 26 72 c.815G>A c.(814-816)CGA>CAA p.R272Q

Pat_34 Pre-Treatment ITLN1 55600 37 1 160849190 160849190 Missense_Mutation SNP C T 55 92 c.700G>A c.(700-702)GGA>AGA p.G234R

Pat_34 Pre-Treatment FMO4 2329 37 1 171310709 171310709 Nonsense_Mutation SNP C T 28 67 c.1408C>T c.(1408-1410)CAG>TAG p.Q470*

Pat_34 Pre-Treatment TNFSF18 8995 37 1 173010845 173010845 Missense_Mutation SNP G A 48 115 c.262C>T c.(262-264)CCC>TCC p.P88S

Pat_34 Pre-Treatment TNN 63923 37 1 175092658 175092658 Missense_Mutation SNP G A 23 53 c.2773G>A c.(2773-2775)GAG>AAG p.E925K

Pat_34 Pre-Treatment ABL2 27 37 1 179077623 179077623 Missense_Mutation SNP G T 20 36 c.2779C>A c.(2779-2781)CAC>AAC p.H927N

Pat_34 Pre-Treatment CEP350 9857 37 1 180063085 180063085 Missense_Mutation SNP A T 19 23 c.7845A>T c.(7843-7845)AAA>AAT p.K2615N

Pat_34 Pre-Treatment SMG7 9887 37 1 183486887 183486887 Missense_Mutation SNP C T 85 222 c.244C>T c.(244-246)CCG>TCG p.P82S

Pat_34 Pre-Treatment PRG4 10216 37 1 186275983 186275983 Missense_Mutation SNP C A 7 125 c.1132C>A c.(1132-1134)CCC>ACC p.P378T

Pat_34 Pre-Treatment PRG4 10216 37 1 186276169 186276169 Missense_Mutation SNP C A 6 79 c.1318C>A c.(1318-1320)CCC>ACC p.P440T

Pat_34 Pre-Treatment FAM5C 339479 37 1 190067918 190067918 Missense_Mutation SNP G A 39 102 c.1531C>T c.(1531-1533)CAT>TAT p.H511Y

Pat_34 Pre-Treatment CFHR4 10877 37 1 196887393 196887393 Missense_Mutation SNP G A 22 39 c.853G>A c.(853-855)GGA>AGA p.G285R

Pat_34 Pre-Treatment CFHR5 81494 37 1 196953220 196953220 Missense_Mutation SNP C T 38 100 c.383C>T c.(382-384)TCG>TTG p.S128L

Pat_34 Pre-Treatment KIF14 9928 37 1 200574433 200574433 Missense_Mutation SNP G A 29 72 c.1724C>T c.(1723-1725)ACC>ATC p.T575I

Pat_34 Pre-Treatment CACNA1S 779 37 1 201009767 201009767 Missense_Mutation SNP G A 10 28 c.5209C>T c.(5209-5211)CCT>TCT p.P1737S

Pat_34 Pre-Treatment TNNT2 7139 37 1 201342349 201342349 Missense_Mutation SNP C T 56 88 c.34G>A c.(34-36)GAG>AAG p.E12K

Pat_34 Pre-Treatment LAMB3 3914 37 1 209791821 209791821 Missense_Mutation SNP A G 14 43 c.2885T>C c.(2884-2886)TTG>TCG p.L962S

Pat_34 Pre-Treatment SUSD4 55061 37 1 223396599 223396599 Missense_Mutation SNP A T 22 41 c.1436T>A c.(1435-1437)ATT>AAT p.I479N

Pat_34 Pre-Treatment KIAA1383 54627 37 1 232940851 232940851 Missense_Mutation SNP C T 59 78 c.82C>T c.(82-84)CTC>TTC p.L28F

Pat_34 Pre-Treatment TOMM20 9804 37 1 235277223 235277223 Missense_Mutation SNP C T 49 65 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_34 Pre-Treatment RGS7 6000 37 1 241261981 241261981 Missense_Mutation SNP G A 11 27 c.160C>T c.(160-162)CCT>TCT p.P54S

Pat_34 Pre-Treatment OR2W5 441932 37 1 247655048 247655048 Missense_Mutation SNP C T 38 86 c.619C>T c.(619-621)CCT>TCT p.P207S

Pat_34 Pre-Treatment OR2M7 391196 37 1 248486965 248486965 Missense_Mutation SNP C T 48 66 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_34 Pre-Treatment BEND7 222389 37 10 13534798 13534798 Missense_Mutation SNP T A 10 25 c.494A>T c.(493-495)AAA>ATA p.K165I

Pat_34 Pre-Treatment NEBL 10529 37 10 21102872 21102872 Missense_Mutation SNP G A 17 63 c.2342C>T c.(2341-2343)TCA>TTA p.S781L

Pat_34 Pre-Treatment KIAA1217 56243 37 10 24820788 24820788 Missense_Mutation SNP G A 14 41 c.3112G>A c.(3112-3114)GAA>AAA p.E1038K

Pat_34 Pre-Treatment MYO3A 53904 37 10 26417388 26417388 Missense_Mutation SNP C T 24 53 c.2183C>T c.(2182-2184)TCC>TTC p.S728F

Pat_34 Pre-Treatment ACBD5 91452 37 10 27499931 27499931 Missense_Mutation SNP G A 73 150 c.1016C>T c.(1015-1017)TCT>TTT p.S339F

Pat_34 Pre-Treatment KIAA1462 57608 37 10 30316735 30316735 Missense_Mutation SNP C T 15 31 c.2342G>A c.(2341-2343)CGA>CAA p.R781Q

Pat_34 Pre-Treatment ZNF33A 7581 37 10 38344719 38344719 Missense_Mutation SNP C T 78 161 c.1664C>T c.(1663-1665)CCC>CTC p.P555L

Pat_34 Pre-Treatment HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 6 129 c.524A>G c.(523-525)AAT>AGT p.N175S



Pat_34 Pre-Treatment RTKN2 219790 37 10 63957995 63957995 Missense_Mutation SNP T G 83 133 c.1502A>C c.(1501-1503)AAG>ACG p.K501T

Pat_34 Pre-Treatment CTNNA3 29119 37 10 68381479 68381479 Missense_Mutation SNP C T 21 68 c.1345G>A c.(1345-1347)GCC>ACC p.A449T

Pat_34 Pre-Treatment RRP12 23223 37 10 99126533 99126533 Missense_Mutation SNP C T 38 93 c.3181G>A c.(3181-3183)GAG>AAG p.E1061K

Pat_34 Pre-Treatment PSD 5662 37 10 104176662 104176662 Missense_Mutation SNP G A 10 23 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_34 Pre-Treatment COL17A1 1308 37 10 105810641 105810641 Missense_Mutation SNP C T 12 51 c.2057G>A c.(2056-2058)GGG>GAG p.G686E

Pat_34 Pre-Treatment CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 4 98 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_34 Pre-Treatment OR52R1 119695 37 11 4824842 4824842 Missense_Mutation SNP G A 24 61 c.1006C>T c.(1006-1008)CCA>TCA p.P336S

Pat_34 Pre-Treatment MMP26 56547 37 11 5011900 5011900 Nonsense_Mutation SNP G A 52 64 c.393G>A c.(391-393)TGG>TGA p.W131*

Pat_34 Pre-Treatment OR52B6 340980 37 11 5602186 5602186 Missense_Mutation SNP C G 5 33 c.80C>G c.(79-81)ACT>AGT p.T27S

Pat_34 Pre-Treatment OR56A3 390083 37 11 5969466 5969466 Missense_Mutation SNP G A 32 45 c.890G>A c.(889-891)GGG>GAG p.G297E

Pat_34 Pre-Treatment OR56A1 120796 37 11 6048048 6048048 Missense_Mutation SNP G A 34 55 c.887C>T c.(886-888)CCT>CTT p.P296L

Pat_34 Pre-Treatment FAM160A2 84067 37 11 6244994 6244994 Missense_Mutation SNP G A 39 74 c.623C>T c.(622-624)CCC>CTC p.P208L

Pat_34 Pre-Treatment OR10A6 390093 37 11 7949948 7949948 Missense_Mutation SNP C T 61 86 c.262G>A c.(262-264)GAA>AAA p.E88K

Pat_34 Pre-Treatment STK33 65975 37 11 8496277 8496277 Missense_Mutation SNP C T 19 40 c.176G>A c.(175-177)AGA>AAA p.R59K

Pat_34 Pre-Treatment RNF141 50862 37 11 10555660 10555660 Missense_Mutation SNP A C 127 249 c.46T>G c.(46-48)TTA>GTA p.L16V

Pat_34 Pre-Treatment ANO3 63982 37 11 26621181 26621181 Missense_Mutation SNP T A 51 83 c.1756T>A c.(1756-1758)TTC>ATC p.F586I

Pat_34 Pre-Treatment MPPED2 744 37 11 30516918 30516918 Missense_Mutation SNP G A 47 117 c.461C>T c.(460-462)TCC>TTC p.S154F

Pat_34 Pre-Treatment LRP4 4038 37 11 46920574 46920574 Missense_Mutation SNP A C 12 25 c.557T>G c.(556-558)GTG>GGG p.V186G

Pat_34 Pre-Treatment OR4X2 119764 37 11 48266686 48266686 Missense_Mutation SNP C T 51 102 c.31C>T c.(31-33)CCC>TCC p.P11S

Pat_34 Pre-Treatment OR4S2 219431 37 11 55418495 55418495 Missense_Mutation SNP G A 39 84 c.116G>A c.(115-117)GGA>GAA p.G39E

Pat_34 Pre-Treatment OR5L1 219437 37 11 55579578 55579578 Missense_Mutation SNP G A 87 162 c.636G>A c.(634-636)ATG>ATA p.M212I

Pat_34 Pre-Treatment OR5D18 219438 37 11 55588003 55588003 Missense_Mutation SNP G A 43 84 c.898G>A c.(898-900)GAT>AAT p.D300N

Pat_34 Pre-Treatment OR5J2 282775 37 11 55944567 55944568 Missense_Mutation DNP CC TT 52 122 c.474_475CC>TT(472-477)ATCCAC>ATTTA p.H159Y

Pat_34 Pre-Treatment OR10Q1 219960 37 11 57995785 57995785 Missense_Mutation SNP G A 17 32 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_34 Pre-Treatment OR5A1 219982 37 11 59211441 59211441 Missense_Mutation SNP C T 75 130 c.800C>T c.(799-801)TCC>TTC p.S267F

Pat_34 Pre-Treatment OR4D6 219983 37 11 59224986 59224986 Missense_Mutation SNP G A 36 73 c.553G>A c.(553-555)GTA>ATA p.V185I

Pat_34 Pre-Treatment SLC22A11 55867 37 11 64323786 64323786 Nonsense_Mutation SNP G A 4 7 c.315G>A c.(313-315)TGG>TGA p.W105*

Pat_34 Pre-Treatment MEN1 4221 37 11 64575049 64575049 Missense_Mutation SNP G A 33 24 c.773C>T c.(772-774)TCG>TTG p.S258L

Pat_34 Pre-Treatment TSGA10IP 254187 37 11 65714942 65714942 Nonsense_Mutation SNP C T 5 12 c.646C>T c.(646-648)CAG>TAG p.Q216*

Pat_34 Pre-Treatment CPT1A 1374 37 11 68564371 68564371 Missense_Mutation SNP G A 24 49 c.724C>T c.(724-726)CTC>TTC p.L242F

Pat_34 Pre-Treatment USP35 57558 37 11 77920570 77920570 Missense_Mutation SNP G A 19 24 c.1669G>A c.(1669-1671)GAG>AAG p.E557K

Pat_34 Pre-Treatment CCDC83 220047 37 11 85593676 85593676 Missense_Mutation SNP G A 22 66 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_34 Pre-Treatment PGR 5241 37 11 100920777 100920777 Missense_Mutation SNP C T 30 48 c.2371G>A c.(2371-2373)GAA>AAA p.E791K

Pat_34 Pre-Treatment MMP3 4314 37 11 102713427 102713427 Nonsense_Mutation SNP C T 14 45 c.326G>A c.(325-327)TGG>TAG p.W109*

Pat_34 Pre-Treatment MMP13 4322 37 11 102815074 102815074 Missense_Mutation SNP C T 111 172 c.1337G>A c.(1336-1338)GGA>GAA p.G446E

Pat_34 Pre-Treatment MMP13 4322 37 11 102826171 102826171 Missense_Mutation SNP C T 71 178 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_34 Pre-Treatment MMP13 4322 37 11 102826209 102826209 Missense_Mutation SNP G A 82 185 c.134C>T c.(133-135)TCA>TTA p.S45L

Pat_34 Pre-Treatment CASP4 837 37 11 104819383 104819383 Missense_Mutation SNP C A 42 99 c.802G>T c.(802-804)GTC>TTC p.V268F

Pat_34 Pre-Treatment APOA5 116519 37 11 116661479 116661479 Missense_Mutation SNP C T 35 68 c.466G>A c.(466-468)GAA>AAA p.E156K

Pat_34 Pre-Treatment CCDC15 80071 37 11 124857585 124857585 Missense_Mutation SNP C A 9 200 c.1463C>A c.(1462-1464)CCC>CAC p.P488H

Pat_34 Pre-Treatment IGSF9B 22997 37 11 133801026 133801026 Missense_Mutation SNP C T 16 29 c.1372G>A c.(1372-1374)GGG>AGG p.G458R

Pat_34 Pre-Treatment SLC6A13 6540 37 12 344366 344366 Missense_Mutation SNP G A 21 45 c.721C>T c.(721-723)CCT>TCT p.P241S

Pat_34 Pre-Treatment B4GALNT3 283358 37 12 662585 662585 Missense_Mutation SNP T G 11 29 c.1496T>G c.(1495-1497)TTC>TGC p.F499C

Pat_34 Pre-Treatment DDX47 51202 37 12 12976886 12976886 Missense_Mutation SNP G A 79 149 c.833G>A c.(832-834)AGA>AAA p.R278K

Pat_34 Pre-Treatment COL2A1 1280 37 12 48393734 48393734 Missense_Mutation SNP G A 38 69 c.260C>T c.(259-261)CCC>CTC p.P87L

Pat_34 Pre-Treatment ASB8 140461 37 12 48545051 48545051 Missense_Mutation SNP G A 38 79 c.167C>T c.(166-168)CCC>CTC p.P56L

Pat_34 Pre-Treatment ZNF641 121274 37 12 48741114 48741114 Missense_Mutation SNP G A 13 17 c.239C>T c.(238-240)CCC>CTC p.P80L



Pat_34 Pre-Treatment KRT83 3889 37 12 52709803 52709803 Missense_Mutation SNP G A 26 46 c.1136C>T c.(1135-1137)GCC>GTC p.A379V

Pat_34 Pre-Treatment KRT71 112802 37 12 52940196 52940196 Missense_Mutation SNP G A 15 46 c.1199C>T c.(1198-1200)GCC>GTC p.A400V

Pat_34 Pre-Treatment SOAT2 8435 37 12 53512692 53512692 Nonsense_Mutation SNP G A 36 84 c.882G>A c.(880-882)TGG>TGA p.W294*

Pat_34 Pre-Treatment HOXC6 3223 37 12 54422402 54422402 Missense_Mutation SNP C T 39 66 c.97C>T c.(97-99)CCA>TCA p.P33S

Pat_34 Pre-Treatment GPR84 53831 37 12 54757263 54757263 Missense_Mutation SNP G A 10 39 c.373C>T c.(373-375)CCT>TCT p.P125S

Pat_34 Pre-Treatment OR6C1 390321 37 12 55714642 55714642 Missense_Mutation SNP G A 19 49 c.259G>A c.(259-261)GAT>AAT p.D87N

Pat_34 Pre-Treatment OR6C68 403284 37 12 55887086 55887086 Missense_Mutation SNP C T 19 28 c.940C>T c.(940-942)CGT>TGT p.R314C

Pat_34 Pre-Treatment ERBB3 2065 37 12 56489517 56489517 Missense_Mutation SNP G A 61 78 c.1982G>A c.(1981-1983)GGC>GAC p.G661D

Pat_34 Pre-Treatment MIP 4284 37 12 56848061 56848061 Nonsense_Mutation SNP G A 32 77 c.337C>T c.(337-339)CGA>TGA p.R113*

Pat_34 Pre-Treatment CAPS2 84698 37 12 75692690 75692690 Missense_Mutation SNP G A 26 50 c.968C>T c.(967-969)TCC>TTC p.S323F

Pat_34 Pre-Treatment ACSS3 79611 37 12 81627225 81627225 Missense_Mutation SNP G A 82 126 c.1694G>A c.(1693-1695)AGA>AAA p.R565K

Pat_34 Pre-Treatment C12orf12 196477 37 12 91347831 91347831 Missense_Mutation SNP G A 39 26 c.689C>T c.(688-690)TCC>TTC p.S230F

Pat_34 Pre-Treatment USP44 84101 37 12 95914958 95914958 Missense_Mutation SNP C T 49 116 c.1754G>A c.(1753-1755)CGA>CAA p.R585Q

Pat_34 Pre-Treatment SLC17A8 246213 37 12 100811903 100811903 Missense_Mutation SNP C T 44 98 c.1394C>T c.(1393-1395)CCC>CTC p.P465L

Pat_34 Pre-Treatment MYBPC1 4604 37 12 102025848 102025848 Missense_Mutation SNP G A 58 117 c.413G>A c.(412-414)GGA>GAA p.G138E

Pat_34 Pre-Treatment STAB2 55576 37 12 103984679 103984679 Missense_Mutation SNP G A 44 54 c.86G>A c.(85-87)AGA>AAA p.R29K

Pat_34 Pre-Treatment NUAK1 9891 37 12 106461061 106461061 Missense_Mutation SNP G A 38 71 c.1505C>T c.(1504-1506)CCC>CTC p.P502L

Pat_34 Pre-Treatment MED13L 23389 37 12 116420380 116420380 Missense_Mutation SNP G A 9 45 c.4984C>T c.(4984-4986)CCC>TCC p.P1662S

Pat_34 Pre-Treatment GCN1L1 10985 37 12 120594729 120594729 Missense_Mutation SNP G A 42 101 c.3155C>T c.(3154-3156)TCG>TTG p.S1052L

Pat_34 Pre-Treatment DNAH10 196385 37 12 124330625 124330625 Missense_Mutation SNP G A 30 53 c.5384G>A c.(5383-5385)GGC>GAC p.G1795D

Pat_34 Pre-Treatment TMEM132D 121256 37 12 129559037 129559037 Missense_Mutation SNP G A 17 30 c.2683C>T c.(2683-2685)CCC>TCC p.P895S

Pat_34 Pre-Treatment NBEA 26960 37 13 35756549 35756549 Missense_Mutation SNP C T 56 97 c.4715C>T c.(4714-4716)TCG>TTG p.S1572L

Pat_34 Pre-Treatment FREM2 341640 37 13 39263960 39263960 Missense_Mutation SNP A T 21 59 c.2479A>T c.(2479-2481)AAC>TAC p.N827Y

Pat_34 Pre-Treatment NALCN 259232 37 13 101755534 101755534 Missense_Mutation SNP C T 64 131 c.3046G>A c.(3046-3048)GAA>AAA p.E1016K

Pat_34 Pre-Treatment COL4A1 1282 37 13 110838732 110838732 Missense_Mutation SNP C T 58 109 c.1897G>A c.(1897-1899)GGT>AGT p.G633S

Pat_34 Pre-Treatment ADCY4 196883 37 14 24795044 24795044 Missense_Mutation SNP C T 5 24 c.1705G>A c.(1705-1707)GAG>AAG p.E569K

Pat_34 Pre-Treatment NFATC4 4776 37 14 24845785 24845785 Missense_Mutation SNP C T 13 29 c.2342C>T c.(2341-2343)TCC>TTC p.S781F

Pat_34 Pre-Treatment STRN3 29966 37 14 31420127 31420127 Missense_Mutation SNP G A 36 80 c.484C>T c.(484-486)CCC>TCC p.P162S

Pat_34 Pre-Treatment AKAP6 9472 37 14 33292765 33292765 Missense_Mutation SNP G A 23 47 c.5746G>A c.(5746-5748)GTA>ATA p.V1916I

Pat_34 Pre-Treatment NPAS3 64067 37 14 33684606 33684606 Missense_Mutation SNP G A 25 36 c.359G>A c.(358-360)GGC>GAC p.G120D

Pat_34 Pre-Treatment SPTB 6710 37 14 65260474 65260474 Missense_Mutation SNP G A 28 45 c.1907C>T c.(1906-1908)TCC>TTC p.S636F

Pat_34 Pre-Treatment SLC8A3 6547 37 14 70634304 70634304 Missense_Mutation SNP C T 14 29 c.836G>A c.(835-837)GGT>GAT p.G279D

Pat_34 Pre-Treatment TMEM90A 646658 37 14 74876101 74876101 Missense_Mutation SNP G A 44 91 c.347C>T c.(346-348)ACC>ATC p.T116I

Pat_34 Pre-Treatment GPR68 8111 37 14 91700776 91700776 Missense_Mutation SNP C T 3 8 c.619G>A c.(619-621)GGC>AGC p.G207S

Pat_34 Pre-Treatment CATSPERB 79820 37 14 92047331 92047331 Missense_Mutation SNP G A 23 38 c.3253C>T c.(3253-3255)CCG>TCG p.P1085S

Pat_34 Pre-Treatment SERPINA4 5267 37 14 95033402 95033402 Missense_Mutation SNP G A 14 24 c.745G>A c.(745-747)GAC>AAC p.D249N

Pat_34 Pre-Treatment DICER1 23405 37 14 95595923 95595923 Missense_Mutation SNP G A 24 64 c.620C>T c.(619-621)GCT>GTT p.A207V

Pat_34 Pre-Treatment GOLGA8E 390535 37 15 23444052 23444052 Missense_Mutation SNP G A 4 28 c.707G>A c.(706-708)CGG>CAG p.R236Q

Pat_34 Pre-Treatment APBA2 321 37 15 29398915 29398915 Missense_Mutation SNP G C 23 63 c.1810G>C c.(1810-1812)GGC>CGC p.G604R

Pat_34 Pre-Treatment TRPM1 4308 37 15 31294602 31294602 Missense_Mutation SNP G A 73 130 c.4235C>T c.(4234-4236)TCC>TTC p.S1412F

Pat_34 Pre-Treatment C15orf55 256646 37 15 34646835 34646835 Missense_Mutation SNP G A 41 83 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_34 Pre-Treatment THBS1 7057 37 15 39881178 39881178 Missense_Mutation SNP C T 154 320 c.1664C>T c.(1663-1665)CCC>CTC p.P555L

Pat_34 Pre-Treatment GCOM1 145781 37 15 57967226 57967226 Missense_Mutation SNP G A 16 44 c.1264G>A c.(1264-1266)GAA>AAA p.E422K

Pat_34 Pre-Treatment LIPC 3990 37 15 58830612 58830612 Missense_Mutation SNP G A 140 262 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_34 Pre-Treatment IQCH 64799 37 15 67687881 67687881 Missense_Mutation SNP G A 38 96 c.1885G>A c.(1885-1887)GAT>AAT p.D629N

Pat_34 Pre-Treatment TBC1D2B 23102 37 15 78290635 78290635 Missense_Mutation SNP C T 3 20 c.2759G>A c.(2758-2760)CGA>CAA p.R920Q

Pat_34 Pre-Treatment KIAA1024 23251 37 15 79750195 79750195 Missense_Mutation SNP A G 91 55 c.1706A>G c.(1705-1707)AAT>AGT p.N569S



Pat_34 Pre-Treatment KIAA1199 57214 37 15 81199085 81199085 Missense_Mutation SNP T C 33 75 c.1493T>C c.(1492-1494)ATC>ACC p.I498T

Pat_34 Pre-Treatment BNC1 646 37 15 83926276 83926276 Missense_Mutation SNP G A 31 108 c.2903C>T c.(2902-2904)TCG>TTG p.S968L

Pat_34 Pre-Treatment LRRC28 123355 37 15 99892582 99892582 Nonsense_Mutation SNP C T 149 133 c.601C>T c.(601-603)CGA>TGA p.R201*

Pat_34 Pre-Treatment CACNA1H 8912 37 16 1262003 1262003 Missense_Mutation SNP G T 59 131 c.4624G>T c.(4624-4626)GTC>TTC p.V1542F

Pat_34 Pre-Treatment MEFV 4210 37 16 3306401 3306401 Nonsense_Mutation SNP C A 16 87 c.187G>T c.(187-189)GAA>TAA p.E63*

Pat_34 Pre-Treatment GRIN2A 2903 37 16 9858426 9858426 Missense_Mutation SNP T C 17 40 c.2975A>G c.(2974-2976)AAC>AGC p.N992S

Pat_34 Pre-Treatment GRIN2A 2903 37 16 9858531 9858531 Missense_Mutation SNP C T 38 85 c.2870G>A c.(2869-2871)GGA>GAA p.G957E

Pat_34 Pre-Treatment DNAH3 55567 37 16 20976195 20976195 Missense_Mutation SNP C T 11 25 c.9011G>A c.(9010-9012)GGA>GAA p.G3004E

Pat_34 Pre-Treatment CACNG3 10368 37 16 24268230 24268230 Missense_Mutation SNP G A 20 43 c.155G>A c.(154-156)AGG>AAG p.R52K

Pat_34 Pre-Treatment MYLPF 29895 37 16 30387514 30387514 Missense_Mutation SNP G A 44 76 c.145G>A c.(145-147)GAC>AAC p.D49N

Pat_34 Pre-Treatment SRCAP 10847 37 16 30750632 30750632 Nonsense_Mutation SNP C T 21 46 c.9271C>T c.(9271-9273)CAG>TAG p.Q3091*

Pat_34 Pre-Treatment TSNAXIP1 55815 37 16 67854818 67854818 Missense_Mutation SNP G A 138 254 c.62G>A c.(61-63)CGA>CAA p.R21Q

Pat_34 Pre-Treatment KIAA1609 57707 37 16 84520258 84520258 Missense_Mutation SNP C T 31 48 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_34 Pre-Treatment PRPF8 10594 37 17 1563786 1563786 Missense_Mutation SNP C G 105 204 c.4725G>C c.(4723-4725)CAG>CAC p.Q1575H

Pat_34 Pre-Treatment KIAA0664 23277 37 17 2601572 2601572 Missense_Mutation SNP G A 4 9 c.1465C>T c.(1465-1467)CCC>TCC p.P489S

Pat_34 Pre-Treatment ALOX12 239 37 17 6913569 6913569 Missense_Mutation SNP C A 17 37 c.1819C>A c.(1819-1821)CTG>ATG p.L607M

Pat_34 Pre-Treatment FXR2 9513 37 17 7498047 7498047 Missense_Mutation SNP C A 43 106 c.860G>T c.(859-861)AGC>ATC p.S287I

Pat_34 Pre-Treatment DNAH9 1770 37 17 11556287 11556287 Missense_Mutation SNP G A 21 47 c.2563G>A c.(2563-2565)GAA>AAA p.E855K

Pat_34 Pre-Treatment MEIS3P1 4213 37 17 15690494 15690494 Nonsense_Mutation SNP C T 12 18 c.310C>T c.(310-312)CGA>TGA p.R104*

Pat_34 Pre-Treatment MYO15A 51168 37 17 18040988 18040988 Missense_Mutation SNP G A 8 20 c.4870G>A c.(4870-4872)GAG>AAG p.E1624K

Pat_34 Pre-Treatment KIAA0100 9703 37 17 26960304 26960304 Missense_Mutation SNP G A 53 122 c.3581C>T c.(3580-3582)TCT>TTT p.S1194F

Pat_34 Pre-Treatment ERAL1 26284 37 17 27183350 27183350 Missense_Mutation SNP C T 75 138 c.352C>T c.(352-354)CTC>TTC p.L118F

Pat_34 Pre-Treatment PHF12 57649 37 17 27251145 27251145 Missense_Mutation SNP G A 3 33 c.497C>T c.(496-498)ACA>ATA p.T166I

Pat_34 Pre-Treatment GSDMB 55876 37 17 38073346 38073346 Missense_Mutation SNP G T 22 46 c.224C>A c.(223-225)TCT>TAT p.S75Y

Pat_34 Pre-Treatment KRTAP1-5 83895 37 17 39183145 39183145 Missense_Mutation SNP A G 12 44 c.263T>C c.(262-264)ATC>ACC p.I88T

Pat_34 Pre-Treatment KRTAP1-3 81850 37 17 39190779 39190779 Missense_Mutation SNP T C 3 31 c.295A>G c.(295-297)AGT>GGT p.S99G

Pat_34 Pre-Treatment KRT33B 3884 37 17 39525713 39525713 Missense_Mutation SNP G A 19 48 c.290C>T c.(289-291)CCC>CTC p.P97L

Pat_34 Pre-Treatment HSPB9 94086 37 17 40275328 40275328 Missense_Mutation SNP G A 22 46 c.460G>A c.(460-462)GCT>ACT p.A154T

Pat_34 Pre-Treatment TUBG2 27175 37 17 40818392 40818392 Missense_Mutation SNP C T 7 60 c.1048C>T c.(1048-1050)CCG>TCG p.P350S

Pat_34 Pre-Treatment FZD2 2535 37 17 42636130 42636130 Missense_Mutation SNP G A 34 61 c.1074G>A c.(1072-1074)ATG>ATA p.M358I

Pat_34 Pre-Treatment CLTC 1213 37 17 57742161 57742161 Missense_Mutation SNP C T 20 85 c.1535C>T c.(1534-1536)CCA>CTA p.P512L

Pat_34 Pre-Treatment KCNH6 81033 37 17 61622585 61622585 Missense_Mutation SNP C T 7 27 c.2651C>T c.(2650-2652)CCA>CTA p.P884L

Pat_34 Pre-Treatment USH1G 124590 37 17 72916405 72916406 Missense_Mutation DNP GG AA 6 28 c.525_526CC>TT(523-528)ACCCTC>ACTTT p.L176F

Pat_34 Pre-Treatment KIAA0802 23255 37 18 8718510 8718510 Missense_Mutation SNP G A 23 48 c.62G>A c.(61-63)CGA>CAA p.R21Q

Pat_34 Pre-Treatment POTEC 388468 37 18 14542791 14542791 Missense_Mutation SNP C T 7 102 c.355G>A c.(355-357)GCT>ACT p.A119T

Pat_34 Pre-Treatment DSG3 1830 37 18 29044209 29044209 Missense_Mutation SNP G A 24 91 c.1135G>A c.(1135-1137)GAA>AAA p.E379K

Pat_34 Pre-Treatment C18orf25 147339 37 18 43796140 43796141 Missense_Mutation DNP CT TG 128 278 c.294_295CT>TG(292-297)TCCTCT>TCTGC p.S99A

Pat_34 Pre-Treatment DCC 1630 37 18 50589821 50589821 Nonsense_Mutation SNP C T 22 82 c.1132C>T c.(1132-1134)CAG>TAG p.Q378*

Pat_34 Pre-Treatment SERPINB13 5275 37 18 61264422 61264422 Missense_Mutation SNP C T 13 27 c.1001C>T c.(1000-1002)TCC>TTC p.S334F

Pat_34 Pre-Treatment MUC16 94025 37 19 9066695 9066695 Missense_Mutation SNP C T 46 123 c.20751G>A c.(20749-20751)ATG>ATA p.M6917I

Pat_34 Pre-Treatment MUC16 94025 37 19 9088391 9088391 Missense_Mutation SNP C T 6 16 c.3424G>A c.(3424-3426)GAT>AAT p.D1142N

Pat_34 Pre-Treatment ZNF491 126069 37 19 11916917 11916917 Nonsense_Mutation SNP C A 30 77 c.149C>A c.(148-150)TCA>TAA p.S50*

Pat_34 Pre-Treatment ZNF700 90592 37 19 12036029 12036029 Missense_Mutation SNP C T 21 57 c.4C>T c.(4-6)CCC>TCC p.P2S

Pat_34 Pre-Treatment ZNF799 90576 37 19 12502496 12502496 Missense_Mutation SNP G A 20 52 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_34 Pre-Treatment ZNF443 10224 37 19 12542270 12542270 Missense_Mutation SNP G A 16 245 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_34 Pre-Treatment IL27RA 9466 37 19 14157320 14157320 Missense_Mutation SNP G A 44 90 c.1031G>A c.(1030-1032)GGG>GAG p.G344E

Pat_34 Pre-Treatment CYP4F12 66002 37 19 15807869 15807869 Missense_Mutation SNP G A 16 42 c.1549G>A c.(1549-1551)GAG>AAG p.E517K



Pat_34 Pre-Treatment KIAA1683 80726 37 19 18377809 18377809 Missense_Mutation SNP G A 11 21 c.541C>T c.(541-543)CTT>TTT p.L181F

Pat_34 Pre-Treatment KIAA1683 80726 37 19 18377976 18377976 Missense_Mutation SNP G A 10 29 c.374C>T c.(373-375)TCC>TTC p.S125F

Pat_34 Pre-Treatment ZNF682 91120 37 19 20117152 20117152 Missense_Mutation SNP G C 36 81 c.1159C>G c.(1159-1161)CAC>GAC p.H387D

Pat_34 Pre-Treatment ZNF208 7757 37 19 22155698 22155698 Missense_Mutation SNP C T 31 77 c.1838G>A c.(1837-1839)AGA>AAA p.R613K

Pat_34 Pre-Treatment ANKRD27 84079 37 19 33135332 33135332 Missense_Mutation SNP T C 131 229 c.424A>G c.(424-426)AGA>GGA p.R142G

Pat_34 Pre-Treatment WDR62 284403 37 19 36590388 36590388 Nonsense_Mutation SNP C T 29 39 c.2608C>T c.(2608-2610)CAA>TAA p.Q870*

Pat_34 Pre-Treatment SHKBP1 92799 37 19 41094620 41094620 Missense_Mutation SNP C T 41 71 c.1427C>T c.(1426-1428)TCC>TTC p.S476F

Pat_34 Pre-Treatment BCAM 4059 37 19 45316847 45316847 Missense_Mutation SNP G A 30 53 c.754G>A c.(754-756)GAC>AAC p.D252N

Pat_34 Pre-Treatment KLK15 55554 37 19 51330167 51330167 Missense_Mutation SNP C T 7 16 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_34 Pre-Treatment SIGLEC10 89790 37 19 51918540 51918540 Missense_Mutation SNP C T 13 43 c.1225G>A c.(1225-1227)GTC>ATC p.V409I

Pat_34 Pre-Treatment ZNF614 80110 37 19 52519323 52519323 Missense_Mutation SNP G A 50 111 c.1528C>T c.(1528-1530)CCT>TCT p.P510S

Pat_34 Pre-Treatment ZNF578 147660 37 19 53014565 53014565 Missense_Mutation SNP G A 6 174 c.931G>A c.(931-933)GGT>AGT p.G311S

Pat_34 Pre-Treatment LILRA4 23547 37 19 54848372 54848372 Missense_Mutation SNP G C 10 33 c.995C>G c.(994-996)CCC>CGC p.P332R

Pat_34 Pre-Treatment NCR1 9437 37 19 55424071 55424071 Nonsense_Mutation SNP G A 32 49 c.747G>A c.(745-747)TGG>TGA p.W249*

Pat_34 Pre-Treatment NLRP7 199713 37 19 55450863 55450863 Missense_Mutation SNP C T 9 29 c.1324G>A c.(1324-1326)GAG>AAG p.E442K

Pat_34 Pre-Treatment BRSK1 84446 37 19 55816721 55816721 Missense_Mutation SNP C T 23 43 c.1750C>T c.(1750-1752)CCA>TCA p.P584S

Pat_34 Pre-Treatment NLRP8 126205 37 19 56473497 56473497 Missense_Mutation SNP G A 31 84 c.2107G>A c.(2107-2109)GAT>AAT p.D703N

Pat_34 Pre-Treatment ZNF583 147949 37 19 56934995 56934995 Missense_Mutation SNP C T 55 59 c.968C>T c.(967-969)CCT>CTT p.P323L

Pat_34 Pre-Treatment ZNF470 388566 37 19 57089330 57089330 Nonsense_Mutation SNP T A 22 75 c.1533T>A c.(1531-1533)TGT>TGA p.C511*

Pat_34 Pre-Treatment ZSCAN4 201516 37 19 58189890 58189890 Missense_Mutation SNP G A 26 64 c.919G>A c.(919-921)GGA>AGA p.G307R

Pat_34 Pre-Treatment TPO 7173 37 2 1437254 1437254 Missense_Mutation SNP C T 8 40 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_34 Pre-Treatment MYT1L 23040 37 2 1926615 1926615 Missense_Mutation SNP C T 37 104 c.926G>A c.(925-927)GGA>GAA p.G309E

Pat_34 Pre-Treatment GRHL1 29841 37 2 10101402 10101402 Missense_Mutation SNP G T 45 127 c.506G>T c.(505-507)GGA>GTA p.G169V

Pat_34 Pre-Treatment ASXL2 55252 37 2 25973219 25973219 Missense_Mutation SNP C A 67 85 c.1206G>T c.(1204-1206)AAG>AAT p.K402N

Pat_34 Pre-Treatment C2orf70 339778 37 2 26800463 26800463 Missense_Mutation SNP G A 43 74 c.428G>A c.(427-429)AGG>AAG p.R143K

Pat_34 Pre-Treatment C2orf71 388939 37 2 29295418 29295419 Missense_Mutation DNP CC TT 28 43 .1709_1710GG>AAc.(1708-1710)GGG>GAA p.G570E

Pat_34 Pre-Treatment SLC8A1 6546 37 2 40342607 40342607 Missense_Mutation SNP G A 19 31 c.2708C>T c.(2707-2709)TCC>TTC p.S903F

Pat_34 Pre-Treatment STON1-GTF2A1L 286749 37 2 48808409 48808409 Missense_Mutation SNP G A 8 36 c.637G>A c.(637-639)GAG>AAG p.E213K

Pat_34 Pre-Treatment LHCGR 3973 37 2 48915903 48915903 Missense_Mutation SNP G A 63 112 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_34 Pre-Treatment FSHR 2492 37 2 49191025 49191025 Missense_Mutation SNP G A 81 163 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_34 Pre-Treatment ALMS1 7840 37 2 73676976 73676976 Nonsense_Mutation SNP C T 25 88 c.3325C>T c.(3325-3327)CAA>TAA p.Q1109*

Pat_34 Pre-Treatment CNGA3 1261 37 2 99013639 99013639 Missense_Mutation SNP T G 13 42 c.2006T>G c.(2005-2007)GTG>GGG p.V669G

Pat_34 Pre-Treatment IL1RL1 9173 37 2 102958742 102958742 Missense_Mutation SNP G A 14 38 c.670G>A c.(670-672)GAA>AAA p.E224K

Pat_34 Pre-Treatment GCC2 9648 37 2 109088421 109088421 Missense_Mutation SNP T C 26 29 c.2636T>C c.(2635-2637)TTA>TCA p.L879S

Pat_34 Pre-Treatment CBWD2 150472 37 2 114195560 114195561 Missense_Mutation DNP GG AA 115 214 c.115_116GG>AA c.(115-117)GGC>AAC p.G39N

Pat_34 Pre-Treatment LCT 3938 37 2 136566093 136566093 Missense_Mutation SNP C T 73 173 c.3824G>A c.(3823-3825)GGA>GAA p.G1275E

Pat_34 Pre-Treatment ZEB2 9839 37 2 145156983 145156983 Missense_Mutation SNP G A 67 97 c.1771C>T c.(1771-1773)CCT>TCT p.P591S

Pat_34 Pre-Treatment XIRP2 129446 37 2 168107372 168107372 Missense_Mutation SNP G A 31 53 c.9470G>A c.(9469-9471)AGG>AAG p.R3157K

Pat_34 Pre-Treatment NEUROD1 4760 37 2 182543365 182543365 Missense_Mutation SNP C T 6 11 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_34 Pre-Treatment PDE1A 5136 37 2 183387049 183387049 Missense_Mutation SNP G A 36 125 c.55C>T c.(55-57)CTT>TTT p.L19F

Pat_34 Pre-Treatment ITGAV 3685 37 2 187490312 187490312 Missense_Mutation SNP C T 19 35 c.521C>T c.(520-522)TCA>TTA p.S174L

Pat_34 Pre-Treatment COL5A2 1290 37 2 189899755 189899755 Missense_Mutation SNP C T 40 51 c.4240G>A c.(4240-4242)GAT>AAT p.D1414N

Pat_34 Pre-Treatment DNAH7 56171 37 2 196699031 196699031 Nonsense_Mutation SNP C T 13 34 c.8999G>A c.(8998-9000)TGG>TAG p.W3000*

Pat_34 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 7 272 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_34 Pre-Treatment MYL1 4632 37 2 211179730 211179730 Missense_Mutation SNP C T 31 83 c.37G>A c.(37-39)GCG>ACG p.A13T

Pat_34 Pre-Treatment STK36 27148 37 2 219549881 219549881 Missense_Mutation SNP C T 29 39 c.1310C>T c.(1309-1311)CCT>CTT p.P437L

Pat_34 Pre-Treatment SPEG 10290 37 2 220309459 220309459 Missense_Mutation SNP C T 6 7 c.473C>T c.(472-474)CCC>CTC p.P158L



Pat_34 Pre-Treatment SPEG 10290 37 2 220354390 220354390 Missense_Mutation SNP C T 56 166 c.8650C>T c.(8650-8652)CCA>TCA p.P2884S

Pat_34 Pre-Treatment INHA 3623 37 2 220439748 220439748 Missense_Mutation SNP C T 44 100 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_34 Pre-Treatment EPHA4 2043 37 2 222429090 222429090 Missense_Mutation SNP C T 73 158 c.184G>A c.(184-186)GAA>AAA p.E62K

Pat_34 Pre-Treatment COL4A4 1286 37 2 227920783 227920783 Missense_Mutation SNP G A 22 18 c.2594C>T c.(2593-2595)CCA>CTA p.P865L

Pat_34 Pre-Treatment COL4A4 1286 37 2 227945173 227945173 Missense_Mutation SNP C T 31 73 c.1789G>A c.(1789-1791)GAT>AAT p.D597N

Pat_34 Pre-Treatment ITM2C 81618 37 2 231738206 231738206 Missense_Mutation SNP G A 14 42 c.195G>A c.(193-195)ATG>ATA p.M65I

Pat_34 Pre-Treatment NMUR1 10316 37 2 232390057 232390057 Nonsense_Mutation SNP C T 26 45 c.978G>A c.(976-978)TGG>TGA p.W326*

Pat_34 Pre-Treatment CRNKL1 51340 37 20 20032949 20032950 Missense_Mutation DNP GG AA 24 59 c.520_521CC>TT c.(520-522)CCC>TTC p.P174F

Pat_34 Pre-Treatment EPB41L1 2036 37 20 34763552 34763552 Missense_Mutation SNP C T 21 43 c.257C>T c.(256-258)TCG>TTG p.S86L

Pat_34 Pre-Treatment LBP 3929 37 20 36999956 36999956 Missense_Mutation SNP G A 15 45 c.1250G>A c.(1249-1251)GGA>GAA p.G417E

Pat_34 Pre-Treatment PPP1R16B 26051 37 20 37536813 37536813 Missense_Mutation SNP A G 19 27 c.1171A>G c.(1171-1173)ACA>GCA p.T391A

Pat_34 Pre-Treatment CTCFL 140690 37 20 56094410 56094410 Missense_Mutation SNP C T 67 141 c.778G>A c.(778-780)GAT>AAT p.D260N

Pat_34 Pre-Treatment GNAS 2778 37 20 57484421 57484421 Missense_Mutation SNP G A 23 41 c.2531G>A c.(2530-2532)CGT>CAT p.R844H

Pat_34 Pre-Treatment SYCP2 10388 37 20 58452447 58452447 Missense_Mutation SNP G A 35 63 c.3143C>T c.(3142-3144)CCA>CTA p.P1048L

Pat_34 Pre-Treatment PTK6 5753 37 20 62164008 62164008 Missense_Mutation SNP C T 29 40 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_34 Pre-Treatment IL17RA 23765 37 22 17583143 17583143 Missense_Mutation SNP C T 44 110 c.713C>T c.(712-714)CCG>CTG p.P238L

Pat_34 Pre-Treatment PES1 23481 37 22 30977000 30977000 Missense_Mutation SNP C T 15 26 c.911G>A c.(910-912)GGG>GAG p.G304E

Pat_34 Pre-Treatment SYN3 8224 37 22 33327460 33327461 Missense_Mutation DNP AT TA 25 32 c.375_376AT>TA (373-378)GAATTC>GATATp.125_126EF>D

Pat_34 Pre-Treatment APOL5 80831 37 22 36123223 36123223 Missense_Mutation SNP C T 36 64 c.1108C>T c.(1108-1110)CGT>TGT p.R370C

Pat_34 Pre-Treatment EFCAB6 64800 37 22 44068143 44068143 Missense_Mutation SNP G A 16 43 c.1462C>T c.(1462-1464)CTC>TTC p.L488F

Pat_34 Pre-Treatment CRELD2 79174 37 22 50320924 50320924 Missense_Mutation SNP C T 44 136 c.1031C>T c.(1030-1032)CCG>CTG p.P344L

Pat_34 Pre-Treatment PLXNB2 23654 37 22 50728418 50728418 Missense_Mutation SNP G A 24 28 c.596C>T c.(595-597)GCC>GTC p.A199V

Pat_34 Pre-Treatment CHL1 10752 37 3 443320 443320 Missense_Mutation SNP G A 28 43 c.3349G>A c.(3349-3351)GAA>AAA p.E1117K

Pat_34 Pre-Treatment SRGAP3 9901 37 3 9146424 9146424 Missense_Mutation SNP C T 42 80 c.363G>A c.(361-363)ATG>ATA p.M121I

Pat_34 Pre-Treatment ZFYVE20 64145 37 3 15123998 15123998 Missense_Mutation SNP G A 44 105 c.716C>T c.(715-717)TCG>TTG p.S239L

Pat_34 Pre-Treatment ZNF385D 79750 37 3 21467063 21467063 Missense_Mutation SNP C T 22 56 c.773G>A c.(772-774)GGA>GAA p.G258E

Pat_34 Pre-Treatment DLEC1 9940 37 3 38135198 38135198 Missense_Mutation SNP G A 23 42 c.1859G>A c.(1858-1860)CGA>CAA p.R620Q

Pat_34 Pre-Treatment DLEC1 9940 37 3 38138190 38138190 Missense_Mutation SNP G A 65 107 c.2302G>A c.(2302-2304)GAG>AAG p.E768K

Pat_34 Pre-Treatment SCN5A 6331 37 3 38592959 38592959 Missense_Mutation SNP C T 44 85 c.4904G>A c.(4903-4905)AGA>AAA p.R1635K

Pat_34 Pre-Treatment SCN11A 11280 37 3 38889129 38889129 Missense_Mutation SNP G A 10 29 c.4432C>T c.(4432-4434)CGG>TGG p.R1478W

Pat_34 Pre-Treatment ALS2CL 259173 37 3 46717781 46717781 Nonsense_Mutation SNP G A 28 41 c.2140C>T c.(2140-2142)CAG>TAG p.Q714*

Pat_34 Pre-Treatment NAT6 24142 37 3 50334738 50334738 Missense_Mutation SNP G A 15 38 c.157C>T c.(157-159)CCA>TCA p.P53S

Pat_34 Pre-Treatment RBM15B 29890 37 3 51430589 51430589 Missense_Mutation SNP C T 23 46 c.1759C>T c.(1759-1761)CCC>TCC p.P587S

Pat_34 Pre-Treatment DNAH1 25981 37 3 52430710 52430710 Missense_Mutation SNP C T 28 36 c.11507C>T c.(11506-11508)CCC>CTC p.P3836L

Pat_34 Pre-Treatment DNAH1 25981 37 3 52431891 52431891 Missense_Mutation SNP G A 9 21 c.11956G>A c.(11956-11958)GAG>AAG p.E3986K

Pat_34 Pre-Treatment BAP1 8314 37 3 52440379 52440379 Missense_Mutation SNP C T 42 61 c.673G>A c.(673-675)GAC>AAC p.D225N

Pat_34 Pre-Treatment PHF7 51533 37 3 52455718 52455718 Nonsense_Mutation SNP C T 28 59 c.628C>T c.(628-630)CGA>TGA p.R210*

Pat_34 Pre-Treatment STAB1 23166 37 3 52539103 52539103 Missense_Mutation SNP C T 11 33 c.1462C>T c.(1462-1464)CAC>TAC p.H488Y

Pat_34 Pre-Treatment ERC2 26059 37 3 56330247 56330247 Missense_Mutation SNP C T 85 186 c.874G>A c.(874-876)GAA>AAA p.E292K

Pat_34 Pre-Treatment ADAMTS9 56999 37 3 64672429 64672429 Missense_Mutation SNP A T 15 38 c.331T>A c.(331-333)TTT>ATT p.F111I

Pat_34 Pre-Treatment MAGI1 9223 37 3 65369230 65369230 Missense_Mutation SNP C T 32 62 c.2485G>A c.(2485-2487)GGT>AGT p.G829S

Pat_34 Pre-Treatment EPHA3 2042 37 3 89259565 89259565 Missense_Mutation SNP G A 139 196 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_34 Pre-Treatment OR5K2 402135 37 3 98216796 98216797 Missense_Mutation DNP GG AA 58 125 c.272_273GG>AA c.(271-273)AGG>AAA p.R91K

Pat_34 Pre-Treatment MYH15 22989 37 3 108204049 108204049 Missense_Mutation SNP G A 45 130 c.1063C>T c.(1063-1065)CCT>TCT p.P355S

Pat_34 Pre-Treatment TRAT1 50852 37 3 108568024 108568024 Missense_Mutation SNP G A 22 58 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_34 Pre-Treatment CASR 846 37 3 121980930 121980930 Missense_Mutation SNP G A 15 19 c.1048G>A c.(1048-1050)GAG>AAG p.E350K

Pat_34 Pre-Treatment PODXL2 50512 37 3 127379563 127379563 Missense_Mutation SNP C T 32 54 c.692C>T c.(691-693)TCA>TTA p.S231L



Pat_34 Pre-Treatment KBTBD12 166348 37 3 127702997 127702998 Nonsense_Mutation DNP GG AA 33 93 .1748_1749GG>AAc.(1747-1749)TGG>TAA p.W583*

Pat_34 Pre-Treatment PIK3R4 30849 37 3 130409479 130409479 Nonsense_Mutation SNP G A 19 42 c.3118C>T c.(3118-3120)CGA>TGA p.R1040*

Pat_34 Pre-Treatment ANAPC13 25847 37 3 134197511 134197511 Missense_Mutation SNP G A 68 87 c.146C>T c.(145-147)TCT>TTT p.S49F

Pat_34 Pre-Treatment SI 6476 37 3 164725741 164725741 Nonsense_Mutation SNP G A 69 162 c.4225C>T c.(4225-4227)CAA>TAA p.Q1409*

Pat_34 Pre-Treatment SI 6476 37 3 164748501 164748501 Missense_Mutation SNP G A 116 187 c.2891C>T c.(2890-2892)ACG>ATG p.T964M

Pat_34 Pre-Treatment SERPINI2 5276 37 3 167170732 167170732 Missense_Mutation SNP C T 10 37 c.956G>A c.(955-957)GGA>GAA p.G319E

Pat_34 Pre-Treatment ATP11B 23200 37 3 182615093 182615093 Missense_Mutation SNP G A 37 85 c.3051G>A c.(3049-3051)ATG>ATA p.M1017I

Pat_34 Pre-Treatment ECE2 9718 37 3 184008359 184008359 Missense_Mutation SNP C T 73 149 c.2024C>T c.(2023-2025)CCC>CTC p.P675L

Pat_34 Pre-Treatment PDGFRA 5156 37 4 55144652 55144652 Missense_Mutation SNP G A 30 61 c.2126G>A c.(2125-2127)GGA>GAA p.G709E

Pat_34 Pre-Treatment AASDH 132949 37 4 57215455 57215455 Missense_Mutation SNP G A 29 118 c.2462C>T c.(2461-2463)TCT>TTT p.S821F

Pat_34 Pre-Treatment PPEF2 5470 37 4 76811162 76811162 Missense_Mutation SNP G A 59 152 c.365C>T c.(364-366)CCA>CTA p.P122L

Pat_34 Pre-Treatment FRAS1 80144 37 4 79400632 79400632 Missense_Mutation SNP G A 26 42 c.8203G>A c.(8203-8205)GGG>AGG p.G2735R

Pat_34 Pre-Treatment WDFY3 23001 37 4 85715869 85715869 Missense_Mutation SNP G A 8 30 c.3290C>T c.(3289-3291)CCC>CTC p.P1097L

Pat_34 Pre-Treatment ADH1A 124 37 4 100205934 100205934 Missense_Mutation SNP G A 20 47 c.286C>T c.(286-288)CCT>TCT p.P96S

Pat_34 Pre-Treatment SYNPO2 171024 37 4 119951711 119951711 Missense_Mutation SNP G A 76 166 c.1781G>A c.(1780-1782)GGG>GAG p.G594E

Pat_34 Pre-Treatment SCLT1 132320 37 4 129924980 129924981 Missense_Mutation DNP GG AA 35 73 c.341_342CC>TT c.(340-342)CCC>CTT p.P114L

Pat_34 Pre-Treatment DCHS2 54798 37 4 155241618 155241618 Missense_Mutation SNP C T 66 116 c.3568G>A c.(3568-3570)GAT>AAT p.D1190N

Pat_34 Pre-Treatment DCHS2 54798 37 4 155242155 155242155 Missense_Mutation SNP C T 29 104 c.3031G>A c.(3031-3033)GAA>AAA p.E1011K

Pat_34 Pre-Treatment GLRB 2743 37 4 158057999 158057999 Missense_Mutation SNP C T 33 69 c.571C>T c.(571-573)CCC>TCC p.P191S

Pat_34 Pre-Treatment RXFP1 59350 37 4 159533469 159533469 Missense_Mutation SNP G A 11 34 c.635G>A c.(634-636)CGA>CAA p.R212Q

Pat_34 Pre-Treatment KLHL2 11275 37 4 166220758 166220758 Missense_Mutation SNP T A 40 77 c.871T>A c.(871-873)TTA>ATA p.L291I

Pat_34 Pre-Treatment TLL1 7092 37 4 167022028 167022028 Nonstop_Mutation SNP A C 7 13 c.3042A>C c.(3040-3042)TAA>TAC p.*1014Y

Pat_34 Pre-Treatment SPOCK3 50859 37 4 167833862 167833862 Nonsense_Mutation SNP C T 16 56 c.392G>A c.(391-393)TGG>TAG p.W131*

Pat_34 Pre-Treatment VEGFC 7424 37 4 177650855 177650855 Missense_Mutation SNP T A 50 81 c.193A>T c.(193-195)AGT>TGT p.S65C

Pat_34 Pre-Treatment NSUN2 54888 37 5 6600050 6600050 Missense_Mutation SNP G A 49 86 c.2293C>T c.(2293-2295)CCA>TCA p.P765S

Pat_34 Pre-Treatment CDH18 1016 37 5 19747261 19747261 Missense_Mutation SNP C T 48 99 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_34 Pre-Treatment CAPSL 133690 37 5 35910616 35910616 Missense_Mutation SNP T A 5 22 c.167A>T c.(166-168)AAT>ATT p.N56I

Pat_34 Pre-Treatment FGF10 2255 37 5 44305174 44305174 Missense_Mutation SNP C T 37 97 c.550G>A c.(550-552)GGA>AGA p.G184R

Pat_34 Pre-Treatment RAB3C 115827 37 5 58120900 58120900 Missense_Mutation SNP C T 53 70 c.407C>T c.(406-408)GCC>GTC p.A136V

Pat_34 Pre-Treatment PIK3R1 5295 37 5 67589660 67589660 Nonsense_Mutation SNP C T 26 64 c.1423C>T c.(1423-1425)CAG>TAG p.Q475*

Pat_34 Pre-Treatment SLC30A5 64924 37 5 68409009 68409009 Missense_Mutation SNP T G 24 44 c.490T>G c.(490-492)TTG>GTG p.L164V

Pat_34 Pre-Treatment WDR41 55255 37 5 76728976 76728976 Missense_Mutation SNP A G 63 100 c.1364T>C c.(1363-1365)TTA>TCA p.L455S

Pat_34 Pre-Treatment VCAN 1462 37 5 82818080 82818080 Missense_Mutation SNP C T 31 95 c.3955C>T c.(3955-3957)CAC>TAC p.H1319Y

Pat_34 Pre-Treatment EDIL3 10085 37 5 83402499 83402499 Missense_Mutation SNP C T 43 95 c.619G>A c.(619-621)GCT>ACT p.A207T

Pat_34 Pre-Treatment PAM 5066 37 5 102360975 102360975 Missense_Mutation SNP C T 40 103 c.2626C>T c.(2626-2628)CCG>TCG p.P876S

Pat_34 Pre-Treatment MEGF10 84466 37 5 126771158 126771159 Nonsense_Mutation DNP GG AA 51 72 .2081_2082GG>AAc.(2080-2082)TGG>TAA p.W694*

Pat_34 Pre-Treatment PRRC1 133619 37 5 126860501 126860501 Missense_Mutation SNP C T 113 250 c.382C>T c.(382-384)CCT>TCT p.P128S

Pat_34 Pre-Treatment PCDHA7 56141 37 5 140216016 140216016 Missense_Mutation SNP C T 44 90 c.2048C>T c.(2047-2049)TCG>TTG p.S683L

Pat_34 Pre-Treatment PCDHA11 56138 37 5 140249746 140249746 Missense_Mutation SNP C T 24 48 c.1058C>T c.(1057-1059)TCC>TTC p.S353F

Pat_34 Pre-Treatment PCDHB4 56131 37 5 140503385 140503385 Missense_Mutation SNP C T 26 54 c.1805C>T c.(1804-1806)TCG>TTG p.S602L

Pat_34 Pre-Treatment PCDHB8 56128 37 5 140558145 140558145 Missense_Mutation SNP C T 21 114 c.530C>T c.(529-531)TCC>TTC p.S177F

Pat_34 Pre-Treatment JAKMIP2 9832 37 5 147051353 147051353 Missense_Mutation SNP C T 10 33 c.17G>A c.(16-18)CGA>CAA p.R6Q

Pat_34 Pre-Treatment GRIA1 2890 37 5 152873499 152873499 Missense_Mutation SNP C T 45 85 c.94C>T c.(94-96)CCA>TCA p.P32S

Pat_34 Pre-Treatment FBXW11 23291 37 5 171326098 171326098 Nonsense_Mutation SNP C T 34 37 c.561G>A c.(559-561)TGG>TGA p.W187*

Pat_34 Pre-Treatment RNF44 22838 37 5 175956549 175956549 Missense_Mutation SNP C T 22 94 c.1111G>A c.(1111-1113)GAC>AAC p.D371N

Pat_34 Pre-Treatment UNC5A 90249 37 5 176306446 176306446 Missense_Mutation SNP G A 33 62 c.2320G>A c.(2320-2322)GGT>AGT p.G774S

Pat_34 Pre-Treatment HIVEP1 3096 37 6 12122235 12122235 Missense_Mutation SNP G A 4 82 c.2207G>A c.(2206-2208)CGC>CAC p.R736H



Pat_34 Pre-Treatment ZNF391 346157 37 6 27368259 27368259 Missense_Mutation SNP C T 48 76 c.110C>T c.(109-111)TCT>TTT p.S37F

Pat_34 Pre-Treatment OR2B6 26212 37 6 27925904 27925904 Missense_Mutation SNP G A 16 60 c.886G>A c.(886-888)GAG>AAG p.E296K

Pat_34 Pre-Treatment SCAND3 114821 37 6 28543374 28543374 Missense_Mutation SNP C T 32 124 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_34 Pre-Treatment OR14J1 442191 37 6 29274969 29274969 Missense_Mutation SNP G A 96 80 c.503G>A c.(502-504)GGG>GAG p.G168E

Pat_34 Pre-Treatment CSNK2B 1460 37 6 31634628 31634628 Missense_Mutation SNP T A 28 87 c.20T>A c.(19-21)GTG>GAG p.V7E

Pat_34 Pre-Treatment MSH5 4439 37 6 31728479 31728480 Missense_Mutation DNP AC TT 36 111 c.1825_1826AC>TT c.(1825-1827)ACA>TTA p.T609L

Pat_34 Pre-Treatment EHMT2 10919 37 6 31854456 31854456 Missense_Mutation SNP C T 12 39 c.2245G>A c.(2245-2247)GAG>AAG p.E749K

Pat_34 Pre-Treatment HLA-DQB2 3120 37 6 32726774 32726774 Missense_Mutation SNP C T 7 104 c.499G>A c.(499-501)GCC>ACC p.A167T

Pat_34 Pre-Treatment TULP1 7287 37 6 35473947 35473948 Missense_Mutation DNP CC TT 3 20 c.831_832GG>AA829-834)AAGGAG>AAAAA p.E278K

Pat_34 Pre-Treatment SLC26A8 116369 37 6 35967813 35967813 Missense_Mutation SNP G A 53 197 c.401C>T c.(400-402)TCG>TTG p.S134L

Pat_34 Pre-Treatment DNAH8 1769 37 6 38897346 38897347 Nonsense_Mutation DNP CC TT 143 153 10527_10528CC>T525-10530)GGCCGA>GGT p.R3510*

Pat_34 Pre-Treatment TTBK1 84630 37 6 43222346 43222346 Missense_Mutation SNP G A 39 77 c.533G>A c.(532-534)GGG>GAG p.G178E

Pat_34 Pre-Treatment ZNF318 24149 37 6 43305131 43305131 Missense_Mutation SNP G A 11 33 c.6605C>T c.(6604-6606)TCC>TTC p.S2202F

Pat_34 Pre-Treatment SPATS1 221409 37 6 44329579 44329579 Missense_Mutation SNP C T 92 144 c.424C>T c.(424-426)CGT>TGT p.R142C

Pat_34 Pre-Treatment TFAP2D 83741 37 6 50681806 50681806 Missense_Mutation SNP A G 20 47 c.38A>G c.(37-39)GAG>GGG p.E13G

Pat_34 Pre-Treatment GFRAL 389400 37 6 55266626 55266626 Missense_Mutation SNP C T 29 75 c.1160C>T c.(1159-1161)TCG>TTG p.S387L

Pat_34 Pre-Treatment BAI3 577 37 6 70042848 70042848 Missense_Mutation SNP A C 58 71 c.3136A>C c.(3136-3138)AAA>CAA p.K1046Q

Pat_34 Pre-Treatment BAI3 577 37 6 70071078 70071078 Missense_Mutation SNP G A 6 26 c.3913G>A c.(3913-3915)GAA>AAA p.E1305K

Pat_34 Pre-Treatment TTK 7272 37 6 80749438 80749438 Missense_Mutation SNP C T 63 127 c.2156C>T c.(2155-2157)TCC>TTC p.S719F

Pat_34 Pre-Treatment C6orf58 352999 37 6 127901476 127901476 Missense_Mutation SNP C T 60 61 c.455C>T c.(454-456)TCA>TTA p.S152L

Pat_34 Pre-Treatment EPB41L2 2037 37 6 131191209 131191209 Missense_Mutation SNP C T 37 45 c.2101G>A c.(2101-2103)GAC>AAC p.D701N

Pat_34 Pre-Treatment BCLAF1 9774 37 6 136599198 136599198 Missense_Mutation SNP G A 7 58 c.821C>T c.(820-822)TCT>TTT p.S274F

Pat_34 Pre-Treatment ECT2L 345930 37 6 139135637 139135637 Missense_Mutation SNP G A 24 23 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_34 Pre-Treatment RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 211 85 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_34 Pre-Treatment AUTS2 26053 37 7 70240352 70240352 Missense_Mutation SNP C T 108 34 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_34 Pre-Treatment TYW1B 441250 37 7 72081809 72081809 Missense_Mutation SNP T C 6 140 c.1633A>G c.(1633-1635)AGA>GGA p.R545G

Pat_34 Pre-Treatment NSUN5P2 260294 37 7 72420466 72420466 Missense_Mutation SNP C T 7 57 c.122G>A c.(121-123)CGC>CAC p.R41H

Pat_34 Pre-Treatment WBSCR28 135886 37 7 73279685 73279685 Missense_Mutation SNP G T 16 15 c.435G>T c.(433-435)TTG>TTT p.L145F

Pat_34 Pre-Treatment PION 54103 37 7 76958695 76958695 Missense_Mutation SNP C T 45 29 c.1688G>A c.(1687-1689)AGA>AAA p.R563K

Pat_34 Pre-Treatment SEMA3E 9723 37 7 82997177 82997177 Missense_Mutation SNP C T 70 24 c.2053G>A c.(2053-2055)GAC>AAC p.D685N

Pat_34 Pre-Treatment CROT 54677 37 7 87022093 87022093 Missense_Mutation SNP G T 64 29 c.1552G>T c.(1552-1554)GGT>TGT p.G518C

Pat_34 Pre-Treatment HEPACAM2 253012 37 7 92848544 92848544 Missense_Mutation SNP C T 55 25 c.300G>A c.(298-300)ATG>ATA p.M100I

Pat_34 Pre-Treatment ZAN 7455 37 7 100353009 100353009 Nonsense_Mutation SNP C A 51 21 c.3285C>A c.(3283-3285)TGC>TGA p.C1095*

Pat_34 Pre-Treatment LAMB4 22798 37 7 107717454 107717454 Missense_Mutation SNP C T 62 35 c.2059G>A c.(2059-2061)GAT>AAT p.D687N

Pat_34 Pre-Treatment CFTR 1080 37 7 117232010 117232010 Missense_Mutation SNP A T 57 27 c.1789A>T c.(1789-1791)AAC>TAC p.N597Y

Pat_34 Pre-Treatment SLC13A1 6561 37 7 122768932 122768932 Missense_Mutation SNP C T 47 22 c.1100G>A c.(1099-1101)GGA>GAA p.G367E

Pat_34 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 96 42 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_34 Pre-Treatment PIP 5304 37 7 142836684 142836685 Missense_Mutation DNP CC TT 86 76 c.390_391CC>TT(388-393)ATCCCC>ATTTC p.P131S

Pat_34 Pre-Treatment EPHA1 2041 37 7 143091909 143091909 Missense_Mutation SNP C T 34 18 c.2344G>A c.(2344-2346)GAA>AAA p.E782K

Pat_34 Pre-Treatment SSPO 23145 37 7 149481966 149481966 Missense_Mutation SNP C T 28 14 c.2756C>T c.(2755-2757)TCA>TTA p.S919L

Pat_34 Pre-Treatment CSMD1 64478 37 8 3265475 3265475 Missense_Mutation SNP C T 13 20 c.2020G>A c.(2020-2022)GAA>AAA p.E674K

Pat_34 Pre-Treatment NAT2 10 37 8 18257798 18257799 Missense_Mutation DNP CC TT 30 64 c.285_286CC>TT (283-288)ATCCCT>ATTTC p.P96S

Pat_34 Pre-Treatment SH2D4A 63898 37 8 19214768 19214768 Missense_Mutation SNP C T 69 143 c.568C>T c.(568-570)CGT>TGT p.R190C

Pat_34 Pre-Treatment LOXL2 4017 37 8 23225606 23225606 Missense_Mutation SNP C T 36 67 c.259G>A c.(259-261)GAC>AAC p.D87N

Pat_34 Pre-Treatment SCARA5 286133 37 8 27764748 27764748 Missense_Mutation SNP C T 26 49 c.1013G>A c.(1012-1014)AGA>AAA p.R338K

Pat_34 Pre-Treatment TEX15 56154 37 8 30695023 30695023 Missense_Mutation SNP G A 7 32 c.7628C>T c.(7627-7629)TCA>TTA p.S2543L

Pat_34 Pre-Treatment ADAM2 2515 37 8 39604085 39604085 Missense_Mutation SNP G A 11 49 c.2080C>T c.(2080-2082)CCT>TCT p.P694S



Pat_34 Pre-Treatment CHRNA6 8973 37 8 42611759 42611759 Missense_Mutation SNP C T 62 74 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_34 Pre-Treatment CLVS1 157807 37 8 62212408 62212408 Missense_Mutation SNP C T 14 33 c.22C>T c.(22-24)CCA>TCA p.P8S

Pat_34 Pre-Treatment CLVS1 157807 37 8 62370966 62370966 Missense_Mutation SNP G A 31 69 c.842G>A c.(841-843)GGA>GAA p.G281E

Pat_34 Pre-Treatment TRPA1 8989 37 8 72963103 72963103 Nonsense_Mutation SNP C T 24 53 c.1815G>A c.(1813-1815)TGG>TGA p.W605*

Pat_34 Pre-Treatment EPPK1 83481 37 8 144942264 144942264 Missense_Mutation SNP C T 15 56 c.5158G>A c.(5158-5160)GAC>AAC p.D1720N

Pat_34 Pre-Treatment PTPRD 5789 37 9 8485920 8485920 Missense_Mutation SNP A T 39 43 c.2897T>A c.(2896-2898)CTC>CAC p.L966H

Pat_34 Pre-Treatment FREM1 158326 37 9 14842347 14842347 Missense_Mutation SNP C T 30 29 c.1705G>A c.(1705-1707)GAG>AAG p.E569K

Pat_34 Pre-Treatment TAF1L 138474 37 9 32633458 32633458 Missense_Mutation SNP C T 32 30 c.2120G>A c.(2119-2121)GGA>GAA p.G707E

Pat_34 Pre-Treatment RECK 8434 37 9 36083496 36083496 Missense_Mutation SNP C T 27 17 c.574C>T c.(574-576)CCA>TCA p.P192S

Pat_34 Pre-Treatment UBQLN1 29979 37 9 86294917 86294917 Missense_Mutation SNP C T 33 17 c.484G>A c.(484-486)GGT>AGT p.G162S

Pat_34 Pre-Treatment INVS 27130 37 9 102866838 102866838 Missense_Mutation SNP C T 26 30 c.35C>T c.(34-36)TCA>TTA p.S12L

Pat_34 Pre-Treatment ABCA1 19 37 9 107594964 107594964 Missense_Mutation SNP A C 42 42 c.1400T>G c.(1399-1401)TTG>TGG p.L467W

Pat_34 Pre-Treatment FCN2 2220 37 9 137772689 137772689 Missense_Mutation SNP G A 8 9 c.22G>A c.(22-24)GGG>AGG p.G8R

Pat_34 Pre-Treatment CACNA1B 774 37 9 140811767 140811767 Missense_Mutation SNP C T 22 65 c.850C>T c.(850-852)CGG>TGG p.R284W

Pat_34 Pre-Treatment ATXN3L 92552 37 X 13337593 13337593 Missense_Mutation SNP C T 65 32 c.461G>A c.(460-462)CGA>CAA p.R154Q

Pat_34 Pre-Treatment ACE2 59272 37 X 15599367 15599367 Nonsense_Mutation SNP C T 142 38 c.1047G>A c.(1045-1047)TGG>TGA p.W349*

Pat_34 Pre-Treatment CXorf22 170063 37 X 35966478 35966478 Missense_Mutation SNP C T 59 22 c.565C>T c.(565-567)CCA>TCA p.P189S

Pat_34 Pre-Treatment CXorf22 170063 37 X 35993371 35993371 Missense_Mutation SNP G A 47 42 c.2362G>A c.(2362-2364)GAT>AAT p.D788N

Pat_34 Pre-Treatment SLC9A7 84679 37 X 46466433 46466433 Missense_Mutation SNP G A 32 19 c.2132C>T c.(2131-2133)TCG>TTG p.S711L

Pat_34 Pre-Treatment OPHN1 4983 37 X 67421548 67421548 Missense_Mutation SNP G A 42 14 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_34 Pre-Treatment TRMT2B 79979 37 X 100274023 100274023 Missense_Mutation SNP G A 49 21 c.1325C>T c.(1324-1326)GCC>GTC p.A442V

Pat_34 Pre-Treatment HTR2C 3358 37 X 114141666 114141666 Nonsense_Mutation SNP G A 53 16 c.1065G>A c.(1063-1065)TGG>TGA p.W355*

Pat_34 Pre-Treatment MST4 51765 37 X 131202291 131202291 Missense_Mutation SNP G A 60 34 c.379G>A c.(379-381)GAA>AAA p.E127K

Pat_34 Pre-Treatment MAGEC2 51438 37 X 141291601 141291601 Missense_Mutation SNP G A 23 7 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_34 Pre-Treatment GABRA3 2556 37 X 151336938 151336938 Missense_Mutation SNP G A 62 40 c.1241C>T c.(1240-1242)TCC>TTC p.S414F

Pat_46 Pre-Treatment AGRN 375790 37 1 985282 985282 Splice_Site SNP G A 8 18 c.4745_splice c.e27-1 p.G1582_splice

Pat_46 Pre-Treatment ACTRT2 140625 37 1 2938383 2938383 Nonsense_Mutation SNP C T 5 15 c.133C>T c.(133-135)CAG>TAG p.Q45*

Pat_46 Pre-Treatment CAMTA1 23261 37 1 7724780 7724780 Missense_Mutation SNP G A 5 16 c.2173G>A c.(2173-2175)GGG>AGG p.G725R

Pat_46 Pre-Treatment RERE 473 37 1 8557562 8557562 Missense_Mutation SNP G A 32 79 c.907C>T c.(907-909)CCT>TCT p.P303S

Pat_46 Pre-Treatment PRAMEF12 390999 37 1 12835119 12835119 Missense_Mutation SNP C T 7 22 c.109C>T c.(109-111)CCC>TCC p.P37S

Pat_46 Pre-Treatment PRAMEF11 440560 37 1 12884991 12884991 Missense_Mutation SNP G A 52 76 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Pre-Treatment PRAMEF8 391002 37 1 12979781 12979781 Missense_Mutation SNP G A 13 36 c.973G>A c.(973-975)GAC>AAC p.D325N

Pat_46 Pre-Treatment PRAMEF18 391003 37 1 13695812 13695812 Missense_Mutation SNP G A 12 124 c.1153C>T c.(1153-1155)CAC>TAC p.H385Y

Pat_46 Pre-Treatment TMCO4 255104 37 1 20009888 20009888 Missense_Mutation SNP G A 9 17 c.1550C>T c.(1549-1551)GCC>GTC p.A517V

Pat_46 Pre-Treatment KIF17 57576 37 1 20998491 20998491 Missense_Mutation SNP C T 11 15 c.2662G>A c.(2662-2664)GAA>AAA p.E888K

Pat_46 Pre-Treatment EIF4G3 8672 37 1 21180063 21180063 Missense_Mutation SNP T G 6 14 c.3373A>C c.(3373-3375)ACC>CCC p.T1125P

Pat_46 Pre-Treatment TMEM57 55219 37 1 25773296 25773296 Missense_Mutation SNP C T 3 11 c.124C>T c.(124-126)CTC>TTC p.L42F

Pat_46 Pre-Treatment C1orf172 126695 37 1 27278781 27278781 Missense_Mutation SNP C T 10 23 c.91G>A c.(91-93)GAT>AAT p.D31N

Pat_46 Pre-Treatment BAI2 576 37 1 32202278 32202278 Missense_Mutation SNP G A 9 21 c.3026C>T c.(3025-3027)TCC>TTC p.S1009F

Pat_46 Pre-Treatment COL9A2 1298 37 1 40767522 40767522 Missense_Mutation SNP C T 5 15 c.1832G>A c.(1831-1833)CGG>CAG p.R611Q

Pat_46 Pre-Treatment TIE1 7075 37 1 43777724 43777724 Missense_Mutation SNP C T 21 52 c.1552C>T c.(1552-1554)CGT>TGT p.R518C

Pat_46 Pre-Treatment PTCH2 8643 37 1 45293837 45293837 Missense_Mutation SNP A T 15 32 c.1736T>A c.(1735-1737)ATC>AAC p.I579N

Pat_46 Pre-Treatment PRKAA2 5563 37 1 57140179 57140179 Missense_Mutation SNP C T 4 32 c.220C>T c.(220-222)CCT>TCT p.P74S

Pat_46 Pre-Treatment C1orf168 199920 37 1 57254664 57254664 Missense_Mutation SNP G A 19 50 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_46 Pre-Treatment C8A 731 37 1 57341860 57341860 Missense_Mutation SNP G A 14 35 c.442G>A c.(442-444)GGA>AGA p.G148R

Pat_46 Pre-Treatment C8A 731 37 1 57349289 57349289 Missense_Mutation SNP G A 10 35 c.790G>A c.(790-792)GGT>AGT p.G264S

Pat_46 Pre-Treatment C8A 731 37 1 57378223 57378223 Missense_Mutation SNP C T 22 60 c.1528C>T c.(1528-1530)CTC>TTC p.L510F



Pat_46 Pre-Treatment C8B 732 37 1 57417816 57417816 Missense_Mutation SNP G A 27 111 c.571C>T c.(571-573)CTT>TTT p.L191F

Pat_46 Pre-Treatment NFIA 4774 37 1 61554084 61554085 Nonsense_Mutation DNP GA AT 31 109 c.291_292GA>AT 289-294)GGGAAA>GGATA p.K98*

Pat_46 Pre-Treatment ANGPTL3 27329 37 1 63069640 63069640 Missense_Mutation SNP G A 5 12 c.932G>A c.(931-933)GGA>GAA p.G311E

Pat_46 Pre-Treatment JAK1 3716 37 1 65344731 65344732 Missense_Mutation DNP GG AA 5 20 c.305_306CC>TT c.(304-306)TCC>TTT p.S102F

Pat_46 Pre-Treatment C1orf173 127254 37 1 75102109 75102109 Missense_Mutation SNP G A 65 164 c.458C>T c.(457-459)CCA>CTA p.P153L

Pat_46 Pre-Treatment FRRS1 391059 37 1 100176461 100176461 Missense_Mutation SNP G A 11 29 c.1525C>T c.(1525-1527)CCT>TCT p.P509S

Pat_46 Pre-Treatment AGL 178 37 1 100327245 100327245 Missense_Mutation SNP C T 16 65 c.269C>T c.(268-270)TCA>TTA p.S90L

Pat_46 Pre-Treatment GSTM5 2949 37 1 110256309 110256309 Missense_Mutation SNP C T 7 23 c.286C>T c.(286-288)CGT>TGT p.R96C

Pat_46 Pre-Treatment OVGP1 5016 37 1 111964197 111964197 Missense_Mutation SNP G A 10 23 c.707C>T c.(706-708)CCC>CTC p.P236L

Pat_46 Pre-Treatment WDR77 79084 37 1 111991249 111991249 Missense_Mutation SNP G A 43 87 c.293C>T c.(292-294)TCC>TTC p.S98F

Pat_46 Pre-Treatment RSBN1 54665 37 1 114340403 114340403 Nonsense_Mutation SNP A T 45 72 c.959T>A c.(958-960)TTA>TAA p.L320*

Pat_46 Pre-Treatment VTCN1 79679 37 1 117695923 117695923 Nonsense_Mutation SNP G A 16 37 c.514C>T c.(514-516)CGA>TGA p.R172*

Pat_46 Pre-Treatment SPAG17 200162 37 1 118570912 118570912 Missense_Mutation SNP C T 25 70 c.3715G>A c.(3715-3717)GGA>AGA p.G1239R

Pat_46 Pre-Treatment WARS2 10352 37 1 119619088 119619088 Missense_Mutation SNP G A 18 77 c.233C>T c.(232-234)TCC>TTC p.S78F

Pat_46 Pre-Treatment ITGA10 8515 37 1 145533166 145533166 Missense_Mutation SNP C T 3 62 c.1261C>T c.(1261-1263)CCC>TCC p.P421S

Pat_46 Pre-Treatment ANKRD35 148741 37 1 145561391 145561391 Missense_Mutation SNP C T 15 7 c.1079C>T c.(1078-1080)TCT>TTT p.S360F

Pat_46 Pre-Treatment ECM1 1893 37 1 150483973 150483973 Missense_Mutation SNP C T 23 130 c.749C>T c.(748-750)TCG>TTG p.S250L

Pat_46 Pre-Treatment HRNR 388697 37 1 152192583 152192583 Missense_Mutation SNP C T 72 362 c.1522G>A c.(1522-1524)GGA>AGA p.G508R

Pat_46 Pre-Treatment HRNR 388697 37 1 152193753 152193753 Missense_Mutation SNP C T 44 35 c.352G>A c.(352-354)GAG>AAG p.E118K

Pat_46 Pre-Treatment FLG 2312 37 1 152280773 152280773 Missense_Mutation SNP C T 49 240 c.6589G>A c.(6589-6591)GAA>AAA p.E2197K

Pat_46 Pre-Treatment FLG 2312 37 1 152286716 152286716 Missense_Mutation SNP C T 21 20 c.646G>A c.(646-648)GAT>AAT p.D216N

Pat_46 Pre-Treatment CRNN 49860 37 1 152382906 152382906 Missense_Mutation SNP C T 118 83 c.652G>A c.(652-654)GAC>AAC p.D218N

Pat_46 Pre-Treatment LCE1E 353135 37 1 152760070 152760070 Missense_Mutation SNP C T 45 16 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_46 Pre-Treatment FAM189B 10712 37 1 155220484 155220484 Missense_Mutation SNP G A 23 24 c.1093C>T c.(1093-1095)CGC>TGC p.R365C

Pat_46 Pre-Treatment OR10K1 391109 37 1 158435659 158435659 Missense_Mutation SNP C T 18 129 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_46 Pre-Treatment SPTA1 6708 37 1 158646045 158646045 Missense_Mutation SNP G A 47 285 c.998C>T c.(997-999)TCC>TTC p.S333F

Pat_46 Pre-Treatment OR10J3 441911 37 1 159284365 159284365 Missense_Mutation SNP A C 39 196 c.85T>G c.(85-87)TTT>GTT p.F29V

Pat_46 Pre-Treatment PVRL4 81607 37 1 161049730 161049730 Missense_Mutation SNP G A 62 50 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_46 Pre-Treatment ADAMTS4 9507 37 1 161163432 161163432 Missense_Mutation SNP G A 268 244 c.1733C>T c.(1732-1734)TCA>TTA p.S578L

Pat_46 Pre-Treatment F5 2153 37 1 169512194 169512194 Missense_Mutation SNP G A 228 151 c.2134C>T c.(2134-2136)CGT>TGT p.R712C

Pat_46 Pre-Treatment SELE 6401 37 1 169698486 169698486 Nonsense_Mutation SNP G A 7 46 c.931C>T c.(931-933)CAG>TAG p.Q311*

Pat_46 Pre-Treatment PAPPA2 60676 37 1 176709263 176709263 Missense_Mutation SNP C T 19 124 c.4082C>T c.(4081-4083)TCC>TTC p.S1361F

Pat_46 Pre-Treatment ASTN1 460 37 1 176833520 176833520 Missense_Mutation SNP C T 20 94 c.3785G>A c.(3784-3786)GGA>GAA p.G1262E

Pat_46 Pre-Treatment CACNA1E 777 37 1 181745241 181745241 Missense_Mutation SNP T C 35 253 c.5144T>C c.(5143-5145)CTC>CCC p.L1715P

Pat_46 Pre-Treatment HMCN1 83872 37 1 186024803 186024803 Missense_Mutation SNP C T 43 210 c.7141C>T c.(7141-7143)CAT>TAT p.H2381Y

Pat_46 Pre-Treatment PRG4 10216 37 1 186275983 186275983 Missense_Mutation SNP C A 4 108 c.1132C>A c.(1132-1134)CCC>ACC p.P378T

Pat_46 Pre-Treatment RGS21 431704 37 1 192335238 192335238 Nonsense_Mutation SNP G A 11 13 c.443G>A c.(442-444)TGG>TAG p.W148*

Pat_46 Pre-Treatment CRB1 23418 37 1 197404528 197404528 Missense_Mutation SNP G A 8 49 c.3535G>A c.(3535-3537)GAT>AAT p.D1179N

Pat_46 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 3 62 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_46 Pre-Treatment SNRPE 6635 37 1 203834217 203834217 Missense_Mutation SNP C T 19 94 c.193C>T c.(193-195)CAT>TAT p.H65Y

Pat_46 Pre-Treatment C4BPA 722 37 1 207297538 207297538 Missense_Mutation SNP C T 86 69 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_46 Pre-Treatment CR1 1378 37 1 207762056 207762056 Missense_Mutation SNP G A 11 36 c.4397G>A c.(4396-4398)GGA>GAA p.G1466E

Pat_46 Pre-Treatment USH2A 7399 37 1 215844436 215844436 Missense_Mutation SNP C T 54 27 c.14011G>A c.(14011-14013)GAA>AAA p.E4671K

Pat_46 Pre-Treatment OBSCN 84033 37 1 228468465 228468465 Missense_Mutation SNP C T 12 4 c.8165C>T c.(8164-8166)TCC>TTC p.S2722F

Pat_46 Pre-Treatment SLC35F3 148641 37 1 234367322 234367322 Missense_Mutation SNP C T 32 126 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_46 Pre-Treatment RYR2 6262 37 1 237777611 237777611 Missense_Mutation SNP C T 25 19 c.5183C>T c.(5182-5184)CCC>CTC p.P1728L

Pat_46 Pre-Treatment FMN2 56776 37 1 240255852 240255852 Missense_Mutation SNP G A 4 1 c.443G>A c.(442-444)GGG>GAG p.G148E



Pat_46 Pre-Treatment FMN2 56776 37 1 240371051 240371051 Missense_Mutation SNP C T 17 140 c.2939C>T c.(2938-2940)CCT>CTT p.P980L

Pat_46 Pre-Treatment OR2L13 284521 37 1 248263515 248263515 Missense_Mutation SNP C T 55 54 c.838C>T c.(838-840)CTT>TTT p.L280F

Pat_46 Pre-Treatment TUBAL3 79861 37 10 5436006 5436006 Missense_Mutation SNP A T 19 81 c.815T>A c.(814-816)ATA>AAA p.I272K

Pat_46 Pre-Treatment OLAH 55301 37 10 15107598 15107598 Missense_Mutation SNP C T 6 19 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_46 Pre-Treatment FAM171A1 221061 37 10 15255489 15255489 Missense_Mutation SNP T G 17 31 c.2098A>C c.(2098-2100)AAG>CAG p.K700Q

Pat_46 Pre-Treatment ITGA8 8516 37 10 15590507 15590507 Missense_Mutation SNP C T 24 39 c.2827G>A c.(2827-2829)GAA>AAA p.E943K

Pat_46 Pre-Treatment ITGA8 8516 37 10 15646281 15646281 Missense_Mutation SNP C T 15 37 c.2044G>A c.(2044-2046)GGA>AGA p.G682R

Pat_46 Pre-Treatment NEBL 10529 37 10 21120192 21120192 Missense_Mutation SNP C T 18 50 c.1604G>A c.(1603-1605)GGA>GAA p.G535E

Pat_46 Pre-Treatment PIP4K2A 5305 37 10 22898620 22898620 Missense_Mutation SNP G C 45 111 c.171C>G c.(169-171)ATC>ATG p.I57M

Pat_46 Pre-Treatment PTCHD3 374308 37 10 27702954 27702954 Missense_Mutation SNP G A 14 39 c.226C>T c.(226-228)CCC>TCC p.P76S

Pat_46 Pre-Treatment MPP7 143098 37 10 28408594 28408594 Missense_Mutation SNP G A 23 61 c.938C>T c.(937-939)TCC>TTC p.S313F

Pat_46 Pre-Treatment ANKRD30A 91074 37 10 37490242 37490242 Missense_Mutation SNP G A 7 27 c.2690G>A c.(2689-2691)GGA>GAA p.G897E

Pat_46 Pre-Treatment ZNF37A 7587 37 10 38407040 38407040 Missense_Mutation SNP C T 9 33 c.961C>T c.(961-963)CAT>TAT p.H321Y

Pat_46 Pre-Treatment ALOX5 240 37 10 45939214 45939214 Missense_Mutation SNP G A 7 17 c.1612G>A c.(1612-1614)GAG>AAG p.E538K

Pat_46 Pre-Treatment FRMPD2 143162 37 10 49430394 49430394 Missense_Mutation SNP G A 23 69 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_46 Pre-Treatment OGDHL 55753 37 10 50953927 50953927 Missense_Mutation SNP C T 17 47 c.1393G>A c.(1393-1395)GAT>AAT p.D465N

Pat_46 Pre-Treatment NCOA4 8031 37 10 51579247 51579247 Missense_Mutation SNP C T 31 114 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_46 Pre-Treatment PCDH15 65217 37 10 55955628 55955628 Missense_Mutation SNP G A 11 34 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Pre-Treatment ANK3 288 37 10 61829433 61829433 Missense_Mutation SNP C T 8 42 c.11206G>A c.(11206-11208)GAA>AAA p.E3736K

Pat_46 Pre-Treatment CTNNA3 29119 37 10 67862998 67862998 Missense_Mutation SNP C T 10 30 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_46 Pre-Treatment COL13A1 1305 37 10 71712675 71712675 Missense_Mutation SNP G A 7 25 c.2063G>A c.(2062-2064)GGG>GAG p.G688E

Pat_46 Pre-Treatment OIT3 170392 37 10 74658610 74658610 Missense_Mutation SNP G A 5 19 c.250G>A c.(250-252)GCA>ACA p.A84T

Pat_46 Pre-Treatment C10orf55 414236 37 10 75671974 75671974 Missense_Mutation SNP G A 12 61 c.29C>T c.(28-30)TCG>TTG p.S10L

Pat_46 Pre-Treatment SFTPA1 653509 37 10 81373492 81373492 Splice_Site SNP G A 24 69 c.371_splice c.e6-1 p.A124_splice

Pat_46 Pre-Treatment IFIT1 3434 37 10 91162729 91162729 Missense_Mutation SNP G A 48 108 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_46 Pre-Treatment CYP2C18 1562 37 10 96447594 96447594 Missense_Mutation SNP G A 32 92 c.236G>A c.(235-237)GGA>GAA p.G79E

Pat_46 Pre-Treatment TACC2 10579 37 10 123970436 123970436 Missense_Mutation SNP G A 12 45 c.6496G>A c.(6496-6498)GGG>AGG p.G2166R

Pat_46 Pre-Treatment GPR26 2849 37 10 125434378 125434378 Missense_Mutation SNP G A 11 22 c.713G>A c.(712-714)CGA>CAA p.R238Q

Pat_46 Pre-Treatment CPXM2 119587 37 10 125528202 125528202 Missense_Mutation SNP C T 38 109 c.1139G>A c.(1138-1140)GGC>GAC p.G380D

Pat_46 Pre-Treatment C10orf137 26098 37 10 127424384 127424384 Missense_Mutation SNP C T 33 78 c.1669C>T c.(1669-1671)CCA>TCA p.P557S

Pat_46 Pre-Treatment ADAM12 8038 37 10 127760213 127760213 Missense_Mutation SNP G A 18 42 c.1165C>T c.(1165-1167)CCC>TCC p.P389S

Pat_46 Pre-Treatment C10orf90 118611 37 10 128192921 128192921 Missense_Mutation SNP G C 40 81 c.848C>G c.(847-849)CCC>CGC p.P283R

Pat_46 Pre-Treatment OR52E2 119678 37 11 5080110 5080110 Missense_Mutation SNP G A 12 23 c.748C>T c.(748-750)CTT>TTT p.L250F

Pat_46 Pre-Treatment OR52E8 390079 37 11 5878290 5878290 Missense_Mutation SNP C T 12 23 c.643G>A c.(643-645)GAT>AAT p.D215N

Pat_46 Pre-Treatment OR52L1 338751 37 11 6007836 6007836 Missense_Mutation SNP C T 6 28 c.325G>A c.(325-327)GAG>AAG p.E109K

Pat_46 Pre-Treatment CNGA4 1262 37 11 6261737 6261737 Missense_Mutation SNP C T 11 27 c.713C>T c.(712-714)CCA>CTA p.P238L

Pat_46 Pre-Treatment DCHS1 8642 37 11 6662520 6662520 Missense_Mutation SNP G A 13 53 c.325C>T c.(325-327)CGT>TGT p.R109C

Pat_46 Pre-Treatment OR2AG1 144125 37 11 6806965 6806966 Missense_Mutation DNP GG AA 11 30 c.697_698GG>AA c.(697-699)GGG>AAG p.G233K

Pat_46 Pre-Treatment ZNF215 7762 37 11 6964847 6964847 Missense_Mutation SNP A C 31 70 c.687A>C c.(685-687)AAA>AAC p.K229N

Pat_46 Pre-Treatment NLRP14 338323 37 11 7064044 7064044 Missense_Mutation SNP G A 15 46 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_46 Pre-Treatment NLRP14 338323 37 11 7064261 7064261 Missense_Mutation SNP G A 26 52 c.1004G>A c.(1003-1005)AGA>AAA p.R335K

Pat_46 Pre-Treatment NLRP14 338323 37 11 7091675 7091675 Missense_Mutation SNP T C 17 23 c.3134T>C c.(3133-3135)CTA>CCA p.L1045P

Pat_46 Pre-Treatment ST5 6764 37 11 8751675 8751675 Missense_Mutation SNP G A 28 55 c.1162C>T c.(1162-1164)CCC>TCC p.P388S

Pat_46 Pre-Treatment IGSF22 283284 37 11 18731120 18731120 Missense_Mutation SNP C T 11 35 c.2812G>A c.(2812-2814)GAG>AAG p.E938K

Pat_46 Pre-Treatment GAS2 2620 37 11 22707294 22707294 Missense_Mutation SNP G A 10 25 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_46 Pre-Treatment CSTF3 1479 37 11 33124691 33124691 Missense_Mutation SNP G A 18 32 c.625C>T c.(625-627)CGG>TGG p.R209W

Pat_46 Pre-Treatment RAG2 5897 37 11 36615100 36615100 Missense_Mutation SNP G A 32 86 c.619C>T c.(619-621)CAT>TAT p.H207Y



Pat_46 Pre-Treatment PHF21A 51317 37 11 45987010 45987011 Missense_Mutation DNP GG AA 13 40 c.848_849CC>TT c.(847-849)CCC>CTT p.P283L

Pat_46 Pre-Treatment PTPRJ 5795 37 11 48134313 48134313 Missense_Mutation SNP C T 58 98 c.130C>T c.(130-132)CCT>TCT p.P44S

Pat_46 Pre-Treatment OR4A47 403253 37 11 48510571 48510571 Missense_Mutation SNP C T 20 31 c.227C>T c.(226-228)TCC>TTC p.S76F

Pat_46 Pre-Treatment TRIM48 79097 37 11 55032647 55032647 Missense_Mutation SNP G A 49 24 c.316G>A c.(316-318)GAG>AAG p.E106K

Pat_46 Pre-Treatment OR4C6 219432 37 11 55432600 55432600 Splice_Site SNP G A 17 15 c.-41_splice c.e3-1

Pat_46 Pre-Treatment OR5L2 26338 37 11 55594915 55594915 Missense_Mutation SNP C T 143 90 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_46 Pre-Treatment OR5AS1 219447 37 11 55798826 55798826 Missense_Mutation SNP C T 13 64 c.932C>T c.(931-933)TCA>TTA p.S311L

Pat_46 Pre-Treatment OR8H2 390151 37 11 55873258 55873258 Missense_Mutation SNP G A 5 27 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_46 Pre-Treatment OR8J1 219477 37 11 56128414 56128414 Missense_Mutation SNP C T 22 29 c.692C>T c.(691-693)TCA>TTA p.S231L

Pat_46 Pre-Treatment APLNR 187 37 11 57004463 57004463 Missense_Mutation SNP C T 9 58 c.16G>A c.(16-18)GAT>AAT p.D6N

Pat_46 Pre-Treatment SSRP1 6749 37 11 57099948 57099948 Missense_Mutation SNP G A 55 239 c.781C>T c.(781-783)CCC>TCC p.P261S

Pat_46 Pre-Treatment FAM111A 63901 37 11 58919839 58919839 Missense_Mutation SNP C T 13 108 c.698C>T c.(697-699)TCC>TTC p.S233F

Pat_46 Pre-Treatment OR4D11 219986 37 11 59271374 59271374 Missense_Mutation SNP G A 64 44 c.326G>A c.(325-327)GGG>GAG p.G109E

Pat_46 Pre-Treatment OR4D9 390199 37 11 59283079 59283079 Missense_Mutation SNP G A 47 253 c.694G>A c.(694-696)GGC>AGC p.G232S

Pat_46 Pre-Treatment MS4A2 2206 37 11 59861474 59861474 Missense_Mutation SNP G A 28 133 c.575G>A c.(574-576)GGA>GAA p.G192E

Pat_46 Pre-Treatment DAK 26007 37 11 61105584 61105584 Missense_Mutation SNP C T 33 24 c.175C>T c.(175-177)CAT>TAT p.H59Y

Pat_46 Pre-Treatment MTA2 9219 37 11 62366028 62366028 Missense_Mutation SNP G A 63 315 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_46 Pre-Treatment SLC22A25 387601 37 11 62933592 62933592 Missense_Mutation SNP C T 48 30 c.1209G>A c.(1207-1209)ATG>ATA p.M403I

Pat_46 Pre-Treatment SLC22A10 387775 37 11 63057642 63057642 Missense_Mutation SNP C T 25 14 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_46 Pre-Treatment SLC22A10 387775 37 11 63072267 63072267 Missense_Mutation SNP G A 18 90 c.1504G>A c.(1504-1506)GGA>AGA p.G502R

Pat_46 Pre-Treatment SLC22A12 116085 37 11 64359368 64359368 Missense_Mutation SNP G A 22 24 c.340G>A c.(340-342)GAG>AAG p.E114K

Pat_46 Pre-Treatment CDC42BPG 55561 37 11 64606627 64606627 Missense_Mutation SNP G A 61 55 c.754C>T c.(754-756)CAC>TAC p.H252Y

Pat_46 Pre-Treatment TM7SF2 7108 37 11 64883503 64883503 Missense_Mutation SNP G A 54 45 c.1235G>A c.(1234-1236)CGC>CAC p.R412H

Pat_46 Pre-Treatment CABP2 51475 37 11 67286622 67286622 Missense_Mutation SNP C T 27 19 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_46 Pre-Treatment PPFIA1 8500 37 11 70194471 70194471 Missense_Mutation SNP G A 52 65 c.2108G>A c.(2107-2109)CGA>CAA p.R703Q

Pat_46 Pre-Treatment ODZ4 26011 37 11 78381419 78381419 Missense_Mutation SNP C T 3 5 c.5971G>A c.(5971-5973)GAC>AAC p.D1991N

Pat_46 Pre-Treatment PICALM 8301 37 11 85718599 85718599 Missense_Mutation SNP G A 78 82 c.793C>T c.(793-795)CCA>TCA p.P265S

Pat_46 Pre-Treatment MTNR1B 4544 37 11 92715261 92715261 Missense_Mutation SNP T A 49 49 c.872T>A c.(871-873)GTC>GAC p.V291D

Pat_46 Pre-Treatment HEPHL1 341208 37 11 93808340 93808340 Missense_Mutation SNP G A 6 5 c.1505G>A c.(1504-1506)GGA>GAA p.G502E

Pat_46 Pre-Treatment TRPC6 7225 37 11 101342086 101342086 Missense_Mutation SNP C T 16 31 c.2237G>A c.(2236-2238)AGG>AAG p.R746K

Pat_46 Pre-Treatment HTR3A 3359 37 11 113848499 113848499 Missense_Mutation SNP G A 7 8 c.92G>A c.(91-93)AGG>AAG p.R31K

Pat_46 Pre-Treatment APOA4 337 37 11 116692155 116692155 Missense_Mutation SNP C T 28 55 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_46 Pre-Treatment TECTA 7007 37 11 121036027 121036027 Missense_Mutation SNP G A 9 8 c.5318G>A c.(5317-5319)CGA>CAA p.R1773Q

Pat_46 Pre-Treatment SPA17 53340 37 11 124564280 124564280 Missense_Mutation SNP G A 8 21 c.394G>A c.(394-396)GAG>AAG p.E132K

Pat_46 Pre-Treatment DCP1B 196513 37 12 2062350 2062350 Missense_Mutation SNP C G 2 20 c.756G>C c.(754-756)CAG>CAC p.Q252H

Pat_46 Pre-Treatment A2M 2 37 12 9232385 9232385 Missense_Mutation SNP T A 7 11 c.2881A>T c.(2881-2883)AAC>TAC p.N961Y

Pat_46 Pre-Treatment PZP 5858 37 12 9305466 9305466 Missense_Mutation SNP C T 19 49 c.4075G>A c.(4075-4077)GAT>AAT p.D1359N

Pat_46 Pre-Treatment PRB2 653247 37 12 11546515 11546515 Missense_Mutation SNP C T 35 77 c.497G>A c.(496-498)GGA>GAA p.G166E

Pat_46 Pre-Treatment PIK3C2G 5288 37 12 18699323 18699323 Missense_Mutation SNP C T 6 11 c.3424C>T c.(3424-3426)CGT>TGT p.R1142C

Pat_46 Pre-Treatment PIK3C2G 5288 37 12 18747456 18747456 Missense_Mutation SNP C T 20 48 c.3917C>T c.(3916-3918)TCT>TTT p.S1306F

Pat_46 Pre-Treatment PLCZ1 89869 37 12 18837172 18837172 Missense_Mutation SNP G A 19 47 c.1633C>T c.(1633-1635)CAT>TAT p.H545Y

Pat_46 Pre-Treatment CAPZA3 93661 37 12 18891857 18891857 Missense_Mutation SNP G A 4 15 c.655G>A c.(655-657)GCT>ACT p.A219T

Pat_46 Pre-Treatment ABCC9 10060 37 12 21997810 21997810 Missense_Mutation SNP C T 8 30 c.3136G>A c.(3136-3138)GGC>AGC p.G1046S

Pat_46 Pre-Treatment OVCH1 341350 37 12 29598333 29598333 Missense_Mutation SNP C T 5 12 c.2759G>A c.(2758-2760)GGA>GAA p.G920E

Pat_46 Pre-Treatment C12orf72 254013 37 12 31814975 31814975 Missense_Mutation SNP C T 10 21 c.88C>T c.(88-90)CCC>TCC p.P30S

Pat_46 Pre-Treatment PKP2 5318 37 12 33003862 33003862 Missense_Mutation SNP C T 13 40 c.1216G>A c.(1216-1218)GTT>ATT p.V406I

Pat_46 Pre-Treatment C12orf40 283461 37 12 40114899 40114899 Missense_Mutation SNP C T 23 68 c.1805C>T c.(1804-1806)TCT>TTT p.S602F



Pat_46 Pre-Treatment CACNB3 784 37 12 49218065 49218065 Missense_Mutation SNP G A 4 24 c.316G>A c.(316-318)GGG>AGG p.G106R

Pat_46 Pre-Treatment GALNT6 11226 37 12 51773135 51773135 Missense_Mutation SNP G A 4 24 c.431C>T c.(430-432)GCC>GTC p.A144V

Pat_46 Pre-Treatment KRT6B 3854 37 12 52841737 52841737 Missense_Mutation SNP C T 32 59 c.1249G>A c.(1249-1251)GAG>AAG p.E417K

Pat_46 Pre-Treatment ESPL1 9700 37 12 53673634 53673634 Missense_Mutation SNP G A 4 120 c.2483G>A c.(2482-2484)TGT>TAT p.C828Y

Pat_46 Pre-Treatment ESPL1 9700 37 12 53677195 53677195 Missense_Mutation SNP C T 23 46 c.2950C>T c.(2950-2952)CTT>TTT p.L984F

Pat_46 Pre-Treatment OR6C76 390326 37 12 55820086 55820086 Missense_Mutation SNP G A 22 95 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_46 Pre-Treatment ERBB3 2065 37 12 56482351 56482351 Missense_Mutation SNP C T 120 193 c.899C>T c.(898-900)TCC>TTC p.S300F

Pat_46 Pre-Treatment ERBB3 2065 37 12 56493646 56493646 Missense_Mutation SNP C T 20 42 c.2962C>T c.(2962-2964)CCT>TCT p.P988S

Pat_46 Pre-Treatment TSFM 10102 37 12 58179958 58179958 Missense_Mutation SNP C T 3 6 c.244C>T c.(244-246)CTC>TTC p.L82F

Pat_46 Pre-Treatment MDM2 4193 37 12 69233409 69233409 Missense_Mutation SNP C T 21 55 c.1274C>T c.(1273-1275)ACC>ATC p.T425I

Pat_46 Pre-Treatment SYT1 6857 37 12 79693221 79693221 Missense_Mutation SNP C T 28 64 c.700C>T c.(700-702)CGT>TGT p.R234C

Pat_46 Pre-Treatment ACSS3 79611 37 12 81503391 81503391 Missense_Mutation SNP G A 14 40 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_46 Pre-Treatment PPFIA2 8499 37 12 81657060 81657060 Missense_Mutation SNP C T 5 10 c.3665G>A c.(3664-3666)GGA>GAA p.G1222E

Pat_46 Pre-Treatment SCYL2 55681 37 12 100691888 100691888 Missense_Mutation SNP C T 9 17 c.415C>T c.(415-417)CCT>TCT p.P139S

Pat_46 Pre-Treatment SLC5A8 160728 37 12 101551118 101551118 Missense_Mutation SNP G A 12 24 c.1772C>T c.(1771-1773)GCT>GTT p.A591V

Pat_46 Pre-Treatment OAS1 4938 37 12 113357332 113357332 Nonsense_Mutation SNP G T 22 55 c.1177G>T c.(1177-1179)GAG>TAG p.E393*

Pat_46 Pre-Treatment CCDC60 160777 37 12 119909929 119909929 Missense_Mutation SNP G A 33 75 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_46 Pre-Treatment OASL 8638 37 12 121458618 121458618 Missense_Mutation SNP G A 22 36 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_46 Pre-Treatment DNAH10 196385 37 12 124281297 124281297 Missense_Mutation SNP G A 23 42 c.1727G>A c.(1726-1728)CGA>CAA p.R576Q

Pat_46 Pre-Treatment RIMBP2 23504 37 12 130926662 130926662 Missense_Mutation SNP G A 4 8 c.1184C>T c.(1183-1185)TCC>TTC p.S395F

Pat_46 Pre-Treatment GJB2 2706 37 13 20763467 20763467 Missense_Mutation SNP G A 15 36 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_46 Pre-Treatment PAN3 255967 37 13 28846200 28846200 Nonsense_Mutation SNP C T 16 45 c.1603C>T c.(1603-1605)CAG>TAG p.Q535*

Pat_46 Pre-Treatment RXFP2 122042 37 13 32355867 32355867 Missense_Mutation SNP C T 21 32 c.845C>T c.(844-846)TCG>TTG p.S282L

Pat_46 Pre-Treatment STARD13 90627 37 13 33704213 33704213 Missense_Mutation SNP C T 11 17 c.601G>A c.(601-603)GAA>AAA p.E201K

Pat_46 Pre-Treatment SPG20 23111 37 13 36905658 36905658 Missense_Mutation SNP G A 20 72 c.886C>T c.(886-888)CCT>TCT p.P296S

Pat_46 Pre-Treatment RB1 5925 37 13 48934240 48934240 Missense_Mutation SNP C T 16 53 c.695C>T c.(694-696)CCC>CTC p.P232L

Pat_46 Pre-Treatment LECT1 11061 37 13 53298197 53298197 Missense_Mutation SNP C T 12 25 c.403G>A c.(403-405)GCG>ACG p.A135T

Pat_46 Pre-Treatment SCEL 8796 37 13 78130735 78130735 Missense_Mutation SNP G A 58 133 c.48G>A c.(46-48)ATG>ATA p.M16I

Pat_46 Pre-Treatment DZIP1 22873 37 13 96241436 96241436 Missense_Mutation SNP G A 10 32 c.1999C>T c.(1999-2001)CCT>TCT p.P667S

Pat_46 Pre-Treatment ATP11A 23250 37 13 113508817 113508817 Missense_Mutation SNP G A 3 51 c.2216G>A c.(2215-2217)GGG>GAG p.G739E

Pat_46 Pre-Treatment OR4Q3 441669 37 14 20216488 20216488 Missense_Mutation SNP A T 17 29 c.902A>T c.(901-903)AAG>ATG p.K301M

Pat_46 Pre-Treatment OR11G2 390439 37 14 20665672 20665672 Missense_Mutation SNP G A 4 20 c.178G>A c.(178-180)GAG>AAG p.E60K

Pat_46 Pre-Treatment MYH6 4624 37 14 23876313 23876314 Missense_Mutation DNP GG AA 41 113 c.119_120CC>TT c.(118-120)CCC>CTT p.P40L

Pat_46 Pre-Treatment NPAS3 64067 37 14 33684488 33684488 Missense_Mutation SNP C T 26 67 c.241C>T c.(241-243)CCT>TCT p.P81S

Pat_46 Pre-Treatment MIPOL1 145282 37 14 37838774 37838774 Missense_Mutation SNP C T 19 47 c.881C>T c.(880-882)TCA>TTA p.S294L

Pat_46 Pre-Treatment RPL10L 140801 37 14 47120366 47120366 Missense_Mutation SNP G A 15 54 c.574C>T c.(574-576)CCT>TCT p.P192S

Pat_46 Pre-Treatment PTGDR 5729 37 14 52741476 52741476 Missense_Mutation SNP G A 4 25 c.874G>A c.(874-876)GAT>AAT p.D292N

Pat_46 Pre-Treatment C14orf101 54916 37 14 57070568 57070568 Missense_Mutation SNP C T 3 42 c.380C>T c.(379-381)GCG>GTG p.A127V

Pat_46 Pre-Treatment PPM1A 5494 37 14 60749713 60749713 Nonsense_Mutation SNP A T 19 42 c.292A>T c.(292-294)AAG>TAG p.K98*

Pat_46 Pre-Treatment PPM1A 5494 37 14 60752390 60752391 Missense_Mutation DNP CC TT 24 83 c.883_884CC>TT c.(883-885)CCC>TTC p.P295F

Pat_46 Pre-Treatment PTPN21 11099 37 14 88951470 88951470 Missense_Mutation SNP G A 25 39 c.1028C>T c.(1027-1029)CCG>CTG p.P343L

Pat_46 Pre-Treatment TDP1 55775 37 14 90446978 90446978 Splice_Site SNP T C 9 22 c.884_splice c.e8+2 p.G295_splice

Pat_46 Pre-Treatment CATSPERB 79820 37 14 92136196 92136196 Missense_Mutation SNP G A 9 25 c.1249C>T c.(1249-1251)CAT>TAT p.H417Y

Pat_46 Pre-Treatment CATSPERB 79820 37 14 92159779 92159779 Missense_Mutation SNP C T 13 43 c.661G>A c.(661-663)GAT>AAT p.D221N

Pat_46 Pre-Treatment KIAA1409 57578 37 14 93944038 93944038 Missense_Mutation SNP G A 36 112 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Pre-Treatment PRIMA1 145270 37 14 94245551 94245551 Missense_Mutation SNP G A 7 10 c.200C>T c.(199-201)CCG>CTG p.P67L

Pat_46 Pre-Treatment SERPINA4 5267 37 14 95029923 95029923 Missense_Mutation SNP C T 15 37 c.104C>T c.(103-105)TCC>TTC p.S35F



Pat_46 Pre-Treatment C14orf177 283598 37 14 99182719 99182719 Missense_Mutation SNP G T 3 4 c.191G>T c.(190-192)AGG>ATG p.R64M

Pat_46 Pre-Treatment TECPR2 9895 37 14 102900690 102900691 Missense_Mutation DNP GG AA 22 51 .1536_1537GG>AA534-1539)CTGGGC>CTAA p.G513S

Pat_46 Pre-Treatment TECPR2 9895 37 14 102901094 102901094 Missense_Mutation SNP C T 9 22 c.1940C>T c.(1939-1941)TCA>TTA p.S647L

Pat_46 Pre-Treatment CDC42BPB 9578 37 14 103434988 103434988 Missense_Mutation SNP T A 24 55 c.2061A>T c.(2059-2061)AAA>AAT p.K687N

Pat_46 Pre-Treatment AKT1 207 37 14 105240265 105240265 Missense_Mutation SNP T C 9 9 c.686A>G c.(685-687)TAC>TGC p.Y229C

Pat_46 Pre-Treatment TJP1 7082 37 15 30026556 30026556 Missense_Mutation SNP T C 22 19 c.1438A>G c.(1438-1440)AGA>GGA p.R480G

Pat_46 Pre-Treatment BUB1B 701 37 15 40457265 40457265 Missense_Mutation SNP C T 65 81 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_46 Pre-Treatment RPAP1 26015 37 15 41817292 41817293 Nonsense_Mutation DNP GG AA 10 16 c.1971_1972CC>TT969-1974)CCCCAA>CCTT p.Q658*

Pat_46 Pre-Treatment TYRO3 7301 37 15 41860520 41860520 Missense_Mutation SNP G A 4 59 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_46 Pre-Treatment GANC 2595 37 15 42632068 42632068 Missense_Mutation SNP C T 22 21 c.2045C>T c.(2044-2046)TCT>TTT p.S682F

Pat_46 Pre-Treatment ZFP106 64397 37 15 42734497 42734498 Missense_Mutation DNP GA AT 17 47 c.3467_3468TC>AT c.(3466-3468)TTC>TAT p.F1156Y

Pat_46 Pre-Treatment UNC13C 440279 37 15 54305661 54305661 Nonsense_Mutation SNP G A 25 25 c.561G>A c.(559-561)TGG>TGA p.W187*

Pat_46 Pre-Treatment RNF111 54778 37 15 59323443 59323443 Missense_Mutation SNP C T 29 54 c.422C>T c.(421-423)CCT>CTT p.P141L

Pat_46 Pre-Treatment FAM81A 145773 37 15 59752164 59752164 Missense_Mutation SNP C T 3 20 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_46 Pre-Treatment DENND4A 10260 37 15 66048767 66048767 Missense_Mutation SNP G A 19 40 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_46 Pre-Treatment LRRC49 54839 37 15 71329552 71329552 Missense_Mutation SNP G A 12 26 c.1738G>A c.(1738-1740)GGA>AGA p.G580R

Pat_46 Pre-Treatment PARP6 56965 37 15 72552884 72552884 Missense_Mutation SNP G A 168 156 c.691C>T c.(691-693)CCC>TCC p.P231S

Pat_46 Pre-Treatment HCN4 10021 37 15 73616108 73616108 Missense_Mutation SNP G A 12 13 c.2326C>T c.(2326-2328)CCG>TCG p.P776S

Pat_46 Pre-Treatment CYP11A1 1583 37 15 74630935 74630935 Missense_Mutation SNP C T 50 62 c.1411G>A c.(1411-1413)GAG>AAG p.E471K

Pat_46 Pre-Treatment MAN2C1 4123 37 15 75648366 75648366 Missense_Mutation SNP G A 3 3 c.3004C>T c.(3004-3006)CTC>TTC p.L1002F

Pat_46 Pre-Treatment RASGRF1 5923 37 15 79296299 79296299 Missense_Mutation SNP C T 10 36 c.2342G>A c.(2341-2343)GGC>GAC p.G781D

Pat_46 Pre-Treatment KIAA1199 57214 37 15 81201454 81201454 Missense_Mutation SNP A G 21 34 c.1604A>G c.(1603-1605)AAG>AGG p.K535R

Pat_46 Pre-Treatment TMC3 342125 37 15 81633741 81633741 Nonsense_Mutation SNP G A 4 30 c.1834C>T c.(1834-1836)CGA>TGA p.R612*

Pat_46 Pre-Treatment BNC1 646 37 15 83935634 83935634 Missense_Mutation SNP G A 36 119 c.389C>T c.(388-390)GCC>GTC p.A130V

Pat_46 Pre-Treatment ALPK3 57538 37 15 85400266 85400266 Missense_Mutation SNP C T 5 40 c.2903C>T c.(2902-2904)CCA>CTA p.P968L

Pat_46 Pre-Treatment SLCO3A1 28232 37 15 92671649 92671649 Missense_Mutation SNP C T 48 162 c.1442C>T c.(1441-1443)TCC>TTC p.S481F

Pat_46 Pre-Treatment RAB11FIP3 9727 37 16 553054 553054 Missense_Mutation SNP C T 16 22 c.1352C>T c.(1351-1353)TCC>TTC p.S451F

Pat_46 Pre-Treatment WDR90 197335 37 16 715701 715701 Missense_Mutation SNP C T 39 69 c.4334C>T c.(4333-4335)CCC>CTC p.P1445L

Pat_46 Pre-Treatment CLDN9 9080 37 16 3063829 3063829 Missense_Mutation SNP C T 4 17 c.466C>T c.(466-468)CTC>TTC p.L156F

Pat_46 Pre-Treatment ZSCAN10 84891 37 16 3140474 3140474 Missense_Mutation SNP C T 22 67 c.796G>A c.(796-798)GGG>AGG p.G266R

Pat_46 Pre-Treatment BTBD12 84464 37 16 3639345 3639345 Missense_Mutation SNP G A 19 48 c.4294C>T c.(4294-4296)CCC>TCC p.P1432S

Pat_46 Pre-Treatment TXNDC11 51061 37 16 11781756 11781756 Nonsense_Mutation SNP G A 22 38 c.2191C>T c.(2191-2193)CAG>TAG p.Q731*

Pat_46 Pre-Treatment MYH11 4629 37 16 15847317 15847317 Missense_Mutation SNP T G 20 49 c.1798A>C c.(1798-1800)AAT>CAT p.N600H

Pat_46 Pre-Treatment ABCC1 4363 37 16 16230351 16230351 Missense_Mutation SNP C T 10 15 c.4142C>T c.(4141-4143)TCG>TTG p.S1381L

Pat_46 Pre-Treatment SMG1 23049 37 16 18902236 18902236 Missense_Mutation SNP A C 17 52 c.557T>G c.(556-558)GTT>GGT p.V186G

Pat_46 Pre-Treatment COQ7 10229 37 16 19088679 19088679 Missense_Mutation SNP G A 9 11 c.559G>A c.(559-561)GAC>AAC p.D187N

Pat_46 Pre-Treatment ACSM5 54988 37 16 20451185 20451185 Missense_Mutation SNP C T 7 36 c.1600C>T c.(1600-1602)CGG>TGG p.R534W

Pat_46 Pre-Treatment SLC7A5P2 387254 37 16 21531296 21531297 Missense_Mutation DNP GG AA 8 55 c.390_391CC>TT(388-393)TTCCTC>TTTTT p.L131F

Pat_46 Pre-Treatment CACNG3 10368 37 16 24358111 24358111 Missense_Mutation SNP G A 9 36 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_46 Pre-Treatment GSG1L 146395 37 16 27802741 27802742 Missense_Mutation DNP CC TT 11 21 c.945_946GG>AA943-948)CAGGAA>CAAAA p.E316K

Pat_46 Pre-Treatment NFATC2IP 84901 37 16 28975053 28975053 Missense_Mutation SNP C T 21 44 c.1129C>T c.(1129-1131)CAC>TAC p.H377Y

Pat_46 Pre-Treatment SEZ6L2 26470 37 16 29891358 29891359 Missense_Mutation DNP GG AA 3 10 c.1399_1400CC>TTc.(1399-1401)CCC>TTC p.P467F

Pat_46 Pre-Treatment SETD1A 9739 37 16 30975992 30975992 Missense_Mutation SNP C T 41 80 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_46 Pre-Treatment ADCY7 113 37 16 50339705 50339705 Missense_Mutation SNP C T 22 28 c.1697C>T c.(1696-1698)TCC>TTC p.S566F

Pat_46 Pre-Treatment SALL1 6299 37 16 51172844 51172844 Missense_Mutation SNP G A 9 23 c.3289C>T c.(3289-3291)CCT>TCT p.P1097S

Pat_46 Pre-Treatment NLRC5 84166 37 16 57063972 57063972 Missense_Mutation SNP C T 26 53 c.2393C>T c.(2392-2394)CCT>CTT p.P798L

Pat_46 Pre-Treatment CNOT1 23019 37 16 58589203 58589203 Missense_Mutation SNP G A 19 41 c.2843C>T c.(2842-2844)TCC>TTC p.S948F



Pat_46 Pre-Treatment FHOD1 29109 37 16 67281301 67281301 Nonsense_Mutation SNP C A 17 17 c.13G>T c.(13-15)GAA>TAA p.E5*

Pat_46 Pre-Treatment HYDIN 54768 37 16 70891632 70891632 Missense_Mutation SNP G A 6 67 c.12268C>T c.(12268-12270)CTC>TTC p.L4090F

Pat_46 Pre-Treatment TAT 6898 37 16 71610233 71610233 Missense_Mutation SNP G A 17 24 c.86C>T c.(85-87)TCT>TTT p.S29F

Pat_46 Pre-Treatment ADAT1 23536 37 16 75637046 75637046 Missense_Mutation SNP A G 43 83 c.1313T>C c.(1312-1314)CTC>CCC p.L438P

Pat_46 Pre-Treatment CDYL2 124359 37 16 80718827 80718827 Missense_Mutation SNP G A 14 23 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_46 Pre-Treatment CDH13 1012 37 16 83065713 83065713 Missense_Mutation SNP A G 9 5 c.256A>G c.(256-258)AAC>GAC p.N86D

Pat_46 Pre-Treatment PRDM7 11105 37 16 90126912 90126912 Missense_Mutation SNP G T 4 79 c.1070C>A c.(1069-1071)TCT>TAT p.S357Y

Pat_46 Pre-Treatment TRPV3 162514 37 17 3430168 3430168 Missense_Mutation SNP A C 11 15 c.1557T>G c.(1555-1557)GAT>GAG p.D519E

Pat_46 Pre-Treatment TEKT1 83659 37 17 6716194 6716194 Missense_Mutation SNP C T 25 95 c.808G>A c.(808-810)GAT>AAT p.D270N

Pat_46 Pre-Treatment WRAP53 55135 37 17 7604862 7604862 Missense_Mutation SNP C T 21 55 c.817C>T c.(817-819)CAC>TAC p.H273Y

Pat_46 Pre-Treatment ARHGEF15 22899 37 17 8216390 8216390 Missense_Mutation SNP C T 21 58 c.752C>T c.(751-753)CCC>CTC p.P251L

Pat_46 Pre-Treatment USP43 124739 37 17 9631397 9631397 Missense_Mutation SNP C T 6 15 c.2462C>T c.(2461-2463)TCC>TTC p.S821F

Pat_46 Pre-Treatment MYH1 4619 37 17 10399641 10399641 Missense_Mutation SNP C T 28 52 c.4882G>A c.(4882-4884)GAA>AAA p.E1628K

Pat_46 Pre-Treatment MYH2 4620 37 17 10432384 10432384 Missense_Mutation SNP C T 10 25 c.3367G>A c.(3367-3369)GAG>AAG p.E1123K

Pat_46 Pre-Treatment RICH2 9912 37 17 12847457 12847457 Missense_Mutation SNP G A 14 24 c.805G>A c.(805-807)GCC>ACC p.A269T

Pat_46 Pre-Treatment KIAA0100 9703 37 17 26961586 26961586 Missense_Mutation SNP G A 17 46 c.3019C>T c.(3019-3021)CTT>TTT p.L1007F

Pat_46 Pre-Treatment PHF12 57649 37 17 27248740 27248740 Missense_Mutation SNP G A 13 53 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_46 Pre-Treatment NF1 4763 37 17 29677227 29677227 Nonsense_Mutation SNP C T 24 59 c.7348C>T c.(7348-7350)CGA>TGA p.R2450*

Pat_46 Pre-Treatment ACCN1 40 37 17 31350879 31350879 Missense_Mutation SNP G A 12 12 c.1196C>T c.(1195-1197)TCA>TTA p.S399L

Pat_46 Pre-Treatment ACCN1 40 37 17 31438943 31438943 Missense_Mutation SNP C T 32 74 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_46 Pre-Treatment UNC45B 146862 37 17 33491151 33491151 Missense_Mutation SNP G A 65 202 c.1117G>A c.(1117-1119)GAT>AAT p.D373N

Pat_46 Pre-Treatment SLFN12L 342615 37 17 33802259 33802259 Missense_Mutation SNP C T 10 19 c.1537G>A c.(1537-1539)GAG>AAG p.E513K

Pat_46 Pre-Treatment KRT32 3882 37 17 39619092 39619092 Missense_Mutation SNP C T 22 23 c.1207G>A c.(1207-1209)GAG>AAG p.E403K

Pat_46 Pre-Treatment KRT9 3857 37 17 39727863 39727863 Missense_Mutation SNP C T 4 8 c.382G>A c.(382-384)GGG>AGG p.G128R

Pat_46 Pre-Treatment KRT14 3861 37 17 39742707 39742707 Missense_Mutation SNP G A 17 38 c.380C>T c.(379-381)GCC>GTC p.A127V

Pat_46 Pre-Treatment WNK4 65266 37 17 40932960 40932960 Missense_Mutation SNP G A 55 31 c.244G>A c.(244-246)GAC>AAC p.D82N

Pat_46 Pre-Treatment MEOX1 4222 37 17 41719375 41719375 Missense_Mutation SNP C T 47 65 c.668G>A c.(667-669)AGG>AAG p.R223K

Pat_46 Pre-Treatment TMEM101 84336 37 17 42092239 42092239 Missense_Mutation SNP A G 3 67 c.82T>C c.(82-84)TTT>CTT p.F28L

Pat_46 Pre-Treatment KIAA1267 284058 37 17 44249109 44249109 Missense_Mutation SNP G A 33 55 c.401C>T c.(400-402)TCC>TTC p.S134F

Pat_46 Pre-Treatment KPNA2 3838 37 17 66033562 66033562 Missense_Mutation SNP C T 31 84 c.164C>T c.(163-165)TCA>TTA p.S55L

Pat_46 Pre-Treatment C17orf28 283987 37 17 72959073 72959073 Missense_Mutation SNP C T 15 47 c.491G>A c.(490-492)CGG>CAG p.R164Q

Pat_46 Pre-Treatment FOXJ1 2302 37 17 74133889 74133889 Missense_Mutation SNP C A 3 11 c.811G>T c.(811-813)GGG>TGG p.G271W

Pat_46 Pre-Treatment 9-Sep 10801 37 17 75398213 75398213 Missense_Mutation SNP C T 18 42 c.149C>T c.(148-150)CCC>CTC p.P50L

Pat_46 Pre-Treatment LGALS3BP 3959 37 17 76968668 76968668 Missense_Mutation SNP G A 4 33 c.748C>T c.(748-750)CTC>TTC p.L250F

Pat_46 Pre-Treatment SMCHD1 23347 37 18 2750443 2750443 Missense_Mutation SNP C T 5 7 c.4103C>T c.(4102-4104)CCC>CTC p.P1368L

Pat_46 Pre-Treatment TXNDC2 84203 37 18 9887184 9887184 Missense_Mutation SNP G C 30 77 c.708G>C c.(706-708)GAG>GAC p.E236D

Pat_46 Pre-Treatment ANKRD30B 374860 37 18 14799105 14799105 Missense_Mutation SNP C T 11 33 c.2035C>T c.(2035-2037)CCT>TCT p.P679S

Pat_46 Pre-Treatment NPC1 4864 37 18 21134821 21134821 Nonsense_Mutation SNP A T 15 43 c.1454T>A c.(1453-1455)TTA>TAA p.L485*

Pat_46 Pre-Treatment NPC1 4864 37 18 21134840 21134840 Missense_Mutation SNP A T 20 46 c.1435T>A c.(1435-1437)TGC>AGC p.C479S

Pat_46 Pre-Treatment LAMA3 3909 37 18 21487610 21487610 Missense_Mutation SNP G A 51 131 c.6815G>A c.(6814-6816)GGT>GAT p.G2272D

Pat_46 Pre-Treatment CDH2 1000 37 18 25570308 25570308 Missense_Mutation SNP C T 14 34 c.1351G>A c.(1351-1353)GAC>AAC p.D451N

Pat_46 Pre-Treatment DSC3 1825 37 18 28584314 28584314 Missense_Mutation SNP G A 8 17 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Pre-Treatment DSC2 1824 37 18 28672144 28672144 Nonsense_Mutation SNP T A 16 30 c.274A>T c.(274-276)AGA>TGA p.R92*

Pat_46 Pre-Treatment DSC1 1823 37 18 28714650 28714651 Missense_Mutation DNP AT TA 11 18 c.1760_1761AT>TA c.(1759-1761)AAT>ATA p.N587I

Pat_46 Pre-Treatment KIAA1012 22878 37 18 29470717 29470717 Missense_Mutation SNP C T 22 80 c.1709G>A c.(1708-1710)CGA>CAA p.R570Q

Pat_46 Pre-Treatment RIT2 6014 37 18 40695456 40695456 Missense_Mutation SNP G A 32 61 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_46 Pre-Treatment SLC14A1 6563 37 18 43319493 43319493 Missense_Mutation SNP G A 19 39 c.812G>A c.(811-813)GGA>GAA p.G271E



Pat_46 Pre-Treatment PSTPIP2 9050 37 18 43570702 43570702 Missense_Mutation SNP G A 6 13 c.941C>T c.(940-942)CCT>CTT p.P314L

Pat_46 Pre-Treatment TCEB3B 51224 37 18 44560363 44560363 Missense_Mutation SNP C T 4 8 c.1273G>A c.(1273-1275)GAT>AAT p.D425N

Pat_46 Pre-Treatment TCEB3B 51224 37 18 44561172 44561172 Missense_Mutation SNP C T 6 18 c.464G>A c.(463-465)AGA>AAA p.R155K

Pat_46 Pre-Treatment DCC 1630 37 18 50432428 50432428 Missense_Mutation SNP C T 13 58 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_46 Pre-Treatment DCC 1630 37 18 50741963 50741963 Missense_Mutation SNP C T 33 88 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Pre-Treatment ALPK2 115701 37 18 56246363 56246363 Missense_Mutation SNP G A 24 54 c.1645C>T c.(1645-1647)CCG>TCG p.P549S

Pat_46 Pre-Treatment SERPINB7 8710 37 18 61465919 61465919 Missense_Mutation SNP G A 36 92 c.536G>A c.(535-537)GGC>GAC p.G179D

Pat_46 Pre-Treatment CDH7 1005 37 18 63547837 63547837 Missense_Mutation SNP G A 11 20 c.2065G>A c.(2065-2067)GAA>AAA p.E689K

Pat_46 Pre-Treatment ZNF516 9658 37 18 74092154 74092154 Missense_Mutation SNP G A 17 38 c.1916C>T c.(1915-1917)ACC>ATC p.T639I

Pat_46 Pre-Treatment SALL3 27164 37 18 76753541 76753541 Missense_Mutation SNP C T 3 14 c.1550C>T c.(1549-1551)CCC>CTC p.P517L

Pat_46 Pre-Treatment HCN2 610 37 19 613987 613987 Missense_Mutation SNP C T 3 70 c.1961C>T c.(1960-1962)ACG>ATG p.T654M

Pat_46 Pre-Treatment CNN2 1265 37 19 1037859 1037859 Missense_Mutation SNP C T 32 28 c.890C>T c.(889-891)CCT>CTT p.P297L

Pat_46 Pre-Treatment ZNF556 80032 37 19 2877942 2877942 Missense_Mutation SNP C T 16 6 c.986C>T c.(985-987)TCC>TTC p.S329F

Pat_46 Pre-Treatment PIP5K1C 23396 37 19 3661061 3661061 Missense_Mutation SNP G A 50 25 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_46 Pre-Treatment ZNF557 79230 37 19 7083094 7083094 Missense_Mutation SNP A G 3 63 c.611A>G c.(610-612)AAT>AGT p.N204S

Pat_46 Pre-Treatment MUC16 94025 37 19 9045834 9045834 Missense_Mutation SNP C T 20 16 c.35797G>A c.(35797-35799)GAA>AAA p.E11933K

Pat_46 Pre-Treatment MUC16 94025 37 19 9045848 9045848 Missense_Mutation SNP G A 22 14 c.35783C>T c.(35782-35784)TCA>TTA p.S11928L

Pat_46 Pre-Treatment MUC16 94025 37 19 9068949 9068949 Missense_Mutation SNP G A 22 18 c.18497C>T c.(18496-18498)TCT>TTT p.S6166F

Pat_46 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 3 28 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_46 Pre-Treatment CYP4F22 126410 37 19 15651274 15651274 Missense_Mutation SNP T C 41 39 c.685T>C c.(685-687)TAT>CAT p.Y229H

Pat_46 Pre-Treatment OR10H2 26538 37 19 15839088 15839088 Missense_Mutation SNP C T 13 14 c.235C>T c.(235-237)CCG>TCG p.P79S

Pat_46 Pre-Treatment USHBP1 83878 37 19 17367350 17367350 Missense_Mutation SNP C T 41 26 c.1400G>A c.(1399-1401)GGG>GAG p.G467E

Pat_46 Pre-Treatment ZNF93 81931 37 19 20045182 20045182 Missense_Mutation SNP A G 5 71 c.1418A>G c.(1417-1419)AAA>AGA p.K473R

Pat_46 Pre-Treatment ZNF93 81931 37 19 20045266 20045266 Missense_Mutation SNP A G 5 69 c.1502A>G c.(1501-1503)AAA>AGA p.K501R

Pat_46 Pre-Treatment ZNF626 199777 37 19 20807643 20807643 Missense_Mutation SNP C T 3 90 c.1040G>A c.(1039-1041)GGC>GAC p.G347D

Pat_46 Pre-Treatment ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 4 78 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_46 Pre-Treatment ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 5 61 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_46 Pre-Treatment ZNF257 113835 37 19 22271507 22271507 Missense_Mutation SNP G A 20 77 c.955G>A c.(955-957)GAA>AAA p.E319K

Pat_46 Pre-Treatment ZNF676 163223 37 19 22363003 22363003 Missense_Mutation SNP T C 24 73 c.1516A>G c.(1516-1518)AAA>GAA p.K506E

Pat_46 Pre-Treatment ZNF676 163223 37 19 22363008 22363008 Missense_Mutation SNP C G 3 91 c.1511G>C c.(1510-1512)CGC>CCC p.R504P

Pat_46 Pre-Treatment ZNF98 148198 37 19 22574629 22574629 Missense_Mutation SNP C T 21 60 c.1408G>A c.(1408-1410)GCT>ACT p.A470T

Pat_46 Pre-Treatment ZNF99 7652 37 19 22939400 22939400 Missense_Mutation SNP G C 3 81 c.2771C>G c.(2770-2772)GCT>GGT p.A924G

Pat_46 Pre-Treatment ZNF99 7652 37 19 22942448 22942448 Missense_Mutation SNP T A 3 5 c.326A>T c.(325-327)GAT>GTT p.D109V

Pat_46 Pre-Treatment LRP3 4037 37 19 33695665 33695665 Missense_Mutation SNP T C 10 22 c.382T>C c.(382-384)TTC>CTC p.F128L

Pat_46 Pre-Treatment KIRREL2 84063 37 19 36357300 36357300 Missense_Mutation SNP C T 44 120 c.2033C>T c.(2032-2034)TCC>TTC p.S678F

Pat_46 Pre-Treatment ZNF565 147929 37 19 36673967 36673967 Missense_Mutation SNP G A 11 47 c.901C>T c.(901-903)CAC>TAC p.H301Y

Pat_46 Pre-Treatment ZNF383 163087 37 19 37734537 37734537 Missense_Mutation SNP C T 10 31 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_46 Pre-Treatment DLL3 10683 37 19 39998559 39998559 Missense_Mutation SNP C T 4 25 c.1763C>T c.(1762-1764)GCG>GTG p.A588V

Pat_46 Pre-Treatment CLC 1178 37 19 40225069 40225070 Missense_Mutation DNP GG AT 47 121 c.156_157CC>AT.(154-159)TTCCAT>TTATAp.52_53FH>LY

Pat_46 Pre-Treatment SHKBP1 92799 37 19 41086687 41086687 Missense_Mutation SNP C T 21 39 c.689C>T c.(688-690)TCC>TTC p.S230F

Pat_46 Pre-Treatment CEACAM5 1048 37 19 42213788 42213788 Missense_Mutation SNP G A 26 82 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_46 Pre-Treatment GRIK5 2901 37 19 42525609 42525609 Nonsense_Mutation SNP C T 5 9 c.1715G>A c.(1714-1716)TGG>TAG p.W572*

Pat_46 Pre-Treatment PSG8 440533 37 19 43262211 43262211 Missense_Mutation SNP C T 86 165 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_46 Pre-Treatment PSG1 5669 37 19 43376195 43376195 Missense_Mutation SNP C T 21 45 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_46 Pre-Treatment PSG9 5678 37 19 43762435 43762435 Missense_Mutation SNP G A 42 96 c.1162C>T c.(1162-1164)CAT>TAT p.H388Y

Pat_46 Pre-Treatment ZNF233 353355 37 19 44777762 44777762 Missense_Mutation SNP G A 5 15 c.949G>A c.(949-951)GGT>AGT p.G317S

Pat_46 Pre-Treatment PPP5C 5536 37 19 46887130 46887130 Missense_Mutation SNP C T 25 76 c.793C>T c.(793-795)CCC>TCC p.P265S



Pat_46 Pre-Treatment EHD2 30846 37 19 48220035 48220035 Missense_Mutation SNP G A 7 19 c.166G>A c.(166-168)GAC>AAC p.D56N

Pat_46 Pre-Treatment ZNF175 7728 37 19 52091536 52091536 Missense_Mutation SNP C T 11 25 c.1952C>T c.(1951-1953)TCG>TTG p.S651L

Pat_46 Pre-Treatment SIGLEC5 8778 37 19 52131203 52131203 Missense_Mutation SNP G A 11 32 c.881C>T c.(880-882)TCC>TTC p.S294F

Pat_46 Pre-Treatment FPR2 2358 37 19 52272576 52272576 Missense_Mutation SNP G A 16 30 c.665G>A c.(664-666)GGG>GAG p.G222E

Pat_46 Pre-Treatment FPR3 2359 37 19 52327313 52327313 Missense_Mutation SNP G A 17 62 c.312G>A c.(310-312)ATG>ATA p.M104I

Pat_46 Pre-Treatment ZNF611 81856 37 19 53209661 53209661 Missense_Mutation SNP G A 20 51 c.647C>T c.(646-648)TCA>TTA p.S216L

Pat_46 Pre-Treatment ZNF415 55786 37 19 53612783 53612783 Missense_Mutation SNP C T 12 34 c.659G>A c.(658-660)GGT>GAT p.G220D

Pat_46 Pre-Treatment KIR2DS4 3809 37 19 55351067 55351067 Missense_Mutation SNP G A 37 112 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_46 Pre-Treatment NLRP8 126205 37 19 56490764 56490764 Missense_Mutation SNP G A 18 53 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_46 Pre-Treatment ZFP28 140612 37 19 57066001 57066001 Missense_Mutation SNP C T 17 51 c.1847C>T c.(1846-1848)CCT>CTT p.P616L

Pat_46 Pre-Treatment ZNF329 79673 37 19 58640786 58640786 Missense_Mutation SNP G A 42 122 c.85C>T c.(85-87)CCC>TCC p.P29S

Pat_46 Pre-Treatment ZNF8 7554 37 19 58805844 58805844 Missense_Mutation SNP C T 11 21 c.670C>T c.(670-672)CCA>TCA p.P224S

Pat_46 Pre-Treatment PXDN 7837 37 2 1667507 1667507 Missense_Mutation SNP G C 4 55 c.1437C>G c.(1435-1437)CAC>CAG p.H479Q

Pat_46 Pre-Treatment APOB 338 37 2 21256261 21256261 Missense_Mutation SNP G A 15 28 c.1034C>T c.(1033-1035)GCT>GTT p.A345V

Pat_46 Pre-Treatment ATAD2B 54454 37 2 24046313 24046313 Missense_Mutation SNP C T 20 28 c.1946G>A c.(1945-1947)AGT>AAT p.S649N

Pat_46 Pre-Treatment KIF3C 3797 37 2 26204074 26204074 Missense_Mutation SNP C T 4 81 c.713G>A c.(712-714)CGA>CAA p.R238Q

Pat_46 Pre-Treatment SLC5A6 8884 37 2 27425706 27425706 Missense_Mutation SNP G A 32 69 c.1250C>T c.(1249-1251)TCC>TTC p.S417F

Pat_46 Pre-Treatment C2orf16 84226 37 2 27804700 27804700 Missense_Mutation SNP C T 75 199 c.5261C>T c.(5260-5262)TCT>TTT p.S1754F

Pat_46 Pre-Treatment FAM179A 165186 37 2 29225533 29225533 Missense_Mutation SNP G A 3 18 c.559G>A c.(559-561)GCC>ACC p.A187T

Pat_46 Pre-Treatment C2orf71 388939 37 2 29296101 29296101 Missense_Mutation SNP G A 32 46 c.1027C>T c.(1027-1029)CTC>TTC p.L343F

Pat_46 Pre-Treatment HEATR5B 54497 37 2 37227870 37227870 Missense_Mutation SNP G A 18 50 c.5404C>T c.(5404-5406)CCT>TCT p.P1802S

Pat_46 Pre-Treatment CEBPZ 10153 37 2 37455246 37455246 Nonsense_Mutation SNP G A 8 27 c.1090C>T c.(1090-1092)CGA>TGA p.R364*

Pat_46 Pre-Treatment LOC728819 728819 37 2 43902786 43902786 Missense_Mutation SNP A T 8 20 c.676T>A c.(676-678)TAT>AAT p.Y226N

Pat_46 Pre-Treatment FSHR 2492 37 2 49190018 49190018 Missense_Mutation SNP C T 5 17 c.1942G>A c.(1942-1944)GAA>AAA p.E648K

Pat_46 Pre-Treatment ETAA1 54465 37 2 67631235 67631235 Missense_Mutation SNP C T 3 11 c.1421C>T c.(1420-1422)TCC>TTC p.S474F

Pat_46 Pre-Treatment CCT7 10574 37 2 73474975 73474975 Missense_Mutation SNP C T 16 31 c.704C>T c.(703-705)CCC>CTC p.P235L

Pat_46 Pre-Treatment ALMS1 7840 37 2 73675797 73675797 Missense_Mutation SNP C T 32 81 c.2146C>T c.(2146-2148)CCC>TCC p.P716S

Pat_46 Pre-Treatment CTNNA2 1496 37 2 80874951 80874951 Missense_Mutation SNP C T 29 52 c.2816C>T c.(2815-2817)TCG>TTG p.S939L

Pat_46 Pre-Treatment SFTPB 6439 37 2 85893781 85893781 Missense_Mutation SNP C T 3 111 c.352G>A c.(352-354)GAC>AAC p.D118N

Pat_46 Pre-Treatment EIF2AK3 9451 37 2 88874860 88874860 Missense_Mutation SNP G A 38 91 c.2141C>T c.(2140-2142)CCT>CTT p.P714L

Pat_46 Pre-Treatment VWA3B 200403 37 2 98844782 98844782 Missense_Mutation SNP G A 16 26 c.2137G>A c.(2137-2139)GAT>AAT p.D713N

Pat_46 Pre-Treatment SLC9A4 389015 37 2 103142776 103142776 Missense_Mutation SNP G A 28 66 c.2009G>A c.(2008-2010)GGA>GAA p.G670E

Pat_46 Pre-Treatment RANBP2 5903 37 2 109384260 109384260 Missense_Mutation SNP G A 5 244 c.7265G>A c.(7264-7266)CGT>CAT p.R2422H

Pat_46 Pre-Treatment IL1A 3552 37 2 113532775 113532775 Missense_Mutation SNP C T 25 71 c.685G>A c.(685-687)GGC>AGC p.G229S

Pat_46 Pre-Treatment IL1B 3553 37 2 113587942 113587942 Missense_Mutation SNP G A 16 32 c.806C>T c.(805-807)TCC>TTC p.S269F

Pat_46 Pre-Treatment NCKAP5 344148 37 2 133489429 133489429 Missense_Mutation SNP G A 13 25 c.5324C>T c.(5323-5325)TCC>TTC p.S1775F

Pat_46 Pre-Treatment YSK4 80122 37 2 135763044 135763044 Missense_Mutation SNP G A 18 34 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_46 Pre-Treatment ARHGAP15 55843 37 2 143974010 143974010 Missense_Mutation SNP C G 6 24 c.292C>G c.(292-294)CTA>GTA p.L98V

Pat_46 Pre-Treatment NEB 4703 37 2 152370918 152370918 Missense_Mutation SNP C T 39 106 c.17938G>A c.(17938-17940)GAA>AAA p.E5980K

Pat_46 Pre-Treatment CCDC148 130940 37 2 159077171 159077171 Missense_Mutation SNP C T 6 8 c.1306G>A c.(1306-1308)GAT>AAT p.D436N

Pat_46 Pre-Treatment LY75 4065 37 2 160742933 160742933 Missense_Mutation SNP G A 13 38 c.911C>T c.(910-912)CCA>CTA p.P304L

Pat_46 Pre-Treatment ITGB6 3694 37 2 161052127 161052127 Splice_Site SNP C T 15 34 c.347_splice c.e4-1 p.G116_splice

Pat_46 Pre-Treatment SCN3A 6328 37 2 165953782 165953782 Missense_Mutation SNP A C 5 67 c.4219T>G c.(4219-4221)TAT>GAT p.Y1407D

Pat_46 Pre-Treatment SCN1A 6323 37 2 166897895 166897895 Nonsense_Mutation SNP C T 21 70 c.2228G>A c.(2227-2229)TGG>TAG p.W743*

Pat_46 Pre-Treatment G6PC2 57818 37 2 169761055 169761055 Nonsense_Mutation SNP G A 94 229 c.369G>A c.(367-369)TGG>TGA p.W123*

Pat_46 Pre-Treatment ITGA6 3655 37 2 173339794 173339794 Missense_Mutation SNP C T 10 38 c.1124C>T c.(1123-1125)TCT>TTT p.S375F

Pat_46 Pre-Treatment PDE11A 50940 37 2 178879150 178879150 Missense_Mutation SNP C T 12 27 c.950G>A c.(949-951)GGA>GAA p.G317E



Pat_46 Pre-Treatment TTN 7273 37 2 179417758 179417758 Missense_Mutation SNP G A 6 6 c.82165C>T c.(82165-82167)CCT>TCT p.P27389S

Pat_46 Pre-Treatment TTN 7273 37 2 179426396 179426397 Missense_Mutation DNP GG AA 8 21 76758_76759CC>T756-76761)CCCCCA>CCT p.P25587S

Pat_46 Pre-Treatment TTN 7273 37 2 179431936 179431936 Nonsense_Mutation SNP C T 17 52 c.71219G>A c.(71218-71220)TGG>TAG p.W23740*

Pat_46 Pre-Treatment TTN 7273 37 2 179435273 179435273 Missense_Mutation SNP T C 5 10 c.67882A>G c.(67882-67884)ACT>GCT p.T22628A

Pat_46 Pre-Treatment TTN 7273 37 2 179439473 179439473 Missense_Mutation SNP C G 16 57 c.63682G>C c.(63682-63684)GAG>CAG p.E21228Q

Pat_46 Pre-Treatment TTN 7273 37 2 179464532 179464532 Missense_Mutation SNP C T 11 19 c.48392G>A c.(48391-48393)GGA>GAA p.G16131E

Pat_46 Pre-Treatment TTN 7273 37 2 179475048 179475048 Missense_Mutation SNP C T 14 34 c.43501G>A c.(43501-43503)GAA>AAA p.E14501K

Pat_46 Pre-Treatment TTN 7273 37 2 179483347 179483347 Missense_Mutation SNP C T 17 46 c.39226G>A c.(39226-39228)GGA>AGA p.G13076R

Pat_46 Pre-Treatment TTN 7273 37 2 179542534 179542534 Missense_Mutation SNP C T 19 52 c.30373G>A c.(30373-30375)GAA>AAA p.E10125K

Pat_46 Pre-Treatment TTN 7273 37 2 179584152 179584152 Missense_Mutation SNP G A 17 28 c.20233C>T c.(20233-20235)CGC>TGC p.R6745C

Pat_46 Pre-Treatment ZNF804A 91752 37 2 185802432 185802432 Missense_Mutation SNP G A 17 35 c.2309G>A c.(2308-2310)CGA>CAA p.R770Q

Pat_46 Pre-Treatment CLK1 1195 37 2 201724923 201724923 Nonsense_Mutation SNP T A 41 142 c.406A>T c.(406-408)AAA>TAA p.K136*

Pat_46 Pre-Treatment ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 5 14 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_46 Pre-Treatment CRYGC 1420 37 2 208994365 208994365 Missense_Mutation SNP C T 53 123 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Pre-Treatment MAP2 4133 37 2 210570403 210570403 Missense_Mutation SNP T A 56 130 c.4684T>A c.(4684-4686)TCC>ACC p.S1562T

Pat_46 Pre-Treatment MYL1 4632 37 2 211163257 211163257 Missense_Mutation SNP C T 11 21 c.191G>A c.(190-192)AGA>AAA p.R64K

Pat_46 Pre-Treatment SLC4A3 6508 37 2 220496794 220496794 Missense_Mutation SNP C T 7 10 c.916C>T c.(916-918)CGC>TGC p.R306C

Pat_46 Pre-Treatment SLC4A3 6508 37 2 220498087 220498087 Missense_Mutation SNP C T 14 30 c.1369C>T c.(1369-1371)CCC>TCC p.P457S

Pat_46 Pre-Treatment PAX3 5077 37 2 223160307 223160307 Missense_Mutation SNP A T 34 63 c.391T>A c.(391-393)TGG>AGG p.W131R

Pat_46 Pre-Treatment SPHKAP 80309 37 2 228860378 228860378 Missense_Mutation SNP G A 7 7 c.4481C>T c.(4480-4482)GCT>GTT p.A1494V

Pat_46 Pre-Treatment PID1 55022 37 2 229890692 229890692 Missense_Mutation SNP C T 13 33 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_46 Pre-Treatment SP140 11262 37 2 231108493 231108493 Missense_Mutation SNP G A 25 62 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_46 Pre-Treatment ITM2C 81618 37 2 231742251 231742251 Missense_Mutation SNP G A 3 59 c.698G>A c.(697-699)CGG>CAG p.R233Q

Pat_46 Pre-Treatment NMUR1 10316 37 2 232393481 232393481 Missense_Mutation SNP A G 11 56 c.251T>C c.(250-252)GTC>GCC p.V84A

Pat_46 Pre-Treatment UGT1A1 54658 37 2 234669433 234669433 Missense_Mutation SNP C T 26 74 c.500C>T c.(499-501)CCC>CTC p.P167L

Pat_46 Pre-Treatment RSPO4 343637 37 20 947880 947880 Missense_Mutation SNP C T 20 44 c.346G>A c.(346-348)GGG>AGG p.G116R

Pat_46 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 4 133 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_46 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 4 130 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_46 Pre-Treatment DEFB115 245929 37 20 29847311 29847311 Missense_Mutation SNP C T 7 23 c.143C>T c.(142-144)TCA>TTA p.S48L

Pat_46 Pre-Treatment DEFB116 245930 37 20 29891208 29891208 Missense_Mutation SNP G A 22 38 c.116C>T c.(115-117)CCA>CTA p.P39L

Pat_46 Pre-Treatment C20orf185 359710 37 20 31644471 31644471 Missense_Mutation SNP G A 9 17 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_46 Pre-Treatment NECAB3 63941 37 20 32257228 32257228 Missense_Mutation SNP C T 33 106 c.340G>A c.(340-342)GAA>AAA p.E114K

Pat_46 Pre-Treatment ACSS2 55902 37 20 33502209 33502209 Missense_Mutation SNP C T 12 25 c.803C>T c.(802-804)CCC>CTC p.P268L

Pat_46 Pre-Treatment PTPRT 11122 37 20 40735493 40735493 Missense_Mutation SNP C G 17 49 c.3323G>C c.(3322-3324)GGG>GCG p.G1108A

Pat_46 Pre-Treatment PTPRT 11122 37 20 40743942 40743942 Missense_Mutation SNP C T 25 45 c.2996G>A c.(2995-2997)CGA>CAA p.R999Q

Pat_46 Pre-Treatment PTPRT 11122 37 20 40747054 40747054 Missense_Mutation SNP C T 21 55 c.2971G>A c.(2971-2973)GAA>AAA p.E991K

Pat_46 Pre-Treatment PTPRT 11122 37 20 41100912 41100912 Missense_Mutation SNP C T 15 36 c.1444G>A c.(1444-1446)GAA>AAA p.E482K

Pat_46 Pre-Treatment PTPRT 11122 37 20 41306689 41306689 Missense_Mutation SNP C T 4 23 c.970G>A c.(970-972)GAA>AAA p.E324K

Pat_46 Pre-Treatment MMP9 4318 37 20 44639672 44639672 Missense_Mutation SNP C T 12 33 c.632C>T c.(631-633)TCC>TTC p.S211F

Pat_46 Pre-Treatment CDH22 64405 37 20 44815559 44815559 Missense_Mutation SNP G A 50 132 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_46 Pre-Treatment SLC13A3 64849 37 20 45224923 45224923 Missense_Mutation SNP C T 34 93 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_46 Pre-Treatment SULF2 55959 37 20 46295003 46295004 Splice_Site DNP CC TT 16 63 c.1805_splice c.e12+1 p.R602_splice

Pat_46 Pre-Treatment KCNB1 3745 37 20 47990627 47990627 Nonsense_Mutation SNP C T 14 50 c.1470G>A c.(1468-1470)TGG>TGA p.W490*

Pat_46 Pre-Treatment CASS4 57091 37 20 55033513 55033513 Missense_Mutation SNP C A 30 66 c.2071C>A c.(2071-2073)CAC>AAC p.H691N

Pat_46 Pre-Treatment ZNF831 128611 37 20 57766991 57766991 Missense_Mutation SNP C T 7 3 c.917C>T c.(916-918)TCG>TTG p.S306L

Pat_46 Pre-Treatment ZNF831 128611 37 20 57770957 57770957 Nonsense_Mutation SNP C T 36 102 c.3772C>T c.(3772-3774)CAG>TAG p.Q1258*

Pat_46 Pre-Treatment ZNF831 128611 37 20 57829544 57829544 Missense_Mutation SNP G A 13 40 c.4780G>A c.(4780-4782)GGC>AGC p.G1594S



Pat_46 Pre-Treatment ADRM1 11047 37 20 60882672 60882672 Missense_Mutation SNP C T 3 46 c.644C>T c.(643-645)GCG>GTG p.A215V

Pat_46 Pre-Treatment ITSN1 6453 37 21 35140024 35140024 Nonsense_Mutation SNP C T 7 37 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_46 Pre-Treatment DSCAM 1826 37 21 41550881 41550881 Missense_Mutation SNP C T 9 28 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_46 Pre-Treatment UBASH3A 53347 37 21 43826440 43826440 Missense_Mutation SNP G A 10 47 c.137G>A c.(136-138)GGG>GAG p.G46E

Pat_46 Pre-Treatment DGCR2 9993 37 22 19028601 19028601 Missense_Mutation SNP G A 10 34 c.1366C>T c.(1366-1368)CAC>TAC p.H456Y

Pat_46 Pre-Treatment ZNF74 7625 37 22 20760788 20760788 Missense_Mutation SNP G A 4 126 c.1465G>A c.(1465-1467)GTG>ATG p.V489M

Pat_46 Pre-Treatment MYO18B 84700 37 22 26286768 26286768 Missense_Mutation SNP G A 18 36 c.4360G>A c.(4360-4362)GAT>AAT p.D1454N

Pat_46 Pre-Treatment ASPHD2 57168 37 22 26829939 26829939 Missense_Mutation SNP G A 12 33 c.358G>A c.(358-360)GAG>AAG p.E120K

Pat_46 Pre-Treatment RBM9 23543 37 22 36155947 36155947 Missense_Mutation SNP G A 28 41 c.1097C>T c.(1096-1098)CCC>CTC p.P366L

Pat_46 Pre-Treatment CSF2RB 1439 37 22 37333540 37333540 Missense_Mutation SNP G A 4 13 c.1690G>A c.(1690-1692)GAG>AAG p.E564K

Pat_46 Pre-Treatment CSF2RB 1439 37 22 37334044 37334044 Missense_Mutation SNP C T 4 32 c.2194C>T c.(2194-2196)CCC>TCC p.P732S

Pat_46 Pre-Treatment RANGAP1 5905 37 22 41657514 41657514 Missense_Mutation SNP A C 5 21 c.551T>G c.(550-552)GTC>GGC p.V184G

Pat_46 Pre-Treatment PMM1 5372 37 22 41973333 41973333 Missense_Mutation SNP G A 23 60 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_46 Pre-Treatment PMM1 5372 37 22 41973900 41973900 Missense_Mutation SNP G A 20 54 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_46 Pre-Treatment SREBF2 6721 37 22 42296417 42296417 Missense_Mutation SNP C T 8 28 c.2822C>T c.(2821-2823)TCC>TTC p.S941F

Pat_46 Pre-Treatment TNFRSF13C 115650 37 22 42321522 42321522 Missense_Mutation SNP G A 7 33 c.404C>T c.(403-405)CCG>CTG p.P135L

Pat_46 Pre-Treatment PHF21B 112885 37 22 45309869 45309869 Missense_Mutation SNP G A 18 27 c.664C>T c.(664-666)CCT>TCT p.P222S

Pat_46 Pre-Treatment GTSE1 51512 37 22 46704247 46704247 Missense_Mutation SNP C T 22 58 c.169C>T c.(169-171)CCC>TCC p.P57S

Pat_46 Pre-Treatment MOV10L1 54456 37 22 50537923 50537923 Missense_Mutation SNP C T 5 13 c.334C>T c.(334-336)CCC>TCC p.P112S

Pat_46 Pre-Treatment PANX2 56666 37 22 50617383 50617383 Missense_Mutation SNP G A 5 15 c.1711G>A c.(1711-1713)GAA>AAA p.E571K

Pat_46 Pre-Treatment KLHDC7B 113730 37 22 50988202 50988202 Missense_Mutation SNP C T 4 10 c.1607C>T c.(1606-1608)ACC>ATC p.T536I

Pat_46 Pre-Treatment ACR 49 37 22 51178379 51178379 Missense_Mutation SNP C T 5 20 c.539C>T c.(538-540)GCC>GTC p.A180V

Pat_46 Pre-Treatment IRAK2 3656 37 3 10268062 10268062 Missense_Mutation SNP C T 10 22 c.1217C>T c.(1216-1218)GCC>GTC p.A406V

Pat_46 Pre-Treatment IQSEC1 9922 37 3 12957209 12957209 Missense_Mutation SNP G A 40 99 c.2087C>T c.(2086-2088)CCC>CTC p.P696L

Pat_46 Pre-Treatment NR2C2 7182 37 3 15055225 15055226 Missense_Mutation DNP TC GT 10 28 c.202_203TC>GT c.(202-204)TCC>GTC p.S68V

Pat_46 Pre-Treatment SCN5A 6331 37 3 38646255 38646255 Missense_Mutation SNP G A 13 14 c.1483C>T c.(1483-1485)CCC>TCC p.P495S

Pat_46 Pre-Treatment SCN10A 6336 37 3 38739255 38739255 Missense_Mutation SNP T C 8 21 c.5456A>G c.(5455-5457)GAT>GGT p.D1819G

Pat_46 Pre-Treatment XIRP1 165904 37 3 39227066 39227066 Missense_Mutation SNP G A 10 38 c.3871C>T c.(3871-3873)CTT>TTT p.L1291F

Pat_46 Pre-Treatment MYRIP 25924 37 3 40211568 40211568 Missense_Mutation SNP C T 3 87 c.857C>T c.(856-858)GCT>GTT p.A286V

Pat_46 Pre-Treatment MYRIP 25924 37 3 40275539 40275539 Missense_Mutation SNP G A 25 42 c.2095G>A c.(2095-2097)GAA>AAA p.E699K

Pat_46 Pre-Treatment ULK4 54986 37 3 41860958 41860958 Missense_Mutation SNP G A 15 29 c.1805C>T c.(1804-1806)CCC>CTC p.P602L

Pat_46 Pre-Treatment CCBP2 1238 37 3 42906733 42906733 Missense_Mutation SNP C T 16 42 c.739C>T c.(739-741)CGG>TGG p.R247W

Pat_46 Pre-Treatment COL7A1 1294 37 3 48629552 48629552 Missense_Mutation SNP G A 20 42 c.1223C>T c.(1222-1224)TCC>TTC p.S408F

Pat_46 Pre-Treatment QARS 5859 37 3 49137892 49137892 Splice_Site SNP C T 12 27 c.977_splice c.e12-1 p.G326_splice

Pat_46 Pre-Treatment DOCK3 1795 37 3 51101878 51101878 Splice_Site SNP G A 27 58 c.316_splice c.e6-1 p.K106_splice

Pat_46 Pre-Treatment DOCK3 1795 37 3 51352520 51352520 Missense_Mutation SNP G A 14 34 c.3363G>A c.(3361-3363)ATG>ATA p.M1121I

Pat_46 Pre-Treatment CACNA1D 776 37 3 53835211 53835211 Missense_Mutation SNP G A 18 54 c.5167G>A c.(5167-5169)GAT>AAT p.D1723N

Pat_46 Pre-Treatment CACNA2D3 55799 37 3 55107857 55107857 Missense_Mutation SNP C T 5 8 c.3154C>T c.(3154-3156)CCA>TCA p.P1052S

Pat_46 Pre-Treatment ERC2 26059 37 3 55922538 55922538 Missense_Mutation SNP C T 31 79 c.2443G>A c.(2443-2445)GAA>AAA p.E815K

Pat_46 Pre-Treatment RPP14 11102 37 3 58303182 58303182 Missense_Mutation SNP C T 7 13 c.334C>T c.(334-336)CTT>TTT p.L112F

Pat_46 Pre-Treatment CADPS 8618 37 3 62522224 62522224 Missense_Mutation SNP C T 26 89 c.1999G>A c.(1999-2001)GAA>AAA p.E667K

Pat_46 Pre-Treatment ADAMTS9 56999 37 3 64640105 64640105 Missense_Mutation SNP G A 26 89 c.1240C>T c.(1240-1242)CCC>TCC p.P414S

Pat_46 Pre-Treatment KBTBD8 84541 37 3 67054118 67054118 Missense_Mutation SNP C T 8 21 c.727C>T c.(727-729)CCT>TCT p.P243S

Pat_46 Pre-Treatment FAM86D 692099 37 3 75472210 75472211 Missense_Mutation DNP GG AA 19 46 c.639_640CC>TT637-642)GGCCGG>GGTTG p.R214W

Pat_46 Pre-Treatment EPHA3 2042 37 3 89528644 89528644 Missense_Mutation SNP C T 6 17 c.2944C>T c.(2944-2946)CCC>TCC p.P982S

Pat_46 Pre-Treatment EPHA6 285220 37 3 97124042 97124042 Missense_Mutation SNP G A 7 6 c.1655G>A c.(1654-1656)AGC>AAC p.S552N

Pat_46 Pre-Treatment EPHA6 285220 37 3 97167559 97167559 Missense_Mutation SNP G A 28 22 c.1879G>A c.(1879-1881)GAA>AAA p.E627K



Pat_46 Pre-Treatment MYH15 22989 37 3 108117645 108117645 Missense_Mutation SNP C T 68 74 c.5032G>A c.(5032-5034)GAT>AAT p.D1678N

Pat_46 Pre-Treatment CD86 942 37 3 121838341 121838341 Missense_Mutation SNP C T 6 17 c.950C>T c.(949-951)TCG>TTG p.S317L

Pat_46 Pre-Treatment FAM162A 26355 37 3 122126227 122126228 Missense_Mutation DNP GG AA 13 23 c.363_364GG>AA361-366)GAGGGC>GAAAG p.G122S

Pat_46 Pre-Treatment EEFSEC 60678 37 3 127981041 127981041 Missense_Mutation SNP C T 9 29 c.595C>T c.(595-597)CCA>TCA p.P199S

Pat_46 Pre-Treatment C3orf36 80111 37 3 133647323 133647323 Missense_Mutation SNP C G 4 7 c.325G>C c.(325-327)GGG>CGG p.G109R

Pat_46 Pre-Treatment IL20RB 53833 37 3 136699340 136699340 Missense_Mutation SNP C T 38 125 c.121C>T c.(121-123)CTC>TTC p.L41F

Pat_46 Pre-Treatment CLSTN2 64084 37 3 140284946 140284946 Missense_Mutation SNP G A 5 21 c.2719G>A c.(2719-2721)GAA>AAA p.E907K

Pat_46 Pre-Treatment ATR 545 37 3 142188288 142188288 Missense_Mutation SNP C T 26 68 c.6443G>A c.(6442-6444)CGA>CAA p.R2148Q

Pat_46 Pre-Treatment MED12L 116931 37 3 150845664 150845664 Missense_Mutation SNP C T 9 27 c.449C>T c.(448-450)TCT>TTT p.S150F

Pat_46 Pre-Treatment TRIM59 286827 37 3 160156050 160156050 Missense_Mutation SNP A C 13 34 c.922T>G c.(922-924)TCT>GCT p.S308A

Pat_46 Pre-Treatment SI 6476 37 3 164735377 164735377 Missense_Mutation SNP G A 17 59 c.3718C>T c.(3718-3720)CGG>TGG p.R1240W

Pat_46 Pre-Treatment SLITRK3 22865 37 3 164906436 164906436 Missense_Mutation SNP G A 13 17 c.2183C>T c.(2182-2184)TCC>TTC p.S728F

Pat_46 Pre-Treatment SERPINI2 5276 37 3 167189541 167189541 Missense_Mutation SNP C T 33 64 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_46 Pre-Treatment WDR49 151790 37 3 167322110 167322110 Missense_Mutation SNP G A 18 43 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_46 Pre-Treatment EIF2B5 8893 37 3 183861313 183861313 Missense_Mutation SNP C T 22 45 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_46 Pre-Treatment C3orf65 646600 37 3 185434414 185434414 Missense_Mutation SNP G A 8 6 c.247G>A c.(247-249)GAA>AAA p.E83K

Pat_46 Pre-Treatment TPRG1 285386 37 3 188956652 188956652 Missense_Mutation SNP C T 27 78 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_46 Pre-Treatment C3orf21 152002 37 3 194790515 194790516 Missense_Mutation DNP CC TT 6 24 c.1110_1111GG>AA108-1113)GAGGCC>GAAA p.A371T

Pat_46 Pre-Treatment PDE6B 5158 37 4 647869 647869 Missense_Mutation SNP G A 9 40 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_46 Pre-Treatment WHSC1 7468 37 4 1961339 1961339 Missense_Mutation SNP C T 29 60 c.3127C>T c.(3127-3129)CCG>TCG p.P1043S

Pat_46 Pre-Treatment SH3TC1 54436 37 4 8239332 8239332 Missense_Mutation SNP G A 12 32 c.3688G>A c.(3688-3690)GAG>AAG p.E1230K

Pat_46 Pre-Treatment CPZ 8532 37 4 8621304 8621304 Missense_Mutation SNP C T 6 13 c.1919C>T c.(1918-1920)TCG>TTG p.S640L

Pat_46 Pre-Treatment ZNF518B 85460 37 4 10446289 10446289 Missense_Mutation SNP G A 14 28 c.1664C>T c.(1663-1665)TCT>TTT p.S555F

Pat_46 Pre-Treatment DCAF16 54876 37 4 17805374 17805374 Missense_Mutation SNP G A 33 84 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_46 Pre-Treatment SLIT2 9353 37 4 20543159 20543159 Missense_Mutation SNP G A 17 32 c.2060G>A c.(2059-2061)GGA>GAA p.G687E

Pat_46 Pre-Treatment GBA3 57733 37 4 22820361 22820361 Missense_Mutation SNP G A 2 5 c.1225G>A c.(1225-1227)GTC>ATC p.V409I

Pat_46 Pre-Treatment DHX15 1665 37 4 24544625 24544625 Missense_Mutation SNP C T 45 81 c.1273G>A c.(1273-1275)GAG>AAG p.E425K

Pat_46 Pre-Treatment TMPRSS11D 9407 37 4 68698974 68698974 Missense_Mutation SNP C T 23 58 c.640G>A c.(640-642)GGC>AGC p.G214S

Pat_46 Pre-Treatment UGT2B4 7363 37 4 70350974 70350974 Missense_Mutation SNP G A 79 167 c.1262C>T c.(1261-1263)TCG>TTG p.S421L

Pat_46 Pre-Treatment CSN1S1 1446 37 4 70802196 70802196 Missense_Mutation SNP G A 4 17 c.152G>A c.(151-153)AGG>AAG p.R51K

Pat_46 Pre-Treatment PROL1 58503 37 4 71265005 71265005 Missense_Mutation SNP G A 8 21 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_46 Pre-Treatment SHROOM3 57619 37 4 77661164 77661164 Missense_Mutation SNP C T 3 97 c.1838C>T c.(1837-1839)GCG>GTG p.A613V

Pat_46 Pre-Treatment FRAS1 80144 37 4 79400818 79400818 Missense_Mutation SNP G A 19 37 c.8389G>A c.(8389-8391)GAT>AAT p.D2797N

Pat_46 Pre-Treatment NAA11 84779 37 4 80246788 80246788 Missense_Mutation SNP G A 6 33 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_46 Pre-Treatment ANTXR2 118429 37 4 80952816 80952816 Missense_Mutation SNP G A 4 13 c.827C>T c.(826-828)TCT>TTT p.S276F

Pat_46 Pre-Treatment RASGEF1B 153020 37 4 82369228 82369228 Missense_Mutation SNP C T 11 43 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_46 Pre-Treatment WDFY3 23001 37 4 85722863 85722863 Missense_Mutation SNP G A 43 68 c.2762C>T c.(2761-2763)CCG>CTG p.P921L

Pat_46 Pre-Treatment C4orf37 285555 37 4 98480246 98480246 Missense_Mutation SNP C T 22 38 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_46 Pre-Treatment ENPEP 2028 37 4 111436534 111436534 Missense_Mutation SNP G A 11 29 c.1445G>A c.(1444-1446)GGA>GAA p.G482E

Pat_46 Pre-Treatment PITX2 5308 37 4 111542496 111542496 Missense_Mutation SNP C T 14 21 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_46 Pre-Treatment C4orf31 79625 37 4 121958606 121958606 Missense_Mutation SNP G A 36 98 c.520C>T c.(520-522)CCT>TCT p.P174S

Pat_46 Pre-Treatment ADAD1 132612 37 4 123317478 123317478 Missense_Mutation SNP C T 12 22 c.670C>T c.(670-672)CGT>TGT p.R224C

Pat_46 Pre-Treatment FAT4 79633 37 4 126367686 126367686 Missense_Mutation SNP C T 32 94 c.7432C>T c.(7432-7434)CCT>TCT p.P2478S

Pat_46 Pre-Treatment PCDH18 54510 37 4 138450896 138450896 Missense_Mutation SNP G A 8 35 c.2347C>T c.(2347-2349)CCT>TCT p.P783S

Pat_46 Pre-Treatment PCDH18 54510 37 4 138451292 138451292 Missense_Mutation SNP C T 49 107 c.1951G>A c.(1951-1953)GAA>AAA p.E651K

Pat_46 Pre-Treatment UCP1 7350 37 4 141483360 141483360 Missense_Mutation SNP C T 43 98 c.796G>A c.(796-798)GCT>ACT p.A266T

Pat_46 Pre-Treatment UCP1 7350 37 4 141484553 141484553 Missense_Mutation SNP C T 28 82 c.445G>A c.(445-447)GGA>AGA p.G149R



Pat_46 Pre-Treatment RNF150 57484 37 4 141832457 141832457 Missense_Mutation SNP C T 20 37 c.1039G>A c.(1039-1041)GGA>AGA p.G347R

Pat_46 Pre-Treatment GYPA 2993 37 4 145040883 145040883 Missense_Mutation SNP G A 12 37 c.188C>T c.(187-189)TCA>TTA p.S63L

Pat_46 Pre-Treatment HHIP 64399 37 4 145629453 145629453 Missense_Mutation SNP G A 15 35 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_46 Pre-Treatment DDX60L 91351 37 4 169348425 169348425 Missense_Mutation SNP G A 6 24 c.1726C>T c.(1726-1728)CTC>TTC p.L576F

Pat_46 Pre-Treatment ADAM29 11086 37 4 175897562 175897562 Missense_Mutation SNP G A 20 54 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_46 Pre-Treatment VEGFC 7424 37 4 177608980 177608980 Missense_Mutation SNP C T 23 51 c.806G>A c.(805-807)GGA>GAA p.G269E

Pat_46 Pre-Treatment PDCD6 10016 37 5 306758 306758 Missense_Mutation SNP G A 22 63 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_46 Pre-Treatment SLC6A18 348932 37 5 1225747 1225747 Missense_Mutation SNP G A 13 57 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_46 Pre-Treatment TERT 7015 37 5 1272361 1272361 Missense_Mutation SNP C T 8 18 c.2321G>A c.(2320-2322)CGA>CAA p.R774Q

Pat_46 Pre-Treatment SLC6A3 6531 37 5 1443135 1443135 Missense_Mutation SNP G A 10 27 c.178C>T c.(178-180)CGG>TGG p.R60W

Pat_46 Pre-Treatment CDH18 1016 37 5 19483585 19483585 Missense_Mutation SNP C T 16 30 c.1707G>A c.(1705-1707)ATG>ATA p.M569I

Pat_46 Pre-Treatment AGXT2 64902 37 5 35035333 35035333 Missense_Mutation SNP G A 20 44 c.575C>T c.(574-576)TCT>TTT p.S192F

Pat_46 Pre-Treatment PRLR 5618 37 5 35065648 35065648 Missense_Mutation SNP C T 12 31 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_46 Pre-Treatment EGFLAM 133584 37 5 38438503 38438503 Missense_Mutation SNP G A 9 18 c.2410G>A c.(2410-2412)GAG>AAG p.E804K

Pat_46 Pre-Treatment C7 730 37 5 40964918 40964918 Missense_Mutation SNP C T 29 64 c.1825C>T c.(1825-1827)CCA>TCA p.P609S

Pat_46 Pre-Treatment HEATR7B2 133558 37 5 41033154 41033154 Missense_Mutation SNP C T 15 27 c.2350G>A c.(2350-2352)GGT>AGT p.G784S

Pat_46 Pre-Treatment HTR1A 3350 37 5 63257543 63257543 Missense_Mutation SNP C T 10 14 c.4G>A c.(4-6)GAT>AAT p.D2N

Pat_46 Pre-Treatment MAP1B 4131 37 5 71493512 71493512 Missense_Mutation SNP C T 5 8 c.4330C>T c.(4330-4332)CCA>TCA p.P1444S

Pat_46 Pre-Treatment NSA2 10412 37 5 74064801 74064801 Missense_Mutation SNP C T 5 15 c.49C>T c.(49-51)CGT>TGT p.R17C

Pat_46 Pre-Treatment LOC644936 644936 37 5 79595930 79595930 Missense_Mutation SNP G A 3 11 c.227C>T c.(226-228)TCC>TTC p.S76F

Pat_46 Pre-Treatment GPR98 84059 37 5 89949088 89949089 Missense_Mutation DNP CC TT 12 14 c.3697_3698CC>TT c.(3697-3699)CCA>TTA p.P1233L

Pat_46 Pre-Treatment GPR98 84059 37 5 90000242 90000242 Missense_Mutation SNP G A 3 12 c.8323G>A c.(8323-8325)GAT>AAT p.D2775N

Pat_46 Pre-Treatment GPR98 84059 37 5 90002111 90002111 Missense_Mutation SNP G A 5 17 c.8630G>A c.(8629-8631)GGA>GAA p.G2877E

Pat_46 Pre-Treatment GPR98 84059 37 5 90016807 90016807 Nonsense_Mutation SNP C T 19 69 c.9679C>T c.(9679-9681)CGA>TGA p.R3227*

Pat_46 Pre-Treatment SNCAIP 9627 37 5 121761182 121761182 Missense_Mutation SNP G A 14 68 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_46 Pre-Treatment MEGF10 84466 37 5 126732229 126732229 Missense_Mutation SNP G A 67 114 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_46 Pre-Treatment FSTL4 23105 37 5 132939572 132939572 Missense_Mutation SNP C T 33 85 c.103G>A c.(103-105)GGT>AGT p.G35S

Pat_46 Pre-Treatment PCDHA3 56145 37 5 140181752 140181752 Missense_Mutation SNP G A 25 43 c.970G>A c.(970-972)GAT>AAT p.D324N

Pat_46 Pre-Treatment PCDHA7 56141 37 5 140214185 140214185 Missense_Mutation SNP G A 56 127 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_46 Pre-Treatment PCDHA13 56136 37 5 140263676 140263676 Missense_Mutation SNP C T 29 55 c.1823C>T c.(1822-1824)TCG>TTG p.S608L

Pat_46 Pre-Treatment PCDHB1 29930 37 5 140432910 140432910 Nonsense_Mutation SNP C T 4 18 c.1855C>T c.(1855-1857)CAA>TAA p.Q619*

Pat_46 Pre-Treatment PCDHB5 26167 37 5 140516773 140516773 Missense_Mutation SNP C T 5 59 c.1757C>T c.(1756-1758)ACC>ATC p.T586I

Pat_46 Pre-Treatment PCDHB7 56129 37 5 140554176 140554176 Missense_Mutation SNP C T 3 75 c.1760C>T c.(1759-1761)ACC>ATC p.T587I

Pat_46 Pre-Treatment PCDHB11 56125 37 5 140581524 140581524 Missense_Mutation SNP C T 40 70 c.2177C>T c.(2176-2178)TCG>TTG p.S726L

Pat_46 Pre-Treatment PCDHB12 56124 37 5 140590287 140590287 Missense_Mutation SNP C T 33 153 c.1808C>T c.(1807-1809)TCG>TTG p.S603L

Pat_46 Pre-Treatment PCDHGC4 56098 37 5 140866751 140866751 Missense_Mutation SNP C T 9 32 c.2011C>T c.(2011-2013)CCA>TCA p.P671S

Pat_46 Pre-Treatment PCDH1 5097 37 5 141236930 141236930 Missense_Mutation SNP G A 9 24 c.3206C>T c.(3205-3207)CCG>CTG p.P1069L

Pat_46 Pre-Treatment PCDH12 51294 37 5 141335229 141335229 Missense_Mutation SNP C T 7 50 c.2188G>A c.(2188-2190)GGG>AGG p.G730R

Pat_46 Pre-Treatment ADRB2 154 37 5 148207458 148207458 Missense_Mutation SNP C T 5 22 c.1064C>T c.(1063-1065)TCC>TTC p.S355F

Pat_46 Pre-Treatment SLC26A2 1836 37 5 149357514 149357514 Missense_Mutation SNP C T 25 54 c.299C>T c.(298-300)CCA>CTA p.P100L

Pat_46 Pre-Treatment FAM71B 153745 37 5 156592693 156592693 Missense_Mutation SNP C T 12 73 c.487G>A c.(487-489)GAT>AAT p.D163N

Pat_46 Pre-Treatment ATP10B 23120 37 5 160018110 160018110 Missense_Mutation SNP C T 11 30 c.3601G>A c.(3601-3603)GAT>AAT p.D1201N

Pat_46 Pre-Treatment GABRA6 2559 37 5 161128618 161128618 Missense_Mutation SNP C A 19 50 c.1201C>A c.(1201-1203)CCT>ACT p.P401T

Pat_46 Pre-Treatment FAM153B 202134 37 5 175528070 175528070 Missense_Mutation SNP G A 13 81 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_46 Pre-Treatment UNC5A 90249 37 5 176306404 176306404 Missense_Mutation SNP C T 17 43 c.2278C>T c.(2278-2280)CGG>TGG p.R760W

Pat_46 Pre-Treatment FAM153C 653316 37 5 177473889 177473889 Missense_Mutation SNP C T 15 33 c.290C>T c.(289-291)TCC>TTC p.S97F

Pat_46 Pre-Treatment DSP 1832 37 6 7570741 7570742 Missense_Mutation DNP CC TT 35 125 c.1646_1647CC>TT c.(1645-1647)TCC>TTT p.S549F



Pat_46 Pre-Treatment BMP6 654 37 6 7845540 7845540 Nonsense_Mutation SNP C T 7 28 c.832C>T c.(832-834)CAA>TAA p.Q278*

Pat_46 Pre-Treatment HIVEP1 3096 37 6 12015883 12015883 Missense_Mutation SNP C T 25 161 c.22C>T c.(22-24)CAT>TAT p.H8Y

Pat_46 Pre-Treatment RANBP9 10048 37 6 13711709 13711709 Missense_Mutation SNP G T 3 34 c.29C>A c.(28-30)CCG>CAG p.P10Q

Pat_46 Pre-Treatment CAP2 10486 37 6 17507904 17507904 Missense_Mutation SNP G A 14 126 c.477G>A c.(475-477)ATG>ATA p.M159I

Pat_46 Pre-Treatment LRRC16A 55604 37 6 25516015 25516015 Missense_Mutation SNP G A 17 24 c.1745G>A c.(1744-1746)GGA>GAA p.G582E

Pat_46 Pre-Treatment HIST1H2BE 8344 37 6 26184054 26184054 Missense_Mutation SNP C T 41 135 c.31C>T c.(31-33)CCG>TCG p.P11S

Pat_46 Pre-Treatment BTN2A3 54718 37 6 26431314 26431314 Missense_Mutation SNP T A 15 19 c.1232T>A c.(1231-1233)CTG>CAG p.L411Q

Pat_46 Pre-Treatment BTN1A1 696 37 6 26508950 26508950 Missense_Mutation SNP G A 79 111 c.1129G>A c.(1129-1131)GAG>AAG p.E377K

Pat_46 Pre-Treatment PRSS16 10279 37 6 27222818 27222818 Missense_Mutation SNP G A 42 89 c.1384G>A c.(1384-1386)GAA>AAA p.E462K

Pat_46 Pre-Treatment GPX5 2880 37 6 28497304 28497304 Missense_Mutation SNP C T 60 56 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_46 Pre-Treatment PPP1R11 6992 37 6 30037019 30037019 Missense_Mutation SNP C T 136 176 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_46 Pre-Treatment MDC1 9656 37 6 30680836 30680836 Missense_Mutation SNP G A 41 116 c.883C>T c.(883-885)CCT>TCT p.P295S

Pat_46 Pre-Treatment DPCR1 135656 37 6 30919743 30919743 Missense_Mutation SNP G A 4 28 c.3502G>A c.(3502-3504)GAA>AAA p.E1168K

Pat_46 Pre-Treatment C6orf15 29113 37 6 31079628 31079628 Missense_Mutation SNP G A 8 27 c.508C>T c.(508-510)CAC>TAC p.H170Y

Pat_46 Pre-Treatment TNF 7124 37 6 31543429 31543429 Translation_Start_Site SNP C T 8 44 c.-89C>T c.(-91--87)GACGC>GATGC

Pat_46 Pre-Treatment TNF 7124 37 6 31545117 31545117 Missense_Mutation SNP C T 40 51 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_46 Pre-Treatment AIF1 199 37 6 31584627 31584627 Missense_Mutation SNP G A 5 63 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_46 Pre-Treatment CYP21A2 1589 37 6 32008885 32008885 Missense_Mutation SNP G A 5 32 c.1462G>A c.(1462-1464)GCC>ACC p.A488T

Pat_46 Pre-Treatment COL11A2 1302 37 6 33138143 33138144 Missense_Mutation DNP GG AA 7 26 c.3541_3542CC>TTc.(3541-3543)CCC>TTC p.P1181F

Pat_46 Pre-Treatment SLC39A7 7922 37 6 33170381 33170381 Missense_Mutation SNP G A 7 34 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_46 Pre-Treatment DNAH8 1769 37 6 38867559 38867559 Missense_Mutation SNP G A 19 87 c.8420G>A c.(8419-8421)CGA>CAA p.R2807Q

Pat_46 Pre-Treatment DNAH8 1769 37 6 38980323 38980323 Missense_Mutation SNP G A 23 187 c.12973G>A c.(12973-12975)GAA>AAA p.E4325K

Pat_46 Pre-Treatment XPO5 57510 37 6 43541245 43541245 Missense_Mutation SNP C T 20 37 c.199G>A c.(199-201)GGC>AGC p.G67S

Pat_46 Pre-Treatment CRISP2 7180 37 6 49660530 49660530 Missense_Mutation SNP C T 19 23 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_46 Pre-Treatment LRRC1 55227 37 6 53764608 53764608 Missense_Mutation SNP C T 19 17 c.706C>T c.(706-708)CCT>TCT p.P236S

Pat_46 Pre-Treatment FAM83B 222584 37 6 54805519 54805519 Missense_Mutation SNP C T 5 21 c.1750C>T c.(1750-1752)CCT>TCT p.P584S

Pat_46 Pre-Treatment FAM83B 222584 37 6 54806308 54806308 Missense_Mutation SNP G A 9 10 c.2539G>A c.(2539-2541)GAA>AAA p.E847K

Pat_46 Pre-Treatment BMP5 653 37 6 55739516 55739516 Missense_Mutation SNP C T 19 28 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_46 Pre-Treatment GUSBL2 375513 37 6 58250821 58250821 Missense_Mutation SNP G A 9 30 c.431C>T c.(430-432)TCG>TTG p.S144L

Pat_46 Pre-Treatment EYS 346007 37 6 66054034 66054034 Missense_Mutation SNP G A 13 19 c.1496C>T c.(1495-1497)GCC>GTC p.A499V

Pat_46 Pre-Treatment RIMS1 22999 37 6 72968786 72968786 Missense_Mutation SNP G A 19 18 c.3025G>A c.(3025-3027)GAT>AAT p.D1009N

Pat_46 Pre-Treatment UBE2CBP 90025 37 6 83667051 83667051 Missense_Mutation SNP G A 24 32 c.1129C>T c.(1129-1131)CGC>TGC p.R377C

Pat_46 Pre-Treatment EPHA7 2045 37 6 93964415 93964415 Missense_Mutation SNP C T 24 45 c.2482G>A c.(2482-2484)GAA>AAA p.E828K

Pat_46 Pre-Treatment DDO 8528 37 6 110726085 110726085 Missense_Mutation SNP C T 10 15 c.434G>A c.(433-435)CGA>CAA p.R145Q

Pat_46 Pre-Treatment DSE 29940 37 6 116752138 116752138 Nonsense_Mutation SNP T A 25 25 c.692T>A c.(691-693)TTA>TAA p.L231*

Pat_46 Pre-Treatment TMEM200A 114801 37 6 130762249 130762249 Missense_Mutation SNP G A 6 8 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_46 Pre-Treatment BCLAF1 9774 37 6 136599063 136599063 Missense_Mutation SNP G A 8 93 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_46 Pre-Treatment IL20RA 53832 37 6 137332467 137332467 Nonsense_Mutation SNP C T 23 29 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_46 Pre-Treatment KIAA1244 57221 37 6 138628471 138628471 Missense_Mutation SNP G A 45 43 c.3910G>A c.(3910-3912)GAA>AAA p.E1304K

Pat_46 Pre-Treatment SYNE1 23345 37 6 152454491 152454491 Missense_Mutation SNP G A 31 47 c.25921C>T c.(25921-25923)CGG>TGG p.R8641W

Pat_46 Pre-Treatment MLLT4 4301 37 6 168352148 168352149 Missense_Mutation DNP CC TT 29 56 c.4090_4091CC>TT c.(4090-4092)CCT>TTT p.P1364F

Pat_46 Pre-Treatment CARD11 84433 37 7 2968290 2968290 Missense_Mutation SNP C T 35 47 c.1696G>A c.(1696-1698)GAG>AAG p.E566K

Pat_46 Pre-Treatment LOC389458 389458 37 7 5112052 5112052 Missense_Mutation SNP C T 4 6 c.359C>T c.(358-360)CCG>CTG p.P120L

Pat_46 Pre-Treatment RSPH10B2 728194 37 7 5983103 5983103 Missense_Mutation SNP C T 3 35 c.1610G>A c.(1609-1611)GGC>GAC p.G537D

Pat_46 Pre-Treatment RAC1 5879 37 7 6426892 6426892 Missense_Mutation SNP C T 39 132 c.85C>T c.(85-87)CCT>TCT p.P29S

Pat_46 Pre-Treatment THSD7A 221981 37 7 11485877 11485877 Missense_Mutation SNP C T 45 138 c.2875G>A c.(2875-2877)GAC>AAC p.D959N

Pat_46 Pre-Treatment PRPS1L1 221823 37 7 18067003 18067003 Nonsense_Mutation SNP G A 27 72 c.403C>T c.(403-405)CAG>TAG p.Q135*



Pat_46 Pre-Treatment ITGB8 3696 37 7 20441600 20441600 Missense_Mutation SNP C T 80 265 c.1538C>T c.(1537-1539)TCA>TTA p.S513L

Pat_46 Pre-Treatment DNAH11 8701 37 7 21908587 21908587 Missense_Mutation SNP G A 11 16 c.11966G>A c.(11965-11967)GGA>GAA p.G3989E

Pat_46 Pre-Treatment RAPGEF5 9771 37 7 22259516 22259516 Missense_Mutation SNP G A 23 26 c.506C>T c.(505-507)ACG>ATG p.T169M

Pat_46 Pre-Treatment GGCT 79017 37 7 30538488 30538488 Missense_Mutation SNP T G 16 43 c.354A>C c.(352-354)AAA>AAC p.K118N

Pat_46 Pre-Treatment ADCYAP1R1 117 37 7 31146129 31146129 Missense_Mutation SNP G A 26 35 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_46 Pre-Treatment DPY19L2P1 554236 37 7 35130022 35130022 Missense_Mutation SNP C T 24 126 c.1163G>A c.(1162-1164)CGA>CAA p.R388Q

Pat_46 Pre-Treatment TBX20 57057 37 7 35242110 35242110 Nonsense_Mutation SNP G A 8 17 c.1276C>T c.(1276-1278)CAG>TAG p.Q426*

Pat_46 Pre-Treatment TXNDC3 51314 37 7 37907434 37907434 Missense_Mutation SNP G A 35 29 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_46 Pre-Treatment TBRG4 9238 37 7 45143798 45143798 Missense_Mutation SNP G A 12 56 c.965C>T c.(964-966)TCC>TTC p.S322F

Pat_46 Pre-Treatment CDC14C 168448 37 7 48965358 48965358 Missense_Mutation SNP C T 14 41 c.1090C>T c.(1090-1092)CTC>TTC p.L364F

Pat_46 Pre-Treatment VSTM2A 222008 37 7 54610488 54610488 Missense_Mutation SNP G A 23 27 c.65G>A c.(64-66)GGG>GAG p.G22E

Pat_46 Pre-Treatment ZNF479 90827 37 7 57193770 57193770 Missense_Mutation SNP C T 21 87 c.217G>A c.(217-219)GAG>AAG p.E73K

Pat_46 Pre-Treatment ZNF716 441234 37 7 57528735 57528735 Missense_Mutation SNP G A 11 24 c.568G>A c.(568-570)GAT>AAT p.D190N

Pat_46 Pre-Treatment ZNF679 168417 37 7 63721281 63721281 Missense_Mutation SNP G A 5 26 c.236G>A c.(235-237)AGA>AAA p.R79K

Pat_46 Pre-Treatment WBSCR17 64409 37 7 71036340 71036340 Missense_Mutation SNP C T 24 57 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_46 Pre-Treatment HGF 3082 37 7 81335690 81335690 Missense_Mutation SNP C T 59 142 c.1670G>A c.(1669-1671)GGA>GAA p.G557E

Pat_46 Pre-Treatment CALCR 799 37 7 93098063 93098063 Missense_Mutation SNP G A 32 79 c.539C>T c.(538-540)ACC>ATC p.T180I

Pat_46 Pre-Treatment LMTK2 22853 37 7 97833294 97833294 Missense_Mutation SNP C T 10 35 c.4279C>T c.(4279-4281)CCT>TCT p.P1427S

Pat_46 Pre-Treatment STAG3 10734 37 7 99802959 99802959 Missense_Mutation SNP G A 14 35 c.3190G>A c.(3190-3192)GAG>AAG p.E1064K

Pat_46 Pre-Treatment ZAN 7455 37 7 100365586 100365586 Missense_Mutation SNP G A 5 21 c.4993G>A c.(4993-4995)GAA>AAA p.E1665K

Pat_46 Pre-Treatment MUC17 140453 37 7 100682297 100682297 Missense_Mutation SNP A G 104 233 c.7600A>G c.(7600-7602)ACC>GCC p.T2534A

Pat_46 Pre-Treatment RABL5 64792 37 7 100958513 100958513 Missense_Mutation SNP G A 12 19 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_46 Pre-Treatment RELN 5649 37 7 103205974 103205974 Nonsense_Mutation SNP C T 7 10 c.4961G>A c.(4960-4962)TGG>TAG p.W1654*

Pat_46 Pre-Treatment RELN 5649 37 7 103214615 103214615 Missense_Mutation SNP C T 49 70 c.4435G>A c.(4435-4437)GAT>AAT p.D1479N

Pat_46 Pre-Treatment RELN 5649 37 7 103243912 103243912 Missense_Mutation SNP C T 16 58 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_46 Pre-Treatment PPP1R3A 5506 37 7 113517816 113517816 Missense_Mutation SNP C T 21 65 c.3331G>A c.(3331-3333)GAA>AAA p.E1111K

Pat_46 Pre-Treatment WNT2 7472 37 7 116937870 116937870 Missense_Mutation SNP G A 59 108 c.649C>T c.(649-651)CTC>TTC p.L217F

Pat_46 Pre-Treatment CFTR 1080 37 7 117174417 117174417 Missense_Mutation SNP G A 13 41 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_46 Pre-Treatment PTPRZ1 5803 37 7 121653193 121653193 Missense_Mutation SNP C T 68 171 c.4093C>T c.(4093-4095)CAT>TAT p.H1365Y

Pat_46 Pre-Treatment DGKI 9162 37 7 137271862 137271862 Missense_Mutation SNP C T 166 84 c.1406G>A c.(1405-1407)CGA>CAA p.R469Q

Pat_46 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 77 43 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_46 Pre-Treatment BRAF 673 37 7 140494149 140494149 Missense_Mutation SNP G A 110 63 c.1099C>T c.(1099-1101)CCC>TCC p.P367S

Pat_46 Pre-Treatment CLEC5A 23601 37 7 141635652 141635652 Missense_Mutation SNP C T 101 53 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_46 Pre-Treatment TAS2R38 5726 37 7 141673425 141673425 Missense_Mutation SNP G A 27 181 c.65C>T c.(64-66)TCA>TTA p.S22L

Pat_46 Pre-Treatment PRSS1 5644 37 7 142460779 142460779 Missense_Mutation SNP G A 76 31 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_46 Pre-Treatment TRY6 154754 37 7 142479974 142479974 Missense_Mutation SNP C T 27 247 c.106C>T c.(106-108)CCC>TCC p.P36S

Pat_46 Pre-Treatment OR6V1 346517 37 7 142750081 142750081 Missense_Mutation SNP C T 118 137 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_46 Pre-Treatment FAM115C 285966 37 7 143417077 143417077 Missense_Mutation SNP G A 13 7 c.925G>A c.(925-927)GAT>AAT p.D309N

Pat_46 Pre-Treatment OR2A5 393046 37 7 143748144 143748144 Missense_Mutation SNP C T 42 202 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_46 Pre-Treatment SSPO 23145 37 7 149492370 149492370 Missense_Mutation SNP G A 65 23 c.6259G>A c.(6259-6261)GAA>AAA p.E2087K

Pat_46 Pre-Treatment GIMAP4 55303 37 7 150269283 150269283 Missense_Mutation SNP G A 7 23 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_46 Pre-Treatment KCNH2 3757 37 7 150648777 150648777 Nonsense_Mutation SNP C T 12 35 c.1704G>A c.(1702-1704)TGG>TGA p.W568*

Pat_46 Pre-Treatment CSMD1 64478 37 8 2876151 2876151 Missense_Mutation SNP G A 3 28 c.7880C>T c.(7879-7881)TCC>TTC p.S2627F

Pat_46 Pre-Treatment CSMD1 64478 37 8 3265610 3265610 Missense_Mutation SNP C T 4 33 c.1885G>A c.(1885-1887)GAT>AAT p.D629N

Pat_46 Pre-Treatment BLK 640 37 8 11412979 11412979 Missense_Mutation SNP G A 19 43 c.758G>A c.(757-759)GGC>GAC p.G253D

Pat_46 Pre-Treatment USP17L2 377630 37 8 11995806 11995806 Missense_Mutation SNP C T 5 31 c.464G>A c.(463-465)AGA>AAA p.R155K

Pat_46 Pre-Treatment TNFRSF10D 8793 37 8 23003424 23003424 Missense_Mutation SNP C T 9 57 c.493G>A c.(493-495)GGG>AGG p.G165R



Pat_46 Pre-Treatment ADAM7 8756 37 8 24346730 24346730 Missense_Mutation SNP G A 13 57 c.1150G>A c.(1150-1152)GAT>AAT p.D384N

Pat_46 Pre-Treatment EBF2 64641 37 8 25718726 25718726 Missense_Mutation SNP C T 4 39 c.1181G>A c.(1180-1182)CGA>CAA p.R394Q

Pat_46 Pre-Treatment EBF2 64641 37 8 25744298 25744298 Missense_Mutation SNP C T 6 26 c.982G>A c.(982-984)GGA>AGA p.G328R

Pat_46 Pre-Treatment PNMA2 10687 37 8 26365277 26365277 Missense_Mutation SNP C T 12 15 c.995G>A c.(994-996)CGG>CAG p.R332Q

Pat_46 Pre-Treatment ADAM32 203102 37 8 39008925 39008925 Missense_Mutation SNP A G 2 12 c.383A>G c.(382-384)TAT>TGT p.Y128C

Pat_46 Pre-Treatment IDO2 169355 37 8 39872871 39872871 Missense_Mutation SNP G A 10 21 c.1013G>A c.(1012-1014)GGA>GAA p.G338E

Pat_46 Pre-Treatment SLC20A2 6575 37 8 42302254 42302254 Missense_Mutation SNP C T 4 13 c.640G>A c.(640-642)GCC>ACC p.A214T

Pat_46 Pre-Treatment RP1 6101 37 8 55539065 55539065 Missense_Mutation SNP G A 9 21 c.2623G>A c.(2623-2625)GAT>AAT p.D875N

Pat_46 Pre-Treatment XKR4 114786 37 8 56436473 56436473 Missense_Mutation SNP G A 30 44 c.1640G>A c.(1639-1641)CGG>CAG p.R547Q

Pat_46 Pre-Treatment CA8 767 37 8 61178606 61178606 Missense_Mutation SNP G A 3 19 c.295C>T c.(295-297)CTT>TTT p.L99F

Pat_46 Pre-Treatment CYP7B1 9420 37 8 65528256 65528257 Missense_Mutation DNP TC AT 38 72 c.841_842GA>AT c.(841-843)GAA>ATA p.E281I

Pat_46 Pre-Treatment SGK3 23678 37 8 67759522 67759522 Missense_Mutation SNP C T 14 29 c.1169C>T c.(1168-1170)TCC>TTC p.S390F

Pat_46 Pre-Treatment SLCO5A1 81796 37 8 70594486 70594486 Missense_Mutation SNP G A 34 90 c.1715C>T c.(1714-1716)TCA>TTA p.S572L

Pat_46 Pre-Treatment NCOA2 10499 37 8 71069454 71069454 Missense_Mutation SNP C G 14 44 c.1146G>C c.(1144-1146)ATG>ATC p.M382I

Pat_46 Pre-Treatment CA1 759 37 8 86249277 86249277 Missense_Mutation SNP G A 5 22 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_46 Pre-Treatment CDH17 1015 37 8 95188867 95188867 Missense_Mutation SNP G A 6 23 c.326C>T c.(325-327)CCA>CTA p.P109L

Pat_46 Pre-Treatment RGS22 26166 37 8 101075915 101075915 Missense_Mutation SNP G A 6 21 c.1081C>T c.(1081-1083)CAT>TAT p.H361Y

Pat_46 Pre-Treatment RIMS2 9699 37 8 104898050 104898050 Missense_Mutation SNP G A 8 18 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_46 Pre-Treatment PKHD1L1 93035 37 8 110394750 110394750 Missense_Mutation SNP G A 32 112 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_46 Pre-Treatment PKHD1L1 93035 37 8 110413769 110413769 Missense_Mutation SNP C T 10 43 c.1325C>T c.(1324-1326)TCC>TTC p.S442F

Pat_46 Pre-Treatment PKHD1L1 93035 37 8 110457449 110457449 Missense_Mutation SNP G A 18 31 c.5351G>A c.(5350-5352)GGA>GAA p.G1784E

Pat_46 Pre-Treatment FER1L6 654463 37 8 125076600 125076600 Missense_Mutation SNP C T 26 57 c.3341C>T c.(3340-3342)TCG>TTG p.S1114L

Pat_46 Pre-Treatment MGC70857 414919 37 8 145753440 145753440 Missense_Mutation SNP G A 10 23 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_46 Pre-Treatment ADAMTSL1 92949 37 9 18662013 18662013 Missense_Mutation SNP G A 39 47 c.1027G>A c.(1027-1029)GAG>AAG p.E343K

Pat_46 Pre-Treatment SLC24A2 25769 37 9 19786182 19786182 Missense_Mutation SNP C T 17 22 c.683G>A c.(682-684)AGA>AAA p.R228K

Pat_46 Pre-Treatment TAF1L 138474 37 9 32635478 32635478 Missense_Mutation SNP G A 22 27 c.100C>T c.(100-102)CCA>TCA p.P34S

Pat_46 Pre-Treatment ALDH1B1 219 37 9 38397279 38397279 Missense_Mutation SNP G A 5 5 c.1534G>A c.(1534-1536)GTT>ATT p.V512I

Pat_46 Pre-Treatment ANXA1 301 37 9 75775212 75775212 Missense_Mutation SNP G A 38 68 c.304G>A c.(304-306)GGT>AGT p.G102S

Pat_46 Pre-Treatment TRPM6 140803 37 9 77386635 77386635 Nonsense_Mutation SNP G A 15 46 c.3520C>T c.(3520-3522)CGA>TGA p.R1174*

Pat_46 Pre-Treatment TRPM6 140803 37 9 77400944 77400944 Nonsense_Mutation SNP G C 22 51 c.2765C>G c.(2764-2766)TCA>TGA p.S922*

Pat_46 Pre-Treatment NTRK2 4915 37 9 87563428 87563428 Missense_Mutation SNP G A 12 22 c.1768G>A c.(1768-1770)GAG>AAG p.E590K

Pat_46 Pre-Treatment C9orf79 286234 37 9 90503694 90503694 Missense_Mutation SNP C T 10 24 c.4292C>T c.(4291-4293)CCA>CTA p.P1431L

Pat_46 Pre-Treatment NFIL3 4783 37 9 94172686 94172686 Missense_Mutation SNP C T 11 62 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_46 Pre-Treatment ECM2 1842 37 9 95280064 95280064 Missense_Mutation SNP C T 24 40 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_46 Pre-Treatment FGD3 89846 37 9 95776206 95776206 Missense_Mutation SNP G A 31 111 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_46 Pre-Treatment PPP3R2 5535 37 9 104357194 104357194 Missense_Mutation SNP C T 22 46 c.19G>A c.(19-21)GAG>AAG p.E7K

Pat_46 Pre-Treatment GRIN3A 116443 37 9 104432484 104432484 Missense_Mutation SNP G A 17 25 c.2210C>T c.(2209-2211)CCA>CTA p.P737L

Pat_46 Pre-Treatment GRIN3A 116443 37 9 104449092 104449092 Missense_Mutation SNP C T 3 16 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_46 Pre-Treatment OR13C4 138804 37 9 107289213 107289213 Missense_Mutation SNP G A 36 86 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_46 Pre-Treatment C9orf5 23731 37 9 111795771 111795771 Missense_Mutation SNP G A 19 39 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_46 Pre-Treatment SVEP1 79987 37 9 113169529 113169529 Missense_Mutation SNP C T 35 68 c.8351G>A c.(8350-8352)GGA>GAA p.G2784E

Pat_46 Pre-Treatment SVEP1 79987 37 9 113170760 113170760 Missense_Mutation SNP G A 9 23 c.7120C>T c.(7120-7122)CCT>TCT p.P2374S

Pat_46 Pre-Treatment SVEP1 79987 37 9 113276344 113276344 Missense_Mutation SNP C T 6 14 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_46 Pre-Treatment SVEP1 79987 37 9 113312330 113312330 Missense_Mutation SNP C T 29 76 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_46 Pre-Treatment TNC 3371 37 9 117853113 117853113 Missense_Mutation SNP G A 46 115 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_46 Pre-Treatment DBC1 1620 37 9 122001016 122001016 Missense_Mutation SNP G A 13 36 c.602C>T c.(601-603)CCT>CTT p.P201L

Pat_46 Pre-Treatment TRAF1 7185 37 9 123673716 123673716 Missense_Mutation SNP C T 9 23 c.781G>A c.(781-783)GAG>AAG p.E261K



Pat_46 Pre-Treatment PTGS1 5742 37 9 125154609 125154609 Missense_Mutation SNP C T 14 25 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_46 Pre-Treatment OR1L3 26735 37 9 125437757 125437757 Missense_Mutation SNP G A 34 78 c.349G>A c.(349-351)GCT>ACT p.A117T

Pat_46 Pre-Treatment GLE1 2733 37 9 131300352 131300352 Missense_Mutation SNP C T 10 12 c.1864C>T c.(1864-1866)CTC>TTC p.L622F

Pat_46 Pre-Treatment PKN3 29941 37 9 131469652 131469652 Missense_Mutation SNP C T 15 23 c.803C>T c.(802-804)TCA>TTA p.S268L

Pat_46 Pre-Treatment KCNT1 57582 37 9 138657003 138657003 Missense_Mutation SNP G A 15 44 c.1162G>A c.(1162-1164)GAC>AAC p.D388N

Pat_46 Pre-Treatment ARSF 416 37 X 3002685 3002685 Missense_Mutation SNP G C 6 13 c.808G>C c.(808-810)GAA>CAA p.E270Q

Pat_46 Pre-Treatment TBL1X 6907 37 X 9652089 9652089 Missense_Mutation SNP C T 9 59 c.218C>T c.(217-219)TCC>TTC p.S73F

Pat_46 Pre-Treatment ARHGAP6 395 37 X 11272704 11272704 Missense_Mutation SNP C A 8 56 c.712G>T c.(712-714)GAC>TAC p.D238Y

Pat_46 Pre-Treatment TLR7 51284 37 X 12904279 12904279 Missense_Mutation SNP G A 11 33 c.652G>A c.(652-654)GCC>ACC p.A218T

Pat_46 Pre-Treatment GEMIN8 54960 37 X 14027232 14027232 Missense_Mutation SNP C T 5 62 c.529G>A c.(529-531)GAC>AAC p.D177N

Pat_46 Pre-Treatment GLRA2 2742 37 X 14550395 14550395 Missense_Mutation SNP G A 16 73 c.103G>A c.(103-105)GGA>AGA p.G35R

Pat_46 Pre-Treatment GLRA2 2742 37 X 14550467 14550467 Missense_Mutation SNP G A 38 57 c.175G>A c.(175-177)GAT>AAT p.D59N

Pat_46 Pre-Treatment RAI2 10742 37 X 17818903 17818903 Missense_Mutation SNP C T 6 42 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_46 Pre-Treatment PDHA1 5160 37 X 19368083 19368083 Missense_Mutation SNP G A 8 41 c.146G>A c.(145-147)GGC>GAC p.G49D

Pat_46 Pre-Treatment RPS6KA3 6197 37 X 20252902 20252902 Missense_Mutation SNP C T 5 74 c.100G>A c.(100-102)GGA>AGA p.G34R

Pat_46 Pre-Treatment APOO 79135 37 X 23898990 23898990 Missense_Mutation SNP G A 12 14 c.89C>T c.(88-90)CCT>CTT p.P30L

Pat_46 Pre-Treatment RPGR 6103 37 X 38147138 38147138 Missense_Mutation SNP C T 16 76 c.1729G>A c.(1729-1731)GAA>AAA p.E577K

Pat_46 Pre-Treatment USP9X 8239 37 X 41084022 41084022 Missense_Mutation SNP G A 19 94 c.6779G>A c.(6778-6780)GGT>GAT p.G2260D

Pat_46 Pre-Treatment CASK 8573 37 X 41393962 41393962 Missense_Mutation SNP G A 23 51 c.2299C>T c.(2299-2301)CCA>TCA p.P767S

Pat_46 Pre-Treatment CXorf36 79742 37 X 45059986 45059986 Missense_Mutation SNP G A 5 6 c.86C>T c.(85-87)TCT>TTT p.S29F

Pat_46 Pre-Treatment ZNF182 7569 37 X 47837038 47837038 Missense_Mutation SNP G A 28 40 c.448C>T c.(448-450)CTT>TTT p.L150F

Pat_46 Pre-Treatment WAS 7454 37 X 48549500 48549500 Missense_Mutation SNP G A 5 52 c.1456G>A c.(1456-1458)GAA>AAA p.E486K

Pat_46 Pre-Treatment RRAGB 10325 37 X 55779873 55779873 Missense_Mutation SNP G A 5 23 c.745G>A c.(745-747)GAA>AAA p.E249K

Pat_46 Pre-Treatment KIF4A 24137 37 X 69563831 69563831 Missense_Mutation SNP C T 3 12 c.1430C>T c.(1429-1431)TCG>TTG p.S477L

Pat_46 Pre-Treatment NAP1L2 4674 37 X 72433746 72433746 Missense_Mutation SNP C T 16 17 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_46 Pre-Treatment NAP1L2 4674 37 X 72434160 72434160 Missense_Mutation SNP C T 8 10 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_46 Pre-Treatment NXF3 56000 37 X 102338545 102338545 Missense_Mutation SNP G A 50 49 c.427C>T c.(427-429)CCA>TCA p.P143S

Pat_46 Pre-Treatment NRK 203447 37 X 105181449 105181449 Missense_Mutation SNP G A 3 3 c.3674G>A c.(3673-3675)GGA>GAA p.G1225E

Pat_46 Pre-Treatment COL4A5 1287 37 X 107834341 107834341 Nonsense_Mutation SNP C T 12 7 c.1219C>T c.(1219-1221)CAG>TAG p.Q407*

Pat_46 Pre-Treatment COL4A5 1287 37 X 107840679 107840679 Missense_Mutation SNP C T 4 15 c.1660C>T c.(1660-1662)CCA>TCA p.P554S

Pat_46 Pre-Treatment TRPC5 7224 37 X 111019987 111019987 Nonsense_Mutation SNP T A 22 23 c.2476A>T c.(2476-2478)AAG>TAG p.K826*

Pat_46 Pre-Treatment TFDP3 51270 37 X 132351393 132351393 Missense_Mutation SNP C T 13 14 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_46 Pre-Treatment SAGE1 55511 37 X 134994087 134994087 Missense_Mutation SNP G A 9 15 c.2496G>A c.(2494-2496)ATG>ATA p.M832I

Pat_46 Pre-Treatment MCF2 4168 37 X 138669924 138669924 Nonsense_Mutation SNP G A 16 26 c.2473C>T c.(2473-2475)CAA>TAA p.Q825*

Pat_46 Pre-Treatment PASD1 139135 37 X 150789990 150789990 Missense_Mutation SNP G A 14 16 c.344G>A c.(343-345)GGA>GAA p.G115E

Pat_46 Pre-Treatment MAGEA6 4105 37 X 151870202 151870202 Missense_Mutation SNP C T 31 51 c.892C>T c.(892-894)CGC>TGC p.R298C

Pat_46 Pre-Treatment MAGEA3 4102 37 X 151935227 151935227 Missense_Mutation SNP C T 45 56 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_46 Post-Resistance RERE 473 37 1 8557562 8557562 Missense_Mutation SNP G A 7 77 c.907C>T c.(907-909)CCT>TCT p.P303S

Pat_46 Post-Resistance PRAMEF12 390999 37 1 12835119 12835119 Missense_Mutation SNP C T 4 16 c.109C>T c.(109-111)CCC>TCC p.P37S

Pat_46 Post-Resistance PRAMEF11 440560 37 1 12884991 12884991 Missense_Mutation SNP G A 9 81 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Post-Resistance PRAMEF8 391002 37 1 12979781 12979781 Missense_Mutation SNP G A 3 22 c.973G>A c.(973-975)GAC>AAC p.D325N

Pat_46 Post-Resistance TMEM50A 23585 37 1 25679423 25679423 Missense_Mutation SNP A G 8 79 c.325A>G c.(325-327)ATT>GTT p.I109V

Pat_46 Post-Resistance TMEM57 55219 37 1 25773296 25773296 Missense_Mutation SNP C T 3 17 c.124C>T c.(124-126)CTC>TTC p.L42F

Pat_46 Post-Resistance CSMD2 114784 37 1 34008335 34008335 Missense_Mutation SNP C T 5 12 c.8830G>A c.(8830-8832)GAC>AAC p.D2944N

Pat_46 Post-Resistance PTCH2 8643 37 1 45293837 45293837 Missense_Mutation SNP A T 5 16 c.1736T>A c.(1735-1737)ATC>AAC p.I579N

Pat_46 Post-Resistance KIAA0494 9813 37 1 47155318 47155318 Missense_Mutation SNP G A 15 92 c.736C>T c.(736-738)CCG>TCG p.P246S

Pat_46 Post-Resistance PPAP2B 8613 37 1 56977670 56977670 Missense_Mutation SNP C T 4 45 c.788G>A c.(787-789)GGA>GAA p.G263E



Pat_46 Post-Resistance PRKAA2 5563 37 1 57140179 57140179 Missense_Mutation SNP C T 11 53 c.220C>T c.(220-222)CCT>TCT p.P74S

Pat_46 Post-Resistance C1orf168 199920 37 1 57219580 57219580 Missense_Mutation SNP C T 6 46 c.1159G>A c.(1159-1161)GAA>AAA p.E387K

Pat_46 Post-Resistance C1orf168 199920 37 1 57254664 57254664 Missense_Mutation SNP G A 4 39 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_46 Post-Resistance C8A 731 37 1 57341860 57341860 Missense_Mutation SNP G A 4 38 c.442G>A c.(442-444)GGA>AGA p.G148R

Pat_46 Post-Resistance C8A 731 37 1 57378223 57378223 Missense_Mutation SNP C T 7 40 c.1528C>T c.(1528-1530)CTC>TTC p.L510F

Pat_46 Post-Resistance C8B 732 37 1 57417816 57417816 Missense_Mutation SNP G A 9 108 c.571C>T c.(571-573)CTT>TTT p.L191F

Pat_46 Post-Resistance NFIA 4774 37 1 61554084 61554085 Nonsense_Mutation DNP GA AT 10 130 c.291_292GA>AT 289-294)GGGAAA>GGATA p.K98*

Pat_46 Post-Resistance ANGPTL3 27329 37 1 63069640 63069640 Missense_Mutation SNP G A 7 44 c.932G>A c.(931-933)GGA>GAA p.G311E

Pat_46 Post-Resistance WDR78 79819 37 1 67337106 67337106 Missense_Mutation SNP C T 3 22 c.887G>A c.(886-888)GGA>GAA p.G296E

Pat_46 Post-Resistance LRRIQ3 127255 37 1 74507177 74507177 Nonsense_Mutation SNP G A 8 87 c.1438C>T c.(1438-1440)CAG>TAG p.Q480*

Pat_46 Post-Resistance LRRC8D 55144 37 1 90400752 90400752 Missense_Mutation SNP G A 5 65 c.2125G>A c.(2125-2127)GAG>AAG p.E709K

Pat_46 Post-Resistance FRRS1 391059 37 1 100176461 100176461 Missense_Mutation SNP G A 3 19 c.1525C>T c.(1525-1527)CCT>TCT p.P509S

Pat_46 Post-Resistance AGL 178 37 1 100327245 100327245 Missense_Mutation SNP C T 8 78 c.269C>T c.(268-270)TCA>TTA p.S90L

Pat_46 Post-Resistance OLFM3 118427 37 1 102296359 102296359 Missense_Mutation SNP C T 10 72 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_46 Post-Resistance C1orf103 55791 37 1 111490682 111490682 Missense_Mutation SNP C T 12 99 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_46 Post-Resistance OVGP1 5016 37 1 111964197 111964197 Missense_Mutation SNP G A 5 46 c.707C>T c.(706-708)CCC>CTC p.P236L

Pat_46 Post-Resistance WDR77 79084 37 1 111991249 111991249 Missense_Mutation SNP G A 4 43 c.293C>T c.(292-294)TCC>TTC p.S98F

Pat_46 Post-Resistance RSBN1 54665 37 1 114340403 114340403 Nonsense_Mutation SNP A T 11 88 c.959T>A c.(958-960)TTA>TAA p.L320*

Pat_46 Post-Resistance VTCN1 79679 37 1 117699309 117699309 Missense_Mutation SNP C T 6 41 c.332G>A c.(331-333)GGC>GAC p.G111D

Pat_46 Post-Resistance SPAG17 200162 37 1 118570912 118570912 Missense_Mutation SNP C T 11 55 c.3715G>A c.(3715-3717)GGA>AGA p.G1239R

Pat_46 Post-Resistance WARS2 10352 37 1 119619088 119619088 Missense_Mutation SNP G A 6 54 c.233C>T c.(232-234)TCC>TTC p.S78F

Pat_46 Post-Resistance HIST2H2AB 317772 37 1 149859168 149859168 Missense_Mutation SNP C T 15 136 c.299G>A c.(298-300)GGT>GAT p.G100D

Pat_46 Post-Resistance ECM1 1893 37 1 150483973 150483973 Missense_Mutation SNP C T 6 40 c.749C>T c.(748-750)TCG>TTG p.S250L

Pat_46 Post-Resistance C1orf56 54964 37 1 151021165 151021165 Missense_Mutation SNP G A 17 168 c.842G>A c.(841-843)AGT>AAT p.S281N

Pat_46 Post-Resistance HRNR 388697 37 1 152192583 152192583 Missense_Mutation SNP C T 17 220 c.1522G>A c.(1522-1524)GGA>AGA p.G508R

Pat_46 Post-Resistance HRNR 388697 37 1 152193753 152193753 Missense_Mutation SNP C T 18 53 c.352G>A c.(352-354)GAG>AAG p.E118K

Pat_46 Post-Resistance FLG 2312 37 1 152286716 152286716 Missense_Mutation SNP C T 13 46 c.646G>A c.(646-648)GAT>AAT p.D216N

Pat_46 Post-Resistance CRNN 49860 37 1 152382906 152382906 Missense_Mutation SNP C T 28 80 c.652G>A c.(652-654)GAC>AAC p.D218N

Pat_46 Post-Resistance LCE1E 353135 37 1 152760070 152760070 Missense_Mutation SNP C T 5 26 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_46 Post-Resistance UBAP2L 9898 37 1 154221896 154221896 Missense_Mutation SNP C T 10 91 c.1196C>T c.(1195-1197)CCA>CTA p.P399L

Pat_46 Post-Resistance DCST1 149095 37 1 155015964 155015964 Missense_Mutation SNP C T 5 24 c.1151C>T c.(1150-1152)ACT>ATT p.T384I

Pat_46 Post-Resistance FAM189B 10712 37 1 155220484 155220484 Missense_Mutation SNP G A 5 13 c.1093C>T c.(1093-1095)CGC>TGC p.R365C

Pat_46 Post-Resistance OR10K1 391109 37 1 158435659 158435659 Missense_Mutation SNP C T 7 58 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_46 Post-Resistance SPTA1 6708 37 1 158646045 158646045 Missense_Mutation SNP G A 16 141 c.998C>T c.(997-999)TCC>TTC p.S333F

Pat_46 Post-Resistance OR10J3 441911 37 1 159284365 159284365 Missense_Mutation SNP A C 12 198 c.85T>G c.(85-87)TTT>GTT p.F29V

Pat_46 Post-Resistance PVRL4 81607 37 1 161049730 161049730 Missense_Mutation SNP G A 10 42 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_46 Post-Resistance ADAMTS4 9507 37 1 161163432 161163432 Missense_Mutation SNP G A 41 141 c.1733C>T c.(1732-1734)TCA>TTA p.S578L

Pat_46 Post-Resistance F5 2153 37 1 169512194 169512194 Missense_Mutation SNP G A 67 118 c.2134C>T c.(2134-2136)CGT>TGT p.R712C

Pat_46 Post-Resistance SELE 6401 37 1 169698486 169698486 Nonsense_Mutation SNP G A 4 24 c.931C>T c.(931-933)CAG>TAG p.Q311*

Pat_46 Post-Resistance BAT2L2 23215 37 1 171509906 171509906 Missense_Mutation SNP C T 8 48 c.3295C>T c.(3295-3297)CCA>TCA p.P1099S

Pat_46 Post-Resistance ASTN1 460 37 1 176833520 176833520 Missense_Mutation SNP C T 6 55 c.3785G>A c.(3784-3786)GGA>GAA p.G1262E

Pat_46 Post-Resistance CACNA1E 777 37 1 181745241 181745241 Missense_Mutation SNP T C 12 156 c.5144T>C c.(5143-5145)CTC>CCC p.L1715P

Pat_46 Post-Resistance HMCN1 83872 37 1 186024803 186024803 Missense_Mutation SNP C T 13 112 c.7141C>T c.(7141-7143)CAT>TAT p.H2381Y

Pat_46 Post-Resistance HMCN1 83872 37 1 186121957 186121957 Missense_Mutation SNP G A 7 130 c.14972G>A c.(14971-14973)AGT>AAT p.S4991N

Pat_46 Post-Resistance RGS21 431704 37 1 192335238 192335238 Nonsense_Mutation SNP G A 15 34 c.443G>A c.(442-444)TGG>TAG p.W148*

Pat_46 Post-Resistance CAMSAP1L1 23271 37 1 200818755 200818755 Missense_Mutation SNP C T 6 102 c.2891C>T c.(2890-2892)CCT>CTT p.P964L

Pat_46 Post-Resistance SNRPE 6635 37 1 203834217 203834217 Missense_Mutation SNP C T 14 91 c.193C>T c.(193-195)CAT>TAT p.H65Y



Pat_46 Post-Resistance C4BPA 722 37 1 207297538 207297538 Missense_Mutation SNP C T 16 71 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_46 Post-Resistance INTS7 25896 37 1 212151816 212151816 Missense_Mutation SNP C T 6 33 c.1268G>A c.(1267-1269)AGG>AAG p.R423K

Pat_46 Post-Resistance USH2A 7399 37 1 215844436 215844436 Missense_Mutation SNP C T 18 39 c.14011G>A c.(14011-14013)GAA>AAA p.E4671K

Pat_46 Post-Resistance USH2A 7399 37 1 215847707 215847707 Missense_Mutation SNP C T 6 68 c.13546G>A c.(13546-13548)GGG>AGG p.G4516R

Pat_46 Post-Resistance RAB3GAP2 25782 37 1 220369723 220369723 Missense_Mutation SNP G A 6 47 c.829C>T c.(829-831)CCC>TCC p.P277S

Pat_46 Post-Resistance MOSC2 54996 37 1 220955223 220955223 Missense_Mutation SNP C T 11 125 c.988C>T c.(988-990)CCT>TCT p.P330S

Pat_46 Post-Resistance OBSCN 84033 37 1 228468465 228468465 Missense_Mutation SNP C T 3 2 c.8165C>T c.(8164-8166)TCC>TTC p.S2722F

Pat_46 Post-Resistance SLC35F3 148641 37 1 234367322 234367322 Missense_Mutation SNP C T 11 72 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_46 Post-Resistance RYR2 6262 37 1 237777611 237777611 Missense_Mutation SNP C T 4 12 c.5183C>T c.(5182-5184)CCC>CTC p.P1728L

Pat_46 Post-Resistance OR2W5 441932 37 1 247655264 247655264 Missense_Mutation SNP C T 5 61 c.835C>T c.(835-837)CAC>TAC p.H279Y

Pat_46 Post-Resistance OR2L13 284521 37 1 248263515 248263515 Missense_Mutation SNP C T 16 27 c.838C>T c.(838-840)CTT>TTT p.L280F

Pat_46 Post-Resistance TUBAL3 79861 37 10 5436006 5436006 Missense_Mutation SNP A T 9 52 c.815T>A c.(814-816)ATA>AAA p.I272K

Pat_46 Post-Resistance OLAH 55301 37 10 15107598 15107598 Missense_Mutation SNP C T 4 32 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_46 Post-Resistance ITGA8 8516 37 10 15590507 15590507 Missense_Mutation SNP C T 8 35 c.2827G>A c.(2827-2829)GAA>AAA p.E943K

Pat_46 Post-Resistance ITGA8 8516 37 10 15646281 15646281 Missense_Mutation SNP C T 5 37 c.2044G>A c.(2044-2046)GGA>AGA p.G682R

Pat_46 Post-Resistance PIP4K2A 5305 37 10 22898620 22898620 Missense_Mutation SNP G C 17 82 c.171C>G c.(169-171)ATC>ATG p.I57M

Pat_46 Post-Resistance PTCHD3 374308 37 10 27702954 27702955 Missense_Mutation DNP GG AA 4 23 c.225_226CC>TT223-228)CCCCCC>CCTTC p.P76S

Pat_46 Post-Resistance MPP7 143098 37 10 28408594 28408594 Missense_Mutation SNP G A 13 100 c.938C>T c.(937-939)TCC>TTC p.S313F

Pat_46 Post-Resistance ANKRD30A 91074 37 10 37490242 37490242 Missense_Mutation SNP G A 4 44 c.2690G>A c.(2689-2691)GGA>GAA p.G897E

Pat_46 Post-Resistance ZNF37A 7587 37 10 38407040 38407040 Missense_Mutation SNP C T 6 50 c.961C>T c.(961-963)CAT>TAT p.H321Y

Pat_46 Post-Resistance FRMPD2 143162 37 10 49430394 49430394 Missense_Mutation SNP G A 8 52 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_46 Post-Resistance OGDHL 55753 37 10 50953927 50953927 Missense_Mutation SNP C T 4 26 c.1393G>A c.(1393-1395)GAT>AAT p.D465N

Pat_46 Post-Resistance NCOA4 8031 37 10 51579247 51579247 Missense_Mutation SNP C T 19 95 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_46 Post-Resistance PCDH15 65217 37 10 55955628 55955628 Missense_Mutation SNP G A 4 46 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_46 Post-Resistance BICC1 80114 37 10 60558923 60558923 Missense_Mutation SNP C T 5 9 c.1636C>T c.(1636-1638)CCT>TCT p.P546S

Pat_46 Post-Resistance ANK3 288 37 10 61829433 61829433 Missense_Mutation SNP C T 6 63 c.11206G>A c.(11206-11208)GAA>AAA p.E3736K

Pat_46 Post-Resistance COL13A1 1305 37 10 71712675 71712675 Missense_Mutation SNP G A 5 28 c.2063G>A c.(2062-2064)GGG>GAG p.G688E

Pat_46 Post-Resistance C10orf55 414236 37 10 75671974 75671974 Missense_Mutation SNP G A 4 40 c.29C>T c.(28-30)TCG>TTG p.S10L

Pat_46 Post-Resistance SFTPA1 653509 37 10 81373492 81373492 Splice_Site SNP G A 5 60 c.371_splice c.e6-1 p.A124_splice

Pat_46 Post-Resistance IFIT1 3434 37 10 91162729 91162729 Missense_Mutation SNP G A 15 130 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_46 Post-Resistance CYP2C18 1562 37 10 96447594 96447594 Missense_Mutation SNP G A 10 81 c.236G>A c.(235-237)GGA>GAA p.G79E

Pat_46 Post-Resistance FAM178A 55719 37 10 102684341 102684341 Missense_Mutation SNP C T 7 99 c.1583C>T c.(1582-1584)ACT>ATT p.T528I

Pat_46 Post-Resistance TACC2 10579 37 10 123970436 123970436 Missense_Mutation SNP G A 15 81 c.6496G>A c.(6496-6498)GGG>AGG p.G2166R

Pat_46 Post-Resistance C10orf137 26098 37 10 127424384 127424384 Missense_Mutation SNP C T 9 71 c.1669C>T c.(1669-1671)CCA>TCA p.P557S

Pat_46 Post-Resistance C10orf90 118611 37 10 128192921 128192921 Missense_Mutation SNP G C 6 61 c.848C>G c.(847-849)CCC>CGC p.P283R

Pat_46 Post-Resistance ZNF215 7762 37 11 6964847 6964847 Missense_Mutation SNP A C 12 100 c.687A>C c.(685-687)AAA>AAC p.K229N

Pat_46 Post-Resistance NLRP14 338323 37 11 7064044 7064044 Missense_Mutation SNP G A 9 69 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_46 Post-Resistance NLRP14 338323 37 11 7091675 7091675 Missense_Mutation SNP T C 6 41 c.3134T>C c.(3133-3135)CTA>CCA p.L1045P

Pat_46 Post-Resistance PPFIBP2 8495 37 11 7586787 7586787 Missense_Mutation SNP C T 7 104 c.68C>T c.(67-69)ACT>ATT p.T23I

Pat_46 Post-Resistance ST5 6764 37 11 8751675 8751675 Missense_Mutation SNP G A 6 47 c.1162C>T c.(1162-1164)CCC>TCC p.P388S

Pat_46 Post-Resistance TEAD1 7003 37 11 12901301 12901301 Missense_Mutation SNP C T 5 36 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_46 Post-Resistance BTBD10 84280 37 11 13424775 13424775 Missense_Mutation SNP C T 21 126 c.1057G>A c.(1057-1059)GAT>AAT p.D353N

Pat_46 Post-Resistance GAS2 2620 37 11 22707294 22707294 Missense_Mutation SNP G A 7 40 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_46 Post-Resistance CCDC73 493860 37 11 32720870 32720870 Missense_Mutation SNP C T 4 31 c.317G>A c.(316-318)GGA>GAA p.G106E

Pat_46 Post-Resistance CSTF3 1479 37 11 33124691 33124691 Missense_Mutation SNP G A 9 37 c.625C>T c.(625-627)CGG>TGG p.R209W

Pat_46 Post-Resistance RAG2 5897 37 11 36615100 36615100 Missense_Mutation SNP G A 7 88 c.619C>T c.(619-621)CAT>TAT p.H207Y

Pat_46 Post-Resistance PTPMT1 114971 37 11 47587227 47587227 Missense_Mutation SNP C T 2 2 c.53C>T c.(52-54)CCG>CTG p.P18L



Pat_46 Post-Resistance PTPRJ 5795 37 11 48134313 48134313 Missense_Mutation SNP C T 15 80 c.130C>T c.(130-132)CCT>TCT p.P44S

Pat_46 Post-Resistance TRIM48 79097 37 11 55032647 55032647 Missense_Mutation SNP G A 15 37 c.316G>A c.(316-318)GAG>AAG p.E106K

Pat_46 Post-Resistance OR4C6 219432 37 11 55432600 55432600 Splice_Site SNP G A 7 18 c.-41_splice c.e3-1

Pat_46 Post-Resistance OR5L2 26338 37 11 55594915 55594915 Missense_Mutation SNP C T 48 81 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_46 Post-Resistance OR5AS1 219447 37 11 55798826 55798826 Missense_Mutation SNP C T 5 32 c.932C>T c.(931-933)TCA>TTA p.S311L

Pat_46 Post-Resistance OR8H2 390151 37 11 55873258 55873258 Missense_Mutation SNP G A 8 44 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_46 Post-Resistance OR8J1 219477 37 11 56128414 56128414 Missense_Mutation SNP C T 8 21 c.692C>T c.(691-693)TCA>TTA p.S231L

Pat_46 Post-Resistance FAM111A 63901 37 11 58919839 58919839 Missense_Mutation SNP C T 5 74 c.698C>T c.(697-699)TCC>TTC p.S233F

Pat_46 Post-Resistance OR4D11 219986 37 11 59271374 59271374 Missense_Mutation SNP G A 12 39 c.326G>A c.(325-327)GGG>GAG p.G109E

Pat_46 Post-Resistance OR4D9 390199 37 11 59283079 59283079 Missense_Mutation SNP G A 7 100 c.694G>A c.(694-696)GGC>AGC p.G232S

Pat_46 Post-Resistance OSBP 5007 37 11 59344425 59344425 Missense_Mutation SNP G A 21 222 c.2134C>T c.(2134-2136)CCC>TCC p.P712S

Pat_46 Post-Resistance MS4A2 2206 37 11 59861474 59861474 Missense_Mutation SNP G A 7 73 c.575G>A c.(574-576)GGA>GAA p.G192E

Pat_46 Post-Resistance DAK 26007 37 11 61105584 61105584 Missense_Mutation SNP C T 4 16 c.175C>T c.(175-177)CAT>TAT p.H59Y

Pat_46 Post-Resistance AHNAK 79026 37 11 62292075 62292075 Missense_Mutation SNP G A 5 45 c.9814C>T c.(9814-9816)CCA>TCA p.P3272S

Pat_46 Post-Resistance MTA2 9219 37 11 62366028 62366028 Missense_Mutation SNP G A 23 177 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_46 Post-Resistance SLC22A25 387601 37 11 62933592 62933592 Missense_Mutation SNP C T 18 21 c.1209G>A c.(1207-1209)ATG>ATA p.M403I

Pat_46 Post-Resistance SLC22A10 387775 37 11 63057642 63057642 Missense_Mutation SNP C T 7 11 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_46 Post-Resistance SLC22A10 387775 37 11 63072267 63072267 Missense_Mutation SNP G A 10 63 c.1504G>A c.(1504-1506)GGA>AGA p.G502R

Pat_46 Post-Resistance SLC22A12 116085 37 11 64359368 64359368 Missense_Mutation SNP G A 5 8 c.340G>A c.(340-342)GAG>AAG p.E114K

Pat_46 Post-Resistance CDC42BPG 55561 37 11 64606627 64606627 Missense_Mutation SNP G A 15 36 c.754C>T c.(754-756)CAC>TAC p.H252Y

Pat_46 Post-Resistance TM7SF2 7108 37 11 64882284 64882284 Missense_Mutation SNP G A 4 32 c.703G>A c.(703-705)GGT>AGT p.G235S

Pat_46 Post-Resistance TM7SF2 7108 37 11 64883503 64883503 Missense_Mutation SNP G A 9 24 c.1235G>A c.(1234-1236)CGC>CAC p.R412H

Pat_46 Post-Resistance NPAS4 266743 37 11 66192378 66192378 Missense_Mutation SNP T A 9 43 c.2017T>A c.(2017-2019)TCC>ACC p.S673T

Pat_46 Post-Resistance CABP2 51475 37 11 67286622 67286622 Missense_Mutation SNP C T 4 43 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_46 Post-Resistance PPFIA1 8500 37 11 70194471 70194471 Missense_Mutation SNP G A 7 56 c.2108G>A c.(2107-2109)CGA>CAA p.R703Q

Pat_46 Post-Resistance SYTL2 54843 37 11 85425493 85425493 Missense_Mutation SNP C T 5 62 c.1673G>A c.(1672-1674)AGG>AAG p.R558K

Pat_46 Post-Resistance PICALM 8301 37 11 85718599 85718599 Missense_Mutation SNP G A 14 106 c.793C>T c.(793-795)CCA>TCA p.P265S

Pat_46 Post-Resistance TRPC6 7225 37 11 101342086 101342086 Missense_Mutation SNP C T 5 44 c.2237G>A c.(2236-2238)AGG>AAG p.R746K

Pat_46 Post-Resistance APOA4 337 37 11 116692155 116692155 Missense_Mutation SNP C T 7 56 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_46 Post-Resistance SPA17 53340 37 11 124564280 124564280 Missense_Mutation SNP G A 8 61 c.394G>A c.(394-396)GAG>AAG p.E132K

Pat_46 Post-Resistance NFRKB 4798 37 11 129740050 129740050 Missense_Mutation SNP G A 4 51 c.2870C>T c.(2869-2871)CCC>CTC p.P957L

Pat_46 Post-Resistance WNK1 65125 37 12 995120 995120 Missense_Mutation SNP C T 9 167 c.5150C>T c.(5149-5151)CCA>CTA p.P1717L

Pat_46 Post-Resistance PRB2 653247 37 12 11546515 11546515 Missense_Mutation SNP C T 20 133 c.497G>A c.(496-498)GGA>GAA p.G166E

Pat_46 Post-Resistance PIK3C2G 5288 37 12 18747456 18747456 Missense_Mutation SNP C T 7 62 c.3917C>T c.(3916-3918)TCT>TTT p.S1306F

Pat_46 Post-Resistance PLCZ1 89869 37 12 18837172 18837172 Missense_Mutation SNP G A 6 54 c.1633C>T c.(1633-1635)CAT>TAT p.H545Y

Pat_46 Post-Resistance ABCC9 10060 37 12 21997810 21997810 Missense_Mutation SNP C T 6 30 c.3136G>A c.(3136-3138)GGC>AGC p.G1046S

Pat_46 Post-Resistance OVCH1 341350 37 12 29598333 29598333 Missense_Mutation SNP C T 3 13 c.2759G>A c.(2758-2760)GGA>GAA p.G920E

Pat_46 Post-Resistance C12orf40 283461 37 12 40114899 40114899 Missense_Mutation SNP C T 12 81 c.1805C>T c.(1804-1806)TCT>TTT p.S602F

Pat_46 Post-Resistance ZNF641 121274 37 12 48737343 48737343 Nonsense_Mutation SNP G A 4 19 c.730C>T c.(730-732)CAG>TAG p.Q244*

Pat_46 Post-Resistance DIP2B 57609 37 12 51084862 51084862 Missense_Mutation SNP G A 7 53 c.1582G>A c.(1582-1584)GGA>AGA p.G528R

Pat_46 Post-Resistance GALNT6 11226 37 12 51773135 51773135 Missense_Mutation SNP G A 3 19 c.431C>T c.(430-432)GCC>GTC p.A144V

Pat_46 Post-Resistance KRT6B 3854 37 12 52841737 52841737 Missense_Mutation SNP C T 4 48 c.1249G>A c.(1249-1251)GAG>AAG p.E417K

Pat_46 Post-Resistance ESPL1 9700 37 12 53677195 53677195 Missense_Mutation SNP C T 5 64 c.2950C>T c.(2950-2952)CTT>TTT p.L984F

Pat_46 Post-Resistance OR6C76 390326 37 12 55820086 55820086 Missense_Mutation SNP G A 16 93 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_46 Post-Resistance ERBB3 2065 37 12 56482351 56482351 Missense_Mutation SNP C T 21 123 c.899C>T c.(898-900)TCC>TTC p.S300F

Pat_46 Post-Resistance ERBB3 2065 37 12 56493646 56493646 Missense_Mutation SNP C T 7 35 c.2962C>T c.(2962-2964)CCT>TCT p.P988S

Pat_46 Post-Resistance TAC3 6866 37 12 57406203 57406203 Missense_Mutation SNP G A 4 31 c.326C>T c.(325-327)CCC>CTC p.P109L



Pat_46 Post-Resistance MDM2 4193 37 12 69233409 69233409 Missense_Mutation SNP C T 16 82 c.1274C>T c.(1273-1275)ACC>ATC p.T425I

Pat_46 Post-Resistance ACSS3 79611 37 12 81503391 81503391 Missense_Mutation SNP G A 8 43 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_46 Post-Resistance SCYL2 55681 37 12 100676720 100676720 Splice_Site SNP G A 3 20 c.-27_splice c.e2-1

Pat_46 Post-Resistance SLC5A8 160728 37 12 101551118 101551118 Missense_Mutation SNP G A 7 20 c.1772C>T c.(1771-1773)GCT>GTT p.A591V

Pat_46 Post-Resistance CCDC63 160762 37 12 111342415 111342415 Missense_Mutation SNP G A 4 39 c.1366G>A c.(1366-1368)GAC>AAC p.D456N

Pat_46 Post-Resistance ATXN2 6311 37 12 111923086 111923086 Missense_Mutation SNP G A 10 121 c.2987C>T c.(2986-2988)ACA>ATA p.T996I

Pat_46 Post-Resistance CLIP1 6249 37 12 122862378 122862378 Missense_Mutation SNP C T 13 134 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_46 Post-Resistance DNAH10 196385 37 12 124281297 124281297 Missense_Mutation SNP G A 8 42 c.1727G>A c.(1726-1728)CGA>CAA p.R576Q

Pat_46 Post-Resistance GALNT9 50614 37 12 132681768 132681768 Missense_Mutation SNP G A 3 16 c.1696C>T c.(1696-1698)CGC>TGC p.R566C

Pat_46 Post-Resistance CHFR 55743 37 12 133438221 133438221 Splice_Site SNP C T 3 9 c.620_splice c.e7-1 p.G207_splice

Pat_46 Post-Resistance CHFR 55743 37 12 133448918 133448918 Missense_Mutation SNP G A 8 92 c.296C>T c.(295-297)ACT>ATT p.T99I

Pat_46 Post-Resistance GJB2 2706 37 13 20763467 20763467 Missense_Mutation SNP G A 4 23 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_46 Post-Resistance PAN3 255967 37 13 28846200 28846200 Nonsense_Mutation SNP C T 9 61 c.1603C>T c.(1603-1605)CAG>TAG p.Q535*

Pat_46 Post-Resistance STARD13 90627 37 13 33704213 33704213 Missense_Mutation SNP C T 2 5 c.601G>A c.(601-603)GAA>AAA p.E201K

Pat_46 Post-Resistance SPG20 23111 37 13 36905658 36905658 Missense_Mutation SNP G A 8 68 c.886C>T c.(886-888)CCT>TCT p.P296S

Pat_46 Post-Resistance NUFIP1 26747 37 13 45517755 45517755 Missense_Mutation SNP C T 7 110 c.1193G>A c.(1192-1194)AGC>AAC p.S398N

Pat_46 Post-Resistance SCEL 8796 37 13 78130735 78130735 Missense_Mutation SNP G A 20 137 c.48G>A c.(46-48)ATG>ATA p.M16I

Pat_46 Post-Resistance COL4A1 1282 37 13 110864805 110864805 Missense_Mutation SNP G A 8 120 c.346C>T c.(346-348)CCG>TCG p.P116S

Pat_46 Post-Resistance TMEM55B 90809 37 14 20928435 20928435 Missense_Mutation SNP C T 5 49 c.356G>A c.(355-357)GGG>GAG p.G119E

Pat_46 Post-Resistance REM2 161253 37 14 23354141 23354141 Missense_Mutation SNP G A 5 28 c.362G>A c.(361-363)GGG>GAG p.G121E

Pat_46 Post-Resistance MYH6 4624 37 14 23876313 23876314 Missense_Mutation DNP GG AA 12 109 c.119_120CC>TT c.(118-120)CCC>CTT p.P40L

Pat_46 Post-Resistance NPAS3 64067 37 14 33684488 33684488 Missense_Mutation SNP C T 7 59 c.241C>T c.(241-243)CCT>TCT p.P81S

Pat_46 Post-Resistance MIPOL1 145282 37 14 37838774 37838774 Missense_Mutation SNP C T 6 39 c.881C>T c.(880-882)TCA>TTA p.S294L

Pat_46 Post-Resistance SOS2 6655 37 14 50611980 50611980 Missense_Mutation SNP C T 7 78 c.2575G>A c.(2575-2577)GTT>ATT p.V859I

Pat_46 Post-Resistance PTGDR 5729 37 14 52741476 52741476 Missense_Mutation SNP G A 4 23 c.874G>A c.(874-876)GAT>AAT p.D292N

Pat_46 Post-Resistance TOMM20L 387990 37 14 58869404 58869404 Missense_Mutation SNP G A 11 72 c.187G>A c.(187-189)GAT>AAT p.D63N

Pat_46 Post-Resistance PPM1A 5494 37 14 60749713 60749713 Nonsense_Mutation SNP A T 4 42 c.292A>T c.(292-294)AAG>TAG p.K98*

Pat_46 Post-Resistance PPM1A 5494 37 14 60752390 60752391 Missense_Mutation DNP CC TT 12 97 c.883_884CC>TT c.(883-885)CCC>TTC p.P295F

Pat_46 Post-Resistance NEK9 91754 37 14 75553828 75553828 Missense_Mutation SNP C T 7 116 c.2710G>A c.(2710-2712)GGT>AGT p.G904S

Pat_46 Post-Resistance KIAA1409 57578 37 14 93944038 93944038 Missense_Mutation SNP G A 8 77 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Post-Resistance DICER1 23405 37 14 95571421 95571421 Missense_Mutation SNP G A 7 85 c.3256C>T c.(3256-3258)CCT>TCT p.P1086S

Pat_46 Post-Resistance TECPR2 9895 37 14 102901094 102901094 Missense_Mutation SNP C T 3 23 c.1940C>T c.(1939-1941)TCA>TTA p.S647L

Pat_46 Post-Resistance CDC42BPB 9578 37 14 103434988 103434988 Missense_Mutation SNP T A 6 54 c.2061A>T c.(2059-2061)AAA>AAT p.K687N

Pat_46 Post-Resistance MTA1 9112 37 14 105932778 105932778 Missense_Mutation SNP C T 3 10 c.1640C>T c.(1639-1641)CCC>CTC p.P547L

Pat_46 Post-Resistance TJP1 7082 37 15 30026556 30026556 Missense_Mutation SNP T C 20 39 c.1438A>G c.(1438-1440)AGA>GGA p.R480G

Pat_46 Post-Resistance BUB1B 701 37 15 40457265 40457265 Missense_Mutation SNP C T 19 45 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_46 Post-Resistance RPAP1 26015 37 15 41817292 41817293 Nonsense_Mutation DNP GG AA 3 8 c.1971_1972CC>TT969-1974)CCCCAA>CCTT p.Q658*

Pat_46 Post-Resistance GANC 2595 37 15 42632068 42632068 Missense_Mutation SNP C T 6 20 c.2045C>T c.(2044-2046)TCT>TTT p.S682F

Pat_46 Post-Resistance CTDSPL2 51496 37 15 44751361 44751361 Missense_Mutation SNP C T 12 95 c.149C>T c.(148-150)TCT>TTT p.S50F

Pat_46 Post-Resistance GABPB1 2553 37 15 50593519 50593519 Missense_Mutation SNP G A 8 145 c.518C>T c.(517-519)ACT>ATT p.T173I

Pat_46 Post-Resistance WDR72 256764 37 15 54003587 54003587 Missense_Mutation SNP C T 5 67 c.803G>A c.(802-804)AGA>AAA p.R268K

Pat_46 Post-Resistance UNC13C 440279 37 15 54305661 54305661 Nonsense_Mutation SNP G A 14 60 c.561G>A c.(559-561)TGG>TGA p.W187*

Pat_46 Post-Resistance RNF111 54778 37 15 59323443 59323443 Missense_Mutation SNP C T 12 49 c.422C>T c.(421-423)CCT>CTT p.P141L

Pat_46 Post-Resistance HERC1 8925 37 15 63986325 63986325 Missense_Mutation SNP C T 4 19 c.5512G>A c.(5512-5514)GTT>ATT p.V1838I

Pat_46 Post-Resistance CSNK1G1 53944 37 15 64499716 64499716 Missense_Mutation SNP C T 5 23 c.757G>A c.(757-759)GGA>AGA p.G253R

Pat_46 Post-Resistance DENND4A 10260 37 15 66048767 66048767 Missense_Mutation SNP G A 11 52 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_46 Post-Resistance IQCH 64799 37 15 67793004 67793004 Missense_Mutation SNP G A 5 35 c.3004G>A c.(3004-3006)GTA>ATA p.V1002I



Pat_46 Post-Resistance LRRC49 54839 37 15 71329552 71329552 Missense_Mutation SNP G A 14 103 c.1738G>A c.(1738-1740)GGA>AGA p.G580R

Pat_46 Post-Resistance PARP6 56965 37 15 72552884 72552884 Missense_Mutation SNP G A 26 146 c.691C>T c.(691-693)CCC>TCC p.P231S

Pat_46 Post-Resistance CYP11A1 1583 37 15 74630935 74630935 Missense_Mutation SNP C T 6 58 c.1411G>A c.(1411-1413)GAG>AAG p.E471K

Pat_46 Post-Resistance KIAA1199 57214 37 15 81201454 81201454 Missense_Mutation SNP A G 4 13 c.1604A>G c.(1603-1605)AAG>AGG p.K535R

Pat_46 Post-Resistance ALPK3 57538 37 15 85400266 85400266 Missense_Mutation SNP C T 9 60 c.2903C>T c.(2902-2904)CCA>CTA p.P968L

Pat_46 Post-Resistance SLCO3A1 28232 37 15 92671649 92671649 Missense_Mutation SNP C T 6 82 c.1442C>T c.(1441-1443)TCC>TTC p.S481F

Pat_46 Post-Resistance IGF1R 3480 37 15 99478232 99478232 Missense_Mutation SNP G A 4 47 c.3136G>A c.(3136-3138)GAG>AAG p.E1046K

Pat_46 Post-Resistance PKD1 5310 37 16 2158389 2158389 Missense_Mutation SNP A G 3 17 c.6779T>C c.(6778-6780)ATT>ACT p.I2260T

Pat_46 Post-Resistance BTBD12 84464 37 16 3640514 3640514 Missense_Mutation SNP C T 3 18 c.3125G>A c.(3124-3126)GGC>GAC p.G1042D

Pat_46 Post-Resistance SMG1 23049 37 16 18902236 18902236 Missense_Mutation SNP A C 6 50 c.557T>G c.(556-558)GTT>GGT p.V186G

Pat_46 Post-Resistance CACNG3 10368 37 16 24358111 24358111 Missense_Mutation SNP G A 5 39 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_46 Post-Resistance SETD1A 9739 37 16 30975992 30975992 Missense_Mutation SNP C T 8 50 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_46 Post-Resistance GPT2 84706 37 16 46958446 46958446 Missense_Mutation SNP A T 5 26 c.1358A>T c.(1357-1359)GAG>GTG p.E453V

Pat_46 Post-Resistance CDH11 1009 37 16 65032695 65032695 Missense_Mutation SNP C T 5 22 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_46 Post-Resistance CMTM3 123920 37 16 66642333 66642333 Missense_Mutation SNP A C 7 30 c.269A>C c.(268-270)AAT>ACT p.N90T

Pat_46 Post-Resistance KIAA0895L 653319 37 16 67210754 67210754 Missense_Mutation SNP C T 6 46 c.1376G>A c.(1375-1377)CGG>CAG p.R459Q

Pat_46 Post-Resistance TAT 6898 37 16 71610233 71610233 Missense_Mutation SNP G A 4 42 c.86C>T c.(85-87)TCT>TTT p.S29F

Pat_46 Post-Resistance ADAT1 23536 37 16 75637046 75637046 Missense_Mutation SNP A G 13 126 c.1313T>C c.(1312-1314)CTC>CCC p.L438P

Pat_46 Post-Resistance GAN 8139 37 16 81411197 81411197 Missense_Mutation SNP C T 6 78 c.1790C>T c.(1789-1791)CCT>CTT p.P597L

Pat_46 Post-Resistance HSDL1 83693 37 16 84163799 84163800 Missense_Mutation DNP CC TT 11 69 c.457_458GG>AA c.(457-459)GGT>AAT p.G153N

Pat_46 Post-Resistance NLRP1 22861 37 17 5436241 5436241 Missense_Mutation SNP C T 3 22 c.3197G>A c.(3196-3198)GGG>GAG p.G1066E

Pat_46 Post-Resistance ADORA2B 136 37 17 15878556 15878556 Missense_Mutation SNP C T 6 100 c.899C>T c.(898-900)ACT>ATT p.T300I

Pat_46 Post-Resistance CCDC144NL 339184 37 17 20799030 20799030 Missense_Mutation SNP G A 7 39 c.304C>T c.(304-306)CCT>TCT p.P102S

Pat_46 Post-Resistance PHF12 57649 37 17 27248740 27248740 Missense_Mutation SNP G A 11 78 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_46 Post-Resistance NF1 4763 37 17 29677227 29677227 Nonsense_Mutation SNP C T 19 114 c.7348C>T c.(7348-7350)CGA>TGA p.R2450*

Pat_46 Post-Resistance UNC45B 146862 37 17 33491151 33491151 Missense_Mutation SNP G A 10 117 c.1117G>A c.(1117-1119)GAT>AAT p.D373N

Pat_46 Post-Resistance KRT32 3882 37 17 39619092 39619092 Missense_Mutation SNP C T 3 12 c.1207G>A c.(1207-1209)GAG>AAG p.E403K

Pat_46 Post-Resistance KRT14 3861 37 17 39742707 39742707 Missense_Mutation SNP G A 6 31 c.380C>T c.(379-381)GCC>GTC p.A127V

Pat_46 Post-Resistance WNK4 65266 37 17 40932960 40932960 Missense_Mutation SNP G A 5 15 c.244G>A c.(244-246)GAC>AAC p.D82N

Pat_46 Post-Resistance MEOX1 4222 37 17 41719375 41719375 Missense_Mutation SNP C T 16 60 c.668G>A c.(667-669)AGG>AAG p.R223K

Pat_46 Post-Resistance KIAA1267 284058 37 17 44249109 44249109 Missense_Mutation SNP G A 27 89 c.401C>T c.(400-402)TCC>TTC p.S134F

Pat_46 Post-Resistance HLF 3131 37 17 53345193 53345193 Missense_Mutation SNP G A 6 58 c.197G>A c.(196-198)GGG>GAG p.G66E

Pat_46 Post-Resistance KPNA2 3838 37 17 66033562 66033562 Missense_Mutation SNP C T 10 64 c.164C>T c.(163-165)TCA>TTA p.S55L

Pat_46 Post-Resistance ICT1 3396 37 17 73013191 73013191 Missense_Mutation SNP G A 4 50 c.205G>A c.(205-207)GAC>AAC p.D69N

Pat_46 Post-Resistance ATP5H 10476 37 17 73036233 73036233 Missense_Mutation SNP G A 11 174 c.245C>T c.(244-246)CCA>CTA p.P82L

Pat_46 Post-Resistance SMCHD1 23347 37 18 2750443 2750443 Missense_Mutation SNP C T 3 8 c.4103C>T c.(4102-4104)CCC>CTC p.P1368L

Pat_46 Post-Resistance TXNDC2 84203 37 18 9887184 9887184 Missense_Mutation SNP G C 12 78 c.708G>C c.(706-708)GAG>GAC p.E236D

Pat_46 Post-Resistance ANKRD30B 374860 37 18 14799105 14799105 Missense_Mutation SNP C T 5 58 c.2035C>T c.(2035-2037)CCT>TCT p.P679S

Pat_46 Post-Resistance NPC1 4864 37 18 21134821 21134821 Nonsense_Mutation SNP A T 6 35 c.1454T>A c.(1453-1455)TTA>TAA p.L485*

Pat_46 Post-Resistance NPC1 4864 37 18 21134840 21134840 Missense_Mutation SNP A T 7 38 c.1435T>A c.(1435-1437)TGC>AGC p.C479S

Pat_46 Post-Resistance LAMA3 3909 37 18 21419844 21419844 Missense_Mutation SNP C T 9 70 c.3287C>T c.(3286-3288)TCG>TTG p.S1096L

Pat_46 Post-Resistance LAMA3 3909 37 18 21487610 21487610 Missense_Mutation SNP G A 17 115 c.6815G>A c.(6814-6816)GGT>GAT p.G2272D

Pat_46 Post-Resistance DSC3 1825 37 18 28584314 28584314 Missense_Mutation SNP G A 4 34 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Post-Resistance DSC2 1824 37 18 28672144 28672144 Nonsense_Mutation SNP T A 5 54 c.274A>T c.(274-276)AGA>TGA p.R92*

Pat_46 Post-Resistance KIAA1012 22878 37 18 29470717 29470717 Missense_Mutation SNP C T 6 74 c.1709G>A c.(1708-1710)CGA>CAA p.R570Q

Pat_46 Post-Resistance PSTPIP2 9050 37 18 43570702 43570702 Missense_Mutation SNP G A 5 34 c.941C>T c.(940-942)CCT>CTT p.P314L

Pat_46 Post-Resistance TCEB3B 51224 37 18 44560363 44560363 Missense_Mutation SNP C T 7 21 c.1273G>A c.(1273-1275)GAT>AAT p.D425N



Pat_46 Post-Resistance TCEB3B 51224 37 18 44561172 44561172 Missense_Mutation SNP C T 5 17 c.464G>A c.(463-465)AGA>AAA p.R155K

Pat_46 Post-Resistance DCC 1630 37 18 50432428 50432428 Missense_Mutation SNP C T 5 47 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_46 Post-Resistance DCC 1630 37 18 50741963 50741963 Missense_Mutation SNP C T 9 81 c.1907C>T c.(1906-1908)TCA>TTA p.S636L

Pat_46 Post-Resistance ALPK2 115701 37 18 56246363 56246363 Missense_Mutation SNP G A 8 48 c.1645C>T c.(1645-1647)CCG>TCG p.P549S

Pat_46 Post-Resistance SERPINB7 8710 37 18 61465919 61465919 Missense_Mutation SNP G A 11 78 c.536G>A c.(535-537)GGC>GAC p.G179D

Pat_46 Post-Resistance CDH7 1005 37 18 63547837 63547837 Missense_Mutation SNP G A 7 42 c.2065G>A c.(2065-2067)GAA>AAA p.E689K

Pat_46 Post-Resistance CNN2 1265 37 19 1037859 1037859 Missense_Mutation SNP C T 7 25 c.890C>T c.(889-891)CCT>CTT p.P297L

Pat_46 Post-Resistance PIP5K1C 23396 37 19 3661061 3661061 Missense_Mutation SNP G A 11 30 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_46 Post-Resistance CREB3L3 84699 37 19 4157169 4157169 Missense_Mutation SNP G A 5 26 c.334G>A c.(334-336)GGC>AGC p.G112S

Pat_46 Post-Resistance ZNF557 79230 37 19 7076509 7076509 Missense_Mutation SNP G A 5 58 c.217G>A c.(217-219)GCC>ACC p.A73T

Pat_46 Post-Resistance MUC16 94025 37 19 9045834 9045834 Missense_Mutation SNP C T 9 21 c.35797G>A c.(35797-35799)GAA>AAA p.E11933K

Pat_46 Post-Resistance MUC16 94025 37 19 9045848 9045848 Missense_Mutation SNP G A 9 17 c.35783C>T c.(35782-35784)TCA>TTA p.S11928L

Pat_46 Post-Resistance MUC16 94025 37 19 9068949 9068949 Missense_Mutation SNP G A 7 30 c.18497C>T c.(18496-18498)TCT>TTT p.S6166F

Pat_46 Post-Resistance ZNF562 54811 37 19 9764053 9764053 Missense_Mutation SNP C T 7 30 c.853G>A c.(853-855)GAG>AAG p.E285K

Pat_46 Post-Resistance CYP4F22 126410 37 19 15651274 15651274 Missense_Mutation SNP T C 8 31 c.685T>C c.(685-687)TAT>CAT p.Y229H

Pat_46 Post-Resistance USHBP1 83878 37 19 17367350 17367350 Missense_Mutation SNP C T 3 16 c.1400G>A c.(1399-1401)GGG>GAG p.G467E

Pat_46 Post-Resistance ZNF676 163223 37 19 22363003 22363003 Missense_Mutation SNP T C 10 89 c.1516A>G c.(1516-1518)AAA>GAA p.K506E

Pat_46 Post-Resistance ZNF507 22847 37 19 32873430 32873430 Nonsense_Mutation SNP G A 7 83 c.2418G>A c.(2416-2418)TGG>TGA p.W806*

Pat_46 Post-Resistance KIRREL2 84063 37 19 36357300 36357300 Missense_Mutation SNP C T 9 96 c.2033C>T c.(2032-2034)TCC>TTC p.S678F

Pat_46 Post-Resistance ZNF565 147929 37 19 36673967 36673967 Missense_Mutation SNP G A 6 33 c.901C>T c.(901-903)CAC>TAC p.H301Y

Pat_46 Post-Resistance ZNF383 163087 37 19 37734537 37734537 Missense_Mutation SNP C T 6 47 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_46 Post-Resistance CLC 1178 37 19 40225070 40225070 Missense_Mutation SNP G T 7 96 c.156C>A c.(154-156)TTC>TTA p.F52L

Pat_46 Post-Resistance SHKBP1 92799 37 19 41086687 41086687 Missense_Mutation SNP C T 5 33 c.689C>T c.(688-690)TCC>TTC p.S230F

Pat_46 Post-Resistance CEACAM5 1048 37 19 42213788 42213788 Missense_Mutation SNP G A 5 63 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_46 Post-Resistance PSG8 440533 37 19 43262211 43262211 Missense_Mutation SNP C T 21 154 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_46 Post-Resistance PSG1 5669 37 19 43376195 43376195 Missense_Mutation SNP C T 12 46 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_46 Post-Resistance PSG9 5678 37 19 43762435 43762435 Missense_Mutation SNP G A 16 128 c.1162C>T c.(1162-1164)CAT>TAT p.H388Y

Pat_46 Post-Resistance CCDC9 26093 37 19 47761596 47761596 Translation_Start_Site SNP G A 3 24 c.-61G>A c.(-63--59)CAGTG>CAATG

Pat_46 Post-Resistance ZNF175 7728 37 19 52091536 52091536 Missense_Mutation SNP C T 4 32 c.1952C>T c.(1951-1953)TCG>TTG p.S651L

Pat_46 Post-Resistance SIGLEC5 8778 37 19 52131203 52131203 Missense_Mutation SNP G A 5 28 c.881C>T c.(880-882)TCC>TTC p.S294F

Pat_46 Post-Resistance FPR2 2358 37 19 52272576 52272576 Missense_Mutation SNP G A 3 18 c.665G>A c.(664-666)GGG>GAG p.G222E

Pat_46 Post-Resistance FPR3 2359 37 19 52327313 52327313 Missense_Mutation SNP G A 6 39 c.312G>A c.(310-312)ATG>ATA p.M104I

Pat_46 Post-Resistance ZNF611 81856 37 19 53209661 53209661 Missense_Mutation SNP G A 9 93 c.647C>T c.(646-648)TCA>TTA p.S216L

Pat_46 Post-Resistance KIR2DS4 3809 37 19 55351067 55351067 Missense_Mutation SNP G A 5 55 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_46 Post-Resistance NLRP8 126205 37 19 56490764 56490764 Missense_Mutation SNP G A 8 36 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_46 Post-Resistance ZFP28 140612 37 19 57066001 57066001 Missense_Mutation SNP C T 5 66 c.1847C>T c.(1846-1848)CCT>CTT p.P616L

Pat_46 Post-Resistance ZNF329 79673 37 19 58640786 58640786 Missense_Mutation SNP G A 14 127 c.85C>T c.(85-87)CCC>TCC p.P29S

Pat_46 Post-Resistance ATAD2B 54454 37 2 24046313 24046313 Missense_Mutation SNP C T 4 23 c.1946G>A c.(1945-1947)AGT>AAT p.S649N

Pat_46 Post-Resistance GPN1 11321 37 2 27864126 27864126 Missense_Mutation SNP G A 8 65 c.862G>A c.(862-864)GAA>AAA p.E288K

Pat_46 Post-Resistance C2orf71 388939 37 2 29296101 29296101 Missense_Mutation SNP G A 6 24 c.1027C>T c.(1027-1029)CTC>TTC p.L343F

Pat_46 Post-Resistance CCT7 10574 37 2 73474975 73474975 Missense_Mutation SNP C T 6 40 c.704C>T c.(703-705)CCC>CTC p.P235L

Pat_46 Post-Resistance ALMS1 7840 37 2 73651805 73651805 Missense_Mutation SNP C T 4 27 c.1015C>T c.(1015-1017)CGT>TGT p.R339C

Pat_46 Post-Resistance CTNNA2 1496 37 2 80874951 80874951 Missense_Mutation SNP C T 13 100 c.2816C>T c.(2815-2817)TCG>TTG p.S939L

Pat_46 Post-Resistance EIF2AK3 9451 37 2 88874860 88874860 Missense_Mutation SNP G A 8 87 c.2141C>T c.(2140-2142)CCT>CTT p.P714L

Pat_46 Post-Resistance SLC9A4 389015 37 2 103142776 103142776 Missense_Mutation SNP G A 9 59 c.2009G>A c.(2008-2010)GGA>GAA p.G670E

Pat_46 Post-Resistance IL1A 3552 37 2 113532775 113532775 Missense_Mutation SNP C T 5 60 c.685G>A c.(685-687)GGC>AGC p.G229S

Pat_46 Post-Resistance NCKAP5 344148 37 2 133489429 133489429 Missense_Mutation SNP G A 4 35 c.5324C>T c.(5323-5325)TCC>TTC p.S1775F



Pat_46 Post-Resistance ARHGAP15 55843 37 2 143974010 143974010 Missense_Mutation SNP C G 5 41 c.292C>G c.(292-294)CTA>GTA p.L98V

Pat_46 Post-Resistance CCDC148 130940 37 2 159077171 159077171 Missense_Mutation SNP C T 9 26 c.1306G>A c.(1306-1308)GAT>AAT p.D436N

Pat_46 Post-Resistance LY75 4065 37 2 160742933 160742933 Missense_Mutation SNP G A 7 36 c.911C>T c.(910-912)CCA>CTA p.P304L

Pat_46 Post-Resistance ITGB6 3694 37 2 161052127 161052127 Splice_Site SNP C T 5 34 c.347_splice c.e4-1 p.G116_splice

Pat_46 Post-Resistance SCN1A 6323 37 2 166897895 166897895 Nonsense_Mutation SNP C T 9 85 c.2228G>A c.(2227-2229)TGG>TAG p.W743*

Pat_46 Post-Resistance G6PC2 57818 37 2 169761055 169761055 Nonsense_Mutation SNP G A 22 164 c.369G>A c.(367-369)TGG>TGA p.W123*

Pat_46 Post-Resistance UBR3 130507 37 2 170938268 170938268 Missense_Mutation SNP G A 5 45 c.5582G>A c.(5581-5583)AGA>AAA p.R1861K

Pat_46 Post-Resistance ITGA6 3655 37 2 173339794 173339794 Missense_Mutation SNP C T 5 31 c.1124C>T c.(1123-1125)TCT>TTT p.S375F

Pat_46 Post-Resistance TTN 7273 37 2 179401036 179401036 Missense_Mutation SNP C T 3 23 c.92734G>A c.(92734-92736)GAA>AAA p.E30912K

Pat_46 Post-Resistance TTN 7273 37 2 179431936 179431936 Nonsense_Mutation SNP C T 8 67 c.71219G>A c.(71218-71220)TGG>TAG p.W23740*

Pat_46 Post-Resistance TTN 7273 37 2 179435273 179435273 Missense_Mutation SNP T C 3 21 c.67882A>G c.(67882-67884)ACT>GCT p.T22628A

Pat_46 Post-Resistance TTN 7273 37 2 179439473 179439473 Missense_Mutation SNP C G 4 40 c.63682G>C c.(63682-63684)GAG>CAG p.E21228Q

Pat_46 Post-Resistance TTN 7273 37 2 179475048 179475048 Missense_Mutation SNP C T 7 45 c.43501G>A c.(43501-43503)GAA>AAA p.E14501K

Pat_46 Post-Resistance TTN 7273 37 2 179483347 179483347 Missense_Mutation SNP C T 7 99 c.39226G>A c.(39226-39228)GGA>AGA p.G13076R

Pat_46 Post-Resistance TTN 7273 37 2 179517063 179517063 Missense_Mutation SNP G A 13 122 c.31837C>T c.(31837-31839)CCC>TCC p.P10613S

Pat_46 Post-Resistance TTN 7273 37 2 179542534 179542534 Missense_Mutation SNP C T 12 79 c.30373G>A c.(30373-30375)GAA>AAA p.E10125K

Pat_46 Post-Resistance TTN 7273 37 2 179584152 179584152 Missense_Mutation SNP G A 5 22 c.20233C>T c.(20233-20235)CGC>TGC p.R6745C

Pat_46 Post-Resistance ZNF804A 91752 37 2 185802432 185802432 Missense_Mutation SNP G A 10 37 c.2309G>A c.(2308-2310)CGA>CAA p.R770Q

Pat_46 Post-Resistance CLK1 1195 37 2 201724923 201724923 Nonsense_Mutation SNP T A 15 105 c.406A>T c.(406-408)AAA>TAA p.K136*

Pat_46 Post-Resistance ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 4 21 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_46 Post-Resistance CRYGC 1420 37 2 208994365 208994365 Missense_Mutation SNP C T 7 74 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_46 Post-Resistance MAP2 4133 37 2 210558852 210558852 Missense_Mutation SNP G A 3 20 c.1958G>A c.(1957-1959)AGT>AAT p.S653N

Pat_46 Post-Resistance MAP2 4133 37 2 210570403 210570403 Missense_Mutation SNP T A 16 127 c.4684T>A c.(4684-4686)TCC>ACC p.S1562T

Pat_46 Post-Resistance MYL1 4632 37 2 211163257 211163257 Missense_Mutation SNP C T 9 25 c.191G>A c.(190-192)AGA>AAA p.R64K

Pat_46 Post-Resistance SLC23A3 151295 37 2 220032706 220032706 Missense_Mutation SNP G A 6 47 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_46 Post-Resistance SLC4A3 6508 37 2 220496794 220496794 Missense_Mutation SNP C T 3 24 c.916C>T c.(916-918)CGC>TGC p.R306C

Pat_46 Post-Resistance SP140 11262 37 2 231108493 231108493 Missense_Mutation SNP G A 9 36 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_46 Post-Resistance NMUR1 10316 37 2 232393481 232393481 Missense_Mutation SNP A G 3 19 c.251T>C c.(250-252)GTC>GCC p.V84A

Pat_46 Post-Resistance SPTLC3 55304 37 20 13098356 13098356 Missense_Mutation SNP A G 5 20 c.1136A>G c.(1135-1137)TAC>TGC p.Y379C

Pat_46 Post-Resistance C20orf3 57136 37 20 24964594 24964594 Missense_Mutation SNP G A 4 31 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_46 Post-Resistance DEFB116 245930 37 20 29891208 29891208 Missense_Mutation SNP G A 7 47 c.116C>T c.(115-117)CCA>CTA p.P39L

Pat_46 Post-Resistance NECAB3 63941 37 20 32257228 32257228 Missense_Mutation SNP C T 8 55 c.340G>A c.(340-342)GAA>AAA p.E114K

Pat_46 Post-Resistance PTPRT 11122 37 20 40735493 40735493 Missense_Mutation SNP C G 3 34 c.3323G>C c.(3322-3324)GGG>GCG p.G1108A

Pat_46 Post-Resistance PTPRT 11122 37 20 40743942 40743942 Missense_Mutation SNP C T 4 49 c.2996G>A c.(2995-2997)CGA>CAA p.R999Q

Pat_46 Post-Resistance PTPRT 11122 37 20 40747054 40747054 Missense_Mutation SNP C T 5 35 c.2971G>A c.(2971-2973)GAA>AAA p.E991K

Pat_46 Post-Resistance MMP9 4318 37 20 44639672 44639672 Missense_Mutation SNP C T 7 18 c.632C>T c.(631-633)TCC>TTC p.S211F

Pat_46 Post-Resistance CDH22 64405 37 20 44815559 44815559 Missense_Mutation SNP G A 8 78 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_46 Post-Resistance SLC13A3 64849 37 20 45224923 45224923 Missense_Mutation SNP C T 7 73 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_46 Post-Resistance KCNB1 3745 37 20 47990627 47990627 Nonsense_Mutation SNP C T 10 72 c.1470G>A c.(1468-1470)TGG>TGA p.W490*

Pat_46 Post-Resistance ZNF831 128611 37 20 57770957 57770957 Nonsense_Mutation SNP C T 8 92 c.3772C>T c.(3772-3774)CAG>TAG p.Q1258*

Pat_46 Post-Resistance ZNF831 128611 37 20 57829544 57829544 Missense_Mutation SNP G A 5 37 c.4780G>A c.(4780-4782)GGC>AGC p.G1594S

Pat_46 Post-Resistance ITSN1 6453 37 21 35140024 35140024 Nonsense_Mutation SNP C T 8 40 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_46 Post-Resistance DSCAM 1826 37 21 41550881 41550881 Missense_Mutation SNP C T 4 20 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_46 Post-Resistance UBASH3A 53347 37 21 43826440 43826440 Missense_Mutation SNP G A 4 41 c.137G>A c.(136-138)GGG>GAG p.G46E

Pat_46 Post-Resistance MYO18B 84700 37 22 26286768 26286768 Missense_Mutation SNP G A 5 23 c.4360G>A c.(4360-4362)GAT>AAT p.D1454N

Pat_46 Post-Resistance ASPHD2 57168 37 22 26829939 26829939 Missense_Mutation SNP G A 3 22 c.358G>A c.(358-360)GAG>AAG p.E120K

Pat_46 Post-Resistance SOX10 6663 37 22 38370118 38370118 Missense_Mutation SNP G A 8 147 c.785C>T c.(784-786)TCC>TTC p.S262F



Pat_46 Post-Resistance RANGAP1 5905 37 22 41657514 41657514 Missense_Mutation SNP A C 5 28 c.551T>G c.(550-552)GTC>GGC p.V184G

Pat_46 Post-Resistance PMM1 5372 37 22 41973333 41973333 Missense_Mutation SNP G A 7 44 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_46 Post-Resistance PMM1 5372 37 22 41973900 41973900 Missense_Mutation SNP G A 4 25 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_46 Post-Resistance PACSIN2 11252 37 22 43289619 43289619 Missense_Mutation SNP C T 4 48 c.61G>A c.(61-63)GTC>ATC p.V21I

Pat_46 Post-Resistance PHF21B 112885 37 22 45309869 45309869 Missense_Mutation SNP G A 5 15 c.664C>T c.(664-666)CCT>TCT p.P222S

Pat_46 Post-Resistance ACR 49 37 22 51178379 51178379 Missense_Mutation SNP C T 3 9 c.539C>T c.(538-540)GCC>GTC p.A180V

Pat_46 Post-Resistance IQSEC1 9922 37 3 12957209 12957209 Missense_Mutation SNP G A 7 48 c.2087C>T c.(2086-2088)CCC>CTC p.P696L

Pat_46 Post-Resistance MYRIP 25924 37 3 40275539 40275539 Missense_Mutation SNP G A 7 36 c.2095G>A c.(2095-2097)GAA>AAA p.E699K

Pat_46 Post-Resistance CCBP2 1238 37 3 42906733 42906733 Missense_Mutation SNP C T 4 44 c.739C>T c.(739-741)CGG>TGG p.R247W

Pat_46 Post-Resistance SEMA3B 7869 37 3 50307880 50307880 Missense_Mutation SNP C T 6 45 c.284C>T c.(283-285)CCT>CTT p.P95L

Pat_46 Post-Resistance DOCK3 1795 37 3 51101878 51101878 Splice_Site SNP G A 11 83 c.316_splice c.e6-1 p.K106_splice

Pat_46 Post-Resistance DOCK3 1795 37 3 51352520 51352520 Missense_Mutation SNP G A 4 35 c.3363G>A c.(3361-3363)ATG>ATA p.M1121I

Pat_46 Post-Resistance CACNA1D 776 37 3 53835211 53835211 Missense_Mutation SNP G A 6 43 c.5167G>A c.(5167-5169)GAT>AAT p.D1723N

Pat_46 Post-Resistance ERC2 26059 37 3 55922538 55922538 Missense_Mutation SNP C T 11 65 c.2443G>A c.(2443-2445)GAA>AAA p.E815K

Pat_46 Post-Resistance CADPS 8618 37 3 62522224 62522224 Missense_Mutation SNP C T 12 73 c.1999G>A c.(1999-2001)GAA>AAA p.E667K

Pat_46 Post-Resistance ADAMTS9 56999 37 3 64640105 64640105 Missense_Mutation SNP G A 5 72 c.1240C>T c.(1240-1242)CCC>TCC p.P414S

Pat_46 Post-Resistance EPHA6 285220 37 3 97167559 97167559 Missense_Mutation SNP G A 5 67 c.1879G>A c.(1879-1881)GAA>AAA p.E627K

Pat_46 Post-Resistance DCBLD2 131566 37 3 98520477 98520477 Missense_Mutation SNP C T 3 12 c.1687G>A c.(1687-1689)GGC>AGC p.G563S

Pat_46 Post-Resistance MYH15 22989 37 3 108117645 108117645 Missense_Mutation SNP C T 19 133 c.5032G>A c.(5032-5034)GAT>AAT p.D1678N

Pat_46 Post-Resistance EAF2 55840 37 3 121575857 121575857 Splice_Site SNP G A 7 54 c.339_splice c.e4-1 p.R113_splice

Pat_46 Post-Resistance CD86 942 37 3 121838341 121838341 Missense_Mutation SNP C T 5 47 c.950C>T c.(949-951)TCG>TTG p.S317L

Pat_46 Post-Resistance EEFSEC 60678 37 3 127981041 127981041 Missense_Mutation SNP C T 6 39 c.595C>T c.(595-597)CCA>TCA p.P199S

Pat_46 Post-Resistance IL20RB 53833 37 3 136699340 136699340 Missense_Mutation SNP C T 15 110 c.121C>T c.(121-123)CTC>TTC p.L41F

Pat_46 Post-Resistance ATR 545 37 3 142188288 142188288 Missense_Mutation SNP C T 11 57 c.6443G>A c.(6442-6444)CGA>CAA p.R2148Q

Pat_46 Post-Resistance MED12L 116931 37 3 150845664 150845664 Missense_Mutation SNP C T 6 42 c.449C>T c.(448-450)TCT>TTT p.S150F

Pat_46 Post-Resistance TRIM59 286827 37 3 160156050 160156050 Missense_Mutation SNP A C 11 81 c.922T>G c.(922-924)TCT>GCT p.S308A

Pat_46 Post-Resistance SERPINI2 5276 37 3 167189541 167189541 Missense_Mutation SNP C T 14 113 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_46 Post-Resistance WDR49 151790 37 3 167322110 167322110 Missense_Mutation SNP G A 4 38 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_46 Post-Resistance EIF2B5 8893 37 3 183861313 183861313 Missense_Mutation SNP C T 6 27 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_46 Post-Resistance TPRG1 285386 37 3 188956652 188956652 Missense_Mutation SNP C T 4 50 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_46 Post-Resistance WHSC1 7468 37 4 1961339 1961339 Missense_Mutation SNP C T 8 47 c.3127C>T c.(3127-3129)CCG>TCG p.P1043S

Pat_46 Post-Resistance ZFYVE28 57732 37 4 2306844 2306844 Missense_Mutation SNP C T 4 18 c.1223G>A c.(1222-1224)GGG>GAG p.G408E

Pat_46 Post-Resistance ZNF518B 85460 37 4 10446289 10446289 Missense_Mutation SNP G A 10 47 c.1664C>T c.(1663-1665)TCT>TTT p.S555F

Pat_46 Post-Resistance DCAF16 54876 37 4 17805374 17805374 Missense_Mutation SNP G A 9 68 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_46 Post-Resistance SLIT2 9353 37 4 20543159 20543159 Missense_Mutation SNP G A 7 41 c.2060G>A c.(2059-2061)GGA>GAA p.G687E

Pat_46 Post-Resistance DHX15 1665 37 4 24544625 24544625 Missense_Mutation SNP C T 11 91 c.1273G>A c.(1273-1275)GAG>AAG p.E425K

Pat_46 Post-Resistance TEC 7006 37 4 48147095 48147095 Splice_Site SNP C T 6 63 c.1470_splice c.e14+1 p.L490_splice

Pat_46 Post-Resistance EPHA5 2044 37 4 66356268 66356268 Missense_Mutation SNP C T 5 43 c.1229G>A c.(1228-1230)GGT>GAT p.G410D

Pat_46 Post-Resistance TMPRSS11D 9407 37 4 68698974 68698974 Missense_Mutation SNP C T 5 35 c.640G>A c.(640-642)GGC>AGC p.G214S

Pat_46 Post-Resistance UGT2B4 7363 37 4 70350974 70350974 Missense_Mutation SNP G A 17 173 c.1262C>T c.(1261-1263)TCG>TTG p.S421L

Pat_46 Post-Resistance CSN1S1 1446 37 4 70802196 70802196 Missense_Mutation SNP G A 3 15 c.152G>A c.(151-153)AGG>AAG p.R51K

Pat_46 Post-Resistance PROL1 58503 37 4 71265005 71265005 Missense_Mutation SNP G A 9 43 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_46 Post-Resistance NAA11 84779 37 4 80246788 80246788 Missense_Mutation SNP G A 4 22 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_46 Post-Resistance ANTXR2 118429 37 4 80952816 80952816 Missense_Mutation SNP G A 4 7 c.827C>T c.(826-828)TCT>TTT p.S276F

Pat_46 Post-Resistance WDFY3 23001 37 4 85722863 85722863 Missense_Mutation SNP G A 11 66 c.2762C>T c.(2761-2763)CCG>CTG p.P921L

Pat_46 Post-Resistance C4orf37 285555 37 4 98480246 98480246 Missense_Mutation SNP C T 9 91 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_46 Post-Resistance INTS12 57117 37 4 106604152 106604152 Missense_Mutation SNP G A 9 111 c.1127C>T c.(1126-1128)TCA>TTA p.S376L



Pat_46 Post-Resistance ENPEP 2028 37 4 111436534 111436534 Missense_Mutation SNP G A 9 48 c.1445G>A c.(1444-1446)GGA>GAA p.G482E

Pat_46 Post-Resistance PITX2 5308 37 4 111542496 111542496 Missense_Mutation SNP C T 5 24 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_46 Post-Resistance UGT8 7368 37 4 115544379 115544379 Missense_Mutation SNP G A 6 54 c.343G>A c.(343-345)GAC>AAC p.D115N

Pat_46 Post-Resistance KIAA1109 84162 37 4 123175410 123175410 Missense_Mutation SNP G A 7 46 c.5983G>A c.(5983-5985)GAT>AAT p.D1995N

Pat_46 Post-Resistance ANKRD50 57182 37 4 125593264 125593264 Missense_Mutation SNP C T 14 118 c.1168G>A c.(1168-1170)GAT>AAT p.D390N

Pat_46 Post-Resistance FAT4 79633 37 4 126240196 126240196 Missense_Mutation SNP C T 3 23 c.2630C>T c.(2629-2631)ACT>ATT p.T877I

Pat_46 Post-Resistance FAT4 79633 37 4 126367686 126367686 Missense_Mutation SNP C T 7 74 c.7432C>T c.(7432-7434)CCT>TCT p.P2478S

Pat_46 Post-Resistance PCDH18 54510 37 4 138451292 138451292 Missense_Mutation SNP C T 14 99 c.1951G>A c.(1951-1953)GAA>AAA p.E651K

Pat_46 Post-Resistance UCP1 7350 37 4 141483360 141483360 Missense_Mutation SNP C T 10 107 c.796G>A c.(796-798)GCT>ACT p.A266T

Pat_46 Post-Resistance UCP1 7350 37 4 141484553 141484553 Missense_Mutation SNP C T 11 91 c.445G>A c.(445-447)GGA>AGA p.G149R

Pat_46 Post-Resistance RNF150 57484 37 4 141832457 141832457 Missense_Mutation SNP C T 4 33 c.1039G>A c.(1039-1041)GGA>AGA p.G347R

Pat_46 Post-Resistance GYPA 2993 37 4 145040883 145040883 Missense_Mutation SNP G A 5 60 c.188C>T c.(187-189)TCA>TTA p.S63L

Pat_46 Post-Resistance HHIP 64399 37 4 145629453 145629453 Missense_Mutation SNP G A 5 30 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_46 Post-Resistance DDX60L 91351 37 4 169348425 169348425 Missense_Mutation SNP G A 6 29 c.1726C>T c.(1726-1728)CTC>TTC p.L576F

Pat_46 Post-Resistance ADAM29 11086 37 4 175897562 175897562 Missense_Mutation SNP G A 7 58 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_46 Post-Resistance WDR17 116966 37 4 177041134 177041134 Missense_Mutation SNP C T 8 91 c.496C>T c.(496-498)CAC>TAC p.H166Y

Pat_46 Post-Resistance VEGFC 7424 37 4 177608980 177608980 Missense_Mutation SNP C T 6 34 c.806G>A c.(805-807)GGA>GAA p.G269E

Pat_46 Post-Resistance PDCD6 10016 37 5 306758 306758 Missense_Mutation SNP G A 7 39 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_46 Post-Resistance SLC6A18 348932 37 5 1225747 1225747 Missense_Mutation SNP G A 3 22 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_46 Post-Resistance TAS2R1 50834 37 5 9629784 9629784 Missense_Mutation SNP T C 2 19 c.361A>G c.(361-363)AGG>GGG p.R121G

Pat_46 Post-Resistance PRLR 5618 37 5 35065648 35065648 Missense_Mutation SNP C T 6 35 c.1412G>A c.(1411-1413)GGA>GAA p.G471E

Pat_46 Post-Resistance HEATR7B2 133558 37 5 41033154 41033154 Missense_Mutation SNP C T 4 19 c.2350G>A c.(2350-2352)GGT>AGT p.G784S

Pat_46 Post-Resistance DHX29 54505 37 5 54593223 54593223 Missense_Mutation SNP C T 4 32 c.265G>A c.(265-267)GTA>ATA p.V89I

Pat_46 Post-Resistance ERCC8 1161 37 5 60199531 60199531 Missense_Mutation SNP C T 8 82 c.494G>A c.(493-495)GGA>GAA p.G165E

Pat_46 Post-Resistance MAP1B 4131 37 5 71493512 71493512 Missense_Mutation SNP C T 3 24 c.4330C>T c.(4330-4332)CCA>TCA p.P1444S

Pat_46 Post-Resistance TMEM174 134288 37 5 72469955 72469955 Missense_Mutation SNP C T 5 41 c.695C>T c.(694-696)CCT>CTT p.P232L

Pat_46 Post-Resistance LOC644936 644936 37 5 79595930 79595930 Missense_Mutation SNP G A 4 8 c.227C>T c.(226-228)TCC>TTC p.S76F

Pat_46 Post-Resistance GPR98 84059 37 5 90016807 90016807 Nonsense_Mutation SNP C T 8 79 c.9679C>T c.(9679-9681)CGA>TGA p.R3227*

Pat_46 Post-Resistance LNPEP 4012 37 5 96329625 96329625 Missense_Mutation SNP G A 6 56 c.1357G>A c.(1357-1359)GCG>ACG p.A453T

Pat_46 Post-Resistance SRP19 6728 37 5 112203167 112203167 Missense_Mutation SNP G A 5 50 c.368G>A c.(367-369)GGA>GAA p.G123E

Pat_46 Post-Resistance CEP120 153241 37 5 122726902 122726902 Missense_Mutation SNP G A 9 107 c.940C>T c.(940-942)CCA>TCA p.P314S

Pat_46 Post-Resistance LMNB1 4001 37 5 126147552 126147552 Missense_Mutation SNP G A 4 40 c.901G>A c.(901-903)GAG>AAG p.E301K

Pat_46 Post-Resistance MEGF10 84466 37 5 126732229 126732229 Missense_Mutation SNP G A 12 96 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_46 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139892499 139892499 Missense_Mutation SNP T G 8 57 c.4191T>G c.(4189-4191)ATT>ATG p.I1397M

Pat_46 Post-Resistance PCDHA3 56145 37 5 140181752 140181752 Missense_Mutation SNP G A 6 66 c.970G>A c.(970-972)GAT>AAT p.D324N

Pat_46 Post-Resistance PCDHA7 56141 37 5 140214185 140214185 Missense_Mutation SNP G A 14 94 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_46 Post-Resistance PCDHA13 56136 37 5 140263676 140263676 Missense_Mutation SNP C T 8 54 c.1823C>T c.(1822-1824)TCG>TTG p.S608L

Pat_46 Post-Resistance PCDHB11 56125 37 5 140581524 140581524 Missense_Mutation SNP C T 8 75 c.2177C>T c.(2176-2178)TCG>TTG p.S726L

Pat_46 Post-Resistance PCDHB12 56124 37 5 140590287 140590287 Missense_Mutation SNP C T 6 98 c.1808C>T c.(1807-1809)TCG>TTG p.S603L

Pat_46 Post-Resistance PCDH1 5097 37 5 141236930 141236930 Missense_Mutation SNP G A 3 9 c.3206C>T c.(3205-3207)CCG>CTG p.P1069L

Pat_46 Post-Resistance SLC26A2 1836 37 5 149357514 149357514 Missense_Mutation SNP C T 7 70 c.299C>T c.(298-300)CCA>CTA p.P100L

Pat_46 Post-Resistance ATP10B 23120 37 5 160018110 160018110 Missense_Mutation SNP C T 3 22 c.3601G>A c.(3601-3603)GAT>AAT p.D1201N

Pat_46 Post-Resistance GABRA6 2559 37 5 161128618 161128618 Missense_Mutation SNP C A 7 45 c.1201C>A c.(1201-1203)CCT>ACT p.P401T

Pat_46 Post-Resistance WWC1 23286 37 5 167836957 167836957 Missense_Mutation SNP G A 13 65 c.898G>A c.(898-900)GAG>AAG p.E300K

Pat_46 Post-Resistance SLIT3 6586 37 5 168098219 168098219 Missense_Mutation SNP G A 4 19 c.4111C>T c.(4111-4113)CCC>TCC p.P1371S

Pat_46 Post-Resistance FAM153C 653316 37 5 177473889 177473889 Missense_Mutation SNP C T 7 27 c.290C>T c.(289-291)TCC>TTC p.S97F

Pat_46 Post-Resistance DSP 1832 37 6 7570741 7570742 Missense_Mutation DNP CC TT 5 59 c.1646_1647CC>TT c.(1645-1647)TCC>TTT p.S549F



Pat_46 Post-Resistance HIVEP1 3096 37 6 12015883 12015883 Missense_Mutation SNP C T 12 132 c.22C>T c.(22-24)CAT>TAT p.H8Y

Pat_46 Post-Resistance CAP2 10486 37 6 17507904 17507904 Missense_Mutation SNP G A 7 122 c.477G>A c.(475-477)ATG>ATA p.M159I

Pat_46 Post-Resistance LRRC16A 55604 37 6 25516015 25516015 Missense_Mutation SNP G A 8 14 c.1745G>A c.(1744-1746)GGA>GAA p.G582E

Pat_46 Post-Resistance HIST1H2BE 8344 37 6 26184054 26184054 Missense_Mutation SNP C T 11 61 c.31C>T c.(31-33)CCG>TCG p.P11S

Pat_46 Post-Resistance BTN2A3 54718 37 6 26431314 26431314 Missense_Mutation SNP T A 3 24 c.1232T>A c.(1231-1233)CTG>CAG p.L411Q

Pat_46 Post-Resistance BTN1A1 696 37 6 26508950 26508950 Missense_Mutation SNP G A 22 70 c.1129G>A c.(1129-1131)GAG>AAG p.E377K

Pat_46 Post-Resistance PRSS16 10279 37 6 27222818 27222818 Missense_Mutation SNP G A 9 68 c.1384G>A c.(1384-1386)GAA>AAA p.E462K

Pat_46 Post-Resistance GPX5 2880 37 6 28497304 28497304 Missense_Mutation SNP C T 12 49 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_46 Post-Resistance PPP1R11 6992 37 6 30037019 30037019 Missense_Mutation SNP C T 38 106 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_46 Post-Resistance MDC1 9656 37 6 30680836 30680836 Missense_Mutation SNP G A 4 50 c.883C>T c.(883-885)CCT>TCT p.P295S

Pat_46 Post-Resistance C6orf15 29113 37 6 31079628 31079628 Missense_Mutation SNP G A 4 29 c.508C>T c.(508-510)CAC>TAC p.H170Y

Pat_46 Post-Resistance BAT1 7919 37 6 31498949 31498949 Missense_Mutation SNP C T 8 86 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_46 Post-Resistance TNF 7124 37 6 31545117 31545117 Missense_Mutation SNP C T 7 18 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_46 Post-Resistance BAT3 7917 37 6 31615444 31615444 Missense_Mutation SNP G A 6 40 c.730C>T c.(730-732)CCA>TCA p.P244S

Pat_46 Post-Resistance SLC39A7 7922 37 6 33170381 33170381 Missense_Mutation SNP G A 7 40 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_46 Post-Resistance DNAH8 1769 37 6 38919096 38919096 Missense_Mutation SNP C T 9 63 c.11600C>T c.(11599-11601)TCT>TTT p.S3867F

Pat_46 Post-Resistance DNAH8 1769 37 6 38980323 38980323 Missense_Mutation SNP G A 13 143 c.12973G>A c.(12973-12975)GAA>AAA p.E4325K

Pat_46 Post-Resistance XPO5 57510 37 6 43541245 43541245 Missense_Mutation SNP C T 5 50 c.199G>A c.(199-201)GGC>AGC p.G67S

Pat_46 Post-Resistance CRISP2 7180 37 6 49660530 49660530 Missense_Mutation SNP C T 8 45 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_46 Post-Resistance LRRC1 55227 37 6 53764608 53764608 Missense_Mutation SNP C T 6 34 c.706C>T c.(706-708)CCT>TCT p.P236S

Pat_46 Post-Resistance FAM83B 222584 37 6 54805519 54805519 Missense_Mutation SNP C T 4 31 c.1750C>T c.(1750-1752)CCT>TCT p.P584S

Pat_46 Post-Resistance FAM83B 222584 37 6 54806308 54806308 Missense_Mutation SNP G A 5 32 c.2539G>A c.(2539-2541)GAA>AAA p.E847K

Pat_46 Post-Resistance BMP5 653 37 6 55739516 55739516 Missense_Mutation SNP C T 15 75 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_46 Post-Resistance GUSBL2 375513 37 6 58250821 58250821 Missense_Mutation SNP G A 3 20 c.431C>T c.(430-432)TCG>TTG p.S144L

Pat_46 Post-Resistance RIMS1 22999 37 6 72968786 72968786 Missense_Mutation SNP G A 5 33 c.3025G>A c.(3025-3027)GAT>AAT p.D1009N

Pat_46 Post-Resistance UBE2CBP 90025 37 6 83667051 83667051 Missense_Mutation SNP G A 9 48 c.1129C>T c.(1129-1131)CGC>TGC p.R377C

Pat_46 Post-Resistance EPHA7 2045 37 6 93964415 93964415 Missense_Mutation SNP C T 7 35 c.2482G>A c.(2482-2484)GAA>AAA p.E828K

Pat_46 Post-Resistance SIM1 6492 37 6 100838850 100838850 Missense_Mutation SNP T G 11 57 c.1688A>C c.(1687-1689)AAA>ACA p.K563T

Pat_46 Post-Resistance DDO 8528 37 6 110726085 110726085 Missense_Mutation SNP C T 5 30 c.434G>A c.(433-435)CGA>CAA p.R145Q

Pat_46 Post-Resistance DSE 29940 37 6 116752138 116752138 Nonsense_Mutation SNP T A 5 34 c.692T>A c.(691-693)TTA>TAA p.L231*

Pat_46 Post-Resistance ARHGAP18 93663 37 6 129901275 129901275 Missense_Mutation SNP C T 4 44 c.1840G>A c.(1840-1842)GGG>AGG p.G614R

Pat_46 Post-Resistance IL20RA 53832 37 6 137332467 137332467 Nonsense_Mutation SNP C T 9 57 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_46 Post-Resistance KIAA1244 57221 37 6 138628471 138628471 Missense_Mutation SNP G A 15 64 c.3910G>A c.(3910-3912)GAA>AAA p.E1304K

Pat_46 Post-Resistance SYNE1 23345 37 6 152454491 152454491 Missense_Mutation SNP G A 9 80 c.25921C>T c.(25921-25923)CGG>TGG p.R8641W

Pat_46 Post-Resistance MLLT4 4301 37 6 168352148 168352149 Missense_Mutation DNP CC TT 8 69 c.4090_4091CC>TT c.(4090-4092)CCT>TTT p.P1364F

Pat_46 Post-Resistance THSD7A 221981 37 7 11441554 11441554 Nonsense_Mutation SNP G A 9 109 c.4279C>T c.(4279-4281)CAG>TAG p.Q1427*

Pat_46 Post-Resistance THSD7A 221981 37 7 11485877 11485877 Missense_Mutation SNP C T 19 136 c.2875G>A c.(2875-2877)GAC>AAC p.D959N

Pat_46 Post-Resistance PRPS1L1 221823 37 7 18067003 18067003 Nonsense_Mutation SNP G A 9 62 c.403C>T c.(403-405)CAG>TAG p.Q135*

Pat_46 Post-Resistance HDAC9 9734 37 7 18788643 18788643 Missense_Mutation SNP C T 5 23 c.1916C>T c.(1915-1917)CCC>CTC p.P639L

Pat_46 Post-Resistance ITGB8 3696 37 7 20441600 20441600 Missense_Mutation SNP C T 33 222 c.1538C>T c.(1537-1539)TCA>TTA p.S513L

Pat_46 Post-Resistance RAPGEF5 9771 37 7 22259516 22259516 Missense_Mutation SNP G A 12 65 c.506C>T c.(505-507)ACG>ATG p.T169M

Pat_46 Post-Resistance GGCT 79017 37 7 30538488 30538488 Missense_Mutation SNP T G 15 87 c.354A>C c.(352-354)AAA>AAC p.K118N

Pat_46 Post-Resistance ADCYAP1R1 117 37 7 31146129 31146129 Missense_Mutation SNP G A 6 31 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_46 Post-Resistance TXNDC3 51314 37 7 37907434 37907434 Missense_Mutation SNP G A 7 45 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_46 Post-Resistance VSTM2A 222008 37 7 54610488 54610488 Missense_Mutation SNP G A 10 68 c.65G>A c.(64-66)GGG>GAG p.G22E

Pat_46 Post-Resistance ZNF716 441234 37 7 57528735 57528735 Missense_Mutation SNP G A 7 28 c.568G>A c.(568-570)GAT>AAT p.D190N

Pat_46 Post-Resistance ZNF679 168417 37 7 63721281 63721281 Missense_Mutation SNP G A 5 40 c.236G>A c.(235-237)AGA>AAA p.R79K



Pat_46 Post-Resistance ZNF107 51427 37 7 64126635 64126635 Translation_Start_Site SNP C T 7 62 c.-661C>T (-663--659)GACGC>GATGC

Pat_46 Post-Resistance HGF 3082 37 7 81335690 81335690 Missense_Mutation SNP C T 19 116 c.1670G>A c.(1669-1671)GGA>GAA p.G557E

Pat_46 Post-Resistance RUNDC3B 154661 37 7 87280226 87280226 Missense_Mutation SNP G A 5 55 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_46 Post-Resistance FZD1 8321 37 7 90895178 90895178 Missense_Mutation SNP T C 5 41 c.983T>C c.(982-984)GTG>GCG p.V328A

Pat_46 Post-Resistance CALCR 799 37 7 93098063 93098063 Missense_Mutation SNP G A 11 82 c.539C>T c.(538-540)ACC>ATC p.T180I

Pat_46 Post-Resistance SRRT 51593 37 7 100482042 100482042 Missense_Mutation SNP G C 2 8 c.811G>C c.(811-813)GAG>CAG p.E271Q

Pat_46 Post-Resistance MUC17 140453 37 7 100682297 100682297 Missense_Mutation SNP A G 33 168 c.7600A>G c.(7600-7602)ACC>GCC p.T2534A

Pat_46 Post-Resistance RABL5 64792 37 7 100958513 100958513 Missense_Mutation SNP G A 4 25 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_46 Post-Resistance RELN 5649 37 7 103214615 103214615 Missense_Mutation SNP C T 21 98 c.4435G>A c.(4435-4437)GAT>AAT p.D1479N

Pat_46 Post-Resistance RELN 5649 37 7 103243912 103243912 Missense_Mutation SNP C T 4 38 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_46 Post-Resistance PPP1R3A 5506 37 7 113517816 113517816 Missense_Mutation SNP C T 8 78 c.3331G>A c.(3331-3333)GAA>AAA p.E1111K

Pat_46 Post-Resistance WNT2 7472 37 7 116937870 116937870 Missense_Mutation SNP G A 18 94 c.649C>T c.(649-651)CTC>TTC p.L217F

Pat_46 Post-Resistance CFTR 1080 37 7 117174417 117174417 Missense_Mutation SNP G A 6 65 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_46 Post-Resistance PTPRZ1 5803 37 7 121653193 121653193 Missense_Mutation SNP C T 20 122 c.4093C>T c.(4093-4095)CAT>TAT p.H1365Y

Pat_46 Post-Resistance DGKI 9162 37 7 137271862 137271862 Missense_Mutation SNP C T 34 46 c.1406G>A c.(1405-1407)CGA>CAA p.R469Q

Pat_46 Post-Resistance BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 34 64 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_46 Post-Resistance BRAF 673 37 7 140494149 140494149 Missense_Mutation SNP G A 55 54 c.1099C>T c.(1099-1101)CCC>TCC p.P367S

Pat_46 Post-Resistance CLEC5A 23601 37 7 141635652 141635652 Missense_Mutation SNP C T 24 55 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_46 Post-Resistance TAS2R38 5726 37 7 141673425 141673425 Missense_Mutation SNP G A 7 101 c.65C>T c.(64-66)TCA>TTA p.S22L

Pat_46 Post-Resistance PRSS1 5644 37 7 142460779 142460779 Missense_Mutation SNP G A 14 30 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_46 Post-Resistance OR6V1 346517 37 7 142750081 142750081 Missense_Mutation SNP C T 28 76 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_46 Post-Resistance FAM115C 285966 37 7 143417077 143417077 Missense_Mutation SNP G A 5 9 c.925G>A c.(925-927)GAT>AAT p.D309N

Pat_46 Post-Resistance OR2A5 393046 37 7 143748144 143748144 Missense_Mutation SNP C T 11 87 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_46 Post-Resistance EZH2 2146 37 7 148506474 148506474 Missense_Mutation SNP C T 10 135 c.2023G>A c.(2023-2025)GTG>ATG p.V675M

Pat_46 Post-Resistance SSPO 23145 37 7 149492370 149492370 Missense_Mutation SNP G A 11 22 c.6259G>A c.(6259-6261)GAA>AAA p.E2087K

Pat_46 Post-Resistance AGAP3 116988 37 7 150817132 150817132 Missense_Mutation SNP C T 3 18 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_46 Post-Resistance MYOM2 9172 37 8 2088749 2088749 Missense_Mutation SNP A G 5 47 c.3904A>G c.(3904-3906)ACT>GCT p.T1302A

Pat_46 Post-Resistance CSMD1 64478 37 8 2944658 2944658 Missense_Mutation SNP C T 4 24 c.7438G>A c.(7438-7440)GGC>AGC p.G2480S

Pat_46 Post-Resistance CSMD1 64478 37 8 3265610 3265610 Missense_Mutation SNP C T 5 47 c.1885G>A c.(1885-1887)GAT>AAT p.D629N

Pat_46 Post-Resistance FGF20 26281 37 8 16850627 16850627 Missense_Mutation SNP G A 6 70 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_46 Post-Resistance SH2D4A 63898 37 8 19250880 19250880 Missense_Mutation SNP C T 9 61 c.1100C>T c.(1099-1101)CCC>CTC p.P367L

Pat_46 Post-Resistance POLR3D 661 37 8 22107963 22107963 Missense_Mutation SNP G A 7 37 c.1129G>A c.(1129-1131)GGA>AGA p.G377R

Pat_46 Post-Resistance ADAM7 8756 37 8 24346730 24346730 Missense_Mutation SNP G A 5 54 c.1150G>A c.(1150-1152)GAT>AAT p.D384N

Pat_46 Post-Resistance EBF2 64641 37 8 25744298 25744298 Missense_Mutation SNP C T 11 36 c.982G>A c.(982-984)GGA>AGA p.G328R

Pat_46 Post-Resistance PNMA2 10687 37 8 26365277 26365277 Missense_Mutation SNP C T 4 21 c.995G>A c.(994-996)CGG>CAG p.R332Q

Pat_46 Post-Resistance IDO1 3620 37 8 39776418 39776418 Missense_Mutation SNP G A 6 52 c.388G>A c.(388-390)GTC>ATC p.V130I

Pat_46 Post-Resistance IDO2 169355 37 8 39872871 39872871 Missense_Mutation SNP G A 4 15 c.1013G>A c.(1012-1014)GGA>GAA p.G338E

Pat_46 Post-Resistance GINS4 84296 37 8 41393924 41393924 Missense_Mutation SNP C T 4 23 c.142C>T c.(142-144)CCT>TCT p.P48S

Pat_46 Post-Resistance SLC20A2 6575 37 8 42302254 42302254 Missense_Mutation SNP C T 4 22 c.640G>A c.(640-642)GCC>ACC p.A214T

Pat_46 Post-Resistance MCM4 4173 37 8 48875363 48875363 Missense_Mutation SNP G A 16 137 c.541G>A c.(541-543)GAA>AAA p.E181K

Pat_46 Post-Resistance EFCAB1 79645 37 8 49637324 49637324 Missense_Mutation SNP G A 4 39 c.613C>T c.(613-615)CCA>TCA p.P205S

Pat_46 Post-Resistance RP1 6101 37 8 55539065 55539065 Missense_Mutation SNP G A 6 38 c.2623G>A c.(2623-2625)GAT>AAT p.D875N

Pat_46 Post-Resistance CA8 767 37 8 61178606 61178606 Missense_Mutation SNP G A 3 23 c.295C>T c.(295-297)CTT>TTT p.L99F

Pat_46 Post-Resistance CYP7B1 9420 37 8 65528256 65528257 Missense_Mutation DNP TC AT 8 96 c.841_842GA>AT c.(841-843)GAA>ATA p.E281I

Pat_46 Post-Resistance SGK3 23678 37 8 67759522 67759522 Missense_Mutation SNP C T 7 52 c.1169C>T c.(1168-1170)TCC>TTC p.S390F

Pat_46 Post-Resistance CA1 759 37 8 86249277 86249277 Missense_Mutation SNP G A 4 30 c.251C>T c.(250-252)CCT>CTT p.P84L

Pat_46 Post-Resistance RGS22 26166 37 8 101075915 101075915 Missense_Mutation SNP G A 9 26 c.1081C>T c.(1081-1083)CAT>TAT p.H361Y



Pat_46 Post-Resistance RIMS2 9699 37 8 104898050 104898050 Missense_Mutation SNP G A 4 10 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_46 Post-Resistance PKHD1L1 93035 37 8 110394750 110394750 Missense_Mutation SNP G A 14 128 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_46 Post-Resistance PKHD1L1 93035 37 8 110413769 110413769 Missense_Mutation SNP C T 5 50 c.1325C>T c.(1324-1326)TCC>TTC p.S442F

Pat_46 Post-Resistance PKHD1L1 93035 37 8 110457449 110457449 Missense_Mutation SNP G A 5 32 c.5351G>A c.(5350-5352)GGA>GAA p.G1784E

Pat_46 Post-Resistance FER1L6 654463 37 8 125076600 125076600 Missense_Mutation SNP C T 5 75 c.3341C>T c.(3340-3342)TCG>TTG p.S1114L

Pat_46 Post-Resistance KIFC2 90990 37 8 145697560 145697560 Nonsense_Mutation SNP C T 4 13 c.1525C>T c.(1525-1527)CAG>TAG p.Q509*

Pat_46 Post-Resistance MGC70857 414919 37 8 145753440 145753440 Missense_Mutation SNP G A 3 17 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_46 Post-Resistance ADAMTSL1 92949 37 9 18662013 18662013 Missense_Mutation SNP G A 21 88 c.1027G>A c.(1027-1029)GAG>AAG p.E343K

Pat_46 Post-Resistance SLC24A2 25769 37 9 19786182 19786182 Missense_Mutation SNP C T 7 40 c.683G>A c.(682-684)AGA>AAA p.R228K

Pat_46 Post-Resistance TAF1L 138474 37 9 32635478 32635478 Missense_Mutation SNP G A 6 56 c.100C>T c.(100-102)CCA>TCA p.P34S

Pat_46 Post-Resistance NUDT2 318 37 9 34339095 34339095 Missense_Mutation SNP G T 5 33 c.58G>T c.(58-60)GAC>TAC p.D20Y

Pat_46 Post-Resistance ANXA1 301 37 9 75775212 75775212 Missense_Mutation SNP G A 18 78 c.304G>A c.(304-306)GGT>AGT p.G102S

Pat_46 Post-Resistance TRPM6 140803 37 9 77386635 77386635 Nonsense_Mutation SNP G A 6 56 c.3520C>T c.(3520-3522)CGA>TGA p.R1174*

Pat_46 Post-Resistance TRPM6 140803 37 9 77400944 77400944 Nonsense_Mutation SNP G C 15 62 c.2765C>G c.(2764-2766)TCA>TGA p.S922*

Pat_46 Post-Resistance HNRNPK 3190 37 9 86587088 86587088 Missense_Mutation SNP C T 5 68 c.662G>A c.(661-663)CGT>CAT p.R221H

Pat_46 Post-Resistance RMI1 80010 37 9 86617448 86617448 Missense_Mutation SNP C T 16 127 c.1547C>T c.(1546-1548)ACC>ATC p.T516I

Pat_46 Post-Resistance C9orf79 286234 37 9 90503694 90503694 Missense_Mutation SNP C T 3 21 c.4292C>T c.(4291-4293)CCA>CTA p.P1431L

Pat_46 Post-Resistance NFIL3 4783 37 9 94172686 94172686 Missense_Mutation SNP C T 11 118 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_46 Post-Resistance ECM2 1842 37 9 95280064 95280064 Missense_Mutation SNP C T 6 50 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_46 Post-Resistance FGD3 89846 37 9 95776206 95776206 Missense_Mutation SNP G A 13 81 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_46 Post-Resistance PTPDC1 138639 37 9 96860382 96860382 Nonsense_Mutation SNP C T 4 19 c.1372C>T c.(1372-1374)CAG>TAG p.Q458*

Pat_46 Post-Resistance PPP3R2 5535 37 9 104357194 104357194 Missense_Mutation SNP C T 6 45 c.19G>A c.(19-21)GAG>AAG p.E7K

Pat_46 Post-Resistance GRIN3A 116443 37 9 104432484 104432484 Missense_Mutation SNP G A 8 40 c.2210C>T c.(2209-2211)CCA>CTA p.P737L

Pat_46 Post-Resistance OR13C4 138804 37 9 107289213 107289213 Missense_Mutation SNP G A 13 80 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_46 Post-Resistance ABCA1 19 37 9 107574961 107574961 Missense_Mutation SNP C T 5 59 c.3944G>A c.(3943-3945)GGG>GAG p.G1315E

Pat_46 Post-Resistance IKBKAP 8518 37 9 111665890 111665890 Missense_Mutation SNP G A 12 63 c.1703C>T c.(1702-1704)TCA>TTA p.S568L

Pat_46 Post-Resistance C9orf5 23731 37 9 111795771 111795771 Missense_Mutation SNP G A 4 31 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_46 Post-Resistance SVEP1 79987 37 9 113170760 113170760 Missense_Mutation SNP G A 3 18 c.7120C>T c.(7120-7122)CCT>TCT p.P2374S

Pat_46 Post-Resistance SVEP1 79987 37 9 113312330 113312330 Missense_Mutation SNP C T 6 71 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_46 Post-Resistance KIAA0368 23392 37 9 114184472 114184472 Missense_Mutation SNP G A 8 57 c.1808C>T c.(1807-1809)CCA>CTA p.P603L

Pat_46 Post-Resistance FKBP15 23307 37 9 115940928 115940928 Missense_Mutation SNP C T 3 11 c.2068G>A c.(2068-2070)GTG>ATG p.V690M

Pat_46 Post-Resistance TNC 3371 37 9 117853113 117853113 Missense_Mutation SNP G A 13 66 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_46 Post-Resistance DBC1 1620 37 9 122001016 122001016 Missense_Mutation SNP G A 6 24 c.602C>T c.(601-603)CCT>CTT p.P201L

Pat_46 Post-Resistance PSMD5 5711 37 9 123605142 123605142 Missense_Mutation SNP C T 2 1 c.46G>A c.(46-48)GAA>AAA p.E16K

Pat_46 Post-Resistance KCNT1 57582 37 9 138657003 138657003 Missense_Mutation SNP G A 5 28 c.1162G>A c.(1162-1164)GAC>AAC p.D388N

Pat_46 Post-Resistance TBL1X 6907 37 X 9652089 9652089 Missense_Mutation SNP C T 5 48 c.218C>T c.(217-219)TCC>TTC p.S73F

Pat_46 Post-Resistance ARHGAP6 395 37 X 11272704 11272704 Missense_Mutation SNP C A 10 57 c.712G>T c.(712-714)GAC>TAC p.D238Y

Pat_46 Post-Resistance GEMIN8 54960 37 X 14027232 14027232 Missense_Mutation SNP C T 13 54 c.529G>A c.(529-531)GAC>AAC p.D177N

Pat_46 Post-Resistance GLRA2 2742 37 X 14550395 14550395 Missense_Mutation SNP G A 12 76 c.103G>A c.(103-105)GGA>AGA p.G35R

Pat_46 Post-Resistance GLRA2 2742 37 X 14550467 14550467 Missense_Mutation SNP G A 10 96 c.175G>A c.(175-177)GAT>AAT p.D59N

Pat_46 Post-Resistance RAI2 10742 37 X 17818903 17818903 Missense_Mutation SNP C T 4 39 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_46 Post-Resistance PDHA1 5160 37 X 19368083 19368083 Missense_Mutation SNP G A 5 26 c.146G>A c.(145-147)GGC>GAC p.G49D

Pat_46 Post-Resistance RPS6KA3 6197 37 X 20252902 20252902 Missense_Mutation SNP C T 7 52 c.100G>A c.(100-102)GGA>AGA p.G34R

Pat_46 Post-Resistance APOO 79135 37 X 23898990 23898990 Missense_Mutation SNP G A 4 28 c.89C>T c.(88-90)CCT>CTT p.P30L

Pat_46 Post-Resistance KLHL15 80311 37 X 24006750 24006750 Missense_Mutation SNP G A 11 96 c.1103C>T c.(1102-1104)CCA>CTA p.P368L

Pat_46 Post-Resistance FAM47C 442444 37 X 37026904 37026904 Missense_Mutation SNP A G 3 21 c.421A>G c.(421-423)ATG>GTG p.M141V

Pat_46 Post-Resistance USP9X 8239 37 X 41084022 41084022 Missense_Mutation SNP G A 6 78 c.6779G>A c.(6778-6780)GGT>GAT p.G2260D



Pat_46 Post-Resistance CASK 8573 37 X 41393962 41393962 Missense_Mutation SNP G A 18 70 c.2299C>T c.(2299-2301)CCA>TCA p.P767S

Pat_46 Post-Resistance ZNF182 7569 37 X 47837038 47837038 Missense_Mutation SNP G A 9 56 c.448C>T c.(448-450)CTT>TTT p.L150F

Pat_46 Post-Resistance MTMR8 55613 37 X 63444876 63444876 Missense_Mutation SNP G A 3 13 c.1780C>T c.(1780-1782)CGT>TGT p.R594C

Pat_46 Post-Resistance FOXO4 4303 37 X 70321554 70321554 Missense_Mutation SNP G A 3 24 c.1474G>A c.(1474-1476)GAT>AAT p.D492N

Pat_46 Post-Resistance ACRC 93953 37 X 70823916 70823916 Missense_Mutation SNP A T 5 54 c.789A>T c.(787-789)GAA>GAT p.E263D

Pat_46 Post-Resistance NAP1L2 4674 37 X 72433746 72433746 Missense_Mutation SNP C T 4 18 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_46 Post-Resistance NAP1L2 4674 37 X 72434160 72434160 Missense_Mutation SNP C T 7 21 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_46 Post-Resistance RLIM 51132 37 X 73814150 73814150 Missense_Mutation SNP C T 7 52 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_46 Post-Resistance KIAA2022 340533 37 X 73963274 73963274 Missense_Mutation SNP C A 12 49 c.1118G>T c.(1117-1119)TGG>TTG p.W373L

Pat_46 Post-Resistance DRP2 1821 37 X 100490897 100490897 Missense_Mutation SNP G A 11 82 c.166G>A c.(166-168)GTT>ATT p.V56I

Pat_46 Post-Resistance ARMCX3 51566 37 X 100880625 100880625 Missense_Mutation SNP C T 5 53 c.656C>T c.(655-657)TCT>TTT p.S219F

Pat_46 Post-Resistance NXF3 56000 37 X 102338545 102338545 Missense_Mutation SNP G A 15 91 c.427C>T c.(427-429)CCA>TCA p.P143S

Pat_46 Post-Resistance COL4A6 1288 37 X 107408689 107408689 Missense_Mutation SNP C T 4 12 c.3722G>A c.(3721-3723)GGT>GAT p.G1241D

Pat_46 Post-Resistance COL4A6 1288 37 X 107448668 107448668 Splice_Site SNP C T 11 200 c.690_splice c.e11+1 p.K230_splice

Pat_46 Post-Resistance COL4A5 1287 37 X 107834341 107834341 Nonsense_Mutation SNP C T 4 33 c.1219C>T c.(1219-1221)CAG>TAG p.Q407*

Pat_46 Post-Resistance COL4A5 1287 37 X 107840679 107840679 Missense_Mutation SNP C T 4 45 c.1660C>T c.(1660-1662)CCA>TCA p.P554S

Pat_46 Post-Resistance GUCY2F 2986 37 X 108636233 108636233 Missense_Mutation SNP G A 11 138 c.2476C>T c.(2476-2478)CGG>TGG p.R826W

Pat_46 Post-Resistance TRPC5 7224 37 X 111019987 111019987 Nonsense_Mutation SNP T A 5 44 c.2476A>T c.(2476-2478)AAG>TAG p.K826*

Pat_46 Post-Resistance PLS3 5358 37 X 114877821 114877821 Splice_Site SNP G A 5 35 c.1183_splice c.e10+1 p.G395_splice

Pat_46 Post-Resistance CUL4B 8450 37 X 119691888 119691888 Missense_Mutation SNP G A 4 37 c.617C>T c.(616-618)CCT>CTT p.P206L

Pat_46 Post-Resistance GRIA3 2892 37 X 122598729 122598729 Missense_Mutation SNP C T 9 95 c.2090C>T c.(2089-2091)GCT>GTT p.A697V

Pat_46 Post-Resistance SAGE1 55511 37 X 134994087 134994087 Missense_Mutation SNP G A 4 39 c.2496G>A c.(2494-2496)ATG>ATA p.M832I

Pat_46 Post-Resistance MAP7D3 79649 37 X 135309517 135309517 Missense_Mutation SNP C T 6 87 c.1960G>A c.(1960-1962)GAT>AAT p.D654N

Pat_46 Post-Resistance MCF2 4168 37 X 138678928 138678928 Missense_Mutation SNP C T 6 49 c.2057G>A c.(2056-2058)GGA>GAA p.G686E

Pat_46 Post-Resistance UBE2NL 389898 37 X 142967564 142967564 Missense_Mutation SNP C T 13 77 c.362C>T c.(361-363)CCA>CTA p.P121L

Pat_46 Post-Resistance AFF2 2334 37 X 148037446 148037446 Missense_Mutation SNP G A 11 127 c.1871G>A c.(1870-1872)AGG>AAG p.R624K

Pat_46 Post-Resistance MAGEA6 4105 37 X 151870202 151870202 Missense_Mutation SNP C T 5 42 c.892C>T c.(892-894)CGC>TGC p.R298C

Pat_46 Post-Resistance MAGEA3 4102 37 X 151935227 151935227 Missense_Mutation SNP C T 10 60 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_46 Post-Resistance F8 2157 37 X 154132706 154132706 Missense_Mutation SNP C T 7 124 c.5680G>A c.(5680-5682)GAA>AAA p.E1894K

Pat_46 Post-Resistance F8 2157 37 X 154159268 154159268 Missense_Mutation SNP C T 6 42 c.2797G>A c.(2797-2799)GAT>AAT p.D933N

Pat_48 Pre-Treatment GIPC2 54810 37 1 78585136 78585136 Missense_Mutation SNP G A 9 27 c.667G>A c.(667-669)GCA>ACA p.A223T

Pat_48 Pre-Treatment CLCA2 9635 37 1 86890069 86890069 Missense_Mutation SNP A G 6 29 c.139A>G c.(139-141)ATT>GTT p.I47V

Pat_48 Pre-Treatment DUSP27 92235 37 1 167097709 167097709 Missense_Mutation SNP C T 5 4 c.3341C>T c.(3340-3342)TCT>TTT p.S1114F

Pat_48 Pre-Treatment CACNA1E 777 37 1 181549815 181549815 Missense_Mutation SNP C T 55 54 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_48 Pre-Treatment OR14A16 284532 37 1 247978163 247978163 Missense_Mutation SNP C T 7 26 c.869G>A c.(868-870)AGA>AAA p.R290K

Pat_48 Pre-Treatment OR14A16 284532 37 1 247978557 247978557 Missense_Mutation SNP C T 42 39 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_48 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 3 23 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_48 Pre-Treatment ZNF239 8187 37 10 44052942 44052942 Missense_Mutation SNP G A 8 21 c.586C>T c.(586-588)CCA>TCA p.P196S

Pat_48 Pre-Treatment C10orf72 196740 37 10 50285269 50285269 Missense_Mutation SNP G A 15 7 c.629C>T c.(628-630)TCC>TTC p.S210F

Pat_48 Pre-Treatment OR52J3 119679 37 11 5068593 5068593 Missense_Mutation SNP C T 12 53 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_48 Pre-Treatment IGSF22 283284 37 11 18741637 18741637 Missense_Mutation SNP C T 4 31 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_48 Pre-Treatment OR4C46 119749 37 11 51515587 51515587 Missense_Mutation SNP A T 12 40 c.306A>T c.(304-306)GAA>GAT p.E102D

Pat_48 Pre-Treatment OR10W1 81341 37 11 58034652 58034652 Missense_Mutation SNP G A 7 63 c.679C>T c.(679-681)CGG>TGG p.R227W

Pat_48 Pre-Treatment SLC22A10 387775 37 11 63067056 63067056 Missense_Mutation SNP G A 3 39 c.1025G>A c.(1024-1026)CGC>CAC p.R342H

Pat_48 Pre-Treatment CLEC9A 283420 37 12 10215746 10215746 Nonsense_Mutation SNP C T 28 81 c.412C>T c.(412-414)CAA>TAA p.Q138*

Pat_48 Pre-Treatment PRB3 5544 37 12 11420152 11420152 Missense_Mutation SNP G A 3 34 c.904C>T c.(904-906)CCT>TCT p.P302S

Pat_48 Pre-Treatment PRB2 653247 37 12 11546795 11546795 Missense_Mutation SNP G A 3 27 c.217C>T c.(217-219)CCT>TCT p.P73S



Pat_48 Pre-Treatment OR4K1 79544 37 14 20404061 20404061 Missense_Mutation SNP C T 13 11 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_48 Pre-Treatment EFTUD1 79631 37 15 82512090 82512090 Missense_Mutation SNP A G 2 20 c.1514T>C c.(1513-1515)TTT>TCT p.F505S

Pat_48 Pre-Treatment GRIN2A 2903 37 16 9857895 9857895 Missense_Mutation SNP C T 6 31 c.3506G>A c.(3505-3507)CGG>CAG p.R1169Q

Pat_48 Pre-Treatment SPIRE2 84501 37 16 89895131 89895131 Missense_Mutation SNP G A 2 3 c.173G>A c.(172-174)CGC>CAC p.R58H

Pat_48 Pre-Treatment DNAH2 146754 37 17 7697572 7697572 Missense_Mutation SNP G A 19 16 c.7570G>A c.(7570-7572)GAA>AAA p.E2524K

Pat_48 Pre-Treatment EVPLL 645027 37 17 18286166 18286166 Missense_Mutation SNP C T 8 10 c.499C>T c.(499-501)CCG>TCG p.P167S

Pat_48 Pre-Treatment SGCA 6442 37 17 48245758 48245758 Missense_Mutation SNP G A 2 5 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_48 Pre-Treatment KIF2B 84643 37 17 51901215 51901215 Missense_Mutation SNP C T 7 28 c.821C>T c.(820-822)GCC>GTC p.A274V

Pat_48 Pre-Treatment CXXC1 30827 37 18 47812290 47812290 Missense_Mutation SNP C G 4 42 c.468G>C c.(466-468)CAG>CAC p.Q156H

Pat_48 Pre-Treatment ZNF563 147837 37 19 12430274 12430274 Missense_Mutation SNP C G 19 48 c.565G>C c.(565-567)GTA>CTA p.V189L

Pat_48 Pre-Treatment LILRA3 11026 37 19 54803582 54803582 Missense_Mutation SNP C T 11 21 c.242G>A c.(241-243)GGC>GAC p.G81D

Pat_48 Pre-Treatment SNTG2 54221 37 2 1094046 1094046 Missense_Mutation SNP C T 15 13 c.275C>T c.(274-276)TCT>TTT p.S92F

Pat_48 Pre-Treatment REG1B 5968 37 2 79313967 79313967 Missense_Mutation SNP C T 14 55 c.154G>A c.(154-156)GAA>AAA p.E52K

Pat_48 Pre-Treatment LRP2 4036 37 2 170094612 170094612 Missense_Mutation SNP C T 6 21 c.4495G>A c.(4495-4497)GAC>AAC p.D1499N

Pat_48 Pre-Treatment TTN 7273 37 2 179472587 179472587 Missense_Mutation SNP G A 55 81 c.45223C>T c.(45223-45225)CGG>TGG p.R15075W

Pat_48 Pre-Treatment HECW2 57520 37 2 197297975 197297975 Missense_Mutation SNP C T 12 35 c.173G>A c.(172-174)CGC>CAC p.R58H

Pat_48 Pre-Treatment SNTA1 6640 37 20 32000563 32000563 Missense_Mutation SNP C A 3 26 c.727G>T c.(727-729)GGT>TGT p.G243C

Pat_48 Pre-Treatment CDH26 60437 37 20 58559801 58559801 Missense_Mutation SNP G A 30 53 c.649G>A c.(649-651)GGT>AGT p.G217S

Pat_48 Pre-Treatment SMTN 6525 37 22 31495070 31495070 Missense_Mutation SNP G A 3 42 c.2356G>A c.(2356-2358)GCC>ACC p.A786T

Pat_48 Pre-Treatment ATP2B2 491 37 3 10401759 10401759 Missense_Mutation SNP C T 17 38 c.1708G>A c.(1708-1710)GAG>AAG p.E570K

Pat_48 Pre-Treatment COL6A6 131873 37 3 130300841 130300841 Missense_Mutation SNP T G 2 4 c.3899T>G c.(3898-3900)CTT>CGT p.L1300R

Pat_48 Pre-Treatment PPARGC1A 10891 37 4 23815404 23815404 Missense_Mutation SNP G A 4 22 c.1702C>T c.(1702-1704)CGT>TGT p.R568C

Pat_48 Pre-Treatment DMXL1 1657 37 5 118482588 118482588 Nonsense_Mutation SNP C T 38 65 c.2626C>T c.(2626-2628)CAA>TAA p.Q876*

Pat_48 Pre-Treatment PCDHA12 56137 37 5 140255890 140255890 Missense_Mutation SNP C T 21 21 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_48 Pre-Treatment ITK 3702 37 5 156635937 156635937 Missense_Mutation SNP G A 16 32 c.176G>A c.(175-177)CGA>CAA p.R59Q

Pat_48 Pre-Treatment OR2B2 81697 37 6 27879370 27879370 Missense_Mutation SNP G A 27 33 c.728C>T c.(727-729)TCC>TTC p.S243F

Pat_48 Pre-Treatment ITPR3 3710 37 6 33663553 33663553 Missense_Mutation SNP G A 3 37 c.8012G>A c.(8011-8013)CGC>CAC p.R2671H

Pat_48 Pre-Treatment AKAP9 10142 37 7 91726492 91726492 Nonsense_Mutation SNP G T 3 8 c.10219G>T c.(10219-10221)GAG>TAG p.E3407*

Pat_48 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 70 69 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_48 Pre-Treatment CNPY1 285888 37 7 155301649 155301649 Missense_Mutation SNP T C 8 16 c.84A>G c.(82-84)ATA>ATG p.I28M

Pat_48 Pre-Treatment EBF2 64641 37 8 25718726 25718726 Missense_Mutation SNP C T 12 44 c.1181G>A c.(1180-1182)CGA>CAA p.R394Q

Pat_48 Pre-Treatment ST18 9705 37 8 53084412 53084412 Missense_Mutation SNP C T 21 166 c.1009G>A c.(1009-1011)GGG>AGG p.G337R

Pat_48 Pre-Treatment COL14A1 7373 37 8 121295981 121295981 Missense_Mutation SNP A G 9 36 c.3931A>G c.(3931-3933)AAA>GAA p.K1311E

Pat_48 Pre-Treatment SVEP1 79987 37 9 113169542 113169542 Missense_Mutation SNP G A 30 19 c.8338C>T c.(8338-8340)CCA>TCA p.P2780S

Pat_48 Pre-Treatment MXRA5 25878 37 X 3228326 3228326 Missense_Mutation SNP T C 15 4 c.7918A>G c.(7918-7920)AAC>GAC p.N2640D

Pat_48 Post-Resistance GIPC2 54810 37 1 78585136 78585136 Missense_Mutation SNP G A 3 43 c.667G>A c.(667-669)GCA>ACA p.A223T

Pat_48 Post-Resistance CLCA2 9635 37 1 86890069 86890069 Missense_Mutation SNP A G 10 36 c.139A>G c.(139-141)ATT>GTT p.I47V

Pat_48 Post-Resistance HORMAD1 84072 37 1 150680884 150680884 Splice_Site SNP C T 13 22 c.396_splice c.e9-1 p.S132_splice

Pat_48 Post-Resistance DUSP27 92235 37 1 167097709 167097709 Missense_Mutation SNP C T 9 16 c.3341C>T c.(3340-3342)TCT>TTT p.S1114F

Pat_48 Post-Resistance CACNA1E 777 37 1 181549815 181549815 Missense_Mutation SNP C T 53 136 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_48 Post-Resistance OR14A16 284532 37 1 247978163 247978163 Missense_Mutation SNP C T 12 55 c.869G>A c.(868-870)AGA>AAA p.R290K

Pat_48 Post-Resistance OR14A16 284532 37 1 247978557 247978557 Missense_Mutation SNP C T 30 100 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_48 Post-Resistance ZNF239 8187 37 10 44052942 44052942 Missense_Mutation SNP G A 24 39 c.586C>T c.(586-588)CCA>TCA p.P196S

Pat_48 Post-Resistance C10orf72 196740 37 10 50285269 50285269 Missense_Mutation SNP G A 14 23 c.629C>T c.(628-630)TCC>TTC p.S210F

Pat_48 Post-Resistance BUB3 9184 37 10 124914464 124914464 Nonsense_Mutation SNP C T 3 91 c.31C>T c.(31-33)CAG>TAG p.Q11*

Pat_48 Post-Resistance OR52J3 119679 37 11 5068593 5068593 Missense_Mutation SNP C T 19 82 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_48 Post-Resistance IGSF22 283284 37 11 18741637 18741637 Missense_Mutation SNP C T 18 57 c.492G>A c.(490-492)ATG>ATA p.M164I



Pat_48 Post-Resistance OR4C46 119749 37 11 51515587 51515587 Missense_Mutation SNP A T 11 72 c.306A>T c.(304-306)GAA>GAT p.E102D

Pat_48 Post-Resistance OR10W1 81341 37 11 58034652 58034652 Missense_Mutation SNP G A 13 71 c.679C>T c.(679-681)CGG>TGG p.R227W

Pat_48 Post-Resistance CLEC9A 283420 37 12 10215746 10215746 Nonsense_Mutation SNP C T 27 134 c.412C>T c.(412-414)CAA>TAA p.Q138*

Pat_48 Post-Resistance TPCN1 53373 37 12 113729700 113729700 Missense_Mutation SNP G A 3 61 c.2050G>A c.(2050-2052)GCC>ACC p.A684T

Pat_48 Post-Resistance CIT 11113 37 12 120128123 120128123 Missense_Mutation SNP C T 5 8 c.5893G>A c.(5893-5895)GAG>AAG p.E1965K

Pat_48 Post-Resistance KNTC1 9735 37 12 123071263 123071263 Missense_Mutation SNP C T 4 31 c.3689C>T c.(3688-3690)CCC>CTC p.P1230L

Pat_48 Post-Resistance OR4K1 79544 37 14 20404061 20404061 Missense_Mutation SNP C T 49 38 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_48 Post-Resistance ADAM20 8748 37 14 70991270 70991270 Missense_Mutation SNP C T 3 61 c.355G>A c.(355-357)GGA>AGA p.G119R

Pat_48 Post-Resistance PKD1 5310 37 16 2154550 2154550 Missense_Mutation SNP C T 3 6 c.8110G>A c.(8110-8112)GCG>ACG p.A2704T

Pat_48 Post-Resistance GRIN2A 2903 37 16 9857895 9857895 Missense_Mutation SNP C T 23 71 c.3506G>A c.(3505-3507)CGG>CAG p.R1169Q

Pat_48 Post-Resistance DNAH2 146754 37 17 7697572 7697572 Missense_Mutation SNP G A 7 32 c.7570G>A c.(7570-7572)GAA>AAA p.E2524K

Pat_48 Post-Resistance EVPLL 645027 37 17 18286166 18286166 Missense_Mutation SNP C T 7 13 c.499C>T c.(499-501)CCG>TCG p.P167S

Pat_48 Post-Resistance SGCA 6442 37 17 48245758 48245758 Missense_Mutation SNP G A 5 5 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_48 Post-Resistance ZNF563 147837 37 19 12430274 12430274 Missense_Mutation SNP C G 39 112 c.565G>C c.(565-567)GTA>CTA p.V189L

Pat_48 Post-Resistance ZNF534 147658 37 19 52942028 52942028 Missense_Mutation SNP G A 15 21 c.1354G>A c.(1354-1356)GAA>AAA p.E452K

Pat_48 Post-Resistance LILRA3 11026 37 19 54803582 54803582 Missense_Mutation SNP C T 17 27 c.242G>A c.(241-243)GGC>GAC p.G81D

Pat_48 Post-Resistance SNTG2 54221 37 2 1094046 1094046 Missense_Mutation SNP C T 42 23 c.275C>T c.(274-276)TCT>TTT p.S92F

Pat_48 Post-Resistance TTN 7273 37 2 179472587 179472587 Missense_Mutation SNP G A 161 58 c.45223C>T c.(45223-45225)CGG>TGG p.R15075W

Pat_48 Post-Resistance CSNK2A1 1457 37 20 470440 470440 Missense_Mutation SNP T C 3 83 c.707A>G c.(706-708)CAT>CGT p.H236R

Pat_48 Post-Resistance FRG1B 284802 37 20 29625875 29625875 Missense_Mutation SNP T C 4 50 c.29T>C c.(28-30)ATC>ACC p.I10T

Pat_48 Post-Resistance CDH26 60437 37 20 58559801 58559801 Missense_Mutation SNP G A 52 75 c.649G>A c.(649-651)GGT>AGT p.G217S

Pat_48 Post-Resistance KRTAP12-3 386683 37 21 46078147 46078147 Missense_Mutation SNP T C 5 40 c.251T>C c.(250-252)CTC>CCC p.L84P

Pat_48 Post-Resistance ATP2B2 491 37 3 10401759 10401759 Missense_Mutation SNP C T 18 41 c.1708G>A c.(1708-1710)GAG>AAG p.E570K

Pat_48 Post-Resistance GHSR 2693 37 3 172165537 172165538 Missense_Mutation DNP GG AA 7 19 c.666_667CC>TT (664-669)TTCCTT>TTTTT p.L223F

Pat_48 Post-Resistance PIK3CA 5290 37 3 178952085 178952085 Missense_Mutation SNP A G 23 96 c.3140A>G c.(3139-3141)CAT>CGT p.H1047R

Pat_48 Post-Resistance ABCC5 10057 37 3 183679443 183679443 Splice_Site SNP C T 24 85 c.2236_splice c.e16-1 p.Y746_splice

Pat_48 Post-Resistance PPARGC1A 10891 37 4 23815404 23815404 Missense_Mutation SNP G A 13 49 c.1702C>T c.(1702-1704)CGT>TGT p.R568C

Pat_48 Post-Resistance FSTL5 56884 37 4 162421220 162421220 Missense_Mutation SNP T A 4 33 c.1406A>T c.(1405-1407)GAA>GTA p.E469V

Pat_48 Post-Resistance PRDM9 56979 37 5 23527251 23527251 Missense_Mutation SNP C T 5 140 c.2054C>T c.(2053-2055)ACA>ATA p.T685I

Pat_48 Post-Resistance DMXL1 1657 37 5 118482588 118482588 Nonsense_Mutation SNP C T 27 65 c.2626C>T c.(2626-2628)CAA>TAA p.Q876*

Pat_48 Post-Resistance PCDHA12 56137 37 5 140255890 140255890 Missense_Mutation SNP C T 29 90 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_48 Post-Resistance ITK 3702 37 5 156635937 156635937 Missense_Mutation SNP G A 17 59 c.176G>A c.(175-177)CGA>CAA p.R59Q

Pat_48 Post-Resistance OR2B2 81697 37 6 27879370 27879370 Missense_Mutation SNP G A 34 52 c.728C>T c.(727-729)TCC>TTC p.S243F

Pat_48 Post-Resistance OR2W1 26692 37 6 29012935 29012935 Nonsense_Mutation SNP A C 11 52 c.18T>G c.(16-18)TAT>TAG p.Y6*

Pat_48 Post-Resistance SYNGAP1 8831 37 6 33400584 33400584 Splice_Site SNP G A 3 71 c.509_splice c.e5+1 p.R170_splice

Pat_48 Post-Resistance AKAP9 10142 37 7 91726492 91726492 Nonsense_Mutation SNP G T 9 16 c.10219G>T c.(10219-10221)GAG>TAG p.E3407*

Pat_48 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 56 94 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_48 Post-Resistance SSBP1 6742 37 7 141445300 141445300 Nonsense_Mutation SNP C T 15 125 c.319C>T c.(319-321)CGA>TGA p.R107*

Pat_48 Post-Resistance CNPY1 285888 37 7 155301649 155301649 Missense_Mutation SNP T C 33 34 c.84A>G c.(82-84)ATA>ATG p.I28M

Pat_48 Post-Resistance EBF2 64641 37 8 25718726 25718726 Missense_Mutation SNP C T 26 63 c.1181G>A c.(1180-1182)CGA>CAA p.R394Q

Pat_48 Post-Resistance GSR 2936 37 8 30539534 30539534 Missense_Mutation SNP A G 26 142 c.1198T>C c.(1198-1200)TAT>CAT p.Y400H

Pat_48 Post-Resistance ST18 9705 37 8 53084412 53084412 Missense_Mutation SNP C T 34 362 c.1009G>A c.(1009-1011)GGG>AGG p.G337R

Pat_48 Post-Resistance COL14A1 7373 37 8 121295981 121295981 Missense_Mutation SNP A G 43 99 c.3931A>G c.(3931-3933)AAA>GAA p.K1311E

Pat_48 Post-Resistance C8orf73 642475 37 8 144650052 144650052 Nonsense_Mutation SNP G A 7 48 c.1771C>T c.(1771-1773)CGA>TGA p.R591*

Pat_48 Post-Resistance SVEP1 79987 37 9 113169542 113169542 Missense_Mutation SNP G A 58 38 c.8338C>T c.(8338-8340)CCA>TCA p.P2780S

Pat_48 Post-Resistance TRUB2 26995 37 9 131083986 131083986 Missense_Mutation SNP C T 3 6 c.133G>A c.(133-135)GCT>ACT p.A45T

Pat_48 Post-Resistance MXRA5 25878 37 X 3228326 3228326 Missense_Mutation SNP T C 10 10 c.7918A>G c.(7918-7920)AAC>GAC p.N2640D



Pat_48 Post-Resistance FAM120C 54954 37 X 54209061 54209061 Missense_Mutation SNP G A 2 6 c.571C>T c.(571-573)CGG>TGG p.R191W

Pat_49 Post-Resistance COL16A1 1307 37 1 32148563 32148563 Missense_Mutation SNP G A 3 46 c.2510C>T c.(2509-2511)CCT>CTT p.P837L

Pat_49 Post-Resistance AK3L1 205 37 1 65656511 65656511 Missense_Mutation SNP T A 6 16 c.264T>A c.(262-264)GAT>GAA p.D88E

Pat_49 Post-Resistance IL12RB2 3595 37 1 67861606 67861606 Missense_Mutation SNP T C 19 65 c.2423T>C c.(2422-2424)CTC>CCC p.L808P

Pat_49 Post-Resistance AGL 178 37 1 100327118 100327118 Missense_Mutation SNP A G 6 12 c.142A>G c.(142-144)ACA>GCA p.T48A

Pat_49 Post-Resistance ANP32E 81611 37 1 150198989 150198989 Missense_Mutation SNP T A 4 17 c.632A>T c.(631-633)GAG>GTG p.E211V

Pat_49 Post-Resistance GBA 2629 37 1 155209424 155209424 Missense_Mutation SNP G A 6 11 c.437C>T c.(436-438)TCG>TTG p.S146L

Pat_49 Post-Resistance TPR 7175 37 1 186292909 186292909 Missense_Mutation SNP C T 9 25 c.6206G>A c.(6205-6207)CGA>CAA p.R2069Q

Pat_49 Post-Resistance FAM5C 339479 37 1 190423812 190423812 Missense_Mutation SNP C T 6 9 c.209G>A c.(208-210)GGA>GAA p.G70E

Pat_49 Post-Resistance CRB1 23418 37 1 197390934 197390934 Missense_Mutation SNP C T 13 21 c.1976C>T c.(1975-1977)TCG>TTG p.S659L

Pat_49 Post-Resistance PRKCQ 5588 37 10 6483994 6483994 Missense_Mutation SNP C T 8 18 c.1697G>A c.(1696-1698)GGG>GAG p.G566E

Pat_49 Post-Resistance UPF2 26019 37 10 12021112 12021112 Missense_Mutation SNP T A 15 14 c.1897A>T c.(1897-1899)ATG>TTG p.M633L

Pat_49 Post-Resistance ADAMTS14 140766 37 10 72513618 72513618 Missense_Mutation SNP G A 3 6 c.2792G>A c.(2791-2793)CGG>CAG p.R931Q

Pat_49 Post-Resistance ITPRIP 85450 37 10 106074705 106074705 Missense_Mutation SNP G A 25 12 c.1105C>T c.(1105-1107)CCC>TCC p.P369S

Pat_49 Post-Resistance BET1L 51272 37 11 205975 205975 Missense_Mutation SNP A G 19 57 c.88T>C c.(88-90)TCC>CCC p.S30P

Pat_49 Post-Resistance OR56A3 390083 37 11 5968605 5968605 Missense_Mutation SNP C T 5 7 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_49 Post-Resistance NAT10 55226 37 11 34163857 34163857 Missense_Mutation SNP G T 6 19 c.2847G>T c.(2845-2847)AAG>AAT p.K949N

Pat_49 Post-Resistance SLC1A2 6506 37 11 35308478 35308478 Missense_Mutation SNP G A 29 58 c.1112C>T c.(1111-1113)ACC>ATC p.T371I

Pat_49 Post-Resistance OR5D13 390142 37 11 55541256 55541256 Missense_Mutation SNP T A 20 36 c.343T>A c.(343-345)TTC>ATC p.F115I

Pat_49 Post-Resistance OR5AR1 219493 37 11 56431439 56431439 Missense_Mutation SNP C T 22 50 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_49 Post-Resistance TMEM132A 54972 37 11 60702238 60702238 Splice_Site SNP T G 13 9 c.1836_splice c.e9+2 p.E612_splice

Pat_49 Post-Resistance AHNAK 79026 37 11 62294795 62294796 Missense_Mutation DNP GG AT 25 57 c.7093_7094CC>AT c.(7093-7095)CCA>ATA p.P2365I

Pat_49 Post-Resistance POLA2 23649 37 11 65047045 65047045 Missense_Mutation SNP T C 8 47 c.692T>C c.(691-693)CTC>CCC p.L231P

Pat_49 Post-Resistance FRMD8 83786 37 11 65161799 65161799 Missense_Mutation SNP C T 3 5 c.484C>T c.(484-486)CCG>TCG p.P162S

Pat_49 Post-Resistance KRTAP5-8 57830 37 11 71249558 71249558 Missense_Mutation SNP T A 7 226 c.457T>A c.(457-459)TGC>AGC p.C153S

Pat_49 Post-Resistance HEPHL1 341208 37 11 93834384 93834384 Missense_Mutation SNP G A 11 30 c.2458G>A c.(2458-2460)GGC>AGC p.G820S

Pat_49 Post-Resistance TTC12 54970 37 11 113196299 113196299 Missense_Mutation SNP A G 2 21 c.376A>G c.(376-378)ATC>GTC p.I126V

Pat_49 Post-Resistance OR8G2 26492 37 11 124096240 124096240 Missense_Mutation SNP G A 3 9 c.843G>A c.(841-843)ATG>ATA p.M281I

Pat_49 Post-Resistance SLC6A12 6539 37 12 305370 305370 Missense_Mutation SNP G A 2 3 c.1246C>T c.(1246-1248)CGG>TGG p.R416W

Pat_49 Post-Resistance B4GALNT3 283358 37 12 665952 665952 Missense_Mutation SNP C T 4 6 c.2300C>T c.(2299-2301)ACC>ATC p.T767I

Pat_49 Post-Resistance ITPR2 3709 37 12 26553126 26553126 Missense_Mutation SNP C T 17 40 c.7465G>A c.(7465-7467)GTG>ATG p.V2489M

Pat_49 Post-Resistance DIP2B 57609 37 12 51097957 51097957 Missense_Mutation SNP G T 15 23 c.2360G>T c.(2359-2361)GGG>GTG p.G787V

Pat_49 Post-Resistance NAV3 89795 37 12 78574780 78574780 Missense_Mutation SNP G A 17 14 c.5647G>A c.(5647-5649)GGA>AGA p.G1883R

Pat_49 Post-Resistance C12orf63 374467 37 12 97073462 97073462 Missense_Mutation SNP C T 14 32 c.923C>T c.(922-924)TCC>TTC p.S308F

Pat_49 Post-Resistance SLC17A8 246213 37 12 100813710 100813710 Missense_Mutation SNP C T 3 8 c.1543C>T c.(1543-1545)CTC>TTC p.L515F

Pat_49 Post-Resistance ALDH1L2 160428 37 12 105467639 105467639 Missense_Mutation SNP C T 21 15 c.193G>A c.(193-195)GCT>ACT p.A65T

Pat_49 Post-Resistance GTF2H3 2967 37 12 124118393 124118393 Translation_Start_Site SNP G A 9 55 c.-13G>A c.(-15--11)AGGTG>AGATG

Pat_49 Post-Resistance EP400 57634 37 12 132516601 132516601 Missense_Mutation SNP T C 11 49 c.5858T>C c.(5857-5859)GTG>GCG p.V1953A

Pat_49 Post-Resistance LMO7 4008 37 13 76381683 76381683 Missense_Mutation SNP A G 3 14 c.565A>G c.(565-567)AAA>GAA p.K189E

Pat_49 Post-Resistance CDKL1 8814 37 14 50883181 50883181 Splice_Site SNP G A 9 11 c.1_splice c.e1-1 p.M1_splice

Pat_49 Post-Resistance CLMN 79789 37 14 95663021 95663021 Missense_Mutation SNP G A 10 20 c.2522C>T c.(2521-2523)TCC>TTC p.S841F

Pat_49 Post-Resistance BCL11B 64919 37 14 99641426 99641426 Missense_Mutation SNP C T 3 23 c.1747G>A c.(1747-1749)GCG>ACG p.A583T

Pat_49 Post-Resistance GOLGA8G 283768 37 15 28769153 28769153 Missense_Mutation SNP T C 3 19 c.701A>G c.(700-702)GAG>GGG p.E234G

Pat_49 Post-Resistance TGM7 116179 37 15 43577124 43577124 Missense_Mutation SNP G A 3 45 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_49 Post-Resistance IQCH 64799 37 15 67713773 67713773 Missense_Mutation SNP C T 8 14 c.2363C>T c.(2362-2364)ACC>ATC p.T788I

Pat_49 Post-Resistance GOLGA6A 342096 37 15 74372995 74372995 Missense_Mutation SNP C T 3 25 c.166G>A c.(166-168)GAG>AAG p.E56K

Pat_49 Post-Resistance IREB2 3658 37 15 78755351 78755352 Missense_Mutation DNP AC TT 14 54 c.194_195AC>TT c.(193-195)AAC>ATT p.N65I



Pat_49 Post-Resistance RASGRF1 5923 37 15 79265755 79265755 Missense_Mutation SNP G A 5 34 c.3550C>T c.(3550-3552)CCA>TCA p.P1184S

Pat_49 Post-Resistance LRRK1 79705 37 15 101586260 101586260 Missense_Mutation SNP C T 31 56 c.3038C>T c.(3037-3039)ACC>ATC p.T1013I

Pat_49 Post-Resistance WFIKKN1 117166 37 16 683041 683041 Missense_Mutation SNP G A 3 29 c.631G>A c.(631-633)GGC>AGC p.G211S

Pat_49 Post-Resistance ZNF205 7755 37 16 3169496 3169496 Missense_Mutation SNP C T 3 1 c.835C>T c.(835-837)CCG>TCG p.P279S

Pat_49 Post-Resistance RSL1D1 26156 37 16 11941535 11941535 Missense_Mutation SNP G A 5 38 c.374C>T c.(373-375)ACC>ATC p.T125I

Pat_49 Post-Resistance XYLT1 64131 37 16 17202673 17202673 Missense_Mutation SNP C T 4 24 c.2759G>A c.(2758-2760)TGT>TAT p.C920Y

Pat_49 Post-Resistance DNAH3 55567 37 16 20986583 20986583 Missense_Mutation SNP A C 7 52 c.8231T>G c.(8230-8232)GTT>GGT p.V2744G

Pat_49 Post-Resistance HEATR3 55027 37 16 50102761 50102761 Missense_Mutation SNP G C 10 49 c.382G>C c.(382-384)GTT>CTT p.V128L

Pat_49 Post-Resistance SALL1 6299 37 16 51176030 51176030 Missense_Mutation SNP G A 13 69 c.103C>T c.(103-105)CGC>TGC p.R35C

Pat_49 Post-Resistance OGFOD1 55239 37 16 56504456 56504456 Missense_Mutation SNP G C 14 13 c.1038G>C c.(1036-1038)AAG>AAC p.K346N

Pat_49 Post-Resistance BBS2 583 37 16 56531693 56531693 Missense_Mutation SNP G A 5 38 c.1759C>T c.(1759-1761)CCT>TCT p.P587S

Pat_49 Post-Resistance CDYL2 124359 37 16 80646560 80646560 Missense_Mutation SNP G A 15 25 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_49 Post-Resistance ANKRD11 29123 37 16 89352018 89352018 Missense_Mutation SNP G A 10 27 c.932C>T c.(931-933)TCC>TTC p.S311F

Pat_49 Post-Resistance C17orf97 400566 37 17 263584 263584 Missense_Mutation SNP C T 3 35 c.980C>T c.(979-981)ACT>ATT p.T327I

Pat_49 Post-Resistance P2RX1 5023 37 17 3819429 3819429 Missense_Mutation SNP C T 11 60 c.91G>A c.(91-93)GTT>ATT p.V31I

Pat_49 Post-Resistance TEKT3 64518 37 17 15234809 15234809 Missense_Mutation SNP T G 5 17 c.94A>C c.(94-96)AGC>CGC p.S32R

Pat_49 Post-Resistance LGALS9B 284194 37 17 20363690 20363690 Missense_Mutation SNP C T 6 61 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_49 Post-Resistance GHDC 84514 37 17 40342744 40342744 Missense_Mutation SNP C T 7 24 c.1186G>A c.(1186-1188)GAT>AAT p.D396N

Pat_49 Post-Resistance TBC1D3P2 440452 37 17 60349342 60349342 Missense_Mutation SNP C T 6 165 c.206G>A c.(205-207)CGG>CAG p.R69Q

Pat_49 Post-Resistance SOCS3 9021 37 17 76354699 76354699 Missense_Mutation SNP G A 10 15 c.478C>T c.(478-480)CCC>TCC p.P160S

Pat_49 Post-Resistance AFG3L2 10939 37 18 12351210 12351210 Splice_Site SNP C A 5 19 c.1427_splice c.e12-1 p.G476_splice

Pat_49 Post-Resistance INO80C 125476 37 18 33048651 33048651 Missense_Mutation SNP G A 25 37 c.503C>T c.(502-504)TCC>TTC p.S168F

Pat_49 Post-Resistance DCC 1630 37 18 50918073 50918073 Missense_Mutation SNP C A 11 30 c.2504C>A c.(2503-2505)ACC>AAC p.T835N

Pat_49 Post-Resistance TNFRSF11A 8792 37 18 60036217 60036217 Missense_Mutation SNP C T 3 24 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_49 Post-Resistance CSNK1G2 1455 37 19 1969835 1969835 Missense_Mutation SNP G A 7 3 c.64G>A c.(64-66)GGC>AGC p.G22S

Pat_49 Post-Resistance DPP9 91039 37 19 4702054 4702054 Missense_Mutation SNP G A 17 59 c.997C>T c.(997-999)CGG>TGG p.R333W

Pat_49 Post-Resistance OR7D4 125958 37 19 9325267 9325267 Missense_Mutation SNP C T 12 25 c.247G>A c.(247-249)GTG>ATG p.V83M

Pat_49 Post-Resistance ILVBL 10994 37 19 15233968 15233968 Missense_Mutation SNP G A 20 32 c.424C>T c.(424-426)CCA>TCA p.P142S

Pat_49 Post-Resistance ZNF99 7652 37 19 22939999 22939999 Missense_Mutation SNP C T 7 13 c.2332G>A c.(2332-2334)GAA>AAA p.E778K

Pat_49 Post-Resistance KCNK6 9424 37 19 38817514 38817514 Missense_Mutation SNP T G 15 49 c.604T>G c.(604-606)TTG>GTG p.L202V

Pat_49 Post-Resistance FCGBP 8857 37 19 40408560 40408560 Missense_Mutation SNP G A 4 15 c.4279C>T c.(4279-4281)CCC>TCC p.P1427S

Pat_49 Post-Resistance PSG8 440533 37 19 43262152 43262152 Splice_Site SNP A C 24 104 c.709_splice c.e3+1 p.P237_splice

Pat_49 Post-Resistance IRGC 56269 37 19 44222774 44222774 Missense_Mutation SNP G A 25 34 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_49 Post-Resistance PNKP 11284 37 19 50368527 50368527 Missense_Mutation SNP G A 15 27 c.355C>T c.(355-357)CCG>TCG p.P119S

Pat_49 Post-Resistance KIR3DL2 3812 37 19 55363717 55363717 Missense_Mutation SNP C T 16 40 c.335C>T c.(334-336)CCC>CTC p.P112L

Pat_49 Post-Resistance NLRP13 126204 37 19 56419257 56419257 Missense_Mutation SNP T C 26 43 c.2348A>G c.(2347-2349)AAG>AGG p.K783R

Pat_49 Post-Resistance C2orf42 54980 37 2 70392719 70392719 Missense_Mutation SNP G A 4 16 c.1193C>T c.(1192-1194)GCC>GTC p.A398V

Pat_49 Post-Resistance ERCC3 2071 37 2 128018874 128018874 Missense_Mutation SNP T A 6 19 c.1994A>T c.(1993-1995)CAG>CTG p.Q665L

Pat_49 Post-Resistance LRP1B 53353 37 2 141609275 141609275 Missense_Mutation SNP C T 6 34 c.4657G>A c.(4657-4659)GCC>ACC p.A1553T

Pat_49 Post-Resistance CYTIP 9595 37 2 158272395 158272395 Missense_Mutation SNP C T 8 31 c.874G>A c.(874-876)GAT>AAT p.D292N

Pat_49 Post-Resistance ACVR1 90 37 2 158636932 158636932 Missense_Mutation SNP G T 6 16 c.248C>A c.(247-249)ACC>AAC p.T83N

Pat_49 Post-Resistance TTN 7273 37 2 179459164 179459164 Missense_Mutation SNP C T 4 23 c.50353G>A c.(50353-50355)GAT>AAT p.D16785N

Pat_49 Post-Resistance AOX1 316 37 2 201507424 201507424 Missense_Mutation SNP C T 4 14 c.2747C>T c.(2746-2748)TCC>TTC p.S916F

Pat_49 Post-Resistance COL6A3 1293 37 2 238283655 238283655 Missense_Mutation SNP C T 5 24 c.3079G>A c.(3079-3081)GAA>AAA p.E1027K

Pat_49 Post-Resistance C20orf26 26074 37 20 20208996 20208996 Missense_Mutation SNP C T 29 65 c.2036C>T c.(2035-2037)TCC>TTC p.S679F

Pat_49 Post-Resistance MYH7B 57644 37 20 33570285 33570285 Missense_Mutation SNP C T 12 61 c.677C>T c.(676-678)ACG>ATG p.T226M

Pat_49 Post-Resistance GNAS 2778 37 20 57415537 57415537 Missense_Mutation SNP G A 34 144 c.376G>A c.(376-378)GAG>AAG p.E126K



Pat_49 Post-Resistance SLCO4A1 28231 37 20 61290067 61290067 Missense_Mutation SNP G A 15 20 c.835G>A c.(835-837)GGC>AGC p.G279S

Pat_49 Post-Resistance ZBTB46 140685 37 20 62421827 62421827 Missense_Mutation SNP A G 8 36 c.284T>C c.(283-285)CTG>CCG p.L95P

Pat_49 Post-Resistance ETS2 2114 37 21 40191544 40191544 Missense_Mutation SNP C T 8 13 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_49 Post-Resistance KRTAP10-11 386678 37 21 46066427 46066427 Missense_Mutation SNP C A 20 81 c.52C>A c.(52-54)CAG>AAG p.Q18K

Pat_49 Post-Resistance NEFH 4744 37 22 29885781 29885781 Missense_Mutation SNP T A 4 81 c.2152T>A c.(2152-2154)TCC>ACC p.S718T

Pat_49 Post-Resistance NEFH 4744 37 22 29885998 29885998 Missense_Mutation SNP A T 5 23 c.2369A>T c.(2368-2370)AAG>ATG p.K790M

Pat_49 Post-Resistance TMEM184B 25829 37 22 38622865 38622865 Missense_Mutation SNP A G 2 8 c.538T>C c.(538-540)TTC>CTC p.F180L

Pat_49 Post-Resistance PNPLA3 80339 37 22 44328953 44328953 Missense_Mutation SNP C T 24 50 c.682C>T c.(682-684)CCC>TCC p.P228S

Pat_49 Post-Resistance CPT1B 1375 37 22 51009598 51009598 Missense_Mutation SNP C A 17 41 c.1864G>T c.(1864-1866)GGG>TGG p.G622W

Pat_49 Post-Resistance XIRP1 165904 37 3 39228610 39228610 Missense_Mutation SNP C T 3 13 c.2327G>A c.(2326-2328)CGG>CAG p.R776Q

Pat_49 Post-Resistance COL7A1 1294 37 3 48604437 48604437 Missense_Mutation SNP C T 5 4 c.8129G>A c.(8128-8130)GGC>GAC p.G2710D

Pat_49 Post-Resistance FAM3D 131177 37 3 58631315 58631315 Missense_Mutation SNP G A 3 29 c.184C>T c.(184-186)CCA>TCA p.P62S

Pat_49 Post-Resistance FAM86D 692099 37 3 75475622 75475622 Nonsense_Mutation SNP G A 14 65 c.616C>T c.(616-618)CAG>TAG p.Q206*

Pat_49 Post-Resistance OR5AC2 81050 37 3 97806176 97806176 Missense_Mutation SNP G A 13 27 c.160G>A c.(160-162)GAC>AAC p.D54N

Pat_49 Post-Resistance OR5H6 79295 37 3 97983342 97983342 Missense_Mutation SNP C T 18 40 c.214C>T c.(214-216)CAT>TAT p.H72Y

Pat_49 Post-Resistance POLQ 10721 37 3 121206296 121206296 Missense_Mutation SNP T C 20 40 c.5482A>G c.(5482-5484)ATT>GTT p.I1828V

Pat_49 Post-Resistance MYLK 4638 37 3 123452908 123452908 Missense_Mutation SNP C T 3 12 c.935G>A c.(934-936)AGC>AAC p.S312N

Pat_49 Post-Resistance PODXL2 50512 37 3 127379452 127379452 Missense_Mutation SNP G A 9 30 c.581G>A c.(580-582)GGA>GAA p.G194E

Pat_49 Post-Resistance ZNF721 170960 37 4 436628 436628 Missense_Mutation SNP A T 5 53 c.1628T>A c.(1627-1629)ATC>AAC p.I543N

Pat_49 Post-Resistance ZNF721 170960 37 4 436647 436647 Missense_Mutation SNP C T 4 48 c.1609G>A c.(1609-1611)GCC>ACC p.A537T

Pat_49 Post-Resistance OTOP1 133060 37 4 4190678 4190678 Missense_Mutation SNP C T 8 39 c.1691G>A c.(1690-1692)GGC>GAC p.G564D

Pat_49 Post-Resistance GABRG1 2565 37 4 46099335 46099335 Missense_Mutation SNP C T 4 28 c.136G>A c.(136-138)GAT>AAT p.D46N

Pat_49 Post-Resistance ADH1A 124 37 4 100201357 100201357 Missense_Mutation SNP G A 16 49 c.908C>T c.(907-909)TCA>TTA p.S303L

Pat_49 Post-Resistance MAP9 79884 37 4 156268946 156268946 Missense_Mutation SNP T C 3 15 c.1933A>G c.(1933-1935)AAA>GAA p.K645E

Pat_49 Post-Resistance SLC12A7 10723 37 5 1083982 1083982 Missense_Mutation SNP G A 15 45 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_49 Post-Resistance CDH18 1016 37 5 19473613 19473613 Missense_Mutation SNP G A 3 11 c.2095C>T c.(2095-2097)CCC>TCC p.P699S

Pat_49 Post-Resistance CDH6 1004 37 5 31305531 31305531 Missense_Mutation SNP T C 7 42 c.1250T>C c.(1249-1251)GTC>GCC p.V417A

Pat_49 Post-Resistance C5orf42 65250 37 5 37108562 37108562 Missense_Mutation SNP G A 10 26 c.9250C>T c.(9250-9252)CCG>TCG p.P3084S

Pat_49 Post-Resistance PPAP2A 8611 37 5 54771240 54771240 Missense_Mutation SNP G A 4 11 c.97C>T c.(97-99)CCC>TCC p.P33S

Pat_49 Post-Resistance GPR98 84059 37 5 90124894 90124894 Missense_Mutation SNP C T 28 51 c.16502C>T c.(16501-16503)TCT>TTT p.S5501F

Pat_49 Post-Resistance ELL2 22936 37 5 95224676 95224676 Missense_Mutation SNP G A 2 2 c.1822C>T c.(1822-1824)CAT>TAT p.H608Y

Pat_49 Post-Resistance RIOK2 55781 37 5 96508946 96508946 Missense_Mutation SNP G A 7 24 c.520C>T c.(520-522)CCA>TCA p.P174S

Pat_49 Post-Resistance MCC 4163 37 5 112379327 112379327 Missense_Mutation SNP C T 11 33 c.2086G>A c.(2086-2088)GAG>AAG p.E696K

Pat_49 Post-Resistance CHSY3 337876 37 5 129520444 129520444 Missense_Mutation SNP T C 7 16 c.1609T>C c.(1609-1611)TAC>CAC p.Y537H

Pat_49 Post-Resistance RPP40 10799 37 6 4995482 4995482 Missense_Mutation SNP G A 20 10 c.922C>T c.(922-924)CCA>TCA p.P308S

Pat_49 Post-Resistance ETV7 51513 37 6 36339107 36339107 Missense_Mutation SNP C T 8 3 c.664G>A c.(664-666)GAC>AAC p.D222N

Pat_49 Post-Resistance UBR2 23304 37 6 42633184 42633184 Missense_Mutation SNP T C 178 441 c.3736T>C c.(3736-3738)TGG>CGG p.W1246R

Pat_49 Post-Resistance UBR2 23304 37 6 42633226 42633226 Missense_Mutation SNP C A 94 248 c.3778C>A c.(3778-3780)CTT>ATT p.L1260I

Pat_49 Post-Resistance MAP3K4 4216 37 6 161469799 161469799 Missense_Mutation SNP C G 4 14 c.495C>G c.(493-495)TTC>TTG p.F165L

Pat_49 Post-Resistance KIF25 3834 37 6 168430272 168430272 Missense_Mutation SNP T A 3 40 c.7T>A c.(7-9)TGG>AGG p.W3R

Pat_49 Post-Resistance SDK1 221935 37 7 4091391 4091391 Missense_Mutation SNP C T 15 57 c.2840C>T c.(2839-2841)TCC>TTC p.S947F

Pat_49 Post-Resistance MYO1G 64005 37 7 45005268 45005269 Missense_Mutation DNP GG AA 5 35 c.2348_2349CC>TTc.(2347-2349)CCC>CTT p.P783L

Pat_49 Post-Resistance ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 4 24 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_49 Post-Resistance AUTS2 26053 37 7 70229874 70229874 Missense_Mutation SNP C T 3 39 c.1351C>T c.(1351-1353)CCC>TCC p.P451S

Pat_49 Post-Resistance KIAA1324L 222223 37 7 86521053 86521053 Missense_Mutation SNP G A 15 25 c.3017C>T c.(3016-3018)TCT>TTT p.S1006F

Pat_49 Post-Resistance KCND2 3751 37 7 119915065 119915065 Missense_Mutation SNP G A 13 94 c.379G>A c.(379-381)GAA>AAA p.E127K

Pat_49 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 27 23 c.1799T>A c.(1798-1800)GTG>GAG p.V600E



Pat_49 Post-Resistance OR9A4 130075 37 7 141619283 141619283 Missense_Mutation SNP C T 18 15 c.608C>T c.(607-609)GCT>GTT p.A203V

Pat_49 Post-Resistance MGAM 8972 37 7 141750570 141750570 Missense_Mutation SNP T A 7 7 c.2711T>A c.(2710-2712)ATT>AAT p.I904N

Pat_49 Post-Resistance TRY6 154754 37 7 142481775 142481775 Splice_Site SNP G A 50 8 c.455_splice c.e4-1 p.A152_splice

Pat_49 Post-Resistance ZNF786 136051 37 7 148769113 148769114 Missense_Mutation DNP GG AA 7 6 c.750_751CC>TT748-753)CGCCGG>CGTTG p.R251W

Pat_49 Post-Resistance ZFPM2 23414 37 8 106813457 106813457 Missense_Mutation SNP G A 64 30 c.1147G>A c.(1147-1149)GAG>AAG p.E383K

Pat_49 Post-Resistance DENND3 22898 37 8 142200513 142200513 Missense_Mutation SNP T C 8 40 c.3136T>C c.(3136-3138)TGC>CGC p.C1046R

Pat_49 Post-Resistance PTPRD 5789 37 9 8341914 8341914 Missense_Mutation SNP C T 6 5 c.4726G>A c.(4726-4728)GAA>AAA p.E1576K

Pat_49 Post-Resistance TEK 7010 37 9 27212859 27212859 Missense_Mutation SNP C G 9 6 c.2841C>G c.(2839-2841)GAC>GAG p.D947E

Pat_49 Post-Resistance FAM22G 441457 37 9 99697727 99697727 Missense_Mutation SNP G C 77 41 c.831G>C c.(829-831)GAG>GAC p.E277D

Pat_49 Post-Resistance OFD1 8481 37 X 13771510 13771510 Missense_Mutation SNP A G 4 35 c.1079A>G c.(1078-1080)GAC>GGC p.D360G

Pat_49 Post-Resistance FAM48B1 100130302 37 X 24381778 24381778 Missense_Mutation SNP G A 14 38 c.901G>A c.(901-903)GCC>ACC p.A301T

Pat_49 Post-Resistance USP51 158880 37 X 55513698 55513698 Missense_Mutation SNP G A 4 14 c.1675C>T c.(1675-1677)CCA>TCA p.P559S

Pat_49 Post-Resistance FGF16 8823 37 X 76711891 76711891 Missense_Mutation SNP G A 8 36 c.229G>A c.(229-231)GAT>AAT p.D77N

Pat_49 Post-Resistance ARL13A 392509 37 X 100241834 100241834 Missense_Mutation SNP A G 6 6 c.430A>G c.(430-432)ATT>GTT p.I144V

Pat_49 Post-Resistance NXF5 55998 37 X 101096684 101096684 Missense_Mutation SNP C T 47 85 c.202G>A c.(202-204)GAT>AAT p.D68N

Pat_49 Post-Resistance GPRASP2 114928 37 X 101970977 101970977 Missense_Mutation SNP G A 14 15 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_49 Post-Resistance H2BFM 286436 37 X 103294880 103294880 Missense_Mutation SNP A G 3 14 c.337A>G c.(337-339)ACC>GCC p.T113A

Pat_49 Post-Resistance NRK 203447 37 X 105167141 105167141 Missense_Mutation SNP C T 24 49 c.2642C>T c.(2641-2643)TCA>TTA p.S881L

Pat_49 Post-Resistance LHFPL1 340596 37 X 111914593 111914593 Missense_Mutation SNP C T 46 129 c.26G>A c.(25-27)GGA>GAA p.G9E

Pat_49 Post-Resistance ODZ1 10178 37 X 123654454 123654454 Missense_Mutation SNP G A 34 47 c.3214C>T c.(3214-3216)CCC>TCC p.P1072S

Pat_49 Post-Resistance BRS3 680 37 X 135570618 135570618 Missense_Mutation SNP C A 12 81 c.345C>A c.(343-345)TTC>TTA p.F115L

Pat_49 Post-Resistance MAGEC3 139081 37 X 140984949 140984949 Missense_Mutation SNP C T 10 17 c.1405C>T c.(1405-1407)CTC>TTC p.L469F

Pat_49 Post-Resistance GABRA3 2556 37 X 151514055 151514055 Missense_Mutation SNP C T 15 43 c.260G>A c.(259-261)GGA>GAA p.G87E

Pat_50 Pre-Treatment DVL1 1855 37 1 1277436 1277436 Missense_Mutation SNP C T 3 6 c.463G>A c.(463-465)GAG>AAG p.E155K

Pat_50 Pre-Treatment KIAA1751 85452 37 1 1890560 1890560 Missense_Mutation SNP G A 33 53 c.1850C>T c.(1849-1851)TCG>TTG p.S617L

Pat_50 Pre-Treatment NPHP4 261734 37 1 6012873 6012873 Missense_Mutation SNP G A 3 7 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_50 Pre-Treatment PRAMEF1 65121 37 1 12853499 12853499 Missense_Mutation SNP G A 39 73 c.123G>A c.(121-123)ATG>ATA p.M41I

Pat_50 Pre-Treatment KIAA1522 57648 37 1 33235549 33235549 Missense_Mutation SNP C T 10 4 c.592C>T c.(592-594)CCC>TCC p.P198S

Pat_50 Pre-Treatment LRRIQ3 127255 37 1 74507479 74507479 Missense_Mutation SNP G A 24 50 c.1136C>T c.(1135-1137)CCT>CTT p.P379L

Pat_50 Pre-Treatment COL24A1 255631 37 1 86523621 86523621 Missense_Mutation SNP C T 29 36 c.1844G>A c.(1843-1845)GGT>GAT p.G615D

Pat_50 Pre-Treatment SYT6 148281 37 1 114680470 114680470 Missense_Mutation SNP C T 46 69 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_50 Pre-Treatment NGF 4803 37 1 115829314 115829314 Missense_Mutation SNP C A 27 42 c.103G>T c.(103-105)GCC>TCC p.A35S

Pat_50 Pre-Treatment WDR3 10885 37 1 118499713 118499713 Missense_Mutation SNP G T 38 74 c.2476G>T c.(2476-2478)GTG>TTG p.V826L

Pat_50 Pre-Treatment OTUD7B 56957 37 1 149939374 149939374 Missense_Mutation SNP G A 53 70 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_50 Pre-Treatment GABPB2 126626 37 1 151090674 151090674 Missense_Mutation SNP G A 32 51 c.1289G>A c.(1288-1290)GGG>GAG p.G430E

Pat_50 Pre-Treatment S100A7A 338324 37 1 153391748 153391748 Missense_Mutation SNP G A 72 41 c.269G>A c.(268-270)AGC>AAC p.S90N

Pat_50 Pre-Treatment SLC39A1 27173 37 1 153933163 153933163 Missense_Mutation SNP A C 33 144 c.386T>G c.(385-387)ATC>AGC p.I129S

Pat_50 Pre-Treatment YY1AP1 55249 37 1 155629899 155629900 Missense_Mutation DNP GG AA 11 80 c.1939_1940CC>TTc.(1939-1941)CCC>TTC p.P647F

Pat_50 Pre-Treatment FCRL1 115350 37 1 157772325 157772325 Missense_Mutation SNP C T 109 56 c.449G>A c.(448-450)GGG>GAG p.G150E

Pat_50 Pre-Treatment CD1A 909 37 1 158225110 158225110 Missense_Mutation SNP C T 118 40 c.295C>T c.(295-297)CGT>TGT p.R99C

Pat_50 Pre-Treatment OR10K1 391109 37 1 158436249 158436249 Missense_Mutation SNP G A 207 97 c.898G>A c.(898-900)GCC>ACC p.A300T

Pat_50 Pre-Treatment SPTA1 6708 37 1 158607893 158607893 Missense_Mutation SNP C T 33 112 c.5119G>A c.(5119-5121)GAA>AAA p.E1707K

Pat_50 Pre-Treatment F11R 50848 37 1 160970564 160970564 Missense_Mutation SNP G A 91 51 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_50 Pre-Treatment ATF6 22926 37 1 161789463 161789463 Missense_Mutation SNP G A 27 20 c.950G>A c.(949-951)CGA>CAA p.R317Q

Pat_50 Pre-Treatment EDEM3 80267 37 1 184688682 184688682 Missense_Mutation SNP C G 144 58 c.972G>C c.(970-972)AGG>AGC p.R324S

Pat_50 Pre-Treatment PTPRC 5788 37 1 198685892 198685892 Missense_Mutation SNP C T 21 46 c.1367C>T c.(1366-1368)TCA>TTA p.S456L

Pat_50 Pre-Treatment NFASC 23114 37 1 204948583 204948583 Missense_Mutation SNP G A 100 234 c.2072G>A c.(2071-2073)CGG>CAG p.R691Q



Pat_50 Pre-Treatment USH2A 7399 37 1 216371732 216371732 Missense_Mutation SNP C T 68 47 c.4006G>A c.(4006-4008)GAG>AAG p.E1336K

Pat_50 Pre-Treatment FH 2271 37 1 241669350 241669350 Missense_Mutation SNP C T 42 24 c.857G>A c.(856-858)AGA>AAA p.R286K

Pat_50 Pre-Treatment OR2M3 127062 37 1 248367019 248367019 Missense_Mutation SNP C T 141 690 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_50 Pre-Treatment MYO3A 53904 37 10 26490216 26490216 Missense_Mutation SNP G A 6 3 c.4568G>A c.(4567-4569)CGA>CAA p.R1523Q

Pat_50 Pre-Treatment ARMC4 55130 37 10 28272855 28272855 Missense_Mutation SNP C T 31 15 c.736G>A c.(736-738)GAA>AAA p.E246K

Pat_50 Pre-Treatment PCDH15 65217 37 10 55566459 55566459 Missense_Mutation SNP C T 95 57 c.4929G>A c.(4927-4929)ATG>ATA p.M1643I

Pat_50 Pre-Treatment EGR2 1959 37 10 64573485 64573485 Missense_Mutation SNP C T 5 3 c.913G>A c.(913-915)GCC>ACC p.A305T

Pat_50 Pre-Treatment POLR3A 11128 37 10 79741292 79741292 Missense_Mutation SNP G A 267 129 c.3785C>T c.(3784-3786)GCC>GTC p.A1262V

Pat_50 Pre-Treatment COL17A1 1308 37 10 105792721 105792721 Missense_Mutation SNP C T 4 3 c.4300G>A c.(4300-4302)GGA>AGA p.G1434R

Pat_50 Pre-Treatment SORCS3 22986 37 10 107005328 107005328 Missense_Mutation SNP C T 71 42 c.2897C>T c.(2896-2898)TCC>TTC p.S966F

Pat_50 Pre-Treatment DCLRE1A 9937 37 10 115596901 115596901 Missense_Mutation SNP G A 85 38 c.2882C>T c.(2881-2883)CCT>CTT p.P961L

Pat_50 Pre-Treatment INPP5F 22876 37 10 121571446 121571446 Missense_Mutation SNP C T 24 14 c.1865C>T c.(1864-1866)GCC>GTC p.A622V

Pat_50 Pre-Treatment MUC6 4588 37 11 1020098 1020098 Missense_Mutation SNP G A 4 3 c.3800C>T c.(3799-3801)TCC>TTC p.S1267F

Pat_50 Pre-Treatment KCNQ1 3784 37 11 2604711 2604711 Nonsense_Mutation SNP G A 64 116 c.968G>A c.(967-969)TGG>TAG p.W323*

Pat_50 Pre-Treatment OR51G2 81282 37 11 4936698 4936698 Missense_Mutation SNP G A 13 19 c.196C>T c.(196-198)CTC>TTC p.L66F

Pat_50 Pre-Treatment OR56A5 390084 37 11 5988824 5988824 Missense_Mutation SNP C T 11 38 c.901G>A c.(901-903)GAG>AAG p.E301K

Pat_50 Pre-Treatment ABCC8 6833 37 11 17449861 17449861 Missense_Mutation SNP C T 48 70 c.2015G>A c.(2014-2016)GGC>GAC p.G672D

Pat_50 Pre-Treatment USH1C 10083 37 11 17547952 17547952 Missense_Mutation SNP C T 10 18 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_50 Pre-Treatment SLC17A6 57084 37 11 22364792 22364792 Splice_Site SNP G A 48 82 c.340_splice c.e3-1 p.K114_splice

Pat_50 Pre-Treatment OR4X2 119764 37 11 48266909 48266909 Missense_Mutation SNP C T 52 69 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_50 Pre-Treatment FOLH1 2346 37 11 49204734 49204734 Missense_Mutation SNP G A 22 44 c.887C>T c.(886-888)CCA>CTA p.P296L

Pat_50 Pre-Treatment OR10Q1 219960 37 11 57995785 57995785 Missense_Mutation SNP G A 30 43 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_50 Pre-Treatment CD5 921 37 11 60886756 60886757 Missense_Mutation DNP GG AA 44 68 c.514_515GG>AA c.(514-516)GGC>AAC p.G172N

Pat_50 Pre-Treatment SLC22A6 9356 37 11 62747211 62747211 Missense_Mutation SNP G A 14 22 c.1247C>T c.(1246-1248)CCC>CTC p.P416L

Pat_50 Pre-Treatment SLC22A10 387775 37 11 63064783 63064783 Missense_Mutation SNP G A 36 94 c.515G>A c.(514-516)CGA>CAA p.R172Q

Pat_50 Pre-Treatment CCDC87 55231 37 11 66358610 66358610 Missense_Mutation SNP G A 25 47 c.1877C>T c.(1876-1878)GCC>GTC p.A626V

Pat_50 Pre-Treatment FCHSD2 9873 37 11 72695210 72695210 Missense_Mutation SNP C T 22 44 c.628G>A c.(628-630)GAT>AAT p.D210N

Pat_50 Pre-Treatment DLG2 1740 37 11 84245620 84245620 Missense_Mutation SNP G A 47 98 c.197C>T c.(196-198)CCT>CTT p.P66L

Pat_50 Pre-Treatment GRM5 2915 37 11 88301106 88301106 Missense_Mutation SNP G A 24 37 c.1745C>T c.(1744-1746)GCA>GTA p.A582V

Pat_50 Pre-Treatment TECTA 7007 37 11 121030881 121030881 Missense_Mutation SNP G A 48 30 c.4727G>A c.(4726-4728)GGT>GAT p.G1576D

Pat_50 Pre-Treatment CACNA1C 775 37 12 2714279 2714279 Missense_Mutation SNP G A 32 54 c.3053G>A c.(3052-3054)CGA>CAA p.R1018Q

Pat_50 Pre-Treatment C1R 715 37 12 7188356 7188356 Missense_Mutation SNP C T 63 118 c.1598G>A c.(1597-1599)GGA>GAA p.G533E

Pat_50 Pre-Treatment CD163 9332 37 12 7637812 7637812 Missense_Mutation SNP G A 26 42 c.2659C>T c.(2659-2661)CCC>TCC p.P887S

Pat_50 Pre-Treatment PZP 5858 37 12 9356381 9356381 Missense_Mutation SNP G A 31 57 c.250C>T c.(250-252)CAC>TAC p.H84Y

Pat_50 Pre-Treatment PRB2 653247 37 12 11546389 11546389 Missense_Mutation SNP C T 37 77 c.623G>A c.(622-624)GGA>GAA p.G208E

Pat_50 Pre-Treatment MANSC1 54682 37 12 12483724 12483724 Missense_Mutation SNP G A 16 31 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_50 Pre-Treatment GUCY2C 2984 37 12 14769616 14769616 Missense_Mutation SNP C T 62 103 c.2921G>A c.(2920-2922)AGA>AAA p.R974K

Pat_50 Pre-Treatment GYS2 2998 37 12 21690022 21690022 Missense_Mutation SNP C T 27 47 c.1978G>A c.(1978-1980)GAA>AAA p.E660K

Pat_50 Pre-Treatment ARNTL2 56938 37 12 27543031 27543031 Missense_Mutation SNP G A 89 125 c.778G>A c.(778-780)GGT>AGT p.G260S

Pat_50 Pre-Treatment ALG10 84920 37 12 34179706 34179706 Missense_Mutation SNP G T 60 164 c.1278G>T c.(1276-1278)AGG>AGT p.R426S

Pat_50 Pre-Treatment MLL2 8085 37 12 49424716 49424716 Missense_Mutation SNP C T 9 15 c.13631G>A c.(13630-13632)GGG>GAG p.G4544E

Pat_50 Pre-Treatment ITGB7 3695 37 12 53589178 53589178 Missense_Mutation SNP G A 39 82 c.1141C>T c.(1141-1143)CTC>TTC p.L381F

Pat_50 Pre-Treatment HOXC11 3227 37 12 54367101 54367101 Missense_Mutation SNP G T 22 38 c.76G>T c.(76-78)GGG>TGG p.G26W

Pat_50 Pre-Treatment RASSF9 9182 37 12 86198653 86198653 Missense_Mutation SNP C T 64 119 c.1135G>A c.(1135-1137)GAA>AAA p.E379K

Pat_50 Pre-Treatment DCN 1634 37 12 91539975 91539975 Missense_Mutation SNP G A 33 54 c.940C>T c.(940-942)CCA>TCA p.P314S

Pat_50 Pre-Treatment UHRF1BP1L 23074 37 12 100453301 100453301 Missense_Mutation SNP G A 20 30 c.1754C>T c.(1753-1755)CCT>CTT p.P585L

Pat_50 Pre-Treatment C12orf48 55010 37 12 102559652 102559652 Missense_Mutation SNP C T 25 44 c.812C>T c.(811-813)CCA>CTA p.P271L



Pat_50 Pre-Treatment STAB2 55576 37 12 103984763 103984763 Missense_Mutation SNP G A 60 72 c.170G>A c.(169-171)GGT>GAT p.G57D

Pat_50 Pre-Treatment NT5DC3 51559 37 12 104171671 104171671 Missense_Mutation SNP G A 24 42 c.1583C>T c.(1582-1584)CCC>CTC p.P528L

Pat_50 Pre-Treatment SETD8 387893 37 12 123875282 123875282 Missense_Mutation SNP G A 5 82 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_50 Pre-Treatment POLE 5426 37 12 133201341 133201341 Missense_Mutation SNP G A 28 58 c.6803C>T c.(6802-6804)TCG>TTG p.S2268L

Pat_50 Pre-Treatment SGCG 6445 37 13 23869586 23869586 Missense_Mutation SNP G A 46 79 c.538G>A c.(538-540)GAG>AAG p.E180K

Pat_50 Pre-Treatment RNF17 56163 37 13 25338391 25338391 Missense_Mutation SNP G A 10 17 c.50G>A c.(49-51)CGA>CAA p.R17Q

Pat_50 Pre-Treatment RPL21 6144 37 13 27830643 27830643 Missense_Mutation SNP C T 11 13 c.464C>T c.(463-465)CCC>CTC p.P155L

Pat_50 Pre-Treatment P704P 641455 37 14 20020119 20020119 Missense_Mutation SNP C G 5 132 c.102G>C c.(100-102)TGG>TGC p.W34C

Pat_50 Pre-Treatment OR10G3 26533 37 14 22038227 22038227 Missense_Mutation SNP G A 39 32 c.649C>T c.(649-651)CTC>TTC p.L217F

Pat_50 Pre-Treatment GALNTL1 57452 37 14 69813821 69813821 Missense_Mutation SNP G A 32 10 c.1336G>A c.(1336-1338)GGC>AGC p.G446S

Pat_50 Pre-Treatment DIO2 1734 37 14 80669327 80669327 Missense_Mutation SNP G A 28 16 c.527C>T c.(526-528)TCC>TTC p.S176F

Pat_50 Pre-Treatment GALC 2581 37 14 88434719 88434719 Missense_Mutation SNP G A 54 27 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_50 Pre-Treatment SERPINA10 51156 37 14 94756345 94756345 Missense_Mutation SNP G A 25 15 c.586C>T c.(586-588)CGC>TGC p.R196C

Pat_50 Pre-Treatment BDKRB2 624 37 14 96707003 96707003 Nonsense_Mutation SNP G A 110 43 c.338G>A c.(337-339)TGG>TAG p.W113*

Pat_50 Pre-Treatment TP53BP1 7158 37 15 43712661 43712661 Missense_Mutation SNP G A 144 64 c.4508C>T c.(4507-4509)TCT>TTT p.S1503F

Pat_50 Pre-Treatment DUOX2 50506 37 15 45393022 45393022 Missense_Mutation SNP C T 7 17 c.2936G>A c.(2935-2937)GGA>GAA p.G979E

Pat_50 Pre-Treatment MYO5C 55930 37 15 52510745 52510745 Missense_Mutation SNP C T 23 30 c.3925G>A c.(3925-3927)GAA>AAA p.E1309K

Pat_50 Pre-Treatment UNC13C 440279 37 15 54306933 54306934 Missense_Mutation DNP GG AA 8 95 .1833_1834GG>AA831-1836)CAGGGT>CAAA p.G612S

Pat_50 Pre-Treatment SPESP1 246777 37 15 69223036 69223036 Missense_Mutation SNP C T 58 78 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_50 Pre-Treatment FAM154B 283726 37 15 82574540 82574540 Missense_Mutation SNP G A 46 85 c.334G>A c.(334-336)GGA>AGA p.G112R

Pat_50 Pre-Treatment SSTR5 6755 37 16 1129185 1129185 Missense_Mutation SNP C T 20 34 c.317C>T c.(316-318)CCC>CTC p.P106L

Pat_50 Pre-Treatment UNKL 64718 37 16 1417751 1417751 Missense_Mutation SNP G A 16 7 c.815C>T c.(814-816)CCA>CTA p.P272L

Pat_50 Pre-Treatment IGFALS 3483 37 16 1840633 1840633 Missense_Mutation SNP C G 2 10 c.1786G>C c.(1786-1788)GAC>CAC p.D596H

Pat_50 Pre-Treatment ADCY9 115 37 16 4042200 4042200 Missense_Mutation SNP C A 79 34 c.2154G>T c.(2152-2154)AAG>AAT p.K718N

Pat_50 Pre-Treatment USP7 7874 37 16 8989007 8989007 Missense_Mutation SNP C T 232 169 c.2920G>A c.(2920-2922)GAA>AAA p.E974K

Pat_50 Pre-Treatment GRIN2A 2903 37 16 9858007 9858007 Missense_Mutation SNP G A 73 64 c.3394C>T c.(3394-3396)CCA>TCA p.P1132S

Pat_50 Pre-Treatment ATF7IP2 80063 37 16 10524907 10524907 Missense_Mutation SNP G A 86 60 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_50 Pre-Treatment ACSM1 116285 37 16 20702348 20702348 Missense_Mutation SNP C T 33 79 c.163G>A c.(163-165)GTA>ATA p.V55I

Pat_50 Pre-Treatment ZNF646 9726 37 16 31090592 31090592 Missense_Mutation SNP G A 92 90 c.2947G>A c.(2947-2949)GGG>AGG p.G983R

Pat_50 Pre-Treatment GNAO1 2775 37 16 56309868 56309868 Missense_Mutation SNP G A 3 24 c.187G>A c.(187-189)GGA>AGA p.G63R

Pat_50 Pre-Treatment NLRC5 84166 37 16 57092967 57092967 Missense_Mutation SNP C T 87 58 c.3914C>T c.(3913-3915)TCA>TTA p.S1305L

Pat_50 Pre-Treatment SPG7 6687 37 16 89611170 89611170 Missense_Mutation SNP C T 42 29 c.1439C>T c.(1438-1440)CCC>CTC p.P480L

Pat_50 Pre-Treatment DPH1 1801 37 17 1936837 1936837 Missense_Mutation SNP C T 4 55 c.115C>T c.(115-117)CCT>TCT p.P39S

Pat_50 Pre-Treatment SLC2A4 6517 37 17 7186907 7186907 Missense_Mutation SNP C T 39 23 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_50 Pre-Treatment STX8 9482 37 17 9471692 9471692 Missense_Mutation SNP G A 7 8 c.113C>T c.(112-114)CCA>CTA p.P38L

Pat_50 Pre-Treatment TBC1D3 729873 37 17 36288203 36288203 Nonsense_Mutation SNP C T 66 543 c.289C>T c.(289-291)CGA>TGA p.R97*

Pat_50 Pre-Treatment KRT24 192666 37 17 38859487 38859487 Missense_Mutation SNP A T 95 139 c.459T>A c.(457-459)AAT>AAA p.N153K

Pat_50 Pre-Treatment KRT25 147183 37 17 38911541 38911541 Translation_Start_Site SNP G A 21 15 c.-17C>T c.(-19--15)AACGC>AATGC

Pat_50 Pre-Treatment PHB 5245 37 17 47489114 47489114 Missense_Mutation SNP G A 25 39 c.176C>T c.(175-177)CCG>CTG p.P59L

Pat_50 Pre-Treatment LRRC59 55379 37 17 48470215 48470215 Missense_Mutation SNP C A 43 81 c.209G>T c.(208-210)AGT>ATT p.S70I

Pat_50 Pre-Treatment ANKFN1 162282 37 17 54403587 54403587 Missense_Mutation SNP G A 41 80 c.68G>A c.(67-69)GGA>GAA p.G23E

Pat_50 Pre-Treatment MPO 4353 37 17 56355368 56355368 Missense_Mutation SNP C T 39 102 c.1024G>A c.(1024-1026)GTG>ATG p.V342M

Pat_50 Pre-Treatment SMARCD2 6603 37 17 61914292 61914292 Missense_Mutation SNP T C 56 64 c.557A>G c.(556-558)AAG>AGG p.K186R

Pat_50 Pre-Treatment MGAT5B 146664 37 17 74902134 74902134 Missense_Mutation SNP C T 48 87 c.923C>T c.(922-924)TCC>TTC p.S308F

Pat_50 Pre-Treatment NOL4 8715 37 18 31673540 31673540 Missense_Mutation SNP C T 19 20 c.661G>A c.(661-663)GAT>AAT p.D221N

Pat_50 Pre-Treatment FHOD3 80206 37 18 34298461 34298461 Nonsense_Mutation SNP T A 31 45 c.2624T>A c.(2623-2625)TTA>TAA p.L875*

Pat_50 Pre-Treatment SLC14A2 8170 37 18 43205738 43205738 Missense_Mutation SNP C T 13 28 c.241C>T c.(241-243)CGG>TGG p.R81W



Pat_50 Pre-Treatment MYO5B 4645 37 18 47563269 47563269 Missense_Mutation SNP C T 16 29 c.406G>A c.(406-408)GAC>AAC p.D136N

Pat_50 Pre-Treatment DCC 1630 37 18 50451618 50451618 Missense_Mutation SNP C A 46 76 c.863C>A c.(862-864)TCT>TAT p.S288Y

Pat_50 Pre-Treatment EMR1 2015 37 19 6901985 6901985 Missense_Mutation SNP C T 90 123 c.614C>T c.(613-615)TCC>TTC p.S205F

Pat_50 Pre-Treatment ZNF699 374879 37 19 9407410 9407410 Nonsense_Mutation SNP G A 48 93 c.670C>T c.(670-672)CAG>TAG p.Q224*

Pat_50 Pre-Treatment ABHD8 79575 37 19 17411692 17411692 Missense_Mutation SNP C T 114 189 c.734G>A c.(733-735)CGA>CAA p.R245Q

Pat_50 Pre-Treatment AXL 558 37 19 41758775 41758775 Missense_Mutation SNP G A 13 35 c.1829G>A c.(1828-1830)CGA>CAA p.R610Q

Pat_50 Pre-Treatment PSG1 5669 37 19 43383685 43383685 Missense_Mutation SNP C T 58 93 c.49G>A c.(49-51)GGG>AGG p.G17R

Pat_50 Pre-Treatment CEACAM20 125931 37 19 45016125 45016125 Missense_Mutation SNP G A 8 20 c.1525C>T c.(1525-1527)CCT>TCT p.P509S

Pat_50 Pre-Treatment CCDC8 83987 37 19 46915238 46915238 Missense_Mutation SNP C T 54 47 c.830G>A c.(829-831)CGC>CAC p.R277H

Pat_50 Pre-Treatment KCNC3 3748 37 19 50826610 50826610 Missense_Mutation SNP G A 33 72 c.1600C>T c.(1600-1602)CCT>TCT p.P534S

Pat_50 Pre-Treatment ZNF610 162963 37 19 52852406 52852406 Splice_Site SNP G A 22 45 c.-18_splice c.e3-1

Pat_50 Pre-Treatment ZNF331 55422 37 19 54080277 54080277 Missense_Mutation SNP G A 43 94 c.463G>A c.(463-465)GGT>AGT p.G155S

Pat_50 Pre-Treatment NLRP7 199713 37 19 55444994 55444994 Missense_Mutation SNP C T 20 34 c.2585G>A c.(2584-2586)GGG>GAG p.G862E

Pat_50 Pre-Treatment ALK 238 37 2 29455223 29455223 Missense_Mutation SNP C T 35 58 c.2579G>A c.(2578-2580)AGA>AAA p.R860K

Pat_50 Pre-Treatment FUNDC2P2 388965 37 2 84518171 84518171 Missense_Mutation SNP G A 49 99 c.229G>A c.(229-231)GGA>AGA p.G77R

Pat_50 Pre-Treatment IL1RL1 9173 37 2 102968248 102968248 Missense_Mutation SNP G A 11 10 c.1538G>A c.(1537-1539)AGG>AAG p.R513K

Pat_50 Pre-Treatment IL18RAP 8807 37 2 103061800 103061800 Missense_Mutation SNP G A 19 44 c.1072G>A c.(1072-1074)GTG>ATG p.V358M

Pat_50 Pre-Treatment MARCO 8685 37 2 119750806 119750806 Missense_Mutation SNP T A 95 156 c.1359T>A c.(1357-1359)AAT>AAA p.N453K

Pat_50 Pre-Treatment RAB6C 84084 37 2 130738023 130738023 Missense_Mutation SNP G A 99 193 c.335G>A c.(334-336)AGA>AAA p.R112K

Pat_50 Pre-Treatment YSK4 80122 37 2 135738574 135738574 Missense_Mutation SNP C T 19 52 c.3737G>A c.(3736-3738)CGG>CAG p.R1246Q

Pat_50 Pre-Treatment THSD7B 80731 37 2 138208505 138208505 Missense_Mutation SNP G A 22 30 c.2957G>A c.(2956-2958)GGA>GAA p.G986E

Pat_50 Pre-Treatment NEB 4703 37 2 152522870 152522870 Missense_Mutation SNP C T 33 49 c.4765G>A c.(4765-4767)GGA>AGA p.G1589R

Pat_50 Pre-Treatment SCN3A 6328 37 2 166011012 166011012 Missense_Mutation SNP C T 27 71 c.1330G>A c.(1330-1332)GAA>AAA p.E444K

Pat_50 Pre-Treatment SCN1A 6323 37 2 166900483 166900483 Missense_Mutation SNP C T 48 70 c.1739G>A c.(1738-1740)CGA>CAA p.R580Q

Pat_50 Pre-Treatment TTN 7273 37 2 179454177 179454177 Missense_Mutation SNP C T 16 42 c.54571G>A c.(54571-54573)GAA>AAA p.E18191K

Pat_50 Pre-Treatment TTN 7273 37 2 179472521 179472521 Missense_Mutation SNP C T 33 61 c.45289G>A c.(45289-45291)GAA>AAA p.E15097K

Pat_50 Pre-Treatment TTN 7273 37 2 179542377 179542377 Missense_Mutation SNP A C 9 11 c.30530T>G c.(30529-30531)GTT>GGT p.V10177G

Pat_50 Pre-Treatment TTN 7273 37 2 179603955 179603955 Missense_Mutation SNP C T 12 11 c.13492G>A c.(13492-13494)GAA>AAA p.E4498K

Pat_50 Pre-Treatment TTN 7273 37 2 179648811 179648811 Missense_Mutation SNP C T 72 101 c.2761G>A c.(2761-2763)GGA>AGA p.G921R

Pat_50 Pre-Treatment CCDC141 285025 37 2 179732779 179732779 Missense_Mutation SNP C T 30 53 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_50 Pre-Treatment CALCRL 10203 37 2 188216840 188216840 Splice_Site SNP C T 38 76 c.1128_splice c.e13+1 p.Q376_splice

Pat_50 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 8 217 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_50 Pre-Treatment IKZF2 22807 37 2 213872485 213872485 Missense_Mutation SNP G T 25 44 c.1180C>A c.(1180-1182)CAG>AAG p.Q394K

Pat_50 Pre-Treatment SPAG16 79582 37 2 214794733 214794733 Missense_Mutation SNP G A 34 94 c.1264G>A c.(1264-1266)GAT>AAT p.D422N

Pat_50 Pre-Treatment SLC19A3 80704 37 2 228563559 228563559 Missense_Mutation SNP C A 11 37 c.872G>T c.(871-873)GGT>GTT p.G291V

Pat_50 Pre-Treatment INPP5D 3635 37 2 233990542 233990542 Missense_Mutation SNP C T 12 25 c.437C>T c.(436-438)TCA>TTA p.S146L

Pat_50 Pre-Treatment SIRPG 55423 37 20 1629761 1629761 Nonsense_Mutation SNP G A 38 78 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_50 Pre-Treatment CSTL1 128817 37 20 23421110 23421110 Missense_Mutation SNP G A 89 111 c.206G>A c.(205-207)CGA>CAA p.R69Q

Pat_50 Pre-Treatment FRG1B 284802 37 20 29614323 29614323 Translation_Start_Site SNP C T 4 51 c.-10C>T c.(-12--8)TACGT>TATGT

Pat_50 Pre-Treatment CDK5RAP1 51654 37 20 31984608 31984608 Missense_Mutation SNP G A 70 133 c.263C>T c.(262-264)CCC>CTC p.P88L

Pat_50 Pre-Treatment PHF20 51230 37 20 34459629 34459629 Missense_Mutation SNP C T 96 172 c.1160C>T c.(1159-1161)TCC>TTC p.S387F

Pat_50 Pre-Treatment USP25 29761 37 21 17172094 17172094 Missense_Mutation SNP G A 16 24 c.574G>A c.(574-576)GAA>AAA p.E192K

Pat_50 Pre-Treatment DSCAM 1826 37 21 41452132 41452133 Missense_Mutation DNP CC TT 25 91 .4366_4367GG>AAc.(4366-4368)GGA>AAA p.G1456K

Pat_50 Pre-Treatment CRYAA 1409 37 21 44589354 44589354 Missense_Mutation SNP C T 95 163 c.145C>T c.(145-147)CGC>TGC p.R49C

Pat_50 Pre-Treatment KRTAP10-7 386675 37 21 46020555 46020555 Missense_Mutation SNP G A 19 48 c.34G>A c.(34-36)GAC>AAC p.D12N

Pat_50 Pre-Treatment DIP2A 23181 37 21 47975994 47975994 Missense_Mutation SNP C T 62 111 c.3488C>T c.(3487-3489)GCG>GTG p.A1163V

Pat_50 Pre-Treatment SGSM1 129049 37 22 25294443 25294443 Missense_Mutation SNP C T 39 75 c.2692C>T c.(2692-2694)CTC>TTC p.L898F



Pat_50 Pre-Treatment SAMM50 25813 37 22 44377322 44377323 Missense_Mutation DNP CC TT 46 89 c.988_989CC>TT c.(988-990)CCG>TTG p.P330L

Pat_50 Pre-Treatment TTC38 55020 37 22 46674503 46674503 Missense_Mutation SNP C T 33 89 c.560C>T c.(559-561)TCT>TTT p.S187F

Pat_50 Pre-Treatment HDAC10 83933 37 22 50687265 50687265 Missense_Mutation SNP G A 10 27 c.811C>T c.(811-813)CCT>TCT p.P271S

Pat_50 Pre-Treatment CHL1 10752 37 3 391049 391049 Missense_Mutation SNP C T 7 6 c.808C>T c.(808-810)CCA>TCA p.P270S

Pat_50 Pre-Treatment TMEM43 79188 37 3 14172412 14172412 Missense_Mutation SNP G A 26 72 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_50 Pre-Treatment TRIM71 131405 37 3 32932354 32932354 Missense_Mutation SNP G A 35 52 c.1658G>A c.(1657-1659)CGA>CAA p.R553Q

Pat_50 Pre-Treatment SCN10A 6336 37 3 38753837 38753837 Missense_Mutation SNP G A 69 121 c.3904C>T c.(3904-3906)CTC>TTC p.L1302F

Pat_50 Pre-Treatment SCN11A 11280 37 3 38950574 38950574 Missense_Mutation SNP C T 57 132 c.1213G>A c.(1213-1215)GAG>AAG p.E405K

Pat_50 Pre-Treatment ZDHHC3 51304 37 3 44968333 44968333 Missense_Mutation SNP C T 38 48 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_50 Pre-Treatment CELSR3 1951 37 3 48677875 48677875 Missense_Mutation SNP C T 25 73 c.9143G>A c.(9142-9144)GGT>GAT p.G3048D

Pat_50 Pre-Treatment STAB1 23166 37 3 52547899 52547899 Missense_Mutation SNP G A 167 218 c.3349G>A c.(3349-3351)GTC>ATC p.V1117I

Pat_50 Pre-Treatment CACNA2D3 55799 37 3 55021771 55021771 Missense_Mutation SNP C T 8 16 c.2681C>T c.(2680-2682)TCC>TTC p.S894F

Pat_50 Pre-Treatment DNASE1L3 1776 37 3 58178442 58178442 Missense_Mutation SNP C T 20 22 c.890G>A c.(889-891)AGG>AAG p.R297K

Pat_50 Pre-Treatment PLSCR4 57088 37 3 145913062 145913062 Missense_Mutation SNP G A 86 58 c.794C>T c.(793-795)TCC>TTC p.S265F

Pat_50 Pre-Treatment BCHE 590 37 3 165547930 165547930 Nonsense_Mutation SNP G A 31 55 c.892C>T c.(892-894)CAA>TAA p.Q298*

Pat_50 Pre-Treatment ZBBX 79740 37 3 167039963 167039963 Missense_Mutation SNP C T 23 43 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_50 Pre-Treatment ZBBX 79740 37 3 167051692 167051692 Missense_Mutation SNP C T 20 39 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_50 Pre-Treatment MUC4 4585 37 3 195505836 195505836 Missense_Mutation SNP G C 4 8 c.12231C>G c.(12229-12231)CAC>CAG p.H4077Q

Pat_50 Pre-Treatment ZNF718 255403 37 4 59997 59997 Missense_Mutation SNP A C 21 330 c.177A>C c.(175-177)AGA>AGC p.R59S

Pat_50 Pre-Treatment WHSC1 7468 37 4 1906028 1906028 Missense_Mutation SNP C T 58 74 c.683C>T c.(682-684)TCC>TTC p.S228F

Pat_50 Pre-Treatment DOK7 285489 37 4 3494893 3494893 Missense_Mutation SNP G A 9 13 c.1180G>A c.(1180-1182)GAG>AAG p.E394K

Pat_50 Pre-Treatment BEND4 389206 37 4 42119597 42119597 Missense_Mutation SNP C T 5 9 c.1543G>A c.(1543-1545)GAT>AAT p.D515N

Pat_50 Pre-Treatment CWH43 80157 37 4 48996789 48996789 Nonsense_Mutation SNP G A 44 61 c.665G>A c.(664-666)TGG>TAG p.W222*

Pat_50 Pre-Treatment KDR 3791 37 4 55962492 55962492 Missense_Mutation SNP C G 29 57 c.2632G>C c.(2632-2634)GAG>CAG p.E878Q

Pat_50 Pre-Treatment UGT2A3 79799 37 4 69798408 69798408 Nonsense_Mutation SNP G A 99 148 c.934C>T c.(934-936)CAA>TAA p.Q312*

Pat_50 Pre-Treatment ADH1B 125 37 4 100235028 100235028 Missense_Mutation SNP C T 85 166 c.778G>A c.(778-780)GAT>AAT p.D260N

Pat_50 Pre-Treatment ADH7 131 37 4 100341788 100341788 Missense_Mutation SNP G A 40 54 c.763C>T c.(763-765)CCC>TCC p.P255S

Pat_50 Pre-Treatment MTTP 4547 37 4 100504612 100504612 Missense_Mutation SNP A T 41 47 c.331A>T c.(331-333)ATG>TTG p.M111L

Pat_50 Pre-Treatment BANK1 55024 37 4 102776251 102776251 Missense_Mutation SNP G A 12 18 c.529G>A c.(529-531)GAA>AAA p.E177K

Pat_50 Pre-Treatment FAT4 79633 37 4 126370438 126370438 Missense_Mutation SNP C T 34 72 c.8267C>T c.(8266-8268)TCA>TTA p.S2756L

Pat_50 Pre-Treatment FAT4 79633 37 4 126371365 126371365 Missense_Mutation SNP G A 20 38 c.9194G>A c.(9193-9195)GGA>GAA p.G3065E

Pat_50 Pre-Treatment FAT4 79633 37 4 126372196 126372196 Missense_Mutation SNP G A 24 47 c.10025G>A c.(10024-10026)CGA>CAA p.R3342Q

Pat_50 Pre-Treatment FAT4 79633 37 4 126373455 126373455 Missense_Mutation SNP C T 30 50 c.11284C>T c.(11284-11286)CTT>TTT p.L3762F

Pat_50 Pre-Treatment PET112L 5188 37 4 152637172 152637172 Missense_Mutation SNP G A 20 32 c.752C>T c.(751-753)GCG>GTG p.A251V

Pat_50 Pre-Treatment ANP32C 23520 37 4 165118284 165118284 Missense_Mutation SNP C T 9 16 c.580G>A c.(580-582)GGT>AGT p.G194S

Pat_50 Pre-Treatment ODZ3 55714 37 4 183652198 183652198 Missense_Mutation SNP G A 46 66 c.2873G>A c.(2872-2874)GGA>GAA p.G958E

Pat_50 Pre-Treatment CDH18 1016 37 5 19473516 19473516 Missense_Mutation SNP G A 24 41 c.2192C>T c.(2191-2193)CCT>CTT p.P731L

Pat_50 Pre-Treatment HCN1 348980 37 5 45262124 45262124 Missense_Mutation SNP G A 30 52 c.2572C>T c.(2572-2574)CCA>TCA p.P858S

Pat_50 Pre-Treatment HCN1 348980 37 5 45262208 45262208 Missense_Mutation SNP C T 7 16 c.2488G>A c.(2488-2490)GGG>AGG p.G830R

Pat_50 Pre-Treatment DEPDC1B 55789 37 5 59941334 59941334 Missense_Mutation SNP G A 27 50 c.563C>T c.(562-564)TCT>TTT p.S188F

Pat_50 Pre-Treatment THBS4 7060 37 5 79357530 79357530 Missense_Mutation SNP C T 53 77 c.1000C>T c.(1000-1002)CCC>TCC p.P334S

Pat_50 Pre-Treatment VCAN 1462 37 5 82837487 82837487 Missense_Mutation SNP C G 31 50 c.8665C>G c.(8665-8667)CCT>GCT p.P2889A

Pat_50 Pre-Treatment EDIL3 10085 37 5 83360543 83360543 Missense_Mutation SNP C T 27 36 c.928G>A c.(928-930)GAA>AAA p.E310K

Pat_50 Pre-Treatment GPR98 84059 37 5 90052379 90052379 Missense_Mutation SNP G A 25 51 c.11689G>A c.(11689-11691)GAA>AAA p.E3897K

Pat_50 Pre-Treatment LMNB1 4001 37 5 126154785 126154785 Missense_Mutation SNP G A 25 57 c.1111G>A c.(1111-1113)GAC>AAC p.D371N

Pat_50 Pre-Treatment ADAMTS19 171019 37 5 128887601 128887601 Splice_Site SNP G A 14 21 c.1354_splice c.e7+1 p.G452_splice

Pat_50 Pre-Treatment PCDHA4 56144 37 5 140188712 140188712 Missense_Mutation SNP T C 98 149 c.1940T>C c.(1939-1941)CTA>CCA p.L647P



Pat_50 Pre-Treatment PCDHB1 29930 37 5 140431179 140431179 Missense_Mutation SNP G T 18 19 c.124G>T c.(124-126)GGC>TGC p.G42C

Pat_50 Pre-Treatment PCDHB5 26167 37 5 140515473 140515473 Missense_Mutation SNP C T 49 71 c.457C>T c.(457-459)CCC>TCC p.P153S

Pat_50 Pre-Treatment PPARGC1B 133522 37 5 149212480 149212480 Missense_Mutation SNP G A 66 33 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_50 Pre-Treatment GEMIN5 25929 37 5 154304034 154304035 Missense_Mutation DNP GG AA 128 69 c.1373_1374CC>TT c.(1372-1374)TCC>TTT p.S458F

Pat_50 Pre-Treatment GABRB2 2561 37 5 160763764 160763764 Missense_Mutation SNP G T 5 176 c.554C>A c.(553-555)ACT>AAT p.T185N

Pat_50 Pre-Treatment SLIT3 6586 37 5 168216586 168216586 Missense_Mutation SNP C T 21 23 c.1058G>A c.(1057-1059)GGC>GAC p.G353D

Pat_50 Pre-Treatment N4BP3 23138 37 5 177547467 177547467 Missense_Mutation SNP C T 30 61 c.619C>T c.(619-621)CCC>TCC p.P207S

Pat_50 Pre-Treatment COL11A2 1302 37 6 33136336 33136336 Missense_Mutation SNP G A 24 6 c.3920C>T c.(3919-3921)CCC>CTC p.P1307L

Pat_50 Pre-Treatment BMP5 653 37 6 55638936 55638936 Missense_Mutation SNP C T 112 40 c.938G>A c.(937-939)CGA>CAA p.R313Q

Pat_50 Pre-Treatment PRIM2 5558 37 6 57512660 57512660 Missense_Mutation SNP G A 39 452 c.1488G>A c.(1486-1488)ATG>ATA p.M496I

Pat_50 Pre-Treatment BAI3 577 37 6 69772894 69772894 Missense_Mutation SNP C T 149 34 c.2402C>T c.(2401-2403)TCG>TTG p.S801L

Pat_50 Pre-Treatment TULP4 56995 37 6 158923787 158923787 Missense_Mutation SNP C T 13 3 c.3092C>T c.(3091-3093)CCA>CTA p.P1031L

Pat_50 Pre-Treatment MAP3K4 4216 37 6 161523006 161523006 Missense_Mutation SNP C T 50 12 c.3757C>T c.(3757-3759)CCC>TCC p.P1253S

Pat_50 Pre-Treatment FSCN1 6624 37 7 5644942 5644942 Missense_Mutation SNP C T 44 96 c.1319C>T c.(1318-1320)GCG>GTG p.A440V

Pat_50 Pre-Treatment TAX1BP1 8887 37 7 27825049 27825049 Missense_Mutation SNP G A 52 165 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_50 Pre-Treatment LOC168474 168474 37 7 64313602 64313602 Missense_Mutation SNP G A 44 80 c.25C>T c.(25-27)CTT>TTT p.L9F

Pat_50 Pre-Treatment TYW1B 441250 37 7 72209576 72209576 Missense_Mutation SNP C G 5 135 c.967G>C c.(967-969)GAT>CAT p.D323H

Pat_50 Pre-Treatment TRIM50 135892 37 7 72727081 72727081 Missense_Mutation SNP C T 5 18 c.1300G>A c.(1300-1302)GAT>AAT p.D434N

Pat_50 Pre-Treatment VPS37D 155382 37 7 73085570 73085570 Missense_Mutation SNP C T 5 9 c.620C>T c.(619-621)CCA>CTA p.P207L

Pat_50 Pre-Treatment RSBN1L 222194 37 7 77325812 77325812 Missense_Mutation SNP A T 63 189 c.26A>T c.(25-27)CAC>CTC p.H9L

Pat_50 Pre-Treatment ZNF804B 219578 37 7 88964065 88964065 Missense_Mutation SNP A T 38 36 c.1769A>T c.(1768-1770)GAT>GTT p.D590V

Pat_50 Pre-Treatment AKAP9 10142 37 7 91667802 91667802 Missense_Mutation SNP A T 56 98 c.4408A>T c.(4408-4410)AAT>TAT p.N1470Y

Pat_50 Pre-Treatment TECPR1 25851 37 7 97872900 97872900 Missense_Mutation SNP G A 9 63 c.536C>T c.(535-537)CCC>CTC p.P179L

Pat_50 Pre-Treatment TRRAP 8295 37 7 98522843 98522843 Missense_Mutation SNP G A 67 273 c.2932G>A c.(2932-2934)GAG>AAG p.E978K

Pat_50 Pre-Treatment CYP3A5 1577 37 7 99272200 99272200 Nonsense_Mutation SNP C T 65 63 c.174G>A c.(172-174)TGG>TGA p.W58*

Pat_50 Pre-Treatment TRIM56 81844 37 7 100732610 100732610 Missense_Mutation SNP G A 46 178 c.2017G>A c.(2017-2019)GGG>AGG p.G673R

Pat_50 Pre-Treatment CFTR 1080 37 7 117180254 117180254 Missense_Mutation SNP C T 43 54 c.970C>T c.(970-972)CCC>TCC p.P324S

Pat_50 Pre-Treatment FLNC 2318 37 7 128491610 128491610 Missense_Mutation SNP G A 62 151 c.5770G>A c.(5770-5772)GGA>AGA p.G1924R

Pat_50 Pre-Treatment AKR1D1 6718 37 7 137782687 137782687 Missense_Mutation SNP G A 40 110 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_50 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 38 116 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_50 Pre-Treatment KIAA1147 57189 37 7 141364711 141364711 Missense_Mutation SNP C T 6 12 c.1096G>A c.(1096-1098)GAG>AAG p.E366K

Pat_50 Pre-Treatment OR9A4 130075 37 7 141619129 141619129 Missense_Mutation SNP G A 57 125 c.454G>A c.(454-456)GGG>AGG p.G152R

Pat_50 Pre-Treatment MGAM 8972 37 7 141727431 141727431 Missense_Mutation SNP C T 13 51 c.1117C>T c.(1117-1119)CCC>TCC p.P373S

Pat_50 Pre-Treatment OR2A5 393046 37 7 143747845 143747845 Missense_Mutation SNP G A 82 243 c.351G>A c.(349-351)ATG>ATA p.M117I

Pat_50 Pre-Treatment ZNF425 155054 37 7 148801272 148801272 Missense_Mutation SNP G A 19 37 c.1691C>T c.(1690-1692)TCC>TTC p.S564F

Pat_50 Pre-Treatment ZNF425 155054 37 7 148801879 148801879 Missense_Mutation SNP C T 27 74 c.1084G>A c.(1084-1086)GAG>AAG p.E362K

Pat_50 Pre-Treatment PDGFRL 5157 37 8 17486262 17486262 Missense_Mutation SNP G T 13 28 c.772G>T c.(772-774)GTC>TTC p.V258F

Pat_50 Pre-Treatment SLC39A14 23516 37 8 22277162 22277162 Missense_Mutation SNP C T 28 50 c.1430C>T c.(1429-1431)ACC>ATC p.T477I

Pat_50 Pre-Treatment TACC1 6867 37 8 38677627 38677627 Missense_Mutation SNP C T 14 24 c.865C>T c.(865-867)CCT>TCT p.P289S

Pat_50 Pre-Treatment IDO2 169355 37 8 39840204 39840204 Missense_Mutation SNP G A 8 18 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_50 Pre-Treatment DKK4 27121 37 8 42232314 42232314 Missense_Mutation SNP C T 67 286 c.380G>A c.(379-381)AGG>AAG p.R127K

Pat_50 Pre-Treatment C8orf40 114926 37 8 42401673 42401673 Missense_Mutation SNP G A 65 160 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_50 Pre-Treatment C8orf22 492307 37 8 49985441 49985441 Nonsense_Mutation SNP C T 103 87 c.52C>T c.(52-54)CGA>TGA p.R18*

Pat_50 Pre-Treatment PXDNL 137902 37 8 52320998 52320999 Missense_Mutation DNP AG TA 12 15 c.3185_3186CT>TA c.(3184-3186)CCT>CTA p.P1062L

Pat_50 Pre-Treatment RP1 6101 37 8 55537472 55537472 Missense_Mutation SNP G A 26 28 c.1030G>A c.(1030-1032)GAA>AAA p.E344K

Pat_50 Pre-Treatment ARMC1 55156 37 8 66539551 66539551 Missense_Mutation SNP G A 84 153 c.83C>T c.(82-84)CCG>CTG p.P28L

Pat_50 Pre-Treatment VCPIP1 80124 37 8 67576520 67576520 Missense_Mutation SNP C T 37 48 c.2674G>A c.(2674-2676)GAA>AAA p.E892K



Pat_50 Pre-Treatment ZFHX4 79776 37 8 77690621 77690621 Missense_Mutation SNP G A 87 205 c.3193G>A c.(3193-3195)GAG>AAG p.E1065K

Pat_50 Pre-Treatment ANGPT1 284 37 8 108315583 108315583 Missense_Mutation SNP C T 27 40 c.821G>A c.(820-822)GGA>GAA p.G274E

Pat_50 Pre-Treatment PKHD1L1 93035 37 8 110477438 110477438 Missense_Mutation SNP G A 34 80 c.8377G>A c.(8377-8379)GAA>AAA p.E2793K

Pat_50 Pre-Treatment EPPK1 83481 37 8 144946434 144946434 Missense_Mutation SNP C T 20 24 c.988G>A c.(988-990)GAC>AAC p.D330N

Pat_50 Pre-Treatment SPATC1 375686 37 8 145095916 145095916 Missense_Mutation SNP C T 47 108 c.1214C>T c.(1213-1215)CCA>CTA p.P405L

Pat_50 Pre-Treatment DMRT3 58524 37 9 990295 990295 Missense_Mutation SNP G A 35 15 c.709G>A c.(709-711)GGG>AGG p.G237R

Pat_50 Pre-Treatment FREM1 158326 37 9 14737509 14737509 Missense_Mutation SNP G A 4 7 c.6425C>T c.(6424-6426)TCT>TTT p.S2142F

Pat_50 Pre-Treatment PTCH1 5727 37 9 98211496 98211496 Missense_Mutation SNP G A 2 2 c.3659C>T c.(3658-3660)TCC>TTC p.S1220F

Pat_50 Pre-Treatment TNFSF15 9966 37 9 117552881 117552881 Missense_Mutation SNP C T 14 26 c.607G>A c.(607-609)GAA>AAA p.E203K

Pat_50 Pre-Treatment ASTN2 23245 37 9 119739028 119739028 Missense_Mutation SNP G T 35 61 c.1628C>A c.(1627-1629)CCT>CAT p.P543H

Pat_50 Pre-Treatment FAM129B 64855 37 9 130270409 130270409 Missense_Mutation SNP G A 21 54 c.1505C>T c.(1504-1506)CCG>CTG p.P502L

Pat_50 Pre-Treatment LCN10 414332 37 9 139636390 139636390 Missense_Mutation SNP G A 6 5 c.200C>T c.(199-201)GCG>GTG p.A67V

Pat_50 Pre-Treatment ANAPC2 29882 37 9 140076151 140076151 Missense_Mutation SNP G A 3 13 c.1450C>T c.(1450-1452)CCT>TCT p.P484S

Pat_50 Pre-Treatment MXRA5 25878 37 X 3242018 3242018 Missense_Mutation SNP C T 7 3 c.1708G>A c.(1708-1710)GTA>ATA p.V570I

Pat_50 Pre-Treatment ACOT9 23597 37 X 23748990 23748990 Missense_Mutation SNP G A 43 11 c.278C>T c.(277-279)CCT>CTT p.P93L

Pat_50 Pre-Treatment USP11 8237 37 X 47100745 47100745 Missense_Mutation SNP C A 47 13 c.1045C>A c.(1045-1047)CGC>AGC p.R349S

Pat_50 Pre-Treatment DGKK 139189 37 X 50122653 50122653 Missense_Mutation SNP T C 30 15 c.2834A>G c.(2833-2835)AAC>AGC p.N945S

Pat_50 Pre-Treatment BMP15 9210 37 X 50659404 50659404 Nonsense_Mutation SNP C T 91 24 c.976C>T c.(976-978)CGA>TGA p.R326*

Pat_50 Pre-Treatment DACH2 117154 37 X 86069716 86069716 Missense_Mutation SNP G T 18 8 c.1563G>T c.(1561-1563)AAG>AAT p.K521N

Pat_50 Pre-Treatment TRPC5 7224 37 X 111097211 111097211 Missense_Mutation SNP G A 21 5 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_50 Pre-Treatment AGTR2 186 37 X 115303706 115303706 Missense_Mutation SNP G A 51 12 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_50 Pre-Treatment UTY 7404 37 Y 15467220 15467220 Missense_Mutation SNP G T 5 7 c.1433C>A c.(1432-1434)ACT>AAT p.T478N

Pat_54 Pre-Treatment MIIP 60672 37 1 12081815 12081815 Missense_Mutation SNP G A 3 26 c.32G>A c.(31-33)CGG>CAG p.R11Q

Pat_54 Pre-Treatment MYOM3 127294 37 1 24426248 24426248 Missense_Mutation SNP C T 42 70 c.578G>A c.(577-579)CGG>CAG p.R193Q

Pat_54 Pre-Treatment UBXN11 91544 37 1 26628209 26628209 Nonsense_Mutation SNP G A 3 42 c.76C>T c.(76-78)CGA>TGA p.R26*

Pat_54 Pre-Treatment ZNF683 257101 37 1 26689618 26689618 Missense_Mutation SNP G A 4 35 c.1042C>T c.(1042-1044)CGT>TGT p.R348C

Pat_54 Pre-Treatment CCDC17 149483 37 1 46088654 46088654 Missense_Mutation SNP C T 3 42 c.629G>A c.(628-630)CGC>CAC p.R210H

Pat_54 Pre-Treatment DAB1 1600 37 1 57476832 57476832 Missense_Mutation SNP C T 93 96 c.1558G>A c.(1558-1560)GAA>AAA p.E520K

Pat_54 Pre-Treatment PALMD 54873 37 1 100155377 100155377 Missense_Mutation SNP C T 62 79 c.1561C>T c.(1561-1563)CCA>TCA p.P521S

Pat_54 Pre-Treatment C1orf103 55791 37 1 111506306 111506306 Nonsense_Mutation SNP G T 4 21 c.5C>A c.(4-6)TCA>TAA p.S2*

Pat_54 Pre-Treatment AMPD1 270 37 1 115217461 115217462 Missense_Mutation DNP GG AA 34 51 c.1711_1712CC>TT c.(1711-1713)CCT>TTT p.P571F

Pat_54 Pre-Treatment RORC 6097 37 1 151780010 151780010 Missense_Mutation SNP G A 4 63 c.1495C>T c.(1495-1497)CCT>TCT p.P499S

Pat_54 Pre-Treatment TCHHL1 126637 37 1 152060576 152060576 Missense_Mutation SNP A G 59 56 c.44T>C c.(43-45)TTC>TCC p.F15S

Pat_54 Pre-Treatment CD1C 911 37 1 158263018 158263018 Missense_Mutation SNP G A 126 197 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_54 Pre-Treatment PBX1 5087 37 1 164769081 164769081 Missense_Mutation SNP C T 3 38 c.656C>T c.(655-657)ACG>ATG p.T219M

Pat_54 Pre-Treatment HMCN1 83872 37 1 186077644 186077644 Missense_Mutation SNP G A 75 94 c.10904G>A c.(10903-10905)CGG>CAG p.R3635Q

Pat_54 Pre-Treatment OPTC 26254 37 1 203467929 203467929 Missense_Mutation SNP G A 4 79 c.491G>A c.(490-492)CGC>CAC p.R164H

Pat_54 Pre-Treatment SLC41A1 254428 37 1 205768949 205768949 Nonsense_Mutation SNP C A 4 27 c.490G>T c.(490-492)GGA>TGA p.G164*

Pat_54 Pre-Treatment TLR5 7100 37 1 223285778 223285778 Missense_Mutation SNP G A 26 31 c.596C>T c.(595-597)TCC>TTC p.S199F

Pat_54 Pre-Treatment PCNXL2 80003 37 1 233134884 233134884 Missense_Mutation SNP C T 13 27 c.5570G>A c.(5569-5571)AGA>AAA p.R1857K

Pat_54 Pre-Treatment CEP170 9859 37 1 243328992 243328992 Missense_Mutation SNP G A 77 592 c.2270C>T c.(2269-2271)GCT>GTT p.A757V

Pat_54 Pre-Treatment KIF26B 55083 37 1 245851056 245851056 Missense_Mutation SNP C T 2 1 c.4771C>T c.(4771-4773)CGG>TGG p.R1591W

Pat_54 Pre-Treatment OR2W3 343171 37 1 248059147 248059147 Missense_Mutation SNP G A 32 78 c.259G>A c.(259-261)GGA>AGA p.G87R

Pat_54 Pre-Treatment OR2L8 391190 37 1 248112588 248112588 Missense_Mutation SNP G A 107 192 c.429G>A c.(427-429)ATG>ATA p.M143I

Pat_54 Pre-Treatment MLLT10 8028 37 10 22016848 22016848 Missense_Mutation SNP T A 41 69 c.2102T>A c.(2101-2103)CTC>CAC p.L701H

Pat_54 Pre-Treatment HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 5 92 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_54 Pre-Treatment TACR2 6865 37 10 71175934 71175934 Missense_Mutation SNP G A 4 45 c.146C>T c.(145-147)ACG>ATG p.T49M



Pat_54 Pre-Treatment CDH23 64072 37 10 73562965 73562965 Splice_Site SNP G C 2 2 c.7661_splice c.e53-1 p.E2554_splice

Pat_54 Pre-Treatment MYOF 26509 37 10 95132803 95132803 Missense_Mutation SNP G A 4 88 c.2341C>T c.(2341-2343)CGG>TGG p.R781W

Pat_54 Pre-Treatment PLCE1 51196 37 10 95931110 95931110 Missense_Mutation SNP C T 73 29 c.1666C>T c.(1666-1668)CTT>TTT p.L556F

Pat_54 Pre-Treatment ENTPD1 953 37 10 97607282 97607282 Missense_Mutation SNP A G 4 71 c.893A>G c.(892-894)AAG>AGG p.K298R

Pat_54 Pre-Treatment PDZD7 79955 37 10 102780377 102780377 Missense_Mutation SNP C T 3 25 c.926G>A c.(925-927)CGA>CAA p.R309Q

Pat_54 Pre-Treatment HABP2 3026 37 10 115343993 115343993 Missense_Mutation SNP C T 35 14 c.1324C>T c.(1324-1326)CCC>TCC p.P442S

Pat_54 Pre-Treatment VWA2 340706 37 10 116038556 116038556 Nonsense_Mutation SNP G A 4 34 c.779G>A c.(778-780)TGG>TAG p.W260*

Pat_54 Pre-Treatment C10orf82 143379 37 10 118424324 118424324 Missense_Mutation SNP A T 83 21 c.409T>A c.(409-411)TTC>ATC p.F137I

Pat_54 Pre-Treatment SLC17A6 57084 37 11 22380960 22380960 Missense_Mutation SNP G A 18 33 c.460G>A c.(460-462)GTT>ATT p.V154I

Pat_54 Pre-Treatment FADS2 9415 37 11 61605353 61605353 Missense_Mutation SNP G A 4 42 c.311G>A c.(310-312)GGC>GAC p.G104D

Pat_54 Pre-Treatment WDR74 54663 37 11 62607032 62607032 Missense_Mutation SNP G A 6 125 c.11C>T c.(10-12)GCT>GTT p.A4V

Pat_54 Pre-Treatment C11orf2 738 37 11 64878928 64878928 Missense_Mutation SNP T C 43 41 c.2218T>C c.(2218-2220)TGG>CGG p.W740R

Pat_54 Pre-Treatment CATSPER1 117144 37 11 65792842 65792842 Missense_Mutation SNP C T 35 16 c.1009G>A c.(1009-1011)GAT>AAT p.D337N

Pat_54 Pre-Treatment KRTAP5-9 3846 37 11 71259984 71259984 Missense_Mutation SNP C T 47 89 c.281C>T c.(280-282)TCA>TTA p.S94L

Pat_54 Pre-Treatment PAAF1 80227 37 11 73610270 73610270 Missense_Mutation SNP C T 4 83 c.362C>T c.(361-363)GCT>GTT p.A121V

Pat_54 Pre-Treatment RNF169 254225 37 11 74547747 74547747 Missense_Mutation SNP G A 4 91 c.2099G>A c.(2098-2100)CGG>CAG p.R700Q

Pat_54 Pre-Treatment CREBZF 58487 37 11 85375769 85375769 Missense_Mutation SNP G A 22 21 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_54 Pre-Treatment FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 7 64 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_54 Pre-Treatment AMOTL1 154810 37 11 94599225 94599225 Missense_Mutation SNP G A 4 92 c.2380G>A c.(2380-2382)GTT>ATT p.V794I

Pat_54 Pre-Treatment HINFP 25988 37 11 119002563 119002563 Missense_Mutation SNP C T 4 48 c.547C>T c.(547-549)CGC>TGC p.R183C

Pat_54 Pre-Treatment CACNA1C 775 37 12 2786272 2786272 Missense_Mutation SNP C T 13 32 c.4985C>T c.(4984-4986)ACC>ATC p.T1662I

Pat_54 Pre-Treatment NDUFA9 4704 37 12 4796218 4796218 Missense_Mutation SNP C T 4 44 c.1078C>T c.(1078-1080)CGC>TGC p.R360C

Pat_54 Pre-Treatment CD163 9332 37 12 7654044 7654044 Missense_Mutation SNP C T 66 118 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_54 Pre-Treatment STYK1 55359 37 12 10783893 10783893 Missense_Mutation SNP G A 22 68 c.202C>T c.(202-204)CCT>TCT p.P68S

Pat_54 Pre-Treatment GUCY2C 2984 37 12 14836145 14836145 Missense_Mutation SNP C T 53 51 c.442G>A c.(442-444)GGA>AGA p.G148R

Pat_54 Pre-Treatment GRASP 160622 37 12 52408555 52408555 Missense_Mutation SNP C T 2 0 c.760C>T c.(760-762)CCG>TCG p.P254S

Pat_54 Pre-Treatment KIAA0748 9840 37 12 55357630 55357630 Missense_Mutation SNP C T 53 68 c.551G>A c.(550-552)CGA>CAA p.R184Q

Pat_54 Pre-Treatment FAM119B 25895 37 12 58174134 58174134 Missense_Mutation SNP G A 4 64 c.386G>A c.(385-387)CGT>CAT p.R129H

Pat_54 Pre-Treatment SRGAP1 57522 37 12 64456734 64456734 Missense_Mutation SNP C A 4 62 c.839C>A c.(838-840)GCC>GAC p.A280D

Pat_54 Pre-Treatment LEMD3 23592 37 12 65639998 65639998 Nonsense_Mutation SNP C T 113 92 c.2629C>T c.(2629-2631)CAG>TAG p.Q877*

Pat_54 Pre-Treatment ANO4 121601 37 12 101510497 101510497 Nonsense_Mutation SNP C T 91 17 c.2491C>T c.(2491-2493)CGA>TGA p.R831*

Pat_54 Pre-Treatment ASCL1 429 37 12 103352363 103352363 Missense_Mutation SNP A T 7 1 c.341A>T c.(340-342)CAG>CTG p.Q114L

Pat_54 Pre-Treatment MYL2 4633 37 12 111348978 111348978 Missense_Mutation SNP A G 66 114 c.404T>C c.(403-405)GTT>GCT p.V135A

Pat_54 Pre-Treatment ALDH2 217 37 12 112241685 112241685 Nonsense_Mutation SNP G T 4 43 c.1429G>T c.(1429-1431)GGA>TGA p.G477*

Pat_54 Pre-Treatment C12orf51 283450 37 12 112703772 112703772 Missense_Mutation SNP C A 4 47 c.1112G>T c.(1111-1113)GGA>GTA p.G371V

Pat_54 Pre-Treatment OAS2 4939 37 12 113435446 113435446 Missense_Mutation SNP C T 26 32 c.749C>T c.(748-750)ACC>ATC p.T250I

Pat_54 Pre-Treatment DHX37 57647 37 12 125465142 125465142 Missense_Mutation SNP G A 3 26 c.632C>T c.(631-633)CCG>CTG p.P211L

Pat_54 Pre-Treatment CKAP2 26586 37 13 53035029 53035029 Splice_Site SNP A T 5 71 c.156_splice c.e3-2 p.S52_splice

Pat_54 Pre-Treatment LOC647288 647288 37 13 75814354 75814354 Missense_Mutation SNP C G 9 104 c.123G>C c.(121-123)TGG>TGC p.W41C

Pat_54 Pre-Treatment OR4K5 79317 37 14 20389181 20389181 Missense_Mutation SNP G A 70 250 c.416G>A c.(415-417)AGG>AAG p.R139K

Pat_54 Pre-Treatment CLEC14A 161198 37 14 38724021 38724021 Missense_Mutation SNP C A 4 32 c.1207G>T c.(1207-1209)GTG>TTG p.V403L

Pat_54 Pre-Treatment ARID4A 5926 37 14 58831016 58831016 Missense_Mutation SNP C T 56 150 c.2209C>T c.(2209-2211)CCA>TCA p.P737S

Pat_54 Pre-Treatment AHNAK2 113146 37 14 105416167 105416167 Missense_Mutation SNP G A 56 74 c.5621C>T c.(5620-5622)CCG>CTG p.P1874L

Pat_54 Pre-Treatment MKRN3 7681 37 15 23810949 23810949 Missense_Mutation SNP C T 9 2 c.20C>T c.(19-21)CCC>CTC p.P7L

Pat_54 Pre-Treatment DUOXA1 90527 37 15 45412968 45412968 Missense_Mutation SNP A G 79 114 c.376T>C c.(376-378)TAC>CAC p.Y126H

Pat_54 Pre-Treatment SLC27A2 11001 37 15 50489714 50489714 Missense_Mutation SNP G A 45 64 c.496G>A c.(496-498)GAA>AAA p.E166K

Pat_54 Pre-Treatment DMXL2 23312 37 15 51763533 51763533 Missense_Mutation SNP G A 117 197 c.7276C>T c.(7276-7278)CCT>TCT p.P2426S



Pat_54 Pre-Treatment GRINL1A 81488 37 15 58001466 58001466 Missense_Mutation SNP G A 4 77 c.668G>A c.(667-669)AGT>AAT p.S223N

Pat_54 Pre-Treatment ALDH1A2 8854 37 15 58258016 58258016 Missense_Mutation SNP G C 4 77 c.808C>G c.(808-810)CTT>GTT p.L270V

Pat_54 Pre-Treatment MEGF11 84465 37 15 66249895 66249895 Missense_Mutation SNP G A 4 25 c.1277C>T c.(1276-1278)CCG>CTG p.P426L

Pat_54 Pre-Treatment IQCH 64799 37 15 67713708 67713708 Missense_Mutation SNP A T 34 51 c.2298A>T c.(2296-2298)AAA>AAT p.K766N

Pat_54 Pre-Treatment CD276 80381 37 15 73995154 73995154 Missense_Mutation SNP G A 11 17 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_54 Pre-Treatment CLK3 1198 37 15 74922126 74922126 Missense_Mutation SNP C A 4 22 c.1819C>A c.(1819-1821)CAG>AAG p.Q607K

Pat_54 Pre-Treatment DET1 55070 37 15 89056264 89056265 Missense_Mutation DNP GG AA 17 56 c.1570_1571CC>TT c.(1570-1572)CCT>TTT p.P524F

Pat_54 Pre-Treatment CRAMP1L 57585 37 16 1719001 1719001 Splice_Site SNP G A 4 34 c.3335_splice c.e18-1 p.G1112_splice

Pat_54 Pre-Treatment GRIN2A 2903 37 16 9857692 9857692 Missense_Mutation SNP C T 30 42 c.3709G>A c.(3709-3711)GAT>AAT p.D1237N

Pat_54 Pre-Treatment SCNN1G 6340 37 16 23200768 23200768 Missense_Mutation SNP C T 63 101 c.394C>T c.(394-396)CCA>TCA p.P132S

Pat_54 Pre-Treatment ZNF319 57567 37 16 58031403 58031403 Missense_Mutation SNP C T 4 83 c.767G>A c.(766-768)CGG>CAG p.R256Q

Pat_54 Pre-Treatment FUK 197258 37 16 70508488 70508488 Missense_Mutation SNP C G 2 3 c.2046C>G c.(2044-2046)ATC>ATG p.I682M

Pat_54 Pre-Treatment CHST4 10164 37 16 71570893 71570893 Missense_Mutation SNP G A 37 35 c.313G>A c.(313-315)GAC>AAC p.D105N

Pat_54 Pre-Treatment LRRC50 123872 37 16 84203728 84203728 Missense_Mutation SNP G A 28 37 c.1294G>A c.(1294-1296)GAG>AAG p.E432K

Pat_54 Pre-Treatment TMEM88 92162 37 17 7758793 7758793 Missense_Mutation SNP G A 4 93 c.241G>A c.(241-243)GCG>ACG p.A81T

Pat_54 Pre-Treatment MYH13 8735 37 17 10215380 10215380 Nonsense_Mutation SNP C T 26 23 c.4379G>A c.(4378-4380)TGG>TAG p.W1460*

Pat_54 Pre-Treatment MYOCD 93649 37 17 12661487 12661487 Missense_Mutation SNP C T 30 60 c.2144C>T c.(2143-2145)TCA>TTA p.S715L

Pat_54 Pre-Treatment MYO15A 51168 37 17 18025416 18025417 Missense_Mutation DNP CC TT 7 27 c.3302_3303CC>TTc.(3301-3303)CCC>CTT p.P1101L

Pat_54 Pre-Treatment SLFN11 91607 37 17 33690140 33690141 Missense_Mutation DNP CC TT 57 90 c.686_687GG>AA c.(685-687)AGG>AAA p.R229K

Pat_54 Pre-Treatment TCAP 8557 37 17 37821998 37821998 Missense_Mutation SNP G A 3 14 c.140G>A c.(139-141)AGA>AAA p.R47K

Pat_54 Pre-Treatment WIPF2 147179 37 17 38416832 38416832 Nonsense_Mutation SNP C T 82 107 c.109C>T c.(109-111)CGA>TGA p.R37*

Pat_54 Pre-Treatment KPNB1 3837 37 17 45734389 45734389 Nonsense_Mutation SNP C A 4 76 c.446C>A c.(445-447)TCG>TAG p.S149*

Pat_54 Pre-Treatment CD300A 11314 37 17 72469768 72469768 Missense_Mutation SNP T C 4 89 c.134T>C c.(133-135)CTC>CCC p.L45P

Pat_54 Pre-Treatment ST6GALNAC1 55808 37 17 74621474 74621474 Missense_Mutation SNP C T 19 35 c.1741G>A c.(1741-1743)GAT>AAT p.D581N

Pat_54 Pre-Treatment ROCK1 6093 37 18 18564360 18564360 Missense_Mutation SNP A G 62 85 c.2441T>C c.(2440-2442)TTA>TCA p.L814S

Pat_54 Pre-Treatment LAMA3 3909 37 18 21501017 21501017 Missense_Mutation SNP C T 31 52 c.8042C>T c.(8041-8043)TCG>TTG p.S2681L

Pat_54 Pre-Treatment CXXC1 30827 37 18 47812290 47812290 Missense_Mutation SNP C G 4 47 c.468G>C c.(466-468)CAG>CAC p.Q156H

Pat_54 Pre-Treatment LMAN1 3998 37 18 57016392 57016393 Missense_Mutation DNP GG AT 90 162 c.715_716CC>AT c.(715-717)CCT>ATT p.P239I

Pat_54 Pre-Treatment ATP9B 374868 37 18 77134011 77134011 Missense_Mutation SNP G A 4 88 c.3184G>A c.(3184-3186)GTC>ATC p.V1062I

Pat_54 Pre-Treatment NFATC1 4772 37 18 77170984 77170984 Missense_Mutation SNP T C 4 36 c.709T>C c.(709-711)TCC>CCC p.S237P

Pat_54 Pre-Treatment KCNG2 26251 37 18 77659606 77659606 Missense_Mutation SNP G T 4 73 c.1191G>T c.(1189-1191)ATG>ATT p.M397I

Pat_54 Pre-Treatment CSNK1G2 1455 37 19 1980168 1980168 Missense_Mutation SNP G A 29 50 c.1214G>A c.(1213-1215)AGG>AAG p.R405K

Pat_54 Pre-Treatment DOT1L 84444 37 19 2216629 2216629 Missense_Mutation SNP C T 4 71 c.2273C>T c.(2272-2274)CCG>CTG p.P758L

Pat_54 Pre-Treatment NFIC 4782 37 19 3381956 3381956 Missense_Mutation SNP G A 4 95 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_54 Pre-Treatment INSR 3643 37 19 7168079 7168080 Missense_Mutation DNP AA GG 34 49 c.1509_1510TT>CC507-1512)TCTTAC>TCCC p.Y504H

Pat_54 Pre-Treatment FBN3 84467 37 19 8183894 8183894 Missense_Mutation SNP C T 3 26 c.3224G>A c.(3223-3225)TGT>TAT p.C1075Y

Pat_54 Pre-Treatment RAD23A 5886 37 19 13060127 13060127 Nonsense_Mutation SNP C T 4 94 c.718C>T c.(718-720)CAG>TAG p.Q240*

Pat_54 Pre-Treatment WIZ 58525 37 19 15537901 15537901 Missense_Mutation SNP G A 4 25 c.1495C>T c.(1495-1497)CGG>TGG p.R499W

Pat_54 Pre-Treatment OR10H5 284433 37 19 15905351 15905351 Missense_Mutation SNP C T 25 42 c.493C>T c.(493-495)CAC>TAC p.H165Y

Pat_54 Pre-Treatment CILP2 148113 37 19 19655285 19655285 Missense_Mutation SNP C T 38 40 c.1931C>T c.(1930-1932)TCC>TTC p.S644F

Pat_54 Pre-Treatment ZNF98 148198 37 19 22574496 22574496 Missense_Mutation SNP C T 81 172 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_54 Pre-Treatment ZNF536 9745 37 19 31040061 31040061 Missense_Mutation SNP G A 42 64 c.3535G>A c.(3535-3537)GAT>AAT p.D1179N

Pat_54 Pre-Treatment CCDC123 84902 37 19 33450921 33450921 Missense_Mutation SNP G A 3 39 c.190C>T c.(190-192)CGG>TGG p.R64W

Pat_54 Pre-Treatment RASGRP4 115727 37 19 38910631 38910631 Missense_Mutation SNP G A 6 47 c.532C>T c.(532-534)CCC>TCC p.P178S

Pat_54 Pre-Treatment RYR1 6261 37 19 38951170 38951170 Missense_Mutation SNP T C 31 66 c.2516T>C c.(2515-2517)GTG>GCG p.V839A

Pat_54 Pre-Treatment LTBP4 8425 37 19 41115562 41115562 Missense_Mutation SNP G T 3 23 c.1754G>T c.(1753-1755)TGC>TTC p.C585F

Pat_54 Pre-Treatment TRAPPC6A 79090 37 19 45668433 45668433 Missense_Mutation SNP G C 2 5 c.104C>G c.(103-105)TCG>TGG p.S35W



Pat_54 Pre-Treatment NOSIP 51070 37 19 50060161 50060161 Missense_Mutation SNP C T 4 11 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_54 Pre-Treatment NR1H2 7376 37 19 50885834 50885834 Missense_Mutation SNP C T 4 75 c.1361C>T c.(1360-1362)TCG>TTG p.S454L

Pat_54 Pre-Treatment SYT3 84258 37 19 51140638 51140638 Missense_Mutation SNP G A 3 31 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_54 Pre-Treatment NLRP12 91662 37 19 54308587 54308587 Missense_Mutation SNP C T 50 77 c.2361G>A c.(2359-2361)ATG>ATA p.M787I

Pat_54 Pre-Treatment LILRA2 11027 37 19 55098691 55098691 Missense_Mutation SNP G A 47 60 c.1330G>A c.(1330-1332)GAT>AAT p.D444N

Pat_54 Pre-Treatment NLRP8 126205 37 19 56459510 56459510 Missense_Mutation SNP G C 3 37 c.242G>C c.(241-243)TGG>TCG p.W81S

Pat_54 Pre-Treatment C2orf43 60526 37 2 20939959 20939959 Missense_Mutation SNP G A 59 55 c.475C>T c.(475-477)CGT>TGT p.R159C

Pat_54 Pre-Treatment APOB 338 37 2 21245826 21245826 Missense_Mutation SNP C T 41 62 c.2693G>A c.(2692-2694)GGG>GAG p.G898E

Pat_54 Pre-Treatment SLC4A1AP 22950 37 2 27888056 27888056 Missense_Mutation SNP G T 119 181 c.915G>T c.(913-915)AAG>AAT p.K305N

Pat_54 Pre-Treatment SPR 6697 37 2 73118628 73118628 Missense_Mutation SNP T C 33 55 c.748T>C c.(748-750)TTC>CTC p.F250L

Pat_54 Pre-Treatment TET3 200424 37 2 74328434 74328434 Missense_Mutation SNP C T 3 26 c.4114C>T c.(4114-4116)CGG>TGG p.R1372W

Pat_54 Pre-Treatment KRCC1 51315 37 2 88327862 88327862 Missense_Mutation SNP G A 37 37 c.221C>T c.(220-222)TCA>TTA p.S74L

Pat_54 Pre-Treatment CNGA3 1261 37 2 98996705 98996705 Missense_Mutation SNP C T 4 87 c.283C>T c.(283-285)CCG>TCG p.P95S

Pat_54 Pre-Treatment TBC1D8 11138 37 2 101650113 101650113 Missense_Mutation SNP G A 4 65 c.1666C>T c.(1666-1668)CGC>TGC p.R556C

Pat_54 Pre-Treatment SH3RF3 344558 37 2 109964181 109964181 Missense_Mutation SNP G A 4 35 c.625G>A c.(625-627)GAA>AAA p.E209K

Pat_54 Pre-Treatment INHBB 3625 37 2 121104080 121104080 Missense_Mutation SNP G C 2 6 c.316G>C c.(316-318)GCC>CCC p.A106P

Pat_54 Pre-Treatment LRP1B 53353 37 2 141130635 141130635 Nonsense_Mutation SNP C T 105 156 c.10710G>A c.(10708-10710)TGG>TGA p.W3570*

Pat_54 Pre-Treatment LRP2 4036 37 2 170031891 170031891 Missense_Mutation SNP G A 40 51 c.10580C>T c.(10579-10581)CCT>CTT p.P3527L

Pat_54 Pre-Treatment TTN 7273 37 2 179433220 179433220 Missense_Mutation SNP G T 4 71 c.69935C>A c.(69934-69936)ACA>AAA p.T23312K

Pat_54 Pre-Treatment TTN 7273 37 2 179621344 179621344 Missense_Mutation SNP G A 32 37 c.10346C>T c.(10345-10347)TCC>TTC p.S3449F

Pat_54 Pre-Treatment SATB2 23314 37 2 200233369 200233369 Missense_Mutation SNP T G 60 81 c.659A>C c.(658-660)CAG>CCG p.Q220P

Pat_54 Pre-Treatment TRAK2 66008 37 2 202245723 202245723 Missense_Mutation SNP G A 83 167 c.2288C>T c.(2287-2289)CCC>CTC p.P763L

Pat_54 Pre-Treatment STK36 27148 37 2 219557366 219557366 Missense_Mutation SNP C T 28 51 c.1976C>T c.(1975-1977)TCC>TTC p.S659F

Pat_54 Pre-Treatment ABCB6 10058 37 2 220080797 220080797 Missense_Mutation SNP C A 4 28 c.1076G>T c.(1075-1077)CGC>CTC p.R359L

Pat_54 Pre-Treatment SPHKAP 80309 37 2 228882449 228882449 Missense_Mutation SNP C T 43 54 c.3121G>A c.(3121-3123)GAA>AAA p.E1041K

Pat_54 Pre-Treatment GPR35 2859 37 2 241569971 241569971 Missense_Mutation SNP G A 13 13 c.602G>A c.(601-603)AGG>AAG p.R201K

Pat_54 Pre-Treatment FRG1B 284802 37 20 29628236 29628236 Missense_Mutation SNP G C 14 549 c.148G>C c.(148-150)GCT>CCT p.A50P

Pat_54 Pre-Treatment DNMT3B 1789 37 20 31387093 31387093 Missense_Mutation SNP G A 4 41 c.1718G>A c.(1717-1719)CGG>CAG p.R573Q

Pat_54 Pre-Treatment EPB41L1 2036 37 20 34763552 34763552 Missense_Mutation SNP C T 43 52 c.257C>T c.(256-258)TCG>TTG p.S86L

Pat_54 Pre-Treatment C20orf132 140699 37 20 35749373 35749373 Missense_Mutation SNP C T 17 37 c.2073G>A c.(2071-2073)ATG>ATA p.M691I

Pat_54 Pre-Treatment NCOA3 8202 37 20 46256364 46256364 Missense_Mutation SNP C T 100 140 c.592C>T c.(592-594)CGT>TGT p.R198C

Pat_54 Pre-Treatment LAMA5 3911 37 20 60887493 60887493 Missense_Mutation SNP G A 3 21 c.9323C>T c.(9322-9324)ACG>ATG p.T3108M

Pat_54 Pre-Treatment TPTE 7179 37 21 10914373 10914373 Missense_Mutation SNP C T 12 70 c.1346G>A c.(1345-1347)GGA>GAA p.G449E

Pat_54 Pre-Treatment NRIP1 8204 37 21 16338494 16338494 Missense_Mutation SNP G A 4 76 c.2020C>T c.(2020-2022)CTC>TTC p.L674F

Pat_54 Pre-Treatment KRTAP24-1 643803 37 21 31654844 31654844 Missense_Mutation SNP C A 6 137 c.407G>T c.(406-408)CGA>CTA p.R136L

Pat_54 Pre-Treatment ERG 2078 37 21 39755465 39755465 Missense_Mutation SNP G A 6 33 c.1321C>T c.(1321-1323)CAC>TAC p.H441Y

Pat_54 Pre-Treatment UBASH3A 53347 37 21 43862610 43862610 Missense_Mutation SNP T G 76 81 c.1535T>G c.(1534-1536)TTT>TGT p.F512C

Pat_54 Pre-Treatment SLC25A18 83733 37 22 18072870 18072870 Nonsense_Mutation SNP G A 21 52 c.816G>A c.(814-816)TGG>TGA p.W272*

Pat_54 Pre-Treatment BCR 613 37 22 23524202 23524202 Missense_Mutation SNP G T 4 47 c.1055G>T c.(1054-1056)CGC>CTC p.R352L

Pat_54 Pre-Treatment MYO18B 84700 37 22 26423117 26423117 Missense_Mutation SNP G A 26 31 c.7177G>A c.(7177-7179)GAT>AAT p.D2393N

Pat_54 Pre-Treatment MYH9 4627 37 22 36708162 36708162 Missense_Mutation SNP G A 48 77 c.1660C>T c.(1660-1662)CCC>TCC p.P554S

Pat_54 Pre-Treatment CACNG2 10369 37 22 36962426 36962426 Missense_Mutation SNP C T 31 69 c.410G>A c.(409-411)AGT>AAT p.S137N

Pat_54 Pre-Treatment TRIOBP 11078 37 22 38120833 38120833 Missense_Mutation SNP C T 66 85 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_54 Pre-Treatment KDELR3 11015 37 22 38878539 38878539 Nonstop_Mutation SNP T C 59 85 c.643T>C c.(643-645)TGA>CGA p.*215R

Pat_54 Pre-Treatment ACO2 50 37 22 41923423 41923423 Missense_Mutation SNP C A 26 50 c.2085C>A c.(2083-2085)CAC>CAA p.H695Q

Pat_54 Pre-Treatment TSPO 706 37 22 43558971 43558971 Missense_Mutation SNP C T 2 2 c.203C>T c.(202-204)GCG>GTG p.A68V

Pat_54 Pre-Treatment PNPLA5 150379 37 22 44277442 44277442 Missense_Mutation SNP T A 3 10 c.1195A>T c.(1195-1197)ATC>TTC p.I399F



Pat_54 Pre-Treatment ZNF385D 79750 37 3 21552450 21552450 Missense_Mutation SNP C T 36 55 c.342G>A c.(340-342)ATG>ATA p.M114I

Pat_54 Pre-Treatment XIRP1 165904 37 3 39230164 39230164 Missense_Mutation SNP C T 4 84 c.773G>A c.(772-774)CGG>CAG p.R258Q

Pat_54 Pre-Treatment AMT 275 37 3 49456545 49456545 Missense_Mutation SNP C G 3 32 c.736G>C c.(736-738)GCT>CCT p.A246P

Pat_54 Pre-Treatment GRM2 2912 37 3 51743354 51743354 Missense_Mutation SNP C T 24 23 c.355C>T c.(355-357)CAC>TAC p.H119Y

Pat_54 Pre-Treatment DNAH1 25981 37 3 52415658 52415658 Missense_Mutation SNP G A 8 4 c.7611G>A c.(7609-7611)ATG>ATA p.M2537I

Pat_54 Pre-Treatment IL17RD 54756 37 3 57143616 57143616 Missense_Mutation SNP G A 50 86 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_54 Pre-Treatment FLNB 2317 37 3 58109342 58109342 Missense_Mutation SNP C T 53 67 c.3649C>T c.(3649-3651)CCC>TCC p.P1217S

Pat_54 Pre-Treatment MAGI1 9223 37 3 65456160 65456160 Splice_Site SNP C G 5 58 c.758_splice c.e5-1 p.A253_splice

Pat_54 Pre-Treatment CCDC80 151887 37 3 112358233 112358233 Missense_Mutation SNP C T 4 53 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_54 Pre-Treatment PLS1 5357 37 3 142389898 142389898 Missense_Mutation SNP G A 120 166 c.298G>A c.(298-300)GAA>AAA p.E100K

Pat_54 Pre-Treatment GK2 2712 37 4 80329072 80329072 Missense_Mutation SNP C T 79 124 c.283G>A c.(283-285)GAA>AAA p.E95K

Pat_54 Pre-Treatment HERC6 55008 37 4 89311882 89311882 Missense_Mutation SNP C T 4 39 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_54 Pre-Treatment MMRN1 22915 37 4 90816651 90816651 Nonsense_Mutation SNP C T 44 45 c.529C>T c.(529-531)CGA>TGA p.R177*

Pat_54 Pre-Treatment FABP2 2169 37 4 120241839 120241839 Missense_Mutation SNP C T 48 89 c.226G>A c.(226-228)GGA>AGA p.G76R

Pat_54 Pre-Treatment FAT4 79633 37 4 126237652 126237652 Missense_Mutation SNP G T 6 130 c.86G>T c.(85-87)TGG>TTG p.W29L

Pat_54 Pre-Treatment GRIA2 2891 37 4 158281253 158281253 Missense_Mutation SNP C T 64 75 c.2249C>T c.(2248-2250)TCC>TTC p.S750F

Pat_54 Pre-Treatment C4orf45 152940 37 4 159836407 159836407 Missense_Mutation SNP C A 4 39 c.461G>T c.(460-462)TGG>TTG p.W154L

Pat_54 Pre-Treatment MTNR1A 4543 37 4 187454897 187454897 Nonsense_Mutation SNP C T 70 66 c.999G>A c.(997-999)TGG>TGA p.W333*

Pat_54 Pre-Treatment FRG1 2483 37 4 190878596 190878596 Missense_Mutation SNP G A 8 225 c.476G>A c.(475-477)TGC>TAC p.C159Y

Pat_54 Pre-Treatment TUBB4Q 56604 37 4 190904535 190904535 Missense_Mutation SNP G A 22 4 c.445C>T c.(445-447)CTT>TTT p.L149F

Pat_54 Pre-Treatment DNAH5 1767 37 5 13883031 13883031 Missense_Mutation SNP G T 4 63 c.3156C>A c.(3154-3156)AGC>AGA p.S1052R

Pat_54 Pre-Treatment SLC45A2 51151 37 5 33984420 33984420 Missense_Mutation SNP G A 3 14 c.269C>T c.(268-270)TCG>TTG p.S90L

Pat_54 Pre-Treatment PARP8 79668 37 5 50092850 50092850 Missense_Mutation SNP G A 4 68 c.1463G>A c.(1462-1464)CGT>CAT p.R488H

Pat_54 Pre-Treatment SNX18 112574 37 5 53815031 53815031 Missense_Mutation SNP G A 4 33 c.1249G>A c.(1249-1251)GCT>ACT p.A417T

Pat_54 Pre-Treatment PCSK1 5122 37 5 95728961 95728961 Missense_Mutation SNP C T 46 16 c.2006G>A c.(2005-2007)CGA>CAA p.R669Q

Pat_54 Pre-Treatment SHROOM1 134549 37 5 132159156 132159156 Missense_Mutation SNP C G 2 4 c.2012G>C c.(2011-2013)CGG>CCG p.R671P

Pat_54 Pre-Treatment KLHL3 26249 37 5 136961519 136961519 Missense_Mutation SNP G A 4 80 c.1658C>T c.(1657-1659)TCG>TTG p.S553L

Pat_54 Pre-Treatment NRG2 9542 37 5 139228173 139228173 Missense_Mutation SNP C T 2 0 c.1882G>A c.(1882-1884)GCC>ACC p.A628T

Pat_54 Pre-Treatment JAKMIP2 9832 37 5 147051353 147051353 Missense_Mutation SNP C T 19 9 c.17G>A c.(16-18)CGA>CAA p.R6Q

Pat_54 Pre-Treatment C5orf40 408263 37 5 156769905 156769905 Missense_Mutation SNP C A 4 32 c.640G>T c.(640-642)GAC>TAC p.D214Y

Pat_54 Pre-Treatment STK10 6793 37 5 171520724 171520724 Missense_Mutation SNP C T 3 26 c.1246G>A c.(1246-1248)GTG>ATG p.V416M

Pat_54 Pre-Treatment UIMC1 51720 37 5 176334117 176334117 Missense_Mutation SNP G A 25 17 c.1910C>T c.(1909-1911)TCA>TTA p.S637L

Pat_54 Pre-Treatment SLC34A1 6569 37 5 176825036 176825036 Missense_Mutation SNP C T 4 89 c.1669C>T c.(1669-1671)CTC>TTC p.L557F

Pat_54 Pre-Treatment FARS2 10667 37 6 5771589 5771589 Missense_Mutation SNP G A 25 64 c.1283G>A c.(1282-1284)AGA>AAA p.R428K

Pat_54 Pre-Treatment TRIM15 89870 37 6 30139833 30139833 Missense_Mutation SNP G A 2 3 c.1105G>A c.(1105-1107)GGG>AGG p.G369R

Pat_54 Pre-Treatment MICB 4277 37 6 31473468 31473468 Missense_Mutation SNP G A 29 38 c.145G>A c.(145-147)GGA>AGA p.G49R

Pat_54 Pre-Treatment LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 6 17 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_54 Pre-Treatment DNAH8 1769 37 6 38905839 38905839 Missense_Mutation SNP G A 4 67 c.11002G>A c.(11002-11004)GCA>ACA p.A3668T

Pat_54 Pre-Treatment GPR115 221393 37 6 47682606 47682606 Missense_Mutation SNP G A 100 101 c.1625G>A c.(1624-1626)GGC>GAC p.G542D

Pat_54 Pre-Treatment COL12A1 1303 37 6 75829185 75829185 Missense_Mutation SNP G A 58 20 c.7091C>T c.(7090-7092)TCA>TTA p.S2364L

Pat_54 Pre-Treatment FABP7 2173 37 6 123102265 123102265 Missense_Mutation SNP C A 4 87 c.274C>A c.(274-276)CTT>ATT p.L92I

Pat_54 Pre-Treatment MAP7 9053 37 6 136682273 136682273 Missense_Mutation SNP G A 3 35 c.1571C>T c.(1570-1572)ACG>ATG p.T524M

Pat_54 Pre-Treatment ADAT2 134637 37 6 143759801 143759801 Missense_Mutation SNP G A 94 34 c.127C>T c.(127-129)CCT>TCT p.P43S

Pat_54 Pre-Treatment GRM1 2911 37 6 146720715 146720715 Missense_Mutation SNP G A 4 39 c.2540G>A c.(2539-2541)CGC>CAC p.R847H

Pat_54 Pre-Treatment IGF2R 3482 37 6 160461747 160461747 Missense_Mutation SNP C T 4 93 c.1471C>T c.(1471-1473)CGC>TGC p.R491C

Pat_54 Pre-Treatment MLLT4 4301 37 6 168316019 168316019 Missense_Mutation SNP C T 3 28 c.2447C>T c.(2446-2448)GCG>GTG p.A816V

Pat_54 Pre-Treatment DGKB 1607 37 7 14647077 14647077 Missense_Mutation SNP C T 69 62 c.1418G>A c.(1417-1419)GGA>GAA p.G473E



Pat_54 Pre-Treatment UPP1 7378 37 7 48139293 48139293 Missense_Mutation SNP C T 76 83 c.71C>T c.(70-72)CCA>CTA p.P24L

Pat_54 Pre-Treatment ABCA13 154664 37 7 48314172 48314172 Missense_Mutation SNP G A 99 82 c.4909G>A c.(4909-4911)GAT>AAT p.D1637N

Pat_54 Pre-Treatment HGF 3082 37 7 81372774 81372774 Missense_Mutation SNP C T 27 39 c.760G>A c.(760-762)GGC>AGC p.G254S

Pat_54 Pre-Treatment CUX1 1523 37 7 101882615 101882615 Missense_Mutation SNP G A 4 46 c.3638G>A c.(3637-3639)CGG>CAG p.R1213Q

Pat_54 Pre-Treatment PPP1R3A 5506 37 7 113518778 113518778 Missense_Mutation SNP C T 28 31 c.2369G>A c.(2368-2370)CGA>CAA p.R790Q

Pat_54 Pre-Treatment KCND2 3751 37 7 119915104 119915104 Missense_Mutation SNP C T 44 51 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_54 Pre-Treatment C7orf58 79974 37 7 120911459 120911459 Missense_Mutation SNP G A 93 127 c.2843G>A c.(2842-2844)GGG>GAG p.G948E

Pat_54 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 79 97 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_54 Pre-Treatment PRSS37 136242 37 7 141536292 141536292 Missense_Mutation SNP C T 39 43 c.611G>A c.(610-612)GGA>GAA p.G204E

Pat_54 Pre-Treatment OR9A2 135924 37 7 142724121 142724121 Missense_Mutation SNP G C 31 36 c.99C>G c.(97-99)TTC>TTG p.F33L

Pat_54 Pre-Treatment OR2F2 135948 37 7 143633062 143633062 Missense_Mutation SNP C T 4 93 c.737C>T c.(736-738)ACG>ATG p.T246M

Pat_54 Pre-Treatment TNFRSF10D 8793 37 8 23012464 23012464 Missense_Mutation SNP C T 10 23 c.179G>A c.(178-180)CGG>CAG p.R60Q

Pat_54 Pre-Treatment LOXL2 4017 37 8 23191094 23191095 Missense_Mutation DNP GG TA 27 22 c.785_786CC>TA c.(784-786)TCC>TTA p.S262L

Pat_54 Pre-Treatment PURG 29942 37 8 30889547 30889547 Missense_Mutation SNP C T 5 89 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_54 Pre-Treatment PMP2 5375 37 8 82357090 82357090 Missense_Mutation SNP C T 184 91 c.208G>A c.(208-210)GAA>AAA p.E70K

Pat_54 Pre-Treatment CA1 759 37 8 86240815 86240815 Missense_Mutation SNP C T 310 131 c.760G>A c.(760-762)GGC>AGC p.G254S

Pat_54 Pre-Treatment CDH17 1015 37 8 95164286 95164286 Missense_Mutation SNP G A 37 151 c.1606C>T c.(1606-1608)CCT>TCT p.P536S

Pat_54 Pre-Treatment MTERFD1 51001 37 8 97258585 97258585 Missense_Mutation SNP C T 110 70 c.775G>A c.(775-777)GAT>AAT p.D259N

Pat_54 Pre-Treatment TRPS1 7227 37 8 116632264 116632264 Missense_Mutation SNP G A 53 125 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_54 Pre-Treatment DEPDC6 64798 37 8 121019091 121019091 Missense_Mutation SNP C T 133 61 c.973C>T c.(973-975)CCG>TCG p.P325S

Pat_54 Pre-Treatment NFKBIL2 4796 37 8 145661076 145661076 Missense_Mutation SNP G A 4 76 c.2740C>T c.(2740-2742)CCC>TCC p.P914S

Pat_54 Pre-Treatment SLC1A1 6505 37 9 4572341 4572341 Missense_Mutation SNP C G 329 46 c.720C>G c.(718-720)TTC>TTG p.F240L

Pat_54 Pre-Treatment RANBP6 26953 37 9 6012658 6012658 Missense_Mutation SNP T G 3 20 c.2950A>C c.(2950-2952)ATA>CTA p.I984L

Pat_54 Pre-Treatment CER1 9350 37 9 14722348 14722348 Missense_Mutation SNP C T 31 5 c.323G>A c.(322-324)GGG>GAG p.G108E

Pat_54 Pre-Treatment TAF1L 138474 37 9 32631815 32631815 Missense_Mutation SNP G A 3 39 c.3763C>T c.(3763-3765)CGG>TGG p.R1255W

Pat_54 Pre-Treatment PIGO 84720 37 9 35090224 35090224 Missense_Mutation SNP G A 4 82 c.2908C>T c.(2908-2910)CGG>TGG p.R970W

Pat_54 Pre-Treatment LOC286238 286238 37 9 91262333 91262333 Missense_Mutation SNP C T 14 13 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_54 Pre-Treatment ROR2 4920 37 9 94486974 94486974 Missense_Mutation SNP G A 3 29 c.1802C>T c.(1801-1803)GCG>GTG p.A601V

Pat_54 Pre-Treatment OR13C3 138803 37 9 107298641 107298641 Missense_Mutation SNP G A 119 160 c.454C>T c.(454-456)CGT>TGT p.R152C

Pat_54 Pre-Treatment UCK1 83549 37 9 134404363 134404363 Missense_Mutation SNP C T 4 77 c.571G>A c.(571-573)GTG>ATG p.V191M

Pat_54 Pre-Treatment PNPLA7 375775 37 9 140356758 140356758 Missense_Mutation SNP G A 5 128 c.3443C>T c.(3442-3444)ACG>ATG p.T1148M

Pat_54 Pre-Treatment ARSF 416 37 X 3030250 3030250 Missense_Mutation SNP G A 30 46 c.1426G>A c.(1426-1428)GTA>ATA p.V476I

Pat_54 Pre-Treatment MXRA5 25878 37 X 3228497 3228497 Missense_Mutation SNP C T 3 5 c.7747G>A c.(7747-7749)GAT>AAT p.D2583N

Pat_54 Pre-Treatment DDX53 168400 37 X 23018769 23018769 Missense_Mutation SNP G A 87 109 c.595G>A c.(595-597)GAA>AAA p.E199K

Pat_54 Pre-Treatment MAGEB1 4112 37 X 30269335 30269335 Missense_Mutation SNP G A 4 63 c.725G>A c.(724-726)CGT>CAT p.R242H

Pat_54 Pre-Treatment HUWE1 10075 37 X 53577633 53577633 Missense_Mutation SNP T C 39 70 c.9482A>G c.(9481-9483)CAT>CGT p.H3161R

Pat_54 Pre-Treatment WNK3 65267 37 X 54275818 54275818 Missense_Mutation SNP G A 4 96 c.2963C>T c.(2962-2964)CCA>CTA p.P988L

Pat_54 Pre-Treatment ZDHHC15 158866 37 X 74648947 74648947 Missense_Mutation SNP G A 64 58 c.569C>T c.(568-570)ACG>ATG p.T190M

Pat_54 Pre-Treatment ESX1 80712 37 X 103495237 103495237 Missense_Mutation SNP G A 9 6 c.893C>T c.(892-894)CCG>CTG p.P298L

Pat_54 Pre-Treatment LRCH2 57631 37 X 114418999 114418999 Missense_Mutation SNP C T 24 33 c.596G>A c.(595-597)GGG>GAG p.G199E

Pat_54 Pre-Treatment DOCK11 139818 37 X 117758535 117758535 Missense_Mutation SNP C T 226 452 c.3505C>T c.(3505-3507)CCC>TCC p.P1169S

Pat_54 Pre-Treatment CT47B1 643311 37 X 120007788 120007788 Missense_Mutation SNP C T 311 475 c.862G>A c.(862-864)GAT>AAT p.D288N

Pat_54 Pre-Treatment STAG2 10735 37 X 123181208 123181208 Missense_Mutation SNP G A 78 102 c.672G>A c.(670-672)ATG>ATA p.M224I

Pat_54 Pre-Treatment CD99L2 83692 37 X 149983391 149983391 Missense_Mutation SNP G A 165 299 c.221C>T c.(220-222)GCT>GTT p.A74V

Pat_54 Pre-Treatment PLXNA3 55558 37 X 153694839 153694839 Missense_Mutation SNP G A 21 27 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_55 Pre-Treatment TESK2 10420 37 1 45810777 45810777 Missense_Mutation SNP G T 48 93 c.1451C>A c.(1450-1452)CCA>CAA p.P484Q

Pat_55 Pre-Treatment LPHN2 23266 37 1 82408887 82408887 Missense_Mutation SNP G A 30 39 c.632G>A c.(631-633)GGA>GAA p.G211E



Pat_55 Pre-Treatment PKN2 5586 37 1 89298971 89298971 Missense_Mutation SNP C A 24 31 c.2795C>A c.(2794-2796)CCA>CAA p.P932Q

Pat_55 Pre-Treatment TBX15 6913 37 1 119427953 119427953 Missense_Mutation SNP C T 22 12 c.893G>A c.(892-894)CGA>CAA p.R298Q

Pat_55 Pre-Treatment ITGA10 8515 37 1 145533490 145533490 Missense_Mutation SNP G A 10 22 c.1373G>A c.(1372-1374)GGA>GAA p.G458E

Pat_55 Pre-Treatment TCHHL1 126637 37 1 152058489 152058489 Missense_Mutation SNP C T 21 35 c.1669G>A c.(1669-1671)GAA>AAA p.E557K

Pat_55 Pre-Treatment RGS16 6004 37 1 182571247 182571247 Missense_Mutation SNP C G 26 186 c.241G>C c.(241-243)GCT>CCT p.A81P

Pat_55 Pre-Treatment LAMC1 3915 37 1 183095388 183095389 Missense_Mutation DNP GG AA 40 74 .2935_2936GG>AAc.(2935-2937)GGC>AAC p.G979N

Pat_55 Pre-Treatment AKT3 10000 37 1 243859016 243859016 Missense_Mutation SNP C T 5 7 c.49G>A c.(49-51)GAA>AAA p.E17K

Pat_55 Pre-Treatment ABCC2 1244 37 10 101591417 101591417 Missense_Mutation SNP C T 30 66 c.2933C>T c.(2932-2934)TCG>TTG p.S978L

Pat_55 Pre-Treatment MMP26 56547 37 11 5010966 5010967 Missense_Mutation DNP GG AA 6 24 c.188_189GG>AA c.(187-189)CGG>CAA p.R63Q

Pat_55 Pre-Treatment LPXN 9404 37 11 58295144 58295144 Missense_Mutation SNP G A 11 17 c.944C>T c.(943-945)CCA>CTA p.P315L

Pat_55 Pre-Treatment CCDC91 55297 37 12 28544279 28544279 Missense_Mutation SNP G A 16 35 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_55 Pre-Treatment SLC24A6 80024 37 12 113745599 113745600 Missense_Mutation DNP GG AA 29 8 c.1307_1308CC>TTc.(1306-1308)GCC>GTT p.A436V

Pat_55 Pre-Treatment ATP12A 479 37 13 25272803 25272803 Missense_Mutation SNP T C 3 22 c.1520T>C c.(1519-1521)ATC>ACC p.I507T

Pat_55 Pre-Treatment OR4K13 390433 37 14 20502407 20502407 Missense_Mutation SNP G A 25 34 c.511C>T c.(511-513)CCC>TCC p.P171S

Pat_55 Pre-Treatment SLC8A3 6547 37 14 70634811 70634811 Missense_Mutation SNP C T 10 10 c.329G>A c.(328-330)AGG>AAG p.R110K

Pat_55 Pre-Treatment SIPA1L1 26037 37 14 72200448 72200448 Missense_Mutation SNP G A 20 40 c.4990G>A c.(4990-4992)GAC>AAC p.D1664N

Pat_55 Pre-Treatment AQR 9716 37 15 35252991 35252991 Missense_Mutation SNP C T 4 4 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_55 Pre-Treatment CGNL1 84952 37 15 57820877 57820877 Missense_Mutation SNP G A 53 75 c.3065G>A c.(3064-3066)CGG>CAG p.R1022Q

Pat_55 Pre-Treatment ST8SIA2 8128 37 15 92977587 92977587 Missense_Mutation SNP C T 14 42 c.272C>T c.(271-273)ACG>ATG p.T91M

Pat_55 Pre-Treatment ADCY9 115 37 16 4016579 4016579 Missense_Mutation SNP C T 38 77 c.3259G>A c.(3259-3261)GAG>AAG p.E1087K

Pat_55 Pre-Treatment RRN3 54700 37 16 15179515 15179515 Missense_Mutation SNP A T 6 10 c.513T>A c.(511-513)GAT>GAA p.D171E

Pat_55 Pre-Treatment ADAMTS18 170692 37 16 77398138 77398138 Missense_Mutation SNP C T 37 73 c.919G>A c.(919-921)GAA>AAA p.E307K

Pat_55 Pre-Treatment LRRC50 123872 37 16 84203783 84203783 Missense_Mutation SNP C T 18 28 c.1349C>T c.(1348-1350)CCG>CTG p.P450L

Pat_55 Pre-Treatment CHD3 1107 37 17 7797762 7797762 Missense_Mutation SNP G A 47 63 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_55 Pre-Treatment CCT6B 10693 37 17 33267624 33267624 Missense_Mutation SNP G A 6 22 c.902C>T c.(901-903)TCC>TTC p.S301F

Pat_55 Pre-Treatment ACACA 31 37 17 35479508 35479508 Missense_Mutation SNP C T 51 105 c.5972G>A c.(5971-5973)CGA>CAA p.R1991Q

Pat_55 Pre-Treatment CD300LG 146894 37 17 41930295 41930295 Missense_Mutation SNP C T 32 90 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_55 Pre-Treatment KIAA1328 57536 37 18 34802008 34802008 Nonsense_Mutation SNP C T 4 17 c.1552C>T c.(1552-1554)CAG>TAG p.Q518*

Pat_55 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 4 30 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_55 Pre-Treatment OR7A10 390892 37 19 14952652 14952652 Missense_Mutation SNP A G 4 52 c.38T>C c.(37-39)CTT>CCT p.L13P

Pat_55 Pre-Treatment ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 4 48 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_55 Pre-Treatment ZNF91 7644 37 19 23544867 23544867 Missense_Mutation SNP T C 5 122 c.914A>G c.(913-915)CAT>CGT p.H305R

Pat_55 Pre-Treatment RYR1 6261 37 19 39018357 39018357 Missense_Mutation SNP C T 14 14 c.10757C>T c.(10756-10758)GCC>GTC p.A3586V

Pat_55 Pre-Treatment ZNF534 147658 37 19 52942507 52942507 Missense_Mutation SNP A T 3 16 c.1833A>T c.(1831-1833)AAA>AAT p.K611N

Pat_55 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 9 127 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_55 Pre-Treatment ZNF761 388561 37 19 53958318 53958318 Missense_Mutation SNP C T 35 60 c.557C>T c.(556-558)ACC>ATC p.T186I

Pat_55 Pre-Treatment HEATR5B 54497 37 2 37283664 37283664 Missense_Mutation SNP G A 21 116 c.2318C>T c.(2317-2319)CCC>CTC p.P773L

Pat_55 Pre-Treatment ZNF638 27332 37 2 71577099 71577099 Missense_Mutation SNP T C 15 119 c.1015T>C c.(1015-1017)TCG>CCG p.S339P

Pat_55 Pre-Treatment ZEB2 9839 37 2 145157238 145157238 Missense_Mutation SNP G A 28 66 c.1516C>T c.(1516-1518)CCT>TCT p.P506S

Pat_55 Pre-Treatment RQCD1 9125 37 2 219449405 219449406 Missense_Mutation DNP CC TT 82 51 c.391_392CC>TT c.(391-393)CCC>TTC p.P131F

Pat_55 Pre-Treatment TGM3 7053 37 20 2308804 2308804 Nonsense_Mutation SNP C T 26 77 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_55 Pre-Treatment LPIN3 64900 37 20 39978485 39978485 Missense_Mutation SNP C T 4 22 c.710C>T c.(709-711)CCC>CTC p.P237L

Pat_55 Pre-Treatment XKR3 150165 37 22 17265144 17265144 Missense_Mutation SNP G A 7 19 c.745C>T c.(745-747)CGT>TGT p.R249C

Pat_55 Pre-Treatment SCN10A 6336 37 3 38760146 38760146 Missense_Mutation SNP T C 36 63 c.3679A>G c.(3679-3681)AAT>GAT p.N1227D

Pat_55 Pre-Treatment RRP9 9136 37 3 51969478 51969478 Missense_Mutation SNP T C 15 31 c.851A>G c.(850-852)GAC>GGC p.D284G

Pat_55 Pre-Treatment NISCH 11188 37 3 52492810 52492810 Missense_Mutation SNP C T 11 29 c.310C>T c.(310-312)CCT>TCT p.P104S

Pat_55 Pre-Treatment SH3BP2 6452 37 4 2831570 2831570 Missense_Mutation SNP G A 3 72 c.937G>A c.(937-939)GGG>AGG p.G313R



Pat_55 Pre-Treatment LPHN3 23284 37 4 62363063 62363063 Missense_Mutation SNP C T 4 15 c.52C>T c.(52-54)CAT>TAT p.H18Y

Pat_55 Pre-Treatment MUC7 4589 37 4 71347138 71347138 Missense_Mutation SNP C T 7 292 c.677C>T c.(676-678)CCA>CTA p.P226L

Pat_55 Pre-Treatment MMRN1 22915 37 4 90874228 90874228 Missense_Mutation SNP C T 17 35 c.3346C>T c.(3346-3348)CCT>TCT p.P1116S

Pat_55 Pre-Treatment DCHS2 54798 37 4 155287505 155287505 Missense_Mutation SNP G A 14 42 c.551C>T c.(550-552)ACG>ATG p.T184M

Pat_55 Pre-Treatment TRIML2 205860 37 4 189022221 189022221 Missense_Mutation SNP C T 4 17 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_55 Pre-Treatment MYO10 4651 37 5 16763627 16763627 Nonsense_Mutation SNP C T 16 139 c.1457G>A c.(1456-1458)TGG>TAG p.W486*

Pat_55 Pre-Treatment DPYSL3 1809 37 5 146785236 146785236 Missense_Mutation SNP G A 95 85 c.748C>T c.(748-750)CTC>TTC p.L250F

Pat_55 Pre-Treatment KPNA5 3841 37 6 117043419 117043419 Missense_Mutation SNP C T 16 6 c.887C>T c.(886-888)TCT>TTT p.S296F

Pat_55 Pre-Treatment PLEKHG1 57480 37 6 151151742 151151742 Nonsense_Mutation SNP C T 24 14 c.1495C>T c.(1495-1497)CAG>TAG p.Q499*

Pat_55 Pre-Treatment ABCA13 154664 37 7 48314892 48314892 Missense_Mutation SNP A G 6 36 c.5629A>G c.(5629-5631)AGC>GGC p.S1877G

Pat_55 Pre-Treatment CCDC136 64753 37 7 128455933 128455933 Missense_Mutation SNP C T 14 8 c.3311C>T c.(3310-3312)TCC>TTC p.S1104F

Pat_55 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 34 40 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_55 Pre-Treatment CNTNAP2 26047 37 7 147844762 147844762 Missense_Mutation SNP G A 9 45 c.2734G>A c.(2734-2736)GGC>AGC p.G912S

Pat_55 Pre-Treatment ZNF425 155054 37 7 148800760 148800760 Missense_Mutation SNP C T 5 13 c.2203G>A c.(2203-2205)GGG>AGG p.G735R

Pat_55 Pre-Treatment KIF13B 23303 37 8 29006228 29006229 Missense_Mutation DNP GG AA 10 34 c.1678_1679CC>TTc.(1678-1680)CCC>TTC p.P560F

Pat_55 Pre-Treatment TOX 9760 37 8 59750713 59750713 Missense_Mutation SNP G A 28 90 c.851C>T c.(850-852)CCA>CTA p.P284L

Pat_55 Pre-Treatment MPDZ 8777 37 9 13223586 13223586 Missense_Mutation SNP C T 18 8 c.517G>A c.(517-519)GGC>AGC p.G173S

Pat_55 Pre-Treatment MAOB 4129 37 X 43637936 43637936 Missense_Mutation SNP G A 6 5 c.1130C>T c.(1129-1131)GCT>GTT p.A377V

Pat_55 Pre-Treatment ZNF81 347344 37 X 47775358 47775358 Missense_Mutation SNP G A 13 22 c.1313G>A c.(1312-1314)GGA>GAA p.G438E

Pat_55 Pre-Treatment HUWE1 10075 37 X 53610865 53610866 Missense_Mutation DNP CC TT 27 45 .5172_5173GG>AA5170-5175)TTGGCC>TTAA p.A1725T

Pat_55 Pre-Treatment HUWE1 10075 37 X 53652192 53652192 Missense_Mutation SNP G C 15 90 c.1517C>G c.(1516-1518)GCA>GGA p.A506G

Pat_55 Pre-Treatment KIAA2022 340533 37 X 73960365 73960365 Missense_Mutation SNP C T 7 7 c.4027G>A c.(4027-4029)GAA>AAA p.E1343K

Pat_55 Pre-Treatment POF1B 79983 37 X 84600936 84600936 Missense_Mutation SNP C T 51 125 c.653G>A c.(652-654)GGA>GAA p.G218E

Pat_55 Pre-Treatment COL4A5 1287 37 X 107923946 107923946 Missense_Mutation SNP G A 17 19 c.3980G>A c.(3979-3981)GGA>GAA p.G1327E

Pat_55 Pre-Treatment DOCK11 139818 37 X 117695382 117695382 Missense_Mutation SNP C T 19 25 c.595C>T c.(595-597)CCT>TCT p.P199S

Pat_55 Pre-Treatment MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 3 66 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_55 Pre-Treatment MAGEA10 4109 37 X 151303080 151303080 Missense_Mutation SNP T C 34 55 c.1013A>G c.(1012-1014)GAA>GGA p.E338G

Pat_60 Pre-Treatment MIB2 142678 37 1 1560692 1560692 Missense_Mutation SNP G A 2 0 c.922G>A c.(922-924)GTG>ATG p.V308M

Pat_60 Pre-Treatment PLEKHG5 57449 37 1 6531685 6531685 Missense_Mutation SNP G A 2 1 c.1312C>T c.(1312-1314)CGC>TGC p.R438C

Pat_60 Pre-Treatment PRDM2 7799 37 1 14107382 14107382 Missense_Mutation SNP C T 29 111 c.3092C>T c.(3091-3093)CCC>CTC p.P1031L

Pat_60 Pre-Treatment AGMAT 79814 37 1 15904220 15904220 Missense_Mutation SNP C T 10 35 c.860G>A c.(859-861)GGG>GAG p.G287E

Pat_60 Pre-Treatment AGMAT 79814 37 1 15911204 15911204 Missense_Mutation SNP G A 2 2 c.259C>T c.(259-261)CGG>TGG p.R87W

Pat_60 Pre-Treatment UBR4 23352 37 1 19467910 19467910 Missense_Mutation SNP G A 8 30 c.8419C>T c.(8419-8421)CCA>TCA p.P2807S

Pat_60 Pre-Treatment LCK 3932 37 1 32740638 32740638 Missense_Mutation SNP G A 4 82 c.232G>A c.(232-234)GGA>AGA p.G78R

Pat_60 Pre-Treatment GRIK3 2899 37 1 37325557 37325557 Missense_Mutation SNP C T 4 40 c.848G>A c.(847-849)CGG>CAG p.R283Q

Pat_60 Pre-Treatment EIF2B3 8891 37 1 45363093 45363093 Missense_Mutation SNP G A 4 40 c.590C>T c.(589-591)ACG>ATG p.T197M

Pat_60 Pre-Treatment MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 3 65 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_60 Pre-Treatment INADL 10207 37 1 62582843 62582843 Nonsense_Mutation SNP C T 21 97 c.4843C>T c.(4843-4845)CGA>TGA p.R1615*

Pat_60 Pre-Treatment KANK4 163782 37 1 62740084 62740084 Missense_Mutation SNP C T 3 11 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_60 Pre-Treatment C1orf146 388649 37 1 92710383 92710383 Missense_Mutation SNP A C 33 131 c.377A>C c.(376-378)AAT>ACT p.N126T

Pat_60 Pre-Treatment COL11A1 1301 37 1 103470043 103470043 Missense_Mutation SNP C T 14 64 c.1901G>A c.(1900-1902)GGA>GAA p.G634E

Pat_60 Pre-Treatment PRMT6 55170 37 1 107599699 107599699 Missense_Mutation SNP G A 3 29 c.362G>A c.(361-363)CGG>CAG p.R121Q

Pat_60 Pre-Treatment C1orf194 127003 37 1 109649210 109649210 Missense_Mutation SNP C T 39 140 c.386G>A c.(385-387)AGA>AAA p.R129K

Pat_60 Pre-Treatment SYCP1 6847 37 1 115428861 115428861 Missense_Mutation SNP C T 50 160 c.1121C>T c.(1120-1122)TCG>TTG p.S374L

Pat_60 Pre-Treatment PHGDH 26227 37 1 120285616 120285616 Missense_Mutation SNP C T 4 77 c.1396C>T c.(1396-1398)CTC>TTC p.L466F

Pat_60 Pre-Treatment NOTCH2NL 388677 37 1 145290447 145290447 Missense_Mutation SNP C T 21 546 c.653C>T c.(652-654)CCT>CTT p.P218L

Pat_60 Pre-Treatment NBPF10 100132406 37 1 145304523 145304523 Missense_Mutation SNP C T 70 433 c.1456C>T c.(1456-1458)CAT>TAT p.H486Y



Pat_60 Pre-Treatment RPRD2 23248 37 1 150429902 150429902 Missense_Mutation SNP C T 50 147 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_60 Pre-Treatment RFX5 5993 37 1 151315846 151315846 Missense_Mutation SNP G A 16 41 c.830C>T c.(829-831)GCC>GTC p.A277V

Pat_60 Pre-Treatment S100A7L2 645922 37 1 153410754 153410754 Missense_Mutation SNP G A 15 73 c.85C>T c.(85-87)CGC>TGC p.R29C

Pat_60 Pre-Treatment UBE2Q1 55585 37 1 154528003 154528003 Missense_Mutation SNP C A 4 71 c.438G>T c.(436-438)TTG>TTT p.L146F

Pat_60 Pre-Treatment OR10K1 391109 37 1 158435891 158435891 Missense_Mutation SNP C A 31 176 c.540C>A c.(538-540)GAC>GAA p.D180E

Pat_60 Pre-Treatment SLAMF7 57823 37 1 160722031 160722031 Missense_Mutation SNP C T 3 67 c.929C>T c.(928-930)CCG>CTG p.P310L

Pat_60 Pre-Treatment FMO2 2327 37 1 171173088 171173088 Missense_Mutation SNP C T 3 63 c.712C>T c.(712-714)CGG>TGG p.R238W

Pat_60 Pre-Treatment RABGAP1L 9910 37 1 174363191 174363191 Missense_Mutation SNP C T 64 120 c.1618C>T c.(1618-1620)CCT>TCT p.P540S

Pat_60 Pre-Treatment ZNF648 127665 37 1 182026271 182026271 Missense_Mutation SNP C T 2 0 c.875G>A c.(874-876)GGC>GAC p.G292D

Pat_60 Pre-Treatment RGS18 64407 37 1 192128444 192128444 Missense_Mutation SNP G A 12 62 c.214G>A c.(214-216)GAA>AAA p.E72K

Pat_60 Pre-Treatment DDX59 83479 37 1 200633067 200633067 Missense_Mutation SNP G A 17 84 c.952C>T c.(952-954)CGT>TGT p.R318C

Pat_60 Pre-Treatment CAMSAP1L1 23271 37 1 200819038 200819038 Missense_Mutation SNP A T 4 61 c.3174A>T c.(3172-3174)AAA>AAT p.K1058N

Pat_60 Pre-Treatment LGR6 59352 37 1 202270330 202270330 Missense_Mutation SNP C T 6 36 c.896C>T c.(895-897)TCG>TTG p.S299L

Pat_60 Pre-Treatment TMCC2 9911 37 1 205238112 205238112 Missense_Mutation SNP C T 11 50 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_60 Pre-Treatment HEATR1 55127 37 1 236729334 236729334 Missense_Mutation SNP T A 4 39 c.4320A>T c.(4318-4320)TTA>TTT p.L1440F

Pat_60 Pre-Treatment ACTN2 88 37 1 236924453 236924453 Missense_Mutation SNP C T 4 45 c.2506C>T c.(2506-2508)CGG>TGG p.R836W

Pat_60 Pre-Treatment SMYD3 64754 37 1 246498703 246498703 Missense_Mutation SNP G A 54 147 c.302C>T c.(301-303)TCC>TTC p.S101F

Pat_60 Pre-Treatment C1orf150 148823 37 1 247737445 247737445 Missense_Mutation SNP G A 22 101 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_60 Pre-Treatment C10orf18 54906 37 10 5788409 5788409 Missense_Mutation SNP G A 3 52 c.3025G>A c.(3025-3027)GCA>ACA p.A1009T

Pat_60 Pre-Treatment TAF3 83860 37 10 8006435 8006435 Missense_Mutation SNP C T 7 16 c.962C>T c.(961-963)CCC>CTC p.P321L

Pat_60 Pre-Treatment CAMK1D 57118 37 10 12803005 12803005 Missense_Mutation SNP G A 7 47 c.358G>A c.(358-360)GAT>AAT p.D120N

Pat_60 Pre-Treatment MYO3A 53904 37 10 26355954 26355954 Missense_Mutation SNP C T 28 104 c.1004C>T c.(1003-1005)TCC>TTC p.S335F

Pat_60 Pre-Treatment APBB1IP 54518 37 10 26849663 26849663 Missense_Mutation SNP G A 7 35 c.1259G>A c.(1258-1260)GGG>GAG p.G420E

Pat_60 Pre-Treatment ARMC4 55130 37 10 28225687 28225688 Nonsense_Mutation DNP CC TT 49 162 .2219_2220GG>AAc.(2218-2220)TGG>TAA p.W740*

Pat_60 Pre-Treatment ANKRD30A 91074 37 10 37425564 37425564 Missense_Mutation SNP G A 6 22 c.617G>A c.(616-618)CGA>CAA p.R206Q

Pat_60 Pre-Treatment ARHGAP22 58504 37 10 49667836 49667836 Missense_Mutation SNP G A 3 31 c.550C>T c.(550-552)CGG>TGG p.R184W

Pat_60 Pre-Treatment OGDHL 55753 37 10 50948765 50948765 Missense_Mutation SNP C T 2 2 c.2131G>A c.(2131-2133)GGA>AGA p.G711R

Pat_60 Pre-Treatment MBL2 4153 37 10 54531224 54531224 Missense_Mutation SNP C T 25 65 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_60 Pre-Treatment PCDH15 65217 37 10 55570336 55570336 Missense_Mutation SNP C T 29 137 c.4498G>A c.(4498-4500)GAA>AAA p.E1500K

Pat_60 Pre-Treatment MYOF 26509 37 10 95157032 95157032 Missense_Mutation SNP C T 4 70 c.1306G>A c.(1306-1308)GAA>AAA p.E436K

Pat_60 Pre-Treatment CYP2C9 1559 37 10 96745844 96745844 Missense_Mutation SNP C T 50 133 c.1204C>T c.(1204-1206)CCC>TCC p.P402S

Pat_60 Pre-Treatment SCD 6319 37 10 102120518 102120518 Missense_Mutation SNP C T 50 101 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_60 Pre-Treatment PPRC1 23082 37 10 103904025 103904025 Missense_Mutation SNP C T 3 48 c.3569C>T c.(3568-3570)CCT>CTT p.P1190L

Pat_60 Pre-Treatment SORCS1 114815 37 10 108366965 108366965 Missense_Mutation SNP G A 22 45 c.3124C>T c.(3124-3126)CCA>TCA p.P1042S

Pat_60 Pre-Treatment KIAA1598 57698 37 10 118687348 118687348 Missense_Mutation SNP G A 55 117 c.1067C>T c.(1066-1068)CCT>CTT p.P356L

Pat_60 Pre-Treatment DMBT1 1755 37 10 124395670 124395670 Missense_Mutation SNP G A 4 13 c.6325G>A c.(6325-6327)GGG>AGG p.G2109R

Pat_60 Pre-Treatment DMBT1 1755 37 10 124399773 124399773 Missense_Mutation SNP C A 20 80 c.6773C>A c.(6772-6774)TCC>TAC p.S2258Y

Pat_60 Pre-Treatment JAKMIP3 282973 37 10 133954015 133954015 Missense_Mutation SNP T C 2 6 c.1405T>C c.(1405-1407)TCC>CCC p.S469P

Pat_60 Pre-Treatment KRTAP5-1 387264 37 11 1606166 1606166 Missense_Mutation SNP G C 4 32 c.314C>G c.(313-315)TCC>TGC p.S105C

Pat_60 Pre-Treatment OR51A4 401666 37 11 4967801 4967801 Missense_Mutation SNP G A 15 34 c.530C>T c.(529-531)TCC>TTC p.S177F

Pat_60 Pre-Treatment HBE1 3046 37 11 5290787 5290787 Missense_Mutation SNP G A 13 41 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_60 Pre-Treatment TRIM6-TRIM34 445372 37 11 5664622 5664622 Missense_Mutation SNP C T 22 81 c.2212C>T c.(2212-2214)CGT>TGT p.R738C

Pat_60 Pre-Treatment TRIM22 10346 37 11 5729503 5729503 Missense_Mutation SNP G A 3 58 c.874G>A c.(874-876)GAG>AAG p.E292K

Pat_60 Pre-Treatment TRIM3 10612 37 11 6477363 6477363 Missense_Mutation SNP C T 3 57 c.1472G>A c.(1471-1473)GGT>GAT p.G491D

Pat_60 Pre-Treatment SPON1 10418 37 11 14063077 14063077 Missense_Mutation SNP G A 32 219 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_60 Pre-Treatment KCNJ11 3767 37 11 17408942 17408942 Missense_Mutation SNP G A 5 14 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_60 Pre-Treatment SLC6A5 9152 37 11 20639381 20639381 Nonsense_Mutation SNP G A 28 75 c.1211G>A c.(1210-1212)TGG>TAG p.W404*



Pat_60 Pre-Treatment QSER1 79832 37 11 32956501 32956501 Missense_Mutation SNP C T 52 186 c.3310C>T c.(3310-3312)CCA>TCA p.P1104S

Pat_60 Pre-Treatment DAGLA 747 37 11 61498913 61498913 Missense_Mutation SNP C T 5 92 c.974C>T c.(973-975)TCG>TTG p.S325L

Pat_60 Pre-Treatment LRRN4CL 221091 37 11 62455559 62455559 Missense_Mutation SNP T A 3 23 c.422A>T c.(421-423)AAG>ATG p.K141M

Pat_60 Pre-Treatment ESRRA 2101 37 11 64083386 64083386 Missense_Mutation SNP A G 3 26 c.1220A>G c.(1219-1221)AAG>AGG p.K407R

Pat_60 Pre-Treatment RIN1 9610 37 11 66103142 66103142 Missense_Mutation SNP C G 2 7 c.394G>C c.(394-396)GAG>CAG p.E132Q

Pat_60 Pre-Treatment NPAS4 266743 37 11 66190601 66190601 Missense_Mutation SNP A G 5 8 c.706A>G c.(706-708)ATC>GTC p.I236V

Pat_60 Pre-Treatment PPP1CA 5499 37 11 67168288 67168288 Missense_Mutation SNP C T 5 138 c.290G>A c.(289-291)GGC>GAC p.G97D

Pat_60 Pre-Treatment IL18BP 10068 37 11 71712851 71712851 Missense_Mutation SNP C T 4 56 c.529C>T c.(529-531)CCC>TCC p.P177S

Pat_60 Pre-Treatment P2RY2 5029 37 11 72945673 72945673 Missense_Mutation SNP G A 3 8 c.469G>A c.(469-471)GTG>ATG p.V157M

Pat_60 Pre-Treatment MOGAT2 80168 37 11 75431138 75431138 Missense_Mutation SNP C T 6 150 c.193C>T c.(193-195)CGG>TGG p.R65W

Pat_60 Pre-Treatment DRD2 1813 37 11 113283314 113283314 Missense_Mutation SNP C T 9 32 c.1102G>A c.(1102-1104)GAG>AAG p.E368K

Pat_60 Pre-Treatment TMPRSS4 56649 37 11 117975469 117975469 Missense_Mutation SNP C T 10 35 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_60 Pre-Treatment TECTA 7007 37 11 121032866 121032866 Missense_Mutation SNP G T 3 49 c.5059G>T c.(5059-5061)GGT>TGT p.G1687C

Pat_60 Pre-Treatment CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 10 248 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_60 Pre-Treatment SLC2A14 144195 37 12 7970507 7970507 Missense_Mutation SNP G A 3 17 c.1264C>T c.(1264-1266)CGC>TGC p.R422C

Pat_60 Pre-Treatment RECQL 5965 37 12 21624361 21624361 Splice_Site SNP C T 4 51 c.1667_splice c.e14+1 p.K556_splice

Pat_60 Pre-Treatment GYS2 2998 37 12 21692230 21692230 Missense_Mutation SNP G A 32 142 c.1852C>T c.(1852-1854)CCA>TCA p.P618S

Pat_60 Pre-Treatment BCAT1 586 37 12 24982759 24982759 Missense_Mutation SNP G T 3 43 c.1117C>A c.(1117-1119)CAG>AAG p.Q373K

Pat_60 Pre-Treatment TMTC1 83857 37 12 29673644 29673644 Nonsense_Mutation SNP T A 16 44 c.1471A>T c.(1471-1473)AAA>TAA p.K491*

Pat_60 Pre-Treatment CACNB3 784 37 12 49219475 49219475 Missense_Mutation SNP C T 20 88 c.665C>T c.(664-666)TCC>TTC p.S222F

Pat_60 Pre-Treatment KRT74 121391 37 12 52966259 52966259 Missense_Mutation SNP G T 4 63 c.664C>A c.(664-666)CTG>ATG p.L222M

Pat_60 Pre-Treatment KRT79 338785 37 12 53225247 53225247 Missense_Mutation SNP C T 29 91 c.641G>A c.(640-642)GGG>GAG p.G214E

Pat_60 Pre-Treatment ESPL1 9700 37 12 53668692 53668692 Missense_Mutation SNP C T 4 41 c.1598C>T c.(1597-1599)GCC>GTC p.A533V

Pat_60 Pre-Treatment SLC26A10 65012 37 12 58015202 58015202 Missense_Mutation SNP C G 2 4 c.547C>G c.(547-549)CTC>GTC p.L183V

Pat_60 Pre-Treatment PTPRB 5787 37 12 70956819 70956819 Missense_Mutation SNP C T 4 27 c.3319G>A c.(3319-3321)GCC>ACC p.A1107T

Pat_60 Pre-Treatment ACSS3 79611 37 12 81610767 81610767 Missense_Mutation SNP G A 19 39 c.1442G>A c.(1441-1443)GGA>GAA p.G481E

Pat_60 Pre-Treatment RFX4 5992 37 12 107075789 107075789 Missense_Mutation SNP C T 33 88 c.334C>T c.(334-336)CCT>TCT p.P112S

Pat_60 Pre-Treatment RASAL1 8437 37 12 113539775 113539775 Missense_Mutation SNP C T 33 66 c.2141G>A c.(2140-2142)GGG>GAG p.G714E

Pat_60 Pre-Treatment HPD 3242 37 12 122277882 122277882 Missense_Mutation SNP G A 4 111 c.1027C>T c.(1027-1029)CGG>TGG p.R343W

Pat_60 Pre-Treatment TMEM132D 121256 37 12 129563125 129563125 Missense_Mutation SNP A G 17 27 c.2069T>C c.(2068-2070)ATC>ACC p.I690T

Pat_60 Pre-Treatment FARP1 10160 37 13 99083480 99083480 Missense_Mutation SNP G A 2 0 c.2089G>A c.(2089-2091)GAG>AAG p.E697K

Pat_60 Pre-Treatment FAM70B 348013 37 13 114514844 114514844 Missense_Mutation SNP C T 23 46 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_60 Pre-Treatment OR4N5 390437 37 14 20612733 20612733 Missense_Mutation SNP C T 27 112 c.839C>T c.(838-840)CCT>CTT p.P280L

Pat_60 Pre-Treatment TEP1 7011 37 14 20864835 20864835 Missense_Mutation SNP C T 4 42 c.1604G>A c.(1603-1605)CGG>CAG p.R535Q

Pat_60 Pre-Treatment ZNF219 51222 37 14 21559639 21559639 Missense_Mutation SNP C T 4 67 c.1495G>A c.(1495-1497)GAT>AAT p.D499N

Pat_60 Pre-Treatment CHD8 57680 37 14 21860068 21860068 Nonsense_Mutation SNP A T 12 62 c.5972T>A c.(5971-5973)TTG>TAG p.L1991*

Pat_60 Pre-Treatment FAM179B 23116 37 14 45431830 45431830 Missense_Mutation SNP C T 3 18 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_60 Pre-Treatment C14orf37 145407 37 14 58605719 58605719 Missense_Mutation SNP G A 25 52 c.358C>T c.(358-360)CCC>TCC p.P120S

Pat_60 Pre-Treatment PLEKHG3 26030 37 14 65208999 65208999 Missense_Mutation SNP G A 18 32 c.2764G>A c.(2764-2766)GTC>ATC p.V922I

Pat_60 Pre-Treatment GALNTL1 57452 37 14 69806275 69806275 Missense_Mutation SNP G A 16 47 c.1126G>A c.(1126-1128)GAT>AAT p.D376N

Pat_60 Pre-Treatment C14orf115 55237 37 14 74824993 74824993 Missense_Mutation SNP C T 3 10 c.1507C>T c.(1507-1509)CCC>TCC p.P503S

Pat_60 Pre-Treatment C14orf115 55237 37 14 74825503 74825503 Missense_Mutation SNP G A 5 33 c.2017G>A c.(2017-2019)GAG>AAG p.E673K

Pat_60 Pre-Treatment TTLL5 23093 37 14 76184295 76184295 Missense_Mutation SNP G A 4 77 c.832G>A c.(832-834)GAT>AAT p.D278N

Pat_60 Pre-Treatment CCDC88C 440193 37 14 91760643 91760643 Missense_Mutation SNP C T 3 7 c.3986G>A c.(3985-3987)GGG>GAG p.G1329E

Pat_60 Pre-Treatment ADSSL1 122622 37 14 105208199 105208199 Missense_Mutation SNP G T 4 43 c.808G>T c.(808-810)GTG>TTG p.V270L

Pat_60 Pre-Treatment OR4N3P 390539 37 15 22414263 22414263 Missense_Mutation SNP G A 16 280 c.562G>A c.(562-564)GAC>AAC p.D188N

Pat_60 Pre-Treatment SLC28A2 9153 37 15 45556117 45556117 Missense_Mutation SNP G T 5 44 c.485G>T c.(484-486)TGG>TTG p.W162L



Pat_60 Pre-Treatment UNC13C 440279 37 15 54685300 54685300 Missense_Mutation SNP G A 19 75 c.4768G>A c.(4768-4770)GAT>AAT p.D1590N

Pat_60 Pre-Treatment NPTN 27020 37 15 73862544 73862544 Missense_Mutation SNP A C 17 113 c.1061T>G c.(1060-1062)GTG>GGG p.V354G

Pat_60 Pre-Treatment SCAPER 49855 37 15 76696982 76696982 Missense_Mutation SNP G A 4 65 c.3350C>T c.(3349-3351)GCC>GTC p.A1117V

Pat_60 Pre-Treatment ADAMTSL3 57188 37 15 84324532 84324532 Missense_Mutation SNP C T 4 24 c.19C>T c.(19-21)CCC>TCC p.P7S

Pat_60 Pre-Treatment ZNF592 9640 37 15 85327009 85327009 Missense_Mutation SNP C T 9 71 c.1103C>T c.(1102-1104)TCC>TTC p.S368F

Pat_60 Pre-Treatment SLC28A1 9154 37 15 85476379 85476379 Missense_Mutation SNP G A 87 150 c.1087G>A c.(1087-1089)GAT>AAT p.D363N

Pat_60 Pre-Treatment ACAN 176 37 15 89386843 89386843 Missense_Mutation SNP G A 4 66 c.1015G>A c.(1015-1017)GAC>AAC p.D339N

Pat_60 Pre-Treatment CHD2 1106 37 15 93567784 93567784 Missense_Mutation SNP C A 4 76 c.5336C>A c.(5335-5337)CCA>CAA p.P1779Q

Pat_60 Pre-Treatment MEF2A 4205 37 15 100214629 100214629 Missense_Mutation SNP C T 192 239 c.428C>T c.(427-429)TCT>TTT p.S143F

Pat_60 Pre-Treatment PDIA2 64714 37 16 332826 332826 Translation_Start_Site SNP G A 2 0 c.-343G>A (-345--341)CCGTG>CCATG

Pat_60 Pre-Treatment TMEM8A 58986 37 16 427387 427387 Missense_Mutation SNP G C 2 7 c.498C>G c.(496-498)ATC>ATG p.I166M

Pat_60 Pre-Treatment ZNF598 90850 37 16 2052425 2052425 Splice_Site SNP C T 4 65 c.678_splice c.e7-1 p.S226_splice

Pat_60 Pre-Treatment PRSS33 260429 37 16 2835914 2835914 Missense_Mutation SNP C T 2 2 c.128G>A c.(127-129)GGC>GAC p.G43D

Pat_60 Pre-Treatment GRIN2A 2903 37 16 9858006 9858006 Missense_Mutation SNP G A 15 64 c.3395C>T c.(3394-3396)CCA>CTA p.P1132L

Pat_60 Pre-Treatment PDILT 204474 37 16 20384233 20384233 Missense_Mutation SNP G A 13 23 c.809C>T c.(808-810)TCC>TTC p.S270F

Pat_60 Pre-Treatment USP31 57478 37 16 23083444 23083444 Missense_Mutation SNP C A 5 45 c.2410G>T c.(2410-2412)GCA>TCA p.A804S

Pat_60 Pre-Treatment UBFD1 56061 37 16 23569454 23569454 Missense_Mutation SNP C T 4 59 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_60 Pre-Treatment ZNF629 23361 37 16 30795131 30795131 Missense_Mutation SNP G A 3 26 c.518C>T c.(517-519)ACG>ATG p.T173M

Pat_60 Pre-Treatment ITGAD 3681 37 16 31429882 31429882 Missense_Mutation SNP G A 4 68 c.2777G>A c.(2776-2778)AGC>AAC p.S926N

Pat_60 Pre-Treatment BRD7 29117 37 16 50354288 50354288 Nonsense_Mutation SNP G A 27 83 c.1627C>T c.(1627-1629)CAG>TAG p.Q543*

Pat_60 Pre-Treatment NKD1 85407 37 16 50583455 50583455 Nonsense_Mutation SNP C T 3 8 c.181C>T c.(181-183)CGA>TGA p.R61*

Pat_60 Pre-Treatment TOX3 27324 37 16 52497934 52497934 Missense_Mutation SNP G A 9 33 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_60 Pre-Treatment KLHL36 79786 37 16 84695383 84695383 Missense_Mutation SNP G A 4 25 c.1495G>A c.(1495-1497)GGG>AGG p.G499R

Pat_60 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 66 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_60 Pre-Treatment PRDM7 11105 37 16 90126912 90126912 Missense_Mutation SNP G T 4 54 c.1070C>A c.(1069-1071)TCT>TAT p.S357Y

Pat_60 Pre-Treatment GEMIN4 50628 37 17 650856 650856 Missense_Mutation SNP G A 3 30 c.427C>T c.(427-429)CGC>TGC p.R143C

Pat_60 Pre-Treatment MYH2 4620 37 17 10435009 10435009 Missense_Mutation SNP C T 20 43 c.2638G>A c.(2638-2640)GAA>AAA p.E880K

Pat_60 Pre-Treatment MYH2 4620 37 17 10435020 10435020 Missense_Mutation SNP C T 9 67 c.2627G>A c.(2626-2628)AGG>AAG p.R876K

Pat_60 Pre-Treatment CCDC144A 9720 37 17 16635945 16635945 Missense_Mutation SNP G A 5 11 c.2383G>A c.(2383-2385)GAA>AAA p.E795K

Pat_60 Pre-Treatment LLGL1 3996 37 17 18139948 18139948 Nonsense_Mutation SNP G A 3 34 c.1380G>A c.(1378-1380)TGG>TGA p.W460*

Pat_60 Pre-Treatment SMCR7 125170 37 17 18167296 18167296 Missense_Mutation SNP C T 2 0 c.583C>T c.(583-585)CGT>TGT p.R195C

Pat_60 Pre-Treatment SPAG5 10615 37 17 26919042 26919042 Missense_Mutation SNP C T 3 46 c.1220G>A c.(1219-1221)GGC>GAC p.G407D

Pat_60 Pre-Treatment SRCIN1 80725 37 17 36700119 36700119 Missense_Mutation SNP G A 4 10 c.3356C>T c.(3355-3357)CCC>CTC p.P1119L

Pat_60 Pre-Treatment WIPF2 147179 37 17 38418845 38418845 Nonsense_Mutation SNP C T 15 48 c.265C>T c.(265-267)CAA>TAA p.Q89*

Pat_60 Pre-Treatment KLHL11 55175 37 17 40010222 40010222 Nonsense_Mutation SNP G A 3 50 c.1897C>T c.(1897-1899)CGA>TGA p.R633*

Pat_60 Pre-Treatment CNTD1 124817 37 17 40957867 40957867 Missense_Mutation SNP C T 4 64 c.545C>T c.(544-546)CCC>CTC p.P182L

Pat_60 Pre-Treatment OSBPL7 114881 37 17 45885688 45885688 Missense_Mutation SNP T C 6 30 c.2498A>G c.(2497-2499)TAT>TGT p.Y833C

Pat_60 Pre-Treatment KCNH6 81033 37 17 61611628 61611628 Missense_Mutation SNP G A 3 30 c.1057G>A c.(1057-1059)GCC>ACC p.A353T

Pat_60 Pre-Treatment ABCA6 23460 37 17 67079429 67079429 Missense_Mutation SNP G A 19 68 c.4399C>T c.(4399-4401)CTC>TTC p.L1467F

Pat_60 Pre-Treatment DNAI2 64446 37 17 72310300 72310300 Missense_Mutation SNP G C 2 7 c.1763G>C c.(1762-1764)GGA>GCA p.G588A

Pat_60 Pre-Treatment CD300C 10871 37 17 72539093 72539093 Missense_Mutation SNP G A 7 23 c.434C>T c.(433-435)TCC>TTC p.S145F

Pat_60 Pre-Treatment RNF213 57674 37 17 78319066 78319066 Missense_Mutation SNP G A 5 95 c.1150G>A c.(1150-1152)GAC>AAC p.D384N

Pat_60 Pre-Treatment LAMA1 284217 37 18 7015756 7015756 Missense_Mutation SNP C T 4 71 c.3091G>A c.(3091-3093)GGG>AGG p.G1031R

Pat_60 Pre-Treatment LAMA3 3909 37 18 21329415 21329415 Missense_Mutation SNP G A 5 23 c.589G>A c.(589-591)GAA>AAA p.E197K

Pat_60 Pre-Treatment PHLPP1 23239 37 18 60582241 60582241 Missense_Mutation SNP G A 4 22 c.1268G>A c.(1267-1269)CGC>CAC p.R423H

Pat_60 Pre-Treatment CDH7 1005 37 18 63547825 63547825 Missense_Mutation SNP G A 22 66 c.2053G>A c.(2053-2055)GAT>AAT p.D685N

Pat_60 Pre-Treatment NETO1 81832 37 18 70417450 70417450 Missense_Mutation SNP C T 9 28 c.1388G>A c.(1387-1389)GGA>GAA p.G463E



Pat_60 Pre-Treatment C19orf59 199675 37 19 7743386 7743386 Missense_Mutation SNP C T 8 27 c.383C>T c.(382-384)TCC>TTC p.S128F

Pat_60 Pre-Treatment TSPAN16 26526 37 19 11408863 11408863 Missense_Mutation SNP G A 12 38 c.115G>A c.(115-117)GGA>AGA p.G39R

Pat_60 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 10 225 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_60 Pre-Treatment RFX1 5989 37 19 14074714 14074714 Nonsense_Mutation SNP G A 2 0 c.2317C>T c.(2317-2319)CAG>TAG p.Q773*

Pat_60 Pre-Treatment CPAMD8 27151 37 19 17010338 17010338 Missense_Mutation SNP C T 7 35 c.4937G>A c.(4936-4938)GGG>GAG p.G1646E

Pat_60 Pre-Treatment ZNF93 81931 37 19 20045182 20045182 Missense_Mutation SNP A G 6 198 c.1418A>G c.(1417-1419)AAA>AGA p.K473R

Pat_60 Pre-Treatment LGI4 163175 37 19 35617799 35617799 Missense_Mutation SNP C T 7 17 c.751G>A c.(751-753)GAC>AAC p.D251N

Pat_60 Pre-Treatment FXYD1 5348 37 19 35631041 35631041 Missense_Mutation SNP G A 20 52 c.58G>A c.(58-60)GCA>ACA p.A20T

Pat_60 Pre-Treatment PSG11 5680 37 19 43522979 43522979 Missense_Mutation SNP C T 41 190 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_60 Pre-Treatment GPR77 27202 37 19 47844378 47844378 Missense_Mutation SNP C T 14 40 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_60 Pre-Treatment PRR12 57479 37 19 50100975 50100975 Missense_Mutation SNP G C 2 6 c.3383G>C c.(3382-3384)TGC>TCC p.C1128S

Pat_60 Pre-Treatment PRR12 57479 37 19 50104837 50104837 Nonsense_Mutation SNP C T 2 1 c.4435C>T c.(4435-4437)CAG>TAG p.Q1479*

Pat_60 Pre-Treatment SHANK1 50944 37 19 51207744 51207744 Nonsense_Mutation SNP G A 21 47 c.1105C>T c.(1105-1107)CGA>TGA p.R369*

Pat_60 Pre-Treatment ZNF616 90317 37 19 52619191 52619191 Missense_Mutation SNP C T 7 185 c.1226G>A c.(1225-1227)TGC>TAC p.C409Y

Pat_60 Pre-Treatment ZNF534 147658 37 19 52942507 52942507 Missense_Mutation SNP A T 3 24 c.1833A>T c.(1831-1833)AAA>AAT p.K611N

Pat_60 Pre-Treatment ZNF816A 125893 37 19 53454058 53454058 Missense_Mutation SNP C G 9 423 c.970G>C c.(970-972)GAG>CAG p.E324Q

Pat_60 Pre-Treatment VN1R2 317701 37 19 53762364 53762364 Missense_Mutation SNP T A 15 62 c.736T>A c.(736-738)TTG>ATG p.L246M

Pat_60 Pre-Treatment NLRP12 91662 37 19 54313084 54313084 Missense_Mutation SNP G A 6 16 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_60 Pre-Treatment LILRA3 11026 37 19 54802025 54802025 Missense_Mutation SNP G A 10 77 c.1163C>T c.(1162-1164)ACC>ATC p.T388I

Pat_60 Pre-Treatment LILRB1 10859 37 19 55146569 55146569 Missense_Mutation SNP G C 2 3 c.1498G>C c.(1498-1500)GAT>CAT p.D500H

Pat_60 Pre-Treatment NLRP2 55655 37 19 55501464 55501464 Missense_Mutation SNP C T 3 49 c.2441C>T c.(2440-2442)ACG>ATG p.T814M

Pat_60 Pre-Treatment TNNT1 7138 37 19 55652634 55652634 Missense_Mutation SNP C T 4 21 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_60 Pre-Treatment PTPRH 5794 37 19 55710101 55710101 Missense_Mutation SNP C T 8 24 c.1600G>A c.(1600-1602)GAA>AAA p.E534K

Pat_60 Pre-Treatment SAPS1 22870 37 19 55741984 55741985 Missense_Mutation DNP GA AC 7 6 c.2638_2639TC>GTc.(2638-2640)TCC>GTC p.S880V

Pat_60 Pre-Treatment ZNF582 147948 37 19 56903117 56903117 Missense_Mutation SNP G A 12 70 c.5C>T c.(4-6)TCC>TTC p.S2F

Pat_60 Pre-Treatment ZNF324B 388569 37 19 58966837 58966837 Missense_Mutation SNP G A 3 34 c.526G>A c.(526-528)GAA>AAA p.E176K

Pat_60 Pre-Treatment ZNF512 84450 37 2 27844170 27844170 Missense_Mutation SNP G A 5 61 c.1546G>A c.(1546-1548)GAG>AAG p.E516K

Pat_60 Pre-Treatment CAPN13 92291 37 2 30974117 30974117 Missense_Mutation SNP C T 5 38 c.1088G>A c.(1087-1089)GGA>GAA p.G363E

Pat_60 Pre-Treatment PPM1B 5495 37 2 44428478 44428478 Missense_Mutation SNP C T 107 328 c.140C>T c.(139-141)CCT>CTT p.P47L

Pat_60 Pre-Treatment TSPYL6 388951 37 2 54483258 54483258 Missense_Mutation SNP C T 4 50 c.31G>A c.(31-33)GCT>ACT p.A11T

Pat_60 Pre-Treatment AFF3 3899 37 2 100182007 100182007 Missense_Mutation SNP C T 41 79 c.3061G>A c.(3061-3063)GGC>AGC p.G1021S

Pat_60 Pre-Treatment TBC1D8 11138 37 2 101654100 101654100 Missense_Mutation SNP G A 15 68 c.1301C>T c.(1300-1302)TCT>TTT p.S434F

Pat_60 Pre-Treatment RNF149 284996 37 2 101898386 101898386 Missense_Mutation SNP G A 6 158 c.1094C>T c.(1093-1095)GCT>GTT p.A365V

Pat_60 Pre-Treatment IL18R1 8809 37 2 103013120 103013120 Missense_Mutation SNP G A 12 58 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_60 Pre-Treatment SULT1C2 6819 37 2 108921994 108921994 Missense_Mutation SNP C T 17 37 c.721C>T c.(721-723)CGT>TGT p.R241C

Pat_60 Pre-Treatment RABL2A 11159 37 2 114392676 114392676 Missense_Mutation SNP C T 11 37 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_60 Pre-Treatment MARCO 8685 37 2 119750742 119750742 Missense_Mutation SNP G A 14 73 c.1295G>A c.(1294-1296)CGA>CAA p.R432Q

Pat_60 Pre-Treatment TFCP2L1 29842 37 2 122004453 122004453 Missense_Mutation SNP C T 24 68 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_60 Pre-Treatment POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 5 103 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_60 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 5 124 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_60 Pre-Treatment POTEF 728378 37 2 130877893 130877893 Missense_Mutation SNP G A 5 130 c.196C>T c.(196-198)CGC>TGC p.R66C

Pat_60 Pre-Treatment R3HDM1 23518 37 2 136409471 136409471 Missense_Mutation SNP C T 4 53 c.1792C>T c.(1792-1794)CCA>TCA p.P598S

Pat_60 Pre-Treatment THSD7B 80731 37 2 137814542 137814542 Missense_Mutation SNP C T 27 131 c.599C>T c.(598-600)TCC>TTC p.S200F

Pat_60 Pre-Treatment ZEB2 9839 37 2 145161680 145161680 Missense_Mutation SNP G A 11 36 c.610C>T c.(610-612)CCA>TCA p.P204S

Pat_60 Pre-Treatment NEB 4703 37 2 152548828 152548828 Missense_Mutation SNP A T 19 60 c.1945T>A c.(1945-1947)TAC>AAC p.Y649N

Pat_60 Pre-Treatment SCN1A 6323 37 2 166872150 166872150 Missense_Mutation SNP C T 48 122 c.3484G>A c.(3484-3486)GAA>AAA p.E1162K

Pat_60 Pre-Treatment PPIG 9360 37 2 170465247 170465247 Missense_Mutation SNP C A 4 88 c.356C>A c.(355-357)ACA>AAA p.T119K



Pat_60 Pre-Treatment COL3A1 1281 37 2 189854850 189854850 Missense_Mutation SNP G A 16 75 c.719G>A c.(718-720)GGA>GAA p.G240E

Pat_60 Pre-Treatment CCDC150 284992 37 2 197583288 197583288 Missense_Mutation SNP C T 4 78 c.1928C>T c.(1927-1929)GCG>GTG p.A643V

Pat_60 Pre-Treatment MARS2 92935 37 2 198570245 198570245 Missense_Mutation SNP A G 13 31 c.116A>G c.(115-117)GAT>GGT p.D39G

Pat_60 Pre-Treatment CDK15 65061 37 2 202672367 202672367 Splice_Site SNP G A 4 72 c.273_splice c.e2+1 p.W91_splice

Pat_60 Pre-Treatment CXCR2 3579 37 2 218999955 218999955 Missense_Mutation SNP G A 4 35 c.431G>A c.(430-432)CGT>CAT p.R144H

Pat_60 Pre-Treatment RNF25 64320 37 2 219529257 219529257 Missense_Mutation SNP G A 3 26 c.803C>T c.(802-804)CCT>CTT p.P268L

Pat_60 Pre-Treatment EPHA4 2043 37 2 222428987 222428987 Missense_Mutation SNP C T 19 111 c.287G>A c.(286-288)AGG>AAG p.R96K

Pat_60 Pre-Treatment COL4A4 1286 37 2 227953434 227953434 Missense_Mutation SNP G A 11 22 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_60 Pre-Treatment AGFG1 3267 37 2 228384716 228384716 Missense_Mutation SNP C T 39 112 c.314C>T c.(313-315)CCA>CTA p.P105L

Pat_60 Pre-Treatment INPP5D 3635 37 2 234079721 234079721 Missense_Mutation SNP A T 3 27 c.1912A>T c.(1912-1914)ATC>TTC p.I638F

Pat_60 Pre-Treatment SH3BP4 23677 37 2 235950285 235950285 Missense_Mutation SNP G A 3 39 c.872G>A c.(871-873)AGG>AAG p.R291K

Pat_60 Pre-Treatment HDLBP 3069 37 2 242176128 242176128 Missense_Mutation SNP C T 3 34 c.2806G>A c.(2806-2808)GAG>AAG p.E936K

Pat_60 Pre-Treatment HDLBP 3069 37 2 242186295 242186295 Missense_Mutation SNP G A 7 159 c.1822C>T c.(1822-1824)CGT>TGT p.R608C

Pat_60 Pre-Treatment CRNKL1 51340 37 20 20029140 20029140 Missense_Mutation SNP C T 5 56 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_60 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 11 273 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_60 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 10 270 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_60 Pre-Treatment CBFA2T2 9139 37 20 32217691 32217691 Missense_Mutation SNP G A 3 30 c.1226G>A c.(1225-1227)AGC>AAC p.S409N

Pat_60 Pre-Treatment FAM83C 128876 37 20 33874856 33874856 Missense_Mutation SNP C T 4 25 c.1726G>A c.(1726-1728)GGT>AGT p.G576S

Pat_60 Pre-Treatment NCOA3 8202 37 20 46265037 46265038 Missense_Mutation DNP CC TT 21 71 c.1907_1908CC>TT c.(1906-1908)TCC>TTT p.S636F

Pat_60 Pre-Treatment ZNFX1 57169 37 20 47887292 47887292 Missense_Mutation SNP G A 33 140 c.1057C>T c.(1057-1059)CTT>TTT p.L353F

Pat_60 Pre-Treatment SLC9A8 23315 37 20 48503428 48503428 Missense_Mutation SNP C T 12 45 c.1631C>T c.(1630-1632)ACG>ATG p.T544M

Pat_60 Pre-Treatment TPTE 7179 37 21 10934997 10934997 Missense_Mutation SNP C T 13 220 c.796G>A c.(796-798)GAA>AAA p.E266K

Pat_60 Pre-Treatment BAGE2 85319 37 21 11058226 11058226 Missense_Mutation SNP G C 27 87 c.214C>G c.(214-216)CCT>GCT p.P72A

Pat_60 Pre-Treatment SAMSN1 64092 37 21 15884895 15884895 Splice_Site SNP C T 12 79 c.280_splice c.e4-1 p.D94_splice

Pat_60 Pre-Treatment KRTAP24-1 643803 37 21 31655006 31655006 Missense_Mutation SNP C A 4 61 c.245G>T c.(244-246)AGT>ATT p.S82I

Pat_60 Pre-Treatment KRTAP13-2 337959 37 21 31744209 31744209 Missense_Mutation SNP C T 4 61 c.323G>A c.(322-324)CGC>CAC p.R108H

Pat_60 Pre-Treatment UBASH3A 53347 37 21 43846901 43846901 Missense_Mutation SNP G A 3 54 c.1142G>A c.(1141-1143)AGG>AAG p.R381K

Pat_60 Pre-Treatment KRTAP10-6 386674 37 21 46011562 46011562 Missense_Mutation SNP G C 4 56 c.804C>G c.(802-804)CAC>CAG p.H268Q

Pat_60 Pre-Treatment POTEH 23784 37 22 16287387 16287387 Missense_Mutation SNP C T 3 52 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_60 Pre-Treatment POTEH 23784 37 22 16287542 16287542 Missense_Mutation SNP C T 6 170 c.344G>A c.(343-345)AGC>AAC p.S115N

Pat_60 Pre-Treatment GGT1 2678 37 22 25024123 25024123 Missense_Mutation SNP C T 4 66 c.1412C>T c.(1411-1413)GCT>GTT p.A471V

Pat_60 Pre-Treatment IGLL3 91353 37 22 25715872 25715872 Missense_Mutation SNP C T 4 58 c.494C>T c.(493-495)ACC>ATC p.T165I

Pat_60 Pre-Treatment CCDC157 550631 37 22 30772519 30772519 Missense_Mutation SNP C T 6 201 c.2044C>T c.(2044-2046)CCT>TCT p.P682S

Pat_60 Pre-Treatment MORC2 22880 37 22 31328692 31328692 Missense_Mutation SNP C T 3 33 c.2401G>A c.(2401-2403)GAT>AAT p.D801N

Pat_60 Pre-Treatment PPARA 5465 37 22 46627789 46627789 Missense_Mutation SNP G A 3 43 c.812G>A c.(811-813)CGC>CAC p.R271H

Pat_60 Pre-Treatment CELSR1 9620 37 22 46930933 46930933 Missense_Mutation SNP C T 4 37 c.2135G>A c.(2134-2136)CGC>CAC p.R712H

Pat_60 Pre-Treatment SRGAP3 9901 37 3 9146424 9146424 Missense_Mutation SNP C T 6 34 c.363G>A c.(361-363)ATG>ATA p.M121I

Pat_60 Pre-Treatment FGD5 152273 37 3 14861314 14861314 Missense_Mutation SNP G T 2 0 c.736G>T c.(736-738)GCT>TCT p.A246S

Pat_60 Pre-Treatment LRRC3B 116135 37 3 26751407 26751407 Missense_Mutation SNP G A 12 37 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_60 Pre-Treatment C3orf35 339883 37 3 37458971 37458971 Missense_Mutation SNP C T 10 20 c.214C>T c.(214-216)CTT>TTT p.L72F

Pat_60 Pre-Treatment SCN11A 11280 37 3 38913199 38913199 Missense_Mutation SNP C T 7 33 c.3496G>A c.(3496-3498)GTG>ATG p.V1166M

Pat_60 Pre-Treatment KBTBD5 131377 37 3 42728002 42728002 Missense_Mutation SNP G A 46 102 c.892G>A c.(892-894)GCC>ACC p.A298T

Pat_60 Pre-Treatment CCR9 10803 37 3 45942741 45942741 Missense_Mutation SNP C A 4 33 c.461C>A c.(460-462)GCA>GAA p.A154E

Pat_60 Pre-Treatment COL7A1 1294 37 3 48602626 48602626 Missense_Mutation SNP G A 3 12 c.8536C>T c.(8536-8538)CCC>TCC p.P2846S

Pat_60 Pre-Treatment UBA7 7318 37 3 49850941 49850941 Missense_Mutation SNP G A 11 47 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_60 Pre-Treatment ADAMTS9 56999 37 3 64579933 64579933 Splice_Site SNP C T 25 86 c.4356_splice c.e28+1 p.S1452_splice

Pat_60 Pre-Treatment EPHA3 2042 37 3 89499348 89499348 Missense_Mutation SNP G A 11 38 c.2518G>A c.(2518-2520)GGC>AGC p.G840S



Pat_60 Pre-Treatment ABI3BP 25890 37 3 100497211 100497211 Missense_Mutation SNP C T 3 54 c.2117G>A c.(2116-2118)CGC>CAC p.R706H

Pat_60 Pre-Treatment ALCAM 214 37 3 105268981 105268981 Missense_Mutation SNP C T 54 210 c.1385C>T c.(1384-1386)TCT>TTT p.S462F

Pat_60 Pre-Treatment CCDC54 84692 37 3 107096571 107096571 Missense_Mutation SNP C T 54 179 c.137C>T c.(136-138)CCC>CTC p.P46L

Pat_60 Pre-Treatment GUCA1C 9626 37 3 108626922 108626922 Missense_Mutation SNP C T 3 38 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_60 Pre-Treatment DPPA2 151871 37 3 109023481 109023481 Missense_Mutation SNP G A 8 51 c.695C>T c.(694-696)TCG>TTG p.S232L

Pat_60 Pre-Treatment CD96 10225 37 3 111263979 111263979 Missense_Mutation SNP G A 29 145 c.148G>A c.(148-150)GTA>ATA p.V50I

Pat_60 Pre-Treatment KIAA2018 205717 37 3 113379206 113379206 Missense_Mutation SNP G T 3 56 c.1323C>A c.(1321-1323)AAC>AAA p.N441K

Pat_60 Pre-Treatment ATP6V1A 523 37 3 113513976 113513976 Missense_Mutation SNP C T 18 58 c.1151C>T c.(1150-1152)TCG>TTG p.S384L

Pat_60 Pre-Treatment RHO 6010 37 3 129251606 129251606 Missense_Mutation SNP G A 4 35 c.927G>A c.(925-927)ATG>ATA p.M309I

Pat_60 Pre-Treatment COL6A6 131873 37 3 130282320 130282320 Missense_Mutation SNP G A 9 27 c.473G>A c.(472-474)GGA>GAA p.G158E

Pat_60 Pre-Treatment GRK7 131890 37 3 141526568 141526568 Missense_Mutation SNP G A 24 71 c.1132G>A c.(1132-1134)GGA>AGA p.G378R

Pat_60 Pre-Treatment GRK7 131890 37 3 141535584 141535584 Missense_Mutation SNP C T 9 81 c.1354C>T c.(1354-1356)CAT>TAT p.H452Y

Pat_60 Pre-Treatment PLSCR4 57088 37 3 145924423 145924423 Missense_Mutation SNP G A 4 64 c.244C>T c.(244-246)CGG>TGG p.R82W

Pat_60 Pre-Treatment PIK3CA 5290 37 3 178936076 178936076 Missense_Mutation SNP C T 24 89 c.1618C>T c.(1618-1620)CTC>TTC p.L540F

Pat_60 Pre-Treatment ABCF3 55324 37 3 183906159 183906159 Missense_Mutation SNP G A 4 96 c.800G>A c.(799-801)AGG>AAG p.R267K

Pat_60 Pre-Treatment MASP1 5648 37 3 187003811 187003812 Missense_Mutation DNP GG AA 6 35 c.38_39CC>TT c.(37-39)TCC>TTT p.S13F

Pat_60 Pre-Treatment BCL6 604 37 3 187451346 187451346 Missense_Mutation SNP G A 55 169 c.136C>T c.(136-138)CAT>TAT p.H46Y

Pat_60 Pre-Treatment ZNF595 152687 37 4 59971 59971 Missense_Mutation SNP G A 22 482 c.151G>A c.(151-153)GAC>AAC p.D51N

Pat_60 Pre-Treatment SORCS2 57537 37 4 7398082 7398082 Missense_Mutation SNP G A 3 24 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_60 Pre-Treatment DHX15 1665 37 4 24556475 24556475 Missense_Mutation SNP G A 63 221 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_60 Pre-Treatment TBC1D19 55296 37 4 26616029 26616029 Splice_Site SNP G A 15 75 c.173_splice c.e3-1 p.G58_splice

Pat_60 Pre-Treatment LRRC66 339977 37 4 52862055 52862055 Missense_Mutation SNP G T 3 14 c.1133C>A c.(1132-1134)GCG>GAG p.A378E

Pat_60 Pre-Treatment ARL9 132946 37 4 57384885 57384885 Missense_Mutation SNP C A 5 112 c.58C>A c.(58-60)CTA>ATA p.L20I

Pat_60 Pre-Treatment MUC7 4589 37 4 71347312 71347312 Missense_Mutation SNP C T 79 225 c.851C>T c.(850-852)CCA>CTA p.P284L

Pat_60 Pre-Treatment NPFFR2 10886 37 4 73013491 73013491 Missense_Mutation SNP G A 14 52 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_60 Pre-Treatment GPRIN3 285513 37 4 90170888 90170888 Missense_Mutation SNP G T 5 113 c.374C>A c.(373-375)CCA>CAA p.P125Q

Pat_60 Pre-Treatment EMCN 51705 37 4 101331494 101331494 Missense_Mutation SNP C T 44 116 c.770G>A c.(769-771)GGA>GAA p.G257E

Pat_60 Pre-Treatment HSPA4L 22824 37 4 128732745 128732745 Missense_Mutation SNP C A 4 59 c.1532C>A c.(1531-1533)CCA>CAA p.P511Q

Pat_60 Pre-Treatment PCDH18 54510 37 4 138451711 138451711 Missense_Mutation SNP C T 24 107 c.1532G>A c.(1531-1533)GGA>GAA p.G511E

Pat_60 Pre-Treatment MAML3 55534 37 4 140641414 140641414 Missense_Mutation SNP C T 3 39 c.2465G>A c.(2464-2466)CGG>CAG p.R822Q

Pat_60 Pre-Treatment SORBS2 8470 37 4 186545415 186545415 Missense_Mutation SNP C T 11 14 c.1156G>A c.(1156-1158)GAT>AAT p.D386N

Pat_60 Pre-Treatment DNAH5 1767 37 5 13769246 13769246 Splice_Site SNP C T 19 100 c.9721_splice c.e58-1 p.V3241_splice

Pat_60 Pre-Treatment DNAH5 1767 37 5 13865814 13865814 Missense_Mutation SNP C T 12 37 c.4318G>A c.(4318-4320)GAA>AAA p.E1440K

Pat_60 Pre-Treatment PDZD2 23037 37 5 31799647 31799647 Missense_Mutation SNP G A 15 60 c.292G>A c.(292-294)GAA>AAA p.E98K

Pat_60 Pre-Treatment ADAMTS12 81792 37 5 33648935 33648935 Missense_Mutation SNP C T 15 52 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_60 Pre-Treatment EGFLAM 133584 37 5 38370509 38370509 Missense_Mutation SNP G A 3 27 c.657G>A c.(655-657)ATG>ATA p.M219I

Pat_60 Pre-Treatment OSMR 9180 37 5 38904103 38904103 Missense_Mutation SNP C T 9 47 c.1111C>T c.(1111-1113)CAT>TAT p.H371Y

Pat_60 Pre-Treatment FBXL21 26223 37 5 135277202 135277202 Missense_Mutation SNP A C 6 29 c.1147A>C c.(1147-1149)ATC>CTC p.I383L

Pat_60 Pre-Treatment PCDHA5 56143 37 5 140202306 140202306 Missense_Mutation SNP G A 12 26 c.946G>A c.(946-948)GAA>AAA p.E316K

Pat_60 Pre-Treatment PCDHA5 56143 37 5 140202678 140202678 Missense_Mutation SNP G A 4 42 c.1318G>A c.(1318-1320)GTG>ATG p.V440M

Pat_60 Pre-Treatment PCDHA13 56136 37 5 140263608 140263609 Missense_Mutation DNP GG AA 4 19 .1755_1756GG>AA753-1758)GTGGGT>GTAA p.G586S

Pat_60 Pre-Treatment PCDHB17 54661 37 5 140536776 140536776 Missense_Mutation SNP T G 5 11 c.1197T>G c.(1195-1197)AAT>AAG p.N399K

Pat_60 Pre-Treatment PPP2R2B 5521 37 5 146077647 146077647 Missense_Mutation SNP C T 36 162 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_60 Pre-Treatment SPINK5 11005 37 5 147503414 147503414 Nonsense_Mutation SNP C T 17 52 c.2557C>T c.(2557-2559)CGA>TGA p.R853*

Pat_60 Pre-Treatment FBXO38 81545 37 5 147807131 147807131 Missense_Mutation SNP G T 4 31 c.2274G>T c.(2272-2274)GAG>GAT p.E758D

Pat_60 Pre-Treatment FAT2 2196 37 5 150932903 150932903 Missense_Mutation SNP G A 3 51 c.3991C>T c.(3991-3993)CGG>TGG p.R1331W

Pat_60 Pre-Treatment ODZ2 57451 37 5 167517603 167517603 Missense_Mutation SNP G A 16 46 c.1540G>A c.(1540-1542)GGG>AGG p.G514R



Pat_60 Pre-Treatment DCDC2 51473 37 6 24278352 24278352 Missense_Mutation SNP C T 4 51 c.847G>A c.(847-849)GTG>ATG p.V283M

Pat_60 Pre-Treatment KIAA0319 9856 37 6 24556868 24556868 Nonsense_Mutation SNP G A 4 35 c.2824C>T c.(2824-2826)CAG>TAG p.Q942*

Pat_60 Pre-Treatment ZNF165 7718 37 6 28057020 28057020 Missense_Mutation SNP C G 3 72 c.1230C>G c.(1228-1230)AAC>AAG p.N410K

Pat_60 Pre-Treatment HLA-L 3139 37 6 30229388 30229388 Missense_Mutation SNP C T 5 126 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_60 Pre-Treatment BAT5 7920 37 6 31659379 31659379 Missense_Mutation SNP C T 4 44 c.820G>A c.(820-822)GCT>ACT p.A274T

Pat_60 Pre-Treatment FKBP5 2289 37 6 35558971 35558971 Missense_Mutation SNP G A 20 96 c.692C>T c.(691-693)CCT>CTT p.P231L

Pat_60 Pre-Treatment BRPF3 27154 37 6 36178152 36178152 Missense_Mutation SNP C T 13 44 c.2026C>T c.(2026-2028)CAC>TAC p.H676Y

Pat_60 Pre-Treatment C6orf222 389384 37 6 36298400 36298400 Missense_Mutation SNP T A 7 28 c.68A>T c.(67-69)CAG>CTG p.Q23L

Pat_60 Pre-Treatment MEP1A 4224 37 6 46797239 46797239 Missense_Mutation SNP G A 41 162 c.1075G>A c.(1075-1077)GTT>ATT p.V359I

Pat_60 Pre-Treatment FAM83B 222584 37 6 54804943 54804943 Missense_Mutation SNP G A 16 66 c.1174G>A c.(1174-1176)GAA>AAA p.E392K

Pat_60 Pre-Treatment BAI3 577 37 6 69728368 69728368 Missense_Mutation SNP C T 36 80 c.2084C>T c.(2083-2085)TCA>TTA p.S695L

Pat_60 Pre-Treatment COL9A1 1297 37 6 70990720 70990720 Missense_Mutation SNP G A 5 16 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_60 Pre-Treatment ROS1 6098 37 6 117700235 117700235 Missense_Mutation SNP G A 19 69 c.2584C>T c.(2584-2586)CTT>TTT p.L862F

Pat_60 Pre-Treatment DCBLD1 285761 37 6 117841060 117841061 Missense_Mutation DNP CC TA 39 94 c.407_408CC>TA c.(406-408)TCC>TTA p.S136L

Pat_60 Pre-Treatment SAMD3 154075 37 6 130465688 130465688 Missense_Mutation SNP C T 8 56 c.1540G>A c.(1540-1542)GGA>AGA p.G514R

Pat_60 Pre-Treatment TMEM200A 114801 37 6 130762526 130762526 Missense_Mutation SNP G A 15 49 c.959G>A c.(958-960)AGG>AAG p.R320K

Pat_60 Pre-Treatment TMEM200A 114801 37 6 130762853 130762853 Missense_Mutation SNP G A 17 73 c.1286G>A c.(1285-1287)GGA>GAA p.G429E

Pat_60 Pre-Treatment TXLNB 167838 37 6 139609804 139609804 Missense_Mutation SNP C T 19 62 c.233G>A c.(232-234)GGG>GAG p.G78E

Pat_60 Pre-Treatment NOX3 50508 37 6 155717999 155717999 Missense_Mutation SNP G A 57 154 c.1678C>T c.(1678-1680)CAT>TAT p.H560Y

Pat_60 Pre-Treatment TAGAP 117289 37 6 159465024 159465024 Missense_Mutation SNP C T 46 284 c.67G>A c.(67-69)GAA>AAA p.E23K

Pat_60 Pre-Treatment IGF2R 3482 37 6 160461636 160461636 Missense_Mutation SNP T C 31 99 c.1360T>C c.(1360-1362)TGC>CGC p.C454R

Pat_60 Pre-Treatment RPS6KA2 6196 37 6 166923789 166923789 Missense_Mutation SNP G A 20 72 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_60 Pre-Treatment THBS2 7058 37 6 169648945 169648945 Missense_Mutation SNP C T 4 75 c.176G>A c.(175-177)CGC>CAC p.R59H

Pat_60 Pre-Treatment DPY19L2P1 554236 37 7 35131480 35131480 Missense_Mutation SNP A T 5 86 c.1106T>A c.(1105-1107)CTT>CAT p.L369H

Pat_60 Pre-Treatment NPC1L1 29881 37 7 44578911 44578911 Missense_Mutation SNP G A 4 36 c.1085C>T c.(1084-1086)CCG>CTG p.P362L

Pat_60 Pre-Treatment TNS3 64759 37 7 47343018 47343018 Missense_Mutation SNP G A 15 13 c.2987C>T c.(2986-2988)CCT>CTT p.P996L

Pat_60 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 10 85 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_60 Pre-Treatment ZNF727 442319 37 7 63538818 63538818 Missense_Mutation SNP C T 8 76 c.1391C>T c.(1390-1392)TCC>TTC p.S464F

Pat_60 Pre-Treatment TPST1 8460 37 7 65706122 65706122 Missense_Mutation SNP T A 46 63 c.710T>A c.(709-711)GTT>GAT p.V237D

Pat_60 Pre-Treatment SPDYE5 442590 37 7 75130895 75130895 Missense_Mutation SNP C T 14 313 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_60 Pre-Treatment POR 5447 37 7 75609725 75609725 Missense_Mutation SNP G T 4 58 c.435G>T c.(433-435)GAG>GAT p.E145D

Pat_60 Pre-Treatment PCLO 27445 37 7 82583326 82583326 Missense_Mutation SNP C T 75 172 c.6943G>A c.(6943-6945)GAA>AAA p.E2315K

Pat_60 Pre-Treatment PCLO 27445 37 7 82764435 82764435 Missense_Mutation SNP C T 31 119 c.2431G>A c.(2431-2433)GAA>AAA p.E811K

Pat_60 Pre-Treatment C7orf63 79846 37 7 89912208 89912208 Missense_Mutation SNP C T 65 115 c.1375C>T c.(1375-1377)CCG>TCG p.P459S

Pat_60 Pre-Treatment COL1A2 1278 37 7 94054936 94054936 Missense_Mutation SNP C A 21 89 c.2796C>A c.(2794-2796)AAC>AAA p.N932K

Pat_60 Pre-Treatment TECPR1 25851 37 7 97851045 97851045 Missense_Mutation SNP G A 13 24 c.3085C>T c.(3085-3087)CCG>TCG p.P1029S

Pat_60 Pre-Treatment RINT1 60561 37 7 105182999 105183000 Missense_Mutation DNP CC TT 58 102 c.418_419CC>TT c.(418-420)CCT>TTT p.P140F

Pat_60 Pre-Treatment CHRM2 1129 37 7 136700538 136700538 Missense_Mutation SNP C T 43 72 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_60 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 60 154 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_60 Pre-Treatment MGAM 8972 37 7 141736669 141736669 Missense_Mutation SNP C T 46 137 c.2123C>T c.(2122-2124)TCC>TTC p.S708F

Pat_60 Pre-Treatment TRPV5 56302 37 7 142612674 142612674 Missense_Mutation SNP G A 23 49 c.1187C>T c.(1186-1188)GCT>GTT p.A396V

Pat_60 Pre-Treatment TMEM176A 55365 37 7 150501550 150501550 Missense_Mutation SNP C A 4 63 c.656C>A c.(655-657)CCA>CAA p.P219Q

Pat_60 Pre-Treatment SLC4A2 6522 37 7 150761646 150761646 Missense_Mutation SNP C T 26 160 c.251C>T c.(250-252)CCA>CTA p.P84L

Pat_60 Pre-Treatment OR4F21 441308 37 8 116882 116882 Missense_Mutation SNP G A 7 160 c.143C>T c.(142-144)TCT>TTT p.S48F

Pat_60 Pre-Treatment TEX15 56154 37 8 30701064 30701064 Missense_Mutation SNP C T 8 52 c.5470G>A c.(5470-5472)GAC>AAC p.D1824N

Pat_60 Pre-Treatment IDO2 169355 37 8 39871214 39871214 Missense_Mutation SNP C T 6 11 c.889C>T c.(889-891)CGT>TGT p.R297C

Pat_60 Pre-Treatment PXDNL 137902 37 8 52233411 52233411 Missense_Mutation SNP A G 34 112 c.4193T>C c.(4192-4194)GTT>GCT p.V1398A



Pat_60 Pre-Treatment RP1 6101 37 8 55539311 55539311 Missense_Mutation SNP C T 7 27 c.2869C>T c.(2869-2871)CCC>TCC p.P957S

Pat_60 Pre-Treatment RSPO2 340419 37 8 109001454 109001454 Missense_Mutation SNP G A 16 45 c.113C>T c.(112-114)CCC>CTC p.P38L

Pat_60 Pre-Treatment PKHD1L1 93035 37 8 110422157 110422157 Missense_Mutation SNP G A 12 48 c.2035G>A c.(2035-2037)GAA>AAA p.E679K

Pat_60 Pre-Treatment PHF20L1 51105 37 8 133854806 133854806 Nonsense_Mutation SNP C T 4 86 c.2434C>T c.(2434-2436)CGA>TGA p.R812*

Pat_60 Pre-Treatment NAPRT1 93100 37 8 144657647 144657647 Missense_Mutation SNP C T 6 32 c.1237G>A c.(1237-1239)GAG>AAG p.E413K

Pat_60 Pre-Treatment SCRIB 23513 37 8 144892711 144892711 Missense_Mutation SNP C T 4 29 c.1468G>A c.(1468-1470)GGG>AGG p.G490R

Pat_60 Pre-Treatment HEATR7A 727957 37 8 145235352 145235352 Missense_Mutation SNP C T 3 28 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_60 Pre-Treatment FOXH1 8928 37 8 145700055 145700055 Missense_Mutation SNP G A 2 1 c.664C>T c.(664-666)CTT>TTT p.L222F

Pat_60 Pre-Treatment C9orf66 157983 37 9 214571 214571 Missense_Mutation SNP C G 3 48 c.826G>C c.(826-828)GTA>CTA p.V276L

Pat_60 Pre-Treatment TAF1L 138474 37 9 32635567 32635567 Missense_Mutation SNP C T 3 35 c.11G>A c.(10-12)GGC>GAC p.G4D

Pat_60 Pre-Treatment ECM2 1842 37 9 95277148 95277148 Missense_Mutation SNP C A 4 79 c.819G>T c.(817-819)GAG>GAT p.E273D

Pat_60 Pre-Treatment FBP1 2203 37 9 97367767 97367767 Missense_Mutation SNP G A 4 17 c.797C>T c.(796-798)CCC>CTC p.P266L

Pat_60 Pre-Treatment TDRD7 23424 37 9 100227273 100227273 Missense_Mutation SNP G A 4 41 c.1592G>A c.(1591-1593)CGG>CAG p.R531Q

Pat_60 Pre-Treatment LPPR1 54886 37 9 104048494 104048494 Missense_Mutation SNP C T 17 59 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_60 Pre-Treatment DFNB31 25861 37 9 117228648 117228648 Missense_Mutation SNP G A 4 70 c.862C>T c.(862-864)CGG>TGG p.R288W

Pat_60 Pre-Treatment TNC 3371 37 9 117849526 117849526 Missense_Mutation SNP T A 4 64 c.484A>T c.(484-486)AGC>TGC p.S162C

Pat_60 Pre-Treatment C9orf86 55684 37 9 139726805 139726805 Missense_Mutation SNP C T 8 17 c.688C>T c.(688-690)CCA>TCA p.P230S

Pat_60 Pre-Treatment MAP3K15 389840 37 X 19389142 19389142 Missense_Mutation SNP C A 3 20 c.1760G>T c.(1759-1761)TGG>TTG p.W587L

Pat_60 Pre-Treatment ZNF645 158506 37 X 22292379 22292379 Missense_Mutation SNP G A 3 41 c.1271G>A c.(1270-1272)CGG>CAG p.R424Q

Pat_60 Pre-Treatment USP11 8237 37 X 47092338 47092338 Missense_Mutation SNP G A 48 42 c.25G>A c.(25-27)GGG>AGG p.G9R

Pat_60 Pre-Treatment MED12 9968 37 X 70343001 70343001 Nonsense_Mutation SNP C A 4 56 c.1542C>A c.(1540-1542)TGC>TGA p.C514*

Pat_60 Pre-Treatment NLGN3 54413 37 X 70389720 70389720 Missense_Mutation SNP G A 2 0 c.2260G>A c.(2260-2262)GAG>AAG p.E754K

Pat_60 Pre-Treatment RHOXF2B 727940 37 X 119211063 119211063 Nonsense_Mutation SNP C T 7 7 c.270G>A c.(268-270)TGG>TGA p.W90*

Pat_60 Pre-Treatment ACTRT1 139741 37 X 127185072 127185072 Nonsense_Mutation SNP G A 37 57 c.1114C>T c.(1114-1116)CAA>TAA p.Q372*

Pat_60 Pre-Treatment GABRQ 55879 37 X 151821199 151821199 Missense_Mutation SNP G A 5 23 c.1354G>A c.(1354-1356)GAT>AAT p.D452N

Pat_60 Pre-Treatment FAM58A 92002 37 X 152860138 152860138 Splice_Site SNP C T 4 19 c.111_splice c.e2-1 p.R37_splice

Pat_60 Post-Resistance RER1 11079 37 1 2334544 2334544 Missense_Mutation SNP G A 4 175 c.572G>A c.(571-573)GGC>GAC p.G191D

Pat_60 Post-Resistance PLEKHG5 57449 37 1 6528590 6528590 Missense_Mutation SNP G A 4 47 c.2474C>T c.(2473-2475)ACG>ATG p.T825M

Pat_60 Post-Resistance PGD 5226 37 1 10477527 10477527 Missense_Mutation SNP G A 4 112 c.1070G>A c.(1069-1071)GGC>GAC p.G357D

Pat_60 Post-Resistance PRDM2 7799 37 1 14106586 14106586 Missense_Mutation SNP G A 4 129 c.2296G>A c.(2296-2298)GCC>ACC p.A766T

Pat_60 Post-Resistance PRDM2 7799 37 1 14107382 14107382 Missense_Mutation SNP C T 38 146 c.3092C>T c.(3091-3093)CCC>CTC p.P1031L

Pat_60 Post-Resistance AGMAT 79814 37 1 15904220 15904220 Missense_Mutation SNP C T 18 84 c.860G>A c.(859-861)GGG>GAG p.G287E

Pat_60 Post-Resistance SPEN 23013 37 1 16261229 16261229 Missense_Mutation SNP G A 4 98 c.8494G>A c.(8494-8496)GCC>ACC p.A2832T

Pat_60 Post-Resistance ZBTB17 7709 37 1 16268546 16268546 Missense_Mutation SNP C T 4 54 c.2330G>A c.(2329-2331)CGC>CAC p.R777H

Pat_60 Post-Resistance FBXO42 54455 37 1 16583189 16583189 Missense_Mutation SNP C A 4 134 c.568G>T c.(568-570)GGT>TGT p.G190C

Pat_60 Post-Resistance PAX7 5081 37 1 19062346 19062346 Missense_Mutation SNP G A 4 91 c.1376G>A c.(1375-1377)GGC>GAC p.G459D

Pat_60 Post-Resistance RAP1GAP 5909 37 1 21926018 21926018 Missense_Mutation SNP G A 4 61 c.1745C>T c.(1744-1746)ACG>ATG p.T582M

Pat_60 Post-Resistance RUNX3 864 37 1 25254076 25254076 Missense_Mutation SNP C T 4 147 c.428G>A c.(427-429)CGC>CAC p.R143H

Pat_60 Post-Resistance UBXN11 91544 37 1 26610879 26610879 Missense_Mutation SNP G A 4 69 c.947C>T c.(946-948)GCC>GTC p.A316V

Pat_60 Post-Resistance SF3A3 10946 37 1 38435058 38435058 Nonsense_Mutation SNP G A 4 119 c.1249C>T c.(1249-1251)CGA>TGA p.R417*

Pat_60 Post-Resistance MACF1 23499 37 1 39896494 39896494 Missense_Mutation SNP G A 4 157 c.12571G>A c.(12571-12573)GAT>AAT p.D4191N

Pat_60 Post-Resistance KDM4A 9682 37 1 44137341 44137341 Missense_Mutation SNP C G 3 98 c.1529C>G c.(1528-1530)TCT>TGT p.S510C

Pat_60 Post-Resistance OSBPL9 114883 37 1 52252264 52252264 Missense_Mutation SNP G A 4 134 c.1975G>A c.(1975-1977)GAT>AAT p.D659N

Pat_60 Post-Resistance CPT2 1376 37 1 53676382 53676382 Missense_Mutation SNP G A 4 63 c.1036G>A c.(1036-1038)GAT>AAT p.D346N

Pat_60 Post-Resistance INADL 10207 37 1 62582843 62582843 Nonsense_Mutation SNP C T 44 182 c.4843C>T c.(4843-4845)CGA>TGA p.R1615*

Pat_60 Post-Resistance KANK4 163782 37 1 62740084 62740084 Missense_Mutation SNP C T 10 39 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_60 Post-Resistance C1orf146 388649 37 1 92710383 92710383 Missense_Mutation SNP A C 38 161 c.377A>C c.(376-378)AAT>ACT p.N126T



Pat_60 Post-Resistance COL11A1 1301 37 1 103470043 103470043 Missense_Mutation SNP C T 26 101 c.1901G>A c.(1900-1902)GGA>GAA p.G634E

Pat_60 Post-Resistance CLCC1 23155 37 1 109479710 109479710 Missense_Mutation SNP C T 4 175 c.1372G>A c.(1372-1374)GTG>ATG p.V458M

Pat_60 Post-Resistance C1orf194 127003 37 1 109649210 109649210 Missense_Mutation SNP C T 75 204 c.386G>A c.(385-387)AGA>AAA p.R129K

Pat_60 Post-Resistance KIAA1324 57535 37 1 109707201 109707201 Missense_Mutation SNP G A 4 182 c.355G>A c.(355-357)GGC>AGC p.G119S

Pat_60 Post-Resistance KCNA10 3744 37 1 111061007 111061007 Missense_Mutation SNP G A 4 129 c.403C>T c.(403-405)CGG>TGG p.R135W

Pat_60 Post-Resistance SYCP1 6847 37 1 115428861 115428861 Missense_Mutation SNP C T 85 283 c.1121C>T c.(1120-1122)TCG>TTG p.S374L

Pat_60 Post-Resistance ATP1A1 476 37 1 116946598 116946598 Splice_Site SNP G A 4 137 c.3043_splice c.e22+1 p.G1015_splice

Pat_60 Post-Resistance PHGDH 26227 37 1 120277981 120277981 Missense_Mutation SNP G A 4 128 c.707G>A c.(706-708)CGT>CAT p.R236H

Pat_60 Post-Resistance NOTCH2NL 388677 37 1 145290447 145290447 Missense_Mutation SNP C T 30 662 c.653C>T c.(652-654)CCT>CTT p.P218L

Pat_60 Post-Resistance NBPF10 100132406 37 1 145304523 145304523 Missense_Mutation SNP C T 75 609 c.1456C>T c.(1456-1458)CAT>TAT p.H486Y

Pat_60 Post-Resistance ITGA10 8515 37 1 145527721 145527721 Missense_Mutation SNP G A 4 115 c.161G>A c.(160-162)CGA>CAA p.R54Q

Pat_60 Post-Resistance RPRD2 23248 37 1 150429902 150429902 Missense_Mutation SNP C T 80 231 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_60 Post-Resistance PSMD4 5710 37 1 151237946 151237946 Missense_Mutation SNP C T 4 70 c.515C>T c.(514-516)ACA>ATA p.T172I

Pat_60 Post-Resistance RFX5 5993 37 1 151315846 151315846 Missense_Mutation SNP G A 32 66 c.830C>T c.(829-831)GCC>GTC p.A277V

Pat_60 Post-Resistance TCHH 7062 37 1 152083040 152083040 Missense_Mutation SNP G A 4 172 c.2653C>T c.(2653-2655)CGC>TGC p.R885C

Pat_60 Post-Resistance S100A7L2 645922 37 1 153410754 153410754 Missense_Mutation SNP G A 27 87 c.85C>T c.(85-87)CGC>TGC p.R29C

Pat_60 Post-Resistance ADAR 103 37 1 154558299 154558299 Missense_Mutation SNP C A 4 45 c.3245G>T c.(3244-3246)TGT>TTT p.C1082F

Pat_60 Post-Resistance RUSC1 23623 37 1 155292654 155292654 Missense_Mutation SNP C T 3 37 c.1090C>T c.(1090-1092)CCT>TCT p.P364S

Pat_60 Post-Resistance ASH1L 55870 37 1 155451975 155451975 Missense_Mutation SNP G A 4 108 c.686C>T c.(685-687)CCT>CTT p.P229L

Pat_60 Post-Resistance IQGAP3 128239 37 1 156526468 156526468 Missense_Mutation SNP G A 3 60 c.1147C>T c.(1147-1149)CGG>TGG p.R383W

Pat_60 Post-Resistance CD1A 909 37 1 158226022 158226022 Missense_Mutation SNP G A 4 165 c.554G>A c.(553-555)CGT>CAT p.R185H

Pat_60 Post-Resistance OR10K1 391109 37 1 158435891 158435891 Missense_Mutation SNP C A 85 336 c.540C>A c.(538-540)GAC>GAA p.D180E

Pat_60 Post-Resistance DUSP12 11266 37 1 161719662 161719662 Missense_Mutation SNP C T 3 26 c.71C>T c.(70-72)GCC>GTC p.A24V

Pat_60 Post-Resistance FMO2 2327 37 1 171174431 171174431 Missense_Mutation SNP G A 4 67 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_60 Post-Resistance RABGAP1L 9910 37 1 174363191 174363191 Missense_Mutation SNP C T 48 205 c.1618C>T c.(1618-1620)CCT>TCT p.P540S

Pat_60 Post-Resistance LAMC2 3918 37 1 183205739 183205739 Missense_Mutation SNP G T 4 183 c.2601G>T c.(2599-2601)CAG>CAT p.Q867H

Pat_60 Post-Resistance RGS18 64407 37 1 192128444 192128444 Missense_Mutation SNP G A 24 82 c.214G>A c.(214-216)GAA>AAA p.E72K

Pat_60 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C T 6 195 c.1734G>A c.(1732-1734)ATG>ATA p.M578I

Pat_60 Post-Resistance KIF14 9928 37 1 200574445 200574445 Missense_Mutation SNP T A 6 200 c.1712A>T c.(1711-1713)CAT>CTT p.H571L

Pat_60 Post-Resistance DDX59 83479 37 1 200633067 200633067 Missense_Mutation SNP G A 29 122 c.952C>T c.(952-954)CGT>TGT p.R318C

Pat_60 Post-Resistance RNPEP 6051 37 1 201965280 201965280 Missense_Mutation SNP G A 3 79 c.743G>A c.(742-744)CGG>CAG p.R248Q

Pat_60 Post-Resistance LGR6 59352 37 1 202270330 202270330 Missense_Mutation SNP C T 19 69 c.896C>T c.(895-897)TCG>TTG p.S299L

Pat_60 Post-Resistance PPP1R15B 84919 37 1 204380470 204380470 Missense_Mutation SNP A G 5 169 c.70T>C c.(70-72)TTT>CTT p.F24L

Pat_60 Post-Resistance MDM4 4194 37 1 204513793 204513793 Missense_Mutation SNP G A 4 150 c.803G>A c.(802-804)GGG>GAG p.G268E

Pat_60 Post-Resistance TMCC2 9911 37 1 205238112 205238112 Missense_Mutation SNP C T 46 110 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_60 Post-Resistance PFKFB2 5208 37 1 207235391 207235391 Missense_Mutation SNP G A 4 147 c.179G>A c.(178-180)CGC>CAC p.R60H

Pat_60 Post-Resistance EPRS 2058 37 1 220146710 220146710 Missense_Mutation SNP G A 5 242 c.4114C>T c.(4114-4116)CGT>TGT p.R1372C

Pat_60 Post-Resistance C1orf57 84284 37 1 233092163 233092163 Missense_Mutation SNP C A 4 91 c.268C>A c.(268-270)CAG>AAG p.Q90K

Pat_60 Post-Resistance SMYD3 64754 37 1 246498703 246498703 Missense_Mutation SNP G A 91 272 c.302C>T c.(301-303)TCC>TTC p.S101F

Pat_60 Post-Resistance C1orf150 148823 37 1 247737445 247737445 Missense_Mutation SNP G A 64 310 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_60 Post-Resistance OR2T12 127064 37 1 248458256 248458256 Missense_Mutation SNP A G 4 109 c.625T>C c.(625-627)TTT>CTT p.F209L

Pat_60 Post-Resistance TAF3 83860 37 10 8006435 8006435 Missense_Mutation SNP C T 13 25 c.962C>T c.(961-963)CCC>CTC p.P321L

Pat_60 Post-Resistance CAMK1D 57118 37 10 12803005 12803005 Missense_Mutation SNP G A 20 121 c.358G>A c.(358-360)GAT>AAT p.D120N

Pat_60 Post-Resistance PIP4K2A 5305 37 10 22830768 22830768 Missense_Mutation SNP G A 4 165 c.1001C>T c.(1000-1002)CCG>CTG p.P334L

Pat_60 Post-Resistance MYO3A 53904 37 10 26355954 26355954 Missense_Mutation SNP C T 35 169 c.1004C>T c.(1003-1005)TCC>TTC p.S335F

Pat_60 Post-Resistance APBB1IP 54518 37 10 26849663 26849663 Missense_Mutation SNP G A 17 67 c.1259G>A c.(1258-1260)GGG>GAG p.G420E

Pat_60 Post-Resistance ARMC4 55130 37 10 28225687 28225688 Nonsense_Mutation DNP CC TT 73 322 .2219_2220GG>AAc.(2218-2220)TGG>TAA p.W740*



Pat_60 Post-Resistance SVIL 6840 37 10 29784024 29784024 Missense_Mutation SNP C T 6 48 c.3751G>A c.(3751-3753)GAA>AAA p.E1251K

Pat_60 Post-Resistance C10orf68 79741 37 10 33135342 33135342 Missense_Mutation SNP G T 4 194 c.1372G>T c.(1372-1374)GAT>TAT p.D458Y

Pat_60 Post-Resistance ANKRD30A 91074 37 10 37425564 37425564 Missense_Mutation SNP G A 13 46 c.617G>A c.(616-618)CGA>CAA p.R206Q

Pat_60 Post-Resistance MBL2 4153 37 10 54531224 54531224 Missense_Mutation SNP C T 27 118 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_60 Post-Resistance PCDH15 65217 37 10 55570336 55570336 Missense_Mutation SNP C T 58 157 c.4498G>A c.(4498-4500)GAA>AAA p.E1500K

Pat_60 Post-Resistance DLG5 9231 37 10 79565517 79565518 Missense_Mutation DNP CC TT 30 104 .5069_5070GG>AAc.(5068-5070)CGG>CAA p.R1690Q

Pat_60 Post-Resistance ACTA2 59 37 10 90697849 90697849 Missense_Mutation SNP G A 4 147 c.959C>T c.(958-960)ACG>ATG p.T320M

Pat_60 Post-Resistance CYP2C9 1559 37 10 96745844 96745844 Missense_Mutation SNP C T 72 315 c.1204C>T c.(1204-1206)CCC>TCC p.P402S

Pat_60 Post-Resistance DNTT 1791 37 10 98064324 98064324 Missense_Mutation SNP G A 4 98 c.70G>A c.(70-72)GCC>ACC p.A24T

Pat_60 Post-Resistance SLIT1 6585 37 10 98823964 98823964 Missense_Mutation SNP G A 13 24 c.590C>T c.(589-591)CCC>CTC p.P197L

Pat_60 Post-Resistance SCD 6319 37 10 102120518 102120518 Missense_Mutation SNP C T 85 154 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_60 Post-Resistance MRPL43 84545 37 10 102739080 102739080 Missense_Mutation SNP G A 4 125 c.578C>T c.(577-579)CCA>CTA p.P193L

Pat_60 Post-Resistance SORCS1 114815 37 10 108366965 108366965 Missense_Mutation SNP G A 22 61 c.3124C>T c.(3124-3126)CCA>TCA p.P1042S

Pat_60 Post-Resistance RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 9 41 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_60 Post-Resistance KIAA1598 57698 37 10 118687348 118687348 Missense_Mutation SNP G A 59 223 c.1067C>T c.(1066-1068)CCT>CTT p.P356L

Pat_60 Post-Resistance EIF3A 8661 37 10 120801755 120801755 Missense_Mutation SNP T A 6 338 c.3277A>T c.(3277-3279)ATG>TTG p.M1093L

Pat_60 Post-Resistance DMBT1 1755 37 10 124395670 124395670 Missense_Mutation SNP G A 5 45 c.6325G>A c.(6325-6327)GGG>AGG p.G2109R

Pat_60 Post-Resistance DMBT1 1755 37 10 124399773 124399773 Missense_Mutation SNP C A 45 123 c.6773C>A c.(6772-6774)TCC>TAC p.S2258Y

Pat_60 Post-Resistance FAM175B 23172 37 10 126523485 126523485 Missense_Mutation SNP G A 5 172 c.1193G>A c.(1192-1194)CGA>CAA p.R398Q

Pat_60 Post-Resistance ANO9 338440 37 11 433344 433344 Missense_Mutation SNP G A 3 37 c.320C>T c.(319-321)GCC>GTC p.A107V

Pat_60 Post-Resistance SYT8 90019 37 11 1858477 1858477 Missense_Mutation SNP C T 7 11 c.1022C>T c.(1021-1023)CCC>CTC p.P341L

Pat_60 Post-Resistance DNHD1 144132 37 11 6540836 6540836 Missense_Mutation SNP G A 4 193 c.1399G>A c.(1399-1401)GAG>AAG p.E467K

Pat_60 Post-Resistance CYP2R1 120227 37 11 14902017 14902017 Missense_Mutation SNP G T 4 125 c.665C>A c.(664-666)GCC>GAC p.A222D

Pat_60 Post-Resistance KCNJ11 3767 37 11 17408942 17408942 Missense_Mutation SNP G A 7 17 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_60 Post-Resistance SLC6A5 9152 37 11 20639381 20639381 Nonsense_Mutation SNP G A 47 125 c.1211G>A c.(1210-1212)TGG>TAG p.W404*

Pat_60 Post-Resistance QSER1 79832 37 11 32956501 32956501 Missense_Mutation SNP C T 71 113 c.3310C>T c.(3310-3312)CCA>TCA p.P1104S

Pat_60 Post-Resistance CDCA5 113130 37 11 64851021 64851021 Missense_Mutation SNP G A 4 105 c.143C>T c.(142-144)ACA>ATA p.T48I

Pat_60 Post-Resistance NPAS4 266743 37 11 66190601 66190601 Missense_Mutation SNP A G 5 14 c.706A>G c.(706-708)ATC>GTC p.I236V

Pat_60 Post-Resistance DRD2 1813 37 11 113283314 113283314 Missense_Mutation SNP C T 20 35 c.1102G>A c.(1102-1104)GAG>AAG p.E368K

Pat_60 Post-Resistance TMPRSS4 56649 37 11 117975469 117975469 Missense_Mutation SNP C T 21 79 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_60 Post-Resistance TREH 11181 37 11 118529412 118529412 Missense_Mutation SNP C T 2 1 c.1576G>A c.(1576-1578)GGG>AGG p.G526R

Pat_60 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 11 387 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_60 Post-Resistance RPUSD4 84881 37 11 126075452 126075452 Missense_Mutation SNP C T 4 146 c.707G>A c.(706-708)CGC>CAC p.R236H

Pat_60 Post-Resistance FAM118B 79607 37 11 126132015 126132015 Missense_Mutation SNP G A 4 177 c.1043G>A c.(1042-1044)GGC>GAC p.G348D

Pat_60 Post-Resistance IGSF9B 22997 37 11 133792616 133792616 Missense_Mutation SNP G A 2 2 c.2129C>T c.(2128-2130)CCG>CTG p.P710L

Pat_60 Post-Resistance CACNA1C 775 37 12 2690883 2690883 Missense_Mutation SNP G A 5 34 c.2023G>A c.(2023-2025)GGA>AGA p.G675R

Pat_60 Post-Resistance C12orf32 83695 37 12 2997518 2997518 Missense_Mutation SNP G A 4 163 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_60 Post-Resistance VWF 7450 37 12 6138549 6138549 Missense_Mutation SNP G A 5 201 c.2926C>T c.(2926-2928)CGC>TGC p.R976C

Pat_60 Post-Resistance A2ML1 144568 37 12 9010693 9010693 Missense_Mutation SNP A G 7 8 c.3259A>G c.(3259-3261)ATG>GTG p.M1087V

Pat_60 Post-Resistance A2ML1 144568 37 12 9016423 9016423 Missense_Mutation SNP C T 4 139 c.3536C>T c.(3535-3537)CCA>CTA p.P1179L

Pat_60 Post-Resistance CD69 969 37 12 9907192 9907192 Missense_Mutation SNP A C 95 317 c.482T>G c.(481-483)TTT>TGT p.F161C

Pat_60 Post-Resistance PRB2 653247 37 12 11546771 11546771 Missense_Mutation SNP G C 6 348 c.241C>G c.(241-243)CCA>GCA p.P81A

Pat_60 Post-Resistance LRP6 4040 37 12 12274091 12274091 Missense_Mutation SNP G A 3 46 c.4811C>T c.(4810-4812)CCG>CTG p.P1604L

Pat_60 Post-Resistance GYS2 2998 37 12 21692230 21692230 Missense_Mutation SNP G A 76 327 c.1852C>T c.(1852-1854)CCA>TCA p.P618S

Pat_60 Post-Resistance TMTC1 83857 37 12 29673644 29673644 Nonsense_Mutation SNP T A 26 89 c.1471A>T c.(1471-1473)AAA>TAA p.K491*

Pat_60 Post-Resistance SLC2A13 114134 37 12 40441979 40441979 Missense_Mutation SNP G A 5 322 c.590C>T c.(589-591)GCG>GTG p.A197V

Pat_60 Post-Resistance PFKM 5213 37 12 48538907 48538907 Missense_Mutation SNP C T 4 129 c.2086C>T c.(2086-2088)CGT>TGT p.R696C



Pat_60 Post-Resistance CACNB3 784 37 12 49219475 49219475 Missense_Mutation SNP C T 36 125 c.665C>T c.(664-666)TCC>TTC p.S222F

Pat_60 Post-Resistance RACGAP1 29127 37 12 50390908 50390908 Missense_Mutation SNP C T 4 149 c.959G>A c.(958-960)CGT>CAT p.R320H

Pat_60 Post-Resistance KRT8 3856 37 12 53292473 53292473 Missense_Mutation SNP C T 5 200 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_60 Post-Resistance ESPL1 9700 37 12 53680574 53680574 Missense_Mutation SNP C T 3 85 c.4054C>T c.(4054-4056)CGG>TGG p.R1352W

Pat_60 Post-Resistance KIF5A 3798 37 12 57957435 57957435 Missense_Mutation SNP G T 4 185 c.250G>T c.(250-252)GCT>TCT p.A84S

Pat_60 Post-Resistance RAP1B 5908 37 12 69050092 69050092 Missense_Mutation SNP A G 4 236 c.331A>G c.(331-333)ATG>GTG p.M111V

Pat_60 Post-Resistance PTPRB 5787 37 12 70956819 70956819 Missense_Mutation SNP C T 11 31 c.3319G>A c.(3319-3321)GCC>ACC p.A1107T

Pat_60 Post-Resistance PTPRB 5787 37 12 71029645 71029645 Missense_Mutation SNP C T 4 37 c.257G>A c.(256-258)CGC>CAC p.R86H

Pat_60 Post-Resistance PTPRR 5801 37 12 71155318 71155318 Missense_Mutation SNP C T 6 345 c.560G>A c.(559-561)CGT>CAT p.R187H

Pat_60 Post-Resistance TBC1D15 64786 37 12 72307707 72307707 Splice_Site SNP G A 5 194 c.1518_splice c.e13+1 p.M506_splice

Pat_60 Post-Resistance ACSS3 79611 37 12 81610767 81610767 Missense_Mutation SNP G A 27 92 c.1442G>A c.(1441-1443)GGA>GAA p.G481E

Pat_60 Post-Resistance SLC41A2 84102 37 12 105321753 105321753 Missense_Mutation SNP G T 4 123 c.553C>A c.(553-555)CAG>AAG p.Q185K

Pat_60 Post-Resistance RFX4 5992 37 12 107075789 107075789 Missense_Mutation SNP C T 65 200 c.334C>T c.(334-336)CCT>TCT p.P112S

Pat_60 Post-Resistance RASAL1 8437 37 12 113539775 113539775 Missense_Mutation SNP C T 41 120 c.2141G>A c.(2140-2142)GGG>GAG p.G714E

Pat_60 Post-Resistance RNF10 9921 37 12 121002888 121002888 Missense_Mutation SNP G A 5 386 c.1679G>A c.(1678-1680)CGT>CAT p.R560H

Pat_60 Post-Resistance ANAPC5 51433 37 12 121773427 121773427 Missense_Mutation SNP C T 5 311 c.859G>A c.(859-861)GAA>AAA p.E287K

Pat_60 Post-Resistance TMEM132D 121256 37 12 129563125 129563125 Missense_Mutation SNP A G 31 131 c.2069T>C c.(2068-2070)ATC>ACC p.I690T

Pat_60 Post-Resistance NUPL1 9818 37 13 25894666 25894666 Splice_Site SNP A T 4 117 c.711_splice c.e8-2 p.E237_splice

Pat_60 Post-Resistance RNF6 6049 37 13 26788695 26788695 Missense_Mutation SNP G A 5 192 c.1324C>T c.(1324-1326)CGC>TGC p.R442C

Pat_60 Post-Resistance FLT1 2321 37 13 29004251 29004251 Missense_Mutation SNP C T 4 89 c.1042G>A c.(1042-1044)GCT>ACT p.A348T

Pat_60 Post-Resistance DGKH 160851 37 13 42739570 42739570 Splice_Site SNP G A 4 169 c.958_splice c.e8+1 p.G320_splice

Pat_60 Post-Resistance ATP7B 540 37 13 52511468 52511468 Missense_Mutation SNP C T 4 57 c.3965G>A c.(3964-3966)CGC>CAC p.R1322H

Pat_60 Post-Resistance DIAPH3 81624 37 13 60384961 60384961 Missense_Mutation SNP G A 3 75 c.3124C>T c.(3124-3126)CGC>TGC p.R1042C

Pat_60 Post-Resistance LMO7 4008 37 13 76397821 76397821 Missense_Mutation SNP C A 4 170 c.2062C>A c.(2062-2064)CAG>AAG p.Q688K

Pat_60 Post-Resistance TPP2 7174 37 13 103299599 103299599 Nonsense_Mutation SNP G T 4 95 c.2533G>T c.(2533-2535)GAA>TAA p.E845*

Pat_60 Post-Resistance COL4A2 1284 37 13 111147701 111147701 Missense_Mutation SNP A C 30 90 c.3647A>C c.(3646-3648)CAC>CCC p.H1216P

Pat_60 Post-Resistance FAM70B 348013 37 13 114514844 114514844 Missense_Mutation SNP C T 44 85 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_60 Post-Resistance OR4N5 390437 37 14 20612733 20612733 Missense_Mutation SNP C T 86 260 c.839C>T c.(838-840)CCT>CTT p.P280L

Pat_60 Post-Resistance CHD8 57680 37 14 21860068 21860068 Nonsense_Mutation SNP A T 19 85 c.5972T>A c.(5971-5973)TTG>TAG p.L1991*

Pat_60 Post-Resistance MRPL52 122704 37 14 23303432 23303432 Nonsense_Mutation SNP C T 4 136 c.274C>T c.(274-276)CAG>TAG p.Q92*

Pat_60 Post-Resistance LRP10 26020 37 14 23345043 23345043 Missense_Mutation SNP C T 4 87 c.886C>T c.(886-888)CGT>TGT p.R296C

Pat_60 Post-Resistance REM2 161253 37 14 23354093 23354093 Missense_Mutation SNP A G 3 75 c.314A>G c.(313-315)GAG>GGG p.E105G

Pat_60 Post-Resistance RBM23 55147 37 14 23375485 23375485 Missense_Mutation SNP C T 5 155 c.320G>A c.(319-321)CGT>CAT p.R107H

Pat_60 Post-Resistance PRMT5 10419 37 14 23392017 23392017 Missense_Mutation SNP G A 3 69 c.1513C>T c.(1513-1515)CGG>TGG p.R505W

Pat_60 Post-Resistance C14orf37 145407 37 14 58605719 58605719 Missense_Mutation SNP G A 18 82 c.358C>T c.(358-360)CCC>TCC p.P120S

Pat_60 Post-Resistance PLEKHG3 26030 37 14 65194686 65194686 Missense_Mutation SNP C T 2 0 c.337C>T c.(337-339)CGC>TGC p.R113C

Pat_60 Post-Resistance GALNTL1 57452 37 14 69806275 69806275 Missense_Mutation SNP G A 36 104 c.1126G>A c.(1126-1128)GAT>AAT p.D376N

Pat_60 Post-Resistance SFRS5 6430 37 14 70238000 70238000 Missense_Mutation SNP G A 5 383 c.641G>A c.(640-642)CGG>CAG p.R214Q

Pat_60 Post-Resistance ADAM20 8748 37 14 70990455 70990455 Missense_Mutation SNP C A 4 124 c.1170G>T c.(1168-1170)TTG>TTT p.L390F

Pat_60 Post-Resistance C14orf115 55237 37 14 74825503 74825503 Missense_Mutation SNP G A 27 50 c.2017G>A c.(2017-2019)GAG>AAG p.E673K

Pat_60 Post-Resistance ANGEL1 23357 37 14 77275950 77275950 Missense_Mutation SNP G A 4 152 c.101C>T c.(100-102)GCG>GTG p.A34V

Pat_60 Post-Resistance CCDC88C 440193 37 14 91760643 91760643 Missense_Mutation SNP C T 5 26 c.3986G>A c.(3985-3987)GGG>GAG p.G1329E

Pat_60 Post-Resistance DLK1 8788 37 14 101198450 101198450 Missense_Mutation SNP G A 25 113 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_60 Post-Resistance OR4N3P 390539 37 15 22414263 22414263 Missense_Mutation SNP G A 41 671 c.562G>A c.(562-564)GAC>AAC p.D188N

Pat_60 Post-Resistance DLL4 54567 37 15 41228860 41228860 Missense_Mutation SNP C T 3 37 c.1675C>T c.(1675-1677)CGG>TGG p.R559W

Pat_60 Post-Resistance UNC13C 440279 37 15 54685300 54685300 Missense_Mutation SNP G A 44 106 c.4768G>A c.(4768-4770)GAT>AAT p.D1590N

Pat_60 Post-Resistance HERC1 8925 37 15 63950785 63950785 Missense_Mutation SNP G A 4 110 c.9557C>T c.(9556-9558)GCC>GTC p.A3186V



Pat_60 Post-Resistance TIPIN 54962 37 15 66641409 66641409 Missense_Mutation SNP A G 3 61 c.464T>C c.(463-465)GTT>GCT p.V155A

Pat_60 Post-Resistance GRAMD2 196996 37 15 72462197 72462197 Missense_Mutation SNP G C 4 176 c.125C>G c.(124-126)CCG>CGG p.P42R

Pat_60 Post-Resistance PKM2 5315 37 15 72492040 72492040 Missense_Mutation SNP C T 4 89 c.1547G>A c.(1546-1548)CGC>CAC p.R516H

Pat_60 Post-Resistance NPTN 27020 37 15 73862544 73862544 Missense_Mutation SNP A C 33 184 c.1061T>G c.(1060-1062)GTG>GGG p.V354G

Pat_60 Post-Resistance ADAMTSL3 57188 37 15 84324532 84324532 Missense_Mutation SNP C T 20 41 c.19C>T c.(19-21)CCC>TCC p.P7S

Pat_60 Post-Resistance ZNF592 9640 37 15 85327009 85327009 Missense_Mutation SNP C T 16 109 c.1103C>T c.(1102-1104)TCC>TTC p.S368F

Pat_60 Post-Resistance ALPK3 57538 37 15 85407771 85407771 Missense_Mutation SNP G A 4 135 c.5204G>A c.(5203-5205)CGG>CAG p.R1735Q

Pat_60 Post-Resistance SLC28A1 9154 37 15 85476379 85476379 Missense_Mutation SNP G A 188 272 c.1087G>A c.(1087-1089)GAT>AAT p.D363N

Pat_60 Post-Resistance MAN2A2 4122 37 15 91448870 91448870 Missense_Mutation SNP G A 4 91 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_60 Post-Resistance IGF1R 3480 37 15 99465453 99465453 Missense_Mutation SNP G A 5 133 c.2278G>A c.(2278-2280)GCA>ACA p.A760T

Pat_60 Post-Resistance MEF2A 4205 37 15 100214629 100214629 Missense_Mutation SNP C T 254 396 c.428C>T c.(427-429)TCT>TTT p.S143F

Pat_60 Post-Resistance BAIAP3 8938 37 16 1394480 1394480 Missense_Mutation SNP G A 4 83 c.1718G>A c.(1717-1719)CGT>CAT p.R573H

Pat_60 Post-Resistance BTBD12 84464 37 16 3647932 3647932 Missense_Mutation SNP C T 4 95 c.1232G>A c.(1231-1233)CGG>CAG p.R411Q

Pat_60 Post-Resistance GRIN2A 2903 37 16 9858006 9858006 Missense_Mutation SNP G A 37 152 c.3395C>T c.(3394-3396)CCA>CTA p.P1132L

Pat_60 Post-Resistance SMG1 23049 37 16 18845658 18845658 Missense_Mutation SNP C T 4 81 c.8433G>A c.(8431-8433)ATG>ATA p.M2811I

Pat_60 Post-Resistance PDILT 204474 37 16 20384233 20384233 Missense_Mutation SNP G A 25 86 c.809C>T c.(808-810)TCC>TTC p.S270F

Pat_60 Post-Resistance ACSM2B 348158 37 16 20576125 20576125 Missense_Mutation SNP C T 4 97 c.43G>A c.(43-45)GGT>AGT p.G15S

Pat_60 Post-Resistance SCNN1G 6340 37 16 23226699 23226699 Missense_Mutation SNP C T 4 141 c.1859C>T c.(1858-1860)CCC>CTC p.P620L

Pat_60 Post-Resistance NSMCE1 197370 37 16 27268846 27268846 Missense_Mutation SNP G A 5 186 c.46C>T c.(46-48)CGG>TGG p.R16W

Pat_60 Post-Resistance KIAA0556 23247 37 16 27761489 27761489 Missense_Mutation SNP G A 4 102 c.3208G>A c.(3208-3210)GTT>ATT p.V1070I

Pat_60 Post-Resistance BRD7 29117 37 16 50354288 50354288 Nonsense_Mutation SNP G A 53 128 c.1627C>T c.(1627-1629)CAG>TAG p.Q543*

Pat_60 Post-Resistance TOX3 27324 37 16 52497934 52497934 Missense_Mutation SNP G A 33 65 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_60 Post-Resistance AKTIP 64400 37 16 53532384 53532384 Missense_Mutation SNP G A 4 123 c.167C>T c.(166-168)CCT>CTT p.P56L

Pat_60 Post-Resistance NFATC3 4775 37 16 68200795 68200795 Nonsense_Mutation SNP C T 4 105 c.1651C>T c.(1651-1653)CGA>TGA p.R551*

Pat_60 Post-Resistance ST3GAL2 6483 37 16 70415743 70415743 Missense_Mutation SNP G A 5 139 c.902C>T c.(901-903)GCC>GTC p.A301V

Pat_60 Post-Resistance HYDIN 54768 37 16 71004449 71004449 Missense_Mutation SNP C T 17 43 c.5590G>A c.(5590-5592)GAT>AAT p.D1864N

Pat_60 Post-Resistance CLEC18B 497190 37 16 74446957 74446957 Nonsense_Mutation SNP C T 8 45 c.654G>A c.(652-654)TGG>TGA p.W218*

Pat_60 Post-Resistance ATMIN 23300 37 16 81078113 81078113 Missense_Mutation SNP A G 4 141 c.2010A>G c.(2008-2010)ATA>ATG p.I670M

Pat_60 Post-Resistance KIAA1609 57707 37 16 84513551 84513551 Missense_Mutation SNP C T 3 54 c.1339G>A c.(1339-1341)GAA>AAA p.E447K

Pat_60 Post-Resistance ZDHHC7 55625 37 16 85010098 85010098 Missense_Mutation SNP G T 3 32 c.778C>A c.(778-780)CCC>ACC p.P260T

Pat_60 Post-Resistance JPH3 57338 37 16 87678403 87678403 Missense_Mutation SNP G A 3 49 c.922G>A c.(922-924)GGG>AGG p.G308R

Pat_60 Post-Resistance FANCA 2175 37 16 89836993 89836993 Missense_Mutation SNP G A 4 11 c.2201C>T c.(2200-2202)TCC>TTC p.S734F

Pat_60 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 100 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_60 Post-Resistance C17orf97 400566 37 17 263346 263346 Missense_Mutation SNP G A 5 93 c.742G>A c.(742-744)GAC>AAC p.D248N

Pat_60 Post-Resistance SCARF1 8578 37 17 1538786 1538786 Missense_Mutation SNP G A 4 133 c.1759C>T c.(1759-1761)CGG>TGG p.R587W

Pat_60 Post-Resistance CTNS 1497 37 17 3560052 3560052 Missense_Mutation SNP T A 6 150 c.644T>A c.(643-645)CTC>CAC p.L215H

Pat_60 Post-Resistance USP6 9098 37 17 5040979 5040979 Missense_Mutation SNP G A 7 533 c.859G>A c.(859-861)GTG>ATG p.V287M

Pat_60 Post-Resistance NLRP1 22861 37 17 5461927 5461927 Missense_Mutation SNP C T 15 78 c.2089G>A c.(2089-2091)GGG>AGG p.G697R

Pat_60 Post-Resistance ALOXE3 59344 37 17 8018372 8018372 Nonsense_Mutation SNP C T 33 115 c.438G>A c.(436-438)TGG>TGA p.W146*

Pat_60 Post-Resistance SLC25A35 399512 37 17 8194183 8194183 Nonsense_Mutation SNP G A 4 148 c.706C>T c.(706-708)CAG>TAG p.Q236*

Pat_60 Post-Resistance MYH4 4622 37 17 10351355 10351355 Missense_Mutation SNP T C 11 232 c.4745A>G c.(4744-4746)GAA>GGA p.E1582G

Pat_60 Post-Resistance MYH2 4620 37 17 10435009 10435009 Missense_Mutation SNP C T 48 144 c.2638G>A c.(2638-2640)GAA>AAA p.E880K

Pat_60 Post-Resistance MYH2 4620 37 17 10435020 10435020 Missense_Mutation SNP C T 44 161 c.2627G>A c.(2626-2628)AGG>AAG p.R876K

Pat_60 Post-Resistance TRIM16 10626 37 17 15532480 15532480 Missense_Mutation SNP C T 4 113 c.1144G>A c.(1144-1146)GCA>ACA p.A382T

Pat_60 Post-Resistance CCDC144A 9720 37 17 16635945 16635945 Missense_Mutation SNP G A 10 47 c.2383G>A c.(2383-2385)GAA>AAA p.E795K

Pat_60 Post-Resistance LGALS9C 654346 37 17 18395795 18395795 Missense_Mutation SNP C T 22 134 c.697C>T c.(697-699)CCG>TCG p.P233S

Pat_60 Post-Resistance ACACA 31 37 17 35454791 35454791 Missense_Mutation SNP G A 5 178 c.6583C>T c.(6583-6585)CGG>TGG p.R2195W



Pat_60 Post-Resistance HNF1B 6928 37 17 36059083 36059083 Missense_Mutation SNP T C 3 72 c.1652A>G c.(1651-1653)CAG>CGG p.Q551R

Pat_60 Post-Resistance CSF3 1440 37 17 38172082 38172082 Missense_Mutation SNP C T 3 18 c.179C>T c.(178-180)GCG>GTG p.A60V

Pat_60 Post-Resistance WIPF2 147179 37 17 38418845 38418845 Nonsense_Mutation SNP C T 31 64 c.265C>T c.(265-267)CAA>TAA p.Q89*

Pat_60 Post-Resistance KRTAP1-1 81851 37 17 39197597 39197597 Missense_Mutation SNP C T 29 43 c.53G>A c.(52-54)GGG>GAG p.G18E

Pat_60 Post-Resistance KAT2A 2648 37 17 40269499 40269499 Missense_Mutation SNP C T 3 54 c.1544G>A c.(1543-1545)CGG>CAG p.R515Q

Pat_60 Post-Resistance CCDC103 388389 37 17 42979934 42979934 Missense_Mutation SNP C T 4 118 c.478C>T c.(478-480)CGG>TGG p.R160W

Pat_60 Post-Resistance KPNB1 3837 37 17 45757957 45757957 Missense_Mutation SNP G A 4 173 c.2552G>A c.(2551-2553)CGG>CAG p.R851Q

Pat_60 Post-Resistance OSBPL7 114881 37 17 45885688 45885688 Missense_Mutation SNP T C 12 45 c.2498A>G c.(2497-2499)TAT>TGT p.Y833C

Pat_60 Post-Resistance CDK5RAP3 80279 37 17 46058837 46058837 Missense_Mutation SNP G A 4 191 c.1490G>A c.(1489-1491)CGC>CAC p.R497H

Pat_60 Post-Resistance HSF5 124535 37 17 56557433 56557433 Missense_Mutation SNP G A 5 179 c.746C>T c.(745-747)TCA>TTA p.S249L

Pat_60 Post-Resistance PRR11 55771 37 17 57262915 57262915 Missense_Mutation SNP G A 4 123 c.394G>A c.(394-396)GCA>ACA p.A132T

Pat_60 Post-Resistance PLEKHM1P 440456 37 17 62796646 62796646 Missense_Mutation SNP G A 8 32 c.394C>T c.(394-396)CCC>TCC p.P132S

Pat_60 Post-Resistance BPTF 2186 37 17 65850238 65850238 Missense_Mutation SNP C T 4 185 c.796C>T c.(796-798)CGC>TGC p.R266C

Pat_60 Post-Resistance ABCA6 23460 37 17 67079429 67079429 Missense_Mutation SNP G A 16 95 c.4399C>T c.(4399-4401)CTC>TTC p.L1467F

Pat_60 Post-Resistance CD300C 10871 37 17 72539117 72539117 Missense_Mutation SNP G A 15 59 c.410C>T c.(409-411)ACC>ATC p.T137I

Pat_60 Post-Resistance KIAA0195 9772 37 17 73489599 73489599 Missense_Mutation SNP C T 4 72 c.2114C>T c.(2113-2115)ACC>ATC p.T705I

Pat_60 Post-Resistance NPLOC4 55666 37 17 79573769 79573769 Missense_Mutation SNP G A 3 48 c.602C>T c.(601-603)CCG>CTG p.P201L

Pat_60 Post-Resistance RBBP8 5932 37 18 20606151 20606151 Missense_Mutation SNP G A 4 124 c.2642G>A c.(2641-2643)CGT>CAT p.R881H

Pat_60 Post-Resistance LAMA3 3909 37 18 21329415 21329415 Missense_Mutation SNP G A 7 30 c.589G>A c.(589-591)GAA>AAA p.E197K

Pat_60 Post-Resistance DSC3 1825 37 18 28576947 28576947 Missense_Mutation SNP C T 33 77 c.2303G>A c.(2302-2304)GGA>GAA p.G768E

Pat_60 Post-Resistance TTR 7276 37 18 29178613 29178613 Missense_Mutation SNP C T 4 103 c.419C>T c.(418-420)GCT>GTT p.A140V

Pat_60 Post-Resistance CDH7 1005 37 18 63547825 63547825 Missense_Mutation SNP G A 37 123 c.2053G>A c.(2053-2055)GAT>AAT p.D685N

Pat_60 Post-Resistance NETO1 81832 37 18 70417450 70417450 Missense_Mutation SNP C T 14 69 c.1388G>A c.(1387-1389)GGA>GAA p.G463E

Pat_60 Post-Resistance HCN2 610 37 19 615927 615927 Missense_Mutation SNP G A 4 35 c.2123G>A c.(2122-2124)GGT>GAT p.G708D

Pat_60 Post-Resistance DPP9 91039 37 19 4714134 4714134 Missense_Mutation SNP G A 3 54 c.272C>T c.(271-273)ACG>ATG p.T91M

Pat_60 Post-Resistance TICAM1 148022 37 19 4816882 4816882 Missense_Mutation SNP G A 3 52 c.1508C>T c.(1507-1509)ACG>ATG p.T503M

Pat_60 Post-Resistance TICAM1 148022 37 19 4817390 4817390 Missense_Mutation SNP G A 4 95 c.1000C>T c.(1000-1002)CTC>TTC p.L334F

Pat_60 Post-Resistance SH2D3A 10045 37 19 6755143 6755143 Missense_Mutation SNP C T 5 266 c.680G>A c.(679-681)CGT>CAT p.R227H

Pat_60 Post-Resistance C19orf59 199675 37 19 7743386 7743386 Missense_Mutation SNP C T 8 55 c.383C>T c.(382-384)TCC>TTC p.S128F

Pat_60 Post-Resistance CD209 30835 37 19 7810835 7810835 Missense_Mutation SNP T C 5 243 c.317A>G c.(316-318)CAG>CGG p.Q106R

Pat_60 Post-Resistance MUC16 94025 37 19 9089200 9089200 Missense_Mutation SNP G A 3 7 c.2615C>T c.(2614-2616)CCA>CTA p.P872L

Pat_60 Post-Resistance TYK2 7297 37 19 10461832 10461832 Missense_Mutation SNP G A 12 13 c.3325C>T c.(3325-3327)CTT>TTT p.L1109F

Pat_60 Post-Resistance QTRT1 81890 37 19 10823303 10823303 Missense_Mutation SNP C T 4 142 c.860C>T c.(859-861)GCG>GTG p.A287V

Pat_60 Post-Resistance TSPAN16 26526 37 19 11408863 11408863 Missense_Mutation SNP G A 24 60 c.115G>A c.(115-117)GGA>AGA p.G39R

Pat_60 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 8 337 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_60 Post-Resistance ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 6 338 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_60 Post-Resistance ZNF878 729747 37 19 12155757 12155757 Missense_Mutation SNP C A 10 292 c.600G>T c.(598-600)AGG>AGT p.R200S

Pat_60 Post-Resistance ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 6 147 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_60 Post-Resistance IL27RA 9466 37 19 14160009 14160009 Missense_Mutation SNP C T 4 72 c.1285C>T c.(1285-1287)CCT>TCT p.P429S

Pat_60 Post-Resistance FAM129C 199786 37 19 17653011 17653011 Missense_Mutation SNP C T 4 151 c.1330C>T c.(1330-1332)CGG>TGG p.R444W

Pat_60 Post-Resistance RFXANK 8625 37 19 19308410 19308410 Missense_Mutation SNP G A 3 40 c.418G>A c.(418-420)GTT>ATT p.V140I

Pat_60 Post-Resistance CILP2 148113 37 19 19656316 19656316 Missense_Mutation SNP G A 3 14 c.2962G>A c.(2962-2964)GCA>ACA p.A988T

Pat_60 Post-Resistance ZNF93 81931 37 19 20045182 20045182 Missense_Mutation SNP A G 5 345 c.1418A>G c.(1417-1419)AAA>AGA p.K473R

Pat_60 Post-Resistance ZNF93 81931 37 19 20045266 20045266 Missense_Mutation SNP A G 7 378 c.1502A>G c.(1501-1503)AAA>AGA p.K501R

Pat_60 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 4 142 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_60 Post-Resistance ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 6 196 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_60 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 7 173 c.1249A>G c.(1249-1251)AAG>GAG p.K417E



Pat_60 Post-Resistance ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 8 533 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_60 Post-Resistance C19orf2 8725 37 19 30500088 30500088 Missense_Mutation SNP G T 5 54 c.863G>T c.(862-864)TGT>TTT p.C288F

Pat_60 Post-Resistance ANKRD27 84079 37 19 33089136 33089136 Missense_Mutation SNP G A 5 202 c.3068C>T c.(3067-3069)ACG>ATG p.T1023M

Pat_60 Post-Resistance SLC7A10 56301 37 19 33703799 33703799 Missense_Mutation SNP G A 4 44 c.466C>T c.(466-468)CCC>TCC p.P156S

Pat_60 Post-Resistance LGI4 163175 37 19 35617799 35617799 Missense_Mutation SNP C T 14 27 c.751G>A c.(751-753)GAC>AAC p.D251N

Pat_60 Post-Resistance FXYD1 5348 37 19 35631041 35631041 Missense_Mutation SNP G A 20 85 c.58G>A c.(58-60)GCA>ACA p.A20T

Pat_60 Post-Resistance PRODH2 58510 37 19 36297393 36297393 Missense_Mutation SNP C T 4 165 c.1168G>A c.(1168-1170)GTG>ATG p.V390M

Pat_60 Post-Resistance ZFP82 284406 37 19 36883767 36883767 Missense_Mutation SNP G A 31 115 c.1475C>T c.(1474-1476)TCC>TTC p.S492F

Pat_60 Post-Resistance HKR1 284459 37 19 37854172 37854172 Missense_Mutation SNP C T 5 245 c.1475C>T c.(1474-1476)ACG>ATG p.T492M

Pat_60 Post-Resistance PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 7 290 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_60 Post-Resistance CEACAM3 1084 37 19 42300616 42300616 Missense_Mutation SNP C T 4 118 c.7C>T c.(7-9)CCC>TCC p.P3S

Pat_60 Post-Resistance PSG11 5680 37 19 43522979 43522979 Missense_Mutation SNP C T 117 423 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_60 Post-Resistance QPCTL 54814 37 19 46198776 46198776 Missense_Mutation SNP C A 5 231 c.433C>A c.(433-435)CCA>ACA p.P145T

Pat_60 Post-Resistance TRPM4 54795 37 19 49703901 49703901 Missense_Mutation SNP G A 4 88 c.2812G>A c.(2812-2814)GGC>AGC p.G938S

Pat_60 Post-Resistance MED25 81857 37 19 50333849 50333849 Missense_Mutation SNP C T 7 21 c.901C>T c.(901-903)CCT>TCT p.P301S

Pat_60 Post-Resistance SHANK1 50944 37 19 51207744 51207744 Nonsense_Mutation SNP G A 46 140 c.1105C>T c.(1105-1107)CGA>TGA p.R369*

Pat_60 Post-Resistance VN1R2 317701 37 19 53762364 53762364 Missense_Mutation SNP T A 37 123 c.736T>A c.(736-738)TTG>ATG p.L246M

Pat_60 Post-Resistance NLRP12 91662 37 19 54313084 54313084 Missense_Mutation SNP G A 27 100 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_60 Post-Resistance LILRA3 11026 37 19 54802025 54802025 Missense_Mutation SNP G A 55 190 c.1163C>T c.(1162-1164)ACC>ATC p.T388I

Pat_60 Post-Resistance TNNT1 7138 37 19 55652634 55652634 Missense_Mutation SNP C T 13 41 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_60 Post-Resistance PTPRH 5794 37 19 55710101 55710101 Missense_Mutation SNP C T 22 55 c.1600G>A c.(1600-1602)GAA>AAA p.E534K

Pat_60 Post-Resistance SAPS1 22870 37 19 55741984 55741985 Missense_Mutation DNP GA AC 7 12 c.2638_2639TC>GTc.(2638-2640)TCC>GTC p.S880V

Pat_60 Post-Resistance NLRP8 126205 37 19 56466334 56466334 Missense_Mutation SNP G A 32 118 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_60 Post-Resistance ZNF582 147948 37 19 56903117 56903117 Missense_Mutation SNP G A 38 143 c.5C>T c.(4-6)TCC>TTC p.S2F

Pat_60 Post-Resistance ZNF324B 388569 37 19 58965148 58965148 Missense_Mutation SNP G A 4 159 c.80G>A c.(79-81)CGC>CAC p.R27H

Pat_60 Post-Resistance CHMP2A 27243 37 19 59063796 59063796 Missense_Mutation SNP G A 4 80 c.178C>T c.(178-180)CGC>TGC p.R60C

Pat_60 Post-Resistance C2orf44 80304 37 2 24262277 24262277 Missense_Mutation SNP C A 4 143 c.88G>T c.(88-90)GAT>TAT p.D30Y

Pat_60 Post-Resistance DPYSL5 56896 37 2 27121449 27121449 Missense_Mutation SNP G A 4 115 c.82G>A c.(82-84)GTC>ATC p.V28I

Pat_60 Post-Resistance CAPN13 92291 37 2 30974117 30974117 Missense_Mutation SNP C T 13 51 c.1088G>A c.(1087-1089)GGA>GAA p.G363E

Pat_60 Post-Resistance PPM1B 5495 37 2 44428478 44428478 Missense_Mutation SNP C T 140 405 c.140C>T c.(139-141)CCT>CTT p.P47L

Pat_60 Post-Resistance BMP10 27302 37 2 69093407 69093407 Missense_Mutation SNP G T 4 101 c.631C>A c.(631-633)CAA>AAA p.Q211K

Pat_60 Post-Resistance GMCL1 64395 37 2 70068151 70068151 Missense_Mutation SNP G A 4 135 c.559G>A c.(559-561)GCA>ACA p.A187T

Pat_60 Post-Resistance ALMS1 7840 37 2 73830432 73830432 Splice_Site SNP G A 4 147 c.12365_splice c.e23+1 p.R4122_splice

Pat_60 Post-Resistance CTNNA2 1496 37 2 79878741 79878741 Missense_Mutation SNP G A 4 191 c.59G>A c.(58-60)CGG>CAG p.R20Q

Pat_60 Post-Resistance TMEM127 55654 37 2 96919572 96919572 Nonsense_Mutation SNP G A 4 64 c.691C>T c.(691-693)CAG>TAG p.Q231*

Pat_60 Post-Resistance C2orf55 343990 37 2 99438325 99438325 Missense_Mutation SNP C T 9 34 c.2411G>A c.(2410-2412)GGA>GAA p.G804E

Pat_60 Post-Resistance AFF3 3899 37 2 100182007 100182007 Missense_Mutation SNP C T 39 155 c.3061G>A c.(3061-3063)GGC>AGC p.G1021S

Pat_60 Post-Resistance TBC1D8 11138 37 2 101654100 101654100 Missense_Mutation SNP G A 24 127 c.1301C>T c.(1300-1302)TCT>TTT p.S434F

Pat_60 Post-Resistance IL18R1 8809 37 2 103013120 103013120 Missense_Mutation SNP G A 43 84 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_60 Post-Resistance C2orf40 84417 37 2 106688341 106688341 Nonsense_Mutation SNP C T 31 100 c.121C>T c.(121-123)CGA>TGA p.R41*

Pat_60 Post-Resistance SULT1C2 6819 37 2 108921994 108921994 Missense_Mutation SNP C T 24 98 c.721C>T c.(721-723)CGT>TGT p.R241C

Pat_60 Post-Resistance WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 3 23 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_60 Post-Resistance RABL2A 11159 37 2 114392676 114392676 Missense_Mutation SNP C T 35 81 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_60 Post-Resistance MARCO 8685 37 2 119750742 119750742 Missense_Mutation SNP G A 48 143 c.1295G>A c.(1294-1296)CGA>CAA p.R432Q

Pat_60 Post-Resistance TFCP2L1 29842 37 2 122004453 122004453 Missense_Mutation SNP C T 27 125 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_60 Post-Resistance THSD7B 80731 37 2 137814542 137814542 Missense_Mutation SNP C T 67 235 c.599C>T c.(598-600)TCC>TTC p.S200F

Pat_60 Post-Resistance ZEB2 9839 37 2 145161680 145161680 Missense_Mutation SNP G A 36 89 c.610C>T c.(610-612)CCA>TCA p.P204S



Pat_60 Post-Resistance NEB 4703 37 2 152548828 152548828 Missense_Mutation SNP A T 17 95 c.1945T>A c.(1945-1947)TAC>AAC p.Y649N

Pat_60 Post-Resistance RPRM 56475 37 2 154334953 154334953 Missense_Mutation SNP C T 3 45 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_60 Post-Resistance SCN1A 6323 37 2 166872150 166872150 Missense_Mutation SNP C T 83 254 c.3484G>A c.(3484-3486)GAA>AAA p.E1162K

Pat_60 Post-Resistance STK39 27347 37 2 169038500 169038500 Missense_Mutation SNP C T 4 173 c.309G>A c.(307-309)ATG>ATA p.M103I

Pat_60 Post-Resistance LRP2 4036 37 2 170048380 170048380 Missense_Mutation SNP G T 4 186 c.8994C>A c.(8992-8994)TTC>TTA p.F2998L

Pat_60 Post-Resistance METTL5 29081 37 2 170676111 170676111 Missense_Mutation SNP C T 4 140 c.449G>A c.(448-450)AGA>AAA p.R150K

Pat_60 Post-Resistance COL3A1 1281 37 2 189854850 189854850 Missense_Mutation SNP G A 34 157 c.719G>A c.(718-720)GGA>GAA p.G240E

Pat_60 Post-Resistance MARS2 92935 37 2 198570245 198570245 Missense_Mutation SNP A G 20 53 c.116A>G c.(115-117)GAT>GGT p.D39G

Pat_60 Post-Resistance CCNYL1 151195 37 2 208618390 208618390 Missense_Mutation SNP G A 4 185 c.895G>A c.(895-897)GGT>AGT p.G299S

Pat_60 Post-Resistance DES 1674 37 2 220283231 220283231 Missense_Mutation SNP G A 3 23 c.47G>A c.(46-48)CGC>CAC p.R16H

Pat_60 Post-Resistance EPHA4 2043 37 2 222428987 222428987 Missense_Mutation SNP C T 48 209 c.287G>A c.(286-288)AGG>AAG p.R96K

Pat_60 Post-Resistance COL4A4 1286 37 2 227953434 227953434 Missense_Mutation SNP G A 19 82 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_60 Post-Resistance AGFG1 3267 37 2 228384716 228384716 Missense_Mutation SNP C T 74 173 c.314C>T c.(313-315)CCA>CTA p.P105L

Pat_60 Post-Resistance INPP5D 3635 37 2 234079721 234079721 Missense_Mutation SNP A T 13 53 c.1912A>T c.(1912-1914)ATC>TTC p.I638F

Pat_60 Post-Resistance LRRFIP1 9208 37 2 238668812 238668812 Missense_Mutation SNP T A 4 141 c.853T>A c.(853-855)TTA>ATA p.L285I

Pat_60 Post-Resistance CPXM1 56265 37 20 2777038 2777038 Missense_Mutation SNP C T 29 89 c.1097G>A c.(1096-1098)GGG>GAG p.G366E

Pat_60 Post-Resistance PANK2 80025 37 20 3869901 3869901 Missense_Mutation SNP G A 3 37 c.154G>A c.(154-156)GGA>AGA p.G52R

Pat_60 Post-Resistance ANKRD5 63926 37 20 10019194 10019194 Missense_Mutation SNP G A 4 104 c.245G>A c.(244-246)TGT>TAT p.C82Y

Pat_60 Post-Resistance ZNF341 84905 37 20 32379219 32379219 Missense_Mutation SNP G A 3 32 c.2461G>A c.(2461-2463)GCT>ACT p.A821T

Pat_60 Post-Resistance MMP24 10893 37 20 33862287 33862287 Missense_Mutation SNP G A 4 102 c.1813G>A c.(1813-1815)GTG>ATG p.V605M

Pat_60 Post-Resistance FAM83C 128876 37 20 33874856 33874856 Missense_Mutation SNP C T 9 29 c.1726G>A c.(1726-1728)GGT>AGT p.G576S

Pat_60 Post-Resistance PIGT 51604 37 20 44049037 44049037 Nonsense_Mutation SNP C T 3 47 c.835C>T c.(835-837)CGA>TGA p.R279*

Pat_60 Post-Resistance NCOA3 8202 37 20 46265037 46265038 Missense_Mutation DNP CC TT 38 110 c.1907_1908CC>TT c.(1906-1908)TCC>TTT p.S636F

Pat_60 Post-Resistance PREX1 57580 37 20 47266569 47266569 Missense_Mutation SNP C T 4 70 c.2993G>A c.(2992-2994)CGC>CAC p.R998H

Pat_60 Post-Resistance ZNFX1 57169 37 20 47887292 47887292 Missense_Mutation SNP G A 76 238 c.1057C>T c.(1057-1059)CTT>TTT p.L353F

Pat_60 Post-Resistance SLC9A8 23315 37 20 48503428 48503428 Missense_Mutation SNP C T 16 84 c.1631C>T c.(1630-1632)ACG>ATG p.T544M

Pat_60 Post-Resistance NFATC2 4773 37 20 50092091 50092091 Missense_Mutation SNP G A 5 256 c.1439C>T c.(1438-1440)ACG>ATG p.T480M

Pat_60 Post-Resistance ZFP64 55734 37 20 50701503 50701503 Missense_Mutation SNP G A 4 86 c.1531C>T c.(1531-1533)CGC>TGC p.R511C

Pat_60 Post-Resistance ZNF217 7764 37 20 52193618 52193618 Missense_Mutation SNP T C 6 392 c.1685A>G c.(1684-1686)GAT>GGT p.D562G

Pat_60 Post-Resistance CTSZ 1522 37 20 57576697 57576697 Missense_Mutation SNP G A 4 78 c.310C>T c.(310-312)CGG>TGG p.R104W

Pat_60 Post-Resistance OGFR 11054 37 20 61441864 61441864 Nonsense_Mutation SNP C T 4 117 c.412C>T c.(412-414)CGA>TGA p.R138*

Pat_60 Post-Resistance TPTE 7179 37 21 10934997 10934997 Missense_Mutation SNP C T 41 436 c.796G>A c.(796-798)GAA>AAA p.E266K

Pat_60 Post-Resistance SAMSN1 64092 37 21 15884895 15884895 Splice_Site SNP C T 26 123 c.280_splice c.e4-1 p.D94_splice

Pat_60 Post-Resistance RNF160 26046 37 21 30353449 30353449 Missense_Mutation SNP C T 4 96 c.940G>A c.(940-942)GTA>ATA p.V314I

Pat_60 Post-Resistance CHAF1B 8208 37 21 37775128 37775128 Missense_Mutation SNP G A 7 556 c.736G>A c.(736-738)GGA>AGA p.G246R

Pat_60 Post-Resistance POTEH 23784 37 22 16287387 16287387 Missense_Mutation SNP C T 20 140 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_60 Post-Resistance PPIL2 23759 37 22 22043087 22043087 Missense_Mutation SNP G A 4 187 c.1088G>A c.(1087-1089)CGC>CAC p.R363H

Pat_60 Post-Resistance ADORA2A 135 37 22 24837399 24837399 Missense_Mutation SNP G A 4 38 c.1181G>A c.(1180-1182)TGC>TAC p.C394Y

Pat_60 Post-Resistance PIWIL3 440822 37 22 25130079 25130079 Missense_Mutation SNP C T 4 152 c.1679G>A c.(1678-1680)CGG>CAG p.R560Q

Pat_60 Post-Resistance PIWIL3 440822 37 22 25145722 25145722 Missense_Mutation SNP T C 4 151 c.1154A>G c.(1153-1155)AAG>AGG p.K385R

Pat_60 Post-Resistance HPS4 89781 37 22 26854486 26854486 Missense_Mutation SNP G A 4 99 c.1771C>T c.(1771-1773)CCC>TCC p.P591S

Pat_60 Post-Resistance OSM 5008 37 22 30659934 30659934 Missense_Mutation SNP G A 4 181 c.697C>T c.(697-699)CGC>TGC p.R233C

Pat_60 Post-Resistance TIMP3 7078 37 22 33253267 33253267 Missense_Mutation SNP T G 30 130 c.236T>G c.(235-237)GTG>GGG p.V79G

Pat_60 Post-Resistance LARGE 9215 37 22 33673126 33673126 Missense_Mutation SNP G A 4 174 c.1993C>T c.(1993-1995)CGT>TGT p.R665C

Pat_60 Post-Resistance MYH9 4627 37 22 36737462 36737462 Missense_Mutation SNP G A 5 176 c.443C>T c.(442-444)CCT>CTT p.P148L

Pat_60 Post-Resistance C22orf33 339669 37 22 37398038 37398038 Missense_Mutation SNP C T 4 53 c.329G>A c.(328-330)GGA>GAA p.G110E

Pat_60 Post-Resistance ENTHD1 150350 37 22 40140135 40140135 Missense_Mutation SNP G A 32 131 c.1373C>T c.(1372-1374)TCC>TTC p.S458F



Pat_60 Post-Resistance MKL1 57591 37 22 40814967 40814967 Missense_Mutation SNP G A 4 60 c.1475C>T c.(1474-1476)TCG>TTG p.S492L

Pat_60 Post-Resistance ZC3H7B 23264 37 22 41753416 41753416 Missense_Mutation SNP G A 4 161 c.2917G>A c.(2917-2919)GCC>ACC p.A973T

Pat_60 Post-Resistance CELSR1 9620 37 22 46930127 46930127 Missense_Mutation SNP C T 4 137 c.2941G>A c.(2941-2943)GCC>ACC p.A981T

Pat_60 Post-Resistance PLXNB2 23654 37 22 50721158 50721158 Missense_Mutation SNP G A 4 20 c.2969C>T c.(2968-2970)CCG>CTG p.P990L

Pat_60 Post-Resistance CNTN4 152330 37 3 2944618 2944618 Missense_Mutation SNP C T 4 65 c.1136C>T c.(1135-1137)GCT>GTT p.A379V

Pat_60 Post-Resistance SRGAP3 9901 37 3 9146424 9146424 Missense_Mutation SNP C T 30 74 c.363G>A c.(361-363)ATG>ATA p.M121I

Pat_60 Post-Resistance GRIP2 80852 37 3 14558673 14558673 Missense_Mutation SNP G A 8 42 c.1499C>T c.(1498-1500)TCC>TTC p.S500F

Pat_60 Post-Resistance C3orf20 84077 37 3 14725869 14725869 Missense_Mutation SNP G A 4 123 c.605G>A c.(604-606)AGC>AAC p.S202N

Pat_60 Post-Resistance TOP2B 7155 37 3 25665167 25665167 Missense_Mutation SNP G A 4 98 c.2566C>T c.(2566-2568)CGT>TGT p.R856C

Pat_60 Post-Resistance LRRC3B 116135 37 3 26751407 26751407 Missense_Mutation SNP G A 13 90 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_60 Post-Resistance SUSD5 26032 37 3 33195084 33195084 Missense_Mutation SNP G A 4 66 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_60 Post-Resistance C3orf35 339883 37 3 37458971 37458971 Missense_Mutation SNP C T 11 58 c.214C>T c.(214-216)CTT>TTT p.L72F

Pat_60 Post-Resistance SCN11A 11280 37 3 38913199 38913199 Missense_Mutation SNP C T 18 66 c.3496G>A c.(3496-3498)GTG>ATG p.V1166M

Pat_60 Post-Resistance KBTBD5 131377 37 3 42728002 42728002 Missense_Mutation SNP G A 63 258 c.892G>A c.(892-894)GCC>ACC p.A298T

Pat_60 Post-Resistance SLC6A20 54716 37 3 45804477 45804477 Missense_Mutation SNP G A 5 195 c.1391C>T c.(1390-1392)GCG>GTG p.A464V

Pat_60 Post-Resistance C3orf71 646450 37 3 48955819 48955819 Missense_Mutation SNP G A 5 175 c.764C>T c.(763-765)ACG>ATG p.T255M

Pat_60 Post-Resistance UBA7 7318 37 3 49850941 49850941 Missense_Mutation SNP G A 30 93 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_60 Post-Resistance HYAL2 8692 37 3 50355847 50355847 Missense_Mutation SNP G A 4 83 c.1135C>T c.(1135-1137)CGC>TGC p.R379C

Pat_60 Post-Resistance DOCK3 1795 37 3 51378711 51378712 Nonsense_Mutation DNP GG AA 10 36 c.3810_3811GG>AA808-3813)TGGGAG>TGAA270_1271WE>

Pat_60 Post-Resistance EPHA3 2042 37 3 89499348 89499348 Missense_Mutation SNP G A 28 80 c.2518G>A c.(2518-2520)GGC>AGC p.G840S

Pat_60 Post-Resistance ALCAM 214 37 3 105268981 105268981 Missense_Mutation SNP C T 97 482 c.1385C>T c.(1384-1386)TCT>TTT p.S462F

Pat_60 Post-Resistance CCDC54 84692 37 3 107096571 107096571 Missense_Mutation SNP C T 65 282 c.137C>T c.(136-138)CCC>CTC p.P46L

Pat_60 Post-Resistance DPPA2 151871 37 3 109023481 109023481 Missense_Mutation SNP G A 19 118 c.695C>T c.(694-696)TCG>TTG p.S232L

Pat_60 Post-Resistance CD96 10225 37 3 111263979 111263979 Missense_Mutation SNP G A 66 203 c.148G>A c.(148-150)GTA>ATA p.V50I

Pat_60 Post-Resistance ATP6V1A 523 37 3 113513976 113513976 Missense_Mutation SNP C T 35 113 c.1151C>T c.(1150-1152)TCG>TTG p.S384L

Pat_60 Post-Resistance KALRN 8997 37 3 123946875 123946875 Missense_Mutation SNP C T 70 207 c.106C>T c.(106-108)CTT>TTT p.L36F

Pat_60 Post-Resistance RHO 6010 37 3 129251606 129251606 Missense_Mutation SNP G A 20 61 c.927G>A c.(925-927)ATG>ATA p.M309I

Pat_60 Post-Resistance COL6A6 131873 37 3 130282320 130282320 Missense_Mutation SNP G A 16 60 c.473G>A c.(472-474)GGA>GAA p.G158E

Pat_60 Post-Resistance CLDN18 51208 37 3 137717873 137717873 Nonsense_Mutation SNP C T 4 170 c.163C>T c.(163-165)CGA>TGA p.R55*

Pat_60 Post-Resistance GRK7 131890 37 3 141535584 141535584 Missense_Mutation SNP C T 45 154 c.1354C>T c.(1354-1356)CAT>TAT p.H452Y

Pat_60 Post-Resistance ZIC1 7545 37 3 147130368 147130368 Missense_Mutation SNP G A 4 142 c.1046G>A c.(1045-1047)CGC>CAC p.R349H

Pat_60 Post-Resistance IGSF10 285313 37 3 151156133 151156134 Nonsense_Mutation DNP CC TT 57 197 .6215_6216GG>AAc.(6214-6216)TGG>TAA p.W2072*

Pat_60 Post-Resistance PIK3CA 5290 37 3 178936076 178936076 Missense_Mutation SNP C T 48 125 c.1618C>T c.(1618-1620)CTC>TTC p.L540F

Pat_60 Post-Resistance ATP11B 23200 37 3 182598736 182598736 Missense_Mutation SNP G A 4 169 c.2476G>A c.(2476-2478)GTA>ATA p.V826I

Pat_60 Post-Resistance VPS8 23355 37 3 184586815 184586815 Missense_Mutation SNP G A 3 41 c.1582G>A c.(1582-1584)GCA>ACA p.A528T

Pat_60 Post-Resistance MASP1 5648 37 3 187003811 187003812 Missense_Mutation DNP GG AA 18 85 c.38_39CC>TT c.(37-39)TCC>TTT p.S13F

Pat_60 Post-Resistance BCL6 604 37 3 187451346 187451346 Missense_Mutation SNP G A 70 248 c.136C>T c.(136-138)CAT>TAT p.H46Y

Pat_60 Post-Resistance LEPREL1 55214 37 3 189705374 189705374 Missense_Mutation SNP T A 22 90 c.1040A>T c.(1039-1041)GAT>GTT p.D347V

Pat_60 Post-Resistance ZNF595 152687 37 4 59971 59971 Missense_Mutation SNP G A 40 845 c.151G>A c.(151-153)GAC>AAC p.D51N

Pat_60 Post-Resistance RGS12 6002 37 4 3418818 3418818 Missense_Mutation SNP A G 3 36 c.2606A>G c.(2605-2607)AAG>AGG p.K869R

Pat_60 Post-Resistance ACOX3 8310 37 4 8418142 8418142 Missense_Mutation SNP G A 4 162 c.107C>T c.(106-108)GCG>GTG p.A36V

Pat_60 Post-Resistance DHX15 1665 37 4 24556475 24556475 Missense_Mutation SNP G A 89 244 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_60 Post-Resistance TBC1D19 55296 37 4 26616029 26616029 Splice_Site SNP G A 28 133 c.173_splice c.e3-1 p.G58_splice

Pat_60 Post-Resistance KLHL5 51088 37 4 39098412 39098412 Missense_Mutation SNP G A 4 186 c.1352G>A c.(1351-1353)CGA>CAA p.R451Q

Pat_60 Post-Resistance UGDH 7358 37 4 39512092 39512092 Missense_Mutation SNP C T 4 166 c.544G>A c.(544-546)GGG>AGG p.G182R

Pat_60 Post-Resistance FRYL 285527 37 4 48551532 48551532 Missense_Mutation SNP T C 3 72 c.4742A>G c.(4741-4743)GAT>GGT p.D1581G

Pat_60 Post-Resistance ARL9 132946 37 4 57384853 57384853 Missense_Mutation SNP G A 4 194 c.26G>A c.(25-27)AGT>AAT p.S9N



Pat_60 Post-Resistance MUC7 4589 37 4 71347138 71347138 Missense_Mutation SNP C T 9 504 c.677C>T c.(676-678)CCA>CTA p.P226L

Pat_60 Post-Resistance MUC7 4589 37 4 71347312 71347312 Missense_Mutation SNP C T 120 481 c.851C>T c.(850-852)CCA>CTA p.P284L

Pat_60 Post-Resistance NPFFR2 10886 37 4 73013491 73013491 Missense_Mutation SNP G A 35 105 c.1531G>A c.(1531-1533)GAA>AAA p.E511K

Pat_60 Post-Resistance SHROOM3 57619 37 4 77661877 77661877 Missense_Mutation SNP G A 4 129 c.2551G>A c.(2551-2553)GGG>AGG p.G851R

Pat_60 Post-Resistance CNOT6L 246175 37 4 78663361 78663361 Missense_Mutation SNP G A 3 78 c.806C>T c.(805-807)GCC>GTC p.A269V

Pat_60 Post-Resistance EMCN 51705 37 4 101331494 101331494 Missense_Mutation SNP C T 70 225 c.770G>A c.(769-771)GGA>GAA p.G257E

Pat_60 Post-Resistance ELOVL6 79071 37 4 110972801 110972801 Missense_Mutation SNP C T 4 101 c.491G>A c.(490-492)GGT>GAT p.G164D

Pat_60 Post-Resistance PCDH18 54510 37 4 138451711 138451711 Missense_Mutation SNP C T 52 209 c.1532G>A c.(1531-1533)GGA>GAA p.G511E

Pat_60 Post-Resistance FGB 2244 37 4 155488947 155488947 Nonsense_Mutation SNP C A 7 294 c.693C>A c.(691-693)TGC>TGA p.C231*

Pat_60 Post-Resistance SORBS2 8470 37 4 186545415 186545415 Missense_Mutation SNP C T 19 38 c.1156G>A c.(1156-1158)GAT>AAT p.D386N

Pat_60 Post-Resistance SLC6A19 340024 37 5 1217046 1217046 Missense_Mutation SNP G A 4 118 c.1159G>A c.(1159-1161)GCC>ACC p.A387T

Pat_60 Post-Resistance IRX1 79192 37 5 3600291 3600291 Missense_Mutation SNP C A 3 57 c.1229C>A c.(1228-1230)CCA>CAA p.P410Q

Pat_60 Post-Resistance DNAH5 1767 37 5 13769246 13769246 Splice_Site SNP C T 70 264 c.9721_splice c.e58-1 p.V3241_splice

Pat_60 Post-Resistance DNAH5 1767 37 5 13865814 13865814 Missense_Mutation SNP C T 16 104 c.4318G>A c.(4318-4320)GAA>AAA p.E1440K

Pat_60 Post-Resistance PRDM9 56979 37 5 23527083 23527083 Missense_Mutation SNP G C 4 145 c.1886G>C c.(1885-1887)AGA>ACA p.R629T

Pat_60 Post-Resistance CDH10 1008 37 5 24491748 24491748 Missense_Mutation SNP G A 4 139 c.1813C>T c.(1813-1815)CTC>TTC p.L605F

Pat_60 Post-Resistance ADAMTS12 81792 37 5 33648935 33648935 Missense_Mutation SNP C T 22 81 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_60 Post-Resistance EGFLAM 133584 37 5 38370509 38370509 Missense_Mutation SNP G A 14 55 c.657G>A c.(655-657)ATG>ATA p.M219I

Pat_60 Post-Resistance OSMR 9180 37 5 38904103 38904103 Missense_Mutation SNP C T 23 102 c.1111C>T c.(1111-1113)CAT>TAT p.H371Y

Pat_60 Post-Resistance IL6ST 3572 37 5 55260069 55260069 Missense_Mutation SNP G A 5 158 c.563C>T c.(562-564)ACT>ATT p.T188I

Pat_60 Post-Resistance MAST4 375449 37 5 66459994 66459994 Missense_Mutation SNP G A 5 10 c.4420G>A c.(4420-4422)GGC>AGC p.G1474S

Pat_60 Post-Resistance FBN2 2201 37 5 127681049 127681049 Missense_Mutation SNP C T 4 155 c.3217G>A c.(3217-3219)GAC>AAC p.D1073N

Pat_60 Post-Resistance FBXL21 26223 37 5 135277202 135277202 Missense_Mutation SNP A C 12 23 c.1147A>C c.(1147-1149)ATC>CTC p.I383L

Pat_60 Post-Resistance UBE2D2 7322 37 5 139003042 139003042 Missense_Mutation SNP G A 4 141 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_60 Post-Resistance PCDHA13 56136 37 5 140263608 140263609 Missense_Mutation DNP GG AA 22 34 .1755_1756GG>AA753-1758)GTGGGT>GTAA p.G586S

Pat_60 Post-Resistance PCDHB1 29930 37 5 140432969 140432969 Missense_Mutation SNP G T 4 144 c.1914G>T c.(1912-1914)ATG>ATT p.M638I

Pat_60 Post-Resistance PCDHGA3 56112 37 5 140725042 140725042 Missense_Mutation SNP G A 4 154 c.1442G>A c.(1441-1443)AGC>AAC p.S481N

Pat_60 Post-Resistance PCDHGA3 56112 37 5 140725705 140725705 Missense_Mutation SNP G A 4 100 c.2105G>A c.(2104-2106)TGC>TAC p.C702Y

Pat_60 Post-Resistance PPP2R2B 5521 37 5 146077647 146077647 Missense_Mutation SNP C T 85 165 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_60 Post-Resistance G3BP1 10146 37 5 151179525 151179525 Nonsense_Mutation SNP C T 4 89 c.919C>T c.(919-921)CGA>TGA p.R307*

Pat_60 Post-Resistance RARS 5917 37 5 167944932 167944932 Missense_Mutation SNP C T 4 145 c.1738C>T c.(1738-1740)CGG>TGG p.R580W

Pat_60 Post-Resistance DSP 1832 37 6 7578114 7578114 Missense_Mutation SNP C A 4 122 c.2980C>A c.(2980-2982)CAA>AAA p.Q994K

Pat_60 Post-Resistance BTN3A3 10384 37 6 26448550 26448550 Missense_Mutation SNP G A 4 156 c.790G>A c.(790-792)GCA>ACA p.A264T

Pat_60 Post-Resistance MDC1 9656 37 6 30673208 30673208 Missense_Mutation SNP T C 7 344 c.3752A>G c.(3751-3753)CAG>CGG p.Q1251R

Pat_60 Post-Resistance TNXB 7148 37 6 32023823 32023823 Missense_Mutation SNP T C 5 83 c.8272A>G c.(8272-8274)ATC>GTC p.I2758V

Pat_60 Post-Resistance GRM4 2914 37 6 33995965 33995965 Missense_Mutation SNP G A 4 40 c.2621C>T c.(2620-2622)ACG>ATG p.T874M

Pat_60 Post-Resistance FKBP5 2289 37 6 35558971 35558971 Missense_Mutation SNP G A 56 132 c.692C>T c.(691-693)CCT>CTT p.P231L

Pat_60 Post-Resistance BRPF3 27154 37 6 36178152 36178152 Missense_Mutation SNP C T 21 70 c.2026C>T c.(2026-2028)CAC>TAC p.H676Y

Pat_60 Post-Resistance C6orf222 389384 37 6 36298400 36298400 Missense_Mutation SNP T A 29 85 c.68A>T c.(67-69)CAG>CTG p.Q23L

Pat_60 Post-Resistance SLC22A7 10864 37 6 43270428 43270428 Missense_Mutation SNP G A 4 7 c.1312G>A c.(1312-1314)GGG>AGG p.G438R

Pat_60 Post-Resistance TJAP1 93643 37 6 43473429 43473429 Missense_Mutation SNP A T 4 21 c.1510A>T c.(1510-1512)AGG>TGG p.R504W

Pat_60 Post-Resistance ENPP5 59084 37 6 46135935 46135935 Missense_Mutation SNP G A 4 173 c.65C>T c.(64-66)TCT>TTT p.S22F

Pat_60 Post-Resistance MEP1A 4224 37 6 46797239 46797239 Missense_Mutation SNP G A 70 258 c.1075G>A c.(1075-1077)GTT>ATT p.V359I

Pat_60 Post-Resistance GPR111 222611 37 6 47649532 47649532 Missense_Mutation SNP C A 4 119 c.1237C>A c.(1237-1239)CAA>AAA p.Q413K

Pat_60 Post-Resistance FAM83B 222584 37 6 54804943 54804943 Missense_Mutation SNP G A 39 149 c.1174G>A c.(1174-1176)GAA>AAA p.E392K

Pat_60 Post-Resistance BAI3 577 37 6 69728368 69728368 Missense_Mutation SNP C T 66 185 c.2084C>T c.(2083-2085)TCA>TTA p.S695L

Pat_60 Post-Resistance COL9A1 1297 37 6 70990720 70990720 Missense_Mutation SNP G A 20 27 c.899C>T c.(898-900)CCC>CTC p.P300L



Pat_60 Post-Resistance SNX14 57231 37 6 86235901 86235901 Missense_Mutation SNP A G 3 54 c.2050T>C c.(2050-2052)TCC>CCC p.S684P

Pat_60 Post-Resistance ANKRD6 22881 37 6 90340517 90340517 Missense_Mutation SNP G A 3 43 c.1978G>A c.(1978-1980)GAC>AAC p.D660N

Pat_60 Post-Resistance REV3L 5980 37 6 111689143 111689143 Missense_Mutation SNP G A 4 124 c.5848C>T c.(5848-5850)CGT>TGT p.R1950C

Pat_60 Post-Resistance ROS1 6098 37 6 117700235 117700235 Missense_Mutation SNP G A 27 115 c.2584C>T c.(2584-2586)CTT>TTT p.L862F

Pat_60 Post-Resistance DCBLD1 285761 37 6 117841060 117841061 Missense_Mutation DNP CC TA 47 166 c.407_408CC>TA c.(406-408)TCC>TTA p.S136L

Pat_60 Post-Resistance C6orf174 387104 37 6 127836060 127836060 Missense_Mutation SNP G A 4 150 c.1234C>T c.(1234-1236)CGC>TGC p.R412C

Pat_60 Post-Resistance SAMD3 154075 37 6 130465688 130465688 Missense_Mutation SNP C T 14 90 c.1540G>A c.(1540-1542)GGA>AGA p.G514R

Pat_60 Post-Resistance TMEM200A 114801 37 6 130762526 130762526 Missense_Mutation SNP G A 27 69 c.959G>A c.(958-960)AGG>AAG p.R320K

Pat_60 Post-Resistance TMEM200A 114801 37 6 130762853 130762853 Missense_Mutation SNP G A 38 125 c.1286G>A c.(1285-1287)GGA>GAA p.G429E

Pat_60 Post-Resistance TXLNB 167838 37 6 139609804 139609804 Missense_Mutation SNP C T 33 110 c.233G>A c.(232-234)GGG>GAG p.G78E

Pat_60 Post-Resistance SYNE1 23345 37 6 152651594 152651594 Missense_Mutation SNP G T 4 170 c.14226C>A c.(14224-14226)AGC>AGA p.S4742R

Pat_60 Post-Resistance NOX3 50508 37 6 155717999 155717999 Missense_Mutation SNP G A 59 191 c.1678C>T c.(1678-1680)CAT>TAT p.H560Y

Pat_60 Post-Resistance TAGAP 117289 37 6 159465024 159465024 Missense_Mutation SNP C T 73 257 c.67G>A c.(67-69)GAA>AAA p.E23K

Pat_60 Post-Resistance IGF2R 3482 37 6 160461636 160461636 Missense_Mutation SNP T C 39 177 c.1360T>C c.(1360-1362)TGC>CGC p.C454R

Pat_60 Post-Resistance RPS6KA2 6196 37 6 166923789 166923789 Missense_Mutation SNP G A 36 82 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_60 Post-Resistance THBS2 7058 37 6 169626274 169626274 Splice_Site SNP C T 4 151 c.2538_splice c.e17+1 p.Q846_splice

Pat_60 Post-Resistance NOD1 10392 37 7 30491021 30491021 Missense_Mutation SNP G A 4 55 c.2012C>T c.(2011-2013)GCG>GTG p.A671V

Pat_60 Post-Resistance DPY19L2P1 554236 37 7 35121264 35121264 Missense_Mutation SNP C G 4 163 c.1342G>C c.(1342-1344)GCC>CCC p.A448P

Pat_60 Post-Resistance CDK13 8621 37 7 40132797 40132797 Nonsense_Mutation SNP C T 4 166 c.3649C>T c.(3649-3651)CAA>TAA p.Q1217*

Pat_60 Post-Resistance ZMIZ2 83637 37 7 44799025 44799025 Missense_Mutation SNP T G 5 33 c.959T>G c.(958-960)CTG>CGG p.L320R

Pat_60 Post-Resistance TNS3 64759 37 7 47343018 47343018 Missense_Mutation SNP G A 13 61 c.2987C>T c.(2986-2988)CCT>CTT p.P996L

Pat_60 Post-Resistance ZNF727 442319 37 7 63538818 63538818 Missense_Mutation SNP C T 18 104 c.1391C>T c.(1390-1392)TCC>TTC p.S464F

Pat_60 Post-Resistance TPST1 8460 37 7 65706122 65706122 Missense_Mutation SNP T A 49 85 c.710T>A c.(709-711)GTT>GAT p.V237D

Pat_60 Post-Resistance POM121 9883 37 7 72413479 72413479 Missense_Mutation SNP G A 4 143 c.2947G>A c.(2947-2949)GCC>ACC p.A983T

Pat_60 Post-Resistance NCF1B 654816 37 7 72639986 72639986 Missense_Mutation SNP G A 4 112 c.217G>A c.(217-219)GGC>AGC p.G73S

Pat_60 Post-Resistance TRIM50 135892 37 7 72738623 72738623 Missense_Mutation SNP C T 3 48 c.163G>A c.(163-165)GTG>ATG p.V55M

Pat_60 Post-Resistance PCLO 27445 37 7 82583326 82583326 Missense_Mutation SNP C T 177 429 c.6943G>A c.(6943-6945)GAA>AAA p.E2315K

Pat_60 Post-Resistance PCLO 27445 37 7 82764435 82764435 Missense_Mutation SNP C T 58 353 c.2431G>A c.(2431-2433)GAA>AAA p.E811K

Pat_60 Post-Resistance PCLO 27445 37 7 82784561 82784561 Missense_Mutation SNP G T 4 121 c.1396C>A c.(1396-1398)CCA>ACA p.P466T

Pat_60 Post-Resistance C7orf63 79846 37 7 89912208 89912208 Missense_Mutation SNP C T 75 129 c.1375C>T c.(1375-1377)CCG>TCG p.P459S

Pat_60 Post-Resistance COL1A2 1278 37 7 94054936 94054936 Missense_Mutation SNP C A 79 196 c.2796C>A c.(2794-2796)AAC>AAA p.N932K

Pat_60 Post-Resistance TECPR1 25851 37 7 97851045 97851045 Missense_Mutation SNP G A 28 61 c.3085C>T c.(3085-3087)CCG>TCG p.P1029S

Pat_60 Post-Resistance RINT1 60561 37 7 105182999 105183000 Missense_Mutation DNP CC TT 85 194 c.418_419CC>TT c.(418-420)CCT>TTT p.P140F

Pat_60 Post-Resistance CTTNBP2 83992 37 7 117432598 117432598 Nonsense_Mutation SNP G A 8 122 c.652C>T c.(652-654)CGA>TGA p.R218*

Pat_60 Post-Resistance RNF148 378925 37 7 122342636 122342636 Missense_Mutation SNP C T 31 100 c.169G>A c.(169-171)GGA>AGA p.G57R

Pat_60 Post-Resistance FLNC 2318 37 7 128478750 128478750 Missense_Mutation SNP C T 5 256 c.1304C>T c.(1303-1305)ACG>ATG p.T435M

Pat_60 Post-Resistance TMEM209 84928 37 7 129813718 129813718 Missense_Mutation SNP G A 108 650 c.1406C>T c.(1405-1407)CCC>CTC p.P469L

Pat_60 Post-Resistance CHRM2 1129 37 7 136700538 136700538 Missense_Mutation SNP C T 67 161 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_60 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 121 235 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_60 Post-Resistance MGAM 8972 37 7 141736669 141736669 Missense_Mutation SNP C T 142 396 c.2123C>T c.(2122-2124)TCC>TTC p.S708F

Pat_60 Post-Resistance TRPV5 56302 37 7 142612674 142612674 Missense_Mutation SNP G A 44 113 c.1187C>T c.(1186-1188)GCT>GTT p.A396V

Pat_60 Post-Resistance SLC4A2 6522 37 7 150761646 150761646 Missense_Mutation SNP C T 36 228 c.251C>T c.(250-252)CCA>CTA p.P84L

Pat_60 Post-Resistance RBM33 155435 37 7 155537881 155537881 Missense_Mutation SNP G A 4 61 c.2564G>A c.(2563-2565)GGT>GAT p.G855D

Pat_60 Post-Resistance FAM167A 83648 37 8 11301715 11301715 Missense_Mutation SNP G A 10 14 c.206C>T c.(205-207)GCG>GTG p.A69V

Pat_60 Post-Resistance C8orf79 57604 37 8 12878820 12878820 Missense_Mutation SNP G A 6 172 c.632G>A c.(631-633)CGG>CAG p.R211Q

Pat_60 Post-Resistance LOXL2 4017 37 8 23186065 23186065 Missense_Mutation SNP C T 4 148 c.980G>A c.(979-981)CGA>CAA p.R327Q

Pat_60 Post-Resistance CHRNA2 1135 37 8 27320702 27320702 Missense_Mutation SNP C T 19 46 c.1258G>A c.(1258-1260)GAG>AAG p.E420K



Pat_60 Post-Resistance INTS9 55756 37 8 28638399 28638399 Missense_Mutation SNP T C 4 190 c.1211A>G c.(1210-1212)GAC>GGC p.D404G

Pat_60 Post-Resistance TEX15 56154 37 8 30701064 30701064 Missense_Mutation SNP C T 18 99 c.5470G>A c.(5470-5472)GAC>AAC p.D1824N

Pat_60 Post-Resistance ADAM2 2515 37 8 39678544 39678544 Missense_Mutation SNP A G 7 229 c.490T>C c.(490-492)TCC>CCC p.S164P

Pat_60 Post-Resistance IDO2 169355 37 8 39871214 39871214 Missense_Mutation SNP C T 8 29 c.889C>T c.(889-891)CGT>TGT p.R297C

Pat_60 Post-Resistance PXDNL 137902 37 8 52233411 52233411 Missense_Mutation SNP A G 76 251 c.4193T>C c.(4192-4194)GTT>GCT p.V1398A

Pat_60 Post-Resistance RP1 6101 37 8 55539311 55539311 Missense_Mutation SNP C T 13 76 c.2869C>T c.(2869-2871)CCC>TCC p.P957S

Pat_60 Post-Resistance CA13 377677 37 8 86171748 86171748 Missense_Mutation SNP G A 4 159 c.334G>A c.(334-336)GGA>AGA p.G112R

Pat_60 Post-Resistance CA1 759 37 8 86250519 86250519 Missense_Mutation SNP G A 78 346 c.197C>T c.(196-198)TCC>TTC p.S66F

Pat_60 Post-Resistance RPL30 6156 37 8 99054923 99054923 Missense_Mutation SNP G A 4 192 c.248C>T c.(247-249)ACA>ATA p.T83I

Pat_60 Post-Resistance VPS13B 157680 37 8 100654205 100654205 Missense_Mutation SNP G A 5 299 c.5462G>A c.(5461-5463)CGT>CAT p.R1821H

Pat_60 Post-Resistance RSPO2 340419 37 8 109001454 109001454 Missense_Mutation SNP G A 28 122 c.113C>T c.(112-114)CCC>CTC p.P38L

Pat_60 Post-Resistance PKHD1L1 93035 37 8 110422157 110422157 Missense_Mutation SNP G A 16 50 c.2035G>A c.(2035-2037)GAA>AAA p.E679K

Pat_60 Post-Resistance TAF2 6873 37 8 120744407 120744407 Missense_Mutation SNP C A 5 169 c.3357G>T c.(3355-3357)TTG>TTT p.L1119F

Pat_60 Post-Resistance WDR67 93594 37 8 124156984 124156984 Missense_Mutation SNP C T 10 55 c.2863C>T c.(2863-2865)CGT>TGT p.R955C

Pat_60 Post-Resistance FAM49B 51571 37 8 130866534 130866534 Missense_Mutation SNP C T 5 315 c.494G>A c.(493-495)CGT>CAT p.R165H

Pat_60 Post-Resistance SLA 6503 37 8 134060132 134060132 Nonsense_Mutation SNP G A 4 94 c.295C>T c.(295-297)CAG>TAG p.Q99*

Pat_60 Post-Resistance FREM1 158326 37 9 14859217 14859217 Missense_Mutation SNP G A 3 62 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_60 Post-Resistance RUSC2 9853 37 9 35556355 35556355 Missense_Mutation SNP T C 3 84 c.2893T>C c.(2893-2895)TTT>CTT p.F965L

Pat_60 Post-Resistance NPR2 4882 37 9 35799708 35799708 Missense_Mutation SNP G A 4 118 c.967G>A c.(967-969)GTG>ATG p.V323M

Pat_60 Post-Resistance PAX5 5079 37 9 36966665 36966665 Missense_Mutation SNP G A 3 58 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_60 Post-Resistance FOXD4L5 653427 37 9 70177752 70177752 Missense_Mutation SNP C T 6 211 c.232G>A c.(232-234)GGC>AGC p.G78S

Pat_60 Post-Resistance PIP5K1B 8395 37 9 71509553 71509553 Missense_Mutation SNP G A 4 152 c.770G>A c.(769-771)CGG>CAG p.R257Q

Pat_60 Post-Resistance WNK2 65268 37 9 96051292 96051292 Missense_Mutation SNP G C 2 6 c.4367G>C c.(4366-4368)GGT>GCT p.G1456A

Pat_60 Post-Resistance FBP1 2203 37 9 97367767 97367767 Missense_Mutation SNP G A 14 29 c.797C>T c.(796-798)CCC>CTC p.P266L

Pat_60 Post-Resistance HSD17B3 3293 37 9 99003072 99003072 Missense_Mutation SNP C T 4 96 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_60 Post-Resistance LPPR1 54886 37 9 104048494 104048494 Missense_Mutation SNP C T 46 81 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_60 Post-Resistance ZNF189 7743 37 9 104171614 104171614 Missense_Mutation SNP A T 4 105 c.1564A>T c.(1564-1566)AGT>TGT p.S522C

Pat_60 Post-Resistance PTGS1 5742 37 9 125154705 125154705 Missense_Mutation SNP C T 4 89 c.1682C>T c.(1681-1683)GCC>GTC p.A561V

Pat_60 Post-Resistance FPGS 2356 37 9 130571982 130571982 Nonsense_Mutation SNP G A 3 27 c.1080G>A c.(1078-1080)TGG>TGA p.W360*

Pat_60 Post-Resistance SPTAN1 6709 37 9 131344986 131344986 Missense_Mutation SNP G A 4 176 c.1664G>A c.(1663-1665)CGC>CAC p.R555H

Pat_60 Post-Resistance ZER1 10444 37 9 131516203 131516203 Missense_Mutation SNP T C 2 5 c.194A>G c.(193-195)GAG>GGG p.E65G

Pat_60 Post-Resistance SH3GLB2 56904 37 9 131772409 131772409 Missense_Mutation SNP C A 4 60 c.728G>T c.(727-729)AGT>ATT p.S243I

Pat_60 Post-Resistance MED27 9442 37 9 134814787 134814787 Missense_Mutation SNP C G 3 73 c.554G>C c.(553-555)GGA>GCA p.G185A

Pat_60 Post-Resistance C9orf86 55684 37 9 139726805 139726805 Missense_Mutation SNP C T 13 37 c.688C>T c.(688-690)CCA>TCA p.P230S

Pat_60 Post-Resistance ANAPC2 29882 37 9 140082098 140082098 Missense_Mutation SNP T C 3 69 c.575A>G c.(574-576)GAA>GGA p.E192G

Pat_60 Post-Resistance ASMTL 8623 37 X 1537003 1537003 Missense_Mutation SNP G A 3 39 c.1385C>T c.(1384-1386)ACG>ATG p.T462M

Pat_60 Post-Resistance PTCHD1 139411 37 X 23398090 23398090 Missense_Mutation SNP G A 5 272 c.734G>A c.(733-735)AGC>AAC p.S245N

Pat_60 Post-Resistance USP11 8237 37 X 47092338 47092338 Missense_Mutation SNP G A 48 39 c.25G>A c.(25-27)GGG>AGG p.G9R

Pat_60 Post-Resistance MAGED1 9500 37 X 51643393 51643393 Splice_Site SNP G A 4 27 c.1959_splice c.e11+1 p.E653_splice

Pat_60 Post-Resistance PJA1 64219 37 X 68382694 68382694 Missense_Mutation SNP C T 24 24 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_60 Post-Resistance NLGN3 54413 37 X 70389720 70389720 Missense_Mutation SNP G A 5 8 c.2260G>A c.(2260-2262)GAG>AAG p.E754K

Pat_60 Post-Resistance ATRX 546 37 X 76855029 76855029 Missense_Mutation SNP T C 6 509 c.5807A>G c.(5806-5808)AAG>AGG p.K1936R

Pat_60 Post-Resistance PCDH19 57526 37 X 99662793 99662793 Missense_Mutation SNP C T 4 121 c.803G>A c.(802-804)GGC>GAC p.G268D

Pat_60 Post-Resistance NOX1 27035 37 X 100117659 100117659 Missense_Mutation SNP G A 5 387 c.488C>T c.(487-489)ACG>ATG p.T163M

Pat_60 Post-Resistance ARMCX5 64860 37 X 101857282 101857282 Missense_Mutation SNP G T 4 68 c.213G>T c.(211-213)ATG>ATT p.M71I

Pat_60 Post-Resistance RGAG1 57529 37 X 109697656 109697656 Missense_Mutation SNP C T 4 109 c.3811C>T c.(3811-3813)CGG>TGG p.R1271W

Pat_60 Post-Resistance RHOXF2B 727940 37 X 119211063 119211063 Nonsense_Mutation SNP C T 21 31 c.270G>A c.(268-270)TGG>TGA p.W90*



Pat_60 Post-Resistance ACTRT1 139741 37 X 127185072 127185072 Nonsense_Mutation SNP G A 87 133 c.1114C>T c.(1114-1116)CAA>TAA p.Q372*

Pat_60 Post-Resistance MAGEC1 9947 37 X 140993959 140993959 Nonsense_Mutation SNP C T 14 212 c.769C>T c.(769-771)CAG>TAG p.Q257*

Pat_60 Post-Resistance SLITRK4 139065 37 X 142717365 142717365 Missense_Mutation SNP C A 4 190 c.1560G>T c.(1558-1560)TTG>TTT p.L520F

Pat_60 Post-Resistance FMR1NB 158521 37 X 147090174 147090174 Missense_Mutation SNP C T 3 67 c.575C>T c.(574-576)GCG>GTG p.A192V

Pat_60 Post-Resistance MAMLD1 10046 37 X 149638078 149638078 Missense_Mutation SNP G A 4 83 c.233G>A c.(232-234)GGC>GAC p.G78D

Pat_60 Post-Resistance GABRQ 55879 37 X 151821199 151821199 Missense_Mutation SNP G A 50 52 c.1354G>A c.(1354-1356)GAT>AAT p.D452N

Pat_60 Post-Resistance FAM58A 92002 37 X 152860138 152860138 Splice_Site SNP C T 23 21 c.111_splice c.e2-1 p.R37_splice

Pat_60 Post-Resistance NAA10 8260 37 X 153195459 153195459 Missense_Mutation SNP G T 4 49 c.689C>A c.(688-690)GCC>GAC p.A230D

Pat_65 Pre-Treatment MMEL1 79258 37 1 2528092 2528092 Missense_Mutation SNP G A 4 204 c.1309C>T c.(1309-1311)CGT>TGT p.R437C

Pat_65 Pre-Treatment PER3 8863 37 1 7890053 7890053 Missense_Mutation SNP G A 8 242 c.3019G>A c.(3019-3021)GCT>ACT p.A1007T

Pat_65 Pre-Treatment RERE 473 37 1 8418949 8418949 Missense_Mutation SNP G A 5 250 c.3646C>T c.(3646-3648)CGC>TGC p.R1216C

Pat_65 Pre-Treatment CLSTN1 22883 37 1 9791341 9791341 Missense_Mutation SNP G A 6 489 c.2671C>T c.(2671-2673)CGG>TGG p.R891W

Pat_65 Pre-Treatment PRDM2 7799 37 1 14075950 14075950 Missense_Mutation SNP G A 4 58 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_65 Pre-Treatment ESPNP 284729 37 1 17034085 17034085 Nonsense_Mutation SNP C T 3 33 c.405G>A c.(403-405)TGG>TGA p.W135*

Pat_65 Pre-Treatment PADI6 353238 37 1 17708479 17708479 Missense_Mutation SNP C A 5 220 c.571C>A c.(571-573)CAG>AAG p.Q191K

Pat_65 Pre-Treatment PHACTR4 65979 37 1 28793081 28793081 Missense_Mutation SNP G A 5 256 c.625G>A c.(625-627)GCT>ACT p.A209T

Pat_65 Pre-Treatment RBBP4 5928 37 1 33134600 33134600 Missense_Mutation SNP G A 4 234 c.628G>A c.(628-630)GTT>ATT p.V210I

Pat_65 Pre-Treatment KIAA1522 57648 37 1 33236639 33236639 Missense_Mutation SNP G A 5 242 c.1682G>A c.(1681-1683)CGC>CAC p.R561H

Pat_65 Pre-Treatment CLSPN 63967 37 1 36226459 36226459 Missense_Mutation SNP C G 5 220 c.1063G>C c.(1063-1065)GAA>CAA p.E355Q

Pat_65 Pre-Treatment THRAP3 9967 37 1 36748255 36748255 Missense_Mutation SNP C T 5 303 c.91C>T c.(91-93)CGG>TGG p.R31W

Pat_65 Pre-Treatment MACF1 23499 37 1 39549961 39549961 Missense_Mutation SNP G A 4 277 c.71G>A c.(70-72)CGA>CAA p.R24Q

Pat_65 Pre-Treatment KIAA0494 9813 37 1 47181982 47181982 Missense_Mutation SNP C T 4 148 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_65 Pre-Treatment STIL 6491 37 1 47726112 47726112 Missense_Mutation SNP C T 4 230 c.2926G>A c.(2926-2928)GTT>ATT p.V976I

Pat_65 Pre-Treatment GLIS1 148979 37 1 54059801 54059801 Missense_Mutation SNP C T 4 119 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_65 Pre-Treatment CELSR2 1952 37 1 109794316 109794316 Missense_Mutation SNP C T 4 178 c.1615C>T c.(1615-1617)CGC>TGC p.R539C

Pat_65 Pre-Treatment CELSR2 1952 37 1 109807532 109807532 Missense_Mutation SNP C T 172 340 c.5507C>T c.(5506-5508)CCG>CTG p.P1836L

Pat_65 Pre-Treatment SLC6A17 388662 37 1 110734723 110734723 Missense_Mutation SNP G A 6 298 c.994G>A c.(994-996)GAT>AAT p.D332N

Pat_65 Pre-Treatment SLC6A17 388662 37 1 110737360 110737360 Missense_Mutation SNP G A 6 328 c.1459G>A c.(1459-1461)GAC>AAC p.D487N

Pat_65 Pre-Treatment MOV10 4343 37 1 113237483 113237483 Missense_Mutation SNP G A 4 223 c.1585G>A c.(1585-1587)GGC>AGC p.G529S

Pat_65 Pre-Treatment LRIG2 9860 37 1 113637047 113637047 Missense_Mutation SNP G A 6 388 c.602G>A c.(601-603)CGT>CAT p.R201H

Pat_65 Pre-Treatment CD2 914 37 1 117303224 117303224 Missense_Mutation SNP G A 65 187 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_65 Pre-Treatment NOTCH2 4853 37 1 120506320 120506320 Missense_Mutation SNP C T 8 804 c.1792G>A c.(1792-1794)GGG>AGG p.G598R

Pat_65 Pre-Treatment PDE4DIP 9659 37 1 144879284 144879284 Missense_Mutation SNP G A 64 264 c.4166C>T c.(4165-4167)TCG>TTG p.S1389L

Pat_65 Pre-Treatment LIX1L 128077 37 1 145477408 145477408 Missense_Mutation SNP G A 3 42 c.250G>A c.(250-252)GTG>ATG p.V84M

Pat_65 Pre-Treatment BCL9 607 37 1 147092225 147092225 Missense_Mutation SNP C T 53 23 c.2264C>T c.(2263-2265)TCA>TTA p.S755L

Pat_65 Pre-Treatment PI4KB 5298 37 1 151288450 151288450 Missense_Mutation SNP C T 5 199 c.508G>A c.(508-510)GAG>AAG p.E170K

Pat_65 Pre-Treatment INTS3 65123 37 1 153740181 153740181 Missense_Mutation SNP G A 5 307 c.2122G>A c.(2122-2124)GAG>AAG p.E708K

Pat_65 Pre-Treatment CHRNB2 1141 37 1 154543672 154543672 Missense_Mutation SNP G A 5 416 c.373G>A c.(373-375)GGC>AGC p.G125S

Pat_65 Pre-Treatment MRPL24 79590 37 1 156708166 156708166 Missense_Mutation SNP C T 8 846 c.248G>A c.(247-249)CGA>CAA p.R83Q

Pat_65 Pre-Treatment LY9 4063 37 1 160786536 160786536 Missense_Mutation SNP G A 16 241 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_65 Pre-Treatment UCK2 7371 37 1 165860559 165860559 Missense_Mutation SNP G A 4 301 c.356G>A c.(355-357)CGG>CAG p.R119Q

Pat_65 Pre-Treatment TNN 63923 37 1 175046699 175046699 Missense_Mutation SNP G A 4 83 c.145G>A c.(145-147)GAT>AAT p.D49N

Pat_65 Pre-Treatment RASAL2 9462 37 1 178427390 178427390 Missense_Mutation SNP G A 6 187 c.2540G>A c.(2539-2541)CGG>CAG p.R847Q

Pat_65 Pre-Treatment PRG4 10216 37 1 186276274 186276274 Missense_Mutation SNP G T 4 169 c.1423G>T c.(1423-1425)GCA>TCA p.A475S

Pat_65 Pre-Treatment PTPRC 5788 37 1 198721496 198721496 Missense_Mutation SNP C T 15 253 c.3320C>T c.(3319-3321)TCC>TTC p.S1107F

Pat_65 Pre-Treatment GPR37L1 9283 37 1 202097164 202097164 Missense_Mutation SNP G A 4 262 c.926G>A c.(925-927)CGC>CAC p.R309H

Pat_65 Pre-Treatment PTPN7 5778 37 1 202126888 202126888 Missense_Mutation SNP G C 210 110 c.370C>G c.(370-372)CGA>GGA p.R124G



Pat_65 Pre-Treatment PTPN14 5784 37 1 214549623 214549623 Missense_Mutation SNP C T 6 189 c.2846G>A c.(2845-2847)CGA>CAA p.R949Q

Pat_65 Pre-Treatment OBSCN 84033 37 1 228402500 228402500 Missense_Mutation SNP A G 3 56 c.1529A>G c.(1528-1530)AAG>AGG p.K510R

Pat_65 Pre-Treatment ACTN2 88 37 1 236902617 236902617 Missense_Mutation SNP C T 6 607 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_65 Pre-Treatment CNST 163882 37 1 246755003 246755003 Missense_Mutation SNP G A 7 435 c.139G>A c.(139-141)GGG>AGG p.G47R

Pat_65 Pre-Treatment OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 5 354 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_65 Pre-Treatment PGBD2 267002 37 1 249212114 249212114 Missense_Mutation SNP G A 4 150 c.1331G>A c.(1330-1332)CGG>CAG p.R444Q

Pat_65 Pre-Treatment CACNB2 783 37 10 18795450 18795451 Missense_Mutation DNP CC TT 38 63 c.644_645CC>TT c.(643-645)TCC>TTT p.S215F

Pat_65 Pre-Treatment KIAA1462 57608 37 10 30318556 30318556 Missense_Mutation SNP C T 6 449 c.521G>A c.(520-522)CGA>CAA p.R174Q

Pat_65 Pre-Treatment ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 5 134 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_65 Pre-Treatment ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 8 144 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_65 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 10 114 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_65 Pre-Treatment PGBD3 267004 37 10 50723897 50723897 Missense_Mutation SNP C A 5 287 c.1264G>T c.(1264-1266)GCC>TCC p.A422S

Pat_65 Pre-Treatment OGDHL 55753 37 10 50953529 50953529 Missense_Mutation SNP C T 4 173 c.1490G>A c.(1489-1491)CGG>CAG p.R497Q

Pat_65 Pre-Treatment SGMS1 259230 37 10 52103520 52103520 Missense_Mutation SNP G A 53 87 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_65 Pre-Treatment JMJD1C 221037 37 10 64944404 64944404 Missense_Mutation SNP G A 4 199 c.6925C>T c.(6925-6927)CGT>TGT p.R2309C

Pat_65 Pre-Treatment PLA2G12B 84647 37 10 74701011 74701011 Missense_Mutation SNP G A 6 644 c.382C>T c.(382-384)CGC>TGC p.R128C

Pat_65 Pre-Treatment KIAA0913 23053 37 10 75557222 75557222 Missense_Mutation SNP C T 4 100 c.3506C>T c.(3505-3507)GCC>GTC p.A1169V

Pat_65 Pre-Treatment PANK1 53354 37 10 91353604 91353604 Nonsense_Mutation SNP G A 6 536 c.1453C>T c.(1453-1455)CGA>TGA p.R485*

Pat_65 Pre-Treatment HECTD2 143279 37 10 93242776 93242776 Missense_Mutation SNP G A 4 184 c.764G>A c.(763-765)CGA>CAA p.R255Q

Pat_65 Pre-Treatment UBTD1 80019 37 10 99327791 99327791 Missense_Mutation SNP G A 6 326 c.191G>A c.(190-192)CGC>CAC p.R64H

Pat_65 Pre-Treatment POLL 27343 37 10 103340109 103340109 Missense_Mutation SNP C T 91 110 c.1259G>A c.(1258-1260)CGG>CAG p.R420Q

Pat_65 Pre-Treatment ITPRIP 85450 37 10 106075233 106075233 Missense_Mutation SNP C T 4 217 c.577G>A c.(577-579)GTG>ATG p.V193M

Pat_65 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 6 27 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_65 Pre-Treatment DPYSL4 10570 37 10 134010404 134010404 Missense_Mutation SNP G A 4 202 c.518G>A c.(517-519)CGG>CAG p.R173Q

Pat_65 Pre-Treatment DPYSL4 10570 37 10 134016193 134016193 Missense_Mutation SNP C T 4 156 c.1325C>T c.(1324-1326)GCG>GTG p.A442V

Pat_65 Pre-Treatment TALDO1 6888 37 11 764390 764390 Missense_Mutation SNP G A 4 130 c.938G>A c.(937-939)CGC>CAC p.R313H

Pat_65 Pre-Treatment TRIM21 6737 37 11 4411261 4411261 Missense_Mutation SNP G A 34 73 c.379C>T c.(379-381)CCT>TCT p.P127S

Pat_65 Pre-Treatment OR51F1 256892 37 11 4791114 4791114 Missense_Mutation SNP G A 37 66 c.34C>T c.(34-36)CCA>TCA p.P12S

Pat_65 Pre-Treatment HPX 3263 37 11 6458877 6458877 Missense_Mutation SNP G A 4 170 c.496C>T c.(496-498)CGC>TGC p.R166C

Pat_65 Pre-Treatment SBF2 81846 37 11 9871756 9871756 Missense_Mutation SNP G A 45 98 c.2620C>T c.(2620-2622)CTT>TTT p.L874F

Pat_65 Pre-Treatment PSMA1 5682 37 11 14532449 14532449 Missense_Mutation SNP G A 4 231 c.593C>T c.(592-594)ACG>ATG p.T198M

Pat_65 Pre-Treatment ABCC8 6833 37 11 17464321 17464321 Missense_Mutation SNP G A 5 226 c.1576C>T c.(1576-1578)CGC>TGC p.R526C

Pat_65 Pre-Treatment NELL1 4745 37 11 20699519 20699519 Missense_Mutation SNP G A 4 275 c.97G>A c.(97-99)GTC>ATC p.V33I

Pat_65 Pre-Treatment ANO3 63982 37 11 26681879 26681879 Missense_Mutation SNP G A 6 489 c.2834G>A c.(2833-2835)CGA>CAA p.R945Q

Pat_65 Pre-Treatment F2 2147 37 11 46747651 46747651 Missense_Mutation SNP G A 5 399 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_65 Pre-Treatment OR5AR1 219493 37 11 56431526 56431526 Missense_Mutation SNP G A 6 378 c.365G>A c.(364-366)CGT>CAT p.R122H

Pat_65 Pre-Treatment OR4D10 390197 37 11 59245348 59245348 Nonsense_Mutation SNP G A 120 260 c.446G>A c.(445-447)TGG>TAG p.W149*

Pat_65 Pre-Treatment DDB1 1642 37 11 61071414 61071414 Missense_Mutation SNP C T 5 321 c.2755G>A c.(2755-2757)GAC>AAC p.D919N

Pat_65 Pre-Treatment PLCB3 5331 37 11 64030025 64030025 Missense_Mutation SNP C T 5 211 c.2185C>T c.(2185-2187)CGG>TGG p.R729W

Pat_65 Pre-Treatment CD248 57124 37 11 66083598 66083598 Missense_Mutation SNP G A 4 159 c.901C>T c.(901-903)CGG>TGG p.R301W

Pat_65 Pre-Treatment RBM4B 83759 37 11 66436559 66436559 Missense_Mutation SNP C T 4 264 c.616G>A c.(616-618)GGG>AGG p.G206R

Pat_65 Pre-Treatment SPTBN2 6712 37 11 66472458 66472458 Missense_Mutation SNP C A 4 146 c.2289G>T c.(2287-2289)TTG>TTT p.L763F

Pat_65 Pre-Treatment TSKU 25987 37 11 76506727 76506727 Missense_Mutation SNP G A 4 134 c.67G>A c.(67-69)GGG>AGG p.G23R

Pat_65 Pre-Treatment MYO7A 4647 37 11 76867967 76867967 Missense_Mutation SNP G A 5 279 c.652G>A c.(652-654)GAC>AAC p.D218N

Pat_65 Pre-Treatment MMP8 4317 37 11 102592182 102592182 Missense_Mutation SNP C T 69 145 c.572G>A c.(571-573)GGA>GAA p.G191E

Pat_65 Pre-Treatment MMP12 4321 37 11 102734976 102734976 Missense_Mutation SNP C T 18 61 c.1213G>A c.(1213-1215)GAA>AAA p.E405K

Pat_65 Pre-Treatment FXYD2 486 37 11 117695380 117695380 Missense_Mutation SNP G A 4 253 c.14C>T c.(13-15)TCG>TTG p.S5L



Pat_65 Pre-Treatment TMEM25 84866 37 11 118403655 118403655 Missense_Mutation SNP G A 5 249 c.406G>A c.(406-408)GGC>AGC p.G136S

Pat_65 Pre-Treatment ZNF202 7753 37 11 123598937 123598937 Missense_Mutation SNP A G 4 269 c.736T>C c.(736-738)TTT>CTT p.F246L

Pat_65 Pre-Treatment OR10S1 219873 37 11 123848217 123848217 Missense_Mutation SNP G A 32 42 c.182C>T c.(181-183)ACT>ATT p.T61I

Pat_65 Pre-Treatment OR10G7 390265 37 11 123909343 123909343 Nonsense_Mutation SNP G T 101 514 c.366C>A c.(364-366)TAC>TAA p.Y122*

Pat_65 Pre-Treatment VAMP1 6843 37 12 6575461 6575461 Missense_Mutation SNP C T 5 304 c.59G>A c.(58-60)GGT>GAT p.G20D

Pat_65 Pre-Treatment ETV6 2120 37 12 12022670 12022670 Missense_Mutation SNP G A 6 435 c.776G>A c.(775-777)CGG>CAG p.R259Q

Pat_65 Pre-Treatment RPL13AP20 387841 37 12 13028751 13028751 Missense_Mutation SNP G C 32 65 c.319G>C c.(319-321)GGC>CGC p.G107R

Pat_65 Pre-Treatment SLCO1C1 53919 37 12 20874891 20874891 Missense_Mutation SNP C T 28 37 c.929C>T c.(928-930)TCT>TTT p.S310F

Pat_65 Pre-Treatment IFLTD1 160492 37 12 25672949 25672949 Missense_Mutation SNP C T 6 146 c.796G>A c.(796-798)GTT>ATT p.V266I

Pat_65 Pre-Treatment C12orf54 121273 37 12 48877092 48877092 Missense_Mutation SNP C T 81 189 c.13C>T c.(13-15)CCC>TCC p.P5S

Pat_65 Pre-Treatment TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 12 129 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_65 Pre-Treatment LETMD1 25875 37 12 51449775 51449775 Missense_Mutation SNP C T 4 234 c.631C>T c.(631-633)CGG>TGG p.R211W

Pat_65 Pre-Treatment KRT86 3892 37 12 52699156 52699156 Missense_Mutation SNP C T 7 689 c.868C>T c.(868-870)CGG>TGG p.R290W

Pat_65 Pre-Treatment AMHR2 269 37 12 53823690 53823690 Nonsense_Mutation SNP C T 4 160 c.1216C>T c.(1216-1218)CGA>TGA p.R406*

Pat_65 Pre-Treatment NFE2 4778 37 12 54688973 54688974 Missense_Mutation DNP CT TG 82 229 c.59_60AG>CA c.(58-60)GAG>GCA p.E20A

Pat_65 Pre-Treatment ACAD10 80724 37 12 112130602 112130602 Missense_Mutation SNP G A 6 488 c.89G>A c.(88-90)GGG>GAG p.G30E

Pat_65 Pre-Treatment FBXW8 26259 37 12 117462033 117462034 Missense_Mutation DNP GG AA 53 135 .1449_1450GG>AA1447-1452)ATGGAT>ATAA.483_484MD>I

Pat_65 Pre-Treatment CCDC60 160777 37 12 119926577 119926577 Missense_Mutation SNP C T 76 163 c.463C>T c.(463-465)CGC>TGC p.R155C

Pat_65 Pre-Treatment GOLGA3 2802 37 12 133385015 133385015 Missense_Mutation SNP G A 5 472 c.640C>T c.(640-642)CGC>TGC p.R214C

Pat_65 Pre-Treatment PARP4 143 37 13 25000674 25000674 Missense_Mutation SNP G A 4 214 c.4909C>T c.(4909-4911)CGC>TGC p.R1637C

Pat_65 Pre-Treatment PABPC3 5042 37 13 25670931 25670931 Nonsense_Mutation SNP G T 5 174 c.595G>T c.(595-597)GGA>TGA p.G199*

Pat_65 Pre-Treatment FREM2 341640 37 13 39264066 39264066 Missense_Mutation SNP C T 4 181 c.2585C>T c.(2584-2586)GCC>GTC p.A862V

Pat_65 Pre-Treatment FREM2 341640 37 13 39266018 39266018 Missense_Mutation SNP G A 8 522 c.4537G>A c.(4537-4539)GAT>AAT p.D1513N

Pat_65 Pre-Treatment RCBTB1 55213 37 13 50141334 50141334 Missense_Mutation SNP C T 4 164 c.82G>A c.(82-84)GGC>AGC p.G28S

Pat_65 Pre-Treatment LOC220429 220429 37 13 50466425 50466425 Missense_Mutation SNP C T 52 90 c.1699C>T c.(1699-1701)CAC>TAC p.H567Y

Pat_65 Pre-Treatment RNF113B 140432 37 13 98829120 98829120 Missense_Mutation SNP G A 4 130 c.371C>T c.(370-372)ACG>ATG p.T124M

Pat_65 Pre-Treatment PSMB11 122706 37 14 23512120 23512120 Missense_Mutation SNP G A 5 131 c.686G>A c.(685-687)CGG>CAG p.R229Q

Pat_65 Pre-Treatment IPO4 79711 37 14 24653268 24653268 Missense_Mutation SNP G A 4 217 c.1805C>T c.(1804-1806)GCG>GTG p.A602V

Pat_65 Pre-Treatment TM9SF1 10548 37 14 24659625 24659625 Missense_Mutation SNP G A 4 204 c.1388C>T c.(1387-1389)ACT>ATT p.T463I

Pat_65 Pre-Treatment HECTD1 25831 37 14 31585636 31585636 Missense_Mutation SNP T G 70 150 c.5424A>C c.(5422-5424)GAA>GAC p.E1808D

Pat_65 Pre-Treatment AKAP6 9472 37 14 33069982 33069982 Missense_Mutation SNP G A 4 173 c.2714G>A c.(2713-2715)GGG>GAG p.G905E

Pat_65 Pre-Treatment AKAP6 9472 37 14 33292951 33292951 Missense_Mutation SNP A G 4 233 c.5932A>G c.(5932-5934)ACT>GCT p.T1978A

Pat_65 Pre-Treatment OTX2 5015 37 14 57268637 57268637 Missense_Mutation SNP C A 4 156 c.686G>T c.(685-687)AGC>ATC p.S229I

Pat_65 Pre-Treatment RTN1 6252 37 14 60063471 60063471 Missense_Mutation SNP C T 147 287 c.2323G>A c.(2323-2325)GCT>ACT p.A775T

Pat_65 Pre-Treatment PAPLN 89932 37 14 73732131 73732131 Missense_Mutation SNP G A 4 257 c.3179G>A c.(3178-3180)CGG>CAG p.R1060Q

Pat_65 Pre-Treatment C14orf43 91748 37 14 74205340 74205340 Missense_Mutation SNP G A 4 176 c.1372C>T c.(1372-1374)CGC>TGC p.R458C

Pat_65 Pre-Treatment C14orf43 91748 37 14 74205754 74205754 Nonsense_Mutation SNP C A 4 63 c.958G>T c.(958-960)GAA>TAA p.E320*

Pat_65 Pre-Treatment TTLL5 23093 37 14 76165558 76165558 Nonsense_Mutation SNP G A 37 103 c.530G>A c.(529-531)TGG>TAG p.W177*

Pat_65 Pre-Treatment WARS 7453 37 14 100835507 100835507 Missense_Mutation SNP G A 4 148 c.16C>T c.(16-18)CCC>TCC p.P6S

Pat_65 Pre-Treatment KIAA0284 283638 37 14 105349558 105349558 Missense_Mutation SNP G A 12 681 c.764G>A c.(763-765)GGT>GAT p.G255D

Pat_65 Pre-Treatment ATP10A 57194 37 15 25958904 25958904 Missense_Mutation SNP C T 6 251 c.2261G>A c.(2260-2262)CGG>CAG p.R754Q

Pat_65 Pre-Treatment GABRG3 2567 37 15 27777804 27777804 Missense_Mutation SNP C T 35 84 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_65 Pre-Treatment DLL4 54567 37 15 41228851 41228851 Missense_Mutation SNP C T 4 63 c.1666C>T c.(1666-1668)CGG>TGG p.R556W

Pat_65 Pre-Treatment TUBGCP4 27229 37 15 43677989 43677989 Missense_Mutation SNP C T 4 208 c.724C>T c.(724-726)CGC>TGC p.R242C

Pat_65 Pre-Treatment HERC1 8925 37 15 63970126 63970126 Missense_Mutation SNP G A 7 633 c.6988C>T c.(6988-6990)CGC>TGC p.R2330C

Pat_65 Pre-Treatment LBXCOR1 390598 37 15 68119364 68119365 Missense_Mutation DNP CC TT 14 39 c.1066_1067CC>TT c.(1066-1068)CCT>TTT p.P356F

Pat_65 Pre-Treatment PTPN9 5780 37 15 75819488 75819488 Missense_Mutation SNP G A 5 312 c.178C>T c.(178-180)CGT>TGT p.R60C



Pat_65 Pre-Treatment SNX33 257364 37 15 75941463 75941463 Missense_Mutation SNP C T 153 327 c.20C>T c.(19-21)GCC>GTC p.A7V

Pat_65 Pre-Treatment IREB2 3658 37 15 78790399 78790399 Missense_Mutation SNP G A 6 446 c.2806G>A c.(2806-2808)GTG>ATG p.V936M

Pat_65 Pre-Treatment STARD5 80765 37 15 81605689 81605689 Missense_Mutation SNP G A 5 502 c.550C>T c.(550-552)CTC>TTC p.L184F

Pat_65 Pre-Treatment PDIA2 64714 37 16 334584 334584 Missense_Mutation SNP G A 17 35 c.397G>A c.(397-399)GAG>AAG p.E133K

Pat_65 Pre-Treatment SOLH 6650 37 16 598100 598100 Missense_Mutation SNP G A 3 17 c.1262G>A c.(1261-1263)TGT>TAT p.C421Y

Pat_65 Pre-Treatment IFT140 9742 37 16 1570021 1570021 Missense_Mutation SNP C T 4 127 c.3901G>A c.(3901-3903)GAC>AAC p.D1301N

Pat_65 Pre-Treatment IFT140 9742 37 16 1575305 1575305 Missense_Mutation SNP G A 19 341 c.2791C>T c.(2791-2793)CGC>TGC p.R931C

Pat_65 Pre-Treatment TBC1D24 57465 37 16 2546352 2546352 Missense_Mutation SNP C T 4 257 c.203C>T c.(202-204)ACG>ATG p.T68M

Pat_65 Pre-Treatment TBC1D24 57465 37 16 2546873 2546873 Missense_Mutation SNP C T 4 196 c.724C>T c.(724-726)CGC>TGC p.R242C

Pat_65 Pre-Treatment SRRM2 23524 37 16 2817091 2817091 Missense_Mutation SNP A G 85 189 c.6562A>G c.(6562-6564)ATC>GTC p.I2188V

Pat_65 Pre-Treatment BTBD12 84464 37 16 3641121 3641121 Missense_Mutation SNP C T 5 221 c.2518G>A c.(2518-2520)GAA>AAA p.E840K

Pat_65 Pre-Treatment ATF7IP2 80063 37 16 10532009 10532009 Missense_Mutation SNP G T 5 179 c.1012G>T c.(1012-1014)GAT>TAT p.D338Y

Pat_65 Pre-Treatment NPIP 9284 37 16 15045791 15045791 Missense_Mutation SNP C T 8 591 c.962C>T c.(961-963)CCA>CTA p.P321L

Pat_65 Pre-Treatment DNAH3 55567 37 16 21051173 21051173 Splice_Site SNP C T 103 230 c.4730_splice c.e33+1 p.S1577_splice

Pat_65 Pre-Treatment NDUFAB1 4706 37 16 23598564 23598564 Missense_Mutation SNP C T 4 227 c.245G>A c.(244-246)CGT>CAT p.R82H

Pat_65 Pre-Treatment TNRC6A 27327 37 16 24816962 24816962 Missense_Mutation SNP G A 6 594 c.4159G>A c.(4159-4161)GGT>AGT p.G1387S

Pat_65 Pre-Treatment HEATR3 55027 37 16 50112912 50112912 Missense_Mutation SNP G A 4 123 c.1024G>A c.(1024-1026)GTT>ATT p.V342I

Pat_65 Pre-Treatment ARL2BP 23568 37 16 57286171 57286171 Missense_Mutation SNP C T 4 207 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_65 Pre-Treatment CDH16 1014 37 16 66943281 66943281 Missense_Mutation SNP C T 4 169 c.2281G>A c.(2281-2283)GTG>ATG p.V761M

Pat_65 Pre-Treatment DDX28 55794 37 16 68055631 68055631 Missense_Mutation SNP C T 4 182 c.1475G>A c.(1474-1476)GGG>GAG p.G492E

Pat_65 Pre-Treatment VAC14 55697 37 16 70818015 70818015 Splice_Site SNP C T 6 239 c.594_splice c.e5+1 p.W198_splice

Pat_65 Pre-Treatment CHST4 10164 37 16 71570876 71570876 Missense_Mutation SNP G A 69 138 c.296G>A c.(295-297)CGG>CAG p.R99Q

Pat_65 Pre-Treatment PHLPP2 23035 37 16 71710415 71710415 Missense_Mutation SNP C T 4 217 c.1406G>A c.(1405-1407)CGG>CAG p.R469Q

Pat_65 Pre-Treatment CLEC3A 10143 37 16 78062081 78062081 Nonsense_Mutation SNP C T 4 100 c.193C>T c.(193-195)CAG>TAG p.Q65*

Pat_65 Pre-Treatment MBTPS1 8720 37 16 84104299 84104299 Missense_Mutation SNP G A 5 357 c.1676C>T c.(1675-1677)TCG>TTG p.S559L

Pat_65 Pre-Treatment TAF1C 9013 37 16 84213175 84213175 Missense_Mutation SNP C T 4 92 c.1982G>A c.(1981-1983)CGC>CAC p.R661H

Pat_65 Pre-Treatment SERPINF2 5345 37 17 1650407 1650408 Missense_Mutation DNP CC AT 22 45 c.462_463CC>AT 460-465)GACCTG>GAATT p.D154E

Pat_65 Pre-Treatment RPA1 6117 37 17 1780522 1780522 Missense_Mutation SNP C T 4 260 c.604C>T c.(604-606)CGT>TGT p.R202C

Pat_65 Pre-Treatment OR3A1 4994 37 17 3195650 3195650 Missense_Mutation SNP C A 4 149 c.227G>T c.(226-228)TGC>TTC p.C76F

Pat_65 Pre-Treatment ZMYND15 84225 37 17 4647542 4647542 Missense_Mutation SNP G A 90 205 c.1436G>A c.(1435-1437)GGG>GAG p.G479E

Pat_65 Pre-Treatment FAM64A 54478 37 17 6350844 6350844 Missense_Mutation SNP G A 130 245 c.356G>A c.(355-357)AGG>AAG p.R119K

Pat_65 Pre-Treatment DNAH2 146754 37 17 7640548 7640548 Missense_Mutation SNP G A 4 278 c.1142G>A c.(1141-1143)CGG>CAG p.R381Q

Pat_65 Pre-Treatment DNAH2 146754 37 17 7683487 7683487 Missense_Mutation SNP G A 6 616 c.5735G>A c.(5734-5736)CGC>CAC p.R1912H

Pat_65 Pre-Treatment MYH4 4622 37 17 10355278 10355278 Missense_Mutation SNP C T 103 219 c.3718G>A c.(3718-3720)GAG>AAG p.E1240K

Pat_65 Pre-Treatment DNAH9 1770 37 17 11540095 11540095 Missense_Mutation SNP G A 125 280 c.1780G>A c.(1780-1782)GAA>AAA p.E594K

Pat_65 Pre-Treatment C17orf76 388341 37 17 16365643 16365643 Missense_Mutation SNP G A 4 158 c.304C>T c.(304-306)CGG>TGG p.R102W

Pat_65 Pre-Treatment SREBF1 6720 37 17 17723595 17723595 Missense_Mutation SNP G A 5 379 c.332C>T c.(331-333)CCG>CTG p.P111L

Pat_65 Pre-Treatment EPN2 22905 37 17 19186863 19186863 Missense_Mutation SNP G A 4 168 c.431G>A c.(430-432)AGG>AAG p.R144K

Pat_65 Pre-Treatment GIT1 28964 37 17 27904247 27904247 Missense_Mutation SNP G A 6 453 c.1000C>T c.(1000-1002)CGC>TGC p.R334C

Pat_65 Pre-Treatment RNF135 84282 37 17 29324337 29324337 Missense_Mutation SNP C T 4 187 c.757C>T c.(757-759)CGG>TGG p.R253W

Pat_65 Pre-Treatment PIP4K2B 8396 37 17 36934618 36934618 Missense_Mutation SNP G A 6 529 c.662C>T c.(661-663)ACG>ATG p.T221M

Pat_65 Pre-Treatment ERBB2 2064 37 17 37871746 37871746 Missense_Mutation SNP G A 4 237 c.1270G>A c.(1270-1272)GTC>ATC p.V424I

Pat_65 Pre-Treatment KRT23 25984 37 17 39086344 39086344 Missense_Mutation SNP C T 30 72 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_65 Pre-Treatment CNTNAP1 8506 37 17 40839014 40839014 Missense_Mutation SNP G A 5 269 c.994G>A c.(994-996)GTC>ATC p.V332I

Pat_65 Pre-Treatment CCDC56 28958 37 17 40947839 40947839 Missense_Mutation SNP C T 4 96 c.419G>A c.(418-420)CGC>CAC p.R140H

Pat_65 Pre-Treatment CDC27 996 37 17 45234366 45234366 Missense_Mutation SNP G A 5 309 c.755C>T c.(754-756)TCC>TTC p.S252F

Pat_65 Pre-Treatment OSBPL7 114881 37 17 45890750 45890750 Missense_Mutation SNP G A 4 116 c.1619C>T c.(1618-1620)GCT>GTT p.A540V



Pat_65 Pre-Treatment PHB 5245 37 17 47489082 47489082 Missense_Mutation SNP G A 4 192 c.208C>T c.(208-210)CGT>TGT p.R70C

Pat_65 Pre-Treatment AKAP1 8165 37 17 55195774 55195774 Missense_Mutation SNP G A 5 393 c.2533G>A c.(2533-2535)GCC>ACC p.A845T

Pat_65 Pre-Treatment ABCA9 10350 37 17 67028403 67028403 Nonsense_Mutation SNP G A 4 185 c.1291C>T c.(1291-1293)CGA>TGA p.R431*

Pat_65 Pre-Treatment FBF1 85302 37 17 73922171 73922171 Missense_Mutation SNP G A 3 69 c.766C>T c.(766-768)CGC>TGC p.R256C

Pat_65 Pre-Treatment EMILIN2 84034 37 18 2909817 2909817 Missense_Mutation SNP G A 5 237 c.2824G>A c.(2824-2826)GGG>AGG p.G942R

Pat_65 Pre-Treatment LAMA1 284217 37 18 6948540 6948540 Missense_Mutation SNP G A 91 161 c.8572C>T c.(8572-8574)CCT>TCT p.P2858S

Pat_65 Pre-Treatment LAMA1 284217 37 18 6971871 6971871 Missense_Mutation SNP C T 5 390 c.6884G>A c.(6883-6885)CGT>CAT p.R2295H

Pat_65 Pre-Treatment RALBP1 10928 37 18 9530883 9530883 Missense_Mutation SNP G A 5 142 c.1399G>A c.(1399-1401)GTT>ATT p.V467I

Pat_65 Pre-Treatment TXNDC2 84203 37 18 9887437 9887437 Missense_Mutation SNP G A 13 505 c.961G>A c.(961-963)GCC>ACC p.A321T

Pat_65 Pre-Treatment TXNDC2 84203 37 18 9887452 9887452 Missense_Mutation SNP G A 8 514 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_65 Pre-Treatment KIAA1012 22878 37 18 29419285 29419285 Missense_Mutation SNP G A 29 67 c.3973C>T c.(3973-3975)CAT>TAT p.H1325Y

Pat_65 Pre-Treatment ACAA2 10449 37 18 47310261 47310261 Missense_Mutation SNP C T 4 217 c.1150G>A c.(1150-1152)GGA>AGA p.G384R

Pat_65 Pre-Treatment SERPINB2 5055 37 18 61569055 61569055 Missense_Mutation SNP G A 56 112 c.617G>A c.(616-618)GGA>GAA p.G206E

Pat_65 Pre-Treatment CDH19 28513 37 18 64176387 64176387 Missense_Mutation SNP G A 5 536 c.1673C>T c.(1672-1674)CCG>CTG p.P558L

Pat_65 Pre-Treatment MED16 10025 37 19 889781 889781 Missense_Mutation SNP C T 26 42 c.304G>A c.(304-306)GAC>AAC p.D102N

Pat_65 Pre-Treatment LMNB2 84823 37 19 2434378 2434378 Missense_Mutation SNP C T 4 201 c.1057G>A c.(1057-1059)GAG>AAG p.E353K

Pat_65 Pre-Treatment ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 5 169 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_65 Pre-Treatment AES 166 37 19 3057730 3057730 Missense_Mutation SNP C T 4 236 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_65 Pre-Treatment EEF2 1938 37 19 3979865 3979865 Missense_Mutation SNP C A 4 98 c.1546G>T c.(1546-1548)GAC>TAC p.D516Y

Pat_65 Pre-Treatment PLIN4 729359 37 19 4510875 4510875 Missense_Mutation SNP C A 27 124 c.3055G>T c.(3055-3057)GGG>TGG p.G1019W

Pat_65 Pre-Treatment PLIN4 729359 37 19 4511345 4511345 Missense_Mutation SNP G T 5 354 c.2585C>A c.(2584-2586)GCC>GAC p.A862D

Pat_65 Pre-Treatment DPP9 91039 37 19 4704265 4704265 Missense_Mutation SNP G A 5 293 c.478C>T c.(478-480)CGG>TGG p.R160W

Pat_65 Pre-Treatment FUT5 2527 37 19 5867303 5867303 Nonsense_Mutation SNP C T 63 125 c.434G>A c.(433-435)TGG>TAG p.W145*

Pat_65 Pre-Treatment GTF2F1 2962 37 19 6383373 6383373 Missense_Mutation SNP C T 5 204 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_65 Pre-Treatment ZNF557 79230 37 19 7083094 7083094 Missense_Mutation SNP A G 9 330 c.611A>G c.(610-612)AAT>AGT p.N204S

Pat_65 Pre-Treatment CLEC4M 10332 37 19 7830867 7830868 Missense_Mutation DNP CC GG 9 222 c.489_490CC>GG487-492)ACCCGG>ACGGG p.R164G

Pat_65 Pre-Treatment MAP2K7 5609 37 19 7968947 7968947 Missense_Mutation SNP A T 5 76 c.118A>T c.(118-120)AGG>TGG p.R40W

Pat_65 Pre-Treatment ELAVL1 1994 37 19 8032566 8032566 Missense_Mutation SNP G T 5 164 c.539C>A c.(538-540)ACA>AAA p.T180K

Pat_65 Pre-Treatment FBN3 84467 37 19 8196706 8196706 Missense_Mutation SNP G C 22 42 c.1722C>G c.(1720-1722)GAC>GAG p.D574E

Pat_65 Pre-Treatment MUC16 94025 37 19 9063807 9063807 Missense_Mutation SNP G A 82 162 c.23639C>T c.(23638-23640)TCA>TTA p.S7880L

Pat_65 Pre-Treatment MAST1 22983 37 19 12985295 12985295 Missense_Mutation SNP C T 4 68 c.4324C>T c.(4324-4326)CGG>TGG p.R1442W

Pat_65 Pre-Treatment WIZ 58525 37 19 15538201 15538201 Missense_Mutation SNP C T 4 115 c.1195G>A c.(1195-1197)GAC>AAC p.D399N

Pat_65 Pre-Treatment CYP4F3 4051 37 19 15763737 15763737 Missense_Mutation SNP G A 74 143 c.1090G>A c.(1090-1092)GAC>AAC p.D364N

Pat_65 Pre-Treatment ZNF90 7643 37 19 20230036 20230036 Missense_Mutation SNP G T 7 298 c.1673G>T c.(1672-1674)AGT>ATT p.S558I

Pat_65 Pre-Treatment ZNF430 80264 37 19 21240543 21240543 Missense_Mutation SNP G A 8 347 c.1429G>A c.(1429-1431)GTA>ATA p.V477I

Pat_65 Pre-Treatment ZNF708 7562 37 19 21476249 21476249 Missense_Mutation SNP T C 10 332 c.1519A>G c.(1519-1521)AAA>GAA p.K507E

Pat_65 Pre-Treatment ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 4 188 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_65 Pre-Treatment ZNF708 7562 37 19 21476603 21476603 Missense_Mutation SNP C T 5 426 c.1165G>A c.(1165-1167)GAG>AAG p.E389K

Pat_65 Pre-Treatment ZNF493 284443 37 19 21607059 21607059 Missense_Mutation SNP C G 5 220 c.1214C>G c.(1213-1215)ACT>AGT p.T405S

Pat_65 Pre-Treatment ZNF98 148198 37 19 22574676 22574676 Missense_Mutation SNP A C 6 272 c.1361T>G c.(1360-1362)ATA>AGA p.I454R

Pat_65 Pre-Treatment ZNF254 9534 37 19 24310450 24310450 Missense_Mutation SNP A G 12 210 c.1648A>G c.(1648-1650)AAA>GAA p.K550E

Pat_65 Pre-Treatment NFKBID 84807 37 19 36380809 36380809 Missense_Mutation SNP C T 6 352 c.871G>A c.(871-873)GGG>AGG p.G291R

Pat_65 Pre-Treatment ERF 2077 37 19 42753854 42753854 Missense_Mutation SNP G A 4 133 c.410C>T c.(409-411)TCG>TTG p.S137L

Pat_65 Pre-Treatment CIC 23152 37 19 42791752 42791752 Missense_Mutation SNP G A 5 310 c.638G>A c.(637-639)CGG>CAG p.R213Q

Pat_65 Pre-Treatment CIC 23152 37 19 42793183 42793183 Missense_Mutation SNP G A 5 499 c.1075G>A c.(1075-1077)GGG>AGG p.G359R

Pat_65 Pre-Treatment LIPE 3991 37 19 42911936 42911936 Missense_Mutation SNP G A 4 120 c.1664C>T c.(1663-1665)GCC>GTC p.A555V

Pat_65 Pre-Treatment PSG6 5675 37 19 43585170 43585170 Missense_Mutation SNP C T 160 342 c.293G>A c.(292-294)CGA>CAA p.R98Q



Pat_65 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 10 411 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_65 Pre-Treatment GRLF1 2909 37 19 47423683 47423683 Missense_Mutation SNP G A 4 255 c.1751G>A c.(1750-1752)CGG>CAG p.R584Q

Pat_65 Pre-Treatment SPHK2 56848 37 19 49131527 49131527 Missense_Mutation SNP C T 4 176 c.865C>T c.(865-867)CAC>TAC p.H289Y

Pat_65 Pre-Treatment IRF3 3661 37 19 50165513 50165513 Missense_Mutation SNP C T 5 219 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_65 Pre-Treatment SIGLEC6 946 37 19 52034696 52034696 Missense_Mutation SNP C T 4 286 c.145G>A c.(145-147)GTA>ATA p.V49I

Pat_65 Pre-Treatment ZNF528 84436 37 19 52918874 52918874 Missense_Mutation SNP T G 7 268 c.769T>G c.(769-771)TCA>GCA p.S257A

Pat_65 Pre-Treatment ZNF816A 125893 37 19 53453583 53453583 Missense_Mutation SNP G T 5 304 c.1445C>A c.(1444-1446)ACA>AAA p.T482K

Pat_65 Pre-Treatment LILRB5 10990 37 19 54759278 54759278 Missense_Mutation SNP G A 4 143 c.823C>T c.(823-825)CTC>TTC p.L275F

Pat_65 Pre-Treatment CCDC106 29903 37 19 56163951 56163951 Missense_Mutation SNP G A 4 165 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_65 Pre-Treatment GALP 85569 37 19 56694582 56694582 Splice_Site SNP G A 4 206 c.295_splice c.e5+1 p.D99_splice

Pat_65 Pre-Treatment ZSCAN4 201516 37 19 58189533 58189533 Splice_Site SNP G A 77 145 c.563_splice c.e5-1 p.G188_splice

Pat_65 Pre-Treatment COLEC11 78989 37 2 3691583 3691583 Missense_Mutation SNP G A 5 447 c.691G>A c.(691-693)GGT>AGT p.G231S

Pat_65 Pre-Treatment GRHL1 29841 37 2 10133365 10133365 Missense_Mutation SNP G A 4 169 c.1492G>A c.(1492-1494)GGT>AGT p.G498S

Pat_65 Pre-Treatment APOB 338 37 2 21229136 21229136 Missense_Mutation SNP G A 5 355 c.10604C>T c.(10603-10605)ACT>ATT p.T3535I

Pat_65 Pre-Treatment ATAD2B 54454 37 2 24118737 24118737 Missense_Mutation SNP C T 5 268 c.320G>A c.(319-321)CGA>CAA p.R107Q

Pat_65 Pre-Treatment NCOA1 8648 37 2 24933956 24933956 Missense_Mutation SNP G A 4 161 c.2575G>A c.(2575-2577)GCC>ACC p.A859T

Pat_65 Pre-Treatment CAD 790 37 2 27464072 27464072 Missense_Mutation SNP G A 6 565 c.5785G>A c.(5785-5787)GTC>ATC p.V1929I

Pat_65 Pre-Treatment XDH 7498 37 2 31560538 31560538 Missense_Mutation SNP C T 5 413 c.3920G>A c.(3919-3921)CGC>CAC p.R1307H

Pat_65 Pre-Treatment BIRC6 57448 37 2 32703713 32703713 Missense_Mutation SNP G A 4 174 c.7079G>A c.(7078-7080)CGC>CAC p.R2360H

Pat_65 Pre-Treatment PSME4 23198 37 2 54150222 54150222 Missense_Mutation SNP G A 5 356 c.1942C>T c.(1942-1944)CCC>TCC p.P648S

Pat_65 Pre-Treatment PSME4 23198 37 2 54155364 54155364 Missense_Mutation SNP G A 4 195 c.1393C>T c.(1393-1395)CGC>TGC p.R465C

Pat_65 Pre-Treatment RPL23AP32 56969 37 2 54756736 54756737 Missense_Mutation DNP TT CC 17 221 c.254_255TT>CC c.(253-255)TTT>TCC p.F85S

Pat_65 Pre-Treatment GFPT1 2673 37 2 69590794 69590794 Missense_Mutation SNP C T 27 62 c.232G>A c.(232-234)GAT>AAT p.D78N

Pat_65 Pre-Treatment DQX1 165545 37 2 74749737 74749737 Missense_Mutation SNP C T 7 359 c.1465G>A c.(1465-1467)GAG>AAG p.E489K

Pat_65 Pre-Treatment FAM176A 84141 37 2 75745202 75745202 Missense_Mutation SNP G A 4 234 c.65C>T c.(64-66)GCG>GTG p.A22V

Pat_65 Pre-Treatment IMMT 10989 37 2 86393689 86393689 Missense_Mutation SNP G A 4 177 c.734C>T c.(733-735)GCG>GTG p.A245V

Pat_65 Pre-Treatment LMAN2L 81562 37 2 97377624 97377624 Missense_Mutation SNP G A 5 430 c.646C>T c.(646-648)CGC>TGC p.R216C

Pat_65 Pre-Treatment AFF3 3899 37 2 100210409 100210409 Missense_Mutation SNP C T 3 38 c.1714G>A c.(1714-1716)GCG>ACG p.A572T

Pat_65 Pre-Treatment CBWD2 150472 37 2 114218249 114218249 Splice_Site SNP G A 12 177 c.529_splice c.e7-1 p.H177_splice

Pat_65 Pre-Treatment WASH2P 375260 37 2 114355998 114355998 Missense_Mutation SNP C G 6 48 c.616C>G c.(616-618)CAC>GAC p.H206D

Pat_65 Pre-Treatment POTEE 445582 37 2 131976198 131976198 Missense_Mutation SNP A G 5 445 c.223A>G c.(223-225)AGT>GGT p.S75G

Pat_65 Pre-Treatment ITGB6 3694 37 2 160980358 160980358 Missense_Mutation SNP C T 5 433 c.1925G>A c.(1924-1926)CGA>CAA p.R642Q

Pat_65 Pre-Treatment TTN 7273 37 2 179669338 179669338 Missense_Mutation SNP G A 5 152 c.32C>T c.(31-33)CCG>CTG p.P11L

Pat_65 Pre-Treatment ZSWIM2 151112 37 2 187693420 187693420 Missense_Mutation SNP G A 43 84 c.1193C>T c.(1192-1194)TCA>TTA p.S398L

Pat_65 Pre-Treatment NBEAL1 65065 37 2 204001498 204001498 Splice_Site SNP G A 6 400 c.4478_splice c.e28+1 p.T1493_splice

Pat_65 Pre-Treatment CRYGA 1418 37 2 209025629 209025629 Missense_Mutation SNP G A 6 525 c.424C>T c.(424-426)CGG>TGG p.R142W

Pat_65 Pre-Treatment PTH2R 5746 37 2 209271775 209271775 Missense_Mutation SNP G A 5 326 c.7G>A c.(7-9)GGG>AGG p.G3R

Pat_65 Pre-Treatment SPEG 10290 37 2 220353355 220353355 Missense_Mutation SNP G A 4 176 c.7994G>A c.(7993-7995)AGC>AAC p.S2665N

Pat_65 Pre-Treatment KIAA1486 57624 37 2 226378287 226378287 Missense_Mutation SNP C T 45 109 c.422C>T c.(421-423)CCC>CTC p.P141L

Pat_65 Pre-Treatment IRS1 3667 37 2 227661578 227661578 Missense_Mutation SNP C T 4 121 c.1877G>A c.(1876-1878)CGA>CAA p.R626Q

Pat_65 Pre-Treatment COL4A3 1285 37 2 228172425 228172425 Splice_Site SNP G A 4 182 c.4253_splice c.e48-1 p.G1418_splice

Pat_65 Pre-Treatment ARMC9 80210 37 2 232127058 232127058 Missense_Mutation SNP G A 6 562 c.1066G>A c.(1066-1068)GTT>ATT p.V356I

Pat_65 Pre-Treatment NMUR1 10316 37 2 232393418 232393418 Missense_Mutation SNP G A 6 466 c.314C>T c.(313-315)TCG>TTG p.S105L

Pat_65 Pre-Treatment NEU2 4759 37 2 233897427 233897427 Missense_Mutation SNP G A 5 463 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_65 Pre-Treatment PRNP 5621 37 20 4680318 4680318 Missense_Mutation SNP G A 4 214 c.452G>A c.(451-453)CGT>CAT p.R151H

Pat_65 Pre-Treatment RBL1 5933 37 20 35651207 35651207 Missense_Mutation SNP C T 4 204 c.2405G>A c.(2404-2406)CGC>CAC p.R802H

Pat_65 Pre-Treatment LPIN3 64900 37 20 39974612 39974612 Missense_Mutation SNP G A 4 231 c.169G>A c.(169-171)GTC>ATC p.V57I



Pat_65 Pre-Treatment WFDC8 90199 37 20 44180787 44180787 Missense_Mutation SNP G C 44 103 c.604C>G c.(604-606)CCA>GCA p.P202A

Pat_65 Pre-Treatment MMP9 4318 37 20 44641918 44641918 Missense_Mutation SNP G A 6 643 c.1355G>A c.(1354-1356)CGG>CAG p.R452Q

Pat_65 Pre-Treatment ATP9A 10079 37 20 50241846 50241846 Missense_Mutation SNP G A 4 191 c.1901C>T c.(1900-1902)ACG>ATG p.T634M

Pat_65 Pre-Treatment TSHZ2 128553 37 20 51871822 51871822 Missense_Mutation SNP G A 88 169 c.1825G>A c.(1825-1827)GAA>AAA p.E609K

Pat_65 Pre-Treatment EDN3 1908 37 20 57899500 57899500 Missense_Mutation SNP G A 107 230 c.703G>A c.(703-705)GAA>AAA p.E235K

Pat_65 Pre-Treatment ZNF512B 57473 37 20 62597990 62597990 Missense_Mutation SNP C T 4 178 c.538G>A c.(538-540)GTC>ATC p.V180I

Pat_65 Pre-Treatment UMODL1 89766 37 21 43547792 43547792 Missense_Mutation SNP C T 4 91 c.3541C>T c.(3541-3543)CCC>TCC p.P1181S

Pat_65 Pre-Treatment PCNT 5116 37 21 47831565 47831565 Missense_Mutation SNP G A 4 150 c.5578G>A c.(5578-5580)GAA>AAA p.E1860K

Pat_65 Pre-Treatment MICAL3 57553 37 22 18300668 18300668 Missense_Mutation SNP C T 4 91 c.4759G>A c.(4759-4761)GCG>ACG p.A1587T

Pat_65 Pre-Treatment C1QTNF6 114904 37 22 37578529 37578529 Missense_Mutation SNP G A 4 225 c.479C>T c.(478-480)GCG>GTG p.A160V

Pat_65 Pre-Treatment TRIOBP 11078 37 22 38120437 38120437 Missense_Mutation SNP G C 7 535 c.1874G>C c.(1873-1875)AGA>ACA p.R625T

Pat_65 Pre-Treatment TRIOBP 11078 37 22 38120668 38120668 Missense_Mutation SNP A T 7 331 c.2105A>T c.(2104-2106)CAA>CTA p.Q702L

Pat_65 Pre-Treatment MKL1 57591 37 22 40816901 40816901 Missense_Mutation SNP C G 6 272 c.831G>C c.(829-831)CAG>CAC p.Q277H

Pat_65 Pre-Treatment SMC1B 27127 37 22 45789558 45789558 Missense_Mutation SNP C T 4 180 c.1501G>A c.(1501-1503)GCA>ACA p.A501T

Pat_65 Pre-Treatment ARSA 410 37 22 51065300 51065300 Missense_Mutation SNP G A 6 504 c.640C>T c.(640-642)CGC>TGC p.R214C

Pat_65 Pre-Treatment GRM7 2917 37 3 7188164 7188164 Missense_Mutation SNP C T 6 442 c.545C>T c.(544-546)ACG>ATG p.T182M

Pat_65 Pre-Treatment GRM7 2917 37 3 7456728 7456728 Missense_Mutation SNP C T 4 134 c.1052C>T c.(1051-1053)ACG>ATG p.T351M

Pat_65 Pre-Treatment ATP2B2 491 37 3 10442706 10442706 Missense_Mutation SNP C T 52 83 c.712G>A c.(712-714)GAA>AAA p.E238K

Pat_65 Pre-Treatment ZNF860 344787 37 3 32031840 32031840 Missense_Mutation SNP G C 4 90 c.1269G>C c.(1267-1269)GAG>GAC p.E423D

Pat_65 Pre-Treatment ARPP21 10777 37 3 35763105 35763105 Missense_Mutation SNP G A 20 62 c.1004G>A c.(1003-1005)AGA>AAA p.R335K

Pat_65 Pre-Treatment TRANK1 9881 37 3 36898026 36898026 Missense_Mutation SNP C T 6 468 c.1405G>A c.(1405-1407)GAC>AAC p.D469N

Pat_65 Pre-Treatment ZNF621 285268 37 3 40571763 40571763 Missense_Mutation SNP G A 4 244 c.215G>A c.(214-216)GGC>GAC p.G72D

Pat_65 Pre-Treatment KBTBD5 131377 37 3 42730184 42730184 Missense_Mutation SNP G A 4 230 c.1396G>A c.(1396-1398)GTA>ATA p.V466I

Pat_65 Pre-Treatment LTF 4057 37 3 46495836 46495836 Missense_Mutation SNP C T 127 327 c.662G>A c.(661-663)GGG>GAG p.G221E

Pat_65 Pre-Treatment ALS2CL 259173 37 3 46716140 46716140 Missense_Mutation SNP C T 4 202 c.2345G>A c.(2344-2346)CGG>CAG p.R782Q

Pat_65 Pre-Treatment CELSR3 1951 37 3 48699362 48699362 Missense_Mutation SNP G A 79 137 c.706C>T c.(706-708)CCA>TCA p.P236S

Pat_65 Pre-Treatment GMPPB 29925 37 3 49760118 49760118 Missense_Mutation SNP G A 4 184 c.472C>T c.(472-474)CGG>TGG p.R158W

Pat_65 Pre-Treatment RAD54L2 23132 37 3 51697329 51697329 Missense_Mutation SNP C T 4 116 c.4297C>T c.(4297-4299)CGG>TGG p.R1433W

Pat_65 Pre-Treatment STAB1 23166 37 3 52554552 52554552 Missense_Mutation SNP G C 60 116 c.5636G>C c.(5635-5637)CGG>CCG p.R1879P

Pat_65 Pre-Treatment TMEM110 375346 37 3 52876888 52876888 Missense_Mutation SNP G A 4 107 c.707C>T c.(706-708)TCG>TTG p.S236L

Pat_65 Pre-Treatment GPR27 2850 37 3 71803846 71803846 Missense_Mutation SNP C T 3 39 c.646C>T c.(646-648)CCC>TCC p.P216S

Pat_65 Pre-Treatment FLJ10213 55096 37 3 73111864 73111864 Missense_Mutation SNP G A 4 273 c.632G>A c.(631-633)CGA>CAA p.R211Q

Pat_65 Pre-Treatment PDZRN3 23024 37 3 73433967 73433967 Missense_Mutation SNP A G 15 41 c.1750T>C c.(1750-1752)TCG>CCG p.S584P

Pat_65 Pre-Treatment OR5H15 403274 37 3 97887932 97887932 Missense_Mutation SNP T C 145 259 c.389T>C c.(388-390)TTA>TCA p.L130S

Pat_65 Pre-Treatment FAM55C 91775 37 3 101504465 101504465 Missense_Mutation SNP C T 6 601 c.25C>T c.(25-27)CGG>TGG p.R9W

Pat_65 Pre-Treatment FAM55C 91775 37 3 101535709 101535709 Nonsense_Mutation SNP G A 66 99 c.993G>A c.(991-993)TGG>TGA p.W331*

Pat_65 Pre-Treatment ATG3 64422 37 3 112277264 112277264 Missense_Mutation SNP C T 54 129 c.73G>A c.(73-75)GAA>AAA p.E25K

Pat_65 Pre-Treatment ARHGAP31 57514 37 3 119121119 119121119 Missense_Mutation SNP C T 4 233 c.1520C>T c.(1519-1521)ACG>ATG p.T507M

Pat_65 Pre-Treatment C3orf1 51300 37 3 119236128 119236128 Nonsense_Mutation SNP C T 6 612 c.673C>T c.(673-675)CGA>TGA p.R225*

Pat_65 Pre-Treatment DTX3L 151636 37 3 122289501 122289501 Missense_Mutation SNP G A 4 245 c.2135G>A c.(2134-2136)CGG>CAG p.R712Q

Pat_65 Pre-Treatment HSPBAP1 79663 37 3 122459659 122459659 Missense_Mutation SNP C A 6 237 c.1000G>T c.(1000-1002)GAT>TAT p.D334Y

Pat_65 Pre-Treatment B3GNT5 84002 37 3 182988272 182988272 Missense_Mutation SNP C T 6 435 c.686C>T c.(685-687)CCC>CTC p.P229L

Pat_65 Pre-Treatment IGF2BP2 10644 37 3 185364845 185364845 Missense_Mutation SNP C T 6 430 c.1675G>A c.(1675-1677)GTC>ATC p.V559I

Pat_65 Pre-Treatment IGF2BP2 10644 37 3 185416115 185416115 Missense_Mutation SNP C T 4 233 c.260G>A c.(259-261)CGA>CAA p.R87Q

Pat_65 Pre-Treatment MUC4 4585 37 3 195505772 195505772 Missense_Mutation SNP C G 4 42 c.12295G>C c.(12295-12297)GTC>CTC p.V4099L

Pat_65 Pre-Treatment MUC4 4585 37 3 195505829 195505829 Missense_Mutation SNP G A 4 31 c.12238C>T c.(12238-12240)CCT>TCT p.P4080S

Pat_65 Pre-Treatment KIAA0226 9711 37 3 197431550 197431550 Missense_Mutation SNP T C 68 130 c.326A>G c.(325-327)GAC>GGC p.D109G



Pat_65 Pre-Treatment ZNF141 7700 37 4 367161 367161 Missense_Mutation SNP A C 4 291 c.935A>C c.(934-936)AAA>ACA p.K312T

Pat_65 Pre-Treatment HTT 3064 37 4 3230426 3230426 Missense_Mutation SNP G A 4 75 c.7939G>A c.(7939-7941)GAC>AAC p.D2647N

Pat_65 Pre-Treatment FRYL 285527 37 4 48591761 48591761 Splice_Site SNP C T 4 202 c.1640_splice c.e18+1 p.T547_splice

Pat_65 Pre-Treatment SGMS2 166929 37 4 108816945 108816945 Missense_Mutation SNP C T 4 227 c.236C>T c.(235-237)ACG>ATG p.T79M

Pat_65 Pre-Treatment TRPC3 7222 37 4 122854046 122854046 Missense_Mutation SNP C T 5 290 c.367G>A c.(367-369)GGC>AGC p.G123S

Pat_65 Pre-Treatment OTUD4 54726 37 4 146065495 146065495 Missense_Mutation SNP C T 6 617 c.1319G>A c.(1318-1320)CGG>CAG p.R440Q

Pat_65 Pre-Treatment ZNF827 152485 37 4 146824080 146824080 Missense_Mutation SNP C T 4 187 c.331G>A c.(331-333)GAT>AAT p.D111N

Pat_65 Pre-Treatment MAP9 79884 37 4 156294408 156294409 Missense_Mutation DNP AC TT 42 150 c.360_361GT>AA358-363)GGGTGT>GGAAG p.C121S

Pat_65 Pre-Treatment TDO2 6999 37 4 156830052 156830052 Missense_Mutation SNP G A 7 385 c.317G>A c.(316-318)AGG>AAG p.R106K

Pat_65 Pre-Treatment TMEM192 201931 37 4 166009643 166009643 Missense_Mutation SNP A G 4 117 c.551T>C c.(550-552)CTG>CCG p.L184P

Pat_65 Pre-Treatment GALNTL6 442117 37 4 173269760 173269760 Missense_Mutation SNP G A 6 562 c.473G>A c.(472-474)CGG>CAG p.R158Q

Pat_65 Pre-Treatment PRDM9 56979 37 5 23510044 23510044 Missense_Mutation SNP G A 69 120 c.209G>A c.(208-210)CGA>CAA p.R70Q

Pat_65 Pre-Treatment UGT3A2 167127 37 5 36039579 36039579 Missense_Mutation SNP C T 78 137 c.1075G>A c.(1075-1077)GCT>ACT p.A359T

Pat_65 Pre-Treatment ADAMTS6 11174 37 5 64492856 64492856 Missense_Mutation SNP G A 32 95 c.2698C>T c.(2698-2700)CCA>TCA p.P900S

Pat_65 Pre-Treatment TAF9 6880 37 5 68661089 68661089 Missense_Mutation SNP G A 6 521 c.476C>T c.(475-477)ACT>ATT p.T159I

Pat_65 Pre-Treatment MEF2C 4208 37 5 88018554 88018554 Missense_Mutation SNP G A 8 380 c.1289C>T c.(1288-1290)TCG>TTG p.S430L

Pat_65 Pre-Treatment TTC37 9652 37 5 94814124 94814124 Missense_Mutation SNP G A 78 167 c.4235C>T c.(4234-4236)TCC>TTC p.S1412F

Pat_65 Pre-Treatment YTHDC2 64848 37 5 112889355 112889355 Missense_Mutation SNP G A 6 516 c.1936G>A c.(1936-1938)GAC>AAC p.D646N

Pat_65 Pre-Treatment BRD8 10902 37 5 137502305 137502305 Missense_Mutation SNP G T 4 174 c.899C>A c.(898-900)CCT>CAT p.P300H

Pat_65 Pre-Treatment PCDHA3 56145 37 5 140182959 140182959 Missense_Mutation SNP C T 5 307 c.2177C>T c.(2176-2178)CCG>CTG p.P726L

Pat_65 Pre-Treatment PCDHA8 56140 37 5 140223265 140223265 Missense_Mutation SNP G A 45 12 c.2359G>A c.(2359-2361)GAA>AAA p.E787K

Pat_65 Pre-Treatment PCDHA12 56137 37 5 140257294 140257294 Missense_Mutation SNP G A 50 94 c.2237G>A c.(2236-2238)GGG>GAG p.G746E

Pat_65 Pre-Treatment TNIP1 10318 37 5 150436398 150436398 Missense_Mutation SNP G A 4 158 c.556C>T c.(556-558)CGC>TGC p.R186C

Pat_65 Pre-Treatment ADAM19 8728 37 5 156936308 156936308 Splice_Site SNP C T 4 194 c.905_splice c.e9+1 p.T302_splice

Pat_65 Pre-Treatment ODZ2 57451 37 5 167689477 167689477 Nonsense_Mutation SNP C T 3 22 c.7960C>T c.(7960-7962)CGA>TGA p.R2654*

Pat_65 Pre-Treatment HK3 3101 37 5 176314737 176314737 Missense_Mutation SNP C T 4 170 c.1315G>A c.(1315-1317)GTC>ATC p.V439I

Pat_65 Pre-Treatment FGFR4 2264 37 5 176524649 176524649 Missense_Mutation SNP T C 4 156 c.2381T>C c.(2380-2382)TTC>TCC p.F794S

Pat_65 Pre-Treatment GRM6 2916 37 5 178418522 178418522 Missense_Mutation SNP C T 202 483 c.760G>A c.(760-762)GAA>AAA p.E254K

Pat_65 Pre-Treatment FLT4 2324 37 5 180043408 180043408 Missense_Mutation SNP G A 5 268 c.3178C>T c.(3178-3180)CGG>TGG p.R1060W

Pat_65 Pre-Treatment OR2V2 285659 37 5 180582588 180582588 Missense_Mutation SNP G A 6 632 c.646G>A c.(646-648)GTG>ATG p.V216M

Pat_65 Pre-Treatment HUS1B 135458 37 6 656422 656422 Missense_Mutation SNP C T 7 816 c.523G>A c.(523-525)GTG>ATG p.V175M

Pat_65 Pre-Treatment TUBB2B 347733 37 6 3225029 3225029 Missense_Mutation SNP C T 5 283 c.1294G>A c.(1294-1296)GAA>AAA p.E432K

Pat_65 Pre-Treatment HLA-H 3136 37 6 29856489 29856489 Missense_Mutation SNP G A 7 228 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_65 Pre-Treatment PPP1R10 5514 37 6 30574582 30574582 Missense_Mutation SNP C T 5 208 c.434G>A c.(433-435)CGC>CAC p.R145H

Pat_65 Pre-Treatment DHX16 8449 37 6 30630755 30630755 Missense_Mutation SNP C T 5 446 c.1361G>A c.(1360-1362)CGG>CAG p.R454Q

Pat_65 Pre-Treatment NRM 11270 37 6 30656692 30656692 Missense_Mutation SNP C T 4 141 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_65 Pre-Treatment ZBTB12 221527 37 6 31868812 31868812 Missense_Mutation SNP C T 125 200 c.271G>A c.(271-273)GGC>AGC p.G91S

Pat_65 Pre-Treatment LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 4 60 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_65 Pre-Treatment DNAH8 1769 37 6 38820545 38820545 Missense_Mutation SNP G A 6 277 c.4891G>A c.(4891-4893)GTC>ATC p.V1631I

Pat_65 Pre-Treatment TTBK1 84630 37 6 43226825 43226825 Missense_Mutation SNP G A 5 258 c.1066G>A c.(1066-1068)GAG>AAG p.E356K

Pat_65 Pre-Treatment AARS2 57505 37 6 44269817 44269817 Missense_Mutation SNP G A 4 227 c.2578C>T c.(2578-2580)CGT>TGT p.R860C

Pat_65 Pre-Treatment PHF3 23469 37 6 64421921 64421921 Missense_Mutation SNP A C 70 113 c.4437A>C c.(4435-4437)CAA>CAC p.Q1479H

Pat_65 Pre-Treatment TPBG 7162 37 6 83074893 83074893 Missense_Mutation SNP C T 4 152 c.215C>T c.(214-216)GCG>GTG p.A72V

Pat_65 Pre-Treatment SLC35A1 10559 37 6 88210957 88210957 Missense_Mutation SNP G A 4 241 c.436G>A c.(436-438)GTT>ATT p.V146I

Pat_65 Pre-Treatment ORC3L 23595 37 6 88304120 88304120 Missense_Mutation SNP C A 4 132 c.74C>A c.(73-75)CCA>CAA p.P25Q

Pat_65 Pre-Treatment GRIK2 2898 37 6 102124549 102124549 Missense_Mutation SNP G A 4 112 c.593G>A c.(592-594)CGA>CAA p.R198Q

Pat_65 Pre-Treatment REPS1 85021 37 6 139266381 139266381 Missense_Mutation SNP C A 4 81 c.603G>T c.(601-603)TGG>TGT p.W201C



Pat_65 Pre-Treatment NOX3 50508 37 6 155743916 155743916 Missense_Mutation SNP G A 7 672 c.1220C>T c.(1219-1221)GCG>GTG p.A407V

Pat_65 Pre-Treatment TULP4 56995 37 6 158882724 158882724 Missense_Mutation SNP G A 5 275 c.989G>A c.(988-990)CGT>CAT p.R330H

Pat_65 Pre-Treatment SDK1 221935 37 7 4189032 4189032 Missense_Mutation SNP G A 3 44 c.4562G>A c.(4561-4563)CGG>CAG p.R1521Q

Pat_65 Pre-Treatment OSBPL3 26031 37 7 24874289 24874289 Missense_Mutation SNP G A 6 414 c.1562C>T c.(1561-1563)CCG>CTG p.P521L

Pat_65 Pre-Treatment CPVL 54504 37 7 29152381 29152381 Missense_Mutation SNP C T 72 121 c.227G>A c.(226-228)GGC>GAC p.G76D

Pat_65 Pre-Treatment NEUROD6 63974 37 7 31378158 31378158 Missense_Mutation SNP G A 49 89 c.725C>T c.(724-726)TCC>TTC p.S242F

Pat_65 Pre-Treatment IGFBP3 3486 37 7 45954519 45954519 Missense_Mutation SNP C T 4 173 c.776G>A c.(775-777)CGG>CAG p.R259Q

Pat_65 Pre-Treatment ZNF716 441234 37 7 57529068 57529068 Missense_Mutation SNP T C 5 329 c.901T>C c.(901-903)TGT>CGT p.C301R

Pat_65 Pre-Treatment ZNF735 730291 37 7 63680397 63680397 Missense_Mutation SNP A G 5 435 c.968A>G c.(967-969)AAA>AGA p.K323R

Pat_65 Pre-Treatment ZNF735 730291 37 7 63680406 63680406 Missense_Mutation SNP C A 7 427 c.977C>A c.(976-978)ACA>AAA p.T326K

Pat_65 Pre-Treatment ZNF92 168374 37 7 64863839 64863840 Missense_Mutation DNP CC AT 5 316 c.812_813CC>AT c.(811-813)ACC>AAT p.T271N

Pat_65 Pre-Treatment GTPBP10 85865 37 7 89982259 89982259 Missense_Mutation SNP T G 139 36 c.163T>G c.(163-165)TTA>GTA p.L55V

Pat_65 Pre-Treatment TRRAP 8295 37 7 98563361 98563361 Missense_Mutation SNP C T 5 303 c.6998C>T c.(6997-6999)ACG>ATG p.T2333M

Pat_65 Pre-Treatment ACHE 43 37 7 100489992 100489992 Nonsense_Mutation SNP G A 4 265 c.1516C>T c.(1516-1518)CGA>TGA p.R506*

Pat_65 Pre-Treatment MUC17 140453 37 7 100684253 100684253 Missense_Mutation SNP G A 8 876 c.9556G>A c.(9556-9558)GCA>ACA p.A3186T

Pat_65 Pre-Treatment CFTR 1080 37 7 117175426 117175426 Missense_Mutation SNP T C 4 138 c.704T>C c.(703-705)CTT>CCT p.L235P

Pat_65 Pre-Treatment CTTNBP2 83992 37 7 117431380 117431380 Missense_Mutation SNP C G 4 156 c.1870G>C c.(1870-1872)GCA>CCA p.A624P

Pat_65 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 154 73 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_65 Pre-Treatment GALNTL5 168391 37 7 151699961 151699961 Missense_Mutation SNP G A 150 50 c.821G>A c.(820-822)GGA>GAA p.G274E

Pat_65 Pre-Treatment EN2 2020 37 7 155251298 155251298 Missense_Mutation SNP C T 3 42 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_65 Pre-Treatment UBE3C 9690 37 7 157041215 157041215 Missense_Mutation SNP G A 6 597 c.2635G>A c.(2635-2637)GAT>AAT p.D879N

Pat_65 Pre-Treatment DLGAP2 9228 37 8 1497601 1497601 Missense_Mutation SNP C G 47 353 c.742C>G c.(742-744)CCC>GCC p.P248A

Pat_65 Pre-Treatment ADAM2 2515 37 8 39682391 39682391 Missense_Mutation SNP C T 14 56 c.214G>A c.(214-216)GTT>ATT p.V72I

Pat_65 Pre-Treatment ZMAT4 79698 37 8 40554908 40554908 Missense_Mutation SNP C T 63 61 c.205G>A c.(205-207)GAC>AAC p.D69N

Pat_65 Pre-Treatment PLAT 5327 37 8 42033531 42033531 Missense_Mutation SNP G A 5 186 c.1669C>T c.(1669-1671)CGT>TGT p.R557C

Pat_65 Pre-Treatment HGSNAT 138050 37 8 43014188 43014188 Splice_Site SNP G A 4 245 c.493_splice c.e4+1 p.P165_splice

Pat_65 Pre-Treatment KCNS2 3788 37 8 99440329 99440329 Missense_Mutation SNP C T 7 180 c.122C>T c.(121-123)ACG>ATG p.T41M

Pat_65 Pre-Treatment PKHD1L1 93035 37 8 110457287 110457287 Missense_Mutation SNP G A 244 254 c.5189G>A c.(5188-5190)GGA>GAA p.G1730E

Pat_65 Pre-Treatment GRINA 2907 37 8 145066663 145066663 Missense_Mutation SNP G A 4 256 c.853G>A c.(853-855)GTG>ATG p.V285M

Pat_65 Pre-Treatment DMRTA1 63951 37 9 22451762 22451762 Missense_Mutation SNP T A 4 63 c.1367T>A c.(1366-1368)CTA>CAA p.L456Q

Pat_65 Pre-Treatment ACO1 48 37 9 32436330 32436330 Missense_Mutation SNP C T 5 343 c.2182C>T c.(2182-2184)CGC>TGC p.R728C

Pat_65 Pre-Treatment LOC442421 442421 37 9 66499680 66499680 Missense_Mutation SNP C A 7 52 c.490C>A c.(490-492)CCC>ACC p.P164T

Pat_65 Pre-Treatment AGTPBP1 23287 37 9 88247645 88247646 Missense_Mutation DNP GG AA 52 72 c.1946_1947CC>TTc.(1945-1947)CCC>CTT p.P649L

Pat_65 Pre-Treatment KIAA1529 57653 37 9 100056345 100056345 Missense_Mutation SNP G A 6 183 c.203G>A c.(202-204)CGC>CAC p.R68H

Pat_65 Pre-Treatment ANKS6 203286 37 9 101552632 101552632 Missense_Mutation SNP C T 4 144 c.616G>A c.(616-618)GTG>ATG p.V206M

Pat_65 Pre-Treatment C9orf80 58493 37 9 115451893 115451893 Missense_Mutation SNP C G 4 118 c.133G>C c.(133-135)GCA>CCA p.A45P

Pat_65 Pre-Treatment OR1N2 138882 37 9 125315993 125315993 Missense_Mutation SNP G A 4 140 c.545G>A c.(544-546)CGC>CAC p.R182H

Pat_65 Pre-Treatment RXRA 6256 37 9 137328339 137328339 Missense_Mutation SNP C T 101 197 c.1268C>T c.(1267-1269)CCG>CTG p.P423L

Pat_65 Pre-Treatment NACC2 138151 37 9 138905119 138905120 Missense_Mutation DNP CC TT 87 154 c.1180_1181GG>AAc.(1180-1182)GGG>AAG p.G394K

Pat_65 Pre-Treatment NOTCH1 4851 37 9 139395158 139395158 Missense_Mutation SNP G A 8 475 c.5780C>T c.(5779-5781)ACG>ATG p.T1927M

Pat_65 Pre-Treatment MID1 4281 37 X 10463658 10463658 Missense_Mutation SNP C T 4 248 c.830G>A c.(829-831)CGA>CAA p.R277Q

Pat_65 Pre-Treatment TLR8 51311 37 X 12938514 12938514 Missense_Mutation SNP G A 4 251 c.1355G>A c.(1354-1356)CGG>CAG p.R452Q

Pat_65 Pre-Treatment PCYT1B 9468 37 X 24690709 24690709 Missense_Mutation SNP C T 4 218 c.41G>A c.(40-42)CGC>CAC p.R14H

Pat_65 Pre-Treatment POLA1 5422 37 X 24721465 24721465 Splice_Site SNP G A 4 95 c.247_splice c.e3+1 p.D83_splice

Pat_65 Pre-Treatment DGKK 139189 37 X 50213347 50213347 Missense_Mutation SNP G A 7 322 c.331C>T c.(331-333)CCA>TCA p.P111S

Pat_65 Pre-Treatment ZMYM3 9203 37 X 70468943 70468943 Missense_Mutation SNP C T 8 529 c.1547G>A c.(1546-1548)CGT>CAT p.R516H

Pat_65 Pre-Treatment TAF1 6872 37 X 70626490 70626490 Missense_Mutation SNP C T 4 88 c.3998C>T c.(3997-3999)GCG>GTG p.A1333V



Pat_65 Pre-Treatment NAP1L2 4674 37 X 72433704 72433704 Missense_Mutation SNP C T 10 39 c.625G>A c.(625-627)GAT>AAT p.D209N

Pat_65 Pre-Treatment DOCK11 139818 37 X 117773430 117773430 Missense_Mutation SNP G A 144 134 c.4034G>A c.(4033-4035)GGA>GAA p.G1345E

Pat_65 Pre-Treatment ACTRT1 139741 37 X 127185115 127185115 Missense_Mutation SNP C A 19 428 c.1071G>T c.(1069-1071)TGG>TGT p.W357C

Pat_65 Pre-Treatment MAGEA8 4107 37 X 149013756 149013756 Missense_Mutation SNP G A 4 278 c.710G>A c.(709-711)AGG>AAG p.R237K

Pat_65 Pre-Treatment SLC10A3 8273 37 X 153715905 153715905 Missense_Mutation SNP C T 4 97 c.1375G>A c.(1375-1377)GAG>AAG p.E459K

Pat_65 Pre-Treatment CTAG2 30848 37 X 153880823 153880823 Nonsense_Mutation SNP G A 4 186 c.352C>T c.(352-354)CGA>TGA p.R118*

Pat_65 Pre-Treatment IL9R 3581 37 X 155232601 155232601 Missense_Mutation SNP G A 4 220 c.59G>A c.(58-60)CGA>CAA p.R20Q

Pat_66 Pre-Treatment MMEL1 79258 37 1 2524280 2524280 Missense_Mutation SNP C T 24 18 c.1993G>A c.(1993-1995)GAA>AAA p.E665K

Pat_66 Pre-Treatment RPL22 6146 37 1 6253010 6253011 Missense_Mutation DNP GG AA 44 74 c.221_222CC>TT c.(220-222)TCC>TTT p.S74F

Pat_66 Pre-Treatment TNFRSF8 943 37 1 12175771 12175771 Missense_Mutation SNP G A 3 31 c.931G>A c.(931-933)GTC>ATC p.V311I

Pat_66 Pre-Treatment TNFRSF1B 7133 37 1 12253087 12253087 Missense_Mutation SNP C T 45 10 c.719C>T c.(718-720)TCC>TTC p.S240F

Pat_66 Pre-Treatment DHRS3 9249 37 1 12632834 12632834 Missense_Mutation SNP C T 14 0 c.746G>A c.(745-747)AGG>AAG p.R249K

Pat_66 Pre-Treatment PRAMEF1 65121 37 1 12855948 12855948 Missense_Mutation SNP G A 5 214 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_66 Pre-Treatment SPEN 23013 37 1 16254758 16254758 Missense_Mutation SNP G A 5 168 c.2023G>A c.(2023-2025)GAT>AAT p.D675N

Pat_66 Pre-Treatment CLCNKB 1188 37 1 16376354 16376354 Missense_Mutation SNP G A 76 141 c.911G>A c.(910-912)CGA>CAA p.R304Q

Pat_66 Pre-Treatment PADI3 51702 37 1 17606895 17606895 Missense_Mutation SNP G A 51 20 c.1606G>A c.(1606-1608)GAC>AAC p.D536N

Pat_66 Pre-Treatment AKR7L 246181 37 1 19595147 19595148 Missense_Mutation DNP GG AA 29 47 c.752_753CC>TT c.(751-753)GCC>GTT p.A251V

Pat_66 Pre-Treatment PLA2G2E 30814 37 1 20248809 20248809 Missense_Mutation SNP C T 10 18 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_66 Pre-Treatment EPHB2 2048 37 1 23233295 23233295 Missense_Mutation SNP G A 16 36 c.1981G>A c.(1981-1983)GAG>AAG p.E661K

Pat_66 Pre-Treatment MYOM3 127294 37 1 24413262 24413262 Missense_Mutation SNP G A 41 49 c.1670C>T c.(1669-1671)TCC>TTC p.S557F

Pat_66 Pre-Treatment RPS6KA1 6195 37 1 26883580 26883580 Missense_Mutation SNP G A 4 91 c.1073G>A c.(1072-1074)CGC>CAC p.R358H

Pat_66 Pre-Treatment KPNA6 23633 37 1 32632830 32632830 Missense_Mutation SNP C T 101 173 c.1177C>T c.(1177-1179)CGT>TGT p.R393C

Pat_66 Pre-Treatment PHC2 1912 37 1 33796967 33796967 Missense_Mutation SNP G A 153 20 c.1985C>T c.(1984-1986)TCC>TTC p.S662F

Pat_66 Pre-Treatment CSMD2 114784 37 1 34038256 34038256 Missense_Mutation SNP C T 21 40 c.7618G>A c.(7618-7620)GGA>AGA p.G2540R

Pat_66 Pre-Treatment C1orf94 84970 37 1 34677886 34677886 Missense_Mutation SNP C T 29 41 c.1030C>T c.(1030-1032)CCT>TCT p.P344S

Pat_66 Pre-Treatment NFYC 4802 37 1 41236234 41236234 Missense_Mutation SNP C A 3 9 c.1111C>A c.(1111-1113)CAG>AAG p.Q371K

Pat_66 Pre-Treatment CCDC30 728621 37 1 43110444 43110444 Missense_Mutation SNP G A 35 54 c.1856G>A c.(1855-1857)CGA>CAA p.R619Q

Pat_66 Pre-Treatment C1orf50 79078 37 1 43240523 43240523 Missense_Mutation SNP C T 73 6 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_66 Pre-Treatment WDR65 149465 37 1 43663258 43663258 Missense_Mutation SNP C T 98 128 c.1157C>T c.(1156-1158)CCA>CTA p.P386L

Pat_66 Pre-Treatment PDZK1IP1 10158 37 1 47655595 47655595 Missense_Mutation SNP G A 10 16 c.10C>T c.(10-12)CTC>TTC p.L4F

Pat_66 Pre-Treatment ELAVL4 1996 37 1 50661383 50661383 Missense_Mutation SNP C T 148 19 c.659C>T c.(658-660)GCC>GTC p.A220V

Pat_66 Pre-Treatment C1orf175 374977 37 1 55166993 55166993 Missense_Mutation SNP G A 13 6 c.3283G>A c.(3283-3285)GAC>AAC p.D1095N

Pat_66 Pre-Treatment PCSK9 255738 37 1 55512304 55512304 Missense_Mutation SNP G A 28 31 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_66 Pre-Treatment PPAP2B 8613 37 1 56989520 56989520 Missense_Mutation SNP G A 21 47 c.608C>T c.(607-609)TCC>TTC p.S203F

Pat_66 Pre-Treatment C1orf168 199920 37 1 57185864 57185864 Missense_Mutation SNP G A 18 18 c.2113C>T c.(2113-2115)CGT>TGT p.R705C

Pat_66 Pre-Treatment C8A 731 37 1 57351708 57351708 Missense_Mutation SNP C T 37 2 c.964C>T c.(964-966)CCA>TCA p.P322S

Pat_66 Pre-Treatment C1orf87 127795 37 1 60505761 60505761 Missense_Mutation SNP G A 30 38 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_66 Pre-Treatment ATG4C 84938 37 1 63307135 63307135 Nonsense_Mutation SNP C T 36 65 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_66 Pre-Treatment ELTD1 64123 37 1 79392644 79392644 Missense_Mutation SNP G A 31 4 c.1010C>T c.(1009-1011)TCA>TTA p.S337L

Pat_66 Pre-Treatment ELTD1 64123 37 1 79402013 79402013 Missense_Mutation SNP A T 59 100 c.844T>A c.(844-846)TTT>ATT p.F282I

Pat_66 Pre-Treatment LPHN2 23266 37 1 82434986 82434986 Missense_Mutation SNP G A 65 86 c.2597G>A c.(2596-2598)CGA>CAA p.R866Q

Pat_66 Pre-Treatment BTBD8 284697 37 1 92568178 92568178 Missense_Mutation SNP G A 36 44 c.496G>A c.(496-498)GAA>AAA p.E166K

Pat_66 Pre-Treatment ABCA4 24 37 1 94544208 94544208 Missense_Mutation SNP C T 339 49 c.1294G>A c.(1294-1296)GAA>AAA p.E432K

Pat_66 Pre-Treatment PALMD 54873 37 1 100154655 100154655 Missense_Mutation SNP G A 31 37 c.839G>A c.(838-840)GGA>GAA p.G280E

Pat_66 Pre-Treatment CDC14A 8556 37 1 100949903 100949903 Nonsense_Mutation SNP C T 12 3 c.1033C>T c.(1033-1035)CGA>TGA p.R345*

Pat_66 Pre-Treatment COL11A1 1301 37 1 103354187 103354187 Splice_Site SNP C T 42 6 c.4555_splice c.e62-1 p.G1519_splice

Pat_66 Pre-Treatment CLCC1 23155 37 1 109477342 109477342 Missense_Mutation SNP C T 51 52 c.1606G>A c.(1606-1608)GGT>AGT p.G536S



Pat_66 Pre-Treatment AMPD2 271 37 1 110169919 110169919 Missense_Mutation SNP C T 4 176 c.1003C>T c.(1003-1005)CGC>TGC p.R335C

Pat_66 Pre-Treatment DENND2C 163259 37 1 115142028 115142028 Missense_Mutation SNP G A 42 63 c.2150C>T c.(2149-2151)CCG>CTG p.P717L

Pat_66 Pre-Treatment AMPD1 270 37 1 115220959 115220959 Missense_Mutation SNP G A 62 123 c.1087C>T c.(1087-1089)CAT>TAT p.H363Y

Pat_66 Pre-Treatment SPAG17 200162 37 1 118548203 118548203 Missense_Mutation SNP G A 14 26 c.4610C>T c.(4609-4611)TCT>TTT p.S1537F

Pat_66 Pre-Treatment SPAG17 200162 37 1 118567995 118567996 Missense_Mutation DNP GG AA 60 19 c.3774_3775CC>TT3772-3777)GTCCGT>GTTT p.R1259C

Pat_66 Pre-Treatment HSD3B1 3283 37 1 120050113 120050113 Missense_Mutation SNP G A 56 547 c.14G>A c.(13-15)AGC>AAC p.S5N

Pat_66 Pre-Treatment ADAM30 11085 37 1 120437687 120437687 Missense_Mutation SNP G A 30 857 c.1273C>T c.(1273-1275)CGG>TGG p.R425W

Pat_66 Pre-Treatment NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 6 508 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_66 Pre-Treatment PDE4DIP 9659 37 1 144873949 144873949 Missense_Mutation SNP C T 66 831 c.5008G>A c.(5008-5010)GAA>AAA p.E1670K

Pat_66 Pre-Treatment PDE4DIP 9659 37 1 144911896 144911896 Missense_Mutation SNP G A 203 669 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_66 Pre-Treatment PDE4DIP 9659 37 1 145021144 145021144 Missense_Mutation SNP C T 20 733 c.44G>A c.(43-45)GGG>GAG p.G15E

Pat_66 Pre-Treatment ITGA10 8515 37 1 145533143 145533143 Missense_Mutation SNP G A 4 118 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_66 Pre-Treatment FMO5 2330 37 1 146658634 146658634 Missense_Mutation SNP C A 38 69 c.1447G>T c.(1447-1449)GGG>TGG p.G483W

Pat_66 Pre-Treatment FMO5 2330 37 1 146658675 146658675 Missense_Mutation SNP G A 4 134 c.1406C>T c.(1405-1407)ACT>ATT p.T469I

Pat_66 Pre-Treatment GJA5 2702 37 1 147230556 147230556 Missense_Mutation SNP G A 4 181 c.791C>T c.(790-792)CCC>CTC p.P264L

Pat_66 Pre-Treatment RORC 6097 37 1 151787506 151787506 Missense_Mutation SNP G A 32 150 c.694C>T c.(694-696)CGT>TGT p.R232C

Pat_66 Pre-Treatment TCHHL1 126637 37 1 152059317 152059317 Missense_Mutation SNP C T 42 252 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_66 Pre-Treatment TCHH 7062 37 1 152085463 152085463 Missense_Mutation SNP A G 12 66 c.230T>C c.(229-231)TTT>TCT p.F77S

Pat_66 Pre-Treatment FLG 2312 37 1 152278795 152278795 Missense_Mutation SNP G A 121 798 c.8567C>T c.(8566-8568)TCG>TTG p.S2856L

Pat_66 Pre-Treatment CRNN 49860 37 1 152382770 152382770 Missense_Mutation SNP T C 12 628 c.788A>G c.(787-789)GAC>GGC p.D263G

Pat_66 Pre-Treatment SPRR1A 6698 37 1 152957867 152957867 Missense_Mutation SNP C T 57 356 c.161C>T c.(160-162)CCT>CTT p.P54L

Pat_66 Pre-Treatment PGLYRP4 57115 37 1 153317697 153317697 Missense_Mutation SNP C T 48 61 c.301G>A c.(301-303)GAA>AAA p.E101K

Pat_66 Pre-Treatment SHE 126669 37 1 154461646 154461646 Missense_Mutation SNP C T 81 58 c.905G>A c.(904-906)AGG>AAG p.R302K

Pat_66 Pre-Treatment GON4L 54856 37 1 155736404 155736404 Nonsense_Mutation SNP G A 130 81 c.2860C>T c.(2860-2862)CGA>TGA p.R954*

Pat_66 Pre-Treatment BCAN 63827 37 1 156616815 156616815 Missense_Mutation SNP G A 3 40 c.314G>A c.(313-315)CGG>CAG p.R105Q

Pat_66 Pre-Treatment PEAR1 375033 37 1 156876497 156876497 Missense_Mutation SNP G A 47 203 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_66 Pre-Treatment SPTA1 6708 37 1 158617387 158617387 Missense_Mutation SNP C T 84 160 c.3838G>A c.(3838-3840)GAT>AAT p.D1280N

Pat_66 Pre-Treatment SPTA1 6708 37 1 158623143 158623143 Missense_Mutation SNP C A 4 192 c.3109G>T c.(3109-3111)GAT>TAT p.D1037Y

Pat_66 Pre-Treatment SPTA1 6708 37 1 158648325 158648325 Splice_Site SNP C T 15 72 c.679_splice c.e6-1 p.E227_splice

Pat_66 Pre-Treatment FCRL6 343413 37 1 159778010 159778010 Missense_Mutation SNP G A 69 63 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_66 Pre-Treatment CCDC19 25790 37 1 159847207 159847207 Missense_Mutation SNP C T 143 381 c.1090G>A c.(1090-1092)GAG>AAG p.E364K

Pat_66 Pre-Treatment KCNJ10 3766 37 1 160011806 160011806 Missense_Mutation SNP T C 65 293 c.517A>G c.(517-519)AAG>GAG p.K173E

Pat_66 Pre-Treatment CD84 8832 37 1 160518077 160518077 Missense_Mutation SNP G A 43 101 c.1007C>T c.(1006-1008)CCT>CTT p.P336L

Pat_66 Pre-Treatment CD244 51744 37 1 160811406 160811406 Missense_Mutation SNP A G 31 59 c.347T>C c.(346-348)GTT>GCT p.V116A

Pat_66 Pre-Treatment ITLN2 142683 37 1 160922485 160922485 Missense_Mutation SNP C T 112 68 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_66 Pre-Treatment POU2F1 5451 37 1 167370724 167370724 Missense_Mutation SNP G A 4 148 c.1417G>A c.(1417-1419)GCA>ACA p.A473T

Pat_66 Pre-Treatment ADCY10 55811 37 1 167839543 167839543 Missense_Mutation SNP C T 24 94 c.1568G>A c.(1567-1569)AGC>AAC p.S523N

Pat_66 Pre-Treatment DCAF6 55827 37 1 168044611 168044611 Missense_Mutation SNP C T 4 106 c.2521C>T c.(2521-2523)CGG>TGG p.R841W

Pat_66 Pre-Treatment F5 2153 37 1 169510846 169510846 Missense_Mutation SNP C T 63 287 c.3482G>A c.(3481-3483)CGA>CAA p.R1161Q

Pat_66 Pre-Treatment F5 2153 37 1 169512248 169512248 Missense_Mutation SNP C T 57 316 c.2080G>A c.(2080-2082)GAG>AAG p.E694K

Pat_66 Pre-Treatment C1orf9 51430 37 1 172544695 172544695 Missense_Mutation SNP C T 30 132 c.1195C>T c.(1195-1197)CAT>TAT p.H399Y

Pat_66 Pre-Treatment TNR 7143 37 1 175332955 175332955 Missense_Mutation SNP G A 50 47 c.2596C>T c.(2596-2598)CCC>TCC p.P866S

Pat_66 Pre-Treatment TNR 7143 37 1 175372582 175372582 Missense_Mutation SNP C T 118 548 c.670G>A c.(670-672)GAG>AAG p.E224K

Pat_66 Pre-Treatment PAPPA2 60676 37 1 176525780 176525780 Missense_Mutation SNP C T 178 294 c.322C>T c.(322-324)CCC>TCC p.P108S

Pat_66 Pre-Treatment PAPPA2 60676 37 1 176564722 176564722 Missense_Mutation SNP C T 40 66 c.1982C>T c.(1981-1983)TCA>TTA p.S661L

Pat_66 Pre-Treatment FAM5B 57795 37 1 177250146 177250146 Missense_Mutation SNP G A 43 66 c.1834G>A c.(1834-1836)GAC>AAC p.D612N

Pat_66 Pre-Treatment C1orf125 126859 37 1 179460799 179460799 Missense_Mutation SNP G A 144 277 c.2218G>A c.(2218-2220)GGA>AGA p.G740R



Pat_66 Pre-Treatment C1orf125 126859 37 1 179502990 179502990 Missense_Mutation SNP G A 113 217 c.2776G>A c.(2776-2778)GAA>AAA p.E926K

Pat_66 Pre-Treatment TDRD5 163589 37 1 179603683 179603683 Nonsense_Mutation SNP G A 38 202 c.1218G>A c.(1216-1218)TGG>TGA p.W406*

Pat_66 Pre-Treatment TDRD5 163589 37 1 179631290 179631290 Missense_Mutation SNP G A 42 240 c.2212G>A c.(2212-2214)GAT>AAT p.D738N

Pat_66 Pre-Treatment CEP350 9857 37 1 180063743 180063743 Missense_Mutation SNP C T 12 61 c.8503C>T c.(8503-8505)CCC>TCC p.P2835S

Pat_66 Pre-Treatment CACNA1E 777 37 1 181727969 181727969 Missense_Mutation SNP G A 70 139 c.4570G>A c.(4570-4572)GAA>AAA p.E1524K

Pat_66 Pre-Treatment CACNA1E 777 37 1 181754457 181754457 Missense_Mutation SNP C T 31 54 c.5582C>T c.(5581-5583)TCT>TTT p.S1861F

Pat_66 Pre-Treatment DHX9 1660 37 1 182845668 182845668 Missense_Mutation SNP G A 4 159 c.2116G>A c.(2116-2118)GTA>ATA p.V706I

Pat_66 Pre-Treatment DHX9 1660 37 1 182852412 182852412 Missense_Mutation SNP G A 4 160 c.3053G>A c.(3052-3054)CGT>CAT p.R1018H

Pat_66 Pre-Treatment FAM129A 116496 37 1 184764647 184764647 Missense_Mutation SNP C T 201 167 c.2251G>A c.(2251-2253)GAG>AAG p.E751K

Pat_66 Pre-Treatment HMCN1 83872 37 1 185951498 185951498 Missense_Mutation SNP C T 4 229 c.2767C>T c.(2767-2769)CGG>TGG p.R923W

Pat_66 Pre-Treatment TPR 7175 37 1 186305706 186305706 Nonsense_Mutation SNP G A 5 262 c.4627C>T c.(4627-4629)CGA>TGA p.R1543*

Pat_66 Pre-Treatment F13B 2165 37 1 197030191 197030191 Missense_Mutation SNP G A 31 30 c.466C>T c.(466-468)CCT>TCT p.P156S

Pat_66 Pre-Treatment ASPM 259266 37 1 197073189 197073189 Missense_Mutation SNP G A 62 351 c.5192C>T c.(5191-5193)TCT>TTT p.S1731F

Pat_66 Pre-Treatment CRB1 23418 37 1 197298046 197298046 Missense_Mutation SNP G A 25 101 c.565G>A c.(565-567)GAA>AAA p.E189K

Pat_66 Pre-Treatment CRB1 23418 37 1 197390166 197390166 Missense_Mutation SNP C T 43 229 c.1208C>T c.(1207-1209)TCA>TTA p.S403L

Pat_66 Pre-Treatment CRB1 23418 37 1 197396686 197396686 Missense_Mutation SNP G A 51 39 c.2231G>A c.(2230-2232)CGA>CAA p.R744Q

Pat_66 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 5 184 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_66 Pre-Treatment CACNA1S 779 37 1 201031145 201031145 Missense_Mutation SNP C T 26 79 c.2980G>A c.(2980-2982)GAC>AAC p.D994N

Pat_66 Pre-Treatment ATP2B4 493 37 1 203669940 203669940 Missense_Mutation SNP G A 33 156 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_66 Pre-Treatment TMCC2 9911 37 1 205211090 205211090 Missense_Mutation SNP C T 23 108 c.665C>T c.(664-666)TCC>TTC p.S222F

Pat_66 Pre-Treatment SRGAP2 23380 37 1 206623810 206623810 Missense_Mutation SNP G A 11 103 c.1918G>A c.(1918-1920)GAA>AAA p.E640K

Pat_66 Pre-Treatment DYRK3 8444 37 1 206811054 206811054 Missense_Mutation SNP G A 88 178 c.137G>A c.(136-138)TGT>TAT p.C46Y

Pat_66 Pre-Treatment PIGR 5284 37 1 207106409 207106409 Missense_Mutation SNP C T 28 135 c.1808G>A c.(1807-1809)AGG>AAG p.R603K

Pat_66 Pre-Treatment CR2 1380 37 1 207642174 207642174 Missense_Mutation SNP C T 66 66 c.664C>T c.(664-666)CCC>TCC p.P222S

Pat_66 Pre-Treatment CR1 1378 37 1 207679317 207679317 Missense_Mutation SNP C T 42 230 c.190C>T c.(190-192)CCC>TCC p.P64S

Pat_66 Pre-Treatment G0S2 50486 37 1 209849265 209849265 Missense_Mutation SNP C T 6 32 c.236C>T c.(235-237)GCC>GTC p.A79V

Pat_66 Pre-Treatment KCNH1 3756 37 1 211192571 211192571 Missense_Mutation SNP G A 45 105 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_66 Pre-Treatment DTL 51514 37 1 212274211 212274211 Missense_Mutation SNP C T 29 133 c.1879C>T c.(1879-1881)CCG>TCG p.P627S

Pat_66 Pre-Treatment FAM71A 149647 37 1 212799828 212799828 Missense_Mutation SNP C T 30 75 c.1609C>T c.(1609-1611)CTT>TTT p.L537F

Pat_66 Pre-Treatment PROX1 5629 37 1 214170159 214170159 Missense_Mutation SNP C T 19 123 c.281C>T c.(280-282)TCC>TTC p.S94F

Pat_66 Pre-Treatment USH2A 7399 37 1 216040499 216040499 Missense_Mutation SNP C T 23 81 c.8695G>A c.(8695-8697)GAA>AAA p.E2899K

Pat_66 Pre-Treatment HHIPL2 79802 37 1 222713487 222713487 Missense_Mutation SNP G A 91 77 c.1315C>T c.(1315-1317)CGG>TGG p.R439W

Pat_66 Pre-Treatment TP53BP2 7159 37 1 223987704 223987704 Missense_Mutation SNP C T 4 217 c.1382G>A c.(1381-1383)CGT>CAT p.R461H

Pat_66 Pre-Treatment GUK1 2987 37 1 228334563 228334563 Nonsense_Mutation SNP G T 128 157 c.175G>T c.(175-177)GAG>TAG p.E59*

Pat_66 Pre-Treatment OBSCN 84033 37 1 228523512 228523512 Missense_Mutation SNP G A 54 145 c.16426G>A c.(16426-16428)GAG>AAG p.E5476K

Pat_66 Pre-Treatment TRIM67 440730 37 1 231299671 231299671 Missense_Mutation SNP G A 18 15 c.956G>A c.(955-957)CGA>CAA p.R319Q

Pat_66 Pre-Treatment SIPA1L2 57568 37 1 232574866 232574866 Missense_Mutation SNP G A 25 71 c.4019C>T c.(4018-4020)TCC>TTC p.S1340F

Pat_66 Pre-Treatment KIAA1804 84451 37 1 233515051 233515051 Missense_Mutation SNP G C 122 161 c.2299G>C c.(2299-2301)GCT>CCT p.A767P

Pat_66 Pre-Treatment LYST 1130 37 1 235972754 235972754 Missense_Mutation SNP A G 68 79 c.1364T>C c.(1363-1365)CTG>CCG p.L455P

Pat_66 Pre-Treatment RYR2 6262 37 1 237881784 237881784 Missense_Mutation SNP G A 54 41 c.10517G>A c.(10516-10518)CGA>CAA p.R3506Q

Pat_66 Pre-Treatment CHRM3 1131 37 1 240072495 240072495 Missense_Mutation SNP C T 153 142 c.1744C>T c.(1744-1746)CAC>TAC p.H582Y

Pat_66 Pre-Treatment FMN2 56776 37 1 240370261 240370261 Missense_Mutation SNP G A 28 124 c.2149G>A c.(2149-2151)GCC>ACC p.A717T

Pat_66 Pre-Treatment FMN2 56776 37 1 240371033 240371033 Missense_Mutation SNP G A 166 470 c.2921G>A c.(2920-2922)GGA>GAA p.G974E

Pat_66 Pre-Treatment FMN2 56776 37 1 240635749 240635749 Missense_Mutation SNP G A 45 120 c.5138G>A c.(5137-5139)GGA>GAA p.G1713E

Pat_66 Pre-Treatment OR2G3 81469 37 1 247768951 247768951 Missense_Mutation SNP C T 32 135 c.64C>T c.(64-66)CGT>TGT p.R22C

Pat_66 Pre-Treatment TRIM58 25893 37 1 248039747 248039747 Missense_Mutation SNP G A 18 117 c.1417G>A c.(1417-1419)GAT>AAT p.D473N

Pat_66 Pre-Treatment OR2M4 26245 37 1 248403078 248403078 Missense_Mutation SNP C T 31 197 c.848C>T c.(847-849)CCT>CTT p.P283L



Pat_66 Pre-Treatment OR2M7 391196 37 1 248487446 248487446 Missense_Mutation SNP C T 268 486 c.425G>A c.(424-426)GGA>GAA p.G142E

Pat_66 Pre-Treatment OR2T4 127074 37 1 248525495 248525495 Missense_Mutation SNP G A 218 236 c.613G>A c.(613-615)GAG>AAG p.E205K

Pat_66 Pre-Treatment OR2T3 343173 37 1 248636667 248636667 Nonsense_Mutation SNP C T 22 103 c.16C>T c.(16-18)CAG>TAG p.Q6*

Pat_66 Pre-Treatment FBXO18 84893 37 10 5963488 5963488 Missense_Mutation SNP C T 4 84 c.2278C>T c.(2278-2280)CGG>TGG p.R760W

Pat_66 Pre-Treatment ITIH5 80760 37 10 7618968 7618968 Missense_Mutation SNP C T 22 25 c.1426G>A c.(1426-1428)GAT>AAT p.D476N

Pat_66 Pre-Treatment KIAA1217 56243 37 10 24832481 24832481 Missense_Mutation SNP G A 30 34 c.4282G>A c.(4282-4284)GGG>AGG p.G1428R

Pat_66 Pre-Treatment GPR158 57512 37 10 25887388 25887388 Missense_Mutation SNP C T 97 123 c.2833C>T c.(2833-2835)CAC>TAC p.H945Y

Pat_66 Pre-Treatment MYO3A 53904 37 10 26285456 26285456 Missense_Mutation SNP G A 34 50 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_66 Pre-Treatment GAD2 2572 37 10 26558061 26558061 Missense_Mutation SNP C T 20 40 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_66 Pre-Treatment PTCHD3 374308 37 10 27687287 27687287 Missense_Mutation SNP G A 15 21 c.2240C>T c.(2239-2241)TCC>TTC p.S747F

Pat_66 Pre-Treatment PTCHD3 374308 37 10 27702468 27702468 Missense_Mutation SNP C T 18 15 c.712G>A c.(712-714)GAT>AAT p.D238N

Pat_66 Pre-Treatment NRP1 8829 37 10 33559629 33559629 Missense_Mutation SNP G A 34 57 c.404C>T c.(403-405)TCC>TTC p.S135F

Pat_66 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 7 146 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_66 Pre-Treatment ANKRD30A 91074 37 10 37508235 37508235 Missense_Mutation SNP C T 26 44 c.3427C>T c.(3427-3429)CAT>TAT p.H1143Y

Pat_66 Pre-Treatment RET 5979 37 10 43597970 43597970 Missense_Mutation SNP C T 35 24 c.518C>T c.(517-519)TCC>TTC p.S173F

Pat_66 Pre-Treatment HNRNPA3P1 10151 37 10 44285799 44285799 Missense_Mutation SNP C T 4 17 c.37G>A c.(37-39)GAC>AAC p.D13N

Pat_66 Pre-Treatment PPYR1 5540 37 10 47086856 47086856 Missense_Mutation SNP G A 14 67 c.73G>A c.(73-75)GGC>AGC p.G25S

Pat_66 Pre-Treatment LRRC18 474354 37 10 50122059 50122059 Missense_Mutation SNP G A 16 35 c.142C>T c.(142-144)CGC>TGC p.R48C

Pat_66 Pre-Treatment DRGX 644168 37 10 50594888 50594888 Missense_Mutation SNP C T 75 119 c.266G>A c.(265-267)AGA>AAA p.R89K

Pat_66 Pre-Treatment ASAH2 56624 37 10 51974546 51974546 Missense_Mutation SNP C T 9 45 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_66 Pre-Treatment PCDH15 65217 37 10 55568568 55568568 Missense_Mutation SNP C T 15 20 c.5257G>A c.(5257-5259)GAA>AAA p.E1753K

Pat_66 Pre-Treatment PCDH15 65217 37 10 55996643 55996643 Nonsense_Mutation SNP G A 61 108 c.925C>T c.(925-927)CAG>TAG p.Q309*

Pat_66 Pre-Treatment ANK3 288 37 10 61830234 61830234 Missense_Mutation SNP C T 18 56 c.10405G>A c.(10405-10407)GAG>AAG p.E3469K

Pat_66 Pre-Treatment AIFM2 84883 37 10 71877624 71877624 Missense_Mutation SNP G A 26 31 c.560C>T c.(559-561)TCC>TTC p.S187F

Pat_66 Pre-Treatment UNC5B 219699 37 10 73058927 73058927 Missense_Mutation SNP G A 81 115 c.2731G>A c.(2731-2733)GAA>AAA p.E911K

Pat_66 Pre-Treatment CDH23 64072 37 10 73270964 73270964 Missense_Mutation SNP C T 46 62 c.424C>T c.(424-426)CCT>TCT p.P142S

Pat_66 Pre-Treatment OIT3 170392 37 10 74666458 74666458 Missense_Mutation SNP G A 143 250 c.649G>A c.(649-651)GAT>AAT p.D217N

Pat_66 Pre-Treatment PLAU 5328 37 10 75671985 75671985 Missense_Mutation SNP G A 4 73 c.98G>A c.(97-99)TGT>TAT p.C33Y

Pat_66 Pre-Treatment RPS24 6229 37 10 79795158 79795158 Missense_Mutation SNP C T 75 116 c.52C>T c.(52-54)CTT>TTT p.L18F

Pat_66 Pre-Treatment OPN4 94233 37 10 88415938 88415938 Nonsense_Mutation SNP G A 27 50 c.171G>A c.(169-171)TGG>TGA p.W57*

Pat_66 Pre-Treatment ANKRD22 118932 37 10 90582747 90582747 Missense_Mutation SNP C T 50 65 c.527G>A c.(526-528)CGG>CAG p.R176Q

Pat_66 Pre-Treatment ACTA2 59 37 10 90699264 90699264 Missense_Mutation SNP C T 4 148 c.808G>A c.(808-810)GGG>AGG p.G270R

Pat_66 Pre-Treatment LIPA 3988 37 10 90984889 90984889 Missense_Mutation SNP G A 131 177 c.635C>T c.(634-636)CCT>CTT p.P212L

Pat_66 Pre-Treatment IFIT1B 439996 37 10 91143767 91143767 Missense_Mutation SNP G A 104 147 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_66 Pre-Treatment PDE6C 5146 37 10 95372651 95372651 Missense_Mutation SNP G A 34 52 c.169G>A c.(169-171)GAG>AAG p.E57K

Pat_66 Pre-Treatment PDE6C 5146 37 10 95380518 95380518 Missense_Mutation SNP G A 46 54 c.610G>A c.(610-612)GAA>AAA p.E204K

Pat_66 Pre-Treatment PLCE1 51196 37 10 96025599 96025599 Missense_Mutation SNP G A 39 58 c.4165G>A c.(4165-4167)GAG>AAG p.E1389K

Pat_66 Pre-Treatment COX15 1355 37 10 101486739 101486739 Missense_Mutation SNP G A 4 67 c.568C>T c.(568-570)CTC>TTC p.L190F

Pat_66 Pre-Treatment SEMA4G 57715 37 10 102733352 102733352 Missense_Mutation SNP G A 4 52 c.322G>A c.(322-324)GGG>AGG p.G108R

Pat_66 Pre-Treatment PPRC1 23082 37 10 103908203 103908203 Missense_Mutation SNP C T 44 77 c.4475C>T c.(4474-4476)TCC>TTC p.S1492F

Pat_66 Pre-Treatment CCDC147 159686 37 10 106130749 106130749 Nonsense_Mutation SNP C T 24 33 c.1027C>T c.(1027-1029)CAA>TAA p.Q343*

Pat_66 Pre-Treatment C10orf81 79949 37 10 115528596 115528596 Missense_Mutation SNP T C 37 47 c.364T>C c.(364-366)TCC>CCC p.S122P

Pat_66 Pre-Treatment C10orf81 79949 37 10 115536905 115536905 Missense_Mutation SNP C T 17 24 c.1054C>T c.(1054-1056)CCA>TCA p.P352S

Pat_66 Pre-Treatment VWA2 340706 37 10 116042283 116042283 Missense_Mutation SNP G A 36 64 c.842G>A c.(841-843)AGA>AAA p.R281K

Pat_66 Pre-Treatment ABLIM1 3983 37 10 116232858 116232859 Missense_Mutation DNP CC TT 48 72 c.1152_1153GG>AA1150-1155)AAGGAT>AAAA p.D385N

Pat_66 Pre-Treatment FAM160B1 57700 37 10 116606865 116606865 Missense_Mutation SNP C T 28 39 c.1585C>T c.(1585-1587)CCA>TCA p.P529S

Pat_66 Pre-Treatment ATRNL1 26033 37 10 117154214 117154214 Missense_Mutation SNP G A 19 51 c.3221G>A c.(3220-3222)GGA>GAA p.G1074E



Pat_66 Pre-Treatment ATRNL1 26033 37 10 117154237 117154237 Missense_Mutation SNP G A 19 45 c.3244G>A c.(3244-3246)GGA>AGA p.G1082R

Pat_66 Pre-Treatment C10orf96 374355 37 10 118084841 118084841 Missense_Mutation SNP G A 10 28 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_66 Pre-Treatment PDZD8 118987 37 10 119049715 119049715 Nonsense_Mutation SNP G A 44 59 c.1243C>T c.(1243-1245)CGA>TGA p.R415*

Pat_66 Pre-Treatment RAB11FIP2 22841 37 10 119799657 119799657 Missense_Mutation SNP G A 59 94 c.773C>T c.(772-774)TCC>TTC p.S258F

Pat_66 Pre-Treatment WDR11 55717 37 10 122650387 122650387 Missense_Mutation SNP C A 5 110 c.2503C>A c.(2503-2505)CAA>AAA p.Q835K

Pat_66 Pre-Treatment TACC2 10579 37 10 123970328 123970328 Missense_Mutation SNP C T 103 100 c.6388C>T c.(6388-6390)CCG>TCG p.P2130S

Pat_66 Pre-Treatment DMBT1 1755 37 10 124399739 124399739 Missense_Mutation SNP G A 104 118 c.6739G>A c.(6739-6741)GAA>AAA p.E2247K

Pat_66 Pre-Treatment C10orf90 118611 37 10 128193141 128193141 Missense_Mutation SNP G A 29 54 c.628C>T c.(628-630)CCC>TCC p.P210S

Pat_66 Pre-Treatment MGMT 4255 37 10 131557529 131557529 Missense_Mutation SNP C T 37 65 c.431C>T c.(430-432)TCT>TTT p.S144F

Pat_66 Pre-Treatment LOC653544 653544 37 10 135491123 135491123 Missense_Mutation SNP G A 4 29 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_66 Pre-Treatment B4GALNT4 338707 37 11 380161 380161 Missense_Mutation SNP G A 23 9 c.2674G>A c.(2674-2676)GAG>AAG p.E892K

Pat_66 Pre-Treatment MUC6 4588 37 11 1018596 1018596 Missense_Mutation SNP G A 4 127 c.4205C>T c.(4204-4206)ACC>ATC p.T1402I

Pat_66 Pre-Treatment MUC2 4583 37 11 1087928 1087928 Missense_Mutation SNP G A 8 30 c.3403G>A c.(3403-3405)GAG>AAG p.E1135K

Pat_66 Pre-Treatment KRTAP5-5 439915 37 11 1651483 1651483 Missense_Mutation SNP G C 4 88 c.413G>C c.(412-414)GGC>GCC p.G138A

Pat_66 Pre-Treatment OR52K2 119774 37 11 4470799 4470799 Missense_Mutation SNP C T 42 123 c.230C>T c.(229-231)TCC>TTC p.S77F

Pat_66 Pre-Treatment OR52K1 390036 37 11 4510449 4510449 Missense_Mutation SNP C T 16 57 c.319C>T c.(319-321)CAC>TAC p.H107Y

Pat_66 Pre-Treatment OR51E1 143503 37 11 4673818 4673818 Missense_Mutation SNP C T 58 165 c.62C>T c.(61-63)CCT>CTT p.P21L

Pat_66 Pre-Treatment OR52J3 119679 37 11 5068657 5068657 Missense_Mutation SNP G A 20 51 c.902G>A c.(901-903)CGA>CAA p.R301Q

Pat_66 Pre-Treatment OR52E2 119678 37 11 5080127 5080127 Missense_Mutation SNP G A 25 68 c.731C>T c.(730-732)TCA>TTA p.S244L

Pat_66 Pre-Treatment OR52A5 390054 37 11 5153503 5153503 Missense_Mutation SNP G A 10 55 c.370C>T c.(370-372)CGC>TGC p.R124C

Pat_66 Pre-Treatment HBG2 3048 37 11 5275587 5275587 Missense_Mutation SNP C T 39 306 c.250G>A c.(250-252)GGC>AGC p.G84S

Pat_66 Pre-Treatment HBE1 3046 37 11 5289767 5289767 Missense_Mutation SNP C T 104 278 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_66 Pre-Treatment OR51I1 390063 37 11 5462162 5462162 Missense_Mutation SNP G A 7 26 c.583C>T c.(583-585)CAT>TAT p.H195Y

Pat_66 Pre-Treatment OR51I1 390063 37 11 5462402 5462402 Missense_Mutation SNP C T 23 52 c.343G>A c.(343-345)GGC>AGC p.G115S

Pat_66 Pre-Treatment OR52N2 390077 37 11 5842451 5842451 Missense_Mutation SNP G A 80 59 c.886G>A c.(886-888)GGA>AGA p.G296R

Pat_66 Pre-Treatment ZNF215 7762 37 11 6962867 6962867 Nonsense_Mutation SNP C T 36 66 c.466C>T c.(466-468)CGA>TGA p.R156*

Pat_66 Pre-Treatment RBMXL2 27288 37 11 7110403 7110403 Missense_Mutation SNP G A 30 70 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_66 Pre-Treatment OR10A3 26496 37 11 7960946 7960946 Missense_Mutation SNP C T 36 117 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_66 Pre-Treatment STK33 65975 37 11 8414233 8414233 Missense_Mutation SNP G A 22 45 c.1369C>T c.(1369-1371)CCT>TCT p.P457S

Pat_66 Pre-Treatment STK33 65975 37 11 8496281 8496281 Missense_Mutation SNP C T 19 52 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_66 Pre-Treatment SCUBE2 57758 37 11 9100985 9100985 Missense_Mutation SNP G A 143 107 c.328C>T c.(328-330)CGT>TGT p.R110C

Pat_66 Pre-Treatment SPON1 10418 37 11 14280867 14280867 Missense_Mutation SNP C T 14 48 c.1534C>T c.(1534-1536)CCC>TCC p.P512S

Pat_66 Pre-Treatment PLEKHA7 144100 37 11 16848076 16848076 Missense_Mutation SNP C T 114 74 c.934G>A c.(934-936)GAA>AAA p.E312K

Pat_66 Pre-Treatment TPH1 7166 37 11 18042606 18042606 Missense_Mutation SNP C T 112 285 c.1267G>A c.(1267-1269)GAG>AAG p.E423K

Pat_66 Pre-Treatment IGSF22 283284 37 11 18731951 18731951 Missense_Mutation SNP C T 71 72 c.2624G>A c.(2623-2625)CGA>CAA p.R875Q

Pat_66 Pre-Treatment DCDC1 341019 37 11 31327239 31327239 Missense_Mutation SNP G A 155 111 c.677C>T c.(676-678)CCT>CTT p.P226L

Pat_66 Pre-Treatment WT1 7490 37 11 32417935 32417935 Missense_Mutation SNP C T 19 67 c.1117G>A c.(1117-1119)GGA>AGA p.G373R

Pat_66 Pre-Treatment CCDC73 493860 37 11 32663586 32663586 Missense_Mutation SNP C T 16 56 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_66 Pre-Treatment PAMR1 25891 37 11 35453921 35453921 Missense_Mutation SNP C T 37 111 c.2146G>A c.(2146-2148)GAA>AAA p.E716K

Pat_66 Pre-Treatment RAG2 5897 37 11 36615492 36615492 Missense_Mutation SNP G T 4 165 c.227C>A c.(226-228)GCC>GAC p.A76D

Pat_66 Pre-Treatment CHST1 8534 37 11 45671975 45671975 Missense_Mutation SNP C T 47 25 c.499G>A c.(499-501)GAC>AAC p.D167N

Pat_66 Pre-Treatment OR4A47 403253 37 11 48510399 48510399 Missense_Mutation SNP C T 12 27 c.55C>T c.(55-57)CCA>TCA p.P19S

Pat_66 Pre-Treatment LOC440040 440040 37 11 49598368 49598368 Missense_Mutation SNP G A 31 52 c.481G>A c.(481-483)GTT>ATT p.V161I

Pat_66 Pre-Treatment OR4A5 81318 37 11 51412108 51412108 Missense_Mutation SNP C T 35 80 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_66 Pre-Treatment OR4P4 81300 37 11 55405837 55405837 Missense_Mutation SNP G A 48 148 c.4G>A c.(4-6)GAA>AAA p.E2K

Pat_66 Pre-Treatment OR10AG1 282770 37 11 55735269 55735269 Missense_Mutation SNP C T 16 38 c.671G>A c.(670-672)GGA>GAA p.G224E

Pat_66 Pre-Treatment OR10AG1 282770 37 11 55735468 55735468 Missense_Mutation SNP G A 27 48 c.472C>T c.(472-474)CCC>TCC p.P158S



Pat_66 Pre-Treatment OR8H3 390152 37 11 55889867 55889867 Missense_Mutation SNP G A 93 217 c.19G>A c.(19-21)GAC>AAC p.D7N

Pat_66 Pre-Treatment LRRC55 219527 37 11 56949959 56949959 Missense_Mutation SNP C T 28 58 c.592C>T c.(592-594)CCC>TCC p.P198S

Pat_66 Pre-Treatment TCN1 6947 37 11 59623449 59623449 Missense_Mutation SNP G A 44 117 c.830C>T c.(829-831)TCT>TTT p.S277F

Pat_66 Pre-Treatment SLC22A25 387601 37 11 62997084 62997084 Missense_Mutation SNP C T 10 55 c.41G>A c.(40-42)GGG>GAG p.G14E

Pat_66 Pre-Treatment RTN3 10313 37 11 63488139 63488139 Missense_Mutation SNP C T 21 97 c.2165C>T c.(2164-2166)CCT>CTT p.P722L

Pat_66 Pre-Treatment C11orf84 144097 37 11 63585435 63585435 Missense_Mutation SNP G A 5 65 c.286G>A c.(286-288)GCT>ACT p.A96T

Pat_66 Pre-Treatment SLC22A11 55867 37 11 64323790 64323790 Missense_Mutation SNP G A 25 62 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_66 Pre-Treatment ATG2A 23130 37 11 64673934 64673934 Missense_Mutation SNP G A 20 44 c.3055C>T c.(3055-3057)CCA>TCA p.P1019S

Pat_66 Pre-Treatment SLC22A20 440044 37 11 64981843 64981843 Missense_Mutation SNP C T 38 28 c.422C>T c.(421-423)TCC>TTC p.S141F

Pat_66 Pre-Treatment CORO1B 57175 37 11 67209258 67209258 Nonsense_Mutation SNP G A 4 127 c.400C>T c.(400-402)CGA>TGA p.R134*

Pat_66 Pre-Treatment GSTP1 2950 37 11 67354022 67354022 Missense_Mutation SNP C T 13 31 c.607C>T c.(607-609)CCC>TCC p.P203S

Pat_66 Pre-Treatment CPT1A 1374 37 11 68542901 68542901 Splice_Site SNP C T 40 103 c.1459_splice c.e13-1 p.Y487_splice

Pat_66 Pre-Treatment MRGPRD 116512 37 11 68747555 68747555 Missense_Mutation SNP G A 16 40 c.901C>T c.(901-903)CGC>TGC p.R301C

Pat_66 Pre-Treatment C2CD3 26005 37 11 73806308 73806308 Missense_Mutation SNP G A 107 79 c.3125C>T c.(3124-3126)TCC>TTC p.S1042F

Pat_66 Pre-Treatment WNT11 7481 37 11 75902646 75902646 Missense_Mutation SNP C T 36 59 c.852G>A c.(850-852)ATG>ATA p.M284I

Pat_66 Pre-Treatment MYO7A 4647 37 11 76900471 76900472 Missense_Mutation DNP TC AT 23 92 c.3586_3587TC>AT c.(3586-3588)TCT>ATT p.S1196I

Pat_66 Pre-Treatment GDPD4 220032 37 11 76944140 76944140 Missense_Mutation SNP G A 28 79 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_66 Pre-Treatment THRSP 7069 37 11 77774983 77774983 Missense_Mutation SNP G A 4 92 c.56G>A c.(55-57)CGG>CAG p.R19Q

Pat_66 Pre-Treatment CCDC83 220047 37 11 85584267 85584267 Missense_Mutation SNP G A 13 41 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_66 Pre-Treatment CCDC81 60494 37 11 86098570 86098570 Missense_Mutation SNP C T 84 56 c.154C>T c.(154-156)CCA>TCA p.P52S

Pat_66 Pre-Treatment TRIM49 57093 37 11 89531599 89531599 Missense_Mutation SNP C A 23 105 c.1058G>T c.(1057-1059)TGG>TTG p.W353L

Pat_66 Pre-Treatment SLC36A4 120103 37 11 92916023 92916023 Missense_Mutation SNP G A 45 139 c.308C>T c.(307-309)TCT>TTT p.S103F

Pat_66 Pre-Treatment CCDC67 159989 37 11 93088694 93088694 Nonsense_Mutation SNP C T 17 45 c.187C>T c.(187-189)CAG>TAG p.Q63*

Pat_66 Pre-Treatment CNTN5 53942 37 11 100061937 100061937 Missense_Mutation SNP G A 19 56 c.1660G>A c.(1660-1662)GAA>AAA p.E554K

Pat_66 Pre-Treatment C11orf65 160140 37 11 108256687 108256687 Nonsense_Mutation SNP C T 103 225 c.747G>A c.(745-747)TGG>TGA p.W249*

Pat_66 Pre-Treatment POU2AF1 5450 37 11 111228415 111228415 Missense_Mutation SNP C T 6 16 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_66 Pre-Treatment TTC12 54970 37 11 113234613 113234613 Missense_Mutation SNP C T 21 71 c.1780C>T c.(1780-1782)CAT>TAT p.H594Y

Pat_66 Pre-Treatment FAM55A 120400 37 11 114400973 114400973 Missense_Mutation SNP C T 26 67 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_66 Pre-Treatment DSCAML1 57453 37 11 117299054 117299054 Missense_Mutation SNP G A 33 96 c.6332C>T c.(6331-6333)ACC>ATC p.T2111I

Pat_66 Pre-Treatment TMPRSS13 84000 37 11 117789469 117789469 Missense_Mutation SNP G A 30 87 c.106C>T c.(106-108)CCA>TCA p.P36S

Pat_66 Pre-Treatment TMPRSS13 84000 37 11 117789522 117789522 Missense_Mutation SNP C T 34 75 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_66 Pre-Treatment IL10RA 3587 37 11 117870019 117870019 Missense_Mutation SNP C T 71 39 c.1400C>T c.(1399-1401)TCG>TTG p.S467L

Pat_66 Pre-Treatment MLL 4297 37 11 118342464 118342464 Missense_Mutation SNP C T 24 61 c.590C>T c.(589-591)TCC>TTC p.S197F

Pat_66 Pre-Treatment BCL9L 283149 37 11 118773200 118773200 Nonsense_Mutation SNP C A 4 45 c.1252G>T c.(1252-1254)GAG>TAG p.E418*

Pat_66 Pre-Treatment TRIM29 23650 37 11 120008255 120008255 Missense_Mutation SNP G A 16 79 c.485C>T c.(484-486)TCA>TTA p.S162L

Pat_66 Pre-Treatment POU2F3 25833 37 11 120170352 120170352 Missense_Mutation SNP C T 50 142 c.278C>T c.(277-279)CCG>CTG p.P93L

Pat_66 Pre-Treatment TECTA 7007 37 11 120998545 120998545 Missense_Mutation SNP C T 72 119 c.1859C>T c.(1858-1860)TCG>TTG p.S620L

Pat_66 Pre-Treatment OR10S1 219873 37 11 123847618 123847618 Missense_Mutation SNP C T 53 35 c.781G>A c.(781-783)GGG>AGG p.G261R

Pat_66 Pre-Treatment CACNA1C 775 37 12 2714297 2714297 Missense_Mutation SNP G A 30 106 c.3071G>A c.(3070-3072)AGG>AAG p.R1024K

Pat_66 Pre-Treatment CACNA1C 775 37 12 2794921 2794921 Missense_Mutation SNP G A 23 97 c.5842G>A c.(5842-5844)GAA>AAA p.E1948K

Pat_66 Pre-Treatment NRIP2 83714 37 12 2939989 2939989 Missense_Mutation SNP C T 31 153 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_66 Pre-Treatment CHD4 1108 37 12 6702276 6702276 Missense_Mutation SNP A C 84 80 c.2633T>G c.(2632-2634)CTG>CGG p.L878R

Pat_66 Pre-Treatment ACRBP 84519 37 12 6753751 6753751 Nonsense_Mutation SNP G A 30 93 c.496C>T c.(496-498)CAG>TAG p.Q166*

Pat_66 Pre-Treatment ACSM4 341392 37 12 7457006 7457006 Missense_Mutation SNP C T 97 356 c.79C>T c.(79-81)CAC>TAC p.H27Y

Pat_66 Pre-Treatment CD163L1 283316 37 12 7585299 7585299 Missense_Mutation SNP C T 38 144 c.479G>A c.(478-480)GGA>GAA p.G160E

Pat_66 Pre-Treatment CD163 9332 37 12 7632593 7632593 Splice_Site SNP C T 9 55 c.3344_splice c.e16-1 p.E1115_splice

Pat_66 Pre-Treatment CLEC4C 170482 37 12 7883403 7883403 Missense_Mutation SNP C T 113 177 c.487G>A c.(487-489)GAA>AAA p.E163K



Pat_66 Pre-Treatment PZP 5858 37 12 9360916 9360916 Missense_Mutation SNP G A 37 134 c.22C>T c.(22-24)CAT>TAT p.H8Y

Pat_66 Pre-Treatment GRIN2B 2904 37 12 13717329 13717329 Missense_Mutation SNP G A 52 268 c.2843C>T c.(2842-2844)TCC>TTC p.S948F

Pat_66 Pre-Treatment GUCY2C 2984 37 12 14805929 14805929 Missense_Mutation SNP C T 65 263 c.1490G>A c.(1489-1491)CGA>CAA p.R497Q

Pat_66 Pre-Treatment PTPRO 5800 37 12 15677760 15677760 Missense_Mutation SNP C T 66 71 c.1904C>T c.(1903-1905)CCG>CTG p.P635L

Pat_66 Pre-Treatment SLCO1B3 28234 37 12 21015405 21015405 Missense_Mutation SNP C T 68 264 c.541C>T c.(541-543)CGT>TGT p.R181C

Pat_66 Pre-Treatment PKP2 5318 37 12 32949074 32949074 Nonsense_Mutation SNP G A 42 161 c.2458C>T c.(2458-2460)CAG>TAG p.Q820*

Pat_66 Pre-Treatment PKP2 5318 37 12 32975517 32975517 Missense_Mutation SNP C T 48 147 c.1855G>A c.(1855-1857)GAG>AAG p.E619K

Pat_66 Pre-Treatment PDZRN4 29951 37 12 41966248 41966248 Missense_Mutation SNP G A 36 61 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_66 Pre-Treatment ADAMTS20 80070 37 12 43821115 43821115 Missense_Mutation SNP C T 17 46 c.4103G>A c.(4102-4104)GGA>GAA p.G1368E

Pat_66 Pre-Treatment FAM113B 91523 37 12 47629420 47629420 Missense_Mutation SNP G A 28 2 c.574G>A c.(574-576)GAA>AAA p.E192K

Pat_66 Pre-Treatment COL2A1 1280 37 12 48381456 48381456 Missense_Mutation SNP C T 21 2 c.1159G>A c.(1159-1161)GGT>AGT p.G387S

Pat_66 Pre-Treatment COL2A1 1280 37 12 48391659 48391659 Missense_Mutation SNP C T 157 23 c.424G>A c.(424-426)GAA>AAA p.E142K

Pat_66 Pre-Treatment TROAP 10024 37 12 49724474 49724474 Missense_Mutation SNP C T 28 43 c.1846C>T c.(1846-1848)CCA>TCA p.P616S

Pat_66 Pre-Treatment NCKAP5L 57701 37 12 50196918 50196918 Missense_Mutation SNP C T 4 127 c.154G>A c.(154-156)GAA>AAA p.E52K

Pat_66 Pre-Treatment RACGAP1 29127 37 12 50390867 50390867 Missense_Mutation SNP G A 76 13 c.1000C>T c.(1000-1002)CCC>TCC p.P334S

Pat_66 Pre-Treatment BIN2 51411 37 12 51685722 51685722 Nonsense_Mutation SNP G A 3 60 c.1168C>T c.(1168-1170)CGA>TGA p.R390*

Pat_66 Pre-Treatment SLC4A8 9498 37 12 51856106 51856106 Missense_Mutation SNP G A 4 135 c.1114G>A c.(1114-1116)GTA>ATA p.V372I

Pat_66 Pre-Treatment KRT5 3852 37 12 52913609 52913609 Missense_Mutation SNP C T 155 14 c.472G>A c.(472-474)GAC>AAC p.D158N

Pat_66 Pre-Treatment KRT71 112802 37 12 52946833 52946833 Missense_Mutation SNP C T 45 62 c.29G>A c.(28-30)GGA>GAA p.G10E

Pat_66 Pre-Treatment KRT1 3848 37 12 53074098 53074098 Missense_Mutation SNP C A 4 167 c.35G>T c.(34-36)CGA>CTA p.R12L

Pat_66 Pre-Treatment KRT77 374454 37 12 53086344 53086344 Missense_Mutation SNP C T 28 32 c.1288G>A c.(1288-1290)GAC>AAC p.D430N

Pat_66 Pre-Treatment KRT79 338785 37 12 53225263 53225263 Missense_Mutation SNP G A 74 96 c.625C>T c.(625-627)CTT>TTT p.L209F

Pat_66 Pre-Treatment OR9K2 441639 37 12 55524113 55524113 Missense_Mutation SNP G A 39 52 c.561G>A c.(559-561)ATG>ATA p.M187I

Pat_66 Pre-Treatment PA2G4 5036 37 12 56500493 56500493 Missense_Mutation SNP G A 95 14 c.210G>A c.(208-210)ATG>ATA p.M70I

Pat_66 Pre-Treatment RBMS2 5939 37 12 56975929 56975929 Missense_Mutation SNP C T 4 167 c.866C>T c.(865-867)TCG>TTG p.S289L

Pat_66 Pre-Treatment INHBC 3626 37 12 57843650 57843650 Missense_Mutation SNP C T 36 56 c.904C>T c.(904-906)CTC>TTC p.L302F

Pat_66 Pre-Treatment FRS2 10818 37 12 69968724 69968724 Missense_Mutation SNP C A 4 116 c.1516C>A c.(1516-1518)CTG>ATG p.L506M

Pat_66 Pre-Treatment LRRC10 376132 37 12 70004495 70004495 Missense_Mutation SNP G C 27 4 c.124C>G c.(124-126)CGC>GGC p.R42G

Pat_66 Pre-Treatment BEST3 144453 37 12 70049336 70049336 Missense_Mutation SNP G A 13 23 c.1358C>T c.(1357-1359)TCC>TTC p.S453F

Pat_66 Pre-Treatment PTPRR 5801 37 12 71092066 71092066 Missense_Mutation SNP G A 31 38 c.1258C>T c.(1258-1260)CGC>TGC p.R420C

Pat_66 Pre-Treatment SLC41A2 84102 37 12 105199060 105199060 Missense_Mutation SNP C T 268 58 c.1592G>A c.(1591-1593)GGA>GAA p.G531E

Pat_66 Pre-Treatment CMKLR1 1240 37 12 108686279 108686279 Missense_Mutation SNP C A 4 92 c.461G>T c.(460-462)CGC>CTC p.R154L

Pat_66 Pre-Treatment ATXN2 6311 37 12 111891568 111891568 Missense_Mutation SNP C T 3 47 c.3826G>A c.(3826-3828)GGT>AGT p.G1276S

Pat_66 Pre-Treatment RPH3A 22895 37 12 113327831 113327831 Missense_Mutation SNP G A 232 21 c.1566G>A c.(1564-1566)ATG>ATA p.M522I

Pat_66 Pre-Treatment TBX5 6910 37 12 114793909 114793909 Missense_Mutation SNP C T 66 11 c.985G>A c.(985-987)GAA>AAA p.E329K

Pat_66 Pre-Treatment KSR2 283455 37 12 117907512 117907512 Missense_Mutation SNP C T 11 5 c.2714G>A c.(2713-2715)CGA>CAA p.R905Q

Pat_66 Pre-Treatment GCN1L1 10985 37 12 120602516 120602516 Missense_Mutation SNP G A 4 95 c.1622C>T c.(1621-1623)ACT>ATT p.T541I

Pat_66 Pre-Treatment CLIP1 6249 37 12 122839678 122839678 Missense_Mutation SNP C T 4 182 c.1187G>A c.(1186-1188)CGG>CAG p.R396Q

Pat_66 Pre-Treatment KNTC1 9735 37 12 123087161 123087161 Missense_Mutation SNP C T 9 17 c.4699C>T c.(4699-4701)CCT>TCT p.P1567S

Pat_66 Pre-Treatment GPR109A 338442 37 12 123187791 123187791 Missense_Mutation SNP C T 19 134 c.40G>A c.(40-42)GAC>AAC p.D14N

Pat_66 Pre-Treatment GPR109B 8843 37 12 123201245 123201245 Missense_Mutation SNP C T 25 42 c.40G>A c.(40-42)GAC>AAC p.D14N

Pat_66 Pre-Treatment ZNF664 144348 37 12 124496836 124496836 Missense_Mutation SNP C T 16 120 c.145C>T c.(145-147)CAT>TAT p.H49Y

Pat_66 Pre-Treatment TUBA3C 7278 37 13 19748014 19748014 Missense_Mutation SNP C T 94 121 c.1342G>A c.(1342-1344)GAA>AAA p.E448K

Pat_66 Pre-Treatment TPTE2 93492 37 13 20000591 20000591 Missense_Mutation SNP C T 54 304 c.1369G>A c.(1369-1371)GAT>AAT p.D457N

Pat_66 Pre-Treatment LATS2 26524 37 13 21563291 21563291 Missense_Mutation SNP G A 16 25 c.628C>T c.(628-630)CCG>TCG p.P210S

Pat_66 Pre-Treatment SACS 26278 37 13 23906683 23906683 Missense_Mutation SNP C T 49 58 c.11332G>A c.(11332-11334)GAA>AAA p.E3778K

Pat_66 Pre-Treatment SACS 26278 37 13 23911221 23911221 Missense_Mutation SNP G A 43 50 c.6794C>T c.(6793-6795)TCC>TTC p.S2265F



Pat_66 Pre-Treatment TNFRSF19 55504 37 13 24200917 24200917 Missense_Mutation SNP C T 49 65 c.431C>T c.(430-432)CCT>CTT p.P144L

Pat_66 Pre-Treatment ATP12A 479 37 13 25275001 25275001 Missense_Mutation SNP G A 49 156 c.1822G>A c.(1822-1824)GAT>AAT p.D608N

Pat_66 Pre-Treatment RNF17 56163 37 13 25367193 25367193 Missense_Mutation SNP G A 18 74 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_66 Pre-Treatment FAM123A 219287 37 13 25744067 25744067 Missense_Mutation SNP C T 30 51 c.1691G>A c.(1690-1692)GGA>GAA p.G564E

Pat_66 Pre-Treatment GPR12 2835 37 13 27333591 27333591 Missense_Mutation SNP G A 27 159 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_66 Pre-Treatment FLT3 2322 37 13 28597508 28597508 Missense_Mutation SNP C T 18 66 c.2397G>A c.(2395-2397)ATG>ATA p.M799I

Pat_66 Pre-Treatment MTUS2 23281 37 13 29898806 29898806 Missense_Mutation SNP C T 12 17 c.2893C>T c.(2893-2895)CCT>TCT p.P965S

Pat_66 Pre-Treatment SLC7A1 6541 37 13 30097424 30097424 Missense_Mutation SNP G A 42 225 c.1028C>T c.(1027-1029)TCC>TTC p.S343F

Pat_66 Pre-Treatment RXFP2 122042 37 13 32332428 32332428 Missense_Mutation SNP C T 147 155 c.128C>T c.(127-129)CCT>CTT p.P43L

Pat_66 Pre-Treatment RXFP2 122042 37 13 32367034 32367034 Missense_Mutation SNP G A 40 67 c.1595G>A c.(1594-1596)CGA>CAA p.R532Q

Pat_66 Pre-Treatment BRCA2 675 37 13 32953493 32953493 Missense_Mutation SNP C T 48 53 c.8794C>T c.(8794-8796)CAC>TAC p.H2932Y

Pat_66 Pre-Treatment KL 9365 37 13 33638147 33638147 Missense_Mutation SNP G A 111 114 c.2863G>A c.(2863-2865)GGC>AGC p.G955S

Pat_66 Pre-Treatment SMAD9 4093 37 13 37453501 37453501 Missense_Mutation SNP G A 22 71 c.326C>T c.(325-327)CCG>CTG p.P109L

Pat_66 Pre-Treatment POSTN 10631 37 13 38137477 38137477 Missense_Mutation SNP G A 16 49 c.2504C>T c.(2503-2505)TCT>TTT p.S835F

Pat_66 Pre-Treatment TRPC4 7223 37 13 38320108 38320108 Missense_Mutation SNP C T 246 324 c.863G>A c.(862-864)AGA>AAA p.R288K

Pat_66 Pre-Treatment FREM2 341640 37 13 39264248 39264248 Missense_Mutation SNP C T 24 110 c.2767C>T c.(2767-2769)CAT>TAT p.H923Y

Pat_66 Pre-Treatment HTR2A 3356 37 13 47409577 47409577 Missense_Mutation SNP C T 48 53 c.811G>A c.(811-813)GAT>AAT p.D271N

Pat_66 Pre-Treatment LOC220429 220429 37 13 50467032 50467032 Missense_Mutation SNP C T 129 113 c.2306C>T c.(2305-2307)TCC>TTC p.S769F

Pat_66 Pre-Treatment ATP7B 540 37 13 52524456 52524456 Missense_Mutation SNP C T 38 46 c.2527G>A c.(2527-2529)GGG>AGG p.G843R

Pat_66 Pre-Treatment CKAP2 26586 37 13 53035367 53035367 Missense_Mutation SNP C T 51 62 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_66 Pre-Treatment PCDH9 5101 37 13 67801017 67801017 Missense_Mutation SNP C T 31 144 c.1556G>A c.(1555-1557)CGA>CAA p.R519Q

Pat_66 Pre-Treatment DACH1 1602 37 13 72063191 72063191 Missense_Mutation SNP G A 108 418 c.1660C>T c.(1660-1662)CCA>TCA p.P554S

Pat_66 Pre-Treatment C13orf37 440145 37 13 73293130 73293130 Missense_Mutation SNP G A 5 303 c.185C>T c.(184-186)TCG>TTG p.S62L

Pat_66 Pre-Treatment SLITRK1 114798 37 13 84455341 84455341 Missense_Mutation SNP G A 56 208 c.302C>T c.(301-303)GCT>GTT p.A101V

Pat_66 Pre-Treatment CLDN10 9071 37 13 96229529 96229529 Missense_Mutation SNP C T 32 55 c.509C>T c.(508-510)TCA>TTA p.S170L

Pat_66 Pre-Treatment CLYBL 171425 37 13 100425206 100425206 Missense_Mutation SNP C T 65 64 c.191C>T c.(190-192)TCC>TTC p.S64F

Pat_66 Pre-Treatment TMTC4 84899 37 13 101287277 101287277 Splice_Site SNP C A 4 140 c.1317_splice c.e10+1 p.K439_splice

Pat_66 Pre-Treatment TMTC4 84899 37 13 101315295 101315295 Missense_Mutation SNP G A 76 81 c.418C>T c.(418-420)CGG>TGG p.R140W

Pat_66 Pre-Treatment KDELC1 79070 37 13 103449193 103449193 Nonsense_Mutation SNP G A 22 62 c.349C>T c.(349-351)CAA>TAA p.Q117*

Pat_66 Pre-Treatment GRTP1 79774 37 13 114005181 114005181 Missense_Mutation SNP C T 127 157 c.448G>A c.(448-450)GGA>AGA p.G150R

Pat_66 Pre-Treatment ADPRHL1 113622 37 13 114098878 114098878 Missense_Mutation SNP G A 5 231 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_66 Pre-Treatment OR4K5 79317 37 14 20388989 20388989 Missense_Mutation SNP C T 93 433 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_66 Pre-Treatment OR4K1 79544 37 14 20404108 20404108 Missense_Mutation SNP G A 46 158 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_66 Pre-Treatment RPGRIP1 57096 37 14 21795853 21795853 Missense_Mutation SNP C T 34 97 c.2782C>T c.(2782-2784)CCC>TCC p.P928S

Pat_66 Pre-Treatment CDH24 64403 37 14 23518872 23518872 Missense_Mutation SNP C T 18 66 c.1675G>A c.(1675-1677)GGC>AGC p.G559S

Pat_66 Pre-Treatment MYH6 4624 37 14 23856757 23856757 Missense_Mutation SNP G A 36 73 c.4631C>T c.(4630-4632)TCA>TTA p.S1544L

Pat_66 Pre-Treatment DCAF11 80344 37 14 24587633 24587633 Missense_Mutation SNP G A 6 228 c.614G>A c.(613-615)CGT>CAT p.R205H

Pat_66 Pre-Treatment CTSG 1511 37 14 25043589 25043589 Missense_Mutation SNP C T 69 135 c.456G>A c.(454-456)ATG>ATA p.M152I

Pat_66 Pre-Treatment TBPL2 387332 37 14 55895616 55895616 Missense_Mutation SNP C T 112 80 c.865G>A c.(865-867)GAT>AAT p.D289N

Pat_66 Pre-Treatment DAAM1 23002 37 14 59835509 59835509 Missense_Mutation SNP C T 39 114 c.3169C>T c.(3169-3171)CGC>TGC p.R1057C

Pat_66 Pre-Treatment SYNE2 23224 37 14 64494362 64494362 Missense_Mutation SNP C T 66 55 c.6565C>T c.(6565-6567)CTC>TTC p.L2189F

Pat_66 Pre-Treatment SYNE2 23224 37 14 64656922 64656922 Missense_Mutation SNP G A 4 124 c.18005G>A c.(18004-18006)CGT>CAT p.R6002H

Pat_66 Pre-Treatment ADAM21 8747 37 14 70924496 70924496 Missense_Mutation SNP G A 27 108 c.280G>A c.(280-282)GAT>AAT p.D94N

Pat_66 Pre-Treatment ADAM20 8748 37 14 70990444 70990444 Missense_Mutation SNP A G 49 119 c.1181T>C c.(1180-1182)CTT>CCT p.L394P

Pat_66 Pre-Treatment RGS6 9628 37 14 72976951 72976951 Missense_Mutation SNP G A 70 183 c.1055G>A c.(1054-1056)CGA>CAA p.R352Q

Pat_66 Pre-Treatment RBM25 58517 37 14 73570131 73570131 Missense_Mutation SNP C T 37 26 c.1099C>T c.(1099-1101)CGT>TGT p.R367C

Pat_66 Pre-Treatment PAPLN 89932 37 14 73729141 73729141 Missense_Mutation SNP G A 8 19 c.2329G>A c.(2329-2331)GGC>AGC p.G777S



Pat_66 Pre-Treatment YLPM1 56252 37 14 75230767 75230767 Missense_Mutation SNP C T 48 117 c.575C>T c.(574-576)TCG>TTG p.S192L

Pat_66 Pre-Treatment NEK9 91754 37 14 75568371 75568371 Missense_Mutation SNP G A 4 181 c.1829C>T c.(1828-1830)GCT>GTT p.A610V

Pat_66 Pre-Treatment NRXN3 9369 37 14 79181123 79181123 Missense_Mutation SNP G A 7 555 c.566G>A c.(565-567)CGC>CAC p.R189H

Pat_66 Pre-Treatment FLRT2 23768 37 14 86088927 86088927 Missense_Mutation SNP C T 93 179 c.1069C>T c.(1069-1071)CTT>TTT p.L357F

Pat_66 Pre-Treatment KCNK10 54207 37 14 88651959 88651959 Missense_Mutation SNP C T 34 91 c.1537G>A c.(1537-1539)GAG>AAG p.E513K

Pat_66 Pre-Treatment EML5 161436 37 14 89082537 89082537 Missense_Mutation SNP C T 5 368 c.5846G>A c.(5845-5847)CGA>CAA p.R1949Q

Pat_66 Pre-Treatment DDX24 57062 37 14 94528802 94528802 Missense_Mutation SNP G A 35 84 c.884C>T c.(883-885)TCT>TTT p.S295F

Pat_66 Pre-Treatment PPP4R4 57718 37 14 94741717 94741717 Missense_Mutation SNP C T 100 309 c.2456C>T c.(2455-2457)TCA>TTA p.S819L

Pat_66 Pre-Treatment BDKRB2 624 37 14 96707554 96707554 Missense_Mutation SNP C T 46 17 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_66 Pre-Treatment EML1 2009 37 14 100331938 100331938 Missense_Mutation SNP C T 16 57 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_66 Pre-Treatment WDR25 79446 37 14 100934439 100934439 Missense_Mutation SNP C T 79 160 c.904C>T c.(904-906)CCC>TCC p.P302S

Pat_66 Pre-Treatment DYNC1H1 1778 37 14 102478718 102478718 Missense_Mutation SNP C T 35 105 c.6925C>T c.(6925-6927)CCA>TCA p.P2309S

Pat_66 Pre-Treatment RCOR1 23186 37 14 103188553 103188553 Missense_Mutation SNP G A 84 58 c.1210G>A c.(1210-1212)GCA>ACA p.A404T

Pat_66 Pre-Treatment MARK3 4140 37 14 103958212 103958212 Missense_Mutation SNP G A 4 132 c.1685G>A c.(1684-1686)CGT>CAT p.R562H

Pat_66 Pre-Treatment TDRD9 122402 37 14 104516010 104516010 Nonsense_Mutation SNP G A 7 17 c.4040G>A c.(4039-4041)TGG>TAG p.W1347*

Pat_66 Pre-Treatment KIF26A 26153 37 14 104642925 104642925 Missense_Mutation SNP C T 9 37 c.3800C>T c.(3799-3801)TCC>TTC p.S1267F

Pat_66 Pre-Treatment AHNAK2 113146 37 14 105416293 105416293 Missense_Mutation SNP G A 267 192 c.5495C>T c.(5494-5496)TCG>TTG p.S1832L

Pat_66 Pre-Treatment MKRN3 7681 37 15 23811414 23811414 Missense_Mutation SNP C G 38 37 c.485C>G c.(484-486)GCT>GGT p.A162G

Pat_66 Pre-Treatment NDN 4692 37 15 23931560 23931560 Missense_Mutation SNP C T 16 41 c.805G>A c.(805-807)GAA>AAA p.E269K

Pat_66 Pre-Treatment OCA2 4948 37 15 28273183 28273184 Missense_Mutation DNP GG AA 81 94 c.348_349CC>TT.(346-351)TACCAT>TATTA p.H117Y

Pat_66 Pre-Treatment RYR3 6263 37 15 33765692 33765692 Missense_Mutation SNP G A 17 101 c.124G>A c.(124-126)GGA>AGA p.G42R

Pat_66 Pre-Treatment RYR3 6263 37 15 33831613 33831613 Nonsense_Mutation SNP C T 12 14 c.496C>T c.(496-498)CGA>TGA p.R166*

Pat_66 Pre-Treatment RYR3 6263 37 15 34040343 34040343 Missense_Mutation SNP G A 52 116 c.8018G>A c.(8017-8019)CGA>CAA p.R2673Q

Pat_66 Pre-Treatment PLCB2 5330 37 15 40585831 40585831 Missense_Mutation SNP C T 72 60 c.2156G>A c.(2155-2157)CGA>CAA p.R719Q

Pat_66 Pre-Treatment ATP8B4 79895 37 15 50223388 50223388 Missense_Mutation SNP C T 31 122 c.1570G>A c.(1570-1572)GGA>AGA p.G524R

Pat_66 Pre-Treatment SCG3 29106 37 15 51984482 51984482 Missense_Mutation SNP G A 57 86 c.817G>A c.(817-819)GAA>AAA p.E273K

Pat_66 Pre-Treatment UNC13C 440279 37 15 54306599 54306599 Missense_Mutation SNP G A 5 57 c.1499G>A c.(1498-1500)AGA>AAA p.R500K

Pat_66 Pre-Treatment UNC13C 440279 37 15 54914563 54914563 Missense_Mutation SNP C T 67 128 c.6145C>T c.(6145-6147)CAT>TAT p.H2049Y

Pat_66 Pre-Treatment CGNL1 84952 37 15 57731680 57731680 Missense_Mutation SNP G A 52 137 c.1483G>A c.(1483-1485)GAG>AAG p.E495K

Pat_66 Pre-Treatment LACTB 114294 37 15 63419580 63419580 Missense_Mutation SNP C T 86 70 c.644C>T c.(643-645)TCC>TTC p.S215F

Pat_66 Pre-Treatment RBPMS2 348093 37 15 65040652 65040652 Missense_Mutation SNP G A 4 111 c.533C>T c.(532-534)ACT>ATT p.T178I

Pat_66 Pre-Treatment DPP8 54878 37 15 65739250 65739250 Missense_Mutation SNP G A 139 135 c.2669C>T c.(2668-2670)TCA>TTA p.S890L

Pat_66 Pre-Treatment SMAD6 4091 37 15 67073466 67073466 Nonsense_Mutation SNP C T 15 27 c.1084C>T c.(1084-1086)CAG>TAG p.Q362*

Pat_66 Pre-Treatment IQCH 64799 37 15 67664995 67664995 Missense_Mutation SNP G A 29 256 c.1300G>A c.(1300-1302)GCC>ACC p.A434T

Pat_66 Pre-Treatment IQCH 64799 37 15 67713830 67713830 Missense_Mutation SNP G A 67 48 c.2420G>A c.(2419-2421)GGA>GAA p.G807E

Pat_66 Pre-Treatment LBXCOR1 390598 37 15 68123158 68123158 Missense_Mutation SNP G A 221 228 c.2386G>A c.(2386-2388)GAA>AAA p.E796K

Pat_66 Pre-Treatment ITGA11 22801 37 15 68603395 68603395 Nonsense_Mutation SNP C T 17 18 c.3111G>A c.(3109-3111)TGG>TGA p.W1037*

Pat_66 Pre-Treatment LRRC49 54839 37 15 71300951 71300951 Missense_Mutation SNP C T 12 32 c.1403C>T c.(1402-1404)TCT>TTT p.S468F

Pat_66 Pre-Treatment CT62 196993 37 15 71403603 71403603 Missense_Mutation SNP C T 34 62 c.298G>A c.(298-300)GAA>AAA p.E100K

Pat_66 Pre-Treatment LMAN1L 79748 37 15 75114194 75114194 Missense_Mutation SNP C T 43 115 c.1084C>T c.(1084-1086)CCA>TCA p.P362S

Pat_66 Pre-Treatment LMAN1L 79748 37 15 75115013 75115013 Missense_Mutation SNP G A 61 42 c.1162G>A c.(1162-1164)GGA>AGA p.G388R

Pat_66 Pre-Treatment ADAMTS7 11173 37 15 79059783 79059783 Missense_Mutation SNP C T 21 36 c.2797G>A c.(2797-2799)GAA>AAA p.E933K

Pat_66 Pre-Treatment IL16 3603 37 15 81585092 81585092 Missense_Mutation SNP T G 35 24 c.1616T>G c.(1615-1617)ATC>AGC p.I539S

Pat_66 Pre-Treatment FSD2 123722 37 15 83431013 83431013 Missense_Mutation SNP C T 13 71 c.1838G>A c.(1837-1839)GGA>GAA p.G613E

Pat_66 Pre-Treatment BNC1 646 37 15 83926294 83926294 Missense_Mutation SNP C T 39 114 c.2885G>A c.(2884-2886)GGC>GAC p.G962D

Pat_66 Pre-Treatment BNC1 646 37 15 83933555 83933555 Nonsense_Mutation SNP T A 29 88 c.448A>T c.(448-450)AAG>TAG p.K150*

Pat_66 Pre-Treatment SH3GL3 6457 37 15 84241415 84241415 Nonsense_Mutation SNP C T 5 57 c.430C>T c.(430-432)CAG>TAG p.Q144*



Pat_66 Pre-Treatment NTRK3 4916 37 15 88420258 88420258 Missense_Mutation SNP C T 52 99 c.2428G>A c.(2428-2430)GAA>AAA p.E810K

Pat_66 Pre-Treatment MFGE8 4240 37 15 89453073 89453073 Missense_Mutation SNP G A 115 110 c.155C>T c.(154-156)TCG>TTG p.S52L

Pat_66 Pre-Treatment VPS33B 26276 37 15 91548939 91548939 Missense_Mutation SNP G A 4 235 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_66 Pre-Treatment C16orf11 146325 37 16 615167 615167 Missense_Mutation SNP C T 41 26 c.1576C>T c.(1576-1578)CCA>TCA p.P526S

Pat_66 Pre-Treatment MSLNL 401827 37 16 830540 830540 Missense_Mutation SNP G A 7 321 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_66 Pre-Treatment CASKIN1 57524 37 16 2235338 2235339 Missense_Mutation DNP CC TT 10 51 c.1119_1120GG>AA117-1122)GAGGAG>GAAA p.E374K

Pat_66 Pre-Treatment SRRM2 23524 37 16 2816986 2816986 Missense_Mutation SNP G A 4 151 c.6457G>A c.(6457-6459)GGC>AGC p.G2153S

Pat_66 Pre-Treatment CREBBP 1387 37 16 3860755 3860755 Missense_Mutation SNP G A 53 18 c.824C>T c.(823-825)CCA>CTA p.P275L

Pat_66 Pre-Treatment SEC14L5 9717 37 16 5040771 5040771 Missense_Mutation SNP C T 25 56 c.349C>T c.(349-351)CAC>TAC p.H117Y

Pat_66 Pre-Treatment GRIN2A 2903 37 16 9857682 9857682 Missense_Mutation SNP A G 22 74 c.3719T>C c.(3718-3720)CTG>CCG p.L1240P

Pat_66 Pre-Treatment GRIN2A 2903 37 16 9862737 9862737 Missense_Mutation SNP G A 47 161 c.2566C>T c.(2566-2568)CGG>TGG p.R856W

Pat_66 Pre-Treatment TEKT5 146279 37 16 10769907 10769907 Nonsense_Mutation SNP C T 40 143 c.995G>A c.(994-996)TGG>TAG p.W332*

Pat_66 Pre-Treatment FAM18A 780776 37 16 10867934 10867934 Missense_Mutation SNP C T 14 23 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_66 Pre-Treatment ABCC6P1 653190 37 16 18603920 18603920 Missense_Mutation SNP C T 7 29 c.887C>T c.(886-888)GCC>GTC p.A296V

Pat_66 Pre-Treatment SMG1 23049 37 16 18844335 18844335 Missense_Mutation SNP G A 258 130 c.8719C>T c.(8719-8721)CTT>TTT p.L2907F

Pat_66 Pre-Treatment TMC5 79838 37 16 19490792 19490792 Missense_Mutation SNP C T 242 124 c.2209C>T c.(2209-2211)CTT>TTT p.L737F

Pat_66 Pre-Treatment DNAH3 55567 37 16 20974776 20974776 Missense_Mutation SNP C T 10 51 c.10430G>A c.(10429-10431)CGA>CAA p.R3477Q

Pat_66 Pre-Treatment DNAH3 55567 37 16 20981309 20981309 Missense_Mutation SNP C T 30 65 c.8263G>A c.(8263-8265)GAA>AAA p.E2755K

Pat_66 Pre-Treatment DNAH3 55567 37 16 21042407 21042407 Nonsense_Mutation SNP C T 21 64 c.5399G>A c.(5398-5400)TGG>TAG p.W1800*

Pat_66 Pre-Treatment SLC5A11 115584 37 16 24902310 24902310 Missense_Mutation SNP G A 81 192 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_66 Pre-Treatment HS3ST4 9951 37 16 26147561 26147561 Missense_Mutation SNP G A 5 41 c.1363G>A c.(1363-1365)GAT>AAT p.D455N

Pat_66 Pre-Treatment XPO6 23214 37 16 28187341 28187341 Missense_Mutation SNP G A 18 67 c.283C>T c.(283-285)CTT>TTT p.L95F

Pat_66 Pre-Treatment CLN3 1201 37 16 28493675 28493675 Missense_Mutation SNP G A 17 27 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_66 Pre-Treatment DOC2A 8448 37 16 30020384 30020384 Missense_Mutation SNP G A 30 101 c.460C>T c.(460-462)CCC>TCC p.P154S

Pat_66 Pre-Treatment ZNF764 92595 37 16 30567066 30567066 Missense_Mutation SNP G A 3 19 c.676C>T c.(676-678)CGT>TGT p.R226C

Pat_66 Pre-Treatment ZNF689 115509 37 16 30616361 30616361 Missense_Mutation SNP G A 4 139 c.727C>T c.(727-729)CGG>TGG p.R243W

Pat_66 Pre-Treatment SRCAP 10847 37 16 30736222 30736222 Missense_Mutation SNP C T 95 49 c.5477C>T c.(5476-5478)TCG>TTG p.S1826L

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927522 31927522 Missense_Mutation SNP A G 7 183 c.1952A>G c.(1951-1953)CAG>CGG p.Q651R

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 8 202 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 6 154 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_66 Pre-Treatment ZNF267 10308 37 16 31927702 31927702 Missense_Mutation SNP G C 5 156 c.2132G>C c.(2131-2133)AGT>ACT p.S711T

Pat_66 Pre-Treatment ABCC12 94160 37 16 48145507 48145507 Missense_Mutation SNP C T 126 439 c.2191G>A c.(2191-2193)GAA>AAA p.E731K

Pat_66 Pre-Treatment ABCC12 94160 37 16 48149436 48149436 Missense_Mutation SNP C T 29 70 c.1879G>A c.(1879-1881)GAC>AAC p.D627N

Pat_66 Pre-Treatment NOD2 64127 37 16 50750505 50750505 Missense_Mutation SNP G A 11 39 c.2470G>A c.(2470-2472)GAT>AAT p.D824N

Pat_66 Pre-Treatment MMP2 4313 37 16 55523700 55523700 Missense_Mutation SNP G A 4 78 c.1144G>A c.(1144-1146)GAT>AAT p.D382N

Pat_66 Pre-Treatment CES1 1066 37 16 55857517 55857517 Missense_Mutation SNP C T 21 51 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_66 Pre-Treatment NLRC5 84166 37 16 57113531 57113531 Missense_Mutation SNP G A 64 131 c.5311G>A c.(5311-5313)GAA>AAA p.E1771K

Pat_66 Pre-Treatment SLC9A5 6553 37 16 67292224 67292224 Nonsense_Mutation SNP G A 13 37 c.1500G>A c.(1498-1500)TGG>TGA p.W500*

Pat_66 Pre-Treatment WWP2 11060 37 16 69967937 69967937 Missense_Mutation SNP G A 4 193 c.1747G>A c.(1747-1749)GGA>AGA p.G583R

Pat_66 Pre-Treatment PDPR 55066 37 16 70163019 70163019 Missense_Mutation SNP C A 5 234 c.601C>A c.(601-603)CAA>AAA p.Q201K

Pat_66 Pre-Treatment ZFHX3 463 37 16 72833968 72833968 Nonsense_Mutation SNP G A 28 106 c.3925C>T c.(3925-3927)CGA>TGA p.R1309*

Pat_66 Pre-Treatment CLEC18B 497190 37 16 74446997 74446997 Missense_Mutation SNP G A 34 25 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_66 Pre-Treatment LDHD 197257 37 16 75148832 75148832 Missense_Mutation SNP C T 25 97 c.362G>A c.(361-363)CGA>CAA p.R121Q

Pat_66 Pre-Treatment ADAMTS18 170692 37 16 77327052 77327052 Missense_Mutation SNP G A 31 114 c.3110C>T c.(3109-3111)CCT>CTT p.P1037L

Pat_66 Pre-Treatment ADAMTS18 170692 37 16 77389970 77389970 Missense_Mutation SNP C A 4 119 c.1327G>T c.(1327-1329)GGT>TGT p.G443C

Pat_66 Pre-Treatment WWOX 51741 37 16 79245565 79245565 Missense_Mutation SNP G A 74 40 c.1117G>A c.(1117-1119)GGG>AGG p.G373R

Pat_66 Pre-Treatment CDYL2 124359 37 16 80638323 80638323 Missense_Mutation SNP G T 72 49 c.1483C>A c.(1483-1485)CTT>ATT p.L495I



Pat_66 Pre-Treatment JPH3 57338 37 16 87723781 87723782 Missense_Mutation DNP GG AA 8 1 .1815_1816GG>AA813-1818)GAGGAG>GAAA p.E606K

Pat_66 Pre-Treatment PITPNA 5306 37 17 1451670 1451670 Missense_Mutation SNP G A 4 67 c.209C>T c.(208-210)ACG>ATG p.T70M

Pat_66 Pre-Treatment USP6 9098 37 17 5041493 5041493 Missense_Mutation SNP G A 78 98 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_66 Pre-Treatment USP6 9098 37 17 5073977 5073977 Missense_Mutation SNP G A 42 12 c.3721G>A c.(3721-3723)GAC>AAC p.D1241N

Pat_66 Pre-Treatment DLG4 1742 37 17 7095296 7095296 Missense_Mutation SNP G A 51 8 c.2021C>T c.(2020-2022)TCG>TTG p.S674L

Pat_66 Pre-Treatment DNAH2 146754 37 17 7690282 7690282 Missense_Mutation SNP G A 42 60 c.6534G>A c.(6532-6534)ATG>ATA p.M2178I

Pat_66 Pre-Treatment DNAH2 146754 37 17 7700533 7700533 Missense_Mutation SNP G A 116 20 c.7903G>A c.(7903-7905)GAT>AAT p.D2635N

Pat_66 Pre-Treatment KDM6B 23135 37 17 7749407 7749407 Missense_Mutation SNP C T 31 2 c.248C>T c.(247-249)CCA>CTA p.P83L

Pat_66 Pre-Treatment KDM6B 23135 37 17 7750454 7750454 Missense_Mutation SNP C T 63 130 c.941C>T c.(940-942)CCA>CTA p.P314L

Pat_66 Pre-Treatment CHD3 1107 37 17 7797155 7797155 Nonsense_Mutation SNP C T 4 228 c.826C>T c.(826-828)CGA>TGA p.R276*

Pat_66 Pre-Treatment ARHGEF15 22899 37 17 8215586 8215587 Missense_Mutation DNP CC TT 111 120 c.229_230CC>TT c.(229-231)CCC>TTC p.P77F

Pat_66 Pre-Treatment PIK3R6 146850 37 17 8726352 8726352 Missense_Mutation SNP C T 89 18 c.1678G>A c.(1678-1680)GAA>AAA p.E560K

Pat_66 Pre-Treatment MYH4 4622 37 17 10351274 10351274 Missense_Mutation SNP A G 4 226 c.4826T>C c.(4825-4827)ATC>ACC p.I1609T

Pat_66 Pre-Treatment MYH3 4621 37 17 10555756 10555756 Missense_Mutation SNP T A 4 85 c.329A>T c.(328-330)TAC>TTC p.Y110F

Pat_66 Pre-Treatment DNAH9 1770 37 17 11865266 11865266 Missense_Mutation SNP G A 91 11 c.12926G>A c.(12925-12927)CGA>CAA p.R4309Q

Pat_66 Pre-Treatment ZNF624 57547 37 17 16525645 16525645 Missense_Mutation SNP G C 4 167 c.2555C>G c.(2554-2556)ACT>AGT p.T852S

Pat_66 Pre-Treatment TNFRSF13B 23495 37 17 16852099 16852099 Missense_Mutation SNP G A 4 172 c.398C>T c.(397-399)TCG>TTG p.S133L

Pat_66 Pre-Treatment TMEM132E 124842 37 17 32953976 32953976 Missense_Mutation SNP G A 77 8 c.628G>A c.(628-630)GAC>AAC p.D210N

Pat_66 Pre-Treatment TMEM132E 124842 37 17 32956071 32956071 Missense_Mutation SNP G A 108 21 c.916G>A c.(916-918)GAA>AAA p.E306K

Pat_66 Pre-Treatment DDX52 11056 37 17 35990143 35990143 Missense_Mutation SNP G A 37 51 c.664C>T c.(664-666)CCT>TCT p.P222S

Pat_66 Pre-Treatment THRA 7067 37 17 38233835 38233835 Missense_Mutation SNP C T 143 21 c.196C>T c.(196-198)CGC>TGC p.R66C

Pat_66 Pre-Treatment KRT35 3886 37 17 39634732 39634732 Missense_Mutation SNP C T 58 60 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_66 Pre-Treatment KRT36 8689 37 17 39642662 39642662 Missense_Mutation SNP G A 23 13 c.1370C>T c.(1369-1371)TCC>TTC p.S457F

Pat_66 Pre-Treatment JUP 3728 37 17 39919495 39919495 Missense_Mutation SNP C T 85 12 c.1237G>A c.(1237-1239)GGC>AGC p.G413S

Pat_66 Pre-Treatment VAT1 10493 37 17 41168547 41168547 Missense_Mutation SNP G A 3 36 c.875C>T c.(874-876)ACG>ATG p.T292M

Pat_66 Pre-Treatment GPATCH8 23131 37 17 42478520 42478520 Missense_Mutation SNP G A 119 145 c.925C>T c.(925-927)CCT>TCT p.P309S

Pat_66 Pre-Treatment WNT9B 7484 37 17 44950091 44950091 Missense_Mutation SNP G A 9 29 c.286G>A c.(286-288)GAG>AAG p.E96K

Pat_66 Pre-Treatment ITGB3 3690 37 17 45377890 45377890 Missense_Mutation SNP G A 19 38 c.1960G>A c.(1960-1962)GAA>AAA p.E654K

Pat_66 Pre-Treatment SKAP1 8631 37 17 46248022 46248022 Splice_Site SNP C T 60 95 c.827_splice c.e10-1 p.D276_splice

Pat_66 Pre-Treatment COL1A1 1277 37 17 48269226 48269226 Missense_Mutation SNP C T 10 3 c.2050G>A c.(2050-2052)GAG>AAG p.E684K

Pat_66 Pre-Treatment ABCC3 8714 37 17 48734461 48734462 Missense_Mutation DNP GG AA 27 46 c.403_404GG>AA c.(403-405)GGG>AAG p.G135K

Pat_66 Pre-Treatment ABCC3 8714 37 17 48753849 48753849 Missense_Mutation SNP C T 79 99 c.3278C>T c.(3277-3279)TCC>TTC p.S1093F

Pat_66 Pre-Treatment BPTF 2186 37 17 65940393 65940393 Missense_Mutation SNP C A 5 150 c.6605C>A c.(6604-6606)CCA>CAA p.P2202Q

Pat_66 Pre-Treatment ABCA9 10350 37 17 66980206 66980206 Missense_Mutation SNP C T 55 63 c.4490G>A c.(4489-4491)GGA>GAA p.G1497E

Pat_66 Pre-Treatment KIF19 124602 37 17 72338051 72338051 Missense_Mutation SNP G A 136 20 c.157G>A c.(157-159)GAC>AAC p.D53N

Pat_66 Pre-Treatment BTBD17 388419 37 17 72356148 72356148 Missense_Mutation SNP C T 33 53 c.322G>A c.(322-324)GAG>AAG p.E108K

Pat_66 Pre-Treatment BTBD17 388419 37 17 72356307 72356307 Missense_Mutation SNP C T 10 10 c.163G>A c.(163-165)GAG>AAG p.E55K

Pat_66 Pre-Treatment CD300LF 146722 37 17 72691330 72691330 Missense_Mutation SNP C T 54 3 c.778G>A c.(778-780)GAA>AAA p.E260K

Pat_66 Pre-Treatment C17orf28 283987 37 17 72959865 72959865 Nonsense_Mutation SNP C T 5 3 c.357G>A c.(355-357)TGG>TGA p.W119*

Pat_66 Pre-Treatment EVPL 2125 37 17 74006052 74006052 Missense_Mutation SNP C G 152 22 c.3234G>C c.(3232-3234)GAG>GAC p.E1078D

Pat_66 Pre-Treatment TNRC6C 57690 37 17 76045412 76045412 Missense_Mutation SNP C T 34 26 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_66 Pre-Treatment ENPP7 339221 37 17 77707317 77707317 Missense_Mutation SNP G A 122 162 c.265G>A c.(265-267)GAG>AAG p.E89K

Pat_66 Pre-Treatment ENPP7 339221 37 17 77709088 77709088 Missense_Mutation SNP G A 17 20 c.646G>A c.(646-648)GTG>ATG p.V216M

Pat_66 Pre-Treatment CCDC40 55036 37 17 78061471 78061471 Missense_Mutation SNP G A 54 7 c.2515G>A c.(2515-2517)GAC>AAC p.D839N

Pat_66 Pre-Treatment CARD14 79092 37 17 78162308 78162308 Missense_Mutation SNP G A 58 6 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_66 Pre-Treatment NPLOC4 55666 37 17 79536082 79536082 Missense_Mutation SNP G A 72 7 c.1409C>T c.(1408-1410)CCA>CTA p.P470L

Pat_66 Pre-Treatment CLUL1 27098 37 18 624944 624944 Missense_Mutation SNP C T 20 58 c.335C>T c.(334-336)TCC>TTC p.S112F



Pat_66 Pre-Treatment SMCHD1 23347 37 18 2688411 2688411 Missense_Mutation SNP C T 33 112 c.658C>T c.(658-660)CGT>TGT p.R220C

Pat_66 Pre-Treatment MYOM1 8736 37 18 3151719 3151719 Missense_Mutation SNP C T 85 94 c.1816G>A c.(1816-1818)GAT>AAT p.D606N

Pat_66 Pre-Treatment DLGAP1 9229 37 18 3879714 3879714 Missense_Mutation SNP G A 41 95 c.355C>T c.(355-357)CAC>TAC p.H119Y

Pat_66 Pre-Treatment LAMA1 284217 37 18 6956684 6956684 Missense_Mutation SNP G A 64 34 c.8045C>T c.(8044-8046)GCT>GTT p.A2682V

Pat_66 Pre-Treatment LRRC30 339291 37 18 7231617 7231617 Missense_Mutation SNP G A 85 44 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_66 Pre-Treatment POTEC 388468 37 18 14542991 14542991 Missense_Mutation SNP G A 8 517 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_66 Pre-Treatment LAMA3 3909 37 18 21438774 21438774 Missense_Mutation SNP C T 94 201 c.4403C>T c.(4402-4404)TCA>TTA p.S1468L

Pat_66 Pre-Treatment LAMA3 3909 37 18 21487860 21487860 Missense_Mutation SNP G A 43 92 c.6976G>A c.(6976-6978)GAA>AAA p.E2326K

Pat_66 Pre-Treatment LAMA3 3909 37 18 21519250 21519250 Missense_Mutation SNP C T 103 285 c.8926C>T c.(8926-8928)CCA>TCA p.P2976S

Pat_66 Pre-Treatment TTC39C 125488 37 18 21662896 21662896 Missense_Mutation SNP C T 74 184 c.835C>T c.(835-837)CAT>TAT p.H279Y

Pat_66 Pre-Treatment DSG1 1828 37 18 28908228 28908229 Missense_Mutation DNP GG AA 40 94 c.293_294GG>AA c.(292-294)GGG>GAA p.G98E

Pat_66 Pre-Treatment DSG1 1828 37 18 28914126 28914126 Missense_Mutation SNP G A 28 87 c.966G>A c.(964-966)ATG>ATA p.M322I

Pat_66 Pre-Treatment DSG4 147409 37 18 28968334 28968334 Missense_Mutation SNP G A 30 57 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_66 Pre-Treatment DSG4 147409 37 18 28993511 28993511 Nonsense_Mutation SNP C T 98 85 c.3076C>T c.(3076-3078)CGA>TGA p.R1026*

Pat_66 Pre-Treatment MYO5B 4645 37 18 47432825 47432825 Missense_Mutation SNP G A 76 56 c.2378C>T c.(2377-2379)ACC>ATC p.T793I

Pat_66 Pre-Treatment DCC 1630 37 18 51013302 51013302 Missense_Mutation SNP G A 56 173 c.3872G>A c.(3871-3873)CGA>CAA p.R1291Q

Pat_66 Pre-Treatment TCF4 6925 37 18 52942936 52942936 Nonsense_Mutation SNP G A 332 217 c.703C>T c.(703-705)CAG>TAG p.Q235*

Pat_66 Pre-Treatment LMAN1 3998 37 18 57006123 57006123 Missense_Mutation SNP G A 72 54 c.1018C>T c.(1018-1020)CGT>TGT p.R340C

Pat_66 Pre-Treatment SERPINB3 6317 37 18 61322991 61322991 Missense_Mutation SNP G A 57 120 c.1073C>T c.(1072-1074)TCA>TTA p.S358L

Pat_66 Pre-Treatment SERPINB10 5273 37 18 61584708 61584708 Missense_Mutation SNP G A 10 27 c.187G>A c.(187-189)GAC>AAC p.D63N

Pat_66 Pre-Treatment SERPINB10 5273 37 18 61597359 61597359 Missense_Mutation SNP G A 69 62 c.571G>A c.(571-573)GGA>AGA p.G191R

Pat_66 Pre-Treatment DSEL 92126 37 18 65180770 65180770 Nonsense_Mutation SNP C T 54 58 c.1106G>A c.(1105-1107)TGG>TAG p.W369*

Pat_66 Pre-Treatment ELANE 1991 37 19 853306 853306 Missense_Mutation SNP C T 12 25 c.269C>T c.(268-270)TCG>TTG p.S90L

Pat_66 Pre-Treatment C19orf29 58509 37 19 3614531 3614531 Missense_Mutation SNP T C 3 33 c.1219A>G c.(1219-1221)AAG>GAG p.K407E

Pat_66 Pre-Treatment HDGFRP2 84717 37 19 4501303 4501303 Missense_Mutation SNP G T 57 39 c.1890G>T c.(1888-1890)AGG>AGT p.R630S

Pat_66 Pre-Treatment TMEM146 257062 37 19 5754206 5754206 Missense_Mutation SNP G A 91 240 c.1228G>A c.(1228-1230)GAA>AAA p.E410K

Pat_66 Pre-Treatment FUT5 2527 37 19 5867287 5867287 Missense_Mutation SNP C T 22 43 c.450G>A c.(448-450)ATG>ATA p.M150I

Pat_66 Pre-Treatment TUBB4 10382 37 19 6495665 6495665 Missense_Mutation SNP C T 4 110 c.845G>A c.(844-846)CGG>CAG p.R282Q

Pat_66 Pre-Treatment C3 718 37 19 6711077 6711077 Missense_Mutation SNP G A 14 330 c.1400C>T c.(1399-1401)CCC>CTC p.P467L

Pat_66 Pre-Treatment VAV1 7409 37 19 6853048 6853048 Missense_Mutation SNP C T 27 93 c.2290C>T c.(2290-2292)CCC>TCC p.P764S

Pat_66 Pre-Treatment MUC16 94025 37 19 9026235 9026235 Missense_Mutation SNP C T 137 377 c.36751G>A c.(36751-36753)GGC>AGC p.G12251S

Pat_66 Pre-Treatment MUC16 94025 37 19 9069882 9069882 Missense_Mutation SNP C T 88 64 c.17564G>A c.(17563-17565)GGA>GAA p.G5855E

Pat_66 Pre-Treatment MUC16 94025 37 19 9076395 9076395 Missense_Mutation SNP C T 42 114 c.11051G>A c.(11050-11052)AGC>AAC p.S3684N

Pat_66 Pre-Treatment MUC16 94025 37 19 9087904 9087904 Missense_Mutation SNP G A 21 40 c.3911C>T c.(3910-3912)TCA>TTA p.S1304L

Pat_66 Pre-Treatment OR7E24 26648 37 19 9362042 9362042 Missense_Mutation SNP G A 24 67 c.323G>A c.(322-324)AGA>AAA p.R108K

Pat_66 Pre-Treatment SMARCA4 6597 37 19 11135028 11135028 Missense_Mutation SNP G A 4 121 c.2995G>A c.(2995-2997)GAC>AAC p.D999N

Pat_66 Pre-Treatment PRKCSH 5589 37 19 11552081 11552081 Missense_Mutation SNP C T 135 92 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_66 Pre-Treatment ZNF440 126070 37 19 11942890 11942890 Missense_Mutation SNP G A 5 173 c.899G>A c.(898-900)CGT>CAT p.R300H

Pat_66 Pre-Treatment ZNF700 90592 37 19 12060746 12060747 Missense_Mutation DNP AG GA 9 355 .1907_1908AG>GAc.(1906-1908)CAG>CGA p.Q636R

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 9 305 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187334 12187334 Missense_Mutation SNP G A 6 249 c.1399G>A c.(1399-1401)GAA>AAA p.E467K

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187394 12187394 Missense_Mutation SNP T C 5 201 c.1459T>C c.(1459-1461)TTT>CTT p.F487L

Pat_66 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 5 143 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_66 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 6 338 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_66 Pre-Treatment BEST2 54831 37 19 12866232 12866232 Missense_Mutation SNP C T 34 85 c.676C>T c.(676-678)CAC>TAC p.H226Y

Pat_66 Pre-Treatment MAST1 22983 37 19 12976158 12976158 Missense_Mutation SNP C T 27 53 c.1667C>T c.(1666-1668)CCC>CTC p.P556L

Pat_66 Pre-Treatment EMR3 84658 37 19 14774286 14774286 Missense_Mutation SNP C T 33 110 c.143G>A c.(142-144)GGA>GAA p.G48E



Pat_66 Pre-Treatment CYP4F22 126410 37 19 15648767 15648767 Nonsense_Mutation SNP C T 40 103 c.634C>T c.(634-636)CAG>TAG p.Q212*

Pat_66 Pre-Treatment OR10H4 126541 37 19 16060671 16060671 Missense_Mutation SNP C T 88 202 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_66 Pre-Treatment CALR3 125972 37 19 16593379 16593379 Missense_Mutation SNP G A 29 84 c.800C>T c.(799-801)CCA>CTA p.P267L

Pat_66 Pre-Treatment UNC13A 23025 37 19 17780476 17780476 Missense_Mutation SNP C T 6 14 c.544G>A c.(544-546)GGA>AGA p.G182R

Pat_66 Pre-Treatment PDE4C 5143 37 19 18330058 18330058 Missense_Mutation SNP C T 22 54 c.952G>A c.(952-954)GAG>AAG p.E318K

Pat_66 Pre-Treatment SFRS14 10147 37 19 19105258 19105258 Missense_Mutation SNP C T 5 361 c.3166G>A c.(3166-3168)GGG>AGG p.G1056R

Pat_66 Pre-Treatment SFRS14 10147 37 19 19115132 19115132 Missense_Mutation SNP G A 7 8 c.2774C>T c.(2773-2775)CCC>CTC p.P925L

Pat_66 Pre-Treatment GATAD2A 54815 37 19 19603483 19603483 Missense_Mutation SNP C T 4 153 c.496C>T c.(496-498)CGG>TGG p.R166W

Pat_66 Pre-Treatment ZNF93 81931 37 19 20045187 20045187 Missense_Mutation SNP C T 67 231 c.1423C>T c.(1423-1425)CAT>TAT p.H475Y

Pat_66 Pre-Treatment ZNF737 100129842 37 19 20727684 20727684 Missense_Mutation SNP G C 4 193 c.1325C>G c.(1324-1326)ACA>AGA p.T442R

Pat_66 Pre-Treatment ZNF208 7757 37 19 22154249 22154249 Missense_Mutation SNP A G 7 194 c.3203T>C c.(3202-3204)CTC>CCC p.L1068P

Pat_66 Pre-Treatment ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 9 185 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_66 Pre-Treatment ZNF208 7757 37 19 22156484 22156484 Missense_Mutation SNP G T 6 304 c.1352C>A c.(1351-1353)ACA>AAA p.T451K

Pat_66 Pre-Treatment ZNF208 7757 37 19 22156652 22156652 Missense_Mutation SNP T G 5 244 c.1184A>C c.(1183-1185)AAA>ACA p.K395T

Pat_66 Pre-Treatment ZNF257 113835 37 19 22271685 22271685 Missense_Mutation SNP G A 16 85 c.1133G>A c.(1132-1134)GGA>GAA p.G378E

Pat_66 Pre-Treatment ZNF676 163223 37 19 22363812 22363812 Missense_Mutation SNP C T 84 333 c.707G>A c.(706-708)CGA>CAA p.R236Q

Pat_66 Pre-Treatment ZNF99 7652 37 19 22940128 22940128 Nonsense_Mutation SNP T A 76 128 c.2203A>T c.(2203-2205)AAA>TAA p.K735*

Pat_66 Pre-Treatment ZNF99 7652 37 19 22941833 22941833 Missense_Mutation SNP G T 43 109 c.605C>A c.(604-606)GCT>GAT p.A202D

Pat_66 Pre-Treatment ZNF91 7644 37 19 23545434 23545434 Missense_Mutation SNP C A 4 152 c.347G>T c.(346-348)GGA>GTA p.G116V

Pat_66 Pre-Treatment ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A C 4 148 c.1385T>G c.(1384-1386)ATC>AGC p.I462S

Pat_66 Pre-Treatment ZNF681 148213 37 19 23926859 23926859 Missense_Mutation SNP C T 187 128 c.1493G>A c.(1492-1494)AGA>AAA p.R498K

Pat_66 Pre-Treatment RPSAP58 388524 37 19 24010418 24010418 Missense_Mutation SNP C T 36 56 c.455C>T c.(454-456)TCT>TTT p.S152F

Pat_66 Pre-Treatment ZNF536 9745 37 19 30935574 30935574 Missense_Mutation SNP G A 56 155 c.1105G>A c.(1105-1107)GAC>AAC p.D369N

Pat_66 Pre-Treatment ZNF30 90075 37 19 35435302 35435302 Missense_Mutation SNP C A 4 78 c.1432C>A c.(1432-1434)CAT>AAT p.H478N

Pat_66 Pre-Treatment SCN1B 6324 37 19 35524553 35524553 Missense_Mutation SNP G A 83 166 c.358G>A c.(358-360)GAG>AAG p.E120K

Pat_66 Pre-Treatment ZNF570 148268 37 19 37966904 37966904 Missense_Mutation SNP C T 20 50 c.155C>T c.(154-156)TCA>TTA p.S52L

Pat_66 Pre-Treatment SIPA1L3 23094 37 19 38610020 38610020 Missense_Mutation SNP C T 166 93 c.2366C>T c.(2365-2367)TCC>TTC p.S789F

Pat_66 Pre-Treatment ACTN4 81 37 19 39217717 39217717 Missense_Mutation SNP C T 68 56 c.2311C>T c.(2311-2313)CGG>TGG p.R771W

Pat_66 Pre-Treatment RINL 126432 37 19 39360246 39360247 Missense_Mutation DNP CC TT 42 50 .1098_1099GG>AA096-1101)ATGGAG>ATAA.366_367ME>I

Pat_66 Pre-Treatment PSMC4 5704 37 19 40485793 40485793 Missense_Mutation SNP G A 5 220 c.743G>A c.(742-744)CGG>CAG p.R248Q

Pat_66 Pre-Treatment ZNF780B 163131 37 19 40541904 40541904 Missense_Mutation SNP G A 47 182 c.862C>T c.(862-864)CGT>TGT p.R288C

Pat_66 Pre-Treatment SERTAD3 29946 37 19 40947752 40947753 Missense_Mutation DNP GG AA 17 0 c.235_236CC>TT c.(235-237)CCC>TTC p.P79F

Pat_66 Pre-Treatment LTBP4 8425 37 19 41114441 41114441 Missense_Mutation SNP C T 11 1 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_66 Pre-Treatment AXL 558 37 19 41743919 41743919 Missense_Mutation SNP C T 57 102 c.854C>T c.(853-855)TCG>TTG p.S285L

Pat_66 Pre-Treatment CEACAM5 1048 37 19 42213826 42213826 Nonsense_Mutation SNP C T 138 240 c.292C>T c.(292-294)CGA>TGA p.R98*

Pat_66 Pre-Treatment ARHGEF1 9138 37 19 42410699 42410699 Missense_Mutation SNP C T 25 4 c.2582C>T c.(2581-2583)CCC>CTC p.P861L

Pat_66 Pre-Treatment PSG8 440533 37 19 43268118 43268118 Missense_Mutation SNP C T 17 358 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_66 Pre-Treatment PSG8 440533 37 19 43268263 43268264 Missense_Mutation DNP TG CA 7 272 c.234_235CA>TG.(232-237)TACATT>TATGT p.I79V

Pat_66 Pre-Treatment ZNF221 7638 37 19 44470916 44470916 Missense_Mutation SNP C T 38 64 c.1262C>T c.(1261-1263)TCC>TTC p.S421F

Pat_66 Pre-Treatment CEACAM20 125931 37 19 45026779 45026779 Missense_Mutation SNP G A 47 5 c.635C>T c.(634-636)ACG>ATG p.T212M

Pat_66 Pre-Treatment CEACAM16 388551 37 19 45211412 45211412 Missense_Mutation SNP C T 3 28 c.1220C>T c.(1219-1221)ACA>ATA p.T407I

Pat_66 Pre-Treatment SFRS16 11129 37 19 45570779 45570779 Missense_Mutation SNP C T 22 0 c.1594C>T c.(1594-1596)CCC>TCC p.P532S

Pat_66 Pre-Treatment CKM 1158 37 19 45811702 45811702 Missense_Mutation SNP C T 29 46 c.742G>A c.(742-744)GAG>AAG p.E248K

Pat_66 Pre-Treatment FBXO46 23403 37 19 46216507 46216507 Nonsense_Mutation SNP G A 31 37 c.247C>T c.(247-249)CGA>TGA p.R83*

Pat_66 Pre-Treatment NOVA2 4858 37 19 46443167 46443167 Missense_Mutation SNP G A 5 63 c.1433C>T c.(1432-1434)ACC>ATC p.T478I

Pat_66 Pre-Treatment ZC3H4 23211 37 19 47570496 47570496 Missense_Mutation SNP G A 21 19 c.3029C>T c.(3028-3030)CCC>CTC p.P1010L

Pat_66 Pre-Treatment RUVBL2 10856 37 19 49518890 49518890 Missense_Mutation SNP G A 4 139 c.1313G>A c.(1312-1314)CGC>CAC p.R438H



Pat_66 Pre-Treatment TEAD2 8463 37 19 49862699 49862699 Missense_Mutation SNP C T 6 341 c.290G>A c.(289-291)CGA>CAA p.R97Q

Pat_66 Pre-Treatment SIGLEC9 27180 37 19 51628484 51628484 Missense_Mutation SNP G A 63 125 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_66 Pre-Treatment ZNF841 284371 37 19 52569533 52569533 Missense_Mutation SNP A C 4 89 c.1254T>G c.(1252-1254)ATT>ATG p.I418M

Pat_66 Pre-Treatment ZNF28 7576 37 19 53302984 53302985 Missense_Mutation DNP TT GA 8 363 c.2113_2114AA>TC c.(2113-2115)AAC>TCC p.N705S

Pat_66 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 10 401 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_66 Pre-Treatment ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 10 283 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_66 Pre-Treatment ZNF845 91664 37 19 53855364 53855364 Missense_Mutation SNP C T 12 265 c.1436C>T c.(1435-1437)ACA>ATA p.T479I

Pat_66 Pre-Treatment ZNF761 388561 37 19 53958983 53958983 Missense_Mutation SNP A C 5 342 c.1222A>C c.(1222-1224)AAA>CAA p.K408Q

Pat_66 Pre-Treatment ZNF331 55422 37 19 54074897 54074897 Nonsense_Mutation SNP C T 155 235 c.49C>T c.(49-51)CAG>TAG p.Q17*

Pat_66 Pre-Treatment NLRP12 91662 37 19 54314371 54314371 Missense_Mutation SNP C T 30 44 c.542G>A c.(541-543)CGG>CAG p.R181Q

Pat_66 Pre-Treatment MYADM 91663 37 19 54376901 54376901 Missense_Mutation SNP C T 13 11 c.118C>T c.(118-120)CGC>TGC p.R40C

Pat_66 Pre-Treatment CNOT3 4849 37 19 54651962 54651962 Missense_Mutation SNP C T 15 12 c.974C>T c.(973-975)TCC>TTC p.S325F

Pat_66 Pre-Treatment LILRA2 11027 37 19 55086452 55086452 Missense_Mutation SNP C T 55 103 c.607C>T c.(607-609)CCC>TCC p.P203S

Pat_66 Pre-Treatment LILRA1 11024 37 19 55106402 55106402 Missense_Mutation SNP G A 26 40 c.343G>A c.(343-345)GAG>AAG p.E115K

Pat_66 Pre-Treatment NCR1 9437 37 19 55417580 55417580 Splice_Site SNP G A 4 166 c.34_splice c.e1+1 p.G12_splice

Pat_66 Pre-Treatment NLRP13 126204 37 19 56423340 56423340 Missense_Mutation SNP C T 17 23 c.1843G>A c.(1843-1845)GAA>AAA p.E615K

Pat_66 Pre-Treatment ZNF582 147948 37 19 56896125 56896125 Missense_Mutation SNP G A 25 46 c.661C>T c.(661-663)CAT>TAT p.H221Y

Pat_66 Pre-Treatment PEG3 5178 37 19 57325629 57325629 Missense_Mutation SNP G A 51 50 c.4181C>T c.(4180-4182)GCT>GTT p.A1394V

Pat_66 Pre-Treatment USP29 57663 37 19 57642078 57642078 Missense_Mutation SNP G A 12 35 c.2035G>A c.(2035-2037)GAG>AAG p.E679K

Pat_66 Pre-Treatment ZNF419 79744 37 19 58005274 58005274 Missense_Mutation SNP T C 4 184 c.1349T>C c.(1348-1350)ATT>ACT p.I450T

Pat_66 Pre-Treatment ZNF419 79744 37 19 58005314 58005314 Missense_Mutation SNP G C 4 212 c.1389G>C c.(1387-1389)TTG>TTC p.L463F

Pat_66 Pre-Treatment ZNF671 79891 37 19 58231944 58231944 Missense_Mutation SNP C T 4 209 c.1510G>A c.(1510-1512)GAA>AAA p.E504K

Pat_66 Pre-Treatment ZNF552 79818 37 19 58319596 58319596 Missense_Mutation SNP G A 130 18 c.1036C>T c.(1036-1038)CAC>TAC p.H346Y

Pat_66 Pre-Treatment TPO 7173 37 2 1459902 1459902 Missense_Mutation SNP G A 32 18 c.667G>A c.(667-669)GAT>AAT p.D223N

Pat_66 Pre-Treatment ALLC 55821 37 2 3727551 3727551 Nonsense_Mutation SNP C T 24 86 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_66 Pre-Treatment ALLC 55821 37 2 3730661 3730661 Missense_Mutation SNP C T 121 343 c.508C>T c.(508-510)CCA>TCA p.P170S

Pat_66 Pre-Treatment HPCAL1 3241 37 2 10560110 10560110 Missense_Mutation SNP G A 89 62 c.227G>A c.(226-228)GGC>GAC p.G76D

Pat_66 Pre-Treatment NT5C1B 93034 37 2 18758038 18758038 Splice_Site SNP C T 36 133 c.1324_splice c.e8+1 p.G442_splice

Pat_66 Pre-Treatment APOB 338 37 2 21233256 21233256 Missense_Mutation SNP C T 11 40 c.6484G>A c.(6484-6486)GAT>AAT p.D2162N

Pat_66 Pre-Treatment OTOF 9381 37 2 26703859 26703859 Missense_Mutation SNP C T 11 52 c.1598G>A c.(1597-1599)GGC>GAC p.G533D

Pat_66 Pre-Treatment SLC4A1AP 22950 37 2 27900650 27900650 Nonsense_Mutation SNP C A 4 132 c.1622C>A c.(1621-1623)TCA>TAA p.S541*

Pat_66 Pre-Treatment C2orf71 388939 37 2 29296383 29296383 Missense_Mutation SNP C T 84 63 c.745G>A c.(745-747)GAG>AAG p.E249K

Pat_66 Pre-Treatment CAPN13 92291 37 2 30961151 30961151 Missense_Mutation SNP C T 11 43 c.1603G>A c.(1603-1605)GGG>AGG p.G535R

Pat_66 Pre-Treatment XDH 7498 37 2 31589745 31589745 Missense_Mutation SNP C T 68 182 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_66 Pre-Treatment XDH 7498 37 2 31625943 31625944 Missense_Mutation DNP GG AA 79 251 c.167_168CC>TT c.(166-168)TCC>TTT p.S56F

Pat_66 Pre-Treatment MEMO1 51072 37 2 32145948 32145948 Missense_Mutation SNP G A 90 66 c.244C>T c.(244-246)CAT>TAT p.H82Y

Pat_66 Pre-Treatment SLC30A6 55676 37 2 32445559 32445559 Missense_Mutation SNP C T 100 91 c.1163C>T c.(1162-1164)TCA>TTA p.S388L

Pat_66 Pre-Treatment NRXN1 9378 37 2 50779970 50779970 Missense_Mutation SNP G A 21 38 c.1634C>T c.(1633-1635)TCA>TTA p.S545L

Pat_66 Pre-Treatment BCL11A 53335 37 2 60688543 60688543 Missense_Mutation SNP C T 19 8 c.1504G>A c.(1504-1506)GAG>AAG p.E502K

Pat_66 Pre-Treatment SLC1A4 6509 37 2 65228592 65228592 Missense_Mutation SNP C T 40 133 c.538C>T c.(538-540)CCC>TCC p.P180S

Pat_66 Pre-Treatment ETAA1 54465 37 2 67630832 67630832 Missense_Mutation SNP C T 31 83 c.1018C>T c.(1018-1020)CCA>TCA p.P340S

Pat_66 Pre-Treatment GKN1 56287 37 2 69207927 69207927 Missense_Mutation SNP C T 26 49 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_66 Pre-Treatment ADD2 119 37 2 70906086 70906086 Missense_Mutation SNP C T 53 79 c.1133G>A c.(1132-1134)AGA>AAA p.R378K

Pat_66 Pre-Treatment ACTG2 72 37 2 74136218 74136218 Missense_Mutation SNP G A 5 302 c.403G>A c.(403-405)GTC>ATC p.V135I

Pat_66 Pre-Treatment DQX1 165545 37 2 74746263 74746263 Missense_Mutation SNP C T 36 72 c.1901G>A c.(1900-1902)AGA>AAA p.R634K

Pat_66 Pre-Treatment DQX1 165545 37 2 74746696 74746696 Missense_Mutation SNP C T 74 185 c.1793G>A c.(1792-1794)GGA>GAA p.G598E

Pat_66 Pre-Treatment CTNNA2 1496 37 2 80782922 80782922 Nonsense_Mutation SNP C T 44 134 c.1645C>T c.(1645-1647)CGA>TGA p.R549*



Pat_66 Pre-Treatment ST3GAL5 8869 37 2 86074997 86074997 Missense_Mutation SNP C T 113 76 c.649G>A c.(649-651)GAT>AAT p.D217N

Pat_66 Pre-Treatment KRCC1 51315 37 2 88327934 88327934 Missense_Mutation SNP A G 21 44 c.149T>C c.(148-150)GTT>GCT p.V50A

Pat_66 Pre-Treatment EIF2AK3 9451 37 2 88874650 88874650 Missense_Mutation SNP G A 146 368 c.2351C>T c.(2350-2352)TCC>TTC p.S784F

Pat_66 Pre-Treatment ZNF514 84874 37 2 95815412 95815412 Missense_Mutation SNP G A 87 41 c.818C>T c.(817-819)TCG>TTG p.S273L

Pat_66 Pre-Treatment NMS 129521 37 2 101086963 101086963 Missense_Mutation SNP C T 76 199 c.13C>T c.(13-15)CGT>TGT p.R5C

Pat_66 Pre-Treatment IL18R1 8809 37 2 102979152 102979152 Missense_Mutation SNP G T 5 266 c.32G>T c.(31-33)TGG>TTG p.W11L

Pat_66 Pre-Treatment IL18R1 8809 37 2 103003322 103003322 Missense_Mutation SNP A T 22 59 c.811A>T c.(811-813)ACT>TCT p.T271S

Pat_66 Pre-Treatment IL18R1 8809 37 2 103011009 103011009 Missense_Mutation SNP G A 33 73 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_66 Pre-Treatment RGPD4 285190 37 2 108455395 108455395 Missense_Mutation SNP G A 118 302 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_66 Pre-Treatment RGPD4 285190 37 2 108475865 108475865 Missense_Mutation SNP C T 31 209 c.1489C>T c.(1489-1491)CAC>TAC p.H497Y

Pat_66 Pre-Treatment SULT1C2 6819 37 2 108910209 108910210 Nonsense_Mutation DNP GG AA 55 44 c.86_87GG>AA c.(85-87)TGG>TAA p.W29*

Pat_66 Pre-Treatment RANBP2 5903 37 2 109382649 109382649 Missense_Mutation SNP C T 48 158 c.5654C>T c.(5653-5655)ACC>ATC p.T1885I

Pat_66 Pre-Treatment IL1B 3553 37 2 113591100 113591100 Missense_Mutation SNP C T 48 149 c.152G>A c.(151-153)CGA>CAA p.R51Q

Pat_66 Pre-Treatment MARCO 8685 37 2 119732096 119732096 Splice_Site SNP G A 17 29 c.569_splice c.e6-1 p.G190_splice

Pat_66 Pre-Treatment GLI2 2736 37 2 121740454 121740454 Missense_Mutation SNP G A 61 149 c.1681G>A c.(1681-1683)GAG>AAG p.E561K

Pat_66 Pre-Treatment GLI2 2736 37 2 121743896 121743896 Missense_Mutation SNP G A 57 34 c.1999G>A c.(1999-2001)GAG>AAG p.E667K

Pat_66 Pre-Treatment BIN1 274 37 2 127808489 127808489 Splice_Site SNP C T 28 81 c.1462_splice c.e17-1 p.S488_splice

Pat_66 Pre-Treatment ERCC3 2071 37 2 128015227 128015227 Missense_Mutation SNP C T 41 103 c.2294G>A c.(2293-2295)CGG>CAG p.R765Q

Pat_66 Pre-Treatment POTEF 728378 37 2 130877816 130877816 Missense_Mutation SNP C T 95 336 c.273G>A c.(271-273)ATG>ATA p.M91I

Pat_66 Pre-Treatment LOC150786 150786 37 2 132120554 132120554 Missense_Mutation SNP G A 32 117 c.740C>T c.(739-741)TCA>TTA p.S247L

Pat_66 Pre-Treatment LCT 3938 37 2 136561509 136561509 Missense_Mutation SNP C T 10 23 c.4654G>A c.(4654-4656)GCA>ACA p.A1552T

Pat_66 Pre-Treatment THSD7B 80731 37 2 137814013 137814013 Missense_Mutation SNP G A 17 62 c.70G>A c.(70-72)GAC>AAC p.D24N

Pat_66 Pre-Treatment LRP1B 53353 37 2 140992454 140992454 Splice_Site SNP C T 29 17 c.13561_splice c.e90-1 p.A4521_splice

Pat_66 Pre-Treatment ZEB2 9839 37 2 145157783 145157783 Missense_Mutation SNP G A 49 34 c.971C>T c.(970-972)TCC>TTC p.S324F

Pat_66 Pre-Treatment KIF5C 3800 37 2 149793849 149793849 Missense_Mutation SNP G A 9 18 c.343G>A c.(343-345)GAT>AAT p.D115N

Pat_66 Pre-Treatment NEB 4703 37 2 152404848 152404848 Missense_Mutation SNP G A 4 163 c.15028C>T c.(15028-15030)CGG>TGG p.R5010W

Pat_66 Pre-Treatment GALNT13 114805 37 2 155102466 155102466 Missense_Mutation SNP G C 69 41 c.828G>C c.(826-828)AGG>AGC p.R276S

Pat_66 Pre-Treatment GALNT5 11227 37 2 158114925 158114925 Missense_Mutation SNP G A 89 70 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_66 Pre-Treatment CYTIP 9595 37 2 158272265 158272265 Missense_Mutation SNP C T 23 83 c.1004G>A c.(1003-1005)GGA>GAA p.G335E

Pat_66 Pre-Treatment LY75 4065 37 2 160671981 160671981 Missense_Mutation SNP C T 24 42 c.4484G>A c.(4483-4485)GGA>GAA p.G1495E

Pat_66 Pre-Treatment LY75 4065 37 2 160732154 160732154 Missense_Mutation SNP G A 118 83 c.1775C>T c.(1774-1776)GCT>GTT p.A592V

Pat_66 Pre-Treatment FIGN 55137 37 2 164467030 164467030 Missense_Mutation SNP G A 38 107 c.1312C>T c.(1312-1314)CTC>TTC p.L438F

Pat_66 Pre-Treatment FIGN 55137 37 2 164467113 164467113 Missense_Mutation SNP G A 35 73 c.1229C>T c.(1228-1230)TCA>TTA p.S410L

Pat_66 Pre-Treatment SLC38A11 151258 37 2 165809258 165809258 Missense_Mutation SNP G A 30 73 c.20C>T c.(19-21)CCT>CTT p.P7L

Pat_66 Pre-Treatment SCN3A 6328 37 2 165997486 165997486 Missense_Mutation SNP G A 21 60 c.1694C>T c.(1693-1695)TCC>TTC p.S565F

Pat_66 Pre-Treatment SCN2A 6326 37 2 166243485 166243485 Nonsense_Mutation SNP G A 94 58 c.4781G>A c.(4780-4782)TGG>TAG p.W1594*

Pat_66 Pre-Treatment SCN1A 6323 37 2 166892893 166892893 Missense_Mutation SNP C T 18 26 c.3061G>A c.(3061-3063)GAA>AAA p.E1021K

Pat_66 Pre-Treatment SCN1A 6323 37 2 166900267 166900267 Missense_Mutation SNP G A 43 138 c.1955C>T c.(1954-1956)TCC>TTC p.S652F

Pat_66 Pre-Treatment XIRP2 129446 37 2 168103996 168103996 Missense_Mutation SNP C T 24 61 c.6094C>T c.(6094-6096)CGT>TGT p.R2032C

Pat_66 Pre-Treatment XIRP2 129446 37 2 168104704 168104704 Missense_Mutation SNP G A 21 61 c.6802G>A c.(6802-6804)GAA>AAA p.E2268K

Pat_66 Pre-Treatment LRP2 4036 37 2 170048385 170048385 Missense_Mutation SNP C T 38 103 c.8989G>A c.(8989-8991)GAA>AAA p.E2997K

Pat_66 Pre-Treatment LRP2 4036 37 2 170139487 170139487 Missense_Mutation SNP C T 140 104 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_66 Pre-Treatment KLHL23 151230 37 2 170606024 170606024 Missense_Mutation SNP G A 24 81 c.1459G>A c.(1459-1461)GAA>AAA p.E487K

Pat_66 Pre-Treatment HOXD8 3234 37 2 176996223 176996223 Nonsense_Mutation SNP G A 93 239 c.756G>A c.(754-756)TGG>TGA p.W252*

Pat_66 Pre-Treatment PDE11A 50940 37 2 178682595 178682595 Missense_Mutation SNP C T 22 56 c.1634G>A c.(1633-1635)CGA>CAA p.R545Q

Pat_66 Pre-Treatment OSBPL6 114880 37 2 179255827 179255827 Missense_Mutation SNP G A 44 116 c.2329G>A c.(2329-2331)GAA>AAA p.E777K

Pat_66 Pre-Treatment TTN 7273 37 2 179406231 179406231 Missense_Mutation SNP C T 13 28 c.89869G>A c.(89869-89871)GAT>AAT p.D29957N



Pat_66 Pre-Treatment TTN 7273 37 2 179419273 179419273 Missense_Mutation SNP C T 27 50 c.81097G>A c.(81097-81099)GGA>AGA p.G27033R

Pat_66 Pre-Treatment TTN 7273 37 2 179425040 179425040 Missense_Mutation SNP C T 52 31 c.78115G>A c.(78115-78117)GAT>AAT p.D26039N

Pat_66 Pre-Treatment TTN 7273 37 2 179435849 179435849 Missense_Mutation SNP G A 99 59 c.67306C>T c.(67306-67308)CGT>TGT p.R22436C

Pat_66 Pre-Treatment TTN 7273 37 2 179439721 179439721 Missense_Mutation SNP C T 14 45 c.63434G>A c.(63433-63435)GGA>GAA p.G21145E

Pat_66 Pre-Treatment TTN 7273 37 2 179444905 179444905 Missense_Mutation SNP G A 43 14 c.59405C>T c.(59404-59406)TCT>TTT p.S19802F

Pat_66 Pre-Treatment TTN 7273 37 2 179446868 179446868 Nonsense_Mutation SNP C T 37 97 c.58524G>A c.(58522-58524)TGG>TGA p.W19508*

Pat_66 Pre-Treatment TTN 7273 37 2 179464532 179464532 Missense_Mutation SNP C T 40 40 c.48392G>A c.(48391-48393)GGA>GAA p.G16131E

Pat_66 Pre-Treatment TTN 7273 37 2 179470324 179470324 Missense_Mutation SNP C T 57 177 c.45994G>A c.(45994-45996)GAA>AAA p.E15332K

Pat_66 Pre-Treatment TTN 7273 37 2 179474864 179474864 Missense_Mutation SNP C T 62 44 c.43685G>A c.(43684-43686)GGA>GAA p.G14562E

Pat_66 Pre-Treatment TTN 7273 37 2 179489312 179489312 Missense_Mutation SNP C T 59 35 c.36991G>A c.(36991-36993)GAA>AAA p.E12331K

Pat_66 Pre-Treatment TTN 7273 37 2 179495061 179495061 Missense_Mutation SNP A T 24 60 c.36484T>A c.(36484-36486)TCC>ACC p.S12162T

Pat_66 Pre-Treatment TTN 7273 37 2 179499351 179499351 Missense_Mutation SNP C T 136 98 c.34453G>A c.(34453-34455)GAA>AAA p.E11485K

Pat_66 Pre-Treatment TTN 7273 37 2 179592936 179592936 Missense_Mutation SNP C T 11 38 c.15883G>A c.(15883-15885)GAA>AAA p.E5295K

Pat_66 Pre-Treatment TTN 7273 37 2 179593309 179593309 Missense_Mutation SNP C T 9 38 c.15612G>A c.(15610-15612)ATG>ATA p.M5204I

Pat_66 Pre-Treatment TTN 7273 37 2 179600403 179600403 Missense_Mutation SNP C T 15 48 c.11038G>A c.(11038-11040)GAT>AAT p.D3680N

Pat_66 Pre-Treatment TTN 7273 37 2 179613248 179613248 Missense_Mutation SNP C T 40 112 c.13879G>A c.(13879-13881)GAT>AAT p.D4627N

Pat_66 Pre-Treatment TTN 7273 37 2 179615363 179615363 Missense_Mutation SNP C T 10 34 c.11764G>A c.(11764-11766)GAA>AAA p.E3922K

Pat_66 Pre-Treatment TTN 7273 37 2 179650604 179650604 Missense_Mutation SNP C T 32 42 c.2341G>A c.(2341-2343)GAT>AAT p.D781N

Pat_66 Pre-Treatment CCDC141 285025 37 2 179718227 179718227 Missense_Mutation SNP G A 46 109 c.1460C>T c.(1459-1461)TCA>TTA p.S487L

Pat_66 Pre-Treatment SESTD1 91404 37 2 180014055 180014055 Missense_Mutation SNP T C 3 62 c.550A>G c.(550-552)AGT>GGT p.S184G

Pat_66 Pre-Treatment ZNF385B 151126 37 2 180383269 180383269 Missense_Mutation SNP G A 43 96 c.493C>T c.(493-495)CGC>TGC p.R165C

Pat_66 Pre-Treatment PDE1A 5136 37 2 183129074 183129074 Missense_Mutation SNP C T 19 85 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_66 Pre-Treatment ZNF804A 91752 37 2 185803418 185803418 Missense_Mutation SNP C T 44 98 c.3295C>T c.(3295-3297)CAT>TAT p.H1099Y

Pat_66 Pre-Treatment ZSWIM2 151112 37 2 187697937 187697937 Missense_Mutation SNP G A 15 21 c.851C>T c.(850-852)TCA>TTA p.S284L

Pat_66 Pre-Treatment COL3A1 1281 37 2 189873887 189873887 Missense_Mutation SNP C T 41 108 c.3763C>T c.(3763-3765)CGT>TGT p.R1255C

Pat_66 Pre-Treatment COL5A2 1290 37 2 189898855 189898855 Missense_Mutation SNP C T 31 56 c.4441G>A c.(4441-4443)GAT>AAT p.D1481N

Pat_66 Pre-Treatment STAT1 6772 37 2 191841637 191841637 Missense_Mutation SNP G A 31 85 c.1988C>T c.(1987-1989)CCC>CTC p.P663L

Pat_66 Pre-Treatment DNAH7 56171 37 2 196726661 196726661 Missense_Mutation SNP C T 21 30 c.7516G>A c.(7516-7518)GAA>AAA p.E2506K

Pat_66 Pre-Treatment DNAH7 56171 37 2 196728926 196728926 Missense_Mutation SNP G A 32 77 c.7453C>T c.(7453-7455)CGT>TGT p.R2485C

Pat_66 Pre-Treatment DNAH7 56171 37 2 196729451 196729451 Missense_Mutation SNP G A 49 168 c.6928C>T c.(6928-6930)CCC>TCC p.P2310S

Pat_66 Pre-Treatment DNAH7 56171 37 2 196746518 196746518 Splice_Site SNP C T 35 86 c.5961_splice c.e36+1 p.T1987_splice

Pat_66 Pre-Treatment BMPR2 659 37 2 203378445 203378445 Missense_Mutation SNP C T 31 86 c.422C>T c.(421-423)CCA>CTA p.P141L

Pat_66 Pre-Treatment PARD3B 117583 37 2 205983712 205983712 Missense_Mutation SNP G A 42 101 c.748G>A c.(748-750)GAA>AAA p.E250K

Pat_66 Pre-Treatment ZDBF2 57683 37 2 207174227 207174227 Missense_Mutation SNP G A 41 46 c.4975G>A c.(4975-4977)GGA>AGA p.G1659R

Pat_66 Pre-Treatment C2orf80 389073 37 2 209036796 209036796 Missense_Mutation SNP G A 182 137 c.370C>T c.(370-372)CCC>TCC p.P124S

Pat_66 Pre-Treatment MYL1 4632 37 2 211163161 211163161 Missense_Mutation SNP C T 76 73 c.287G>A c.(286-288)GGA>GAA p.G96E

Pat_66 Pre-Treatment ERBB4 2066 37 2 212288972 212288973 Missense_Mutation DNP GG AA 27 62 c.2773_2774CC>TT c.(2773-2775)CCA>TTA p.P925L

Pat_66 Pre-Treatment ERBB4 2066 37 2 212530121 212530122 Missense_Mutation DNP CC TT 81 61 .1797_1798GG>AA795-1800)GGGGCA>GGAA p.A600T

Pat_66 Pre-Treatment SPEG 10290 37 2 220332022 220332022 Missense_Mutation SNP G T 4 86 c.3008G>T c.(3007-3009)TGC>TTC p.C1003F

Pat_66 Pre-Treatment SPEG 10290 37 2 220355178 220355178 Missense_Mutation SNP G A 4 78 c.8969G>A c.(8968-8970)CGA>CAA p.R2990Q

Pat_66 Pre-Treatment COL4A4 1286 37 2 227886850 227886850 Missense_Mutation SNP C T 89 259 c.4130G>A c.(4129-4131)CGA>CAA p.R1377Q

Pat_66 Pre-Treatment WDR69 164781 37 2 228769705 228769705 Missense_Mutation SNP G A 53 148 c.709G>A c.(709-711)GGG>AGG p.G237R

Pat_66 Pre-Treatment SPHKAP 80309 37 2 228884799 228884799 Nonsense_Mutation SNP C T 108 153 c.771G>A c.(769-771)TGG>TGA p.W257*

Pat_66 Pre-Treatment SP140 11262 37 2 231112645 231112646 Missense_Mutation DNP GG AA 67 216 c.757_758GG>AA c.(757-759)GGG>AAG p.G253K

Pat_66 Pre-Treatment UGT1A7 54577 37 2 234591418 234591418 Nonsense_Mutation SNP C T 122 324 c.835C>T c.(835-837)CAG>TAG p.Q279*

Pat_66 Pre-Treatment RBM44 375316 37 2 238726382 238726382 Missense_Mutation SNP C T 20 29 c.823C>T c.(823-825)CAT>TAT p.H275Y

Pat_66 Pre-Treatment KIF1A 547 37 2 241715283 241715283 Missense_Mutation SNP G A 15 60 c.943C>T c.(943-945)CTC>TTC p.L315F



Pat_66 Pre-Treatment MCM8 84515 37 20 5965602 5965602 Missense_Mutation SNP G A 4 114 c.1909G>A c.(1909-1911)GTA>ATA p.V637I

Pat_66 Pre-Treatment LRRN4 164312 37 20 6022054 6022054 Missense_Mutation SNP G A 4 158 c.1837C>T c.(1837-1839)CGC>TGC p.R613C

Pat_66 Pre-Treatment PLCB1 23236 37 20 8709777 8709777 Nonsense_Mutation SNP G A 41 87 c.1844G>A c.(1843-1845)TGG>TAG p.W615*

Pat_66 Pre-Treatment PLCB4 5332 37 20 9424891 9424891 Splice_Site SNP G A 13 100 c.2844_splice c.e30+1 p.K948_splice

Pat_66 Pre-Treatment FLRT3 23767 37 20 14306937 14306937 Missense_Mutation SNP G A 102 256 c.1216C>T c.(1216-1218)CCC>TCC p.P406S

Pat_66 Pre-Treatment KIF16B 55614 37 20 16488739 16488739 Missense_Mutation SNP G A 85 179 c.563C>T c.(562-564)TCC>TTC p.S188F

Pat_66 Pre-Treatment CSRP2BP 57325 37 20 18142722 18142723 Missense_Mutation DNP CC GT 74 168 c.941_942CC>GT c.(940-942)TCC>TGT p.S314C

Pat_66 Pre-Treatment PAX1 5075 37 20 21687513 21687513 Missense_Mutation SNP T A 27 40 c.724T>A c.(724-726)TCG>ACG p.S242T

Pat_66 Pre-Treatment NINL 22981 37 20 25462646 25462646 Missense_Mutation SNP G A 32 98 c.1768C>T c.(1768-1770)CCG>TCG p.P590S

Pat_66 Pre-Treatment FRG1B 284802 37 20 29614323 29614323 Translation_Start_Site SNP C T 5 120 c.-10C>T c.(-12--8)TACGT>TATGT

Pat_66 Pre-Treatment FRG1B 284802 37 20 29628278 29628278 Missense_Mutation SNP G A 5 254 c.190G>A c.(190-192)GCA>ACA p.A64T

Pat_66 Pre-Treatment XKR7 343702 37 20 30584944 30584944 Missense_Mutation SNP C T 11 36 c.1424C>T c.(1423-1425)TCC>TTC p.S475F

Pat_66 Pre-Treatment MYH7B 57644 37 20 33578870 33578870 Missense_Mutation SNP G A 4 148 c.2255G>A c.(2254-2256)CGG>CAG p.R752Q

Pat_66 Pre-Treatment GDF5 8200 37 20 34021854 34021854 Missense_Mutation SNP C T 20 52 c.1359G>A c.(1357-1359)ATG>ATA p.M453I

Pat_66 Pre-Treatment DHX35 60625 37 20 37650573 37650573 Missense_Mutation SNP C T 47 202 c.1588C>T c.(1588-1590)CAC>TAC p.H530Y

Pat_66 Pre-Treatment PTPRT 11122 37 20 40827958 40827958 Missense_Mutation SNP C T 120 413 c.2413G>A c.(2413-2415)GAC>AAC p.D805N

Pat_66 Pre-Treatment L3MBTL 26013 37 20 42157324 42157324 Missense_Mutation SNP C T 31 126 c.824C>T c.(823-825)TCG>TTG p.S275L

Pat_66 Pre-Treatment SEMG1 6406 37 20 43837052 43837052 Missense_Mutation SNP C A 4 136 c.1114C>A c.(1114-1116)CGC>AGC p.R372S

Pat_66 Pre-Treatment SEMG2 6407 37 20 43851414 43851414 Missense_Mutation SNP C A 7 226 c.1141C>A c.(1141-1143)CAA>AAA p.Q381K

Pat_66 Pre-Treatment SLC13A3 64849 37 20 45221058 45221058 Missense_Mutation SNP C T 49 116 c.905G>A c.(904-906)GGG>GAG p.G302E

Pat_66 Pre-Treatment SPATA2 9825 37 20 48523251 48523252 Missense_Mutation DNP GG AT 11 67 c.467_468CC>AT c.(466-468)ACC>AAT p.T156N

Pat_66 Pre-Treatment ATP9A 10079 37 20 50287677 50287677 Missense_Mutation SNP G A 90 80 c.1157C>T c.(1156-1158)TCG>TTG p.S386L

Pat_66 Pre-Treatment TSHZ2 128553 37 20 51870557 51870557 Missense_Mutation SNP C T 22 97 c.560C>T c.(559-561)TCG>TTG p.S187L

Pat_66 Pre-Treatment BMP7 655 37 20 55777567 55777567 Missense_Mutation SNP T G 31 45 c.724A>C c.(724-726)AAC>CAC p.N242H

Pat_66 Pre-Treatment RAB22A 57403 37 20 56928498 56928498 Missense_Mutation SNP C T 8 68 c.281C>T c.(280-282)TCA>TTA p.S94L

Pat_66 Pre-Treatment OSBPL2 9885 37 20 60854366 60854367 Nonsense_Mutation DNP CC TT 22 34 c.645_646CC>TT643-648)CCCCGA>CCTTG p.R216*

Pat_66 Pre-Treatment NTSR1 4923 37 20 61340978 61340978 Missense_Mutation SNP G A 22 85 c.419G>A c.(418-420)GGC>GAC p.G140D

Pat_66 Pre-Treatment DIDO1 11083 37 20 61513394 61513394 Missense_Mutation SNP G A 59 273 c.3914C>T c.(3913-3915)TCG>TTG p.S1305L

Pat_66 Pre-Treatment BIRC7 79444 37 20 61869930 61869930 Missense_Mutation SNP G A 80 129 c.541G>A c.(541-543)GAA>AAA p.E181K

Pat_66 Pre-Treatment PRIC285 85441 37 20 62198657 62198657 Missense_Mutation SNP G A 5 36 c.2054C>T c.(2053-2055)TCG>TTG p.S685L

Pat_66 Pre-Treatment TPTE 7179 37 21 10959769 10959769 Missense_Mutation SNP C T 32 233 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_66 Pre-Treatment NCAM2 4685 37 21 22849621 22849621 Missense_Mutation SNP G A 38 23 c.1906G>A c.(1906-1908)GAA>AAA p.E636K

Pat_66 Pre-Treatment CLDN17 26285 37 21 31538923 31538923 Missense_Mutation SNP G A 28 53 c.13C>T c.(13-15)CCC>TCC p.P5S

Pat_66 Pre-Treatment MRAP 56246 37 21 33684248 33684248 Missense_Mutation SNP G A 4 97 c.460G>A c.(460-462)GTC>ATC p.V154I

Pat_66 Pre-Treatment C21orf59 56683 37 21 33984471 33984471 Missense_Mutation SNP G A 3 12 c.83C>T c.(82-84)ACG>ATG p.T28M

Pat_66 Pre-Treatment SON 6651 37 21 34922916 34922916 Missense_Mutation SNP C T 8 27 c.1379C>T c.(1378-1380)TCC>TTC p.S460F

Pat_66 Pre-Treatment ITSN1 6453 37 21 35257793 35257793 Missense_Mutation SNP G A 65 161 c.4810G>A c.(4810-4812)GAA>AAA p.E1604K

Pat_66 Pre-Treatment DOPEY2 9980 37 21 37583858 37583858 Missense_Mutation SNP C T 55 147 c.689C>T c.(688-690)TCT>TTT p.S230F

Pat_66 Pre-Treatment KCNJ15 3772 37 21 39672104 39672104 Nonsense_Mutation SNP G A 32 97 c.921G>A c.(919-921)TGG>TGA p.W307*

Pat_66 Pre-Treatment DSCAM 1826 37 21 41465792 41465792 Missense_Mutation SNP C T 26 57 c.3706G>A c.(3706-3708)GAG>AAG p.E1236K

Pat_66 Pre-Treatment DSCAM 1826 37 21 41496210 41496210 Missense_Mutation SNP G A 51 94 c.3608C>T c.(3607-3609)TCC>TTC p.S1203F

Pat_66 Pre-Treatment DSCAM 1826 37 21 41684260 41684260 Missense_Mutation SNP A T 20 40 c.1810T>A c.(1810-1812)TTT>ATT p.F604I

Pat_66 Pre-Treatment AIRE 326 37 21 45709666 45709666 Missense_Mutation SNP G A 23 40 c.779G>A c.(778-780)GGA>GAA p.G260E

Pat_66 Pre-Treatment KRTAP12-1 353332 37 21 46101837 46101837 Missense_Mutation SNP G A 48 114 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_66 Pre-Treatment SLC19A1 6573 37 21 46951971 46951971 Missense_Mutation SNP G A 4 104 c.281C>T c.(280-282)CCG>CTG p.P94L

Pat_66 Pre-Treatment COL6A2 1292 37 21 47542801 47542801 Missense_Mutation SNP G A 49 37 c.1621G>A c.(1621-1623)GAC>AAC p.D541N

Pat_66 Pre-Treatment PCNT 5116 37 21 47754536 47754536 Missense_Mutation SNP C A 5 211 c.493C>A c.(493-495)CCA>ACA p.P165T



Pat_66 Pre-Treatment CCT8L2 150160 37 22 17072623 17072623 Missense_Mutation SNP C T 46 163 c.818G>A c.(817-819)GGA>GAA p.G273E

Pat_66 Pre-Treatment GNB1L 54584 37 22 19794277 19794277 Nonsense_Mutation SNP G A 10 25 c.421C>T c.(421-423)CAG>TAG p.Q141*

Pat_66 Pre-Treatment ARVCF 421 37 22 19965012 19965012 Missense_Mutation SNP G A 29 86 c.1796C>T c.(1795-1797)CCC>CTC p.P599L

Pat_66 Pre-Treatment RTN4R 65078 37 22 20229382 20229382 Missense_Mutation SNP G A 16 3 c.1274C>T c.(1273-1275)ACC>ATC p.T425I

Pat_66 Pre-Treatment CABIN1 23523 37 22 24437594 24437594 Missense_Mutation SNP C T 111 118 c.218C>T c.(217-219)TCA>TTA p.S73L

Pat_66 Pre-Treatment MYO18B 84700 37 22 26423114 26423114 Missense_Mutation SNP G A 64 58 c.7174G>A c.(7174-7176)GAC>AAC p.D2392N

Pat_66 Pre-Treatment MYO18B 84700 37 22 26423139 26423139 Missense_Mutation SNP G A 70 34 c.7199G>A c.(7198-7200)GGA>GAA p.G2400E

Pat_66 Pre-Treatment LARGE 9215 37 22 33673104 33673104 Missense_Mutation SNP C T 55 81 c.2015G>A c.(2014-2016)CGG>CAG p.R672Q

Pat_66 Pre-Treatment C22orf33 339669 37 22 37396016 37396016 Missense_Mutation SNP C T 20 64 c.499G>A c.(499-501)GCT>ACT p.A167T

Pat_66 Pre-Treatment TMPRSS6 164656 37 22 37499391 37499391 Missense_Mutation SNP C T 44 167 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_66 Pre-Treatment PLA2G6 8398 37 22 38565377 38565378 Missense_Mutation DNP AG TA 30 84 c.56_57CT>TA c.(55-57)TCT>TTA p.S19L

Pat_66 Pre-Treatment MEI1 150365 37 22 42191808 42191808 Missense_Mutation SNP C T 16 37 c.3736C>T c.(3736-3738)CCC>TCC p.P1246S

Pat_66 Pre-Treatment SCUBE1 80274 37 22 43610249 43610249 Missense_Mutation SNP C T 15 104 c.1900G>A c.(1900-1902)GGG>AGG p.G634R

Pat_66 Pre-Treatment EFCAB6 64800 37 22 44004441 44004441 Nonsense_Mutation SNP G A 28 105 c.2602C>T c.(2602-2604)CGA>TGA p.R868*

Pat_66 Pre-Treatment C22orf9 23313 37 22 45607874 45607874 Missense_Mutation SNP G A 4 119 c.179C>T c.(178-180)GCG>GTG p.A60V

Pat_66 Pre-Treatment WNT7B 7477 37 22 46327115 46327115 Missense_Mutation SNP C T 35 128 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_66 Pre-Treatment TTLL8 164714 37 22 50488570 50488570 Missense_Mutation SNP G A 42 19 c.158C>T c.(157-159)CCG>CTG p.P53L

Pat_66 Pre-Treatment CNTN6 27255 37 3 1415682 1415682 Missense_Mutation SNP C T 50 68 c.2020C>T c.(2020-2022)CGT>TGT p.R674C

Pat_66 Pre-Treatment GRM7 2917 37 3 7620373 7620373 Missense_Mutation SNP C T 71 11 c.1780C>T c.(1780-1782)CCT>TCT p.P594S

Pat_66 Pre-Treatment C3orf24 115795 37 3 10146416 10146416 Missense_Mutation SNP C T 58 14 c.43G>A c.(43-45)GAG>AAG p.E15K

Pat_66 Pre-Treatment HRH1 3269 37 3 11301183 11301183 Missense_Mutation SNP C T 29 32 c.460C>T c.(460-462)CTC>TTC p.L154F

Pat_66 Pre-Treatment CAND2 23066 37 3 12858407 12858407 Missense_Mutation SNP C T 54 74 c.1976C>T c.(1975-1977)TCA>TTA p.S659L

Pat_66 Pre-Treatment CAND2 23066 37 3 12867118 12867118 Missense_Mutation SNP C T 16 4 c.3190C>T c.(3190-3192)CGG>TGG p.R1064W

Pat_66 Pre-Treatment NUP210 23225 37 3 13363156 13363156 Missense_Mutation SNP G A 62 64 c.5095C>T c.(5095-5097)CTT>TTT p.L1699F

Pat_66 Pre-Treatment NUP210 23225 37 3 13381425 13381425 Missense_Mutation SNP C T 4 224 c.3400G>A c.(3400-3402)GGG>AGG p.G1134R

Pat_66 Pre-Treatment SLC6A6 6533 37 3 14489157 14489157 Nonsense_Mutation SNP G A 240 300 c.432G>A c.(430-432)TGG>TGA p.W144*

Pat_66 Pre-Treatment LRRC3B 116135 37 3 26751500 26751500 Missense_Mutation SNP G A 36 24 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_66 Pre-Treatment NEK10 152110 37 3 27173423 27173423 Missense_Mutation SNP G A 14 25 c.1136C>T c.(1135-1137)TCC>TTC p.S379F

Pat_66 Pre-Treatment ZNF860 344787 37 3 32031985 32031985 Missense_Mutation SNP C T 88 190 c.1414C>T c.(1414-1416)CAT>TAT p.H472Y

Pat_66 Pre-Treatment STAC 6769 37 3 36484943 36484943 Missense_Mutation SNP G A 33 41 c.199G>A c.(199-201)GAA>AAA p.E67K

Pat_66 Pre-Treatment TRANK1 9881 37 3 36874872 36874872 Missense_Mutation SNP C T 16 21 c.4420G>A c.(4420-4422)GAA>AAA p.E1474K

Pat_66 Pre-Treatment SCN5A 6331 37 3 38629009 38629009 Missense_Mutation SNP G A 19 30 c.2318C>T c.(2317-2319)CCC>CTC p.P773L

Pat_66 Pre-Treatment SCN10A 6336 37 3 38739346 38739346 Missense_Mutation SNP C T 17 25 c.5365G>A c.(5365-5367)GAC>AAC p.D1789N

Pat_66 Pre-Treatment SCN11A 11280 37 3 38908826 38908826 Nonsense_Mutation SNP G A 36 41 c.3937C>T c.(3937-3939)CAA>TAA p.Q1313*

Pat_66 Pre-Treatment SCN11A 11280 37 3 38991597 38991597 Missense_Mutation SNP C T 23 21 c.257G>A c.(256-258)CGA>CAA p.R86Q

Pat_66 Pre-Treatment XIRP1 165904 37 3 39229645 39229645 Missense_Mutation SNP C T 246 30 c.1292G>A c.(1291-1293)AGG>AAG p.R431K

Pat_66 Pre-Treatment TGM4 7047 37 3 44952874 44952874 Missense_Mutation SNP C T 99 13 c.1889C>T c.(1888-1890)TCC>TTC p.S630F

Pat_66 Pre-Treatment CCR2 729230 37 3 46401245 46401245 Missense_Mutation SNP G A 85 11 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_66 Pre-Treatment LTF 4057 37 3 46490487 46490487 Missense_Mutation SNP C T 3 52 c.1079G>A c.(1078-1080)CGG>CAG p.R360Q

Pat_66 Pre-Treatment BSN 8927 37 3 49695133 49695133 Missense_Mutation SNP G A 101 16 c.8144G>A c.(8143-8145)AGC>AAC p.S2715N

Pat_66 Pre-Treatment RNF123 63891 37 3 49753895 49753895 Missense_Mutation SNP G A 4 232 c.3485G>A c.(3484-3486)CGT>CAT p.R1162H

Pat_66 Pre-Treatment GRM2 2912 37 3 51752121 51752121 Missense_Mutation SNP C T 113 151 c.2612C>T c.(2611-2613)TCG>TTG p.S871L

Pat_66 Pre-Treatment CACNA2D3 55799 37 3 55108183 55108183 Nonsense_Mutation SNP C T 74 27 c.3226C>T c.(3226-3228)CAG>TAG p.Q1076*

Pat_66 Pre-Treatment ERC2 26059 37 3 56026131 56026131 Missense_Mutation SNP C T 167 24 c.2209G>A c.(2209-2211)GAG>AAG p.E737K

Pat_66 Pre-Treatment ERC2 26059 37 3 56114925 56114925 Missense_Mutation SNP C T 32 5 c.1561G>A c.(1561-1563)GGG>AGG p.G521R

Pat_66 Pre-Treatment DNAH12 201625 37 3 57494895 57494895 Missense_Mutation SNP C T 44 80 c.514G>A c.(514-516)GAA>AAA p.E172K

Pat_66 Pre-Treatment LRIG1 26018 37 3 66501990 66501990 Missense_Mutation SNP G A 61 158 c.358C>T c.(358-360)CTC>TTC p.L120F



Pat_66 Pre-Treatment CNTN3 5067 37 3 74350636 74350636 Missense_Mutation SNP C T 88 14 c.2008G>A c.(2008-2010)GAA>AAA p.E670K

Pat_66 Pre-Treatment FAM86D 692099 37 3 75475607 75475607 Missense_Mutation SNP C T 5 11 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_66 Pre-Treatment OR5H15 403274 37 3 97888247 97888247 Missense_Mutation SNP G A 26 31 c.704G>A c.(703-705)AGG>AAG p.R235K

Pat_66 Pre-Treatment OR5K4 403278 37 3 98073129 98073129 Missense_Mutation SNP G A 40 66 c.432G>A c.(430-432)ATG>ATA p.M144I

Pat_66 Pre-Treatment FILIP1L 11259 37 3 99567215 99567215 Missense_Mutation SNP T A 205 16 c.3305A>T c.(3304-3306)AAA>ATA p.K1102I

Pat_66 Pre-Treatment ATP6V1A 523 37 3 113524359 113524359 Missense_Mutation SNP C T 60 6 c.1748C>T c.(1747-1749)TCC>TTC p.S583F

Pat_66 Pre-Treatment DRD3 1814 37 3 113850076 113850076 Nonsense_Mutation SNP G A 75 110 c.895C>T c.(895-897)CGA>TGA p.R299*

Pat_66 Pre-Treatment FBXO40 51725 37 3 121341658 121341658 Missense_Mutation SNP G A 16 28 c.1382G>A c.(1381-1383)AGC>AAC p.S461N

Pat_66 Pre-Treatment PDIA5 10954 37 3 122849328 122849328 Missense_Mutation SNP C T 22 12 c.775C>T c.(775-777)CCG>TCG p.P259S

Pat_66 Pre-Treatment SLCO2A1 6578 37 3 133667539 133667539 Missense_Mutation SNP G A 34 63 c.946C>T c.(946-948)CCA>TCA p.P316S

Pat_66 Pre-Treatment KY 339855 37 3 134348520 134348520 Missense_Mutation SNP C T 10 11 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_66 Pre-Treatment ESYT3 83850 37 3 138183346 138183346 Missense_Mutation SNP G A 49 7 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_66 Pre-Treatment TRIM42 287015 37 3 140397349 140397349 Missense_Mutation SNP G A 41 3 c.278G>A c.(277-279)AGC>AAC p.S93N

Pat_66 Pre-Treatment ATR 545 37 3 142188296 142188296 Missense_Mutation SNP C A 5 98 c.6435G>T c.(6433-6435)TTG>TTT p.L2145F

Pat_66 Pre-Treatment PLSCR2 57047 37 3 146159589 146159589 Missense_Mutation SNP C T 26 8 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_66 Pre-Treatment IGSF10 285313 37 3 151155772 151155772 Missense_Mutation SNP G A 54 63 c.6577C>T c.(6577-6579)CAT>TAT p.H2193Y

Pat_66 Pre-Treatment IGSF10 285313 37 3 151166374 151166374 Missense_Mutation SNP C T 51 88 c.1395G>A c.(1393-1395)ATG>ATA p.M465I

Pat_66 Pre-Treatment SLC33A1 9197 37 3 155551767 155551767 Missense_Mutation SNP C T 27 31 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_66 Pre-Treatment ZBBX 79740 37 3 167090658 167090658 Nonsense_Mutation SNP C T 23 47 c.32G>A c.(31-33)TGG>TAG p.W11*

Pat_66 Pre-Treatment SERPINI2 5276 37 3 167170732 167170732 Missense_Mutation SNP C T 49 5 c.956G>A c.(955-957)GGA>GAA p.G319E

Pat_66 Pre-Treatment MECOM 2122 37 3 169099121 169099121 Missense_Mutation SNP G A 107 10 c.229C>T c.(229-231)CCT>TCT p.P77S

Pat_66 Pre-Treatment LRRC31 79782 37 3 169579573 169579573 Nonsense_Mutation SNP C T 39 62 c.204G>A c.(202-204)TGG>TGA p.W68*

Pat_66 Pre-Treatment CCDC39 339829 37 3 180377491 180377491 Missense_Mutation SNP C T 21 35 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_66 Pre-Treatment ATP11B 23200 37 3 182591616 182591616 Nonsense_Mutation SNP C T 66 6 c.2065C>T c.(2065-2067)CGA>TGA p.R689*

Pat_66 Pre-Treatment SDHAP2 727956 37 3 195410687 195410687 Missense_Mutation SNP T A 5 34 c.584T>A c.(583-585)GTG>GAG p.V195E

Pat_66 Pre-Treatment SDHAP2 727956 37 3 195410689 195410689 Missense_Mutation SNP C T 5 34 c.586C>T c.(586-588)CAC>TAC p.H196Y

Pat_66 Pre-Treatment MUC4 4585 37 3 195511945 195511945 Missense_Mutation SNP G A 3 3 c.6506C>T c.(6505-6507)GCA>GTA p.A2169V

Pat_66 Pre-Treatment OSTalpha 200931 37 3 195944720 195944720 Missense_Mutation SNP G A 18 30 c.46G>A c.(46-48)GCA>ACA p.A16T

Pat_66 Pre-Treatment ZNF732 654254 37 4 266054 266054 Missense_Mutation SNP C T 41 75 c.589G>A c.(589-591)GAA>AAA p.E197K

Pat_66 Pre-Treatment ZNF141 7700 37 4 367245 367245 Missense_Mutation SNP C A 6 407 c.1019C>A c.(1018-1020)ACA>AAA p.T340K

Pat_66 Pre-Treatment CRIPAK 285464 37 4 1388382 1388382 Missense_Mutation SNP C T 8 765 c.83C>T c.(82-84)GCC>GTC p.A28V

Pat_66 Pre-Treatment HAUS3 79441 37 4 2240511 2240511 Missense_Mutation SNP G A 16 79 c.1169C>T c.(1168-1170)TCA>TTA p.S390L

Pat_66 Pre-Treatment SH3BP2 6452 37 4 2831384 2831384 Missense_Mutation SNP G T 4 132 c.751G>T c.(751-753)GCT>TCT p.A251S

Pat_66 Pre-Treatment RGS12 6002 37 4 3318993 3318993 Missense_Mutation SNP G A 5 219 c.1096G>A c.(1096-1098)GAC>AAC p.D366N

Pat_66 Pre-Treatment JAKMIP1 152789 37 4 6064113 6064113 Nonsense_Mutation SNP G A 29 126 c.1486C>T c.(1486-1488)CAG>TAG p.Q496*

Pat_66 Pre-Treatment WFS1 7466 37 4 6303507 6303507 Missense_Mutation SNP C T 92 293 c.1985C>T c.(1984-1986)TCC>TTC p.S662F

Pat_66 Pre-Treatment CCDC96 257236 37 4 7043324 7043324 Missense_Mutation SNP C T 309 391 c.1342G>A c.(1342-1344)GAA>AAA p.E448K

Pat_66 Pre-Treatment SORCS2 57537 37 4 7705016 7705016 Missense_Mutation SNP G A 30 18 c.1678G>A c.(1678-1680)GAA>AAA p.E560K

Pat_66 Pre-Treatment CPZ 8532 37 4 8608525 8608525 Missense_Mutation SNP G A 34 55 c.968G>A c.(967-969)CGA>CAA p.R323Q

Pat_66 Pre-Treatment DRD5 1816 37 4 9784827 9784827 Missense_Mutation SNP G A 21 52 c.1174G>A c.(1174-1176)GAG>AAG p.E392K

Pat_66 Pre-Treatment C1QTNF7 114905 37 4 15437411 15437411 Missense_Mutation SNP G A 27 127 c.44G>A c.(43-45)AGT>AAT p.S15N

Pat_66 Pre-Treatment ARAP2 116984 37 4 36230679 36230679 Missense_Mutation SNP C T 16 99 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_66 Pre-Treatment BEND4 389206 37 4 42145862 42145862 Missense_Mutation SNP C T 25 21 c.637G>A c.(637-639)GAG>AAG p.E213K

Pat_66 Pre-Treatment GABRG1 2565 37 4 46125923 46125923 Missense_Mutation SNP G A 9 73 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_66 Pre-Treatment GABRA2 2555 37 4 46252411 46252411 Missense_Mutation SNP C T 70 161 c.1270G>A c.(1270-1272)GTT>ATT p.V424I

Pat_66 Pre-Treatment GABRB1 2560 37 4 47427775 47427775 Missense_Mutation SNP G A 71 86 c.1165G>A c.(1165-1167)GAC>AAC p.D389N

Pat_66 Pre-Treatment SLAIN2 57606 37 4 48384617 48384617 Missense_Mutation SNP C T 4 117 c.895C>T c.(895-897)CGG>TGG p.R299W



Pat_66 Pre-Treatment SLAIN2 57606 37 4 48384768 48384768 Missense_Mutation SNP C T 47 249 c.1046C>T c.(1045-1047)TCA>TTA p.S349L

Pat_66 Pre-Treatment CWH43 80157 37 4 49052739 49052739 Missense_Mutation SNP G A 38 140 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_66 Pre-Treatment GSX2 170825 37 4 54967865 54967865 Missense_Mutation SNP C T 106 292 c.691C>T c.(691-693)CGG>TGG p.R231W

Pat_66 Pre-Treatment CEP135 9662 37 4 56878072 56878072 Missense_Mutation SNP G A 5 173 c.2723G>A c.(2722-2724)CGA>CAA p.R908Q

Pat_66 Pre-Treatment LPHN3 23284 37 4 62845425 62845425 Missense_Mutation SNP C T 216 264 c.2746C>T c.(2746-2748)CTC>TTC p.L916F

Pat_66 Pre-Treatment UBA6 55236 37 4 68534319 68534319 Missense_Mutation SNP C T 23 90 c.743G>A c.(742-744)CGA>CAA p.R248Q

Pat_66 Pre-Treatment TMPRSS11A 339967 37 4 68784890 68784890 Missense_Mutation SNP C T 30 168 c.762G>A c.(760-762)ATG>ATA p.M254I

Pat_66 Pre-Treatment UGT2B7 7364 37 4 69962813 69962813 Missense_Mutation SNP C T 94 133 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_66 Pre-Treatment UGT2B11 10720 37 4 70078301 70078301 Missense_Mutation SNP G A 207 352 c.860C>T c.(859-861)CCC>CTC p.P287L

Pat_66 Pre-Treatment AFP 174 37 4 74319573 74319573 Missense_Mutation SNP T C 78 64 c.1744T>C c.(1744-1746)TGC>CGC p.C582R

Pat_66 Pre-Treatment CCDC158 339965 37 4 77274293 77274293 Missense_Mutation SNP C T 46 70 c.2428G>A c.(2428-2430)GAA>AAA p.E810K

Pat_66 Pre-Treatment CXCL13 10563 37 4 78526977 78526977 Splice_Site SNP G A 17 56 c.-41_splice c.e2-1

Pat_66 Pre-Treatment HNRPDL 9987 37 4 83349262 83349262 Missense_Mutation SNP C T 4 107 c.683G>A c.(682-684)GGG>GAG p.G228E

Pat_66 Pre-Treatment HERC5 51191 37 4 89381275 89381275 Missense_Mutation SNP T A 4 79 c.419T>A c.(418-420)ATA>AAA p.I140K

Pat_66 Pre-Treatment HERC5 51191 37 4 89383393 89383394 Missense_Mutation DNP CC AT 33 62 c.574_575CC>AT c.(574-576)CCC>ATC p.P192I

Pat_66 Pre-Treatment FAM13A 10144 37 4 89950665 89950665 Missense_Mutation SNP C T 157 205 c.163G>A c.(163-165)GAG>AAG p.E55K

Pat_66 Pre-Treatment GPRIN3 285513 37 4 90168956 90168956 Missense_Mutation SNP G A 33 211 c.2306C>T c.(2305-2307)CCT>CTT p.P769L

Pat_66 Pre-Treatment MMRN1 22915 37 4 90872783 90872783 Missense_Mutation SNP C T 4 99 c.3146C>T c.(3145-3147)CCG>CTG p.P1049L

Pat_66 Pre-Treatment RAP1GDS1 5910 37 4 99337994 99337994 Nonsense_Mutation SNP G T 5 195 c.862G>T c.(862-864)GAG>TAG p.E288*

Pat_66 Pre-Treatment CENPE 1062 37 4 104068791 104068791 Missense_Mutation SNP G A 31 81 c.3856C>T c.(3856-3858)CAT>TAT p.H1286Y

Pat_66 Pre-Treatment TACR3 6870 37 4 104640330 104640330 Missense_Mutation SNP G A 62 76 c.503C>T c.(502-504)GCT>GTT p.A168V

Pat_66 Pre-Treatment CFI 3426 37 4 110670438 110670438 Missense_Mutation SNP C T 364 390 c.1084G>A c.(1084-1086)GGA>AGA p.G362R

Pat_66 Pre-Treatment ENPEP 2028 37 4 111397844 111397844 Nonsense_Mutation SNP C T 32 151 c.274C>T c.(274-276)CGA>TGA p.R92*

Pat_66 Pre-Treatment METTL14 57721 37 4 119618418 119618419 Nonsense_Mutation DNP AG TT 4 110 c.585_586AG>TT (583-588)TTAGAA>TTTTAp.195_196LE>F

Pat_66 Pre-Treatment SYNPO2 171024 37 4 119951254 119951254 Missense_Mutation SNP G A 28 133 c.1324G>A c.(1324-1326)GAA>AAA p.E442K

Pat_66 Pre-Treatment FAT4 79633 37 4 126370225 126370225 Missense_Mutation SNP G A 98 318 c.8054G>A c.(8053-8055)CGA>CAA p.R2685Q

Pat_66 Pre-Treatment OTUD4 54726 37 4 146063437 146063437 Missense_Mutation SNP G A 127 239 c.1538C>T c.(1537-1539)TCT>TTT p.S513F

Pat_66 Pre-Treatment ZNF827 152485 37 4 146824058 146824058 Missense_Mutation SNP G A 19 87 c.353C>T c.(352-354)CCC>CTC p.P118L

Pat_66 Pre-Treatment EDNRA 1909 37 4 148406954 148406954 Missense_Mutation SNP C T 31 79 c.121C>T c.(121-123)CGT>TGT p.R41C

Pat_66 Pre-Treatment DCLK2 166614 37 4 151177262 151177262 Missense_Mutation SNP C T 22 58 c.2164C>T c.(2164-2166)CCT>TCT p.P722S

Pat_66 Pre-Treatment LRBA 987 37 4 151765281 151765281 Missense_Mutation SNP G A 175 244 c.4540C>T c.(4540-4542)CGG>TGG p.R1514W

Pat_66 Pre-Treatment TIGD4 201798 37 4 153690796 153690796 Missense_Mutation SNP G A 29 105 c.1361C>T c.(1360-1362)TCT>TTT p.S454F

Pat_66 Pre-Treatment TLR2 7097 37 4 154624199 154624199 Missense_Mutation SNP C T 26 29 c.140C>T c.(139-141)CCC>CTC p.P47L

Pat_66 Pre-Treatment NPY2R 4887 37 4 156135417 156135417 Missense_Mutation SNP C T 38 45 c.326C>T c.(325-327)ACC>ATC p.T109I

Pat_66 Pre-Treatment NPY5R 4889 37 4 164272282 164272282 Missense_Mutation SNP G A 32 106 c.857G>A c.(856-858)AGA>AAA p.R286K

Pat_66 Pre-Treatment TRIM61 391712 37 4 165891019 165891019 Missense_Mutation SNP C T 30 99 c.136G>A c.(136-138)GAT>AAT p.D46N

Pat_66 Pre-Treatment TRIM60 166655 37 4 165962177 165962177 Missense_Mutation SNP G A 61 65 c.953G>A c.(952-954)CGA>CAA p.R318Q

Pat_66 Pre-Treatment TLL1 7092 37 4 166999147 166999147 Missense_Mutation SNP G A 68 51 c.2407G>A c.(2407-2409)GAA>AAA p.E803K

Pat_66 Pre-Treatment TLL1 7092 37 4 166999157 166999157 Missense_Mutation SNP C T 55 70 c.2417C>T c.(2416-2418)GCC>GTC p.A806V

Pat_66 Pre-Treatment DDX60 55601 37 4 169194513 169194513 Missense_Mutation SNP G A 22 114 c.2491C>T c.(2491-2493)CGT>TGT p.R831C

Pat_66 Pre-Treatment DDX60L 91351 37 4 169296578 169296578 Missense_Mutation SNP G A 7 45 c.4583C>T c.(4582-4584)TCC>TTC p.S1528F

Pat_66 Pre-Treatment DDX60L 91351 37 4 169340497 169340497 Missense_Mutation SNP G A 22 27 c.2566C>T c.(2566-2568)CGC>TGC p.R856C

Pat_66 Pre-Treatment DDX60L 91351 37 4 169344911 169344911 Missense_Mutation SNP C T 15 31 c.1945G>A c.(1945-1947)GAT>AAT p.D649N

Pat_66 Pre-Treatment PALLD 23022 37 4 169606664 169606664 Missense_Mutation SNP G A 85 280 c.1289G>A c.(1288-1290)CGA>CAA p.R430Q

Pat_66 Pre-Treatment PALLD 23022 37 4 169835133 169835133 Missense_Mutation SNP G A 66 214 c.2678G>A c.(2677-2679)CGA>CAA p.R893Q

Pat_66 Pre-Treatment ADAM29 11086 37 4 175898063 175898063 Missense_Mutation SNP G A 21 111 c.1387G>A c.(1387-1389)GAT>AAT p.D463N

Pat_66 Pre-Treatment VEGFC 7424 37 4 177649057 177649058 Missense_Mutation DNP CC TT 92 121 c.426_427GG>AA424-429)AAGGAG>AAAAA p.E143K



Pat_66 Pre-Treatment ODZ3 55714 37 4 183601824 183601824 Missense_Mutation SNP C T 29 47 c.1768C>T c.(1768-1770)CGT>TGT p.R590C

Pat_66 Pre-Treatment STOX2 56977 37 4 184930479 184930479 Missense_Mutation SNP G A 39 131 c.488G>A c.(487-489)AGG>AAG p.R163K

Pat_66 Pre-Treatment TLR3 7098 37 4 187003918 187003918 Missense_Mutation SNP C T 37 37 c.1078C>T c.(1078-1080)CTT>TTT p.L360F

Pat_66 Pre-Treatment KLKB1 3818 37 4 187155158 187155158 Nonsense_Mutation SNP C T 106 141 c.274C>T c.(274-276)CGA>TGA p.R92*

Pat_66 Pre-Treatment KLKB1 3818 37 4 187178430 187178430 Missense_Mutation SNP G A 80 112 c.1636G>A c.(1636-1638)GAA>AAA p.E546K

Pat_66 Pre-Treatment PAPD7 11044 37 5 6753031 6753031 Missense_Mutation SNP C T 63 39 c.1315C>T c.(1315-1317)CCT>TCT p.P439S

Pat_66 Pre-Treatment 6-Mar 10299 37 5 10417496 10417496 Missense_Mutation SNP C T 34 126 c.2263C>T c.(2263-2265)CCT>TCT p.P755S

Pat_66 Pre-Treatment DNAH5 1767 37 5 13811899 13811899 Missense_Mutation SNP C T 62 51 c.7264G>A c.(7264-7266)GAA>AAA p.E2422K

Pat_66 Pre-Treatment DNAH5 1767 37 5 13811905 13811905 Missense_Mutation SNP C T 26 81 c.7258G>A c.(7258-7260)GAA>AAA p.E2420K

Pat_66 Pre-Treatment DNAH5 1767 37 5 13829780 13829780 Missense_Mutation SNP C T 24 79 c.6283G>A c.(6283-6285)GAA>AAA p.E2095K

Pat_66 Pre-Treatment DNAH5 1767 37 5 13830747 13830747 Missense_Mutation SNP G A 34 98 c.6020C>T c.(6019-6021)TCA>TTA p.S2007L

Pat_66 Pre-Treatment DNAH5 1767 37 5 13914025 13914025 Missense_Mutation SNP G C 13 44 c.1363C>G c.(1363-1365)CAA>GAA p.Q455E

Pat_66 Pre-Treatment TRIO 7204 37 5 14304621 14304621 Missense_Mutation SNP C T 67 132 c.1420C>T c.(1420-1422)CCC>TCC p.P474S

Pat_66 Pre-Treatment PRDM9 56979 37 5 23510065 23510065 Missense_Mutation SNP G A 28 78 c.230G>A c.(229-231)CGA>CAA p.R77Q

Pat_66 Pre-Treatment PDZD2 23037 37 5 31799771 31799771 Missense_Mutation SNP G A 72 56 c.416G>A c.(415-417)CGG>CAG p.R139Q

Pat_66 Pre-Treatment EGFLAM 133584 37 5 38406275 38406275 Missense_Mutation SNP G A 20 59 c.760G>A c.(760-762)GAC>AAC p.D254N

Pat_66 Pre-Treatment LIFR 3977 37 5 38504188 38504188 Missense_Mutation SNP C T 41 85 c.1327G>A c.(1327-1329)GAT>AAT p.D443N

Pat_66 Pre-Treatment C9 735 37 5 39311419 39311419 Missense_Mutation SNP G A 54 42 c.931C>T c.(931-933)CGC>TGC p.R311C

Pat_66 Pre-Treatment DAB2 1601 37 5 39383265 39383265 Missense_Mutation SNP G A 75 162 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_66 Pre-Treatment HEATR7B2 133558 37 5 41000423 41000423 Missense_Mutation SNP G A 13 46 c.4381C>T c.(4381-4383)CCC>TCC p.P1461S

Pat_66 Pre-Treatment C6 729 37 5 41150076 41150076 Missense_Mutation SNP C T 29 68 c.2342G>A c.(2341-2343)GGA>GAA p.G781E

Pat_66 Pre-Treatment GHR 2690 37 5 42718182 42718182 Missense_Mutation SNP C T 25 84 c.904C>T c.(904-906)CCA>TCA p.P302S

Pat_66 Pre-Treatment HSPB3 8988 37 5 53751825 53751825 Missense_Mutation SNP C T 63 36 c.206C>T c.(205-207)TCC>TTC p.S69F

Pat_66 Pre-Treatment ZNF366 167465 37 5 71756663 71756663 Missense_Mutation SNP C T 37 61 c.661G>A c.(661-663)GAG>AAG p.E221K

Pat_66 Pre-Treatment RGNEF 64283 37 5 73163733 73163733 Missense_Mutation SNP C T 27 36 c.2185C>T c.(2185-2187)CTC>TTC p.L729F

Pat_66 Pre-Treatment CMYA5 202333 37 5 79026699 79026699 Missense_Mutation SNP C T 12 18 c.2111C>T c.(2110-2112)TCA>TTA p.S704L

Pat_66 Pre-Treatment CMYA5 202333 37 5 79030700 79030700 Missense_Mutation SNP G A 18 30 c.6112G>A c.(6112-6114)GAA>AAA p.E2038K

Pat_66 Pre-Treatment CMYA5 202333 37 5 79030895 79030895 Missense_Mutation SNP G A 14 20 c.6307G>A c.(6307-6309)GAA>AAA p.E2103K

Pat_66 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 4 109 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_66 Pre-Treatment GPR98 84059 37 5 89923367 89923367 Missense_Mutation SNP C T 56 90 c.1012C>T c.(1012-1014)CAT>TAT p.H338Y

Pat_66 Pre-Treatment GPR98 84059 37 5 90052422 90052422 Missense_Mutation SNP G A 15 9 c.11732G>A c.(11731-11733)GGA>GAA p.G3911E

Pat_66 Pre-Treatment GPR98 84059 37 5 90136435 90136435 Missense_Mutation SNP C T 29 39 c.16652C>T c.(16651-16653)TCT>TTT p.S5551F

Pat_66 Pre-Treatment C5orf13 9315 37 5 111066734 111066734 Missense_Mutation SNP G A 9 14 c.91C>T c.(91-93)CCT>TCT p.P31S

Pat_66 Pre-Treatment DMXL1 1657 37 5 118482639 118482639 Missense_Mutation SNP C T 17 42 c.2677C>T c.(2677-2679)CCT>TCT p.P893S

Pat_66 Pre-Treatment TRPC7 57113 37 5 135692498 135692498 Missense_Mutation SNP G A 34 51 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_66 Pre-Treatment PCDHA2 56146 37 5 140174976 140174976 Missense_Mutation SNP C T 37 46 c.427C>T c.(427-429)CCC>TCC p.P143S

Pat_66 Pre-Treatment PCDHA5 56143 37 5 140201464 140201464 Missense_Mutation SNP C T 4 88 c.104C>T c.(103-105)CCG>CTG p.P35L

Pat_66 Pre-Treatment PCDHA11 56138 37 5 140249730 140249730 Missense_Mutation SNP G A 41 53 c.1042G>A c.(1042-1044)GAA>AAA p.E348K

Pat_66 Pre-Treatment PCDHB1 29930 37 5 140431504 140431504 Missense_Mutation SNP C T 21 23 c.449C>T c.(448-450)TCA>TTA p.S150L

Pat_66 Pre-Treatment PCDHB3 56132 37 5 140481257 140481257 Missense_Mutation SNP G A 25 28 c.1024G>A c.(1024-1026)GAC>AAC p.D342N

Pat_66 Pre-Treatment PCDHB6 56130 37 5 140529986 140529986 Missense_Mutation SNP G A 40 53 c.148G>A c.(148-150)GAC>AAC p.D50N

Pat_66 Pre-Treatment PCDHB7 56129 37 5 140554416 140554416 Missense_Mutation SNP C T 29 337 c.2000C>T c.(1999-2001)TCC>TTC p.S667F

Pat_66 Pre-Treatment PCDHB8 56128 37 5 140558516 140558516 Missense_Mutation SNP G A 53 334 c.901G>A c.(901-903)GAA>AAA p.E301K

Pat_66 Pre-Treatment PCDHB13 56123 37 5 140595079 140595079 Missense_Mutation SNP G A 139 241 c.1384G>A c.(1384-1386)GAG>AAG p.E462K

Pat_66 Pre-Treatment PCDHGA6 56109 37 5 140753757 140753757 Missense_Mutation SNP C T 3 18 c.107C>T c.(106-108)CCC>CTC p.P36L

Pat_66 Pre-Treatment PCDH1 5097 37 5 141243755 141243755 Missense_Mutation SNP T A 31 31 c.2141A>T c.(2140-2142)TAT>TTT p.Y714F

Pat_66 Pre-Treatment PPP2R2B 5521 37 5 145979853 145979853 Splice_Site SNP C T 27 58 c.960_splice c.e7+1 p.Q320_splice



Pat_66 Pre-Treatment PPP2R2B 5521 37 5 146077647 146077647 Missense_Mutation SNP C T 65 97 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_66 Pre-Treatment HTR4 3360 37 5 147889397 147889397 Missense_Mutation SNP C T 16 25 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_66 Pre-Treatment KIF4B 285643 37 5 154395697 154395697 Missense_Mutation SNP G A 21 21 c.2278G>A c.(2278-2280)GCC>ACC p.A760T

Pat_66 Pre-Treatment KIF4B 285643 37 5 154395718 154395718 Missense_Mutation SNP C T 18 30 c.2299C>T c.(2299-2301)CTC>TTC p.L767F

Pat_66 Pre-Treatment MED7 9443 37 5 156566174 156566174 Missense_Mutation SNP A G 18 23 c.269T>C c.(268-270)TTG>TCG p.L90S

Pat_66 Pre-Treatment ODZ2 57451 37 5 167517676 167517676 Missense_Mutation SNP C T 62 99 c.1613C>T c.(1612-1614)GCC>GTC p.A538V

Pat_66 Pre-Treatment KCNIP1 30820 37 5 170162777 170162777 Missense_Mutation SNP G A 34 64 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_66 Pre-Treatment GFPT2 9945 37 5 179734231 179734231 Missense_Mutation SNP G A 8 15 c.1619C>T c.(1618-1620)TCG>TTG p.S540L

Pat_66 Pre-Treatment CNOT6 57472 37 5 179976951 179976951 Missense_Mutation SNP G T 4 190 c.133G>T c.(133-135)GCA>TCA p.A45S

Pat_66 Pre-Treatment HUS1B 135458 37 6 656730 656730 Missense_Mutation SNP G A 8 23 c.215C>T c.(214-216)TCG>TTG p.S72L

Pat_66 Pre-Treatment SYCP2L 221711 37 6 10891779 10891779 Missense_Mutation SNP G A 32 147 c.43G>A c.(43-45)GAT>AAT p.D15N

Pat_66 Pre-Treatment FAM65B 9750 37 6 24843752 24843752 Missense_Mutation SNP C T 30 28 c.1258G>A c.(1258-1260)GGA>AGA p.G420R

Pat_66 Pre-Treatment HIST1H2BA 255626 37 6 25727393 25727393 Missense_Mutation SNP G A 31 135 c.257G>A c.(256-258)AGC>AAC p.S86N

Pat_66 Pre-Treatment BTN3A3 10384 37 6 26452145 26452145 Missense_Mutation SNP G A 33 80 c.1261G>A c.(1261-1263)GGT>AGT p.G421S

Pat_66 Pre-Treatment HIST1H4J 8363 37 6 27791925 27791925 Missense_Mutation SNP G A 4 149 c.23G>A c.(22-24)GGG>GAG p.G8E

Pat_66 Pre-Treatment ZFP57 346171 37 6 29640902 29640902 Missense_Mutation SNP G A 16 135 c.986C>T c.(985-987)TCC>TTC p.S329F

Pat_66 Pre-Treatment RNF39 80352 37 6 30041250 30041250 Missense_Mutation SNP C T 26 146 c.573G>A c.(571-573)ATG>ATA p.M191I

Pat_66 Pre-Treatment TRIM10 10107 37 6 30128599 30128599 Missense_Mutation SNP C T 24 42 c.37G>A c.(37-39)GAA>AAA p.E13K

Pat_66 Pre-Treatment TCF19 6941 37 6 31129329 31129329 Missense_Mutation SNP C T 195 151 c.344C>T c.(343-345)TCG>TTG p.S115L

Pat_66 Pre-Treatment MICB 4277 37 6 31474038 31474039 Missense_Mutation DNP AG TA 55 157 c.444_445AG>TA(442-447)CAAGAA>CATAA148_149QE>H

Pat_66 Pre-Treatment CYP21A2 1589 37 6 32008268 32008268 Missense_Mutation SNP G A 15 106 c.1025G>A c.(1024-1026)CGG>CAG p.R342Q

Pat_66 Pre-Treatment TNXB 7148 37 6 32037621 32037621 Missense_Mutation SNP C T 36 45 c.5296G>A c.(5296-5298)GAT>AAT p.D1766N

Pat_66 Pre-Treatment C6orf10 10665 37 6 32333953 32333953 Missense_Mutation SNP C T 59 24 c.208G>A c.(208-210)GAT>AAT p.D70N

Pat_66 Pre-Treatment RGL2 5863 37 6 33262929 33262929 Missense_Mutation SNP G A 5 27 c.1184C>T c.(1183-1185)TCC>TTC p.S395F

Pat_66 Pre-Treatment ITPR3 3710 37 6 33645396 33645396 Missense_Mutation SNP C T 82 50 c.3638C>T c.(3637-3639)CCC>CTC p.P1213L

Pat_66 Pre-Treatment SCUBE3 222663 37 6 35211766 35211766 Missense_Mutation SNP G A 4 149 c.2098G>A c.(2098-2100)GTA>ATA p.V700I

Pat_66 Pre-Treatment C6orf81 221481 37 6 35715395 35715395 Missense_Mutation SNP G A 121 283 c.742G>A c.(742-744)GAC>AAC p.D248N

Pat_66 Pre-Treatment FGD2 221472 37 6 36976617 36976617 Missense_Mutation SNP G A 65 71 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_66 Pre-Treatment DNAH8 1769 37 6 38905953 38905953 Nonsense_Mutation SNP C T 75 138 c.11116C>T c.(11116-11118)CAG>TAG p.Q3706*

Pat_66 Pre-Treatment TSPO2 222642 37 6 41011781 41011781 Missense_Mutation SNP G T 4 170 c.418G>T c.(418-420)GCC>TCC p.A140S

Pat_66 Pre-Treatment TRERF1 55809 37 6 42236737 42236737 Missense_Mutation SNP G A 41 59 c.592C>T c.(592-594)CCT>TCT p.P198S

Pat_66 Pre-Treatment CUL7 9820 37 6 43020187 43020187 Missense_Mutation SNP C T 4 150 c.340G>A c.(340-342)GTG>ATG p.V114M

Pat_66 Pre-Treatment TDRD6 221400 37 6 46660726 46660726 Missense_Mutation SNP C T 6 207 c.4861C>T c.(4861-4863)CCT>TCT p.P1621S

Pat_66 Pre-Treatment GPR115 221393 37 6 47682058 47682058 Nonsense_Mutation SNP G A 40 106 c.1077G>A c.(1075-1077)TGG>TGA p.W359*

Pat_66 Pre-Treatment HCRTR2 3062 37 6 55142185 55142185 Missense_Mutation SNP G A 18 61 c.770G>A c.(769-771)GGA>GAA p.G257E

Pat_66 Pre-Treatment GFRAL 389400 37 6 55264208 55264208 Missense_Mutation SNP G A 33 173 c.1090G>A c.(1090-1092)GGA>AGA p.G364R

Pat_66 Pre-Treatment HMGCLL1 54511 37 6 55406625 55406625 Missense_Mutation SNP G A 71 80 c.289C>T c.(289-291)CCT>TCT p.P97S

Pat_66 Pre-Treatment BMP5 653 37 6 55739342 55739342 Missense_Mutation SNP C T 49 157 c.322G>A c.(322-324)GAG>AAG p.E108K

Pat_66 Pre-Treatment DST 667 37 6 56516016 56516016 Missense_Mutation SNP A G 16 37 c.1142T>C c.(1141-1143)GTT>GCT p.V381A

Pat_66 Pre-Treatment BEND6 221336 37 6 56857314 56857314 Missense_Mutation SNP G A 247 334 c.259G>A c.(259-261)GAA>AAA p.E87K

Pat_66 Pre-Treatment ZNF451 26036 37 6 57013017 57013017 Missense_Mutation SNP C T 14 34 c.2134C>T c.(2134-2136)CCA>TCA p.P712S

Pat_66 Pre-Treatment KCNQ5 56479 37 6 73879550 73879550 Missense_Mutation SNP C T 31 100 c.1550C>T c.(1549-1551)CCA>CTA p.P517L

Pat_66 Pre-Treatment CD109 135228 37 6 74446167 74446167 Missense_Mutation SNP C T 134 90 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_66 Pre-Treatment COL12A1 1303 37 6 75887486 75887486 Missense_Mutation SNP C T 182 483 c.2330G>A c.(2329-2331)AGA>AAA p.R777K

Pat_66 Pre-Treatment COL12A1 1303 37 6 75892963 75892963 Missense_Mutation SNP C T 49 137 c.1694G>A c.(1693-1695)AGG>AAG p.R565K

Pat_66 Pre-Treatment FILIP1 27145 37 6 76022929 76022929 Missense_Mutation SNP C T 15 53 c.2619G>A c.(2617-2619)ATG>ATA p.M873I

Pat_66 Pre-Treatment LCA5 167691 37 6 80203380 80203380 Missense_Mutation SNP C T 22 41 c.808G>A c.(808-810)GAA>AAA p.E270K



Pat_66 Pre-Treatment IBTK 25998 37 6 82933317 82933317 Nonsense_Mutation SNP C A 4 63 c.964G>T c.(964-966)GGA>TGA p.G322*

Pat_66 Pre-Treatment DOPEY1 23033 37 6 83840052 83840052 Missense_Mutation SNP T G 35 76 c.2552T>G c.(2551-2553)GTT>GGT p.V851G

Pat_66 Pre-Treatment ME1 4199 37 6 83933615 83933615 Missense_Mutation SNP G A 28 70 c.1313C>T c.(1312-1314)CCA>CTA p.P438L

Pat_66 Pre-Treatment RARS2 57038 37 6 88224171 88224171 Missense_Mutation SNP C A 31 67 c.1697G>T c.(1696-1698)GGA>GTA p.G566V

Pat_66 Pre-Treatment UBE2J1 51465 37 6 90047951 90047951 Missense_Mutation SNP G A 78 56 c.401C>T c.(400-402)CCT>CTT p.P134L

Pat_66 Pre-Treatment KLHL32 114792 37 6 97587066 97587066 Missense_Mutation SNP G A 55 152 c.1771G>A c.(1771-1773)GGA>AGA p.G591R

Pat_66 Pre-Treatment SIM1 6492 37 6 100838394 100838394 Missense_Mutation SNP C T 116 80 c.2144G>A c.(2143-2145)GGA>GAA p.G715E

Pat_66 Pre-Treatment GRIK2 2898 37 6 102134176 102134176 Missense_Mutation SNP G A 78 69 c.899G>A c.(898-900)CGA>CAA p.R300Q

Pat_66 Pre-Treatment TUBE1 51175 37 6 112395985 112395985 Missense_Mutation SNP G A 24 69 c.881C>T c.(880-882)CCT>CTT p.P294L

Pat_66 Pre-Treatment FRK 2444 37 6 116265408 116265408 Missense_Mutation SNP T C 36 58 c.1139A>G c.(1138-1140)AAG>AGG p.K380R

Pat_66 Pre-Treatment DSE 29940 37 6 116757465 116757465 Missense_Mutation SNP G A 32 80 c.1834G>A c.(1834-1836)GGT>AGT p.G612S

Pat_66 Pre-Treatment GPRC6A 222545 37 6 117150200 117150200 Splice_Site SNP C T 16 26 c.-21_splice c.e1-1

Pat_66 Pre-Treatment RFX6 222546 37 6 117237412 117237412 Missense_Mutation SNP C T 77 208 c.907C>T c.(907-909)CTT>TTT p.L303F

Pat_66 Pre-Treatment MAN1A1 4121 37 6 119509588 119509589 Nonsense_Mutation DNP CC TT 39 129 .1700_1701GG>AAc.(1699-1701)TGG>TAA p.W567*

Pat_66 Pre-Treatment PKIB 5570 37 6 123039097 123039097 Missense_Mutation SNP C T 92 45 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_66 Pre-Treatment CLVS2 134829 37 6 123332185 123332185 Missense_Mutation SNP G A 53 129 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_66 Pre-Treatment CLVS2 134829 37 6 123377000 123377000 Missense_Mutation SNP C T 65 131 c.725C>T c.(724-726)CCT>CTT p.P242L

Pat_66 Pre-Treatment C6orf174 387104 37 6 127796599 127796599 Missense_Mutation SNP C T 109 98 c.2572G>A c.(2572-2574)GAG>AAG p.E858K

Pat_66 Pre-Treatment THEMIS 387357 37 6 128150822 128150822 Missense_Mutation SNP C T 34 108 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_66 Pre-Treatment ENPP1 5167 37 6 132176145 132176145 Missense_Mutation SNP C T 26 61 c.697C>T c.(697-699)CCT>TCT p.P233S

Pat_66 Pre-Treatment IL22RA2 116379 37 6 137477948 137477948 Missense_Mutation SNP C T 55 99 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_66 Pre-Treatment TXLNB 167838 37 6 139563953 139563953 Missense_Mutation SNP G T 4 125 c.1765C>A c.(1765-1767)CAA>AAA p.Q589K

Pat_66 Pre-Treatment ULBP2 80328 37 6 150267721 150267721 Missense_Mutation SNP G A 53 188 c.563G>A c.(562-564)GGA>GAA p.G188E

Pat_66 Pre-Treatment TULP4 56995 37 6 158900787 158900787 Missense_Mutation SNP C T 23 59 c.1031C>T c.(1030-1032)CCC>CTC p.P344L

Pat_66 Pre-Treatment FNDC1 84624 37 6 159644649 159644649 Missense_Mutation SNP G A 16 41 c.856G>A c.(856-858)GAA>AAA p.E286K

Pat_66 Pre-Treatment FNDC1 84624 37 6 159646676 159646676 Missense_Mutation SNP G A 168 124 c.994G>A c.(994-996)GAA>AAA p.E332K

Pat_66 Pre-Treatment PNLDC1 154197 37 6 160232741 160232741 Missense_Mutation SNP G A 47 135 c.829G>A c.(829-831)GAT>AAT p.D277N

Pat_66 Pre-Treatment MLLT4 4301 37 6 168352389 168352389 Missense_Mutation SNP G A 5 283 c.4331G>A c.(4330-4332)CGC>CAC p.R1444H

Pat_66 Pre-Treatment GPER 2852 37 7 1131968 1131968 Missense_Mutation SNP G C 3 16 c.604G>C c.(604-606)GAC>CAC p.D202H

Pat_66 Pre-Treatment SDK1 221935 37 7 4153678 4153678 Missense_Mutation SNP G A 20 80 c.3595G>A c.(3595-3597)GAT>AAT p.D1199N

Pat_66 Pre-Treatment SDK1 221935 37 7 4277281 4277281 Nonsense_Mutation SNP C T 34 117 c.5995C>T c.(5995-5997)CAA>TAA p.Q1999*

Pat_66 Pre-Treatment COL28A1 340267 37 7 7570984 7570984 Missense_Mutation SNP G A 40 58 c.676C>T c.(676-678)CGT>TGT p.R226C

Pat_66 Pre-Treatment HDAC9 9734 37 7 18688097 18688097 Missense_Mutation SNP C T 72 75 c.1249C>T c.(1249-1251)CCC>TCC p.P417S

Pat_66 Pre-Treatment RAPGEF5 9771 37 7 22194161 22194161 Missense_Mutation SNP A T 67 106 c.1239T>A c.(1237-1239)AGT>AGA p.S413R

Pat_66 Pre-Treatment IGF2BP3 10643 37 7 23401193 23401193 Missense_Mutation SNP C T 48 197 c.361G>A c.(361-363)GTT>ATT p.V121I

Pat_66 Pre-Treatment TRA2A 29896 37 7 23545756 23545756 Splice_Site SNP C T 62 202 c.770_splice c.e6+1 p.R257_splice

Pat_66 Pre-Treatment TRA2A 29896 37 7 23552556 23552556 Missense_Mutation SNP C T 37 124 c.482G>A c.(481-483)GGA>GAA p.G161E

Pat_66 Pre-Treatment C7orf46 340277 37 7 23740429 23740429 Missense_Mutation SNP C T 54 245 c.770C>T c.(769-771)TCA>TTA p.S257L

Pat_66 Pre-Treatment HOXA3 3200 37 7 27149851 27149851 Missense_Mutation SNP G A 58 57 c.409C>T c.(409-411)CCT>TCT p.P137S

Pat_66 Pre-Treatment ADCYAP1R1 117 37 7 31146231 31146231 Missense_Mutation SNP C T 41 43 c.1340C>T c.(1339-1341)TCC>TTC p.S447F

Pat_66 Pre-Treatment CCDC129 223075 37 7 31683329 31683329 Missense_Mutation SNP C T 15 87 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_66 Pre-Treatment PDE1C 5137 37 7 31887625 31887625 Missense_Mutation SNP C T 35 131 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_66 Pre-Treatment PDE1C 5137 37 7 31912990 31912990 Missense_Mutation SNP G A 32 69 c.524C>T c.(523-525)TCC>TTC p.S175F

Pat_66 Pre-Treatment NPSR1 387129 37 7 34818083 34818083 Missense_Mutation SNP C T 4 86 c.290C>T c.(289-291)ACA>ATA p.T97I

Pat_66 Pre-Treatment DPY19L1 23333 37 7 35009080 35009080 Missense_Mutation SNP G A 18 113 c.760C>T c.(760-762)CCT>TCT p.P254S

Pat_66 Pre-Treatment DPY19L2P1 554236 37 7 35161208 35161208 Missense_Mutation SNP C T 20 82 c.499G>A c.(499-501)GAT>AAT p.D167N

Pat_66 Pre-Treatment CDK13 8621 37 7 40134171 40134171 Missense_Mutation SNP G T 6 343 c.4131G>T c.(4129-4131)TTG>TTT p.L1377F



Pat_66 Pre-Treatment PKD1L1 168507 37 7 47869170 47869170 Nonsense_Mutation SNP C T 217 264 c.6588G>A c.(6586-6588)TGG>TGA p.W2196*

Pat_66 Pre-Treatment IKZF1 10320 37 7 50468209 50468209 Missense_Mutation SNP G A 26 134 c.1444G>A c.(1444-1446)GGC>AGC p.G482S

Pat_66 Pre-Treatment COBL 23242 37 7 51152896 51152896 Nonsense_Mutation SNP C A 4 173 c.1063G>T c.(1063-1065)GAG>TAG p.E355*

Pat_66 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 10 136 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_66 Pre-Treatment CLDN3 1365 37 7 73183904 73183904 Missense_Mutation SNP A G 9 12 c.476T>C c.(475-477)ATG>ACG p.M159T

Pat_66 Pre-Treatment ELN 2006 37 7 73474260 73474260 Missense_Mutation SNP C T 117 334 c.1477C>T c.(1477-1479)CCT>TCT p.P493S

Pat_66 Pre-Treatment EIF4H 7458 37 7 73609166 73609166 Missense_Mutation SNP C T 42 61 c.565C>T c.(565-567)CCC>TCC p.P189S

Pat_66 Pre-Treatment POM121C 100101267 37 7 75051130 75051130 Missense_Mutation SNP G A 53 103 c.2405C>T c.(2404-2406)TCC>TTC p.S802F

Pat_66 Pre-Treatment ZP3 7784 37 7 76062838 76062838 Missense_Mutation SNP C T 5 317 c.587C>T c.(586-588)GCC>GTC p.A196V

Pat_66 Pre-Treatment PCLO 27445 37 7 82581211 82581211 Missense_Mutation SNP C T 15 105 c.9058G>A c.(9058-9060)GAC>AAC p.D3020N

Pat_66 Pre-Treatment PCLO 27445 37 7 82581886 82581886 Missense_Mutation SNP C T 39 156 c.8383G>A c.(8383-8385)GTG>ATG p.V2795M

Pat_66 Pre-Treatment PCLO 27445 37 7 82764398 82764398 Missense_Mutation SNP C T 73 231 c.2468G>A c.(2467-2469)CGA>CAA p.R823Q

Pat_66 Pre-Treatment PCLO 27445 37 7 82784411 82784411 Missense_Mutation SNP G A 6 413 c.1546C>T c.(1546-1548)CCA>TCA p.P516S

Pat_66 Pre-Treatment SEMA3E 9723 37 7 82996952 82996952 Missense_Mutation SNP G A 182 218 c.2278C>T c.(2278-2280)CGT>TGT p.R760C

Pat_66 Pre-Treatment ABCB1 5243 37 7 87179226 87179226 Missense_Mutation SNP C T 93 341 c.1495G>A c.(1495-1497)GAG>AAG p.E499K

Pat_66 Pre-Treatment CYP51A1 1595 37 7 91758208 91758208 Missense_Mutation SNP C T 105 421 c.454G>A c.(454-456)GAT>AAT p.D152N

Pat_66 Pre-Treatment SAMD9 54809 37 7 92733373 92733373 Missense_Mutation SNP C T 100 173 c.2038G>A c.(2038-2040)GAG>AAG p.E680K

Pat_66 Pre-Treatment SAMD9L 219285 37 7 92762385 92762385 Missense_Mutation SNP T A 22 88 c.2900A>T c.(2899-2901)TAT>TTT p.Y967F

Pat_66 Pre-Treatment HEPACAM2 253012 37 7 92848689 92848689 Missense_Mutation SNP G A 43 153 c.155C>T c.(154-156)CCC>CTC p.P52L

Pat_66 Pre-Treatment CALCR 799 37 7 93108698 93108698 Missense_Mutation SNP C T 123 443 c.227G>A c.(226-228)CGA>CAA p.R76Q

Pat_66 Pre-Treatment ZKSCAN1 7586 37 7 99631659 99631659 Missense_Mutation SNP C T 26 108 c.1531C>T c.(1531-1533)CAC>TAC p.H511Y

Pat_66 Pre-Treatment ZNF3 7551 37 7 99669002 99669002 Missense_Mutation SNP C T 169 246 c.1105G>A c.(1105-1107)GAA>AAA p.E369K

Pat_66 Pre-Treatment ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 8 410 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_66 Pre-Treatment ACHE 43 37 7 100490217 100490217 Missense_Mutation SNP C T 25 28 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_66 Pre-Treatment MUC17 140453 37 7 100682094 100682094 Missense_Mutation SNP C T 9 850 c.7397C>T c.(7396-7398)ACG>ATG p.T2466M

Pat_66 Pre-Treatment MUC17 140453 37 7 100682156 100682156 Missense_Mutation SNP A G 9 861 c.7459A>G c.(7459-7461)ATG>GTG p.M2487V

Pat_66 Pre-Treatment MUC17 140453 37 7 100682158 100682158 Missense_Mutation SNP G C 8 859 c.7461G>C c.(7459-7461)ATG>ATC p.M2487I

Pat_66 Pre-Treatment MUC17 140453 37 7 100686392 100686392 Missense_Mutation SNP C T 80 251 c.11695C>T c.(11695-11697)CCT>TCT p.P3899S

Pat_66 Pre-Treatment LRRC17 10234 37 7 102585050 102585050 Missense_Mutation SNP G A 20 73 c.1322G>A c.(1321-1323)GGA>GAA p.G441E

Pat_66 Pre-Treatment FBXL13 222235 37 7 102604109 102604109 Missense_Mutation SNP C T 17 80 c.595G>A c.(595-597)GAT>AAT p.D199N

Pat_66 Pre-Treatment ARMC10 83787 37 7 102733020 102733020 Missense_Mutation SNP A G 6 171 c.625A>G c.(625-627)ACC>GCC p.T209A

Pat_66 Pre-Treatment DNAJC2 27000 37 7 102968109 102968109 Missense_Mutation SNP T C 39 62 c.424A>G c.(424-426)ACT>GCT p.T142A

Pat_66 Pre-Treatment RELN 5649 37 7 103130197 103130197 Missense_Mutation SNP C T 12 33 c.9755G>A c.(9754-9756)AGC>AAC p.S3252N

Pat_66 Pre-Treatment RELN 5649 37 7 103230142 103230142 Missense_Mutation SNP C T 122 141 c.4046G>A c.(4045-4047)GGA>GAA p.G1349E

Pat_66 Pre-Treatment PUS7 54517 37 7 105121497 105121497 Splice_Site SNP A G 39 48 c.1175_splice c.e9+1 p.R392_splice

Pat_66 Pre-Treatment LAMB1 3912 37 7 107580783 107580784 Missense_Mutation DNP CC TT 17 80 c.3411_3412GG>AA409-3414)AGGGGC>AGAA p.G1138S

Pat_66 Pre-Treatment LAMB1 3912 37 7 107626771 107626771 Missense_Mutation SNP G A 36 183 c.461C>T c.(460-462)TCC>TTC p.S154F

Pat_66 Pre-Treatment LAMB4 22798 37 7 107677900 107677900 Missense_Mutation SNP C T 82 317 c.4612G>A c.(4612-4614)GAT>AAT p.D1538N

Pat_66 Pre-Treatment CADPS2 93664 37 7 122001003 122001003 Missense_Mutation SNP G A 10 63 c.3452C>T c.(3451-3453)TCA>TTA p.S1151L

Pat_66 Pre-Treatment FLNC 2318 37 7 128492959 128492959 Missense_Mutation SNP C T 55 51 c.6082C>T c.(6082-6084)CCC>TCC p.P2028S

Pat_66 Pre-Treatment TSPAN33 340348 37 7 128807650 128807650 Nonsense_Mutation SNP C T 48 50 c.787C>T c.(787-789)CAG>TAG p.Q263*

Pat_66 Pre-Treatment KIAA1549 57670 37 7 138579122 138579122 Missense_Mutation SNP G A 129 227 c.3998C>T c.(3997-3999)CCT>CTT p.P1333L

Pat_66 Pre-Treatment KIAA1549 57670 37 7 138601892 138601892 Missense_Mutation SNP G A 21 90 c.2480C>T c.(2479-2481)TCT>TTT p.S827F

Pat_66 Pre-Treatment TBXAS1 6916 37 7 139655370 139655370 Missense_Mutation SNP G A 86 95 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_66 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 72 118 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_66 Pre-Treatment TAS2R4 50832 37 7 141478757 141478757 Missense_Mutation SNP C T 198 260 c.469C>T c.(469-471)CCT>TCT p.P157S

Pat_66 Pre-Treatment TRY6 154754 37 7 142479959 142479959 Missense_Mutation SNP G A 52 347 c.91G>A c.(91-93)GAG>AAG p.E31K



Pat_66 Pre-Treatment KEL 3792 37 7 142641771 142641771 Missense_Mutation SNP G A 17 41 c.1372C>T c.(1372-1374)CCC>TCC p.P458S

Pat_66 Pre-Treatment KEL 3792 37 7 142651429 142651429 Nonsense_Mutation SNP G A 29 93 c.766C>T c.(766-768)CAG>TAG p.Q256*

Pat_66 Pre-Treatment CLCN1 1180 37 7 143047677 143047677 Missense_Mutation SNP C T 191 245 c.2525C>T c.(2524-2526)TCA>TTA p.S842L

Pat_66 Pre-Treatment OR2F1 26211 37 7 143657212 143657212 Missense_Mutation SNP G A 257 313 c.149G>A c.(148-150)AGA>AAA p.R50K

Pat_66 Pre-Treatment ARHGEF5 7984 37 7 144062335 144062336 Missense_Mutation DNP CC TT 21 150 c.2573_2574CC>TT c.(2572-2574)TCC>TTT p.S858F

Pat_66 Pre-Treatment NOBOX 135935 37 7 144101747 144101747 Missense_Mutation SNP G A 50 244 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_66 Pre-Treatment TPK1 27010 37 7 144380069 144380069 Missense_Mutation SNP G A 66 212 c.118C>T c.(118-120)CTT>TTT p.L40F

Pat_66 Pre-Treatment CNTNAP2 26047 37 7 147259245 147259245 Missense_Mutation SNP C T 32 95 c.1793C>T c.(1792-1794)TCC>TTC p.S598F

Pat_66 Pre-Treatment ZNF425 155054 37 7 148802286 148802286 Missense_Mutation SNP G A 22 83 c.677C>T c.(676-678)TCG>TTG p.S226L

Pat_66 Pre-Treatment ZNF777 27153 37 7 149129231 149129231 Missense_Mutation SNP C A 4 183 c.2132G>T c.(2131-2133)CGC>CTC p.R711L

Pat_66 Pre-Treatment ZNF777 27153 37 7 149133705 149133705 Missense_Mutation SNP C T 4 127 c.1300G>A c.(1300-1302)GAA>AAA p.E434K

Pat_66 Pre-Treatment SSPO 23145 37 7 149509113 149509113 Missense_Mutation SNP C T 24 67 c.9659C>T c.(9658-9660)ACC>ATC p.T3220I

Pat_66 Pre-Treatment GIMAP8 155038 37 7 150164120 150164120 Missense_Mutation SNP G A 20 94 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_66 Pre-Treatment GIMAP8 155038 37 7 150171298 150171298 Missense_Mutation SNP G A 22 55 c.881G>A c.(880-882)AGA>AAA p.R294K

Pat_66 Pre-Treatment GIMAP7 168537 37 7 150217158 150217158 Missense_Mutation SNP A C 24 86 c.96A>C c.(94-96)GAA>GAC p.E32D

Pat_66 Pre-Treatment GIMAP6 474344 37 7 150325516 150325516 Missense_Mutation SNP C T 178 529 c.170G>A c.(169-171)GGA>GAA p.G57E

Pat_66 Pre-Treatment UBE3C 9690 37 7 156974272 156974272 Missense_Mutation SNP C T 19 110 c.677C>T c.(676-678)TCT>TTT p.S226F

Pat_66 Pre-Treatment MYOM2 9172 37 8 2005529 2005530 Missense_Mutation DNP CC TT 11 30 c.327_328CC>TT 325-330)GCCCAC>GCTTA p.H110Y

Pat_66 Pre-Treatment CSMD1 64478 37 8 2855550 2855550 Missense_Mutation SNP G A 16 51 c.8363C>T c.(8362-8364)CCT>CTT p.P2788L

Pat_66 Pre-Treatment CSMD1 64478 37 8 2876022 2876022 Missense_Mutation SNP C T 373 271 c.8009G>A c.(8008-8010)AGC>AAC p.S2670N

Pat_66 Pre-Treatment CSMD1 64478 37 8 3474275 3474275 Missense_Mutation SNP G A 18 46 c.1054C>T c.(1054-1056)CCT>TCT p.P352S

Pat_66 Pre-Treatment XKR5 389610 37 8 6682776 6682776 Missense_Mutation SNP C T 22 24 c.338G>A c.(337-339)CGA>CAA p.R113Q

Pat_66 Pre-Treatment RP1L1 94137 37 8 10464908 10464908 Missense_Mutation SNP C T 45 140 c.6700G>A c.(6700-6702)GAA>AAA p.E2234K

Pat_66 Pre-Treatment RP1L1 94137 37 8 10468055 10468055 Missense_Mutation SNP C A 12 27 c.3553G>T c.(3553-3555)GGG>TGG p.G1185W

Pat_66 Pre-Treatment HR 55806 37 8 21979204 21979204 Missense_Mutation SNP C T 48 28 c.2125G>A c.(2125-2127)GAA>AAA p.E709K

Pat_66 Pre-Treatment POLR3D 661 37 8 22108026 22108026 Missense_Mutation SNP C T 7 352 c.1192C>T c.(1192-1194)CGG>TGG p.R398W

Pat_66 Pre-Treatment LOXL2 4017 37 8 23217643 23217643 Missense_Mutation SNP G A 43 83 c.491C>T c.(490-492)CCT>CTT p.P164L

Pat_66 Pre-Treatment ADAM28 10863 37 8 24187516 24187516 Missense_Mutation SNP C T 42 120 c.991C>T c.(991-993)CTT>TTT p.L331F

Pat_66 Pre-Treatment ADAM7 8756 37 8 24350557 24350557 Missense_Mutation SNP G A 29 22 c.1657G>A c.(1657-1659)GAT>AAT p.D553N

Pat_66 Pre-Treatment NEFL 4747 37 8 24811034 24811034 Missense_Mutation SNP C T 11 16 c.1444G>A c.(1444-1446)GAC>AAC p.D482N

Pat_66 Pre-Treatment PNMA2 10687 37 8 26365883 26365883 Missense_Mutation SNP G A 55 44 c.389C>T c.(388-390)TCT>TTT p.S130F

Pat_66 Pre-Treatment BRF2 55290 37 8 37702440 37702440 Missense_Mutation SNP C A 4 96 c.828G>T c.(826-828)ATG>ATT p.M276I

Pat_66 Pre-Treatment ASH2L 9070 37 8 37972516 37972516 Nonsense_Mutation SNP C T 34 24 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_66 Pre-Treatment ANK1 286 37 8 41530173 41530173 Missense_Mutation SNP C T 108 82 c.4795G>A c.(4795-4797)GAG>AAG p.E1599K

Pat_66 Pre-Treatment EFCAB1 79645 37 8 49642299 49642299 Missense_Mutation SNP C T 22 59 c.451G>A c.(451-453)GAA>AAA p.E151K

Pat_66 Pre-Treatment RB1CC1 9821 37 8 53554996 53554996 Missense_Mutation SNP G T 44 90 c.4252C>A c.(4252-4254)CCA>ACA p.P1418T

Pat_66 Pre-Treatment RP1 6101 37 8 55534017 55534017 Missense_Mutation SNP C T 36 134 c.491C>T c.(490-492)CCG>CTG p.P164L

Pat_66 Pre-Treatment RP1 6101 37 8 55539216 55539216 Missense_Mutation SNP C T 15 40 c.2774C>T c.(2773-2775)CCA>CTA p.P925L

Pat_66 Pre-Treatment XKR4 114786 37 8 56436133 56436133 Missense_Mutation SNP G A 207 133 c.1300G>A c.(1300-1302)GAC>AAC p.D434N

Pat_66 Pre-Treatment XKR4 114786 37 8 56436373 56436373 Missense_Mutation SNP C T 41 108 c.1540C>T c.(1540-1542)CAT>TAT p.H514Y

Pat_66 Pre-Treatment CHD7 55636 37 8 61655535 61655535 Missense_Mutation SNP C T 4 80 c.1544C>T c.(1543-1545)CCT>CTT p.P515L

Pat_66 Pre-Treatment CHD7 55636 37 8 61769426 61769426 Missense_Mutation SNP C A 4 109 c.7587C>A c.(7585-7587)CAC>CAA p.H2529Q

Pat_66 Pre-Treatment SULF1 23213 37 8 70514018 70514018 Missense_Mutation SNP C T 89 303 c.1015C>T c.(1015-1017)CGT>TGT p.R339C

Pat_66 Pre-Treatment SULF1 23213 37 8 70517147 70517147 Missense_Mutation SNP G A 49 142 c.1357G>A c.(1357-1359)GCC>ACC p.A453T

Pat_66 Pre-Treatment C8orf84 157869 37 8 73979655 73979655 Missense_Mutation SNP C T 44 121 c.716G>A c.(715-717)CGG>CAG p.R239Q

Pat_66 Pre-Treatment HNF4G 3174 37 8 76456156 76456156 Missense_Mutation SNP G A 47 151 c.88G>A c.(88-90)GAT>AAT p.D30N

Pat_66 Pre-Treatment ZFHX4 79776 37 8 77763577 77763577 Missense_Mutation SNP G A 15 39 c.4285G>A c.(4285-4287)GAA>AAA p.E1429K



Pat_66 Pre-Treatment ZFHX4 79776 37 8 77763842 77763842 Missense_Mutation SNP C T 23 23 c.4550C>T c.(4549-4551)TCA>TTA p.S1517L

Pat_66 Pre-Treatment ZFHX4 79776 37 8 77766736 77766736 Missense_Mutation SNP C T 173 121 c.7444C>T c.(7444-7446)CCG>TCG p.P2482S

Pat_66 Pre-Treatment FABP12 646486 37 8 82441830 82441830 Missense_Mutation SNP C T 18 38 c.89G>A c.(88-90)AGC>AAC p.S30N

Pat_66 Pre-Treatment CA1 759 37 8 86240796 86240796 Missense_Mutation SNP G A 52 136 c.779C>T c.(778-780)TCA>TTA p.S260L

Pat_66 Pre-Treatment CA1 759 37 8 86250541 86250541 Missense_Mutation SNP C T 83 227 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_66 Pre-Treatment CNGB3 54714 37 8 87755783 87755783 Missense_Mutation SNP G A 71 45 c.73C>T c.(73-75)CGT>TGT p.R25C

Pat_66 Pre-Treatment DCAF4L2 138009 37 8 88885877 88885877 Missense_Mutation SNP G A 4 174 c.323C>T c.(322-324)ACG>ATG p.T108M

Pat_66 Pre-Treatment SLC26A7 115111 37 8 92330577 92330577 Missense_Mutation SNP C T 34 136 c.611C>T c.(610-612)CCA>CTA p.P204L

Pat_66 Pre-Treatment VPS13B 157680 37 8 100711962 100711962 Missense_Mutation SNP C T 27 79 c.6331C>T c.(6331-6333)CAT>TAT p.H2111Y

Pat_66 Pre-Treatment VPS13B 157680 37 8 100833705 100833705 Nonsense_Mutation SNP C T 60 136 c.9253C>T c.(9253-9255)CAG>TAG p.Q3085*

Pat_66 Pre-Treatment LRP12 29967 37 8 105507435 105507435 Missense_Mutation SNP G A 61 42 c.1583C>T c.(1582-1584)TCA>TTA p.S528L

Pat_66 Pre-Treatment ZFPM2 23414 37 8 106813433 106813433 Nonsense_Mutation SNP C T 78 236 c.1123C>T c.(1123-1125)CAG>TAG p.Q375*

Pat_66 Pre-Treatment ABRA 137735 37 8 107773437 107773437 Missense_Mutation SNP C T 40 75 c.974G>A c.(973-975)CGA>CAA p.R325Q

Pat_66 Pre-Treatment PKHD1L1 93035 37 8 110416854 110416854 Missense_Mutation SNP G A 15 40 c.1445G>A c.(1444-1446)CGA>CAA p.R482Q

Pat_66 Pre-Treatment PKHD1L1 93035 37 8 110516633 110516633 Missense_Mutation SNP G A 15 38 c.10906G>A c.(10906-10908)GAT>AAT p.D3636N

Pat_66 Pre-Treatment CSMD3 114788 37 8 113323251 113323251 Missense_Mutation SNP G A 122 72 c.7841C>T c.(7840-7842)TCC>TTC p.S2614F

Pat_66 Pre-Treatment SLC30A8 169026 37 8 118184870 118184870 Missense_Mutation SNP C T 56 161 c.1060C>T c.(1060-1062)CCA>TCA p.P354S

Pat_66 Pre-Treatment COL14A1 7373 37 8 121357721 121357721 Missense_Mutation SNP G A 22 39 c.4996G>A c.(4996-4998)GGA>AGA p.G1666R

Pat_66 Pre-Treatment ANXA13 312 37 8 124749565 124749565 Missense_Mutation SNP G A 39 90 c.10C>T c.(10-12)CGT>TGT p.R4C

Pat_66 Pre-Treatment COL22A1 169044 37 8 139675952 139675952 Missense_Mutation SNP G A 24 77 c.3182C>T c.(3181-3183)TCC>TTC p.S1061F

Pat_66 Pre-Treatment BAI1 575 37 8 143602191 143602191 Missense_Mutation SNP C T 22 75 c.2929C>T c.(2929-2931)CGC>TGC p.R977C

Pat_66 Pre-Treatment PTPRD 5789 37 9 8499838 8499838 Missense_Mutation SNP G A 31 25 c.2131C>T c.(2131-2133)CCT>TCT p.P711S

Pat_66 Pre-Treatment FREM1 158326 37 9 14842587 14842587 Missense_Mutation SNP C T 42 68 c.1465G>A c.(1465-1467)GAC>AAC p.D489N

Pat_66 Pre-Treatment ADAMTSL1 92949 37 9 18504842 18504842 Missense_Mutation SNP C T 4 140 c.79C>T c.(79-81)CGC>TGC p.R27C

Pat_66 Pre-Treatment TAF1L 138474 37 9 32632096 32632096 Missense_Mutation SNP C T 27 39 c.3482G>A c.(3481-3483)GGA>GAA p.G1161E

Pat_66 Pre-Treatment SIT1 27240 37 9 35650036 35650036 Missense_Mutation SNP G A 7 5 c.400C>T c.(400-402)CCT>TCT p.P134S

Pat_66 Pre-Treatment C9orf128 392307 37 9 35826156 35826156 Missense_Mutation SNP C T 41 2 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_66 Pre-Treatment FAM75A5 727905 37 9 65506476 65506476 Missense_Mutation SNP A C 4 27 c.1084T>G c.(1084-1086)TAT>GAT p.Y362D

Pat_66 Pre-Treatment VPS13A 23230 37 9 79936480 79936480 Missense_Mutation SNP C T 67 6 c.5648C>T c.(5647-5649)TCC>TTC p.S1883F

Pat_66 Pre-Treatment DIRAS2 54769 37 9 93375722 93375722 Missense_Mutation SNP C T 68 15 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_66 Pre-Treatment ROR2 4920 37 9 94486933 94486933 Missense_Mutation SNP C T 38 65 c.1843G>A c.(1843-1845)GAC>AAC p.D615N

Pat_66 Pre-Treatment GRIN3A 116443 37 9 104432595 104432595 Missense_Mutation SNP G A 79 145 c.2099C>T c.(2098-2100)CCA>CTA p.P700L

Pat_66 Pre-Treatment GRIN3A 116443 37 9 104449113 104449113 Missense_Mutation SNP C T 13 24 c.1069G>A c.(1069-1071)GGA>AGA p.G357R

Pat_66 Pre-Treatment OR13C8 138802 37 9 107331728 107331728 Missense_Mutation SNP T G 105 12 c.280T>G c.(280-282)TTC>GTC p.F94V

Pat_66 Pre-Treatment KIAA1958 158405 37 9 115421766 115421766 Missense_Mutation SNP C T 7 13 c.1568C>T c.(1567-1569)TCG>TTG p.S523L

Pat_66 Pre-Treatment BSPRY 54836 37 9 116132216 116132216 Missense_Mutation SNP C T 41 3 c.1003C>T c.(1003-1005)CGT>TGT p.R335C

Pat_66 Pre-Treatment DBC1 1620 37 9 121929550 121929550 Missense_Mutation SNP G A 86 14 c.2098C>T c.(2098-2100)CGG>TGG p.R700W

Pat_66 Pre-Treatment OR1J1 347168 37 9 125239548 125239548 Missense_Mutation SNP G A 31 41 c.658C>T c.(658-660)CAC>TAC p.H220Y

Pat_66 Pre-Treatment OR1L8 138881 37 9 125329864 125329864 Missense_Mutation SNP T A 43 79 c.893A>T c.(892-894)AAA>ATA p.K298I

Pat_66 Pre-Treatment GAPVD1 26130 37 9 128116965 128116965 Missense_Mutation SNP G A 5 181 c.3656G>A c.(3655-3657)CGT>CAT p.R1219H

Pat_66 Pre-Treatment ST6GALNAC4 27090 37 9 130674947 130674947 Missense_Mutation SNP C T 17 17 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_66 Pre-Treatment NUP188 23511 37 9 131715114 131715114 Nonsense_Mutation SNP C A 4 92 c.150C>A c.(148-150)TAC>TAA p.Y50*

Pat_66 Pre-Treatment C9orf78 51759 37 9 132595784 132595784 Nonsense_Mutation SNP G A 88 15 c.208C>T c.(208-210)CAG>TAG p.Q70*

Pat_66 Pre-Treatment COL5A1 1289 37 9 137676892 137676892 Missense_Mutation SNP C T 23 28 c.2542C>T c.(2542-2544)CGC>TGC p.R848C

Pat_66 Pre-Treatment GLT6D1 360203 37 9 138516281 138516281 Missense_Mutation SNP C T 17 33 c.493G>A c.(493-495)GAG>AAG p.E165K

Pat_66 Pre-Treatment SOHLH1 402381 37 9 138586301 138586301 Missense_Mutation SNP G A 21 23 c.878C>T c.(877-879)TCT>TTT p.S293F

Pat_66 Pre-Treatment NOTCH1 4851 37 9 139410115 139410115 Missense_Mutation SNP A G 2 3 c.1723T>C c.(1723-1725)TGC>CGC p.C575R



Pat_66 Pre-Treatment CACNA1B 774 37 9 141012408 141012408 Missense_Mutation SNP G A 18 2 c.5788G>A c.(5788-5790)GAG>AAG p.E1930K

Pat_66 Pre-Treatment CSF2RA 1438 37 X 1409342 1409342 Missense_Mutation SNP G A 249 481 c.586G>A c.(586-588)GGA>AGA p.G196R

Pat_66 Pre-Treatment ARSF 416 37 X 3002631 3002631 Missense_Mutation SNP G A 81 8 c.754G>A c.(754-756)GAG>AAG p.E252K

Pat_66 Pre-Treatment OFD1 8481 37 X 13786855 13786855 Nonsense_Mutation SNP C T 265 13 c.2947C>T c.(2947-2949)CAA>TAA p.Q983*

Pat_66 Pre-Treatment ASB11 140456 37 X 15301686 15301686 Nonsense_Mutation SNP G A 260 21 c.913C>T c.(913-915)CAA>TAA p.Q305*

Pat_66 Pre-Treatment CA5B 11238 37 X 15794864 15794864 Missense_Mutation SNP G T 4 115 c.646G>T c.(646-648)GAC>TAC p.D216Y

Pat_66 Pre-Treatment MAP7D2 256714 37 X 20074807 20074807 Missense_Mutation SNP C T 67 4 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_66 Pre-Treatment PHEX 5251 37 X 22151661 22151661 Missense_Mutation SNP G A 4 81 c.1324G>A c.(1324-1326)GTT>ATT p.V442I

Pat_66 Pre-Treatment DDX53 168400 37 X 23019721 23019721 Missense_Mutation SNP G A 79 4 c.1547G>A c.(1546-1548)GGA>GAA p.G516E

Pat_66 Pre-Treatment ACOT9 23597 37 X 23723123 23723123 Missense_Mutation SNP A G 4 116 c.1067T>C c.(1066-1068)TTT>TCT p.F356S

Pat_66 Pre-Treatment KLHL15 80311 37 X 24006306 24006306 Missense_Mutation SNP T C 199 17 c.1547A>G c.(1546-1548)AAC>AGC p.N516S

Pat_66 Pre-Treatment MAGEB18 286514 37 X 26157979 26157979 Missense_Mutation SNP G A 26 26 c.877G>A c.(877-879)GAT>AAT p.D293N

Pat_66 Pre-Treatment MAGEB6 158809 37 X 26212462 26212462 Missense_Mutation SNP G A 45 8 c.499G>A c.(499-501)GAT>AAT p.D167N

Pat_66 Pre-Treatment MAGEB16 139604 37 X 35820977 35820977 Missense_Mutation SNP G A 55 5 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_66 Pre-Treatment FAM47C 442444 37 X 37028425 37028425 Missense_Mutation SNP A G 6 242 c.1942A>G c.(1942-1944)AAT>GAT p.N648D

Pat_66 Pre-Treatment CASK 8573 37 X 41646435 41646435 Missense_Mutation SNP C T 4 107 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_66 Pre-Treatment SLC38A5 92745 37 X 48320437 48320437 Missense_Mutation SNP G A 25 4 c.727C>T c.(727-729)CTC>TTC p.L243F

Pat_66 Pre-Treatment CCNB3 85417 37 X 50052469 50052469 Missense_Mutation SNP G A 28 39 c.1300G>A c.(1300-1302)GAA>AAA p.E434K

Pat_66 Pre-Treatment DGKK 139189 37 X 50122725 50122725 Missense_Mutation SNP C T 35 30 c.2762G>A c.(2761-2763)GGA>GAA p.G921E

Pat_66 Pre-Treatment IQSEC2 23096 37 X 53280121 53280121 Nonsense_Mutation SNP C T 4 31 c.1637G>A c.(1636-1638)TGG>TAG p.W546*

Pat_66 Pre-Treatment HUWE1 10075 37 X 53619395 53619395 Missense_Mutation SNP C T 4 222 c.3935G>A c.(3934-3936)CGC>CAC p.R1312H

Pat_66 Pre-Treatment FAM155B 27112 37 X 68725643 68725643 Missense_Mutation SNP C T 40 33 c.518C>T c.(517-519)TCC>TTC p.S173F

Pat_66 Pre-Treatment KIAA2022 340533 37 X 73961708 73961708 Missense_Mutation SNP G A 19 2 c.2684C>T c.(2683-2685)TCT>TTT p.S895F

Pat_66 Pre-Treatment ATRX 546 37 X 76855029 76855029 Missense_Mutation SNP T C 7 459 c.5807A>G c.(5806-5808)AAG>AGG p.K1936R

Pat_66 Pre-Treatment ATP7A 538 37 X 77267085 77267085 Missense_Mutation SNP C T 134 144 c.2086C>T c.(2086-2088)CAT>TAT p.H696Y

Pat_66 Pre-Treatment CPXCR1 53336 37 X 88009059 88009059 Missense_Mutation SNP G A 29 1 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_66 Pre-Treatment PCDH19 57526 37 X 99662470 99662470 Missense_Mutation SNP G A 96 5 c.1126C>T c.(1126-1128)CGC>TGC p.R376C

Pat_66 Pre-Treatment NOX1 27035 37 X 100105165 100105165 Missense_Mutation SNP C T 54 5 c.1108G>A c.(1108-1110)GAA>AAA p.E370K

Pat_66 Pre-Treatment DRP2 1821 37 X 100505510 100505510 Missense_Mutation SNP G A 69 3 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_66 Pre-Treatment ALG13 79868 37 X 110951623 110951623 Splice_Site SNP T A 5 241 c.750_splice c.e4+2 p.Q250_splice

Pat_66 Pre-Treatment C1GALT1C1 29071 37 X 119760088 119760088 Missense_Mutation SNP G A 105 9 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_66 Pre-Treatment ACTRT1 139741 37 X 127185392 127185392 Missense_Mutation SNP G A 157 25 c.794C>T c.(793-795)CCT>CTT p.P265L

Pat_66 Pre-Treatment XPNPEP2 7512 37 X 128880301 128880301 Missense_Mutation SNP G A 13 42 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_66 Pre-Treatment XPNPEP2 7512 37 X 128886312 128886312 Missense_Mutation SNP G A 38 62 c.1008G>A c.(1006-1008)ATG>ATA p.M336I

Pat_66 Pre-Treatment IGSF1 3547 37 X 130408659 130408659 Missense_Mutation SNP C T 255 23 c.3665G>A c.(3664-3666)GGA>GAA p.G1222E

Pat_66 Pre-Treatment USP26 83844 37 X 132160643 132160643 Missense_Mutation SNP C T 131 7 c.1606G>A c.(1606-1608)GAC>AAC p.D536N

Pat_66 Pre-Treatment GPR112 139378 37 X 135482020 135482020 Missense_Mutation SNP G A 79 5 c.8320G>A c.(8320-8322)GAT>AAT p.D2774N

Pat_66 Pre-Treatment ARHGEF6 9459 37 X 135760110 135760110 Missense_Mutation SNP C A 4 125 c.1836G>T c.(1834-1836)ATG>ATT p.M612I

Pat_66 Pre-Treatment MCF2 4168 37 X 138680593 138680593 Missense_Mutation SNP C T 65 5 c.1901G>A c.(1900-1902)CGA>CAA p.R634Q

Pat_66 Pre-Treatment SPANXC 64663 37 X 140335729 140335729 Missense_Mutation SNP G A 171 15 c.215C>T c.(214-216)GCC>GTC p.A72V

Pat_66 Pre-Treatment MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 4 158 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_66 Pre-Treatment MAGEC2 51438 37 X 141291215 141291215 Missense_Mutation SNP C T 190 16 c.559G>A c.(559-561)GAG>AAG p.E187K

Pat_66 Pre-Treatment SLITRK4 139065 37 X 142716788 142716788 Missense_Mutation SNP C T 56 61 c.2137G>A c.(2137-2139)GAT>AAT p.D713N

Pat_66 Pre-Treatment SLITRK4 139065 37 X 142717159 142717159 Missense_Mutation SNP G A 4 155 c.1766C>T c.(1765-1767)GCA>GTA p.A589V

Pat_66 Pre-Treatment SLITRK4 139065 37 X 142718881 142718881 Missense_Mutation SNP G A 78 4 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_66 Pre-Treatment MAGEA10 4109 37 X 151303640 151303640 Missense_Mutation SNP C T 54 51 c.453G>A c.(451-453)ATG>ATA p.M151I

Pat_66 Pre-Treatment GABRQ 55879 37 X 151820055 151820055 Missense_Mutation SNP C T 146 10 c.968C>T c.(967-969)TCC>TTC p.S323F



Pat_66 Pre-Treatment GABRQ 55879 37 X 151821038 151821038 Missense_Mutation SNP C T 48 43 c.1193C>T c.(1192-1194)TCT>TTT p.S398F

Pat_66 Pre-Treatment MAGEA12 4111 37 X 151900077 151900077 Missense_Mutation SNP G T 102 117 c.724C>A c.(724-726)CCC>ACC p.P242T

Pat_66 Pre-Treatment MAGEA3 4102 37 X 151935410 151935410 Missense_Mutation SNP C T 105 90 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_66 Pre-Treatment OPN1LW 5956 37 X 153421817 153421817 Missense_Mutation SNP G A 64 311 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_66 Pre-Treatment PLXNA3 55558 37 X 153692563 153692563 Missense_Mutation SNP G A 3 17 c.1735G>A c.(1735-1737)GCG>ACG p.A579T

Pat_04 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 7 79 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_04 Pre-Treatment SFRS11 9295 37 1 70705169 70705171 In_Frame_Del DEL AGG - 7 151 c.766_768delAGG c.(766-768)AGGdel p.R259del

Pat_04 Pre-Treatment ZC3H11A 9877 37 1 203786224 203786225 Frame_Shift_Ins INS - T 7 63 c.26_27insT c.(25-27)TATfs p.Y9fs

Pat_04 Pre-Treatment SCN3B 55800 37 11 123516308 123516308 Frame_Shift_Del DEL C - 12 155 c.206delG c.(205-207)GGTfs p.G69fs

Pat_04 Pre-Treatment EMG1 10436 37 12 7080212 7080213 Splice_Site INS - C 7 22 c.129_splice c.e2+1 p.L43_splice

Pat_04 Pre-Treatment CTNNB1 1499 37 3 41266115 41266120 In_Frame_Del DEL GGTGCC - 9 55 112_117delGGTGC c.(112-117)GGTGCCdel p.GA38del

Pat_04 Pre-Treatment UGT2B10 7365 37 4 69696370 69696370 Frame_Shift_Del DEL A - 21 148 c.1360delA c.(1360-1362)AAGfs p.K454fs

Pat_04 Pre-Treatment POM121 9883 37 7 72412603 72412604 Frame_Shift_Ins INS - A 7 188 c.2071_2072insA c.(2071-2073)CAAfs p.Q691fs

Pat_04 Pre-Treatment SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 6 7 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_04 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 8 68 .1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_04 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 7 88 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_04 Post-Resistance CHGA 1113 37 14 93397924 93397926 In_Frame_Del DEL GAG - 7 24 c.685_687delGAG c.(685-687)GAGdel p.E236del

Pat_04 Post-Resistance GLG1 2734 37 16 74640754 74640756 In_Frame_Del DEL TGC - 2 4 c.237_239delGCAc.(235-240)CAGCAA>CAAp.79_80QQ>Q

Pat_04 Post-Resistance STRN4 29888 37 19 47226405 47226407 In_Frame_Del DEL GCT - 2 4 .1729_1731delAGC c.(1729-1731)AGCdel p.S577del

Pat_04 Post-Resistance TCF20 6942 37 22 42610573 42610575 In_Frame_Del DEL AGG - 7 133 c.737_739delCCT c.(736-741)TCCTTC>TTC p.S246del

Pat_04 Post-Resistance TBC1D22A 25771 37 22 47189675 47189675 Frame_Shift_Del DEL C - 2 4 c.397delC c.(397-399)CCCfs p.P133fs

Pat_04 Post-Resistance MAP3K15 389840 37 X 19389184 19389185 Splice_Site INS - A 2 4 c.1720_splice c.e25-1 p.V574_splice

Pat_07 Post-Resistance CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 7 510 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_07 Post-Resistance PIK3R3 8503 37 1 46546324 46546324 Frame_Shift_Del DEL C - 8 760 c.205delG c.(205-207)GATfs p.D69fs

Pat_07 Post-Resistance CTBS 1486 37 1 85039999 85040007 In_Frame_Del DEL GCAGCGCCA - 4 9 _100delTGGCGCT-102)CTGGCGCTGCGG> p.LAL31del

Pat_07 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 7 285 c.865delC c.(865-867)CTCfs p.L289fs

Pat_07 Post-Resistance BAT2L2 23215 37 1 171511149 171511149 Frame_Shift_Del DEL A - 11 162 c.4538delA c.(4537-4539)GAAfs p.E1513fs

Pat_07 Post-Resistance PRG4 10216 37 1 186276284 186276286 In_Frame_Del DEL CTC - 29 128 c.1433_1435delCTC.(1432-1437)ACTCCC>AC p.P479del

Pat_07 Post-Resistance KLHL12 59349 37 1 202862508 202862508 Frame_Shift_Del DEL C - 7 721 c.1439delG c.(1438-1440)GGAfs p.G480fs

Pat_07 Post-Resistance C10orf62 414157 37 10 99350236 99350237 Frame_Shift_Ins INS - CA 7 196 c.582_583insCA c.(580-585)AATCACfs p.N194fs

Pat_07 Post-Resistance OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 7 156 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_07 Post-Resistance PIK3C2A 5286 37 11 17191097 17191097 Frame_Shift_Del DEL T - 7 465 c.192delA c.(190-192)AAAfs p.K64fs

Pat_07 Post-Resistance FOXJ2 55810 37 12 8200558 8200560 In_Frame_Del DEL CAG - 14 97 c.898_900delCAG c.(898-900)CAGdel p.Q306del

Pat_07 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 7 350 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_07 Post-Resistance GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 11 499 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_07 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 8 318 c.522delA c.(520-522)CCAfs p.P174fs

Pat_07 Post-Resistance GSX1 219409 37 13 28367927 28367929 In_Frame_Del DEL GGC - 8 136 c.637_639delGGC c.(637-639)GGCdel p.G218del

Pat_07 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 7 818 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_07 Post-Resistance DZIP1 22873 37 13 96293930 96293930 Frame_Shift_Del DEL C - 7 324 c.216delG c.(214-216)CTGfs p.L72fs

Pat_07 Post-Resistance FAM155A 728215 37 13 108518687 108518689 In_Frame_Del DEL CTG - 7 70 c.256_258delCAG c.(256-258)CAGdel p.Q86del

Pat_07 Post-Resistance ZFHX3 463 37 16 72821594 72821596 In_Frame_Del DEL GCC - 7 139 0579_10581delGGc.(10579-10581)GGCdel p.G3527del

Pat_07 Post-Resistance FTSJ3 117246 37 17 61899155 61899157 In_Frame_Del DEL CTC - 7 273 .1522_1524delGAG c.(1522-1524)GAGdel p.E508del

Pat_07 Post-Resistance CBX4 8535 37 17 77808241 77808243 In_Frame_Del DEL GTG - 7 38 c.1198_1200delCAC c.(1198-1200)CACdel p.H400del

Pat_07 Post-Resistance C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 15 470 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_07 Post-Resistance AXL 558 37 19 41743933 41743933 Frame_Shift_Del DEL C - 8 232 c.868delC c.(868-870)CCCfs p.P290fs

Pat_07 Post-Resistance HNRNPUL1 11100 37 19 41811694 41811695 Frame_Shift_Ins INS - A 9 294 c.2376_2377insA c.(2374-2379)TACAACfs p.Y792fs

Pat_07 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 7 518 c.64_66delGAT c.(64-66)GATdel p.D26del



Pat_07 Post-Resistance INPP5D 3635 37 2 234113090 234113090 Frame_Shift_Del DEL C - 4 7 c.3294delC c.(3292-3294)GGCfs p.G1098fs

Pat_07 Post-Resistance RASSF2 9770 37 20 4776492 4776494 In_Frame_Del DEL AGG - 7 322 c.254_256delCCTc.(253-258)TCCTGG>TGG p.S85del

Pat_07 Post-Resistance MED15 51586 37 22 20918817 20918819 In_Frame_Del DEL CAG - 8 52 c.532_534delCAG c.(532-534)CAGdel p.Q188del

Pat_07 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 8 177 .4049_4051delAGG(4048-4053)GAGGCC>GC p.E1350del

Pat_07 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 8 139 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_07 Post-Resistance SATB1 6304 37 3 18391133 18391135 In_Frame_Del DEL CTG - 13 103 .1819_1821delCAG c.(1819-1821)CAGdel p.Q607del

Pat_07 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 14 294 .1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_07 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 7 227 .1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_07 Post-Resistance MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 18 290 .6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_07 Post-Resistance CRIPAK 285464 37 4 1389175 1389176 Frame_Shift_Del DEL CA - 13 501 c.876_877delCA c.(874-879)CTCACAfs p.L292fs

Pat_07 Post-Resistance CRIPAK 285464 37 4 1389206 1389207 Frame_Shift_Del DEL CA - 7 525 c.907_908delCA c.(907-909)CACfs p.H303fs

Pat_07 Post-Resistance CRIPAK 285464 37 4 1389297 1389298 Frame_Shift_Del DEL CA - 8 473 c.998_999delCA c.(997-999)TCAfs p.S333fs

Pat_07 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 8 270 c.792delT c.(790-792)TTTfs p.F264fs

Pat_07 Post-Resistance CDKL2 8999 37 4 76539579 76539580 Frame_Shift_Ins INS - T 8 149 c.222_223insA c.(220-225)AAACGAfs p.K74fs

Pat_07 Post-Resistance MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 6 9 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_07 Post-Resistance MRPS18B 28973 37 6 30587716 30587717 Frame_Shift_Ins INS - T 7 746 c.304_305insT c.(304-306)GGGfs p.G102fs

Pat_07 Post-Resistance KIAA1949 170954 37 6 30653494 30653496 In_Frame_Del DEL TGC - 7 152 c.300_302delGCAc.(298-303)CAGCAA>CAA.100_101QQ>Q

Pat_07 Post-Resistance SYNGAP1 8831 37 6 33410682 33410683 Frame_Shift_Del DEL CG - 7 272 c.2353_2354delCG c.(2353-2355)CGCfs p.R785fs

Pat_07 Post-Resistance TFEB 7942 37 6 41658830 41658832 In_Frame_Del DEL TGC - 7 51 c.120_122delGCAc.(118-123)CAGCAA>CAAp.40_41QQ>Q

Pat_07 Post-Resistance SENP6 26054 37 6 76376441 76376443 In_Frame_Del DEL TGA - 9 280 c.1008_1010delTGAc.(1006-1011)AGTGAT>AGT p.D341del

Pat_07 Post-Resistance C7orf59 389541 37 7 99751029 99751029 Frame_Shift_Del DEL G - 7 671 c.91delG c.(91-93)GGGfs p.G31fs

Pat_07 Post-Resistance LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 12 106 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_07 Post-Resistance ESCO2 157570 37 8 27634576 27634577 Frame_Shift_Ins INS - A 7 212 c.751_752insA c.(751-753)GAAfs p.E251fs

Pat_07 Post-Resistance WDR67 93594 37 8 124140520 124140521 Splice_Site INS - T 7 161 c.1885_splice c.e14-1 p.F629_splice

Pat_07 Post-Resistance SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 7 67 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_07 Post-Resistance HRCT1 646962 37 9 35906348 35906350 In_Frame_Del DEL CTG - 15 65 c.64_66delCTG c.(64-66)CTGdel p.L28del

Pat_07 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 7 113 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_07 Post-Resistance GUCY2F 2986 37 X 108619355 108619355 Frame_Shift_Del DEL T - 8 318 c.3192delA c.(3190-3192)AAAfs p.K1064fs

Pat_07 Pre-Treatment IQCC 55721 37 1 32671285 32671285 Frame_Shift_Del DEL G - 2 4 c.3delG c.(1-3)ATGfs p.M1fs

Pat_07 Pre-Treatment PRG4 10216 37 1 186276284 186276286 In_Frame_Del DEL CTC - 11 48 c.1433_1435delCTC.(1432-1437)ACTCCC>AC p.P479del

Pat_07 Pre-Treatment FAM84A 151354 37 2 14774313 14774315 In_Frame_Del DEL CCA - 3 5 c.210_212delCCAc.(208-213)CGCCAC>CGC p.H71del

Pat_07 Pre-Treatment MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 2 4 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_07 Pre-Treatment ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 3 4 c.2637_2639delCTC.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_14 Pre-Treatment MFN2 9927 37 1 12052736 12052736 Frame_Shift_Del DEL T - 11 816 c.300delT c.(298-300)GCTfs p.A100fs

Pat_14 Pre-Treatment PRDM2 7799 37 1 14108728 14108728 Frame_Shift_Del DEL A - 7 934 c.4438delA c.(4438-4440)AAAfs p.K1480fs

Pat_14 Pre-Treatment ARHGEF10L 55160 37 1 17914103 17914103 Frame_Shift_Del DEL C - 8 1123 c.186delC c.(184-186)GACfs p.D62fs

Pat_14 Pre-Treatment HIVEP3 59269 37 1 42046910 42046910 Frame_Shift_Del DEL G - 8 641 c.3559delC c.(3559-3561)CAAfs p.Q1187fs

Pat_14 Pre-Treatment RIMKLA 284716 37 1 42875776 42875778 In_Frame_Del DEL GGT - 9 674 c.603_605delGGTc.(601-606)CGGGTG>CGG p.V205del

Pat_14 Pre-Treatment B4GALT2 8704 37 1 44447007 44447009 In_Frame_Del DEL AGC - 10 321 c.175_177delAGC c.(175-177)AGCdel p.S65del

Pat_14 Pre-Treatment ZNF326 284695 37 1 90470782 90470784 In_Frame_Del DEL GTG - 7 529 c.188_190delGTGc.(187-192)AGTGGT>AGT p.G68del

Pat_14 Pre-Treatment SLC16A4 9122 37 1 110906427 110906427 Frame_Shift_Del DEL A - 7 180 c.1425delT c.(1423-1425)TTTfs p.F475fs

Pat_14 Pre-Treatment NOTCH2 4853 37 1 120612003 120612004 Frame_Shift_Del DEL GG - 14 96 c.17_18delCC c.(16-18)CCCfs p.P6fs

Pat_14 Pre-Treatment NOTCH2NL 388677 37 1 145281424 145281424 Frame_Shift_Del DEL T - 8 4298 c.354delT c.(352-354)AGTfs p.S118fs

Pat_14 Pre-Treatment ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 15 543 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_14 Pre-Treatment MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 7 370 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_14 Pre-Treatment TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 14 851 .2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_14 Pre-Treatment NES 10763 37 1 156642738 156642739 Frame_Shift_Ins INS - AG 8 510 c.1241_1242insCT c.(1240-1242)CTGfs p.L414fs



Pat_14 Pre-Treatment LMX1A 4009 37 1 165177332 165177334 In_Frame_Del DEL TGC - 13 280 c.783_785delGCAc.(781-786)CAGCAA>CAA.261_262QQ>Q

Pat_14 Pre-Treatment NMNAT2 23057 37 1 183221843 183221853 Frame_Shift_Del DEL CCACAACAT - 49 432 _857delCATGTTGT(847-858)CATGTTGTGGAT p.H283fs

Pat_14 Pre-Treatment CR1L 1379 37 1 207867814 207867814 Frame_Shift_Del DEL A - 7 1085 c.580delA c.(580-582)AAAfs p.K194fs

Pat_14 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 8 321 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_14 Pre-Treatment SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 13 1170 .2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_14 Pre-Treatment KIAA1217 56243 37 10 24822125 24822127 In_Frame_Del DEL GAA - 9 264 .3373_3375delGAA c.(3373-3375)GAAdel p.E1129del

Pat_14 Pre-Treatment MPP7 143098 37 10 28413012 28413013 Frame_Shift_Ins INS - CTTC 62 626 c.562_563insGAAG c.(562-564)GTCfs p.V188fs

Pat_14 Pre-Treatment KIAA1462 57608 37 10 30316501 30316503 In_Frame_Del DEL CTG - 15 232 .2574_2576delCAG.(2572-2577)AGCAGT>AGp.858_859SS>S

Pat_14 Pre-Treatment FRMPD2 143162 37 10 49409420 49409420 Frame_Shift_Del DEL T - 10 1255 c.1805delA c.(1804-1806)AAGfs p.K602fs

Pat_14 Pre-Treatment AGAP6 414189 37 10 51769413 51769413 Frame_Shift_Del DEL G - 7 1569 c.1528delG c.(1528-1530)GGCfs p.G510fs

Pat_14 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 9 1495 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_14 Pre-Treatment TBC1D12 23232 37 10 96281817 96281817 Frame_Shift_Del DEL T - 8 825 c.1867delT c.(1867-1869)TTTfs p.F623fs

Pat_14 Pre-Treatment APBB1 322 37 11 6432437 6432438 Frame_Shift_Del DEL GG - 7 716 c.140_141delCC c.(139-141)CCCfs p.P47fs

Pat_14 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 8 1465 c.302delG c.(301-303)GGTfs p.G101fs

Pat_14 Pre-Treatment MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 10 391 .2441_2443delAGA(2440-2445)AAGAGC>AG p.K814del

Pat_14 Pre-Treatment DAGLA 747 37 11 61507992 61507993 Frame_Shift_Del DEL CA - 7 1325 c.1911_1912delCA c.(1909-1914)TTCAATfs p.F637fs

Pat_14 Pre-Treatment FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 8 1259 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_14 Pre-Treatment SF3B2 10992 37 11 65836145 65836146 Frame_Shift_Ins INS - A 8 285 c.2617_2618insA c.(2617-2619)CAAfs p.Q873fs

Pat_14 Pre-Treatment LRFN4 78999 37 11 66625231 66625233 In_Frame_Del DEL CTG - 8 150 c.16_18delCTG c.(16-18)CTGdel p.L10del

Pat_14 Pre-Treatment ATG16L2 89849 37 11 72528863 72528865 In_Frame_Del DEL AGG - 9 354 c.281_283delAGGc.(280-285)CAGGAG>CAG p.E98del

Pat_14 Pre-Treatment TMPRSS13 84000 37 11 117789346 117789360 In_Frame_Del DEL GAGATGCCC - 8 271 9delGCCGGGCAT1)GGCCGGGCATCTCCAGp.GRASP72de

Pat_14 Pre-Treatment DDX23 9416 37 12 49224409 49224409 Frame_Shift_Del DEL G - 8 750 c.2306delC c.(2305-2307)ACAfs p.T769fs

Pat_14 Pre-Treatment LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 19 1174 13289_13291delTG13288-13293)TTGCTG>TT4430_4431LL>

Pat_14 Pre-Treatment UTP20 27340 37 12 101767538 101767539 Frame_Shift_Ins INS - A 7 679 c.7124_7125insA c.(7123-7125)GCAfs p.A2375fs

Pat_14 Pre-Treatment TCHP 84260 37 12 110344434 110344435 Frame_Shift_Ins INS - A 10 274 c.514_515insA c.(514-516)GAAfs p.E172fs

Pat_14 Pre-Treatment IFT81 28981 37 12 110573200 110573202 In_Frame_Del DEL AGA - 89 362 c.654_656delAGAc.(652-657)AGAGAA>AGA p.E220del

Pat_14 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 13 811 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_14 Pre-Treatment ATP12A 479 37 13 25262564 25262564 Frame_Shift_Del DEL G - 7 1675 c.336delG c.(334-336)GTGfs p.V112fs

Pat_14 Pre-Treatment RNF6 6049 37 13 26788241 26788241 Frame_Shift_Del DEL A - 11 792 c.1778delT c.(1777-1779)TTAfs p.L593fs

Pat_14 Pre-Treatment SPG20 23111 37 13 36903501 36903501 Frame_Shift_Del DEL T - 9 1168 c.1162delA c.(1162-1164)AGGfs p.R388fs

Pat_14 Pre-Treatment ZC3H13 23091 37 13 46553948 46553949 Frame_Shift_Del DEL CT - 8 983 c.1911_1912delAG c.(1909-1914)AGAGATfs p.R637fs

Pat_14 Pre-Treatment SLITRK1 114798 37 13 84455509 84455509 Frame_Shift_Del DEL T - 7 555 c.134delA c.(133-135)AAGfs p.K45fs

Pat_14 Pre-Treatment SLC10A2 6555 37 13 103705043 103705043 Frame_Shift_Del DEL G - 7 467 c.512delC c.(511-513)GCTfs p.A171fs

Pat_14 Pre-Treatment MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 10 344 .2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_14 Pre-Treatment MYO1E 4643 37 15 59464100 59464101 Frame_Shift_Del DEL GG - 8 497 c.2475_2476delCC c.(2473-2478)TCCCTCfs p.S825fs

Pat_14 Pre-Treatment RHBDF1 64285 37 16 109811 109811 Frame_Shift_Del DEL T - 7 394 c.1736delA c.(1735-1737)AACfs p.N579fs

Pat_14 Pre-Treatment ABCA3 21 37 16 2369649 2369651 In_Frame_Del DEL AGC - 7 707 c.804_806delGCTc.(802-807)CTGCTC>CTCp.268_269LL>L

Pat_14 Pre-Treatment NTAN1 123803 37 16 15131931 15131931 Frame_Shift_Del DEL T - 8 412 c.890delA c.(889-891)AATfs p.N297fs

Pat_14 Pre-Treatment LOC100132247 100132247 37 16 22545744 22545755 In_Frame_Del DEL CACCCTCA - 8 49 1451delTCCACCC-1452)CTTCCACCCTCAGCp.PPSA485del

Pat_14 Pre-Treatment SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 10 415 .1761_1763delCAG(1759-1764)GCCAGC>GC p.S592del

Pat_14 Pre-Treatment ATP2A1 487 37 16 28913640 28913640 Frame_Shift_Del DEL C - 11 787 c.2457delC c.(2455-2457)CGCfs p.R819fs

Pat_14 Pre-Treatment CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 17 1610 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_14 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 8 252 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_14 Pre-Treatment IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 13 202 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_14 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 11 802 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_14 Pre-Treatment NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 8 179 .2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_14 Pre-Treatment TSR1 55720 37 17 2232706 2232707 Frame_Shift_Del DEL CC - 8 291 c.1833_1834delGGc.(1831-1836)AAGGAAfs p.K611fs



Pat_14 Pre-Treatment C17orf74 201243 37 17 7329686 7329688 In_Frame_Del DEL CGC - 9 462 c.376_378delCGC c.(376-378)CGCdel p.R130del

Pat_14 Pre-Treatment CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 14 1091 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_14 Pre-Treatment FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 16 1647 .1773_1775delCCG(1771-1776)CGCCGT>CGp.591_592RR>R

Pat_14 Pre-Treatment KRBA2 124751 37 17 8272612 8272613 Frame_Shift_Del DEL TC - 7 632 c.1318_1319delGA c.(1318-1320)GAAfs p.E440fs

Pat_14 Pre-Treatment NEK8 284086 37 17 27064478 27064480 In_Frame_Del DEL GCA - 7 482 c.773_775delGCAc.(772-777)TGCATC>TTCp.258_259CI>F

Pat_14 Pre-Treatment TIAF1 9220 37 17 27401055 27401056 Frame_Shift_Del DEL CA - 10 640 c.162_163delTG c.(160-165)TGTGGAfs p.C54fs

Pat_14 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 12 886 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_14 Pre-Treatment CDC27 996 37 17 45234336 45234336 Frame_Shift_Del DEL G - 16 475 c.785delC c.(784-786)CCAfs p.P262fs

Pat_14 Pre-Treatment COIL 8161 37 17 55028117 55028118 Frame_Shift_Ins INS - T 9 321 c.485_486insA c.(484-486)AACfs p.N162fs

Pat_14 Pre-Treatment TEX2 55852 37 17 62291438 62291440 In_Frame_Del DEL TCC - 8 223 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_14 Pre-Treatment FECH 2235 37 18 55226435 55226435 Frame_Shift_Del DEL G - 8 701 c.746delC c.(745-747)CCAfs p.P249fs

Pat_14 Pre-Treatment DENND1C 79958 37 19 6477251 6477251 Frame_Shift_Del DEL G - 11 253 c.491delC c.(490-492)CCTfs p.P164fs

Pat_14 Pre-Treatment DNMT1 1786 37 19 10262139 10262139 Frame_Shift_Del DEL T - 7 806 c.2152delA c.(2152-2154)ATGfs p.M718fs

Pat_14 Pre-Treatment TYK2 7297 37 19 10463112 10463113 Frame_Shift_Ins INS - G 7 856 c.3315_3316insC c.(3313-3318)CCCACGfs p.P1105fs

Pat_14 Pre-Treatment OR7C2 26658 37 19 15052829 15052829 Frame_Shift_Del DEL T - 7 857 c.529delT c.(529-531)TTTfs p.F177fs

Pat_14 Pre-Treatment HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 17 1234 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_14 Pre-Treatment PLVAP 83483 37 19 17476920 17476921 Frame_Shift_Del DEL TG - 8 1313 c.453_454delCA c.(451-456)AACAAGfs p.N151fs

Pat_14 Pre-Treatment SFRS14 10147 37 19 19136394 19136394 Frame_Shift_Del DEL T - 15 761 c.763delA c.(763-765)ATAfs p.I255fs

Pat_14 Pre-Treatment CILP2 148113 37 19 19654512 19654512 Frame_Shift_Del DEL C - 10 1981 c.1158delC c.(1156-1158)GACfs p.D386fs

Pat_14 Pre-Treatment PRODH2 58510 37 19 36293092 36293092 Splice_Site DEL C - 7 1218 c.1426_splice c.e10+1 p.G476_splice

Pat_14 Pre-Treatment B3GNT8 374907 37 19 41931997 41931999 In_Frame_Del DEL CAG - 8 548 c.685_687delCTG c.(685-687)CTGdel p.L229del

Pat_14 Pre-Treatment ZNF574 64763 37 19 42584303 42584304 Frame_Shift_Del DEL CA - 8 2054 c.1545_1546delCAc.(1543-1548)CGCACAfs p.R515fs

Pat_14 Pre-Treatment DHX34 9704 37 19 47883158 47883160 In_Frame_Del DEL GGA - 9 212 .2898_2900delGG (2896-2901)CTGGAG>CT p.E971del

Pat_14 Pre-Treatment KLK1 3816 37 19 51326962 51326963 Frame_Shift_Ins INS - C 9 363 c.42_43insG c.(40-45)GGGACTfs p.G14fs

Pat_14 Pre-Treatment LIM2 3982 37 19 51883791 51883791 Frame_Shift_Del DEL C - 8 1249 c.428delG c.(427-429)GGCfs p.G143fs

Pat_14 Pre-Treatment KIR2DL4 3805 37 19 55324675 55324675 Splice_Site DEL A - 8 201 c.801_splice c.e6+1 p.S267_splice

Pat_14 Pre-Treatment PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 7 436 .1449_1451delAGC.(1447-1452)GCAGCT>GCp.483_484AA>A

Pat_14 Pre-Treatment GPR113 165082 37 2 26534413 26534413 Frame_Shift_Del DEL C - 7 728 c.2183delG c.(2182-2184)GGTfs p.G728fs

Pat_14 Pre-Treatment HEATR5B 54497 37 2 37234330 37234330 Frame_Shift_Del DEL G - 8 751 c.4640delC c.(4639-4641)TCAfs p.S1547fs

Pat_14 Pre-Treatment DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 12 279 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_14 Pre-Treatment MAP4K3 8491 37 2 39552702 39552702 Frame_Shift_Del DEL G - 9 679 c.875delC c.(874-876)CCAfs p.P292fs

Pat_14 Pre-Treatment VPS24 51652 37 2 86732976 86732978 In_Frame_Del DEL TCC - 8 242 c.618_620delGGAc.(616-621)GAGGAA>GAAp.206_207EE>E

Pat_14 Pre-Treatment LY75 4065 37 2 160738814 160738814 Frame_Shift_Del DEL T - 7 891 c.1067delA c.(1066-1068)TACfs p.Y356fs

Pat_14 Pre-Treatment KBTBD10 10324 37 2 170366496 170366496 Frame_Shift_Del DEL A - 11 752 c.208delA c.(208-210)AAAfs p.K70fs

Pat_14 Pre-Treatment GTF3C3 9330 37 2 197649613 197649614 Frame_Shift_Ins INS - T 8 166 c.1081_1082insA c.(1081-1083)ACTfs p.T361fs

Pat_14 Pre-Treatment ABCA12 26154 37 2 215876785 215876786 Frame_Shift_Del DEL GA - 8 798 c.2030_2031delTC c.(2029-2031)CTCfs p.L677fs

Pat_14 Pre-Treatment TRPM8 79054 37 2 234879010 234879010 Frame_Shift_Del DEL C - 9 2217 c.2295delC c.(2293-2295)CACfs p.H765fs

Pat_14 Pre-Treatment PANK2 80025 37 20 3893120 3893120 Frame_Shift_Del DEL T - 11 1258 c.1251delT c.(1249-1251)ACTfs p.T417fs

Pat_14 Pre-Treatment CHGB 1114 37 20 5903283 5903285 In_Frame_Del DEL GAG - 8 235 c.493_495delGAG c.(493-495)GAGdel p.E169del

Pat_14 Pre-Treatment GZF1 64412 37 20 23345921 23345923 In_Frame_Del DEL GAG - 9 146 c.901_903delGAG c.(901-903)GAGdel p.E306del

Pat_14 Pre-Treatment FRG1B 284802 37 20 29628310 29628312 In_Frame_Del DEL AGG - 7 348 c.222_224delAGGc.(220-225)GCAGGA>GCA p.G75del

Pat_14 Pre-Treatment SGK2 10110 37 20 42195105 42195105 Frame_Shift_Del DEL C - 7 1033 c.150delC c.(148-150)GTCfs p.V50fs

Pat_14 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 7 1326 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_14 Pre-Treatment YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 10 938 .1640_1642delAGG(1639-1644)GAGGTG>GT p.E547del

Pat_14 Pre-Treatment TCP10L 140290 37 21 33949091 33949091 Frame_Shift_Del DEL C - 7 788 c.641delG c.(640-642)GGTfs p.G214fs

Pat_14 Pre-Treatment DYRK1A 1859 37 21 38884370 38884372 In_Frame_Del DEL CAC - 7 182 .1828_1830delCAC c.(1828-1830)CACdel p.H619del

Pat_14 Pre-Treatment TRIOBP 11078 37 22 38120323 38120325 In_Frame_Del DEL CCT - 7 1227 .1760_1762delCCT(1759-1764)GCCTCC>GC p.S589del



Pat_14 Pre-Treatment PICK1 9463 37 22 38471034 38471036 In_Frame_Del DEL GGA - 9 183 c.1143_1145delGGA(1141-1146)GGGGAG>GG p.E388del

Pat_14 Pre-Treatment BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 13 328 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_14 Pre-Treatment PNPLA5 150379 37 22 44285319 44285319 Frame_Shift_Del DEL G - 8 1396 c.592delC c.(592-594)CAGfs p.Q198fs

Pat_14 Pre-Treatment TATDN2 9797 37 3 10291121 10291123 In_Frame_Del DEL CTC - 8 959 c.237_239delCTCc.(235-240)AACTCC>AAC p.S83del

Pat_14 Pre-Treatment XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 168 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_14 Pre-Treatment ZNF621 285268 37 3 40573864 40573864 Frame_Shift_Del DEL C - 61 279 c.603delC c.(601-603)CACfs p.H201fs

Pat_14 Pre-Treatment KIF15 56992 37 3 44872462 44872462 Frame_Shift_Del DEL G - 7 927 c.3123delG c.(3121-3123)CTGfs p.L1041fs

Pat_14 Pre-Treatment CDC25A 993 37 3 48200922 48200923 Frame_Shift_Del DEL TC - 10 538 c.1345_1346delGA c.(1345-1347)GATfs p.D449fs

Pat_14 Pre-Treatment ATRIP 84126 37 3 48505451 48505453 In_Frame_Del DEL CTG - 7 1100 .1894_1896delCTG c.(1894-1896)CTGdel p.L635del

Pat_14 Pre-Treatment MED12L 116931 37 3 150877786 150877786 Frame_Shift_Del DEL C - 8 530 c.1005delC c.(1003-1005)GGCfs p.G335fs

Pat_14 Pre-Treatment PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 8 550 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_14 Pre-Treatment OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 9 147 0_318delCTGCTGc.(310-318)CTGCTGTGGdep.LLW104del

Pat_14 Pre-Treatment EVC 2121 37 4 5809995 5809997 In_Frame_Del DEL CAG - 9 347 .2629_2631delCAG c.(2629-2631)CAGdel p.Q880del

Pat_14 Pre-Treatment ADAD1 132612 37 4 123302211 123302211 Frame_Shift_Del DEL A - 7 224 c.237delA c.(235-237)CCAfs p.P79fs

Pat_14 Pre-Treatment INTU 27152 37 4 128564917 128564917 Frame_Shift_Del DEL A - 7 149 c.388delA c.(388-390)AAAfs p.K130fs

Pat_14 Pre-Treatment PDZD2 23037 37 5 32089576 32089576 Frame_Shift_Del DEL G - 7 867 c.6022delG c.(6022-6024)GAAfs p.E2008fs

Pat_14 Pre-Treatment SLC45A2 51151 37 5 33951732 33951732 Frame_Shift_Del DEL G - 8 586 c.1083delC c.(1081-1083)CTCfs p.L361fs

Pat_14 Pre-Treatment IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 11 156 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_14 Pre-Treatment KCTD16 57528 37 5 143853531 143853531 Frame_Shift_Del DEL A - 8 161 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_14 Pre-Treatment UIMC1 51720 37 5 176397741 176397741 Splice_Site DEL A - 7 1013 c.357_splice c.e4+1 p.N119_splice

Pat_14 Pre-Treatment ZNF184 7738 37 6 27420810 27420810 Frame_Shift_Del DEL T - 8 944 c.528delA c.(526-528)AAAfs p.K176fs

Pat_14 Pre-Treatment OR2J2 26707 37 6 29141422 29141422 Frame_Shift_Del DEL A - 7 323 c.10delA c.(10-12)AAAfs p.K4fs

Pat_14 Pre-Treatment CDSN 1041 37 6 31084620 31084622 In_Frame_Del DEL CCA - 7 120 c.770_772delTGGc.(769-774)GTGGAC>GAC p.V257del

Pat_14 Pre-Treatment BAT2 7916 37 6 31597456 31597457 Frame_Shift_Ins INS - C 7 117 c.2088_2089insC c.(2086-2091)CCACCCfs p.P696fs

Pat_14 Pre-Treatment TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 7 399 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_14 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 7 1142 c.662delA c.(661-663)AAGfs p.K221fs

Pat_14 Pre-Treatment GRM1 2911 37 6 146755219 146755221 In_Frame_Del DEL GAG - 7 732 .2872_2874delGAG c.(2872-2874)GAGdel p.E961del

Pat_14 Pre-Treatment NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 7 1175 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_14 Pre-Treatment AGPAT4 56895 37 6 161560589 161560589 Frame_Shift_Del DEL G - 8 742 c.907delC c.(907-909)CGGfs p.R303fs

Pat_14 Pre-Treatment SKAP2 8935 37 7 26729949 26729949 Frame_Shift_Del DEL C - 7 745 c.829delG c.(829-831)GAAfs p.E277fs

Pat_14 Pre-Treatment GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 8 154 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_14 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 9 171 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_14 Pre-Treatment DDC 1644 37 7 50531075 50531075 Frame_Shift_Del DEL T - 9 481 c.1297delA c.(1297-1299)ATCfs p.I433fs

Pat_14 Pre-Treatment STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 9 975 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_14 Pre-Treatment COL1A2 1278 37 7 94050333 94050333 Frame_Shift_Del DEL C - 7 511 c.2308delC c.(2308-2310)CCCfs p.P770fs

Pat_14 Pre-Treatment TRRAP 8295 37 7 98554101 98554101 Frame_Shift_Del DEL T - 87 423 c.6155delT c.(6154-6156)GTGfs p.V2052fs

Pat_14 Pre-Treatment SRRT 51593 37 7 100479332 100479332 Frame_Shift_Del DEL G - 8 223 c.304delG c.(304-306)GGGfs p.G102fs

Pat_14 Pre-Treatment ARHGEF5 7984 37 7 144076999 144077000 Frame_Shift_Del DEL GG - 7 1275 c.4644_4645delGGc.(4642-4647)CTGGAGfs p.L1548fs

Pat_14 Pre-Treatment TOX 9760 37 8 59750796 59750798 In_Frame_Del DEL CTT - 9 366 c.766_768delAAG c.(766-768)AAGdel p.K256del

Pat_14 Pre-Treatment PUF60 22827 37 8 144906520 144906522 In_Frame_Del DEL GCC - 7 256 c.72_74delGGC c.(70-75)GCGGCA>GCA p.24_25AA>A

Pat_14 Pre-Treatment PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 7 815 c.4455_splice c.e30+1 p.E1485_splice

Pat_14 Pre-Treatment RLN2 6019 37 9 5304560 5304561 Frame_Shift_Ins INS - A 7 426 c.20_21insT c.(19-21)TTCfs p.F7fs

Pat_14 Pre-Treatment C9orf131 138724 37 9 35045129 35045129 Frame_Shift_Del DEL C - 7 2294 c.2503delC c.(2503-2505)CCCfs p.P835fs

Pat_14 Pre-Treatment HRCT1 646962 37 9 35906605 35906607 In_Frame_Del DEL CCG - 9 45 c.321_323delCCGc.(319-324)CACCGC>CAC p.R108del

Pat_14 Pre-Treatment ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 7 590 .2748_2750delGG (2746-2751)GAGGAA>GAp.916_917EE>E

Pat_14 Pre-Treatment FKBP15 23307 37 9 115933927 115933928 Frame_Shift_Ins INS - AGAAA 10 63 2591_2592insTTTC c.(2590-2592)AAGfs p.K864fs

Pat_14 Pre-Treatment FKBP15 23307 37 9 115969556 115969556 Frame_Shift_Del DEL T - 8 1780 c.190delA c.(190-192)ACAfs p.T64fs



Pat_14 Pre-Treatment GOLGA2 2801 37 9 131019390 131019390 Frame_Shift_Del DEL A - 8 837 c.2965delT c.(2965-2967)TACfs p.Y989fs

Pat_14 Pre-Treatment ABL1 25 37 9 133759490 133759492 In_Frame_Del DEL AAG - 30 476 .1813_1815delAAG c.(1813-1815)AAGdel p.K609del

Pat_14 Pre-Treatment TTF1 7270 37 9 135277388 135277388 Frame_Shift_Del DEL T - 9 223 c.821delA c.(820-822)AAGfs p.K274fs

Pat_14 Pre-Treatment ADAMTS13 11093 37 9 136302969 136302969 Frame_Shift_Del DEL C - 8 1002 c.1536delC c.(1534-1536)GGCfs p.G512fs

Pat_14 Pre-Treatment NOTCH1 4851 37 9 139393375 139393376 Frame_Shift_Del DEL AG - 7 1403 c.6155_6156delCT c.(6154-6156)GCTfs p.A2052fs

Pat_14 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 9 282 .1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_14 Pre-Treatment ZBED1 9189 37 X 2408742 2408742 Frame_Shift_Del DEL C - 7 1201 c.19delG c.(19-21)GAGfs p.E7fs

Pat_14 Pre-Treatment RBM10 8241 37 X 47030467 47030469 In_Frame_Del DEL GGC - 9 250 c.242_244delGGCc.(241-246)AGGCGG>AGGp.81_82RR>R

Pat_14 Pre-Treatment SHROOM4 57477 37 X 50350672 50350674 In_Frame_Del DEL TCT - 7 34 .3468_3470delAGA(3466-3471)GAAGAG>GA1156_1157EE>

Pat_14 Pre-Treatment NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DEL TCGAGGCA - 11 60

Pat_14 Pre-Treatment XAGE3 170626 37 X 52893878 52893878 Frame_Shift_Del DEL C - 8 469 c.239delG c.(238-240)GGTfs p.G80fs

Pat_14 Pre-Treatment CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 10 1236 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_14 Pre-Treatment MAGEA10 4109 37 X 151303906 151303908 In_Frame_Del DEL AGG - 13 315 c.185_187delCCTc.(184-189)TCCTGC>TGC p.S62del

Pat_14 Post-Resistance PHF13 148479 37 1 6680069 6680071 In_Frame_Del DEL GAA - 8 226 c.348_350delGAAc.(346-351)CTGAAG>CTG p.K121del

Pat_14 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 232 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_14 Post-Resistance ARID1A 8289 37 1 27105931 27105931 Frame_Shift_Del DEL G - 7 760 c.5542delG c.(5542-5544)GGGfs p.G1848fs

Pat_14 Post-Resistance GPR3 2827 37 1 27721235 27721237 In_Frame_Del DEL CTG - 7 1311 c.933_935delCTGc.(931-936)GTCTGC>GTC p.C315del

Pat_14 Post-Resistance USP1 7398 37 1 62916272 62916272 Frame_Shift_Del DEL A - 8 270 c.1978delA c.(1978-1980)AAAfs p.K660fs

Pat_14 Post-Resistance ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 11 800 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_14 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 8 435 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_14 Post-Resistance AGL 178 37 1 100378028 100378028 Frame_Shift_Del DEL A - 7 397 c.3904delA c.(3904-3906)AAAfs p.K1302fs

Pat_14 Post-Resistance FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 8 414 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_14 Post-Resistance ADAM30 11085 37 1 120436591 120436591 Frame_Shift_Del DEL T - 7 846 c.2369delA c.(2368-2370)AAGfs p.K790fs

Pat_14 Post-Resistance NOTCH2 4853 37 1 120612003 120612004 Frame_Shift_Del DEL GG - 27 126 c.17_18delCC c.(16-18)CCCfs p.P6fs

Pat_14 Post-Resistance PDE4DIP 9659 37 1 144917828 144917828 Frame_Shift_Del DEL A - 7 1899 c.1458delT c.(1456-1458)GTTfs p.V486fs

Pat_14 Post-Resistance ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 10 615 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_14 Post-Resistance PSMB4 5692 37 1 151374040 151374040 Frame_Shift_Del DEL A - 10 1444 c.716delA c.(715-717)GAAfs p.E239fs

Pat_14 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 15 608 .2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_14 Post-Resistance FLG2 388698 37 1 152328808 152328809 Frame_Shift_Del DEL CC - 8 1568 c.1453_1454delGG c.(1453-1455)GGCfs p.G485fs

Pat_14 Post-Resistance CD84 8832 37 1 160549189 160549189 Frame_Shift_Del DEL C - 7 621 c.39delG c.(37-39)CTGfs p.L13fs

Pat_14 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 12 618 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_14 Post-Resistance LMX1A 4009 37 1 165177332 165177334 In_Frame_Del DEL TGC - 9 193 c.783_785delGCAc.(781-786)CAGCAA>CAA.261_262QQ>Q

Pat_14 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 10 1212 c.394delC c.(394-396)CCCfs p.P132fs

Pat_14 Post-Resistance ACBD3 64746 37 1 226352490 226352491 Frame_Shift_Ins INS - T 10 383 c.568_569insA c.(568-570)AGGfs p.R190fs

Pat_14 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 7 1071 .2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_14 Post-Resistance C10orf140 387640 37 10 21805466 21805467 In_Frame_Ins INS - CCTCCT 7 8 285_1286insAGGA285-1287)GGG>GAGGAGGp.428_429insEE

Pat_14 Post-Resistance KIAA1462 57608 37 10 30316501 30316503 In_Frame_Del DEL CTG - 10 251 .2574_2576delCAG.(2572-2577)AGCAGT>AGp.858_859SS>S

Pat_14 Post-Resistance HELLS 3070 37 10 96331163 96331163 Frame_Shift_Del DEL A - 7 195 c.454delA c.(454-456)AAAfs p.K152fs

Pat_14 Post-Resistance C10orf62 414157 37 10 99350237 99350238 Frame_Shift_Del DEL CA - 7 501 c.583_584delCA c.(583-585)CACfs p.H195fs

Pat_14 Post-Resistance TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 8 614 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_14 Post-Resistance PTPRE 5791 37 10 129876002 129876004 In_Frame_Del DEL AGC - 7 456 .1847_1849delAGC.(1846-1851)AAGCAG>AA p.Q620del

Pat_14 Post-Resistance F2 2147 37 11 46760648 46760648 Frame_Shift_Del DEL G - 8 615 c.1705delG c.(1705-1707)GGGfs p.G569fs

Pat_14 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 14 1109 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_14 Post-Resistance FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 7 1213 c.736delC c.(736-738)CCCfs p.P246fs

Pat_14 Post-Resistance CBL 867 37 11 119170435 119170435 Frame_Shift_Del DEL A - 8 2347 c.2665delA c.(2665-2667)AAAfs p.K889fs

Pat_14 Post-Resistance PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 8 1405 .3440_3442delCCA.(3439-3444)ACCAAC>AA p.T1147del

Pat_14 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 8 828 c.691_693delCTG c.(691-693)CTGdel p.L234del



Pat_14 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 16 849 13289_13291delTG13288-13293)TTGCTG>TT4430_4431LL>

Pat_14 Post-Resistance TMEM19 55266 37 12 72094757 72094757 Frame_Shift_Del DEL T - 7 1353 c.993delT c.(991-993)GGTfs p.G331fs

Pat_14 Post-Resistance KSR2 283455 37 12 118198939 118198939 Frame_Shift_Del DEL G - 11 1581 c.776delC c.(775-777)CCGfs p.P259fs

Pat_14 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 17 696 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_14 Post-Resistance FRY 10129 37 13 32653102 32653102 Frame_Shift_Del DEL A - 9 1574 c.202delA c.(202-204)AAAfs p.K68fs

Pat_14 Post-Resistance SLAIN1 122060 37 13 78320722 78320722 Frame_Shift_Del DEL A - 8 620 c.498delA c.(496-498)GGAfs p.G166fs

Pat_14 Post-Resistance SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 7 539 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_14 Post-Resistance CCNK 8812 37 14 99969244 99969246 In_Frame_Del DEL CAG - 7 582 c.934_936delCAG c.(934-936)CAGdel p.Q315del

Pat_14 Post-Resistance YY1 7528 37 14 100705708 100705710 In_Frame_Del DEL GAG - 10 49 c.127_129delGAG c.(127-129)GAGdel p.E47del

Pat_14 Post-Resistance DYNC1H1 1778 37 14 102445788 102445788 Frame_Shift_Del DEL T - 11 574 c.477delT c.(475-477)CCTfs p.P159fs

Pat_14 Post-Resistance ADAL 161823 37 15 43641115 43641115 Frame_Shift_Del DEL A - 7 367 c.563delA c.(562-564)CAAfs p.Q188fs

Pat_14 Post-Resistance ABCA3 21 37 16 2369649 2369651 In_Frame_Del DEL AGC - 7 518 c.804_806delGCTc.(802-807)CTGCTC>CTCp.268_269LL>L

Pat_14 Post-Resistance GSPT1 2935 37 16 12009530 12009531 In_Frame_Ins INS - CCG 6 10 c.47_48insCGG c.(46-48)GGG>GGCGGG p.16_16G>GG

Pat_14 Post-Resistance KIAA0430 9665 37 16 15729982 15729984 In_Frame_Del DEL CCA - 8 606 c.360_362delTGGc.(358-363)GGTGGC>GGC.120_121GG>G

Pat_14 Post-Resistance CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 12 1568 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_14 Post-Resistance SETD1A 9739 37 16 30977317 30977317 Frame_Shift_Del DEL C - 7 396 c.2115delC c.(2113-2115)GGCfs p.G705fs

Pat_14 Post-Resistance FTO 79068 37 16 54145739 54145739 Frame_Shift_Del DEL A - 10 1484 c.1430delA c.(1429-1431)GAAfs p.E477fs

Pat_14 Post-Resistance IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 11 181 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_14 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 8 749 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_14 Post-Resistance CSNK2A2 1459 37 16 58198019 58198020 Frame_Shift_Del DEL CA - 8 617 c.1008_1009delTG c.(1006-1011)TGTGCAfs p.C336fs

Pat_14 Post-Resistance C16orf3 750 37 16 90095685 90095685 Frame_Shift_Del DEL C - 7 641 c.66delG c.(64-66)TGGfs p.W22fs

Pat_14 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 29 1465 .1773_1775delCCG(1771-1776)CGCCGT>CGp.591_592RR>R

Pat_14 Post-Resistance MYH10 4628 37 17 8397095 8397097 In_Frame_Del DEL CCT - 9 209 .4070_4072delAGG(4069-4074)GAGGCC>GC p.E1357del

Pat_14 Post-Resistance EPN2 22905 37 17 19232950 19232950 Frame_Shift_Del DEL A - 9 308 c.1401delA c.(1399-1401)TCAfs p.S467fs

Pat_14 Post-Resistance ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 9 885 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_14 Post-Resistance FKBP10 60681 37 17 39975559 39975559 Frame_Shift_Del DEL C - 7 333 c.825delC c.(823-825)CTCfs p.L275fs

Pat_14 Post-Resistance BRCA1 672 37 17 41246532 41246532 Frame_Shift_Del DEL T - 7 891 c.1016delA c.(1015-1017)AAGfs p.K339fs

Pat_14 Post-Resistance CDC27 996 37 17 45234336 45234336 Frame_Shift_Del DEL G - 15 455 c.785delC c.(784-786)CCAfs p.P262fs

Pat_14 Post-Resistance COIL 8161 37 17 55028117 55028118 Frame_Shift_Ins INS - T 10 332 c.485_486insA c.(484-486)AACfs p.N162fs

Pat_14 Post-Resistance MRC2 9902 37 17 60757562 60757564 In_Frame_Del DEL ACG - 10 278 .2330_2332delACG.(2329-2334)CACGAC>CA p.D781del

Pat_14 Post-Resistance CDC42EP4 23580 37 17 71281585 71281587 In_Frame_Del DEL TCC - 11 634 .1053_1055delGG.(1051-1056)GAGGAT>GA p.E351del

Pat_14 Post-Resistance ITGB4 3691 37 17 73726384 73726384 Frame_Shift_Del DEL C - 8 345 c.801delC c.(799-801)TTCfs p.F267fs

Pat_14 Post-Resistance OSBPL1A 114876 37 18 21750331 21750331 Frame_Shift_Del DEL T - 7 357 c.2378delA c.(2377-2379)AATfs p.N793fs

Pat_14 Post-Resistance SH2D3A 10045 37 19 6755180 6755180 Frame_Shift_Del DEL G - 7 925 c.643delC c.(643-645)CGGfs p.R215fs

Pat_14 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 8 998 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_14 Post-Resistance NCAN 1463 37 19 19360601 19360603 In_Frame_Del DEL CAC - 7 264 .3847_3849delCAC c.(3847-3849)CACdel p.H1287del

Pat_14 Post-Resistance ZFP14 57677 37 19 36832330 36832330 Frame_Shift_Del DEL T - 7 769 c.398delA c.(397-399)AAGfs p.K133fs

Pat_14 Post-Resistance ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 8 1083 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_14 Post-Resistance C19orf47 126526 37 19 40834399 40834399 Frame_Shift_Del DEL G - 10 1226 c.471delC c.(469-471)CCCfs p.P157fs

Pat_14 Post-Resistance NUCB1 4924 37 19 49425109 49425111 In_Frame_Del DEL AGC - 7 259 .1199_1201delAGC.(1198-1203)AAGCAG>AA p.Q407del

Pat_14 Post-Resistance SIGLEC8 27181 37 19 51961617 51961619 In_Frame_Del DEL GCA - 10 379 c.23_25delTGC c.(22-27)CTGCCC>CCC p.L8del

Pat_14 Post-Resistance U2AF2 11338 37 19 56171899 56171901 In_Frame_Del DEL AGA - 8 237 c.248_250delAGAc.(247-252)GAGAAG>GAG p.K87del

Pat_14 Post-Resistance PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 8 471 .1449_1451delAGC.(1447-1452)GCAGCT>GCp.483_484AA>A

Pat_14 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 9 349 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_14 Post-Resistance KBTBD10 10324 37 2 170366496 170366496 Frame_Shift_Del DEL A - 11 820 c.208delA c.(208-210)AAAfs p.K70fs

Pat_14 Post-Resistance DCAF17 80067 37 2 172309687 172309687 Frame_Shift_Del DEL T - 8 410 c.591delT c.(589-591)CCTfs p.P197fs

Pat_14 Post-Resistance GZF1 64412 37 20 23345921 23345923 In_Frame_Del DEL GAG - 8 166 c.901_903delGAG c.(901-903)GAGdel p.E306del



Pat_14 Post-Resistance E2F1 1869 37 20 32267581 32267582 Frame_Shift_Del DEL GG - 7 546 c.551_552delCC c.(550-552)TCCfs p.S184fs

Pat_14 Post-Resistance RTEL1 51750 37 20 62292822 62292824 In_Frame_Del DEL GCT - 8 165 c.274_276delGCT c.(274-276)GCTdel p.A96del

Pat_14 Post-Resistance TCP10L 140290 37 21 33949091 33949091 Frame_Shift_Del DEL C - 10 747 c.641delG c.(640-642)GGTfs p.G214fs

Pat_14 Post-Resistance DRG1 4733 37 22 31796702 31796704 In_Frame_Del DEL GGT - 8 469 c.139_141delGGT c.(139-141)GGTdel p.G52del

Pat_14 Post-Resistance FBXO7 25793 37 22 32894235 32894235 Frame_Shift_Del DEL G - 7 1077 c.1287delG c.(1285-1287)TTGfs p.L429fs

Pat_14 Post-Resistance SAPS2 9701 37 22 50876653 50876655 In_Frame_Del DEL TGA - 7 741 c.1890_1892delTGAc.(1888-1893)TTTGAT>TTT p.D633del

Pat_14 Post-Resistance ITPR1 3708 37 3 4774895 4774895 Frame_Shift_Del DEL G - 7 433 c.5200delG c.(5200-5202)GGGfs p.G1734fs

Pat_14 Post-Resistance EDEM1 9695 37 3 5248941 5248941 Frame_Shift_Del DEL T - 11 678 c.1321delT c.(1321-1323)TTTfs p.F441fs

Pat_14 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 12 199 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_14 Post-Resistance ACVR2B 93 37 3 38524693 38524693 Frame_Shift_Del DEL C - 8 710 c.1409delC c.(1408-1410)TCCfs p.S470fs

Pat_14 Post-Resistance PLXNB1 5364 37 3 48465002 48465003 Frame_Shift_Ins INS - A 9 503 c.1018_1019insT c.(1018-1020)TGCfs p.C340fs

Pat_14 Post-Resistance MYLK 4638 37 3 123368043 123368044 Splice_Site INS - G 9 476 c.4289_splice c.e25-1 p.E1430_splice

Pat_14 Post-Resistance TMCC1 23023 37 3 129546680 129546682 In_Frame_Del DEL GCA - 8 332 c.540_542delTGCc.(538-543)GCTGCA>GCAp.180_181AA>A

Pat_14 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 7 490 .1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_14 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 8 557 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_14 Post-Resistance OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 7 134 0_318delCTGCTGc.(310-318)CTGCTGTGGdep.LLW104del

Pat_14 Post-Resistance C1QTNF7 114905 37 4 15444120 15444120 Frame_Shift_Del DEL C - 7 893 c.567delC c.(565-567)TTCfs p.F189fs

Pat_14 Post-Resistance YTHDC1 91746 37 4 69202891 69202893 In_Frame_Del DEL TCC - 7 207 c.735_737delGGAc.(733-738)GAGGAA>GAAp.245_246EE>E

Pat_14 Post-Resistance PKD2 5311 37 4 88986559 88986559 Frame_Shift_Del DEL A - 7 498 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_14 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 10 223 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_14 Post-Resistance NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 7 391 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_14 Post-Resistance ANK2 287 37 4 114214679 114214681 In_Frame_Del DEL CAC - 10 338 .2460_2462delCAC.(2458-2463)GTCACC>GT p.T826del

Pat_14 Post-Resistance EXOSC9 5393 37 4 122728764 122728764 Frame_Shift_Del DEL T - 7 765 c.592delT c.(592-594)TTTfs p.F198fs

Pat_14 Post-Resistance CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 8 1131 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_14 Post-Resistance AFF4 27125 37 5 132270259 132270259 Frame_Shift_Del DEL T - 8 1055 c.498delA c.(496-498)AAAfs p.K166fs

Pat_14 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139905676 139905676 Frame_Shift_Del DEL A - 8 677 c.4588delA c.(4588-4590)AAAfs p.K1530fs

Pat_14 Post-Resistance IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 11 197 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_14 Post-Resistance HNRNPH1 3187 37 5 179043184 179043187 Frame_Shift_Del DEL GCTG - 7 1314 1240_1243delCAGc.(1240-1245)CAGCAGfs p.Q414fs

Pat_14 Post-Resistance TUBB2B 347733 37 6 3225002 3225004 In_Frame_Del DEL CCT - 7 409 .1319_1321delAGG(1318-1323)GAGGGC>GG p.E440del

Pat_14 Post-Resistance BAT2 7916 37 6 31597456 31597457 Frame_Shift_Ins INS - C 10 117 c.2088_2089insC c.(2086-2091)CCACCCfs p.P696fs

Pat_14 Post-Resistance TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 8 319 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_14 Post-Resistance REPS1 85021 37 6 139266690 139266690 Frame_Shift_Del DEL T - 8 1421 c.422delA c.(421-423)AAGfs p.K141fs

Pat_14 Post-Resistance GRM1 2911 37 6 146350671 146350672 Frame_Shift_Ins INS - T 7 622 c.18_19insT c.(16-21)TTGTTTfs p.L6fs

Pat_14 Post-Resistance NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 8 1330 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_14 Post-Resistance PURB 5814 37 7 44924044 44924046 In_Frame_Del DEL CGC - 8 906 c.902_904delGCGc.(901-906)GGCGAA>GAA p.G301del

Pat_14 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 10 496 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_14 Post-Resistance SRRT 51593 37 7 100479332 100479332 Frame_Shift_Del DEL G - 7 230 c.304delG c.(304-306)GGGfs p.G102fs

Pat_14 Post-Resistance NAPEPLD 222236 37 7 102760122 102760123 Frame_Shift_Ins INS - A 7 426 c.842_843insT c.(841-843)TTCfs p.F281fs

Pat_14 Post-Resistance RINT1 60561 37 7 105190759 105190759 Frame_Shift_Del DEL G - 8 973 c.1159delG c.(1159-1161)GATfs p.D387fs

Pat_14 Post-Resistance CBLL1 79872 37 7 107395909 107395909 Frame_Shift_Del DEL A - 8 1050 c.413delA c.(412-414)GAAfs p.E138fs

Pat_14 Post-Resistance LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 94 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_14 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 8 802 c.528delT c.(526-528)AATfs p.N176fs

Pat_14 Post-Resistance XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 9 478 c.350delT c.(349-351)TTGfs p.L117fs

Pat_14 Post-Resistance SGK223 157285 37 8 8176387 8176388 In_Frame_Ins INS - GGGGCG 16 49 497_3498insCGCC496-3498)CCG>CCCGCCC1166_1166P>PA

Pat_14 Post-Resistance NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 9 605 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_14 Post-Resistance UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 7 493 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_14 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 297 c.97_99delCAG c.(97-99)CAGdel p.Q37del



Pat_14 Post-Resistance PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 10 591 c.4455_splice c.e30+1 p.E1485_splice

Pat_14 Post-Resistance TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 10 489 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_14 Post-Resistance HRCT1 646962 37 9 35906605 35906607 In_Frame_Del DEL CCG - 8 62 c.321_323delCCGc.(319-324)CACCGC>CAC p.R108del

Pat_14 Post-Resistance ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 10 566 .2748_2750delGG (2746-2751)GAGGAA>GAp.916_917EE>E

Pat_14 Post-Resistance ECM2 1842 37 9 95277146 95277148 In_Frame_Del DEL TCC - 7 476 c.819_821delGGAc.(817-822)GAGGAT>GAT p.E273del

Pat_14 Post-Resistance IPPK 64768 37 9 95418781 95418781 Frame_Shift_Del DEL T - 8 730 c.182delA c.(181-183)AATfs p.N61fs

Pat_14 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 11 945 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_14 Post-Resistance ABL1 25 37 9 133759490 133759492 In_Frame_Del DEL AAG - 20 403 .1813_1815delAAG c.(1813-1815)AAGdel p.K609del

Pat_14 Post-Resistance SNAPC4 6621 37 9 139286460 139286462 In_Frame_Del DEL CTC - 7 644 c.907_909delGAG c.(907-909)GAGdel p.E303del

Pat_14 Post-Resistance DMD 1756 37 X 32361293 32361293 Frame_Shift_Del DEL T - 8 648 c.5697delA c.(5695-5697)AAAfs p.K1899fs

Pat_14 Post-Resistance NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DEL TCGAGGCA - 14 68

Pat_14 Post-Resistance FAM199X 139231 37 X 103432837 103432839 In_Frame_Del DEL CAG - 9 690 c.846_848delCAGc.(844-849)GCCAGC>GCC p.S286del

Pat_14 Post-Resistance PAK3 5063 37 X 110406206 110406208 In_Frame_Del DEL GAA - 7 432 c.577_579delGAA c.(577-579)GAAdel p.E197del

Pat_14 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 10 777 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_14 Post-Resistance CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 13 1371 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_14 Post-Resistance MAGEA10 4109 37 X 151303906 151303908 In_Frame_Del DEL AGG - 8 273 c.185_187delCCTc.(184-189)TCCTGC>TGC p.S62del

Pat_15 Pre-Treatment DHX37 57647 37 12 125465270 125465272 In_Frame_Del DEL CTC - 2 4 c.502_504delGAG c.(502-504)GAGdel p.E168del

Pat_15 Pre-Treatment ZIC5 85416 37 13 100622668 100622670 In_Frame_Del DEL GGC - 3 5 .1260_1262delGC (1258-1263)CCGCCA>CCp.420_421PP>P

Pat_15 Pre-Treatment BAHCC1 57597 37 17 79424588 79424590 In_Frame_Del DEL AAG - 3 5 c.5011_5013delAAG c.(5011-5013)AAGdel p.K1674del

Pat_15 Pre-Treatment GTF2F1 2962 37 19 6381410 6381412 In_Frame_Del DEL CTC - 2 4 c.976_978delGAG c.(976-978)GAGdel p.E326del

Pat_15 Pre-Treatment MYCN 4613 37 2 16082314 16082314 Frame_Shift_Del DEL C - 9 553 c.128delC c.(127-129)ACCfs p.T43fs

Pat_15 Pre-Treatment THNSL2 55258 37 2 88482314 88482315 Frame_Shift_Del DEL TC - 7 977 c.899_900delTC c.(898-900)TTCfs p.F300fs

Pat_15 Pre-Treatment COX5B 1329 37 2 98263824 98263842 Frame_Shift_Del DEL CAAAGGGAG - 12 74 elGGCCCCAAAGG3)CTGGCCCCAAAGGGAG p.L65fs

Pat_15 Pre-Treatment CLTCL1 8218 37 22 19213154 19213154 Frame_Shift_Del DEL C - 2 4 c.1950delG c.(1948-1950)TGGfs p.W650fs

Pat_15 Pre-Treatment ARHGAP39 80728 37 8 145773342 145773344 In_Frame_Del DEL CTG - 10 4 c.1126_1128delCAG c.(1126-1128)CAGdel p.Q376del

Pat_15 Post-Resistance MEGF6 1953 37 1 3418424 3418424 Frame_Shift_Del DEL G - 7 266 c.2250delC c.(2248-2250)CCCfs p.P750fs

Pat_15 Post-Resistance PHF13 148479 37 1 6680069 6680071 In_Frame_Del DEL GAA - 16 323 c.348_350delGAAc.(346-351)CTGAAG>CTG p.K121del

Pat_15 Post-Resistance ZDHHC18 84243 37 1 27180318 27180318 Frame_Shift_Del DEL T - 7 1027 c.1151delT c.(1150-1152)GTAfs p.V384fs

Pat_15 Post-Resistance DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 7 674 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del

Pat_15 Post-Resistance TRIT1 54802 37 1 40313257 40313257 Frame_Shift_Del DEL T - 7 1189 c.891delA c.(889-891)AAAfs p.K297fs

Pat_15 Post-Resistance PTPRF 5792 37 1 44071946 44071948 In_Frame_Del DEL GCG - 13 582 .3519_3521delGCG(3517-3522)CAGCGG>CA p.R1178del

Pat_15 Post-Resistance ANKRD13C 81573 37 1 70819873 70819873 Frame_Shift_Del DEL G - 7 1245 c.219delC c.(217-219)CCCfs p.P73fs

Pat_15 Post-Resistance ST6GALNAC5 81849 37 1 77334277 77334279 In_Frame_Del DEL GCA - 9 187 c.111_113delGCAc.(109-114)CCGCAG>CCG p.Q49del

Pat_15 Post-Resistance GSTM3 2947 37 1 110282062 110282062 Frame_Shift_Del DEL C - 8 1780 c.178delG c.(178-180)GACfs p.D60fs

Pat_15 Post-Resistance VANGL1 81839 37 1 116206586 116206586 Frame_Shift_Del DEL T - 8 542 c.509delT c.(508-510)CTTfs p.L170fs

Pat_15 Post-Resistance LINGO4 339398 37 1 151773603 151773603 Frame_Shift_Del DEL A - 9 842 c.1578delT c.(1576-1578)TTTfs p.F526fs

Pat_15 Post-Resistance NPR1 4881 37 1 153659175 153659175 Frame_Shift_Del DEL C - 7 962 c.1812delC c.(1810-1812)GACfs p.D604fs

Pat_15 Post-Resistance CR2 1380 37 1 207642044 207642044 Frame_Shift_Del DEL C - 8 1132 c.618delC c.(616-618)GTCfs p.V206fs

Pat_15 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 22 65 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_15 Post-Resistance INTS7 25896 37 1 212115191 212115193 In_Frame_Del DEL TGC - 9 1366 .2862_2864delGCA.(2860-2865)CAGCAA>CA.954_955QQ>Q

Pat_15 Post-Resistance AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 7 334 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_15 Post-Resistance STAM 8027 37 10 17756616 17756618 In_Frame_Del DEL CTG - 8 412 .1460_1462delCTG.(1459-1464)ACTGCT>AC p.A491del

Pat_15 Post-Resistance ERCC6 2074 37 10 50732139 50732141 In_Frame_Del DEL CCT - 7 582 .1335_1337delAGG(1333-1338)GGAGGT>GG.445_446GG>G

Pat_15 Post-Resistance PLAU 5328 37 10 75673298 75673298 Frame_Shift_Del DEL A - 8 1353 c.462delA c.(460-462)GGAfs p.G154fs

Pat_15 Post-Resistance CCNJ 54619 37 10 97816696 97816697 Frame_Shift_Del DEL GG - 7 429 c.519_520delGG c.(517-522)TTGGAAfs p.L173fs

Pat_15 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 8 868 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_15 Post-Resistance SMPD1 6609 37 11 6412853 6412854 Frame_Shift_Ins INS - C 7 40 c.558_559insC c.(556-561)CCGCCCfs p.P186fs



Pat_15 Post-Resistance KCNA4 3739 37 11 30034029 30034031 In_Frame_Del DEL TGG - 9 269 c.195_197delCCAc.(193-198)CACCAG>CAG p.H65del

Pat_15 Post-Resistance C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 11 433 c.259delA c.(259-261)AAAfs p.K87fs

Pat_15 Post-Resistance CCDC73 493860 37 11 32635951 32635951 Frame_Shift_Del DEL T - 10 111 c.1913delA c.(1912-1914)AATfs p.N638fs

Pat_15 Post-Resistance ARHGAP1 392 37 11 46702224 46702224 Frame_Shift_Del DEL G - 8 577 c.709delC c.(709-711)CTGfs p.L237fs

Pat_15 Post-Resistance MTA2 9219 37 11 62361728 62361729 Splice_Site INS - A 14 680 c.1841_splice c.e17+1 p.R614_splice

Pat_15 Post-Resistance KLC2 64837 37 11 66033664 66033664 Frame_Shift_Del DEL C - 7 152 c.1703delC c.(1702-1704)ACCfs p.T568fs

Pat_15 Post-Resistance CASP1 834 37 11 104901070 104901070 Frame_Shift_Del DEL T - 8 597 c.614delA c.(613-615)AATfs p.N205fs

Pat_15 Post-Resistance TMPRSS13 84000 37 11 117789346 117789360 In_Frame_Del DEL GAGATGCCC - 9 248 9delGCCGGGCAT1)GGCCGGGCATCTCCAGp.GRASP72de

Pat_15 Post-Resistance IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 8 484 .1623_1625delGC (1621-1626)CCGCCA>CCp.541_542PP>P

Pat_15 Post-Resistance CLEC4A 50856 37 12 8281936 8281937 Frame_Shift_Ins INS - A 9 175 c.276_277insA c.(274-279)GTGAAAfs p.V92fs

Pat_15 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 16 865 13289_13291delTG13288-13293)TTGCTG>TT4430_4431LL>

Pat_15 Post-Resistance TMBIM4 51643 37 12 66531936 66531937 Frame_Shift_Ins INS - A 7 82 c.520_521insT c.(520-522)TATfs p.Y174fs

Pat_15 Post-Resistance C12orf42 374470 37 12 103695960 103695960 Frame_Shift_Del DEL G - 8 824 c.1009delC c.(1009-1011)CGCfs p.R337fs

Pat_15 Post-Resistance ANKRD13A 88455 37 12 110471746 110471750 Frame_Shift_Del DEL AGTCC - 9 117 493_1497delAGTCc.(1492-1497)GAGTCCfs p.E498fs

Pat_15 Post-Resistance SRRM4 84530 37 12 119594378 119594380 In_Frame_Del DEL CAG - 8 270 .1611_1613delCAGc.(1609-1614)TACAGC>TAC p.S542del

Pat_15 Post-Resistance VPS33A 65082 37 12 122748169 122748169 Frame_Shift_Del DEL A - 7 211 c.246delT c.(244-246)TTTfs p.F82fs

Pat_15 Post-Resistance EP400 57634 37 12 132547138 132547139 In_Frame_Ins INS - CAA 10 281 c.8226_8227insCAA c.(8224-8229)insCAA .2748_2749ins

Pat_15 Post-Resistance B3GALTL 145173 37 13 31803392 31803392 Frame_Shift_Del DEL A - 11 434 c.231delA c.(229-231)TTAfs p.L77fs

Pat_15 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 9 645 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_15 Post-Resistance GAS6 2621 37 13 114542717 114542718 Frame_Shift_Ins INS - C 8 884 c.449_450insG c.(448-450)GGCfs p.G150fs

Pat_15 Post-Resistance PSMA6 5687 37 14 35782216 35782216 Frame_Shift_Del DEL A - 8 720 c.539delA c.(538-540)GAAfs p.E180fs

Pat_15 Post-Resistance KTN1 3895 37 14 56137475 56137475 Frame_Shift_Del DEL A - 7 348 c.3296delA c.(3295-3297)GAAfs p.E1099fs

Pat_15 Post-Resistance SYNE2 23224 37 14 64488704 64488704 Frame_Shift_Del DEL A - 8 337 c.5482delA c.(5482-5484)AAAfs p.K1828fs

Pat_15 Post-Resistance ZBTB1 22890 37 14 64989787 64989787 Frame_Shift_Del DEL A - 8 709 c.1565delA c.(1564-1566)CAAfs p.Q522fs

Pat_15 Post-Resistance HERC2 8924 37 15 28474843 28474843 Frame_Shift_Del DEL T - 8 1202 c.4960delA c.(4960-4962)ATGfs p.M1654fs

Pat_15 Post-Resistance SPINT1 6692 37 15 41149075 41149077 In_Frame_Del DEL CAC - 10 1318 .1492_1494delCAC c.(1492-1494)CACdel p.H501del

Pat_15 Post-Resistance MAP1A 4130 37 15 43820164 43820164 Frame_Shift_Del DEL G - 7 942 c.6493delG c.(6493-6495)GCTfs p.A2165fs

Pat_15 Post-Resistance SIN3A 25942 37 15 75702506 75702507 Frame_Shift_Del DEL CC - 7 874 c.1129_1130delGG c.(1129-1131)GGAfs p.G377fs

Pat_15 Post-Resistance WDR90 197335 37 16 709106 709106 Frame_Shift_Del DEL C - 9 544 c.3032delC c.(3031-3033)GCCfs p.A1011fs

Pat_15 Post-Resistance UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 19 1076 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_15 Post-Resistance NOMO1 23420 37 16 14980695 14980695 Frame_Shift_Del DEL C - 7 1517 c.3300delC c.(3298-3300)TTCfs p.F1100fs

Pat_15 Post-Resistance TMC7 79905 37 16 19058506 19058506 Frame_Shift_Del DEL T - 7 2074 c.1675delT c.(1675-1677)TTTfs p.F559fs

Pat_15 Post-Resistance POLR3E 55718 37 16 22339834 22339834 Frame_Shift_Del DEL C - 15 820 c.1870delC c.(1870-1872)CCCfs p.P624fs

Pat_15 Post-Resistance RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 14 296 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_15 Post-Resistance PRRT2 112476 37 16 29825016 29825016 Frame_Shift_Del DEL C - 10 89 c.641delC c.(640-642)GCCfs p.A214fs

Pat_15 Post-Resistance EDC4 23644 37 16 67913786 67913788 In_Frame_Del DEL AGC - 11 213 .1855_1857delAGC c.(1855-1857)AGCdel p.S629del

Pat_15 Post-Resistance ENO3 2027 37 17 4859894 4859894 Frame_Shift_Del DEL G - 7 1010 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_15 Post-Resistance CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 9 292 .2095_2097delAAG c.(2095-2097)AAGdel p.K703del

Pat_15 Post-Resistance TIAF1 9220 37 17 27401055 27401056 Frame_Shift_Del DEL CA - 7 492 c.162_163delTG c.(160-165)TGTGGAfs p.C54fs

Pat_15 Post-Resistance GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 9 1466 c.863delC c.(862-864)CCGfs p.P288fs

Pat_15 Post-Resistance ACACA 31 37 17 35600371 35600371 Frame_Shift_Del DEL G - 11 1395 c.2736delC c.(2734-2736)CCCfs p.P912fs

Pat_15 Post-Resistance CCDC103 388389 37 17 42980014 42980015 Frame_Shift_Del DEL AG - 7 259 c.558_559delAG c.(556-561)GCAGAGfs p.A186fs

Pat_15 Post-Resistance VEZF1 7716 37 17 56056605 56056607 In_Frame_Del DEL TGC - 7 839 .1044_1046delGCA.(1042-1047)CAGCAA>CA.348_349QQ>Q

Pat_15 Post-Resistance USP32 84669 37 17 58257949 58257949 Frame_Shift_Del DEL T - 10 834 c.4598delA c.(4597-4599)AACfs p.N1533fs

Pat_15 Post-Resistance TNRC6C 57690 37 17 76046786 76046788 In_Frame_Del DEL CTG - 7 835 .1643_1645delCTG.(1642-1647)ACTGCT>AC p.A552del

Pat_15 Post-Resistance SLC26A11 284129 37 17 78201649 78201651 In_Frame_Del DEL TGC - 8 839 c.626_628delTGCc.(625-630)ATGCTG>ATG p.L213del

Pat_15 Post-Resistance CEP192 55125 37 18 13052949 13052951 In_Frame_Del DEL CAG - 10 1139 .3049_3051delCAG c.(3049-3051)CAGdel p.Q1020del



Pat_15 Post-Resistance GALNT1 2589 37 18 33234733 33234733 Frame_Shift_Del DEL A - 9 501 c.107delA c.(106-108)GAAfs p.E36fs

Pat_15 Post-Resistance CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 8 244 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_15 Post-Resistance C3 718 37 19 6707846 6707847 Frame_Shift_Del DEL GT - 7 566 c.1939_1940delAC c.(1939-1941)ACGfs p.T647fs

Pat_15 Post-Resistance SLC44A2 57153 37 19 10741961 10741961 Frame_Shift_Del DEL A - 9 1255 c.341delA c.(340-342)GAAfs p.E114fs

Pat_15 Post-Resistance NFIX 4784 37 19 13192587 13192589 In_Frame_Del DEL ACC - 16 435 c.1196_1198delACCc.(1195-1200)TACCAC>TAC p.H403del

Pat_15 Post-Resistance CIB3 117286 37 19 16275653 16275654 Frame_Shift_Ins INS - C 8 911 c.417_418insG c.(415-420)GGGCTGfs p.G139fs

Pat_15 Post-Resistance CHERP 10523 37 19 16633994 16633994 Frame_Shift_Del DEL G - 7 555 c.1849delC c.(1849-1851)CATfs p.H617fs

Pat_15 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 9 1228 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_15 Post-Resistance BCKDHA 593 37 19 41916544 41916544 Frame_Shift_Del DEL C - 7 505 c.111delC c.(109-111)CACfs p.H37fs

Pat_15 Post-Resistance SFRS16 11129 37 19 45556129 45556129 Frame_Shift_Del DEL C - 8 701 c.278delC c.(277-279)ACCfs p.T93fs

Pat_15 Post-Resistance KLC3 147700 37 19 45850756 45850758 In_Frame_Del DEL GAG - 7 441 c.541_543delGAG c.(541-543)GAGdel p.E184del

Pat_15 Post-Resistance PNMAL1 55228 37 19 46973195 46973197 In_Frame_Del DEL CTT - 12 842 .1096_1098delAAG c.(1096-1098)AAGdel p.K366del

Pat_15 Post-Resistance SIGLEC8 27181 37 19 51961617 51961619 In_Frame_Del DEL GCA - 9 409 c.23_25delTGC c.(22-27)CTGCCC>CCC p.L8del

Pat_15 Post-Resistance LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 7 158 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_15 Post-Resistance ADCY3 109 37 2 25141215 25141217 In_Frame_Del DEL CTG - 9 246 c.640_642delCAG c.(640-642)CAGdel p.Q214del

Pat_15 Post-Resistance SULT6B1 391365 37 2 37414553 37414553 Frame_Shift_Del DEL T - 7 161 c.143delA c.(142-144)AAGfs p.K48fs

Pat_15 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 12 289 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_15 Post-Resistance RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 9 805 .1407_1409delCCA.(1405-1410)CACCAA>CA p.H469del

Pat_15 Post-Resistance KRCC1 51315 37 2 88327599 88327599 Frame_Shift_Del DEL T - 7 358 c.484delA c.(484-486)AGGfs p.R162fs

Pat_15 Post-Resistance THNSL2 55258 37 2 88482314 88482315 Frame_Shift_Del DEL TC - 9 1827 c.899_900delTC c.(898-900)TTCfs p.F300fs

Pat_15 Post-Resistance TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 10 420 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_15 Post-Resistance COX5B 1329 37 2 98263824 98263842 Frame_Shift_Del DEL CAAAGGGAG - 25 466 elGGCCCCAAAGG3)CTGGCCCCAAAGGGAG p.L65fs

Pat_15 Post-Resistance NEB 4703 37 2 152550847 152550847 Frame_Shift_Del DEL T - 9 1003 c.1886delA c.(1885-1887)AACfs p.N629fs

Pat_15 Post-Resistance C2orf67 151050 37 2 210887680 210887680 Frame_Shift_Del DEL T - 8 125 c.2957delA c.(2956-2958)AATfs p.N986fs

Pat_15 Post-Resistance SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 9 1339 c.591delT c.(589-591)GCTfs p.A197fs

Pat_15 Post-Resistance FAM134A 79137 37 2 220046969 220046970 Frame_Shift_Del DEL CC - 8 977 c.1250_1251delCC c.(1249-1251)TCCfs p.S417fs

Pat_15 Post-Resistance BCL2L1 598 37 20 30309591 30309591 Frame_Shift_Del DEL A - 7 2171 c.431delT c.(430-432)TTCfs p.F144fs

Pat_15 Post-Resistance EIF2S2 8894 37 20 32693175 32693175 Frame_Shift_Del DEL T - 7 765 c.192delA c.(190-192)AAAfs p.K64fs

Pat_15 Post-Resistance RTEL1 51750 37 20 62292822 62292824 In_Frame_Del DEL GCT - 13 182 c.274_276delGCT c.(274-276)GCTdel p.A96del

Pat_15 Post-Resistance RNF160 26046 37 21 30339206 30339206 Frame_Shift_Del DEL T - 10 46 c.1745delA c.(1744-1746)AATfs p.N582fs

Pat_15 Post-Resistance COL18A1 80781 37 21 46911183 46911183 Frame_Shift_Del DEL C - 7 287 c.3357delC c.(3355-3357)GGCfs p.G1119fs

Pat_15 Post-Resistance TBC1D10A 83874 37 22 30691732 30691732 Frame_Shift_Del DEL C - 7 342 c.518delG c.(517-519)GGCfs p.G173fs

Pat_15 Post-Resistance HMGXB4 10042 37 22 35661544 35661544 Frame_Shift_Del DEL A - 12 176 c.1163delA c.(1162-1164)GAAfs p.E388fs

Pat_15 Post-Resistance SGSM3 27352 37 22 40803318 40803318 Frame_Shift_Del DEL A - 7 706 c.1354delA c.(1354-1356)AAAfs p.K452fs

Pat_15 Post-Resistance EP300 2033 37 22 41574379 41574381 In_Frame_Del DEL CAG - 7 271 .6664_6666delCAG c.(6664-6666)CAGdel p.Q2225del

Pat_15 Post-Resistance DYNC1LI1 51143 37 3 32571050 32571050 Frame_Shift_Del DEL T - 7 136 c.1288delA c.(1288-1290)ATTfs p.I430fs

Pat_15 Post-Resistance NKTR 4820 37 3 42679486 42679486 Frame_Shift_Del DEL A - 7 332 c.2290delA c.(2290-2292)AAAfs p.K764fs

Pat_15 Post-Resistance CCR3 1232 37 3 46306948 46306948 Frame_Shift_Del DEL T - 7 1514 c.299delT c.(298-300)GTTfs p.V100fs

Pat_15 Post-Resistance QARS 5859 37 3 49137217 49137220 Frame_Shift_Del DEL GAGT - 7 800 1362_1365delACT c.(1360-1365)TCACTCfs p.S454fs

Pat_15 Post-Resistance EPHA3 2042 37 3 89498505 89498506 Frame_Shift_Del DEL GG - 8 938 c.2477_2478delGG c.(2476-2478)TGGfs p.W826fs

Pat_15 Post-Resistance ZPLD1 131368 37 3 102181181 102181182 Frame_Shift_Ins INS - A 12 437 c.639_640insA c.(637-642)ACCAAAfs p.T213fs

Pat_15 Post-Resistance CDV3 55573 37 3 133292940 133292942 In_Frame_Del DEL AAG - 7 68 c.52_54delAAG c.(52-54)AAGdel p.K22del

Pat_15 Post-Resistance TXNDC6 347736 37 3 138023752 138023752 Frame_Shift_Del DEL G - 8 1042 c.754delC c.(754-756)CGTfs p.R252fs

Pat_15 Post-Resistance GOLIM4 27333 37 3 167747642 167747644 In_Frame_Del DEL CTG - 8 249 .1357_1359delCAG c.(1357-1359)CAGdel p.Q453del

Pat_15 Post-Resistance ATP13A3 79572 37 3 194147849 194147850 Frame_Shift_Ins INS - A 7 337 c.3079_3080insT c.(3079-3081)TGGfs p.W1027fs

Pat_15 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 9 544 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_15 Post-Resistance UGDH 7358 37 4 39515752 39515753 Frame_Shift_Ins INS - A 7 357 c.214_215insT c.(214-216)TCTfs p.S72fs



Pat_15 Post-Resistance OCIAD2 132299 37 4 48894833 48894833 Frame_Shift_Del DEL A - 14 1544 c.339delT c.(337-339)TTTfs p.F113fs

Pat_15 Post-Resistance NUP54 53371 37 4 77065307 77065309 In_Frame_Del DEL TGC - 7 990 c.288_290delGCAc.(286-291)CAGCAA>CAAp.96_97QQ>Q

Pat_15 Post-Resistance PCDH10 57575 37 4 134073569 134073571 In_Frame_Del DEL CTG - 10 227 .2274_2276delCTG.(2272-2277)CTCTGC>CT p.C763del

Pat_15 Post-Resistance ZNF827 152485 37 4 146823381 146823383 In_Frame_Del DEL GTG - 7 168 .1028_1030delCAC.(1027-1032)CCACAA>CA p.P343del

Pat_15 Post-Resistance FAT1 2195 37 4 187540708 187540708 Frame_Shift_Del DEL T - 7 1432 c.7032delA c.(7030-7032)CTAfs p.L2344fs

Pat_15 Post-Resistance DNAH5 1767 37 5 13919383 13919383 Frame_Shift_Del DEL T - 8 1229 c.877delA c.(877-879)AGAfs p.R293fs

Pat_15 Post-Resistance ZFR 51663 37 5 32419951 32419953 In_Frame_Del DEL GGT - 13 1307 c.393_395delACCc.(391-396)CCACCC>CCCp.131_132PP>P

Pat_15 Post-Resistance MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 12 50 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_15 Post-Resistance ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 11 829 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_15 Post-Resistance KDM3B 51780 37 5 137713477 137713477 Frame_Shift_Del DEL G - 8 642 c.543delG c.(541-543)TTGfs p.L181fs

Pat_15 Post-Resistance TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 16 2239 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_15 Post-Resistance C5orf40 408263 37 5 156769910 156769910 Frame_Shift_Del DEL C - 8 435 c.635delG c.(634-636)GGTfs p.G212fs

Pat_15 Post-Resistance GABBR1 2550 37 6 29577144 29577144 Frame_Shift_Del DEL G - 8 335 c.1721delC c.(1720-1722)CCAfs p.P574fs

Pat_15 Post-Resistance FUCA2 2519 37 6 143832707 143832708 In_Frame_Ins INS - GCAGCA 7 11 c.64_65insTGCTGC(64-66)CCG>CTGCTGCC p.21_22insLL

Pat_15 Post-Resistance GRM1 2911 37 6 146755630 146755632 In_Frame_Del DEL GAC - 10 830 .3283_3285delGAC c.(3283-3285)GACdel p.D1099del

Pat_15 Post-Resistance GRM1 2911 37 6 146755723 146755725 In_Frame_Del DEL GAG - 8 465 .3376_3378delGAG c.(3376-3378)GAGdel p.E1129del

Pat_15 Post-Resistance EIF3B 8662 37 7 2404086 2404086 Frame_Shift_Del DEL G - 8 571 c.1079delG c.(1078-1080)TGGfs p.W360fs

Pat_15 Post-Resistance TRIL 9865 37 7 28996482 28996482 Frame_Shift_Del DEL G - 7 624 c.1181delC c.(1180-1182)CCGfs p.P394fs

Pat_15 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 9 203 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_15 Post-Resistance HECW1 23072 37 7 43601485 43601486 Frame_Shift_Del DEL TA - 7 358 c.4781_4782delTA c.(4780-4782)TTAfs p.L1594fs

Pat_15 Post-Resistance C7orf57 136288 37 7 48092369 48092371 In_Frame_Del DEL GCA - 7 488 c.678_680delGCAc.(676-681)TTGCAG>TTG p.Q230del

Pat_15 Post-Resistance STYXL1 51657 37 7 75651194 75651196 In_Frame_Del DEL ATC - 9 1717 c.280_282delGAT c.(280-282)GATdel p.D94del

Pat_15 Post-Resistance ABCB4 5244 37 7 87074281 87074282 Frame_Shift_Ins INS - A 9 152 c.1015_1016insT c.(1015-1017)TCAfs p.S339fs

Pat_15 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 7 629 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_15 Post-Resistance ERI1 90459 37 8 8875845 8875845 Frame_Shift_Del DEL A - 8 283 c.621delA c.(619-621)CTAfs p.L207fs

Pat_15 Post-Resistance CHD7 55636 37 8 61735158 61735158 Frame_Shift_Del DEL T - 7 975 c.3054delT c.(3052-3054)CCTfs p.P1018fs

Pat_15 Post-Resistance SLC26A7 115111 37 8 92261932 92261932 Frame_Shift_Del DEL C - 8 407 c.53delC c.(52-54)ACCfs p.T18fs

Pat_15 Post-Resistance RGS22 26166 37 8 100990177 100990178 Frame_Shift_Ins INS - T 10 194 c.3486_3487insA c.(3484-3489)AAATTGfs p.K1162fs

Pat_15 Post-Resistance UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 10 492 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_15 Post-Resistance ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 8 50 c.2637_2639delCTC.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_15 Post-Resistance ZC3H3 23144 37 8 144621235 144621235 Frame_Shift_Del DEL C - 7 391 c.302delG c.(301-303)GGCfs p.G101fs

Pat_15 Post-Resistance ARHGAP39 80728 37 8 145773342 145773344 In_Frame_Del DEL CTG - 22 33 c.1126_1128delCAG c.(1126-1128)CAGdel p.Q376del

Pat_15 Post-Resistance PIGO 84720 37 9 35091693 35091693 Frame_Shift_Del DEL G - 7 285 c.2191delC c.(2191-2193)CGTfs p.R731fs

Pat_15 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 13 160 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_15 Post-Resistance C9orf43 257169 37 9 116187646 116187648 In_Frame_Del DEL GCA - 10 245 c.888_890delGCAc.(886-891)CGGCAG>CGG p.Q304del

Pat_15 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 7 1035 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_15 Post-Resistance C9orf114 51490 37 9 131591119 131591120 Frame_Shift_Ins INS - T 12 357 c.102_103insA c.(100-105)AAATGGfs p.K34fs

Pat_15 Post-Resistance NUP188 23511 37 9 131768602 131768602 Frame_Shift_Del DEL C - 7 1361 c.5028delC c.(5026-5028)CACfs p.H1676fs

Pat_15 Post-Resistance C9orf86 55684 37 9 139734633 139734635 In_Frame_Del DEL AGA - 8 323 .1958_1960delAGA(1957-1962)GAGAAG>GA p.K660del

Pat_15 Post-Resistance GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 10 196 .1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_15 Post-Resistance SSX1 6756 37 X 48125727 48125727 Frame_Shift_Del DEL A - 7 1659 c.472delA c.(472-474)AAAfs p.K158fs

Pat_15 Post-Resistance NAP1L3 4675 37 X 92928153 92928155 In_Frame_Del DEL TGC - 8 99 c.149_151delGCAc.(148-153)AGCACT>ACT p.S50del

Pat_15 Post-Resistance ARHGAP36 158763 37 X 130215725 130215725 Frame_Shift_Del DEL T - 7 1051 c.86delT c.(85-87)ATTfs p.I29fs

Pat_15 Post-Resistance IGSF1 3547 37 X 130411036 130411036 Frame_Shift_Del DEL C - 11 2828 c.2485delG c.(2485-2487)GCCfs p.A829fs

Pat_15 Post-Resistance AFF2 2334 37 X 147733548 147733548 Frame_Shift_Del DEL A - 11 1185 c.76delA c.(76-78)AAAfs p.K26fs

Pat_15 Post-Resistance PNMA3 29944 37 X 152225444 152225444 Frame_Shift_Del DEL G - 9 881 c.32delG c.(31-33)CGGfs p.R11fs

Pat_26 Pre-Treatment DFFA 1676 37 1 10532411 10532411 Frame_Shift_Del DEL G - 178 360 c.105delC c.(103-105)GCCfs p.A35fs



Pat_26 Pre-Treatment VPS13D 55187 37 1 12520281 12520282 Frame_Shift_Del DEL TA - 8 512 .12492_12493delTc.(12490-12495)GTTATAfs p.V4164fs

Pat_26 Pre-Treatment NBPF1 55672 37 1 16895577 16895577 Frame_Shift_Del DEL C - 12 5547 c.2605delG c.(2605-2607)GACfs p.D869fs

Pat_26 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 13 184 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_26 Pre-Treatment EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 277 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_26 Pre-Treatment KIAA0467 23334 37 1 43890849 43890849 Frame_Shift_Del DEL C - 8 634 c.90delC c.(88-90)TTCfs p.F30fs

Pat_26 Pre-Treatment ZCCHC11 23318 37 1 52991351 52991351 Frame_Shift_Del DEL C - 7 813 c.602delG c.(601-603)GGAfs p.G201fs

Pat_26 Pre-Treatment C1orf173 127254 37 1 75102057 75102057 Frame_Shift_Del DEL G - 10 1087 c.510delC c.(508-510)CCCfs p.P170fs

Pat_26 Pre-Treatment C1orf183 55924 37 1 112270274 112270274 Frame_Shift_Del DEL G - 7 497 c.210delC c.(208-210)CCCfs p.P70fs

Pat_26 Pre-Treatment OTUD7B 56957 37 1 149916736 149916737 Frame_Shift_Del DEL TG - 7 995 c.1551_1552delCA c.(1549-1554)CTCAAGfs p.L517fs

Pat_26 Pre-Treatment TCHH 7062 37 1 152082254 152082254 Frame_Shift_Del DEL G - 7 432 c.3439delC c.(3439-3441)CAGfs p.Q1147fs

Pat_26 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 9 587 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_26 Pre-Treatment RC3H1 149041 37 1 173930212 173930213 Splice_Site DEL TA - 8 288 c.2370_splice c.e12+1 p.E790_splice

Pat_26 Pre-Treatment PRG4 10216 37 1 186276256 186276257 In_Frame_Ins INS - CCA 12 361 c.1405_1406insCCA(1405-1407)CCC>CCCACp.471_472insT

Pat_26 Pre-Treatment PRG4 10216 37 1 186276433 186276434 In_Frame_Ins INS - AGG 8 860 .1582_1583insAGG(1582-1584)AAG>AAGGAp.528_529insE

Pat_26 Pre-Treatment ASPM 259266 37 1 197065191 197065192 Frame_Shift_Del DEL AG - 8 421 c.8923_8924delCT c.(8923-8925)CTAfs p.L2975fs

Pat_26 Pre-Treatment TMEM9 252839 37 1 201115871 201115871 Frame_Shift_Del DEL G - 7 878 c.264delC c.(262-264)ATCfs p.I88fs

Pat_26 Pre-Treatment PLXNA2 5362 37 1 208315787 208315787 Frame_Shift_Del DEL G - 10 793 c.1393delC c.(1393-1395)CATfs p.H465fs

Pat_26 Pre-Treatment FBXO28 23219 37 1 224345250 224345250 Frame_Shift_Del DEL G - 8 1361 c.909delG c.(907-909)CTGfs p.L303fs

Pat_26 Pre-Treatment DIP2C 22982 37 10 412274 412275 Frame_Shift_Del DEL CA - 7 160 c.2208_2209delTG c.(2206-2211)TGTGCAfs p.C736fs

Pat_26 Pre-Treatment LARP4B 23185 37 10 863709 863709 Frame_Shift_Del DEL C - 8 960 c.1651delG c.(1651-1653)GAAfs p.E551fs

Pat_26 Pre-Treatment GDI2 2665 37 10 5808206 5808206 Frame_Shift_Del DEL G - 7 321 c.1189delC c.(1189-1191)CAGfs p.Q397fs

Pat_26 Pre-Treatment OPTN 10133 37 10 13151192 13151192 Frame_Shift_Del DEL C - 7 877 c.70delC c.(70-72)CCCfs p.P24fs

Pat_26 Pre-Treatment UNC5B 219699 37 10 73046457 73046457 Frame_Shift_Del DEL C - 8 990 c.564delC c.(562-564)CTCfs p.L188fs

Pat_26 Pre-Treatment ARHGAP19 84986 37 10 99019160 99019160 Frame_Shift_Del DEL T - 7 478 c.839delA c.(838-840)AATfs p.N280fs

Pat_26 Pre-Treatment CRTAC1 55118 37 10 99771034 99771034 Frame_Shift_Del DEL G - 7 1048 c.85delC c.(85-87)CAGfs p.Q29fs

Pat_26 Pre-Treatment CHST15 51363 37 10 125801815 125801816 Splice_Site DEL AC - 8 589 c.1033_splice c.e3+1 p.G345_splice

Pat_26 Pre-Treatment OR51B6 390058 37 11 5373493 5373493 Frame_Shift_Del DEL T - 14 442 c.756delT c.(754-756)ACTfs p.T252fs

Pat_26 Pre-Treatment DNHD1 144132 37 11 6578614 6578616 In_Frame_Del DEL GAG - 8 40 .8089_8091delGAG c.(8089-8091)GAGdel p.E2703del

Pat_26 Pre-Treatment DCHS1 8642 37 11 6662746 6662748 In_Frame_Del DEL CAG - 9 72 c.97_99delCTG c.(97-99)CTGdel p.L33del

Pat_26 Pre-Treatment EIF4G2 1982 37 11 10827460 10827460 Frame_Shift_Del DEL A - 7 1349 c.242delT c.(241-243)GTAfs p.V81fs

Pat_26 Pre-Treatment TCP11L1 55346 37 11 33083158 33083158 Frame_Shift_Del DEL G - 7 169 c.858delG c.(856-858)GTGfs p.V286fs

Pat_26 Pre-Treatment DGKZ 8525 37 11 46400752 46400753 Splice_Site INS - C 9 677 c.3104_splice c.e30-1 p.A1035_splice

Pat_26 Pre-Treatment OR8H2 390151 37 11 55873096 55873097 Frame_Shift_Del DEL AC - 8 746 c.578_579delAC c.(577-579)TACfs p.Y193fs

Pat_26 Pre-Treatment OSBP 5007 37 11 59345731 59345731 Frame_Shift_Del DEL C - 7 596 c.1951delG c.(1951-1953)GAAfs p.E651fs

Pat_26 Pre-Treatment UBXN1 51035 37 11 62445420 62445420 Frame_Shift_Del DEL T - 7 320 c.461delA c.(460-462)AAGfs p.K154fs

Pat_26 Pre-Treatment C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 13 54 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_26 Pre-Treatment SLC22A12 116085 37 11 64368393 64368393 Frame_Shift_Del DEL C - 8 777 c.1581delC c.(1579-1581)ATCfs p.I527fs

Pat_26 Pre-Treatment DRAP1 10589 37 11 65688844 65688844 Frame_Shift_Del DEL C - 7 1049 c.556delC c.(556-558)CCCfs p.P186fs

Pat_26 Pre-Treatment CTTN 2017 37 11 70279751 70279752 Splice_Site DEL AG - 7 493 c.1445_splice c.e17-1 p.E482_splice

Pat_26 Pre-Treatment ARAP1 116985 37 11 72412796 72412796 Frame_Shift_Del DEL C - 8 1547 c.2200delG c.(2200-2202)GAAfs p.E734fs

Pat_26 Pre-Treatment MOGAT2 80168 37 11 75431068 75431068 Frame_Shift_Del DEL C - 7 817 c.123delC c.(121-123)CTCfs p.L41fs

Pat_26 Pre-Treatment GAB2 9846 37 11 77991651 77991651 Frame_Shift_Del DEL G - 7 858 c.372delC c.(370-372)AGCfs p.S124fs

Pat_26 Pre-Treatment ODZ4 26011 37 11 78399200 78399200 Frame_Shift_Del DEL G - 7 889 c.5159delC c.(5158-5160)ACAfs p.T1720fs

Pat_26 Pre-Treatment ATM 472 37 11 108173585 108173586 Frame_Shift_Del DEL AG - 7 172 c.5325_5326delAG c.(5323-5328)TTAGAAfs p.L1775fs

Pat_26 Pre-Treatment MLL 4297 37 11 118344186 118344186 Frame_Shift_Del DEL C - 7 845 c.2312delC c.(2311-2313)ACCfs p.T771fs

Pat_26 Pre-Treatment ARCN1 372 37 11 118463514 118463515 Frame_Shift_Del DEL GT - 8 1429 c.1075_1076delGT c.(1075-1077)GTAfs p.V359fs

Pat_26 Pre-Treatment PVRL1 5818 37 11 119535678 119535680 In_Frame_Del DEL CCT - 7 92 .1331_1333delAGG(1330-1335)GAGGGC>GG p.E444del



Pat_26 Pre-Treatment SRPR 6734 37 11 126136150 126136150 Frame_Shift_Del DEL C - 9 648 c.864delG c.(862-864)GGGfs p.G288fs

Pat_26 Pre-Treatment KDM5A 5927 37 12 465621 465639 Frame_Shift_Del DEL GCCCACAAC - 11 92 elCCAAGGTTGTG6)CCCAAGGTTGTGGGCT p.P246fs

Pat_26 Pre-Treatment IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 10 465 .1623_1625delGC (1621-1626)CCGCCA>CCp.541_542PP>P

Pat_26 Pre-Treatment PRB1 5542 37 12 11506327 11506329 In_Frame_Del DEL GGA - 12 180 c.708_710delTCCc.(706-711)CCTCCA>CCAp.236_237PP>P

Pat_26 Pre-Treatment LRP6 4040 37 12 12339897 12339897 Frame_Shift_Del DEL G - 9 1035 c.804delC c.(802-804)CCCfs p.P268fs

Pat_26 Pre-Treatment TMTC1 83857 37 12 29671459 29671460 Frame_Shift_Del DEL CC - 7 1113 c.1645_1646delGG c.(1645-1647)GGAfs p.G549fs

Pat_26 Pre-Treatment MLL2 8085 37 12 49445526 49445526 Frame_Shift_Del DEL G - 7 301 c.1940delC c.(1939-1941)CCAfs p.P647fs

Pat_26 Pre-Treatment SMARCC2 6601 37 12 56558379 56558381 In_Frame_Del DEL AGG - 7 184 .3274_3276delCCT c.(3274-3276)CCTdel p.P1092del

Pat_26 Pre-Treatment MDM2 4193 37 12 69233316 69233317 Frame_Shift_Del DEL CA - 8 219 c.1181_1182delCA c.(1180-1182)TCAfs p.S394fs

Pat_26 Pre-Treatment CPSF6 11052 37 12 69652761 69652763 In_Frame_Del DEL TCC - 8 850 c.1086_1088delTCCc.(1084-1089)TTTCCT>TTT p.P365del

Pat_26 Pre-Treatment NAP1L1 4673 37 12 76444310 76444312 Splice_Site DEL CAT - 7 364 c.1059_splice c.e12+1 p.D353_splice

Pat_26 Pre-Treatment E2F7 144455 37 12 77458337 77458337 Frame_Shift_Del DEL C - 7 606 c.79delG c.(79-81)GAAfs p.E27fs

Pat_26 Pre-Treatment MYO1H 283446 37 12 109826602 109826602 Frame_Shift_Del DEL G - 7 1356 c.79delG c.(79-81)GCCfs p.A27fs

Pat_26 Pre-Treatment MVK 4598 37 12 110034312 110034312 Frame_Shift_Del DEL C - 8 677 c.1121delC c.(1120-1122)GCCfs p.A374fs

Pat_26 Pre-Treatment TCTN1 79600 37 12 111078894 111078894 Frame_Shift_Del DEL G - 8 588 c.1044delG c.(1042-1044)CTGfs p.L348fs

Pat_26 Pre-Treatment TBX5 6910 37 12 114832616 114832616 Frame_Shift_Del DEL T - 8 1003 c.593delA c.(592-594)AATfs p.N198fs

Pat_26 Pre-Treatment CIT 11113 37 12 120260622 120260622 Splice_Site DEL A - 7 410 c.1111_splice c.e9+1 p.S371_splice

Pat_26 Pre-Treatment CCDC92 80212 37 12 124421800 124421800 Frame_Shift_Del DEL G - 7 190 c.801delC c.(799-801)CCCfs p.P267fs

Pat_26 Pre-Treatment ZNF664 144348 37 12 124497356 124497357 Frame_Shift_Ins INS - AA 8 722 c.665_666insAA c.(664-666)ACAfs p.T222fs

Pat_26 Pre-Treatment SALL2 6297 37 14 21993077 21993079 In_Frame_Del DEL GAG - 12 194 c.783_785delCTC c.(781-786)TCCTCT>TCTp.261_262SS>S

Pat_26 Pre-Treatment CDH24 64403 37 14 23522825 23522825 Frame_Shift_Del DEL G - 7 450 c.1106delC c.(1105-1107)CCAfs p.P369fs

Pat_26 Pre-Treatment ACIN1 22985 37 14 23528677 23528678 Frame_Shift_Del DEL GA - 7 575 c.3705_3706delTC c.(3703-3708)GTTCAGfs p.V1235fs

Pat_26 Pre-Treatment EIF2S1 1965 37 14 67831574 67831574 Frame_Shift_Del DEL G - 7 845 c.90delG c.(88-90)ATGfs p.M30fs

Pat_26 Pre-Treatment YY1 7528 37 14 100705708 100705710 In_Frame_Del DEL GAG - 10 120 c.127_129delGAG c.(127-129)GAGdel p.E47del

Pat_26 Pre-Treatment TTBK2 146057 37 15 43075682 43075683 Frame_Shift_Del DEL GG - 10 1523 c.1131_1132delCC c.(1129-1134)CCCCAGfs p.P377fs

Pat_26 Pre-Treatment MYO5C 55930 37 15 52537588 52537588 Frame_Shift_Del DEL T - 8 790 c.2141delA c.(2140-2142)AAGfs p.K714fs

Pat_26 Pre-Treatment CLN6 54982 37 15 68504027 68504028 Frame_Shift_Del DEL TG - 8 926 c.471_472delCA c.(469-474)CTCAAGfs p.L157fs

Pat_26 Pre-Treatment FANCI 55215 37 15 89804908 89804908 Frame_Shift_Del DEL G - 8 545 c.381delG c.(379-381)TTGfs p.L127fs

Pat_26 Pre-Treatment UNC45A 55898 37 15 91485796 91485796 Frame_Shift_Del DEL A - 7 222 c.817delA c.(817-819)AAAfs p.K273fs

Pat_26 Pre-Treatment ALDH1A3 220 37 15 101438350 101438350 Frame_Shift_Del DEL G - 9 292 c.843delG c.(841-843)CTGfs p.L281fs

Pat_26 Pre-Treatment TMC5 79838 37 16 19451676 19451676 Frame_Shift_Del DEL C - 8 806 c.316delC c.(316-318)CCAfs p.P106fs

Pat_26 Pre-Treatment SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 7 330 .1761_1763delCAG(1759-1764)GCCAGC>GC p.S592del

Pat_26 Pre-Treatment SRCAP 10847 37 16 30736314 30736314 Frame_Shift_Del DEL C - 8 1617 c.5569delC c.(5569-5571)CCCfs p.P1857fs

Pat_26 Pre-Treatment ZNF423 23090 37 16 49660108 49660108 Frame_Shift_Del DEL G - 7 959 c.3550delC c.(3550-3552)CAAfs p.Q1184fs

Pat_26 Pre-Treatment SALL1 6299 37 16 51175656 51175658 In_Frame_Del DEL GCT - 7 81 c.475_477delAGC c.(475-477)AGCdel p.S159del

Pat_26 Pre-Treatment IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 16 248 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_26 Pre-Treatment CNGB1 1258 37 16 57983275 57983277 In_Frame_Del DEL TCC - 9 135 c.1101_1103delGGA.(1099-1104)GAGGAA>GAp.367_368EE>E

Pat_26 Pre-Treatment EDC4 23644 37 16 67913767 67913769 In_Frame_Del DEL CAG - 10 240 .1836_1838delCAG(1834-1839)CCCAGC>CC p.S617del

Pat_26 Pre-Treatment MLKL 197259 37 16 74709645 74709645 Frame_Shift_Del DEL C - 8 443 c.1056delG c.(1054-1056)TTGfs p.L352fs

Pat_26 Pre-Treatment CHD3 1107 37 17 7788212 7788214 In_Frame_Del DEL GAG - 12 124 c.88_90delGAG c.(88-90)GAGdel p.E35del

Pat_26 Pre-Treatment CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 7 192 .2095_2097delAAG c.(2095-2097)AAGdel p.K703del

Pat_26 Pre-Treatment RANGRF 29098 37 17 8192137 8192137 Frame_Shift_Del DEL G - 7 683 c.31delG c.(31-33)GGGfs p.G11fs

Pat_26 Pre-Treatment MYH10 4628 37 17 8397095 8397097 In_Frame_Del DEL CCT - 11 153 .4070_4072delAGG(4069-4074)GAGGCC>GC p.E1357del

Pat_26 Pre-Treatment SMCR7 125170 37 17 18167778 18167780 In_Frame_Del DEL GCT - 8 236 .1065_1067delGC(1063-1068)CGGCTG>CG p.L360del

Pat_26 Pre-Treatment MAP2K3 5606 37 17 21208366 21208367 Frame_Shift_Del DEL GA - 8 1244 c.700_701delGA c.(700-702)GAGfs p.E234fs

Pat_26 Pre-Treatment CCT6B 10693 37 17 33255998 33255998 Frame_Shift_Del DEL T - 7 216 c.1506delA c.(1504-1506)AAAfs p.K502fs

Pat_26 Pre-Treatment RARA 5914 37 17 38508619 38508619 Frame_Shift_Del DEL G - 8 897 c.667delG c.(667-669)GACfs p.D223fs



Pat_26 Pre-Treatment STAT5B 6777 37 17 40370236 40370236 Frame_Shift_Del DEL G - 8 272 c.1102delC c.(1102-1104)CAGfs p.Q368fs

Pat_26 Pre-Treatment MAP3K14 9020 37 17 43348580 43348581 Frame_Shift_Del DEL TG - 8 407 c.1665_1666delCA c.(1663-1668)TACATCfs p.Y555fs

Pat_26 Pre-Treatment HOXB6 3216 37 17 46673842 46673842 Frame_Shift_Del DEL T - 10 1019 c.608delA c.(607-609)AAGfs p.K203fs

Pat_26 Pre-Treatment KIAA0195 9772 37 17 73491063 73491063 Frame_Shift_Del DEL C - 7 747 c.2676delC c.(2674-2676)ATCfs p.I892fs

Pat_26 Pre-Treatment ACOX1 51 37 17 73944473 73944473 Frame_Shift_Del DEL C - 7 814 c.1794delG c.(1792-1794)CTGfs p.L598fs

Pat_26 Pre-Treatment PTPRM 5797 37 18 8379261 8379261 Frame_Shift_Del DEL C - 7 751 c.3670delC c.(3670-3672)CCCfs p.P1224fs

Pat_26 Pre-Treatment LMAN1 3998 37 18 57013285 57013285 Splice_Site DEL T - 7 194 c.823_splice c.e8-1 p.P275_splice

Pat_26 Pre-Treatment ADNP2 22850 37 18 77894260 77894261 Frame_Shift_Ins INS - C 11 411 c.964_965insC c.(964-966)TCCfs p.S322fs

Pat_26 Pre-Treatment HMHA1 23526 37 19 1080256 1080256 Frame_Shift_Del DEL C - 7 1769 c.1706delC c.(1705-1707)TCCfs p.S569fs

Pat_26 Pre-Treatment SMARCA4 6597 37 19 11101874 11101875 Frame_Shift_Ins INS - CAGC 35 159 1294_1295insCAG c.(1294-1296)ACAfs p.T432fs

Pat_26 Pre-Treatment CACNA1A 773 37 19 13445279 13445280 Frame_Shift_Del DEL CC - 8 366 c.1110_1111delGG c.(1108-1113)GTGGAGfs p.V370fs

Pat_26 Pre-Treatment KIAA0892 23383 37 19 19454650 19454651 Frame_Shift_Del DEL GG - 9 1366 c.978_979delGG c.(976-981)CTGGACfs p.L326fs

Pat_26 Pre-Treatment GATAD2A 54815 37 19 19613207 19613208 Frame_Shift_Del DEL CA - 8 962 c.1643_1644delCA c.(1642-1644)TCAfs p.S548fs

Pat_26 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 9 1659 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_26 Pre-Treatment CEACAM5 1048 37 19 42224866 42224866 Frame_Shift_Del DEL C - 13 1034 c.1796delC c.(1795-1797)TCCfs p.S599fs

Pat_26 Pre-Treatment DMWD 1762 37 19 46289148 46289148 Frame_Shift_Del DEL C - 7 1070 c.1606delG c.(1606-1608)GCAfs p.A536fs

Pat_26 Pre-Treatment PPP1R15A 23645 37 19 49376824 49376826 In_Frame_Del DEL GAT - 8 767 c.334_336delGAT c.(334-336)GATdel p.D115del

Pat_26 Pre-Treatment PTH2 113091 37 19 49926531 49926533 In_Frame_Del DEL CAG - 9 190 c.64_66delCTG c.(64-66)CTGdel p.L22del

Pat_26 Pre-Treatment SLC27A5 10998 37 19 59009902 59009903 Frame_Shift_Del DEL CA - 7 196 c.2052_2053delTG c.(2050-2055)TGTGAGfs p.C684fs

Pat_26 Pre-Treatment LPIN1 23175 37 2 11919735 11919736 Frame_Shift_Ins INS - CT 10 263 c.813_814insCT c.(811-816)ATGCTTfs p.M271fs

Pat_26 Pre-Treatment AGBL5 60509 37 2 27278901 27278901 Frame_Shift_Del DEL C - 12 1512 c.1260delC c.(1258-1260)ATCfs p.I420fs

Pat_26 Pre-Treatment LTBP1 4052 37 2 33413655 33413655 Frame_Shift_Del DEL C - 7 415 c.1438delC c.(1438-1440)CCTfs p.P480fs

Pat_26 Pre-Treatment VRK2 7444 37 2 58313511 58313511 Frame_Shift_Del DEL A - 7 573 c.294delA c.(292-294)TTAfs p.L98fs

Pat_26 Pre-Treatment TIA1 7072 37 2 70451722 70451723 Frame_Shift_Del DEL AG - 8 404 c.437_438delCT c.(436-438)TCTfs p.S146fs

Pat_26 Pre-Treatment DYSF 8291 37 2 71909688 71909688 Frame_Shift_Del DEL A - 7 637 c.6085delA c.(6085-6087)ACCfs p.T2029fs

Pat_26 Pre-Treatment ALMS1 7840 37 2 73613032 73613037 In_Frame_Del DEL GGAGGA - 8 47 .36_41delGGAGG (34-42)CTGGAGGAG>CT p.EE27del

Pat_26 Pre-Treatment SEMA4C 54910 37 2 97533514 97533514 Splice_Site DEL C - 7 2093 c.109_splice c.e2+1 p.E37_splice

Pat_26 Pre-Treatment EIF5B 9669 37 2 100013270 100013271 Frame_Shift_Del DEL TT - 7 530 c.3302_3303delTT c.(3301-3303)ATTfs p.I1101fs

Pat_26 Pre-Treatment TMEM182 130827 37 2 103378742 103378742 Frame_Shift_Del DEL G - 9 268 c.66delG c.(64-66)TTGfs p.L22fs

Pat_26 Pre-Treatment IWS1 55677 37 2 128262634 128262634 Frame_Shift_Del DEL G - 8 581 c.845delC c.(844-846)CCAfs p.P282fs

Pat_26 Pre-Treatment ACVR2A 92 37 2 148683686 148683686 Frame_Shift_Del DEL A - 8 230 c.1303delA c.(1303-1305)AAAfs p.K435fs

Pat_26 Pre-Treatment COBLL1 22837 37 2 165552062 165552062 Frame_Shift_Del DEL C - 7 860 c.2155delG c.(2155-2157)GATfs p.D719fs

Pat_26 Pre-Treatment TMBIM1 64114 37 2 219144792 219144792 Frame_Shift_Del DEL C - 10 929 c.260delG c.(259-261)GGAfs p.G87fs

Pat_26 Pre-Treatment RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 13 1031 c.350delT c.(349-351)CTTfs p.L117fs

Pat_26 Pre-Treatment FARSB 10056 37 2 223464670 223464670 Frame_Shift_Del DEL C - 7 1141 c.1595delG c.(1594-1596)GGAfs p.G532fs

Pat_26 Pre-Treatment PSMD1 5707 37 2 232026183 232026183 Frame_Shift_Del DEL A - 8 1308 c.2348delA c.(2347-2349)TATfs p.Y783fs

Pat_26 Pre-Treatment DGKD 8527 37 2 234371306 234371306 Frame_Shift_Del DEL C - 8 1277 c.3111delC c.(3109-3111)TTCfs p.F1037fs

Pat_26 Pre-Treatment C20orf96 140680 37 20 257983 257984 Frame_Shift_Del DEL TC - 8 1116 c.606_607delGA c.(604-609)GAGAAGfs p.E202fs

Pat_26 Pre-Treatment ATRN 8455 37 20 3540068 3540068 Frame_Shift_Del DEL C - 7 585 c.1141delC c.(1141-1143)CCAfs p.P381fs

Pat_26 Pre-Treatment BTBD3 22903 37 20 11899028 11899030 In_Frame_Del DEL CAG - 7 592 c.105_107delCAGc.(103-108)ACCAGC>ACC p.S40del

Pat_26 Pre-Treatment ISM1 140862 37 20 13202444 13202446 In_Frame_Del DEL GCT - 4 9 c.21_23delGCT c.(19-24)GAGCTG>GAG p.L12del

Pat_26 Pre-Treatment BCL2L1 598 37 20 30309941 30309942 Frame_Shift_Del DEL AA - 8 574 c.80_81delTT c.(79-81)TTTfs p.F27fs

Pat_26 Pre-Treatment TM9SF4 9777 37 20 30729643 30729643 Frame_Shift_Del DEL A - 8 1001 c.473delA c.(472-474)GAAfs p.E158fs

Pat_26 Pre-Treatment CHMP4B 128866 37 20 32439998 32439999 Frame_Shift_Ins INS - A 8 977 c.599_600insA c.(598-600)CCAfs p.P200fs

Pat_26 Pre-Treatment RALGAPB 57148 37 20 37146233 37146233 Frame_Shift_Del DEL C - 8 735 c.1136delC c.(1135-1137)ACCfs p.T379fs

Pat_26 Pre-Treatment SYS1-DBNDD2 767557 37 20 44038638 44038640 In_Frame_Del DEL CCT - 8 30 c.344_346delCCTc.(343-348)ACCTCC>ACC p.S121del

Pat_26 Pre-Treatment LSM14B 149986 37 20 60706554 60706554 Frame_Shift_Del DEL C - 8 260 c.978delC c.(976-978)CTCfs p.L326fs



Pat_26 Pre-Treatment SH3BGR 6450 37 21 40823995 40823995 Frame_Shift_Del DEL G - 7 1071 c.162delG c.(160-162)TTGfs p.L54fs

Pat_26 Pre-Treatment PCNT 5116 37 21 47851962 47851963 Frame_Shift_Del DEL GA - 9 288 c.8584_8585delGA c.(8584-8586)GAGfs p.E2862fs

Pat_26 Pre-Treatment UFD1L 7353 37 22 19443251 19443253 In_Frame_Del DEL TTC - 8 1148 c.717_719delGAAc.(715-720)AAGAAA>AAAp.239_240KK>K

Pat_26 Pre-Treatment MED15 51586 37 22 20918817 20918819 In_Frame_Del DEL CAG - 8 104 c.532_534delCAG c.(532-534)CAGdel p.Q188del

Pat_26 Pre-Treatment C22orf45 646023 37 22 24827042 24827042 Frame_Shift_Del DEL C - 5 4 c.479delG c.(478-480)TGAfs p.*160fs

Pat_26 Pre-Treatment TRIOBP 11078 37 22 38121934 38121934 Frame_Shift_Del DEL C - 7 846 c.3371delC c.(3370-3372)TCCfs p.S1124fs

Pat_26 Pre-Treatment FAM109B 150368 37 22 42473377 42473377 Frame_Shift_Del DEL G - 13 481 c.80delG c.(79-81)TGGfs p.W27fs

Pat_26 Pre-Treatment C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 9 600 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_26 Pre-Treatment TCF20 6942 37 22 42605990 42605992 In_Frame_Del DEL CTG - 10 311 .5320_5322delCAG c.(5320-5322)CAGdel p.Q1774del

Pat_26 Pre-Treatment CNTN4 152330 37 3 3078967 3078967 Frame_Shift_Del DEL G - 7 1499 c.2047delG c.(2047-2049)GGGfs p.G683fs

Pat_26 Pre-Treatment CIDEC 63924 37 3 9908869 9908869 Frame_Shift_Del DEL G - 11 832 c.666delC c.(664-666)CCCfs p.P222fs

Pat_26 Pre-Treatment FANCD2 2177 37 3 10136049 10136049 Splice_Site DEL T - 7 441 c.3963_splice c.e40+2 p.R1321_splice

Pat_26 Pre-Treatment SH3BP5 9467 37 3 15373833 15373835 In_Frame_Del DEL TCC - 7 57 c.81_83delGGA c.(79-84)GAGGAA>GAA p.27_28EE>E

Pat_26 Pre-Treatment NCKIPSD 51517 37 3 48717021 48717023 In_Frame_Del DEL CTG - 11 897 .1474_1476delCAG c.(1474-1476)CAGdel p.Q492del

Pat_26 Pre-Treatment IMPDH2 3615 37 3 49062664 49062665 Frame_Shift_Del DEL TG - 7 1220 c.1044_1045delCA c.(1042-1047)TACAAGfs p.Y348fs

Pat_26 Pre-Treatment QARS 5859 37 3 49140808 49140808 Frame_Shift_Del DEL G - 8 1061 c.486delC c.(484-486)GGCfs p.G162fs

Pat_26 Pre-Treatment PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 13 1972 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_26 Pre-Treatment C3orf63 23272 37 3 56667404 56667404 Frame_Shift_Del DEL T - 8 477 c.3232delA c.(3232-3234)AGTfs p.S1078fs

Pat_26 Pre-Treatment GPR128 84873 37 3 100362146 100362146 Frame_Shift_Del DEL G - 7 1273 c.735delG c.(733-735)TTGfs p.L245fs

Pat_26 Pre-Treatment STAG1 10274 37 3 136096582 136096582 Frame_Shift_Del DEL C - 8 363 c.2290delG c.(2290-2292)GTAfs p.V764fs

Pat_26 Pre-Treatment FAM194A 131831 37 3 150421591 150421593 In_Frame_Del DEL TCC - 9 94 c.93_95delGGA c.(91-96)GAGGAA>GAA p.31_32EE>E

Pat_26 Pre-Treatment MBNL1 4154 37 3 152165430 152165430 Frame_Shift_Del DEL C - 7 465 c.883delC c.(883-885)CCCfs p.P295fs

Pat_26 Pre-Treatment IQCJ 654502 37 3 158983047 158983048 Frame_Shift_Del DEL GG - 8 488 c.335_336delGG c.(334-336)TGGfs p.W112fs

Pat_26 Pre-Treatment SI 6476 37 3 164741382 164741384 In_Frame_Del DEL GTG - 8 312 .3073_3075delCAC c.(3073-3075)CACdel p.H1025del

Pat_26 Pre-Treatment FAM157A 728262 37 3 197880131 197880133 In_Frame_Del DEL GCA - 7 55 c.210_212delGCAc.(208-213)TGGCAG>TGG p.Q84del

Pat_26 Pre-Treatment CRIPAK 285464 37 4 1389360 1389361 Frame_Shift_Ins INS - CA 7 1947 c.1061_1062insCA c.(1060-1062)CTCfs p.L354fs

Pat_26 Pre-Treatment POLN 353497 37 4 2073875 2073875 Frame_Shift_Del DEL G - 8 685 c.2669delC c.(2668-2670)CCAfs p.P890fs

Pat_26 Pre-Treatment ADD1 118 37 4 2909553 2909554 Frame_Shift_Del DEL CC - 7 679 c.1497_1498delCCc.(1495-1500)GTCCAGfs p.V499fs

Pat_26 Pre-Treatment WFS1 7466 37 4 6303433 6303433 Frame_Shift_Del DEL G - 8 1645 c.1911delG c.(1909-1911)CTGfs p.L637fs

Pat_26 Pre-Treatment SHISA3 152573 37 4 42403363 42403363 Frame_Shift_Del DEL G - 7 312 c.612delG c.(610-612)CTGfs p.L204fs

Pat_26 Pre-Treatment REST 5978 37 4 57797637 57797638 Frame_Shift_Del DEL TT - 8 543 c.2613_2614delTT c.(2611-2616)AATTTAfs p.N871fs

Pat_26 Pre-Treatment MUC7 4589 37 4 71347351 71347351 Frame_Shift_Del DEL C - 7 1380 c.890delC c.(889-891)TCCfs p.S297fs

Pat_26 Pre-Treatment UTP3 57050 37 4 71555274 71555274 Frame_Shift_Del DEL G - 8 1051 c.880delG c.(880-882)GGAfs p.G294fs

Pat_26 Pre-Treatment RAB33B 83452 37 4 140375515 140375515 Frame_Shift_Del DEL G - 7 273 c.166delG c.(166-168)GGCfs p.G56fs

Pat_26 Pre-Treatment POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 10 32 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_26 Pre-Treatment FBXW7 55294 37 4 153244156 153244156 Frame_Shift_Del DEL C - 8 1107 c.2001delG c.(1999-2001)GGGfs p.G667fs

Pat_26 Pre-Treatment ADAMTS12 81792 37 5 33549462 33549462 Frame_Shift_Del DEL G - 8 786 c.4152delC c.(4150-4152)TTCfs p.F1384fs

Pat_26 Pre-Treatment ADAMTS12 81792 37 5 33616067 33616067 Frame_Shift_Del DEL A - 8 320 c.2254delT c.(2254-2256)TACfs p.Y752fs

Pat_26 Pre-Treatment PPAP2A 8611 37 5 54721111 54721128 In_Frame_Del DEL TTCTTTAAAA - 17 77 delCTTCTTTTAAA)ACTTCTTTTAAAGAAAGA.TSFKER254de

Pat_26 Pre-Treatment SFRS12 140890 37 5 65457960 65457960 Frame_Shift_Del DEL G - 8 463 c.87delG c.(85-87)TTGfs p.L29fs

Pat_26 Pre-Treatment BDP1 55814 37 5 70766233 70766233 Frame_Shift_Del DEL T - 8 160 c.931delT c.(931-933)TTTfs p.F311fs

Pat_26 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 10 105 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_26 Pre-Treatment PPARGC1B 133522 37 5 149216510 149216510 Frame_Shift_Del DEL G - 8 379 c.2492delG c.(2491-2493)TGCfs p.C831fs

Pat_26 Pre-Treatment GPX3 2878 37 5 150406548 150406549 Frame_Shift_Del DEL GA - 7 541 c.329_330delGA c.(328-330)GGAfs p.G110fs

Pat_26 Pre-Treatment ADRA1B 147 37 5 159344829 159344832 Frame_Shift_Del DEL GCTG - 14 851 c.917_920delGCTG c.(916-921)TGCTGGfs p.C306fs

Pat_26 Pre-Treatment SLU7 10569 37 5 159841420 159841421 Frame_Shift_Del DEL GA - 8 584 c.229_230delTC c.(229-231)TCAfs p.S77fs

Pat_26 Pre-Treatment NOP16 51491 37 5 175815281 175815281 Frame_Shift_Del DEL C - 8 639 c.171delG c.(169-171)GGGfs p.G57fs



Pat_26 Pre-Treatment UIMC1 51720 37 5 176395609 176395609 Frame_Shift_Del DEL T - 108 148 c.1147delA c.(1147-1149)AGCfs p.S383fs

Pat_26 Pre-Treatment NSD1 64324 37 5 176721165 176721165 Frame_Shift_Del DEL A - 8 588 c.6796delA c.(6796-6798)AAAfs p.K2266fs

Pat_26 Pre-Treatment FOXC1 2296 37 6 1611802 1611803 In_Frame_Ins INS - GGC 7 18 c.1122_1123insGGC c.(1120-1125)insGGC p.380_381insG

Pat_26 Pre-Treatment ZNF192 7745 37 6 28121376 28121376 Frame_Shift_Del DEL G - 7 351 c.1318delG c.(1318-1320)GGGfs p.G440fs

Pat_26 Pre-Treatment TRIM10 10107 37 6 30126250 30126250 Frame_Shift_Del DEL C - 8 1368 c.682delG c.(682-684)GAGfs p.E228fs

Pat_26 Pre-Treatment DDR1 780 37 6 30863251 30863251 Frame_Shift_Del DEL C - 8 1179 c.1584delC c.(1582-1584)GGCfs p.G528fs

Pat_26 Pre-Treatment EHMT2 10919 37 6 31857330 31857332 In_Frame_Del DEL TCC - 7 417 c.912_914delGGAc.(910-915)GAGGAA>GAAp.304_305EE>E

Pat_26 Pre-Treatment PHF1 5252 37 6 33380050 33380050 Frame_Shift_Del DEL C - 7 332 c.10delC c.(10-12)CCCfs p.P4fs

Pat_26 Pre-Treatment ZBTB9 221504 37 6 33423088 33423088 Frame_Shift_Del DEL C - 7 1723 c.211delC c.(211-213)CCTfs p.P71fs

Pat_26 Pre-Treatment FOXP4 116113 37 6 41555186 41555186 Frame_Shift_Del DEL C - 7 1022 c.808delC c.(808-810)CCCfs p.P270fs

Pat_26 Pre-Treatment DST 667 37 6 56382036 56382037 Frame_Shift_Ins INS - T 8 959 c.11959_11960insA c.(11959-11961)ATCfs p.I3987fs

Pat_26 Pre-Treatment FBXL4 26235 37 6 99322265 99322266 Frame_Shift_Del DEL TT - 7 341 c.1754_1755delAA c.(1753-1755)AAAfs p.K585fs

Pat_26 Pre-Treatment ARID1B 57492 37 6 157100024 157100026 In_Frame_Del DEL GGA - 9 80 c.787_789delGGA c.(787-789)GGAdel p.G270del

Pat_26 Pre-Treatment DAGLB 221955 37 7 6474591 6474591 Frame_Shift_Del DEL C - 7 229 c.480delG c.(478-480)GGGfs p.G160fs

Pat_26 Pre-Treatment THSD7A 221981 37 7 11468637 11468637 Frame_Shift_Del DEL T - 8 1379 c.3180delA c.(3178-3180)AAAfs p.K1060fs

Pat_26 Pre-Treatment MACC1 346389 37 7 20199520 20199520 Frame_Shift_Del DEL T - 8 335 c.464delA c.(463-465)CAGfs p.Q155fs

Pat_26 Pre-Treatment AUTS2 26053 37 7 70229781 70229782 Frame_Shift_Ins INS - A 9 29 c.1258_1259insA c.(1258-1260)CCTfs p.P420fs

Pat_26 Pre-Treatment DTX2 113878 37 7 76112242 76112243 Frame_Shift_Ins INS - C 7 2349 c.686_687insC c.(685-687)CACfs p.H229fs

Pat_26 Pre-Treatment FGL2 10875 37 7 76826170 76826170 Frame_Shift_Del DEL C - 8 478 c.746delG c.(745-747)GGAfs p.G249fs

Pat_26 Pre-Treatment ZNF277 11179 37 7 111980965 111980965 Frame_Shift_Del DEL A - 7 663 c.1048delA c.(1048-1050)ATTfs p.I350fs

Pat_26 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 75 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_26 Pre-Treatment PSD3 23362 37 8 18490121 18490121 Splice_Site DEL A - 7 240 c.2410_splice c.e11+1 p.T804_splice

Pat_26 Pre-Treatment HNF4G 3174 37 8 76463653 76463653 Frame_Shift_Del DEL C - 8 335 c.272delC c.(271-273)ACCfs p.T91fs

Pat_26 Pre-Treatment CCNE2 9134 37 8 95902737 95902737 Frame_Shift_Del DEL T - 8 1066 c.359delA c.(358-360)AAGfs p.K120fs

Pat_26 Pre-Treatment RNF19A 25897 37 8 101276956 101276957 Frame_Shift_Del DEL CT - 23 1219 c.1248_1249delAG c.(1246-1251)ATAGCAfs p.I416fs

Pat_26 Pre-Treatment LRP12 29967 37 8 105503672 105503672 Frame_Shift_Del DEL C - 9 297 c.1809delG c.(1807-1809)TGGfs p.W603fs

Pat_26 Pre-Treatment ZFPM2 23414 37 8 106813426 106813426 Frame_Shift_Del DEL C - 8 794 c.1116delC c.(1114-1116)TTCfs p.F372fs

Pat_26 Pre-Treatment EIF2C2 27161 37 8 141554345 141554345 Frame_Shift_Del DEL G - 7 1062 c.1806delC c.(1804-1806)CCCfs p.P602fs

Pat_26 Pre-Treatment FAM83H 286077 37 8 144811169 144811170 Frame_Shift_Ins INS - GT 7 833 c.704_705insAC c.(703-705)GTGfs p.V235fs

Pat_26 Pre-Treatment LRRC24 441381 37 8 145749495 145749496 Frame_Shift_Del DEL TG - 8 1415 c.605_606delCA c.(604-606)ACAfs p.T202fs

Pat_26 Pre-Treatment KCNV2 169522 37 9 2718093 2718094 Frame_Shift_Del DEL CC - 4 3 c.354_355delCC c.(352-357)TTCCCCfs p.F118fs

Pat_26 Pre-Treatment NPR2 4882 37 9 35805643 35805643 Frame_Shift_Del DEL G - 8 639 c.2023delG c.(2023-2025)GATfs p.D675fs

Pat_26 Pre-Treatment PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 8 407 c.394delC c.(394-396)CCCfs p.P132fs

Pat_26 Pre-Treatment SHROOM4 57477 37 X 50556964 50556964 Frame_Shift_Del DEL C - 43 19 c.55delG c.(55-57)GCAfs p.A19fs

Pat_26 Pre-Treatment TRMT2B 79979 37 X 100278466 100278467 Frame_Shift_Del DEL AA - 8 356 c.748_749delTT c.(748-750)TTAfs p.L250fs

Pat_26 Pre-Treatment MAMLD1 10046 37 X 149639325 149639327 In_Frame_Del DEL CAG - 8 156 .1480_1482delCAG c.(1480-1482)CAGdel p.Q502del

Pat_26 Post-Resistance DFFA 1676 37 1 10532411 10532411 Frame_Shift_Del DEL G - 9 541 c.105delC c.(103-105)GCCfs p.A35fs

Pat_26 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 10 162 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_26 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 187 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_26 Post-Resistance PDE4DIP 9659 37 1 144873913 144873913 Frame_Shift_Del DEL G - 11 1806 c.5044delC c.(5044-5046)CAGfs p.Q1682fs

Pat_26 Post-Resistance ECM1 1893 37 1 150483467 150483467 Frame_Shift_Del DEL C - 9 1129 c.501delC c.(499-501)TTCfs p.F167fs

Pat_26 Post-Resistance ARNT 405 37 1 150789283 150789283 Frame_Shift_Del DEL G - 7 433 c.1783delC c.(1783-1785)CGGfs p.R595fs

Pat_26 Post-Resistance RFX5 5993 37 1 151315123 151315123 Frame_Shift_Del DEL T - 7 2538 c.1390delA c.(1390-1392)AGGfs p.R464fs

Pat_26 Post-Resistance GPATCH4 54865 37 1 156568057 156568058 Frame_Shift_Del DEL TG - 8 1878 c.222_223delCA c.(220-225)TTCAACfs p.F74fs

Pat_26 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 628 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_26 Post-Resistance PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 12 508 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_26 Post-Resistance MTR 4548 37 1 237024474 237024474 Frame_Shift_Del DEL A - 7 83 c.2093delA c.(2092-2094)CAAfs p.Q698fs



Pat_26 Post-Resistance ABI1 10006 37 10 27040624 27040626 In_Frame_Del DEL TGG - 8 367 .1252_1254delCCA c.(1252-1254)CCAdel p.P418del

Pat_26 Post-Resistance PARD3 56288 37 10 34671501 34671501 Frame_Shift_Del DEL T - 7 422 c.1366delA c.(1366-1368)ATAfs p.I456fs

Pat_26 Post-Resistance PCDH15 65217 37 10 56077158 56077160 In_Frame_Del DEL GTG - 7 607 c.747_749delCACc.(745-750)ACCACT>ACTp.249_250TT>T

Pat_26 Post-Resistance STAMBPL1 57559 37 10 90682146 90682146 Frame_Shift_Del DEL A - 11 230 c.1207delA c.(1207-1209)AAAfs p.K403fs

Pat_26 Post-Resistance C10orf76 79591 37 10 103769184 103769184 Frame_Shift_Del DEL C - 8 1092 c.901delG c.(901-903)GCAfs p.A301fs

Pat_26 Post-Resistance C10orf118 55088 37 10 115891080 115891081 Frame_Shift_Del DEL TC - 8 710 c.1926_1927delGA c.(1924-1929)TTGAAAfs p.L642fs

Pat_26 Post-Resistance SBF2 81846 37 11 9864178 9864180 In_Frame_Del DEL CAT - 17 347 c.3248_3250delATGc.(3247-3252)GATGTA>GTA p.D1083del

Pat_26 Post-Resistance AHNAK 79026 37 11 62294917 62294917 Frame_Shift_Del DEL G - 7 708 c.6972delC c.(6970-6972)CCCfs p.P2324fs

Pat_26 Post-Resistance KAT5 10524 37 11 65480517 65480518 Frame_Shift_Del DEL AG - 8 494 c.273_274delAG c.(271-276)CCAGAGfs p.P91fs

Pat_26 Post-Resistance NDUFV1 4723 37 11 67379630 67379630 Frame_Shift_Del DEL G - 8 1354 c.1202delG c.(1201-1203)AGGfs p.R401fs

Pat_26 Post-Resistance PVRL1 5818 37 11 119535678 119535680 In_Frame_Del DEL CCT - 12 74 .1331_1333delAGG(1330-1335)GAGGGC>GG p.E444del

Pat_26 Post-Resistance CDON 50937 37 11 125889533 125889533 Frame_Shift_Del DEL T - 8 1082 c.477delA c.(475-477)AAAfs p.K159fs

Pat_26 Post-Resistance PRB2 653247 37 12 11546605 11546607 In_Frame_Del DEL GGA - 7 849 c.405_407delTCCc.(403-408)CCTCCA>CCAp.135_136PP>P

Pat_26 Post-Resistance C12orf35 55196 37 12 32134718 32134720 In_Frame_Del DEL CCT - 7 554 c.829_831delCCT c.(829-831)CCTdel p.P281del

Pat_26 Post-Resistance TENC1 23371 37 12 53452903 53452903 Frame_Shift_Del DEL C - 8 541 c.1478delC c.(1477-1479)ACCfs p.T493fs

Pat_26 Post-Resistance ESPL1 9700 37 12 53683876 53683877 Frame_Shift_Del DEL TG - 7 383 c.5121_5122delTG c.(5119-5124)ACTGTGfs p.T1707fs

Pat_26 Post-Resistance OR6C75 390323 37 12 55759486 55759486 Frame_Shift_Del DEL T - 7 174 c.592delT c.(592-594)TTTfs p.F198fs

Pat_26 Post-Resistance SMARCC2 6601 37 12 56558379 56558381 In_Frame_Del DEL AGG - 9 146 .3274_3276delCCT c.(3274-3276)CCTdel p.P1092del

Pat_26 Post-Resistance TMEM194A 23306 37 12 57456936 57456936 Frame_Shift_Del DEL C - 8 2456 c.946delG c.(946-948)GAAfs p.E316fs

Pat_26 Post-Resistance APEX1 328 37 14 20923820 20923820 Frame_Shift_Del DEL A - 7 772 c.16delA c.(16-18)AAAfs p.K6fs

Pat_26 Post-Resistance PSMA6 5687 37 14 35782216 35782216 Frame_Shift_Del DEL A - 13 707 c.539delA c.(538-540)GAAfs p.E180fs

Pat_26 Post-Resistance ZFP36L1 677 37 14 69256523 69256524 Frame_Shift_Ins INS - T 10 1241 c.743_744insA c.(742-744)AATfs p.N248fs

Pat_26 Post-Resistance CCNK 8812 37 14 99969244 99969246 In_Frame_Del DEL CAG - 9 638 c.934_936delCAG c.(934-936)CAGdel p.Q315del

Pat_26 Post-Resistance SPINT1 6692 37 15 41149075 41149077 In_Frame_Del DEL CAC - 10 1368 .1492_1494delCAC c.(1492-1494)CACdel p.H501del

Pat_26 Post-Resistance C15orf58 390637 37 15 90784232 90784232 Frame_Shift_Del DEL A - 9 1739 c.92delA c.(91-93)TATfs p.Y31fs

Pat_26 Post-Resistance SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 7 244 .1761_1763delCAG(1759-1764)GCCAGC>GC p.S592del

Pat_26 Post-Resistance KIAA0556 23247 37 16 27692779 27692779 Frame_Shift_Del DEL C - 9 843 c.868delC c.(868-870)CCCfs p.P290fs

Pat_26 Post-Resistance SRCAP 10847 37 16 30736314 30736314 Frame_Shift_Del DEL C - 7 1305 c.5569delC c.(5569-5571)CCCfs p.P1857fs

Pat_26 Post-Resistance CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 10 944 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_26 Post-Resistance CHD3 1107 37 17 7788212 7788214 In_Frame_Del DEL GAG - 14 117 c.88_90delGAG c.(88-90)GAGdel p.E35del

Pat_26 Post-Resistance CNTROB 116840 37 17 7843518 7843519 Frame_Shift_Del DEL GA - 9 472 c.1269_1270delGAc.(1267-1272)CGGAGAfs p.R423fs

Pat_26 Post-Resistance NEK8 284086 37 17 27068996 27068996 Frame_Shift_Del DEL C - 7 1151 c.2070delC c.(2068-2070)GTCfs p.V690fs

Pat_26 Post-Resistance CASC3 22794 37 17 38324506 38324506 Frame_Shift_Del DEL C - 7 851 c.1801delC c.(1801-1803)CCCfs p.P601fs

Pat_26 Post-Resistance STAT5B 6777 37 17 40370236 40370236 Frame_Shift_Del DEL G - 8 234 c.1102delC c.(1102-1104)CAGfs p.Q368fs

Pat_26 Post-Resistance UBTF 7343 37 17 42290240 42290240 Frame_Shift_Del DEL G - 7 1510 c.607delC c.(607-609)CAGfs p.Q203fs

Pat_26 Post-Resistance UBTF 7343 37 17 42294029 42294029 Frame_Shift_Del DEL C - 7 1063 c.102delG c.(100-102)ATGfs p.M34fs

Pat_26 Post-Resistance PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 7 153 .1509_1511delGGA.(1507-1512)GAGGAT>GA p.E503del

Pat_26 Post-Resistance CTDP1 9150 37 18 77477959 77477959 Frame_Shift_Del DEL G - 7 182 c.2360delG c.(2359-2361)CGGfs p.R787fs

Pat_26 Post-Resistance ACSBG2 81616 37 19 6147614 6147614 Frame_Shift_Del DEL C - 7 1117 c.225delC c.(223-225)GGCfs p.G75fs

Pat_26 Post-Resistance LGI4 163175 37 19 35625552 35625554 In_Frame_Del DEL CAG - 7 105 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_26 Post-Resistance RYR1 6261 37 19 38964047 38964047 Frame_Shift_Del DEL C - 7 348 c.3796delC c.(3796-3798)CCCfs p.P1266fs

Pat_26 Post-Resistance LENG8 114823 37 19 54963859 54963861 In_Frame_Del DEL GCA - 7 772 c.243_245delGCAc.(241-246)TTGCAG>TTG p.Q85del

Pat_26 Post-Resistance ZEB2 9839 37 2 145274887 145274887 Frame_Shift_Del DEL G - 9 888 c.31delC c.(31-33)CGGfs p.R11fs

Pat_26 Post-Resistance ANKRD44 91526 37 2 197943383 197943384 Frame_Shift_Del DEL TG - 7 16 c.1693_1694delCA c.(1693-1695)CATfs p.H565fs

Pat_26 Post-Resistance CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 8 204 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_26 Post-Resistance CTLA4 1493 37 2 204736166 204736166 Frame_Shift_Del DEL T - 7 748 c.523delT c.(523-525)TTTfs p.F175fs

Pat_26 Post-Resistance TNS1 7145 37 2 218712887 218712889 In_Frame_Del DEL GCT - 8 47 .1976_1978delAGC.(1975-1980)CAGCCT>CC p.Q659del



Pat_26 Post-Resistance INPP5D 3635 37 2 234072358 234072359 Frame_Shift_Ins INS - C 7 653 c.1246_1247insC c.(1246-1248)GCCfs p.A416fs

Pat_26 Post-Resistance DSN1 79980 37 20 35399448 35399448 Frame_Shift_Del DEL T - 9 539 c.183delA c.(181-183)AAAfs p.K61fs

Pat_26 Post-Resistance PSMA7 5688 37 20 60714134 60714134 Frame_Shift_Del DEL C - 7 883 c.468delG c.(466-468)TGGfs p.W156fs

Pat_26 Post-Resistance TCFL5 10732 37 20 61490718 61490719 Frame_Shift_Del DEL CC - 8 1696 c.991_992delGG c.(991-993)GGAfs p.G331fs

Pat_26 Post-Resistance SLC5A4 6527 37 22 32614619 32614621 In_Frame_Del DEL TCC - 17 285 .1860_1862delGG (1858-1863)GAGGAA>GAp.620_621EE>E

Pat_26 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 14 953 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_26 Post-Resistance C22orf9 23313 37 22 45598978 45598978 Frame_Shift_Del DEL G - 7 952 c.745delC c.(745-747)CAGfs p.Q249fs

Pat_26 Post-Resistance SRGAP3 9901 37 3 9034600 9034600 Frame_Shift_Del DEL C - 7 671 c.2548delG c.(2548-2550)GTGfs p.V850fs

Pat_26 Post-Resistance RAD54L2 23132 37 3 51624506 51624508 In_Frame_Del DEL GAG - 7 68 c.70_72delGAG c.(70-72)GAGdel p.E30del

Pat_26 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 7 2146 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_26 Post-Resistance ZNF721 170960 37 4 436417 436417 Frame_Shift_Del DEL G - 8 843 c.1839delC c.(1837-1839)TACfs p.Y613fs

Pat_26 Post-Resistance CRIPAK 285464 37 4 1389360 1389361 Frame_Shift_Ins INS - CA 8 1627 c.1061_1062insCA c.(1060-1062)CTCfs p.L354fs

Pat_26 Post-Resistance NUDT9 53343 37 4 88344097 88344098 Frame_Shift_Del DEL TC - 7 241 c.40_41delTC c.(40-42)TCTfs p.S14fs

Pat_26 Post-Resistance KIAA0922 23240 37 4 154523492 154523492 Splice_Site DEL T - 7 1008 c.2450_splice c.e22+2 p.V817_splice

Pat_26 Post-Resistance SH3RF1 57630 37 4 170043324 170043326 In_Frame_Del DEL CAG - 12 169 .1271_1273delCTG(1270-1275)GCTGGA>GG p.A424del

Pat_26 Post-Resistance PPAP2A 8611 37 5 54721111 54721128 In_Frame_Del DEL TTCTTTAAAA - 8 181 delCTTCTTTTAAA)ACTTCTTTTAAAGAAAGA.TSFKER254de

Pat_26 Post-Resistance CENPH 64946 37 5 68492902 68492902 Frame_Shift_Del DEL A - 7 204 c.337delA c.(337-339)AAAfs p.K113fs

Pat_26 Post-Resistance NUDT12 83594 37 5 102894977 102894978 Frame_Shift_Del DEL TC - 13 216 c.398_399delGA c.(397-399)AGAfs p.R133fs

Pat_26 Post-Resistance APC 324 37 5 112173349 112173350 Frame_Shift_Del DEL TC - 28 211 c.2058_2059delTC c.(2056-2061)AATCTCfs p.N686fs

Pat_26 Post-Resistance AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 20 328 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_26 Post-Resistance PPIC 5480 37 5 122365013 122365014 Frame_Shift_Del DEL AG - 8 303 c.217_218delCT c.(217-219)CTAfs p.L73fs

Pat_26 Post-Resistance TCF7 6932 37 5 133473765 133473765 Frame_Shift_Del DEL C - 7 1136 c.457delC c.(457-459)CCCfs p.P153fs

Pat_26 Post-Resistance FAT2 2196 37 5 150886794 150886794 Frame_Shift_Del DEL G - 8 484 c.12438delC c.(12436-12438)CCCfs p.P4146fs

Pat_26 Post-Resistance HAVCR2 84868 37 5 156535948 156535950 In_Frame_Del DEL AGC - 14 561 c.45_47delGCT c.(43-48)CTGCTA>CTA p.15_16LL>L

Pat_26 Post-Resistance UIMC1 51720 37 5 176395609 176395609 Frame_Shift_Del DEL T - 29 201 c.1147delA c.(1147-1149)AGCfs p.S383fs

Pat_26 Post-Resistance NOL7 51406 37 6 13615667 13615668 In_Frame_Ins INS - GGA 4 7 c.77_78insGGA c.(76-78)TCG>TCGGAG p.30_31insE

Pat_26 Post-Resistance SYNGAP1 8831 37 6 33411201 33411203 In_Frame_Del DEL CAC - 9 270 .2872_2874delCAC c.(2872-2874)CACdel p.H966del

Pat_26 Post-Resistance FAM162B 221303 37 6 117073772 117073772 Frame_Shift_Del DEL A - 7 669 c.477delT c.(475-477)GCTfs p.A159fs

Pat_26 Post-Resistance ARID1B 57492 37 6 157100024 157100026 In_Frame_Del DEL GGA - 10 56 c.787_789delGGA c.(787-789)GGAdel p.G270del

Pat_26 Post-Resistance EIF3B 8662 37 7 2405996 2405997 Frame_Shift_Del DEL CT - 8 289 c.1202_1203delCT c.(1201-1203)CCTfs p.P401fs

Pat_26 Post-Resistance TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 8 931 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_26 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 13 185 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_26 Post-Resistance INHBA 3624 37 7 41739928 41739928 Frame_Shift_Del DEL C - 7 750 c.45delG c.(43-45)TGGfs p.W15fs

Pat_26 Post-Resistance TRRAP 8295 37 7 98569547 98569548 Frame_Shift_Del DEL GG - 7 446 c.7797_7798delGGc.(7795-7800)CTGGACfs p.L2599fs

Pat_26 Post-Resistance C8orf44 56260 37 8 67589968 67589968 Frame_Shift_Del DEL A - 8 487 c.25delA c.(25-27)AACfs p.N9fs

Pat_26 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 11 208 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_26 Post-Resistance BAG1 573 37 9 33255870 33255870 Frame_Shift_Del DEL T - 8 405 c.941delA c.(940-942)AAGfs p.K314fs

Pat_26 Post-Resistance CIZ1 25792 37 9 130950208 130950209 Frame_Shift_Del DEL CC - 8 792 c.291_292delGG c.(289-294)CTGGACfs p.L97fs

Pat_26 Post-Resistance PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 9 431 c.394delC c.(394-396)CCCfs p.P132fs

Pat_26 Post-Resistance LAS1L 81887 37 X 64732694 64732694 Frame_Shift_Del DEL C - 4 2 c.2166delG c.(2164-2166)GGGfs p.G722fs

Pat_26 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 7 234 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_29 Pre-Treatment MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 7 92 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_29 Pre-Treatment RBMXL1 494115 37 1 89448604 89448605 Frame_Shift_Ins INS - GG 7 425 c.905_906insCC c.(904-906)CCAfs p.P302fs

Pat_29 Pre-Treatment RPTN 126638 37 1 152127881 152127884 Frame_Shift_Del DEL TGTC - 10 1524 1691_1694delGAC c.(1690-1695)AGACAAfs p.R564fs

Pat_29 Pre-Treatment LOR 4014 37 1 153233508 153233510 In_Frame_Del DEL GCA - 4 5 c.83_85delGCA c.(82-87)GGCAGC>GGC p.S29del

Pat_29 Pre-Treatment ANK3 288 37 10 61828745 61828747 In_Frame_Del DEL GTG - 7 110 11892_11894delCA(11890-11895)ACCACT>AC3964_3965TT>

Pat_29 Pre-Treatment CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 7 282 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del



Pat_29 Pre-Treatment NFRKB 4798 37 11 129752495 129752496 Frame_Shift_Ins INS - T 7 95 c.932_933insA c.(931-933)AAGfs p.K311fs

Pat_29 Pre-Treatment PABPC3 5042 37 13 25671273 25671273 Frame_Shift_Del DEL G - 28 478 c.937delG c.(937-939)GCGfs p.A313fs

Pat_29 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 8 290 .4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_29 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 72 .2253_2255delCAC.(2251-2256)GTCACC>GT p.T762del

Pat_29 Pre-Treatment HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 10 243 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_29 Pre-Treatment ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 12 112 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_29 Pre-Treatment FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 9 277 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_29 Pre-Treatment MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 8 26 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_29 Pre-Treatment TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 7 182 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_29 Pre-Treatment EDEM1 9695 37 3 5248941 5248941 Frame_Shift_Del DEL T - 8 95 c.1321delT c.(1321-1323)TTTfs p.F441fs

Pat_29 Pre-Treatment FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 15 90 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_29 Pre-Treatment SASH1 23328 37 6 148664242 148664243 In_Frame_Ins INS - GAGCCC 4 6 .39_40insGAGCCC c.(37-42)insGAGCCC p.23_24insEP

Pat_29 Pre-Treatment STAU2 27067 37 8 74507471 74507471 Frame_Shift_Del DEL T - 8 97 c.1091delA c.(1090-1092)AATfs p.N364fs

Pat_29 Pre-Treatment VCP 7415 37 9 35059647 35059647 Frame_Shift_Del DEL T - 10 145 c.1847delA c.(1846-1848)AATfs p.N616fs

Pat_29 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 7 182 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_29 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 13 361 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_29 Pre-Treatment CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 8 261 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_29 Post-Resistance ARID1A 8289 37 1 27100182 27100184 In_Frame_Del DEL GCA - 8 110 .3978_3980delGCA(3976-3981)CCGCAG>CC p.Q1334del

Pat_29 Post-Resistance CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 12 372 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_29 Post-Resistance KRTAP5-8 57830 37 11 71249125 71249126 In_Frame_Ins INS - GCTCCGG 12 184 GCTGTGGCTCCGnsGGCTGTGGCTCCGGC2_23insGCGSG

Pat_29 Post-Resistance PABPC3 5042 37 13 25671273 25671273 Frame_Shift_Del DEL G - 13 535 c.937delG c.(937-939)GCGfs p.A313fs

Pat_29 Post-Resistance SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 8 114 .1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_29 Post-Resistance SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 10 211 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_29 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 11 456 .1773_1775delCCG(1771-1776)CGCCGT>CGp.591_592RR>R

Pat_29 Post-Resistance PFAS 5198 37 17 8167575 8167576 Frame_Shift_Ins INS - A 9 88 c.1837_1838insA c.(1837-1839)CAGfs p.Q613fs

Pat_29 Post-Resistance HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 11 296 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_29 Post-Resistance CNOT3 4849 37 19 54649671 54649671 Frame_Shift_Del DEL T - 7 189 c.729delT c.(727-729)CCCfs p.P243fs

Pat_29 Post-Resistance ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 11 124 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_29 Post-Resistance FRG1B 284802 37 20 29628226 29628226 Splice_Site DEL G - 11 209 c.139_splice c.e3-1 p.G47_splice

Pat_29 Post-Resistance FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 14 206 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_29 Post-Resistance MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 8 123 .6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_29 Post-Resistance CRIPAK 285464 37 4 1389462 1389463 Frame_Shift_Del DEL CG - 8 557 c.1163_1164delCG c.(1162-1164)ACGfs p.T388fs

Pat_29 Post-Resistance FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 13 86 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_29 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 8 504 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_29 Post-Resistance PCDHB3 56132 37 5 140481964 140481976 Frame_Shift_Del DEL GGGCGGCTG - 12 77 743delCCGGGCG9-1743)CCCCGGGCGGCT p.P577fs

Pat_29 Post-Resistance TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 8 69 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_29 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 13 208 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_34 Pre-Treatment PHACTR4 65979 37 1 28785729 28785730 Frame_Shift_Ins INS - A 8 104 c.150_151insA c.(148-153)AGGAAAfs p.R50fs

Pat_34 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 8 164 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_34 Pre-Treatment FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 149 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_34 Pre-Treatment MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 10 308 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_34 Pre-Treatment TM9SF3 56889 37 10 98336475 98336475 Frame_Shift_Del DEL T - 7 380 c.214delA c.(214-216)AGTfs p.S72fs

Pat_34 Pre-Treatment FNBP4 23360 37 11 47744589 47744591 In_Frame_Del DEL GGA - 4 7 c.2742_2744delTCC.(2740-2745)CCTCCA>CCp.914_915PP>P

Pat_34 Pre-Treatment CASP5 838 37 11 104879687 104879687 Frame_Shift_Del DEL T - 15 148 c.28delA c.(28-30)AGGfs p.R10fs

Pat_34 Pre-Treatment DDX6 1656 37 11 118629613 118629614 Splice_Site INS - G 7 420 c.865_splice c.e9-1 p.N289_splice

Pat_34 Pre-Treatment PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 8 252 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_34 Pre-Treatment HOXC13 3229 37 12 54332774 54332776 In_Frame_Del DEL CGG - 3 4 c.84_86delCGG c.(82-87)ATCGGC>ATC p.G38del



Pat_34 Pre-Treatment OR6C75 390323 37 12 55759486 55759486 Frame_Shift_Del DEL T - 8 215 c.592delT c.(592-594)TTTfs p.F198fs

Pat_34 Pre-Treatment TPCN1 53373 37 12 113704096 113704098 In_Frame_Del DEL CTG - 14 720 c.349_351delCTG c.(349-351)CTGdel p.L122del

Pat_34 Pre-Treatment SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 9 224 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_34 Pre-Treatment HECTD1 25831 37 14 31597933 31597933 Frame_Shift_Del DEL A - 17 49 c.4644delT c.(4642-4644)TTTfs p.F1548fs

Pat_34 Pre-Treatment NIPA1 123606 37 15 23086365 23086367 In_Frame_Del DEL GCC - 2 4 c.45_47delGGC c.(43-48)GCGGCC>GCC p.15_16AA>A

Pat_34 Pre-Treatment SLTM 79811 37 15 59182525 59182526 Frame_Shift_Del DEL TC - 12 475 c.2033_2034delGA c.(2032-2034)AGAfs p.R678fs

Pat_34 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 8 906 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_34 Pre-Treatment RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 8 64 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_34 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 8 318 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_34 Pre-Treatment SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 8 134 .2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_34 Pre-Treatment NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 7 102 .2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_34 Pre-Treatment KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 7 110 c.359delC c.(358-360)ACCfs p.T120fs

Pat_34 Pre-Treatment CCDC144B 284047 37 17 18498059 18498060 Splice_Site INS - A 2 4 c.1867_splice c.e9-1 p.E623_splice

Pat_34 Pre-Treatment SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 14 264 .2130_2132delGG(2128-2133)GAGGAC>GA p.E710del

Pat_34 Pre-Treatment LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 7 522 .1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_34 Pre-Treatment PDZD2 23037 37 5 32090174 32090175 Frame_Shift_Ins INS - GG 94 163 c.6620_6621insGG c.(6619-6621)TCGfs p.S2207fs

Pat_34 Pre-Treatment OSMR 9180 37 5 38886195 38886195 Frame_Shift_Del DEL A - 36 39 c.894delA c.(892-894)ATAfs p.I298fs

Pat_34 Pre-Treatment APC 324 37 5 112173823 112173823 Frame_Shift_Del DEL T - 10 28 c.2532delT c.(2530-2532)TCTfs p.S844fs

Pat_34 Pre-Treatment TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 7 329 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_34 Pre-Treatment SLC17A2 10246 37 6 25921520 25921520 Frame_Shift_Del DEL T - 7 258 c.361delA c.(361-363)ATGfs p.M121fs

Pat_34 Pre-Treatment MAS1L 116511 37 6 29455156 29455157 Frame_Shift_Del DEL AC - 7 199 c.523_524delGT c.(523-525)GTCfs p.V175fs

Pat_34 Pre-Treatment HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 10 671 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_34 Pre-Treatment TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 7 97 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_34 Pre-Treatment MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 7 133 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_34 Pre-Treatment PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 7 644 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_34 Pre-Treatment OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 8 399 c.233delT c.(232-234)ATTfs p.I78fs

Pat_34 Pre-Treatment PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 8 171 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_34 Pre-Treatment FOXP2 93986 37 7 114270016 114270018 In_Frame_Del DEL CAG - 7 188 c.553_555delCAG c.(553-555)CAGdel p.Q191del

Pat_34 Pre-Treatment ZNF395 55893 37 8 28209226 28209228 In_Frame_Del DEL GCA - 8 159 .1017_1019delTGC(1015-1020)GCTGCC>GCp.339_340AA>A

Pat_34 Pre-Treatment ZFHX4 79776 37 8 77765299 77765301 In_Frame_Del DEL CCT - 9 7 .6007_6009delCCT c.(6007-6009)CCTdel p.P2016del

Pat_34 Pre-Treatment KCNQ3 3786 37 8 133150233 133150233 Frame_Shift_Del DEL T - 8 200 c.1599delA c.(1597-1599)AAAfs p.K533fs

Pat_34 Pre-Treatment PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 8 226 c.394delC c.(394-396)CCCfs p.P132fs

Pat_34 Pre-Treatment MAGEC1 9947 37 X 140994844 140994846 In_Frame_Del DEL CCT - 7 153 .1654_1656delCCT c.(1654-1656)CCTdel p.P553del

Pat_46 Pre-Treatment SPRR3 6707 37 1 152975806 152975829 In_Frame_Del DEL ACACCAAGG - 13 93 CAGGCTACACCAACCAGGCTACACCAAGGTCPGYTKVPE104

Pat_46 Pre-Treatment TCF7L2 6934 37 10 114925316 114925317 Frame_Shift_Ins INS - A 7 97 c.1394_1395insA c.(1393-1395)AGAfs p.R465fs

Pat_46 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 7 169 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_46 Pre-Treatment ANXA2 302 37 15 60646357 60646358 Frame_Shift_Ins INS - C 20 60 c.583_584insG c.(583-585)GCTfs p.A195fs

Pat_46 Pre-Treatment NPIP 9284 37 16 15045758 15045759 Frame_Shift_Ins INS - GT 8 183 c.929_930insGT c.(928-930)GAGfs p.E310fs

Pat_46 Pre-Treatment SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 9 184 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_46 Pre-Treatment FAM83G 644815 37 17 18891619 18891620 Frame_Shift_Ins INS - AC 22 57 c.630_631insGT c.(628-633)AGTAACfs p.S210fs

Pat_46 Pre-Treatment PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 7 64 .1509_1511delGGA.(1507-1512)GAGGAT>GA p.E503del

Pat_46 Pre-Treatment UNC13A 23025 37 19 17766924 17766926 In_Frame_Del DEL CCT - 2 4 .1313_1315delAGG(1312-1317)GAGGTG>GT p.E438del

Pat_46 Pre-Treatment LILRB1 10859 37 19 55143029 55143030 Frame_Shift_Ins INS - G 15 53 c.149_150insG c.(148-150)CAGfs p.Q50fs

Pat_46 Pre-Treatment SLC9A4 389015 37 2 103149137 103149137 Frame_Shift_Del DEL A - 10 67 c.2387delA c.(2386-2388)CAAfs p.Q796fs

Pat_46 Pre-Treatment TP53TG5 27296 37 20 44004170 44004170 Frame_Shift_Del DEL T - 12 54 c.277delA c.(277-279)ACAfs p.T93fs

Pat_46 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 9 234 c.896delA c.(895-897)AATfs p.N299fs

Pat_46 Pre-Treatment SLAIN2 57606 37 4 48344125 48344127 In_Frame_Del DEL GGA - 2 4 c.369_371delGGAc.(367-372)TGGGAG>TGG p.E128del



Pat_46 Pre-Treatment EYA4 2070 37 6 133802671 133802671 Frame_Shift_Del DEL T - 55 84 c.1041delT c.(1039-1041)TCTfs p.S347fs

Pat_46 Pre-Treatment BMP1 649 37 8 22054260 22054260 Frame_Shift_Del DEL C - 8 41 c.1833delC c.(1831-1833)TACfs p.Y611fs

Pat_46 Pre-Treatment CDKN2A 1029 37 9 21970915 21970915 Frame_Shift_Del DEL G - 50 30 c.443delC c.(442-444)GCGfs p.A148fs

Pat_46 Pre-Treatment PHF2 5253 37 9 96422612 96422612 Frame_Shift_Del DEL A - 4 4 c.1468delA c.(1468-1470)AAAfs p.K490fs

Pat_46 Pre-Treatment MXRA5 25878 37 X 3228759 3228759 Frame_Shift_Del DEL G - 2 4 c.7485delC c.(7483-7485)ATCfs p.I2495fs

Pat_46 Pre-Treatment CXorf23 256643 37 X 19983706 19983706 Frame_Shift_Del DEL G - 24 45 c.730delC c.(730-732)CTCfs p.L244fs

Pat_46 Post-Resistance PTPN6 5777 37 12 7070069 7070070 Frame_Shift_Del DEL CT - 2 4 c.1774_1775delCT c.(1774-1776)CTCfs p.L592fs

Pat_46 Post-Resistance CKB 1152 37 14 103988211 103988211 Frame_Shift_Del DEL A - 2 4 c.425delT c.(424-426)CTCfs p.L142fs

Pat_46 Post-Resistance SECTM1 6398 37 17 80285091 80285091 Frame_Shift_Del DEL G - 2 4 c.26delC c.(25-27)CCTfs p.P9fs

Pat_46 Post-Resistance KIAA0240 23506 37 6 42823616 42823616 Frame_Shift_Del DEL A - 7 178 c.2069delA c.(2068-2070)CAAfs p.Q690fs

Pat_46 Post-Resistance EYA4 2070 37 6 133802671 133802671 Frame_Shift_Del DEL T - 17 128 c.1041delT c.(1039-1041)TCTfs p.S347fs

Pat_46 Post-Resistance MLLT4 4301 37 6 168366692 168366694 In_Frame_Del DEL GAG - 2 4 .5233_5235delGAG c.(5233-5235)GAGdel p.E1750del

Pat_46 Post-Resistance CXorf23 256643 37 X 19983706 19983706 Frame_Shift_Del DEL G - 9 44 c.730delC c.(730-732)CTCfs p.L244fs

Pat_48 Pre-Treatment PTEN 5728 37 10 89685308 89685309 Frame_Shift_Ins INS - CAAT 13 5 c.203_204insCAAT c.(202-204)TACfs p.Y68fs

Pat_48 Pre-Treatment ADCY4 196883 37 14 24803757 24803759 In_Frame_Del DEL CAG - 3 5 c.100_102delCTG c.(100-102)CTGdel p.L34del

Pat_48 Pre-Treatment EIF2AK4 440275 37 15 40282508 40282508 Frame_Shift_Del DEL T - 8 242 c.2561delT c.(2560-2562)ATTfs p.I854fs

Pat_48 Pre-Treatment LOC342346 342346 37 16 4650184 4650186 In_Frame_Del DEL CTG - 2 4 .3292_3294delCTG c.(3292-3294)CTGdel p.L1101del

Pat_48 Pre-Treatment USP43 124739 37 17 9631801 9631801 Frame_Shift_Del DEL A - 2 4 c.2866delA c.(2866-2868)AAGfs p.K956fs

Pat_48 Pre-Treatment C18orf34 374864 37 18 30913143 30913143 Frame_Shift_Del DEL T - 3 4 c.874delA c.(874-876)ATGfs p.M292fs

Pat_48 Pre-Treatment TTN 7273 37 2 179502131 179502131 Frame_Shift_Del DEL T - 2 4 c.33188delA c.(33187-33189)AAGfs p.K11063fs

Pat_48 Pre-Treatment CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 7 187 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_48 Pre-Treatment CCDC96 257236 37 4 7044507 7044509 In_Frame_Del DEL CTC - 4 7 c.157_159delGAG c.(157-159)GAGdel p.E53del

Pat_48 Pre-Treatment LIAS 11019 37 4 39478697 39478697 Frame_Shift_Del DEL A - 2 4 c.1081delA c.(1081-1083)AAAfs p.K361fs

Pat_48 Pre-Treatment RGNEF 64283 37 5 73183484 73183484 Frame_Shift_Del DEL A - 2 4 c.3367delA c.(3367-3369)AAAfs p.K1123fs

Pat_48 Pre-Treatment GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 14 106 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_48 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 8 86 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_48 Post-Resistance ACBD3 64746 37 1 226352490 226352491 Frame_Shift_Ins INS - T 7 111 c.568_569insA c.(568-570)AGGfs p.R190fs

Pat_48 Post-Resistance PTEN 5728 37 10 89685308 89685309 Frame_Shift_Ins INS - CAAT 8 28 c.203_204insCAAT c.(202-204)TACfs p.Y68fs

Pat_48 Post-Resistance ZIC2 7546 37 13 100634833 100634834 Frame_Shift_Del DEL AG - 2 4 c.515_516delAG c.(514-516)CAGfs p.Q172fs

Pat_48 Post-Resistance BEGAIN 57596 37 14 101005271 101005273 In_Frame_Del DEL CCT - 3 6 c.815_817delAGGc.(814-819)GAGGCC>GCC p.E272del

Pat_48 Post-Resistance NME3 4832 37 16 1820705 1820705 Frame_Shift_Del DEL C - 2 4 c.455delG c.(454-456)CGCfs p.R152fs

Pat_48 Post-Resistance PABPN1L 390748 37 16 88931435 88931436 Frame_Shift_Del DEL GG - 2 4 c.560_561delCC c.(559-561)CCCfs p.P187fs

Pat_48 Post-Resistance C19orf20 91978 37 19 519175 519177 In_Frame_Del DEL GCC - 2 4 c.625_627delGCC c.(625-627)GCCdel p.A211del

Pat_48 Post-Resistance HIST1H1A 3024 37 6 26017448 26017448 Frame_Shift_Del DEL T - 7 230 c.513delA c.(511-513)AAAfs p.K171fs

Pat_48 Post-Resistance HOXA11 3207 37 7 27222462 27222462 Frame_Shift_Del DEL T - 7 261 c.895delA c.(895-897)ATTfs p.I299fs

Pat_48 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 9 221 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_48 Post-Resistance FAM83H 286077 37 8 144807177 144807179 Splice_Site DEL CCT - 3 6 c.4444_splice c.e7-1

Pat_49 Post-Resistance COL8A2 1296 37 1 36564899 36564900 Frame_Shift_Del DEL GG - 3 6 c.382_383delCC c.(382-384)CCAfs p.P128fs

Pat_49 Post-Resistance APBB1 322 37 11 6432078 6432080 In_Frame_Del DEL TCA - 3 3 c.498_500delTGAc.(496-501)GATGAA>GAA p.D166del

Pat_49 Post-Resistance ZDHHC13 54503 37 11 19174128 19174129 Frame_Shift_Del DEL CT - 3 4 c.770_771delCT c.(769-771)GCTfs p.A257fs

Pat_49 Post-Resistance ARHGAP1 392 37 11 46702224 46702224 Frame_Shift_Del DEL G - 7 141 c.709delC c.(709-711)CTGfs p.L237fs

Pat_49 Post-Resistance C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 6 11 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_49 Post-Resistance C14orf45 80127 37 14 74489766 74489766 Frame_Shift_Del DEL G - 2 4 c.204delG c.(202-204)AAGfs p.K68fs

Pat_49 Post-Resistance PALM 5064 37 19 727620 727620 Frame_Shift_Del DEL G - 2 4 c.195delG c.(193-195)GAGfs p.E65fs

Pat_49 Post-Resistance COL5A3 50509 37 19 10079363 10079364 Frame_Shift_Del DEL GG - 2 4 c.4193_4194delCC c.(4192-4194)CCCfs p.P1398fs

Pat_49 Post-Resistance TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 9 172 2_1690delCCTCCA1-1692)GCCTCCAGAACC p.SRT562del

Pat_49 Post-Resistance C22orf26 55267 37 22 46449890 46449890 Frame_Shift_Del DEL G - 2 4 c.84delC c.(82-84)CCCfs p.P28fs



Pat_49 Post-Resistance RPL9 6133 37 4 39459817 39459818 Frame_Shift_Ins INS - T 2 4 c.158_159insA c.(157-159)AAGfs p.K53fs

Pat_49 Post-Resistance NOL7 51406 37 6 13615698 13615698 Frame_Shift_Del DEL G - 2 4 c.108delG c.(106-108)TTGfs p.L36fs

Pat_49 Post-Resistance SLC17A2 10246 37 6 25921520 25921520 Frame_Shift_Del DEL T - 8 63 c.361delA c.(361-363)ATGfs p.M121fs

Pat_49 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 7 117 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_49 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 7 129 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_49 Post-Resistance FAM83H 286077 37 8 144807177 144807179 Splice_Site DEL CCT - 4 9 c.4444_splice c.e7-1

Pat_49 Post-Resistance FAM83H 286077 37 8 144811169 144811170 Frame_Shift_Ins INS - GT 7 367 c.704_705insAC c.(703-705)GTGfs p.V235fs

Pat_50 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 439 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_50 Pre-Treatment KCNMA1 3778 37 10 79397371 79397373 In_Frame_Del DEL GCC - 2 4 c.28_30delGGC c.(28-30)GGCdel p.G10del

Pat_50 Pre-Treatment KIF21A 55605 37 12 39735366 39735368 In_Frame_Del DEL TCC - 8 118 .1860_1862delGG (1858-1863)GAGGAA>GAp.620_621EE>E

Pat_50 Pre-Treatment LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 8 255 13289_13291delTG13288-13293)TTGCTG>TT4430_4431LL>

Pat_50 Pre-Treatment CEP290 80184 37 12 88443088 88443090 In_Frame_Del DEL TTC - 9 44 c.7311_7313delGAAc.(7309-7314)AAGAAT>AAT p.K2437del

Pat_50 Pre-Treatment LOC100132247 100132247 37 16 22545744 22545755 In_Frame_Del DEL CACCCTCA - 8 48 1451delTCCACCC-1452)CTTCCACCCTCAGCp.PPSA485del

Pat_50 Pre-Treatment ZNF207 7756 37 17 30685576 30685577 Frame_Shift_Del DEL AT - 54 89 c.223_224delAT c.(223-225)ATAfs p.I75fs

Pat_50 Pre-Treatment CYP4F3 4051 37 19 15769322 15769322 Frame_Shift_Del DEL T - 7 579 c.1271delT c.(1270-1272)GTTfs p.V424fs

Pat_50 Pre-Treatment ZNF471 57573 37 19 57022958 57022959 Frame_Shift_Del DEL AA - 54 76 c.18_19delAA c.(16-21)GTAAAAfs p.V6fs

Pat_50 Pre-Treatment PWP2 5822 37 21 45535692 45535694 In_Frame_Del DEL GAG - 7 90 c.727_729delGAG c.(727-729)GAGdel p.E247del

Pat_50 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 8 375 c.896delA c.(895-897)AATfs p.N299fs

Pat_50 Pre-Treatment PKD2 5311 37 4 88929174 88929176 In_Frame_Del DEL GAG - 5 11 c.289_291delGAG c.(289-291)GAGdel p.E102del

Pat_50 Pre-Treatment HMGCR 3156 37 5 74646970 74646973 Frame_Shift_Del DEL AACA - 41 69 1019_1022delAAC c.(1018-1023)GAACAAfs p.E340fs

Pat_50 Pre-Treatment CSNK1A1 1452 37 5 148891411 148891413 In_Frame_Del DEL TAA - 65 51 c.619_621delTTA c.(619-621)TTAdel p.L207del

Pat_50 Pre-Treatment BHLHE22 27319 37 8 65494020 65494021 In_Frame_Ins INS - GCA 9 8 c.673_674insGCAc.(673-675)GGC>GGCAGCp.234_235insS

Pat_54 Pre-Treatment PHF13 148479 37 1 6680069 6680071 In_Frame_Del DEL GAA - 8 109 c.348_350delGAAc.(346-351)CTGAAG>CTG p.K121del

Pat_54 Pre-Treatment NBPF1 55672 37 1 16892196 16892196 Frame_Shift_Del DEL C - 7 3466 c.3221delG c.(3220-3222)TGCfs p.C1074fs

Pat_54 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 11 461 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_54 Pre-Treatment NRD1 4898 37 1 52305911 52305912 Frame_Shift_Ins INS - T 7 272 c.616_617insA c.(616-618)ACTfs p.T206fs

Pat_54 Pre-Treatment TTC22 55001 37 1 55252709 55252709 Frame_Shift_Del DEL T - 2 4 c.779delA c.(778-780)AAGfs p.K260fs

Pat_54 Pre-Treatment CTH 1491 37 1 70877106 70877106 Frame_Shift_Del DEL A - 7 632 c.8delA c.(7-9)GAAfs p.E3fs

Pat_54 Pre-Treatment FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 193 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_54 Pre-Treatment DARC 2532 37 1 159176226 159176227 Frame_Shift_Del DEL GG - 8 557 c.997_998delGG c.(997-999)GGAfs p.G333fs

Pat_54 Pre-Treatment SDHC 6391 37 1 161310394 161310395 Frame_Shift_Del DEL CC - 9 791 c.190_191delCC c.(190-192)CCCfs p.P64fs

Pat_54 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 19 144 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_54 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 7 511 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_54 Pre-Treatment PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 7 337 .1276_1277insAGG(1276-1278)AAG>AAGGAp.426_427insE

Pat_54 Pre-Treatment PLA2G4A 5321 37 1 186916018 186916018 Frame_Shift_Del DEL T - 7 412 c.1189delT c.(1189-1191)TTTfs p.F397fs

Pat_54 Pre-Treatment DNAJC1 64215 37 10 22208818 22208818 Frame_Shift_Del DEL T - 8 675 c.578delA c.(577-579)AAGfs p.K193fs

Pat_54 Pre-Treatment ZEB1 6935 37 10 31810582 31810582 Frame_Shift_Del DEL A - 7 214 c.2319delA c.(2317-2319)GCAfs p.A773fs

Pat_54 Pre-Treatment RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 10 100 c.457delA c.(457-459)ATGfs p.M153fs

Pat_54 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 7 420 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_54 Pre-Treatment POLL 27343 37 10 103345131 103345133 In_Frame_Del DEL GGA - 9 88 c.513_515delTCCc.(511-516)CCTCCC>CCCp.171_172PP>P

Pat_54 Pre-Treatment OR52N5 390075 37 11 5799652 5799652 Frame_Shift_Del DEL A - 18 71 c.213delT c.(211-213)TTTfs p.F71fs

Pat_54 Pre-Treatment OR8I2 120586 37 11 55861308 55861308 Frame_Shift_Del DEL T - 9 448 c.525delT c.(523-525)CATfs p.H175fs

Pat_54 Pre-Treatment NOX4 50507 37 11 89106662 89106663 Splice_Site INS - A 12 486 c.1075_splice c.e12-1 p.C359_splice

Pat_54 Pre-Treatment PVRL1 5818 37 11 119535678 119535680 In_Frame_Del DEL CCT - 7 25 .1331_1333delAGG(1330-1335)GAGGGC>GG p.E444del

Pat_54 Pre-Treatment NFRKB 4798 37 11 129752495 129752496 Frame_Shift_Ins INS - T 8 212 c.932_933insA c.(931-933)AAGfs p.K311fs

Pat_54 Pre-Treatment PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 8 271 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_54 Pre-Treatment FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 11 422 c.522delA c.(520-522)CCAfs p.P174fs



Pat_54 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 9 321 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_54 Pre-Treatment LIMA1 51474 37 12 50594574 50594574 Frame_Shift_Del DEL G - 8 1343 c.958delC c.(958-960)CAGfs p.Q320fs

Pat_54 Pre-Treatment SMARCC2 6601 37 12 56559113 56559113 Frame_Shift_Del DEL G - 8 262 c.3128delC c.(3127-3129)CCTfs p.P1043fs

Pat_54 Pre-Treatment FBXO21 23014 37 12 117624320 117624320 Frame_Shift_Del DEL A - 7 227 c.432delT c.(430-432)TTTfs p.F144fs

Pat_54 Pre-Treatment EP400 57634 37 12 132466907 132466907 Frame_Shift_Del DEL G - 7 294 c.1813delG c.(1813-1815)GCAfs p.A605fs

Pat_54 Pre-Treatment XPO4 64328 37 13 21436858 21436858 Frame_Shift_Del DEL G - 7 473 c.315delC c.(313-315)CCCfs p.P105fs

Pat_54 Pre-Treatment SACS 26278 37 13 23914687 23914687 Frame_Shift_Del DEL T - 22 961 c.3328delA c.(3328-3330)ATTfs p.I1110fs

Pat_54 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 10 149 .1503_1505delGCA.(1501-1506)CAGCAA>CA.501_502QQ>Q

Pat_54 Pre-Treatment LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 11 283 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_54 Pre-Treatment MBNL2 10150 37 13 97928604 97928604 Frame_Shift_Del DEL C - 8 788 c.115delC c.(115-117)CCCfs p.P39fs

Pat_54 Pre-Treatment FERMT2 10979 37 14 53339633 53339633 Frame_Shift_Del DEL T - 9 309 c.1157delA c.(1156-1158)AAGfs p.K386fs

Pat_54 Pre-Treatment SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 8 226 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_54 Pre-Treatment RBM25 58517 37 14 73572607 73572608 Frame_Shift_Del DEL AG - 10 91 c.1195_1196delAG c.(1195-1197)AGAfs p.R399fs

Pat_54 Pre-Treatment DDX24 57062 37 14 94545821 94545823 In_Frame_Del DEL CCT - 8 247 c.266_268delAGGc.(265-270)GAGGGA>GGA p.E89del

Pat_54 Pre-Treatment C14orf49 161176 37 14 95916348 95916348 Frame_Shift_Del DEL C - 2 4 c.1369delG c.(1369-1371)GCCfs p.A457fs

Pat_54 Pre-Treatment KIF26A 26153 37 14 104642401 104642401 Frame_Shift_Del DEL G - 2 4 c.3276delG c.(3274-3276)GAGfs p.E1092fs

Pat_54 Pre-Treatment THBS1 7057 37 15 39885641 39885641 Frame_Shift_Del DEL C - 8 493 c.3039delC c.(3037-3039)TTCfs p.F1013fs

Pat_54 Pre-Treatment CASC4 113201 37 15 44624241 44624241 Frame_Shift_Del DEL A - 125 186 c.541delA c.(541-543)AAAfs p.K181fs

Pat_54 Pre-Treatment SPG11 80208 37 15 44905698 44905698 Frame_Shift_Del DEL T - 8 267 c.3075delA c.(3073-3075)AAAfs p.K1025fs

Pat_54 Pre-Treatment ARID3B 10620 37 15 74836290 74836292 In_Frame_Del DEL CAG - 9 57 c.13_15delCAG c.(13-15)CAGdel p.Q15del

Pat_54 Pre-Treatment CHD2 1106 37 15 93540315 93540316 Frame_Shift_Ins INS - A 10 181 c.3724_3725insA c.(3724-3726)GAAfs p.E1242fs

Pat_54 Pre-Treatment C16orf88 400506 37 16 19725706 19725706 Frame_Shift_Del DEL T - 15 129 c.652delA c.(652-654)ATCfs p.I218fs

Pat_54 Pre-Treatment RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 8 77 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_54 Pre-Treatment MYLPF 29895 37 16 30389140 30389140 Frame_Shift_Del DEL C - 10 136 c.429delC c.(427-429)TTCfs p.F143fs

Pat_54 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 236 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_54 Pre-Treatment ZFP90 146198 37 16 68598462 68598463 Frame_Shift_Ins INS - A 15 502 c.1772_1773insA c.(1771-1773)CGAfs p.R591fs

Pat_54 Pre-Treatment CTNS 1497 37 17 3543532 3543532 Frame_Shift_Del DEL T - 7 672 c.32delT c.(31-33)CTTfs p.L11fs

Pat_54 Pre-Treatment C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 7 228 .1056_1058delGG (1054-1059)GAGGAA>GAp.352_353EE>E

Pat_54 Pre-Treatment PHF23 79142 37 17 7139558 7139558 Frame_Shift_Del DEL C - 8 715 c.688delG c.(688-690)GATfs p.D230fs

Pat_54 Pre-Treatment MYO15A 51168 37 17 18025395 18025396 Frame_Shift_Ins INS - CAGGGCCC 8 35 81_3282insCAGGG c.(3280-3282)ATCfs p.I1094fs

Pat_54 Pre-Treatment MBTD1 54799 37 17 49281228 49281228 Frame_Shift_Del DEL C - 7 712 c.663delG c.(661-663)TGGfs p.W221fs

Pat_54 Pre-Treatment FTSJ3 117246 37 17 61901516 61901518 In_Frame_Del DEL TCC - 7 343 .1080_1082delGG (1078-1083)GAGGAA>GAp.360_361EE>E

Pat_54 Pre-Treatment RBBP8 5932 37 18 20572852 20572853 Frame_Shift_Ins INS - A 12 235 c.1062_1063insA c.(1060-1065)GGGAAAfs p.G354fs

Pat_54 Pre-Treatment CNDP1 84735 37 18 72245406 72245407 Frame_Shift_Del DEL TC - 7 112 c.1011_1012delTC c.(1009-1014)ATTCTAfs p.I337fs

Pat_54 Pre-Treatment TCF3 6929 37 19 1620979 1620979 Frame_Shift_Del DEL G - 2 4 c.1081delC c.(1081-1083)CAGfs p.Q361fs

Pat_54 Pre-Treatment GATAD2A 54815 37 19 19616235 19616235 Frame_Shift_Del DEL G - 8 248 c.1854delG c.(1852-1854)CTGfs p.L618fs

Pat_54 Pre-Treatment ASXL2 55252 37 2 26022304 26022306 In_Frame_Del DEL CTG - 10 448 c.351_353delCAGc.(349-354)AGCAGT>AGTp.117_118SS>S

Pat_54 Pre-Treatment SOS1 6654 37 2 39224072 39224073 Frame_Shift_Del DEL GA - 8 603 c.3071_3072delTC c.(3070-3072)CTCfs p.L1024fs

Pat_54 Pre-Treatment EHBP1 23301 37 2 63206352 63206353 Frame_Shift_Del DEL GA - 7 398 c.2595_2596delGAc.(2593-2598)CTGAGAfs p.L865fs

Pat_54 Pre-Treatment TGOLN2 10618 37 2 85554537 85554537 Frame_Shift_Del DEL T - 7 2502 c.318delA c.(316-318)AAAfs p.K106fs

Pat_54 Pre-Treatment GPR148 344561 37 2 131487754 131487755 Frame_Shift_Del DEL TT - 4 9 c.1030_1031delTT c.(1030-1032)TTTfs p.F344fs

Pat_54 Pre-Treatment NEB 4703 37 2 152550852 152550853 Frame_Shift_Del DEL GG - 7 522 c.1880_1881delCC c.(1879-1881)GCCfs p.A627fs

Pat_54 Pre-Treatment 7-Mar 64844 37 2 160605268 160605268 Frame_Shift_Del DEL T - 9 1163 c.1467delT c.(1465-1467)CCTfs p.P489fs

Pat_54 Pre-Treatment PLA2R1 22925 37 2 160918876 160918878 In_Frame_Del DEL CAG - 4 6 c.37_39delCTG c.(37-39)CTGdel p.L13del

Pat_54 Pre-Treatment TTN 7273 37 2 179613763 179613763 Frame_Shift_Del DEL T - 8 124 c.13364delA c.(13363-13365)AAGfs p.K4455fs

Pat_54 Pre-Treatment GIGYF2 26058 37 2 233620985 233620987 In_Frame_Del DEL GAG - 8 195 c.320_322delGAGc.(319-324)CGAGGA>CGA p.G111del

Pat_54 Pre-Treatment MTERFD2 130916 37 2 242038902 242038903 Frame_Shift_Del DEL CA - 8 471 c.515_516delTG c.(514-516)GTGfs p.V172fs



Pat_54 Pre-Treatment PANK2 80025 37 20 3893120 3893120 Frame_Shift_Del DEL T - 10 648 c.1251delT c.(1249-1251)ACTfs p.T417fs

Pat_54 Pre-Treatment MCM8 84515 37 20 5935274 5935277 Frame_Shift_Del DEL TTGA - 77 154 c.274_277delTTGA c.(274-279)TTGATTfs p.L92fs

Pat_54 Pre-Treatment C20orf7 79133 37 20 13797838 13797838 Frame_Shift_Del DEL G - 9 800 c.1020delG c.(1018-1020)CCGfs p.P340fs

Pat_54 Pre-Treatment FRG1B 284802 37 20 29625899 29625900 Frame_Shift_Ins INS - AT 11 314 c.53_54insAT c.(52-54)AAAfs p.K18fs

Pat_54 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 8 534 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_54 Pre-Treatment STAU1 6780 37 20 47740939 47740939 Frame_Shift_Del DEL G - 10 999 c.795delC c.(793-795)ATCfs p.I265fs

Pat_54 Pre-Treatment ZNF295 49854 37 21 43412088 43412088 Frame_Shift_Del DEL G - 7 775 c.2117delC c.(2116-2118)CCAfs p.P706fs

Pat_54 Pre-Treatment MN1 4330 37 22 28193063 28193064 Frame_Shift_Del DEL GA - 4 6 c.3468_3469delTC c.(3466-3471)CTTCAGfs p.L1156fs

Pat_54 Pre-Treatment EDEM1 9695 37 3 5244752 5244752 Frame_Shift_Del DEL G - 7 582 c.960delG c.(958-960)CTGfs p.L320fs

Pat_54 Pre-Treatment TRAK1 22906 37 3 42235351 42235351 Frame_Shift_Del DEL G - 7 472 c.936delG c.(934-936)CTGfs p.L312fs

Pat_54 Pre-Treatment DNAH12 201625 37 3 57509312 57509313 Frame_Shift_Ins INS - T 7 220 c.276_277insA c.(274-279)AAAGGAfs p.K92fs

Pat_54 Pre-Treatment FGFBP1 9982 37 4 15938177 15938178 Frame_Shift_Ins INS - T 7 317 c.78_79insA c.(76-81)AAAGTGfs p.K26fs

Pat_54 Pre-Treatment TLR1 7096 37 4 38798502 38798503 Frame_Shift_Del DEL CC - 7 307 c.1950_1951delGGc.(1948-1953)TGGGTGfs p.W650fs

Pat_54 Pre-Treatment CDKL2 8999 37 4 76539579 76539580 Frame_Shift_Ins INS - T 10 200 c.222_223insA c.(220-225)AAACGAfs p.K74fs

Pat_54 Pre-Treatment CDS1 1040 37 4 85556475 85556475 Frame_Shift_Del DEL T - 13 219 c.781delT c.(781-783)TTTfs p.F261fs

Pat_54 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 11 924 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_54 Pre-Treatment EMCN 51705 37 4 101338299 101338300 Splice_Site DEL CT - 8 420 c.665_splice c.e9-1 p.G222_splice

Pat_54 Pre-Treatment ZNF330 27309 37 4 142143532 142143532 Frame_Shift_Del DEL A - 7 142 c.7delA c.(7-9)AAAfs p.K3fs

Pat_54 Pre-Treatment OTUD4 54726 37 4 146059009 146059010 Frame_Shift_Del DEL TC - 9 488 c.2722_2723delGA c.(2722-2724)GAAfs p.E908fs

Pat_54 Pre-Treatment LRBA 987 37 4 151829814 151829814 Frame_Shift_Del DEL G - 7 240 c.1357delC c.(1357-1359)CAGfs p.Q453fs

Pat_54 Pre-Treatment CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 8 486 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_54 Pre-Treatment MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 7 501 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_54 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139905676 139905676 Frame_Shift_Del DEL A - 9 358 c.4588delA c.(4588-4590)AAAfs p.K1530fs

Pat_54 Pre-Treatment C5orf25 375484 37 5 175717107 175717109 In_Frame_Del DEL AGC - 4 5 c.523_525delAGC c.(523-525)AGCdel p.S180del

Pat_54 Pre-Treatment PHACTR1 221692 37 6 13228080 13228080 Frame_Shift_Del DEL A - 7 337 c.1019delA c.(1018-1020)TACfs p.Y340fs

Pat_54 Pre-Treatment DEK 7913 37 6 18237737 18237737 Frame_Shift_Del DEL T - 7 234 c.773delA c.(772-774)AAGfs p.K258fs

Pat_54 Pre-Treatment GABBR1 2550 37 6 29577144 29577144 Frame_Shift_Del DEL G - 8 125 c.1721delC c.(1720-1722)CCAfs p.P574fs

Pat_54 Pre-Treatment ARHGAP18 93663 37 6 129959602 129959603 Frame_Shift_Ins INS - T 7 437 c.488_489insA c.(487-489)AACfs p.N163fs

Pat_54 Pre-Treatment HGC6.3 100128124 37 6 168376971 168376972 Frame_Shift_Ins INS - A 2 4 c.361_362insT c.(361-363)TCCfs p.S121fs

Pat_54 Pre-Treatment GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 526 .1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_54 Pre-Treatment POU6F2 11281 37 7 39503812 39503812 Frame_Shift_Del DEL C - 7 506 c.1603delC c.(1603-1605)CCAfs p.P535fs

Pat_54 Pre-Treatment OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 12 509 c.233delT c.(232-234)ATTfs p.I78fs

Pat_54 Pre-Treatment CYP51A1 1595 37 7 91752493 91752494 Frame_Shift_Ins INS - T 9 413 c.1026_1027insA c.(1024-1029)AAATGTfs p.K342fs

Pat_54 Pre-Treatment DYNC1I1 1780 37 7 95614249 95614249 Frame_Shift_Del DEL T - 9 492 c.754delT c.(754-756)TTTfs p.F252fs

Pat_54 Pre-Treatment CNOT4 4850 37 7 135098272 135098272 Frame_Shift_Del DEL C - 7 457 c.652delG c.(652-654)GATfs p.D218fs

Pat_54 Pre-Treatment PTPRN2 5799 37 7 158380330 158380332 In_Frame_Del DEL AGC - 2 4 c.30_32delGCT c.(28-33)CTGCTA>CTA p.10_11LL>L

Pat_54 Pre-Treatment RP1L1 94137 37 8 10465264 10465270 Frame_Shift_Del DEL CCTTCTG - 8 465 38_6344delCAGAA(6337-6345)GCAGAAGGT p.A2113fs

Pat_54 Pre-Treatment CCDC25 55246 37 8 27606054 27606055 Frame_Shift_Del DEL AG - 8 617 c.305_306delCT c.(304-306)GCTfs p.A102fs

Pat_54 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 8 1084 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_54 Pre-Treatment KCNB2 9312 37 8 73848175 73848175 Frame_Shift_Del DEL G - 7 1240 c.585delG c.(583-585)CTGfs p.L195fs

Pat_54 Pre-Treatment LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 10 462 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_54 Pre-Treatment SLC26A7 115111 37 8 92406218 92406218 Frame_Shift_Del DEL T - 12 431 c.1886delT c.(1885-1887)ATTfs p.I629fs

Pat_54 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 13 209 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_54 Pre-Treatment RGS22 26166 37 8 101076229 101076229 Frame_Shift_Del DEL T - 7 1438 c.767delA c.(766-768)AAGfs p.K256fs

Pat_54 Pre-Treatment ENY2 56943 37 8 110351560 110351562 In_Frame_Del DEL TGC - 8 659 c.95_97delTGC c.(94-99)TTGCTG>TTG p.32_33LL>L

Pat_54 Pre-Treatment TRPS1 7227 37 8 116632272 116632272 Frame_Shift_Del DEL T - 8 266 c.14delA c.(13-15)AAGfs p.K5fs

Pat_54 Pre-Treatment ANXA13 312 37 8 124707762 124707762 Frame_Shift_Del DEL T - 12 1413 c.451delA c.(451-453)ATCfs p.I151fs



Pat_54 Pre-Treatment GLIS3 169792 37 9 4118450 4118450 Frame_Shift_Del DEL G - 2 4 c.563delC c.(562-564)CCGfs p.P188fs

Pat_54 Pre-Treatment TLN1 7094 37 9 35716473 35716473 Frame_Shift_Del DEL C - 8 491 c.2539delG c.(2539-2541)GAAfs p.E847fs

Pat_54 Pre-Treatment TXLNG 55787 37 X 16850849 16850850 Frame_Shift_Del DEL AG - 13 149 c.968_969delAG c.(967-969)CAGfs p.Q323fs

Pat_54 Pre-Treatment MAP7D2 256714 37 X 20031209 20031210 Frame_Shift_Del DEL CA - 11 1122 c.1724_1725delTG c.(1723-1725)GTGfs p.V575fs

Pat_54 Pre-Treatment SHROOM4 57477 37 X 50345634 50345634 Frame_Shift_Del DEL T - 7 398 c.3941delA c.(3940-3942)AAGfs p.K1314fs

Pat_54 Pre-Treatment MAGT1 84061 37 X 77131002 77131003 Frame_Shift_Del DEL CA - 8 653 c.290_291delTG c.(289-291)GTGfs p.V97fs

Pat_54 Pre-Treatment RBM41 55285 37 X 106312552 106312552 Frame_Shift_Del DEL T - 8 492 c.1008delA c.(1006-1008)AAAfs p.K336fs

Pat_54 Pre-Treatment GDI1 2664 37 X 153667141 153667141 Frame_Shift_Del DEL C - 10 861 c.184delC c.(184-186)CCCfs p.P62fs

Pat_55 Pre-Treatment PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 13 232 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_55 Pre-Treatment ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 12 173 c.865delC c.(865-867)CTCfs p.L289fs

Pat_55 Pre-Treatment CORO1B 57175 37 11 67208955 67208955 Frame_Shift_Del DEL A - 16 15 c.485delT c.(484-486)GTGfs p.V162fs

Pat_55 Pre-Treatment GSPT1 2935 37 16 12009530 12009531 In_Frame_Ins INS - CCG 5 10 c.47_48insCGG c.(46-48)GGG>GGCGGG p.16_16G>GG

Pat_55 Pre-Treatment NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 9 127 .3090_3092delGCA.(3088-3093)CAGCAA>CA1030_1031QQ>

Pat_55 Pre-Treatment YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 9 193 .1640_1642delAGG(1639-1644)GAGGTG>GT p.E547del

Pat_55 Pre-Treatment TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 7 153 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_55 Pre-Treatment TPRXL 348825 37 3 14105964 14105965 In_Frame_Ins INS - AGC 4 4 c.288_289insAGC c.(286-291)insAGC p.102_103insS

Pat_55 Pre-Treatment PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 7 100 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_55 Pre-Treatment KCNN2 3781 37 5 113698631 113698632 In_Frame_Ins INS - GCC 6 1 c.159_160insGCC c.(157-162)insGCC p.58_59insA

Pat_60 Pre-Treatment TNFRSF25 8718 37 1 6522977 6522978 Frame_Shift_Del DEL CC - 4 2 c.651_652delGG c.(649-654)GGGGCCfs p.G217fs

Pat_60 Pre-Treatment FDPS 2224 37 1 155279648 155279648 Frame_Shift_Del DEL G - 4 8 c.68delG c.(67-69)CGGfs p.R23fs

Pat_60 Pre-Treatment 8-Mar 220972 37 10 45953876 45953878 In_Frame_Del DEL GAG - 22 163 c.685_687delCTC c.(685-687)CTCdel p.L229del

Pat_60 Pre-Treatment C10orf58 84293 37 10 82182206 82182206 Frame_Shift_Del DEL A - 7 159 c.212delA c.(211-213)GAAfs p.E71fs

Pat_60 Pre-Treatment OR51M1 390059 37 11 5410982 5410982 Frame_Shift_Del DEL T - 9 300 c.354delT c.(352-354)TCTfs p.S118fs

Pat_60 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 7 467 c.302delG c.(301-303)GGTfs p.G101fs

Pat_60 Pre-Treatment CBX5 23468 37 12 54645832 54645832 Frame_Shift_Del DEL T - 7 317 c.317delA c.(316-318)AAGfs p.K106fs

Pat_60 Pre-Treatment KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 8 441 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_60 Pre-Treatment C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 9 161 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_60 Pre-Treatment ZBTB1 22890 37 14 64989787 64989787 Frame_Shift_Del DEL A - 8 474 c.1565delA c.(1564-1566)CAAfs p.Q522fs

Pat_60 Pre-Treatment NPIP 9284 37 16 15045758 15045759 Frame_Shift_Ins INS - GT 14 101 c.929_930insGT c.(928-930)GAGfs p.E310fs

Pat_60 Pre-Treatment TAOK2 9344 37 16 29994531 29994533 In_Frame_Del DEL GAG - 10 51 .1138_1140delGAG c.(1138-1140)GAGdel p.E392del

Pat_60 Pre-Treatment TERF2 7014 37 16 69419367 69419367 Frame_Shift_Del DEL C - 8 286 c.276delG c.(274-276)GGGfs p.G92fs

Pat_60 Pre-Treatment STRN 6801 37 2 37113870 37113870 Frame_Shift_Del DEL T - 10 368 c.1031delA c.(1030-1032)AAGfs p.K344fs

Pat_60 Pre-Treatment SPEG 10290 37 2 220327081 220327082 Frame_Shift_Ins INS - G 2 4 c.2678_2679insG c.(2677-2679)CAGfs p.Q893fs

Pat_60 Pre-Treatment DSTN 11034 37 20 17581488 17581489 Frame_Shift_Ins INS - T 13 175 c.109_110insT c.(109-111)ATTfs p.I37fs

Pat_60 Pre-Treatment GGT7 2686 37 20 33447805 33447805 Frame_Shift_Del DEL C - 4 7 c.784delG c.(784-786)GCCfs p.A262fs

Pat_60 Pre-Treatment KRTAP19-1 337882 37 21 31852433 31852433 Frame_Shift_Del DEL A - 9 1443 c.204delT c.(202-204)TTTfs p.F68fs

Pat_60 Pre-Treatment GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 7 128 c.792delT c.(790-792)TTTfs p.F264fs

Pat_60 Pre-Treatment SEC31A 22872 37 4 83745800 83745800 Frame_Shift_Del DEL T - 8 118 c.3319delA c.(3319-3321)ATTfs p.I1107fs

Pat_60 Pre-Treatment MAST4 375449 37 5 66459466 66459466 Frame_Shift_Del DEL C - 5 3 c.3892delC c.(3892-3894)CAGfs p.Q1298fs

Pat_60 Pre-Treatment RHOBTB3 22836 37 5 95124535 95124535 Frame_Shift_Del DEL C - 7 151 c.1693delC c.(1693-1695)CAAfs p.Q565fs

Pat_60 Pre-Treatment RIOK2 55781 37 5 96503489 96503490 Frame_Shift_Del DEL TC - 7 354 c.1078_1079delGA c.(1078-1080)GAAfs p.E360fs

Pat_60 Pre-Treatment RAPGEF6 51735 37 5 130815369 130815369 Frame_Shift_Del DEL T - 12 245 c.1918delA c.(1918-1920)AGTfs p.S640fs

Pat_60 Pre-Treatment CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 10 522 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_60 Pre-Treatment TTC16 158248 37 9 130493470 130493471 Frame_Shift_Del DEL CC - 4 6 c.2408_2409delCC c.(2407-2409)ACCfs p.T803fs

Pat_60 Pre-Treatment CACNA1B 774 37 9 140865845 140865846 Frame_Shift_Del DEL CG - 4 2 c.1344_1345delCG c.(1342-1347)TTCGCCfs p.F448fs

Pat_60 Pre-Treatment MED12 9968 37 X 70360680 70360682 In_Frame_Del DEL GCA - 5 7 .6240_6242delGCA(6238-6243)CGGCAG>CG p.Q2086del

Pat_60 Pre-Treatment ABCD1 215 37 X 152991116 152991116 Frame_Shift_Del DEL G - 2 4 c.395delG c.(394-396)TGGfs p.W132fs



Pat_60 Post-Resistance RPL22 6146 37 1 6257785 6257785 Frame_Shift_Del DEL T - 8 151 c.44delA c.(43-45)AAGfs p.K15fs

Pat_60 Post-Resistance ARID1A 8289 37 1 27105931 27105931 Frame_Shift_Del DEL G - 7 275 c.5542delG c.(5542-5544)GGGfs p.G1848fs

Pat_60 Post-Resistance PHACTR4 65979 37 1 28800272 28800273 Frame_Shift_Ins INS - C 7 481 c.1030_1031insC c.(1030-1032)TCCfs p.S344fs

Pat_60 Post-Resistance GBP7 388646 37 1 89613322 89613322 Frame_Shift_Del DEL C - 9 365 c.1293delG c.(1291-1293)GGGfs p.G431fs

Pat_60 Post-Resistance SLC16A4 9122 37 1 110906426 110906427 Frame_Shift_Ins INS - A 8 225 c.1425_1426insT c.(1423-1428)TTTGTAfs p.F475fs

Pat_60 Post-Resistance APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 9 562 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_60 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 7 225 .2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_60 Post-Resistance ZNF33A 7581 37 10 38345019 38345020 Frame_Shift_Del DEL AG - 7 303 c.1964_1965delAG c.(1963-1965)CAGfs p.Q655fs

Pat_60 Post-Resistance 8-Mar 220972 37 10 45953876 45953878 In_Frame_Del DEL GAG - 98 293 c.685_687delCTC c.(685-687)CTCdel p.L229del

Pat_60 Post-Resistance TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 10 673 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_60 Post-Resistance OR8D4 338662 37 11 123777441 123777442 Frame_Shift_Ins INS - T 13 760 c.303_304insT c.(301-306)CTGTTTfs p.L101fs

Pat_60 Post-Resistance GLB1L3 112937 37 11 134181005 134181005 Frame_Shift_Del DEL C - 8 942 c.1228delC c.(1228-1230)CCCfs p.P410fs

Pat_60 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 7 785 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_60 Post-Resistance PRB2 653247 37 12 11546856 11546858 In_Frame_Del DEL AGA - 8 503 c.154_156delTCT c.(154-156)TCTdel p.S52del

Pat_60 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 9 364 c.522delA c.(520-522)CCAfs p.P174fs

Pat_60 Post-Resistance KRT1 3848 37 12 53069236 53069256 In_Frame_Del DEL CTACCTCCG - 4 7 elTGGCTCCGGAGTATGGCTCCGGAGGTAGC_559YGSGGS

Pat_60 Post-Resistance CBX5 23468 37 12 54645832 54645832 Frame_Shift_Del DEL T - 14 600 c.317delA c.(316-318)AAGfs p.K106fs

Pat_60 Post-Resistance OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 11 542 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_60 Post-Resistance MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 12 136 c.204delT c.(202-204)TATfs p.Y68fs

Pat_60 Post-Resistance IRAK3 11213 37 12 66610954 66610954 Frame_Shift_Del DEL A - 9 1711 c.592delA c.(592-594)AAAfs p.K198fs

Pat_60 Post-Resistance TMTC3 160418 37 12 88566417 88566417 Frame_Shift_Del DEL T - 10 512 c.1094delT c.(1093-1095)CTTfs p.L365fs

Pat_60 Post-Resistance PWP1 11137 37 12 108105958 108105958 Frame_Shift_Del DEL T - 7 473 c.1467delT c.(1465-1467)CCTfs p.P489fs

Pat_60 Post-Resistance TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 9 203 c.483delT c.(481-483)TTTfs p.F161fs

Pat_60 Post-Resistance SACS 26278 37 13 23914687 23914687 Frame_Shift_Del DEL T - 20 889 c.3328delA c.(3328-3330)ATTfs p.I1110fs

Pat_60 Post-Resistance SPG20 23111 37 13 36903501 36903501 Frame_Shift_Del DEL T - 8 688 c.1162delA c.(1162-1164)AGGfs p.R388fs

Pat_60 Post-Resistance KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 7 660 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_60 Post-Resistance DIAPH3 81624 37 13 60582733 60582734 Frame_Shift_Ins INS - T 13 453 c.958_959insA c.(958-960)ATTfs p.I320fs

Pat_60 Post-Resistance TOX4 9878 37 14 21961060 21961062 In_Frame_Del DEL GCT - 10 327 .1285_1287delGC c.(1285-1287)GCTdel p.A434del

Pat_60 Post-Resistance C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 16 311 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_60 Post-Resistance MLH3 27030 37 14 75514603 75514604 Frame_Shift_Ins INS - T 8 287 c.1755_1756insA c.(1753-1758)AAAGAAfs p.K585fs

Pat_60 Post-Resistance FOXN3 1112 37 14 89629149 89629151 In_Frame_Del DEL GAG - 7 40 c.1080_1082delCTC.(1078-1083)TCCTCA>TCAp.360_361SS>S

Pat_60 Post-Resistance DDX24 57062 37 14 94545821 94545823 In_Frame_Del DEL CCT - 7 250 c.266_268delAGGc.(265-270)GAGGGA>GGA p.E89del

Pat_60 Post-Resistance RAGE 5891 37 14 102718302 102718303 Frame_Shift_Ins INS - T 8 252 c.313_314insA c.(313-315)ATTfs p.I105fs

Pat_60 Post-Resistance GABRG3 2567 37 15 27765237 27765237 Frame_Shift_Del DEL A - 8 88 c.832delA c.(832-834)AAAfs p.K278fs

Pat_60 Post-Resistance DMXL2 23312 37 15 51828841 51828857 Frame_Shift_Del DEL ATTACTGTG - 32 388 6delCTCCCACAG1836)GCTCCCACAGTAAT p.A607fs

Pat_60 Post-Resistance SLC24A1 9187 37 15 65943128 65943130 In_Frame_Del DEL GAG - 10 51 .2641_2643delGAG c.(2641-2643)GAGdel p.E890del

Pat_60 Post-Resistance BLM 641 37 15 91310208 91310208 Frame_Shift_Del DEL A - 8 518 c.2262delA c.(2260-2262)TCAfs p.S754fs

Pat_60 Post-Resistance CHD2 1106 37 15 93545433 93545434 Frame_Shift_Ins INS - A 11 264 c.4164_4165insA c.(4162-4167)ATGAAAfs p.M1388fs

Pat_60 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 7 322 .3300_3302delGC(3298-3303)GGGCTG>GG p.L1106del

Pat_60 Post-Resistance CCL17 6361 37 16 57447886 57447886 Frame_Shift_Del DEL G - 4 9 c.42delG c.(40-42)CTGfs p.L14fs

Pat_60 Post-Resistance MED9 55090 37 17 17394705 17394707 In_Frame_Del DEL CAG - 12 278 c.337_339delCAG c.(337-339)CAGdel p.Q117del

Pat_60 Post-Resistance CDC42EP4 23580 37 17 71281585 71281587 In_Frame_Del DEL TCC - 7 172 .1053_1055delGG.(1051-1056)GAGGAT>GA p.E351del

Pat_60 Post-Resistance SIRT6 51548 37 19 4180893 4180893 Frame_Shift_Del DEL G - 7 82 c.80delC c.(79-81)CCGfs p.P27fs

Pat_60 Post-Resistance CD3EAP 10849 37 19 45911859 45911861 In_Frame_Del DEL GAA - 7 311 c.633_635delGAAc.(631-636)CGGAAG>CGG p.K217del

Pat_60 Post-Resistance ODC1 4953 37 2 10583625 10583625 Frame_Shift_Del DEL A - 8 701 c.657delT c.(655-657)TTTfs p.F219fs

Pat_60 Post-Resistance BRE 9577 37 2 28521301 28521301 Frame_Shift_Del DEL A - 8 564 c.1031delA c.(1030-1032)CAAfs p.Q344fs

Pat_60 Post-Resistance FAM98A 25940 37 2 33813402 33813402 Frame_Shift_Del DEL T - 11 585 c.522delA c.(520-522)AAAfs p.K174fs



Pat_60 Post-Resistance EPAS1 2034 37 2 46607704 46607704 Frame_Shift_Del DEL G - 7 226 c.1893delG c.(1891-1893)ATGfs p.M631fs

Pat_60 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 14 415 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_60 Post-Resistance RGPD1 400966 37 2 87211874 87211875 Splice_Site INS - C 12 201 c.2582_splice c.e19-2 p.V861_splice

Pat_60 Post-Resistance REV1 51455 37 2 100055102 100055102 Frame_Shift_Del DEL T - 15 429 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_60 Post-Resistance AAMP 14 37 2 219134766 219134766 Frame_Shift_Del DEL G - 9 1020 c.44delC c.(43-45)CCAfs p.P15fs

Pat_60 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 9 1065 c.350delT c.(349-351)CTTfs p.L117fs

Pat_60 Post-Resistance USP40 55230 37 2 234394236 234394237 Frame_Shift_Ins INS - T 7 130 c.3477_3478insA c.(3475-3480)AAACAAfs p.K1159fs

Pat_60 Post-Resistance PANK2 80025 37 20 3893120 3893120 Frame_Shift_Del DEL T - 10 728 c.1251delT c.(1249-1251)ACTfs p.T417fs

Pat_60 Post-Resistance ZMYND8 23613 37 20 45875071 45875072 Frame_Shift_Ins INS - T 8 422 c.1904_1905insA c.(1903-1905)AAGfs p.K635fs

Pat_60 Post-Resistance SYCP2 10388 37 20 58467047 58467047 Frame_Shift_Del DEL T - 14 207 c.2362delA c.(2362-2364)ATGfs p.M788fs

Pat_60 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 8 282 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_60 Post-Resistance SH3BP1 23616 37 22 38039752 38039754 In_Frame_Del DEL AGG - 7 173 c.575_577delAGGc.(574-579)AAGGAG>AAG p.E197del

Pat_60 Post-Resistance TNRC6B 23112 37 22 40681767 40681767 Frame_Shift_Del DEL C - 7 1077 c.3701delC c.(3700-3702)TCCfs p.S1234fs

Pat_60 Post-Resistance FILIP1L 11259 37 3 99568272 99568273 Frame_Shift_Ins INS - T 8 354 c.2247_2248insA c.(2245-2250)AAACTAfs p.K749fs

Pat_60 Post-Resistance PCOLCE2 26577 37 3 142548586 142548586 Frame_Shift_Del DEL T - 7 610 c.813delA c.(811-813)AAAfs p.K271fs

Pat_60 Post-Resistance RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 8 1046 c.490delA c.(490-492)AGGfs p.R164fs

Pat_60 Post-Resistance GRK4 2868 37 4 3015470 3015470 Frame_Shift_Del DEL A - 8 327 c.656delA c.(655-657)CAAfs p.Q219fs

Pat_60 Post-Resistance RFC1 5981 37 4 39290395 39290395 Frame_Shift_Del DEL T - 7 241 c.3433delA c.(3433-3435)AGTfs p.S1145fs

Pat_60 Post-Resistance SEC24B 10427 37 4 110402913 110402915 In_Frame_Del DEL GAG - 8 464 .1141_1143delGAG c.(1141-1143)GAGdel p.E384del

Pat_60 Post-Resistance OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 10 355 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_60 Post-Resistance TMEM192 201931 37 4 166033911 166033912 Frame_Shift_Ins INS - C 8 108 c.14_15insG c.(13-15)GGCfs p.G5fs

Pat_60 Post-Resistance ZFR 51663 37 5 32404161 32404161 Frame_Shift_Del DEL T - 11 379 c.1074delA c.(1072-1074)AAAfs p.K358fs

Pat_60 Post-Resistance LMNB1 4001 37 5 126168434 126168436 In_Frame_Del DEL GAG - 7 382 .1660_1662delGAG c.(1660-1662)GAGdel p.E559del

Pat_60 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 9 333 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_60 Post-Resistance NRG2 9542 37 5 139422532 139422534 In_Frame_Del DEL GCT - 2 4 c.121_123delAGC c.(121-123)AGCdel p.S41del

Pat_60 Post-Resistance RBM27 54439 37 5 145647319 145647320 Frame_Shift_Ins INS - A 8 179 c.2439_2440insA c.(2437-2442)CTTAAAfs p.L813fs

Pat_60 Post-Resistance KIAA1949 170954 37 6 30653494 30653496 In_Frame_Del DEL TGC - 8 109 c.300_302delGCAc.(298-303)CAGCAA>CAA.100_101QQ>Q

Pat_60 Post-Resistance TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 7 65 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_60 Post-Resistance FOXP4 116113 37 6 41555186 41555186 Frame_Shift_Del DEL C - 7 196 c.808delC c.(808-810)CCCfs p.P270fs

Pat_60 Post-Resistance GRIK2 2898 37 6 102503432 102503432 Frame_Shift_Del DEL A - 12 472 c.2539delA c.(2539-2541)AAAfs p.K847fs

Pat_60 Post-Resistance FYN 2534 37 6 111983042 111983042 Frame_Shift_Del DEL T - 7 527 c.1514delA c.(1513-1515)AAGfs p.K505fs

Pat_60 Post-Resistance WISP3 8838 37 6 112389434 112389434 Frame_Shift_Del DEL A - 12 142 c.616delA c.(616-618)AAAfs p.K206fs

Pat_60 Post-Resistance C6orf174 387104 37 6 127804080 127804080 Frame_Shift_Del DEL T - 8 616 c.1535delA c.(1534-1536)AAGfs p.K512fs

Pat_60 Post-Resistance IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 8 453 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_60 Post-Resistance MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 7 276 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_60 Post-Resistance ZDHHC4 55146 37 7 6621848 6621849 Frame_Shift_Ins INS - T 9 777 c.336_337insT c.(334-339)CTGTTTfs p.L112fs

Pat_60 Post-Resistance RSPH10B2 728194 37 7 6797480 6797480 Frame_Shift_Del DEL A - 7 554 c.172delA c.(172-174)AAAfs p.K58fs

Pat_60 Post-Resistance OSBPL3 26031 37 7 24910452 24910453 Frame_Shift_Del DEL TC - 7 192 c.279_280delGA c.(277-282)GAGAAGfs p.E93fs

Pat_60 Post-Resistance AEBP1 165 37 7 44153765 44153767 In_Frame_Del DEL GAG - 7 159 .3382_3384delGAG c.(3382-3384)GAGdel p.E1132del

Pat_60 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 19 568 c.231delA c.(229-231)AAAfs p.K77fs

Pat_60 Post-Resistance ABCB4 5244 37 7 87032544 87032544 Frame_Shift_Del DEL T - 7 831 c.3561delA c.(3559-3561)AAAfs p.K1187fs

Pat_60 Post-Resistance ABCB4 5244 37 7 87074281 87074282 Frame_Shift_Ins INS - A 9 134 c.1015_1016insT c.(1015-1017)TCAfs p.S339fs

Pat_60 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 12 737 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_60 Post-Resistance CCDC132 55610 37 7 92923947 92923948 Frame_Shift_Ins INS - G 10 630 c.1166_1167insG c.(1165-1167)CAGfs p.Q389fs

Pat_60 Post-Resistance LMTK2 22853 37 7 97820131 97820132 Frame_Shift_Del DEL AG - 9 1324 c.1090_1091delAG c.(1090-1092)AGAfs p.R364fs

Pat_60 Post-Resistance STAG3 10734 37 7 99802723 99802723 Frame_Shift_Del DEL C - 10 907 c.3047delC c.(3046-3048)TCCfs p.S1016fs

Pat_60 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 12 635 c.528delT c.(526-528)AATfs p.N176fs



Pat_60 Post-Resistance XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 9 377 c.350delT c.(349-351)TTGfs p.L117fs

Pat_60 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 14 347 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_60 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 8 428 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_60 Post-Resistance MYST3 7994 37 8 41836184 41836184 Frame_Shift_Del DEL T - 9 1560 c.1019delA c.(1018-1020)AACfs p.N340fs

Pat_60 Post-Resistance PCMTD1 115294 37 8 52733063 52733063 Frame_Shift_Del DEL T - 14 191 c.922delA c.(922-924)ATGfs p.M308fs

Pat_60 Post-Resistance PTPLAD2 401494 37 9 21007045 21007046 Frame_Shift_Ins INS - T 9 235 c.689_690insA c.(688-690)AAGfs p.K230fs

Pat_60 Post-Resistance NDOR1 27158 37 9 140100743 140100743 Frame_Shift_Del DEL C - 7 807 c.195delC c.(193-195)GACfs p.D65fs

Pat_60 Post-Resistance PASD1 139135 37 X 150817142 150817144 In_Frame_Del DEL GCT - 7 273 c.685_687delGCT c.(685-687)GCTdel p.A236del

Pat_60 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 9 170 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_65 Pre-Treatment ESPNP 284729 37 1 17034125 17034126 Frame_Shift_Ins INS - AGCT 11 54 c.364_365insAGCT c.(364-366)TGGfs p.W122fs

Pat_65 Pre-Treatment FAM43B 163933 37 1 20880268 20880270 In_Frame_Del DEL GAG - 11 63 c.802_804delGAG c.(802-804)GAGdel p.E272del

Pat_65 Pre-Treatment DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 9 518 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del

Pat_65 Pre-Treatment TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 10 1315 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_65 Pre-Treatment PIAS3 10401 37 1 145579285 145579285 Frame_Shift_Del DEL C - 7 1032 c.622delC c.(622-624)CCCfs p.P208fs

Pat_65 Pre-Treatment LOC200030 200030 37 1 148016436 148016436 Frame_Shift_Del DEL T - 8 1057 c.1826delA c.(1825-1827)AAGfs p.K609fs

Pat_65 Pre-Treatment LCE4A 199834 37 1 152681693 152681698 In_Frame_Del DEL TGTGGT - 7 244 142_147delTGTGG c.(142-147)TGTGGTdel p.CG48del

Pat_65 Pre-Treatment PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 10 354 .2186_2188delACC(2185-2190)CACCGG>CG p.H729del

Pat_65 Pre-Treatment LMX1A 4009 37 1 165177332 165177334 In_Frame_Del DEL TGC - 7 113 c.783_785delGCAc.(781-786)CAGCAA>CAA.261_262QQ>Q

Pat_65 Pre-Treatment BAT2L2 23215 37 1 171511149 171511149 Frame_Shift_Del DEL A - 8 159 c.4538delA c.(4537-4539)GAAfs p.E1513fs

Pat_65 Pre-Treatment PRG4 10216 37 1 186276256 186276257 In_Frame_Ins INS - CCA 7 274 c.1405_1406insCCA(1405-1407)CCC>CCCACp.471_472insT

Pat_65 Pre-Treatment PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 15 492 .1523_1525delCCA(1522-1527)CCCACC>CC p.T511del

Pat_65 Pre-Treatment GPATCH2 55105 37 1 217793189 217793189 Frame_Shift_Del DEL G - 7 251 c.709delC c.(709-711)CAGfs p.Q237fs

Pat_65 Pre-Treatment OBSCN 84033 37 1 228475979 228475980 Frame_Shift_Del DEL GT - 9 358 10029_10030delGc.(10027-10032)TCGTGTfs p.S3343fs

Pat_65 Pre-Treatment SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 8 830 .2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_65 Pre-Treatment PCDH15 65217 37 10 55698620 55698620 Frame_Shift_Del DEL C - 7 365 c.3328delG c.(3328-3330)GATfs p.D1110fs

Pat_65 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 7 1007 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_65 Pre-Treatment C10orf26 54838 37 10 104569669 104569671 In_Frame_Del DEL CAT - 8 675 c.150_152delCAT c.(148-153)ACCATC>ACC p.I54del

Pat_65 Pre-Treatment MUC6 4588 37 11 1031058 1031059 Splice_Site INS - G 6 12 c.575_splice c.e6-1 p.G192_splice

Pat_65 Pre-Treatment DNHD1 144132 37 11 6578614 6578616 In_Frame_Del DEL GAG - 7 52 .8089_8091delGAG c.(8089-8091)GAGdel p.E2703del

Pat_65 Pre-Treatment PRMT3 10196 37 11 20424503 20424503 Frame_Shift_Del DEL C - 7 591 c.744delC c.(742-744)TACfs p.Y248fs

Pat_65 Pre-Treatment MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 8 230 .2441_2443delAGA(2440-2445)AAGAGC>AG p.K814del

Pat_65 Pre-Treatment FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 11 1343 c.736delC c.(736-738)CCCfs p.P246fs

Pat_65 Pre-Treatment C11orf95 65998 37 11 63531514 63531516 In_Frame_Del DEL CTC - 9 86 .1579_1581delGAG c.(1579-1581)GAGdel p.E527del

Pat_65 Pre-Treatment C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 11 66 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_65 Pre-Treatment AIP 9049 37 11 67250670 67250670 Frame_Shift_Del DEL A - 8 617 c.41delA c.(40-42)CAAfs p.Q14fs

Pat_65 Pre-Treatment CD3G 917 37 11 118220583 118220583 Frame_Shift_Del DEL A - 7 144 c.205delA c.(205-207)AAAfs p.K69fs

Pat_65 Pre-Treatment CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 7 292 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_65 Pre-Treatment IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 8 376 .1623_1625delGC (1621-1626)CCGCCA>CCp.541_542PP>P

Pat_65 Pre-Treatment C1R 715 37 12 7187850 7187851 Frame_Shift_Ins INS - T 7 469 c.2103_2104insA c.(2101-2106)ATGGAGfs p.M701fs

Pat_65 Pre-Treatment PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 29 1425 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_65 Pre-Treatment PRB2 653247 37 12 11546233 11546235 In_Frame_Del DEL GGA - 7 444 c.777_779delTCCc.(775-780)CCTCCA>CCAp.259_260PP>P

Pat_65 Pre-Treatment PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 8 1129 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_65 Pre-Treatment PRB2 653247 37 12 11546727 11546728 In_Frame_Ins INS - GGA 26 1664 c.284_285insTCCc.(283-285)CCA>CCTCCA p.95_95P>PP

Pat_65 Pre-Treatment PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 24 1527 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_65 Pre-Treatment PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 28 577 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_65 Pre-Treatment IFLTD1 160492 37 12 25679737 25679738 Frame_Shift_Del DEL GG - 7 1096 c.580_581delCC c.(580-582)CCAfs p.P194fs

Pat_65 Pre-Treatment FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 7 618 c.522delA c.(520-522)CCAfs p.P174fs



Pat_65 Pre-Treatment CACNB3 784 37 12 49220567 49220567 Frame_Shift_Del DEL G - 8 2265 c.920delG c.(919-921)CGGfs p.R307fs

Pat_65 Pre-Treatment WNT1 7471 37 12 49373295 49373295 Frame_Shift_Del DEL C - 9 437 c.149delC c.(148-150)TCCfs p.S50fs

Pat_65 Pre-Treatment PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 12 704 c.93delC c.(91-93)ATCfs p.I31fs

Pat_65 Pre-Treatment LRP1 4035 37 12 57572242 57572242 Frame_Shift_Del DEL G - 8 610 c.4462delG c.(4462-4464)GGGfs p.G1488fs

Pat_65 Pre-Treatment NAP1L1 4673 37 12 76454023 76454024 Frame_Shift_Del DEL GA - 8 674 c.242_243delTC c.(241-243)CTCfs p.L81fs

Pat_65 Pre-Treatment C12orf42 374470 37 12 103695960 103695960 Frame_Shift_Del DEL G - 11 647 c.1009delC c.(1009-1011)CGCfs p.R337fs

Pat_65 Pre-Treatment NT5DC3 51559 37 12 104187016 104187016 Frame_Shift_Del DEL C - 7 1453 c.945delG c.(943-945)GGGfs p.G315fs

Pat_65 Pre-Treatment KNTC1 9735 37 12 123068869 123068870 Frame_Shift_Del DEL TA - 18 900 c.3308_3309delTA c.(3307-3309)CTAfs p.L1103fs

Pat_65 Pre-Treatment SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 12 464 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_65 Pre-Treatment PABPC3 5042 37 13 25671273 25671273 Frame_Shift_Del DEL G - 20 1616 c.937delG c.(937-939)GCGfs p.A313fs

Pat_65 Pre-Treatment PABPC3 5042 37 13 25671333 25671333 Frame_Shift_Del DEL A - 8 777 c.997delA c.(997-999)AAAfs p.K333fs

Pat_65 Pre-Treatment RNF6 6049 37 13 26788241 26788241 Frame_Shift_Del DEL A - 10 602 c.1778delT c.(1777-1779)TTAfs p.L593fs

Pat_65 Pre-Treatment WASF3 10810 37 13 27255386 27255387 Frame_Shift_Ins INS - C 7 245 c.912_913insC c.(910-915)CCGCCCfs p.P304fs

Pat_65 Pre-Treatment LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 8 1210 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_65 Pre-Treatment LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 7 370 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_65 Pre-Treatment TRPM1 4308 37 15 31362391 31362391 Frame_Shift_Del DEL G - 8 1453 c.56delC c.(55-57)CCTfs p.P19fs

Pat_65 Pre-Treatment NOX5 79400 37 15 69328208 69328210 In_Frame_Del DEL CTG - 8 1108 c.1120_1122delCTG c.(1120-1122)CTGdel p.L380del

Pat_65 Pre-Treatment POLG 5428 37 15 89876828 89876830 In_Frame_Del DEL TGC - 10 116 c.156_158delGCAc.(154-159)CAGCAA>CAAp.52_53QQ>Q

Pat_65 Pre-Treatment CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 9 1732 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_65 Pre-Treatment SALL1 6299 37 16 51175655 51175656 In_Frame_Ins INS - GCT 18 45 c.477_478insAGC c.(475-480)insAGC p.159_160insS

Pat_65 Pre-Treatment PLD2 5338 37 17 4713029 4713029 Frame_Shift_Del DEL G - 8 906 c.658delG c.(658-660)GGCfs p.G220fs

Pat_65 Pre-Treatment DHX33 56919 37 17 5372037 5372039 In_Frame_Del DEL CCT - 8 123 c.141_143delAGGc.(139-144)GGAGGC>GGCp.47_48GG>G

Pat_65 Pre-Treatment CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 9 905 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_65 Pre-Treatment CHD3 1107 37 17 7788212 7788214 In_Frame_Del DEL GAG - 16 124 c.88_90delGAG c.(88-90)GAGdel p.E35del

Pat_65 Pre-Treatment CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 9 225 .2095_2097delAAG c.(2095-2097)AAGdel p.K703del

Pat_65 Pre-Treatment SMCR7 125170 37 17 18167778 18167780 In_Frame_Del DEL GCT - 12 187 .1065_1067delGC(1063-1068)CGGCTG>CG p.L360del

Pat_65 Pre-Treatment WSB1 26118 37 17 25636240 25636241 Frame_Shift_Del DEL TA - 7 1062 c.826_827delTA c.(826-828)TATfs p.Y276fs

Pat_65 Pre-Treatment SUPT6H 6830 37 17 27001303 27001305 In_Frame_Del DEL GAG - 9 248 c.112_114delGAG c.(112-114)GAGdel p.E43del

Pat_65 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 14 1112 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_65 Pre-Treatment CDC6 990 37 17 38457159 38457159 Frame_Shift_Del DEL T - 9 861 c.1329delT c.(1327-1329)GGTfs p.G443fs

Pat_65 Pre-Treatment KRT10 3858 37 17 38978766 38978768 In_Frame_Del DEL TCC - 23 162 c.70_72delGGA c.(70-72)GGAdel p.G24del

Pat_65 Pre-Treatment KCNH4 23415 37 17 40328258 40328259 Frame_Shift_Ins INS - C 8 560 c.642_643insG c.(640-645)GGGTCTfs p.G214fs

Pat_65 Pre-Treatment XYLT2 64132 37 17 48433967 48433967 Frame_Shift_Del DEL C - 8 357 c.1578delC c.(1576-1578)TACfs p.Y526fs

Pat_65 Pre-Treatment BPTF 2186 37 17 65822267 65822269 In_Frame_Del DEL GAG - 11 65 c.427_429delGAG c.(427-429)GAGdel p.E148del

Pat_65 Pre-Treatment ITGB4 3691 37 17 73732157 73732158 Frame_Shift_Del DEL GT - 9 1282 c.1683_1684delGT c.(1681-1686)CAGTGTfs p.Q561fs

Pat_65 Pre-Treatment SS18 6760 37 18 23619289 23619289 Frame_Shift_Del DEL G - 7 1142 c.739delC c.(739-741)CAGfs p.Q247fs

Pat_65 Pre-Treatment WDR7 23335 37 18 54358513 54358513 Frame_Shift_Del DEL G - 7 429 c.784delG c.(784-786)GGGfs p.G262fs

Pat_65 Pre-Treatment ALPK2 115701 37 18 56246440 56246440 Frame_Shift_Del DEL T - 8 1390 c.1568delA c.(1567-1569)AAGfs p.K523fs

Pat_65 Pre-Treatment CCDC159 126075 37 19 11459665 11459666 Frame_Shift_Ins INS - A 12 7 c.64_65insA c.(64-66)GAGfs p.E22fs

Pat_65 Pre-Treatment ECSIT 51295 37 19 11618820 11618821 Frame_Shift_Ins INS - G 7 787 c.781_782insC c.(781-783)CAGfs p.Q261fs

Pat_65 Pre-Treatment KIAA1683 80726 37 19 18378236 18378236 Frame_Shift_Del DEL G - 7 746 c.114delC c.(112-114)CCCfs p.P38fs

Pat_65 Pre-Treatment SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 7 983 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_65 Pre-Treatment ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 9 1036 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_65 Pre-Treatment SFRS16 11129 37 19 45567607 45567609 In_Frame_Del DEL CTC - 7 73 c.1128_1130delCTC.(1126-1131)CGCTCC>CG p.S385del

Pat_65 Pre-Treatment KLC3 147700 37 19 45850756 45850758 In_Frame_Del DEL GAG - 12 460 c.541_543delGAG c.(541-543)GAGdel p.E184del

Pat_65 Pre-Treatment GLTSCR1 29998 37 19 48197891 48197891 Frame_Shift_Del DEL C - 7 202 c.2803delC c.(2803-2805)CCCfs p.P935fs

Pat_65 Pre-Treatment ZNF175 7728 37 19 52091415 52091416 Frame_Shift_Del DEL AG - 7 697 c.1831_1832delAG c.(1831-1833)AGAfs p.R611fs



Pat_65 Pre-Treatment CNOT3 4849 37 19 54656613 54656613 Frame_Shift_Del DEL C - 7 891 c.1914delC c.(1912-1914)CTCfs p.L638fs

Pat_65 Pre-Treatment NTSR2 23620 37 2 11810004 11810006 In_Frame_Del DEL CAG - 10 111 c.250_252delCTG c.(250-252)CTGdel p.L84del

Pat_65 Pre-Treatment KIF3C 3797 37 2 26203464 26203466 In_Frame_Del DEL GTT - 12 609 c.1321_1323delAAC c.(1321-1323)AACdel p.N441del

Pat_65 Pre-Treatment FAM98A 25940 37 2 33813402 33813402 Frame_Shift_Del DEL T - 7 499 c.522delA c.(520-522)AAAfs p.K174fs

Pat_65 Pre-Treatment RIF1 55183 37 2 152293790 152293790 Frame_Shift_Del DEL T - 9 673 c.1408delT c.(1408-1410)TTTfs p.F470fs

Pat_65 Pre-Treatment FN1 2335 37 2 216285432 216285433 Frame_Shift_Del DEL CG - 8 684 c.1638_1639delCG c.(1636-1641)TTCGGTfs p.F546fs

Pat_65 Pre-Treatment SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 10 1106 c.591delT c.(589-591)GCTfs p.A197fs

Pat_65 Pre-Treatment CCDC108 255101 37 2 219868691 219868692 Frame_Shift_Ins INS - T 7 1402 c.5537_5538insA c.(5536-5538)GAGfs p.E1846fs

Pat_65 Pre-Treatment TMEM90B 79953 37 20 24524183 24524185 In_Frame_Del DEL GGA - 10 798 c.450_452delGGAc.(448-453)GTGGAG>GTG p.E155del

Pat_65 Pre-Treatment EMILIN3 90187 37 20 39990829 39990829 Frame_Shift_Del DEL C - 9 694 c.1380delG c.(1378-1380)GGGfs p.G460fs

Pat_65 Pre-Treatment WFDC3 140686 37 20 44417572 44417572 Frame_Shift_Del DEL T - 7 1524 c.209delA c.(208-210)AAGfs p.K70fs

Pat_65 Pre-Treatment SALL4 57167 37 20 50408526 50408526 Frame_Shift_Del DEL G - 8 1030 c.496delC c.(496-498)CAGfs p.Q166fs

Pat_65 Pre-Treatment KRTAP21-1 337977 37 21 32127578 32127578 Frame_Shift_Del DEL C - 15 1971 c.119delG c.(118-120)TGTfs p.C40fs

Pat_65 Pre-Treatment TXN2 25828 37 22 36872888 36872888 Frame_Shift_Del DEL G - 133 360 c.279delC c.(277-279)TGCfs p.C93fs

Pat_65 Pre-Treatment TRIOBP 11078 37 22 38120392 38120400 In_Frame_Del DEL CCTCCAGAA - 9 1028 9_1837delCCTCCA8-1839)GCCTCCAGAACC p.SRT611del

Pat_65 Pre-Treatment POLR2F 5435 37 22 38363691 38363691 Frame_Shift_Del DEL G - 8 824 c.353delG c.(352-354)TGGfs p.W118fs

Pat_65 Pre-Treatment DDX17 10521 37 22 38881965 38881967 In_Frame_Del DEL GGA - 8 474 c.2169_2171delTCC.(2167-2172)CCTCCC>CCp.723_724PP>P

Pat_65 Pre-Treatment MGAT3 4248 37 22 39884335 39884335 Frame_Shift_Del DEL T - 8 567 c.983delT c.(982-984)CTTfs p.L328fs

Pat_65 Pre-Treatment MAPK8IP2 23542 37 22 51041769 51041771 In_Frame_Del DEL GAG - 10 65 c.289_291delGAG c.(289-291)GAGdel p.E103del

Pat_65 Pre-Treatment XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 7 216 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_65 Pre-Treatment CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 9 658 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_65 Pre-Treatment CDCP1 64866 37 3 45127479 45127479 Frame_Shift_Del DEL T - 9 1588 c.2162delA c.(2161-2163)AAGfs p.K721fs

Pat_65 Pre-Treatment MAP4 4134 37 3 47913510 47913510 Frame_Shift_Del DEL G - 10 832 c.2403delC c.(2401-2403)TCCfs p.S801fs

Pat_65 Pre-Treatment USP4 7375 37 3 49321969 49321971 In_Frame_Del DEL TCT - 7 403 .2318_2320delAGA.(2317-2322)AAGACC>AC p.K773del

Pat_65 Pre-Treatment RAD54L2 23132 37 3 51624506 51624508 In_Frame_Del DEL GAG - 7 85 c.70_72delGAG c.(70-72)GAGdel p.E30del

Pat_65 Pre-Treatment ITIH4 3700 37 3 52847474 52847474 Frame_Shift_Del DEL G - 7 664 c.2756delC c.(2755-2757)CCGfs p.P919fs

Pat_65 Pre-Treatment VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 16 203 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_65 Pre-Treatment OR5H14 403273 37 3 97868506 97868507 Frame_Shift_Del DEL TC - 8 1163 c.277_278delTC c.(277-279)TCTfs p.S93fs

Pat_65 Pre-Treatment ALCAM 214 37 3 105258856 105258856 Frame_Shift_Del DEL A - 8 368 c.768delA c.(766-768)CCAfs p.P256fs

Pat_65 Pre-Treatment EAF2 55840 37 3 121573658 121573659 Frame_Shift_Ins INS - A 8 502 c.326_327insA c.(325-327)GTAfs p.V109fs

Pat_65 Pre-Treatment P2RY1 5028 37 3 152554176 152554176 Frame_Shift_Del DEL G - 12 804 c.605delG c.(604-606)TGTfs p.C202fs

Pat_65 Pre-Treatment UGDH 7358 37 4 39515752 39515753 Frame_Shift_Ins INS - A 7 205 c.214_215insT c.(214-216)TCTfs p.S72fs

Pat_65 Pre-Treatment OCIAD2 132299 37 4 48894833 48894833 Frame_Shift_Del DEL A - 8 1459 c.339delT c.(337-339)TTTfs p.F113fs

Pat_65 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 9 366 c.317delT c.(316-318)ATTfs p.I106fs

Pat_65 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 9 293 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_65 Pre-Treatment OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 13 418 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_65 Pre-Treatment C4orf41 60684 37 4 184614176 184614178 In_Frame_Del DEL GGA - 7 479 c.2113_2115delGGA c.(2113-2115)GGAdel p.G708del

Pat_65 Pre-Treatment PDZD2 23037 37 5 32090059 32090061 In_Frame_Del DEL TCC - 8 662 c.6505_6507delTCC c.(6505-6507)TCCdel p.S2173del

Pat_65 Pre-Treatment MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 21 965 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_65 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 7 346 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_65 Pre-Treatment FBXL21 26223 37 5 135273191 135273191 Frame_Shift_Del DEL G - 7 495 c.444delG c.(442-444)TTGfs p.L148fs

Pat_65 Pre-Treatment BRD8 10902 37 5 137495246 137495247 Frame_Shift_Del DEL AG - 9 435 c.2574_2575delCT c.(2572-2577)CTCTTTfs p.L858fs

Pat_65 Pre-Treatment NUDCD2 134492 37 5 162884088 162884089 Splice_Site INS - A 9 72 c.239_splice c.e3-1 p.E80_splice

Pat_65 Pre-Treatment CPLX2 10814 37 5 175306965 175306967 In_Frame_Del DEL GAG - 8 166 c.322_324delGAG c.(322-324)GAGdel p.E114del

Pat_65 Pre-Treatment C5orf25 375484 37 5 175740719 175740719 Frame_Shift_Del DEL T - 8 1497 c.1703delT c.(1702-1704)CTTfs p.L568fs

Pat_65 Pre-Treatment EXOC2 55770 37 6 637794 637794 Frame_Shift_Del DEL G - 9 1175 c.25delC c.(25-27)CTTfs p.L9fs

Pat_65 Pre-Treatment NKAPL 222698 37 6 28227519 28227520 Frame_Shift_Del DEL GA - 9 865 c.370_371delGA c.(370-372)GAGfs p.E124fs



Pat_65 Pre-Treatment PGBD1 84547 37 6 28254890 28254890 Frame_Shift_Del DEL A - 7 580 c.587delA c.(586-588)GAAfs p.E196fs

Pat_65 Pre-Treatment ZFP57 346171 37 6 29643729 29643730 Frame_Shift_Del DEL AA - 7 1124 c.230_231delTT c.(229-231)TTTfs p.F77fs

Pat_65 Pre-Treatment HLA-G 3135 37 6 29797196 29797196 Frame_Shift_Del DEL C - 8 1459 c.621delC c.(619-621)GACfs p.D207fs

Pat_65 Pre-Treatment DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 14 195 .1353_1355delGG (1351-1356)GAGGAA>GAp.451_452EE>E

Pat_65 Pre-Treatment CNPY3 10695 37 6 42897358 42897360 In_Frame_Del DEL TGC - 7 101 c.50_52delTGC c.(49-54)TTGCTG>TTG p.17_18LL>L

Pat_65 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 10 1284 c.662delA c.(661-663)AAGfs p.K221fs

Pat_65 Pre-Treatment DDX43 55510 37 6 74117732 74117732 Frame_Shift_Del DEL A - 9 238 c.1087delA c.(1087-1089)AAAfs p.K363fs

Pat_65 Pre-Treatment SLC17A5 26503 37 6 74351590 74351590 Frame_Shift_Del DEL A - 7 671 c.349delT c.(349-351)TATfs p.Y117fs

Pat_65 Pre-Treatment TTK 7272 37 6 80751896 80751897 Frame_Shift_Ins INS - A 10 300 c.2551_2552insA c.(2551-2553)GAAfs p.E851fs

Pat_65 Pre-Treatment C6orf165 154313 37 6 88144700 88144700 Frame_Shift_Del DEL A - 8 271 c.1423delA c.(1423-1425)AAAfs p.K475fs

Pat_65 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 14 199 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_65 Pre-Treatment IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 8 620 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_65 Pre-Treatment OLIG3 167826 37 6 137815223 137815225 In_Frame_Del DEL GGC - 8 356 c.83_85delGCC c.(82-87)CGCCAC>CAC p.R28del

Pat_65 Pre-Treatment CCDC28A 25901 37 6 139097330 139097330 Frame_Shift_Del DEL A - 8 430 c.343delA c.(343-345)AAAfs p.K115fs

Pat_65 Pre-Treatment GRM1 2911 37 6 146755630 146755632 In_Frame_Del DEL GAC - 8 484 .3283_3285delGAC c.(3283-3285)GACdel p.D1099del

Pat_65 Pre-Treatment MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 13 244 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_65 Pre-Treatment ZDHHC4 55146 37 7 6621848 6621849 Frame_Shift_Ins INS - T 9 877 c.336_337insT c.(334-339)CTGTTTfs p.L112fs

Pat_65 Pre-Treatment ZNF716 441234 37 7 57529089 57529091 In_Frame_Del DEL TCT - 8 488 c.922_924delTCT c.(922-924)TCTdel p.S309del

Pat_65 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 7 667 c.796delG c.(796-798)GTCfs p.V266fs

Pat_65 Pre-Treatment GIGYF1 64599 37 7 100283635 100283637 In_Frame_Del DEL TCC - 11 221 .1014_1016delGG (1012-1017)GAGGAA>GAp.338_339EE>E

Pat_65 Pre-Treatment FOXP2 93986 37 7 114270016 114270018 In_Frame_Del DEL CAG - 12 333 c.553_555delCAG c.(553-555)CAGdel p.Q191del

Pat_65 Pre-Treatment PAXIP1 22976 37 7 154760267 154760269 In_Frame_Del DEL CTG - 8 47 .1642_1644delCAG c.(1642-1644)CAGdel p.Q548del

Pat_65 Pre-Treatment RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 16 492 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_65 Pre-Treatment MCPH1 79648 37 8 6289099 6289099 Frame_Shift_Del DEL A - 9 289 c.313delA c.(313-315)AAAfs p.K105fs

Pat_65 Pre-Treatment RP1L1 94137 37 8 10467706 10467707 In_Frame_Ins INS - CCC 14 654 .3901_3902insGGG(3901-3903)GTG>GGGGT.1300_1301ins

Pat_65 Pre-Treatment SGCZ 137868 37 8 13959894 13959895 Frame_Shift_Del DEL TG - 7 534 c.734_735delCA c.(733-735)ACAfs p.T245fs

Pat_65 Pre-Treatment ERLIN2 11160 37 8 37597949 37597950 Frame_Shift_Del DEL AT - 8 1220 c.174_175delAT c.(172-177)TCATATfs p.S58fs

Pat_65 Pre-Treatment RAB11FIP1 80223 37 8 37728933 37728933 Frame_Shift_Del DEL T - 8 538 c.3387delA c.(3385-3387)AAAfs p.K1129fs

Pat_65 Pre-Treatment MYST3 7994 37 8 41792323 41792323 Frame_Shift_Del DEL C - 7 1714 c.3415delG c.(3415-3417)GAGfs p.E1139fs

Pat_65 Pre-Treatment ARFGEF1 10565 37 8 68152482 68152483 Frame_Shift_Del DEL TG - 9 721 c.2893_2894delCA c.(2893-2895)CAAfs p.Q965fs

Pat_65 Pre-Treatment SLC26A7 115111 37 8 92401631 92401631 Frame_Shift_Del DEL T - 9 1265 c.1741delT c.(1741-1743)TTTfs p.F581fs

Pat_65 Pre-Treatment TM7SF4 81501 37 8 105361700 105361700 Frame_Shift_Del DEL G - 7 1606 c.920delG c.(919-921)TGGfs p.W307fs

Pat_65 Pre-Treatment ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 9 266 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_65 Pre-Treatment FER1L6 654463 37 8 125080031 125080031 Frame_Shift_Del DEL A - 7 256 c.3702delA c.(3700-3702)GGAfs p.G1234fs

Pat_65 Pre-Treatment COL22A1 169044 37 8 139809072 139809072 Frame_Shift_Del DEL T - 7 1586 c.1586delA c.(1585-1587)AAGfs p.K529fs

Pat_65 Pre-Treatment PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 25 1223 c.4455_splice c.e30+1 p.E1485_splice

Pat_65 Pre-Treatment GRINA 2907 37 8 145065717 145065718 Frame_Shift_Ins INS - C 7 222 c.326_327insC c.(325-327)TTCfs p.F109fs

Pat_65 Pre-Treatment ADAMTSL1 92949 37 9 18680349 18680350 Frame_Shift_Ins INS - G 11 187 c.1176_1177insG c.(1174-1179)TGTGGGfs p.C392fs

Pat_65 Pre-Treatment VCP 7415 37 9 35062983 35062985 In_Frame_Del DEL AAG - 9 470 c.801_803delCTT c.(799-804)TTCTTG>TTG p.F267del

Pat_65 Pre-Treatment RALGDS 5900 37 9 135975698 135975700 In_Frame_Del DEL CTC - 7 1627 .2524_2526delGAG c.(2524-2526)GAGdel p.E842del

Pat_65 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 23 265 .1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_65 Pre-Treatment ZMYND19 116225 37 9 140481541 140481542 Frame_Shift_Ins INS - C 8 572 c.236_237insG c.(235-237)GGCfs p.G79fs

Pat_65 Pre-Treatment PPP2R3B 28227 37 X 302052 302052 Frame_Shift_Del DEL T - 7 652 c.1165delA c.(1165-1167)ACAfs p.T389fs

Pat_65 Pre-Treatment NAP1L2 4674 37 X 72434104 72434104 Frame_Shift_Del DEL T - 7 541 c.225delA c.(223-225)AAAfs p.K75fs

Pat_65 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 22 1427 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_65 Pre-Treatment ATP2B3 492 37 X 152845611 152845611 Frame_Shift_Del DEL C - 11 534 c.3518delC c.(3517-3519)GCCfs p.A1173fs

Pat_66 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 19 138 c.732_733insA c.(730-735)AAACAGfs p.K244fs



Pat_66 Pre-Treatment ST6GALNAC5 81849 37 1 77334277 77334279 In_Frame_Del DEL GCA - 9 59 c.111_113delGCAc.(109-114)CCGCAG>CCG p.Q49del

Pat_66 Pre-Treatment ABCA4 24 37 1 94548992 94548992 Frame_Shift_Del DEL G - 7 362 c.774delC c.(772-774)CCCfs p.P258fs

Pat_66 Pre-Treatment PIAS3 10401 37 1 145579285 145579285 Frame_Shift_Del DEL C - 9 879 c.622delC c.(622-624)CCCfs p.P208fs

Pat_66 Pre-Treatment LOC200030 200030 37 1 148016436 148016436 Frame_Shift_Del DEL T - 7 753 c.1826delA c.(1825-1827)AAGfs p.K609fs

Pat_66 Pre-Treatment TCHH 7062 37 1 152082301 152082303 In_Frame_Del DEL CTC - 7 499 .3390_3392delGAG.(3388-3393)AAGAGA>AA p.R1133del

Pat_66 Pre-Treatment LMNA 4000 37 1 156106980 156106981 Frame_Shift_Del DEL GC - 18 15 c.1565_1566delGC c.(1564-1566)TGCfs p.C522fs

Pat_66 Pre-Treatment PVRL4 81607 37 1 161059028 161059030 In_Frame_Del DEL AGC - 8 577 c.57_59delGCT c.(55-60)CTGCTA>CTA p.19_20LL>L

Pat_66 Pre-Treatment PRG4 10216 37 1 186276010 186276011 In_Frame_Ins INS - AGG 7 721 c.1159_1160insAGG.(1159-1161)AAG>AAGGAGp.387_388insE

Pat_66 Pre-Treatment PARP1 142 37 1 226570820 226570820 Frame_Shift_Del DEL G - 7 923 c.1076delC c.(1075-1077)CCAfs p.P359fs

Pat_66 Pre-Treatment OR2W5 441932 37 1 247654684 247654684 Frame_Shift_Del DEL G - 7 270 c.255delG c.(253-255)CTGfs p.L85fs

Pat_66 Pre-Treatment PGR 5241 37 11 100998255 100998255 Frame_Shift_Del DEL C - 4 9 c.1547delG c.(1546-1548)GGCfs p.G516fs

Pat_66 Pre-Treatment KDM5A 5927 37 12 416953 416953 Frame_Shift_Del DEL T - 8 184 c.3597delA c.(3595-3597)AAAfs p.K1199fs

Pat_66 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 18 828 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_66 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 13 417 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_66 Pre-Treatment ARNTL2 56938 37 12 27543043 27543044 Frame_Shift_Del DEL CA - 7 689 c.790_791delCA c.(790-792)CACfs p.H264fs

Pat_66 Pre-Treatment INTS6 26512 37 13 51948408 51948408 Frame_Shift_Del DEL T - 7 663 c.2040delA c.(2038-2040)AAAfs p.K680fs

Pat_66 Pre-Treatment LAMP1 3916 37 13 113964033 113964034 Frame_Shift_Ins INS - A 9 245 c.259_260insA c.(259-261)GACfs p.D87fs

Pat_66 Pre-Treatment ZNF828 283489 37 13 115090966 115090966 Frame_Shift_Del DEL T - 7 1340 c.1649delT c.(1648-1650)CTTfs p.L550fs

Pat_66 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 13 1750 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_66 Pre-Treatment PRRT2 112476 37 16 29825016 29825016 Frame_Shift_Del DEL C - 7 28 c.641delC c.(640-642)GCCfs p.A214fs

Pat_66 Pre-Treatment TBC1D3B 414059 37 17 34493617 34493617 Frame_Shift_Del DEL G - 2 4 c.1408delC c.(1408-1410)CGCfs p.R470fs

Pat_66 Pre-Treatment FBXO17 115290 37 19 39440619 39440619 Frame_Shift_Del DEL C - 2 4 c.341delG c.(340-342)TGCfs p.C114fs

Pat_66 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 8 719 c.275delC c.(274-276)CCAfs p.P92fs

Pat_66 Pre-Treatment DYSF 8291 37 2 71801420 71801422 In_Frame_Del DEL CCG - 7 339 .3267_3269delCCG.(3265-3270)TTCCGC>TTC p.R1093del

Pat_66 Pre-Treatment FAM117B 150864 37 2 203621969 203621969 Frame_Shift_Del DEL C - 8 118 c.1138delC c.(1138-1140)CCCfs p.P380fs

Pat_66 Pre-Treatment ALPP 250 37 2 233243529 233243531 In_Frame_Del DEL TGC - 8 98 c.17_19delTGC c.(16-21)ATGCTG>ATG p.L13del

Pat_66 Pre-Treatment ATRN 8455 37 20 3451934 3451936 In_Frame_Del DEL GCT - 2 4 c.180_182delGCTc.(178-183)CGGCTG>CGG p.L68del

Pat_66 Pre-Treatment SYCP2 10388 37 20 58452518 58452519 Frame_Shift_Ins INS - T 7 122 c.3071_3072insA c.(3070-3072)AACfs p.N1024fs

Pat_66 Pre-Treatment GART 2618 37 21 34904722 34904739 In_Frame_Del DEL ACCACTGGC - 109 479 elTGAAGGCCAGTGTGAAGGCCAGTGGTCT.VKASGL147d

Pat_66 Pre-Treatment PFKL 5211 37 21 45736153 45736155 In_Frame_Del DEL CAT - 7 275 c.774_776delCAT c.(772-777)AACATC>AAC p.I262del

Pat_66 Pre-Treatment PTTG1IP 754 37 21 46276194 46276196 In_Frame_Del DEL GCA - 13 144 c.361_363delTGC c.(361-363)TGCdel p.C121del

Pat_66 Pre-Treatment TOP3B 8940 37 22 22314097 22314097 Frame_Shift_Del DEL C - 7 568 c.1666delG c.(1666-1668)GTGfs p.V556fs

Pat_66 Pre-Treatment DDX17 10521 37 22 38895455 38895455 Frame_Shift_Del DEL C - 8 513 c.488delG c.(487-489)GGAfs p.G163fs

Pat_66 Pre-Treatment TAB1 10454 37 22 39772049 39772049 Frame_Shift_Del DEL C - 9 605 c.108delC c.(106-108)GACfs p.D36fs

Pat_66 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 8 610 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_66 Pre-Treatment EIF4G1 1981 37 3 184039744 184039746 In_Frame_Del DEL GAA - 8 82 .1372_1374delGAA c.(1372-1374)GAAdel p.E465del

Pat_66 Pre-Treatment GP5 2814 37 3 194117710 194117710 Frame_Shift_Del DEL C - 4 3 c.1302delG c.(1300-1302)GGGfs p.G434fs

Pat_66 Pre-Treatment TMEM175 84286 37 4 946206 946207 Frame_Shift_Del DEL TG - 7 487 c.430_431delTG c.(430-432)TGTfs p.C144fs

Pat_66 Pre-Treatment CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 8 2214 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_66 Pre-Treatment CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 14 808 c.601_602delCA c.(601-603)CACfs p.H201fs

Pat_66 Pre-Treatment NOP14 8602 37 4 2951689 2951689 Frame_Shift_Del DEL G - 7 558 c.1254delC c.(1252-1254)ACCfs p.T418fs

Pat_66 Pre-Treatment RGS12 6002 37 4 3430398 3430399 Frame_Shift_Ins INS - A 7 153 c.3525_3526insA c.(3523-3528)GGGAAAfs p.G1175fs

Pat_66 Pre-Treatment PROL1 58503 37 4 71275209 71275210 Frame_Shift_Del DEL CA - 7 487 c.164_165delCA c.(163-165)TCAfs p.S55fs

Pat_66 Pre-Treatment SEC31A 22872 37 4 83785675 83785677 In_Frame_Del DEL TGC - 7 216 .1272_1274delGCA.(1270-1275)CAGCAC>CA p.Q424del

Pat_66 Pre-Treatment DMXL1 1657 37 5 118525523 118525524 Frame_Shift_Ins INS - G 7 256 c.7256_7257insG c.(7255-7257)GCGfs p.A2419fs

Pat_66 Pre-Treatment FOXC1 2296 37 6 1612018 1612020 In_Frame_Del DEL CGG - 5 10 .1338_1340delCGG(1336-1341)CACGGC>CA p.G456del

Pat_66 Pre-Treatment TUBB2A 7280 37 6 3154114 3154116 In_Frame_Del DEL CCT - 7 438 .1319_1321delAGG(1318-1323)GAGGGC>GG p.E440del



Pat_66 Pre-Treatment TUBB2B 347733 37 6 3225002 3225004 In_Frame_Del DEL CCT - 9 351 .1319_1321delAGG(1318-1323)GAGGGC>GG p.E440del

Pat_66 Pre-Treatment HLA-J 3137 37 6 29977389 29977393 Frame_Shift_Del DEL CTTCT - 17 109 .408_412delCTTCc.(406-414)GACTTCTCTfs p.D136fs

Pat_66 Pre-Treatment GSTA2 2939 37 6 52617657 52617657 Frame_Shift_Del DEL C - 12 2573 c.409delG c.(409-411)GAAfs p.E137fs

Pat_66 Pre-Treatment GSTA1 2938 37 6 52658948 52658948 Frame_Shift_Del DEL T - 8 1987 c.389delA c.(388-390)AATfs p.N130fs

Pat_66 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 8 983 c.662delA c.(661-663)AAGfs p.K221fs

Pat_66 Pre-Treatment PRDM1 639 37 6 106552831 106552832 Frame_Shift_Del DEL CT - 8 954 c.796_797delCT c.(796-798)CTCfs p.L266fs

Pat_66 Pre-Treatment MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 10 225 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_66 Pre-Treatment ZDHHC4 55146 37 7 6621849 6621849 Frame_Shift_Del DEL T - 7 520 c.337delT c.(337-339)TTTfs p.F113fs

Pat_66 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 9 568 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_66 Pre-Treatment INTS8 55656 37 8 95877882 95877882 Frame_Shift_Del DEL T - 9 592 c.2225delT c.(2224-2226)ATAfs p.I742fs

Pat_66 Pre-Treatment ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 8 36 c.2637_2639delCTC.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_66 Pre-Treatment OFD1 8481 37 X 13764946 13764946 Frame_Shift_Del DEL A - 7 60 c.702delA c.(700-702)GCAfs p.A234fs

Pat_66 Pre-Treatment CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 7 83 .2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_66 Pre-Treatment F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 11 139 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_01 Pre-Treatment PUSL1 126789 37 1 1245090 1245090 Missense_Mutation SNP C T 26 40 c.503C>T c.(502-504)GCC>GTC p.A168V

Pat_01 Pre-Treatment RER1 11079 37 1 2328642 2328642 Nonsense_Mutation SNP C T 186 268 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_01 Pre-Treatment MTOR 2475 37 1 11181367 11181367 Missense_Mutation SNP G A 4 241 c.6869C>T c.(6868-6870)GCC>GTC p.A2290V

Pat_01 Pre-Treatment PTCHD2 57540 37 1 11584007 11584007 Nonsense_Mutation SNP C T 57 78 c.2371C>T c.(2371-2373)CAG>TAG p.Q791*

Pat_01 Pre-Treatment FBXO44 93611 37 1 11718444 11718444 Missense_Mutation SNP C T 139 191 c.386C>T c.(385-387)TCA>TTA p.S129L

Pat_01 Pre-Treatment AADACL3 126767 37 1 12785574 12785574 Missense_Mutation SNP G A 116 122 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_01 Pre-Treatment LOC649330 649330 37 1 12907868 12907868 Missense_Mutation SNP C T 62 323 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_01 Pre-Treatment LOC440563 440563 37 1 13183695 13183695 Missense_Mutation SNP C T 64 94 c.178G>A c.(178-180)GAG>AAG p.E60K

Pat_01 Pre-Treatment NBPF1 55672 37 1 16914254 16914254 Missense_Mutation SNP C T 60 466 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_01 Pre-Treatment MRTO4 51154 37 1 19584386 19584386 Missense_Mutation SNP C T 141 160 c.401C>T c.(400-402)ACT>ATT p.T134I

Pat_01 Pre-Treatment RAP1GAP 5909 37 1 21940528 21940529 Missense_Mutation DNP GT AA 31 62 c.345_346AC>TT(343-348)TCACTC>TCTTT p.L116F

Pat_01 Pre-Treatment NIPAL3 57185 37 1 24790583 24790583 Missense_Mutation SNP C T 23 65 c.994C>T c.(994-996)CCC>TCC p.P332S

Pat_01 Pre-Treatment PAFAH2 5051 37 1 26301009 26301009 Missense_Mutation SNP T C 3 203 c.891A>G c.(889-891)ATA>ATG p.I297M

Pat_01 Pre-Treatment ZNF683 257101 37 1 26691195 26691195 Missense_Mutation SNP G A 62 78 c.842C>T c.(841-843)ACC>ATC p.T281I

Pat_01 Pre-Treatment KPNA6 23633 37 1 32627987 32627987 Missense_Mutation SNP C T 319 366 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_01 Pre-Treatment GJA4 2701 37 1 35260770 35260770 Missense_Mutation SNP C T 65 100 c.956C>T c.(955-957)CCC>CTC p.P319L

Pat_01 Pre-Treatment CSF3R 1441 37 1 36941122 36941122 Missense_Mutation SNP C T 48 80 c.217G>A c.(217-219)GGC>AGC p.G73S

Pat_01 Pre-Treatment KIAA0467 23334 37 1 43893276 43893276 Missense_Mutation SNP C T 155 201 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_01 Pre-Treatment FAAH 2166 37 1 46872027 46872027 Missense_Mutation SNP C T 69 104 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_01 Pre-Treatment TMEM61 199964 37 1 55457633 55457633 Missense_Mutation SNP G A 4 142 c.490G>A c.(490-492)GCC>ACC p.A164T

Pat_01 Pre-Treatment C8A 731 37 1 57383305 57383305 Missense_Mutation SNP A C 65 16 c.1671A>C c.(1669-1671)GAA>GAC p.E557D

Pat_01 Pre-Treatment COL11A1 1301 37 1 103404641 103404641 Missense_Mutation SNP C T 218 51 c.3388G>A c.(3388-3390)GAA>AAA p.E1130K

Pat_01 Pre-Treatment CSF1 1435 37 1 110467429 110467429 Missense_Mutation SNP C T 21 26 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_01 Pre-Treatment OVGP1 5016 37 1 111957310 111957310 Missense_Mutation SNP G A 128 159 c.1813C>T c.(1813-1815)CCC>TCC p.P605S

Pat_01 Pre-Treatment MAGI3 260425 37 1 114157228 114157228 Missense_Mutation SNP C T 110 147 c.1024C>T c.(1024-1026)CCT>TCT p.P342S

Pat_01 Pre-Treatment SYT6 148281 37 1 114640492 114640492 Missense_Mutation SNP G A 4 321 c.1117C>T c.(1117-1119)CAC>TAC p.H373Y

Pat_01 Pre-Treatment SYCP1 6847 37 1 115419372 115419372 Missense_Mutation SNP G A 11 15 c.742G>A c.(742-744)GAA>AAA p.E248K

Pat_01 Pre-Treatment SPAG17 200162 37 1 118558629 118558629 Missense_Mutation SNP G A 97 127 c.4246C>T c.(4246-4248)CCA>TCA p.P1416S

Pat_01 Pre-Treatment NOTCH2 4853 37 1 120465049 120465049 Missense_Mutation SNP G A 3 42 c.5023C>T c.(5023-5025)CGC>TGC p.R1675C

Pat_01 Pre-Treatment NBPF9 400818 37 1 144828599 144828599 Missense_Mutation SNP G A 6 370 c.2644G>A c.(2644-2646)GGA>AGA p.G882R

Pat_01 Pre-Treatment C1orf56 54964 37 1 151020540 151020540 Missense_Mutation SNP G A 4 108 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_01 Pre-Treatment POGZ 23126 37 1 151380907 151380907 Missense_Mutation SNP G C 4 179 c.2212C>G c.(2212-2214)CAG>GAG p.Q738E

Pat_01 Pre-Treatment RORC 6097 37 1 151785723 151785723 Missense_Mutation SNP C T 380 424 c.1166G>A c.(1165-1167)CGA>CAA p.R389Q



Pat_01 Pre-Treatment TCHH 7062 37 1 152082320 152082320 Missense_Mutation SNP T C 6 355 c.3373A>G c.(3373-3375)AGA>GGA p.R1125G

Pat_01 Pre-Treatment RPTN 126638 37 1 152128886 152128886 Missense_Mutation SNP C T 273 435 c.689G>A c.(688-690)CGG>CAG p.R230Q

Pat_01 Pre-Treatment FLG 2312 37 1 152277449 152277449 Missense_Mutation SNP G T 7 898 c.9913C>A c.(9913-9915)CGC>AGC p.R3305S

Pat_01 Pre-Treatment FLG2 388698 37 1 152329769 152329769 Nonsense_Mutation SNP G A 267 335 c.493C>T c.(493-495)CAA>TAA p.Q165*

Pat_01 Pre-Treatment LCE1F 353137 37 1 152748887 152748887 Missense_Mutation SNP C T 132 156 c.40C>T c.(40-42)CCC>TCC p.P14S

Pat_01 Pre-Treatment PEAR1 375033 37 1 156874590 156874590 Missense_Mutation SNP C T 163 173 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_01 Pre-Treatment CD1C 911 37 1 158261934 158261934 Missense_Mutation SNP G C 118 156 c.389G>C c.(388-390)GGC>GCC p.G130A

Pat_01 Pre-Treatment OR10K2 391107 37 1 158389793 158389793 Missense_Mutation SNP C T 88 127 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_01 Pre-Treatment OR10J3 441911 37 1 159283990 159283990 Missense_Mutation SNP G A 67 108 c.460C>T c.(460-462)CTT>TTT p.L154F

Pat_01 Pre-Treatment PAPPA2 60676 37 1 176734857 176734857 Missense_Mutation SNP C T 265 400 c.4207C>T c.(4207-4209)CAT>TAT p.H1403Y

Pat_01 Pre-Treatment ASTN1 460 37 1 177001897 177001897 Missense_Mutation SNP G A 78 116 c.560C>T c.(559-561)CCG>CTG p.P187L

Pat_01 Pre-Treatment CEP350 9857 37 1 180062348 180062348 Missense_Mutation SNP C T 5 19 c.7108C>T c.(7108-7110)CCT>TCT p.P2370S

Pat_01 Pre-Treatment LAMC1 3915 37 1 182993000 182993000 Missense_Mutation SNP G A 5 142 c.149G>A c.(148-150)TGC>TAC p.C50Y

Pat_01 Pre-Treatment LAMC2 3918 37 1 183209476 183209476 Missense_Mutation SNP T C 117 131 c.3278T>C c.(3277-3279)GTT>GCT p.V1093A

Pat_01 Pre-Treatment NAV1 89796 37 1 201757704 201757704 Missense_Mutation SNP C T 183 205 c.3104C>T c.(3103-3105)TCC>TTC p.S1035F

Pat_01 Pre-Treatment LAX1 54900 37 1 203743384 203743385 Nonsense_Mutation DNP GG TA 23 38 c.772_773GG>TA c.(772-774)GGA>TAA p.G258*

Pat_01 Pre-Treatment NUAK2 81788 37 1 205273092 205273092 Missense_Mutation SNP C T 36 32 c.1373G>A c.(1372-1374)GGC>GAC p.G458D

Pat_01 Pre-Treatment LGTN 1939 37 1 206765163 206765163 Missense_Mutation SNP G A 190 227 c.1699C>T c.(1699-1701)CCT>TCT p.P567S

Pat_01 Pre-Treatment ATF3 467 37 1 212791476 212791476 Missense_Mutation SNP C T 24 45 c.248C>T c.(247-249)CCT>CTT p.P83L

Pat_01 Pre-Treatment CAPN9 10753 37 1 230916452 230916453 Missense_Mutation DNP CC TT 101 118 c.1479_1480CC>TT477-1482)ACCCGG>ACTT p.R494W

Pat_01 Pre-Treatment IRF2BP2 359948 37 1 234745204 234745204 Missense_Mutation SNP G A 4 29 c.37C>T c.(37-39)CGG>TGG p.R13W

Pat_01 Pre-Treatment FMN2 56776 37 1 240371107 240371107 Missense_Mutation SNP C T 100 446 c.2995C>T c.(2995-2997)CCT>TCT p.P999S

Pat_01 Pre-Treatment FMN2 56776 37 1 240371239 240371239 Missense_Mutation SNP C T 14 266 c.3127C>T c.(3127-3129)CCT>TCT p.P1043S

Pat_01 Pre-Treatment PLD5 200150 37 1 242277217 242277217 Missense_Mutation SNP G C 4 251 c.1045C>G c.(1045-1047)CCT>GCT p.P349A

Pat_01 Pre-Treatment OR14I1 401994 37 1 248845214 248845214 Missense_Mutation SNP C T 75 99 c.392G>A c.(391-393)AGA>AAA p.R131K

Pat_01 Pre-Treatment PFKP 5214 37 10 3155375 3155375 Missense_Mutation SNP C T 23 23 c.1219C>T c.(1219-1221)CCA>TCA p.P407S

Pat_01 Pre-Treatment FBXO18 84893 37 10 5948525 5948525 Missense_Mutation SNP C T 148 160 c.683C>T c.(682-684)CCG>CTG p.P228L

Pat_01 Pre-Treatment MCM10 55388 37 10 13213185 13213186 Missense_Mutation DNP CC TT 33 50 c.271_272CC>TT c.(271-273)CCC>TTC p.P91F

Pat_01 Pre-Treatment NEBL 10529 37 10 21102879 21102879 Missense_Mutation SNP G A 98 133 c.2335C>T c.(2335-2337)CAT>TAT p.H779Y

Pat_01 Pre-Treatment PTCHD3 374308 37 10 27703073 27703073 Missense_Mutation SNP G A 292 379 c.107C>T c.(106-108)TCG>TTG p.S36L

Pat_01 Pre-Treatment KIAA1462 57608 37 10 30317681 30317681 Missense_Mutation SNP C T 191 225 c.1396G>A c.(1396-1398)GGA>AGA p.G466R

Pat_01 Pre-Treatment LOC100129055 100129055 37 10 38466905 38466905 Splice_Site SNP T G 33 38 c.365_splice c.e2+2

Pat_01 Pre-Treatment ZNF33B 7582 37 10 43088920 43088920 Missense_Mutation SNP C A 110 145 c.1478G>T c.(1477-1479)GGA>GTA p.G493V

Pat_01 Pre-Treatment RASSF4 83937 37 10 45486500 45486500 Missense_Mutation SNP G A 132 78 c.790G>A c.(790-792)GTG>ATG p.V264M

Pat_01 Pre-Treatment GPRIN2 9721 37 10 46999934 46999934 Missense_Mutation SNP C T 65 219 c.1054C>T c.(1054-1056)CCG>TCG p.P352S

Pat_01 Pre-Treatment CHAT 1103 37 10 50863218 50863218 Missense_Mutation SNP G A 475 156 c.1712G>A c.(1711-1713)AGA>AAA p.R571K

Pat_01 Pre-Treatment CTNNA3 29119 37 10 68381509 68381509 Missense_Mutation SNP C T 70 17 c.1315G>A c.(1315-1317)GAA>AAA p.E439K

Pat_01 Pre-Treatment CDH23 64072 37 10 73537639 73537639 Missense_Mutation SNP T C 3 101 c.5048T>C c.(5047-5049)TTC>TCC p.F1683S

Pat_01 Pre-Treatment KCNMA1 3778 37 10 78708959 78708959 Missense_Mutation SNP C T 192 45 c.2650G>A c.(2650-2652)GAG>AAG p.E884K

Pat_01 Pre-Treatment PTEN 5728 37 10 89692793 89692793 Missense_Mutation SNP C G 106 26 c.277C>G c.(277-279)CAT>GAT p.H93D

Pat_01 Pre-Treatment NOC3L 64318 37 10 96099543 96099543 Missense_Mutation SNP G A 59 7 c.1915C>T c.(1915-1917)CCA>TCA p.P639S

Pat_01 Pre-Treatment NOC3L 64318 37 10 96110005 96110006 Missense_Mutation DNP GG AA 169 39 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_01 Pre-Treatment CYP2C8 1558 37 10 96829152 96829152 Missense_Mutation SNP G A 73 12 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_01 Pre-Treatment DNMBP 23268 37 10 101715970 101715970 Missense_Mutation SNP G A 174 32 c.1261C>T c.(1261-1263)CAT>TAT p.H421Y

Pat_01 Pre-Treatment CPN1 1369 37 10 101835766 101835766 Missense_Mutation SNP G A 144 13 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_01 Pre-Treatment CYP17A1 1586 37 10 104593858 104593858 Missense_Mutation SNP C T 21 7 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_01 Pre-Treatment SORCS3 22986 37 10 106970954 106970954 Missense_Mutation SNP C T 83 16 c.2321C>T c.(2320-2322)CCA>CTA p.P774L



Pat_01 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 4 26 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_01 Pre-Treatment HABP2 3026 37 10 115335703 115335703 Missense_Mutation SNP C T 254 50 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_01 Pre-Treatment DMBT1 1755 37 10 124358346 124358346 Nonsense_Mutation SNP C T 505 107 c.3013C>T c.(3013-3015)CGA>TGA p.R1005*

Pat_01 Pre-Treatment LRDD 55367 37 11 801458 801458 Missense_Mutation SNP C T 16 19 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_01 Pre-Treatment TH 7054 37 11 2186514 2186514 Nonsense_Mutation SNP G A 181 235 c.1375C>T c.(1375-1377)CAG>TAG p.Q459*

Pat_01 Pre-Treatment OR52E2 119678 37 11 5080830 5080830 Missense_Mutation SNP G A 112 161 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_01 Pre-Treatment MRVI1 10335 37 11 10647848 10647848 Missense_Mutation SNP G A 29 33 c.1033C>T c.(1033-1035)CCG>TCG p.P345S

Pat_01 Pre-Treatment CYP2R1 120227 37 11 14901879 14901879 Missense_Mutation SNP C T 48 83 c.803G>A c.(802-804)AGA>AAA p.R268K

Pat_01 Pre-Treatment NAV2 89797 37 11 20065564 20065564 Missense_Mutation SNP C T 135 164 c.3014C>T c.(3013-3015)TCC>TTC p.S1005F

Pat_01 Pre-Treatment KCNA4 3739 37 11 30033313 30033313 Missense_Mutation SNP G A 108 155 c.913C>T c.(913-915)CCT>TCT p.P305S

Pat_01 Pre-Treatment DGKZ 8525 37 11 46397063 46397063 Missense_Mutation SNP G A 20 18 c.2356G>A c.(2356-2358)GTG>ATG p.V786M

Pat_01 Pre-Treatment OR4A15 81328 37 11 55135721 55135721 Missense_Mutation SNP C T 224 43 c.362C>T c.(361-363)TCC>TTC p.S121F

Pat_01 Pre-Treatment OR5D13 390142 37 11 55541751 55541751 Missense_Mutation SNP T C 63 78 c.838T>C c.(838-840)TAC>CAC p.Y280H

Pat_01 Pre-Treatment OR8K5 219453 37 11 55927516 55927516 Missense_Mutation SNP G A 189 257 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_01 Pre-Treatment MS4A2 2206 37 11 59863103 59863103 Missense_Mutation SNP G A 98 17 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_01 Pre-Treatment MS4A12 54860 37 11 60271189 60271189 Missense_Mutation SNP G A 108 26 c.487G>A c.(487-489)GGA>AGA p.G163R

Pat_01 Pre-Treatment INTS5 80789 37 11 62415054 62415054 Missense_Mutation SNP G A 192 44 c.2498C>T c.(2497-2499)CCC>CTC p.P833L

Pat_01 Pre-Treatment TSGA10IP 254187 37 11 65715236 65715236 Missense_Mutation SNP G A 5 15 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_01 Pre-Treatment MYEOV 26579 37 11 69063224 69063224 Missense_Mutation SNP G A 128 173 c.307G>A c.(307-309)GCT>ACT p.A103T

Pat_01 Pre-Treatment NEU3 10825 37 11 74717320 74717320 Missense_Mutation SNP G T 201 412 c.1169G>T c.(1168-1170)TGG>TTG p.W390L

Pat_01 Pre-Treatment DGAT2 84649 37 11 75501768 75501768 Missense_Mutation SNP C T 156 475 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_01 Pre-Treatment MYO7A 4647 37 11 76905558 76905558 Missense_Mutation SNP G A 16 36 c.4312G>A c.(4312-4314)GCC>ACC p.A1438T

Pat_01 Pre-Treatment MYO7A 4647 37 11 76924018 76924018 Missense_Mutation SNP C T 9 58 c.6376C>T c.(6376-6378)CCT>TCT p.P2126S

Pat_01 Pre-Treatment HEPHL1 341208 37 11 93779011 93779011 Missense_Mutation SNP C T 41 17 c.343C>T c.(343-345)CAT>TAT p.H115Y

Pat_01 Pre-Treatment C11orf65 160140 37 11 108277567 108277567 Missense_Mutation SNP C T 78 17 c.352G>A c.(352-354)GAT>AAT p.D118N

Pat_01 Pre-Treatment LAYN 143903 37 11 111430932 111430932 Missense_Mutation SNP G A 90 18 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_01 Pre-Treatment FAM55D 54827 37 11 114451040 114451040 Missense_Mutation SNP C G 126 20 c.913G>C c.(913-915)GAG>CAG p.E305Q

Pat_01 Pre-Treatment PRMT8 56341 37 12 3649787 3649787 Missense_Mutation SNP T C 20 260 c.91T>C c.(91-93)TCC>CCC p.S31P

Pat_01 Pre-Treatment EFCAB4B 84766 37 12 3789410 3789410 Missense_Mutation SNP C T 85 121 c.334G>A c.(334-336)GGA>AGA p.G112R

Pat_01 Pre-Treatment LAG3 3902 37 12 6887073 6887073 Missense_Mutation SNP C T 92 111 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_01 Pre-Treatment A2M 2 37 12 9231867 9231867 Missense_Mutation SNP C T 115 125 c.3092G>A c.(3091-3093)CGA>CAA p.R1031Q

Pat_01 Pre-Treatment TAS2R14 50840 37 12 11091472 11091472 Missense_Mutation SNP G A 48 63 c.335C>T c.(334-336)GCC>GTC p.A112V

Pat_01 Pre-Treatment KIAA1467 57613 37 12 13219625 13219625 Nonsense_Mutation SNP C T 170 204 c.904C>T c.(904-906)CGA>TGA p.R302*

Pat_01 Pre-Treatment C12orf36 283422 37 12 13526349 13526349 Missense_Mutation SNP G A 44 82 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_01 Pre-Treatment PIK3C2G 5288 37 12 18650562 18650562 Missense_Mutation SNP G A 64 78 c.2773G>A c.(2773-2775)GAT>AAT p.D925N

Pat_01 Pre-Treatment PIK3C2G 5288 37 12 18650568 18650568 Missense_Mutation SNP C T 66 80 c.2779C>T c.(2779-2781)CGT>TGT p.R927C

Pat_01 Pre-Treatment CAPZA3 93661 37 12 18891723 18891723 Nonsense_Mutation SNP G A 114 143 c.521G>A c.(520-522)TGG>TAG p.W174*

Pat_01 Pre-Treatment GYS2 2998 37 12 21693487 21693487 Missense_Mutation SNP G A 4 249 c.1666C>T c.(1666-1668)CGG>TGG p.R556W

Pat_01 Pre-Treatment DDX11 1663 37 12 31237922 31237922 Missense_Mutation SNP G C 5 76 c.500G>C c.(499-501)AGA>ACA p.R167T

Pat_01 Pre-Treatment YARS2 51067 37 12 32908550 32908550 Missense_Mutation SNP G A 112 137 c.259C>T c.(259-261)CTT>TTT p.L87F

Pat_01 Pre-Treatment CNTN1 1272 37 12 41330675 41330675 Missense_Mutation SNP C T 262 380 c.1078C>T c.(1078-1080)CCT>TCT p.P360S

Pat_01 Pre-Treatment GALNT6 11226 37 12 51773172 51773172 Missense_Mutation SNP C T 80 104 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_01 Pre-Treatment KRT86 3892 37 12 52699481 52699481 Missense_Mutation SNP G A 94 131 c.935G>A c.(934-936)GGG>GAG p.G312E

Pat_01 Pre-Treatment KRT72 140807 37 12 52992823 52992823 Missense_Mutation SNP T C 112 187 c.500A>G c.(499-501)AAC>AGC p.N167S

Pat_01 Pre-Treatment NCKAP1L 3071 37 12 54914488 54914488 Missense_Mutation SNP C T 352 403 c.1636C>T c.(1636-1638)CGT>TGT p.R546C

Pat_01 Pre-Treatment LRP1 4035 37 12 57569758 57569758 Missense_Mutation SNP G A 149 145 c.3860G>A c.(3859-3861)GGA>GAA p.G1287E

Pat_01 Pre-Treatment DCTN2 10540 37 12 57929629 57929629 Splice_Site SNP C T 27 46 c.106_splice c.e3-1 p.E36_splice



Pat_01 Pre-Treatment B4GALNT1 2583 37 12 58024260 58024260 Splice_Site SNP C G 3 156 c.531_splice c.e5+1 p.Q177_splice

Pat_01 Pre-Treatment MGAT4C 25834 37 12 86373354 86373354 Missense_Mutation SNP C T 9 18 c.1150G>A c.(1150-1152)GAA>AAA p.E384K

Pat_01 Pre-Treatment SLC5A8 160728 37 12 101584309 101584309 Missense_Mutation SNP T C 36 328 c.770A>G c.(769-771)TAC>TGC p.Y257C

Pat_01 Pre-Treatment MYBPC1 4604 37 12 102071915 102071915 Missense_Mutation SNP G C 115 155 c.3124G>C c.(3124-3126)GAT>CAT p.D1042H

Pat_01 Pre-Treatment STAB2 55576 37 12 103988190 103988190 Missense_Mutation SNP G A 281 370 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_01 Pre-Treatment MYO1H 283446 37 12 109835549 109835549 Missense_Mutation SNP G A 4 101 c.454G>A c.(454-456)GCC>ACC p.A152T

Pat_01 Pre-Treatment IQCD 115811 37 12 113645584 113645584 Missense_Mutation SNP G A 105 127 c.388C>T c.(388-390)CGC>TGC p.R130C

Pat_01 Pre-Treatment RBM19 9904 37 12 114377919 114377919 Missense_Mutation SNP G T 5 568 c.1784C>A c.(1783-1785)CCG>CAG p.P595Q

Pat_01 Pre-Treatment RNF10 9921 37 12 121004694 121004694 Missense_Mutation SNP C T 105 188 c.1952C>T c.(1951-1953)TCC>TTC p.S651F

Pat_01 Pre-Treatment SETD8 387893 37 12 123868746 123868746 Missense_Mutation SNP A G 43 47 c.1A>G c.(1-3)ATG>GTG p.M1V

Pat_01 Pre-Treatment TMEM132D 121256 37 12 129559240 129559240 Missense_Mutation SNP G A 120 154 c.2480C>T c.(2479-2481)CCC>CTC p.P827L

Pat_01 Pre-Treatment LATS2 26524 37 13 21562822 21562822 Missense_Mutation SNP G A 98 95 c.1097C>T c.(1096-1098)TCC>TTC p.S366F

Pat_01 Pre-Treatment FLT3 2322 37 13 28636067 28636067 Missense_Mutation SNP G A 80 120 c.305C>T c.(304-306)TCC>TTC p.S102F

Pat_01 Pre-Treatment BRCA2 675 37 13 32905117 32905117 Missense_Mutation SNP C T 46 66 c.743C>T c.(742-744)GCT>GTT p.A248V

Pat_01 Pre-Treatment SPERT 220082 37 13 46287918 46287918 Missense_Mutation SNP A T 15 19 c.758A>T c.(757-759)GAG>GTG p.E253V

Pat_01 Pre-Treatment NEK3 4752 37 13 52718870 52718870 Nonsense_Mutation SNP G A 47 58 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_01 Pre-Treatment THSD1 55901 37 13 52972272 52972272 Missense_Mutation SNP T C 222 257 c.116A>G c.(115-117)AAC>AGC p.N39S

Pat_01 Pre-Treatment C13orf34 79866 37 13 73303124 73303124 Missense_Mutation SNP C T 161 176 c.46C>T c.(46-48)CCA>TCA p.P16S

Pat_01 Pre-Treatment ERCC5 2073 37 13 103528102 103528103 Missense_Mutation DNP CC TT 51 82 c.3410_3411CC>TTc.(3409-3411)CCC>CTT p.P1137L

Pat_01 Pre-Treatment COL4A1 1282 37 13 110813633 110813633 Nonsense_Mutation SNP G A 4 179 c.4546C>T c.(4546-4548)CGA>TGA p.R1516*

Pat_01 Pre-Treatment ING1 3621 37 13 111371747 111371747 Missense_Mutation SNP C T 4 228 c.737C>T c.(736-738)ACG>ATG p.T246M

Pat_01 Pre-Treatment POTEG 404785 37 14 19574211 19574211 Missense_Mutation SNP G A 22 174 c.1268G>A c.(1267-1269)GGA>GAA p.G423E

Pat_01 Pre-Treatment OR4N2 390429 37 14 20295951 20295951 Missense_Mutation SNP T G 198 580 c.344T>G c.(343-345)CTT>CGT p.L115R

Pat_01 Pre-Treatment EDDM3B 64184 37 14 21238594 21238594 Nonsense_Mutation SNP G A 111 172 c.285G>A c.(283-285)TGG>TGA p.W95*

Pat_01 Pre-Treatment SUPT16H 11198 37 14 21820896 21820896 Missense_Mutation SNP G A 145 177 c.3080C>T c.(3079-3081)TCG>TTG p.S1027L

Pat_01 Pre-Treatment NYNRIN 57523 37 14 24886179 24886179 Missense_Mutation SNP C T 34 34 c.5224C>T c.(5224-5226)CCT>TCT p.P1742S

Pat_01 Pre-Treatment NOVA1 4857 37 14 26949277 26949277 Missense_Mutation SNP T C 173 189 c.353A>G c.(352-354)GAA>GGA p.E118G

Pat_01 Pre-Treatment ARHGAP5 394 37 14 32560909 32560909 Missense_Mutation SNP C T 74 108 c.1034C>T c.(1033-1035)GCT>GTT p.A345V

Pat_01 Pre-Treatment MIA2 117153 37 14 39716382 39716382 Missense_Mutation SNP G A 122 137 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_01 Pre-Treatment SYT16 83851 37 14 62463164 62463164 Missense_Mutation SNP G A 167 223 c.427G>A c.(427-429)GAA>AAA p.E143K

Pat_01 Pre-Treatment ZFYVE26 23503 37 14 68233053 68233053 Missense_Mutation SNP G A 152 246 c.5902C>T c.(5902-5904)CCA>TCA p.P1968S

Pat_01 Pre-Treatment SIPA1L1 26037 37 14 72176267 72176267 Missense_Mutation SNP G A 4 132 c.4157G>A c.(4156-4158)CGG>CAG p.R1386Q

Pat_01 Pre-Treatment SIPA1L1 26037 37 14 72176309 72176309 Missense_Mutation SNP G A 50 115 c.4199G>A c.(4198-4200)AGC>AAC p.S1400N

Pat_01 Pre-Treatment NUMB 8650 37 14 73750939 73750939 Missense_Mutation SNP G A 127 190 c.799C>T c.(799-801)CCA>TCA p.P267S

Pat_01 Pre-Treatment STON2 85439 37 14 81744649 81744649 Nonsense_Mutation SNP C A 5 297 c.1006G>T c.(1006-1008)GAG>TAG p.E336*

Pat_01 Pre-Treatment KCNK10 54207 37 14 88693861 88693861 Missense_Mutation SNP G A 149 223 c.524C>T c.(523-525)CCG>CTG p.P175L

Pat_01 Pre-Treatment TTC7B 145567 37 14 91247111 91247111 Missense_Mutation SNP C A 4 267 c.416G>T c.(415-417)CGG>CTG p.R139L

Pat_01 Pre-Treatment FBLN5 10516 37 14 92353657 92353657 Splice_Site SNP C T 189 257 c.620_splice c.e7-1 p.D207_splice

Pat_01 Pre-Treatment TCL1B 9623 37 14 96152937 96152937 Missense_Mutation SNP G A 39 34 c.133G>A c.(133-135)GAA>AAA p.E45K

Pat_01 Pre-Treatment TCL1A 8115 37 14 96178108 96178108 Missense_Mutation SNP A C 40 73 c.329T>G c.(328-330)CTG>CGG p.L110R

Pat_01 Pre-Treatment TECPR2 9895 37 14 102916167 102916167 Missense_Mutation SNP G T 4 213 c.3277G>T c.(3277-3279)GGC>TGC p.G1093C

Pat_01 Pre-Treatment C14orf180 400258 37 14 105054646 105054646 Missense_Mutation SNP G A 180 312 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_01 Pre-Treatment AHNAK2 113146 37 14 105407164 105407164 Missense_Mutation SNP G A 4 105 c.14624C>T c.(14623-14625)CCC>CTC p.P4875L

Pat_01 Pre-Treatment NUDT14 256281 37 14 105642910 105642910 Missense_Mutation SNP T A 112 140 c.389A>T c.(388-390)CAC>CTC p.H130L

Pat_01 Pre-Treatment C15orf2 23742 37 15 24923518 24923518 Missense_Mutation SNP T C 130 233 c.2504T>C c.(2503-2505)ATC>ACC p.I835T

Pat_01 Pre-Treatment ARHGAP11A 9824 37 15 32917400 32917400 Missense_Mutation SNP A G 4 189 c.671A>G c.(670-672)CAG>CGG p.Q224R

Pat_01 Pre-Treatment RYR3 6263 37 15 33954496 33954496 Missense_Mutation SNP C T 21 36 c.4765C>T c.(4765-4767)CTC>TTC p.L1589F



Pat_01 Pre-Treatment EIF2AK4 440275 37 15 40241377 40241377 Missense_Mutation SNP C T 206 505 c.421C>T c.(421-423)CCT>TCT p.P141S

Pat_01 Pre-Treatment PLA2G4F 255189 37 15 42442639 42442639 Missense_Mutation SNP C T 56 113 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_01 Pre-Treatment CGNL1 84952 37 15 57730330 57730330 Missense_Mutation SNP C T 105 259 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_01 Pre-Treatment CGNL1 84952 37 15 57731143 57731143 Missense_Mutation SNP G A 76 163 c.946G>A c.(946-948)GAT>AAT p.D316N

Pat_01 Pre-Treatment NARG2 79664 37 15 60741638 60741638 Missense_Mutation SNP T C 126 312 c.1528A>G c.(1528-1530)ACA>GCA p.T510A

Pat_01 Pre-Treatment IQCH 64799 37 15 67681327 67681327 Missense_Mutation SNP G A 144 296 c.1615G>A c.(1615-1617)GCT>ACT p.A539T

Pat_01 Pre-Treatment C15orf17 57184 37 15 75198620 75198620 Missense_Mutation SNP T C 3 92 c.301A>G c.(301-303)AGG>GGG p.R101G

Pat_01 Pre-Treatment IL16 3603 37 15 81552144 81552144 Missense_Mutation SNP C T 158 107 c.344C>T c.(343-345)CCT>CTT p.P115L

Pat_01 Pre-Treatment RCCD1 91433 37 15 91504926 91504926 Missense_Mutation SNP A G 281 218 c.1058A>G c.(1057-1059)CAA>CGA p.Q353R

Pat_01 Pre-Treatment MCTP2 55784 37 15 94913329 94913329 Missense_Mutation SNP C T 74 120 c.1502C>T c.(1501-1503)TCC>TTC p.S501F

Pat_01 Pre-Treatment SOLH 6650 37 16 603470 603470 Missense_Mutation SNP C A 5 217 c.3215C>A c.(3214-3216)CCA>CAA p.P1072Q

Pat_01 Pre-Treatment CCDC78 124093 37 16 775481 775481 Missense_Mutation SNP G A 4 234 c.367C>T c.(367-369)CGG>TGG p.R123W

Pat_01 Pre-Treatment CACNA1H 8912 37 16 1270224 1270224 Missense_Mutation SNP G A 38 82 c.6292G>A c.(6292-6294)GAC>AAC p.D2098N

Pat_01 Pre-Treatment TELO2 9894 37 16 1556291 1556292 Missense_Mutation DNP CC TT 240 510 c.2087_2088CC>TTc.(2086-2088)GCC>GTT p.A696V

Pat_01 Pre-Treatment C16orf90 646174 37 16 3544626 3544626 Missense_Mutation SNP C T 58 94 c.298G>A c.(298-300)GCC>ACC p.A100T

Pat_01 Pre-Treatment GRIN2A 2903 37 16 9916133 9916133 Missense_Mutation SNP C T 92 379 c.2156G>A c.(2155-2157)AGC>AAC p.S719N

Pat_01 Pre-Treatment SRCAP 10847 37 16 30734010 30734010 Missense_Mutation SNP C T 504 75 c.3833C>T c.(3832-3834)TCG>TTG p.S1278L

Pat_01 Pre-Treatment PHKB 5257 37 16 47683017 47683017 Missense_Mutation SNP C T 126 44 c.1699C>T c.(1699-1701)CGC>TGC p.R567C

Pat_01 Pre-Treatment CES3 23491 37 16 66997147 66997147 Missense_Mutation SNP G A 6 461 c.148G>A c.(148-150)GTG>ATG p.V50M

Pat_01 Pre-Treatment HSD17B2 3294 37 16 82069273 82069273 Nonsense_Mutation SNP C T 225 321 c.244C>T c.(244-246)CAG>TAG p.Q82*

Pat_01 Pre-Treatment GGT6 124975 37 17 4462049 4462049 Missense_Mutation SNP C T 6 8 c.743G>A c.(742-744)CGA>CAA p.R248Q

Pat_01 Pre-Treatment SHBG 6462 37 17 7536230 7536230 Missense_Mutation SNP A T 37 49 c.1013A>T c.(1012-1014)AAC>ATC p.N338I

Pat_01 Pre-Treatment DNAH2 146754 37 17 7727448 7727448 Missense_Mutation SNP G A 136 210 c.11488G>A c.(11488-11490)GAT>AAT p.D3830N

Pat_01 Pre-Treatment MYH4 4622 37 17 10357171 10357171 Missense_Mutation SNP C T 199 315 c.2723G>A c.(2722-2724)AGA>AAA p.R908K

Pat_01 Pre-Treatment MYH4 4622 37 17 10359819 10359819 Missense_Mutation SNP C A 4 202 c.1951G>T c.(1951-1953)GTG>TTG p.V651L

Pat_01 Pre-Treatment MYH4 4622 37 17 10363572 10363572 Missense_Mutation SNP G A 210 235 c.1214C>T c.(1213-1215)CCC>CTC p.P405L

Pat_01 Pre-Treatment KCNJ12 3768 37 17 21319835 21319835 Missense_Mutation SNP G A 28 192 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_01 Pre-Treatment MYO18A 399687 37 17 27493378 27493378 Missense_Mutation SNP G A 133 174 c.581C>T c.(580-582)CCT>CTT p.P194L

Pat_01 Pre-Treatment SLFN11 91607 37 17 33679659 33679659 Missense_Mutation SNP C T 36 56 c.2422G>A c.(2422-2424)GAT>AAT p.D808N

Pat_01 Pre-Treatment PEX12 5193 37 17 33904992 33904992 Nonsense_Mutation SNP G A 5 316 c.49C>T c.(49-51)CAG>TAG p.Q17*

Pat_01 Pre-Treatment KRT20 54474 37 17 39036935 39036935 Missense_Mutation SNP T A 145 160 c.561A>T c.(559-561)AAA>AAT p.K187N

Pat_01 Pre-Treatment TTC25 83538 37 17 40101446 40101446 Missense_Mutation SNP G A 30 53 c.1115G>A c.(1114-1116)AGA>AAA p.R372K

Pat_01 Pre-Treatment ATP6V0A1 535 37 17 40642652 40642652 Missense_Mutation SNP C T 61 100 c.1171C>T c.(1171-1173)CCA>TCA p.P391S

Pat_01 Pre-Treatment RAMP2 10266 37 17 40914839 40914839 Nonsense_Mutation SNP G A 114 138 c.497G>A c.(496-498)TGG>TAG p.W166*

Pat_01 Pre-Treatment NSF 4905 37 17 44788422 44788422 Missense_Mutation SNP G A 4 240 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_01 Pre-Treatment TTLL6 284076 37 17 46862461 46862461 Missense_Mutation SNP G A 119 148 c.1864C>T c.(1864-1866)CCC>TCC p.P622S

Pat_01 Pre-Treatment UBE2Z 65264 37 17 46993463 46993463 Missense_Mutation SNP C T 43 75 c.604C>T c.(604-606)CCA>TCA p.P202S

Pat_01 Pre-Treatment WFIKKN2 124857 37 17 48918261 48918261 Missense_Mutation SNP G A 68 100 c.1612G>A c.(1612-1614)GCC>ACC p.A538T

Pat_01 Pre-Treatment PPM1E 22843 37 17 57046948 57046948 Missense_Mutation SNP G A 141 200 c.832G>A c.(832-834)GTA>ATA p.V278I

Pat_01 Pre-Treatment MRC2 9902 37 17 60766309 60766309 Nonsense_Mutation SNP C T 43 56 c.3322C>T c.(3322-3324)CAG>TAG p.Q1108*

Pat_01 Pre-Treatment CD300E 342510 37 17 72613523 72613523 Missense_Mutation SNP A G 70 110 c.122T>C c.(121-123)ATG>ACG p.M41T

Pat_01 Pre-Treatment DSC1 1823 37 18 28711805 28711805 Missense_Mutation SNP C T 52 78 c.2239G>A c.(2239-2241)GAA>AAA p.E747K

Pat_01 Pre-Treatment DSG2 1829 37 18 29104411 29104411 Missense_Mutation SNP G A 122 142 c.691G>A c.(691-693)GAA>AAA p.E231K

Pat_01 Pre-Treatment TCEB3B 51224 37 18 44560359 44560359 Missense_Mutation SNP G A 79 98 c.1277C>T c.(1276-1278)TCG>TTG p.S426L

Pat_01 Pre-Treatment DCC 1630 37 18 50432696 50432696 Missense_Mutation SNP C T 100 157 c.695C>T c.(694-696)TCA>TTA p.S232L

Pat_01 Pre-Treatment ALPK2 115701 37 18 56246968 56246968 Missense_Mutation SNP T C 140 233 c.1040A>G c.(1039-1041)AAC>AGC p.N347S

Pat_01 Pre-Treatment ZNF407 55628 37 18 72589239 72589239 Missense_Mutation SNP C T 126 132 c.4964C>T c.(4963-4965)CCG>CTG p.P1655L



Pat_01 Pre-Treatment MED16 10025 37 19 875420 875420 Missense_Mutation SNP G A 34 52 c.1595C>T c.(1594-1596)TCG>TTG p.S532L

Pat_01 Pre-Treatment WDR18 57418 37 19 984364 984365 Missense_Mutation DNP CC TT 28 29 c.11_12CC>TT c.(10-12)CCC>CTT p.P4L

Pat_01 Pre-Treatment ZNF556 80032 37 19 2878101 2878101 Missense_Mutation SNP C T 65 89 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_01 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 10 224 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_01 Pre-Treatment PTPRS 5802 37 19 5212427 5212427 Missense_Mutation SNP G A 26 28 c.4690C>T c.(4690-4692)CCA>TCA p.P1564S

Pat_01 Pre-Treatment RFX2 5990 37 19 6002814 6002814 Missense_Mutation SNP G A 4 69 c.1568C>T c.(1567-1569)GCG>GTG p.A523V

Pat_01 Pre-Treatment EMR1 2015 37 19 6908704 6908704 Missense_Mutation SNP C T 26 53 c.1043C>T c.(1042-1044)TCC>TTC p.S348F

Pat_01 Pre-Treatment FBN3 84467 37 19 8145902 8145902 Missense_Mutation SNP G A 63 73 c.7438C>T c.(7438-7440)CAC>TAC p.H2480Y

Pat_01 Pre-Treatment MUC16 94025 37 19 8959682 8959682 Missense_Mutation SNP C T 48 58 c.43450G>A c.(43450-43452)GAA>AAA p.E14484K

Pat_01 Pre-Treatment MUC16 94025 37 19 9013868 9013868 Missense_Mutation SNP G A 38 71 c.38522C>T c.(38521-38523)CCA>CTA p.P12841L

Pat_01 Pre-Treatment MUC16 94025 37 19 9016716 9016716 Missense_Mutation SNP C T 50 52 c.38021G>A c.(38020-38022)GGG>GAG p.G12674E

Pat_01 Pre-Treatment ZNF561 93134 37 19 9724705 9724705 Missense_Mutation SNP T A 130 171 c.316A>T c.(316-318)ATA>TTA p.I106L

Pat_01 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 7 249 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_01 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 8 90 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_01 Pre-Treatment IL27RA 9466 37 19 14157377 14157377 Missense_Mutation SNP A G 157 214 c.1088A>G c.(1087-1089)GAG>GGG p.E363G

Pat_01 Pre-Treatment NWD1 284434 37 19 16908555 16908555 Missense_Mutation SNP C T 139 368 c.3317C>T c.(3316-3318)TCG>TTG p.S1106L

Pat_01 Pre-Treatment UNC13A 23025 37 19 17743703 17743703 Missense_Mutation SNP G A 63 157 c.3580C>T c.(3580-3582)CGT>TGT p.R1194C

Pat_01 Pre-Treatment UNC13A 23025 37 19 17750670 17750671 Missense_Mutation DNP CC TT 79 268 .3098_3099GG>AAc.(3097-3099)CGG>CAA p.R1033Q

Pat_01 Pre-Treatment UPF1 5976 37 19 18961603 18961603 Missense_Mutation SNP C T 21 60 c.736C>T c.(736-738)CCC>TCC p.P246S

Pat_01 Pre-Treatment ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 5 93 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_01 Pre-Treatment ZNF99 7652 37 19 22939868 22939868 Missense_Mutation SNP C G 69 86 c.2463G>C c.(2461-2463)AAG>AAC p.K821N

Pat_01 Pre-Treatment UQCRFS1 7386 37 19 29698570 29698570 Missense_Mutation SNP G A 74 129 c.710C>T c.(709-711)CCT>CTT p.P237L

Pat_01 Pre-Treatment SLC7A9 11136 37 19 33355618 33355618 Missense_Mutation SNP G A 148 255 c.152C>T c.(151-153)TCC>TTC p.S51F

Pat_01 Pre-Treatment HPN 3249 37 19 35551596 35551596 Missense_Mutation SNP G A 153 179 c.686G>A c.(685-687)GGT>GAT p.G229D

Pat_01 Pre-Treatment NPHS1 4868 37 19 36322215 36322215 Missense_Mutation SNP C T 108 158 c.3370G>A c.(3370-3372)GAC>AAC p.D1124N

Pat_01 Pre-Treatment NPHS1 4868 37 19 36333452 36333452 Missense_Mutation SNP C T 73 99 c.2335G>A c.(2335-2337)GGA>AGA p.G779R

Pat_01 Pre-Treatment ZNF585B 92285 37 19 37677499 37677499 Nonsense_Mutation SNP G A 202 308 c.940C>T c.(940-942)CAG>TAG p.Q314*

Pat_01 Pre-Treatment CATSPERG 57828 37 19 38850110 38850110 Missense_Mutation SNP C A 4 217 c.1497C>A c.(1495-1497)AGC>AGA p.S499R

Pat_01 Pre-Treatment ZNF283 284349 37 19 44351759 44351759 Missense_Mutation SNP A C 4 111 c.1006A>C c.(1006-1008)AAA>CAA p.K336Q

Pat_01 Pre-Treatment ZNF229 7772 37 19 44933887 44933888 Missense_Mutation DNP CC TT 141 239 .1068_1069GG>AA066-1071)AAGGGG>AAAA p.G357R

Pat_01 Pre-Treatment KLC3 147700 37 19 45852115 45852115 Missense_Mutation SNP G A 6 20 c.905G>A c.(904-906)GGG>GAG p.G302E

Pat_01 Pre-Treatment IRF2BP1 26145 37 19 46388908 46388908 Missense_Mutation SNP G T 3 47 c.125C>A c.(124-126)GCG>GAG p.A42E

Pat_01 Pre-Treatment FAM83E 54854 37 19 49104526 49104526 Missense_Mutation SNP G A 17 32 c.1277C>T c.(1276-1278)CCG>CTG p.P426L

Pat_01 Pre-Treatment GYS1 2997 37 19 49472621 49472621 Missense_Mutation SNP G A 3 33 c.2138C>T c.(2137-2139)ACG>ATG p.T713M

Pat_01 Pre-Treatment MED25 81857 37 19 50335400 50335400 Missense_Mutation SNP C T 54 79 c.1360C>T c.(1360-1362)CCC>TCC p.P454S

Pat_01 Pre-Treatment SPIB 6689 37 19 50926223 50926223 Missense_Mutation SNP G A 171 187 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_01 Pre-Treatment SHANK1 50944 37 19 51191261 51191261 Missense_Mutation SNP G A 143 178 c.2227C>T c.(2227-2229)CGC>TGC p.R743C

Pat_01 Pre-Treatment GPR32 2854 37 19 51274491 51274491 Missense_Mutation SNP G A 52 92 c.634G>A c.(634-636)GGA>AGA p.G212R

Pat_01 Pre-Treatment KLK5 25818 37 19 51451976 51451976 Missense_Mutation SNP T C 4 212 c.646A>G c.(646-648)AGG>GGG p.R216G

Pat_01 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 4 83 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_01 Pre-Treatment LILRB5 10990 37 19 54759200 54759200 Missense_Mutation SNP G A 83 146 c.901C>T c.(901-903)CTC>TTC p.L301F

Pat_01 Pre-Treatment NLRP2 55655 37 19 55494049 55494049 Missense_Mutation SNP C T 42 38 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_01 Pre-Treatment USP29 57663 37 19 57642039 57642039 Missense_Mutation SNP G A 43 66 c.1996G>A c.(1996-1998)GGA>AGA p.G666R

Pat_01 Pre-Treatment C2orf39 92749 37 2 26663249 26663249 Missense_Mutation SNP C T 29 62 c.892C>T c.(892-894)CTT>TTT p.L298F

Pat_01 Pre-Treatment SRD5A2 6716 37 2 31756517 31756517 Missense_Mutation SNP C T 10 13 c.471G>A c.(469-471)ATG>ATA p.M157I

Pat_01 Pre-Treatment SOS1 6654 37 2 39213333 39213333 Missense_Mutation SNP G A 199 370 c.3634C>T c.(3634-3636)CCC>TCC p.P1212S

Pat_01 Pre-Treatment EFEMP1 2202 37 2 56108861 56108861 Missense_Mutation SNP C T 252 343 c.526G>A c.(526-528)GAG>AAG p.E176K



Pat_01 Pre-Treatment FAM161A 84140 37 2 62081080 62081080 Missense_Mutation SNP C T 63 75 c.97G>A c.(97-99)GAA>AAA p.E33K

Pat_01 Pre-Treatment REV1 51455 37 2 100020202 100020203 Missense_Mutation DNP CT TC 167 258 .3121_3122AG>GAc.(3121-3123)AGG>GAG p.R1041E

Pat_01 Pre-Treatment DBI 1622 37 2 120128380 120128380 Splice_Site SNP T C 3 118 c.190_splice c.e3+2 p.G64_splice

Pat_01 Pre-Treatment ARHGAP15 55843 37 2 144276883 144276883 Missense_Mutation SNP C T 155 231 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_01 Pre-Treatment NEB 4703 37 2 152518729 152518729 Missense_Mutation SNP G A 82 86 c.5890C>T c.(5890-5892)CCA>TCA p.P1964S

Pat_01 Pre-Treatment CACNB4 785 37 2 152727103 152727103 Missense_Mutation SNP T G 42 69 c.641A>C c.(640-642)GAT>GCT p.D214A

Pat_01 Pre-Treatment TANC1 85461 37 2 160087464 160087464 Missense_Mutation SNP C A 4 194 c.5527C>A c.(5527-5529)CAC>AAC p.H1843N

Pat_01 Pre-Treatment BAZ2B 29994 37 2 160242971 160242971 Nonsense_Mutation SNP G A 242 302 c.3364C>T c.(3364-3366)CAA>TAA p.Q1122*

Pat_01 Pre-Treatment KCNH7 90134 37 2 163693083 163693083 Missense_Mutation SNP C T 71 122 c.271G>A c.(271-273)GAG>AAG p.E91K

Pat_01 Pre-Treatment SCN3A 6328 37 2 165946757 165946757 Missense_Mutation SNP G A 16 29 c.5906C>T c.(5905-5907)TCC>TTC p.S1969F

Pat_01 Pre-Treatment LRP2 4036 37 2 170042104 170042104 Missense_Mutation SNP C G 23 375 c.9754G>C c.(9754-9756)GAG>CAG p.E3252Q

Pat_01 Pre-Treatment PPIG 9360 37 2 170463619 170463619 Missense_Mutation SNP G A 214 364 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_01 Pre-Treatment OSBPL6 114880 37 2 179213981 179213981 Missense_Mutation SNP C T 359 441 c.1018C>T c.(1018-1020)CGC>TGC p.R340C

Pat_01 Pre-Treatment TTN 7273 37 2 179426716 179426716 Missense_Mutation SNP A T 29 43 c.76439T>A c.(76438-76440)ATT>AAT p.I25480N

Pat_01 Pre-Treatment TTN 7273 37 2 179612027 179612027 Missense_Mutation SNP C T 91 136 c.15100G>A c.(15100-15102)GAA>AAA p.E5034K

Pat_01 Pre-Treatment TTN 7273 37 2 179613066 179613066 Missense_Mutation SNP C T 111 166 c.14061G>A c.(14059-14061)ATG>ATA p.M4687I

Pat_01 Pre-Treatment WDR12 55759 37 2 203757384 203757384 Nonsense_Mutation SNP G A 99 147 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_01 Pre-Treatment WDR12 55759 37 2 203760919 203760919 Missense_Mutation SNP T C 46 62 c.478A>G c.(478-480)AGT>GGT p.S160G

Pat_01 Pre-Treatment ABCA12 26154 37 2 215866284 215866284 Missense_Mutation SNP C T 191 252 c.2861G>A c.(2860-2862)GGA>GAA p.G954E

Pat_01 Pre-Treatment ALPI 248 37 2 233323569 233323569 Splice_Site SNP G A 23 18 c.1301_splice c.e11-1 p.G434_splice

Pat_01 Pre-Treatment DNAJB3 414061 37 2 234652346 234652346 Missense_Mutation SNP C T 201 208 c.217G>A c.(217-219)GCG>ACG p.A73T

Pat_01 Pre-Treatment COL6A3 1293 37 2 238267865 238267865 Missense_Mutation SNP C T 143 255 c.6338G>A c.(6337-6339)GGT>GAT p.G2113D

Pat_01 Pre-Treatment DEFB125 245938 37 20 76798 76798 Missense_Mutation SNP C T 292 385 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_01 Pre-Treatment PLCB4 5332 37 20 9404512 9404512 Missense_Mutation SNP C T 115 92 c.2401C>T c.(2401-2403)CTT>TTT p.L801F

Pat_01 Pre-Treatment PAK7 57144 37 20 9561331 9561331 Missense_Mutation SNP G A 288 379 c.451C>T c.(451-453)CTC>TTC p.L151F

Pat_01 Pre-Treatment CBFA2T2 9139 37 20 32194875 32194875 Missense_Mutation SNP C T 124 148 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_01 Pre-Treatment C20orf111 51526 37 20 42825898 42825898 Missense_Mutation SNP G A 85 116 c.673C>T c.(673-675)CCC>TCC p.P225S

Pat_01 Pre-Treatment TSHZ2 128553 37 20 51872939 51872939 Missense_Mutation SNP C T 59 98 c.2942C>T c.(2941-2943)CCA>CTA p.P981L

Pat_01 Pre-Treatment KCNQ2 3785 37 20 62039819 62039819 Missense_Mutation SNP C T 22 30 c.1834G>A c.(1834-1836)GAG>AAG p.E612K

Pat_01 Pre-Treatment TPTE 7179 37 21 10942755 10942755 Missense_Mutation SNP C T 197 614 c.686G>A c.(685-687)CGA>CAA p.R229Q

Pat_01 Pre-Treatment KRTAP10-8 386681 37 21 46032171 46032171 Missense_Mutation SNP G A 122 279 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_01 Pre-Treatment PCNT 5116 37 21 47836365 47836365 Missense_Mutation SNP C T 187 417 c.6533C>T c.(6532-6534)CCC>CTC p.P2178L

Pat_01 Pre-Treatment POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 76 669 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_01 Pre-Treatment CCT8L2 150160 37 22 17072146 17072147 Missense_Mutation DNP CC TT 41 89 .1294_1295GG>AAc.(1294-1296)GGG>AAG p.G432K

Pat_01 Pre-Treatment RTN4R 65078 37 22 20229672 20229672 Missense_Mutation SNP C G 33 42 c.984G>C c.(982-984)GAG>GAC p.E328D

Pat_01 Pre-Treatment EMID1 129080 37 22 29630293 29630293 Splice_Site SNP G A 47 63 c.1024_splice c.e12-1 p.G342_splice

Pat_01 Pre-Treatment MTMR3 8897 37 22 30415933 30415933 Missense_Mutation SNP C T 183 195 c.2285C>T c.(2284-2286)TCA>TTA p.S762L

Pat_01 Pre-Treatment DEPDC5 9681 37 22 32200858 32200858 Missense_Mutation SNP C T 309 347 c.1174C>T c.(1174-1176)CGT>TGT p.R392C

Pat_01 Pre-Treatment RASD2 23551 37 22 35947904 35947904 Missense_Mutation SNP G A 81 89 c.626G>A c.(625-627)GGT>GAT p.G209D

Pat_01 Pre-Treatment TUBGCP6 85378 37 22 50659166 50659166 Missense_Mutation SNP T C 5 286 c.3622A>G c.(3622-3624)ACC>GCC p.T1208A

Pat_01 Pre-Treatment ITPR1 3708 37 3 4725218 4725218 Missense_Mutation SNP C T 91 87 c.3283C>T c.(3283-3285)CTC>TTC p.L1095F

Pat_01 Pre-Treatment IL17RC 84818 37 3 9970171 9970171 Splice_Site SNP G A 5 424 c.1272_splice c.e11+1 p.D424_splice

Pat_01 Pre-Treatment FGD5 152273 37 3 14974174 14974174 Missense_Mutation SNP C T 131 209 c.4288C>T c.(4288-4290)CAC>TAC p.H1430Y

Pat_01 Pre-Treatment ZNF385D 79750 37 3 21478603 21478603 Missense_Mutation SNP C T 114 163 c.532G>A c.(532-534)GAA>AAA p.E178K

Pat_01 Pre-Treatment TRANK1 9881 37 3 36893807 36893807 Missense_Mutation SNP C T 13 15 c.2797G>A c.(2797-2799)GAT>AAT p.D933N

Pat_01 Pre-Treatment VILL 50853 37 3 38043308 38043308 Missense_Mutation SNP C A 74 136 c.1436C>A c.(1435-1437)CCC>CAC p.P479H

Pat_01 Pre-Treatment DLEC1 9940 37 3 38134291 38134292 Missense_Mutation DNP CC TT 94 190 c.1676_1677CC>TT c.(1675-1677)TCC>TTT p.S559F



Pat_01 Pre-Treatment SCN10A 6336 37 3 38740026 38740026 Missense_Mutation SNP G A 100 135 c.4685C>T c.(4684-4686)TCA>TTA p.S1562L

Pat_01 Pre-Treatment MYRIP 25924 37 3 40251444 40251444 Missense_Mutation SNP G A 85 105 c.1765G>A c.(1765-1767)GAG>AAG p.E589K

Pat_01 Pre-Treatment TRAK1 22906 37 3 42243999 42243999 Missense_Mutation SNP G A 52 49 c.1499G>A c.(1498-1500)AGG>AAG p.R500K

Pat_01 Pre-Treatment CCR1 1230 37 3 46244880 46244880 Missense_Mutation SNP G A 80 87 c.925C>T c.(925-927)CGG>TGG p.R309W

Pat_01 Pre-Treatment KLHL18 23276 37 3 47324519 47324519 Missense_Mutation SNP A T 32 33 c.64A>T c.(64-66)AGT>TGT p.S22C

Pat_01 Pre-Treatment BSN 8927 37 3 49689975 49689975 Missense_Mutation SNP C T 47 87 c.2986C>T c.(2986-2988)CCC>TCC p.P996S

Pat_01 Pre-Treatment OR5H15 403274 37 3 97887907 97887907 Missense_Mutation SNP C T 227 300 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_01 Pre-Treatment COL8A1 1295 37 3 99514930 99514930 Missense_Mutation SNP G A 86 95 c.2185G>A c.(2185-2187)GGG>AGG p.G729R

Pat_01 Pre-Treatment HHLA2 11148 37 3 108072466 108072466 Missense_Mutation SNP C T 88 125 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_01 Pre-Treatment C3orf30 152405 37 3 118865259 118865259 Missense_Mutation SNP G A 83 114 c.223G>A c.(223-225)GTA>ATA p.V75I

Pat_01 Pre-Treatment PARP9 83666 37 3 122278457 122278457 Missense_Mutation SNP G A 185 311 c.11C>T c.(10-12)TCC>TTC p.S4F

Pat_01 Pre-Treatment FAIM 55179 37 3 138340328 138340328 Missense_Mutation SNP G A 118 132 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_01 Pre-Treatment PLSCR4 57088 37 3 145912973 145912973 Missense_Mutation SNP G A 157 148 c.883C>T c.(883-885)CAC>TAC p.H295Y

Pat_01 Pre-Treatment SLC2A2 6514 37 3 170716922 170716922 Missense_Mutation SNP G A 132 161 c.1102C>T c.(1102-1104)CTC>TTC p.L368F

Pat_01 Pre-Treatment TNFSF10 8743 37 3 172227075 172227075 Missense_Mutation SNP C T 77 108 c.350G>A c.(349-351)AGA>AAA p.R117K

Pat_01 Pre-Treatment KCNMB2 10242 37 3 178545976 178545976 Missense_Mutation SNP G A 177 220 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_01 Pre-Treatment EPHB3 2049 37 3 184290328 184290328 Missense_Mutation SNP C T 105 149 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_01 Pre-Treatment TP63 8626 37 3 189586470 189586470 Missense_Mutation SNP C T 156 212 c.1094C>T c.(1093-1095)TCG>TTG p.S365L

Pat_01 Pre-Treatment PPARGC1A 10891 37 4 23815370 23815370 Missense_Mutation SNP G A 69 101 c.1736C>T c.(1735-1737)TCC>TTC p.S579F

Pat_01 Pre-Treatment CCKAR 886 37 4 26483678 26483678 Missense_Mutation SNP C T 127 199 c.869G>A c.(868-870)AGC>AAC p.S290N

Pat_01 Pre-Treatment TLR10 81793 37 4 38777051 38777051 Missense_Mutation SNP T G 79 111 c.161A>C c.(160-162)GAT>GCT p.D54A

Pat_01 Pre-Treatment SHISA3 152573 37 4 42403461 42403461 Missense_Mutation SNP C T 136 141 c.710C>T c.(709-711)TCC>TTC p.S237F

Pat_01 Pre-Treatment GABRA2 2555 37 4 46307695 46307695 Nonsense_Mutation SNP C T 67 82 c.593G>A c.(592-594)TGG>TAG p.W198*

Pat_01 Pre-Treatment CORIN 10699 37 4 47647188 47647188 Missense_Mutation SNP C T 135 248 c.1867G>A c.(1867-1869)GAA>AAA p.E623K

Pat_01 Pre-Treatment OCIAD2 132299 37 4 48901867 48901867 Missense_Mutation SNP C T 102 176 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_01 Pre-Treatment LNX1 84708 37 4 54364972 54364972 Missense_Mutation SNP T A 102 161 c.814A>T c.(814-816)ATT>TTT p.I272F

Pat_01 Pre-Treatment LPHN3 23284 37 4 62903453 62903453 Missense_Mutation SNP G A 120 180 c.3392G>A c.(3391-3393)CGA>CAA p.R1131Q

Pat_01 Pre-Treatment UGT2B10 7365 37 4 69693259 69693259 Missense_Mutation SNP G A 201 331 c.1300G>A c.(1300-1302)GAT>AAT p.D434N

Pat_01 Pre-Treatment UGT2B7 7364 37 4 69962580 69962580 Missense_Mutation SNP A T 34 29 c.342A>T c.(340-342)GAA>GAT p.E114D

Pat_01 Pre-Treatment ANKRD17 26057 37 4 73984530 73984530 Missense_Mutation SNP T C 246 361 c.4063A>G c.(4063-4065)ACT>GCT p.T1355A

Pat_01 Pre-Treatment GK2 2712 37 4 80327902 80327902 Missense_Mutation SNP C T 156 214 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_01 Pre-Treatment HERC5 51191 37 4 89425504 89425504 Missense_Mutation SNP C T 71 146 c.2704C>T c.(2704-2706)CCC>TCC p.P902S

Pat_01 Pre-Treatment UNC5C 8633 37 4 96104089 96104089 Missense_Mutation SNP C T 168 234 c.2410G>A c.(2410-2412)GGA>AGA p.G804R

Pat_01 Pre-Treatment EGF 1950 37 4 110921002 110921002 Missense_Mutation SNP G A 196 237 c.3173G>A c.(3172-3174)AGG>AAG p.R1058K

Pat_01 Pre-Treatment PITX2 5308 37 4 111542415 111542415 Missense_Mutation SNP C T 64 99 c.295G>A c.(295-297)GAG>AAG p.E99K

Pat_01 Pre-Treatment DCHS2 54798 37 4 155157358 155157358 Missense_Mutation SNP G A 212 287 c.7081C>T c.(7081-7083)CAT>TAT p.H2361Y

Pat_01 Pre-Treatment DCHS2 54798 37 4 155298407 155298407 Missense_Mutation SNP C T 102 173 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_01 Pre-Treatment CLCN3 1182 37 4 170613292 170613292 Missense_Mutation SNP A T 144 186 c.757A>T c.(757-759)ATC>TTC p.I253F

Pat_01 Pre-Treatment ASB5 140458 37 4 177190238 177190238 Missense_Mutation SNP G A 93 162 c.22C>T c.(22-24)CGG>TGG p.R8W

Pat_01 Pre-Treatment ODZ3 55714 37 4 183652119 183652119 Missense_Mutation SNP C T 64 116 c.2794C>T c.(2794-2796)CCA>TCA p.P932S

Pat_01 Pre-Treatment CAPSL 133690 37 5 35904702 35904702 Missense_Mutation SNP G A 179 261 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_01 Pre-Treatment HEATR7B2 133558 37 5 41042300 41042300 Nonsense_Mutation SNP C T 5 15 c.1847G>A c.(1846-1848)TGG>TAG p.W616*

Pat_01 Pre-Treatment C5orf34 375444 37 5 43509374 43509374 Missense_Mutation SNP G A 105 145 c.68C>T c.(67-69)TCC>TTC p.S23F

Pat_01 Pre-Treatment NNT 23530 37 5 43704409 43704409 Missense_Mutation SNP C A 6 535 c.3164C>A c.(3163-3165)CCA>CAA p.P1055Q

Pat_01 Pre-Treatment SKIV2L2 23517 37 5 54662656 54662656 Missense_Mutation SNP C T 212 282 c.1763C>T c.(1762-1764)TCC>TTC p.S588F

Pat_01 Pre-Treatment MAST4 375449 37 5 66460811 66460812 Missense_Mutation DNP CC AT 20 29 c.5237_5238CC>ATc.(5236-5238)CCC>CAT p.P1746H

Pat_01 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 263 c.427G>C c.(427-429)GAG>CAG p.E143Q



Pat_01 Pre-Treatment C5orf13 9315 37 5 111066622 111066622 Missense_Mutation SNP A G 197 260 c.203T>C c.(202-204)TTT>TCT p.F68S

Pat_01 Pre-Treatment SLC27A6 28965 37 5 128364084 128364084 Missense_Mutation SNP G A 118 130 c.1501G>A c.(1501-1503)GGA>AGA p.G501R

Pat_01 Pre-Treatment ACSL6 23305 37 5 131308419 131308419 Nonsense_Mutation SNP G A 116 218 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_01 Pre-Treatment PCDHB10 56126 37 5 140574481 140574481 Missense_Mutation SNP G A 54 88 c.2356G>A c.(2356-2358)GAA>AAA p.E786K

Pat_01 Pre-Treatment PCDHGA2 56113 37 5 140718983 140718983 Missense_Mutation SNP G A 160 184 c.445G>A c.(445-447)GGA>AGA p.G149R

Pat_01 Pre-Treatment PCDHGA2 56113 37 5 140720289 140720289 Missense_Mutation SNP C T 238 298 c.1751C>T c.(1750-1752)CCC>CTC p.P584L

Pat_01 Pre-Treatment PCDHGA8 9708 37 5 140772898 140772898 Missense_Mutation SNP G A 138 167 c.518G>A c.(517-519)AGC>AAC p.S173N

Pat_01 Pre-Treatment GRIA1 2890 37 5 153144170 153144170 Missense_Mutation SNP G A 45 66 c.2000G>A c.(1999-2001)GGA>GAA p.G667E

Pat_01 Pre-Treatment HAVCR2 84868 37 5 156514235 156514235 Missense_Mutation SNP C T 72 120 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_01 Pre-Treatment LSM11 134353 37 5 157182040 157182040 Missense_Mutation SNP C T 92 101 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_01 Pre-Treatment GABRP 2568 37 5 170239094 170239094 Missense_Mutation SNP G A 168 153 c.1155G>A c.(1153-1155)ATG>ATA p.M385I

Pat_01 Pre-Treatment COL23A1 91522 37 5 177689243 177689244 Missense_Mutation DNP CC TT 11 16 c.649_650GG>AA c.(649-651)GGA>AAA p.G217K

Pat_01 Pre-Treatment PECI 10455 37 6 4133937 4133937 Missense_Mutation SNP T C 4 312 c.59A>G c.(58-60)CAG>CGG p.Q20R

Pat_01 Pre-Treatment ATXN1 6310 37 6 16327485 16327485 Missense_Mutation SNP G A 138 304 c.1057C>T c.(1057-1059)CCT>TCT p.P353S

Pat_01 Pre-Treatment ZNF184 7738 37 6 27419417 27419417 Missense_Mutation SNP G A 108 195 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_01 Pre-Treatment MDC1 9656 37 6 30672158 30672158 Missense_Mutation SNP G A 464 297 c.4802C>T c.(4801-4803)ACA>ATA p.T1601I

Pat_01 Pre-Treatment BAT2 7916 37 6 31595857 31595857 Missense_Mutation SNP C T 219 396 c.1606C>T c.(1606-1608)CCA>TCA p.P536S

Pat_01 Pre-Treatment BAT3 7917 37 6 31612903 31612903 Missense_Mutation SNP G A 182 428 c.1207C>T c.(1207-1209)CCT>TCT p.P403S

Pat_01 Pre-Treatment LY6G6F 259215 37 6 31685384 31685384 Missense_Mutation SNP C T 240 603 c.952C>T c.(952-954)CCA>TCA p.P318S

Pat_01 Pre-Treatment C2 717 37 6 31903781 31903781 Missense_Mutation SNP G A 100 239 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_01 Pre-Treatment TNXB 7148 37 6 32029318 32029318 Missense_Mutation SNP C T 89 209 c.7348G>A c.(7348-7350)GGG>AGG p.G2450R

Pat_01 Pre-Treatment TNXB 7148 37 6 32038093 32038093 Missense_Mutation SNP G A 23 64 c.5089C>T c.(5089-5091)CCT>TCT p.P1697S

Pat_01 Pre-Treatment HLA-DMB 3109 37 6 32903140 32903140 Missense_Mutation SNP G A 335 269 c.754C>T c.(754-756)CCT>TCT p.P252S

Pat_01 Pre-Treatment FKBP5 2289 37 6 35545009 35545009 Missense_Mutation SNP G T 6 616 c.1028C>A c.(1027-1029)GCC>GAC p.A343D

Pat_01 Pre-Treatment FGD2 221472 37 6 36988331 36988331 Missense_Mutation SNP G A 16 70 c.1137G>A c.(1135-1137)ATG>ATA p.M379I

Pat_01 Pre-Treatment AARS2 57505 37 6 44275040 44275040 Missense_Mutation SNP C T 4 151 c.986G>A c.(985-987)CGC>CAC p.R329H

Pat_01 Pre-Treatment PGK2 5232 37 6 49753750 49753750 Missense_Mutation SNP T A 7 603 c.1151A>T c.(1150-1152)AAC>ATC p.N384I

Pat_01 Pre-Treatment IL17F 112744 37 6 52103546 52103546 Missense_Mutation SNP G A 69 68 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_01 Pre-Treatment FAM83B 222584 37 6 54804808 54804808 Missense_Mutation SNP G A 68 126 c.1039G>A c.(1039-1041)GAA>AAA p.E347K

Pat_01 Pre-Treatment COL21A1 81578 37 6 55935569 55935569 Missense_Mutation SNP C T 29 42 c.1993G>A c.(1993-1995)GGG>AGG p.G665R

Pat_01 Pre-Treatment SMAP1 60682 37 6 71570002 71570002 Missense_Mutation SNP T G 195 171 c.1369T>G c.(1369-1371)TCA>GCA p.S457A

Pat_01 Pre-Treatment FILIP1 27145 37 6 76063340 76063340 Missense_Mutation SNP C T 174 208 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_01 Pre-Treatment CASP8AP2 9994 37 6 90577172 90577172 Missense_Mutation SNP C T 86 16 c.4163C>T c.(4162-4164)CCA>CTA p.P1388L

Pat_01 Pre-Treatment GJA10 84694 37 6 90604719 90604719 Missense_Mutation SNP C T 256 42 c.532C>T c.(532-534)CTC>TTC p.L178F

Pat_01 Pre-Treatment AIM1 202 37 6 107016361 107016361 Missense_Mutation SNP G A 161 39 c.5092G>A c.(5092-5094)GAT>AAT p.D1698N

Pat_01 Pre-Treatment RFX6 222546 37 6 117248438 117248438 Missense_Mutation SNP C T 147 31 c.2134C>T c.(2134-2136)CAC>TAC p.H712Y

Pat_01 Pre-Treatment ROS1 6098 37 6 117730754 117730754 Missense_Mutation SNP C T 65 23 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_01 Pre-Treatment CLDN20 49861 37 6 155596924 155596924 Missense_Mutation SNP C A 4 236 c.71C>A c.(70-72)GCC>GAC p.A24D

Pat_01 Pre-Treatment RADIL 55698 37 7 4841376 4841376 Missense_Mutation SNP G A 24 35 c.2750C>T c.(2749-2751)CCC>CTC p.P917L

Pat_01 Pre-Treatment PRPS1L1 221823 37 7 18066867 18066867 Missense_Mutation SNP G A 106 142 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_01 Pre-Treatment CREB5 9586 37 7 28547317 28547317 Missense_Mutation SNP G A 167 243 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_01 Pre-Treatment C7orf10 79783 37 7 40900016 40900016 Missense_Mutation SNP G A 192 191 c.1255G>A c.(1255-1257)GAT>AAT p.D419N

Pat_01 Pre-Treatment HECW1 23072 37 7 43400569 43400569 Missense_Mutation SNP C T 84 132 c.545C>T c.(544-546)TCG>TTG p.S182L

Pat_01 Pre-Treatment TBRG4 9238 37 7 45144223 45144223 Missense_Mutation SNP G A 51 76 c.821C>T c.(820-822)CCC>CTC p.P274L

Pat_01 Pre-Treatment TNS3 64759 37 7 47451336 47451337 Missense_Mutation DNP CC TT 28 37 c.711_712GG>AA709-714)AAGGGA>AAAAG p.G238R

Pat_01 Pre-Treatment EGFR 1956 37 7 55266497 55266497 Missense_Mutation SNP G A 119 147 c.2789G>A c.(2788-2790)GGA>GAA p.G930E

Pat_01 Pre-Treatment ABCB4 5244 37 7 87060829 87060829 Missense_Mutation SNP C T 241 295 c.1784G>A c.(1783-1785)CGA>CAA p.R595Q



Pat_01 Pre-Treatment SAMD9 54809 37 7 92735311 92735311 Missense_Mutation SNP C T 139 200 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_01 Pre-Treatment TRRAP 8295 37 7 98509757 98509757 Missense_Mutation SNP C T 159 231 c.2120C>T c.(2119-2121)TCC>TTC p.S707F

Pat_01 Pre-Treatment OR2AE1 81392 37 7 99473956 99473956 Missense_Mutation SNP C T 64 75 c.701G>A c.(700-702)AGA>AAA p.R234K

Pat_01 Pre-Treatment ZAN 7455 37 7 100371434 100371434 Missense_Mutation SNP A G 25 27 c.5725A>G c.(5725-5727)AAA>GAA p.K1909E

Pat_01 Pre-Treatment MUC17 140453 37 7 100686354 100686354 Missense_Mutation SNP C T 191 271 c.11657C>T c.(11656-11658)CCA>CTA p.P3886L

Pat_01 Pre-Treatment MOGAT3 346606 37 7 100839568 100839568 Missense_Mutation SNP C A 19 20 c.771G>T c.(769-771)AAG>AAT p.K257N

Pat_01 Pre-Treatment RELN 5649 37 7 103137012 103137012 Missense_Mutation SNP C T 167 222 c.9154G>A c.(9154-9156)GAA>AAA p.E3052K

Pat_01 Pre-Treatment PIK3CG 5294 37 7 106519963 106519963 Splice_Site SNP G A 98 156 c.2392_splice c.e6-1 p.I798_splice

Pat_01 Pre-Treatment SLC26A3 1811 37 7 107418680 107418680 Missense_Mutation SNP C T 68 107 c.1454G>A c.(1453-1455)GGG>GAG p.G485E

Pat_01 Pre-Treatment PTPRZ1 5803 37 7 121608040 121608040 Missense_Mutation SNP C T 108 131 c.160C>T c.(160-162)CCA>TCA p.P54S

Pat_01 Pre-Treatment SLC13A4 26266 37 7 135392875 135392875 Missense_Mutation SNP C T 217 252 c.352G>A c.(352-354)GCC>ACC p.A118T

Pat_01 Pre-Treatment KIAA1549 57670 37 7 138522701 138522701 Missense_Mutation SNP G A 57 105 c.5803C>T c.(5803-5805)CTC>TTC p.L1935F

Pat_01 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 225 175 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_01 Pre-Treatment KIAA1147 57189 37 7 141364740 141364740 Missense_Mutation SNP G A 4 96 c.1067C>T c.(1066-1068)GCT>GTT p.A356V

Pat_01 Pre-Treatment C7orf34 135927 37 7 142637618 142637618 Missense_Mutation SNP G A 212 426 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_01 Pre-Treatment CLCN1 1180 37 7 143036696 143036696 Missense_Mutation SNP G T 84 232 c.1564G>T c.(1564-1566)GGG>TGG p.G522W

Pat_01 Pre-Treatment SLC39A14 23516 37 8 22265980 22265980 Missense_Mutation SNP C A 3 60 c.428C>A c.(427-429)ACG>AAG p.T143K

Pat_01 Pre-Treatment DOCK5 80005 37 8 25253110 25253110 Nonsense_Mutation SNP G T 157 30 c.4579G>T c.(4579-4581)GAG>TAG p.E1527*

Pat_01 Pre-Treatment RP1 6101 37 8 55538849 55538849 Missense_Mutation SNP C T 45 59 c.2407C>T c.(2407-2409)CCT>TCT p.P803S

Pat_01 Pre-Treatment PREX2 80243 37 8 69000012 69000012 Missense_Mutation SNP T C 276 405 c.2081T>C c.(2080-2082)TTT>TCT p.F694S

Pat_01 Pre-Treatment ZFHX4 79776 37 8 77763772 77763772 Missense_Mutation SNP C T 46 54 c.4480C>T c.(4480-4482)CGT>TGT p.R1494C

Pat_01 Pre-Treatment SLC7A13 157724 37 8 87229869 87229869 Missense_Mutation SNP A G 185 221 c.1009T>C c.(1009-1011)TTT>CTT p.F337L

Pat_01 Pre-Treatment RGS22 26166 37 8 101020740 101020740 Missense_Mutation SNP C T 42 51 c.2224G>A c.(2224-2226)GAA>AAA p.E742K

Pat_01 Pre-Treatment TMEM74 157753 37 8 109796543 109796543 Missense_Mutation SNP C T 96 125 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_01 Pre-Treatment FER1L6 654463 37 8 124998329 124998329 Missense_Mutation SNP G A 55 115 c.1432G>A c.(1432-1434)GAA>AAA p.E478K

Pat_01 Pre-Treatment FAM135B 51059 37 8 139255192 139255192 Missense_Mutation SNP G A 102 140 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_01 Pre-Treatment PYCRL 65263 37 8 144689142 144689142 Missense_Mutation SNP G A 112 161 c.353C>T c.(352-354)TCT>TTT p.S118F

Pat_01 Pre-Treatment ZNF707 286075 37 8 144776319 144776320 Missense_Mutation DNP CC TT 10 12 c.735_736CC>TT733-738)GACCGC>GATTG p.R246C

Pat_01 Pre-Treatment IL33 90865 37 9 6251250 6251250 Missense_Mutation SNP G A 230 38 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_01 Pre-Treatment TAF1L 138474 37 9 32630610 32630610 Missense_Mutation SNP C T 235 36 c.4968G>A c.(4966-4968)ATG>ATA p.M1656I

Pat_01 Pre-Treatment GBA2 57704 37 9 35748472 35748472 Missense_Mutation SNP A G 181 27 c.230T>C c.(229-231)ATG>ACG p.M77T

Pat_01 Pre-Treatment PRUNE2 158471 37 9 79326061 79326061 Missense_Mutation SNP G A 28 52 c.1129C>T c.(1129-1131)CCC>TCC p.P377S

Pat_01 Pre-Treatment PHF2 5253 37 9 96422487 96422487 Missense_Mutation SNP C T 32 36 c.1343C>T c.(1342-1344)GCC>GTC p.A448V

Pat_01 Pre-Treatment HIATL1 84641 37 9 97207294 97207294 Missense_Mutation SNP G A 222 347 c.559G>A c.(559-561)GCA>ACA p.A187T

Pat_01 Pre-Treatment BAAT 570 37 9 104124894 104124894 Missense_Mutation SNP G A 96 91 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_01 Pre-Treatment OR13C4 138804 37 9 107288802 107288802 Nonsense_Mutation SNP G T 11 595 c.689C>A c.(688-690)TCG>TAG p.S230*

Pat_01 Pre-Treatment COL27A1 85301 37 9 117068933 117068934 Missense_Mutation DNP GG AA 45 108 .5072_5073GG>AAc.(5071-5073)AGG>AAA p.R1691K

Pat_01 Pre-Treatment TLR4 7099 37 9 120475271 120475271 Nonsense_Mutation SNP C T 91 194 c.865C>T c.(865-867)CGA>TGA p.R289*

Pat_01 Pre-Treatment OR1J2 26740 37 9 125273462 125273462 Missense_Mutation SNP C T 96 117 c.382C>T c.(382-384)CAC>TAC p.H128Y

Pat_01 Pre-Treatment OR1N2 138882 37 9 125316037 125316037 Missense_Mutation SNP G A 230 299 c.589G>A c.(589-591)GAT>AAT p.D197N

Pat_01 Pre-Treatment ABL1 25 37 9 133760646 133760646 Missense_Mutation SNP C T 185 191 c.2969C>T c.(2968-2970)TCG>TTG p.S990L

Pat_01 Pre-Treatment LAMC3 10319 37 9 133946908 133946908 Missense_Mutation SNP G A 43 175 c.3107G>A c.(3106-3108)GGG>GAG p.G1036E

Pat_01 Pre-Treatment ARHGAP6 395 37 X 11196354 11196354 Nonsense_Mutation SNP C A 25 1 c.1495G>T c.(1495-1497)GAA>TAA p.E499*

Pat_01 Pre-Treatment GSPT2 23708 37 X 51488398 51488398 Missense_Mutation SNP C T 156 10 c.1676C>T c.(1675-1677)TCC>TTC p.S559F

Pat_01 Pre-Treatment TCEAL6 158931 37 X 101395871 101395871 Missense_Mutation SNP C T 142 11 c.433G>A c.(433-435)GAT>AAT p.D145N

Pat_01 Pre-Treatment MUM1L1 139221 37 X 105450125 105450125 Missense_Mutation SNP G A 50 3 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_01 Pre-Treatment CAPN6 827 37 X 110491174 110491174 Missense_Mutation SNP G A 430 47 c.1531C>T c.(1531-1533)CGT>TGT p.R511C



Pat_01 Pre-Treatment GRIA3 2892 37 X 122459990 122459990 Missense_Mutation SNP G A 209 16 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_01 Pre-Treatment CXorf66 347487 37 X 139038701 139038701 Missense_Mutation SNP G A 332 41 c.440C>T c.(439-441)TCC>TTC p.S147F

Pat_01 Post-Resistance PUSL1 126789 37 1 1245090 1245090 Missense_Mutation SNP C T 4 19 c.503C>T c.(502-504)GCC>GTC p.A168V

Pat_01 Post-Resistance RER1 11079 37 1 2328642 2328642 Nonsense_Mutation SNP C T 102 269 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_01 Post-Resistance EXOSC10 5394 37 1 11129748 11129748 Missense_Mutation SNP C T 7 757 c.2356G>A c.(2356-2358)GAC>AAC p.D786N

Pat_01 Post-Resistance MTOR 2475 37 1 11259457 11259457 Missense_Mutation SNP G A 4 248 c.4111C>T c.(4111-4113)CCC>TCC p.P1371S

Pat_01 Post-Resistance PTCHD2 57540 37 1 11584007 11584007 Nonsense_Mutation SNP C T 25 50 c.2371C>T c.(2371-2373)CAG>TAG p.Q791*

Pat_01 Post-Resistance FBXO44 93611 37 1 11718444 11718444 Missense_Mutation SNP C T 59 201 c.386C>T c.(385-387)TCA>TTA p.S129L

Pat_01 Post-Resistance AADACL3 126767 37 1 12785574 12785574 Missense_Mutation SNP G A 39 121 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_01 Post-Resistance LOC649330 649330 37 1 12907868 12907868 Missense_Mutation SNP C T 47 325 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_01 Post-Resistance LOC440563 440563 37 1 13183695 13183695 Missense_Mutation SNP C T 33 86 c.178G>A c.(178-180)GAG>AAG p.E60K

Pat_01 Post-Resistance NBPF1 55672 37 1 16914254 16914254 Missense_Mutation SNP C T 36 464 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_01 Post-Resistance PADI3 51702 37 1 17593271 17593271 Missense_Mutation SNP C T 5 338 c.466C>T c.(466-468)CGT>TGT p.R156C

Pat_01 Post-Resistance PADI3 51702 37 1 17607200 17607200 Missense_Mutation SNP G A 4 309 c.1670G>A c.(1669-1671)CGG>CAG p.R557Q

Pat_01 Post-Resistance UBR4 23352 37 1 19449373 19449373 Missense_Mutation SNP G A 5 398 c.9770C>T c.(9769-9771)ACA>ATA p.T3257I

Pat_01 Post-Resistance MRTO4 51154 37 1 19584386 19584386 Missense_Mutation SNP C T 87 250 c.401C>T c.(400-402)ACT>ATT p.T134I

Pat_01 Post-Resistance NBPF3 84224 37 1 21798107 21798107 Missense_Mutation SNP G C 7 659 c.492G>C c.(490-492)CAG>CAC p.Q164H

Pat_01 Post-Resistance RAP1GAP 5909 37 1 21940528 21940529 Missense_Mutation DNP GT AA 13 61 c.345_346AC>TT(343-348)TCACTC>TCTTT p.L116F

Pat_01 Post-Resistance NIPAL3 57185 37 1 24790583 24790583 Missense_Mutation SNP C T 12 93 c.994C>T c.(994-996)CCC>TCC p.P332S

Pat_01 Post-Resistance ZNF683 257101 37 1 26691195 26691195 Missense_Mutation SNP G A 36 62 c.842C>T c.(841-843)ACC>ATC p.T281I

Pat_01 Post-Resistance KPNA6 23633 37 1 32627987 32627987 Missense_Mutation SNP C T 166 506 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_01 Post-Resistance TRIM62 55223 37 1 33625433 33625433 Missense_Mutation SNP C T 6 417 c.617G>A c.(616-618)CGC>CAC p.R206H

Pat_01 Post-Resistance GJA4 2701 37 1 35260770 35260770 Missense_Mutation SNP C T 21 80 c.956C>T c.(955-957)CCC>CTC p.P319L

Pat_01 Post-Resistance CSF3R 1441 37 1 36941122 36941122 Missense_Mutation SNP C T 20 72 c.217G>A c.(217-219)GGC>AGC p.G73S

Pat_01 Post-Resistance GRIK3 2899 37 1 37356679 37356679 Missense_Mutation SNP G A 7 616 c.134C>T c.(133-135)GCG>GTG p.A45V

Pat_01 Post-Resistance RSPO1 284654 37 1 38095330 38095330 Missense_Mutation SNP G A 4 92 c.4C>T c.(4-6)CGG>TGG p.R2W

Pat_01 Post-Resistance EPHA10 284656 37 1 38186225 38186225 Missense_Mutation SNP C T 3 31 c.2210G>A c.(2209-2211)CGG>CAG p.R737Q

Pat_01 Post-Resistance KIAA0754 643314 37 1 39879016 39879016 Missense_Mutation SNP A G 4 43 c.3079A>G c.(3079-3081)ACC>GCC p.T1027A

Pat_01 Post-Resistance CLDN19 149461 37 1 43203975 43203975 Missense_Mutation SNP G A 4 137 c.398C>T c.(397-399)ACT>ATT p.T133I

Pat_01 Post-Resistance MPL 4352 37 1 43804223 43804223 Missense_Mutation SNP C T 4 251 c.223C>T c.(223-225)CGT>TGT p.R75C

Pat_01 Post-Resistance KIAA0467 23334 37 1 43893276 43893276 Missense_Mutation SNP C T 66 189 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_01 Post-Resistance MAST2 23139 37 1 46463409 46463409 Missense_Mutation SNP G T 9 616 c.606G>T c.(604-606)TTG>TTT p.L202F

Pat_01 Post-Resistance FAAH 2166 37 1 46872027 46872027 Missense_Mutation SNP C T 24 103 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_01 Post-Resistance FAAH 2166 37 1 46876526 46876526 Missense_Mutation SNP G A 4 196 c.1316G>A c.(1315-1317)CGT>CAT p.R439H

Pat_01 Post-Resistance C8A 731 37 1 57383305 57383305 Missense_Mutation SNP A C 35 98 c.1671A>C c.(1669-1671)GAA>GAC p.E557D

Pat_01 Post-Resistance DAB1 1600 37 1 57480703 57480703 Nonsense_Mutation SNP G A 4 208 c.1297C>T c.(1297-1299)CAG>TAG p.Q433*

Pat_01 Post-Resistance MIER1 57708 37 1 67436559 67436559 Missense_Mutation SNP C T 89 222 c.841C>T c.(841-843)CTT>TTT p.L281F

Pat_01 Post-Resistance PALMD 54873 37 1 100152323 100152323 Missense_Mutation SNP C T 5 380 c.343C>T c.(343-345)CGG>TGG p.R115W

Pat_01 Post-Resistance COL11A1 1301 37 1 103404641 103404641 Missense_Mutation SNP C T 148 455 c.3388G>A c.(3388-3390)GAA>AAA p.E1130K

Pat_01 Post-Resistance SLC25A24 29957 37 1 108697685 108697685 Missense_Mutation SNP G A 5 381 c.742C>T c.(742-744)CGC>TGC p.R248C

Pat_01 Post-Resistance CSF1 1435 37 1 110467429 110467429 Missense_Mutation SNP C T 11 20 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_01 Post-Resistance OVGP1 5016 37 1 111957310 111957310 Missense_Mutation SNP G A 65 128 c.1813C>T c.(1813-1815)CCC>TCC p.P605S

Pat_01 Post-Resistance KCND3 3752 37 1 112525240 112525240 Missense_Mutation SNP G A 4 175 c.109C>T c.(109-111)CGG>TGG p.R37W

Pat_01 Post-Resistance MAGI3 260425 37 1 114157228 114157228 Missense_Mutation SNP C T 86 241 c.1024C>T c.(1024-1026)CCT>TCT p.P342S

Pat_01 Post-Resistance AMPD1 270 37 1 115217374 115217374 Missense_Mutation SNP T C 4 215 c.1799A>G c.(1798-1800)AAG>AGG p.K600R

Pat_01 Post-Resistance SYCP1 6847 37 1 115419372 115419372 Missense_Mutation SNP G A 3 14 c.742G>A c.(742-744)GAA>AAA p.E248K

Pat_01 Post-Resistance SPAG17 200162 37 1 118558629 118558629 Missense_Mutation SNP G A 70 192 c.4246C>T c.(4246-4248)CCA>TCA p.P1416S



Pat_01 Post-Resistance TXNIP 10628 37 1 145439827 145439827 Missense_Mutation SNP G T 43 405 c.373G>T c.(373-375)GTG>TTG p.V125L

Pat_01 Post-Resistance RORC 6097 37 1 151785723 151785723 Missense_Mutation SNP C T 166 655 c.1166G>A c.(1165-1167)CGA>CAA p.R389Q

Pat_01 Post-Resistance RPTN 126638 37 1 152128886 152128886 Missense_Mutation SNP C T 285 425 c.689G>A c.(688-690)CGG>CAG p.R230Q

Pat_01 Post-Resistance FLG2 388698 37 1 152329769 152329769 Nonsense_Mutation SNP G A 120 467 c.493C>T c.(493-495)CAA>TAA p.Q165*

Pat_01 Post-Resistance LCE1F 353137 37 1 152748887 152748887 Missense_Mutation SNP C T 79 229 c.40C>T c.(40-42)CCC>TCC p.P14S

Pat_01 Post-Resistance GATAD2B 57459 37 1 153788749 153788749 Missense_Mutation SNP C A 5 374 c.1216G>T c.(1216-1218)GGC>TGC p.G406C

Pat_01 Post-Resistance SLC39A1 27173 37 1 153935074 153935074 Missense_Mutation SNP G A 4 119 c.118C>T c.(118-120)CTC>TTC p.L40F

Pat_01 Post-Resistance RUSC1 23623 37 1 155292114 155292114 Missense_Mutation SNP G A 4 275 c.550G>A c.(550-552)GCC>ACC p.A184T

Pat_01 Post-Resistance PEAR1 375033 37 1 156874590 156874590 Missense_Mutation SNP C T 47 242 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_01 Post-Resistance PEAR1 375033 37 1 156880536 156880536 Splice_Site SNP G A 5 260 c.1951_splice c.e15+1 p.P651_splice

Pat_01 Post-Resistance CD1C 911 37 1 158261934 158261934 Missense_Mutation SNP G C 127 211 c.389G>C c.(388-390)GGC>GCC p.G130A

Pat_01 Post-Resistance OR10K2 391107 37 1 158389793 158389793 Missense_Mutation SNP C T 44 234 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_01 Post-Resistance OR6K6 128371 37 1 158725536 158725536 Missense_Mutation SNP T C 5 437 c.931T>C c.(931-933)TTT>CTT p.F311L

Pat_01 Post-Resistance OR10J3 441911 37 1 159283990 159283990 Missense_Mutation SNP G A 85 99 c.460C>T c.(460-462)CTT>TTT p.L154F

Pat_01 Post-Resistance COPA 1314 37 1 160302304 160302304 Missense_Mutation SNP G A 7 587 c.430C>T c.(430-432)CAC>TAC p.H144Y

Pat_01 Post-Resistance PAPPA2 60676 37 1 176734857 176734857 Missense_Mutation SNP C T 119 535 c.4207C>T c.(4207-4209)CAT>TAT p.H1403Y

Pat_01 Post-Resistance ASTN1 460 37 1 177001897 177001897 Missense_Mutation SNP G A 85 127 c.560C>T c.(559-561)CCG>CTG p.P187L

Pat_01 Post-Resistance CEP350 9857 37 1 180062348 180062348 Missense_Mutation SNP C T 6 23 c.7108C>T c.(7108-7110)CCT>TCT p.P2370S

Pat_01 Post-Resistance KIAA1614 57710 37 1 180886095 180886095 Missense_Mutation SNP G A 5 282 c.856G>A c.(856-858)GCT>ACT p.A286T

Pat_01 Post-Resistance KIAA1614 57710 37 1 180904393 180904393 Missense_Mutation SNP G A 3 36 c.1348G>A c.(1348-1350)GTG>ATG p.V450M

Pat_01 Post-Resistance LAMC2 3918 37 1 183209476 183209476 Missense_Mutation SNP T C 68 273 c.3278T>C c.(3277-3279)GTT>GCT p.V1093A

Pat_01 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 7 344 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_01 Post-Resistance NAV1 89796 37 1 201757704 201757704 Missense_Mutation SNP C T 166 256 c.3104C>T c.(3103-3105)TCC>TTC p.S1035F

Pat_01 Post-Resistance ATP2B4 493 37 1 203668653 203668653 Missense_Mutation SNP G A 6 382 c.457G>A c.(457-459)GCA>ACA p.A153T

Pat_01 Post-Resistance LAX1 54900 37 1 203743384 203743385 Nonsense_Mutation DNP GG TA 55 71 c.772_773GG>TA c.(772-774)GGA>TAA p.G258*

Pat_01 Post-Resistance ZC3H11A 9877 37 1 203821508 203821508 Nonsense_Mutation SNP C G 6 266 c.2414C>G c.(2413-2415)TCA>TGA p.S805*

Pat_01 Post-Resistance NUAK2 81788 37 1 205273092 205273092 Missense_Mutation SNP C T 24 40 c.1373G>A c.(1372-1374)GGC>GAC p.G458D

Pat_01 Post-Resistance CTSE 1510 37 1 206318358 206318358 Missense_Mutation SNP G A 4 180 c.116G>A c.(115-117)CGG>CAG p.R39Q

Pat_01 Post-Resistance LGTN 1939 37 1 206765163 206765163 Missense_Mutation SNP G A 219 325 c.1699C>T c.(1699-1701)CCT>TCT p.P567S

Pat_01 Post-Resistance ATF3 467 37 1 212791476 212791476 Missense_Mutation SNP C T 29 46 c.248C>T c.(247-249)CCT>CTT p.P83L

Pat_01 Post-Resistance FAM71A 149647 37 1 212799737 212799737 Missense_Mutation SNP C A 4 308 c.1518C>A c.(1516-1518)CAC>CAA p.H506Q

Pat_01 Post-Resistance OBSCN 84033 37 1 228456389 228456389 Missense_Mutation SNP G A 4 206 c.5020G>A c.(5020-5022)GTG>ATG p.V1674M

Pat_01 Post-Resistance FMN2 56776 37 1 240371107 240371107 Missense_Mutation SNP C T 76 470 c.2995C>T c.(2995-2997)CCT>TCT p.P999S

Pat_01 Post-Resistance FMN2 56776 37 1 240371239 240371239 Missense_Mutation SNP C T 9 307 c.3127C>T c.(3127-3129)CCT>TCT p.P1043S

Pat_01 Post-Resistance ZNF695 57116 37 1 247150500 247150500 Missense_Mutation SNP A T 4 112 c.1317T>A c.(1315-1317)GAT>GAA p.D439E

Pat_01 Post-Resistance OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 9 355 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_01 Post-Resistance OR14I1 401994 37 1 248845214 248845214 Missense_Mutation SNP C T 62 225 c.392G>A c.(391-393)AGA>AAA p.R131K

Pat_01 Post-Resistance FBXO18 84893 37 10 5948525 5948525 Missense_Mutation SNP C T 86 130 c.683C>T c.(682-684)CCG>CTG p.P228L

Pat_01 Post-Resistance PFKFB3 5209 37 10 6257204 6257204 Missense_Mutation SNP C A 4 165 c.223C>A c.(223-225)CGC>AGC p.R75S

Pat_01 Post-Resistance SEPHS1 22929 37 10 13361156 13361156 Missense_Mutation SNP C T 5 211 c.1165G>A c.(1165-1167)GGG>AGG p.G389R

Pat_01 Post-Resistance ACBD5 91452 37 10 27499796 27499796 Missense_Mutation SNP C A 5 398 c.1151G>T c.(1150-1152)CGG>CTG p.R384L

Pat_01 Post-Resistance KIAA1462 57608 37 10 30317681 30317681 Missense_Mutation SNP C T 66 168 c.1396G>A c.(1396-1398)GGA>AGA p.G466R

Pat_01 Post-Resistance NRP1 8829 37 10 33515181 33515181 Missense_Mutation SNP C T 4 152 c.1018G>A c.(1018-1020)GGG>AGG p.G340R

Pat_01 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 6 179 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_01 Post-Resistance LOC100129055 100129055 37 10 38466905 38466905 Splice_Site SNP T G 24 36 c.365_splice c.e2+2

Pat_01 Post-Resistance CTNNA3 29119 37 10 68381509 68381509 Missense_Mutation SNP C T 60 113 c.1315G>A c.(1315-1317)GAA>AAA p.E439K

Pat_01 Post-Resistance SGPL1 8879 37 10 72637040 72637040 Missense_Mutation SNP C T 4 232 c.1655C>T c.(1654-1656)ACC>ATC p.T552I



Pat_01 Post-Resistance DNAJB12 54788 37 10 74103148 74103148 Missense_Mutation SNP G T 3 31 c.535C>A c.(535-537)CCT>ACT p.P179T

Pat_01 Post-Resistance KCNMA1 3778 37 10 78708959 78708959 Missense_Mutation SNP C T 119 204 c.2650G>A c.(2650-2652)GAG>AAG p.E884K

Pat_01 Post-Resistance ZMIZ1 57178 37 10 81065994 81065994 Missense_Mutation SNP T C 3 112 c.2561T>C c.(2560-2562)ATC>ACC p.I854T

Pat_01 Post-Resistance NOC3L 64318 37 10 96099543 96099543 Missense_Mutation SNP G A 68 117 c.1915C>T c.(1915-1917)CCA>TCA p.P639S

Pat_01 Post-Resistance NOC3L 64318 37 10 96110005 96110006 Missense_Mutation DNP GG AA 118 289 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_01 Post-Resistance CYP2C8 1558 37 10 96829152 96829152 Missense_Mutation SNP G A 57 83 c.8C>T c.(7-9)CCT>CTT p.P3L

Pat_01 Post-Resistance DNMBP 23268 37 10 101715970 101715970 Missense_Mutation SNP G A 95 196 c.1261C>T c.(1261-1263)CAT>TAT p.H421Y

Pat_01 Post-Resistance CPN1 1369 37 10 101835766 101835766 Missense_Mutation SNP G A 98 129 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_01 Post-Resistance CYP17A1 1586 37 10 104593858 104593858 Missense_Mutation SNP C T 16 32 c.688G>A c.(688-690)GAA>AAA p.E230K

Pat_01 Post-Resistance SORCS3 22986 37 10 106970954 106970954 Missense_Mutation SNP C T 92 120 c.2321C>T c.(2320-2322)CCA>CTA p.P774L

Pat_01 Post-Resistance HABP2 3026 37 10 115335703 115335703 Missense_Mutation SNP C T 128 294 c.271C>T c.(271-273)CAT>TAT p.H91Y

Pat_01 Post-Resistance WDR11 55717 37 10 122649430 122649430 Missense_Mutation SNP G T 4 154 c.2252G>T c.(2251-2253)TGG>TTG p.W751L

Pat_01 Post-Resistance DMBT1 1755 37 10 124358346 124358346 Nonsense_Mutation SNP C T 219 410 c.3013C>T c.(3013-3015)CGA>TGA p.R1005*

Pat_01 Post-Resistance C11orf35 256329 37 11 558623 558623 Missense_Mutation SNP G A 3 30 c.302C>T c.(301-303)CCG>CTG p.P101L

Pat_01 Post-Resistance PHRF1 57661 37 11 607432 607432 Missense_Mutation SNP G C 4 219 c.1976G>C c.(1975-1977)CGC>CCC p.R659P

Pat_01 Post-Resistance LRDD 55367 37 11 801458 801458 Missense_Mutation SNP C T 3 25 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_01 Post-Resistance DUSP8 1850 37 11 1580220 1580220 Missense_Mutation SNP G A 3 43 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_01 Post-Resistance TH 7054 37 11 2186514 2186514 Nonsense_Mutation SNP G A 57 183 c.1375C>T c.(1375-1377)CAG>TAG p.Q459*

Pat_01 Post-Resistance TRPM5 29850 37 11 2428999 2428999 Missense_Mutation SNP C T 4 236 c.2926G>A c.(2926-2928)GCC>ACC p.A976T

Pat_01 Post-Resistance OR51G2 81282 37 11 4936318 4936318 Missense_Mutation SNP C A 22 142 c.576G>T c.(574-576)TTG>TTT p.L192F

Pat_01 Post-Resistance OR52E2 119678 37 11 5080830 5080830 Missense_Mutation SNP G A 83 281 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_01 Post-Resistance TRIM3 10612 37 11 6472620 6472620 Missense_Mutation SNP G A 5 326 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_01 Post-Resistance MRVI1 10335 37 11 10647848 10647848 Missense_Mutation SNP G A 21 24 c.1033C>T c.(1033-1035)CCG>TCG p.P345S

Pat_01 Post-Resistance CYP2R1 120227 37 11 14901879 14901879 Missense_Mutation SNP C T 46 109 c.803G>A c.(802-804)AGA>AAA p.R268K

Pat_01 Post-Resistance ABCC8 6833 37 11 17419957 17419957 Missense_Mutation SNP C T 4 180 c.3682G>A c.(3682-3684)GAA>AAA p.E1228K

Pat_01 Post-Resistance TSG101 7251 37 11 18524059 18524059 Missense_Mutation SNP G T 4 169 c.614C>A c.(613-615)CCT>CAT p.P205H

Pat_01 Post-Resistance NAV2 89797 37 11 20065564 20065564 Missense_Mutation SNP C T 85 239 c.3014C>T c.(3013-3015)TCC>TTC p.S1005F

Pat_01 Post-Resistance KCNA4 3739 37 11 30033313 30033313 Missense_Mutation SNP G A 49 177 c.913C>T c.(913-915)CCT>TCT p.P305S

Pat_01 Post-Resistance LMO2 4005 37 11 33881054 33881054 Missense_Mutation SNP G A 5 303 c.325C>T c.(325-327)CGG>TGG p.R109W

Pat_01 Post-Resistance MAPK8IP1 9479 37 11 45925551 45925551 Missense_Mutation SNP G A 4 259 c.1505G>A c.(1504-1506)CGA>CAA p.R502Q

Pat_01 Post-Resistance OR4A15 81328 37 11 55135721 55135721 Missense_Mutation SNP C T 111 237 c.362C>T c.(361-363)TCC>TTC p.S121F

Pat_01 Post-Resistance OR5D13 390142 37 11 55541751 55541751 Missense_Mutation SNP T C 35 97 c.838T>C c.(838-840)TAC>CAC p.Y280H

Pat_01 Post-Resistance OR8K5 219453 37 11 55927516 55927516 Missense_Mutation SNP G A 140 422 c.278C>T c.(277-279)TCC>TTC p.S93F

Pat_01 Post-Resistance OR8J1 219477 37 11 56128479 56128479 Missense_Mutation SNP G T 7 511 c.757G>T c.(757-759)GGG>TGG p.G253W

Pat_01 Post-Resistance MS4A2 2206 37 11 59863103 59863103 Missense_Mutation SNP G A 70 121 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_01 Post-Resistance MS4A12 54860 37 11 60271189 60271189 Missense_Mutation SNP G A 65 161 c.487G>A c.(487-489)GGA>AGA p.G163R

Pat_01 Post-Resistance FADS2 9415 37 11 61615706 61615706 Missense_Mutation SNP G T 5 359 c.694G>T c.(694-696)GAT>TAT p.D232Y

Pat_01 Post-Resistance INTS5 80789 37 11 62415054 62415054 Missense_Mutation SNP G A 119 187 c.2498C>T c.(2497-2499)CCC>CTC p.P833L

Pat_01 Post-Resistance SART1 9092 37 11 65731545 65731545 Missense_Mutation SNP C T 4 186 c.314C>T c.(313-315)GCT>GTT p.A105V

Pat_01 Post-Resistance MYEOV 26579 37 11 69063224 69063224 Missense_Mutation SNP G A 71 202 c.307G>A c.(307-309)GCT>ACT p.A103T

Pat_01 Post-Resistance NEU3 10825 37 11 74717320 74717320 Missense_Mutation SNP G T 79 338 c.1169G>T c.(1168-1170)TGG>TTG p.W390L

Pat_01 Post-Resistance MAP6 4135 37 11 75298246 75298246 Missense_Mutation SNP G T 6 275 c.2300C>A c.(2299-2301)CCA>CAA p.P767Q

Pat_01 Post-Resistance DGAT2 84649 37 11 75501768 75501768 Missense_Mutation SNP C T 79 335 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_01 Post-Resistance MYO7A 4647 37 11 76924018 76924018 Missense_Mutation SNP C T 7 29 c.6376C>T c.(6376-6378)CCT>TCT p.P2126S

Pat_01 Post-Resistance ODZ4 26011 37 11 78380693 78380693 Missense_Mutation SNP G A 6 472 c.6697C>T c.(6697-6699)CGG>TGG p.R2233W

Pat_01 Post-Resistance PRSS23 11098 37 11 86518819 86518819 Missense_Mutation SNP C T 5 298 c.134C>T c.(133-135)ACC>ATC p.T45I

Pat_01 Post-Resistance TYR 7299 37 11 88924446 88924446 Missense_Mutation SNP G A 5 338 c.896G>A c.(895-897)CGT>CAT p.R299H



Pat_01 Post-Resistance HEPHL1 341208 37 11 93779011 93779011 Missense_Mutation SNP C T 40 65 c.343C>T c.(343-345)CAT>TAT p.H115Y

Pat_01 Post-Resistance C11orf65 160140 37 11 108277567 108277567 Missense_Mutation SNP C T 81 116 c.352G>A c.(352-354)GAT>AAT p.D118N

Pat_01 Post-Resistance C11orf53 341032 37 11 111156543 111156543 Missense_Mutation SNP G A 4 237 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_01 Post-Resistance LAYN 143903 37 11 111430932 111430932 Missense_Mutation SNP G A 62 92 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_01 Post-Resistance FAM55D 54827 37 11 114451040 114451040 Missense_Mutation SNP C G 70 137 c.913G>C c.(913-915)GAG>CAG p.E305Q

Pat_01 Post-Resistance OR10S1 219873 37 11 123847813 123847813 Missense_Mutation SNP G A 4 190 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_01 Post-Resistance LAG3 3902 37 12 6887073 6887073 Missense_Mutation SNP C T 50 183 c.1417C>T c.(1417-1419)CTT>TTT p.L473F

Pat_01 Post-Resistance A2M 2 37 12 9231867 9231867 Missense_Mutation SNP C T 70 239 c.3092G>A c.(3091-3093)CGA>CAA p.R1031Q

Pat_01 Post-Resistance TAS2R14 50840 37 12 11091472 11091472 Missense_Mutation SNP G A 25 93 c.335C>T c.(334-336)GCC>GTC p.A112V

Pat_01 Post-Resistance KIAA1467 57613 37 12 13219625 13219625 Nonsense_Mutation SNP C T 94 293 c.904C>T c.(904-906)CGA>TGA p.R302*

Pat_01 Post-Resistance C12orf36 283422 37 12 13526349 13526349 Missense_Mutation SNP G A 15 77 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_01 Post-Resistance PIK3C2G 5288 37 12 18650562 18650562 Missense_Mutation SNP G A 46 152 c.2773G>A c.(2773-2775)GAT>AAT p.D925N

Pat_01 Post-Resistance PIK3C2G 5288 37 12 18650568 18650568 Missense_Mutation SNP C T 49 154 c.2779C>T c.(2779-2781)CGT>TGT p.R927C

Pat_01 Post-Resistance CAPZA3 93661 37 12 18891723 18891723 Nonsense_Mutation SNP G A 66 200 c.521G>A c.(520-522)TGG>TAG p.W174*

Pat_01 Post-Resistance YARS2 51067 37 12 32908550 32908550 Missense_Mutation SNP G A 52 170 c.259C>T c.(259-261)CTT>TTT p.L87F

Pat_01 Post-Resistance CNTN1 1272 37 12 41330675 41330675 Missense_Mutation SNP C T 163 481 c.1078C>T c.(1078-1080)CCT>TCT p.P360S

Pat_01 Post-Resistance C1QL4 338761 37 12 49726992 49726992 Missense_Mutation SNP C T 25 88 c.562G>A c.(562-564)GAC>AAC p.D188N

Pat_01 Post-Resistance KCNH3 23416 37 12 49951176 49951176 Missense_Mutation SNP G A 3 66 c.2692G>A c.(2692-2694)GGA>AGA p.G898R

Pat_01 Post-Resistance DIP2B 57609 37 12 51133321 51133321 Missense_Mutation SNP G A 5 142 c.4306G>A c.(4306-4308)GGA>AGA p.G1436R

Pat_01 Post-Resistance SLC11A2 4891 37 12 51384723 51384723 Missense_Mutation SNP C T 4 416 c.1430G>A c.(1429-1431)CGG>CAG p.R477Q

Pat_01 Post-Resistance GALNT6 11226 37 12 51752996 51752996 Missense_Mutation SNP G A 6 719 c.1288C>T c.(1288-1290)CGC>TGC p.R430C

Pat_01 Post-Resistance GALNT6 11226 37 12 51773172 51773172 Missense_Mutation SNP C T 45 123 c.394G>A c.(394-396)GAA>AAA p.E132K

Pat_01 Post-Resistance KRT86 3892 37 12 52699481 52699481 Missense_Mutation SNP G A 43 111 c.935G>A c.(934-936)GGG>GAG p.G312E

Pat_01 Post-Resistance KRT72 140807 37 12 52992823 52992823 Missense_Mutation SNP T C 47 159 c.500A>G c.(499-501)AAC>AGC p.N167S

Pat_01 Post-Resistance NCKAP1L 3071 37 12 54914488 54914488 Missense_Mutation SNP C T 165 537 c.1636C>T c.(1636-1638)CGT>TGT p.R546C

Pat_01 Post-Resistance ERBB3 2065 37 12 56477573 56477573 Missense_Mutation SNP G A 6 750 c.121G>A c.(121-123)GAT>AAT p.D41N

Pat_01 Post-Resistance ZC3H10 84872 37 12 56514428 56514428 Missense_Mutation SNP G A 3 61 c.82G>A c.(82-84)GGG>AGG p.G28R

Pat_01 Post-Resistance LRP1 4035 37 12 57569758 57569758 Missense_Mutation SNP G A 47 125 c.3860G>A c.(3859-3861)GGA>GAA p.G1287E

Pat_01 Post-Resistance DCTN2 10540 37 12 57929629 57929629 Splice_Site SNP C T 11 34 c.106_splice c.e3-1 p.E36_splice

Pat_01 Post-Resistance TMTC2 160335 37 12 83290051 83290051 Missense_Mutation SNP C A 5 477 c.1109C>A c.(1108-1110)GCA>GAA p.A370E

Pat_01 Post-Resistance MGAT4C 25834 37 12 86373354 86373354 Missense_Mutation SNP C T 9 13 c.1150G>A c.(1150-1152)GAA>AAA p.E384K

Pat_01 Post-Resistance SLC5A8 160728 37 12 101584307 101584307 Missense_Mutation SNP C T 6 456 c.772G>A c.(772-774)GGT>AGT p.G258S

Pat_01 Post-Resistance MYBPC1 4604 37 12 102071915 102071915 Missense_Mutation SNP G C 95 245 c.3124G>C c.(3124-3126)GAT>CAT p.D1042H

Pat_01 Post-Resistance PAH 5053 37 12 103234285 103234285 Missense_Mutation SNP G A 5 369 c.1208C>T c.(1207-1209)GCT>GTT p.A403V

Pat_01 Post-Resistance STAB2 55576 37 12 103988190 103988190 Missense_Mutation SNP G A 195 505 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_01 Post-Resistance IQCD 115811 37 12 113645584 113645584 Missense_Mutation SNP G A 62 205 c.388C>T c.(388-390)CGC>TGC p.R130C

Pat_01 Post-Resistance RNF10 9921 37 12 121004694 121004694 Missense_Mutation SNP C T 85 215 c.1952C>T c.(1951-1953)TCC>TTC p.S651F

Pat_01 Post-Resistance P2RX7 5027 37 12 121622268 121622268 Missense_Mutation SNP C A 4 81 c.1451C>A c.(1450-1452)CCA>CAA p.P484Q

Pat_01 Post-Resistance SETD8 387893 37 12 123868746 123868746 Missense_Mutation SNP A G 25 79 c.1A>G c.(1-3)ATG>GTG p.M1V

Pat_01 Post-Resistance TMEM132D 121256 37 12 129559240 129559240 Missense_Mutation SNP G A 76 177 c.2480C>T c.(2479-2481)CCC>CTC p.P827L

Pat_01 Post-Resistance EP400 57634 37 12 132514687 132514687 Missense_Mutation SNP G A 5 407 c.5738G>A c.(5737-5739)AGC>AAC p.S1913N

Pat_01 Post-Resistance LATS2 26524 37 13 21562822 21562822 Missense_Mutation SNP G A 34 121 c.1097C>T c.(1096-1098)TCC>TTC p.S366F

Pat_01 Post-Resistance FLT3 2322 37 13 28636067 28636067 Missense_Mutation SNP G A 42 171 c.305C>T c.(304-306)TCC>TTC p.S102F

Pat_01 Post-Resistance FRY 10129 37 13 32810251 32810251 Missense_Mutation SNP G A 6 321 c.5752G>A c.(5752-5754)GCT>ACT p.A1918T

Pat_01 Post-Resistance BRCA2 675 37 13 32905117 32905117 Missense_Mutation SNP C T 36 97 c.743C>T c.(742-744)GCT>GTT p.A248V

Pat_01 Post-Resistance ELF1 1997 37 13 41508063 41508063 Missense_Mutation SNP G C 9 764 c.1358C>G c.(1357-1359)GCC>GGC p.A453G

Pat_01 Post-Resistance SPERT 220082 37 13 46287918 46287918 Missense_Mutation SNP A T 8 10 c.758A>T c.(757-759)GAG>GTG p.E253V



Pat_01 Post-Resistance NEK3 4752 37 13 52718870 52718870 Nonsense_Mutation SNP G A 39 138 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_01 Post-Resistance THSD1 55901 37 13 52972272 52972272 Missense_Mutation SNP T C 116 347 c.116A>G c.(115-117)AAC>AGC p.N39S

Pat_01 Post-Resistance C13orf34 79866 37 13 73303124 73303124 Missense_Mutation SNP C T 111 305 c.46C>T c.(46-48)CCA>TCA p.P16S

Pat_01 Post-Resistance TMTC4 84899 37 13 101315255 101315255 Missense_Mutation SNP G A 5 327 c.458C>T c.(457-459)GCG>GTG p.A153V

Pat_01 Post-Resistance ERCC5 2073 37 13 103528102 103528103 Missense_Mutation DNP CC TT 28 75 c.3410_3411CC>TTc.(3409-3411)CCC>CTT p.P1137L

Pat_01 Post-Resistance GAS6 2621 37 13 114537621 114537621 Missense_Mutation SNP C T 4 130 c.737G>A c.(736-738)CGC>CAC p.R246H

Pat_01 Post-Resistance POTEG 404785 37 14 19574211 19574211 Missense_Mutation SNP G A 14 154 c.1268G>A c.(1267-1269)GGA>GAA p.G423E

Pat_01 Post-Resistance OR4N2 390429 37 14 20295951 20295951 Missense_Mutation SNP T G 98 605 c.344T>G c.(343-345)CTT>CGT p.L115R

Pat_01 Post-Resistance EDDM3B 64184 37 14 21238594 21238594 Nonsense_Mutation SNP G A 73 214 c.285G>A c.(283-285)TGG>TGA p.W95*

Pat_01 Post-Resistance SUPT16H 11198 37 14 21820896 21820896 Missense_Mutation SNP G A 99 284 c.3080C>T c.(3079-3081)TCG>TTG p.S1027L

Pat_01 Post-Resistance MYH7 4625 37 14 23885002 23885002 Missense_Mutation SNP C T 4 181 c.4993G>A c.(4993-4995)GAC>AAC p.D1665N

Pat_01 Post-Resistance TGM1 7051 37 14 24727800 24727800 Missense_Mutation SNP C A 4 166 c.1239G>T c.(1237-1239)ATG>ATT p.M413I

Pat_01 Post-Resistance NYNRIN 57523 37 14 24886179 24886179 Missense_Mutation SNP C T 15 36 c.5224C>T c.(5224-5226)CCT>TCT p.P1742S

Pat_01 Post-Resistance NOVA1 4857 37 14 26949277 26949277 Missense_Mutation SNP T C 149 334 c.353A>G c.(352-354)GAA>GGA p.E118G

Pat_01 Post-Resistance ARHGAP5 394 37 14 32560909 32560909 Missense_Mutation SNP C T 61 170 c.1034C>T c.(1033-1035)GCT>GTT p.A345V

Pat_01 Post-Resistance MIA2 117153 37 14 39716382 39716382 Missense_Mutation SNP G A 77 270 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_01 Post-Resistance SYT16 83851 37 14 62463164 62463164 Missense_Mutation SNP G A 88 258 c.427G>A c.(427-429)GAA>AAA p.E143K

Pat_01 Post-Resistance ZFYVE26 23503 37 14 68233053 68233053 Missense_Mutation SNP G A 77 259 c.5902C>T c.(5902-5904)CCA>TCA p.P1968S

Pat_01 Post-Resistance SIPA1L1 26037 37 14 72176309 72176309 Missense_Mutation SNP G A 39 155 c.4199G>A c.(4198-4200)AGC>AAC p.S1400N

Pat_01 Post-Resistance DCAF4 26094 37 14 73404717 73404717 Nonsense_Mutation SNP C T 5 196 c.31C>T c.(31-33)CGA>TGA p.R11*

Pat_01 Post-Resistance NUMB 8650 37 14 73750939 73750939 Missense_Mutation SNP G A 97 218 c.799C>T c.(799-801)CCA>TCA p.P267S

Pat_01 Post-Resistance KCNK10 54207 37 14 88693861 88693861 Missense_Mutation SNP G A 212 163 c.524C>T c.(523-525)CCG>CTG p.P175L

Pat_01 Post-Resistance ZC3H14 79882 37 14 89078090 89078090 Missense_Mutation SNP G A 5 465 c.2206G>A c.(2206-2208)GAA>AAA p.E736K

Pat_01 Post-Resistance CCDC88C 440193 37 14 91744472 91744472 Missense_Mutation SNP G A 4 50 c.4852C>T c.(4852-4854)CGG>TGG p.R1618W

Pat_01 Post-Resistance FBLN5 10516 37 14 92353657 92353657 Splice_Site SNP C T 212 193 c.620_splice c.e7-1 p.D207_splice

Pat_01 Post-Resistance C15orf2 23742 37 15 24923518 24923518 Missense_Mutation SNP T C 95 195 c.2504T>C c.(2503-2505)ATC>ACC p.I835T

Pat_01 Post-Resistance RYR3 6263 37 15 33954496 33954496 Missense_Mutation SNP C T 12 36 c.4765C>T c.(4765-4767)CTC>TTC p.L1589F

Pat_01 Post-Resistance EIF2AK4 440275 37 15 40241377 40241377 Missense_Mutation SNP C T 179 577 c.421C>T c.(421-423)CCT>TCT p.P141S

Pat_01 Post-Resistance PLA2G4F 255189 37 15 42442639 42442639 Missense_Mutation SNP C T 21 113 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_01 Post-Resistance CGNL1 84952 37 15 57730330 57730330 Missense_Mutation SNP C T 75 245 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_01 Post-Resistance CGNL1 84952 37 15 57731143 57731143 Missense_Mutation SNP G A 63 219 c.946G>A c.(946-948)GAT>AAT p.D316N

Pat_01 Post-Resistance RNF111 54778 37 15 59376341 59376341 Missense_Mutation SNP C T 5 268 c.2311C>T c.(2311-2313)CGC>TGC p.R771C

Pat_01 Post-Resistance ZNF609 23060 37 15 64966162 64966162 Missense_Mutation SNP G A 6 464 c.1109G>A c.(1108-1110)GGT>GAT p.G370D

Pat_01 Post-Resistance IQCH 64799 37 15 67681327 67681327 Missense_Mutation SNP G A 87 370 c.1615G>A c.(1615-1617)GCT>ACT p.A539T

Pat_01 Post-Resistance TLE3 7090 37 15 70347482 70347482 Missense_Mutation SNP G A 4 263 c.1493C>T c.(1492-1494)ACG>ATG p.T498M

Pat_01 Post-Resistance IL16 3603 37 15 81552144 81552144 Missense_Mutation SNP C T 108 198 c.344C>T c.(343-345)CCT>CTT p.P115L

Pat_01 Post-Resistance IL16 3603 37 15 81584930 81584930 Missense_Mutation SNP G A 4 210 c.1454G>A c.(1453-1455)CGG>CAG p.R485Q

Pat_01 Post-Resistance AP3B2 8120 37 15 83334325 83334325 Missense_Mutation SNP G A 4 258 c.1855C>T c.(1855-1857)CGG>TGG p.R619W

Pat_01 Post-Resistance BNC1 646 37 15 83932525 83932525 Missense_Mutation SNP C T 4 219 c.1478G>A c.(1477-1479)CGC>CAC p.R493H

Pat_01 Post-Resistance BLM 641 37 15 91312750 91312750 Missense_Mutation SNP C T 5 193 c.2489C>T c.(2488-2490)ACG>ATG p.T830M

Pat_01 Post-Resistance MAN2A2 4122 37 15 91450665 91450665 Missense_Mutation SNP G A 5 281 c.1136G>A c.(1135-1137)CGC>CAC p.R379H

Pat_01 Post-Resistance RCCD1 91433 37 15 91504926 91504926 Missense_Mutation SNP A G 142 264 c.1058A>G c.(1057-1059)CAA>CGA p.Q353R

Pat_01 Post-Resistance MCTP2 55784 37 15 94913329 94913329 Missense_Mutation SNP C T 77 200 c.1502C>T c.(1501-1503)TCC>TTC p.S501F

Pat_01 Post-Resistance CACNA1H 8912 37 16 1270224 1270224 Missense_Mutation SNP G A 10 42 c.6292G>A c.(6292-6294)GAC>AAC p.D2098N

Pat_01 Post-Resistance TELO2 9894 37 16 1556291 1556292 Missense_Mutation DNP CC TT 99 337 c.2087_2088CC>TTc.(2086-2088)GCC>GTT p.A696V

Pat_01 Post-Resistance C16orf90 646174 37 16 3544626 3544626 Missense_Mutation SNP C T 14 70 c.298G>A c.(298-300)GCC>ACC p.A100T

Pat_01 Post-Resistance ABAT 18 37 16 8870303 8870303 Missense_Mutation SNP G A 4 167 c.1225G>A c.(1225-1227)GCC>ACC p.A409T



Pat_01 Post-Resistance GRIN2A 2903 37 16 9916133 9916133 Missense_Mutation SNP C T 49 381 c.2156G>A c.(2155-2157)AGC>AAC p.S719N

Pat_01 Post-Resistance NUBP1 4682 37 16 10855287 10855287 Missense_Mutation SNP G A 5 431 c.673G>A c.(673-675)GGG>AGG p.G225R

Pat_01 Post-Resistance ERN2 10595 37 16 23703591 23703591 Missense_Mutation SNP C T 4 118 c.2306G>A c.(2305-2307)AGC>AAC p.S769N

Pat_01 Post-Resistance SRCAP 10847 37 16 30734010 30734010 Missense_Mutation SNP C T 244 407 c.3833C>T c.(3832-3834)TCG>TTG p.S1278L

Pat_01 Post-Resistance PHKB 5257 37 16 47683017 47683017 Missense_Mutation SNP C T 87 163 c.1699C>T c.(1699-1701)CGC>TGC p.R567C

Pat_01 Post-Resistance CES2 8824 37 16 66974428 66974428 Nonsense_Mutation SNP G T 6 360 c.838G>T c.(838-840)GGA>TGA p.G280*

Pat_01 Post-Resistance ACD 65057 37 16 67694117 67694117 Missense_Mutation SNP C T 5 184 c.265G>A c.(265-267)GGT>AGT p.G89S

Pat_01 Post-Resistance HSD17B2 3294 37 16 82069273 82069273 Nonsense_Mutation SNP C T 134 444 c.244C>T c.(244-246)CAG>TAG p.Q82*

Pat_01 Post-Resistance SPG7 6687 37 16 89592858 89592858 Missense_Mutation SNP G A 5 408 c.740G>A c.(739-741)CGA>CAA p.R247Q

Pat_01 Post-Resistance PAFAH1B1 5048 37 17 2583545 2583545 Missense_Mutation SNP G A 6 659 c.1090G>A c.(1090-1092)GTA>ATA p.V364I

Pat_01 Post-Resistance SHBG 6462 37 17 7536230 7536230 Missense_Mutation SNP A T 17 48 c.1013A>T c.(1012-1014)AAC>ATC p.N338I

Pat_01 Post-Resistance DNAH2 146754 37 17 7727448 7727448 Missense_Mutation SNP G A 87 241 c.11488G>A c.(11488-11490)GAT>AAT p.D3830N

Pat_01 Post-Resistance DNAH2 146754 37 17 7735904 7735904 Missense_Mutation SNP C A 7 680 c.12734C>A c.(12733-12735)CCC>CAC p.P4245H

Pat_01 Post-Resistance MYH4 4622 37 17 10357171 10357171 Missense_Mutation SNP C T 114 349 c.2723G>A c.(2722-2724)AGA>AAA p.R908K

Pat_01 Post-Resistance MYH4 4622 37 17 10363572 10363572 Missense_Mutation SNP G A 120 339 c.1214C>T c.(1213-1215)CCC>CTC p.P405L

Pat_01 Post-Resistance MAP2K4 6416 37 17 11998959 11998959 Missense_Mutation SNP G T 6 711 c.461G>T c.(460-462)CGG>CTG p.R154L

Pat_01 Post-Resistance NCOR1 9611 37 17 15973659 15973659 Missense_Mutation SNP G A 5 291 c.4333C>T c.(4333-4335)CGT>TGT p.R1445C

Pat_01 Post-Resistance FLII 2314 37 17 18151015 18151015 Missense_Mutation SNP G A 3 42 c.2443C>T c.(2443-2445)CGC>TGC p.R815C

Pat_01 Post-Resistance KCNJ12 3768 37 17 21319835 21319835 Missense_Mutation SNP G A 13 119 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_01 Post-Resistance MYO18A 399687 37 17 27493378 27493378 Missense_Mutation SNP G A 73 205 c.581C>T c.(580-582)CCT>CTT p.P194L

Pat_01 Post-Resistance EVI2B 2124 37 17 29632188 29632188 Missense_Mutation SNP G A 7 861 c.440C>T c.(439-441)ACT>ATT p.T147I

Pat_01 Post-Resistance SLFN11 91607 37 17 33679659 33679659 Missense_Mutation SNP C T 25 55 c.2422G>A c.(2422-2424)GAT>AAT p.D808N

Pat_01 Post-Resistance KRT20 54474 37 17 39036935 39036935 Missense_Mutation SNP T A 67 176 c.561A>T c.(559-561)AAA>AAT p.K187N

Pat_01 Post-Resistance TTC25 83538 37 17 40101446 40101446 Missense_Mutation SNP G A 26 58 c.1115G>A c.(1114-1116)AGA>AAA p.R372K

Pat_01 Post-Resistance NKIRAS2 28511 37 17 40175718 40175718 Missense_Mutation SNP G A 4 270 c.383G>A c.(382-384)CGG>CAG p.R128Q

Pat_01 Post-Resistance ATP6V0A1 535 37 17 40642652 40642652 Missense_Mutation SNP C T 37 122 c.1171C>T c.(1171-1173)CCA>TCA p.P391S

Pat_01 Post-Resistance RAMP2 10266 37 17 40914839 40914839 Nonsense_Mutation SNP G A 54 168 c.497G>A c.(496-498)TGG>TAG p.W166*

Pat_01 Post-Resistance MPP2 4355 37 17 41960323 41960323 Missense_Mutation SNP G A 5 359 c.536C>T c.(535-537)CCT>CTT p.P179L

Pat_01 Post-Resistance TTLL6 284076 37 17 46862461 46862461 Missense_Mutation SNP G A 49 146 c.1864C>T c.(1864-1866)CCC>TCC p.P622S

Pat_01 Post-Resistance WFIKKN2 124857 37 17 48918261 48918261 Missense_Mutation SNP G A 54 89 c.1612G>A c.(1612-1614)GCC>ACC p.A538T

Pat_01 Post-Resistance UTP18 51096 37 17 49337947 49337947 Missense_Mutation SNP T C 3 56 c.2T>C c.(1-3)ATG>ACG p.M1T

Pat_01 Post-Resistance TMEM100 55273 37 17 53798217 53798217 Missense_Mutation SNP G A 5 204 c.215C>T c.(214-216)ACC>ATC p.T72I

Pat_01 Post-Resistance PPM1E 22843 37 17 57046948 57046948 Missense_Mutation SNP G A 122 288 c.832G>A c.(832-834)GTA>ATA p.V278I

Pat_01 Post-Resistance MRC2 9902 37 17 60766309 60766309 Nonsense_Mutation SNP C T 21 53 c.3322C>T c.(3322-3324)CAG>TAG p.Q1108*

Pat_01 Post-Resistance ABCA9 10350 37 17 67045529 67045529 Missense_Mutation SNP G A 5 421 c.199C>T c.(199-201)CGT>TGT p.R67C

Pat_01 Post-Resistance CD300E 342510 37 17 72613523 72613523 Missense_Mutation SNP A G 26 99 c.122T>C c.(121-123)ATG>ACG p.M41T

Pat_01 Post-Resistance ACOX1 51 37 17 73953636 73953636 Nonsense_Mutation SNP G A 4 186 c.442C>T c.(442-444)CGA>TGA p.R148*

Pat_01 Post-Resistance BAHCC1 57597 37 17 79425454 79425454 Missense_Mutation SNP G A 3 31 c.5305G>A c.(5305-5307)GCC>ACC p.A1769T

Pat_01 Post-Resistance PYCR1 5831 37 17 79892944 79892944 Missense_Mutation SNP G A 4 81 c.398C>T c.(397-399)ACC>ATC p.T133I

Pat_01 Post-Resistance UTS2R 2837 37 17 80332543 80332543 Missense_Mutation SNP G C 3 92 c.343G>C c.(343-345)GAG>CAG p.E115Q

Pat_01 Post-Resistance DSG2 1829 37 18 29104411 29104411 Missense_Mutation SNP G A 76 288 c.691G>A c.(691-693)GAA>AAA p.E231K

Pat_01 Post-Resistance TCEB3B 51224 37 18 44560359 44560359 Missense_Mutation SNP G A 40 98 c.1277C>T c.(1276-1278)TCG>TTG p.S426L

Pat_01 Post-Resistance DCC 1630 37 18 50432696 50432696 Missense_Mutation SNP C T 75 257 c.695C>T c.(694-696)TCA>TTA p.S232L

Pat_01 Post-Resistance ALPK2 115701 37 18 56246968 56246968 Missense_Mutation SNP T C 104 322 c.1040A>G c.(1039-1041)AAC>AGC p.N347S

Pat_01 Post-Resistance ZNF407 55628 37 18 72589239 72589239 Missense_Mutation SNP C T 56 174 c.4964C>T c.(4963-4965)CCG>CTG p.P1655L

Pat_01 Post-Resistance SALL3 27164 37 18 76757027 76757027 Missense_Mutation SNP G A 4 231 c.3608G>A c.(3607-3609)CGG>CAG p.R1203Q

Pat_01 Post-Resistance WDR18 57418 37 19 984364 984365 Missense_Mutation DNP CC TT 16 19 c.11_12CC>TT c.(10-12)CCC>CTT p.P4L



Pat_01 Post-Resistance GPX4 2879 37 19 1105450 1105450 Nonsense_Mutation SNP C T 4 219 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_01 Post-Resistance ZNF556 80032 37 19 2878101 2878101 Missense_Mutation SNP C T 37 56 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_01 Post-Resistance ADAMTS10 81794 37 19 8670136 8670136 Missense_Mutation SNP G A 3 29 c.196C>T c.(196-198)CGC>TGC p.R66C

Pat_01 Post-Resistance MUC16 94025 37 19 8959682 8959682 Missense_Mutation SNP C T 22 38 c.43450G>A c.(43450-43452)GAA>AAA p.E14484K

Pat_01 Post-Resistance MUC16 94025 37 19 9016716 9016716 Missense_Mutation SNP C T 22 52 c.38021G>A c.(38020-38022)GGG>GAG p.G12674E

Pat_01 Post-Resistance MUC16 94025 37 19 9066120 9066120 Missense_Mutation SNP G A 3 92 c.21326C>T c.(21325-21327)CCT>CTT p.P7109L

Pat_01 Post-Resistance MUC16 94025 37 19 9068104 9068104 Missense_Mutation SNP G T 5 342 c.19342C>A c.(19342-19344)CAA>AAA p.Q6448K

Pat_01 Post-Resistance ZNF559 84527 37 19 9452752 9452752 Missense_Mutation SNP G A 4 185 c.625G>A c.(625-627)GGA>AGA p.G209R

Pat_01 Post-Resistance ECSIT 51295 37 19 11624916 11624916 Nonsense_Mutation SNP C A 4 58 c.217G>T c.(217-219)GAG>TAG p.E73*

Pat_01 Post-Resistance KLF1 10661 37 19 12997929 12997929 Missense_Mutation SNP G A 5 329 c.26C>T c.(25-27)CCC>CTC p.P9L

Pat_01 Post-Resistance RAD23A 5886 37 19 13059604 13059604 Nonsense_Mutation SNP C T 5 383 c.577C>T c.(577-579)CGA>TGA p.R193*

Pat_01 Post-Resistance TPM4 7171 37 19 16178496 16178496 Missense_Mutation SNP G A 9 224 c.62G>A c.(61-63)CGC>CAC p.R21H

Pat_01 Post-Resistance UNC13A 23025 37 19 17743703 17743703 Missense_Mutation SNP G A 35 87 c.3580C>T c.(3580-3582)CGT>TGT p.R1194C

Pat_01 Post-Resistance UNC13A 23025 37 19 17750670 17750671 Missense_Mutation DNP CC TT 33 160 .3098_3099GG>AAc.(3097-3099)CGG>CAA p.R1033Q

Pat_01 Post-Resistance ZNF737 100129842 37 19 20728113 20728113 Missense_Mutation SNP A T 4 54 c.896T>A c.(895-897)ATC>AAC p.I299N

Pat_01 Post-Resistance ZNF737 100129842 37 19 20728170 20728170 Missense_Mutation SNP G C 3 63 c.839C>G c.(838-840)ACT>AGT p.T280S

Pat_01 Post-Resistance ZNF430 80264 37 19 21240468 21240468 Missense_Mutation SNP A T 4 108 c.1354A>T c.(1354-1356)ACT>TCT p.T452S

Pat_01 Post-Resistance ZNF492 57615 37 19 22846958 22846958 Missense_Mutation SNP C T 5 16 c.487C>T c.(487-489)CAT>TAT p.H163Y

Pat_01 Post-Resistance ZNF99 7652 37 19 22939868 22939868 Missense_Mutation SNP C G 57 93 c.2463G>C c.(2461-2463)AAG>AAC p.K821N

Pat_01 Post-Resistance UQCRFS1 7386 37 19 29698570 29698570 Missense_Mutation SNP G A 49 165 c.710C>T c.(709-711)CCT>CTT p.P237L

Pat_01 Post-Resistance SLC7A9 11136 37 19 33355618 33355618 Missense_Mutation SNP G A 70 240 c.152C>T c.(151-153)TCC>TTC p.S51F

Pat_01 Post-Resistance HPN 3249 37 19 35551379 35551379 Missense_Mutation SNP G C 4 348 c.583G>C c.(583-585)GGG>CGG p.G195R

Pat_01 Post-Resistance HPN 3249 37 19 35551596 35551596 Missense_Mutation SNP G A 65 173 c.686G>A c.(685-687)GGT>GAT p.G229D

Pat_01 Post-Resistance USF2 7392 37 19 35769642 35769642 Missense_Mutation SNP C A 7 600 c.769C>A c.(769-771)CAG>AAG p.Q257K

Pat_01 Post-Resistance RBM42 79171 37 19 36122254 36122254 Missense_Mutation SNP G A 4 346 c.389G>A c.(388-390)CGG>CAG p.R130Q

Pat_01 Post-Resistance RBM42 79171 37 19 36125267 36125267 Nonsense_Mutation SNP G A 3 51 c.1127G>A c.(1126-1128)TGG>TAG p.W376*

Pat_01 Post-Resistance NPHS1 4868 37 19 36322215 36322215 Missense_Mutation SNP C T 42 163 c.3370G>A c.(3370-3372)GAC>AAC p.D1124N

Pat_01 Post-Resistance NPHS1 4868 37 19 36333452 36333452 Missense_Mutation SNP C T 30 99 c.2335G>A c.(2335-2337)GGA>AGA p.G779R

Pat_01 Post-Resistance ZNF585B 92285 37 19 37677499 37677499 Nonsense_Mutation SNP G A 100 371 c.940C>T c.(940-942)CAG>TAG p.Q314*

Pat_01 Post-Resistance ZNF283 284349 37 19 44351864 44351864 Missense_Mutation SNP G T 5 272 c.1111G>T c.(1111-1113)GGT>TGT p.G371C

Pat_01 Post-Resistance ZNF229 7772 37 19 44933887 44933888 Missense_Mutation DNP CC TT 57 190 .1068_1069GG>AA066-1071)AAGGGG>AAAA p.G357R

Pat_01 Post-Resistance KLC3 147700 37 19 45852115 45852115 Missense_Mutation SNP G A 5 11 c.905G>A c.(904-906)GGG>GAG p.G302E

Pat_01 Post-Resistance SYMPK 8189 37 19 46326698 46326698 Missense_Mutation SNP G A 4 198 c.2632C>T c.(2632-2634)CGG>TGG p.R878W

Pat_01 Post-Resistance EHD2 30846 37 19 48220167 48220167 Missense_Mutation SNP G A 4 142 c.298G>A c.(298-300)GTC>ATC p.V100I

Pat_01 Post-Resistance FAM83E 54854 37 19 49104526 49104526 Missense_Mutation SNP G A 8 22 c.1277C>T c.(1276-1278)CCG>CTG p.P426L

Pat_01 Post-Resistance PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 3 82 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_01 Post-Resistance MED25 81857 37 19 50335400 50335400 Missense_Mutation SNP C T 22 51 c.1360C>T c.(1360-1362)CCC>TCC p.P454S

Pat_01 Post-Resistance SPIB 6689 37 19 50926223 50926223 Missense_Mutation SNP G A 83 231 c.268G>A c.(268-270)GAA>AAA p.E90K

Pat_01 Post-Resistance MYBPC2 4606 37 19 50939283 50939283 Missense_Mutation SNP G A 3 23 c.211G>A c.(211-213)GTC>ATC p.V71I

Pat_01 Post-Resistance SHANK1 50944 37 19 51191261 51191261 Missense_Mutation SNP G A 60 189 c.2227C>T c.(2227-2229)CGC>TGC p.R743C

Pat_01 Post-Resistance GPR32 2854 37 19 51274491 51274491 Missense_Mutation SNP G A 21 91 c.634G>A c.(634-636)GGA>AGA p.G212R

Pat_01 Post-Resistance ZNF614 80110 37 19 52519785 52519785 Missense_Mutation SNP G A 5 333 c.1066C>T c.(1066-1068)CGC>TGC p.R356C

Pat_01 Post-Resistance ZNF578 147660 37 19 53014565 53014565 Missense_Mutation SNP G A 5 252 c.931G>A c.(931-933)GGT>AGT p.G311S

Pat_01 Post-Resistance ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 12 96 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_01 Post-Resistance LILRB5 10990 37 19 54759200 54759200 Missense_Mutation SNP G A 41 143 c.901C>T c.(901-903)CTC>TTC p.L301F

Pat_01 Post-Resistance NLRP2 55655 37 19 55494049 55494049 Missense_Mutation SNP C T 6 36 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_01 Post-Resistance SUV420H2 84787 37 19 55854192 55854192 Missense_Mutation SNP G A 4 296 c.359G>A c.(358-360)GGG>GAG p.G120E



Pat_01 Post-Resistance ZNF581 51545 37 19 56156401 56156401 Missense_Mutation SNP G A 4 413 c.464G>A c.(463-465)CGG>CAG p.R155Q

Pat_01 Post-Resistance USP29 57663 37 19 57642039 57642039 Missense_Mutation SNP G A 27 60 c.1996G>A c.(1996-1998)GGA>AGA p.G666R

Pat_01 Post-Resistance RSAD2 91543 37 2 7030435 7030435 Missense_Mutation SNP G T 5 232 c.867G>T c.(865-867)TTG>TTT p.L289F

Pat_01 Post-Resistance NBAS 51594 37 2 15601422 15601422 Missense_Mutation SNP G T 5 392 c.2242C>A c.(2242-2244)CAT>AAT p.H748N

Pat_01 Post-Resistance FAM179A 165186 37 2 29222211 29222211 Nonsense_Mutation SNP C T 3 42 c.304C>T c.(304-306)CAG>TAG p.Q102*

Pat_01 Post-Resistance SRD5A2 6716 37 2 31756517 31756517 Missense_Mutation SNP C T 6 12 c.471G>A c.(469-471)ATG>ATA p.M157I

Pat_01 Post-Resistance SOS1 6654 37 2 39213333 39213333 Missense_Mutation SNP G A 140 521 c.3634C>T c.(3634-3636)CCC>TCC p.P1212S

Pat_01 Post-Resistance EFEMP1 2202 37 2 56108861 56108861 Missense_Mutation SNP C T 200 492 c.526G>A c.(526-528)GAG>AAG p.E176K

Pat_01 Post-Resistance FAM161A 84140 37 2 62081080 62081080 Missense_Mutation SNP C T 44 123 c.97G>A c.(97-99)GAA>AAA p.E33K

Pat_01 Post-Resistance SEMA4F 10505 37 2 74906728 74906728 Missense_Mutation SNP C T 6 817 c.1705C>T c.(1705-1707)CGT>TGT p.R569C

Pat_01 Post-Resistance C2orf3 6936 37 2 75916281 75916281 Missense_Mutation SNP A C 90 232 c.1410T>G c.(1408-1410)ATT>ATG p.I470M

Pat_01 Post-Resistance REV1 51455 37 2 100020202 100020203 Missense_Mutation DNP CT TC 114 397 .3121_3122AG>GAc.(3121-3123)AGG>GAG p.R1041E

Pat_01 Post-Resistance PSD4 23550 37 2 113940340 113940340 Missense_Mutation SNP G A 5 76 c.307G>A c.(307-309)GAT>AAT p.D103N

Pat_01 Post-Resistance PSD4 23550 37 2 113940344 113940344 Missense_Mutation SNP C T 5 73 c.311C>T c.(310-312)GCT>GTT p.A104V

Pat_01 Post-Resistance ARHGAP15 55843 37 2 144276883 144276883 Missense_Mutation SNP C T 137 455 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_01 Post-Resistance NEB 4703 37 2 152518729 152518729 Missense_Mutation SNP G A 54 123 c.5890C>T c.(5890-5892)CCA>TCA p.P1964S

Pat_01 Post-Resistance CACNB4 785 37 2 152727103 152727103 Missense_Mutation SNP T G 36 131 c.641A>C c.(640-642)GAT>GCT p.D214A

Pat_01 Post-Resistance BAZ2B 29994 37 2 160242971 160242971 Nonsense_Mutation SNP G A 146 501 c.3364C>T c.(3364-3366)CAA>TAA p.Q1122*

Pat_01 Post-Resistance KCNH7 90134 37 2 163693083 163693083 Missense_Mutation SNP C T 40 132 c.271G>A c.(271-273)GAG>AAG p.E91K

Pat_01 Post-Resistance SCN3A 6328 37 2 165946757 165946757 Missense_Mutation SNP G A 10 37 c.5906C>T c.(5905-5907)TCC>TTC p.S1969F

Pat_01 Post-Resistance LRP2 4036 37 2 170044739 170044739 Missense_Mutation SNP G T 5 421 c.9069C>A c.(9067-9069)GAC>GAA p.D3023E

Pat_01 Post-Resistance PPIG 9360 37 2 170463619 170463619 Missense_Mutation SNP G A 158 507 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_01 Post-Resistance DCAF17 80067 37 2 172306454 172306454 Missense_Mutation SNP C A 5 313 c.524C>A c.(523-525)GCA>GAA p.A175E

Pat_01 Post-Resistance OSBPL6 114880 37 2 179213981 179213981 Missense_Mutation SNP C T 239 568 c.1018C>T c.(1018-1020)CGC>TGC p.R340C

Pat_01 Post-Resistance TTN 7273 37 2 179400097 179400097 Missense_Mutation SNP C T 96 240 c.93541G>A c.(93541-93543)GTG>ATG p.V31181M

Pat_01 Post-Resistance TTN 7273 37 2 179413669 179413669 Missense_Mutation SNP C T 5 336 c.84980G>A c.(84979-84981)CGA>CAA p.R28327Q

Pat_01 Post-Resistance TTN 7273 37 2 179426716 179426716 Missense_Mutation SNP A T 26 69 c.76439T>A c.(76438-76440)ATT>AAT p.I25480N

Pat_01 Post-Resistance TTN 7273 37 2 179612027 179612027 Missense_Mutation SNP C T 46 152 c.15100G>A c.(15100-15102)GAA>AAA p.E5034K

Pat_01 Post-Resistance TTN 7273 37 2 179613066 179613066 Missense_Mutation SNP C T 79 216 c.14061G>A c.(14059-14061)ATG>ATA p.M4687I

Pat_01 Post-Resistance CCDC141 285025 37 2 179736940 179736940 Missense_Mutation SNP G A 4 212 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_01 Post-Resistance WDR12 55759 37 2 203757384 203757384 Nonsense_Mutation SNP G A 105 285 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_01 Post-Resistance ABI2 10152 37 2 204260420 204260420 Missense_Mutation SNP G A 5 425 c.767G>A c.(766-768)AGC>AAC p.S256N

Pat_01 Post-Resistance ABCA12 26154 37 2 215866284 215866284 Missense_Mutation SNP C T 139 425 c.2861G>A c.(2860-2862)GGA>GAA p.G954E

Pat_01 Post-Resistance GLB1L 79411 37 2 220101964 220101964 Missense_Mutation SNP G A 4 283 c.1795C>T c.(1795-1797)CTC>TTC p.L599F

Pat_01 Post-Resistance GLB1L 79411 37 2 220104504 220104504 Missense_Mutation SNP C A 4 238 c.773G>T c.(772-774)GGG>GTG p.G258V

Pat_01 Post-Resistance PTPRN 5798 37 2 220162747 220162747 Missense_Mutation SNP C A 4 259 c.1747G>T c.(1747-1749)GCC>TCC p.A583S

Pat_01 Post-Resistance ALPI 248 37 2 233323569 233323569 Splice_Site SNP G A 11 24 c.1301_splice c.e11-1 p.G434_splice

Pat_01 Post-Resistance DNAJB3 414061 37 2 234652346 234652346 Missense_Mutation SNP C T 72 243 c.217G>A c.(217-219)GCG>ACG p.A73T

Pat_01 Post-Resistance COL6A3 1293 37 2 238267865 238267865 Missense_Mutation SNP C T 75 279 c.6338G>A c.(6337-6339)GGT>GAT p.G2113D

Pat_01 Post-Resistance RAMP1 10267 37 2 238785940 238785940 Missense_Mutation SNP C A 5 330 c.127C>A c.(127-129)CAG>AAG p.Q43K

Pat_01 Post-Resistance RNPEPL1 57140 37 2 241515022 241515022 Missense_Mutation SNP G A 4 112 c.812G>A c.(811-813)CGG>CAG p.R271Q

Pat_01 Post-Resistance BOK 666 37 2 242501783 242501783 Missense_Mutation SNP C T 4 179 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_01 Post-Resistance DEFB125 245938 37 20 76798 76798 Missense_Mutation SNP C T 190 466 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_01 Post-Resistance TGM3 7053 37 20 2291716 2291716 Missense_Mutation SNP G A 5 411 c.481G>A c.(481-483)GGC>AGC p.G161S

Pat_01 Post-Resistance FASTKD5 60493 37 20 3128950 3128950 Missense_Mutation SNP C T 14 34 c.767G>A c.(766-768)CGC>CAC p.R256H

Pat_01 Post-Resistance ATRN 8455 37 20 3543099 3543099 Missense_Mutation SNP C A 5 326 c.1624C>A c.(1624-1626)CAG>AAG p.Q542K

Pat_01 Post-Resistance PLCB4 5332 37 20 9404512 9404512 Missense_Mutation SNP C T 48 127 c.2401C>T c.(2401-2403)CTT>TTT p.L801F



Pat_01 Post-Resistance PAK7 57144 37 20 9561331 9561331 Missense_Mutation SNP G A 164 504 c.451C>T c.(451-453)CTC>TTC p.L151F

Pat_01 Post-Resistance PYGB 5834 37 20 25255312 25255312 Missense_Mutation SNP G A 5 518 c.613G>A c.(613-615)GGA>AGA p.G205R

Pat_01 Post-Resistance FRG1B 284802 37 20 29625885 29625885 Missense_Mutation SNP A T 5 249 c.39A>T c.(37-39)AAA>AAT p.K13N

Pat_01 Post-Resistance ASXL1 171023 37 20 31023766 31023766 Missense_Mutation SNP G A 4 208 c.3251G>A c.(3250-3252)AGT>AAT p.S1084N

Pat_01 Post-Resistance DNMT3B 1789 37 20 31385087 31385087 Missense_Mutation SNP G A 6 230 c.1472G>A c.(1471-1473)AGC>AAC p.S491N

Pat_01 Post-Resistance CBFA2T2 9139 37 20 32194875 32194875 Missense_Mutation SNP C T 77 226 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_01 Post-Resistance PLCG1 5335 37 20 39793679 39793679 Missense_Mutation SNP G A 4 103 c.1324G>A c.(1324-1326)GTG>ATG p.V442M

Pat_01 Post-Resistance PTPRT 11122 37 20 40735458 40735458 Missense_Mutation SNP G A 5 307 c.3358C>T c.(3358-3360)CGG>TGG p.R1120W

Pat_01 Post-Resistance C20orf111 51526 37 20 42825898 42825898 Missense_Mutation SNP G A 46 147 c.673C>T c.(673-675)CCC>TCC p.P225S

Pat_01 Post-Resistance ZMYND8 23613 37 20 45905157 45905157 Missense_Mutation SNP G A 4 171 c.1321C>T c.(1321-1323)CAC>TAC p.H441Y

Pat_01 Post-Resistance TSHZ2 128553 37 20 51872939 51872939 Missense_Mutation SNP C T 24 66 c.2942C>T c.(2941-2943)CCA>CTA p.P981L

Pat_01 Post-Resistance RAE1 8480 37 20 55948597 55948597 Missense_Mutation SNP G A 6 305 c.709G>A c.(709-711)GAG>AAG p.E237K

Pat_01 Post-Resistance CDH26 60437 37 20 58567473 58567473 Missense_Mutation SNP G A 4 163 c.1324G>A c.(1324-1326)GAC>AAC p.D442N

Pat_01 Post-Resistance TPTE 7179 37 21 10942755 10942755 Missense_Mutation SNP C T 97 694 c.686G>A c.(685-687)CGA>CAA p.R229Q

Pat_01 Post-Resistance DSCAM 1826 37 21 42080568 42080568 Missense_Mutation SNP C A 111 490 c.173G>T c.(172-174)TGG>TTG p.W58L

Pat_01 Post-Resistance PWP2 5822 37 21 45545973 45545973 Missense_Mutation SNP G A 4 208 c.2047G>A c.(2047-2049)GCG>ACG p.A683T

Pat_01 Post-Resistance KRTAP10-8 386681 37 21 46032171 46032171 Missense_Mutation SNP G A 44 150 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_01 Post-Resistance PCNT 5116 37 21 47836365 47836365 Missense_Mutation SNP C T 66 312 c.6533C>T c.(6532-6534)CCC>CTC p.P2178L

Pat_01 Post-Resistance POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 44 716 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_01 Post-Resistance CCT8L2 150160 37 22 17072146 17072147 Missense_Mutation DNP CC TT 20 67 .1294_1295GG>AAc.(1294-1296)GGG>AAG p.G432K

Pat_01 Post-Resistance EMID1 129080 37 22 29630293 29630293 Splice_Site SNP G A 24 66 c.1024_splice c.e12-1 p.G342_splice

Pat_01 Post-Resistance MTMR3 8897 37 22 30415933 30415933 Missense_Mutation SNP C T 95 174 c.2285C>T c.(2284-2286)TCA>TTA p.S762L

Pat_01 Post-Resistance CCDC157 550631 37 22 30772519 30772519 Missense_Mutation SNP C T 9 651 c.2044C>T c.(2044-2046)CCT>TCT p.P682S

Pat_01 Post-Resistance DEPDC5 9681 37 22 32200858 32200858 Missense_Mutation SNP C T 222 471 c.1174C>T c.(1174-1176)CGT>TGT p.R392C

Pat_01 Post-Resistance TOM1 10043 37 22 35719804 35719804 Missense_Mutation SNP G A 6 335 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_01 Post-Resistance RASD2 23551 37 22 35947904 35947904 Missense_Mutation SNP G A 35 102 c.626G>A c.(625-627)GGT>GAT p.G209D

Pat_01 Post-Resistance MYH9 4627 37 22 36680543 36680543 Missense_Mutation SNP G A 4 171 c.5498C>T c.(5497-5499)GCC>GTC p.A1833V

Pat_01 Post-Resistance TRIOBP 11078 37 22 38119860 38119860 Missense_Mutation SNP G A 4 236 c.1297G>A c.(1297-1299)GCC>ACC p.A433T

Pat_01 Post-Resistance ADSL 158 37 22 40757531 40757531 Nonsense_Mutation SNP C A 6 516 c.902C>A c.(901-903)TCA>TAA p.S301*

Pat_01 Post-Resistance XRCC6 2547 37 22 42032630 42032630 Missense_Mutation SNP G A 5 355 c.445G>A c.(445-447)GTC>ATC p.V149I

Pat_01 Post-Resistance SERHL2 253190 37 22 42956229 42956229 Missense_Mutation SNP G A 4 260 c.571G>A c.(571-573)GGG>AGG p.G191R

Pat_01 Post-Resistance SETMAR 6419 37 3 4354792 4354792 Nonsense_Mutation SNP C T 4 138 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_01 Post-Resistance ITPR1 3708 37 3 4725218 4725218 Missense_Mutation SNP C T 47 100 c.3283C>T c.(3283-3285)CTC>TTC p.L1095F

Pat_01 Post-Resistance OXTR 5021 37 3 8809536 8809536 Missense_Mutation SNP C T 4 116 c.338G>A c.(337-339)CGC>CAC p.R113H

Pat_01 Post-Resistance ATG7 10533 37 3 11399971 11399971 Missense_Mutation SNP G A 5 350 c.1364G>A c.(1363-1365)CGC>CAC p.R455H

Pat_01 Post-Resistance CAND2 23066 37 3 12869077 12869077 Missense_Mutation SNP G A 5 361 c.3349G>A c.(3349-3351)GGG>AGG p.G1117R

Pat_01 Post-Resistance FGD5 152273 37 3 14974174 14974174 Missense_Mutation SNP C T 60 270 c.4288C>T c.(4288-4290)CAC>TAC p.H1430Y

Pat_01 Post-Resistance KAT2B 8850 37 3 20167436 20167436 Missense_Mutation SNP G A 6 635 c.1453G>A c.(1453-1455)GCA>ACA p.A485T

Pat_01 Post-Resistance FBXL2 25827 37 3 33427035 33427035 Missense_Mutation SNP G A 6 701 c.1207G>A c.(1207-1209)GTC>ATC p.V403I

Pat_01 Post-Resistance CLASP2 23122 37 3 33704961 33704961 Missense_Mutation SNP C T 4 350 c.691G>A c.(691-693)GGT>AGT p.G231S

Pat_01 Post-Resistance TRANK1 9881 37 3 36873315 36873315 Missense_Mutation SNP G A 4 257 c.5977C>T c.(5977-5979)CGC>TGC p.R1993C

Pat_01 Post-Resistance TRANK1 9881 37 3 36893807 36893807 Missense_Mutation SNP C T 6 29 c.2797G>A c.(2797-2799)GAT>AAT p.D933N

Pat_01 Post-Resistance VILL 50853 37 3 38043308 38043308 Missense_Mutation SNP C A 58 208 c.1436C>A c.(1435-1437)CCC>CAC p.P479H

Pat_01 Post-Resistance DLEC1 9940 37 3 38134291 38134292 Missense_Mutation DNP CC TT 43 232 c.1676_1677CC>TT c.(1675-1677)TCC>TTT p.S559F

Pat_01 Post-Resistance SCN10A 6336 37 3 38740026 38740026 Missense_Mutation SNP G A 45 148 c.4685C>T c.(4684-4686)TCA>TTA p.S1562L

Pat_01 Post-Resistance MYRIP 25924 37 3 40251444 40251444 Missense_Mutation SNP G A 53 149 c.1765G>A c.(1765-1767)GAG>AAG p.E589K

Pat_01 Post-Resistance TRAK1 22906 37 3 42243999 42243999 Missense_Mutation SNP G A 22 57 c.1499G>A c.(1498-1500)AGG>AAG p.R500K



Pat_01 Post-Resistance ANO10 55129 37 3 43642014 43642014 Nonsense_Mutation SNP G A 6 262 c.199C>T c.(199-201)CAG>TAG p.Q67*

Pat_01 Post-Resistance CCR1 1230 37 3 46244880 46244880 Missense_Mutation SNP G A 37 119 c.925C>T c.(925-927)CGG>TGG p.R309W

Pat_01 Post-Resistance KLHL18 23276 37 3 47324519 47324519 Missense_Mutation SNP A T 27 32 c.64A>T c.(64-66)AGT>TGT p.S22C

Pat_01 Post-Resistance COL7A1 1294 37 3 48606836 48606836 Missense_Mutation SNP C A 5 383 c.7658G>T c.(7657-7659)CGG>CTG p.R2553L

Pat_01 Post-Resistance BSN 8927 37 3 49689975 49689975 Missense_Mutation SNP C T 20 69 c.2986C>T c.(2986-2988)CCC>TCC p.P996S

Pat_01 Post-Resistance DNAH1 25981 37 3 52387600 52387600 Missense_Mutation SNP G A 3 37 c.3431G>A c.(3430-3432)AGC>AAC p.S1144N

Pat_01 Post-Resistance DNAH1 25981 37 3 52428596 52428596 Missense_Mutation SNP C T 4 161 c.10742C>T c.(10741-10743)CCA>CTA p.P3581L

Pat_01 Post-Resistance PHF7 51533 37 3 52456871 52456871 Missense_Mutation SNP A G 4 460 c.893A>G c.(892-894)GAG>GGG p.E298G

Pat_01 Post-Resistance ROBO1 6091 37 3 78696802 78696802 Missense_Mutation SNP G A 6 776 c.2816C>T c.(2815-2817)CCG>CTG p.P939L

Pat_01 Post-Resistance OR5H15 403274 37 3 97887907 97887907 Missense_Mutation SNP C T 123 398 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_01 Post-Resistance COL8A1 1295 37 3 99514930 99514930 Missense_Mutation SNP G A 47 131 c.2185G>A c.(2185-2187)GGG>AGG p.G729R

Pat_01 Post-Resistance HHLA2 11148 37 3 108072466 108072466 Missense_Mutation SNP C T 37 155 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_01 Post-Resistance C3orf30 152405 37 3 118865259 118865259 Missense_Mutation SNP G A 49 127 c.223G>A c.(223-225)GTA>ATA p.V75I

Pat_01 Post-Resistance PARP9 83666 37 3 122278457 122278457 Missense_Mutation SNP G A 120 469 c.11C>T c.(10-12)TCC>TTC p.S4F

Pat_01 Post-Resistance PLXND1 23129 37 3 129280710 129280710 Missense_Mutation SNP C T 4 399 c.4862G>A c.(4861-4863)CGG>CAG p.R1621Q

Pat_01 Post-Resistance FAIM 55179 37 3 138340328 138340328 Missense_Mutation SNP G A 105 219 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_01 Post-Resistance SLC9A9 285195 37 3 143292992 143292992 Missense_Mutation SNP G A 4 241 c.938C>T c.(937-939)ACC>ATC p.T313I

Pat_01 Post-Resistance PLSCR4 57088 37 3 145912973 145912973 Missense_Mutation SNP G A 98 300 c.883C>T c.(883-885)CAC>TAC p.H295Y

Pat_01 Post-Resistance MED12L 116931 37 3 151129198 151129198 Missense_Mutation SNP G A 5 468 c.5938G>A c.(5938-5940)GTG>ATG p.V1980M

Pat_01 Post-Resistance IGSF10 285313 37 3 151165431 151165431 Missense_Mutation SNP G A 5 215 c.2338C>T c.(2338-2340)CCC>TCC p.P780S

Pat_01 Post-Resistance SLC2A2 6514 37 3 170716922 170716922 Missense_Mutation SNP G A 113 264 c.1102C>T c.(1102-1104)CTC>TTC p.L368F

Pat_01 Post-Resistance TNFSF10 8743 37 3 172227075 172227075 Missense_Mutation SNP C T 51 214 c.350G>A c.(349-351)AGA>AAA p.R117K

Pat_01 Post-Resistance NCEH1 57552 37 3 172351338 172351338 Missense_Mutation SNP C G 4 331 c.1274G>C c.(1273-1275)AGC>ACC p.S425T

Pat_01 Post-Resistance KCNMB2 10242 37 3 178545976 178545976 Missense_Mutation SNP G A 129 355 c.238G>A c.(238-240)GAA>AAA p.E80K

Pat_01 Post-Resistance FAM131A 131408 37 3 184060025 184060025 Missense_Mutation SNP G T 4 229 c.404G>T c.(403-405)CGC>CTC p.R135L

Pat_01 Post-Resistance EPHB3 2049 37 3 184290328 184290328 Missense_Mutation SNP C T 50 135 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_01 Post-Resistance TP63 8626 37 3 189586470 189586470 Missense_Mutation SNP C T 127 340 c.1094C>T c.(1093-1095)TCG>TTG p.S365L

Pat_01 Post-Resistance IL1RAP 3556 37 3 190338217 190338217 Missense_Mutation SNP G A 6 662 c.691G>A c.(691-693)GTA>ATA p.V231I

Pat_01 Post-Resistance MUC4 4585 37 3 195479245 195479245 Missense_Mutation SNP G A 5 174 c.15197C>T c.(15196-15198)TCG>TTG p.S5066L

Pat_01 Post-Resistance ZNF721 170960 37 4 436628 436628 Missense_Mutation SNP A T 5 345 c.1628T>A c.(1627-1629)ATC>AAC p.I543N

Pat_01 Post-Resistance ZNF721 170960 37 4 436647 436647 Missense_Mutation SNP C T 9 347 c.1609G>A c.(1609-1611)GCC>ACC p.A537T

Pat_01 Post-Resistance PIGG 54872 37 4 509834 509834 Missense_Mutation SNP C T 4 345 c.974C>T c.(973-975)CCG>CTG p.P325L

Pat_01 Post-Resistance DGKQ 1609 37 4 962665 962665 Missense_Mutation SNP G A 3 46 c.385C>T c.(385-387)CTC>TTC p.L129F

Pat_01 Post-Resistance ZFYVE28 57732 37 4 2341259 2341259 Missense_Mutation SNP G A 3 45 c.442C>T c.(442-444)CGG>TGG p.R148W

Pat_01 Post-Resistance PPARGC1A 10891 37 4 23815370 23815370 Missense_Mutation SNP G A 54 145 c.1736C>T c.(1735-1737)TCC>TTC p.S579F

Pat_01 Post-Resistance TLR10 81793 37 4 38777051 38777051 Missense_Mutation SNP T G 47 175 c.161A>C c.(160-162)GAT>GCT p.D54A

Pat_01 Post-Resistance SHISA3 152573 37 4 42403461 42403461 Missense_Mutation SNP C T 62 193 c.710C>T c.(709-711)TCC>TTC p.S237F

Pat_01 Post-Resistance GABRA2 2555 37 4 46307695 46307695 Nonsense_Mutation SNP C T 37 116 c.593G>A c.(592-594)TGG>TAG p.W198*

Pat_01 Post-Resistance CORIN 10699 37 4 47647188 47647188 Missense_Mutation SNP C T 97 297 c.1867G>A c.(1867-1869)GAA>AAA p.E623K

Pat_01 Post-Resistance OCIAD2 132299 37 4 48901867 48901867 Missense_Mutation SNP C T 97 293 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_01 Post-Resistance LNX1 84708 37 4 54364972 54364972 Missense_Mutation SNP T A 75 178 c.814A>T c.(814-816)ATT>TTT p.I272F

Pat_01 Post-Resistance LPHN3 23284 37 4 62903453 62903453 Missense_Mutation SNP G A 107 328 c.3392G>A c.(3391-3393)CGA>CAA p.R1131Q

Pat_01 Post-Resistance UGT2B10 7365 37 4 69693259 69693259 Missense_Mutation SNP G A 103 383 c.1300G>A c.(1300-1302)GAT>AAT p.D434N

Pat_01 Post-Resistance UGT2B7 7364 37 4 69962580 69962580 Missense_Mutation SNP A T 19 48 c.342A>T c.(340-342)GAA>GAT p.E114D

Pat_01 Post-Resistance MUC7 4589 37 4 71347138 71347138 Missense_Mutation SNP C T 14 677 c.677C>T c.(676-678)CCA>CTA p.P226L

Pat_01 Post-Resistance GC 2638 37 4 72631267 72631267 Nonsense_Mutation SNP G A 6 394 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_01 Post-Resistance ANKRD17 26057 37 4 73984530 73984530 Missense_Mutation SNP T C 179 518 c.4063A>G c.(4063-4065)ACT>GCT p.T1355A



Pat_01 Post-Resistance PPEF2 5470 37 4 76787390 76787390 Missense_Mutation SNP C A 5 478 c.1872G>T c.(1870-1872)GAG>GAT p.E624D

Pat_01 Post-Resistance GK2 2712 37 4 80327902 80327902 Missense_Mutation SNP C T 103 261 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_01 Post-Resistance HERC5 51191 37 4 89425504 89425504 Missense_Mutation SNP C T 50 224 c.2704C>T c.(2704-2706)CCC>TCC p.P902S

Pat_01 Post-Resistance UNC5C 8633 37 4 96104089 96104089 Missense_Mutation SNP C T 122 260 c.2410G>A c.(2410-2412)GGA>AGA p.G804R

Pat_01 Post-Resistance EGF 1950 37 4 110921002 110921002 Missense_Mutation SNP G A 110 292 c.3173G>A c.(3172-3174)AGG>AAG p.R1058K

Pat_01 Post-Resistance ENPEP 2028 37 4 111441369 111441369 Splice_Site SNP A T 4 229 c.1576_splice c.e10-2 p.A526_splice

Pat_01 Post-Resistance PITX2 5308 37 4 111542415 111542415 Missense_Mutation SNP C T 42 123 c.295G>A c.(295-297)GAG>AAG p.E99K

Pat_01 Post-Resistance FAT4 79633 37 4 126370224 126370224 Nonsense_Mutation SNP C T 8 685 c.8053C>T c.(8053-8055)CGA>TGA p.R2685*

Pat_01 Post-Resistance ELMOD2 255520 37 4 141461344 141461344 Missense_Mutation SNP C T 4 136 c.422C>T c.(421-423)ACG>ATG p.T141M

Pat_01 Post-Resistance DCHS2 54798 37 4 155157358 155157358 Missense_Mutation SNP G A 128 337 c.7081C>T c.(7081-7083)CAT>TAT p.H2361Y

Pat_01 Post-Resistance DCHS2 54798 37 4 155298407 155298407 Missense_Mutation SNP C T 73 245 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_01 Post-Resistance CLCN3 1182 37 4 170613292 170613292 Missense_Mutation SNP A T 67 310 c.757A>T c.(757-759)ATC>TTC p.I253F

Pat_01 Post-Resistance ASB5 140458 37 4 177138062 177138062 Missense_Mutation SNP C T 5 451 c.769G>A c.(769-771)GCA>ACA p.A257T

Pat_01 Post-Resistance ASB5 140458 37 4 177190238 177190238 Missense_Mutation SNP G A 91 272 c.22C>T c.(22-24)CGG>TGG p.R8W

Pat_01 Post-Resistance ODZ3 55714 37 4 183652119 183652119 Missense_Mutation SNP C T 56 130 c.2794C>T c.(2794-2796)CCA>TCA p.P932S

Pat_01 Post-Resistance STOX2 56977 37 4 184930961 184930961 Missense_Mutation SNP G A 3 36 c.970G>A c.(970-972)GTG>ATG p.V324M

Pat_01 Post-Resistance FAM149A 25854 37 4 187086560 187086560 Missense_Mutation SNP C T 6 246 c.1106C>T c.(1105-1107)CCG>CTG p.P369L

Pat_01 Post-Resistance C5orf23 79614 37 5 32789844 32789844 Missense_Mutation SNP G A 5 364 c.337G>A c.(337-339)GTC>ATC p.V113I

Pat_01 Post-Resistance CAPSL 133690 37 5 35904702 35904702 Missense_Mutation SNP G A 149 412 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_01 Post-Resistance EGFLAM 133584 37 5 38431379 38431379 Missense_Mutation SNP G A 4 219 c.2155G>A c.(2155-2157)GGA>AGA p.G719R

Pat_01 Post-Resistance HEATR7B2 133558 37 5 41042300 41042300 Nonsense_Mutation SNP C T 10 11 c.1847G>A c.(1846-1848)TGG>TAG p.W616*

Pat_01 Post-Resistance C5orf34 375444 37 5 43509374 43509374 Missense_Mutation SNP G A 82 195 c.68C>T c.(67-69)TCC>TTC p.S23F

Pat_01 Post-Resistance SKIV2L2 23517 37 5 54662656 54662656 Missense_Mutation SNP C T 103 393 c.1763C>T c.(1762-1764)TCC>TTC p.S588F

Pat_01 Post-Resistance MAST4 375449 37 5 66460811 66460812 Missense_Mutation DNP CC AT 12 46 c.5237_5238CC>ATc.(5236-5238)CCC>CAT p.P1746H

Pat_01 Post-Resistance ZFYVE16 9765 37 5 79770564 79770564 Missense_Mutation SNP G A 4 206 c.4376G>A c.(4375-4377)AGT>AAT p.S1459N

Pat_01 Post-Resistance RASA1 5921 37 5 86685291 86685291 Missense_Mutation SNP G A 9 653 c.3007G>A c.(3007-3009)GTG>ATG p.V1003M

Pat_01 Post-Resistance TTC37 9652 37 5 94833154 94833154 Missense_Mutation SNP C T 4 207 c.3602G>A c.(3601-3603)CGA>CAA p.R1201Q

Pat_01 Post-Resistance CAST 831 37 5 96086361 96086361 Nonsense_Mutation SNP C A 6 254 c.1250C>A c.(1249-1251)TCA>TAA p.S417*

Pat_01 Post-Resistance C5orf13 9315 37 5 111066622 111066622 Missense_Mutation SNP A G 121 331 c.203T>C c.(202-204)TTT>TCT p.F68S

Pat_01 Post-Resistance LOX 4015 37 5 121412595 121412595 Missense_Mutation SNP G T 6 313 c.733C>A c.(733-735)CTG>ATG p.L245M

Pat_01 Post-Resistance SLC27A6 28965 37 5 128364084 128364084 Missense_Mutation SNP G A 76 256 c.1501G>A c.(1501-1503)GGA>AGA p.G501R

Pat_01 Post-Resistance CHSY3 337876 37 5 129520415 129520415 Missense_Mutation SNP G A 4 244 c.1580G>A c.(1579-1581)CGC>CAC p.R527H

Pat_01 Post-Resistance ACSL6 23305 37 5 131308419 131308419 Nonsense_Mutation SNP G A 65 237 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_01 Post-Resistance HSPA9 3313 37 5 137892158 137892158 Missense_Mutation SNP C T 6 760 c.1945G>A c.(1945-1947)GAA>AAA p.E649K

Pat_01 Post-Resistance PCDHB10 56126 37 5 140574481 140574481 Missense_Mutation SNP G A 40 89 c.2356G>A c.(2356-2358)GAA>AAA p.E786K

Pat_01 Post-Resistance PCDHGA2 56113 37 5 140718983 140718983 Missense_Mutation SNP G A 60 191 c.445G>A c.(445-447)GGA>AGA p.G149R

Pat_01 Post-Resistance PCDHGA2 56113 37 5 140720289 140720289 Missense_Mutation SNP C T 148 314 c.1751C>T c.(1750-1752)CCC>CTC p.P584L

Pat_01 Post-Resistance PCDHGA8 9708 37 5 140772898 140772898 Missense_Mutation SNP G A 56 160 c.518G>A c.(517-519)AGC>AAC p.S173N

Pat_01 Post-Resistance PCDH12 51294 37 5 141335609 141335609 Missense_Mutation SNP G A 5 210 c.1808C>T c.(1807-1809)ACT>ATT p.T603I

Pat_01 Post-Resistance GM2A 2760 37 5 150646936 150646936 Missense_Mutation SNP G A 4 182 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_01 Post-Resistance GRIA1 2890 37 5 153144170 153144170 Missense_Mutation SNP G A 36 101 c.2000G>A c.(1999-2001)GGA>GAA p.G667E

Pat_01 Post-Resistance HAVCR2 84868 37 5 156514235 156514235 Missense_Mutation SNP C T 37 163 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_01 Post-Resistance LSM11 134353 37 5 157182040 157182040 Missense_Mutation SNP C T 64 122 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_01 Post-Resistance GABRP 2568 37 5 170239094 170239094 Missense_Mutation SNP G A 80 265 c.1155G>A c.(1153-1155)ATG>ATA p.M385I

Pat_01 Post-Resistance STC2 8614 37 5 172755184 172755184 Missense_Mutation SNP G A 5 332 c.13C>T c.(13-15)CGG>TGG p.R5W

Pat_01 Post-Resistance GFPT2 9945 37 5 179762866 179762866 Missense_Mutation SNP G A 4 175 c.302C>T c.(301-303)GCT>GTT p.A101V

Pat_01 Post-Resistance GNB2L1 10399 37 5 180665127 180665127 Missense_Mutation SNP G A 5 432 c.749C>T c.(748-750)GCT>GTT p.A250V



Pat_01 Post-Resistance ATXN1 6310 37 6 16327485 16327485 Missense_Mutation SNP G A 78 245 c.1057C>T c.(1057-1059)CCT>TCT p.P353S

Pat_01 Post-Resistance KDM1B 221656 37 6 18207708 18207708 Missense_Mutation SNP C T 5 410 c.1130C>T c.(1129-1131)TCG>TTG p.S377L

Pat_01 Post-Resistance ZNF184 7738 37 6 27419417 27419417 Missense_Mutation SNP G A 46 232 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_01 Post-Resistance HLA-A 3105 37 6 29912859 29912859 Missense_Mutation SNP C A 6 291 c.1036C>A c.(1036-1038)CAG>AAG p.Q346K

Pat_01 Post-Resistance MDC1 9656 37 6 30672158 30672158 Missense_Mutation SNP G A 299 391 c.4802C>T c.(4801-4803)ACA>ATA p.T1601I

Pat_01 Post-Resistance MICB 4277 37 6 31473433 31473433 Missense_Mutation SNP A G 5 425 c.110A>G c.(109-111)CAG>CGG p.Q37R

Pat_01 Post-Resistance BAT2 7916 37 6 31595857 31595857 Missense_Mutation SNP C T 87 343 c.1606C>T c.(1606-1608)CCA>TCA p.P536S

Pat_01 Post-Resistance BAT3 7917 37 6 31612903 31612903 Missense_Mutation SNP G A 93 343 c.1207C>T c.(1207-1209)CCT>TCT p.P403S

Pat_01 Post-Resistance LY6G6F 259215 37 6 31685384 31685384 Missense_Mutation SNP C T 134 632 c.952C>T c.(952-954)CCA>TCA p.P318S

Pat_01 Post-Resistance C2 717 37 6 31903781 31903781 Missense_Mutation SNP G A 50 187 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_01 Post-Resistance TNXB 7148 37 6 32029318 32029318 Missense_Mutation SNP C T 51 177 c.7348G>A c.(7348-7350)GGG>AGG p.G2450R

Pat_01 Post-Resistance TNXB 7148 37 6 32038093 32038093 Missense_Mutation SNP G A 19 30 c.5089C>T c.(5089-5091)CCT>TCT p.P1697S

Pat_01 Post-Resistance HLA-DMB 3109 37 6 32903140 32903140 Missense_Mutation SNP G A 213 362 c.754C>T c.(754-756)CCT>TCT p.P252S

Pat_01 Post-Resistance FGD2 221472 37 6 36988331 36988331 Missense_Mutation SNP G A 9 64 c.1137G>A c.(1135-1137)ATG>ATA p.M379I

Pat_01 Post-Resistance TMEM63B 55362 37 6 44104121 44104121 Missense_Mutation SNP G A 5 324 c.314G>A c.(313-315)CGG>CAG p.R105Q

Pat_01 Post-Resistance CAPN11 11131 37 6 44144382 44144382 Missense_Mutation SNP G A 5 325 c.1066G>A c.(1066-1068)GGG>AGG p.G356R

Pat_01 Post-Resistance MEP1A 4224 37 6 46801249 46801249 Missense_Mutation SNP C T 5 455 c.1583C>T c.(1582-1584)ACT>ATT p.T528I

Pat_01 Post-Resistance IL17F 112744 37 6 52103546 52103546 Missense_Mutation SNP G A 46 131 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_01 Post-Resistance MCM3 4172 37 6 52148092 52148092 Missense_Mutation SNP C T 5 424 c.191G>A c.(190-192)CGG>CAG p.R64Q

Pat_01 Post-Resistance KLHL31 401265 37 6 53519577 53519577 Missense_Mutation SNP C T 4 318 c.494G>A c.(493-495)CGG>CAG p.R165Q

Pat_01 Post-Resistance FAM83B 222584 37 6 54804808 54804808 Missense_Mutation SNP G A 59 137 c.1039G>A c.(1039-1041)GAA>AAA p.E347K

Pat_01 Post-Resistance COL21A1 81578 37 6 55935569 55935569 Missense_Mutation SNP C T 20 91 c.1993G>A c.(1993-1995)GGG>AGG p.G665R

Pat_01 Post-Resistance SMAP1 60682 37 6 71570002 71570002 Missense_Mutation SNP T G 160 342 c.1369T>G c.(1369-1371)TCA>GCA p.S457A

Pat_01 Post-Resistance FILIP1 27145 37 6 76063340 76063340 Missense_Mutation SNP C T 106 307 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_01 Post-Resistance CASP8AP2 9994 37 6 90577172 90577172 Missense_Mutation SNP C T 48 110 c.4163C>T c.(4162-4164)CCA>CTA p.P1388L

Pat_01 Post-Resistance GJA10 84694 37 6 90604719 90604719 Missense_Mutation SNP C T 115 255 c.532C>T c.(532-534)CTC>TTC p.L178F

Pat_01 Post-Resistance AIM1 202 37 6 107016361 107016361 Missense_Mutation SNP G A 127 262 c.5092G>A c.(5092-5094)GAT>AAT p.D1698N

Pat_01 Post-Resistance FOXO3 2309 37 6 108985003 108985003 Missense_Mutation SNP C T 4 107 c.967C>T c.(967-969)CGC>TGC p.R323C

Pat_01 Post-Resistance LAMA4 3910 37 6 112437179 112437179 Nonsense_Mutation SNP C A 5 255 c.4999G>T c.(4999-5001)GGA>TGA p.G1667*

Pat_01 Post-Resistance RFX6 222546 37 6 117248438 117248438 Missense_Mutation SNP C T 116 179 c.2134C>T c.(2134-2136)CAC>TAC p.H712Y

Pat_01 Post-Resistance ROS1 6098 37 6 117730754 117730754 Missense_Mutation SNP C T 50 129 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_01 Post-Resistance GJA1 2697 37 6 121768295 121768295 Missense_Mutation SNP G A 4 136 c.302G>A c.(301-303)CGA>CAA p.R101Q

Pat_01 Post-Resistance SYNJ2 8871 37 6 158487565 158487565 Missense_Mutation SNP G A 4 194 c.1615G>A c.(1615-1617)GTG>ATG p.V539M

Pat_01 Post-Resistance KIF25 3834 37 6 168430266 168430266 Missense_Mutation SNP A C 4 278 c.1A>C c.(1-3)ATG>CTG p.M1L

Pat_01 Post-Resistance GPR146 115330 37 7 1097176 1097176 Missense_Mutation SNP G A 4 62 c.25G>A c.(25-27)GGC>AGC p.G9S

Pat_01 Post-Resistance RADIL 55698 37 7 4841376 4841376 Missense_Mutation SNP G A 7 29 c.2750C>T c.(2749-2751)CCC>CTC p.P917L

Pat_01 Post-Resistance WIPI2 26100 37 7 5232787 5232787 Missense_Mutation SNP G A 6 481 c.113G>A c.(112-114)CGT>CAT p.R38H

Pat_01 Post-Resistance PRPS1L1 221823 37 7 18066867 18066867 Missense_Mutation SNP G A 69 188 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_01 Post-Resistance CREB5 9586 37 7 28547317 28547317 Missense_Mutation SNP G A 116 359 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_01 Post-Resistance C7orf10 79783 37 7 40900016 40900016 Missense_Mutation SNP G A 76 211 c.1255G>A c.(1255-1257)GAT>AAT p.D419N

Pat_01 Post-Resistance HECW1 23072 37 7 43400569 43400569 Missense_Mutation SNP C T 60 176 c.545C>T c.(544-546)TCG>TTG p.S182L

Pat_01 Post-Resistance TBRG4 9238 37 7 45144223 45144223 Missense_Mutation SNP G A 16 87 c.821C>T c.(820-822)CCC>CTC p.P274L

Pat_01 Post-Resistance TNS3 64759 37 7 47451336 47451337 Missense_Mutation DNP CC TT 22 51 c.711_712GG>AA709-714)AAGGGA>AAAAG p.G238R

Pat_01 Post-Resistance EGFR 1956 37 7 55266497 55266497 Missense_Mutation SNP G A 76 198 c.2789G>A c.(2788-2790)GGA>GAA p.G930E

Pat_01 Post-Resistance CLDN4 1364 37 7 73246133 73246133 Missense_Mutation SNP G A 6 426 c.602G>A c.(601-603)CGC>CAC p.R201H

Pat_01 Post-Resistance MAGI2 9863 37 7 77885454 77885454 Missense_Mutation SNP G T 10 94 c.1853C>A c.(1852-1854)ACT>AAT p.T618N

Pat_01 Post-Resistance ABCB4 5244 37 7 87060829 87060829 Missense_Mutation SNP C T 173 449 c.1784G>A c.(1783-1785)CGA>CAA p.R595Q



Pat_01 Post-Resistance SAMD9 54809 37 7 92735311 92735311 Missense_Mutation SNP C T 95 313 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_01 Post-Resistance TRRAP 8295 37 7 98509757 98509757 Missense_Mutation SNP C T 88 288 c.2120C>T c.(2119-2121)TCC>TTC p.S707F

Pat_01 Post-Resistance OR2AE1 81392 37 7 99473956 99473956 Missense_Mutation SNP C T 32 78 c.701G>A c.(700-702)AGA>AAA p.R234K

Pat_01 Post-Resistance ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 7 106 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_01 Post-Resistance ZAN 7455 37 7 100350361 100350361 Missense_Mutation SNP T C 4 82 c.2633T>C c.(2632-2634)CTC>CCC p.L878P

Pat_01 Post-Resistance ZAN 7455 37 7 100371434 100371434 Missense_Mutation SNP A G 6 29 c.5725A>G c.(5725-5727)AAA>GAA p.K1909E

Pat_01 Post-Resistance SLC12A9 56996 37 7 100453367 100453367 Missense_Mutation SNP G A 5 457 c.356G>A c.(355-357)AGC>AAC p.S119N

Pat_01 Post-Resistance MUC17 140453 37 7 100686354 100686354 Missense_Mutation SNP C T 73 274 c.11657C>T c.(11656-11658)CCA>CTA p.P3886L

Pat_01 Post-Resistance MOGAT3 346606 37 7 100839568 100839568 Missense_Mutation SNP C A 10 19 c.771G>T c.(769-771)AAG>AAT p.K257N

Pat_01 Post-Resistance RELN 5649 37 7 103137012 103137012 Missense_Mutation SNP C T 114 328 c.9154G>A c.(9154-9156)GAA>AAA p.E3052K

Pat_01 Post-Resistance PIK3CG 5294 37 7 106519963 106519963 Splice_Site SNP G A 66 247 c.2392_splice c.e6-1 p.I798_splice

Pat_01 Post-Resistance SLC26A3 1811 37 7 107418680 107418680 Missense_Mutation SNP C T 43 165 c.1454G>A c.(1453-1455)GGG>GAG p.G485E

Pat_01 Post-Resistance SLC26A3 1811 37 7 107420160 107420160 Missense_Mutation SNP G T 5 417 c.1360C>A c.(1360-1362)CAG>AAG p.Q454K

Pat_01 Post-Resistance PTPRZ1 5803 37 7 121608040 121608040 Missense_Mutation SNP C T 51 198 c.160C>T c.(160-162)CCA>TCA p.P54S

Pat_01 Post-Resistance SLC13A4 26266 37 7 135392875 135392875 Missense_Mutation SNP C T 110 302 c.352G>A c.(352-354)GCC>ACC p.A118T

Pat_01 Post-Resistance KIAA1549 57670 37 7 138522701 138522701 Missense_Mutation SNP G A 35 126 c.5803C>T c.(5803-5805)CTC>TTC p.L1935F

Pat_01 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 185 285 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_01 Post-Resistance C7orf34 135927 37 7 142637618 142637618 Missense_Mutation SNP G A 135 393 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_01 Post-Resistance OR6V1 346517 37 7 142749903 142749903 Missense_Mutation SNP C T 5 391 c.466C>T c.(466-468)CCC>TCC p.P156S

Pat_01 Post-Resistance CLCN1 1180 37 7 143029958 143029958 Missense_Mutation SNP G A 6 625 c.1393G>A c.(1393-1395)GTC>ATC p.V465I

Pat_01 Post-Resistance CLCN1 1180 37 7 143036696 143036696 Missense_Mutation SNP G T 85 296 c.1564G>T c.(1564-1566)GGG>TGG p.G522W

Pat_01 Post-Resistance KCNH2 3757 37 7 150654507 150654507 Missense_Mutation SNP G A 4 167 c.1000C>T c.(1000-1002)CCC>TCC p.P334S

Pat_01 Post-Resistance ENTPD4 9583 37 8 23305381 23305381 Missense_Mutation SNP G A 6 361 c.224C>T c.(223-225)ACC>ATC p.T75I

Pat_01 Post-Resistance DOCK5 80005 37 8 25253110 25253110 Nonsense_Mutation SNP G T 88 180 c.4579G>T c.(4579-4581)GAG>TAG p.E1527*

Pat_01 Post-Resistance WHSC1L1 54904 37 8 38173456 38173456 Missense_Mutation SNP C T 5 507 c.1960G>A c.(1960-1962)GAT>AAT p.D654N

Pat_01 Post-Resistance ADAM2 2515 37 8 39606935 39606935 Missense_Mutation SNP G T 157 517 c.1910C>A c.(1909-1911)GCT>GAT p.A637D

Pat_01 Post-Resistance RP1 6101 37 8 55538849 55538849 Missense_Mutation SNP C T 21 94 c.2407C>T c.(2407-2409)CCT>TCT p.P803S

Pat_01 Post-Resistance PREX2 80243 37 8 69000012 69000012 Missense_Mutation SNP T C 161 551 c.2081T>C c.(2080-2082)TTT>TCT p.F694S

Pat_01 Post-Resistance ZFHX4 79776 37 8 77763772 77763772 Missense_Mutation SNP C T 37 75 c.4480C>T c.(4480-4482)CGT>TGT p.R1494C

Pat_01 Post-Resistance SLC7A13 157724 37 8 87229869 87229869 Missense_Mutation SNP A G 138 354 c.1009T>C c.(1009-1011)TTT>CTT p.F337L

Pat_01 Post-Resistance RGS22 26166 37 8 101020740 101020740 Missense_Mutation SNP C T 21 91 c.2224G>A c.(2224-2226)GAA>AAA p.E742K

Pat_01 Post-Resistance TMEM74 157753 37 8 109796543 109796543 Missense_Mutation SNP C T 54 126 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_01 Post-Resistance FAM135B 51059 37 8 139255192 139255192 Missense_Mutation SNP G A 68 176 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_01 Post-Resistance SLC45A4 57210 37 8 142228976 142228976 Missense_Mutation SNP C T 4 154 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_01 Post-Resistance PYCRL 65263 37 8 144689142 144689142 Missense_Mutation SNP G A 45 162 c.353C>T c.(352-354)TCT>TTT p.S118F

Pat_01 Post-Resistance ZNF707 286075 37 8 144776319 144776320 Missense_Mutation DNP CC TT 9 11 c.735_736CC>TT733-738)GACCGC>GATTG p.R246C

Pat_01 Post-Resistance SCRIB 23513 37 8 144886826 144886826 Missense_Mutation SNP A T 5 68 c.2921T>A c.(2920-2922)ATA>AAA p.I974K

Pat_01 Post-Resistance NRBP2 340371 37 8 144918164 144918164 Missense_Mutation SNP G A 3 60 c.1354C>T c.(1354-1356)CGG>TGG p.R452W

Pat_01 Post-Resistance IL33 90865 37 9 6251250 6251250 Missense_Mutation SNP G A 166 222 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_01 Post-Resistance ADAMTSL1 92949 37 9 18657704 18657704 Nonsense_Mutation SNP G A 4 301 c.902G>A c.(901-903)TGG>TAG p.W301*

Pat_01 Post-Resistance TAF1L 138474 37 9 32630610 32630610 Missense_Mutation SNP C T 121 197 c.4968G>A c.(4966-4968)ATG>ATA p.M1656I

Pat_01 Post-Resistance GBA2 57704 37 9 35748472 35748472 Missense_Mutation SNP A G 91 127 c.230T>C c.(229-231)ATG>ACG p.M77T

Pat_01 Post-Resistance PRUNE2 158471 37 9 79326061 79326061 Missense_Mutation SNP G A 20 49 c.1129C>T c.(1129-1131)CCC>TCC p.P377S

Pat_01 Post-Resistance PHF2 5253 37 9 96422487 96422487 Missense_Mutation SNP C T 7 26 c.1343C>T c.(1342-1344)GCC>GTC p.A448V

Pat_01 Post-Resistance HIATL1 84641 37 9 97207294 97207294 Missense_Mutation SNP G A 175 528 c.559G>A c.(559-561)GCA>ACA p.A187T

Pat_01 Post-Resistance BAAT 570 37 9 104124894 104124894 Missense_Mutation SNP G A 36 146 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_01 Post-Resistance RNF20 56254 37 9 104302911 104302911 Missense_Mutation SNP G A 7 320 c.437G>A c.(436-438)CGA>CAA p.R146Q



Pat_01 Post-Resistance ACTL7B 10880 37 9 111617721 111617721 Missense_Mutation SNP C T 4 125 c.490G>A c.(490-492)GCG>ACG p.A164T

Pat_01 Post-Resistance C9orf152 401546 37 9 112963727 112963727 Missense_Mutation SNP G A 4 158 c.221C>T c.(220-222)TCG>TTG p.S74L

Pat_01 Post-Resistance FKBP15 23307 37 9 115959229 115959229 Missense_Mutation SNP C T 4 211 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_01 Post-Resistance COL27A1 85301 37 9 117068933 117068934 Missense_Mutation DNP GG AA 37 77 .5072_5073GG>AAc.(5071-5073)AGG>AAA p.R1691K

Pat_01 Post-Resistance TLR4 7099 37 9 120475271 120475271 Nonsense_Mutation SNP C T 63 267 c.865C>T c.(865-867)CGA>TGA p.R289*

Pat_01 Post-Resistance OR1J2 26740 37 9 125273462 125273462 Missense_Mutation SNP C T 42 150 c.382C>T c.(382-384)CAC>TAC p.H128Y

Pat_01 Post-Resistance OR1N2 138882 37 9 125316037 125316037 Missense_Mutation SNP G A 125 353 c.589G>A c.(589-591)GAT>AAT p.D197N

Pat_01 Post-Resistance FAM125B 89853 37 9 129184183 129184183 Missense_Mutation SNP G A 5 501 c.713G>A c.(712-714)CGG>CAG p.R238Q

Pat_01 Post-Resistance ABL1 25 37 9 133760646 133760646 Missense_Mutation SNP C T 62 196 c.2969C>T c.(2968-2970)TCG>TTG p.S990L

Pat_01 Post-Resistance LAMC3 10319 37 9 133946908 133946908 Missense_Mutation SNP G A 11 163 c.3107G>A c.(3106-3108)GGG>GAG p.G1036E

Pat_01 Post-Resistance RXRA 6256 37 9 137321028 137321028 Missense_Mutation SNP G A 5 245 c.985G>A c.(985-987)GGG>AGG p.G329R

Pat_01 Post-Resistance SLC34A3 142680 37 9 140126529 140126529 Missense_Mutation SNP T C 4 409 c.91T>C c.(91-93)TCC>CCC p.S31P

Pat_01 Post-Resistance SCML2 10389 37 X 18342090 18342090 Nonsense_Mutation SNP G A 6 188 c.286C>T c.(286-288)CGA>TGA p.R96*

Pat_01 Post-Resistance CNKSR2 22866 37 X 21550159 21550159 Missense_Mutation SNP G A 4 115 c.1277G>A c.(1276-1278)GGA>GAA p.G426E

Pat_01 Post-Resistance GSPT2 23708 37 X 51488398 51488398 Missense_Mutation SNP C T 89 67 c.1676C>T c.(1675-1677)TCC>TTC p.S559F

Pat_01 Post-Resistance FAM123B 139285 37 X 63413019 63413019 Missense_Mutation SNP C T 4 188 c.148G>A c.(148-150)GGT>AGT p.G50S

Pat_01 Post-Resistance TAF1 6872 37 X 70680617 70680617 Missense_Mutation SNP G A 9 10 c.5360G>A c.(5359-5361)GGG>GAG p.G1787E

Pat_01 Post-Resistance FAM46D 169966 37 X 79698739 79698739 Missense_Mutation SNP G A 4 81 c.701G>A c.(700-702)GGT>GAT p.G234D

Pat_01 Post-Resistance TCEAL6 158931 37 X 101395871 101395871 Missense_Mutation SNP C T 54 69 c.433G>A c.(433-435)GAT>AAT p.D145N

Pat_01 Post-Resistance MUM1L1 139221 37 X 105450125 105450125 Missense_Mutation SNP G A 18 25 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_01 Post-Resistance CAPN6 827 37 X 110491174 110491174 Missense_Mutation SNP G A 252 241 c.1531C>T c.(1531-1533)CGT>TGT p.R511C

Pat_01 Post-Resistance GRIA3 2892 37 X 122459990 122459990 Missense_Mutation SNP G A 166 128 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_01 Post-Resistance CXorf66 347487 37 X 139038701 139038701 Missense_Mutation SNP G A 288 203 c.440C>T c.(439-441)TCC>TTC p.S147F

Pat_01 Post-Resistance PLXNA3 55558 37 X 153700967 153700967 Missense_Mutation SNP G A 4 259 c.5555G>A c.(5554-5556)CGG>CAG p.R1852Q

Pat_02 Post-Resistance PANK4 55229 37 1 2447075 2447075 Missense_Mutation SNP C T 4 104 c.1300G>A c.(1300-1302)GAC>AAC p.D434N

Pat_02 Post-Resistance H6PD 9563 37 1 9323666 9323666 Missense_Mutation SNP T G 46 68 c.1114T>G c.(1114-1116)TTG>GTG p.L372V

Pat_02 Post-Resistance UBE4B 10277 37 1 10166338 10166338 Missense_Mutation SNP G A 7 153 c.893G>A c.(892-894)CGT>CAT p.R298H

Pat_02 Post-Resistance MIIP 60672 37 1 12091778 12091778 Splice_Site SNP G A 4 207 c.1081_splice c.e10-1 p.A361_splice

Pat_02 Post-Resistance IGSF21 84966 37 1 18691963 18691963 Missense_Mutation SNP G A 163 50 c.787G>A c.(787-789)GAG>AAG p.E263K

Pat_02 Post-Resistance ARID1A 8289 37 1 27101115 27101115 Missense_Mutation SNP C T 5 125 c.4397C>T c.(4396-4398)GCA>GTA p.A1466V

Pat_02 Post-Resistance SDC3 9672 37 1 31349506 31349506 Missense_Mutation SNP G A 3 44 c.763C>T c.(763-765)CGG>TGG p.R255W

Pat_02 Post-Resistance GJB5 2709 37 1 35222956 35222956 Missense_Mutation SNP C T 4 79 c.25C>T c.(25-27)CTC>TTC p.L9F

Pat_02 Post-Resistance TFAP2E 339488 37 1 36054150 36054150 Missense_Mutation SNP G A 6 71 c.782G>A c.(781-783)CGC>CAC p.R261H

Pat_02 Post-Resistance SLC6A9 6536 37 1 44463225 44463225 Missense_Mutation SNP G A 4 144 c.2113C>T c.(2113-2115)CGG>TGG p.R705W

Pat_02 Post-Resistance DHCR24 1718 37 1 55319179 55319179 Missense_Mutation SNP T C 3 57 c.1325A>G c.(1324-1326)GAG>GGG p.E442G

Pat_02 Post-Resistance JUN 3725 37 1 59248082 59248082 Missense_Mutation SNP G A 4 101 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_02 Post-Resistance LPAR3 23566 37 1 85331140 85331140 Missense_Mutation SNP G T 24 42 c.664C>A c.(664-666)CCG>ACG p.P222T

Pat_02 Post-Resistance GBP3 2635 37 1 89477642 89477642 Missense_Mutation SNP C T 4 103 c.937G>A c.(937-939)GCA>ACA p.A313T

Pat_02 Post-Resistance LRRC8D 55144 37 1 90398877 90398877 Missense_Mutation SNP G A 4 61 c.250G>A c.(250-252)GCA>ACA p.A84T

Pat_02 Post-Resistance ALX3 257 37 1 110607256 110607257 Missense_Mutation DNP GG AA 49 29 c.546_547CC>TT544-549)GCCCGG>GCTTG p.R183W

Pat_02 Post-Resistance NBPF16 728936 37 1 148753314 148753314 Missense_Mutation SNP A G 10 69 c.1331A>G c.(1330-1332)TAT>TGT p.Y444C

Pat_02 Post-Resistance SCNM1 79005 37 1 151141482 151141482 Missense_Mutation SNP G A 113 30 c.614G>A c.(613-615)GGA>GAA p.G205E

Pat_02 Post-Resistance RPTN 126638 37 1 152128617 152128617 Missense_Mutation SNP T C 9 876 c.958A>G c.(958-960)AGT>GGT p.S320G

Pat_02 Post-Resistance FLG 2312 37 1 152280647 152280647 Missense_Mutation SNP G A 215 64 c.6715C>T c.(6715-6717)CGG>TGG p.R2239W

Pat_02 Post-Resistance FLG 2312 37 1 152282909 152282909 Missense_Mutation SNP C T 7 584 c.4453G>A c.(4453-4455)GGT>AGT p.G1485S

Pat_02 Post-Resistance ADAR 103 37 1 154569345 154569345 Missense_Mutation SNP G A 4 138 c.2206C>T c.(2206-2208)CGC>TGC p.R736C

Pat_02 Post-Resistance ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 5 119 c.643G>A c.(643-645)GGT>AGT p.G215S



Pat_02 Post-Resistance HCN3 57657 37 1 155254346 155254346 Missense_Mutation SNP G A 4 86 c.887G>A c.(886-888)CGC>CAC p.R296H

Pat_02 Post-Resistance MEX3A 92312 37 1 156047240 156047240 Missense_Mutation SNP C T 4 33 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_02 Post-Resistance IQGAP3 128239 37 1 156535853 156535853 Missense_Mutation SNP C A 6 262 c.326G>T c.(325-327)TGG>TTG p.W109L

Pat_02 Post-Resistance FCRL5 83416 37 1 157516746 157516746 Missense_Mutation SNP C A 4 134 c.294G>T c.(292-294)TTG>TTT p.L98F

Pat_02 Post-Resistance FCGR2C 9103 37 1 161565349 161565349 Missense_Mutation SNP C G 4 300 c.767C>G c.(766-768)TCC>TGC p.S256C

Pat_02 Post-Resistance F5 2153 37 1 169510354 169510354 Missense_Mutation SNP A G 8 760 c.3974T>C c.(3973-3975)CTC>CCC p.L1325P

Pat_02 Post-Resistance C1orf105 92346 37 1 172434464 172434464 Nonsense_Mutation SNP C T 64 32 c.367C>T c.(367-369)CAG>TAG p.Q123*

Pat_02 Post-Resistance TNR 7143 37 1 175372465 175372465 Missense_Mutation SNP C T 70 11 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_02 Post-Resistance PAPPA2 60676 37 1 176564299 176564299 Missense_Mutation SNP G T 21 37 c.1559G>T c.(1558-1560)CGG>CTG p.R520L

Pat_02 Post-Resistance LAMC1 3915 37 1 183072636 183072636 Missense_Mutation SNP G A 7 81 c.592G>A c.(592-594)GGG>AGG p.G198R

Pat_02 Post-Resistance DSTYK 25778 37 1 205138570 205138570 Nonsense_Mutation SNP G A 6 185 c.1045C>T c.(1045-1047)CAG>TAG p.Q349*

Pat_02 Post-Resistance SMYD2 56950 37 1 214498026 214498026 Missense_Mutation SNP C T 72 43 c.577C>T c.(577-579)CAT>TAT p.H193Y

Pat_02 Post-Resistance ZNF669 79862 37 1 247263846 247263846 Missense_Mutation SNP C T 4 207 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_02 Post-Resistance DIP2C 22982 37 10 410435 410435 Missense_Mutation SNP G A 4 187 c.2356C>T c.(2356-2358)CTC>TTC p.L786F

Pat_02 Post-Resistance ADARB2 105 37 10 1279761 1279761 Missense_Mutation SNP G A 77 44 c.1388C>T c.(1387-1389)TCG>TTG p.S463L

Pat_02 Post-Resistance SFMBT2 57713 37 10 7262417 7262417 Missense_Mutation SNP G A 234 223 c.1286C>T c.(1285-1287)TCC>TTC p.S429F

Pat_02 Post-Resistance C10orf140 387640 37 10 21804291 21804291 Missense_Mutation SNP C A 44 156 c.2461G>T c.(2461-2463)GAT>TAT p.D821Y

Pat_02 Post-Resistance EPC1 80314 37 10 32560521 32560521 Missense_Mutation SNP G A 98 261 c.2399C>T c.(2398-2400)TCC>TTC p.S800F

Pat_02 Post-Resistance ANKRD30A 91074 37 10 37508119 37508119 Missense_Mutation SNP G A 163 220 c.3311G>A c.(3310-3312)AGG>AAG p.R1104K

Pat_02 Post-Resistance HNRNPF 3185 37 10 43882221 43882221 Missense_Mutation SNP G A 4 178 c.1112C>T c.(1111-1113)GCG>GTG p.A371V

Pat_02 Post-Resistance ANK3 288 37 10 61829763 61829763 Missense_Mutation SNP C T 27 82 c.10876G>A c.(10876-10878)GAA>AAA p.E3626K

Pat_02 Post-Resistance LDB3 11155 37 10 88476299 88476299 Missense_Mutation SNP G A 231 158 c.1447G>A c.(1447-1449)GAG>AAG p.E483K

Pat_02 Post-Resistance MMRN2 79812 37 10 88702692 88702692 Missense_Mutation SNP C T 25 18 c.1849G>A c.(1849-1851)GAG>AAG p.E617K

Pat_02 Post-Resistance LIPJ 142910 37 10 90362398 90362398 Nonsense_Mutation SNP G A 33 73 c.789G>A c.(787-789)TGG>TGA p.W263*

Pat_02 Post-Resistance PIPSL 266971 37 10 95719963 95719963 Missense_Mutation SNP A T 47 96 c.1191T>A c.(1189-1191)TTT>TTA p.F397L

Pat_02 Post-Resistance DNTT 1791 37 10 98080472 98080472 Missense_Mutation SNP C A 6 219 c.605C>A c.(604-606)CCA>CAA p.P202Q

Pat_02 Post-Resistance CYP17A1 1586 37 10 104592293 104592293 Missense_Mutation SNP G A 4 156 c.1114C>T c.(1114-1116)CCC>TCC p.P372S

Pat_02 Post-Resistance SORCS3 22986 37 10 106924131 106924131 Nonsense_Mutation SNP G A 28 57 c.1803G>A c.(1801-1803)TGG>TGA p.W601*

Pat_02 Post-Resistance GRK5 2869 37 10 121203251 121203251 Missense_Mutation SNP C T 10 16 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_02 Post-Resistance WDR11 55717 37 10 122626197 122626197 Missense_Mutation SNP G A 5 228 c.1111G>A c.(1111-1113)GCC>ACC p.A371T

Pat_02 Post-Resistance TACC2 10579 37 10 123844357 123844357 Missense_Mutation SNP C T 33 70 c.2342C>T c.(2341-2343)CCC>CTC p.P781L

Pat_02 Post-Resistance DMBT1 1755 37 10 124361487 124361487 Missense_Mutation SNP G A 135 46 c.3518G>A c.(3517-3519)GGA>GAA p.G1173E

Pat_02 Post-Resistance KRTAP5-3 387266 37 11 1629039 1629039 Missense_Mutation SNP A T 6 304 c.577T>A c.(577-579)TGC>AGC p.C193S

Pat_02 Post-Resistance OR51D1 390038 37 11 4661948 4661948 Missense_Mutation SNP G A 37 62 c.928G>A c.(928-930)GAG>AAG p.E310K

Pat_02 Post-Resistance OR52H1 390067 37 11 5565961 5565961 Missense_Mutation SNP A T 58 113 c.793T>A c.(793-795)TTC>ATC p.F265I

Pat_02 Post-Resistance APBB1 322 37 11 6425007 6425007 Missense_Mutation SNP G A 4 131 c.767C>T c.(766-768)CCG>CTG p.P256L

Pat_02 Post-Resistance PPFIBP2 8495 37 11 7672156 7672156 Missense_Mutation SNP C T 4 152 c.2207C>T c.(2206-2208)GCA>GTA p.A736V

Pat_02 Post-Resistance ST5 6764 37 11 8720827 8720827 Missense_Mutation SNP G A 4 185 c.2831C>T c.(2830-2832)CCC>CTC p.P944L

Pat_02 Post-Resistance DENND5A 23258 37 11 9165725 9165725 Missense_Mutation SNP T C 4 145 c.3223A>G c.(3223-3225)AGG>GGG p.R1075G

Pat_02 Post-Resistance CTR9 9646 37 11 10795560 10795560 Missense_Mutation SNP G A 4 129 c.2729G>A c.(2728-2730)CGT>CAT p.R910H

Pat_02 Post-Resistance ABCC8 6833 37 11 17452420 17452420 Missense_Mutation SNP C A 7 258 c.1758G>T c.(1756-1758)TTG>TTT p.L586F

Pat_02 Post-Resistance DEPDC7 91614 37 11 33052941 33052941 Missense_Mutation SNP C T 4 92 c.800C>T c.(799-801)TCG>TTG p.S267L

Pat_02 Post-Resistance CAT 847 37 11 34478338 34478338 Missense_Mutation SNP G A 47 53 c.1030G>A c.(1030-1032)GAG>AAG p.E344K

Pat_02 Post-Resistance DGKZ 8525 37 11 46388933 46388933 Missense_Mutation SNP G A 4 73 c.821G>A c.(820-822)AGT>AAT p.S274N

Pat_02 Post-Resistance MTCH2 23788 37 11 47644265 47644265 Missense_Mutation SNP C A 4 72 c.813G>T c.(811-813)ATG>ATT p.M271I

Pat_02 Post-Resistance OR8H2 390151 37 11 55872537 55872537 Missense_Mutation SNP A G 5 363 c.19A>G c.(19-21)AAC>GAC p.N7D

Pat_02 Post-Resistance SSRP1 6749 37 11 57094314 57094314 Missense_Mutation SNP A T 7 27 c.1921T>A c.(1921-1923)TCC>ACC p.S641T



Pat_02 Post-Resistance FADS1 3992 37 11 61579965 61579965 Missense_Mutation SNP G A 4 127 c.662C>T c.(661-663)GCG>GTG p.A221V

Pat_02 Post-Resistance PYGM 5837 37 11 64522942 64522942 Missense_Mutation SNP G A 4 137 c.749C>T c.(748-750)CCC>CTC p.P250L

Pat_02 Post-Resistance CDC42BPG 55561 37 11 64601265 64601265 Missense_Mutation SNP C T 47 37 c.2510G>A c.(2509-2511)AGG>AAG p.R837K

Pat_02 Post-Resistance ATG2A 23130 37 11 64684568 64684568 Nonsense_Mutation SNP C A 6 242 c.40G>T c.(40-42)GAG>TAG p.E14*

Pat_02 Post-Resistance EHBP1L1 254102 37 11 65349588 65349588 Missense_Mutation SNP C T 9 31 c.1445C>T c.(1444-1446)CCA>CTA p.P482L

Pat_02 Post-Resistance BBS1 582 37 11 66293622 66293622 Missense_Mutation SNP G A 4 165 c.1139G>A c.(1138-1140)CGG>CAG p.R380Q

Pat_02 Post-Resistance SSH3 54961 37 11 67075057 67075057 Missense_Mutation SNP G A 4 168 c.640G>A c.(640-642)GCT>ACT p.A214T

Pat_02 Post-Resistance PITPNM1 9600 37 11 67265710 67265710 Missense_Mutation SNP G A 4 88 c.1568C>T c.(1567-1569)ACC>ATC p.T523I

Pat_02 Post-Resistance KRTAP5-10 387273 37 11 71276959 71276959 Missense_Mutation SNP G A 5 202 c.326G>A c.(325-327)GGC>GAC p.G109D

Pat_02 Post-Resistance OR2AT4 341152 37 11 74799858 74799858 Missense_Mutation SNP C T 103 121 c.901G>A c.(901-903)GAT>AAT p.D301N

Pat_02 Post-Resistance TSKU 25987 37 11 76507090 76507090 Missense_Mutation SNP C T 4 168 c.430C>T c.(430-432)CGG>TGG p.R144W

Pat_02 Post-Resistance SYTL2 54843 37 11 85445603 85445603 Missense_Mutation SNP G A 53 138 c.766C>T c.(766-768)CCT>TCT p.P256S

Pat_02 Post-Resistance FAT3 120114 37 11 92085960 92085960 Missense_Mutation SNP G C 35 253 c.682G>C c.(682-684)GAT>CAT p.D228H

Pat_02 Post-Resistance CASP5 838 37 11 104871092 104871092 Missense_Mutation SNP G A 6 285 c.848C>T c.(847-849)CCG>CTG p.P283L

Pat_02 Post-Resistance GLB1L2 89944 37 11 134244085 134244085 Missense_Mutation SNP C T 4 109 c.1642C>T c.(1642-1644)CCT>TCT p.P548S

Pat_02 Post-Resistance ANO2 57101 37 12 5915230 5915230 Missense_Mutation SNP C T 31 34 c.966G>A c.(964-966)ATG>ATA p.M322I

Pat_02 Post-Resistance COPS7A 50813 37 12 6838528 6838528 Missense_Mutation SNP G A 4 166 c.443G>A c.(442-444)CGC>CAC p.R148H

Pat_02 Post-Resistance ACSM4 341392 37 12 7457031 7457031 Missense_Mutation SNP T C 90 107 c.104T>C c.(103-105)CTT>CCT p.L35P

Pat_02 Post-Resistance PRB2 653247 37 12 11546771 11546771 Missense_Mutation SNP G C 6 322 c.241C>G c.(241-243)CCA>GCA p.P81A

Pat_02 Post-Resistance CAPZA3 93661 37 12 18891609 18891609 Missense_Mutation SNP G A 37 69 c.407G>A c.(406-408)GGA>GAA p.G136E

Pat_02 Post-Resistance COL2A1 1280 37 12 48376705 48376705 Missense_Mutation SNP G A 4 142 c.2119C>T c.(2119-2121)CGT>TGT p.R707C

Pat_02 Post-Resistance CCNT1 904 37 12 49087949 49087949 Missense_Mutation SNP G A 36 71 c.1048C>T c.(1048-1050)CGG>TGG p.R350W

Pat_02 Post-Resistance TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 4 89 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_02 Post-Resistance BIN2 51411 37 12 51685575 51685575 Missense_Mutation SNP C T 17 50 c.1315G>A c.(1315-1317)GCC>ACC p.A439T

Pat_02 Post-Resistance ESPL1 9700 37 12 53684700 53684700 Missense_Mutation SNP G A 3 10 c.5440G>A c.(5440-5442)GGC>AGC p.G1814S

Pat_02 Post-Resistance SMARCC2 6601 37 12 56583164 56583164 Missense_Mutation SNP G A 4 139 c.82C>T c.(82-84)CGG>TGG p.R28W

Pat_02 Post-Resistance SLC39A5 283375 37 12 56631072 56631072 Nonsense_Mutation SNP G A 4 75 c.1427G>A c.(1426-1428)TGG>TAG p.W476*

Pat_02 Post-Resistance B4GALNT1 2583 37 12 58021527 58021527 Missense_Mutation SNP G A 11 20 c.1258C>T c.(1258-1260)CAC>TAC p.H420Y

Pat_02 Post-Resistance OS9 10956 37 12 58109684 58109684 Missense_Mutation SNP C T 6 360 c.721C>T c.(721-723)CCG>TCG p.P241S

Pat_02 Post-Resistance APAF1 317 37 12 99061402 99061402 Missense_Mutation SNP G A 4 145 c.1474G>A c.(1474-1476)GCC>ACC p.A492T

Pat_02 Post-Resistance GAS2L3 283431 37 12 101012343 101012343 Missense_Mutation SNP G A 4 132 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_02 Post-Resistance CRY1 1407 37 12 107391819 107391819 Missense_Mutation SNP G C 4 188 c.1163C>G c.(1162-1164)GCA>GGA p.A388G

Pat_02 Post-Resistance TCHP 84260 37 12 110346484 110346484 Missense_Mutation SNP C T 4 12 c.793C>T c.(793-795)CGG>TGG p.R265W

Pat_02 Post-Resistance ACAD10 80724 37 12 112194136 112194136 Splice_Site SNP G A 13 18 c.3040_splice c.e21-1 p.A1014_splice

Pat_02 Post-Resistance KSR2 283455 37 12 117977577 117977577 Missense_Mutation SNP G T 4 105 c.1547C>A c.(1546-1548)CCC>CAC p.P516H

Pat_02 Post-Resistance NOC4L 79050 37 12 132631868 132631868 Missense_Mutation SNP G A 4 14 c.388G>A c.(388-390)GGA>AGA p.G130R

Pat_02 Post-Resistance POLE 5426 37 12 133237686 133237686 Missense_Mutation SNP C A 5 288 c.2929G>T c.(2929-2931)GGG>TGG p.G977W

Pat_02 Post-Resistance GJA3 2700 37 13 20716802 20716802 Missense_Mutation SNP G A 4 80 c.626C>T c.(625-627)GCG>GTG p.A209V

Pat_02 Post-Resistance FLT1 2321 37 13 28913433 28913433 Missense_Mutation SNP G A 22 26 c.2360C>T c.(2359-2361)TCT>TTT p.S787F

Pat_02 Post-Resistance NBEA 26960 37 13 35756497 35756497 Missense_Mutation SNP G A 47 70 c.4663G>A c.(4663-4665)GAT>AAT p.D1555N

Pat_02 Post-Resistance COG3 83548 37 13 46039319 46039319 Missense_Mutation SNP G A 4 147 c.148G>A c.(148-150)GCA>ACA p.A50T

Pat_02 Post-Resistance LOC220429 220429 37 13 50466381 50466381 Missense_Mutation SNP G A 47 46 c.1655G>A c.(1654-1656)GGG>GAG p.G552E

Pat_02 Post-Resistance C13orf1 57213 37 13 50495655 50495655 Missense_Mutation SNP G A 4 215 c.452C>T c.(451-453)CCA>CTA p.P151L

Pat_02 Post-Resistance TDRD3 81550 37 13 61102941 61102941 Missense_Mutation SNP T C 29 36 c.1303T>C c.(1303-1305)TAT>CAT p.Y435H

Pat_02 Post-Resistance DACH1 1602 37 13 72131228 72131228 Missense_Mutation SNP G A 50 176 c.1498C>T c.(1498-1500)CCT>TCT p.P500S

Pat_02 Post-Resistance C13orf39 196541 37 13 103346827 103346827 Missense_Mutation SNP C T 8 22 c.22G>A c.(22-24)GCG>ACG p.A8T

Pat_02 Post-Resistance METTL3 56339 37 14 21966454 21966454 Missense_Mutation SNP C T 4 132 c.1691G>A c.(1690-1692)CGG>CAG p.R564Q



Pat_02 Post-Resistance THTPA 79178 37 14 24026349 24026349 Nonsense_Mutation SNP G A 4 86 c.383G>A c.(382-384)TGG>TAG p.W128*

Pat_02 Post-Resistance PYGL 5836 37 14 51382590 51382591 Missense_Mutation DNP GG AA 32 54 c.1191_1192CC>TT1189-1194)CTCCCT>CTTT p.P398S

Pat_02 Post-Resistance KCNH5 27133 37 14 63417027 63417027 Missense_Mutation SNP G A 4 164 c.1193C>T c.(1192-1194)ACT>ATT p.T398I

Pat_02 Post-Resistance FNTB 2342 37 14 65390803 65390803 Missense_Mutation SNP C T 43 81 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_02 Post-Resistance PLEKHH1 57475 37 14 68043130 68043130 Missense_Mutation SNP C T 4 97 c.2371C>T c.(2371-2373)CTC>TTC p.L791F

Pat_02 Post-Resistance PCNX 22990 37 14 71575507 71575507 Missense_Mutation SNP C T 33 58 c.6488C>T c.(6487-6489)TCA>TTA p.S2163L

Pat_02 Post-Resistance SIPA1L1 26037 37 14 72176188 72176188 Missense_Mutation SNP G A 4 87 c.4078G>A c.(4078-4080)GCA>ACA p.A1360T

Pat_02 Post-Resistance ACOT6 641372 37 14 74086109 74086109 Missense_Mutation SNP G A 36 50 c.190G>A c.(190-192)GAT>AAT p.D64N

Pat_02 Post-Resistance AHSA1 10598 37 14 77926131 77926131 Missense_Mutation SNP G A 4 212 c.253G>A c.(253-255)GTC>ATC p.V85I

Pat_02 Post-Resistance C14orf145 145508 37 14 81251316 81251316 Missense_Mutation SNP C T 6 145 c.2134G>A c.(2134-2136)GAA>AAA p.E712K

Pat_02 Post-Resistance BTBD7 55727 37 14 93730273 93730273 Missense_Mutation SNP G A 51 92 c.1229C>T c.(1228-1230)TCT>TTT p.S410F

Pat_02 Post-Resistance KIAA1409 57578 37 14 94071278 94071278 Missense_Mutation SNP C T 9 21 c.3260C>T c.(3259-3261)GCT>GTT p.A1087V

Pat_02 Post-Resistance PACS2 23241 37 14 105859672 105859672 Missense_Mutation SNP G A 19 29 c.2551G>A c.(2551-2553)GTC>ATC p.V851I

Pat_02 Post-Resistance OCA2 4948 37 15 28202788 28202788 Missense_Mutation SNP C A 28 25 c.1730G>T c.(1729-1731)GGG>GTG p.G577V

Pat_02 Post-Resistance PLCB2 5330 37 15 40582260 40582260 Missense_Mutation SNP G A 58 44 c.3233C>T c.(3232-3234)TCC>TTC p.S1078F

Pat_02 Post-Resistance MAP1A 4130 37 15 43813975 43813975 Missense_Mutation SNP C G 4 89 c.304C>G c.(304-306)CTG>GTG p.L102V

Pat_02 Post-Resistance HERC1 8925 37 15 63916019 63916019 Missense_Mutation SNP G A 6 284 c.13516C>T c.(13516-13518)CGC>TGC p.R4506C

Pat_02 Post-Resistance HCN4 10021 37 15 73615699 73615699 Missense_Mutation SNP T A 4 4 c.2735A>T c.(2734-2736)AAG>ATG p.K912M

Pat_02 Post-Resistance BCL2A1 597 37 15 80263245 80263245 Missense_Mutation SNP G T 371 251 c.217C>A c.(217-219)CAA>AAA p.Q73K

Pat_02 Post-Resistance MEX3B 84206 37 15 82336750 82336750 Missense_Mutation SNP G A 4 123 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_02 Post-Resistance AGBL1 123624 37 15 86791075 86791075 Missense_Mutation SNP G A 5 270 c.562G>A c.(562-564)GCA>ACA p.A188T

Pat_02 Post-Resistance FANCI 55215 37 15 89804943 89804943 Missense_Mutation SNP C T 7 385 c.416C>T c.(415-417)ACG>ATG p.T139M

Pat_02 Post-Resistance MESP2 145873 37 15 90321375 90321375 Missense_Mutation SNP A T 52 41 c.1004A>T c.(1003-1005)CAG>CTG p.Q335L

Pat_02 Post-Resistance HS3ST6 64711 37 16 1961974 1961974 Missense_Mutation SNP C T 4 38 c.553G>A c.(553-555)GTG>ATG p.V185M

Pat_02 Post-Resistance CASKIN1 57524 37 16 2236767 2236767 Missense_Mutation SNP C T 4 129 c.989G>A c.(988-990)GGC>GAC p.G330D

Pat_02 Post-Resistance PRSS22 64063 37 16 2905646 2905646 Missense_Mutation SNP G A 64 165 c.488C>T c.(487-489)CCT>CTT p.P163L

Pat_02 Post-Resistance PKMYT1 9088 37 16 3024313 3024313 Missense_Mutation SNP G A 3 25 c.1085C>T c.(1084-1086)CCG>CTG p.P362L

Pat_02 Post-Resistance IL32 9235 37 16 3117607 3117607 Missense_Mutation SNP G T 59 178 c.245G>T c.(244-246)CGT>CTT p.R82L

Pat_02 Post-Resistance C16orf71 146562 37 16 4790598 4790598 Missense_Mutation SNP G A 4 104 c.721G>A c.(721-723)GCT>ACT p.A241T

Pat_02 Post-Resistance CIITA 4261 37 16 11000747 11000747 Missense_Mutation SNP G T 5 171 c.1398G>T c.(1396-1398)CAG>CAT p.Q466H

Pat_02 Post-Resistance TXNDC11 51061 37 16 11778031 11778031 Missense_Mutation SNP G A 41 55 c.2305C>T c.(2305-2307)CCC>TCC p.P769S

Pat_02 Post-Resistance GSPT1 2935 37 16 11971296 11971296 Missense_Mutation SNP G C 17 37 c.1156C>G c.(1156-1158)CTT>GTT p.L386V

Pat_02 Post-Resistance ABCC1 4363 37 16 16138351 16138351 Missense_Mutation SNP C T 17 57 c.854C>T c.(853-855)CCG>CTG p.P285L

Pat_02 Post-Resistance SYT17 51760 37 16 19236121 19236121 Missense_Mutation SNP C T 77 89 c.1189C>T c.(1189-1191)CCC>TCC p.P397S

Pat_02 Post-Resistance GPR139 124274 37 16 20043605 20043605 Missense_Mutation SNP C T 79 71 c.514G>A c.(514-516)GAA>AAA p.E172K

Pat_02 Post-Resistance ARHGAP17 55114 37 16 24942614 24942614 Missense_Mutation SNP T C 4 301 c.2006A>G c.(2005-2007)AAG>AGG p.K669R

Pat_02 Post-Resistance IL21R 50615 37 16 27457411 27457411 Splice_Site SNP T A 3 33 c.867_splice c.e8+2 p.K289_splice

Pat_02 Post-Resistance GTF3C1 2975 37 16 27506194 27506194 Missense_Mutation SNP G A 5 129 c.2668C>T c.(2668-2670)CCC>TCC p.P890S

Pat_02 Post-Resistance SULT1A2 6799 37 16 28606997 28606997 Splice_Site SNP C T 4 192 c.149_splice c.e3-1 p.G50_splice

Pat_02 Post-Resistance TBC1D10B 26000 37 16 30370102 30370102 Missense_Mutation SNP A G 3 60 c.1679T>C c.(1678-1680)CTG>CCG p.L560P

Pat_02 Post-Resistance PRSS36 146547 37 16 31152904 31152904 Missense_Mutation SNP G A 37 101 c.1787C>T c.(1786-1788)CCA>CTA p.P596L

Pat_02 Post-Resistance N4BP1 9683 37 16 48580158 48580158 Missense_Mutation SNP G C 39 149 c.2233C>G c.(2233-2235)CAG>GAG p.Q745E

Pat_02 Post-Resistance BRD7 29117 37 16 50373952 50373952 Missense_Mutation SNP G A 48 191 c.637C>T c.(637-639)CCA>TCA p.P213S

Pat_02 Post-Resistance TOX3 27324 37 16 52473606 52473606 Missense_Mutation SNP G A 4 161 c.1262C>T c.(1261-1263)ACG>ATG p.T421M

Pat_02 Post-Resistance CDH8 1006 37 16 62055094 62055094 Missense_Mutation SNP C T 28 81 c.214G>A c.(214-216)GAA>AAA p.E72K

Pat_02 Post-Resistance B3GNT9 84752 37 16 67183209 67183209 Missense_Mutation SNP C T 3 30 c.1180G>A c.(1180-1182)GCT>ACT p.A394T

Pat_02 Post-Resistance ADAMTS18 170692 37 16 77329007 77329007 Missense_Mutation SNP C A 41 102 c.2819G>T c.(2818-2820)TGG>TTG p.W940L



Pat_02 Post-Resistance LRRC50 123872 37 16 84203797 84203797 Missense_Mutation SNP G A 4 163 c.1363G>A c.(1363-1365)GTT>ATT p.V455I

Pat_02 Post-Resistance TRPV3 162514 37 17 3419802 3419802 Missense_Mutation SNP C T 4 193 c.2147G>A c.(2146-2148)CGG>CAG p.R716Q

Pat_02 Post-Resistance TRPV3 162514 37 17 3436091 3436092 Missense_Mutation DNP CC TT 19 66 c.924_925GG>AA922-927)GAGGAC>GAAAA p.D309N

Pat_02 Post-Resistance GSG2 83903 37 17 3629315 3629315 Missense_Mutation SNP G A 86 138 c.2086G>A c.(2086-2088)GAT>AAT p.D696N

Pat_02 Post-Resistance ZNF594 84622 37 17 5086549 5086549 Missense_Mutation SNP G A 6 200 c.1003C>T c.(1003-1005)CGC>TGC p.R335C

Pat_02 Post-Resistance FBXO39 162517 37 17 6683191 6683191 Missense_Mutation SNP G A 37 52 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_02 Post-Resistance HES7 84667 37 17 8025134 8025134 Missense_Mutation SNP G A 15 23 c.433C>T c.(433-435)CCA>TCA p.P145S

Pat_02 Post-Resistance C17orf63 55731 37 17 27086148 27086148 Missense_Mutation SNP G T 4 54 c.829C>A c.(829-831)CAG>AAG p.Q277K

Pat_02 Post-Resistance RHOT1 55288 37 17 30528069 30528069 Missense_Mutation SNP G A 4 100 c.1195G>A c.(1195-1197)GTT>ATT p.V399I

Pat_02 Post-Resistance RHBDL3 162494 37 17 30625211 30625211 Missense_Mutation SNP G A 5 98 c.769G>A c.(769-771)GGT>AGT p.G257S

Pat_02 Post-Resistance DDX52 11056 37 17 36002256 36002256 Missense_Mutation SNP C A 4 36 c.169G>T c.(169-171)GGT>TGT p.G57C

Pat_02 Post-Resistance ZPBP2 124626 37 17 38031517 38031517 Missense_Mutation SNP G A 12 33 c.719G>A c.(718-720)CGA>CAA p.R240Q

Pat_02 Post-Resistance MED24 9862 37 17 38185157 38185157 Missense_Mutation SNP G A 56 101 c.1331C>T c.(1330-1332)TCC>TTC p.S444F

Pat_02 Post-Resistance KRT25 147183 37 17 38905539 38905539 Missense_Mutation SNP C T 43 115 c.1214G>A c.(1213-1215)GGA>GAA p.G405E

Pat_02 Post-Resistance KRT33A 3883 37 17 39506953 39506953 Missense_Mutation SNP G A 4 83 c.67C>T c.(67-69)CCC>TCC p.P23S

Pat_02 Post-Resistance WNK4 65266 37 17 40947840 40947840 Missense_Mutation SNP G A 4 79 c.3220G>A c.(3220-3222)GAC>AAC p.D1074N

Pat_02 Post-Resistance HDAC5 10014 37 17 42165927 42165927 Missense_Mutation SNP C T 4 87 c.1427G>A c.(1426-1428)CGT>CAT p.R476H

Pat_02 Post-Resistance ITGA2B 3674 37 17 42452064 42452064 Missense_Mutation SNP G A 4 115 c.2906C>T c.(2905-2907)GCG>GTG p.A969V

Pat_02 Post-Resistance FZD2 2535 37 17 42635928 42635928 Missense_Mutation SNP C T 6 57 c.872C>T c.(871-873)TCG>TTG p.S291L

Pat_02 Post-Resistance EFTUD2 9343 37 17 42942324 42942324 Missense_Mutation SNP C G 4 275 c.1259G>C c.(1258-1260)TGC>TCC p.C420S

Pat_02 Post-Resistance ABCC3 8714 37 17 48741383 48741383 Missense_Mutation SNP G C 4 131 c.1249G>C c.(1249-1251)GCC>CCC p.A417P

Pat_02 Post-Resistance NME1-NME2 654364 37 17 49233058 49233058 Missense_Mutation SNP G A 4 153 c.118G>A c.(118-120)GGG>AGG p.G40R

Pat_02 Post-Resistance ANKFN1 162282 37 17 54428221 54428221 Missense_Mutation SNP C T 81 52 c.292C>T c.(292-294)CGC>TGC p.R98C

Pat_02 Post-Resistance EPX 8288 37 17 56280605 56280605 Missense_Mutation SNP G T 5 126 c.1872G>T c.(1870-1872)TTG>TTT p.L624F

Pat_02 Post-Resistance SCN4A 6329 37 17 62049821 62049821 Missense_Mutation SNP C T 4 78 c.283G>A c.(283-285)GTA>ATA p.V95I

Pat_02 Post-Resistance RGS9 8787 37 17 63173858 63173858 Missense_Mutation SNP G A 62 215 c.591G>A c.(589-591)ATG>ATA p.M197I

Pat_02 Post-Resistance SLC9A3R1 9368 37 17 72758269 72758269 Missense_Mutation SNP C G 4 183 c.560C>G c.(559-561)CCG>CGG p.P187R

Pat_02 Post-Resistance RECQL5 9400 37 17 73623540 73623540 Missense_Mutation SNP C T 70 189 c.2938G>A c.(2938-2940)GAA>AAA p.E980K

Pat_02 Post-Resistance UBE2O 63893 37 17 74387583 74387583 Missense_Mutation SNP C T 5 277 c.3320G>A c.(3319-3321)CGC>CAC p.R1107H

Pat_02 Post-Resistance USP36 57602 37 17 76799510 76799510 Missense_Mutation SNP G A 87 94 c.2767C>T c.(2767-2769)CTT>TTT p.L923F

Pat_02 Post-Resistance CANT1 124583 37 17 76993313 76993313 Missense_Mutation SNP T C 6 595 c.392A>G c.(391-393)AAG>AGG p.K131R

Pat_02 Post-Resistance TBCD 6904 37 17 80882868 80882868 Missense_Mutation SNP C T 4 11 c.2314C>T c.(2314-2316)CGC>TGC p.R772C

Pat_02 Post-Resistance PPP4R1 9989 37 18 9583215 9583215 Missense_Mutation SNP G A 4 111 c.818C>T c.(817-819)GCT>GTT p.A273V

Pat_02 Post-Resistance TXNDC2 84203 37 18 9886894 9886894 Missense_Mutation SNP A G 4 279 c.418A>G c.(418-420)AAA>GAA p.K140E

Pat_02 Post-Resistance ASXL3 80816 37 18 31323203 31323203 Missense_Mutation SNP C T 25 11 c.3391C>T c.(3391-3393)CCT>TCT p.P1131S

Pat_02 Post-Resistance ASXL3 80816 37 18 31325379 31325379 Missense_Mutation SNP G A 165 459 c.5567G>A c.(5566-5568)GGG>GAG p.G1856E

Pat_02 Post-Resistance TCF4 6925 37 18 52901848 52901848 Missense_Mutation SNP G A 151 126 c.1417C>T c.(1417-1419)CCG>TCG p.P473S

Pat_02 Post-Resistance SERPINB4 6318 37 18 61328342 61328342 Missense_Mutation SNP C T 167 134 c.109G>A c.(109-111)GCA>ACA p.A37T

Pat_02 Post-Resistance SERPINB2 5055 37 18 61570220 61570220 Missense_Mutation SNP C T 4 185 c.929C>T c.(928-930)CCC>CTC p.P310L

Pat_02 Post-Resistance SALL3 27164 37 18 76754432 76754432 Missense_Mutation SNP C T 6 56 c.2441C>T c.(2440-2442)GCG>GTG p.A814V

Pat_02 Post-Resistance TMPRSS9 360200 37 19 2415763 2415763 Missense_Mutation SNP G A 63 60 c.1567G>A c.(1567-1569)GAA>AAA p.E523K

Pat_02 Post-Resistance ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 9 143 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_02 Post-Resistance C19orf28 126321 37 19 3548013 3548013 Missense_Mutation SNP C A 35 76 c.670G>T c.(670-672)GTG>TTG p.V224L

Pat_02 Post-Resistance MAP2K2 5605 37 19 4117584 4117584 Missense_Mutation SNP G A 42 122 c.136C>T c.(136-138)CTT>TTT p.L46F

Pat_02 Post-Resistance SHD 56961 37 19 4290446 4290446 Missense_Mutation SNP G A 4 172 c.839G>A c.(838-840)AGC>AAC p.S280N

Pat_02 Post-Resistance ARRDC5 645432 37 19 4902842 4902842 Missense_Mutation SNP G A 67 84 c.38C>T c.(37-39)CCC>CTC p.P13L

Pat_02 Post-Resistance PTPRS 5802 37 19 5244224 5244224 Missense_Mutation SNP G A 4 97 c.1258C>T c.(1258-1260)CGC>TGC p.R420C



Pat_02 Post-Resistance MCOLN1 57192 37 19 7589984 7589984 Nonsense_Mutation SNP C T 23 89 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_02 Post-Resistance MUC16 94025 37 19 9069874 9069874 Missense_Mutation SNP C T 117 98 c.17572G>A c.(17572-17574)GAA>AAA p.E5858K

Pat_02 Post-Resistance OR7E24 26648 37 19 9361936 9361936 Missense_Mutation SNP C T 4 208 c.217C>T c.(217-219)CTC>TTC p.L73F

Pat_02 Post-Resistance ZNF700 90592 37 19 12060061 12060061 Missense_Mutation SNP C T 29 76 c.1222C>T c.(1222-1224)CAT>TAT p.H408Y

Pat_02 Post-Resistance ZNF878 729747 37 19 12155673 12155673 Missense_Mutation SNP A C 7 400 c.684T>G c.(682-684)AGT>AGG p.S228R

Pat_02 Post-Resistance ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 4 151 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_02 Post-Resistance ZNF564 163050 37 19 12637555 12637555 Missense_Mutation SNP T C 6 260 c.1367A>G c.(1366-1368)AAA>AGA p.K456R

Pat_02 Post-Resistance TRMT1 55621 37 19 13223529 13223529 Missense_Mutation SNP C T 5 226 c.860G>A c.(859-861)TGC>TAC p.C287Y

Pat_02 Post-Resistance CACNA1A 773 37 19 13443692 13443692 Missense_Mutation SNP G A 20 74 c.1246C>T c.(1246-1248)CCC>TCC p.P416S

Pat_02 Post-Resistance USHBP1 83878 37 19 17366283 17366283 Missense_Mutation SNP G A 5 228 c.1603C>T c.(1603-1605)CGG>TGG p.R535W

Pat_02 Post-Resistance ANO8 57719 37 19 17435723 17435723 Missense_Mutation SNP G A 5 297 c.3134C>T c.(3133-3135)CCG>CTG p.P1045L

Pat_02 Post-Resistance COMP 1311 37 19 18898299 18898299 Splice_Site SNP C T 4 166 c.1135_splice c.e10+1 p.R379_splice

Pat_02 Post-Resistance TSSK6 83983 37 19 19626088 19626089 Missense_Mutation DNP GG AA 47 41 c.148_149CC>TT c.(148-150)CCG>TTG p.P50L

Pat_02 Post-Resistance ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 4 143 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_02 Post-Resistance ATP4A 495 37 19 36044045 36044045 Missense_Mutation SNP G A 5 239 c.2645C>T c.(2644-2646)ACG>ATG p.T882M

Pat_02 Post-Resistance THAP8 199745 37 19 36530878 36530878 Missense_Mutation SNP G A 5 133 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_02 Post-Resistance ZNF585B 92285 37 19 37676149 37676149 Missense_Mutation SNP G A 74 206 c.2290C>T c.(2290-2292)CAT>TAT p.H764Y

Pat_02 Post-Resistance SIPA1L3 23094 37 19 38600987 38600987 Nonsense_Mutation SNP C T 20 71 c.2254C>T c.(2254-2256)CGA>TGA p.R752*

Pat_02 Post-Resistance SYCN 342898 37 19 39694677 39694677 Missense_Mutation SNP C A 6 22 c.218G>T c.(217-219)TGG>TTG p.W73L

Pat_02 Post-Resistance MED29 55588 37 19 39888248 39888248 Missense_Mutation SNP C T 4 145 c.575C>T c.(574-576)GCC>GTC p.A192V

Pat_02 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 5 289 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_02 Post-Resistance SPTBN4 57731 37 19 41066113 41066113 Missense_Mutation SNP G A 4 109 c.5719G>A c.(5719-5721)GGT>AGT p.G1907S

Pat_02 Post-Resistance CYP2B6 1555 37 19 41518343 41518343 Missense_Mutation SNP C T 5 132 c.1105C>T c.(1105-1107)CAC>TAC p.H369Y

Pat_02 Post-Resistance CYP2S1 29785 37 19 41709378 41709378 Missense_Mutation SNP C T 17 26 c.1000C>T c.(1000-1002)CGG>TGG p.R334W

Pat_02 Post-Resistance CEACAM6 4680 37 19 42265903 42265903 Missense_Mutation SNP C T 28 106 c.730C>T c.(730-732)CCC>TCC p.P244S

Pat_02 Post-Resistance ZC3H4 23211 37 19 47575940 47575940 Missense_Mutation SNP C T 15 54 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_02 Post-Resistance LIG1 3978 37 19 48636318 48636318 Missense_Mutation SNP C A 7 487 c.1646G>T c.(1645-1647)CGG>CTG p.R549L

Pat_02 Post-Resistance FAM83E 54854 37 19 49113164 49113164 Missense_Mutation SNP C G 3 138 c.727G>C c.(727-729)GAC>CAC p.D243H

Pat_02 Post-Resistance FUZ 80199 37 19 50310433 50310433 Missense_Mutation SNP A G 5 191 c.1232T>C c.(1231-1233)CTG>CCG p.L411P

Pat_02 Post-Resistance ZNF845 91664 37 19 53855196 53855196 Missense_Mutation SNP T C 4 242 c.1268T>C c.(1267-1269)ATG>ACG p.M423T

Pat_02 Post-Resistance LILRB1 10859 37 19 55144109 55144109 Missense_Mutation SNP C T 4 139 c.856C>T c.(856-858)CCT>TCT p.P286S

Pat_02 Post-Resistance LILRB4 11006 37 19 55175463 55175463 Missense_Mutation SNP C G 5 177 c.322C>G c.(322-324)CAG>GAG p.Q108E

Pat_02 Post-Resistance PPP1R12C 54776 37 19 55607264 55607264 Missense_Mutation SNP G A 128 79 c.1198C>T c.(1198-1200)CCG>TCG p.P400S

Pat_02 Post-Resistance ZNF583 147949 37 19 56934293 56934293 Missense_Mutation SNP C T 15 123 c.266C>T c.(265-267)TCA>TTA p.S89L

Pat_02 Post-Resistance ZNF274 10782 37 19 58721354 58721354 Missense_Mutation SNP G A 4 163 c.767G>A c.(766-768)GGC>GAC p.G256D

Pat_02 Post-Resistance ROCK2 9475 37 2 11337309 11337309 Missense_Mutation SNP G A 97 114 c.3445C>T c.(3445-3447)CCA>TCA p.P1149S

Pat_02 Post-Resistance KRTCAP3 200634 37 2 27666038 27666038 Missense_Mutation SNP G A 62 215 c.371G>A c.(370-372)GGT>GAT p.G124D

Pat_02 Post-Resistance SIX3 6496 37 2 45169790 45169790 Missense_Mutation SNP C T 3 24 c.547C>T c.(547-549)CGC>TGC p.R183C

Pat_02 Post-Resistance EPAS1 2034 37 2 46597051 46597051 Missense_Mutation SNP A G 3 71 c.865A>G c.(865-867)ATG>GTG p.M289V

Pat_02 Post-Resistance WDR54 84058 37 2 74650623 74650623 Missense_Mutation SNP G A 4 257 c.371G>A c.(370-372)CGG>CAG p.R124Q

Pat_02 Post-Resistance PROM2 150696 37 2 95952320 95952320 Splice_Site SNP G C 7 44 c.2040_splice c.e17+1 p.V680_splice

Pat_02 Post-Resistance IL18RAP 8807 37 2 103040432 103040432 Missense_Mutation SNP G A 42 51 c.232G>A c.(232-234)GAC>AAC p.D78N

Pat_02 Post-Resistance UXS1 80146 37 2 106729173 106729173 Missense_Mutation SNP G A 4 97 c.793C>T c.(793-795)CGC>TGC p.R265C

Pat_02 Post-Resistance INSIG2 51141 37 2 118860893 118860893 Missense_Mutation SNP G A 5 233 c.365G>A c.(364-366)AGT>AAT p.S122N

Pat_02 Post-Resistance EPB41L5 57669 37 2 120918494 120918494 Nonsense_Mutation SNP G T 5 321 c.1831G>T c.(1831-1833)GAG>TAG p.E611*

Pat_02 Post-Resistance GLI2 2736 37 2 121747862 121747862 Nonsense_Mutation SNP G T 5 173 c.4372G>T c.(4372-4374)GGA>TGA p.G1458*

Pat_02 Post-Resistance SCN9A 6335 37 2 167151136 167151136 Missense_Mutation SNP A T 16 37 c.938T>A c.(937-939)CTC>CAC p.L313H



Pat_02 Post-Resistance PDK1 5163 37 2 173435524 173435524 Missense_Mutation SNP C T 4 143 c.917C>T c.(916-918)ACG>ATG p.T306M

Pat_02 Post-Resistance HOXD10 3236 37 2 176983724 176983724 Missense_Mutation SNP C A 4 138 c.788C>A c.(787-789)GCA>GAA p.A263E

Pat_02 Post-Resistance TTN 7273 37 2 179584164 179584164 Missense_Mutation SNP G A 26 100 c.20221C>T c.(20221-20223)CCT>TCT p.P6741S

Pat_02 Post-Resistance TTN 7273 37 2 179605802 179605802 Missense_Mutation SNP G A 79 305 c.11645C>T c.(11644-11646)CCA>CTA p.P3882L

Pat_02 Post-Resistance TTN 7273 37 2 179632760 179632760 Missense_Mutation SNP C T 41 151 c.9286G>A c.(9286-9288)GAA>AAA p.E3096K

Pat_02 Post-Resistance CALCRL 10203 37 2 188216932 188216932 Missense_Mutation SNP C T 21 99 c.1037G>A c.(1036-1038)GGC>GAC p.G346D

Pat_02 Post-Resistance MYO1B 4430 37 2 192225446 192225446 Missense_Mutation SNP G A 94 226 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_02 Post-Resistance DNAH7 56171 37 2 196825573 196825573 Missense_Mutation SNP G A 96 93 c.2302C>T c.(2302-2304)CGT>TGT p.R768C

Pat_02 Post-Resistance CPS1 1373 37 2 211518789 211518789 Missense_Mutation SNP G A 101 94 c.3521G>A c.(3520-3522)CGA>CAA p.R1174Q

Pat_02 Post-Resistance VIL1 7429 37 2 219297613 219297613 Missense_Mutation SNP C T 4 111 c.1439C>T c.(1438-1440)CCA>CTA p.P480L

Pat_02 Post-Resistance AGAP1 116987 37 2 236659084 236659084 Missense_Mutation SNP G A 87 258 c.625G>A c.(625-627)GAG>AAG p.E209K

Pat_02 Post-Resistance IQCA1 79781 37 2 237300651 237300651 Missense_Mutation SNP G A 5 204 c.1381C>T c.(1381-1383)CGC>TGC p.R461C

Pat_02 Post-Resistance HDAC4 9759 37 2 240056075 240056075 Missense_Mutation SNP A G 3 50 c.1160T>C c.(1159-1161)CTT>CCT p.L387P

Pat_02 Post-Resistance ANO7 50636 37 2 242154310 242154310 Missense_Mutation SNP C T 4 101 c.1981C>T c.(1981-1983)CTC>TTC p.L661F

Pat_02 Post-Resistance GPCPD1 56261 37 20 5564948 5564948 Missense_Mutation SNP C T 4 195 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_02 Post-Resistance CSRP2BP 57325 37 20 18139799 18139799 Nonsense_Mutation SNP C A 13 126 c.572C>A c.(571-573)TCA>TAA p.S191*

Pat_02 Post-Resistance CST4 1472 37 20 23669492 23669492 Missense_Mutation SNP G A 4 158 c.115C>T c.(115-117)CTC>TTC p.L39F

Pat_02 Post-Resistance ITCH 83737 37 20 33049960 33049960 Missense_Mutation SNP C T 61 80 c.1481C>T c.(1480-1482)CCA>CTA p.P494L

Pat_02 Post-Resistance CEP250 11190 37 20 34097836 34097836 Missense_Mutation SNP G A 4 169 c.7018G>A c.(7018-7020)GGA>AGA p.G2340R

Pat_02 Post-Resistance PLCG1 5335 37 20 39795117 39795117 Missense_Mutation SNP T G 3 97 c.2002T>G c.(2002-2004)TGG>GGG p.W668G

Pat_02 Post-Resistance PTPRT 11122 37 20 41306578 41306578 Missense_Mutation SNP G A 4 240 c.1081C>T c.(1081-1083)CTC>TTC p.L361F

Pat_02 Post-Resistance WFDC10A 140832 37 20 44258532 44258532 Missense_Mutation SNP A T 4 164 c.80A>T c.(79-81)AAG>ATG p.K27M

Pat_02 Post-Resistance KCNB1 3745 37 20 47989852 47989852 Nonsense_Mutation SNP C A 5 225 c.2245G>T c.(2245-2247)GAG>TAG p.E749*

Pat_02 Post-Resistance ZGPAT 84619 37 20 62365029 62365029 Missense_Mutation SNP G A 5 306 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_02 Post-Resistance TPTE 7179 37 21 10921987 10921987 Missense_Mutation SNP C T 22 119 c.1036G>A c.(1036-1038)GGA>AGA p.G346R

Pat_02 Post-Resistance KRTAP24-1 643803 37 21 31655039 31655039 Missense_Mutation SNP C A 105 90 c.212G>T c.(211-213)TGC>TTC p.C71F

Pat_02 Post-Resistance GART 2618 37 21 34889834 34889834 Missense_Mutation SNP C A 6 485 c.1784G>T c.(1783-1785)CGA>CTA p.R595L

Pat_02 Post-Resistance DOPEY2 9980 37 21 37572684 37572684 Missense_Mutation SNP C T 4 229 c.376C>T c.(376-378)CTC>TTC p.L126F

Pat_02 Post-Resistance C21orf33 8209 37 21 45563173 45563173 Missense_Mutation SNP A G 51 50 c.608A>G c.(607-609)AAG>AGG p.K203R

Pat_02 Post-Resistance KRTAP10-11 386678 37 21 46066487 46066487 Missense_Mutation SNP G A 51 134 c.112G>A c.(112-114)GCC>ACC p.A38T

Pat_02 Post-Resistance KRTAP12-3 386683 37 21 46078068 46078068 Missense_Mutation SNP G A 6 376 c.172G>A c.(172-174)GTG>ATG p.V58M

Pat_02 Post-Resistance FTCD 10841 37 21 47571497 47571497 Missense_Mutation SNP C A 4 138 c.611G>T c.(610-612)CGG>CTG p.R204L

Pat_02 Post-Resistance PCNT 5116 37 21 47817317 47817317 Missense_Mutation SNP G A 5 170 c.4355G>A c.(4354-4356)GGG>GAG p.G1452E

Pat_02 Post-Resistance VPREB3 29802 37 22 24095185 24095185 Missense_Mutation SNP G A 4 134 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_02 Post-Resistance SUSD2 56241 37 22 24584196 24584196 Missense_Mutation SNP G A 4 138 c.2345G>A c.(2344-2346)CGC>CAC p.R782H

Pat_02 Post-Resistance RNF185 91445 37 22 31600480 31600480 Missense_Mutation SNP C T 110 95 c.487C>T c.(487-489)CCT>TCT p.P163S

Pat_02 Post-Resistance MGAT3 4248 37 22 39884185 39884185 Missense_Mutation SNP C T 4 233 c.833C>T c.(832-834)CCG>CTG p.P278L

Pat_02 Post-Resistance SGSM3 27352 37 22 40804428 40804428 Missense_Mutation SNP G A 4 114 c.1777G>A c.(1777-1779)GAG>AAG p.E593K

Pat_02 Post-Resistance EP300 2033 37 22 41564581 41564581 Missense_Mutation SNP G A 4 178 c.4003G>A c.(4003-4005)GTA>ATA p.V1335I

Pat_02 Post-Resistance TCF20 6942 37 22 42610675 42610675 Missense_Mutation SNP G A 5 185 c.637C>T c.(637-639)CGG>TGG p.R213W

Pat_02 Post-Resistance TUBGCP6 85378 37 22 50659166 50659166 Missense_Mutation SNP T C 5 177 c.3622A>G c.(3622-3624)ACC>GCC p.T1208A

Pat_02 Post-Resistance PLXNB2 23654 37 22 50718981 50718981 Missense_Mutation SNP G A 6 190 c.4112C>T c.(4111-4113)ACG>ATG p.T1371M

Pat_02 Post-Resistance NCAPH2 29781 37 22 50960618 50960618 Missense_Mutation SNP G A 4 156 c.1171G>A c.(1171-1173)GTC>ATC p.V391I

Pat_02 Post-Resistance SRGAP3 9901 37 3 9034696 9034696 Missense_Mutation SNP C T 68 13 c.2452G>A c.(2452-2454)GAG>AAG p.E818K

Pat_02 Post-Resistance SLC4A7 9497 37 3 27439823 27439823 Missense_Mutation SNP C A 4 166 c.2422G>T c.(2422-2424)GTA>TTA p.V808L

Pat_02 Post-Resistance CTNNB1 1499 37 3 41266136 41266136 Missense_Mutation SNP T C 41 93 c.133T>C c.(133-135)TCT>CCT p.S45P

Pat_02 Post-Resistance CCBP2 1238 37 3 42906595 42906595 Missense_Mutation SNP G A 4 160 c.601G>A c.(601-603)GGG>AGG p.G201R



Pat_02 Post-Resistance CDCP1 64866 37 3 45153928 45153928 Missense_Mutation SNP G A 469 116 c.302C>T c.(301-303)TCA>TTA p.S101L

Pat_02 Post-Resistance KIF9 64147 37 3 47277934 47277934 Missense_Mutation SNP C T 4 102 c.2100G>A c.(2098-2100)ATG>ATA p.M700I

Pat_02 Post-Resistance GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 4 43 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_02 Post-Resistance BSN 8927 37 3 49699728 49699728 Missense_Mutation SNP T C 3 45 c.10450T>C c.(10450-10452)TCA>CCA p.S3484P

Pat_02 Post-Resistance CDHR4 389118 37 3 49836771 49836771 Missense_Mutation SNP G A 4 45 c.149C>T c.(148-150)ACA>ATA p.T50I

Pat_02 Post-Resistance DOCK3 1795 37 3 51263088 51263088 Missense_Mutation SNP C T 143 66 c.1261C>T c.(1261-1263)CGC>TGC p.R421C

Pat_02 Post-Resistance RBM15B 29890 37 3 51431274 51431274 Missense_Mutation SNP G A 4 36 c.2444G>A c.(2443-2445)GGT>GAT p.G815D

Pat_02 Post-Resistance NISCH 11188 37 3 52522296 52522296 Missense_Mutation SNP C T 4 161 c.2788C>T c.(2788-2790)CGT>TGT p.R930C

Pat_02 Post-Resistance ERC2 26059 37 3 55922487 55922487 Missense_Mutation SNP C T 177 50 c.2494G>A c.(2494-2496)GAA>AAA p.E832K

Pat_02 Post-Resistance NSUN3 63899 37 3 93845251 93845251 Missense_Mutation SNP T G 3 87 c.940T>G c.(940-942)TTA>GTA p.L314V

Pat_02 Post-Resistance ZPLD1 131368 37 3 102171787 102171787 Missense_Mutation SNP G T 4 100 c.131G>T c.(130-132)TGT>TTT p.C44F

Pat_02 Post-Resistance CD200R1 131450 37 3 112642585 112642585 Missense_Mutation SNP T C 62 25 c.917A>G c.(916-918)AAC>AGC p.N306S

Pat_02 Post-Resistance ADPRH 141 37 3 119301188 119301188 Missense_Mutation SNP G A 4 124 c.172G>A c.(172-174)GTG>ATG p.V58M

Pat_02 Post-Resistance MYLK 4638 37 3 123356964 123356964 Missense_Mutation SNP C T 4 97 c.4915G>A c.(4915-4917)GGC>AGC p.G1639S

Pat_02 Post-Resistance CCDC48 79825 37 3 128755927 128755927 Missense_Mutation SNP C A 3 18 c.1557C>A c.(1555-1557)GAC>GAA p.D519E

Pat_02 Post-Resistance NUDT16 131870 37 3 131101010 131101010 Missense_Mutation SNP G A 5 72 c.160G>A c.(160-162)GCT>ACT p.A54T

Pat_02 Post-Resistance LRRC31 79782 37 3 169569529 169569529 Missense_Mutation SNP G A 43 34 c.1037C>T c.(1036-1038)TCA>TTA p.S346L

Pat_02 Post-Resistance NAALADL2 254827 37 3 175184905 175184905 Missense_Mutation SNP G A 4 104 c.1466G>A c.(1465-1467)CGA>CAA p.R489Q

Pat_02 Post-Resistance FXR1 8087 37 3 180685998 180685998 Missense_Mutation SNP G A 4 147 c.1358G>A c.(1357-1359)CGA>CAA p.R453Q

Pat_02 Post-Resistance EIF2B5 8893 37 3 183855532 183855532 Missense_Mutation SNP C T 89 31 c.445C>T c.(445-447)CTT>TTT p.L149F

Pat_02 Post-Resistance ZNF721 170960 37 4 435639 435639 Missense_Mutation SNP T C 3 84 c.2617A>G c.(2617-2619)ACC>GCC p.T873A

Pat_02 Post-Resistance TACC3 10460 37 4 1730378 1730378 Missense_Mutation SNP C T 115 70 c.1249C>T c.(1249-1251)CCG>TCG p.P417S

Pat_02 Post-Resistance GPR78 27201 37 4 8584263 8584263 Missense_Mutation SNP G A 4 69 c.674G>A c.(673-675)CGG>CAG p.R225Q

Pat_02 Post-Resistance BOD1L 259282 37 4 13603683 13603683 Missense_Mutation SNP T C 3 118 c.4841A>G c.(4840-4842)GAA>GGA p.E1614G

Pat_02 Post-Resistance LOC344967 344967 37 4 40045496 40045496 Missense_Mutation SNP A T 4 52 c.160T>A c.(160-162)TCC>ACC p.S54T

Pat_02 Post-Resistance UGT2A1 10941 37 4 70455304 70455304 Missense_Mutation SNP C T 166 71 c.1370G>A c.(1369-1371)CGA>CAA p.R457Q

Pat_02 Post-Resistance PRSS12 8492 37 4 119204150 119204150 Missense_Mutation SNP C T 5 293 c.2156G>A c.(2155-2157)CGA>CAA p.R719Q

Pat_02 Post-Resistance FAT4 79633 37 4 126336563 126336563 Missense_Mutation SNP G A 71 217 c.6445G>A c.(6445-6447)GAT>AAT p.D2149N

Pat_02 Post-Resistance PLK4 10733 37 4 128814897 128814897 Missense_Mutation SNP G A 80 462 c.2423G>A c.(2422-2424)GGT>GAT p.G808D

Pat_02 Post-Resistance TBC1D9 23158 37 4 141583078 141583078 Missense_Mutation SNP G A 5 66 c.1772C>T c.(1771-1773)GCT>GTT p.A591V

Pat_02 Post-Resistance USP38 84640 37 4 144124642 144124642 Missense_Mutation SNP A C 134 86 c.1132A>C c.(1132-1134)ACA>CCA p.T378P

Pat_02 Post-Resistance DCHS2 54798 37 4 155157832 155157832 Missense_Mutation SNP C A 4 245 c.6607G>T c.(6607-6609)GTC>TTC p.V2203F

Pat_02 Post-Resistance FNIP2 57600 37 4 159790387 159790387 Missense_Mutation SNP G A 4 165 c.2599G>A c.(2599-2601)GGT>AGT p.G867S

Pat_02 Post-Resistance ODZ3 55714 37 4 183710474 183710474 Missense_Mutation SNP G A 37 85 c.5533G>A c.(5533-5535)GGA>AGA p.G1845R

Pat_02 Post-Resistance FAT1 2195 37 4 187557367 187557367 Missense_Mutation SNP C T 5 173 c.3995G>A c.(3994-3996)CGC>CAC p.R1332H

Pat_02 Post-Resistance ZFP42 132625 37 4 188924340 188924340 Missense_Mutation SNP G A 37 194 c.379G>A c.(379-381)GTA>ATA p.V127I

Pat_02 Post-Resistance DAB2 1601 37 5 39381588 39381588 Missense_Mutation SNP G A 4 237 c.1472C>T c.(1471-1473)GCT>GTT p.A491V

Pat_02 Post-Resistance CCL28 56477 37 5 43382119 43382119 Missense_Mutation SNP G A 4 111 c.227C>T c.(226-228)CCG>CTG p.P76L

Pat_02 Post-Resistance MAP3K1 4214 37 5 56161183 56161183 Missense_Mutation SNP G A 28 74 c.1052G>A c.(1051-1053)CGT>CAT p.R351H

Pat_02 Post-Resistance JMY 133746 37 5 78611961 78611961 Missense_Mutation SNP T A 5 75 c.2798T>A c.(2797-2799)GTA>GAA p.V933E

Pat_02 Post-Resistance CMYA5 202333 37 5 79027271 79027271 Missense_Mutation SNP C T 63 17 c.2683C>T c.(2683-2685)CCC>TCC p.P895S

Pat_02 Post-Resistance GPR98 84059 37 5 89986740 89986740 Missense_Mutation SNP G A 18 35 c.6833G>A c.(6832-6834)GGA>GAA p.G2278E

Pat_02 Post-Resistance ERAP2 64167 37 5 96224902 96224902 Missense_Mutation SNP C T 4 114 c.863C>T c.(862-864)GCA>GTA p.A288V

Pat_02 Post-Resistance DMXL1 1657 37 5 118469331 118469331 Missense_Mutation SNP G A 4 113 c.1712G>A c.(1711-1713)CGT>CAT p.R571H

Pat_02 Post-Resistance FBN2 2201 37 5 127645674 127645674 Splice_Site SNP C T 4 206 c.5200_splice c.e40+1 p.D1734_splice

Pat_02 Post-Resistance KIF20A 10112 37 5 137519758 137519758 Missense_Mutation SNP G A 4 135 c.1316G>A c.(1315-1317)CGC>CAC p.R439H

Pat_02 Post-Resistance PCDHA6 56142 37 5 140208464 140208464 Missense_Mutation SNP G A 31 76 c.788G>A c.(787-789)AGA>AAA p.R263K



Pat_02 Post-Resistance PCDHA8 56140 37 5 140221712 140221712 Missense_Mutation SNP C G 9 85 c.806C>G c.(805-807)CCG>CGG p.P269R

Pat_02 Post-Resistance PCDHA12 56137 37 5 140255196 140255196 Missense_Mutation SNP C T 104 26 c.139C>T c.(139-141)CGC>TGC p.R47C

Pat_02 Post-Resistance PCDHGA11 56105 37 5 140802136 140802136 Missense_Mutation SNP G A 5 263 c.1342G>A c.(1342-1344)GAT>AAT p.D448N

Pat_02 Post-Resistance PDGFRB 5159 37 5 149497218 149497218 Missense_Mutation SNP C A 5 144 c.3100G>T c.(3100-3102)GAC>TAC p.D1034Y

Pat_02 Post-Resistance TNIP1 10318 37 5 150413198 150413198 Missense_Mutation SNP G A 4 113 c.1750C>T c.(1750-1752)CCA>TCA p.P584S

Pat_02 Post-Resistance GABRA6 2559 37 5 161113333 161113333 Missense_Mutation SNP C T 67 118 c.136C>T c.(136-138)CGG>TGG p.R46W

Pat_02 Post-Resistance ODZ2 57451 37 5 167689471 167689471 Missense_Mutation SNP A G 2 5 c.7954A>G c.(7954-7956)AGG>GGG p.R2652G

Pat_02 Post-Resistance STK10 6793 37 5 171471996 171471996 Missense_Mutation SNP G A 4 131 c.2797C>T c.(2797-2799)CGG>TGG p.R933W

Pat_02 Post-Resistance PDLIM7 9260 37 5 176911119 176911119 Missense_Mutation SNP G A 4 144 c.1123C>T c.(1123-1125)CGG>TGG p.R375W

Pat_02 Post-Resistance DOK3 79930 37 5 176936820 176936820 Missense_Mutation SNP G A 5 99 c.34C>T c.(34-36)CGT>TGT p.R12C

Pat_02 Post-Resistance RASGEF1C 255426 37 5 179554673 179554673 Missense_Mutation SNP C A 37 12 c.650G>T c.(649-651)CGG>CTG p.R217L

Pat_02 Post-Resistance PRSS16 10279 37 6 27215684 27215684 Nonsense_Mutation SNP G T 42 91 c.94G>T c.(94-96)GAG>TAG p.E32*

Pat_02 Post-Resistance ZNF323 64288 37 6 28294491 28294491 Missense_Mutation SNP T C 93 154 c.673A>G c.(673-675)AAG>GAG p.K225E

Pat_02 Post-Resistance GPX6 257202 37 6 28472193 28472193 Nonsense_Mutation SNP C T 67 74 c.542G>A c.(541-543)TGG>TAG p.W181*

Pat_02 Post-Resistance TREM1 54210 37 6 41250190 41250190 Nonsense_Mutation SNP G A 40 56 c.349C>T c.(349-351)CAG>TAG p.Q117*

Pat_02 Post-Resistance TRERF1 55809 37 6 42236589 42236589 Missense_Mutation SNP C T 80 123 c.740G>A c.(739-741)GGA>GAA p.G247E

Pat_02 Post-Resistance TTBK1 84630 37 6 43226814 43226814 Missense_Mutation SNP G A 4 99 c.1055G>A c.(1054-1056)CGG>CAG p.R352Q

Pat_02 Post-Resistance SLC22A7 10864 37 6 43271969 43271969 Missense_Mutation SNP G A 4 140 c.1579G>A c.(1579-1581)GTG>ATG p.V527M

Pat_02 Post-Resistance XPO5 57510 37 6 43535029 43535029 Nonsense_Mutation SNP C T 41 45 c.711G>A c.(709-711)TGG>TGA p.W237*

Pat_02 Post-Resistance RIMS1 22999 37 6 73000460 73000460 Missense_Mutation SNP T A 65 156 c.3633T>A c.(3631-3633)CAT>CAA p.H1211Q

Pat_02 Post-Resistance COL12A1 1303 37 6 75843624 75843624 Missense_Mutation SNP G A 59 267 c.5614C>T c.(5614-5616)CGT>TGT p.R1872C

Pat_02 Post-Resistance PPIL6 285755 37 6 109748299 109748299 Missense_Mutation SNP C T 16 20 c.481G>A c.(481-483)GAG>AAG p.E161K

Pat_02 Post-Resistance MAD1L1 8379 37 7 2188797 2188797 Missense_Mutation SNP C T 4 90 c.1063G>A c.(1063-1065)GTC>ATC p.V355I

Pat_02 Post-Resistance CARD11 84433 37 7 2977639 2977639 Missense_Mutation SNP G A 5 306 c.1045C>T c.(1045-1047)CTC>TTC p.L349F

Pat_02 Post-Resistance MEOX2 4223 37 7 15652223 15652223 Missense_Mutation SNP A C 84 99 c.704T>G c.(703-705)TTC>TGC p.F235C

Pat_02 Post-Resistance INMT 11185 37 7 30795310 30795310 Missense_Mutation SNP C T 64 92 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_02 Post-Resistance BBS9 27241 37 7 33312736 33312736 Missense_Mutation SNP A G 119 163 c.815A>G c.(814-816)AAG>AGG p.K272R

Pat_02 Post-Resistance BMPER 168667 37 7 34192733 34192733 Missense_Mutation SNP G A 192 281 c.1906G>A c.(1906-1908)GAT>AAT p.D636N

Pat_02 Post-Resistance SAMD9L 219285 37 7 92762896 92762896 Missense_Mutation SNP G A 103 214 c.2389C>T c.(2389-2391)CCT>TCT p.P797S

Pat_02 Post-Resistance CCDC132 55610 37 7 92938190 92938190 Missense_Mutation SNP G T 5 264 c.1684G>T c.(1684-1686)GAT>TAT p.D562Y

Pat_02 Post-Resistance TRRAP 8295 37 7 98581022 98581022 Missense_Mutation SNP G A 5 300 c.8941G>A c.(8941-8943)GTG>ATG p.V2981M

Pat_02 Post-Resistance CYP3A7 1551 37 7 99306869 99306869 Missense_Mutation SNP C T 68 50 c.1042G>A c.(1042-1044)GAT>AAT p.D348N

Pat_02 Post-Resistance MUC17 140453 37 7 100678524 100678524 Missense_Mutation SNP G A 259 527 c.3827G>A c.(3826-3828)GGA>GAA p.G1276E

Pat_02 Post-Resistance PLOD3 8985 37 7 100854914 100854914 Missense_Mutation SNP G A 7 51 c.1316C>T c.(1315-1317)GCC>GTC p.A439V

Pat_02 Post-Resistance LRWD1 222229 37 7 102113015 102113015 Missense_Mutation SNP C T 4 55 c.1649C>T c.(1648-1650)TCG>TTG p.S550L

Pat_02 Post-Resistance RELN 5649 37 7 103293071 103293071 Missense_Mutation SNP G A 152 139 c.1690C>T c.(1690-1692)CTC>TTC p.L564F

Pat_02 Post-Resistance PIK3CG 5294 37 7 106509799 106509799 Nonsense_Mutation SNP G A 105 280 c.1793G>A c.(1792-1794)TGG>TAG p.W598*

Pat_02 Post-Resistance MET 4233 37 7 116409720 116409720 Missense_Mutation SNP G A 4 163 c.2605G>A c.(2605-2607)GCA>ACA p.A869T

Pat_02 Post-Resistance WNT2 7472 37 7 116955208 116955208 Missense_Mutation SNP G A 6 306 c.505C>T c.(505-507)CGC>TGC p.R169C

Pat_02 Post-Resistance CADPS2 93664 37 7 122001057 122001057 Missense_Mutation SNP A C 29 83 c.3398T>G c.(3397-3399)GTG>GGG p.V1133G

Pat_02 Post-Resistance DENND2A 27147 37 7 140221853 140221853 Missense_Mutation SNP G A 5 215 c.2713C>T c.(2713-2715)CGC>TGC p.R905C

Pat_02 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 673 123 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_02 Post-Resistance TRY6 154754 37 7 142482242 142482242 Missense_Mutation SNP G A 10 122 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_02 Post-Resistance ABP1 26 37 7 150554789 150554789 Missense_Mutation SNP C T 101 108 c.1231C>T c.(1231-1233)CAT>TAT p.H411Y

Pat_02 Post-Resistance RP1L1 94137 37 8 10466247 10466247 Missense_Mutation SNP C A 87 137 c.5361G>T c.(5359-5361)TTG>TTT p.L1787F

Pat_02 Post-Resistance FAM86B1 85002 37 8 12042891 12042891 Missense_Mutation SNP C T 6 131 c.784G>A c.(784-786)GAG>AAG p.E262K

Pat_02 Post-Resistance ADAM28 10863 37 8 24187552 24187552 Missense_Mutation SNP C A 6 141 c.1027C>A c.(1027-1029)CAC>AAC p.H343N



Pat_02 Post-Resistance TRIM35 23087 37 8 27145096 27145096 Missense_Mutation SNP T G 7 7 c.1453A>C c.(1453-1455)ATC>CTC p.I485L

Pat_02 Post-Resistance RP1 6101 37 8 55540842 55540842 Missense_Mutation SNP C T 33 71 c.4400C>T c.(4399-4401)TCT>TTT p.S1467F

Pat_02 Post-Resistance UBXN2B 137886 37 8 59345791 59345791 Missense_Mutation SNP C A 6 401 c.412C>A c.(412-414)CAG>AAG p.Q138K

Pat_02 Post-Resistance HNF4G 3174 37 8 76476288 76476288 Missense_Mutation SNP C T 135 193 c.1184C>T c.(1183-1185)TCA>TTA p.S395L

Pat_02 Post-Resistance ZFHX4 79776 37 8 77767909 77767909 Missense_Mutation SNP C T 24 48 c.8617C>T c.(8617-8619)CCC>TCC p.P2873S

Pat_02 Post-Resistance RIMS2 9699 37 8 105001576 105001576 Missense_Mutation SNP G A 6 457 c.2305G>A c.(2305-2307)GGA>AGA p.G769R

Pat_02 Post-Resistance ZFPM2 23414 37 8 106813502 106813502 Missense_Mutation SNP G A 115 175 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_02 Post-Resistance KLHL38 340359 37 8 124664485 124664485 Missense_Mutation SNP G A 5 302 c.682C>T c.(682-684)CAC>TAC p.H228Y

Pat_02 Post-Resistance KCNQ3 3786 37 8 133492560 133492560 Missense_Mutation SNP G A 3 27 c.220C>T c.(220-222)CGC>TGC p.R74C

Pat_02 Post-Resistance FAM135B 51059 37 8 139164008 139164008 Missense_Mutation SNP G A 4 246 c.2710C>T c.(2710-2712)CCA>TCA p.P904S

Pat_02 Post-Resistance EPPK1 83481 37 8 144943163 144943163 Missense_Mutation SNP C T 4 132 c.4259G>A c.(4258-4260)CGC>CAC p.R1420H

Pat_02 Post-Resistance OPLAH 26873 37 8 145112821 145112821 Missense_Mutation SNP C G 3 50 c.1094G>C c.(1093-1095)GGC>GCC p.G365A

Pat_02 Post-Resistance NFKBIL2 4796 37 8 145659473 145659473 Missense_Mutation SNP G A 4 73 c.3275C>T c.(3274-3276)GCT>GTT p.A1092V

Pat_02 Post-Resistance GPT 2875 37 8 145729775 145729775 Missense_Mutation SNP G A 4 106 c.88G>A c.(88-90)GTG>ATG p.V30M

Pat_02 Post-Resistance PTPRD 5789 37 9 8518175 8518175 Missense_Mutation SNP C T 331 54 c.1216G>A c.(1216-1218)GAA>AAA p.E406K

Pat_02 Post-Resistance KIAA1797 54914 37 9 20881874 20881874 Missense_Mutation SNP G T 4 200 c.2322G>T c.(2320-2322)TTG>TTT p.L774F

Pat_02 Post-Resistance PTENP1 11191 37 9 33676158 33676158 Missense_Mutation SNP C A 38 36 c.390G>T c.(388-390)AAG>AAT p.K130N

Pat_02 Post-Resistance SEMA4D 10507 37 9 92002306 92002306 Missense_Mutation SNP C T 4 146 c.1325G>A c.(1324-1326)AGC>AAC p.S442N

Pat_02 Post-Resistance TEX10 54881 37 9 103066078 103066078 Nonsense_Mutation SNP G A 4 230 c.2512C>T c.(2512-2514)CGA>TGA p.R838*

Pat_02 Post-Resistance ST6GALNAC4 27090 37 9 130677018 130677018 Missense_Mutation SNP C T 54 6 c.115G>A c.(115-117)GAC>AAC p.D39N

Pat_02 Post-Resistance LAMC3 10319 37 9 133911584 133911584 Missense_Mutation SNP G A 4 165 c.841G>A c.(841-843)GGC>AGC p.G281S

Pat_02 Post-Resistance COL5A1 1289 37 9 137688743 137688744 Missense_Mutation DNP CC GT 38 16 .2894_2895CC>G c.(2893-2895)CCC>CGT p.P965R

Pat_02 Post-Resistance CACNA1B 774 37 9 140851279 140851279 Missense_Mutation SNP G A 4 119 c.1243G>A c.(1243-1245)GTG>ATG p.V415M

Pat_02 Post-Resistance CACNA1B 774 37 9 141014668 141014668 Missense_Mutation SNP C T 3 13 c.6082C>T c.(6082-6084)CGG>TGG p.R2028W

Pat_02 Post-Resistance FRMPD4 9758 37 X 12693004 12693004 Missense_Mutation SNP C T 4 174 c.445C>T c.(445-447)CTC>TTC p.L149F

Pat_02 Post-Resistance MAGEB4 4115 37 X 30261045 30261045 Missense_Mutation SNP C T 67 13 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_02 Post-Resistance CXorf22 170063 37 X 35993821 35993821 Missense_Mutation SNP G A 113 23 c.2504G>A c.(2503-2505)AGT>AAT p.S835N

Pat_02 Post-Resistance CXorf36 79742 37 X 45051207 45051207 Missense_Mutation SNP G A 37 5 c.287C>T c.(286-288)TCT>TTT p.S96F

Pat_02 Post-Resistance SUV39H1 6839 37 X 48558860 48558860 Nonsense_Mutation SNP G T 4 117 c.544G>T c.(544-546)GAG>TAG p.E182*

Pat_02 Post-Resistance PQBP1 10084 37 X 48760219 48760219 Missense_Mutation SNP C T 3 21 c.656C>T c.(655-657)ACA>ATA p.T219I

Pat_02 Post-Resistance CCNB3 85417 37 X 50089666 50089666 Missense_Mutation SNP C T 136 21 c.3670C>T c.(3670-3672)CGT>TGT p.R1224C

Pat_02 Post-Resistance HUWE1 10075 37 X 53571556 53571556 Missense_Mutation SNP C T 3 44 c.11216G>A c.(11215-11217)CGG>CAG p.R3739Q

Pat_02 Post-Resistance EDA2R 60401 37 X 65835823 65835823 Missense_Mutation SNP G A 39 34 c.40C>T c.(40-42)CGG>TGG p.R14W

Pat_02 Post-Resistance ERCC6L 54821 37 X 71427913 71427913 Missense_Mutation SNP G A 4 113 c.704C>T c.(703-705)ACC>ATC p.T235I

Pat_02 Post-Resistance MCART6 401612 37 X 103349781 103349781 Missense_Mutation SNP G A 4 96 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_02 Post-Resistance AKAP14 158798 37 X 119048672 119048672 Missense_Mutation SNP C T 4 56 c.272C>T c.(271-273)TCT>TTT p.S91F

Pat_02 Post-Resistance DCAF12L2 340578 37 X 125299771 125299771 Missense_Mutation SNP G A 4 32 c.137C>T c.(136-138)GCG>GTG p.A46V

Pat_02 Post-Resistance PASD1 139135 37 X 150844497 150844497 Missense_Mutation SNP G A 133 34 c.2204G>A c.(2203-2205)GGA>GAA p.G735E

Pat_02 Post-Resistance ATP2B3 492 37 X 152845623 152845623 Missense_Mutation SNP C T 151 19 c.3530C>T c.(3529-3531)CCG>CTG p.P1177L

Pat_02 Post-Resistance TAZ 6901 37 X 153649015 153649015 Missense_Mutation SNP G A 4 170 c.718G>A c.(718-720)GGG>AGG p.G240R

Pat_02 Post-Resistance PLXNA3 55558 37 X 153690600 153690600 Missense_Mutation SNP C A 5 121 c.1267C>A c.(1267-1269)CGC>AGC p.R423S

Pat_05 Pre-Treatment SCNN1D 6339 37 1 1226943 1226943 Missense_Mutation SNP G A 9 11 c.1870G>A c.(1870-1872)GAA>AAA p.E624K

Pat_05 Pre-Treatment LRRC47 57470 37 1 3703694 3703694 Missense_Mutation SNP C T 4 157 c.796G>A c.(796-798)GGG>AGG p.G266R

Pat_05 Pre-Treatment DFFB 1677 37 1 3786321 3786321 Missense_Mutation SNP A C 10 37 c.663A>C c.(661-663)GAA>GAC p.E221D

Pat_05 Pre-Treatment PIK3CD 5293 37 1 9783205 9783205 Missense_Mutation SNP C T 277 330 c.2449C>T c.(2449-2451)CCC>TCC p.P817S

Pat_05 Pre-Treatment LOC649330 649330 37 1 12907865 12907865 Missense_Mutation SNP C T 42 256 c.278G>A c.(277-279)GGA>GAA p.G93E

Pat_05 Pre-Treatment CLCNKA 1187 37 1 16351384 16351384 Missense_Mutation SNP G A 66 55 c.356G>A c.(355-357)GGA>GAA p.G119E



Pat_05 Pre-Treatment EIF4G3 8672 37 1 21299593 21299593 Splice_Site SNP C T 36 149 c.326_splice c.e6-1 p.G109_splice

Pat_05 Pre-Treatment NBPF3 84224 37 1 21798156 21798156 Missense_Mutation SNP C G 4 287 c.541C>G c.(541-543)CAG>GAG p.Q181E

Pat_05 Pre-Treatment HSPG2 3339 37 1 22172603 22172603 Missense_Mutation SNP G A 5 205 c.8462C>T c.(8461-8463)CCC>CTC p.P2821L

Pat_05 Pre-Treatment PDIK1L 149420 37 1 26448998 26448998 Missense_Mutation SNP G A 6 245 c.956G>A c.(955-957)CGT>CAT p.R319H

Pat_05 Pre-Treatment SFN 2810 37 1 27189752 27189752 Missense_Mutation SNP G A 5 168 c.49G>A c.(49-51)GAA>AAA p.E17K

Pat_05 Pre-Treatment FAM46B 115572 37 1 27333219 27333219 Missense_Mutation SNP G A 6 560 c.494C>T c.(493-495)ACG>ATG p.T165M

Pat_05 Pre-Treatment ZBTB8A 653121 37 1 33058747 33058747 Missense_Mutation SNP C T 71 229 c.215C>T c.(214-216)TCC>TTC p.S72F

Pat_05 Pre-Treatment EIF2C4 192670 37 1 36288575 36288575 Missense_Mutation SNP C T 5 337 c.298C>T c.(298-300)CGG>TGG p.R100W

Pat_05 Pre-Treatment EPHA10 284656 37 1 38227610 38227611 Missense_Mutation DNP TG CT 119 143 c.316_317CA>AG c.(316-318)CAG>AGG p.Q106R

Pat_05 Pre-Treatment MACF1 23499 37 1 39765970 39765970 Missense_Mutation SNP G A 5 274 c.2585G>A c.(2584-2586)AGT>AAT p.S862N

Pat_05 Pre-Treatment TMCO2 127391 37 1 40713883 40713883 Missense_Mutation SNP G A 79 87 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_05 Pre-Treatment EBNA1BP2 10969 37 1 43630421 43630421 Nonsense_Mutation SNP T A 82 74 c.763A>T c.(763-765)AAA>TAA p.K255*

Pat_05 Pre-Treatment PTPRF 5792 37 1 44069738 44069738 Missense_Mutation SNP G A 4 123 c.2915G>A c.(2914-2916)CGC>CAC p.R972H

Pat_05 Pre-Treatment CYP4Z1 199974 37 1 47571867 47571867 Missense_Mutation SNP G A 116 109 c.1135G>A c.(1135-1137)GTA>ATA p.V379I

Pat_05 Pre-Treatment TAL1 6886 37 1 47689711 47689711 Missense_Mutation SNP C T 4 299 c.506G>A c.(505-507)AGG>AAG p.R169K

Pat_05 Pre-Treatment INADL 10207 37 1 62614022 62614022 Missense_Mutation SNP C T 150 194 c.5338C>T c.(5338-5340)CTT>TTT p.L1780F

Pat_05 Pre-Treatment ROR1 4919 37 1 64608246 64608246 Missense_Mutation SNP C T 4 236 c.1087C>T c.(1087-1089)CGC>TGC p.R363C

Pat_05 Pre-Treatment RPE65 6121 37 1 68912507 68912507 Missense_Mutation SNP C T 31 191 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Pre-Treatment SLC44A5 204962 37 1 75708697 75708697 Splice_Site SNP C T 57 67 c.346_splice c.e8-1 p.I116_splice

Pat_05 Pre-Treatment AMPD2 271 37 1 110172946 110172946 Missense_Mutation SNP G A 6 571 c.2237G>A c.(2236-2238)CGG>CAG p.R746Q

Pat_05 Pre-Treatment KCND3 3752 37 1 112525062 112525062 Missense_Mutation SNP T C 47 57 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_05 Pre-Treatment SYT6 148281 37 1 114680572 114680572 Missense_Mutation SNP G A 4 136 c.361C>T c.(361-363)CGC>TGC p.R121C

Pat_05 Pre-Treatment CD2 914 37 1 117297532 117297532 Missense_Mutation SNP G A 22 66 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_05 Pre-Treatment HMGCS2 3158 37 1 120302578 120302579 Missense_Mutation DNP GG AA 25 45 c.593_594CC>TT c.(592-594)GCC>GTT p.A198V

Pat_05 Pre-Treatment NOTCH2 4853 37 1 120458306 120458306 Missense_Mutation SNP G A 6 420 c.7039C>T c.(7039-7041)CGT>TGT p.R2347C

Pat_05 Pre-Treatment NOTCH2 4853 37 1 120461053 120461053 Missense_Mutation SNP C T 74 273 c.5905G>A c.(5905-5907)GAT>AAT p.D1969N

Pat_05 Pre-Treatment CA14 23632 37 1 150236277 150236277 Missense_Mutation SNP G A 5 411 c.947G>A c.(946-948)CGG>CAG p.R316Q

Pat_05 Pre-Treatment ECM1 1893 37 1 150482217 150482217 Missense_Mutation SNP C T 143 272 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_05 Pre-Treatment TCHHL1 126637 37 1 152058383 152058383 Missense_Mutation SNP G T 47 342 c.1775C>A c.(1774-1776)CCA>CAA p.P592Q

Pat_05 Pre-Treatment RPTN 126638 37 1 152129112 152129112 Missense_Mutation SNP C T 353 480 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_05 Pre-Treatment NES 10763 37 1 156642586 156642586 Missense_Mutation SNP G A 110 199 c.1394C>T c.(1393-1395)TCC>TTC p.S465F

Pat_05 Pre-Treatment ARHGEF11 9826 37 1 156909613 156909613 Missense_Mutation SNP T C 34 80 c.3703A>G c.(3703-3705)ACA>GCA p.T1235A

Pat_05 Pre-Treatment FCRL5 83416 37 1 157508968 157508968 Missense_Mutation SNP G A 32 55 c.1310C>T c.(1309-1311)TCT>TTT p.S437F

Pat_05 Pre-Treatment FCRL4 83417 37 1 157559113 157559113 Missense_Mutation SNP C A 5 169 c.188G>T c.(187-189)TGG>TTG p.W63L

Pat_05 Pre-Treatment FCRL1 115350 37 1 157771292 157771292 Missense_Mutation SNP G A 4 167 c.962C>T c.(961-963)ACC>ATC p.T321I

Pat_05 Pre-Treatment CD1C 911 37 1 158261967 158261967 Nonsense_Mutation SNP T A 170 180 c.422T>A c.(421-423)TTA>TAA p.L141*

Pat_05 Pre-Treatment FCRL6 343413 37 1 159779435 159779435 Missense_Mutation SNP C T 73 105 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_05 Pre-Treatment IGSF8 93185 37 1 160062228 160062228 Missense_Mutation SNP G A 4 129 c.1570C>T c.(1570-1572)CCC>TCC p.P524S

Pat_05 Pre-Treatment NR1I3 9970 37 1 161200970 161200970 Nonsense_Mutation SNP G A 27 64 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_05 Pre-Treatment DUSP12 11266 37 1 161722242 161722242 Missense_Mutation SNP G A 271 363 c.662G>A c.(661-663)TGT>TAT p.C221Y

Pat_05 Pre-Treatment TNR 7143 37 1 175331865 175331865 Missense_Mutation SNP C T 87 208 c.2788G>A c.(2788-2790)GAA>AAA p.E930K

Pat_05 Pre-Treatment TNR 7143 37 1 175334197 175334197 Missense_Mutation SNP C A 4 163 c.2536G>T c.(2536-2538)GCT>TCT p.A846S

Pat_05 Pre-Treatment IVNS1ABP 10625 37 1 185274667 185274667 Splice_Site SNP C T 6 465 c.765_splice c.e8+1 p.Q255_splice

Pat_05 Pre-Treatment PRG4 10216 37 1 186275983 186275983 Missense_Mutation SNP C A 7 291 c.1132C>A c.(1132-1134)CCC>ACC p.P378T

Pat_05 Pre-Treatment PRG4 10216 37 1 186276169 186276169 Missense_Mutation SNP C A 7 154 c.1318C>A c.(1318-1320)CCC>ACC p.P440T

Pat_05 Pre-Treatment CR1 1378 37 1 207741267 207741267 Missense_Mutation SNP G A 6 654 c.2701G>A c.(2701-2703)GAC>AAC p.D901N

Pat_05 Pre-Treatment GPATCH2 55105 37 1 217622647 217622647 Missense_Mutation SNP G A 6 425 c.1310C>T c.(1309-1311)ACG>ATG p.T437M



Pat_05 Pre-Treatment DISP1 84976 37 1 223178708 223178709 Missense_Mutation DNP GG AA 68 168 .3969_3970GG>AA967-3972)GAGGGC>GAAA p.G1324S

Pat_05 Pre-Treatment OBSCN 84033 37 1 228557681 228557681 Missense_Mutation SNP G A 5 304 c.20006G>A c.(20005-20007)CGT>CAT p.R6669H

Pat_05 Pre-Treatment MTR 4548 37 1 236979830 236979831 Missense_Mutation DNP GG AA 167 212 c.751_752GG>AA c.(751-753)GGA>AAA p.G251K

Pat_05 Pre-Treatment MTR 4548 37 1 237044081 237044081 Missense_Mutation SNP C T 4 305 c.2621C>T c.(2620-2622)CCG>CTG p.P874L

Pat_05 Pre-Treatment TRIM58 25893 37 1 248039457 248039457 Missense_Mutation SNP C T 84 184 c.1127C>T c.(1126-1128)TCT>TTT p.S376F

Pat_05 Pre-Treatment PTER 9317 37 10 16553071 16553071 Missense_Mutation SNP G A 3 41 c.866G>A c.(865-867)TGT>TAT p.C289Y

Pat_05 Pre-Treatment PTCHD3 374308 37 10 27688070 27688070 Missense_Mutation SNP G A 4 200 c.1457C>T c.(1456-1458)GCG>GTG p.A486V

Pat_05 Pre-Treatment ZNF438 220929 37 10 31139194 31139194 Missense_Mutation SNP G A 4 293 c.140C>T c.(139-141)ACG>ATG p.T47M

Pat_05 Pre-Treatment ITGB1 3688 37 10 33200994 33200994 Missense_Mutation SNP C T 4 186 c.1528G>A c.(1528-1530)GAA>AAA p.E510K

Pat_05 Pre-Treatment ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 5 116 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_05 Pre-Treatment RASSF4 83937 37 10 45465703 45465703 Missense_Mutation SNP C T 157 114 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_05 Pre-Treatment GPRIN2 9721 37 10 46999128 46999128 Missense_Mutation SNP G A 4 29 c.248G>A c.(247-249)CGA>CAA p.R83Q

Pat_05 Pre-Treatment HNRNPH3 3189 37 10 70098394 70098394 Missense_Mutation SNP G A 5 479 c.386G>A c.(385-387)CGT>CAT p.R129H

Pat_05 Pre-Treatment CCAR1 55749 37 10 70551009 70551009 Missense_Mutation SNP G T 4 205 c.3439G>T c.(3439-3441)GGT>TGT p.G1147C

Pat_05 Pre-Treatment HK1 3098 37 10 71129293 71129293 Missense_Mutation SNP C T 98 34 c.788C>T c.(787-789)GCC>GTC p.A263V

Pat_05 Pre-Treatment NPFFR1 64106 37 10 72020400 72020400 Missense_Mutation SNP C T 13 9 c.412G>A c.(412-414)GAA>AAA p.E138K

Pat_05 Pre-Treatment UNC5B 219699 37 10 73050752 73050752 Missense_Mutation SNP G A 6 384 c.1180G>A c.(1180-1182)GTG>ATG p.V394M

Pat_05 Pre-Treatment CDH23 64072 37 10 73537617 73537617 Missense_Mutation SNP G A 4 80 c.5026G>A c.(5026-5028)GCA>ACA p.A1676T

Pat_05 Pre-Treatment SH2D4B 387694 37 10 82363523 82363523 Missense_Mutation SNP C G 4 33 c.832C>G c.(832-834)CTG>GTG p.L278V

Pat_05 Pre-Treatment GPAM 57678 37 10 113926167 113926167 Missense_Mutation SNP G A 79 61 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_05 Pre-Treatment TCF7L2 6934 37 10 114901057 114901057 Missense_Mutation SNP G A 32 96 c.667G>A c.(667-669)GAC>AAC p.D223N

Pat_05 Pre-Treatment PNLIPRP1 5407 37 10 118352022 118352022 Missense_Mutation SNP G A 78 44 c.299G>A c.(298-300)GGA>GAA p.G100E

Pat_05 Pre-Treatment C10orf84 63877 37 10 120070744 120070744 Nonsense_Mutation SNP G A 4 144 c.625C>T c.(625-627)CGA>TGA p.R209*

Pat_05 Pre-Treatment EIF3A 8661 37 10 120801755 120801755 Missense_Mutation SNP T A 7 465 c.3277A>T c.(3277-3279)ATG>TTG p.M1093L

Pat_05 Pre-Treatment TACC2 10579 37 10 123842215 123842215 Missense_Mutation SNP G C 3 77 c.200G>C c.(199-201)AGC>ACC p.S67T

Pat_05 Pre-Treatment CPXM2 119587 37 10 125516869 125516869 Splice_Site SNP C T 5 263 c.1778_splice c.e12-1 p.S593_splice

Pat_05 Pre-Treatment RIC8A 60626 37 11 212899 212899 Missense_Mutation SNP C T 4 76 c.1273C>T c.(1273-1275)CTC>TTC p.L425F

Pat_05 Pre-Treatment ATHL1 80162 37 11 293177 293177 Missense_Mutation SNP G A 5 475 c.1285G>A c.(1285-1287)GAC>AAC p.D429N

Pat_05 Pre-Treatment KRTAP5-4 387267 37 11 1642992 1642992 Missense_Mutation SNP C T 4 130 c.470G>A c.(469-471)TGT>TAT p.C157Y

Pat_05 Pre-Treatment HBBP1 3044 37 11 5264439 5264439 Missense_Mutation SNP G A 33 10 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_05 Pre-Treatment CNGA4 1262 37 11 6261640 6261640 Missense_Mutation SNP C T 5 149 c.616C>T c.(616-618)CCC>TCC p.P206S

Pat_05 Pre-Treatment SPON1 10418 37 11 14287201 14287201 Missense_Mutation SNP G A 25 10 c.2392G>A c.(2392-2394)GAG>AAG p.E798K

Pat_05 Pre-Treatment TRAF6 7189 37 11 36518686 36518686 Missense_Mutation SNP G A 5 189 c.578C>T c.(577-579)GCT>GTT p.A193V

Pat_05 Pre-Treatment OR4C13 283092 37 11 49974799 49974799 Missense_Mutation SNP G A 97 64 c.825G>A c.(823-825)ATG>ATA p.M275I

Pat_05 Pre-Treatment DDB1 1642 37 11 61068382 61068382 Missense_Mutation SNP G A 4 152 c.3238C>T c.(3238-3240)CGG>TGG p.R1080W

Pat_05 Pre-Treatment DAK 26007 37 11 61106607 61106607 Missense_Mutation SNP G A 5 110 c.263G>A c.(262-264)AGC>AAC p.S88N

Pat_05 Pre-Treatment FADS3 3995 37 11 61646018 61646018 Missense_Mutation SNP G A 4 137 c.713C>T c.(712-714)GCG>GTG p.A238V

Pat_05 Pre-Treatment CDC42BPG 55561 37 11 64599058 64599058 Missense_Mutation SNP G A 4 75 c.3223C>T c.(3223-3225)CCC>TCC p.P1075S

Pat_05 Pre-Treatment MUS81 80198 37 11 65632028 65632028 Missense_Mutation SNP G A 4 166 c.1120G>A c.(1120-1122)GTC>ATC p.V374I

Pat_05 Pre-Treatment SPTBN2 6712 37 11 66468356 66468356 Missense_Mutation SNP G A 3 41 c.3214C>T c.(3214-3216)CGC>TGC p.R1072C

Pat_05 Pre-Treatment PITPNM1 9600 37 11 67262337 67262337 Missense_Mutation SNP G A 6 382 c.2722C>T c.(2722-2724)CGC>TGC p.R908C

Pat_05 Pre-Treatment LRP5 4041 37 11 68191091 68191091 Missense_Mutation SNP C G 4 155 c.3162C>G c.(3160-3162)AGC>AGG p.S1054R

Pat_05 Pre-Treatment LRP5 4041 37 11 68205968 68205968 Missense_Mutation SNP C T 72 39 c.4166C>T c.(4165-4167)CCC>CTC p.P1389L

Pat_05 Pre-Treatment CPT1A 1374 37 11 68562334 68562334 Missense_Mutation SNP C T 4 228 c.817G>A c.(817-819)GGC>AGC p.G273S

Pat_05 Pre-Treatment SHANK2 22941 37 11 70331942 70331942 Missense_Mutation SNP C T 3 39 c.4456G>A c.(4456-4458)GTC>ATC p.V1486I

Pat_05 Pre-Treatment PDE2A 5138 37 11 72299879 72299879 Missense_Mutation SNP G A 5 116 c.1019C>T c.(1018-1020)ACT>ATT p.T340I

Pat_05 Pre-Treatment ARAP1 116985 37 11 72397100 72397100 Missense_Mutation SNP G A 4 118 c.4322C>T c.(4321-4323)GCG>GTG p.A1441V



Pat_05 Pre-Treatment RSF1 51773 37 11 77378399 77378399 Missense_Mutation SNP G A 4 177 c.3889C>T c.(3889-3891)CGC>TGC p.R1297C

Pat_05 Pre-Treatment GAB2 9846 37 11 77937876 77937876 Missense_Mutation SNP C T 4 180 c.842G>A c.(841-843)AGC>AAC p.S281N

Pat_05 Pre-Treatment HEPHL1 341208 37 11 93826703 93826703 Nonsense_Mutation SNP G A 167 119 c.2331G>A c.(2329-2331)TGG>TGA p.W777*

Pat_05 Pre-Treatment CNTN5 53942 37 11 100061987 100061987 Splice_Site SNP T C 32 23 c.1708_splice c.e14+2 p.E570_splice

Pat_05 Pre-Treatment YAP1 10413 37 11 102033218 102033218 Missense_Mutation SNP C T 304 208 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_05 Pre-Treatment SIK2 23235 37 11 111574103 111574103 Nonsense_Mutation SNP C T 4 221 c.904C>T c.(904-906)CGA>TGA p.R302*

Pat_05 Pre-Treatment ALG9 79796 37 11 111728344 111728344 Missense_Mutation SNP G A 4 174 c.682C>T c.(682-684)CCA>TCA p.P228S

Pat_05 Pre-Treatment REXO2 25996 37 11 114314636 114314636 Missense_Mutation SNP G A 4 59 c.290G>A c.(289-291)TGT>TAT p.C97Y

Pat_05 Pre-Treatment FAM55D 54827 37 11 114451024 114451024 Missense_Mutation SNP C A 4 176 c.929G>T c.(928-930)GGA>GTA p.G310V

Pat_05 Pre-Treatment UBE4A 9354 37 11 118244386 118244386 Missense_Mutation SNP G A 4 89 c.1102G>A c.(1102-1104)GCC>ACC p.A368T

Pat_05 Pre-Treatment GRIK4 2900 37 11 120732828 120732828 Missense_Mutation SNP C T 4 173 c.905C>T c.(904-906)GCG>GTG p.A302V

Pat_05 Pre-Treatment NCAPD3 23310 37 11 134038828 134038828 Missense_Mutation SNP A G 45 63 c.3223T>C c.(3223-3225)TTC>CTC p.F1075L

Pat_05 Pre-Treatment WNK1 65125 37 12 988911 988911 Missense_Mutation SNP C T 6 595 c.2546C>T c.(2545-2547)CCT>CTT p.P849L

Pat_05 Pre-Treatment MLF2 8079 37 12 6861201 6861201 Missense_Mutation SNP G A 4 237 c.70C>T c.(70-72)CGT>TGT p.R24C

Pat_05 Pre-Treatment GDF3 9573 37 12 7842689 7842689 Missense_Mutation SNP G A 42 93 c.880C>T c.(880-882)CAT>TAT p.H294Y

Pat_05 Pre-Treatment A2M 2 37 12 9254150 9254150 Missense_Mutation SNP G A 4 145 c.1387C>T c.(1387-1389)CCC>TCC p.P463S

Pat_05 Pre-Treatment BCL2L14 79370 37 12 12232613 12232613 Missense_Mutation SNP C T 5 331 c.374C>T c.(373-375)TCG>TTG p.S125L

Pat_05 Pre-Treatment RPL13AP20 387841 37 12 13028826 13028826 Missense_Mutation SNP G A 5 32 c.394G>A c.(394-396)GCA>ACA p.A132T

Pat_05 Pre-Treatment KIAA1467 57613 37 12 13215874 13215874 Nonsense_Mutation SNP C T 134 552 c.817C>T c.(817-819)CGA>TGA p.R273*

Pat_05 Pre-Treatment ARHGDIB 397 37 12 15095590 15095590 Missense_Mutation SNP G A 83 120 c.472C>T c.(472-474)CCA>TCA p.P158S

Pat_05 Pre-Treatment KIAA0528 9847 37 12 22627777 22627777 Missense_Mutation SNP G A 5 275 c.1951C>T c.(1951-1953)CGC>TGC p.R651C

Pat_05 Pre-Treatment C12orf71 728858 37 12 27234382 27234382 Missense_Mutation SNP C T 5 235 c.535G>A c.(535-537)GCC>ACC p.A179T

Pat_05 Pre-Treatment COL2A1 1280 37 12 48367925 48367925 Missense_Mutation SNP G A 4 159 c.4264C>T c.(4264-4266)CGG>TGG p.R1422W

Pat_05 Pre-Treatment ANP32D 23519 37 12 48866508 48866508 Missense_Mutation SNP G A 42 235 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_05 Pre-Treatment METTL7A 25840 37 12 51319096 51319096 Missense_Mutation SNP G A 4 83 c.275G>A c.(274-276)TGC>TAC p.C92Y

Pat_05 Pre-Treatment ITGA5 3678 37 12 54798495 54798495 Missense_Mutation SNP C T 29 133 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_05 Pre-Treatment PDE1B 5153 37 12 54943765 54943765 Missense_Mutation SNP T G 9 38 c.109T>G c.(109-111)TCT>GCT p.S37A

Pat_05 Pre-Treatment OR6C2 341416 37 12 55846399 55846399 Missense_Mutation SNP G A 91 120 c.402G>A c.(400-402)ATG>ATA p.M134I

Pat_05 Pre-Treatment SPRYD4 283377 37 12 56863096 56863096 Missense_Mutation SNP G A 6 589 c.359G>A c.(358-360)CGT>CAT p.R120H

Pat_05 Pre-Treatment NXPH4 11247 37 12 57619184 57619184 Missense_Mutation SNP G A 20 68 c.581G>A c.(580-582)GGG>GAG p.G194E

Pat_05 Pre-Treatment OS9 10956 37 12 58089596 58089596 Missense_Mutation SNP G A 163 202 c.373G>A c.(373-375)GGA>AGA p.G125R

Pat_05 Pre-Treatment FAM19A2 338811 37 12 62147474 62147474 Missense_Mutation SNP C T 48 202 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_05 Pre-Treatment TRHDE 29953 37 12 72866886 72866886 Missense_Mutation SNP G A 6 601 c.1375G>A c.(1375-1377)GTG>ATG p.V459M

Pat_05 Pre-Treatment SYT1 6857 37 12 79842697 79842697 Splice_Site SNP G A 88 127 c.1063_splice c.e12-1 p.K355_splice

Pat_05 Pre-Treatment CEP290 80184 37 12 88452799 88452799 Splice_Site SNP T C 3 53 c.6646_splice c.e49-1 p.E2216_splice

Pat_05 Pre-Treatment C12orf12 196477 37 12 91347894 91347894 Missense_Mutation SNP C T 4 140 c.626G>A c.(625-627)CGT>CAT p.R209H

Pat_05 Pre-Treatment UTP20 27340 37 12 101736806 101736806 Missense_Mutation SNP G A 80 112 c.4384G>A c.(4384-4386)GAA>AAA p.E1462K

Pat_05 Pre-Treatment C12orf51 283450 37 12 112654950 112654950 Missense_Mutation SNP G A 3 52 c.5858C>T c.(5857-5859)GCC>GTC p.A1953V

Pat_05 Pre-Treatment C12orf51 283450 37 12 112696965 112696965 Missense_Mutation SNP G A 5 344 c.1682C>T c.(1681-1683)GCG>GTG p.A561V

Pat_05 Pre-Treatment RNFT2 84900 37 12 117188100 117188100 Nonsense_Mutation SNP C T 27 18 c.538C>T c.(538-540)CAG>TAG p.Q180*

Pat_05 Pre-Treatment CCDC60 160777 37 12 119866487 119866487 Splice_Site SNP G A 6 14 c.91_splice c.e2-1 p.V31_splice

Pat_05 Pre-Treatment COX6A1 1337 37 12 120875979 120875979 Missense_Mutation SNP G A 4 89 c.50G>A c.(49-51)CGC>CAC p.R17H

Pat_05 Pre-Treatment ACADS 35 37 12 121176677 121176677 Missense_Mutation SNP C T 4 198 c.988C>T c.(988-990)CGC>TGC p.R330C

Pat_05 Pre-Treatment PITPNM2 57605 37 12 123482049 123482049 Missense_Mutation SNP C T 4 154 c.1295G>A c.(1294-1296)GGC>GAC p.G432D

Pat_05 Pre-Treatment DNAH10 196385 37 12 124408932 124408932 Missense_Mutation SNP G A 16 38 c.11365G>A c.(11365-11367)GGG>AGG p.G3789R

Pat_05 Pre-Treatment SFRS8 6433 37 12 132195896 132195896 Missense_Mutation SNP C T 5 203 c.122C>T c.(121-123)GCC>GTC p.A41V

Pat_05 Pre-Treatment POLE 5426 37 12 133210876 133210876 Missense_Mutation SNP G A 4 55 c.5900C>T c.(5899-5901)GCG>GTG p.A1967V



Pat_05 Pre-Treatment SPATA13 221178 37 13 24863146 24863146 Nonsense_Mutation SNP C T 4 162 c.802C>T c.(802-804)CGA>TGA p.R268*

Pat_05 Pre-Treatment TRPC4 7223 37 13 38211066 38211066 Missense_Mutation SNP C T 80 86 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_05 Pre-Treatment LHFP 10186 37 13 40175295 40175295 Missense_Mutation SNP G A 4 107 c.59C>T c.(58-60)GCT>GTT p.A20V

Pat_05 Pre-Treatment ELF1 1997 37 13 41515372 41515372 Missense_Mutation SNP G A 6 392 c.941C>T c.(940-942)TCG>TTG p.S314L

Pat_05 Pre-Treatment KIAA0564 23078 37 13 42164868 42164868 Missense_Mutation SNP G C 4 288 c.5020C>G c.(5020-5022)CAA>GAA p.Q1674E

Pat_05 Pre-Treatment COG3 83548 37 13 46070347 46070347 Missense_Mutation SNP G A 4 272 c.1388G>A c.(1387-1389)CGG>CAG p.R463Q

Pat_05 Pre-Treatment ATP7B 540 37 13 52518298 52518298 Missense_Mutation SNP C T 49 40 c.3190G>A c.(3190-3192)GAG>AAG p.E1064K

Pat_05 Pre-Treatment SCEL 8796 37 13 78173856 78173856 Missense_Mutation SNP G A 3 69 c.890G>A c.(889-891)AGT>AAT p.S297N

Pat_05 Pre-Treatment POTEG 404785 37 14 19566058 19566058 Missense_Mutation SNP G A 4 234 c.1102G>A c.(1102-1104)GTC>ATC p.V368I

Pat_05 Pre-Treatment MYH6 4624 37 14 23873585 23873586 Missense_Mutation DNP CC TT 65 47 c.654_655GG>AA652-657)GAGGAC>GAAAA p.D219N

Pat_05 Pre-Treatment FAM158A 51016 37 14 24608377 24608377 Missense_Mutation SNP G A 6 541 c.469C>T c.(469-471)CGG>TGG p.R157W

Pat_05 Pre-Treatment RIPK3 11035 37 14 24807650 24807650 Missense_Mutation SNP A G 39 172 c.595T>C c.(595-597)TCC>CCC p.S199P

Pat_05 Pre-Treatment NFATC4 4776 37 14 24843005 24843005 Missense_Mutation SNP G A 5 96 c.1664G>A c.(1663-1665)CGG>CAG p.R555Q

Pat_05 Pre-Treatment RALGAPA1 253959 37 14 36211615 36211615 Missense_Mutation SNP C T 7 7 c.1408G>A c.(1408-1410)GAC>AAC p.D470N

Pat_05 Pre-Treatment MIA2 117153 37 14 39717268 39717268 Missense_Mutation SNP C T 96 73 c.1490C>T c.(1489-1491)ACT>ATT p.T497I

Pat_05 Pre-Treatment MIA2 117153 37 14 39722048 39722048 Nonsense_Mutation SNP C G 55 112 c.1664C>G c.(1663-1665)TCA>TGA p.S555*

Pat_05 Pre-Treatment SDCCAG1 9147 37 14 50269427 50269427 Missense_Mutation SNP G A 25 54 c.1934C>T c.(1933-1935)CCT>CTT p.P645L

Pat_05 Pre-Treatment SIX1 6495 37 14 61113294 61113294 Missense_Mutation SNP C T 45 22 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_05 Pre-Treatment SPTB 6710 37 14 65220427 65220427 Missense_Mutation SNP C T 4 141 c.6430G>A c.(6430-6432)GAT>AAT p.D2144N

Pat_05 Pre-Treatment ZFYVE26 23503 37 14 68260920 68260920 Missense_Mutation SNP C T 320 175 c.2369G>A c.(2368-2370)AGT>AAT p.S790N

Pat_05 Pre-Treatment PCNX 22990 37 14 71462618 71462618 Missense_Mutation SNP G A 4 245 c.2605G>A c.(2605-2607)GGT>AGT p.G869S

Pat_05 Pre-Treatment CRIP1 1396 37 14 105954671 105954671 Missense_Mutation SNP G A 4 155 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_05 Pre-Treatment THBS1 7057 37 15 39885837 39885837 Missense_Mutation SNP G A 6 230 c.3235G>A c.(3235-3237)GCC>ACC p.A1079T

Pat_05 Pre-Treatment EIF2AK4 440275 37 15 40284403 40284403 Missense_Mutation SNP G A 45 150 c.2659G>A c.(2659-2661)GGA>AGA p.G887R

Pat_05 Pre-Treatment CDAN1 146059 37 15 43026214 43026214 Missense_Mutation SNP G A 36 130 c.1289C>T c.(1288-1290)GCT>GTT p.A430V

Pat_05 Pre-Treatment TP53BP1 7158 37 15 43714147 43714147 Missense_Mutation SNP C T 74 97 c.3991G>A c.(3991-3993)GGG>AGG p.G1331R

Pat_05 Pre-Treatment SLC12A1 6557 37 15 48521475 48521475 Missense_Mutation SNP G A 3 29 c.814G>A c.(814-816)GTT>ATT p.V272I

Pat_05 Pre-Treatment FBN1 2200 37 15 48766757 48766757 Missense_Mutation SNP G A 5 349 c.4055C>T c.(4054-4056)CCC>CTC p.P1352L

Pat_05 Pre-Treatment MAP2K1 5604 37 15 66777460 66777460 Missense_Mutation SNP G T 4 108 c.826G>T c.(826-828)GGG>TGG p.G276W

Pat_05 Pre-Treatment TLE3 7090 37 15 70344778 70344778 Missense_Mutation SNP T C 3 116 c.2069A>G c.(2068-2070)AAG>AGG p.K690R

Pat_05 Pre-Treatment MYO9A 4649 37 15 72338507 72338507 Missense_Mutation SNP C T 4 318 c.398G>A c.(397-399)AGG>AAG p.R133K

Pat_05 Pre-Treatment TMEM202 338949 37 15 72700185 72700185 Missense_Mutation SNP C T 81 46 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_05 Pre-Treatment CYP1A2 1544 37 15 75042776 75042776 Missense_Mutation SNP G A 4 252 c.697G>A c.(697-699)GGG>AGG p.G233R

Pat_05 Pre-Treatment PSTPIP1 9051 37 15 77329473 77329473 Missense_Mutation SNP G A 3 56 c.1207G>A c.(1207-1209)GGG>AGG p.G403R

Pat_05 Pre-Treatment AKAP13 11214 37 15 86124402 86124402 Missense_Mutation SNP G A 4 170 c.3103G>A c.(3103-3105)GCA>ACA p.A1035T

Pat_05 Pre-Treatment ZNF710 374655 37 15 90622960 90622960 Nonsense_Mutation SNP G T 34 211 c.1894G>T c.(1894-1896)GAG>TAG p.E632*

Pat_05 Pre-Treatment LRRK1 79705 37 15 101523854 101523854 Missense_Mutation SNP C T 4 154 c.383C>T c.(382-384)GCG>GTG p.A128V

Pat_05 Pre-Treatment LRRK1 79705 37 15 101586289 101586289 Missense_Mutation SNP G A 4 159 c.3067G>A c.(3067-3069)GTT>ATT p.V1023I

Pat_05 Pre-Treatment TELO2 9894 37 16 1555588 1555588 Missense_Mutation SNP C A 4 54 c.2020C>A c.(2020-2022)CAG>AAG p.Q674K

Pat_05 Pre-Treatment MAPK8IP3 23162 37 16 1810460 1810460 Missense_Mutation SNP G A 4 202 c.1381G>A c.(1381-1383)GAG>AAG p.E461K

Pat_05 Pre-Treatment SPSB3 90864 37 16 1828154 1828154 Missense_Mutation SNP G A 16 60 c.473C>T c.(472-474)CCC>CTC p.P158L

Pat_05 Pre-Treatment RPL3L 6123 37 16 2002897 2002897 Missense_Mutation SNP G A 4 259 c.343C>T c.(343-345)CGG>TGG p.R115W

Pat_05 Pre-Treatment CASKIN1 57524 37 16 2237368 2237368 Missense_Mutation SNP G A 4 159 c.712C>T c.(712-714)CGG>TGG p.R238W

Pat_05 Pre-Treatment PRSS22 64063 37 16 2903228 2903228 Missense_Mutation SNP C T 4 92 c.820G>A c.(820-822)GTC>ATC p.V274I

Pat_05 Pre-Treatment PRSS22 64063 37 16 2903246 2903246 Missense_Mutation SNP C T 26 46 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_05 Pre-Treatment MMP25 64386 37 16 3107383 3107383 Missense_Mutation SNP C T 5 178 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_05 Pre-Treatment TIGD7 91151 37 16 3350332 3350332 Missense_Mutation SNP C T 5 239 c.283G>A c.(283-285)GGT>AGT p.G95S



Pat_05 Pre-Treatment CREBBP 1387 37 16 3819211 3819212 Missense_Mutation DNP GG AA 88 99 c.3023_3024CC>TTc.(3022-3024)CCC>CTT p.P1008L

Pat_05 Pre-Treatment GRIN2A 2903 37 16 9857613 9857613 Missense_Mutation SNP C T 17 23 c.3788G>A c.(3787-3789)GGG>GAG p.G1263E

Pat_05 Pre-Treatment GRIN2A 2903 37 16 9934962 9934962 Splice_Site SNP C A 21 99 c.1329_splice c.e6-1 p.N443_splice

Pat_05 Pre-Treatment ATF7IP2 80063 37 16 10524659 10524659 Missense_Mutation SNP C T 4 127 c.182C>T c.(181-183)ACG>ATG p.T61M

Pat_05 Pre-Treatment KIAA0430 9665 37 16 15716945 15716945 Missense_Mutation SNP G A 4 281 c.2306C>T c.(2305-2307)CCG>CTG p.P769L

Pat_05 Pre-Treatment TMC7 79905 37 16 19027793 19027793 Missense_Mutation SNP G A 5 155 c.333G>A c.(331-333)ATG>ATA p.M111I

Pat_05 Pre-Treatment TMC5 79838 37 16 19451823 19451823 Missense_Mutation SNP C T 89 135 c.463C>T c.(463-465)CAT>TAT p.H155Y

Pat_05 Pre-Treatment DCUN1D3 123879 37 16 20871519 20871519 Missense_Mutation SNP G A 6 497 c.604C>T c.(604-606)CGG>TGG p.R202W

Pat_05 Pre-Treatment POLR3E 55718 37 16 22320292 22320292 Missense_Mutation SNP G A 4 202 c.212G>A c.(211-213)CGC>CAC p.R71H

Pat_05 Pre-Treatment PRKCB 5579 37 16 24104192 24104192 Missense_Mutation SNP C T 44 168 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_05 Pre-Treatment SRCAP 10847 37 16 30748905 30748905 Missense_Mutation SNP C T 4 309 c.7544C>T c.(7543-7545)CCA>CTA p.P2515L

Pat_05 Pre-Treatment ZNF646 9726 37 16 31088970 31088970 Missense_Mutation SNP C T 28 29 c.1325C>T c.(1324-1326)CCC>CTC p.P442L

Pat_05 Pre-Treatment CHD9 80205 37 16 53348813 53348813 Missense_Mutation SNP C T 140 143 c.7441C>T c.(7441-7443)CCT>TCT p.P2481S

Pat_05 Pre-Treatment RBL2 5934 37 16 53513130 53513130 Missense_Mutation SNP G A 4 192 c.2768G>A c.(2767-2769)CGG>CAG p.R923Q

Pat_05 Pre-Treatment RFWD3 55159 37 16 74683038 74683038 Missense_Mutation SNP G A 163 164 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_05 Pre-Treatment PKD1L2 114780 37 16 81167302 81167302 Missense_Mutation SNP G A 21 32 c.5723C>T c.(5722-5724)CCC>CTC p.P1908L

Pat_05 Pre-Treatment PLCG2 5336 37 16 81888165 81888165 Missense_Mutation SNP T A 65 288 c.310T>A c.(310-312)TTC>ATC p.F104I

Pat_05 Pre-Treatment ZCCHC14 23174 37 16 87445340 87445340 Missense_Mutation SNP G A 3 49 c.2576C>T c.(2575-2577)ACC>ATC p.T859I

Pat_05 Pre-Treatment CAMKK1 84254 37 17 3773120 3773120 Missense_Mutation SNP G A 48 170 c.1187C>T c.(1186-1188)ACG>ATG p.T396M

Pat_05 Pre-Treatment MYBBP1A 10514 37 17 4452718 4452718 Missense_Mutation SNP G A 4 156 c.1339C>T c.(1339-1341)CGG>TGG p.R447W

Pat_05 Pre-Treatment CAMTA2 23125 37 17 4883851 4883851 Missense_Mutation SNP G A 6 410 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_05 Pre-Treatment FBXO39 162517 37 17 6684059 6684059 Missense_Mutation SNP G A 19 19 c.872G>A c.(871-873)CGG>CAG p.R291Q

Pat_05 Pre-Treatment ACAP1 9744 37 17 7246739 7246739 Missense_Mutation SNP G A 4 169 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_05 Pre-Treatment SUPT6H 6830 37 17 27023987 27023987 Missense_Mutation SNP C T 177 291 c.4096C>T c.(4096-4098)CAC>TAC p.H1366Y

Pat_05 Pre-Treatment LRRC37B 114659 37 17 30349585 30349585 Missense_Mutation SNP C T 70 129 c.1420C>T c.(1420-1422)CAT>TAT p.H474Y

Pat_05 Pre-Treatment LRRC37B 114659 37 17 30361940 30361940 Missense_Mutation SNP G A 4 161 c.1988G>A c.(1987-1989)CGC>CAC p.R663H

Pat_05 Pre-Treatment SRCIN1 80725 37 17 36717729 36717729 Missense_Mutation SNP G A 4 80 c.1670C>T c.(1669-1671)CCG>CTG p.P557L

Pat_05 Pre-Treatment KRT27 342574 37 17 38933948 38933948 Missense_Mutation SNP T G 207 382 c.1009A>C c.(1009-1011)AGT>CGT p.S337R

Pat_05 Pre-Treatment STAT5B 6777 37 17 40376882 40376882 Missense_Mutation SNP G A 4 188 c.290C>T c.(289-291)ACG>ATG p.T97M

Pat_05 Pre-Treatment BRCA1 672 37 17 41244316 41244316 Missense_Mutation SNP G A 144 270 c.3232C>T c.(3232-3234)CCA>TCA p.P1078S

Pat_05 Pre-Treatment RUNDC3A 10900 37 17 42390577 42390577 Missense_Mutation SNP G A 4 169 c.329G>A c.(328-330)AGC>AAC p.S110N

Pat_05 Pre-Treatment FMNL1 752 37 17 43320500 43320500 Missense_Mutation SNP G A 117 219 c.2026G>A c.(2026-2028)GAT>AAT p.D676N

Pat_05 Pre-Treatment WNT9B 7484 37 17 44953705 44953705 Missense_Mutation SNP G A 4 95 c.695G>A c.(694-696)CGT>CAT p.R232H

Pat_05 Pre-Treatment ITGB3 3690 37 17 45376743 45376743 Missense_Mutation SNP C T 6 656 c.1760C>T c.(1759-1761)ACC>ATC p.T587I

Pat_05 Pre-Treatment TBX21 30009 37 17 45822470 45822470 Missense_Mutation SNP G A 3 51 c.1346G>A c.(1345-1347)CGC>CAC p.R449H

Pat_05 Pre-Treatment OSBPL7 114881 37 17 45895918 45895918 Missense_Mutation SNP C T 4 180 c.434G>A c.(433-435)CGC>CAC p.R145H

Pat_05 Pre-Treatment CACNA1G 8913 37 17 48650037 48650037 Missense_Mutation SNP G A 8 13 c.869G>A c.(868-870)GGG>GAG p.G290E

Pat_05 Pre-Treatment SPAG9 9043 37 17 49079164 49079164 Missense_Mutation SNP C T 167 263 c.1519G>A c.(1519-1521)GAA>AAA p.E507K

Pat_05 Pre-Treatment OR4D1 26689 37 17 56232773 56232773 Missense_Mutation SNP C T 69 142 c.259C>T c.(259-261)CAT>TAT p.H87Y

Pat_05 Pre-Treatment TEX14 56155 37 17 56663170 56663170 Missense_Mutation SNP C T 6 484 c.3080G>A c.(3079-3081)AGC>AAC p.S1027N

Pat_05 Pre-Treatment TBC1D3P2 440452 37 17 60351236 60351236 Nonsense_Mutation SNP G A 72 229 c.79C>T c.(79-81)CGA>TGA p.R27*

Pat_05 Pre-Treatment ERN1 2081 37 17 62131707 62131707 Missense_Mutation SNP G A 4 68 c.1856C>T c.(1855-1857)TCG>TTG p.S619L

Pat_05 Pre-Treatment TEX2 55852 37 17 62291312 62291312 Missense_Mutation SNP G A 8 754 c.266C>T c.(265-267)GCT>GTT p.A89V

Pat_05 Pre-Treatment MRPL38 64978 37 17 73897876 73897877 Nonsense_Mutation DNP GG AA 61 145 c.507_508CC>TT505-510)CCCCGA>CCTTG p.R170*

Pat_05 Pre-Treatment QRICH2 84074 37 17 74288788 74288788 Missense_Mutation SNP C A 6 216 c.1522G>T c.(1522-1524)GGC>TGC p.G508C

Pat_05 Pre-Treatment SYNGR2 9144 37 17 76166913 76166913 Missense_Mutation SNP G A 6 605 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_05 Pre-Treatment PGS1 9489 37 17 76399780 76399780 Missense_Mutation SNP G A 4 235 c.1012G>A c.(1012-1014)GCA>ACA p.A338T



Pat_05 Pre-Treatment BAHCC1 57597 37 17 79430706 79430706 Missense_Mutation SNP G A 5 163 c.7690G>A c.(7690-7692)GTG>ATG p.V2564M

Pat_05 Pre-Treatment KIAA0802 23255 37 18 8783903 8783903 Missense_Mutation SNP G A 4 213 c.793G>A c.(793-795)GGT>AGT p.G265S

Pat_05 Pre-Treatment MC5R 4161 37 18 13826417 13826417 Missense_Mutation SNP G A 4 287 c.653G>A c.(652-654)CGG>CAG p.R218Q

Pat_05 Pre-Treatment HAUS1 115106 37 18 43704860 43704860 Splice_Site SNP G A 4 149 c.738_splice c.e7+1 p.P246_splice

Pat_05 Pre-Treatment C18orf25 147339 37 18 43796277 43796277 Missense_Mutation SNP G A 4 141 c.431G>A c.(430-432)CGA>CAA p.R144Q

Pat_05 Pre-Treatment ME2 4200 37 18 48442612 48442612 Missense_Mutation SNP A C 84 169 c.467A>C c.(466-468)AAG>ACG p.K156T

Pat_05 Pre-Treatment MBD2 8932 37 18 51731459 51731459 Missense_Mutation SNP C T 38 130 c.611G>A c.(610-612)AGC>AAC p.S204N

Pat_05 Pre-Treatment KIAA1468 57614 37 18 59949653 59949653 Missense_Mutation SNP G A 6 422 c.3229G>A c.(3229-3231)GCA>ACA p.A1077T

Pat_05 Pre-Treatment NETO1 81832 37 18 70423314 70423314 Missense_Mutation SNP C T 111 104 c.937G>A c.(937-939)GGA>AGA p.G313R

Pat_05 Pre-Treatment DAPK3 1613 37 19 3960100 3960100 Missense_Mutation SNP C T 8 531 c.785G>A c.(784-786)CGG>CAG p.R262Q

Pat_05 Pre-Treatment FSD1 79187 37 19 4306225 4306225 Missense_Mutation SNP G A 5 238 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_05 Pre-Treatment PLIN4 729359 37 19 4513325 4513325 Missense_Mutation SNP G T 59 223 c.605C>A c.(604-606)GCC>GAC p.A202D

Pat_05 Pre-Treatment PNPLA6 10908 37 19 7605827 7605827 Missense_Mutation SNP C T 4 81 c.841C>T c.(841-843)CGG>TGG p.R281W

Pat_05 Pre-Treatment XAB2 56949 37 19 7684735 7684735 Missense_Mutation SNP C T 4 166 c.2404G>A c.(2404-2406)GCC>ACC p.A802T

Pat_05 Pre-Treatment CLEC4M 10332 37 19 7833780 7833780 Missense_Mutation SNP C T 36 187 c.1037C>T c.(1036-1038)GCG>GTG p.A346V

Pat_05 Pre-Treatment ADAMTS10 81794 37 19 8670190 8670190 Missense_Mutation SNP C T 6 9 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_05 Pre-Treatment MUC16 94025 37 19 9061896 9061896 Missense_Mutation SNP G C 58 59 c.25550C>G c.(25549-25551)ACA>AGA p.T8517R

Pat_05 Pre-Treatment CARM1 10498 37 19 11018769 11018769 Missense_Mutation SNP G A 6 353 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_05 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 4 145 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_05 Pre-Treatment ZNF443 10224 37 19 12542199 12542199 Missense_Mutation SNP G A 14 354 c.787C>T c.(787-789)CCT>TCT p.P263S

Pat_05 Pre-Treatment ZNF709 163051 37 19 12577561 12577561 Missense_Mutation SNP G A 53 62 c.107C>T c.(106-108)ACC>ATC p.T36I

Pat_05 Pre-Treatment ZNF490 57474 37 19 12692177 12692177 Nonsense_Mutation SNP G A 17 73 c.712C>T c.(712-714)CGA>TGA p.R238*

Pat_05 Pre-Treatment SYDE1 85360 37 19 15221541 15221541 Missense_Mutation SNP C G 2 9 c.1285C>G c.(1285-1287)CTG>GTG p.L429V

Pat_05 Pre-Treatment TMEM38A 79041 37 19 16799109 16799109 Missense_Mutation SNP C T 4 73 c.827C>T c.(826-828)TCG>TTG p.S276L

Pat_05 Pre-Treatment NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 29 104 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_05 Pre-Treatment ARRDC2 27106 37 19 18120628 18120628 Missense_Mutation SNP G A 4 277 c.629G>A c.(628-630)GGC>GAC p.G210D

Pat_05 Pre-Treatment ZNF431 170959 37 19 21366278 21366278 Missense_Mutation SNP A C 26 19 c.1172A>C c.(1171-1173)AAA>ACA p.K391T

Pat_05 Pre-Treatment ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 3 122 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_05 Pre-Treatment ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 3 61 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_05 Pre-Treatment LGI4 163175 37 19 35625512 35625512 Missense_Mutation SNP C T 11 21 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_05 Pre-Treatment ARHGAP33 115703 37 19 36268739 36268739 Nonsense_Mutation SNP C T 4 226 c.118C>T c.(118-120)CGA>TGA p.R40*

Pat_05 Pre-Treatment LRFN3 79414 37 19 36431189 36431189 Missense_Mutation SNP G A 3 27 c.862G>A c.(862-864)GAG>AAG p.E288K

Pat_05 Pre-Treatment COX7A1 1346 37 19 36642432 36642432 Missense_Mutation SNP G A 4 264 c.119C>T c.(118-120)CCG>CTG p.P40L

Pat_05 Pre-Treatment ZNF569 148266 37 19 37903561 37903561 Missense_Mutation SNP A G 47 219 c.1999T>C c.(1999-2001)TGT>CGT p.C667R

Pat_05 Pre-Treatment ZNF793 390927 37 19 38023312 38023312 Missense_Mutation SNP C T 4 55 c.70C>T c.(70-72)CGG>TGG p.R24W

Pat_05 Pre-Treatment ZNF571 51276 37 19 38055543 38055543 Missense_Mutation SNP C G 20 22 c.1787G>C c.(1786-1788)AGA>ACA p.R596T

Pat_05 Pre-Treatment RYR1 6261 37 19 38993310 38993310 Missense_Mutation SNP G A 5 151 c.7778G>A c.(7777-7779)CGT>CAT p.R2593H

Pat_05 Pre-Treatment ATP1A3 478 37 19 42474393 42474393 Missense_Mutation SNP G A 4 104 c.2486C>T c.(2485-2487)CCG>CTG p.P829L

Pat_05 Pre-Treatment ATP1A3 478 37 19 42482889 42482889 Missense_Mutation SNP G A 4 190 c.1499C>T c.(1498-1500)GCC>GTC p.A500V

Pat_05 Pre-Treatment ATP1A3 478 37 19 42486240 42486240 Missense_Mutation SNP C T 4 117 c.1012G>A c.(1012-1014)GCC>ACC p.A338T

Pat_05 Pre-Treatment XRCC1 7515 37 19 44048333 44048333 Missense_Mutation SNP G A 3 41 c.1675C>T c.(1675-1677)CGG>TGG p.R559W

Pat_05 Pre-Treatment IRGC 56269 37 19 44223896 44223896 Missense_Mutation SNP G A 3 35 c.1186G>A c.(1186-1188)GCC>ACC p.A396T

Pat_05 Pre-Treatment ZNF45 7596 37 19 44418575 44418575 Missense_Mutation SNP C T 4 83 c.1013G>A c.(1012-1014)GGC>GAC p.G338D

Pat_05 Pre-Treatment EXOC3L2 90332 37 19 45731020 45731020 Missense_Mutation SNP G A 3 43 c.304C>T c.(304-306)CGT>TGT p.R102C

Pat_05 Pre-Treatment SLC8A2 6543 37 19 47944435 47944435 Missense_Mutation SNP G A 4 246 c.1876C>T c.(1876-1878)CTC>TTC p.L626F

Pat_05 Pre-Treatment EHD2 30846 37 19 48229081 48229081 Missense_Mutation SNP C T 4 172 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_05 Pre-Treatment TRPM4 54795 37 19 49669383 49669383 Missense_Mutation SNP G A 3 25 c.178G>A c.(178-180)GTG>ATG p.V60M



Pat_05 Pre-Treatment TSKS 60385 37 19 50265367 50265367 Missense_Mutation SNP G C 4 214 c.293C>G c.(292-294)ACA>AGA p.T98R

Pat_05 Pre-Treatment MED25 81857 37 19 50333404 50333404 Missense_Mutation SNP G A 4 135 c.748G>A c.(748-750)GCC>ACC p.A250T

Pat_05 Pre-Treatment ZNF766 90321 37 19 52793753 52793753 Missense_Mutation SNP C T 5 67 c.709C>T c.(709-711)CGT>TGT p.R237C

Pat_05 Pre-Treatment NLRP12 91662 37 19 54313859 54313859 Missense_Mutation SNP G A 4 143 c.1054C>T c.(1054-1056)CGT>TGT p.R352C

Pat_05 Pre-Treatment LILRA1 11024 37 19 55106787 55106787 Missense_Mutation SNP C T 82 118 c.581C>T c.(580-582)TCG>TTG p.S194L

Pat_05 Pre-Treatment FCAR 2204 37 19 55396680 55396680 Missense_Mutation SNP C T 21 20 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_05 Pre-Treatment NLRP2 55655 37 19 55493593 55493593 Missense_Mutation SNP C T 108 130 c.527C>T c.(526-528)CCT>CTT p.P176L

Pat_05 Pre-Treatment BRSK1 84446 37 19 55817693 55817694 Missense_Mutation DNP CC TT 45 60 c.1964_1965CC>TT c.(1963-1965)TCC>TTT p.S655F

Pat_05 Pre-Treatment ZNF579 163033 37 19 56090054 56090054 Missense_Mutation SNP G A 4 103 c.952C>T c.(952-954)CGC>TGC p.R318C

Pat_05 Pre-Treatment NLRP8 126205 37 19 56499245 56499245 Missense_Mutation SNP G A 75 88 c.3113G>A c.(3112-3114)GGA>GAA p.G1038E

Pat_05 Pre-Treatment ZNF749 388567 37 19 57956264 57956264 Missense_Mutation SNP G A 4 86 c.1748G>A c.(1747-1749)CGT>CAT p.R583H

Pat_05 Pre-Treatment ZNF211 10520 37 19 58153436 58153436 Missense_Mutation SNP C T 4 228 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_05 Pre-Treatment ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 5 212 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_05 Pre-Treatment ZNF274 10782 37 19 58722998 58722998 Missense_Mutation SNP A G 3 147 c.925A>G c.(925-927)AGG>GGG p.R309G

Pat_05 Pre-Treatment ZNF446 55663 37 19 58988812 58988812 Missense_Mutation SNP G C 3 150 c.227G>C c.(226-228)GGC>GCC p.G76A

Pat_05 Pre-Treatment CGREF1 10669 37 2 27327236 27327236 Translation_Start_Site SNP C A 4 76 c.-1G>T c.(-3-1)AAGGA>AATGA

Pat_05 Pre-Treatment TRIM54 57159 37 2 27529154 27529154 Missense_Mutation SNP G A 4 120 c.940G>A c.(940-942)GTA>ATA p.V314I

Pat_05 Pre-Treatment GCKR 2646 37 2 27729725 27729725 Missense_Mutation SNP G A 5 266 c.1039G>A c.(1039-1041)GTA>ATA p.V347I

Pat_05 Pre-Treatment DPY30 84661 37 2 32254736 32254736 Missense_Mutation SNP G A 5 180 c.154C>T c.(154-156)CCA>TCA p.P52S

Pat_05 Pre-Treatment LTBP1 4052 37 2 33173962 33173962 Missense_Mutation SNP G A 4 202 c.515G>A c.(514-516)CGG>CAG p.R172Q

Pat_05 Pre-Treatment ANTXR1 84168 37 2 69472492 69472492 Missense_Mutation SNP C T 6 0 c.1570C>T c.(1570-1572)CCG>TCG p.P524S

Pat_05 Pre-Treatment ZNF638 27332 37 2 71595579 71595579 Missense_Mutation SNP G A 5 317 c.2063G>A c.(2062-2064)TGT>TAT p.C688Y

Pat_05 Pre-Treatment DUSP11 8446 37 2 73989939 73989939 Missense_Mutation SNP G A 4 231 c.983C>T c.(982-984)CCT>CTT p.P328L

Pat_05 Pre-Treatment CNNM4 26504 37 2 97464940 97464940 Missense_Mutation SNP G A 4 173 c.1828G>A c.(1828-1830)GAC>AAC p.D610N

Pat_05 Pre-Treatment ST6GAL2 84620 37 2 107423220 107423220 Missense_Mutation SNP C T 38 110 c.1504G>A c.(1504-1506)GAT>AAT p.D502N

Pat_05 Pre-Treatment PSD4 23550 37 2 113958879 113958879 Missense_Mutation SNP A T 51 80 c.3058A>T c.(3058-3060)AGC>TGC p.S1020C

Pat_05 Pre-Treatment PCDP1 200373 37 2 120383201 120383201 Missense_Mutation SNP C T 4 217 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_05 Pre-Treatment CNTNAP5 129684 37 2 124999956 124999956 Missense_Mutation SNP G A 12 29 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_05 Pre-Treatment POTEF 728378 37 2 130832668 130832668 Missense_Mutation SNP C T 62 78 c.2377G>A c.(2377-2379)GAG>AAG p.E793K

Pat_05 Pre-Treatment THSD7B 80731 37 2 138030231 138030231 Missense_Mutation SNP C T 21 29 c.2302C>T c.(2302-2304)CGG>TGG p.R768W

Pat_05 Pre-Treatment MBD5 55777 37 2 149247322 149247322 Missense_Mutation SNP G A 4 198 c.3422G>A c.(3421-3423)AGT>AAT p.S1141N

Pat_05 Pre-Treatment MMADHC 27249 37 2 150427616 150427616 Missense_Mutation SNP G T 6 557 c.679C>A c.(679-681)CCA>ACA p.P227T

Pat_05 Pre-Treatment NEB 4703 37 2 152506691 152506691 Missense_Mutation SNP T G 35 56 c.7430A>C c.(7429-7431)GAT>GCT p.D2477A

Pat_05 Pre-Treatment LRP2 4036 37 2 170175284 170175284 Missense_Mutation SNP G A 5 410 c.298C>T c.(298-300)CGT>TGT p.R100C

Pat_05 Pre-Treatment DYNC1I2 1781 37 2 172583344 172583344 Missense_Mutation SNP C T 63 80 c.914C>T c.(913-915)GCC>GTC p.A305V

Pat_05 Pre-Treatment DYNC1I2 1781 37 2 172583346 172583346 Missense_Mutation SNP C T 62 81 c.916C>T c.(916-918)CCT>TCT p.P306S

Pat_05 Pre-Treatment CIR1 9541 37 2 175213415 175213415 Missense_Mutation SNP C T 4 241 c.1163G>A c.(1162-1164)CGG>CAG p.R388Q

Pat_05 Pre-Treatment DFNB59 494513 37 2 179320879 179320879 Splice_Site SNP G A 6 124 c.549_splice c.e4+1 p.R183_splice

Pat_05 Pre-Treatment TTN 7273 37 2 179404396 179404396 Missense_Mutation SNP G A 85 115 c.90692C>T c.(90691-90693)CCA>CTA p.P30231L

Pat_05 Pre-Treatment TTN 7273 37 2 179629358 179629358 Missense_Mutation SNP G A 54 158 c.9884C>T c.(9883-9885)ACG>ATG p.T3295M

Pat_05 Pre-Treatment TTN 7273 37 2 179664293 179664293 Missense_Mutation SNP G A 43 139 c.835C>T c.(835-837)CGG>TGG p.R279W

Pat_05 Pre-Treatment DNAH7 56171 37 2 196620918 196620918 Missense_Mutation SNP G A 81 92 c.11525C>T c.(11524-11526)CCA>CTA p.P3842L

Pat_05 Pre-Treatment DNAH7 56171 37 2 196749415 196749415 Missense_Mutation SNP C T 27 165 c.5657G>A c.(5656-5658)CGA>CAA p.R1886Q

Pat_05 Pre-Treatment AOX1 316 37 2 201477335 201477335 Missense_Mutation SNP G A 61 246 c.1267G>A c.(1267-1269)GAA>AAA p.E423K

Pat_05 Pre-Treatment NBEAL1 65065 37 2 204009383 204009383 Nonsense_Mutation SNP C T 61 255 c.4822C>T c.(4822-4824)CAG>TAG p.Q1608*

Pat_05 Pre-Treatment CRYGD 1421 37 2 208986579 208986579 Missense_Mutation SNP G A 4 254 c.343C>T c.(343-345)CGC>TGC p.R115C

Pat_05 Pre-Treatment IKZF2 22807 37 2 213872562 213872562 Missense_Mutation SNP A T 18 28 c.1103T>A c.(1102-1104)ATT>AAT p.I368N



Pat_05 Pre-Treatment COL4A4 1286 37 2 227876983 227876983 Missense_Mutation SNP C T 4 97 c.4247G>A c.(4246-4248)AGG>AAG p.R1416K

Pat_05 Pre-Treatment C2orf57 165100 37 2 232458669 232458669 Missense_Mutation SNP G A 60 82 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_05 Pre-Treatment COL6A3 1293 37 2 238280543 238280543 Missense_Mutation SNP C T 31 62 c.4117G>A c.(4117-4119)GCA>ACA p.A1373T

Pat_05 Pre-Treatment SNRPB 6628 37 20 2443314 2443314 Missense_Mutation SNP G A 4 265 c.653C>T c.(652-654)CCG>CTG p.P218L

Pat_05 Pre-Treatment TMC2 117532 37 20 2573005 2573005 Missense_Mutation SNP G A 5 413 c.884G>A c.(883-885)CGG>CAG p.R295Q

Pat_05 Pre-Treatment BTBD3 22903 37 20 11903598 11903598 Missense_Mutation SNP G T 51 125 c.853G>T c.(853-855)GTT>TTT p.V285F

Pat_05 Pre-Treatment MACROD2 140733 37 20 15913932 15913932 Missense_Mutation SNP C T 40 53 c.787C>T c.(787-789)CCA>TCA p.P263S

Pat_05 Pre-Treatment ZNF133 7692 37 20 18297438 18297438 Missense_Mutation SNP C T 4 155 c.1943C>T c.(1942-1944)TCG>TTG p.S648L

Pat_05 Pre-Treatment CST2 1470 37 20 23807156 23807156 Missense_Mutation SNP G A 23 59 c.142C>T c.(142-144)CTT>TTT p.L48F

Pat_05 Pre-Treatment ZNF341 84905 37 20 32341156 32341156 Missense_Mutation SNP C T 3 25 c.668C>T c.(667-669)GCT>GTT p.A223V

Pat_05 Pre-Treatment ITCH 83737 37 20 33045246 33045246 Missense_Mutation SNP G A 4 226 c.1385G>A c.(1384-1386)CGA>CAA p.R462Q

Pat_05 Pre-Treatment CTNNBL1 56259 37 20 36361375 36361375 Missense_Mutation SNP G T 4 119 c.125G>T c.(124-126)CGG>CTG p.R42L

Pat_05 Pre-Treatment PLCG1 5335 37 20 39795470 39795470 Missense_Mutation SNP G A 5 376 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_05 Pre-Treatment PTPRT 11122 37 20 41514545 41514545 Missense_Mutation SNP C T 4 193 c.116G>A c.(115-117)AGC>AAC p.S39N

Pat_05 Pre-Treatment GDAP1L1 78997 37 20 42887229 42887229 Missense_Mutation SNP G A 3 27 c.529G>A c.(529-531)GCC>ACC p.A177T

Pat_05 Pre-Treatment FITM2 128486 37 20 42935818 42935818 Missense_Mutation SNP G A 71 50 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_05 Pre-Treatment SEMG1 6406 37 20 43836440 43836440 Missense_Mutation SNP G A 4 229 c.502G>A c.(502-504)GTT>ATT p.V168I

Pat_05 Pre-Treatment ARFGEF2 10564 37 20 47614885 47614885 Missense_Mutation SNP G A 5 501 c.3275G>A c.(3274-3276)CGC>CAC p.R1092H

Pat_05 Pre-Treatment CSTF1 1477 37 20 54974209 54974209 Missense_Mutation SNP G A 8 657 c.832G>A c.(832-834)GTA>ATA p.V278I

Pat_05 Pre-Treatment TMPRSS15 5651 37 21 19737500 19737500 Missense_Mutation SNP G A 79 291 c.730C>T c.(730-732)CCA>TCA p.P244S

Pat_05 Pre-Treatment BACH1 571 37 21 30698389 30698389 Missense_Mutation SNP A C 81 70 c.244A>C c.(244-246)AAA>CAA p.K82Q

Pat_05 Pre-Treatment KRTAP24-1 643803 37 21 31654667 31654667 Missense_Mutation SNP G A 38 162 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_05 Pre-Treatment DSCAM 1826 37 21 41465753 41465753 Missense_Mutation SNP G A 19 71 c.3745C>T c.(3745-3747)CCC>TCC p.P1249S

Pat_05 Pre-Treatment C2CD2 25966 37 21 43319356 43319356 Missense_Mutation SNP G A 3 47 c.1676C>T c.(1675-1677)CCG>CTG p.P559L

Pat_05 Pre-Treatment PWP2 5822 37 21 45550523 45550523 Missense_Mutation SNP C T 34 57 c.2630C>T c.(2629-2631)TCC>TTC p.S877F

Pat_05 Pre-Treatment ICOSLG 23308 37 21 45655347 45655347 Missense_Mutation SNP C T 4 113 c.505G>A c.(505-507)GTG>ATG p.V169M

Pat_05 Pre-Treatment TRPM2 7226 37 21 45819208 45819208 Missense_Mutation SNP G A 57 46 c.2092G>A c.(2092-2094)GAA>AAA p.E698K

Pat_05 Pre-Treatment PRMT2 3275 37 21 48064360 48064360 Missense_Mutation SNP C T 6 466 c.287C>T c.(286-288)ACG>ATG p.T96M

Pat_05 Pre-Treatment CCT8L2 150160 37 22 17072668 17072668 Missense_Mutation SNP G A 4 170 c.773C>T c.(772-774)ACG>ATG p.T258M

Pat_05 Pre-Treatment GAB4 128954 37 22 17447197 17447197 Missense_Mutation SNP G A 3 44 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_05 Pre-Treatment C22orf29 79680 37 22 19839682 19839682 Missense_Mutation SNP G A 94 195 c.103C>T c.(103-105)CCT>TCT p.P35S

Pat_05 Pre-Treatment DGCR8 54487 37 22 20073637 20073637 Missense_Mutation SNP G A 4 194 c.151G>A c.(151-153)GTT>ATT p.V51I

Pat_05 Pre-Treatment GNAZ 2781 37 22 23438492 23438492 Missense_Mutation SNP G A 4 201 c.610G>A c.(610-612)GGG>AGG p.G204R

Pat_05 Pre-Treatment SLC2A11 66035 37 22 24224998 24224998 Missense_Mutation SNP A G 3 69 c.926A>G c.(925-927)AAG>AGG p.K309R

Pat_05 Pre-Treatment CYTSA 23384 37 22 24730421 24730421 Missense_Mutation SNP G A 5 388 c.2440G>A c.(2440-2442)GTT>ATT p.V814I

Pat_05 Pre-Treatment TFIP11 24144 37 22 26890130 26890130 Missense_Mutation SNP C T 101 188 c.2133G>A c.(2131-2133)ATG>ATA p.M711I

Pat_05 Pre-Treatment CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 6 173 c.1116_1117CA>TG114-1119)TCCAAG>TCTG p.K373E

Pat_05 Pre-Treatment SMTN 6525 37 22 31492782 31492782 Missense_Mutation SNP G A 4 182 c.1925G>A c.(1924-1926)CGC>CAC p.R642H

Pat_05 Pre-Treatment PLA2G3 50487 37 22 31533809 31533809 Missense_Mutation SNP G A 85 148 c.953C>T c.(952-954)TCC>TTC p.S318F

Pat_05 Pre-Treatment BPIL2 254240 37 22 32831798 32831798 Missense_Mutation SNP G A 4 194 c.817C>T c.(817-819)CGC>TGC p.R273C

Pat_05 Pre-Treatment FAM83F 113828 37 22 40417674 40417674 Missense_Mutation SNP C T 28 67 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_05 Pre-Treatment ZC3H7B 23264 37 22 41716718 41716718 Splice_Site SNP G A 5 283 c.53_splice c.e2+1 p.Q18_splice

Pat_05 Pre-Treatment PLXNB2 23654 37 22 50716039 50716039 Missense_Mutation SNP G A 4 189 c.5177C>T c.(5176-5178)ACG>ATG p.T1726M

Pat_05 Pre-Treatment SHANK3 85358 37 22 51160550 51160550 Missense_Mutation SNP G A 10 10 c.4337G>A c.(4336-4338)AGG>AAG p.R1446K

Pat_05 Pre-Treatment CNTN4 152330 37 3 3067852 3067852 Missense_Mutation SNP C T 6 171 c.1553C>T c.(1552-1554)CCG>CTG p.P518L

Pat_05 Pre-Treatment LHFPL4 375323 37 3 9594264 9594264 Missense_Mutation SNP C T 4 74 c.100G>A c.(100-102)GCC>ACC p.A34T

Pat_05 Pre-Treatment BTD 686 37 3 15685958 15685958 Missense_Mutation SNP G A 6 538 c.595G>A c.(595-597)GTG>ATG p.V199M



Pat_05 Pre-Treatment SATB1 6304 37 3 18391108 18391108 Nonsense_Mutation SNP G A 4 61 c.1846C>T c.(1846-1848)CAG>TAG p.Q616*

Pat_05 Pre-Treatment STT3B 201595 37 3 31667620 31667620 Splice_Site SNP G A 4 194 c.2073_splice c.e13+1 p.R691_splice

Pat_05 Pre-Treatment ZNF860 344787 37 3 32032046 32032046 Missense_Mutation SNP G A 12 198 c.1475G>A c.(1474-1476)CGT>CAT p.R492H

Pat_05 Pre-Treatment CNOT10 25904 37 3 32774919 32774919 Missense_Mutation SNP C T 61 46 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_05 Pre-Treatment CCR9 10803 37 3 45942970 45942970 Missense_Mutation SNP G A 52 37 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_05 Pre-Treatment ATRIP 84126 37 3 48506434 48506434 Missense_Mutation SNP G A 4 218 c.2260G>A c.(2260-2262)GGG>AGG p.G754R

Pat_05 Pre-Treatment PFKFB4 5210 37 3 48573700 48573700 Missense_Mutation SNP G A 5 203 c.829C>T c.(829-831)CGG>TGG p.R277W

Pat_05 Pre-Treatment USP19 10869 37 3 49151487 49151487 Missense_Mutation SNP C T 6 168 c.2134G>A c.(2134-2136)GAA>AAA p.E712K

Pat_05 Pre-Treatment AMT 275 37 3 49455331 49455331 Missense_Mutation SNP C T 4 86 c.953G>A c.(952-954)CGG>CAG p.R318Q

Pat_05 Pre-Treatment BSN 8927 37 3 49699702 49699702 Missense_Mutation SNP G A 3 40 c.10424G>A c.(10423-10425)CGA>CAA p.R3475Q

Pat_05 Pre-Treatment UBA7 7318 37 3 49847481 49847481 Missense_Mutation SNP G A 4 138 c.1769C>T c.(1768-1770)GCT>GTT p.A590V

Pat_05 Pre-Treatment DOCK3 1795 37 3 51418535 51418535 Missense_Mutation SNP G A 4 225 c.5638G>A c.(5638-5640)GGC>AGC p.G1880S

Pat_05 Pre-Treatment IQCF2 389123 37 3 51897231 51897231 Missense_Mutation SNP C T 28 88 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_05 Pre-Treatment PCBP4 57060 37 3 51992100 51992100 Missense_Mutation SNP G A 5 276 c.1189C>T c.(1189-1191)CGG>TGG p.R397W

Pat_05 Pre-Treatment PBRM1 55193 37 3 52643768 52643768 Nonsense_Mutation SNP G A 128 72 c.2128C>T c.(2128-2130)CGA>TGA p.R710*

Pat_05 Pre-Treatment PRKCD 5580 37 3 53212443 53212443 Missense_Mutation SNP C T 58 18 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_05 Pre-Treatment C3orf67 200844 37 3 58849358 58849358 Missense_Mutation SNP T C 68 94 c.1144A>G c.(1144-1146)AAA>GAA p.K382E

Pat_05 Pre-Treatment ROBO2 6092 37 3 77542449 77542449 Missense_Mutation SNP C T 95 176 c.722C>T c.(721-723)GCT>GTT p.A241V

Pat_05 Pre-Treatment VGLL3 389136 37 3 87017908 87017908 Missense_Mutation SNP G A 17 54 c.769C>T c.(769-771)CCA>TCA p.P257S

Pat_05 Pre-Treatment RPL24 6152 37 3 101400004 101400004 Missense_Mutation SNP G A 282 416 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_05 Pre-Treatment IFT57 55081 37 3 107910402 107910402 Missense_Mutation SNP G A 4 279 c.743C>T c.(742-744)CCG>CTG p.P248L

Pat_05 Pre-Treatment PHLDB2 90102 37 3 111693337 111693337 Missense_Mutation SNP C T 218 316 c.3689C>T c.(3688-3690)TCG>TTG p.S1230L

Pat_05 Pre-Treatment ZBTB20 26137 37 3 114069979 114069979 Missense_Mutation SNP G A 7 537 c.946C>T c.(946-948)CGG>TGG p.R316W

Pat_05 Pre-Treatment CASR 846 37 3 122003250 122003250 Missense_Mutation SNP G A 4 182 c.2449G>A c.(2449-2451)GTC>ATC p.V817I

Pat_05 Pre-Treatment KALRN 8997 37 3 124438217 124438217 Missense_Mutation SNP G A 4 240 c.8861G>A c.(8860-8862)CGC>CAC p.R2954H

Pat_05 Pre-Treatment ROPN1B 152015 37 3 125691013 125691013 Missense_Mutation SNP A G 4 123 c.116A>G c.(115-117)GAT>GGT p.D39G

Pat_05 Pre-Treatment PLXNA1 5361 37 3 126749143 126749143 Missense_Mutation SNP C T 5 264 c.5050C>T c.(5050-5052)CGG>TGG p.R1684W

Pat_05 Pre-Treatment TF 7018 37 3 133478099 133478099 Missense_Mutation SNP T C 114 197 c.1129T>C c.(1129-1131)TGG>CGG p.W377R

Pat_05 Pre-Treatment SLCO2A1 6578 37 3 133654663 133654663 Missense_Mutation SNP C T 16 31 c.1769G>A c.(1768-1770)AGG>AAG p.R590K

Pat_05 Pre-Treatment TSC22D2 9819 37 3 150127751 150127751 Missense_Mutation SNP G A 7 607 c.614G>A c.(613-615)AGC>AAC p.S205N

Pat_05 Pre-Treatment IGSF10 285313 37 3 151165878 151165878 Missense_Mutation SNP T C 101 181 c.1891A>G c.(1891-1893)AGA>GGA p.R631G

Pat_05 Pre-Treatment DHX36 170506 37 3 154006677 154006677 Missense_Mutation SNP G A 86 145 c.2009C>T c.(2008-2010)TCC>TTC p.S670F

Pat_05 Pre-Treatment PLCH1 23007 37 3 155286035 155286035 Missense_Mutation SNP C G 15 47 c.814G>C c.(814-816)GTT>CTT p.V272L

Pat_05 Pre-Treatment WDR49 151790 37 3 167217991 167217991 Missense_Mutation SNP T G 82 301 c.1925A>C c.(1924-1926)GAA>GCA p.E642A

Pat_05 Pre-Treatment SLC7A14 57709 37 3 170216467 170216467 Missense_Mutation SNP C T 4 206 c.748G>A c.(748-750)GGC>AGC p.G250S

Pat_05 Pre-Treatment CCDC39 339829 37 3 180372597 180372597 Missense_Mutation SNP T C 52 102 c.883A>G c.(883-885)ACG>GCG p.T295A

Pat_05 Pre-Treatment MAP3K13 9175 37 3 185155242 185155243 Nonsense_Mutation DNP GG AA 81 221 c.483_484GG>AA481-486)TGGGAA>TGAAA.161_162WE>*

Pat_05 Pre-Treatment ATP13A4 84239 37 3 193156375 193156375 Splice_Site SNP T C 3 95 c.2563_splice c.e23-1 p.A855_splice

Pat_05 Pre-Treatment FAM193A 8603 37 4 2733531 2733531 Missense_Mutation SNP G A 4 219 c.3734G>A c.(3733-3735)CGA>CAA p.R1245Q

Pat_05 Pre-Treatment BOD1L 259282 37 4 13603609 13603609 Missense_Mutation SNP C T 6 464 c.4915G>A c.(4915-4917)GAA>AAA p.E1639K

Pat_05 Pre-Treatment FGFBP1 9982 37 4 15938093 15938093 Missense_Mutation SNP C A 5 242 c.163G>T c.(163-165)GGG>TGG p.G55W

Pat_05 Pre-Treatment PI4K2B 55300 37 4 25278666 25278666 Missense_Mutation SNP G A 4 206 c.1303G>A c.(1303-1305)GGG>AGG p.G435R

Pat_05 Pre-Treatment ZCCHC4 29063 37 4 25353242 25353242 Nonsense_Mutation SNP G A 130 139 c.942G>A c.(940-942)TGG>TGA p.W314*

Pat_05 Pre-Treatment KLHL5 51088 37 4 39088270 39088270 Missense_Mutation SNP C T 5 224 c.1174C>T c.(1174-1176)CGT>TGT p.R392C

Pat_05 Pre-Treatment ATP8A1 10396 37 4 42448649 42448649 Missense_Mutation SNP C T 35 97 c.2909G>A c.(2908-2910)GGA>GAA p.G970E

Pat_05 Pre-Treatment GRXCR1 389207 37 4 43032429 43032429 Missense_Mutation SNP C T 57 206 c.745C>T c.(745-747)CCA>TCA p.P249S

Pat_05 Pre-Treatment USP46 64854 37 4 53464829 53464829 Missense_Mutation SNP C T 28 24 c.964G>A c.(964-966)GGC>AGC p.G322S



Pat_05 Pre-Treatment LNX1 84708 37 4 54374296 54374296 Missense_Mutation SNP G A 15 35 c.479C>T c.(478-480)CCC>CTC p.P160L

Pat_05 Pre-Treatment SRP72 6731 37 4 57333815 57333815 Missense_Mutation SNP G A 5 101 c.14G>A c.(13-15)GGC>GAC p.G5D

Pat_05 Pre-Treatment EPHA5 2044 37 4 66217147 66217147 Missense_Mutation SNP C T 5 255 c.2468G>A c.(2467-2469)CGG>CAG p.R823Q

Pat_05 Pre-Treatment UGT2A3 79799 37 4 69817162 69817162 Missense_Mutation SNP G A 28 41 c.317C>T c.(316-318)TCA>TTA p.S106L

Pat_05 Pre-Treatment UGT2B4 7363 37 4 70359495 70359495 Nonsense_Mutation SNP C T 50 182 c.786G>A c.(784-786)TGG>TGA p.W262*

Pat_05 Pre-Treatment GC 2638 37 4 72631312 72631312 Missense_Mutation SNP C T 4 252 c.310G>A c.(310-312)GTT>ATT p.V104I

Pat_05 Pre-Treatment ANKRD17 26057 37 4 73962892 73962892 Missense_Mutation SNP C T 163 582 c.5119G>A c.(5119-5121)GTA>ATA p.V1707I

Pat_05 Pre-Treatment PARM1 25849 37 4 75937682 75937682 Missense_Mutation SNP C T 22 79 c.91C>T c.(91-93)CTT>TTT p.L31F

Pat_05 Pre-Treatment RASGEF1B 153020 37 4 82362046 82362046 Missense_Mutation SNP C T 5 471 c.1046G>A c.(1045-1047)CGA>CAA p.R349Q

Pat_05 Pre-Treatment MTTP 4547 37 4 100530020 100530020 Missense_Mutation SNP C T 81 234 c.1655C>T c.(1654-1656)CCA>CTA p.P552L

Pat_05 Pre-Treatment UCP1 7350 37 4 141488965 141488965 Missense_Mutation SNP G A 4 141 c.293C>T c.(292-294)ACG>ATG p.T98M

Pat_05 Pre-Treatment IL15 3600 37 4 142651081 142651081 Missense_Mutation SNP C T 64 234 c.322C>T c.(322-324)CAT>TAT p.H108Y

Pat_05 Pre-Treatment TRIM2 23321 37 4 154217177 154217177 Missense_Mutation SNP T G 40 108 c.1418T>G c.(1417-1419)ATC>AGC p.I473S

Pat_05 Pre-Treatment NAF1 92345 37 4 164050291 164050291 Missense_Mutation SNP T C 15 49 c.1243A>G c.(1243-1245)AAT>GAT p.N415D

Pat_05 Pre-Treatment DDX60L 91351 37 4 169377245 169377245 Missense_Mutation SNP C T 4 115 c.782G>A c.(781-783)CGT>CAT p.R261H

Pat_05 Pre-Treatment ADAM29 11086 37 4 175897365 175897365 Missense_Mutation SNP A C 59 151 c.689A>C c.(688-690)AAT>ACT p.N230T

Pat_05 Pre-Treatment TRIML2 205860 37 4 189012598 189012598 Missense_Mutation SNP C T 99 112 c.1093G>A c.(1093-1095)GGA>AGA p.G365R

Pat_05 Pre-Treatment TRIO 7204 37 5 14280541 14280541 Missense_Mutation SNP C T 60 62 c.343C>T c.(343-345)CCC>TCC p.P115S

Pat_05 Pre-Treatment CDH6 1004 37 5 31267705 31267705 Missense_Mutation SNP G A 30 99 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_05 Pre-Treatment PDZD2 23037 37 5 32088467 32088467 Missense_Mutation SNP C T 5 246 c.4913C>T c.(4912-4914)CCG>CTG p.P1638L

Pat_05 Pre-Treatment SKP2 6502 37 5 36184070 36184070 Missense_Mutation SNP T G 14 105 c.1190T>G c.(1189-1191)TTT>TGT p.F397C

Pat_05 Pre-Treatment NIPBL 25836 37 5 37027515 37027515 Splice_Site SNP G A 6 470 c.5862_splice c.e32+1 p.N1954_splice

Pat_05 Pre-Treatment EMB 133418 37 5 49707083 49707083 Missense_Mutation SNP C T 74 162 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_05 Pre-Treatment BDP1 55814 37 5 70806049 70806049 Missense_Mutation SNP G A 7 141 c.3130G>A c.(3130-3132)GTA>ATA p.V1044I

Pat_05 Pre-Treatment FAM169A 26049 37 5 74137411 74137411 Missense_Mutation SNP C A 50 167 c.91G>T c.(91-93)GAC>TAC p.D31Y

Pat_05 Pre-Treatment POC5 134359 37 5 74981222 74981222 Missense_Mutation SNP G A 4 278 c.1217C>T c.(1216-1218)CCT>CTT p.P406L

Pat_05 Pre-Treatment VCAN 1462 37 5 82786240 82786240 Missense_Mutation SNP G A 5 457 c.394G>A c.(394-396)GTC>ATC p.V132I

Pat_05 Pre-Treatment C5orf36 285600 37 5 93872768 93872768 Missense_Mutation SNP G A 26 96 c.64C>T c.(64-66)CCT>TCT p.P22S

Pat_05 Pre-Treatment ANKRD32 84250 37 5 94027853 94027853 Missense_Mutation SNP C T 5 294 c.2587C>T c.(2587-2589)CGT>TGT p.R863C

Pat_05 Pre-Treatment FAM81B 153643 37 5 94749692 94749692 Missense_Mutation SNP G A 54 174 c.335G>A c.(334-336)GGT>GAT p.G112D

Pat_05 Pre-Treatment EPB41L4A 64097 37 5 111540171 111540171 Missense_Mutation SNP G A 5 252 c.1277C>T c.(1276-1278)TCT>TTT p.S426F

Pat_05 Pre-Treatment SEMA6A 57556 37 5 115783196 115783196 Missense_Mutation SNP C T 7 712 c.2206G>A c.(2206-2208)GGC>AGC p.G736S

Pat_05 Pre-Treatment FBN2 2201 37 5 127624885 127624885 Missense_Mutation SNP C T 61 211 c.6571G>A c.(6571-6573)GAC>AAC p.D2191N

Pat_05 Pre-Treatment SLC27A6 28965 37 5 128363006 128363006 Missense_Mutation SNP G A 5 292 c.1436G>A c.(1435-1437)CGT>CAT p.R479H

Pat_05 Pre-Treatment WNT8A 7478 37 5 137426715 137426715 Missense_Mutation SNP G A 4 200 c.1009G>A c.(1009-1011)GCA>ACA p.A337T

Pat_05 Pre-Treatment KIF20A 10112 37 5 137520005 137520005 Missense_Mutation SNP G A 6 505 c.1430G>A c.(1429-1431)CGT>CAT p.R477H

Pat_05 Pre-Treatment PCDHA13 56136 37 5 140263298 140263298 Missense_Mutation SNP C T 35 139 c.1445C>T c.(1444-1446)GCG>GTG p.A482V

Pat_05 Pre-Treatment PCDHB7 56129 37 5 140554401 140554401 Missense_Mutation SNP T A 30 80 c.1985T>A c.(1984-1986)CTG>CAG p.L662Q

Pat_05 Pre-Treatment PCDHGA12 26025 37 5 140810870 140810870 Missense_Mutation SNP G A 5 302 c.544G>A c.(544-546)GTG>ATG p.V182M

Pat_05 Pre-Treatment RELL2 285613 37 5 141019543 141019543 Missense_Mutation SNP C T 55 194 c.560C>T c.(559-561)TCC>TTC p.S187F

Pat_05 Pre-Treatment SH3TC2 79628 37 5 148406153 148406153 Missense_Mutation SNP C T 5 242 c.3035G>A c.(3034-3036)CGG>CAG p.R1012Q

Pat_05 Pre-Treatment GRPEL2 134266 37 5 148730807 148730807 Nonsense_Mutation SNP C T 4 196 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_05 Pre-Treatment PPARGC1B 133522 37 5 149212436 149212436 Missense_Mutation SNP C T 64 83 c.800C>T c.(799-801)TCC>TTC p.S267F

Pat_05 Pre-Treatment PDE6A 5145 37 5 149242693 149242693 Missense_Mutation SNP G A 7 676 c.2495C>T c.(2494-2496)TCG>TTG p.S832L

Pat_05 Pre-Treatment CSF1R 1436 37 5 149433887 149433887 Missense_Mutation SNP G A 4 239 c.2761C>T c.(2761-2763)CGG>TGG p.R921W

Pat_05 Pre-Treatment GALNT10 55568 37 5 153755941 153755941 Missense_Mutation SNP G A 4 85 c.673G>A c.(673-675)GCC>ACC p.A225T

Pat_05 Pre-Treatment HAVCR2 84868 37 5 156525886 156525886 Missense_Mutation SNP G A 14 95 c.505C>T c.(505-507)CCT>TCT p.P169S



Pat_05 Pre-Treatment GABRA1 2554 37 5 161302610 161302610 Missense_Mutation SNP C T 82 306 c.521C>T c.(520-522)CCT>CTT p.P174L

Pat_05 Pre-Treatment SLIT3 6586 37 5 168093534 168093534 Missense_Mutation SNP G T 13 30 c.4497C>A c.(4495-4497)TTC>TTA p.F1499L

Pat_05 Pre-Treatment UNC5A 90249 37 5 176305636 176305637 Missense_Mutation DNP CC TT 17 73 c.2180_2181CC>TT c.(2179-2181)ACC>ATT p.T727I

Pat_05 Pre-Treatment DDX41 51428 37 5 176939374 176939374 Missense_Mutation SNP C T 5 212 c.1570G>A c.(1570-1572)GGG>AGG p.G524R

Pat_05 Pre-Treatment RNF130 55819 37 5 179440179 179440179 Missense_Mutation SNP C T 6 366 c.575G>A c.(574-576)CGT>CAT p.R192H

Pat_05 Pre-Treatment GCM2 9247 37 6 10875166 10875166 Missense_Mutation SNP C T 39 101 c.583G>A c.(583-585)GCA>ACA p.A195T

Pat_05 Pre-Treatment SLC17A4 10050 37 6 25769267 25769267 Missense_Mutation SNP C T 52 132 c.146C>T c.(145-147)TCA>TTA p.S49L

Pat_05 Pre-Treatment BTN1A1 696 37 6 26501521 26501521 Missense_Mutation SNP G A 4 227 c.7G>A c.(7-9)GTT>ATT p.V3I

Pat_05 Pre-Treatment ABCF1 23 37 6 30553992 30553992 Missense_Mutation SNP C T 56 109 c.1795C>T c.(1795-1797)CCT>TCT p.P599S

Pat_05 Pre-Treatment LY6G5B 58496 37 6 31639713 31639713 Missense_Mutation SNP C T 145 332 c.260C>T c.(259-261)ACC>ATC p.T87I

Pat_05 Pre-Treatment C6orf27 80737 37 6 31741166 31741166 Missense_Mutation SNP G A 3 58 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_05 Pre-Treatment C2 717 37 6 31903727 31903727 Missense_Mutation SNP G A 4 311 c.877G>A c.(877-879)GTT>ATT p.V293I

Pat_05 Pre-Treatment FKBPL 63943 37 6 32096828 32096828 Missense_Mutation SNP G A 5 240 c.730C>T c.(730-732)CCC>TCC p.P244S

Pat_05 Pre-Treatment EGFL8 80864 37 6 32135197 32135198 Missense_Mutation DNP GC TG 84 99 c.672_673GC>TG670-675)CGGCTG>CGTGT p.L225V

Pat_05 Pre-Treatment PFDN6 10471 37 6 33258515 33258515 Missense_Mutation SNP C T 4 233 c.283C>T c.(283-285)CGG>TGG p.R95W

Pat_05 Pre-Treatment ITPR3 3710 37 6 33663491 33663491 Missense_Mutation SNP G A 127 224 c.7950G>A c.(7948-7950)ATG>ATA p.M2650I

Pat_05 Pre-Treatment FGD2 221472 37 6 36982714 36982714 Missense_Mutation SNP A G 36 77 c.929A>G c.(928-930)GAG>GGG p.E310G

Pat_05 Pre-Treatment FRS3 10817 37 6 41740560 41740561 Missense_Mutation DNP GG AT 49 160 c.390_391CC>AT(388-393)CTCCCT>CTATC p.P131S

Pat_05 Pre-Treatment TAF8 129685 37 6 42044898 42044898 Missense_Mutation SNP G A 4 168 c.841G>A c.(841-843)GGT>AGT p.G281S

Pat_05 Pre-Treatment DLK2 65989 37 6 43418776 43418776 Missense_Mutation SNP C T 4 178 c.653G>A c.(652-654)AGC>AAC p.S218N

Pat_05 Pre-Treatment RSPH9 221421 37 6 43618212 43618212 Missense_Mutation SNP G A 76 147 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_05 Pre-Treatment BMP5 653 37 6 55620369 55620369 Missense_Mutation SNP A T 17 127 c.1327T>A c.(1327-1329)TAT>AAT p.Y443N

Pat_05 Pre-Treatment BCKDHB 594 37 6 80878662 80878662 Missense_Mutation SNP G A 4 131 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_05 Pre-Treatment GPR63 81491 37 6 97247429 97247429 Missense_Mutation SNP G A 57 41 c.179C>T c.(178-180)ACC>ATC p.T60I

Pat_05 Pre-Treatment PRDM13 59336 37 6 100056673 100056673 Nonsense_Mutation SNP G A 35 22 c.201G>A c.(199-201)TGG>TGA p.W67*

Pat_05 Pre-Treatment LAMA4 3910 37 6 112537649 112537649 Missense_Mutation SNP G A 5 220 c.217C>T c.(217-219)CAC>TAC p.H73Y

Pat_05 Pre-Treatment FAM26D 221301 37 6 116879223 116879223 Missense_Mutation SNP G A 5 376 c.365G>A c.(364-366)CGC>CAC p.R122H

Pat_05 Pre-Treatment KPNA5 3841 37 6 117043355 117043355 Missense_Mutation SNP G A 5 283 c.823G>A c.(823-825)GTG>ATG p.V275M

Pat_05 Pre-Treatment TAAR9 134860 37 6 132859898 132859898 Missense_Mutation SNP G T 4 201 c.470G>T c.(469-471)TGG>TTG p.W157L

Pat_05 Pre-Treatment KIAA1244 57221 37 6 138584535 138584535 Missense_Mutation SNP G A 4 155 c.1915G>A c.(1915-1917)GAT>AAT p.D639N

Pat_05 Pre-Treatment TAB2 23118 37 6 149700178 149700178 Missense_Mutation SNP C T 4 161 c.1127C>T c.(1126-1128)ACG>ATG p.T376M

Pat_05 Pre-Treatment SERAC1 84947 37 6 158567889 158567889 Missense_Mutation SNP G A 5 367 c.412C>T c.(412-414)CGG>TGG p.R138W

Pat_05 Pre-Treatment SLC22A1 6580 37 6 160557636 160557636 Missense_Mutation SNP C T 4 258 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_05 Pre-Treatment HEATR2 54919 37 7 803533 803533 Missense_Mutation SNP C T 6 566 c.1705C>T c.(1705-1707)CGG>TGG p.R569W

Pat_05 Pre-Treatment GPER 2852 37 7 1132266 1132266 Missense_Mutation SNP C T 6 244 c.902C>T c.(901-903)GCC>GTC p.A301V

Pat_05 Pre-Treatment C7orf27 221927 37 7 2581453 2581453 Missense_Mutation SNP C T 4 112 c.1033G>A c.(1033-1035)GCA>ACA p.A345T

Pat_05 Pre-Treatment CARD11 84433 37 7 2946323 2946323 Missense_Mutation SNP C G 4 219 c.3414G>C c.(3412-3414)AAG>AAC p.K1138N

Pat_05 Pre-Treatment PAPOLB 56903 37 7 4899659 4899659 Missense_Mutation SNP G A 51 54 c.1783C>T c.(1783-1785)CCT>TCT p.P595S

Pat_05 Pre-Treatment FBXL18 80028 37 7 5545111 5545111 Missense_Mutation SNP G A 5 255 c.169C>T c.(169-171)CGG>TGG p.R57W

Pat_05 Pre-Treatment GLCCI1 113263 37 7 8110650 8110650 Missense_Mutation SNP C T 7 430 c.1066C>T c.(1066-1068)CGC>TGC p.R356C

Pat_05 Pre-Treatment THSD7A 221981 37 7 11450924 11450924 Missense_Mutation SNP C A 106 119 c.3708G>T c.(3706-3708)GAG>GAT p.E1236D

Pat_05 Pre-Treatment ABCB5 340273 37 7 20766661 20766661 Splice_Site SNP A G 115 112 c.1291_splice c.e13-2 p.I431_splice

Pat_05 Pre-Treatment HOXA13 3209 37 7 27237911 27237911 Missense_Mutation SNP G A 7 751 c.1073C>T c.(1072-1074)ACG>ATG p.T358M

Pat_05 Pre-Treatment TXNDC3 51314 37 7 37907463 37907463 Missense_Mutation SNP C A 21 105 c.781C>A c.(781-783)CAG>AAG p.Q261K

Pat_05 Pre-Treatment MRPS24 64951 37 7 43906339 43906339 Missense_Mutation SNP G A 5 430 c.463C>T c.(463-465)CTC>TTC p.L155F

Pat_05 Pre-Treatment POLM 27434 37 7 44116204 44116204 Missense_Mutation SNP C T 5 394 c.739G>A c.(739-741)GGT>AGT p.G247S

Pat_05 Pre-Treatment MYO1G 64005 37 7 45005386 45005386 Missense_Mutation SNP C T 74 123 c.2231G>A c.(2230-2232)CGG>CAG p.R744Q



Pat_05 Pre-Treatment MYO1G 64005 37 7 45010555 45010555 Missense_Mutation SNP G A 4 74 c.950C>T c.(949-951)ACA>ATA p.T317I

Pat_05 Pre-Treatment ADCY1 107 37 7 45719384 45719384 Missense_Mutation SNP C T 4 304 c.1975C>T c.(1975-1977)CGG>TGG p.R659W

Pat_05 Pre-Treatment COBL 23242 37 7 51111341 51111342 Missense_Mutation DNP GG AA 68 78 c.1144_1145CC>TT c.(1144-1146)CCG>TTG p.P382L

Pat_05 Pre-Treatment FZD9 8326 37 7 72849988 72849988 Missense_Mutation SNP C T 50 109 c.1651C>T c.(1651-1653)CGG>TGG p.R551W

Pat_05 Pre-Treatment ELN 2006 37 7 73470634 73470634 Missense_Mutation SNP C T 160 186 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_05 Pre-Treatment SPDYE5 442590 37 7 75130868 75130868 Splice_Site SNP G A 7 533 c.744_splice c.e6-1 p.W248_splice

Pat_05 Pre-Treatment HIP1 3092 37 7 75211413 75211413 Missense_Mutation SNP C T 3 75 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_05 Pre-Treatment GRM3 2913 37 7 86394825 86394825 Missense_Mutation SNP G A 6 517 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_05 Pre-Treatment ABCB4 5244 37 7 87060845 87060845 Nonsense_Mutation SNP G A 8 604 c.1768C>T c.(1768-1770)CGA>TGA p.R590*

Pat_05 Pre-Treatment ANKIB1 54467 37 7 91948770 91948770 Missense_Mutation SNP C T 6 400 c.613C>T c.(613-615)CGG>TGG p.R205W

Pat_05 Pre-Treatment COL1A2 1278 37 7 94038912 94038912 Missense_Mutation SNP G A 117 272 c.928G>A c.(928-930)GGT>AGT p.G310S

Pat_05 Pre-Treatment SLC25A13 10165 37 7 95820559 95820559 Missense_Mutation SNP C A 26 153 c.616G>T c.(616-618)GCT>TCT p.A206S

Pat_05 Pre-Treatment ZNF3 7551 37 7 99669283 99669283 Missense_Mutation SNP C T 5 279 c.824G>A c.(823-825)CGG>CAG p.R275Q

Pat_05 Pre-Treatment PVRIG 79037 37 7 99817740 99817740 Missense_Mutation SNP C T 3 28 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_05 Pre-Treatment ZAN 7455 37 7 100355916 100355916 Missense_Mutation SNP C T 4 145 c.3401C>T c.(3400-3402)ACA>ATA p.T1134I

Pat_05 Pre-Treatment MUC17 140453 37 7 100679376 100679376 Missense_Mutation SNP G A 7 709 c.4679G>A c.(4678-4680)GGT>GAT p.G1560D

Pat_05 Pre-Treatment MUC17 140453 37 7 100687017 100687017 Missense_Mutation SNP C T 77 160 c.12320C>T c.(12319-12321)ACG>ATG p.T4107M

Pat_05 Pre-Treatment FBXL13 222235 37 7 102566739 102566739 Missense_Mutation SNP G A 4 190 c.860C>T c.(859-861)ACG>ATG p.T287M

Pat_05 Pre-Treatment RELN 5649 37 7 103138275 103138275 Missense_Mutation SNP G A 5 279 c.8942C>T c.(8941-8943)ACC>ATC p.T2981I

Pat_05 Pre-Treatment DOCK4 9732 37 7 111368532 111368532 Missense_Mutation SNP G A 4 153 c.5699C>T c.(5698-5700)CCG>CTG p.P1900L

Pat_05 Pre-Treatment PPP1R3A 5506 37 7 113558921 113558921 Missense_Mutation SNP C T 174 183 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Pre-Treatment CFTR 1080 37 7 117175335 117175335 Missense_Mutation SNP C T 316 339 c.613C>T c.(613-615)CCT>TCT p.P205S

Pat_05 Pre-Treatment GPR37 2861 37 7 124386989 124386989 Nonsense_Mutation SNP G A 5 455 c.1432C>T c.(1432-1434)CGA>TGA p.R478*

Pat_05 Pre-Treatment RBM28 55131 37 7 127965930 127965930 Nonsense_Mutation SNP G A 5 288 c.1144C>T c.(1144-1146)CAG>TAG p.Q382*

Pat_05 Pre-Treatment PLXNA4 91584 37 7 131817905 131817905 Missense_Mutation SNP G T 125 175 c.5492C>A c.(5491-5493)GCA>GAA p.A1831E

Pat_05 Pre-Treatment PLXNA4 91584 37 7 131872367 131872367 Splice_Site SNP C T 96 250 c.2857_splice c.e15-1 p.T953_splice

Pat_05 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 170 228 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_05 Pre-Treatment TRYX3 136541 37 7 141954881 141954881 Missense_Mutation SNP C T 279 376 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_05 Pre-Treatment CLCN1 1180 37 7 143049018 143049018 Missense_Mutation SNP G A 121 162 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_05 Pre-Treatment OR2F2 135948 37 7 143633121 143633121 Missense_Mutation SNP C G 103 234 c.796C>G c.(796-798)CCC>GCC p.P266A

Pat_05 Pre-Treatment ABCB8 11194 37 7 150737671 150737672 Missense_Mutation DNP CC TT 89 282 c.1389_1390CC>TT387-1392)GTCCCC>GTTT p.P464S

Pat_05 Pre-Treatment ARHGEF10 9639 37 8 1851525 1851525 Missense_Mutation SNP G A 4 141 c.1729G>A c.(1729-1731)GCA>ACA p.A577T

Pat_05 Pre-Treatment ZDHHC2 51201 37 8 17067922 17067922 Missense_Mutation SNP A G 58 50 c.883A>G c.(883-885)ACT>GCT p.T295A

Pat_05 Pre-Treatment HR 55806 37 8 21984772 21984772 Missense_Mutation SNP G A 5 265 c.1183C>T c.(1183-1185)CGC>TGC p.R395C

Pat_05 Pre-Treatment BIN3 55909 37 8 22481830 22481830 Missense_Mutation SNP C T 4 85 c.385G>A c.(385-387)GAA>AAA p.E129K

Pat_05 Pre-Treatment TNFRSF10A 8797 37 8 23054654 23054654 Missense_Mutation SNP G A 101 111 c.1078C>T c.(1078-1080)CCC>TCC p.P360S

Pat_05 Pre-Treatment ADRA1A 148 37 8 26722089 26722089 Missense_Mutation SNP C A 3 69 c.398G>T c.(397-399)CGC>CTC p.R133L

Pat_05 Pre-Treatment HMBOX1 79618 37 8 28827691 28827691 Missense_Mutation SNP G A 4 261 c.155G>A c.(154-156)CGT>CAT p.R52H

Pat_05 Pre-Treatment RAB11FIP1 80223 37 8 37720621 37720621 Missense_Mutation SNP G A 70 49 c.3644C>T c.(3643-3645)CCC>CTC p.P1215L

Pat_05 Pre-Treatment ASH2L 9070 37 8 37963921 37963921 Missense_Mutation SNP G A 4 231 c.214G>A c.(214-216)GGT>AGT p.G72S

Pat_05 Pre-Treatment RB1CC1 9821 37 8 53586653 53586653 Missense_Mutation SNP C T 7 819 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_05 Pre-Treatment RP1 6101 37 8 55533983 55533983 Missense_Mutation SNP C T 257 67 c.457C>T c.(457-459)CCA>TCA p.P153S

Pat_05 Pre-Treatment CPA6 57094 37 8 68334828 68334828 Missense_Mutation SNP G A 7 512 c.1225C>T c.(1225-1227)CTC>TTC p.L409F

Pat_05 Pre-Treatment PREX2 80243 37 8 69136830 69136830 Missense_Mutation SNP G A 5 250 c.4744G>A c.(4744-4746)GTC>ATC p.V1582I

Pat_05 Pre-Treatment CALB1 793 37 8 91090621 91090621 Missense_Mutation SNP C T 52 553 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_05 Pre-Treatment VPS13B 157680 37 8 100861005 100861005 Missense_Mutation SNP T C 591 139 c.10019T>C c.(10018-10020)GTT>GCT p.V3340A

Pat_05 Pre-Treatment OXR1 55074 37 8 107763045 107763045 Missense_Mutation SNP C T 4 252 c.2501C>T c.(2500-2502)GCG>GTG p.A834V



Pat_05 Pre-Treatment ABRA 137735 37 8 107773354 107773354 Missense_Mutation SNP G A 7 671 c.1057C>T c.(1057-1059)CGT>TGT p.R353C

Pat_05 Pre-Treatment FAM83A 84985 37 8 124219632 124219632 Missense_Mutation SNP G A 3 66 c.1009G>A c.(1009-1011)GGC>AGC p.G337S

Pat_05 Pre-Treatment FER1L6 654463 37 8 124988301 124988301 Missense_Mutation SNP G A 210 64 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_05 Pre-Treatment SPATC1 375686 37 8 145095874 145095874 Missense_Mutation SNP G A 5 335 c.1172G>A c.(1171-1173)CGT>CAT p.R391H

Pat_05 Pre-Treatment ADCK5 203054 37 8 145603079 145603079 Nonsense_Mutation SNP C T 4 55 c.16C>T c.(16-18)CAG>TAG p.Q6*

Pat_05 Pre-Treatment C9orf82 79886 37 9 26887429 26887429 Missense_Mutation SNP A G 3 89 c.386T>C c.(385-387)CTG>CCG p.L129P

Pat_05 Pre-Treatment TAF1L 138474 37 9 32632706 32632706 Missense_Mutation SNP T C 37 162 c.2872A>G c.(2872-2874)ATT>GTT p.I958V

Pat_05 Pre-Treatment CNTNAP3 79937 37 9 39177472 39177472 Missense_Mutation SNP G A 4 119 c.770C>T c.(769-771)GCT>GTT p.A257V

Pat_05 Pre-Treatment TMC1 117531 37 9 75387387 75387387 Missense_Mutation SNP G A 111 416 c.800G>A c.(799-801)GGA>GAA p.G267E

Pat_05 Pre-Treatment PRUNE2 158471 37 9 79324445 79324445 Missense_Mutation SNP C A 56 214 c.2745G>T c.(2743-2745)AAG>AAT p.K915N

Pat_05 Pre-Treatment SHC3 53358 37 9 91793326 91793326 Missense_Mutation SNP G A 4 150 c.50C>T c.(49-51)TCG>TTG p.S17L

Pat_05 Pre-Treatment WNK2 65268 37 9 96009925 96009925 Missense_Mutation SNP C T 13 6 c.1643C>T c.(1642-1644)CCC>CTC p.P548L

Pat_05 Pre-Treatment TMOD1 7111 37 9 100286484 100286484 Missense_Mutation SNP G A 4 225 c.14G>A c.(13-15)CGA>CAA p.R5Q

Pat_05 Pre-Treatment KIAA0368 23392 37 9 114190363 114190363 Missense_Mutation SNP G A 108 90 c.1543C>T c.(1543-1545)CGC>TGC p.R515C

Pat_05 Pre-Treatment TNFSF15 9966 37 9 117554687 117554687 Missense_Mutation SNP C T 34 96 c.301G>A c.(301-303)GTT>ATT p.V101I

Pat_05 Pre-Treatment SPTAN1 6709 37 9 131394948 131394948 Missense_Mutation SNP G A 4 165 c.7096G>A c.(7096-7098)GAA>AAA p.E2366K

Pat_05 Pre-Treatment FAM73B 84895 37 9 131825860 131825860 Missense_Mutation SNP G A 4 190 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_05 Pre-Treatment LAMC3 10319 37 9 133914341 133914341 Missense_Mutation SNP G A 4 73 c.1067G>A c.(1066-1068)CGT>CAT p.R356H

Pat_05 Pre-Treatment POMT1 10585 37 9 134396829 134396829 Missense_Mutation SNP C T 4 167 c.1861C>T c.(1861-1863)CGG>TGG p.R621W

Pat_05 Pre-Treatment ENTPD2 954 37 9 139945566 139945566 Missense_Mutation SNP G A 4 169 c.562C>T c.(562-564)CGG>TGG p.R188W

Pat_05 Pre-Treatment UAP1L1 91373 37 9 139974488 139974488 Missense_Mutation SNP G A 5 185 c.1072G>A c.(1072-1074)GTG>ATG p.V358M

Pat_05 Pre-Treatment ASMTL 8623 37 X 1546781 1546781 Missense_Mutation SNP G A 42 114 c.743C>T c.(742-744)CCC>CTC p.P248L

Pat_05 Pre-Treatment ZBED1 9189 37 X 2406806 2406806 Missense_Mutation SNP C T 4 266 c.1955G>A c.(1954-1956)CGG>CAG p.R652Q

Pat_05 Pre-Treatment CLCN4 1183 37 X 10188809 10188809 Missense_Mutation SNP G A 5 268 c.2084G>A c.(2083-2085)CGC>CAC p.R695H

Pat_05 Pre-Treatment TLR7 51284 37 X 12904646 12904646 Missense_Mutation SNP C T 4 90 c.1019C>T c.(1018-1020)CCC>CTC p.P340L

Pat_05 Pre-Treatment PIGA 5277 37 X 15339849 15339849 Nonsense_Mutation SNP G A 6 498 c.1234C>T c.(1234-1236)CGA>TGA p.R412*

Pat_05 Pre-Treatment MAP3K15 389840 37 X 19379645 19379645 Missense_Mutation SNP C T 5 273 c.2171G>A c.(2170-2172)CGG>CAG p.R724Q

Pat_05 Pre-Treatment MAGEB4 4115 37 X 30260287 30260287 Missense_Mutation SNP G A 4 71 c.35G>A c.(34-36)CGT>CAT p.R12H

Pat_05 Pre-Treatment SRPX 8406 37 X 38024076 38024076 Missense_Mutation SNP C T 3 89 c.599G>A c.(598-600)CGG>CAG p.R200Q

Pat_05 Pre-Treatment MED14 9282 37 X 40556385 40556385 Missense_Mutation SNP G A 5 178 c.1541C>T c.(1540-1542)ACG>ATG p.T514M

Pat_05 Pre-Treatment DDX3X 1654 37 X 41205843 41205843 Missense_Mutation SNP G A 6 423 c.1583G>A c.(1582-1584)CGT>CAT p.R528H

Pat_05 Pre-Treatment SSX3 10214 37 X 48213515 48213515 Missense_Mutation SNP G A 4 139 c.199C>T c.(199-201)CTC>TTC p.L67F

Pat_05 Pre-Treatment MAGIX 79917 37 X 49021378 49021378 Missense_Mutation SNP G A 4 128 c.457G>A c.(457-459)GTG>ATG p.V153M

Pat_05 Pre-Treatment CACNA1F 778 37 X 49065778 49065778 Missense_Mutation SNP C T 3 20 c.4930G>A c.(4930-4932)GAA>AAA p.E1644K

Pat_05 Pre-Treatment CACNA1F 778 37 X 49071632 49071632 Missense_Mutation SNP G A 52 19 c.3544C>T c.(3544-3546)CGT>TGT p.R1182C

Pat_05 Pre-Treatment DGAT2L6 347516 37 X 69397467 69397467 Missense_Mutation SNP G A 128 32 c.35G>A c.(34-36)GGC>GAC p.G12D

Pat_05 Pre-Treatment RGAG4 340526 37 X 71349790 71349790 Missense_Mutation SNP C T 3 59 c.1601G>A c.(1600-1602)CGC>CAC p.R534H

Pat_05 Pre-Treatment ODZ1 10178 37 X 123517994 123517994 Missense_Mutation SNP G A 5 242 c.6766C>T c.(6766-6768)CGT>TGT p.R2256C

Pat_05 Pre-Treatment MST4 51765 37 X 131202261 131202261 Missense_Mutation SNP G A 93 36 c.349G>A c.(349-351)GAT>AAT p.D117N

Pat_05 Pre-Treatment SLITRK2 84631 37 X 144905883 144905883 Missense_Mutation SNP G A 4 208 c.1940G>A c.(1939-1941)CGA>CAA p.R647Q

Pat_05 Pre-Treatment MAGEA8 4107 37 X 149013954 149013954 Missense_Mutation SNP C T 132 36 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_05 Pre-Treatment ZNF185 7739 37 X 152083292 152083292 Missense_Mutation SNP G T 4 7 c.73G>T c.(73-75)GTT>TTT p.V25F

Pat_05 Pre-Treatment PDZD4 57595 37 X 153069188 153069188 Missense_Mutation SNP G A 4 122 c.1930C>T c.(1930-1932)CGG>TGG p.R644W

Pat_05 Pre-Treatment PLXNA3 55558 37 X 153694180 153694180 Missense_Mutation SNP G A 5 31 c.2522G>A c.(2521-2523)CGC>CAC p.R841H

Pat_05 Pre-Treatment PLXNA3 55558 37 X 153696502 153696502 Missense_Mutation SNP C T 4 133 c.3898C>T c.(3898-3900)CGG>TGG p.R1300W

Pat_05 Post-Resistance SCNN1D 6339 37 1 1226943 1226943 Missense_Mutation SNP G A 35 31 c.1870G>A c.(1870-1872)GAA>AAA p.E624K

Pat_05 Post-Resistance DFFB 1677 37 1 3786321 3786321 Missense_Mutation SNP A C 17 37 c.663A>C c.(661-663)GAA>GAC p.E221D



Pat_05 Post-Resistance PIK3CD 5293 37 1 9783205 9783205 Missense_Mutation SNP C T 334 360 c.2449C>T c.(2449-2451)CCC>TCC p.P817S

Pat_05 Post-Resistance C1orf127 148345 37 1 11015213 11015213 Missense_Mutation SNP A G 47 170 c.362T>C c.(361-363)GTT>GCT p.V121A

Pat_05 Post-Resistance LOC649330 649330 37 1 12907865 12907865 Missense_Mutation SNP C T 72 360 c.278G>A c.(277-279)GGA>GAA p.G93E

Pat_05 Post-Resistance CLCNKA 1187 37 1 16351384 16351384 Missense_Mutation SNP G A 89 69 c.356G>A c.(355-357)GGA>GAA p.G119E

Pat_05 Post-Resistance PAX7 5081 37 1 19029699 19029699 Missense_Mutation SNP G A 31 60 c.1064G>A c.(1063-1065)CGC>CAC p.R355H

Pat_05 Post-Resistance EIF4G3 8672 37 1 21299593 21299593 Splice_Site SNP C T 40 102 c.326_splice c.e6-1 p.G109_splice

Pat_05 Post-Resistance SFN 2810 37 1 27190112 27190112 Missense_Mutation SNP G A 4 153 c.409G>A c.(409-411)GGT>AGT p.G137S

Pat_05 Post-Resistance ZBTB8A 653121 37 1 33058747 33058747 Missense_Mutation SNP C T 67 193 c.215C>T c.(214-216)TCC>TTC p.S72F

Pat_05 Post-Resistance EPHA10 284656 37 1 38227610 38227611 Missense_Mutation DNP TG CT 308 237 c.316_317CA>AG c.(316-318)CAG>AGG p.Q106R

Pat_05 Post-Resistance TMCO2 127391 37 1 40713883 40713883 Missense_Mutation SNP G A 67 71 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_05 Post-Resistance EBNA1BP2 10969 37 1 43630421 43630421 Nonsense_Mutation SNP T A 74 58 c.763A>T c.(763-765)AAA>TAA p.K255*

Pat_05 Post-Resistance CDC20 991 37 1 43824974 43824974 Missense_Mutation SNP C A 4 191 c.88C>A c.(88-90)CGC>AGC p.R30S

Pat_05 Post-Resistance CYP4Z1 199974 37 1 47571867 47571867 Missense_Mutation SNP G A 182 97 c.1135G>A c.(1135-1137)GTA>ATA p.V379I

Pat_05 Post-Resistance USP24 23358 37 1 55599790 55599790 Missense_Mutation SNP G A 33 61 c.2854C>T c.(2854-2856)CCA>TCA p.P952S

Pat_05 Post-Resistance INADL 10207 37 1 62614022 62614022 Missense_Mutation SNP C T 180 169 c.5338C>T c.(5338-5340)CTT>TTT p.L1780F

Pat_05 Post-Resistance EFCAB7 84455 37 1 63999792 63999792 Missense_Mutation SNP G A 4 305 c.709G>A c.(709-711)GCA>ACA p.A237T

Pat_05 Post-Resistance RPE65 6121 37 1 68912507 68912507 Missense_Mutation SNP C T 51 184 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Post-Resistance SLC44A5 204962 37 1 75708697 75708697 Splice_Site SNP C T 53 47 c.346_splice c.e8-1 p.I116_splice

Pat_05 Post-Resistance KCND3 3752 37 1 112525062 112525062 Missense_Mutation SNP T C 97 102 c.287A>G c.(286-288)AAC>AGC p.N96S

Pat_05 Post-Resistance NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 92 415 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_05 Post-Resistance CD2 914 37 1 117297532 117297532 Missense_Mutation SNP G A 29 27 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_05 Post-Resistance HMGCS2 3158 37 1 120302578 120302579 Missense_Mutation DNP GG AA 62 60 c.593_594CC>TT c.(592-594)GCC>GTT p.A198V

Pat_05 Post-Resistance NOTCH2 4853 37 1 120461053 120461053 Missense_Mutation SNP C T 130 334 c.5905G>A c.(5905-5907)GAT>AAT p.D1969N

Pat_05 Post-Resistance LOC728989 728989 37 1 146493327 146493327 Missense_Mutation SNP G A 35 113 c.586C>T c.(586-588)CAT>TAT p.H196Y

Pat_05 Post-Resistance ECM1 1893 37 1 150482217 150482217 Missense_Mutation SNP C T 158 300 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_05 Post-Resistance TCHH 7062 37 1 152082220 152082220 Missense_Mutation SNP G T 4 183 c.3473C>A c.(3472-3474)CCG>CAG p.P1158Q

Pat_05 Post-Resistance RPTN 126638 37 1 152129112 152129112 Missense_Mutation SNP C T 441 464 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_05 Post-Resistance NES 10763 37 1 156642586 156642586 Missense_Mutation SNP G A 100 189 c.1394C>T c.(1393-1395)TCC>TTC p.S465F

Pat_05 Post-Resistance NTRK1 4914 37 1 156845875 156845875 Missense_Mutation SNP T C 14 522 c.1505T>C c.(1504-1506)GTT>GCT p.V502A

Pat_05 Post-Resistance ARHGEF11 9826 37 1 156909613 156909613 Missense_Mutation SNP T C 46 122 c.3703A>G c.(3703-3705)ACA>GCA p.T1235A

Pat_05 Post-Resistance FCRL5 83416 37 1 157508968 157508968 Missense_Mutation SNP G A 60 81 c.1310C>T c.(1309-1311)TCT>TTT p.S437F

Pat_05 Post-Resistance CD1C 911 37 1 158261967 158261967 Nonsense_Mutation SNP T A 188 190 c.422T>A c.(421-423)TTA>TAA p.L141*

Pat_05 Post-Resistance CD1E 913 37 1 158326534 158326534 Missense_Mutation SNP C T 44 330 c.1015C>T c.(1015-1017)CTT>TTT p.L339F

Pat_05 Post-Resistance FCRL6 343413 37 1 159779435 159779435 Missense_Mutation SNP C T 124 118 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_05 Post-Resistance NR1I3 9970 37 1 161200970 161200970 Nonsense_Mutation SNP G A 19 51 c.760C>T c.(760-762)CGA>TGA p.R254*

Pat_05 Post-Resistance DUSP12 11266 37 1 161722242 161722242 Missense_Mutation SNP G A 222 226 c.662G>A c.(661-663)TGT>TAT p.C221Y

Pat_05 Post-Resistance TNR 7143 37 1 175331865 175331865 Missense_Mutation SNP C T 154 292 c.2788G>A c.(2788-2790)GAA>AAA p.E930K

Pat_05 Post-Resistance PRG4 10216 37 1 186276544 186276544 Missense_Mutation SNP C A 4 168 c.1693C>A c.(1693-1695)CCC>ACC p.P565T

Pat_05 Post-Resistance DISP1 84976 37 1 223178708 223178709 Missense_Mutation DNP GG AA 111 242 .3969_3970GG>AA967-3972)GAGGGC>GAAA p.G1324S

Pat_05 Post-Resistance DISC1 27185 37 1 231829992 231829992 Missense_Mutation SNP C G 40 180 c.488C>G c.(487-489)GCC>GGC p.A163G

Pat_05 Post-Resistance MTR 4548 37 1 236979830 236979831 Missense_Mutation DNP GG AA 158 206 c.751_752GG>AA c.(751-753)GGA>AAA p.G251K

Pat_05 Post-Resistance TRIM58 25893 37 1 248039457 248039457 Missense_Mutation SNP C T 104 254 c.1127C>T c.(1126-1128)TCT>TTT p.S376F

Pat_05 Post-Resistance OR2L13 284521 37 1 248262696 248262696 Missense_Mutation SNP A G 51 352 c.19A>G c.(19-21)ACT>GCT p.T7A

Pat_05 Post-Resistance ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 3 69 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_05 Post-Resistance RASSF4 83937 37 10 45465703 45465703 Missense_Mutation SNP C T 145 78 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_05 Post-Resistance GPRIN2 9721 37 10 46999128 46999128 Missense_Mutation SNP G A 19 53 c.248G>A c.(247-249)CGA>CAA p.R83Q

Pat_05 Post-Resistance HK1 3098 37 10 71129293 71129293 Missense_Mutation SNP C T 122 41 c.788C>T c.(787-789)GCC>GTC p.A263V



Pat_05 Post-Resistance NPFFR1 64106 37 10 72020400 72020400 Missense_Mutation SNP C T 9 7 c.412G>A c.(412-414)GAA>AAA p.E138K

Pat_05 Post-Resistance GPAM 57678 37 10 113926167 113926167 Missense_Mutation SNP G A 58 34 c.1214C>T c.(1213-1215)TCC>TTC p.S405F

Pat_05 Post-Resistance PNLIPRP1 5407 37 10 118352022 118352022 Missense_Mutation SNP G A 88 21 c.299G>A c.(298-300)GGA>GAA p.G100E

Pat_05 Post-Resistance KRTAP5-5 439915 37 11 1651459 1651459 Missense_Mutation SNP G T 4 60 c.389G>T c.(388-390)GGC>GTC p.G130V

Pat_05 Post-Resistance HBBP1 3044 37 11 5264439 5264439 Missense_Mutation SNP G A 44 9 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_05 Post-Resistance OLFML1 283298 37 11 7509550 7509550 Missense_Mutation SNP G A 4 149 c.322G>A c.(322-324)GCT>ACT p.A108T

Pat_05 Post-Resistance SPON1 10418 37 11 14287201 14287201 Missense_Mutation SNP G A 24 9 c.2392G>A c.(2392-2394)GAG>AAG p.E798K

Pat_05 Post-Resistance CRY2 1408 37 11 45892471 45892471 Missense_Mutation SNP G A 3 56 c.1691G>A c.(1690-1692)AGC>AAC p.S564N

Pat_05 Post-Resistance OR4C13 283092 37 11 49974799 49974799 Missense_Mutation SNP G A 96 33 c.825G>A c.(823-825)ATG>ATA p.M275I

Pat_05 Post-Resistance OR4A5 81318 37 11 51412302 51412302 Missense_Mutation SNP T C 27 49 c.94A>G c.(94-96)ACA>GCA p.T32A

Pat_05 Post-Resistance FEN1 2237 37 11 61563828 61563828 Missense_Mutation SNP G A 3 50 c.995G>A c.(994-996)CGC>CAC p.R332H

Pat_05 Post-Resistance LRP5 4041 37 11 68205968 68205968 Missense_Mutation SNP C T 108 49 c.4166C>T c.(4165-4167)CCC>CTC p.P1389L

Pat_05 Post-Resistance HEPHL1 341208 37 11 93826703 93826703 Nonsense_Mutation SNP G A 227 101 c.2331G>A c.(2329-2331)TGG>TGA p.W777*

Pat_05 Post-Resistance CNTN5 53942 37 11 100061987 100061987 Splice_Site SNP T C 25 8 c.1708_splice c.e14+2 p.E570_splice

Pat_05 Post-Resistance YAP1 10413 37 11 102033218 102033218 Missense_Mutation SNP C T 238 128 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_05 Post-Resistance NCAPD3 23310 37 11 134038828 134038828 Missense_Mutation SNP A G 104 42 c.3223T>C c.(3223-3225)TTC>CTC p.F1075L

Pat_05 Post-Resistance GDF3 9573 37 12 7842689 7842689 Missense_Mutation SNP G A 129 113 c.880C>T c.(880-882)CAT>TAT p.H294Y

Pat_05 Post-Resistance KIAA1467 57613 37 12 13215874 13215874 Nonsense_Mutation SNP C T 178 519 c.817C>T c.(817-819)CGA>TGA p.R273*

Pat_05 Post-Resistance ARHGDIB 397 37 12 15095590 15095590 Missense_Mutation SNP G A 101 109 c.472C>T c.(472-474)CCA>TCA p.P158S

Pat_05 Post-Resistance ANP32D 23519 37 12 48866508 48866508 Missense_Mutation SNP G A 76 244 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_05 Post-Resistance KRT8 3856 37 12 53298675 53298675 Missense_Mutation SNP A C 3 38 c.91T>G c.(91-93)TCC>GCC p.S31A

Pat_05 Post-Resistance ITGA5 3678 37 12 54798495 54798495 Missense_Mutation SNP C T 38 120 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_05 Post-Resistance PDE1B 5153 37 12 54943765 54943765 Missense_Mutation SNP T G 17 61 c.109T>G c.(109-111)TCT>GCT p.S37A

Pat_05 Post-Resistance OR6C2 341416 37 12 55846399 55846399 Missense_Mutation SNP G A 92 91 c.402G>A c.(400-402)ATG>ATA p.M134I

Pat_05 Post-Resistance NXPH4 11247 37 12 57619184 57619184 Missense_Mutation SNP G A 39 78 c.581G>A c.(580-582)GGG>GAG p.G194E

Pat_05 Post-Resistance OS9 10956 37 12 58089596 58089596 Missense_Mutation SNP G A 139 130 c.373G>A c.(373-375)GGA>AGA p.G125R

Pat_05 Post-Resistance FAM19A2 338811 37 12 62147474 62147474 Missense_Mutation SNP C T 55 177 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_05 Post-Resistance SYT1 6857 37 12 79842697 79842697 Splice_Site SNP G A 101 91 c.1063_splice c.e12-1 p.K355_splice

Pat_05 Post-Resistance UTP20 27340 37 12 101736806 101736806 Missense_Mutation SNP G A 56 61 c.4384G>A c.(4384-4386)GAA>AAA p.E1462K

Pat_05 Post-Resistance TRPV4 59341 37 12 110232243 110232243 Missense_Mutation SNP T C 55 293 c.1382A>G c.(1381-1383)GAC>GGC p.D461G

Pat_05 Post-Resistance RNFT2 84900 37 12 117188100 117188100 Nonsense_Mutation SNP C T 27 36 c.538C>T c.(538-540)CAG>TAG p.Q180*

Pat_05 Post-Resistance CCDC60 160777 37 12 119866487 119866487 Splice_Site SNP G A 11 22 c.91_splice c.e2-1 p.V31_splice

Pat_05 Post-Resistance OGFOD2 79676 37 12 123463861 123463861 Missense_Mutation SNP C A 4 142 c.1021C>A c.(1021-1023)CCC>ACC p.P341T

Pat_05 Post-Resistance DNAH10 196385 37 12 124408932 124408932 Missense_Mutation SNP G A 28 29 c.11365G>A c.(11365-11367)GGG>AGG p.G3789R

Pat_05 Post-Resistance WASF3 10810 37 13 27250713 27250713 Missense_Mutation SNP C T 7 109 c.568C>T c.(568-570)CGT>TGT p.R190C

Pat_05 Post-Resistance TRPC4 7223 37 13 38211066 38211066 Missense_Mutation SNP C T 82 93 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_05 Post-Resistance ATP7B 540 37 13 52518298 52518298 Missense_Mutation SNP C T 89 106 c.3190G>A c.(3190-3192)GAG>AAG p.E1064K

Pat_05 Post-Resistance OR4K13 390433 37 14 20502121 20502121 Missense_Mutation SNP G A 19 34 c.797C>T c.(796-798)TCG>TTG p.S266L

Pat_05 Post-Resistance MYH6 4624 37 14 23873585 23873586 Missense_Mutation DNP CC TT 142 64 c.654_655GG>AA652-657)GAGGAC>GAAAA p.D219N

Pat_05 Post-Resistance RALGAPA1 253959 37 14 36211615 36211615 Missense_Mutation SNP C T 3 0 c.1408G>A c.(1408-1410)GAC>AAC p.D470N

Pat_05 Post-Resistance MIA2 117153 37 14 39717268 39717268 Missense_Mutation SNP C T 101 29 c.1490C>T c.(1489-1491)ACT>ATT p.T497I

Pat_05 Post-Resistance MUDENG 55745 37 14 57748805 57748805 Splice_Site SNP A G 15 21 c.949_splice c.e4-2 p.V317_splice

Pat_05 Post-Resistance SIX1 6495 37 14 61113294 61113294 Missense_Mutation SNP C T 53 9 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_05 Post-Resistance ZFYVE26 23503 37 14 68260920 68260920 Missense_Mutation SNP C T 349 163 c.2369G>A c.(2368-2370)AGT>AAT p.S790N

Pat_05 Post-Resistance TMEM63C 57156 37 14 77686405 77686405 Missense_Mutation SNP C T 8 3 c.287C>T c.(286-288)TCC>TTC p.S96F

Pat_05 Post-Resistance HERC2 8924 37 15 28358816 28358816 Missense_Mutation SNP T C 6 92 c.13922A>G c.(13921-13923)GAA>GGA p.E4641G

Pat_05 Post-Resistance EIF2AK4 440275 37 15 40284403 40284403 Missense_Mutation SNP G A 33 120 c.2659G>A c.(2659-2661)GGA>AGA p.G887R



Pat_05 Post-Resistance CDAN1 146059 37 15 43026214 43026214 Missense_Mutation SNP G A 40 106 c.1289C>T c.(1288-1290)GCT>GTT p.A430V

Pat_05 Post-Resistance TP53BP1 7158 37 15 43714147 43714147 Missense_Mutation SNP C T 90 84 c.3991G>A c.(3991-3993)GGG>AGG p.G1331R

Pat_05 Post-Resistance TMEM202 338949 37 15 72700185 72700185 Missense_Mutation SNP C T 56 55 c.773C>T c.(772-774)TCT>TTT p.S258F

Pat_05 Post-Resistance NEO1 4756 37 15 73541473 73541473 Missense_Mutation SNP A G 22 284 c.1679A>G c.(1678-1680)GAA>GGA p.E560G

Pat_05 Post-Resistance LOC645752 645752 37 15 78207888 78207888 Missense_Mutation SNP A C 3 75 c.1110T>G c.(1108-1110)AAT>AAG p.N370K

Pat_05 Post-Resistance ZNF710 374655 37 15 90622960 90622960 Nonsense_Mutation SNP G T 58 187 c.1894G>T c.(1894-1896)GAG>TAG p.E632*

Pat_05 Post-Resistance WASH3P 374666 37 15 102515344 102515344 Missense_Mutation SNP A C 4 56 c.568A>C c.(568-570)AAG>CAG p.K190Q

Pat_05 Post-Resistance SPSB3 90864 37 16 1828154 1828154 Missense_Mutation SNP G A 37 33 c.473C>T c.(472-474)CCC>CTC p.P158L

Pat_05 Post-Resistance PRSS22 64063 37 16 2903246 2903246 Missense_Mutation SNP C T 47 103 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_05 Post-Resistance CREBBP 1387 37 16 3819211 3819212 Missense_Mutation DNP GG AA 68 154 c.3023_3024CC>TTc.(3022-3024)CCC>CTT p.P1008L

Pat_05 Post-Resistance GRIN2A 2903 37 16 9857613 9857613 Missense_Mutation SNP C T 16 81 c.3788G>A c.(3787-3789)GGG>GAG p.G1263E

Pat_05 Post-Resistance TMC5 79838 37 16 19451823 19451823 Missense_Mutation SNP C T 103 299 c.463C>T c.(463-465)CAT>TAT p.H155Y

Pat_05 Post-Resistance PRKCB 5579 37 16 24104192 24104192 Missense_Mutation SNP C T 127 104 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_05 Post-Resistance ZNF646 9726 37 16 31088970 31088970 Missense_Mutation SNP C T 13 58 c.1325C>T c.(1324-1326)CCC>CTC p.P442L

Pat_05 Post-Resistance CHD9 80205 37 16 53348813 53348813 Missense_Mutation SNP C T 42 168 c.7441C>T c.(7441-7443)CCT>TCT p.P2481S

Pat_05 Post-Resistance CDH16 1014 37 16 66945995 66945995 Nonsense_Mutation SNP G A 4 118 c.1597C>T c.(1597-1599)CAG>TAG p.Q533*

Pat_05 Post-Resistance PLEKHG4 25894 37 16 67314032 67314032 Missense_Mutation SNP A G 4 171 c.85A>G c.(85-87)AGG>GGG p.R29G

Pat_05 Post-Resistance RFWD3 55159 37 16 74683038 74683038 Missense_Mutation SNP G A 73 171 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_05 Post-Resistance PKD1L2 114780 37 16 81167302 81167302 Missense_Mutation SNP G A 29 46 c.5723C>T c.(5722-5724)CCC>CTC p.P1908L

Pat_05 Post-Resistance PLCG2 5336 37 16 81888165 81888165 Missense_Mutation SNP T A 220 202 c.310T>A c.(310-312)TTC>ATC p.F104I

Pat_05 Post-Resistance CAMKK1 84254 37 17 3773120 3773120 Missense_Mutation SNP G A 74 269 c.1187C>T c.(1186-1188)ACG>ATG p.T396M

Pat_05 Post-Resistance FBXO39 162517 37 17 6684059 6684059 Missense_Mutation SNP G A 53 23 c.872G>A c.(871-873)CGG>CAG p.R291Q

Pat_05 Post-Resistance TEKT3 64518 37 17 15234473 15234473 Nonsense_Mutation SNP G A 42 103 c.430C>T c.(430-432)CAA>TAA p.Q144*

Pat_05 Post-Resistance MAP2K3 5606 37 17 21205486 21205486 Missense_Mutation SNP A G 16 220 c.431A>G c.(430-432)GAC>GGC p.D144G

Pat_05 Post-Resistance SUPT6H 6830 37 17 27023987 27023987 Missense_Mutation SNP C T 184 289 c.4096C>T c.(4096-4098)CAC>TAC p.H1366Y

Pat_05 Post-Resistance LRRC37B 114659 37 17 30349585 30349585 Missense_Mutation SNP C T 101 136 c.1420C>T c.(1420-1422)CAT>TAT p.H474Y

Pat_05 Post-Resistance STARD3 10948 37 17 37817338 37817338 Missense_Mutation SNP G A 4 154 c.1139G>A c.(1138-1140)CGG>CAG p.R380Q

Pat_05 Post-Resistance KRT27 342574 37 17 38933948 38933948 Missense_Mutation SNP T G 206 344 c.1009A>C c.(1009-1011)AGT>CGT p.S337R

Pat_05 Post-Resistance BRCA1 672 37 17 41244316 41244316 Missense_Mutation SNP G A 81 153 c.3232C>T c.(3232-3234)CCA>TCA p.P1078S

Pat_05 Post-Resistance DHX8 1659 37 17 41598239 41598239 Missense_Mutation SNP A G 3 313 c.3058A>G c.(3058-3060)AGG>GGG p.R1020G

Pat_05 Post-Resistance FMNL1 752 37 17 43320500 43320500 Missense_Mutation SNP G A 121 234 c.2026G>A c.(2026-2028)GAT>AAT p.D676N

Pat_05 Post-Resistance CACNA1G 8913 37 17 48650037 48650037 Missense_Mutation SNP G A 14 16 c.869G>A c.(868-870)GGG>GAG p.G290E

Pat_05 Post-Resistance SPAG9 9043 37 17 49079164 49079164 Missense_Mutation SNP C T 63 155 c.1519G>A c.(1519-1521)GAA>AAA p.E507K

Pat_05 Post-Resistance SPAG9 9043 37 17 49157025 49157025 Missense_Mutation SNP T C 3 123 c.344A>G c.(343-345)AAG>AGG p.K115R

Pat_05 Post-Resistance OR4D1 26689 37 17 56232773 56232773 Missense_Mutation SNP C T 137 204 c.259C>T c.(259-261)CAT>TAT p.H87Y

Pat_05 Post-Resistance MRPL38 64978 37 17 73897876 73897877 Nonsense_Mutation DNP GG AA 79 125 c.507_508CC>TT505-510)CCCCGA>CCTTG p.R170*

Pat_05 Post-Resistance TMC8 147138 37 17 76128447 76128447 Missense_Mutation SNP C A 14 97 c.306C>A c.(304-306)TTC>TTA p.F102L

Pat_05 Post-Resistance CDH2 1000 37 18 25572789 25572789 Missense_Mutation SNP G A 53 106 c.1174C>T c.(1174-1176)CCT>TCT p.P392S

Pat_05 Post-Resistance CCDC68 80323 37 18 52605289 52605289 Missense_Mutation SNP C T 35 46 c.244G>A c.(244-246)GAT>AAT p.D82N

Pat_05 Post-Resistance NETO1 81832 37 18 70423314 70423314 Missense_Mutation SNP C T 53 104 c.937G>A c.(937-939)GGA>AGA p.G313R

Pat_05 Post-Resistance SLC25A41 284427 37 19 6433587 6433587 Missense_Mutation SNP G C 80 191 c.118C>G c.(118-120)CCA>GCA p.P40A

Pat_05 Post-Resistance CLEC4M 10332 37 19 7833780 7833780 Missense_Mutation SNP C T 67 249 c.1037C>T c.(1036-1038)GCG>GTG p.A346V

Pat_05 Post-Resistance ADAMTS10 81794 37 19 8670190 8670190 Missense_Mutation SNP C T 14 40 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_05 Post-Resistance MUC16 94025 37 19 9061896 9061896 Missense_Mutation SNP G C 61 193 c.25550C>G c.(25549-25551)ACA>AGA p.T8517R

Pat_05 Post-Resistance DNMT1 1786 37 19 10260302 10260302 Missense_Mutation SNP C A 6 572 c.2365G>T c.(2365-2367)GGG>TGG p.G789W

Pat_05 Post-Resistance ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 6 175 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_05 Post-Resistance ZNF844 284391 37 19 12187394 12187394 Missense_Mutation SNP T C 3 62 c.1459T>C c.(1459-1461)TTT>CTT p.F487L



Pat_05 Post-Resistance ZNF709 163051 37 19 12577561 12577561 Missense_Mutation SNP G A 35 122 c.107C>T c.(106-108)ACC>ATC p.T36I

Pat_05 Post-Resistance ZNF490 57474 37 19 12692177 12692177 Nonsense_Mutation SNP G A 30 50 c.712C>T c.(712-714)CGA>TGA p.R238*

Pat_05 Post-Resistance NOTCH3 4854 37 19 15290970 15290970 Missense_Mutation SNP G C 19 334 c.3240C>G c.(3238-3240)CAC>CAG p.H1080Q

Pat_05 Post-Resistance NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 113 121 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_05 Post-Resistance ZNF431 170959 37 19 21366278 21366278 Missense_Mutation SNP A C 11 34 c.1172A>C c.(1171-1173)AAA>ACA p.K391T

Pat_05 Post-Resistance LGI4 163175 37 19 35625512 35625512 Missense_Mutation SNP C T 12 22 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_05 Post-Resistance ZNF569 148266 37 19 37903561 37903561 Missense_Mutation SNP A G 112 108 c.1999T>C c.(1999-2001)TGT>CGT p.C667R

Pat_05 Post-Resistance ZNF571 51276 37 19 38055543 38055543 Missense_Mutation SNP C G 16 36 c.1787G>C c.(1786-1788)AGA>ACA p.R596T

Pat_05 Post-Resistance SHKBP1 92799 37 19 41094587 41094587 Missense_Mutation SNP T C 19 426 c.1394T>C c.(1393-1395)ATT>ACT p.I465T

Pat_05 Post-Resistance CARD8 22900 37 19 48724999 48724999 Missense_Mutation SNP T A 5 130 c.831A>T c.(829-831)AAA>AAT p.K277N

Pat_05 Post-Resistance PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 5 55 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_05 Post-Resistance ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 6 207 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_05 Post-Resistance ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 9 265 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_05 Post-Resistance LILRA1 11024 37 19 55106787 55106787 Missense_Mutation SNP C T 96 322 c.581C>T c.(580-582)TCG>TTG p.S194L

Pat_05 Post-Resistance LILRB1 10859 37 19 55146098 55146098 Missense_Mutation SNP G A 7 13 c.1367G>A c.(1366-1368)GGA>GAA p.G456E

Pat_05 Post-Resistance FCAR 2204 37 19 55396680 55396680 Missense_Mutation SNP C T 16 57 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_05 Post-Resistance NLRP2 55655 37 19 55493593 55493593 Missense_Mutation SNP C T 113 321 c.527C>T c.(526-528)CCT>CTT p.P176L

Pat_05 Post-Resistance BRSK1 84446 37 19 55817693 55817694 Missense_Mutation DNP CC TT 41 118 c.1964_1965CC>TT c.(1963-1965)TCC>TTT p.S655F

Pat_05 Post-Resistance NLRP8 126205 37 19 56499245 56499245 Missense_Mutation SNP G A 65 198 c.3113G>A c.(3112-3114)GGA>GAA p.G1038E

Pat_05 Post-Resistance CRIM1 51232 37 2 36726470 36726470 Missense_Mutation SNP G A 4 313 c.1481G>A c.(1480-1482)CGG>CAG p.R494Q

Pat_05 Post-Resistance LRPPRC 10128 37 2 44132911 44132911 Missense_Mutation SNP G T 37 70 c.3284C>A c.(3283-3285)ACC>AAC p.T1095N

Pat_05 Post-Resistance ANTXR1 84168 37 2 69472492 69472492 Missense_Mutation SNP C T 15 5 c.1570C>T c.(1570-1572)CCG>TCG p.P524S

Pat_05 Post-Resistance ARID5A 10865 37 2 97217971 97217971 Missense_Mutation SNP C A 4 312 c.1706C>A c.(1705-1707)CCG>CAG p.P569Q

Pat_05 Post-Resistance ST6GAL2 84620 37 2 107423220 107423220 Missense_Mutation SNP C T 35 155 c.1504G>A c.(1504-1506)GAT>AAT p.D502N

Pat_05 Post-Resistance FBLN7 129804 37 2 112922604 112922604 Missense_Mutation SNP G A 4 145 c.262G>A c.(262-264)GCA>ACA p.A88T

Pat_05 Post-Resistance PSD4 23550 37 2 113958879 113958879 Missense_Mutation SNP A T 71 91 c.3058A>T c.(3058-3060)AGC>TGC p.S1020C

Pat_05 Post-Resistance CNTNAP5 129684 37 2 124999956 124999956 Missense_Mutation SNP G A 14 23 c.367G>A c.(367-369)GAA>AAA p.E123K

Pat_05 Post-Resistance POTEF 728378 37 2 130832668 130832668 Missense_Mutation SNP C T 173 106 c.2377G>A c.(2377-2379)GAG>AAG p.E793K

Pat_05 Post-Resistance THSD7B 80731 37 2 138030231 138030231 Missense_Mutation SNP C T 24 31 c.2302C>T c.(2302-2304)CGG>TGG p.R768W

Pat_05 Post-Resistance NMI 9111 37 2 152127343 152127343 Missense_Mutation SNP T G 16 87 c.788A>C c.(787-789)GAA>GCA p.E263A

Pat_05 Post-Resistance NEB 4703 37 2 152506691 152506691 Missense_Mutation SNP T G 48 43 c.7430A>C c.(7429-7431)GAT>GCT p.D2477A

Pat_05 Post-Resistance DYNC1I2 1781 37 2 172583344 172583344 Missense_Mutation SNP C T 62 38 c.914C>T c.(913-915)GCC>GTC p.A305V

Pat_05 Post-Resistance DYNC1I2 1781 37 2 172583346 172583346 Missense_Mutation SNP C T 62 37 c.916C>T c.(916-918)CCT>TCT p.P306S

Pat_05 Post-Resistance TTN 7273 37 2 179404396 179404396 Missense_Mutation SNP G A 133 111 c.90692C>T c.(90691-90693)CCA>CTA p.P30231L

Pat_05 Post-Resistance TTN 7273 37 2 179629358 179629358 Missense_Mutation SNP G A 66 146 c.9884C>T c.(9883-9885)ACG>ATG p.T3295M

Pat_05 Post-Resistance TTN 7273 37 2 179664293 179664293 Missense_Mutation SNP G A 39 129 c.835C>T c.(835-837)CGG>TGG p.R279W

Pat_05 Post-Resistance DNAH7 56171 37 2 196620918 196620918 Missense_Mutation SNP G A 96 72 c.11525C>T c.(11524-11526)CCA>CTA p.P3842L

Pat_05 Post-Resistance DNAH7 56171 37 2 196749415 196749415 Missense_Mutation SNP C T 42 147 c.5657G>A c.(5656-5658)CGA>CAA p.R1886Q

Pat_05 Post-Resistance AOX1 316 37 2 201477335 201477335 Missense_Mutation SNP G A 73 226 c.1267G>A c.(1267-1269)GAA>AAA p.E423K

Pat_05 Post-Resistance NBEAL1 65065 37 2 204009383 204009383 Nonsense_Mutation SNP C T 48 216 c.4822C>T c.(4822-4824)CAG>TAG p.Q1608*

Pat_05 Post-Resistance NBEAL1 65065 37 2 204082051 204082051 Missense_Mutation SNP G A 17 55 c.8059G>A c.(8059-8061)GAA>AAA p.E2687K

Pat_05 Post-Resistance IKZF2 22807 37 2 213872562 213872562 Missense_Mutation SNP A T 34 22 c.1103T>A c.(1102-1104)ATT>AAT p.I368N

Pat_05 Post-Resistance CHPF 79586 37 2 220405190 220405190 Missense_Mutation SNP G A 4 148 c.1243C>T c.(1243-1245)CGT>TGT p.R415C

Pat_05 Post-Resistance C2orf57 165100 37 2 232458669 232458669 Missense_Mutation SNP G A 113 82 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_05 Post-Resistance COL6A3 1293 37 2 238280543 238280543 Missense_Mutation SNP C T 38 109 c.4117G>A c.(4117-4119)GCA>ACA p.A1373T

Pat_05 Post-Resistance SIRPB2 284759 37 20 1471971 1471971 Missense_Mutation SNP G A 13 53 c.35C>T c.(34-36)GCC>GTC p.A12V

Pat_05 Post-Resistance MACROD2 140733 37 20 15913932 15913932 Missense_Mutation SNP C T 44 31 c.787C>T c.(787-789)CCA>TCA p.P263S



Pat_05 Post-Resistance CST2 1470 37 20 23807156 23807156 Missense_Mutation SNP G A 36 84 c.142C>T c.(142-144)CTT>TTT p.L48F

Pat_05 Post-Resistance FITM2 128486 37 20 42935818 42935818 Missense_Mutation SNP G A 121 69 c.236C>T c.(235-237)ACC>ATC p.T79I

Pat_05 Post-Resistance TMPRSS15 5651 37 21 19737500 19737500 Missense_Mutation SNP G A 64 190 c.730C>T c.(730-732)CCA>TCA p.P244S

Pat_05 Post-Resistance BACH1 571 37 21 30698389 30698389 Missense_Mutation SNP A C 17 51 c.244A>C c.(244-246)AAA>CAA p.K82Q

Pat_05 Post-Resistance KRTAP24-1 643803 37 21 31654667 31654667 Missense_Mutation SNP G A 44 78 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_05 Post-Resistance DSCAM 1826 37 21 41465753 41465753 Missense_Mutation SNP G A 38 56 c.3745C>T c.(3745-3747)CCC>TCC p.P1249S

Pat_05 Post-Resistance PWP2 5822 37 21 45550523 45550523 Missense_Mutation SNP C T 33 69 c.2630C>T c.(2629-2631)TCC>TTC p.S877F

Pat_05 Post-Resistance TRPM2 7226 37 21 45819208 45819208 Missense_Mutation SNP G A 44 99 c.2092G>A c.(2092-2094)GAA>AAA p.E698K

Pat_05 Post-Resistance SLC25A18 83733 37 22 18070764 18070764 Missense_Mutation SNP G A 4 309 c.649G>A c.(649-651)GGT>AGT p.G217S

Pat_05 Post-Resistance C22orf29 79680 37 22 19839682 19839682 Missense_Mutation SNP G A 147 214 c.103C>T c.(103-105)CCT>TCT p.P35S

Pat_05 Post-Resistance ZNF280B 140883 37 22 22843674 22843674 Missense_Mutation SNP A G 4 158 c.50T>C c.(49-51)ATA>ACA p.I17T

Pat_05 Post-Resistance TFIP11 24144 37 22 26890130 26890130 Missense_Mutation SNP C T 83 131 c.2133G>A c.(2131-2133)ATG>ATA p.M711I

Pat_05 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 6 155 c.1116_1117CA>TG114-1119)TCCAAG>TCTG p.K373E

Pat_05 Post-Resistance PLA2G3 50487 37 22 31533809 31533809 Missense_Mutation SNP G A 190 263 c.953C>T c.(952-954)TCC>TTC p.S318F

Pat_05 Post-Resistance PLA2G6 8398 37 22 38522451 38522451 Nonsense_Mutation SNP G A 43 194 c.1354C>T c.(1354-1356)CAG>TAG p.Q452*

Pat_05 Post-Resistance FAM83F 113828 37 22 40417674 40417674 Missense_Mutation SNP C T 50 78 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_05 Post-Resistance ITPR1 3708 37 3 4776973 4776973 Nonsense_Mutation SNP C T 4 224 c.5335C>T c.(5335-5337)CGA>TGA p.R1779*

Pat_05 Post-Resistance CNOT10 25904 37 3 32774919 32774919 Missense_Mutation SNP C T 55 15 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_05 Post-Resistance CCR9 10803 37 3 45942970 45942970 Missense_Mutation SNP G A 157 32 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_05 Post-Resistance CDC25A 993 37 3 48200932 48200932 Nonsense_Mutation SNP T A 5 185 c.1336A>T c.(1336-1338)AGA>TGA p.R446*

Pat_05 Post-Resistance PBRM1 55193 37 3 52643768 52643768 Nonsense_Mutation SNP G A 130 32 c.2128C>T c.(2128-2130)CGA>TGA p.R710*

Pat_05 Post-Resistance PRKCD 5580 37 3 53212443 53212443 Missense_Mutation SNP C T 103 18 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_05 Post-Resistance ACTR8 93973 37 3 53910077 53910077 Missense_Mutation SNP G A 37 96 c.809C>T c.(808-810)GCC>GTC p.A270V

Pat_05 Post-Resistance C3orf63 23272 37 3 56657550 56657550 Missense_Mutation SNP C T 7 203 c.4345G>A c.(4345-4347)GAT>AAT p.D1449N

Pat_05 Post-Resistance C3orf67 200844 37 3 58849358 58849358 Missense_Mutation SNP T C 60 125 c.1144A>G c.(1144-1146)AAA>GAA p.K382E

Pat_05 Post-Resistance ROBO2 6092 37 3 77542449 77542449 Missense_Mutation SNP C T 144 140 c.722C>T c.(721-723)GCT>GTT p.A241V

Pat_05 Post-Resistance VGLL3 389136 37 3 87017908 87017908 Missense_Mutation SNP G A 39 48 c.769C>T c.(769-771)CCA>TCA p.P257S

Pat_05 Post-Resistance RPL24 6152 37 3 101400004 101400004 Missense_Mutation SNP G A 157 212 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_05 Post-Resistance PHLDB2 90102 37 3 111664169 111664169 Nonsense_Mutation SNP A T 4 136 c.2452A>T c.(2452-2454)AAA>TAA p.K818*

Pat_05 Post-Resistance PHLDB2 90102 37 3 111693337 111693337 Missense_Mutation SNP C T 169 215 c.3689C>T c.(3688-3690)TCG>TTG p.S1230L

Pat_05 Post-Resistance BOC 91653 37 3 112998766 112998766 Missense_Mutation SNP G A 69 218 c.2116G>A c.(2116-2118)GGT>AGT p.G706S

Pat_05 Post-Resistance TF 7018 37 3 133478099 133478099 Missense_Mutation SNP T C 49 179 c.1129T>C c.(1129-1131)TGG>CGG p.W377R

Pat_05 Post-Resistance SLCO2A1 6578 37 3 133654663 133654663 Missense_Mutation SNP C T 31 31 c.1769G>A c.(1768-1770)AGG>AAG p.R590K

Pat_05 Post-Resistance IGSF10 285313 37 3 151165878 151165878 Missense_Mutation SNP T C 56 144 c.1891A>G c.(1891-1893)AGA>GGA p.R631G

Pat_05 Post-Resistance DHX36 170506 37 3 154006677 154006677 Missense_Mutation SNP G A 19 82 c.2009C>T c.(2008-2010)TCC>TTC p.S670F

Pat_05 Post-Resistance PLCH1 23007 37 3 155286035 155286035 Missense_Mutation SNP C G 19 28 c.814G>C c.(814-816)GTT>CTT p.V272L

Pat_05 Post-Resistance WDR49 151790 37 3 167217991 167217991 Missense_Mutation SNP T G 30 202 c.1925A>C c.(1924-1926)GAA>GCA p.E642A

Pat_05 Post-Resistance CCDC39 339829 37 3 180372597 180372597 Missense_Mutation SNP T C 36 38 c.883A>G c.(883-885)ACG>GCG p.T295A

Pat_05 Post-Resistance MAP3K13 9175 37 3 185155242 185155243 Nonsense_Mutation DNP GG AA 112 113 c.483_484GG>AA481-486)TGGGAA>TGAAA.161_162WE>*

Pat_05 Post-Resistance ZCCHC4 29063 37 4 25353242 25353242 Nonsense_Mutation SNP G A 84 89 c.942G>A c.(940-942)TGG>TGA p.W314*

Pat_05 Post-Resistance ATP8A1 10396 37 4 42448649 42448649 Missense_Mutation SNP C T 22 105 c.2909G>A c.(2908-2910)GGA>GAA p.G970E

Pat_05 Post-Resistance GRXCR1 389207 37 4 43032429 43032429 Missense_Mutation SNP C T 59 185 c.745C>T c.(745-747)CCA>TCA p.P249S

Pat_05 Post-Resistance USP46 64854 37 4 53464829 53464829 Missense_Mutation SNP C T 21 13 c.964G>A c.(964-966)GGC>AGC p.G322S

Pat_05 Post-Resistance LNX1 84708 37 4 54374296 54374296 Missense_Mutation SNP G A 13 48 c.479C>T c.(478-480)CCC>CTC p.P160L

Pat_05 Post-Resistance UGT2A3 79799 37 4 69817162 69817162 Missense_Mutation SNP G A 37 24 c.317C>T c.(316-318)TCA>TTA p.S106L

Pat_05 Post-Resistance UGT2B4 7363 37 4 70359495 70359495 Nonsense_Mutation SNP C T 60 196 c.786G>A c.(784-786)TGG>TGA p.W262*

Pat_05 Post-Resistance PARM1 25849 37 4 75937682 75937682 Missense_Mutation SNP C T 30 103 c.91C>T c.(91-93)CTT>TTT p.L31F



Pat_05 Post-Resistance MTTP 4547 37 4 100530020 100530020 Missense_Mutation SNP C T 63 185 c.1655C>T c.(1654-1656)CCA>CTA p.P552L

Pat_05 Post-Resistance PCDH10 57575 37 4 134073761 134073761 Missense_Mutation SNP G T 5 165 c.2466G>T c.(2464-2466)CAG>CAT p.Q822H

Pat_05 Post-Resistance IL15 3600 37 4 142651081 142651081 Missense_Mutation SNP C T 61 197 c.322C>T c.(322-324)CAT>TAT p.H108Y

Pat_05 Post-Resistance EDNRA 1909 37 4 148407174 148407174 Missense_Mutation SNP G A 66 358 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_05 Post-Resistance TRIM2 23321 37 4 154217177 154217177 Missense_Mutation SNP T G 22 97 c.1418T>G c.(1417-1419)ATC>AGC p.I473S

Pat_05 Post-Resistance ADAM29 11086 37 4 175897365 175897365 Missense_Mutation SNP A C 39 120 c.689A>C c.(688-690)AAT>ACT p.N230T

Pat_05 Post-Resistance TRIML2 205860 37 4 189012598 189012598 Missense_Mutation SNP C T 113 128 c.1093G>A c.(1093-1095)GGA>AGA p.G365R

Pat_05 Post-Resistance AHRR 57491 37 5 376820 376820 Missense_Mutation SNP C A 3 44 c.352C>A c.(352-354)CTG>ATG p.L118M

Pat_05 Post-Resistance TRIO 7204 37 5 14280541 14280541 Missense_Mutation SNP C T 68 66 c.343C>T c.(343-345)CCC>TCC p.P115S

Pat_05 Post-Resistance CDH6 1004 37 5 31267705 31267705 Missense_Mutation SNP G A 30 109 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_05 Post-Resistance SKP2 6502 37 5 36184070 36184070 Missense_Mutation SNP T G 15 74 c.1190T>G c.(1189-1191)TTT>TGT p.F397C

Pat_05 Post-Resistance C6 729 37 5 41161914 41161914 Nonsense_Mutation SNP C A 5 175 c.1339G>T c.(1339-1341)GGA>TGA p.G447*

Pat_05 Post-Resistance EMB 133418 37 5 49707083 49707083 Missense_Mutation SNP C T 78 96 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_05 Post-Resistance BDP1 55814 37 5 70806049 70806049 Missense_Mutation SNP G A 6 120 c.3130G>A c.(3130-3132)GTA>ATA p.V1044I

Pat_05 Post-Resistance C5orf36 285600 37 5 93872768 93872768 Missense_Mutation SNP G A 32 85 c.64C>T c.(64-66)CCT>TCT p.P22S

Pat_05 Post-Resistance FAM81B 153643 37 5 94749692 94749692 Missense_Mutation SNP G A 39 107 c.335G>A c.(334-336)GGT>GAT p.G112D

Pat_05 Post-Resistance PHF15 23338 37 5 133914985 133914985 Missense_Mutation SNP G A 4 94 c.2351G>A c.(2350-2352)CGC>CAC p.R784H

Pat_05 Post-Resistance PCDHA13 56136 37 5 140263298 140263298 Missense_Mutation SNP C T 103 218 c.1445C>T c.(1444-1446)GCG>GTG p.A482V

Pat_05 Post-Resistance RELL2 285613 37 5 141019543 141019543 Missense_Mutation SNP C T 84 229 c.560C>T c.(559-561)TCC>TTC p.S187F

Pat_05 Post-Resistance PPARGC1B 133522 37 5 149212436 149212436 Missense_Mutation SNP C T 111 110 c.800C>T c.(799-801)TCC>TTC p.S267F

Pat_05 Post-Resistance HAVCR2 84868 37 5 156525886 156525886 Missense_Mutation SNP G A 21 66 c.505C>T c.(505-507)CCT>TCT p.P169S

Pat_05 Post-Resistance GABRA1 2554 37 5 161302610 161302610 Missense_Mutation SNP C T 77 249 c.521C>T c.(520-522)CCT>CTT p.P174L

Pat_05 Post-Resistance UNC5A 90249 37 5 176305636 176305637 Missense_Mutation DNP CC TT 40 173 c.2180_2181CC>TT c.(2179-2181)ACC>ATT p.T727I

Pat_05 Post-Resistance HK3 3101 37 5 176314556 176314556 Missense_Mutation SNP G A 9 120 c.1496C>T c.(1495-1497)GCG>GTG p.A499V

Pat_05 Post-Resistance TMED9 54732 37 5 177019253 177019253 Missense_Mutation SNP G A 6 59 c.38G>A c.(37-39)CGG>CAG p.R13Q

Pat_05 Post-Resistance F13A1 2162 37 6 6197494 6197494 Nonsense_Mutation SNP C T 33 289 c.1178G>A c.(1177-1179)TGG>TAG p.W393*

Pat_05 Post-Resistance GCM2 9247 37 6 10875166 10875166 Missense_Mutation SNP C T 72 132 c.583G>A c.(583-585)GCA>ACA p.A195T

Pat_05 Post-Resistance SLC17A4 10050 37 6 25769267 25769267 Missense_Mutation SNP C T 121 113 c.146C>T c.(145-147)TCA>TTA p.S49L

Pat_05 Post-Resistance ABCF1 23 37 6 30553992 30553992 Missense_Mutation SNP C T 52 122 c.1795C>T c.(1795-1797)CCT>TCT p.P599S

Pat_05 Post-Resistance VARS2 57176 37 6 30892318 30892318 Missense_Mutation SNP A G 29 92 c.2654A>G c.(2653-2655)TAC>TGC p.Y885C

Pat_05 Post-Resistance LY6G5B 58496 37 6 31639713 31639713 Missense_Mutation SNP C T 185 353 c.260C>T c.(259-261)ACC>ATC p.T87I

Pat_05 Post-Resistance EGFL8 80864 37 6 32135197 32135198 Missense_Mutation DNP GC TG 118 107 c.672_673GC>TG670-675)CGGCTG>CGTGT p.L225V

Pat_05 Post-Resistance LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 8 72 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_05 Post-Resistance ITPR3 3710 37 6 33663491 33663491 Missense_Mutation SNP G A 221 228 c.7950G>A c.(7948-7950)ATG>ATA p.M2650I

Pat_05 Post-Resistance FGD2 221472 37 6 36982714 36982714 Missense_Mutation SNP A G 89 110 c.929A>G c.(928-930)GAG>GGG p.E310G

Pat_05 Post-Resistance FRS3 10817 37 6 41740560 41740561 Missense_Mutation DNP GG AT 182 169 c.390_391CC>AT(388-393)CTCCCT>CTATC p.P131S

Pat_05 Post-Resistance RSPH9 221421 37 6 43618212 43618212 Missense_Mutation SNP G A 68 167 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_05 Post-Resistance PGK2 5232 37 6 49754405 49754405 Missense_Mutation SNP A G 22 175 c.496T>C c.(496-498)TTT>CTT p.F166L

Pat_05 Post-Resistance MDN1 23195 37 6 90504465 90504465 Nonsense_Mutation SNP C A 4 120 c.385G>T c.(385-387)GAG>TAG p.E129*

Pat_05 Post-Resistance GPR63 81491 37 6 97247429 97247429 Missense_Mutation SNP G A 81 34 c.179C>T c.(178-180)ACC>ATC p.T60I

Pat_05 Post-Resistance PRDM13 59336 37 6 100056673 100056673 Nonsense_Mutation SNP G A 57 22 c.201G>A c.(199-201)TGG>TGA p.W67*

Pat_05 Post-Resistance KIF25 3834 37 6 168430272 168430272 Missense_Mutation SNP T A 8 161 c.7T>A c.(7-9)TGG>AGG p.W3R

Pat_05 Post-Resistance PAPOLB 56903 37 7 4899659 4899659 Missense_Mutation SNP G A 70 63 c.1783C>T c.(1783-1785)CCT>TCT p.P595S

Pat_05 Post-Resistance THSD7A 221981 37 7 11450924 11450924 Missense_Mutation SNP C A 87 75 c.3708G>T c.(3706-3708)GAG>GAT p.E1236D

Pat_05 Post-Resistance ABCB5 340273 37 7 20766661 20766661 Splice_Site SNP A G 70 83 c.1291_splice c.e13-2 p.I431_splice

Pat_05 Post-Resistance TRIL 9865 37 7 28996219 28996219 Missense_Mutation SNP G C 7 51 c.1444C>G c.(1444-1446)CTA>GTA p.L482V

Pat_05 Post-Resistance MYO1G 64005 37 7 45005386 45005386 Missense_Mutation SNP C T 151 142 c.2231G>A c.(2230-2232)CGG>CAG p.R744Q



Pat_05 Post-Resistance COBL 23242 37 7 51111341 51111342 Missense_Mutation DNP GG AA 115 97 c.1144_1145CC>TT c.(1144-1146)CCG>TTG p.P382L

Pat_05 Post-Resistance PHKG1 5260 37 7 56151072 56151072 Missense_Mutation SNP C T 4 290 c.446G>A c.(445-447)CGG>CAG p.R149Q

Pat_05 Post-Resistance FZD9 8326 37 7 72849988 72849988 Missense_Mutation SNP C T 56 131 c.1651C>T c.(1651-1653)CGG>TGG p.R551W

Pat_05 Post-Resistance ELN 2006 37 7 73470634 73470634 Missense_Mutation SNP C T 295 312 c.1184C>T c.(1183-1185)CCT>CTT p.P395L

Pat_05 Post-Resistance MTERF 7978 37 7 91503306 91503306 Missense_Mutation SNP C T 4 147 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_05 Post-Resistance COL1A2 1278 37 7 94038912 94038912 Missense_Mutation SNP G A 117 219 c.928G>A c.(928-930)GGT>AGT p.G310S

Pat_05 Post-Resistance LRCH4 4034 37 7 100173514 100173515 Missense_Mutation DNP GG AT 10 19 c.1755_1756CC>AT1753-1758)ATCCAT>ATAT p.H586Y

Pat_05 Post-Resistance FBXL13 222235 37 7 102473358 102473358 Missense_Mutation SNP C G 18 416 c.1783G>C c.(1783-1785)GAT>CAT p.D595H

Pat_05 Post-Resistance PPP1R3A 5506 37 7 113558921 113558921 Missense_Mutation SNP C T 120 129 c.131G>A c.(130-132)CGA>CAA p.R44Q

Pat_05 Post-Resistance CFTR 1080 37 7 117175335 117175335 Missense_Mutation SNP C T 285 341 c.613C>T c.(613-615)CCT>TCT p.P205S

Pat_05 Post-Resistance PLXNA4 91584 37 7 131817905 131817905 Missense_Mutation SNP G T 313 299 c.5492C>A c.(5491-5493)GCA>GAA p.A1831E

Pat_05 Post-Resistance PLXNA4 91584 37 7 131872367 131872367 Splice_Site SNP C T 217 437 c.2857_splice c.e15-1 p.T953_splice

Pat_05 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 144 174 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_05 Post-Resistance TRYX3 136541 37 7 141954881 141954881 Missense_Mutation SNP C T 335 362 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_05 Post-Resistance CLCN1 1180 37 7 143049018 143049018 Missense_Mutation SNP G A 251 283 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_05 Post-Resistance OR2F2 135948 37 7 143633121 143633121 Missense_Mutation SNP C G 116 242 c.796C>G c.(796-798)CCC>GCC p.P266A

Pat_05 Post-Resistance ABCB8 11194 37 7 150737671 150737672 Missense_Mutation DNP CC TT 113 317 c.1389_1390CC>TT387-1392)GTCCCC>GTTT p.P464S

Pat_05 Post-Resistance ZDHHC2 51201 37 8 17067922 17067922 Missense_Mutation SNP A G 37 17 c.883A>G c.(883-885)ACT>GCT p.T295A

Pat_05 Post-Resistance FAM160B2 64760 37 8 21955042 21955042 Missense_Mutation SNP C T 3 31 c.313C>T c.(313-315)CGG>TGG p.R105W

Pat_05 Post-Resistance TNFRSF10A 8797 37 8 23054654 23054654 Missense_Mutation SNP G A 134 78 c.1078C>T c.(1078-1080)CCC>TCC p.P360S

Pat_05 Post-Resistance RAB11FIP1 80223 37 8 37720621 37720621 Missense_Mutation SNP G A 115 29 c.3644C>T c.(3643-3645)CCC>CTC p.P1215L

Pat_05 Post-Resistance ADAM18 8749 37 8 39505896 39505896 Nonsense_Mutation SNP C A 3 48 c.1080C>A c.(1078-1080)TGC>TGA p.C360*

Pat_05 Post-Resistance RP1 6101 37 8 55533983 55533983 Missense_Mutation SNP C T 410 41 c.457C>T c.(457-459)CCA>TCA p.P153S

Pat_05 Post-Resistance VPS13B 157680 37 8 100861005 100861005 Missense_Mutation SNP T C 667 88 c.10019T>C c.(10018-10020)GTT>GCT p.V3340A

Pat_05 Post-Resistance EXT1 2131 37 8 118831989 118831989 Missense_Mutation SNP T C 18 478 c.1462A>G c.(1462-1464)ACC>GCC p.T488A

Pat_05 Post-Resistance FER1L6 654463 37 8 124988301 124988301 Missense_Mutation SNP G A 379 37 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_05 Post-Resistance TAF1L 138474 37 9 32632706 32632706 Missense_Mutation SNP T C 57 237 c.2872A>G c.(2872-2874)ATT>GTT p.I958V

Pat_05 Post-Resistance TMC1 117531 37 9 75387387 75387387 Missense_Mutation SNP G A 145 371 c.800G>A c.(799-801)GGA>GAA p.G267E

Pat_05 Post-Resistance PRUNE2 158471 37 9 79324445 79324445 Missense_Mutation SNP C A 65 227 c.2745G>T c.(2743-2745)AAG>AAT p.K915N

Pat_05 Post-Resistance WNK2 65268 37 9 96009925 96009925 Missense_Mutation SNP C T 13 8 c.1643C>T c.(1642-1644)CCC>CTC p.P548L

Pat_05 Post-Resistance SMC2 10592 37 9 106894344 106894344 Missense_Mutation SNP C G 7 37 c.3046C>G c.(3046-3048)CTT>GTT p.L1016V

Pat_05 Post-Resistance ABCA1 19 37 9 107593369 107593369 Missense_Mutation SNP C A 4 85 c.1729G>T c.(1729-1731)GGT>TGT p.G577C

Pat_05 Post-Resistance C9orf4 23732 37 9 111909331 111909331 Missense_Mutation SNP C T 6 345 c.615G>A c.(613-615)ATG>ATA p.M205I

Pat_05 Post-Resistance KIAA0368 23392 37 9 114190363 114190363 Missense_Mutation SNP G A 71 66 c.1543C>T c.(1543-1545)CGC>TGC p.R515C

Pat_05 Post-Resistance SNAPC4 6621 37 9 139286993 139286993 Missense_Mutation SNP T C 130 455 c.791A>G c.(790-792)GAG>GGG p.E264G

Pat_05 Post-Resistance TUBB2C 10383 37 9 140136962 140136962 Missense_Mutation SNP G T 4 158 c.292G>T c.(292-294)GGG>TGG p.G98W

Pat_05 Post-Resistance ASMTL 8623 37 X 1546781 1546781 Missense_Mutation SNP G A 105 158 c.743C>T c.(742-744)CCC>CTC p.P248L

Pat_05 Post-Resistance CXorf59 286464 37 X 36091411 36091411 Missense_Mutation SNP C A 63 122 c.346C>A c.(346-348)CAG>AAG p.Q116K

Pat_05 Post-Resistance CACNA1F 778 37 X 49071632 49071632 Missense_Mutation SNP G A 93 14 c.3544C>T c.(3544-3546)CGT>TGT p.R1182C

Pat_05 Post-Resistance DGAT2L6 347516 37 X 69397467 69397467 Missense_Mutation SNP G A 107 12 c.35G>A c.(34-36)GGC>GAC p.G12D

Pat_05 Post-Resistance BEX5 340542 37 X 101409030 101409030 Missense_Mutation SNP G A 4 95 c.208C>T c.(208-210)CGG>TGG p.R70W

Pat_05 Post-Resistance MST4 51765 37 X 131202261 131202261 Missense_Mutation SNP G A 80 16 c.349G>A c.(349-351)GAT>AAT p.D117N

Pat_05 Post-Resistance MAGEA8 4107 37 X 149013954 149013954 Missense_Mutation SNP C T 225 31 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_05 Post-Resistance L1CAM 3897 37 X 153136388 153136388 Missense_Mutation SNP C A 4 312 c.551G>T c.(550-552)CGG>CTG p.R184L

Pat_06 Pre-Treatment AGRN 375790 37 1 979032 979032 Missense_Mutation SNP C T 5 489 c.1718C>T c.(1717-1719)ACG>ATG p.T573M

Pat_06 Pre-Treatment GLTPD1 80772 37 1 1262682 1262682 Missense_Mutation SNP C T 4 197 c.184C>T c.(184-186)CGG>TGG p.R62W

Pat_06 Pre-Treatment SSU72 29101 37 1 1509919 1509919 Missense_Mutation SNP G C 3 139 c.19C>G c.(19-21)CGG>GGG p.R7G



Pat_06 Pre-Treatment CDK11B 984 37 1 1571740 1571740 Missense_Mutation SNP C T 3 39 c.2021G>A c.(2020-2022)CGC>CAC p.R674H

Pat_06 Pre-Treatment RER1 11079 37 1 2332341 2332341 Missense_Mutation SNP C A 6 565 c.332C>A c.(331-333)CCC>CAC p.P111H

Pat_06 Pre-Treatment PANK4 55229 37 1 2445896 2445896 Missense_Mutation SNP G A 5 268 c.1384C>T c.(1384-1386)CGC>TGC p.R462C

Pat_06 Pre-Treatment ENO1 2023 37 1 8931965 8931965 Missense_Mutation SNP G A 6 758 c.166C>T c.(166-168)CGC>TGC p.R56C

Pat_06 Pre-Treatment PTCHD2 57540 37 1 11562754 11562754 Missense_Mutation SNP G C 3 157 c.1116G>C c.(1114-1116)ATG>ATC p.M372I

Pat_06 Pre-Treatment MFN2 9927 37 1 12057406 12057406 Missense_Mutation SNP G A 5 430 c.527G>A c.(526-528)GGC>GAC p.G176D

Pat_06 Pre-Treatment MIIP 60672 37 1 12081868 12081868 Missense_Mutation SNP C G 3 210 c.85C>G c.(85-87)CGG>GGG p.R29G

Pat_06 Pre-Treatment VPS13D 55187 37 1 12364562 12364562 Splice_Site SNP G C 3 70 c.6217_splice c.e26-1 p.E2073_splice

Pat_06 Pre-Treatment PLEKHM2 23207 37 1 16054618 16054618 Missense_Mutation SNP G A 3 75 c.1805G>A c.(1804-1806)CGA>CAA p.R602Q

Pat_06 Pre-Treatment SPEN 23013 37 1 16263839 16263839 Missense_Mutation SNP G A 6 173 c.10208G>A c.(10207-10209)CGC>CAC p.R3403H

Pat_06 Pre-Treatment ZBTB17 7709 37 1 16271225 16271225 Missense_Mutation SNP G A 4 277 c.1037C>T c.(1036-1038)CCG>CTG p.P346L

Pat_06 Pre-Treatment ARHGEF10L 55160 37 1 17934459 17934459 Missense_Mutation SNP C G 3 38 c.596C>G c.(595-597)TCC>TGC p.S199C

Pat_06 Pre-Treatment TAS1R2 80834 37 1 19181045 19181045 Missense_Mutation SNP C T 5 204 c.919G>A c.(919-921)GAC>AAC p.D307N

Pat_06 Pre-Treatment CAMK2N1 55450 37 1 20811727 20811727 Missense_Mutation SNP T C 3 55 c.146A>G c.(145-147)CAG>CGG p.Q49R

Pat_06 Pre-Treatment SRRM1 10250 37 1 24979023 24979023 Missense_Mutation SNP G C 3 139 c.824G>C c.(823-825)CGA>CCA p.R275P

Pat_06 Pre-Treatment RHCE 6006 37 1 25735272 25735272 Missense_Mutation SNP G C 3 108 c.237C>G c.(235-237)TTC>TTG p.F79L

Pat_06 Pre-Treatment SNRNP40 9410 37 1 31766192 31766192 Missense_Mutation SNP G A 4 169 c.145C>T c.(145-147)CCT>TCT p.P49S

Pat_06 Pre-Treatment S100PBP 64766 37 1 33318727 33318727 Missense_Mutation SNP C A 6 669 c.1072C>A c.(1072-1074)CAG>AAG p.Q358K

Pat_06 Pre-Treatment DLGAP3 58512 37 1 35351777 35351777 Missense_Mutation SNP C T 3 67 c.1496G>A c.(1495-1497)CGG>CAG p.R499Q

Pat_06 Pre-Treatment SFPQ 6421 37 1 35653674 35653674 Missense_Mutation SNP C T 6 746 c.1715G>A c.(1714-1716)CGT>CAT p.R572H

Pat_06 Pre-Treatment EIF2C1 26523 37 1 36367850 36367850 Missense_Mutation SNP G A 5 530 c.1309G>A c.(1309-1311)GGG>AGG p.G437R

Pat_06 Pre-Treatment COL8A2 1296 37 1 36563511 36563511 Missense_Mutation SNP G A 3 71 c.1771C>T c.(1771-1773)CCC>TCC p.P591S

Pat_06 Pre-Treatment EPHA10 284656 37 1 38185243 38185243 Missense_Mutation SNP G A 5 365 c.2599C>T c.(2599-2601)CCC>TCC p.P867S

Pat_06 Pre-Treatment ZMYND12 84217 37 1 42921593 42921593 Missense_Mutation SNP G A 5 287 c.76C>T c.(76-78)CGG>TGG p.R26W

Pat_06 Pre-Treatment DMAP1 55929 37 1 44684119 44684119 Missense_Mutation SNP G A 6 703 c.530G>A c.(529-531)CGG>CAG p.R177Q

Pat_06 Pre-Treatment PTCH2 8643 37 1 45293555 45293555 Missense_Mutation SNP C T 5 460 c.2018G>A c.(2017-2019)CGC>CAC p.R673H

Pat_06 Pre-Treatment PTCH2 8643 37 1 45298004 45298004 Missense_Mutation SNP C A 6 596 c.275G>T c.(274-276)CGG>CTG p.R92L

Pat_06 Pre-Treatment HECTD3 79654 37 1 45471752 45471752 Missense_Mutation SNP G A 6 579 c.1762C>T c.(1762-1764)CCC>TCC p.P588S

Pat_06 Pre-Treatment FAAH 2166 37 1 46871294 46871294 Missense_Mutation SNP G A 6 690 c.613G>A c.(613-615)GTG>ATG p.V205M

Pat_06 Pre-Treatment ZYG11B 79699 37 1 53236827 53236827 Missense_Mutation SNP A G 4 523 c.332A>G c.(331-333)GAT>GGT p.D111G

Pat_06 Pre-Treatment MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 5 223 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_06 Pre-Treatment PRKAA2 5563 37 1 57170116 57170116 Nonsense_Mutation SNP C T 6 730 c.1261C>T c.(1261-1263)CGA>TGA p.R421*

Pat_06 Pre-Treatment CLCA1 1179 37 1 86960032 86960032 Missense_Mutation SNP C T 78 104 c.1843C>T c.(1843-1845)CGC>TGC p.R615C

Pat_06 Pre-Treatment CCDC18 343099 37 1 93646136 93646136 Missense_Mutation SNP A G 4 276 c.49A>G c.(49-51)AGT>GGT p.S17G

Pat_06 Pre-Treatment EXTL2 2135 37 1 101339811 101339811 Missense_Mutation SNP T C 3 151 c.680A>G c.(679-681)CAG>CGG p.Q227R

Pat_06 Pre-Treatment COL11A1 1301 37 1 103491773 103491773 Missense_Mutation SNP T C 6 688 c.896A>G c.(895-897)GAG>GGG p.E299G

Pat_06 Pre-Treatment SLC6A17 388662 37 1 110740738 110740738 Missense_Mutation SNP C A 5 138 c.1856C>A c.(1855-1857)GCA>GAA p.A619E

Pat_06 Pre-Treatment RBM15 64783 37 1 110884345 110884345 Missense_Mutation SNP G A 6 558 c.2318G>A c.(2317-2319)GGG>GAG p.G773E

Pat_06 Pre-Treatment KCNA2 3737 37 1 111146215 111146215 Missense_Mutation SNP G T 5 396 c.1190C>A c.(1189-1191)GCA>GAA p.A397E

Pat_06 Pre-Treatment ADAM30 11085 37 1 120438642 120438642 Missense_Mutation SNP T C 3 274 c.318A>G c.(316-318)ATA>ATG p.I106M

Pat_06 Pre-Treatment NBPF10 100132406 37 1 145325971 145325971 Missense_Mutation SNP G C 12 375 c.4069G>C c.(4069-4071)GAT>CAT p.D1357H

Pat_06 Pre-Treatment SV2A 9900 37 1 149883534 149883534 Splice_Site SNP T C 3 98 c.623_splice c.e3-1 p.G208_splice

Pat_06 Pre-Treatment OTUD7B 56957 37 1 149949378 149949378 Missense_Mutation SNP G A 6 751 c.68C>T c.(67-69)GCG>GTG p.A23V

Pat_06 Pre-Treatment CTSK 1513 37 1 150779272 150779272 Missense_Mutation SNP G A 4 394 c.10C>T c.(10-12)CTC>TTC p.L4F

Pat_06 Pre-Treatment CGN 57530 37 1 151491709 151491709 Missense_Mutation SNP C A 5 574 c.714C>A c.(712-714)AGC>AGA p.S238R

Pat_06 Pre-Treatment CRNN 49860 37 1 152382571 152382571 Missense_Mutation SNP C A 6 878 c.987G>T c.(985-987)GAG>GAT p.E329D

Pat_06 Pre-Treatment SNAPIN 23557 37 1 153631271 153631271 Missense_Mutation SNP G A 4 86 c.52G>A c.(52-54)GGG>AGG p.G18R



Pat_06 Pre-Treatment ADAM15 8751 37 1 155028269 155028269 Missense_Mutation SNP C T 8 664 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_06 Pre-Treatment SYT11 23208 37 1 155838499 155838499 Missense_Mutation SNP G A 5 326 c.778G>A c.(778-780)GAG>AAG p.E260K

Pat_06 Pre-Treatment CD1C 911 37 1 158259891 158259891 Missense_Mutation SNP C T 5 703 c.37C>T c.(37-39)CTC>TTC p.L13F

Pat_06 Pre-Treatment OR6K6 128371 37 1 158724691 158724691 Missense_Mutation SNP C T 7 572 c.86C>T c.(85-87)ACG>ATG p.T29M

Pat_06 Pre-Treatment KCNJ10 3766 37 1 160012006 160012006 Missense_Mutation SNP G A 5 461 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_06 Pre-Treatment IGSF8 93185 37 1 160064979 160064979 Missense_Mutation SNP G A 4 227 c.122C>T c.(121-123)GCT>GTT p.A41V

Pat_06 Pre-Treatment ATP1A2 477 37 1 160098563 160098563 Missense_Mutation SNP C T 6 520 c.1139C>T c.(1138-1140)ACC>ATC p.T380I

Pat_06 Pre-Treatment CD84 8832 37 1 160523255 160523255 Missense_Mutation SNP C A 5 654 c.673G>T c.(673-675)GGG>TGG p.G225W

Pat_06 Pre-Treatment USF1 7391 37 1 161012372 161012372 Nonsense_Mutation SNP G T 4 352 c.147C>A c.(145-147)TAC>TAA p.Y49*

Pat_06 Pre-Treatment PVRL4 81607 37 1 161042507 161042507 Missense_Mutation SNP G A 5 575 c.1477C>T c.(1477-1479)CGG>TGG p.R493W

Pat_06 Pre-Treatment PVRL4 81607 37 1 161042585 161042585 Missense_Mutation SNP G A 4 323 c.1399C>T c.(1399-1401)CGG>TGG p.R467W

Pat_06 Pre-Treatment FCRLB 127943 37 1 161693372 161693372 Missense_Mutation SNP G A 4 346 c.268G>A c.(268-270)GCA>ACA p.A90T

Pat_06 Pre-Treatment ATF6 22926 37 1 161771859 161771859 Missense_Mutation SNP T C 4 714 c.706T>C c.(706-708)TCT>CCT p.S236P

Pat_06 Pre-Treatment NOS1AP 9722 37 1 162325042 162325042 Missense_Mutation SNP G A 6 493 c.661G>A c.(661-663)GTG>ATG p.V221M

Pat_06 Pre-Treatment GPA33 10223 37 1 167023600 167023600 Missense_Mutation SNP G A 6 614 c.931C>T c.(931-933)CGT>TGT p.R311C

Pat_06 Pre-Treatment SELE 6401 37 1 169699756 169699756 Missense_Mutation SNP C G 5 204 c.532G>C c.(532-534)GTG>CTG p.V178L

Pat_06 Pre-Treatment C1orf129 80133 37 1 170961471 170961471 Splice_Site SNP G A 5 485 c.1194_splice c.e12+1 p.A398_splice

Pat_06 Pre-Treatment METTL13 51603 37 1 171753525 171753525 Missense_Mutation SNP A G 3 188 c.799A>G c.(799-801)AGT>GGT p.S267G

Pat_06 Pre-Treatment TNR 7143 37 1 175299353 175299353 Missense_Mutation SNP C T 4 306 c.3650G>A c.(3649-3651)AGG>AAG p.R1217K

Pat_06 Pre-Treatment TOR3A 64222 37 1 179054988 179054988 Missense_Mutation SNP C T 6 334 c.599C>T c.(598-600)ACG>ATG p.T200M

Pat_06 Pre-Treatment TOR1AIP1 26092 37 1 179886632 179886632 Missense_Mutation SNP G A 5 833 c.1010G>A c.(1009-1011)CGG>CAG p.R337Q

Pat_06 Pre-Treatment ACBD6 84320 37 1 180366741 180366741 Splice_Site SNP C A 5 538 c.574_splice c.e6-1 p.G192_splice

Pat_06 Pre-Treatment XPR1 9213 37 1 180805753 180805753 Nonsense_Mutation SNP C T 6 672 c.1402C>T c.(1402-1404)CGA>TGA p.R468*

Pat_06 Pre-Treatment ASPM 259266 37 1 197115590 197115590 Translation_Start_Site SNP G C 3 113 c.-22C>G c.(-24--20)ATCCA>ATGCA

Pat_06 Pre-Treatment IPO9 55705 37 1 201832695 201832695 Missense_Mutation SNP C T 5 587 c.1588C>T c.(1588-1590)CCC>TCC p.P530S

Pat_06 Pre-Treatment PLXNA2 5362 37 1 208266148 208266148 Missense_Mutation SNP G A 5 297 c.2080C>T c.(2080-2082)CGG>TGG p.R694W

Pat_06 Pre-Treatment KCNH1 3756 37 1 210977413 210977413 Missense_Mutation SNP G A 6 290 c.1558C>T c.(1558-1560)CGG>TGG p.R520W

Pat_06 Pre-Treatment PROX1 5629 37 1 214170314 214170314 Missense_Mutation SNP A G 4 702 c.436A>G c.(436-438)AGG>GGG p.R146G

Pat_06 Pre-Treatment KCTD3 51133 37 1 215749250 215749250 Missense_Mutation SNP A T 4 156 c.190A>T c.(190-192)ATT>TTT p.I64F

Pat_06 Pre-Treatment DUSP10 11221 37 1 221879470 221879470 Missense_Mutation SNP G A 6 807 c.1150C>T c.(1150-1152)CGG>TGG p.R384W

Pat_06 Pre-Treatment ITPKB 3707 37 1 226924741 226924741 Missense_Mutation SNP T C 4 587 c.419A>G c.(418-420)AAC>AGC p.N140S

Pat_06 Pre-Treatment C1orf69 200205 37 1 228362629 228362629 Missense_Mutation SNP G A 4 185 c.578G>A c.(577-579)CGC>CAC p.R193H

Pat_06 Pre-Treatment TBCE 6905 37 1 235597525 235597525 Missense_Mutation SNP C T 6 769 c.667C>T c.(667-669)CGG>TGG p.R223W

Pat_06 Pre-Treatment ZNF238 10472 37 1 244218521 244218521 Missense_Mutation SNP G A 5 392 c.1418G>A c.(1417-1419)CGC>CAC p.R473H

Pat_06 Pre-Treatment CNST 163882 37 1 246754935 246754935 Missense_Mutation SNP G A 5 741 c.71G>A c.(70-72)AGC>AAC p.S24N

Pat_06 Pre-Treatment CNST 163882 37 1 246805294 246805294 Missense_Mutation SNP G C 3 162 c.892G>C c.(892-894)GTG>CTG p.V298L

Pat_06 Pre-Treatment OR2W5 441932 37 1 247654941 247654941 Missense_Mutation SNP G A 8 488 c.512G>A c.(511-513)CGT>CAT p.R171H

Pat_06 Pre-Treatment ASB13 79754 37 10 5693320 5693320 Missense_Mutation SNP C T 3 38 c.238G>A c.(238-240)GCT>ACT p.A80T

Pat_06 Pre-Treatment CAMK1D 57118 37 10 12867639 12867639 Missense_Mutation SNP G A 6 725 c.989G>A c.(988-990)AGT>AAT p.S330N

Pat_06 Pre-Treatment SUV39H2 79723 37 10 14939434 14939434 Missense_Mutation SNP G A 9 790 c.587G>A c.(586-588)CGA>CAA p.R196Q

Pat_06 Pre-Treatment PLXDC2 84898 37 10 20465997 20465997 Missense_Mutation SNP C T 5 733 c.953C>T c.(952-954)TCG>TTG p.S318L

Pat_06 Pre-Treatment ARMC3 219681 37 10 23290947 23290947 Missense_Mutation SNP G A 4 342 c.1525G>A c.(1525-1527)GGT>AGT p.G509S

Pat_06 Pre-Treatment ABI1 10006 37 10 27066118 27066118 Missense_Mutation SNP G C 3 212 c.338C>G c.(337-339)ACA>AGA p.T113R

Pat_06 Pre-Treatment ZNF438 220929 37 10 31137631 31137631 Missense_Mutation SNP C T 6 541 c.1703G>A c.(1702-1704)TGT>TAT p.C568Y

Pat_06 Pre-Treatment ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 8 269 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_06 Pre-Treatment ANKRD30A 91074 37 10 37431012 37431012 Missense_Mutation SNP T C 7 448 c.1019T>C c.(1018-1020)ATG>ACG p.M340T

Pat_06 Pre-Treatment ZNF33A 7581 37 10 38299713 38299713 Splice_Site SNP T C 4 300 c.-44_splice c.e1+2



Pat_06 Pre-Treatment HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 9 380 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_06 Pre-Treatment HNRNPF 3185 37 10 43882717 43882717 Missense_Mutation SNP G A 7 469 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_06 Pre-Treatment TMEM72 643236 37 10 45427508 45427508 Missense_Mutation SNP T C 3 85 c.200T>C c.(199-201)ATC>ACC p.I67T

Pat_06 Pre-Treatment SYT15 83849 37 10 46967629 46967629 Missense_Mutation SNP G A 9 696 c.448C>T c.(448-450)CGG>TGG p.R150W

Pat_06 Pre-Treatment RBP3 5949 37 10 48389098 48389098 Missense_Mutation SNP G A 5 562 c.1780C>T c.(1780-1782)CCG>TCG p.P594S

Pat_06 Pre-Treatment ERCC6 2074 37 10 50678344 50678344 Missense_Mutation SNP C T 7 890 c.3662G>A c.(3661-3663)CGA>CAA p.R1221Q

Pat_06 Pre-Treatment ERCC6 2074 37 10 50740610 50740610 Missense_Mutation SNP C T 4 439 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_06 Pre-Treatment TMEM26 219623 37 10 63212688 63212688 Missense_Mutation SNP G A 5 655 c.152C>T c.(151-153)GCG>GTG p.A51V

Pat_06 Pre-Treatment HERC4 26091 37 10 69785304 69785304 Missense_Mutation SNP G A 5 795 c.907C>T c.(907-909)CGG>TGG p.R303W

Pat_06 Pre-Treatment USP54 159195 37 10 75258736 75258736 Missense_Mutation SNP G A 6 821 c.4706C>T c.(4705-4707)ACT>ATT p.T1569I

Pat_06 Pre-Treatment SEC24C 9632 37 10 75530531 75530531 Missense_Mutation SNP G A 5 576 c.3119G>A c.(3118-3120)CGG>CAG p.R1040Q

Pat_06 Pre-Treatment PLCE1 51196 37 10 95995712 95995712 Missense_Mutation SNP G T 6 515 c.2255G>T c.(2254-2256)CGA>CTA p.R752L

Pat_06 Pre-Treatment CYP2C19 1557 37 10 96580323 96580323 Missense_Mutation SNP C T 5 793 c.890C>T c.(889-891)GCT>GTT p.A297V

Pat_06 Pre-Treatment ABCC2 1244 37 10 101591759 101591759 Missense_Mutation SNP C G 4 756 c.3129C>G c.(3127-3129)TTC>TTG p.F1043L

Pat_06 Pre-Treatment DNMBP 23268 37 10 101657981 101657981 Missense_Mutation SNP G A 8 513 c.2782C>T c.(2782-2784)CGT>TGT p.R928C

Pat_06 Pre-Treatment CHUK 1147 37 10 101969453 101969453 Missense_Mutation SNP G A 5 236 c.1027C>T c.(1027-1029)CGT>TGT p.R343C

Pat_06 Pre-Treatment PKD2L1 9033 37 10 102057356 102057356 Missense_Mutation SNP A G 3 186 c.739T>C c.(739-741)TAC>CAC p.Y247H

Pat_06 Pre-Treatment TLX1NB 100038246 37 10 102849583 102849583 Missense_Mutation SNP G C 4 77 c.80C>G c.(79-81)GCC>GGC p.A27G

Pat_06 Pre-Treatment NOLC1 9221 37 10 103920824 103920824 Missense_Mutation SNP A G 4 211 c.1715A>G c.(1714-1716)AAG>AGG p.K572R

Pat_06 Pre-Treatment PSD 5662 37 10 104162968 104162968 Missense_Mutation SNP G A 3 60 c.3064C>T c.(3064-3066)CGG>TGG p.R1022W

Pat_06 Pre-Treatment ACTR1A 10121 37 10 104244119 104244119 Missense_Mutation SNP C G 3 165 c.455G>C c.(454-456)AGG>ACG p.R152T

Pat_06 Pre-Treatment C10orf26 54838 37 10 104569725 104569725 Missense_Mutation SNP G A 6 653 c.206G>A c.(205-207)CGC>CAC p.R69H

Pat_06 Pre-Treatment C10orf79 80217 37 10 105944874 105944874 Missense_Mutation SNP G T 5 602 c.2041C>A c.(2041-2043)CAC>AAC p.H681N

Pat_06 Pre-Treatment MXI1 4601 37 10 112044696 112044696 Missense_Mutation SNP G A 6 597 c.638G>A c.(637-639)AGT>AAT p.S213N

Pat_06 Pre-Treatment TCF7L2 6934 37 10 114905837 114905837 Missense_Mutation SNP G A 5 642 c.856G>A c.(856-858)GTC>ATC p.V286I

Pat_06 Pre-Treatment NHLRC2 374354 37 10 115636654 115636654 Missense_Mutation SNP G T 6 745 c.706G>T c.(706-708)GAT>TAT p.D236Y

Pat_06 Pre-Treatment BAG3 9531 37 10 121429423 121429423 Missense_Mutation SNP G A 5 650 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_06 Pre-Treatment TACC2 10579 37 10 123842617 123842617 Nonsense_Mutation SNP C A 4 174 c.602C>A c.(601-603)TCG>TAG p.S201*

Pat_06 Pre-Treatment TACC2 10579 37 10 123847176 123847176 Missense_Mutation SNP T C 3 109 c.5161T>C c.(5161-5163)TCC>CCC p.S1721P

Pat_06 Pre-Treatment BCCIP 56647 37 10 127541703 127541703 Missense_Mutation SNP G A 6 726 c.860G>A c.(859-861)CGG>CAG p.R287Q

Pat_06 Pre-Treatment ECHS1 1892 37 10 135180462 135180462 Missense_Mutation SNP C A 6 268 c.550G>T c.(550-552)GGG>TGG p.G184W

Pat_06 Pre-Treatment SYCE1 93426 37 10 135372449 135372449 Missense_Mutation SNP T C 3 154 c.203A>G c.(202-204)AAG>AGG p.K68R

Pat_06 Pre-Treatment PHRF1 57661 37 11 597017 597017 Missense_Mutation SNP G A 5 226 c.715G>A c.(715-717)GCT>ACT p.A239T

Pat_06 Pre-Treatment CDHR5 53841 37 11 618647 618647 Missense_Mutation SNP G C 4 611 c.1912C>G c.(1912-1914)CCA>GCA p.P638A

Pat_06 Pre-Treatment CDHR5 53841 37 11 618767 618767 Missense_Mutation SNP C T 8 735 c.1792G>A c.(1792-1794)GGT>AGT p.G598S

Pat_06 Pre-Treatment AP2A2 161 37 11 993914 993914 Missense_Mutation SNP G A 5 66 c.1711G>A c.(1711-1713)GCA>ACA p.A571T

Pat_06 Pre-Treatment MUC6 4588 37 11 1016037 1016037 Missense_Mutation SNP G A 5 795 c.6764C>T c.(6763-6765)ACG>ATG p.T2255M

Pat_06 Pre-Treatment CTSD 1509 37 11 1782667 1782667 Missense_Mutation SNP G A 4 307 c.100C>T c.(100-102)CGG>TGG p.R34W

Pat_06 Pre-Treatment OR52B6 340980 37 11 5602528 5602528 Missense_Mutation SNP G A 6 706 c.422G>A c.(421-423)CGC>CAC p.R141H

Pat_06 Pre-Treatment OR52E8 390079 37 11 5878182 5878182 Missense_Mutation SNP C A 5 409 c.751G>T c.(751-753)GGT>TGT p.G251C

Pat_06 Pre-Treatment OR56A5 390084 37 11 5988961 5988961 Missense_Mutation SNP G C 3 118 c.764C>G c.(763-765)ACC>AGC p.T255S

Pat_06 Pre-Treatment ZNF143 7702 37 11 9546919 9546919 Missense_Mutation SNP C A 6 643 c.1819C>A c.(1819-1821)CAG>AAG p.Q607K

Pat_06 Pre-Treatment COPB1 1315 37 11 14508051 14508051 Splice_Site SNP C A 5 681 c.700_splice c.e7-1 p.V234_splice

Pat_06 Pre-Treatment SOX6 55553 37 11 16007783 16007783 Missense_Mutation SNP C T 6 820 c.2189G>A c.(2188-2190)CGG>CAG p.R730Q

Pat_06 Pre-Treatment NAV2 89797 37 11 20122603 20122603 Missense_Mutation SNP G A 7 688 c.6311G>A c.(6310-6312)GGC>GAC p.G2104D

Pat_06 Pre-Treatment FANCF 2188 37 11 22647140 22647140 Missense_Mutation SNP C A 6 215 c.217G>T c.(217-219)GGG>TGG p.G73W

Pat_06 Pre-Treatment MUC15 143662 37 11 26582619 26582619 Missense_Mutation SNP G A 5 708 c.998C>T c.(997-999)TCT>TTT p.S333F



Pat_06 Pre-Treatment BDNF 627 37 11 27679711 27679711 Missense_Mutation SNP C T 5 557 c.401G>A c.(400-402)CGC>CAC p.R134H

Pat_06 Pre-Treatment DGKZ 8525 37 11 46388099 46388099 Missense_Mutation SNP C T 3 59 c.293C>T c.(292-294)ACC>ATC p.T98I

Pat_06 Pre-Treatment F2 2147 37 11 46741256 46741256 Missense_Mutation SNP C A 3 60 c.84C>A c.(82-84)TTC>TTA p.F28L

Pat_06 Pre-Treatment DDB2 1643 37 11 47256216 47256216 Missense_Mutation SNP G A 5 396 c.695G>A c.(694-696)GGC>GAC p.G232D

Pat_06 Pre-Treatment OR5D16 390144 37 11 55607088 55607088 Missense_Mutation SNP G T 7 448 c.861G>T c.(859-861)TTG>TTT p.L287F

Pat_06 Pre-Treatment OR5T2 219464 37 11 56000379 56000379 Missense_Mutation SNP G A 4 347 c.283C>T c.(283-285)CAC>TAC p.H95Y

Pat_06 Pre-Treatment GIF 2694 37 11 59608632 59608632 Missense_Mutation SNP G A 5 755 c.677C>T c.(676-678)ACT>ATT p.T226I

Pat_06 Pre-Treatment PRPF19 27339 37 11 60670218 60670218 Nonsense_Mutation SNP G A 6 235 c.382C>T c.(382-384)CGA>TGA p.R128*

Pat_06 Pre-Treatment C11orf84 144097 37 11 63585579 63585579 Missense_Mutation SNP G A 4 300 c.430G>A c.(430-432)GCT>ACT p.A144T

Pat_06 Pre-Treatment KCNK4 50801 37 11 64065695 64065695 Missense_Mutation SNP G A 4 282 c.775G>A c.(775-777)GTA>ATA p.V259I

Pat_06 Pre-Treatment SAC3D1 29901 37 11 64812129 64812129 Missense_Mutation SNP G A 5 296 c.1007G>A c.(1006-1008)CGT>CAT p.R336H

Pat_06 Pre-Treatment POLA2 23649 37 11 65063399 65063399 Missense_Mutation SNP G A 8 800 c.1585G>A c.(1585-1587)GCA>ACA p.A529T

Pat_06 Pre-Treatment SART1 9092 37 11 65733209 65733209 Missense_Mutation SNP G T 6 286 c.697G>T c.(697-699)GTC>TTC p.V233F

Pat_06 Pre-Treatment RIN1 9610 37 11 66103348 66103348 Splice_Site SNP C G 3 75 c.268_splice c.e3-1 p.T90_splice

Pat_06 Pre-Treatment ACTN3 89 37 11 66325185 66325185 Missense_Mutation SNP C T 3 69 c.913C>T c.(913-915)CGC>TGC p.R305C

Pat_06 Pre-Treatment SPTBN2 6712 37 11 66467033 66467033 Missense_Mutation SNP G A 6 662 c.3620C>T c.(3619-3621)GCT>GTT p.A1207V

Pat_06 Pre-Treatment TBC1D10C 374403 37 11 67174358 67174358 Missense_Mutation SNP G A 6 596 c.709G>A c.(709-711)GTG>ATG p.V237M

Pat_06 Pre-Treatment CARNS1 57571 37 11 67187096 67187096 Missense_Mutation SNP G A 3 48 c.622G>A c.(622-624)GAG>AAG p.E208K

Pat_06 Pre-Treatment NDUFS8 4728 37 11 67800450 67800450 Missense_Mutation SNP G A 5 587 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_06 Pre-Treatment SUV420H1 51111 37 11 67925651 67925651 Missense_Mutation SNP C T 6 858 c.2162G>A c.(2161-2163)CGT>CAT p.R721H

Pat_06 Pre-Treatment CPT1A 1374 37 11 68560797 68560797 Missense_Mutation SNP G C 3 97 c.953C>G c.(952-954)CCA>CGA p.P318R

Pat_06 Pre-Treatment MRGPRF 116535 37 11 68772894 68772894 Missense_Mutation SNP C A 3 32 c.884G>T c.(883-885)GGG>GTG p.G295V

Pat_06 Pre-Treatment C11orf30 56946 37 11 76248884 76248884 Missense_Mutation SNP T C 4 487 c.2405T>C c.(2404-2406)CTG>CCG p.L802P

Pat_06 Pre-Treatment MYO7A 4647 37 11 76922326 76922326 Missense_Mutation SNP C T 3 43 c.6181C>T c.(6181-6183)CGG>TGG p.R2061W

Pat_06 Pre-Treatment FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 6 237 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_06 Pre-Treatment FOLH1B 219595 37 11 89405075 89405075 Missense_Mutation SNP G A 5 461 c.202G>A c.(202-204)GGT>AGT p.G68S

Pat_06 Pre-Treatment NAALAD2 10003 37 11 89882229 89882229 Missense_Mutation SNP A G 8 641 c.437A>G c.(436-438)AAT>AGT p.N146S

Pat_06 Pre-Treatment FAT3 120114 37 11 92577545 92577545 Missense_Mutation SNP G A 4 170 c.11012G>A c.(11011-11013)CGC>CAC p.R3671H

Pat_06 Pre-Treatment AMOTL1 154810 37 11 94599195 94599195 Missense_Mutation SNP G C 3 212 c.2350G>C c.(2350-2352)GAC>CAC p.D784H

Pat_06 Pre-Treatment AMOTL1 154810 37 11 94602501 94602501 Missense_Mutation SNP G A 4 121 c.2627G>A c.(2626-2628)AGC>AAC p.S876N

Pat_06 Pre-Treatment CNTN5 53942 37 11 99872777 99872777 Missense_Mutation SNP G A 3 120 c.889G>A c.(889-891)GAA>AAA p.E297K

Pat_06 Pre-Treatment YAP1 10413 37 11 101984971 101984971 Missense_Mutation SNP G T 7 581 c.418G>T c.(418-420)GGG>TGG p.G140W

Pat_06 Pre-Treatment MMP7 4316 37 11 102401409 102401409 Missense_Mutation SNP G A 5 529 c.23C>T c.(22-24)GCT>GTT p.A8V

Pat_06 Pre-Treatment ARHGAP20 57569 37 11 110450900 110450900 Missense_Mutation SNP G A 5 823 c.2770C>T c.(2770-2772)CCC>TCC p.P924S

Pat_06 Pre-Treatment BTG4 54766 37 11 111365906 111365906 Missense_Mutation SNP G C 5 531 c.644C>G c.(643-645)GCT>GGT p.A215G

Pat_06 Pre-Treatment HTR3B 9177 37 11 113816851 113816851 Missense_Mutation SNP G A 4 343 c.1318G>A c.(1318-1320)GGC>AGC p.G440S

Pat_06 Pre-Treatment PAFAH1B2 5049 37 11 117023192 117023192 Missense_Mutation SNP C T 5 338 c.29C>T c.(28-30)GCT>GTT p.A10V

Pat_06 Pre-Treatment SIDT2 51092 37 11 117053466 117053466 Missense_Mutation SNP G A 4 139 c.646G>A c.(646-648)GTA>ATA p.V216I

Pat_06 Pre-Treatment PCSK7 9159 37 11 117094004 117094004 Missense_Mutation SNP G A 4 306 c.1075C>T c.(1075-1077)CGC>TGC p.R359C

Pat_06 Pre-Treatment DSCAML1 57453 37 11 117352718 117352718 Missense_Mutation SNP G C 4 237 c.2699C>G c.(2698-2700)GCC>GGC p.A900G

Pat_06 Pre-Treatment TRIM29 23650 37 11 119988981 119988981 Missense_Mutation SNP G T 5 170 c.1577C>A c.(1576-1578)TCT>TAT p.S526Y

Pat_06 Pre-Treatment GRIK4 2900 37 11 120776054 120776054 Missense_Mutation SNP G A 6 652 c.1328G>A c.(1327-1329)CGC>CAC p.R443H

Pat_06 Pre-Treatment HSPA8 3312 37 11 122928494 122928494 Missense_Mutation SNP G A 5 459 c.1889C>T c.(1888-1890)GCT>GTT p.A630V

Pat_06 Pre-Treatment VWA5A 4013 37 11 123989321 123989321 Missense_Mutation SNP C G 3 206 c.551C>G c.(550-552)GCC>GGC p.A184G

Pat_06 Pre-Treatment SPA17 53340 37 11 124545192 124545192 Missense_Mutation SNP G A 5 548 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_06 Pre-Treatment ROBO3 64221 37 11 124742845 124742845 Missense_Mutation SNP T C 3 119 c.1396T>C c.(1396-1398)TCC>CCC p.S466P

Pat_06 Pre-Treatment HEPN1 641654 37 11 124789836 124789836 Missense_Mutation SNP G A 5 291 c.190G>A c.(190-192)GAA>AAA p.E64K



Pat_06 Pre-Treatment PKNOX2 63876 37 11 125221241 125221241 Missense_Mutation SNP A G 3 73 c.40A>G c.(40-42)ATG>GTG p.M14V

Pat_06 Pre-Treatment ACRV1 56 37 11 125548001 125548001 Missense_Mutation SNP C T 4 243 c.244G>A c.(244-246)GAG>AAG p.E82K

Pat_06 Pre-Treatment KIRREL3 84623 37 11 126343313 126343313 Missense_Mutation SNP C T 3 47 c.482G>A c.(481-483)CGT>CAT p.R161H

Pat_06 Pre-Treatment LOC100288778 100288778 37 12 90615 90615 Missense_Mutation SNP G T 3 45 c.621G>T c.(619-621)TTG>TTT p.L207F

Pat_06 Pre-Treatment CACNA2D4 93589 37 12 1969324 1969324 Missense_Mutation SNP C G 3 176 c.1927G>C c.(1927-1929)GAC>CAC p.D643H

Pat_06 Pre-Treatment KCNA6 3742 37 12 4919422 4919422 Missense_Mutation SNP G A 5 458 c.215G>A c.(214-216)CGG>CAG p.R72Q

Pat_06 Pre-Treatment CD9 928 37 12 6309672 6309672 Missense_Mutation SNP G A 5 326 c.7G>A c.(7-9)GTC>ATC p.V3I

Pat_06 Pre-Treatment PLEKHG6 55200 37 12 6428010 6428010 Missense_Mutation SNP G C 3 284 c.1375G>C c.(1375-1377)GAG>CAG p.E459Q

Pat_06 Pre-Treatment ZNF384 171017 37 12 6776926 6776926 Missense_Mutation SNP G A 7 850 c.1688C>T c.(1687-1689)ACT>ATT p.T563I

Pat_06 Pre-Treatment C12orf53 196500 37 12 6806933 6806933 Missense_Mutation SNP G A 3 71 c.43C>T c.(43-45)CTC>TTC p.L15F

Pat_06 Pre-Treatment CD163L1 283316 37 12 7527092 7527092 Missense_Mutation SNP C T 5 451 c.3355G>A c.(3355-3357)GGC>AGC p.G1119S

Pat_06 Pre-Treatment GPR19 2842 37 12 12815291 12815291 Missense_Mutation SNP G A 8 782 c.92C>T c.(91-93)ACA>ATA p.T31I

Pat_06 Pre-Treatment C12orf36 283422 37 12 13526349 13526349 Missense_Mutation SNP G A 4 234 c.206C>T c.(205-207)TCG>TTG p.S69L

Pat_06 Pre-Treatment C12orf72 254013 37 12 31815090 31815090 Missense_Mutation SNP A G 4 510 c.203A>G c.(202-204)CAG>CGG p.Q68R

Pat_06 Pre-Treatment FGD4 121512 37 12 32735075 32735075 Missense_Mutation SNP G A 8 566 c.274G>A c.(274-276)GGT>AGT p.G92S

Pat_06 Pre-Treatment DDX23 9416 37 12 49227133 49227133 Missense_Mutation SNP G A 259 420 c.1730C>T c.(1729-1731)CCA>CTA p.P577L

Pat_06 Pre-Treatment LMBR1L 55716 37 12 49495258 49495258 Missense_Mutation SNP C T 4 141 c.1005G>A c.(1003-1005)ATG>ATA p.M335I

Pat_06 Pre-Treatment FMNL3 91010 37 12 50043288 50043288 Missense_Mutation SNP C T 5 455 c.2269G>A c.(2269-2271)GTC>ATC p.V757I

Pat_06 Pre-Treatment SLC4A8 9498 37 12 51888762 51888762 Missense_Mutation SNP G A 7 465 c.2803G>A c.(2803-2805)GCA>ACA p.A935T

Pat_06 Pre-Treatment KRT86 3892 37 12 52702316 52702316 Missense_Mutation SNP T C 3 176 c.1408T>C c.(1408-1410)TGC>CGC p.C470R

Pat_06 Pre-Treatment KRT75 9119 37 12 52818456 52818456 Missense_Mutation SNP C T 4 433 c.1501G>A c.(1501-1503)GGC>AGC p.G501S

Pat_06 Pre-Treatment KRT8 3856 37 12 53292500 53292500 Missense_Mutation SNP C T 6 627 c.1165G>A c.(1165-1167)GCC>ACC p.A389T

Pat_06 Pre-Treatment AAAS 8086 37 12 53702942 53702942 Nonsense_Mutation SNP G A 6 794 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_06 Pre-Treatment AMHR2 269 37 12 53825045 53825045 Missense_Mutation SNP C T 5 459 c.1510C>T c.(1510-1512)CGC>TGC p.R504C

Pat_06 Pre-Treatment MMP19 4327 37 12 56231419 56231419 Missense_Mutation SNP G A 5 331 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_06 Pre-Treatment DGKA 1606 37 12 56334462 56334462 Missense_Mutation SNP C T 5 636 c.973C>T c.(973-975)CGG>TGG p.R325W

Pat_06 Pre-Treatment CS 1431 37 12 56667537 56667537 Missense_Mutation SNP G A 5 654 c.1064C>T c.(1063-1065)CCG>CTG p.P355L

Pat_06 Pre-Treatment TIMELESS 8914 37 12 56817194 56817194 Missense_Mutation SNP G A 6 511 c.2156C>T c.(2155-2157)GCC>GTC p.A719V

Pat_06 Pre-Treatment TAC3 6866 37 12 57406612 57406612 Nonsense_Mutation SNP G A 4 528 c.286C>T c.(286-288)CAG>TAG p.Q96*

Pat_06 Pre-Treatment LRP1 4035 37 12 57603830 57603830 Missense_Mutation SNP G A 5 464 c.12458G>A c.(12457-12459)CGC>CAC p.R4153H

Pat_06 Pre-Treatment IFNG 3458 37 12 68549234 68549234 Missense_Mutation SNP G T 6 579 c.400C>A c.(400-402)CAT>AAT p.H134N

Pat_06 Pre-Treatment CPSF6 11052 37 12 69656305 69656305 Missense_Mutation SNP A G 3 170 c.1622A>G c.(1621-1623)GAG>GGG p.E541G

Pat_06 Pre-Treatment TMTC2 160335 37 12 83251250 83251250 Missense_Mutation SNP G A 4 396 c.545G>A c.(544-546)AGC>AAC p.S182N

Pat_06 Pre-Treatment C12orf12 196477 37 12 91347305 91347305 Missense_Mutation SNP G C 4 212 c.1215C>G c.(1213-1215)AAC>AAG p.N405K

Pat_06 Pre-Treatment SART3 9733 37 12 108930528 108930528 Missense_Mutation SNP G C 3 221 c.1343C>G c.(1342-1344)GCC>GGC p.A448G

Pat_06 Pre-Treatment ACACB 32 37 12 109704069 109704069 Missense_Mutation SNP G A 4 293 c.7279G>A c.(7279-7281)GTG>ATG p.V2427M

Pat_06 Pre-Treatment C12orf51 283450 37 12 112600845 112600845 Splice_Site SNP C T 5 566 c.11854_splice c.e68+1 p.G3952_splice

Pat_06 Pre-Treatment C12orf51 283450 37 12 112674828 112674828 Missense_Mutation SNP C G 3 103 c.4099G>C c.(4099-4101)GCC>CCC p.A1367P

Pat_06 Pre-Treatment SLC24A6 80024 37 12 113753209 113753209 Missense_Mutation SNP G A 3 46 c.1066C>T c.(1066-1068)CGG>TGG p.R356W

Pat_06 Pre-Treatment MED13L 23389 37 12 116452921 116452921 Missense_Mutation SNP G T 6 658 c.1168C>A c.(1168-1170)CAG>AAG p.Q390K

Pat_06 Pre-Treatment MED13L 23389 37 12 116457208 116457208 Missense_Mutation SNP C T 4 458 c.830G>A c.(829-831)CGG>CAG p.R277Q

Pat_06 Pre-Treatment VSIG10 54621 37 12 118517169 118517169 Missense_Mutation SNP T C 3 219 c.907A>G c.(907-909)AGC>GGC p.S303G

Pat_06 Pre-Treatment CIT 11113 37 12 120135563 120135563 Missense_Mutation SNP G A 7 502 c.5657C>T c.(5656-5658)GCG>GTG p.A1886V

Pat_06 Pre-Treatment RPLP0 6175 37 12 120636757 120636757 Missense_Mutation SNP G C 3 150 c.365C>G c.(364-366)ACT>AGT p.T122S

Pat_06 Pre-Treatment CABP1 9478 37 12 121098115 121098115 Missense_Mutation SNP G A 4 161 c.802G>A c.(802-804)GAA>AAA p.E268K

Pat_06 Pre-Treatment CLIP1 6249 37 12 122862048 122862048 Missense_Mutation SNP G A 5 726 c.545C>T c.(544-546)ACG>ATG p.T182M

Pat_06 Pre-Treatment MPHOSPH9 10198 37 12 123705991 123705991 Missense_Mutation SNP G A 52 147 c.344C>T c.(343-345)TCT>TTT p.S115F



Pat_06 Pre-Treatment ATP6V0A2 23545 37 12 124242547 124242547 Missense_Mutation SNP T C 4 323 c.2539T>C c.(2539-2541)TCA>CCA p.S847P

Pat_06 Pre-Treatment TMEM132D 121256 37 12 130015713 130015713 Nonsense_Mutation SNP G A 5 406 c.1006C>T c.(1006-1008)CGA>TGA p.R336*

Pat_06 Pre-Treatment PUS1 80324 37 12 132416789 132416789 Missense_Mutation SNP T C 3 262 c.373T>C c.(373-375)TGT>CGT p.C125R

Pat_06 Pre-Treatment PUS1 80324 37 12 132426187 132426187 Missense_Mutation SNP G A 5 724 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_06 Pre-Treatment POLE 5426 37 12 133218233 133218233 Missense_Mutation SNP C T 4 188 c.5378G>A c.(5377-5379)AGG>AAG p.R1793K

Pat_06 Pre-Treatment ZNF10 7556 37 12 133732999 133732999 Missense_Mutation SNP C A 6 821 c.1167C>A c.(1165-1167)AGC>AGA p.S389R

Pat_06 Pre-Treatment GJB2 2706 37 13 20763513 20763513 Missense_Mutation SNP G A 4 354 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_06 Pre-Treatment IFT88 8100 37 13 21205209 21205209 Missense_Mutation SNP G A 5 468 c.1381G>A c.(1381-1383)GCT>ACT p.A461T

Pat_06 Pre-Treatment SACS 26278 37 13 23914963 23914963 Missense_Mutation SNP C G 4 746 c.3052G>C c.(3052-3054)GAG>CAG p.E1018Q

Pat_06 Pre-Treatment FREM2 341640 37 13 39265331 39265331 Missense_Mutation SNP G T 6 822 c.3850G>T c.(3850-3852)GGG>TGG p.G1284W

Pat_06 Pre-Treatment STOML3 161003 37 13 39550707 39550707 Missense_Mutation SNP G A 5 277 c.199C>T c.(199-201)CGC>TGC p.R67C

Pat_06 Pre-Treatment SIAH3 283514 37 13 46425647 46425647 Missense_Mutation SNP G A 4 497 c.118C>T c.(118-120)CCC>TCC p.P40S

Pat_06 Pre-Treatment C13orf18 80183 37 13 46919644 46919644 Missense_Mutation SNP G T 3 53 c.1723C>A c.(1723-1725)CTG>ATG p.L575M

Pat_06 Pre-Treatment C13orf18 80183 37 13 46924411 46924411 Missense_Mutation SNP G A 3 53 c.1406C>T c.(1405-1407)TCG>TTG p.S469L

Pat_06 Pre-Treatment RNF113B 140432 37 13 98829159 98829159 Missense_Mutation SNP G A 4 260 c.332C>T c.(331-333)ACC>ATC p.T111I

Pat_06 Pre-Treatment COL4A2 1284 37 13 111114691 111114691 Missense_Mutation SNP G A 5 442 c.1736G>A c.(1735-1737)CGC>CAC p.R579H

Pat_06 Pre-Treatment COL4A2 1284 37 13 111125465 111125465 Missense_Mutation SNP T A 3 39 c.2393T>A c.(2392-2394)CTT>CAT p.L798H

Pat_06 Pre-Treatment ING1 3621 37 13 111371695 111371695 Missense_Mutation SNP G A 5 491 c.685G>A c.(685-687)GAC>AAC p.D229N

Pat_06 Pre-Treatment ATP11A 23250 37 13 113508817 113508817 Missense_Mutation SNP G A 5 464 c.2216G>A c.(2215-2217)GGG>GAG p.G739E

Pat_06 Pre-Treatment PROZ 8858 37 13 113813020 113813020 Missense_Mutation SNP G C 3 80 c.46G>C c.(46-48)GCC>CCC p.A16P

Pat_06 Pre-Treatment PROZ 8858 37 13 113817386 113817386 Missense_Mutation SNP G A 3 34 c.323G>A c.(322-324)GGC>GAC p.G108D

Pat_06 Pre-Treatment CUL4A 8451 37 13 113889431 113889431 Missense_Mutation SNP G A 7 445 c.820G>A c.(820-822)GTA>ATA p.V274I

Pat_06 Pre-Treatment TTC5 91875 37 14 20763525 20763525 Missense_Mutation SNP G A 5 460 c.1004C>T c.(1003-1005)GCC>GTC p.A335V

Pat_06 Pre-Treatment RNASE2 6036 37 14 21424318 21424318 Missense_Mutation SNP G A 5 617 c.388G>A c.(388-390)GCA>ACA p.A130T

Pat_06 Pre-Treatment FLJ10357 55701 37 14 21552174 21552174 Missense_Mutation SNP G A 4 80 c.3754G>A c.(3754-3756)GAC>AAC p.D1252N

Pat_06 Pre-Treatment RPGRIP1 57096 37 14 21770737 21770737 Missense_Mutation SNP G A 3 52 c.581G>A c.(580-582)AGT>AAT p.S194N

Pat_06 Pre-Treatment DAD1 1603 37 14 23044076 23044076 Missense_Mutation SNP G T 6 506 c.269C>A c.(268-270)CCA>CAA p.P90Q

Pat_06 Pre-Treatment RBM23 55147 37 14 23371498 23371498 Nonsense_Mutation SNP G A 6 423 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_06 Pre-Treatment DHRS2 10202 37 14 24108425 24108425 Missense_Mutation SNP G A 5 672 c.178G>A c.(178-180)GGG>AGG p.G60R

Pat_06 Pre-Treatment DCAF11 80344 37 14 24589061 24589061 Missense_Mutation SNP G A 4 190 c.1048G>A c.(1048-1050)GCA>ACA p.A350T

Pat_06 Pre-Treatment IRF9 10379 37 14 24631376 24631376 Missense_Mutation SNP G A 6 769 c.23G>A c.(22-24)TGC>TAC p.C8Y

Pat_06 Pre-Treatment RIPK3 11035 37 14 24808715 24808715 Missense_Mutation SNP G A 6 796 c.109C>T c.(109-111)CGG>TGG p.R37W

Pat_06 Pre-Treatment AKAP6 9472 37 14 33147587 33147587 Missense_Mutation SNP G A 5 556 c.2801G>A c.(2800-2802)AGC>AAC p.S934N

Pat_06 Pre-Treatment FBXO33 254170 37 14 39868790 39868790 Nonsense_Mutation SNP G T 5 165 c.1598C>A c.(1597-1599)TCA>TAA p.S533*

Pat_06 Pre-Treatment C14orf104 55172 37 14 50101657 50101657 Missense_Mutation SNP G A 3 9 c.211C>T c.(211-213)CAC>TAC p.H71Y

Pat_06 Pre-Treatment PSMC6 5706 37 14 53184828 53184828 Missense_Mutation SNP G A 6 673 c.601G>A c.(601-603)GTT>ATT p.V201I

Pat_06 Pre-Treatment C14orf39 317761 37 14 60908831 60908831 Missense_Mutation SNP C A 6 511 c.1522G>T c.(1522-1524)GCA>TCA p.A508S

Pat_06 Pre-Treatment SPTB 6710 37 14 65239449 65239449 Missense_Mutation SNP C T 4 343 c.5402G>A c.(5401-5403)CGC>CAC p.R1801H

Pat_06 Pre-Treatment FUT8 2530 37 14 66096305 66096305 Missense_Mutation SNP G A 6 534 c.578G>A c.(577-579)CGG>CAG p.R193Q

Pat_06 Pre-Treatment KIAA0247 9766 37 14 70125355 70125355 Missense_Mutation SNP G A 5 588 c.46G>A c.(46-48)GTG>ATG p.V16M

Pat_06 Pre-Treatment ZFYVE1 53349 37 14 73444864 73444864 Missense_Mutation SNP C T 6 652 c.1498G>A c.(1498-1500)GCA>ACA p.A500T

Pat_06 Pre-Treatment RBM25 58517 37 14 73544119 73544119 Missense_Mutation SNP G A 5 388 c.199G>A c.(199-201)GCA>ACA p.A67T

Pat_06 Pre-Treatment COQ6 51004 37 14 74425701 74425701 Missense_Mutation SNP G A 4 328 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_06 Pre-Treatment YLPM1 56252 37 14 75230568 75230568 Missense_Mutation SNP C A 5 635 c.376C>A c.(376-378)CAG>AAG p.Q126K

Pat_06 Pre-Treatment PROX2 283571 37 14 75329681 75329681 Missense_Mutation SNP G A 4 375 c.857C>T c.(856-858)GCT>GTT p.A286V

Pat_06 Pre-Treatment MLH3 27030 37 14 75513336 75513336 Missense_Mutation SNP G A 6 737 c.3023C>T c.(3022-3024)CCG>CTG p.P1008L

Pat_06 Pre-Treatment KIAA1737 85457 37 14 77579861 77579861 Missense_Mutation SNP G T 5 602 c.400G>T c.(400-402)GTA>TTA p.V134L



Pat_06 Pre-Treatment KIAA1737 85457 37 14 77580273 77580273 Missense_Mutation SNP G A 5 512 c.812G>A c.(811-813)AGC>AAC p.S271N

Pat_06 Pre-Treatment DIO2 1734 37 14 80669258 80669258 Missense_Mutation SNP A G 4 417 c.596T>C c.(595-597)CTG>CCG p.L199P

Pat_06 Pre-Treatment C14orf102 55051 37 14 90767615 90767615 Missense_Mutation SNP C T 6 541 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_06 Pre-Treatment CALM1 801 37 14 90870735 90870735 Missense_Mutation SNP T C 4 694 c.298T>C c.(298-300)TAT>CAT p.Y100H

Pat_06 Pre-Treatment RIN3 79890 37 14 93119143 93119143 Missense_Mutation SNP C A 5 490 c.1749C>A c.(1747-1749)AGC>AGA p.S583R

Pat_06 Pre-Treatment BEGAIN 57596 37 14 101005646 101005646 Missense_Mutation SNP A G 3 212 c.442T>C c.(442-444)TCG>CCG p.S148P

Pat_06 Pre-Treatment KIF26A 26153 37 14 104639782 104639782 Missense_Mutation SNP G A 3 38 c.1799G>A c.(1798-1800)CGC>CAC p.R600H

Pat_06 Pre-Treatment CRIP1 1396 37 14 105954667 105954667 Splice_Site SNP G A 5 431 c.136_splice c.e4-1 p.H46_splice

Pat_06 Pre-Treatment HERC2P2 400322 37 15 23312230 23312230 Missense_Mutation SNP T C 3 136 c.2692A>G c.(2692-2694)ATG>GTG p.M898V

Pat_06 Pre-Treatment C15orf53 400359 37 15 38990504 38990504 Missense_Mutation SNP G A 6 303 c.298G>A c.(298-300)GTC>ATC p.V100I

Pat_06 Pre-Treatment BAHD1 22893 37 15 40754275 40754275 Missense_Mutation SNP C T 4 214 c.1597C>T c.(1597-1599)CGT>TGT p.R533C

Pat_06 Pre-Treatment RAD51 5888 37 15 41022087 41022087 Missense_Mutation SNP G A 5 376 c.811G>A c.(811-813)GCT>ACT p.A271T

Pat_06 Pre-Treatment INO80 54617 37 15 41346195 41346195 Missense_Mutation SNP G A 4 210 c.2206C>T c.(2206-2208)CAC>TAC p.H736Y

Pat_06 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42137219 42137219 Missense_Mutation SNP G A 3 38 c.1190G>A c.(1189-1191)TGC>TAC p.C397Y

Pat_06 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42138219 42138219 Missense_Mutation SNP G A 4 215 c.1574G>A c.(1573-1575)CGC>CAC p.R525H

Pat_06 Pre-Treatment TUBGCP4 27229 37 15 43678142 43678142 Missense_Mutation SNP C A 4 128 c.877C>A c.(877-879)CTG>ATG p.L293M

Pat_06 Pre-Treatment DUOX1 53905 37 15 45428774 45428774 Missense_Mutation SNP G A 6 600 c.973G>A c.(973-975)GCC>ACC p.A325T

Pat_06 Pre-Treatment FBN1 2200 37 15 48725143 48725143 Missense_Mutation SNP C T 6 641 c.6659G>A c.(6658-6660)CGA>CAA p.R2220Q

Pat_06 Pre-Treatment C15orf33 196951 37 15 49833994 49833994 Missense_Mutation SNP C A 6 723 c.757G>T c.(757-759)GAT>TAT p.D253Y

Pat_06 Pre-Treatment ATP8B4 79895 37 15 50264941 50264941 Missense_Mutation SNP G A 6 219 c.1081C>T c.(1081-1083)CGG>TGG p.R361W

Pat_06 Pre-Treatment AQP9 366 37 15 58471493 58471493 Missense_Mutation SNP T C 3 117 c.662T>C c.(661-663)CTG>CCG p.L221P

Pat_06 Pre-Treatment LIPC 3990 37 15 58830669 58830669 Missense_Mutation SNP G A 6 822 c.226G>A c.(226-228)GGC>AGC p.G76S

Pat_06 Pre-Treatment LACTB 114294 37 15 63433955 63433955 Missense_Mutation SNP G A 4 495 c.1595G>A c.(1594-1596)AGC>AAC p.S532N

Pat_06 Pre-Treatment RAB8B 51762 37 15 63555808 63555808 Missense_Mutation SNP C T 4 185 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_06 Pre-Treatment FAM96A 84191 37 15 64365201 64365201 Nonsense_Mutation SNP G A 7 697 c.412C>T c.(412-414)CGA>TGA p.R138*

Pat_06 Pre-Treatment NOX5 79400 37 15 69223047 69223047 Missense_Mutation SNP G A 5 537 c.20G>A c.(19-21)GGC>GAC p.G7D

Pat_06 Pre-Treatment TLE3 7090 37 15 70344856 70344856 Missense_Mutation SNP G A 6 157 c.1991C>T c.(1990-1992)TCG>TTG p.S664L

Pat_06 Pre-Treatment TLE3 7090 37 15 70346798 70346798 Missense_Mutation SNP A G 4 373 c.1814T>C c.(1813-1815)CTG>CCG p.L605P

Pat_06 Pre-Treatment STOML1 9399 37 15 74276372 74276372 Missense_Mutation SNP C T 5 209 c.1103G>A c.(1102-1104)CGG>CAG p.R368Q

Pat_06 Pre-Treatment LINGO1 84894 37 15 77907197 77907197 Missense_Mutation SNP T C 3 137 c.1052A>G c.(1051-1053)GAG>GGG p.E351G

Pat_06 Pre-Treatment ADAMTS7 11173 37 15 79059759 79059759 Missense_Mutation SNP G A 4 273 c.2821C>T c.(2821-2823)CCC>TCC p.P941S

Pat_06 Pre-Treatment KIAA1024 23251 37 15 79748562 79748562 Missense_Mutation SNP G A 6 490 c.73G>A c.(73-75)GTT>ATT p.V25I

Pat_06 Pre-Treatment FAH 2184 37 15 80460423 80460423 Missense_Mutation SNP G A 5 287 c.485G>A c.(484-486)CGT>CAT p.R162H

Pat_06 Pre-Treatment BNC1 646 37 15 83932358 83932358 Missense_Mutation SNP C T 5 416 c.1645G>A c.(1645-1647)GAA>AAA p.E549K

Pat_06 Pre-Treatment WDR73 84942 37 15 85188797 85188797 Missense_Mutation SNP C A 3 66 c.788G>T c.(787-789)AGC>ATC p.S263I

Pat_06 Pre-Treatment AKAP13 11214 37 15 86124402 86124402 Missense_Mutation SNP G A 5 345 c.3103G>A c.(3103-3105)GCA>ACA p.A1035T

Pat_06 Pre-Treatment ANPEP 290 37 15 90344738 90344738 Missense_Mutation SNP C T 5 361 c.1670G>A c.(1669-1671)AGC>AAC p.S557N

Pat_06 Pre-Treatment TTLL13 440307 37 15 90800930 90800930 Missense_Mutation SNP G A 5 626 c.911G>A c.(910-912)CGG>CAG p.R304Q

Pat_06 Pre-Treatment PRC1 9055 37 15 91513716 91513716 Missense_Mutation SNP G A 8 626 c.1490C>T c.(1489-1491)ACG>ATG p.T497M

Pat_06 Pre-Treatment CHD2 1106 37 15 93540535 93540535 Missense_Mutation SNP G A 5 657 c.3787G>A c.(3787-3789)GTG>ATG p.V1263M

Pat_06 Pre-Treatment ADAMTS17 170691 37 15 100692893 100692893 Missense_Mutation SNP G A 5 561 c.1397C>T c.(1396-1398)CCG>CTG p.P466L

Pat_06 Pre-Treatment TM2D3 80213 37 15 102185305 102185305 Missense_Mutation SNP G A 4 212 c.563C>T c.(562-564)ACG>ATG p.T188M

Pat_06 Pre-Treatment TM2D3 80213 37 15 102186954 102186954 Missense_Mutation SNP G A 6 653 c.476C>T c.(475-477)ACG>ATG p.T159M

Pat_06 Pre-Treatment WASH3P 374666 37 15 102514187 102514187 Missense_Mutation SNP C T 3 101 c.158C>T c.(157-159)CCC>CTC p.P53L

Pat_06 Pre-Treatment WFIKKN1 117166 37 16 683596 683596 Missense_Mutation SNP G A 3 51 c.1186G>A c.(1186-1188)GGC>AGC p.G396S

Pat_06 Pre-Treatment RHOT2 89941 37 16 723559 723559 Missense_Mutation SNP G A 7 527 c.1810G>A c.(1810-1812)GCA>ACA p.A604T

Pat_06 Pre-Treatment METRN 79006 37 16 767370 767370 Missense_Mutation SNP G A 3 32 c.865G>A c.(865-867)GAG>AAG p.E289K



Pat_06 Pre-Treatment MSLNL 401827 37 16 825086 825086 Splice_Site SNP C T 3 29 c.1487_splice c.e7-1 p.G496_splice

Pat_06 Pre-Treatment TSC2 7249 37 16 2124250 2124250 Missense_Mutation SNP G C 3 246 c.2405G>C c.(2404-2406)AGC>ACC p.S802T

Pat_06 Pre-Treatment PKD1 5310 37 16 2160688 2160688 Missense_Mutation SNP G A 4 121 c.4480C>T c.(4480-4482)CGC>TGC p.R1494C

Pat_06 Pre-Treatment CLDN9 9080 37 16 3063490 3063490 Missense_Mutation SNP G A 5 676 c.127G>A c.(127-129)GCC>ACC p.A43T

Pat_06 Pre-Treatment OR1F2P 26184 37 16 3265972 3265972 Missense_Mutation SNP G A 6 431 c.263G>A c.(262-264)CGC>CAC p.R88H

Pat_06 Pre-Treatment CREBBP 1387 37 16 3795351 3795351 Missense_Mutation SNP C T 4 215 c.3841G>A c.(3841-3843)GTT>ATT p.V1281I

Pat_06 Pre-Treatment ADCY9 115 37 16 4163951 4163951 Missense_Mutation SNP C T 5 755 c.1493G>A c.(1492-1494)GGC>GAC p.G498D

Pat_06 Pre-Treatment ADCY9 115 37 16 4164821 4164821 Missense_Mutation SNP G A 5 345 c.623C>T c.(622-624)ACG>ATG p.T208M

Pat_06 Pre-Treatment CORO7 79585 37 16 4410468 4410468 Missense_Mutation SNP G A 3 88 c.1999C>T c.(1999-2001)CGG>TGG p.R667W

Pat_06 Pre-Treatment HMOX2 3163 37 16 4557769 4557769 Missense_Mutation SNP G A 4 279 c.260G>A c.(259-261)CGC>CAC p.R87H

Pat_06 Pre-Treatment CIITA 4261 37 16 11001044 11001044 Missense_Mutation SNP G C 3 116 c.1695G>C c.(1693-1695)GAG>GAC p.E565D

Pat_06 Pre-Treatment KIAA0430 9665 37 16 15711209 15711209 Missense_Mutation SNP C G 5 418 c.2904G>C c.(2902-2904)GAG>GAC p.E968D

Pat_06 Pre-Treatment MYH11 4629 37 16 15850338 15850338 Missense_Mutation SNP C G 4 432 c.1609G>C c.(1609-1611)GAG>CAG p.E537Q

Pat_06 Pre-Treatment ABCC1 4363 37 16 16173267 16173267 Missense_Mutation SNP G A 5 381 c.2047G>A c.(2047-2049)GGA>AGA p.G683R

Pat_06 Pre-Treatment GPRC5B 51704 37 16 19883402 19883402 Missense_Mutation SNP A G 3 133 c.766T>C c.(766-768)TTC>CTC p.F256L

Pat_06 Pre-Treatment PALB2 79728 37 16 23614890 23614890 Missense_Mutation SNP G A 5 462 c.3451C>T c.(3451-3453)CTC>TTC p.L1151F

Pat_06 Pre-Treatment ERN2 10595 37 16 23724538 23724538 Missense_Mutation SNP G A 3 26 c.115C>T c.(115-117)CCT>TCT p.P39S

Pat_06 Pre-Treatment SH2B1 25970 37 16 28878028 28878028 Missense_Mutation SNP G A 4 321 c.613G>A c.(613-615)GGG>AGG p.G205R

Pat_06 Pre-Treatment KIF22 3835 37 16 29809938 29809938 Missense_Mutation SNP G A 5 661 c.419G>A c.(418-420)AGC>AAC p.S140N

Pat_06 Pre-Treatment MVP 9961 37 16 29848185 29848185 Missense_Mutation SNP C G 3 153 c.815C>G c.(814-816)CCC>CGC p.P272R

Pat_06 Pre-Treatment TAOK2 9344 37 16 29990581 29990581 Missense_Mutation SNP C T 5 657 c.515C>T c.(514-516)TCT>TTT p.S172F

Pat_06 Pre-Treatment ZNF646 9726 37 16 31090124 31090124 Missense_Mutation SNP G T 6 804 c.2479G>T c.(2479-2481)GGG>TGG p.G827W

Pat_06 Pre-Treatment PRSS36 146547 37 16 31150725 31150725 Missense_Mutation SNP G A 5 490 c.2302C>T c.(2302-2304)CCG>TCG p.P768S

Pat_06 Pre-Treatment C16orf58 64755 37 16 31508206 31508206 Missense_Mutation SNP G C 3 119 c.666C>G c.(664-666)AAC>AAG p.N222K

Pat_06 Pre-Treatment NETO2 81831 37 16 47163191 47163191 Missense_Mutation SNP G A 6 797 c.176C>T c.(175-177)TCG>TTG p.S59L

Pat_06 Pre-Treatment LONP2 83752 37 16 48337150 48337150 Missense_Mutation SNP G A 8 810 c.1729G>A c.(1729-1731)GTG>ATG p.V577M

Pat_06 Pre-Treatment SIAH1 6477 37 16 48395912 48395912 Missense_Mutation SNP G A 4 228 c.428C>T c.(427-429)GCT>GTT p.A143V

Pat_06 Pre-Treatment CBLN1 869 37 16 49315218 49315218 Missense_Mutation SNP G C 3 194 c.159C>G c.(157-159)ATC>ATG p.I53M

Pat_06 Pre-Treatment ZNF423 23090 37 16 49672212 49672212 Missense_Mutation SNP G C 3 196 c.851C>G c.(850-852)ACC>AGC p.T284S

Pat_06 Pre-Treatment TOX3 27324 37 16 52497917 52497917 Missense_Mutation SNP G A 6 483 c.337C>T c.(337-339)CTC>TTC p.L113F

Pat_06 Pre-Treatment CAPNS2 84290 37 16 55601312 55601312 Missense_Mutation SNP G A 6 850 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_06 Pre-Treatment NLRC5 84166 37 16 57113186 57113186 Missense_Mutation SNP C A 5 341 c.5219C>A c.(5218-5220)CCG>CAG p.P1740Q

Pat_06 Pre-Treatment ZNF319 57567 37 16 58031472 58031472 Missense_Mutation SNP G A 5 445 c.698C>T c.(697-699)ACG>ATG p.T233M

Pat_06 Pre-Treatment SETD6 79918 37 16 58549945 58549945 Missense_Mutation SNP C T 3 56 c.278C>T c.(277-279)CCG>CTG p.P93L

Pat_06 Pre-Treatment GOT2 2806 37 16 58768141 58768141 Translation_Start_Site SNP G A 5 95 c.-8C>T c.(-10--6)TACGG>TATGG

Pat_06 Pre-Treatment CES3 23491 37 16 66998260 66998260 Missense_Mutation SNP C G 3 235 c.561C>G c.(559-561)AGC>AGG p.S187R

Pat_06 Pre-Treatment KIAA0895L 653319 37 16 67213728 67213728 Missense_Mutation SNP C T 5 442 c.704G>A c.(703-705)TGC>TAC p.C235Y

Pat_06 Pre-Treatment PLEKHG4 25894 37 16 67318652 67318652 Missense_Mutation SNP G A 4 199 c.1729G>A c.(1729-1731)GCA>ACA p.A577T

Pat_06 Pre-Treatment ZDHHC1 29800 37 16 67432126 67432126 Missense_Mutation SNP G A 8 721 c.916C>T c.(916-918)CGG>TGG p.R306W

Pat_06 Pre-Treatment PMFBP1 83449 37 16 72170712 72170712 Missense_Mutation SNP T C 5 293 c.925A>G c.(925-927)AAG>GAG p.K309E

Pat_06 Pre-Treatment PKD1L2 114780 37 16 81199543 81199543 Missense_Mutation SNP C T 8 43 c.3119G>A c.(3118-3120)CGA>CAA p.R1040Q

Pat_06 Pre-Treatment PLCG2 5336 37 16 81929460 81929460 Nonsense_Mutation SNP G A 5 610 c.1121G>A c.(1120-1122)TGG>TAG p.W374*

Pat_06 Pre-Treatment PLCG2 5336 37 16 81929466 81929466 Missense_Mutation SNP G A 5 639 c.1127G>A c.(1126-1128)CGG>CAG p.R376Q

Pat_06 Pre-Treatment ZDHHC7 55625 37 16 85010044 85010044 Missense_Mutation SNP G A 4 207 c.832C>T c.(832-834)CCC>TCC p.P278S

Pat_06 Pre-Treatment ANKRD11 29123 37 16 89347191 89347191 Missense_Mutation SNP G A 5 186 c.5759C>T c.(5758-5760)ACG>ATG p.T1920M

Pat_06 Pre-Treatment RAP1GAP2 23108 37 17 2921464 2921464 Missense_Mutation SNP G A 3 40 c.1604G>A c.(1603-1605)AGC>AAC p.S535N

Pat_06 Pre-Treatment TRPV1 7442 37 17 3489127 3489127 Missense_Mutation SNP G C 3 148 c.1318C>G c.(1318-1320)CTG>GTG p.L440V



Pat_06 Pre-Treatment ATP2A3 489 37 17 3839752 3839752 Missense_Mutation SNP G A 5 341 c.2333C>T c.(2332-2334)ACG>ATG p.T778M

Pat_06 Pre-Treatment ANKFY1 51479 37 17 4082253 4082253 Nonsense_Mutation SNP G A 5 640 c.2497C>T c.(2497-2499)CGA>TGA p.R833*

Pat_06 Pre-Treatment PFN1 5216 37 17 4849266 4849266 Missense_Mutation SNP C A 6 439 c.352G>T c.(352-354)GGT>TGT p.G118C

Pat_06 Pre-Treatment CAMTA2 23125 37 17 4875559 4875559 Missense_Mutation SNP C T 6 568 c.2776G>A c.(2776-2778)GCT>ACT p.A926T

Pat_06 Pre-Treatment DERL2 51009 37 17 5384615 5384615 Splice_Site SNP C T 5 349 c.327_splice c.e4+1 p.T109_splice

Pat_06 Pre-Treatment C17orf81 23587 37 17 7160182 7160182 Missense_Mutation SNP G A 4 454 c.464G>A c.(463-465)AGC>AAC p.S155N

Pat_06 Pre-Treatment TNK1 8711 37 17 7287867 7287867 Missense_Mutation SNP G A 4 83 c.931G>A c.(931-933)GTG>ATG p.V311M

Pat_06 Pre-Treatment C17orf74 201243 37 17 7329660 7329660 Missense_Mutation SNP G A 5 532 c.350G>A c.(349-351)AGT>AAT p.S117N

Pat_06 Pre-Treatment ZBTB4 57659 37 17 7366712 7366712 Missense_Mutation SNP G A 4 95 c.1589C>T c.(1588-1590)GCA>GTA p.A530V

Pat_06 Pre-Treatment DNAH2 146754 37 17 7697644 7697644 Missense_Mutation SNP C T 5 353 c.7642C>T c.(7642-7644)CGC>TGC p.R2548C

Pat_06 Pre-Treatment USP43 124739 37 17 9604461 9604461 Nonsense_Mutation SNP C T 3 27 c.1561C>T c.(1561-1563)CGA>TGA p.R521*

Pat_06 Pre-Treatment MYH2 4620 37 17 10430055 10430055 Missense_Mutation SNP G A 6 606 c.4048C>T c.(4048-4050)CGG>TGG p.R1350W

Pat_06 Pre-Treatment MAP2K4 6416 37 17 12028632 12028632 Missense_Mutation SNP G A 5 726 c.835G>A c.(835-837)GCA>ACA p.A279T

Pat_06 Pre-Treatment ELAC2 60528 37 17 12920211 12920211 Missense_Mutation SNP C T 5 643 c.335G>A c.(334-336)CGA>CAA p.R112Q

Pat_06 Pre-Treatment TRIM16 10626 37 17 15554529 15554529 Missense_Mutation SNP G A 4 374 c.395C>T c.(394-396)CCT>CTT p.P132L

Pat_06 Pre-Treatment UNC119 9094 37 17 26874365 26874365 Missense_Mutation SNP G A 5 435 c.673C>T c.(673-675)CGG>TGG p.R225W

Pat_06 Pre-Treatment SUPT6H 6830 37 17 27003267 27003267 Missense_Mutation SNP A G 4 588 c.716A>G c.(715-717)GAG>GGG p.E239G

Pat_06 Pre-Treatment RFFL 117584 37 17 33348494 33348494 Missense_Mutation SNP T C 3 166 c.487A>G c.(487-489)ACC>GCC p.T163A

Pat_06 Pre-Treatment GAS2L2 246176 37 17 34074192 34074192 Missense_Mutation SNP T C 4 775 c.928A>G c.(928-930)ACC>GCC p.T310A

Pat_06 Pre-Treatment TAF15 8148 37 17 34151144 34151144 Missense_Mutation SNP G A 5 522 c.547G>A c.(547-549)GGA>AGA p.G183R

Pat_06 Pre-Treatment MLLT6 4302 37 17 36873805 36873805 Missense_Mutation SNP T C 3 208 c.1772T>C c.(1771-1773)CTC>CCC p.L591P

Pat_06 Pre-Treatment ERBB2 2064 37 17 37866359 37866359 Missense_Mutation SNP G A 5 678 c.664G>A c.(664-666)GGT>AGT p.G222S

Pat_06 Pre-Treatment GRB7 2886 37 17 37899492 37899492 Missense_Mutation SNP G A 6 319 c.523G>A c.(523-525)GGA>AGA p.G175R

Pat_06 Pre-Treatment IGFBP4 3487 37 17 38610289 38610289 Missense_Mutation SNP G A 7 736 c.617G>A c.(616-618)CGC>CAC p.R206H

Pat_06 Pre-Treatment KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 3 53 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_06 Pre-Treatment KRTAP4-5 85289 37 17 39305839 39305839 Missense_Mutation SNP A T 4 194 c.181T>A c.(181-183)TGC>AGC p.C61S

Pat_06 Pre-Treatment KRTAP4-4 84616 37 17 39316769 39316769 Missense_Mutation SNP T A 7 582 c.175A>T c.(175-177)ACC>TCC p.T59S

Pat_06 Pre-Treatment KRT17 3872 37 17 39775940 39775940 Missense_Mutation SNP G A 7 415 c.1205C>T c.(1204-1206)CCG>CTG p.P402L

Pat_06 Pre-Treatment GRN 2896 37 17 42426831 42426831 Missense_Mutation SNP G T 5 418 c.176G>T c.(175-177)GGC>GTC p.G59V

Pat_06 Pre-Treatment ITGA2B 3674 37 17 42461287 42461287 Missense_Mutation SNP C G 3 151 c.973G>C c.(973-975)GCT>CCT p.A325P

Pat_06 Pre-Treatment NMT1 4836 37 17 43182301 43182301 Missense_Mutation SNP A G 3 256 c.1407A>G c.(1405-1407)ATA>ATG p.I469M

Pat_06 Pre-Treatment KPNB1 3837 37 17 45754426 45754426 Missense_Mutation SNP G A 5 680 c.2036G>A c.(2035-2037)CGT>CAT p.R679H

Pat_06 Pre-Treatment COL1A1 1277 37 17 48265326 48265326 Missense_Mutation SNP C A 6 612 c.3280G>T c.(3280-3282)GGT>TGT p.G1094C

Pat_06 Pre-Treatment MYCBPAP 84073 37 17 48605535 48605535 Missense_Mutation SNP G C 3 213 c.2440G>C c.(2440-2442)GTG>CTG p.V814L

Pat_06 Pre-Treatment CACNA1G 8913 37 17 48655687 48655687 Nonsense_Mutation SNP C A 5 282 c.2063C>A c.(2062-2064)TCA>TAA p.S688*

Pat_06 Pre-Treatment MPO 4353 37 17 56350963 56350963 Missense_Mutation SNP G A 281 493 c.1433C>T c.(1432-1434)ACG>ATG p.T478M

Pat_06 Pre-Treatment HSF5 124535 37 17 56565325 56565325 Missense_Mutation SNP C G 4 243 c.311G>C c.(310-312)GGC>GCC p.G104A

Pat_06 Pre-Treatment C17orf47 284083 37 17 56620550 56620550 Missense_Mutation SNP C T 4 259 c.998G>A c.(997-999)CGC>CAC p.R333H

Pat_06 Pre-Treatment HEATR6 63897 37 17 58120947 58120947 Missense_Mutation SNP G A 5 610 c.3523C>T c.(3523-3525)CTC>TTC p.L1175F

Pat_06 Pre-Treatment TANC2 26115 37 17 61497713 61497713 Missense_Mutation SNP G T 7 330 c.4370G>T c.(4369-4371)AGC>ATC p.S1457I

Pat_06 Pre-Treatment ERN1 2081 37 17 62144291 62144291 Missense_Mutation SNP C G 3 185 c.582G>C c.(580-582)AAG>AAC p.K194N

Pat_06 Pre-Treatment SMURF2 64750 37 17 62543799 62543799 Missense_Mutation SNP C A 7 617 c.1990G>T c.(1990-1992)GAT>TAT p.D664Y

Pat_06 Pre-Treatment LRRC37A3 374819 37 17 62891134 62891134 Missense_Mutation SNP G T 8 808 c.2242C>A c.(2242-2244)CTT>ATT p.L748I

Pat_06 Pre-Treatment PSMD12 5718 37 17 65362605 65362605 Missense_Mutation SNP C A 5 149 c.31G>T c.(31-33)GGG>TGG p.G11W

Pat_06 Pre-Treatment BPTF 2186 37 17 65955937 65955937 Missense_Mutation SNP C G 3 252 c.8207C>G c.(8206-8208)ACT>AGT p.T2736S

Pat_06 Pre-Treatment ARSG 22901 37 17 66339924 66339924 Missense_Mutation SNP G A 39 124 c.398G>A c.(397-399)GGG>GAG p.G133E

Pat_06 Pre-Treatment ABCA10 10349 37 17 67153007 67153007 Missense_Mutation SNP C T 4 136 c.3421G>A c.(3421-3423)GGA>AGA p.G1141R



Pat_06 Pre-Treatment OTOP3 347741 37 17 72943400 72943400 Missense_Mutation SNP G A 3 58 c.1450G>A c.(1450-1452)GGC>AGC p.G484S

Pat_06 Pre-Treatment KIAA0195 9772 37 17 73487517 73487517 Missense_Mutation SNP G A 5 473 c.1367G>A c.(1366-1368)CGC>CAC p.R456H

Pat_06 Pre-Treatment CASKIN2 57513 37 17 73500322 73500322 Missense_Mutation SNP G A 4 77 c.1441C>T c.(1441-1443)CGG>TGG p.R481W

Pat_06 Pre-Treatment RNF157 114804 37 17 74163736 74163736 Missense_Mutation SNP C T 8 514 c.439G>A c.(439-441)GCC>ACC p.A147T

Pat_06 Pre-Treatment UBE2O 63893 37 17 74395668 74395668 Missense_Mutation SNP G A 5 576 c.1490C>T c.(1489-1491)TCT>TTT p.S497F

Pat_06 Pre-Treatment ST6GALNAC1 55808 37 17 74621927 74621927 Missense_Mutation SNP G A 3 91 c.1579C>T c.(1579-1581)CTC>TTC p.L527F

Pat_06 Pre-Treatment CBX4 8535 37 17 77807880 77807880 Missense_Mutation SNP C T 5 391 c.1561G>A c.(1561-1563)GAG>AAG p.E521K

Pat_06 Pre-Treatment TBC1D16 125058 37 17 77987204 77987204 Missense_Mutation SNP G A 3 85 c.143C>T c.(142-144)CCG>CTG p.P48L

Pat_06 Pre-Treatment FASN 2194 37 17 80040889 80040889 Missense_Mutation SNP C G 4 248 c.5668G>C c.(5668-5670)GCT>CCT p.A1890P

Pat_06 Pre-Treatment TBCD 6904 37 17 80885162 80885162 Missense_Mutation SNP G A 4 144 c.2572G>A c.(2572-2574)GAC>AAC p.D858N

Pat_06 Pre-Treatment MYOM1 8736 37 18 3129428 3129428 Missense_Mutation SNP G A 6 589 c.2596C>T c.(2596-2598)CCG>TCG p.P866S

Pat_06 Pre-Treatment EPB41L3 23136 37 18 5478412 5478412 Missense_Mutation SNP G A 6 597 c.209C>T c.(208-210)GCT>GTT p.A70V

Pat_06 Pre-Treatment KIAA1632 57724 37 18 43456258 43456258 Missense_Mutation SNP A G 4 690 c.5992T>C c.(5992-5994)TCA>CCA p.S1998P

Pat_06 Pre-Treatment KIAA1632 57724 37 18 43529482 43529482 Missense_Mutation SNP C A 5 537 c.1465G>T c.(1465-1467)GGT>TGT p.G489C

Pat_06 Pre-Treatment ST8SIA5 29906 37 18 44260450 44260450 Missense_Mutation SNP C T 3 67 c.686G>A c.(685-687)CGG>CAG p.R229Q

Pat_06 Pre-Treatment CCDC11 220136 37 18 47788477 47788477 Missense_Mutation SNP C T 6 790 c.182G>A c.(181-183)CGC>CAC p.R61H

Pat_06 Pre-Treatment ALPK2 115701 37 18 56202703 56202703 Missense_Mutation SNP T C 4 590 c.4716A>G c.(4714-4716)ATA>ATG p.I1572M

Pat_06 Pre-Treatment CDH19 28513 37 18 64235831 64235831 Missense_Mutation SNP C A 6 634 c.312G>T c.(310-312)AAG>AAT p.K104N

Pat_06 Pre-Treatment DSEL 92126 37 18 65179336 65179336 Missense_Mutation SNP T C 4 745 c.2540A>G c.(2539-2541)GAG>GGG p.E847G

Pat_06 Pre-Treatment FAM69C 125704 37 18 72109213 72109213 Missense_Mutation SNP C T 5 598 c.1015G>A c.(1015-1017)GCG>ACG p.A339T

Pat_06 Pre-Treatment REXO1 57455 37 19 1826936 1826936 Missense_Mutation SNP G A 3 52 c.1852C>T c.(1852-1854)CGG>TGG p.R618W

Pat_06 Pre-Treatment REXO1 57455 37 19 1828061 1828061 Missense_Mutation SNP G A 3 105 c.727C>T c.(727-729)CGG>TGG p.R243W

Pat_06 Pre-Treatment HMG20B 10362 37 19 3576268 3576268 Missense_Mutation SNP G A 4 395 c.482G>A c.(481-483)AGC>AAC p.S161N

Pat_06 Pre-Treatment DAPK3 1613 37 19 3964864 3964864 Missense_Mutation SNP C A 6 510 c.188G>T c.(187-189)CGG>CTG p.R63L

Pat_06 Pre-Treatment PLIN4 729359 37 19 4512545 4512545 Missense_Mutation SNP G A 8 667 c.1385C>T c.(1384-1386)GCT>GTT p.A462V

Pat_06 Pre-Treatment PTPRS 5802 37 19 5214699 5214699 Missense_Mutation SNP C T 3 90 c.4367G>A c.(4366-4368)CGG>CAG p.R1456Q

Pat_06 Pre-Treatment PTPRS 5802 37 19 5245864 5245864 Missense_Mutation SNP T G 3 136 c.911A>C c.(910-912)AAG>ACG p.K304T

Pat_06 Pre-Treatment RANBP3 8498 37 19 5918626 5918626 Nonsense_Mutation SNP G A 6 689 c.1354C>T c.(1354-1356)CGA>TGA p.R452*

Pat_06 Pre-Treatment DENND1C 79958 37 19 6480024 6480024 Missense_Mutation SNP G A 3 83 c.56C>T c.(55-57)GCG>GTG p.A19V

Pat_06 Pre-Treatment TNFSF9 8744 37 19 6532819 6532819 Missense_Mutation SNP C A 6 635 c.290C>A c.(289-291)GCC>GAC p.A97D

Pat_06 Pre-Treatment C3 718 37 19 6677992 6677992 Missense_Mutation SNP C A 12 572 c.4893G>T c.(4891-4893)TGG>TGT p.W1631C

Pat_06 Pre-Treatment TRIP10 9322 37 19 6750307 6750307 Missense_Mutation SNP G T 5 593 c.1400G>T c.(1399-1401)TGG>TTG p.W467L

Pat_06 Pre-Treatment ZNF557 79230 37 19 7076391 7076391 Splice_Site SNP G T 6 585 c.100_splice c.e5-1 p.G34_splice

Pat_06 Pre-Treatment XAB2 56949 37 19 7688136 7688136 Missense_Mutation SNP G A 4 437 c.1159C>T c.(1159-1161)CCC>TCC p.P387S

Pat_06 Pre-Treatment CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 11 735 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_06 Pre-Treatment MUC16 94025 37 19 9061705 9061705 Missense_Mutation SNP C T 20 180 c.25741G>A c.(25741-25743)GAG>AAG p.E8581K

Pat_06 Pre-Treatment AP1M2 10053 37 19 10685123 10685123 Missense_Mutation SNP G A 3 29 c.1219C>T c.(1219-1221)CCC>TCC p.P407S

Pat_06 Pre-Treatment SLC44A2 57153 37 19 10742169 10742169 Nonsense_Mutation SNP C T 4 317 c.460C>T c.(460-462)CAA>TAA p.Q154*

Pat_06 Pre-Treatment DOCK6 57572 37 19 11333418 11333418 Missense_Mutation SNP G A 3 53 c.3233C>T c.(3232-3234)ACC>ATC p.T1078I

Pat_06 Pre-Treatment ZNF844 284391 37 19 12187394 12187394 Missense_Mutation SNP T C 6 166 c.1459T>C c.(1459-1461)TTT>CTT p.F487L

Pat_06 Pre-Treatment MAST1 22983 37 19 12969451 12969451 Missense_Mutation SNP G A 4 214 c.1264G>A c.(1264-1266)GAG>AAG p.E422K

Pat_06 Pre-Treatment CACNA1A 773 37 19 13397728 13397728 Missense_Mutation SNP G A 5 229 c.3145C>T c.(3145-3147)CGG>TGG p.R1049W

Pat_06 Pre-Treatment DCAF15 90379 37 19 14071323 14071323 Missense_Mutation SNP A G 3 47 c.1678A>G c.(1678-1680)ATG>GTG p.M560V

Pat_06 Pre-Treatment LPHN1 22859 37 19 14273754 14273754 Missense_Mutation SNP C A 3 57 c.874G>T c.(874-876)GTG>TTG p.V292L

Pat_06 Pre-Treatment DDX39 10212 37 19 14521140 14521140 Missense_Mutation SNP C T 5 398 c.620G>A c.(619-621)CGG>CAG p.R207Q

Pat_06 Pre-Treatment EMR3 84658 37 19 14748977 14748977 Missense_Mutation SNP G A 5 673 c.1424C>T c.(1423-1425)CCC>CTC p.P475L

Pat_06 Pre-Treatment RASAL3 64926 37 19 15565012 15565012 Missense_Mutation SNP G A 3 56 c.2227C>T c.(2227-2229)CTT>TTT p.L743F



Pat_06 Pre-Treatment OR10H5 284433 37 19 15904883 15904883 Missense_Mutation SNP G A 6 816 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_06 Pre-Treatment KLF2 10365 37 19 16437754 16437754 Missense_Mutation SNP C T 4 206 c.980C>T c.(979-981)ACG>ATG p.T327M

Pat_06 Pre-Treatment NWD1 284434 37 19 16884020 16884020 Missense_Mutation SNP C A 6 347 c.2494C>A c.(2494-2496)CAA>AAA p.Q832K

Pat_06 Pre-Treatment IL12RB1 3594 37 19 18197608 18197608 Missense_Mutation SNP A G 3 123 c.26T>C c.(25-27)GTC>GCC p.V9A

Pat_06 Pre-Treatment GDF1 2657 37 19 18995067 18995067 Missense_Mutation SNP G A 3 76 c.419C>T c.(418-420)CCG>CTG p.P140L

Pat_06 Pre-Treatment KIAA0892 23383 37 19 19455713 19455713 Missense_Mutation SNP C T 4 258 c.1133C>T c.(1132-1134)GCA>GTA p.A378V

Pat_06 Pre-Treatment ZNF737 100129842 37 19 20727870 20727870 Missense_Mutation SNP C G 4 219 c.1139G>C c.(1138-1140)TGG>TCG p.W380S

Pat_06 Pre-Treatment ZNF626 199777 37 19 20808090 20808090 Missense_Mutation SNP C T 6 172 c.593G>A c.(592-594)GGG>GAG p.G198E

Pat_06 Pre-Treatment ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 5 284 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_06 Pre-Treatment ZNF493 284443 37 19 21606614 21606614 Missense_Mutation SNP G A 6 209 c.769G>A c.(769-771)GCC>ACC p.A257T

Pat_06 Pre-Treatment ZNF208 7757 37 19 22155878 22155878 Missense_Mutation SNP G A 5 321 c.1658C>T c.(1657-1659)ACT>ATT p.T553I

Pat_06 Pre-Treatment ZNF681 148213 37 19 23927372 23927372 Missense_Mutation SNP C G 4 264 c.980G>C c.(979-981)AGA>ACA p.R327T

Pat_06 Pre-Treatment CCNE1 898 37 19 30308147 30308147 Missense_Mutation SNP G A 4 330 c.284G>A c.(283-285)CGG>CAG p.R95Q

Pat_06 Pre-Treatment TSHZ3 57616 37 19 31767905 31767905 Missense_Mutation SNP G A 6 256 c.2794C>T c.(2794-2796)CGG>TGG p.R932W

Pat_06 Pre-Treatment GPI 2821 37 19 34856194 34856194 Missense_Mutation SNP C T 4 195 c.23C>T c.(22-24)CCC>CTC p.P8L

Pat_06 Pre-Treatment GPI 2821 37 19 34890476 34890476 Missense_Mutation SNP C T 6 750 c.1414C>T c.(1414-1416)CGC>TGC p.R472C

Pat_06 Pre-Treatment ZNF30 90075 37 19 35434144 35434144 Missense_Mutation SNP G A 10 16 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_06 Pre-Treatment ZNF420 147923 37 19 37619123 37619123 Missense_Mutation SNP G C 3 284 c.1230G>C c.(1228-1230)CAG>CAC p.Q410H

Pat_06 Pre-Treatment RYR1 6261 37 19 39062761 39062761 Missense_Mutation SNP G A 4 528 c.13849G>A c.(13849-13851)GGA>AGA p.G4617R

Pat_06 Pre-Treatment HNRNPL 3191 37 19 39336518 39336518 Missense_Mutation SNP A G 4 670 c.599T>C c.(598-600)CTG>CCG p.L200P

Pat_06 Pre-Treatment PLEKHG2 64857 37 19 39915153 39915153 Missense_Mutation SNP C T 4 225 c.3380C>T c.(3379-3381)GCC>GTC p.A1127V

Pat_06 Pre-Treatment FCGBP 8857 37 19 40420050 40420050 Missense_Mutation SNP C T 85 258 c.2944G>A c.(2944-2946)GAC>AAC p.D982N

Pat_06 Pre-Treatment CYP2B6 1555 37 19 41522550 41522550 Splice_Site SNP G T 4 262 c.1295_splice c.e9-1 p.G432_splice

Pat_06 Pre-Treatment AXL 558 37 19 41725308 41725308 Missense_Mutation SNP G A 3 78 c.11G>A c.(10-12)CGG>CAG p.R4Q

Pat_06 Pre-Treatment EXOSC5 56915 37 19 41893466 41893466 Missense_Mutation SNP G C 3 62 c.568C>G c.(568-570)CGG>GGG p.R190G

Pat_06 Pre-Treatment ZNF155 7711 37 19 44501058 44501058 Missense_Mutation SNP G A 6 596 c.1049G>A c.(1048-1050)GGA>GAA p.G350E

Pat_06 Pre-Treatment ZNF284 342909 37 19 44590236 44590236 Missense_Mutation SNP G A 5 292 c.605G>A c.(604-606)CGC>CAC p.R202H

Pat_06 Pre-Treatment MARK4 57787 37 19 45801061 45801061 Missense_Mutation SNP G A 3 34 c.1726G>A c.(1726-1728)GAC>AAC p.D576N

Pat_06 Pre-Treatment PTGIR 5739 37 19 47127113 47127113 Missense_Mutation SNP G A 3 83 c.370C>T c.(370-372)CCC>TCC p.P124S

Pat_06 Pre-Treatment GRLF1 2909 37 19 47425372 47425372 Missense_Mutation SNP G A 5 292 c.3440G>A c.(3439-3441)CGC>CAC p.R1147H

Pat_06 Pre-Treatment NAPA 8775 37 19 47995315 47995315 Missense_Mutation SNP T C 4 571 c.623A>G c.(622-624)AAG>AGG p.K208R

Pat_06 Pre-Treatment EHD2 30846 37 19 48244171 48244171 Missense_Mutation SNP C T 65 111 c.1114C>T c.(1114-1116)CAC>TAC p.H372Y

Pat_06 Pre-Treatment LIG1 3978 37 19 48640915 48640915 Missense_Mutation SNP G T 4 204 c.1118C>A c.(1117-1119)GCA>GAA p.A373E

Pat_06 Pre-Treatment GRIN2D 2906 37 19 48908576 48908576 Nonsense_Mutation SNP C T 3 103 c.1051C>T c.(1051-1053)CAG>TAG p.Q351*

Pat_06 Pre-Treatment CA11 770 37 19 49143533 49143533 Missense_Mutation SNP C A 6 425 c.290G>T c.(289-291)CGG>CTG p.R97L

Pat_06 Pre-Treatment FUT2 2524 37 19 49207114 49207114 Missense_Mutation SNP G A 6 578 c.901G>A c.(901-903)GGA>AGA p.G301R

Pat_06 Pre-Treatment BCAT2 587 37 19 49309887 49309887 Missense_Mutation SNP C T 5 700 c.187G>A c.(187-189)GAC>AAC p.D63N

Pat_06 Pre-Treatment PLEKHA4 57664 37 19 49341337 49341337 Missense_Mutation SNP G A 5 495 c.2014C>T c.(2014-2016)CGG>TGG p.R672W

Pat_06 Pre-Treatment CCDC155 147872 37 19 49897837 49897837 Missense_Mutation SNP G A 5 409 c.148G>A c.(148-150)GGC>AGC p.G50S

Pat_06 Pre-Treatment ALDH16A1 126133 37 19 49965932 49965932 Missense_Mutation SNP G A 4 161 c.1018G>A c.(1018-1020)GTG>ATG p.V340M

Pat_06 Pre-Treatment MED25 81857 37 19 50339086 50339086 Missense_Mutation SNP G C 3 71 c.1849G>C c.(1849-1851)GCC>CCC p.A617P

Pat_06 Pre-Treatment POLD1 5424 37 19 50909518 50909518 Missense_Mutation SNP C T 6 538 c.1322C>T c.(1321-1323)ACG>ATG p.T441M

Pat_06 Pre-Treatment LRRC4B 94030 37 19 51052058 51052058 Missense_Mutation SNP G A 3 35 c.38C>T c.(37-39)CCG>CTG p.P13L

Pat_06 Pre-Treatment ZNF578 147660 37 19 53014626 53014626 Missense_Mutation SNP C G 6 445 c.992C>G c.(991-993)ACA>AGA p.T331R

Pat_06 Pre-Treatment ZNF578 147660 37 19 53014710 53014710 Missense_Mutation SNP G C 8 434 c.1076G>C c.(1075-1077)AGA>ACA p.R359T

Pat_06 Pre-Treatment ZNF761 388561 37 19 53957922 53957922 Missense_Mutation SNP C T 6 453 c.161C>T c.(160-162)ACG>ATG p.T54M

Pat_06 Pre-Treatment TSEN34 79042 37 19 54696087 54696087 Missense_Mutation SNP G A 5 318 c.608G>A c.(607-609)CGT>CAT p.R203H



Pat_06 Pre-Treatment LILRA4 23547 37 19 54849290 54849290 Missense_Mutation SNP C G 3 218 c.572G>C c.(571-573)GGT>GCT p.G191A

Pat_06 Pre-Treatment SYT5 6861 37 19 55686662 55686662 Missense_Mutation SNP A G 4 114 c.586T>C c.(586-588)TAC>CAC p.Y196H

Pat_06 Pre-Treatment SAPS1 22870 37 19 55743297 55743297 Missense_Mutation SNP G A 3 72 c.2179C>T c.(2179-2181)CCC>TCC p.P727S

Pat_06 Pre-Treatment SAPS1 22870 37 19 55756504 55756504 Missense_Mutation SNP G A 4 150 c.602C>T c.(601-603)CCG>CTG p.P201L

Pat_06 Pre-Treatment U2AF2 11338 37 19 56180135 56180135 Missense_Mutation SNP G A 5 423 c.922G>A c.(922-924)GTG>ATG p.V308M

Pat_06 Pre-Treatment NLRP11 204801 37 19 56320822 56320822 Missense_Mutation SNP G A 6 618 c.1154C>T c.(1153-1155)ACT>ATT p.T385I

Pat_06 Pre-Treatment ZNF71 58491 37 19 57133523 57133523 Missense_Mutation SNP C T 5 428 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_06 Pre-Treatment SLC27A5 10998 37 19 59009938 59009938 Missense_Mutation SNP G A 4 171 c.2017C>T c.(2017-2019)CGG>TGG p.R673W

Pat_06 Pre-Treatment MYT1L 23040 37 2 1796174 1796174 Missense_Mutation SNP C G 3 148 c.3339G>C c.(3337-3339)CAG>CAC p.Q1113H

Pat_06 Pre-Treatment KCNF1 3754 37 2 11053168 11053168 Missense_Mutation SNP G A 4 183 c.616G>A c.(616-618)GAG>AAG p.E206K

Pat_06 Pre-Treatment DPYSL5 56896 37 2 27165503 27165503 Missense_Mutation SNP G A 4 303 c.1325G>A c.(1324-1326)CGG>CAG p.R442Q

Pat_06 Pre-Treatment ZNF513 130557 37 2 27601720 27601720 Missense_Mutation SNP G A 3 54 c.413C>T c.(412-414)CCG>CTG p.P138L

Pat_06 Pre-Treatment C2orf16 84226 37 2 27804774 27804774 Nonsense_Mutation SNP G T 8 827 c.5335G>T c.(5335-5337)GAG>TAG p.E1779*

Pat_06 Pre-Treatment FAM179A 165186 37 2 29222223 29222223 Missense_Mutation SNP C T 3 53 c.316C>T c.(316-318)CTC>TTC p.L106F

Pat_06 Pre-Treatment ALK 238 37 2 29519754 29519754 Missense_Mutation SNP C T 6 175 c.1817G>A c.(1816-1818)AGG>AAG p.R606K

Pat_06 Pre-Treatment HEATR5B 54497 37 2 37302641 37302641 Missense_Mutation SNP C A 6 794 c.584G>T c.(583-585)TGT>TTT p.C195F

Pat_06 Pre-Treatment PRKCE 5581 37 2 46234724 46234724 Missense_Mutation SNP G A 4 234 c.1187G>A c.(1186-1188)CGG>CAG p.R396Q

Pat_06 Pre-Treatment MSH2 4436 37 2 47739544 47739544 Missense_Mutation SNP C A 3 68 c.2737C>A c.(2737-2739)CAG>AAG p.Q913K

Pat_06 Pre-Treatment SPTBN1 6711 37 2 54858212 54858212 Missense_Mutation SNP G A 5 490 c.3028G>A c.(3028-3030)GCA>ACA p.A1010T

Pat_06 Pre-Treatment PAPOLG 64895 37 2 61014687 61014687 Missense_Mutation SNP G T 6 363 c.1328G>T c.(1327-1329)CGG>CTG p.R443L

Pat_06 Pre-Treatment MDH1 4190 37 2 63833082 63833082 Missense_Mutation SNP G C 4 794 c.799G>C c.(799-801)GTG>CTG p.V267L

Pat_06 Pre-Treatment HSPC159 29094 37 2 64683497 64683497 Missense_Mutation SNP C A 7 831 c.273C>A c.(271-273)TTC>TTA p.F91L

Pat_06 Pre-Treatment SFXN5 94097 37 2 73188358 73188358 Missense_Mutation SNP G A 5 190 c.847C>T c.(847-849)CGC>TGC p.R283C

Pat_06 Pre-Treatment CCT7 10574 37 2 73477522 73477522 Missense_Mutation SNP C T 5 545 c.1159C>T c.(1159-1161)CGG>TGG p.R387W

Pat_06 Pre-Treatment ACTG2 72 37 2 74135861 74135861 Missense_Mutation SNP T C 4 224 c.317T>C c.(316-318)CTC>CCC p.L106P

Pat_06 Pre-Treatment TTC31 64427 37 2 74710251 74710251 Missense_Mutation SNP G A 5 639 c.29G>A c.(28-30)CGG>CAG p.R10Q

Pat_06 Pre-Treatment ZNF2 7549 37 2 95843243 95843243 Missense_Mutation SNP G A 5 730 c.49G>A c.(49-51)GAA>AAA p.E17K

Pat_06 Pre-Treatment VWA3B 200403 37 2 98779371 98779371 Missense_Mutation SNP G A 4 237 c.1046G>A c.(1045-1047)AGC>AAC p.S349N

Pat_06 Pre-Treatment TBC1D8 11138 37 2 101654946 101654946 Missense_Mutation SNP C T 8 781 c.1207G>A c.(1207-1209)GAC>AAC p.D403N

Pat_06 Pre-Treatment IL1RL2 8808 37 2 102849561 102849561 Missense_Mutation SNP G A 6 341 c.1274G>A c.(1273-1275)GGC>GAC p.G425D

Pat_06 Pre-Treatment SULT1C2 6819 37 2 108910735 108910735 Missense_Mutation SNP G A 6 710 c.202G>A c.(202-204)GTG>ATG p.V68M

Pat_06 Pre-Treatment BCL2L11 10018 37 2 111881718 111881718 Splice_Site SNP T C 4 563 c.394_splice c.e2+2 p.A132_splice

Pat_06 Pre-Treatment LOC401010 401010 37 2 132200809 132200809 Missense_Mutation SNP A G 3 112 c.1193T>C c.(1192-1194)CTG>CCG p.L398P

Pat_06 Pre-Treatment GPR39 2863 37 2 133175192 133175192 Missense_Mutation SNP C T 6 549 c.577C>T c.(577-579)CGC>TGC p.R193C

Pat_06 Pre-Treatment THSD7B 80731 37 2 138169350 138169350 Missense_Mutation SNP G A 5 525 c.2774G>A c.(2773-2775)AGC>AAC p.S925N

Pat_06 Pre-Treatment THSD7B 80731 37 2 138208489 138208489 Missense_Mutation SNP T C 4 282 c.2941T>C c.(2941-2943)TGC>CGC p.C981R

Pat_06 Pre-Treatment MBD5 55777 37 2 149247153 149247153 Missense_Mutation SNP G A 7 598 c.3253G>A c.(3253-3255)GTA>ATA p.V1085I

Pat_06 Pre-Treatment LYPD6 130574 37 2 150305643 150305643 Missense_Mutation SNP G C 3 219 c.199G>C c.(199-201)GAC>CAC p.D67H

Pat_06 Pre-Treatment NEB 4703 37 2 152584266 152584266 Missense_Mutation SNP G A 4 355 c.233C>T c.(232-234)CCT>CTT p.P78L

Pat_06 Pre-Treatment CACNB4 785 37 2 152954896 152954896 Missense_Mutation SNP C A 6 647 c.95G>T c.(94-96)AGG>ATG p.R32M

Pat_06 Pre-Treatment ACVR1C 130399 37 2 158412733 158412733 Missense_Mutation SNP C G 3 143 c.416G>C c.(415-417)CGA>CCA p.R139P

Pat_06 Pre-Treatment SCN2A 6326 37 2 166245255 166245255 Missense_Mutation SNP C T 5 511 c.4939C>T c.(4939-4941)CGC>TGC p.R1647C

Pat_06 Pre-Treatment G6PC2 57818 37 2 169764282 169764282 Missense_Mutation SNP C T 5 356 c.761C>T c.(760-762)ACG>ATG p.T254M

Pat_06 Pre-Treatment MYO3B 140469 37 2 171376005 171376005 Missense_Mutation SNP G A 5 414 c.3530G>A c.(3529-3531)CGT>CAT p.R1177H

Pat_06 Pre-Treatment HAT1 8520 37 2 172822973 172822973 Missense_Mutation SNP G A 6 667 c.655G>A c.(655-657)GTA>ATA p.V219I

Pat_06 Pre-Treatment ITGA6 3655 37 2 173332254 173332254 Missense_Mutation SNP C T 5 503 c.353C>T c.(352-354)ACC>ATC p.T118I

Pat_06 Pre-Treatment CDCA7 83879 37 2 174223439 174223439 Splice_Site SNP G A 4 187 c.22_splice c.e2-1 p.Q8_splice



Pat_06 Pre-Treatment ATF2 1386 37 2 175979479 175979479 Missense_Mutation SNP C T 5 904 c.565G>A c.(565-567)GTA>ATA p.V189I

Pat_06 Pre-Treatment RBM45 129831 37 2 178977533 178977533 Missense_Mutation SNP A G 4 391 c.260A>G c.(259-261)CAT>CGT p.H87R

Pat_06 Pre-Treatment TTN 7273 37 2 179469616 179469616 Missense_Mutation SNP G A 4 271 c.46496C>T c.(46495-46497)TCC>TTC p.S15499F

Pat_06 Pre-Treatment TTN 7273 37 2 179472553 179472553 Missense_Mutation SNP G A 5 693 c.45257C>T c.(45256-45258)CCG>CTG p.P15086L

Pat_06 Pre-Treatment TTN 7273 37 2 179605181 179605181 Missense_Mutation SNP G A 4 167 c.12266C>T c.(12265-12267)GCG>GTG p.A4089V

Pat_06 Pre-Treatment TTN 7273 37 2 179610475 179610475 Missense_Mutation SNP C T 195 417 c.16652G>A c.(16651-16653)GGA>GAA p.G5551E

Pat_06 Pre-Treatment TTN 7273 37 2 179648873 179648873 Missense_Mutation SNP T C 5 625 c.2699A>G c.(2698-2700)AAG>AGG p.K900R

Pat_06 Pre-Treatment CWC22 57703 37 2 180809888 180809888 Nonsense_Mutation SNP G A 4 221 c.2695C>T c.(2695-2697)CGA>TGA p.R899*

Pat_06 Pre-Treatment SSFA2 6744 37 2 182780684 182780684 Missense_Mutation SNP T C 4 507 c.2317T>C c.(2317-2319)TAT>CAT p.Y773H

Pat_06 Pre-Treatment MSTN 2660 37 2 190926979 190926979 Missense_Mutation SNP G A 6 701 c.344C>T c.(343-345)ACG>ATG p.T115M

Pat_06 Pre-Treatment KCTD18 130535 37 2 201369598 201369598 Missense_Mutation SNP T C 5 362 c.245A>G c.(244-246)GAG>GGG p.E82G

Pat_06 Pre-Treatment CD28 940 37 2 204594418 204594418 Missense_Mutation SNP T C 6 808 c.457T>C c.(457-459)TTT>CTT p.F153L

Pat_06 Pre-Treatment PARD3B 117583 37 2 206305378 206305378 Missense_Mutation SNP C A 5 279 c.3026C>A c.(3025-3027)CCA>CAA p.P1009Q

Pat_06 Pre-Treatment EEF1B2 1933 37 2 207026761 207026761 Splice_Site SNP G T 5 499 c.331_splice c.e5-1 p.E111_splice

Pat_06 Pre-Treatment ZDBF2 57683 37 2 207173934 207173934 Missense_Mutation SNP G A 3 47 c.4682G>A c.(4681-4683)AGC>AAC p.S1561N

Pat_06 Pre-Treatment C2orf67 151050 37 2 210889861 210889861 Missense_Mutation SNP C A 7 758 c.2531G>T c.(2530-2532)TGG>TTG p.W844L

Pat_06 Pre-Treatment USP37 57695 37 2 219374792 219374792 Missense_Mutation SNP G A 5 583 c.935C>T c.(934-936)TCT>TTT p.S312F

Pat_06 Pre-Treatment RQCD1 9125 37 2 219457378 219457378 Missense_Mutation SNP C A 6 729 c.679C>A c.(679-681)CGT>AGT p.R227S

Pat_06 Pre-Treatment ZNF142 7701 37 2 219507245 219507245 Missense_Mutation SNP G A 4 267 c.3994C>T c.(3994-3996)CGC>TGC p.R1332C

Pat_06 Pre-Treatment TTLL4 9654 37 2 219602485 219602485 Missense_Mutation SNP C T 5 352 c.86C>T c.(85-87)CCT>CTT p.P29L

Pat_06 Pre-Treatment OBSL1 23363 37 2 220423961 220423961 Missense_Mutation SNP G A 5 738 c.3212C>T c.(3211-3213)ACT>ATT p.T1071I

Pat_06 Pre-Treatment SLC4A3 6508 37 2 220494381 220494381 Missense_Mutation SNP G A 4 128 c.575G>A c.(574-576)GGC>GAC p.G192D

Pat_06 Pre-Treatment COL4A4 1286 37 2 227896697 227896697 Missense_Mutation SNP C G 3 81 c.3781G>C c.(3781-3783)GGA>CGA p.G1261R

Pat_06 Pre-Treatment COL4A4 1286 37 2 227924297 227924297 Missense_Mutation SNP T C 5 492 c.2207A>G c.(2206-2208)AAG>AGG p.K736R

Pat_06 Pre-Treatment SPHKAP 80309 37 2 228858295 228858295 Missense_Mutation SNP T C 3 107 c.4676A>G c.(4675-4677)GAT>GGT p.D1559G

Pat_06 Pre-Treatment UGT1A7 54577 37 2 234590752 234590752 Missense_Mutation SNP G A 8 823 c.169G>A c.(169-171)GTA>ATA p.V57I

Pat_06 Pre-Treatment COL6A3 1293 37 2 238271946 238271946 Missense_Mutation SNP G A 5 403 c.6013C>T c.(6013-6015)CCC>TCC p.P2005S

Pat_06 Pre-Treatment ANKMY1 51281 37 2 241465678 241465678 Missense_Mutation SNP C T 5 465 c.871G>A c.(871-873)GCA>ACA p.A291T

Pat_06 Pre-Treatment KIF1A 547 37 2 241702471 241702471 Missense_Mutation SNP C T 3 51 c.1960G>A c.(1960-1962)GAG>AAG p.E654K

Pat_06 Pre-Treatment TRIB3 57761 37 20 372045 372045 Missense_Mutation SNP T C 3 139 c.406T>C c.(406-408)TTT>CTT p.F136L

Pat_06 Pre-Treatment TGM6 343641 37 20 2411570 2411570 Missense_Mutation SNP G A 5 637 c.1864G>A c.(1864-1866)GTT>ATT p.V622I

Pat_06 Pre-Treatment VPS16 64601 37 20 2844692 2844692 Missense_Mutation SNP G A 5 578 c.1574G>A c.(1573-1575)CGA>CAA p.R525Q

Pat_06 Pre-Treatment C20orf27 54976 37 20 3734797 3734797 Missense_Mutation SNP G A 3 60 c.433C>T c.(433-435)CAC>TAC p.H145Y

Pat_06 Pre-Treatment PYGB 5834 37 20 25263863 25263863 Missense_Mutation SNP C T 4 290 c.1570C>T c.(1570-1572)CCG>TCG p.P524S

Pat_06 Pre-Treatment NINL 22981 37 20 25493625 25493625 Missense_Mutation SNP G T 5 464 c.295C>A c.(295-297)CCT>ACT p.P99T

Pat_06 Pre-Treatment BCL2L1 598 37 20 30309595 30309595 Missense_Mutation SNP A G 7 844 c.427T>C c.(427-429)TTT>CTT p.F143L

Pat_06 Pre-Treatment ASXL1 171023 37 20 31022862 31022862 Missense_Mutation SNP C T 9 284 c.2347C>T c.(2347-2349)CCG>TCG p.P783S

Pat_06 Pre-Treatment C20orf112 140688 37 20 31041111 31041111 Missense_Mutation SNP T C 3 161 c.761A>G c.(760-762)GAG>GGG p.E254G

Pat_06 Pre-Treatment DLGAP4 22839 37 20 35060143 35060143 Missense_Mutation SNP G A 4 264 c.23G>A c.(22-24)CGC>CAC p.R8H

Pat_06 Pre-Treatment KIAA0406 9675 37 20 36640866 36640866 Missense_Mutation SNP C A 5 298 c.1353G>T c.(1351-1353)TGG>TGT p.W451C

Pat_06 Pre-Treatment DHX35 60625 37 20 37634964 37634964 Missense_Mutation SNP G A 6 694 c.1187G>A c.(1186-1188)CGT>CAT p.R396H

Pat_06 Pre-Treatment CDH22 64405 37 20 44828101 44828101 Missense_Mutation SNP C T 5 130 c.1384G>A c.(1384-1386)GCC>ACC p.A462T

Pat_06 Pre-Treatment ARFGEF2 10564 37 20 47630450 47630450 Missense_Mutation SNP G A 6 531 c.4132G>A c.(4132-4134)GTG>ATG p.V1378M

Pat_06 Pre-Treatment SLC9A8 23315 37 20 48491287 48491287 Missense_Mutation SNP C T 6 658 c.1004C>T c.(1003-1005)ACG>ATG p.T335M

Pat_06 Pre-Treatment KCNG1 3755 37 20 49620679 49620679 Missense_Mutation SNP C T 4 241 c.1439G>A c.(1438-1440)CGG>CAG p.R480Q

Pat_06 Pre-Treatment PCK1 5105 37 20 56136544 56136544 Missense_Mutation SNP C A 5 468 c.77C>A c.(76-78)GCA>GAA p.A26E

Pat_06 Pre-Treatment APCDD1L 164284 37 20 57042680 57042680 Missense_Mutation SNP G C 3 127 c.223C>G c.(223-225)CGC>GGC p.R75G



Pat_06 Pre-Treatment EDN3 1908 37 20 57896188 57896188 Missense_Mutation SNP G T 6 690 c.482G>T c.(481-483)TGT>TTT p.C161F

Pat_06 Pre-Treatment OSBPL2 9885 37 20 60847197 60847197 Missense_Mutation SNP C T 4 329 c.275C>T c.(274-276)ACG>ATG p.T92M

Pat_06 Pre-Treatment OSBPL2 9885 37 20 60866810 60866810 Missense_Mutation SNP G A 7 611 c.1301G>A c.(1300-1302)CGG>CAG p.R434Q

Pat_06 Pre-Treatment ADRM1 11047 37 20 60881352 60881352 Missense_Mutation SNP G T 5 570 c.430G>T c.(430-432)GGC>TGC p.G144C

Pat_06 Pre-Treatment LAMA5 3911 37 20 60921230 60921230 Missense_Mutation SNP C A 5 101 c.1324G>T c.(1324-1326)GAC>TAC p.D442Y

Pat_06 Pre-Treatment COL20A1 57642 37 20 61959682 61959682 Splice_Site SNP G A 3 81 c.3614_splice c.e34-1 p.S1205_splice

Pat_06 Pre-Treatment PRIC285 85441 37 20 62197362 62197362 Missense_Mutation SNP C T 3 53 c.2813G>A c.(2812-2814)CGG>CAG p.R938Q

Pat_06 Pre-Treatment ZNF512B 57473 37 20 62598032 62598032 Nonsense_Mutation SNP G A 5 213 c.496C>T c.(496-498)CGA>TGA p.R166*

Pat_06 Pre-Treatment NCAM2 4685 37 21 22696706 22696706 Missense_Mutation SNP C T 6 681 c.623C>T c.(622-624)CCG>CTG p.P208L

Pat_06 Pre-Treatment USP16 10600 37 21 30414421 30414421 Missense_Mutation SNP G A 5 294 c.1118G>A c.(1117-1119)AGA>AAA p.R373K

Pat_06 Pre-Treatment CHAF1B 8208 37 21 37766943 37766943 Missense_Mutation SNP G A 5 383 c.476G>A c.(475-477)AGC>AAC p.S159N

Pat_06 Pre-Treatment UBE2G2 7327 37 21 46193549 46193549 Missense_Mutation SNP G T 5 371 c.298C>A c.(298-300)CCC>ACC p.P100T

Pat_06 Pre-Treatment MICAL3 57553 37 22 18370161 18370161 Missense_Mutation SNP T C 3 219 c.1932A>G c.(1930-1932)ATA>ATG p.I644M

Pat_06 Pre-Treatment GSTT2 2953 37 22 24300614 24300614 Missense_Mutation SNP G A 4 152 c.383C>T c.(382-384)CCC>CTC p.P128L

Pat_06 Pre-Treatment SUSD2 56241 37 22 24583962 24583962 Nonsense_Mutation SNP G T 8 626 c.2200G>T c.(2200-2202)GGA>TGA p.G734*

Pat_06 Pre-Treatment SGSM1 129049 37 22 25291235 25291235 Missense_Mutation SNP A G 3 155 c.2164A>G c.(2164-2166)AGC>GGC p.S722G

Pat_06 Pre-Treatment MN1 4330 37 22 28195963 28195963 Missense_Mutation SNP C T 4 50 c.569G>A c.(568-570)TGC>TAC p.C190Y

Pat_06 Pre-Treatment NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 6 324 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_06 Pre-Treatment PES1 23481 37 22 30977004 30977004 Missense_Mutation SNP C T 5 210 c.907G>A c.(907-909)GAT>AAT p.D303N

Pat_06 Pre-Treatment RNF185 91445 37 22 31588673 31588673 Nonsense_Mutation SNP G A 5 602 c.180G>A c.(178-180)TGG>TGA p.W60*

Pat_06 Pre-Treatment MYH9 4627 37 22 36705381 36705381 Missense_Mutation SNP C A 4 346 c.1789G>T c.(1789-1791)GCC>TCC p.A597S

Pat_06 Pre-Treatment MAFF 23764 37 22 38610560 38610560 Missense_Mutation SNP G A 4 46 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_06 Pre-Treatment DDX17 10521 37 22 38882269 38882269 Missense_Mutation SNP T C 44 330 c.1867A>G c.(1867-1869)AGT>GGT p.S623G

Pat_06 Pre-Treatment L3MBTL2 83746 37 22 41616870 41616870 Missense_Mutation SNP G A 4 301 c.851G>A c.(850-852)CGG>CAG p.R284Q

Pat_06 Pre-Treatment ZC3H7B 23264 37 22 41752674 41752674 Missense_Mutation SNP G A 5 508 c.2543G>A c.(2542-2544)GGC>GAC p.G848D

Pat_06 Pre-Treatment XRCC6 2547 37 22 42049589 42049589 Missense_Mutation SNP G A 5 675 c.1186G>A c.(1186-1188)GCA>ACA p.A396T

Pat_06 Pre-Treatment WBP2NL 164684 37 22 42415422 42415422 Missense_Mutation SNP G A 4 191 c.170G>A c.(169-171)CGG>CAG p.R57Q

Pat_06 Pre-Treatment CYP2D7P1 1564 37 22 42537318 42537318 Missense_Mutation SNP T C 3 111 c.747A>G c.(745-747)ATA>ATG p.I249M

Pat_06 Pre-Treatment SCUBE1 80274 37 22 43606234 43606234 Missense_Mutation SNP C G 3 134 c.2396G>C c.(2395-2397)GGC>GCC p.G799A

Pat_06 Pre-Treatment SCUBE1 80274 37 22 43610116 43610116 Missense_Mutation SNP C T 5 304 c.2033G>A c.(2032-2034)CGC>CAC p.R678H

Pat_06 Pre-Treatment NUP50 10762 37 22 45574769 45574769 Missense_Mutation SNP G T 4 331 c.991G>T c.(991-993)GGT>TGT p.G331C

Pat_06 Pre-Treatment UPK3A 7380 37 22 45691499 45691499 Missense_Mutation SNP G A 7 353 c.763G>A c.(763-765)GTT>ATT p.V255I

Pat_06 Pre-Treatment FAM19A5 25817 37 22 48885418 48885418 Missense_Mutation SNP C T 3 19 c.14C>T c.(13-15)CCC>CTC p.P5L

Pat_06 Pre-Treatment HDAC10 83933 37 22 50687828 50687828 Nonsense_Mutation SNP G A 4 200 c.619C>T c.(619-621)CGA>TGA p.R207*

Pat_06 Pre-Treatment MAPK11 5600 37 22 50703839 50703839 Missense_Mutation SNP C G 4 347 c.926G>C c.(925-927)AGC>ACC p.S309T

Pat_06 Pre-Treatment PLXNB2 23654 37 22 50719060 50719060 Missense_Mutation SNP G A 4 187 c.4033C>T c.(4033-4035)CGC>TGC p.R1345C

Pat_06 Pre-Treatment PLXNB2 23654 37 22 50720723 50720723 Missense_Mutation SNP C T 4 296 c.3007G>A c.(3007-3009)GTC>ATC p.V1003I

Pat_06 Pre-Treatment CPT1B 1375 37 22 51014749 51014749 Missense_Mutation SNP G A 5 752 c.577C>T c.(577-579)CGC>TGC p.R193C

Pat_06 Pre-Treatment SHANK3 85358 37 22 51142344 51142344 Missense_Mutation SNP G A 3 63 c.1717G>A c.(1717-1719)GAC>AAC p.D573N

Pat_06 Pre-Treatment SHANK3 85358 37 22 51142363 51142363 Missense_Mutation SNP G A 3 55 c.1736G>A c.(1735-1737)AGC>AAC p.S579N

Pat_06 Pre-Treatment LRRN1 57633 37 3 3887416 3887416 Missense_Mutation SNP G A 6 614 c.1091G>A c.(1090-1092)CGT>CAT p.R364H

Pat_06 Pre-Treatment OXTR 5021 37 3 8809414 8809414 Missense_Mutation SNP G A 3 39 c.460C>T c.(460-462)CGC>TGC p.R154C

Pat_06 Pre-Treatment SLC6A11 6538 37 3 10858143 10858143 Missense_Mutation SNP G A 4 212 c.193G>A c.(193-195)GGG>AGG p.G65R

Pat_06 Pre-Treatment MKRN2 23609 37 3 12611568 12611568 Splice_Site SNP A T 5 592 c.156_splice c.e3-2 p.R52_splice

Pat_06 Pre-Treatment RAF1 5894 37 3 12641301 12641301 Missense_Mutation SNP G A 7 542 c.997C>T c.(997-999)CGT>TGT p.R333C

Pat_06 Pre-Treatment CAND2 23066 37 3 12856781 12856781 Missense_Mutation SNP G A 5 369 c.1148G>A c.(1147-1149)CGC>CAC p.R383H

Pat_06 Pre-Treatment KCNH8 131096 37 3 19575002 19575002 Missense_Mutation SNP G A 5 567 c.2735G>A c.(2734-2736)AGC>AAC p.S912N



Pat_06 Pre-Treatment ZCWPW2 152098 37 3 28454732 28454732 Nonsense_Mutation SNP G A 5 750 c.173G>A c.(172-174)TGG>TAG p.W58*

Pat_06 Pre-Treatment DCLK3 85443 37 3 36763056 36763056 Missense_Mutation SNP G A 6 531 c.1547C>T c.(1546-1548)ACC>ATC p.T516I

Pat_06 Pre-Treatment C3orf23 285343 37 3 44408953 44408953 Nonsense_Mutation SNP C T 5 629 c.325C>T c.(325-327)CGA>TGA p.R109*

Pat_06 Pre-Treatment TMEM42 131616 37 3 44905831 44905831 Missense_Mutation SNP G A 6 327 c.335G>A c.(334-336)AGC>AAC p.S112N

Pat_06 Pre-Treatment TGM4 7047 37 3 44945455 44945455 Missense_Mutation SNP G A 6 563 c.1051G>A c.(1051-1053)GCA>ACA p.A351T

Pat_06 Pre-Treatment PRSS45 377047 37 3 46784443 46784443 Missense_Mutation SNP T C 3 122 c.413A>G c.(412-414)GAC>GGC p.D138G

Pat_06 Pre-Treatment NBEAL2 23218 37 3 47042490 47042490 Splice_Site SNP G A 4 103 c.4306_splice c.e28-1 p.Q1436_splice

Pat_06 Pre-Treatment NBEAL2 23218 37 3 47046741 47046741 Missense_Mutation SNP G A 4 194 c.6490G>A c.(6490-6492)GCA>ACA p.A2164T

Pat_06 Pre-Treatment TREX1 11277 37 3 48508332 48508332 Missense_Mutation SNP C A 5 373 c.443C>A c.(442-444)GCA>GAA p.A148E

Pat_06 Pre-Treatment COL7A1 1294 37 3 48624646 48624646 Missense_Mutation SNP T C 3 192 c.3116A>G c.(3115-3117)GAG>GGG p.E1039G

Pat_06 Pre-Treatment UQCRC1 7384 37 3 48637503 48637503 Missense_Mutation SNP C T 5 415 c.1295G>A c.(1294-1296)CGG>CAG p.R432Q

Pat_06 Pre-Treatment DALRD3 55152 37 3 49054762 49054762 Missense_Mutation SNP C A 5 675 c.826G>T c.(826-828)GGC>TGC p.G276C

Pat_06 Pre-Treatment C3orf54 389119 37 3 49842313 49842313 Missense_Mutation SNP C A 6 668 c.757C>A c.(757-759)CCA>ACA p.P253T

Pat_06 Pre-Treatment ZMYND10 51364 37 3 50382587 50382587 Missense_Mutation SNP G C 3 249 c.169C>G c.(169-171)CCC>GCC p.P57A

Pat_06 Pre-Treatment CACNA2D2 9254 37 3 50416528 50416528 Missense_Mutation SNP G A 4 262 c.1255C>T c.(1255-1257)CGG>TGG p.R419W

Pat_06 Pre-Treatment GPR62 118442 37 3 51989751 51989751 Missense_Mutation SNP C G 3 72 c.83C>G c.(82-84)GCA>GGA p.A28G

Pat_06 Pre-Treatment DNAH1 25981 37 3 52422617 52422617 Missense_Mutation SNP G A 3 97 c.9355G>A c.(9355-9357)GCT>ACT p.A3119T

Pat_06 Pre-Treatment STAB1 23166 37 3 52553979 52553979 Missense_Mutation SNP T C 3 123 c.5255T>C c.(5254-5256)CTG>CCG p.L1752P

Pat_06 Pre-Treatment STAB1 23166 37 3 52555459 52555459 Nonsense_Mutation SNP C A 5 485 c.5991C>A c.(5989-5991)TGC>TGA p.C1997*

Pat_06 Pre-Treatment ARHGEF3 50650 37 3 56763515 56763515 Missense_Mutation SNP G A 5 697 c.1364C>T c.(1363-1365)GCC>GTC p.A455V

Pat_06 Pre-Treatment PDE12 201626 37 3 57542450 57542450 Missense_Mutation SNP C T 4 227 c.344C>T c.(343-345)CCG>CTG p.P115L

Pat_06 Pre-Treatment SLMAP 7871 37 3 57743413 57743413 Missense_Mutation SNP C T 5 274 c.35C>T c.(34-36)CCG>CTG p.P12L

Pat_06 Pre-Treatment FLNB 2317 37 3 58134499 58134499 Missense_Mutation SNP G A 5 362 c.6011G>A c.(6010-6012)CGA>CAA p.R2004Q

Pat_06 Pre-Treatment FLNB 2317 37 3 58149042 58149042 Missense_Mutation SNP G C 3 285 c.7183G>C c.(7183-7185)GAA>CAA p.E2395Q

Pat_06 Pre-Treatment CPOX 1371 37 3 98307633 98307633 Missense_Mutation SNP C T 5 355 c.877G>A c.(877-879)GCT>ACT p.A293T

Pat_06 Pre-Treatment MYH15 22989 37 3 108107854 108107854 Missense_Mutation SNP C T 5 718 c.5558G>A c.(5557-5559)CGC>CAC p.R1853H

Pat_06 Pre-Treatment DRD3 1814 37 3 113866361 113866361 Missense_Mutation SNP C T 4 433 c.427G>A c.(427-429)GGA>AGA p.G143R

Pat_06 Pre-Treatment GSK3B 2932 37 3 119582436 119582436 Missense_Mutation SNP G A 4 153 c.926C>T c.(925-927)ACT>ATT p.T309I

Pat_06 Pre-Treatment POLQ 10721 37 3 121200622 121200622 Missense_Mutation SNP G A 5 517 c.6008C>T c.(6007-6009)CCG>CTG p.P2003L

Pat_06 Pre-Treatment PARP15 165631 37 3 122354745 122354745 Missense_Mutation SNP G A 6 433 c.1835G>A c.(1834-1836)AGA>AAA p.R612K

Pat_06 Pre-Treatment KALRN 8997 37 3 124438241 124438241 Missense_Mutation SNP G A 6 456 c.8885G>A c.(8884-8886)CGC>CAC p.R2962H

Pat_06 Pre-Treatment ITGB5 3693 37 3 124578098 124578098 Missense_Mutation SNP G A 5 623 c.352C>T c.(352-354)CTC>TTC p.L118F

Pat_06 Pre-Treatment MGLL 11343 37 3 127540645 127540645 Missense_Mutation SNP G A 7 687 c.17C>T c.(16-18)TCC>TTC p.S6F

Pat_06 Pre-Treatment EEFSEC 60678 37 3 128126978 128126978 Missense_Mutation SNP G A 5 164 c.1667G>A c.(1666-1668)CGT>CAT p.R556H

Pat_06 Pre-Treatment COPG 22820 37 3 128984621 128984621 Missense_Mutation SNP A G 3 132 c.1454A>G c.(1453-1455)GAG>GGG p.E485G

Pat_06 Pre-Treatment C3orf37 56941 37 3 129020824 129020824 Missense_Mutation SNP G A 4 453 c.667G>A c.(667-669)GTT>ATT p.V223I

Pat_06 Pre-Treatment RHO 6010 37 3 129251434 129251434 Missense_Mutation SNP G A 4 232 c.755G>A c.(754-756)CGC>CAC p.R252H

Pat_06 Pre-Treatment TMCC1 23023 37 3 129390101 129390101 Missense_Mutation SNP G A 4 182 c.583C>T c.(583-585)CGG>TGG p.R195W

Pat_06 Pre-Treatment COL6A6 131873 37 3 130381086 130381086 Nonsense_Mutation SNP C T 6 831 c.6436C>T c.(6436-6438)CGA>TGA p.R2146*

Pat_06 Pre-Treatment ACAD11 84129 37 3 132378514 132378514 Missense_Mutation SNP A G 4 399 c.82T>C c.(82-84)TAC>CAC p.Y28H

Pat_06 Pre-Treatment TF 7018 37 3 133494370 133494370 Missense_Mutation SNP C T 6 790 c.1781C>T c.(1780-1782)GCG>GTG p.A594V

Pat_06 Pre-Treatment RAB6B 51560 37 3 133614290 133614290 Missense_Mutation SNP A C 4 451 c.21T>G c.(19-21)TTT>TTG p.F7L

Pat_06 Pre-Treatment C3orf72 401089 37 3 138669327 138669327 Missense_Mutation SNP G T 6 303 c.441G>T c.(439-441)GAG>GAT p.E147D

Pat_06 Pre-Treatment ZBTB38 253461 37 3 141163446 141163446 Missense_Mutation SNP G A 5 664 c.2216G>A c.(2215-2217)AGC>AAC p.S739N

Pat_06 Pre-Treatment RASA2 5922 37 3 141289848 141289848 Missense_Mutation SNP G A 4 231 c.958G>A c.(958-960)GTG>ATG p.V320M

Pat_06 Pre-Treatment WWTR1 25937 37 3 149290707 149290707 Missense_Mutation SNP G A 6 500 c.512C>T c.(511-513)GCC>GTC p.A171V

Pat_06 Pre-Treatment LEKR1 389170 37 3 156710912 156710912 Missense_Mutation SNP C A 4 277 c.43C>A c.(43-45)CAG>AAG p.Q15K



Pat_06 Pre-Treatment RARRES1 5918 37 3 158415738 158415738 Missense_Mutation SNP C G 3 99 c.694G>C c.(694-696)GAT>CAT p.D232H

Pat_06 Pre-Treatment ABCC5 10057 37 3 183732084 183732084 Missense_Mutation SNP G A 5 545 c.97C>T c.(97-99)CGT>TGT p.R33C

Pat_06 Pre-Treatment PSMD2 5708 37 3 184020502 184020502 Missense_Mutation SNP G A 5 729 c.899G>A c.(898-900)CGG>CAG p.R300Q

Pat_06 Pre-Treatment CHRD 8646 37 3 184101422 184101422 Missense_Mutation SNP G A 4 269 c.1432G>A c.(1432-1434)GGA>AGA p.G478R

Pat_06 Pre-Treatment EIF4A2 1974 37 3 186501404 186501404 Missense_Mutation SNP C G 215 497 c.5C>G c.(4-6)TCT>TGT p.S2C

Pat_06 Pre-Treatment IL1RAP 3556 37 3 190338161 190338161 Missense_Mutation SNP G C 5 605 c.635G>C c.(634-636)TGT>TCT p.C212S

Pat_06 Pre-Treatment CCDC50 152137 37 3 191087826 191087826 Splice_Site SNP G A 5 646 c.448_splice c.e5+1 p.G150_splice

Pat_06 Pre-Treatment TFRC 7037 37 3 195802104 195802104 Missense_Mutation SNP T C 4 669 c.164A>G c.(163-165)AAT>AGT p.N55S

Pat_06 Pre-Treatment PCYT1A 5130 37 3 195974321 195974321 Missense_Mutation SNP C T 6 646 c.403G>A c.(403-405)GCA>ACA p.A135T

Pat_06 Pre-Treatment BDH1 622 37 3 197238896 197238896 Missense_Mutation SNP G A 8 767 c.902C>T c.(901-903)GCT>GTT p.A301V

Pat_06 Pre-Treatment CRIPAK 285464 37 4 1388561 1388561 Missense_Mutation SNP A T 6 896 c.262A>T c.(262-264)ACA>TCA p.T88S

Pat_06 Pre-Treatment CRIPAK 285464 37 4 1389002 1389002 Nonsense_Mutation SNP C T 5 848 c.703C>T c.(703-705)CGA>TGA p.R235*

Pat_06 Pre-Treatment POLN 353497 37 4 2159586 2159586 Missense_Mutation SNP T C 4 343 c.1664A>G c.(1663-1665)AAG>AGG p.K555R

Pat_06 Pre-Treatment HTT 3064 37 4 3184132 3184132 Missense_Mutation SNP G A 4 382 c.4807G>A c.(4807-4809)GAC>AAC p.D1603N

Pat_06 Pre-Treatment RGS12 6002 37 4 3424654 3424654 Missense_Mutation SNP G A 5 331 c.3056G>A c.(3055-3057)AGT>AAT p.S1019N

Pat_06 Pre-Treatment PPP2R2C 5522 37 4 6325271 6325271 Missense_Mutation SNP T C 3 132 c.1102A>G c.(1102-1104)AAC>GAC p.N368D

Pat_06 Pre-Treatment CCDC96 257236 37 4 7043747 7043747 Missense_Mutation SNP G T 6 587 c.919C>A c.(919-921)CAG>AAG p.Q307K

Pat_06 Pre-Treatment SH3TC1 54436 37 4 8237223 8237223 Missense_Mutation SNP G A 5 624 c.3346G>A c.(3346-3348)GCT>ACT p.A1116T

Pat_06 Pre-Treatment LDB2 9079 37 4 16504318 16504318 Missense_Mutation SNP G A 5 723 c.1070C>T c.(1069-1071)CCC>CTC p.P357L

Pat_06 Pre-Treatment LAP3 51056 37 4 17609084 17609084 Missense_Mutation SNP G A 6 618 c.1432G>A c.(1432-1434)GCA>ACA p.A478T

Pat_06 Pre-Treatment GPR125 166647 37 4 22444334 22444334 Missense_Mutation SNP C A 4 450 c.859G>T c.(859-861)GAT>TAT p.D287Y

Pat_06 Pre-Treatment GPR125 166647 37 4 22456493 22456493 Missense_Mutation SNP G A 5 551 c.469C>T c.(469-471)CGG>TGG p.R157W

Pat_06 Pre-Treatment PPARGC1A 10891 37 4 23814645 23814645 Missense_Mutation SNP T C 4 764 c.1897A>G c.(1897-1899)AGG>GGG p.R633G

Pat_06 Pre-Treatment RBPJ 3516 37 4 26432059 26432059 Missense_Mutation SNP G A 5 775 c.1102G>A c.(1102-1104)GTA>ATA p.V368I

Pat_06 Pre-Treatment EPHA5 2044 37 4 66356248 66356248 Missense_Mutation SNP G A 4 481 c.1249C>T c.(1249-1251)CGG>TGG p.R417W

Pat_06 Pre-Treatment SLC4A4 8671 37 4 72215676 72215676 Missense_Mutation SNP G A 5 530 c.437G>A c.(436-438)AGC>AAC p.S146N

Pat_06 Pre-Treatment COX18 285521 37 4 73927540 73927540 Missense_Mutation SNP G A 4 278 c.818C>T c.(817-819)ACG>ATG p.T273M

Pat_06 Pre-Treatment ANKRD17 26057 37 4 73963913 73963913 Missense_Mutation SNP C T 6 850 c.4898G>A c.(4897-4899)CGT>CAT p.R1633H

Pat_06 Pre-Treatment KLHL8 57563 37 4 88106470 88106470 Missense_Mutation SNP G A 5 734 c.698C>T c.(697-699)GCT>GTT p.A233V

Pat_06 Pre-Treatment SPP1 6696 37 4 88901581 88901581 Missense_Mutation SNP C G 3 215 c.211C>G c.(211-213)CAA>GAA p.Q71E

Pat_06 Pre-Treatment HERC3 8916 37 4 89627981 89627981 Missense_Mutation SNP G A 4 453 c.3023G>A c.(3022-3024)GGG>GAG p.G1008E

Pat_06 Pre-Treatment ATOH1 474 37 4 94750976 94750976 Missense_Mutation SNP G A 5 546 c.899G>A c.(898-900)AGC>AAC p.S300N

Pat_06 Pre-Treatment UNC5C 8633 37 4 96141281 96141281 Missense_Mutation SNP T C 3 184 c.1155A>G c.(1153-1155)ATA>ATG p.I385M

Pat_06 Pre-Treatment MANBA 4126 37 4 103556001 103556001 Missense_Mutation SNP A G 4 406 c.2359T>C c.(2359-2361)TAC>CAC p.Y787H

Pat_06 Pre-Treatment ANK2 287 37 4 114203906 114203906 Missense_Mutation SNP G A 4 207 c.1957G>A c.(1957-1959)GCA>ACA p.A653T

Pat_06 Pre-Treatment SPATA5 166378 37 4 123868451 123868451 Missense_Mutation SNP G A 5 191 c.1522G>A c.(1522-1524)GCT>ACT p.A508T

Pat_06 Pre-Treatment PCDH10 57575 37 4 134072409 134072409 Missense_Mutation SNP G A 4 288 c.1114G>A c.(1114-1116)GCG>ACG p.A372T

Pat_06 Pre-Treatment USP38 84640 37 4 144130737 144130737 Missense_Mutation SNP C G 3 222 c.1424C>G c.(1423-1425)TCT>TGT p.S475C

Pat_06 Pre-Treatment ABCE1 6059 37 4 146029186 146029186 Missense_Mutation SNP T C 4 386 c.209T>C c.(208-210)TTA>TCA p.L70S

Pat_06 Pre-Treatment FHDC1 85462 37 4 153884196 153884196 Missense_Mutation SNP G A 6 767 c.943G>A c.(943-945)GTA>ATA p.V315I

Pat_06 Pre-Treatment RAPGEF2 9693 37 4 160266376 160266376 Missense_Mutation SNP C A 6 806 c.2914C>A c.(2914-2916)CAA>AAA p.Q972K

Pat_06 Pre-Treatment GK3P 2713 37 4 166200361 166200361 Missense_Mutation SNP C T 7 508 c.437G>A c.(436-438)AGC>AAC p.S146N

Pat_06 Pre-Treatment CLCN3 1182 37 4 170634391 170634391 Missense_Mutation SNP G A 5 700 c.2311G>A c.(2311-2313)GTG>ATG p.V771M

Pat_06 Pre-Treatment STOX2 56977 37 4 184930345 184930345 Missense_Mutation SNP C A 3 98 c.354C>A c.(352-354)CAC>CAA p.H118Q

Pat_06 Pre-Treatment STOX2 56977 37 4 184932540 184932540 Missense_Mutation SNP G A 5 495 c.2549G>A c.(2548-2550)AGC>AAC p.S850N

Pat_06 Pre-Treatment TUBB4Q 56604 37 4 190903752 190903752 Missense_Mutation SNP C T 6 783 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_06 Pre-Treatment RICTOR 253260 37 5 38942984 38942984 Missense_Mutation SNP G A 5 375 c.5003C>T c.(5002-5004)CCG>CTG p.P1668L



Pat_06 Pre-Treatment HEATR7B2 133558 37 5 41015484 41015484 Missense_Mutation SNP T C 3 223 c.2981A>G c.(2980-2982)AAG>AGG p.K994R

Pat_06 Pre-Treatment ISL1 3670 37 5 50679521 50679521 Missense_Mutation SNP G A 4 297 c.16G>A c.(16-18)GAT>AAT p.D6N

Pat_06 Pre-Treatment PELO 53918 37 5 52096401 52096401 Missense_Mutation SNP G A 4 323 c.173G>A c.(172-174)AGC>AAC p.S58N

Pat_06 Pre-Treatment DDX4 54514 37 5 55110932 55110932 Missense_Mutation SNP C A 9 768 c.1919C>A c.(1918-1920)GCA>GAA p.A640E

Pat_06 Pre-Treatment RGS7BP 401190 37 5 63803671 63803671 Missense_Mutation SNP G A 4 259 c.299G>A c.(298-300)CGT>CAT p.R100H

Pat_06 Pre-Treatment RGS7BP 401190 37 5 63871612 63871612 Missense_Mutation SNP G T 28 335 c.344G>T c.(343-345)GGT>GTT p.G115V

Pat_06 Pre-Treatment ADAMTS6 11174 37 5 64492900 64492900 Missense_Mutation SNP C T 5 575 c.2654G>A c.(2653-2655)AGT>AAT p.S885N

Pat_06 Pre-Treatment ADAMTS6 11174 37 5 64756033 64756033 Nonsense_Mutation SNP G A 5 741 c.595C>T c.(595-597)CGA>TGA p.R199*

Pat_06 Pre-Treatment BDP1 55814 37 5 70806049 70806049 Missense_Mutation SNP G A 8 339 c.3130G>A c.(3130-3132)GTA>ATA p.V1044I

Pat_06 Pre-Treatment WDR41 55255 37 5 76736818 76736818 Missense_Mutation SNP C A 7 220 c.702G>T c.(700-702)TTG>TTT p.L234F

Pat_06 Pre-Treatment CMYA5 202333 37 5 79031109 79031109 Missense_Mutation SNP G A 61 117 c.6521G>A c.(6520-6522)GGA>GAA p.G2174E

Pat_06 Pre-Treatment HAPLN1 1404 37 5 82937463 82937463 Missense_Mutation SNP G A 6 812 c.917C>T c.(916-918)GCG>GTG p.A306V

Pat_06 Pre-Treatment LNPEP 4012 37 5 96315312 96315312 Missense_Mutation SNP G A 6 564 c.490G>A c.(490-492)GCA>ACA p.A164T

Pat_06 Pre-Treatment DTWD2 285605 37 5 118183873 118183873 Missense_Mutation SNP C T 5 418 c.638G>A c.(637-639)CGG>CAG p.R213Q

Pat_06 Pre-Treatment DMXL1 1657 37 5 118513729 118513729 Missense_Mutation SNP G A 5 537 c.6925G>A c.(6925-6927)GAG>AAG p.E2309K

Pat_06 Pre-Treatment SNCAIP 9627 37 5 121767682 121767682 Missense_Mutation SNP G A 6 365 c.1201G>A c.(1201-1203)GTA>ATA p.V401I

Pat_06 Pre-Treatment GRAMD3 65983 37 5 125816379 125816379 Missense_Mutation SNP C T 5 655 c.715C>T c.(715-717)CGC>TGC p.R239C

Pat_06 Pre-Treatment BRD8 10902 37 5 137503719 137503719 Missense_Mutation SNP C T 6 793 c.691G>A c.(691-693)GGT>AGT p.G231S

Pat_06 Pre-Treatment FAM53C 51307 37 5 137680844 137680844 Missense_Mutation SNP C T 6 395 c.467C>T c.(466-468)CCG>CTG p.P156L

Pat_06 Pre-Treatment CTNNA1 1495 37 5 138145828 138145828 Missense_Mutation SNP G A 5 615 c.403G>A c.(403-405)GTT>ATT p.V135I

Pat_06 Pre-Treatment PCDHA4 56144 37 5 140186912 140186912 Missense_Mutation SNP G A 6 542 c.140G>A c.(139-141)CGC>CAC p.R47H

Pat_06 Pre-Treatment PCDHA4 56144 37 5 140188628 140188628 Missense_Mutation SNP G A 7 667 c.1856G>A c.(1855-1857)CGC>CAC p.R619H

Pat_06 Pre-Treatment PCDHB8 56128 37 5 140558184 140558184 Missense_Mutation SNP G A 4 135 c.569G>A c.(568-570)AGG>AAG p.R190K

Pat_06 Pre-Treatment PCDHGA7 56108 37 5 140764210 140764210 Missense_Mutation SNP G A 6 793 c.1744G>A c.(1744-1746)GCA>ACA p.A582T

Pat_06 Pre-Treatment PCDHGB7 56099 37 5 140799101 140799101 Missense_Mutation SNP G A 4 165 c.1675G>A c.(1675-1677)GCA>ACA p.A559T

Pat_06 Pre-Treatment PCDHGA12 26025 37 5 140811950 140811950 Missense_Mutation SNP C T 5 802 c.1624C>T c.(1624-1626)CTC>TTC p.L542F

Pat_06 Pre-Treatment ARHGAP26 23092 37 5 142281595 142281595 Missense_Mutation SNP C A 6 443 c.693C>A c.(691-693)AGC>AGA p.S231R

Pat_06 Pre-Treatment TCERG1 10915 37 5 145838472 145838472 Missense_Mutation SNP G A 5 802 c.464G>A c.(463-465)CGT>CAT p.R155H

Pat_06 Pre-Treatment ARSI 340075 37 5 149676821 149676821 Missense_Mutation SNP A G 5 687 c.1666T>C c.(1666-1668)TTT>CTT p.F556L

Pat_06 Pre-Treatment SPARC 6678 37 5 151043744 151043744 Nonsense_Mutation SNP C A 6 319 c.787G>T c.(787-789)GAG>TAG p.E263*

Pat_06 Pre-Treatment FBLL1 345630 37 5 167957138 167957138 Missense_Mutation SNP G A 3 61 c.344G>A c.(343-345)CGC>CAC p.R115H

Pat_06 Pre-Treatment SH3PXD2B 285590 37 5 171766461 171766461 Missense_Mutation SNP G A 6 377 c.1648C>T c.(1648-1650)CGG>TGG p.R550W

Pat_06 Pre-Treatment UNC5A 90249 37 5 176301022 176301022 Missense_Mutation SNP G A 5 225 c.940G>A c.(940-942)GTC>ATC p.V314I

Pat_06 Pre-Treatment FGFR4 2264 37 5 176522545 176522545 Missense_Mutation SNP G A 3 34 c.1642G>A c.(1642-1644)GTG>ATG p.V548M

Pat_06 Pre-Treatment DDX41 51428 37 5 176941759 176941759 Missense_Mutation SNP C T 6 633 c.878G>A c.(877-879)CGC>CAC p.R293H

Pat_06 Pre-Treatment ADAMTS2 9509 37 5 178553062 178553062 Missense_Mutation SNP G A 6 632 c.2687C>T c.(2686-2688)GCC>GTC p.A896V

Pat_06 Pre-Treatment MAML1 9794 37 5 179193270 179193270 Missense_Mutation SNP C T 6 754 c.1259C>T c.(1258-1260)CCG>CTG p.P420L

Pat_06 Pre-Treatment PECI 10455 37 6 4130748 4130748 Missense_Mutation SNP G A 5 587 c.359C>T c.(358-360)CCT>CTT p.P120L

Pat_06 Pre-Treatment PECI 10455 37 6 4133832 4133832 Missense_Mutation SNP T C 4 620 c.164A>G c.(163-165)AAG>AGG p.K55R

Pat_06 Pre-Treatment TBC1D7 51256 37 6 13316811 13316811 Missense_Mutation SNP G A 5 660 c.511C>T c.(511-513)CCC>TCC p.P171S

Pat_06 Pre-Treatment CAP2 10486 37 6 17507511 17507511 Missense_Mutation SNP G A 6 741 c.412G>A c.(412-414)GAA>AAA p.E138K

Pat_06 Pre-Treatment CDKAL1 54901 37 6 20846368 20846368 Missense_Mutation SNP C A 7 614 c.701C>A c.(700-702)CCA>CAA p.P234Q

Pat_06 Pre-Treatment PRL 5617 37 6 22294729 22294729 Missense_Mutation SNP C T 84 253 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_06 Pre-Treatment BTN3A1 11119 37 6 26408075 26408075 Missense_Mutation SNP G A 5 881 c.610G>A c.(610-612)GTA>ATA p.V204I

Pat_06 Pre-Treatment HLA-E 3133 37 6 30459102 30459102 Missense_Mutation SNP G A 5 555 c.799G>A c.(799-801)GCT>ACT p.A267T

Pat_06 Pre-Treatment GNL1 2794 37 6 30515027 30515027 Missense_Mutation SNP C T 7 837 c.1303G>A c.(1303-1305)GCC>ACC p.A435T

Pat_06 Pre-Treatment LSM2 57819 37 6 31765619 31765619 Missense_Mutation SNP C T 6 854 c.203G>A c.(202-204)CGA>CAA p.R68Q



Pat_06 Pre-Treatment CFB 629 37 6 31901429 31901429 Missense_Mutation SNP G A 5 518 c.299G>A c.(298-300)CGG>CAG p.R100Q

Pat_06 Pre-Treatment ITPR3 3710 37 6 33654231 33654231 Missense_Mutation SNP G A 5 787 c.5914G>A c.(5914-5916)GCA>ACA p.A1972T

Pat_06 Pre-Treatment DEF6 50619 37 6 35285693 35285693 Missense_Mutation SNP G A 4 213 c.833G>A c.(832-834)CGC>CAC p.R278H

Pat_06 Pre-Treatment PPARD 5467 37 6 35393740 35393740 Missense_Mutation SNP G A 6 367 c.1210G>A c.(1210-1212)GCT>ACT p.A404T

Pat_06 Pre-Treatment TULP1 7287 37 6 35477014 35477014 Missense_Mutation SNP T C 4 872 c.794A>G c.(793-795)AAG>AGG p.K265R

Pat_06 Pre-Treatment TRERF1 55809 37 6 42237177 42237177 Missense_Mutation SNP G A 6 359 c.152C>T c.(151-153)TCG>TTG p.S51L

Pat_06 Pre-Treatment C6orf223 221416 37 6 43970473 43970473 Missense_Mutation SNP G A 3 48 c.339G>A c.(337-339)ATG>ATA p.M113I

Pat_06 Pre-Treatment TMEM63B 55362 37 6 44119605 44119605 Missense_Mutation SNP G A 6 458 c.1696G>A c.(1696-1698)GGC>AGC p.G566S

Pat_06 Pre-Treatment TCTE1 202500 37 6 44250134 44250134 Missense_Mutation SNP G A 5 372 c.1009C>T c.(1009-1011)CGT>TGT p.R337C

Pat_06 Pre-Treatment ENPP4 22875 37 6 46107679 46107679 Missense_Mutation SNP G T 7 715 c.359G>T c.(358-360)TGG>TTG p.W120L

Pat_06 Pre-Treatment ELOVL5 60481 37 6 53139987 53139987 Missense_Mutation SNP G A 6 495 c.397C>T c.(397-399)CGC>TGC p.R133C

Pat_06 Pre-Treatment BAI3 577 37 6 69646414 69646414 Missense_Mutation SNP A G 3 224 c.872A>G c.(871-873)GAA>GGA p.E291G

Pat_06 Pre-Treatment COL9A1 1297 37 6 70993524 70993524 Splice_Site SNP C G 24 32 c.697_splice c.e6-1 p.F233_splice

Pat_06 Pre-Treatment SMPD2 6610 37 6 109764797 109764797 Missense_Mutation SNP C T 4 133 c.961C>T c.(961-963)CGC>TGC p.R321C

Pat_06 Pre-Treatment C6orf186 728464 37 6 110636546 110636546 Missense_Mutation SNP C A 6 477 c.556G>T c.(556-558)GGG>TGG p.G186W

Pat_06 Pre-Treatment LAMA4 3910 37 6 112466034 112466034 Nonsense_Mutation SNP G A 5 433 c.2455C>T c.(2455-2457)CGA>TGA p.R819*

Pat_06 Pre-Treatment SLC35F1 222553 37 6 118556698 118556698 Nonsense_Mutation SNP C T 4 239 c.376C>T c.(376-378)CGA>TGA p.R126*

Pat_06 Pre-Treatment RNF146 81847 37 6 127608243 127608243 Missense_Mutation SNP G A 4 207 c.485G>A c.(484-486)CGT>CAT p.R162H

Pat_06 Pre-Treatment EYA4 2070 37 6 133849911 133849911 Missense_Mutation SNP C T 5 765 c.1888C>T c.(1888-1890)CTC>TTC p.L630F

Pat_06 Pre-Treatment IL20RA 53832 37 6 137323125 137323125 Missense_Mutation SNP C G 3 163 c.1232G>C c.(1231-1233)TGT>TCT p.C411S

Pat_06 Pre-Treatment ADAT2 134637 37 6 143771767 143771767 Missense_Mutation SNP G A 5 476 c.29C>T c.(28-30)GCT>GTT p.A10V

Pat_06 Pre-Treatment SHPRH 257218 37 6 146264619 146264619 Missense_Mutation SNP G A 5 616 c.1898C>T c.(1897-1899)GCT>GTT p.A633V

Pat_06 Pre-Treatment RBM16 22828 37 6 155116190 155116190 Missense_Mutation SNP C T 6 582 c.523C>T c.(523-525)CCT>TCT p.P175S

Pat_06 Pre-Treatment RSPH3 83861 37 6 159420638 159420638 Missense_Mutation SNP G A 5 412 c.371C>T c.(370-372)GCG>GTG p.A124V

Pat_06 Pre-Treatment MAP3K4 4216 37 6 161519315 161519315 Missense_Mutation SNP G A 6 807 c.3530G>A c.(3529-3531)CGG>CAG p.R1177Q

Pat_06 Pre-Treatment SMOC2 64094 37 6 168910632 168910632 Missense_Mutation SNP G A 4 294 c.122G>A c.(121-123)AGC>AAC p.S41N

Pat_06 Pre-Treatment CYP2W1 54905 37 7 1027080 1027080 Missense_Mutation SNP C A 3 47 c.1056C>A c.(1054-1056)CAC>CAA p.H352Q

Pat_06 Pre-Treatment TTYH3 80727 37 7 2696038 2696038 Missense_Mutation SNP G A 6 372 c.1120G>A c.(1120-1122)GTG>ATG p.V374M

Pat_06 Pre-Treatment TTYH3 80727 37 7 2698609 2698609 Missense_Mutation SNP A G 4 759 c.1460A>G c.(1459-1461)GAG>GGG p.E487G

Pat_06 Pre-Treatment CARD11 84433 37 7 2949714 2949714 Missense_Mutation SNP C A 5 698 c.3230G>T c.(3229-3231)CGG>CTG p.R1077L

Pat_06 Pre-Treatment TNRC18 84629 37 7 5352438 5352438 Missense_Mutation SNP G A 3 49 c.8084C>T c.(8083-8085)GCG>GTG p.A2695V

Pat_06 Pre-Treatment FBXL18 80028 37 7 5540665 5540665 Missense_Mutation SNP A G 3 110 c.1235T>C c.(1234-1236)CTG>CCG p.L412P

Pat_06 Pre-Treatment USP42 84132 37 7 6178755 6178755 Missense_Mutation SNP G C 3 104 c.586G>C c.(586-588)GAA>CAA p.E196Q

Pat_06 Pre-Treatment C7orf70 84792 37 7 6370424 6370424 Missense_Mutation SNP C A 4 314 c.362G>T c.(361-363)GGT>GTT p.G121V

Pat_06 Pre-Treatment DGKB 1607 37 7 14722395 14722395 Missense_Mutation SNP A G 3 64 c.901T>C c.(901-903)TCC>CCC p.S301P

Pat_06 Pre-Treatment AHR 196 37 7 17373614 17373614 Missense_Mutation SNP C A 5 469 c.784C>A c.(784-786)CAG>AAG p.Q262K

Pat_06 Pre-Treatment FAM126A 84668 37 7 22985627 22985627 Missense_Mutation SNP G A 5 759 c.1147C>T c.(1147-1149)CGG>TGG p.R383W

Pat_06 Pre-Treatment MPP6 51678 37 7 24720065 24720065 Missense_Mutation SNP G A 7 707 c.1372G>A c.(1372-1374)GCT>ACT p.A458T

Pat_06 Pre-Treatment POLM 27434 37 7 44113810 44113810 Missense_Mutation SNP C T 3 39 c.991G>A c.(991-993)GTG>ATG p.V331M

Pat_06 Pre-Treatment CDC14C 168448 37 7 48965490 48965490 Missense_Mutation SNP A G 3 70 c.1222A>G c.(1222-1224)AGA>GGA p.R408G

Pat_06 Pre-Treatment ZNF713 349075 37 7 56007015 56007015 Missense_Mutation SNP C G 3 372 c.609C>G c.(607-609)ATC>ATG p.I203M

Pat_06 Pre-Treatment GBAS 2631 37 7 56049244 56049245 Missense_Mutation DNP CG TA 7 507 c.357_358CG>TA355-360)GGCGAG>GGTAA p.E120K

Pat_06 Pre-Treatment ZNF716 441234 37 7 57529068 57529068 Missense_Mutation SNP T C 5 148 c.901T>C c.(901-903)TGT>CGT p.C301R

Pat_06 Pre-Treatment ZNF735 730291 37 7 63680424 63680424 Missense_Mutation SNP A G 3 182 c.995A>G c.(994-996)AAA>AGA p.K332R

Pat_06 Pre-Treatment ABHD11 83451 37 7 73151601 73151601 Missense_Mutation SNP G A 5 605 c.583C>T c.(583-585)CGC>TGC p.R195C

Pat_06 Pre-Treatment POM121C 100101267 37 7 75070845 75070845 Missense_Mutation SNP G A 25 48 c.656C>T c.(655-657)CCG>CTG p.P219L

Pat_06 Pre-Treatment POM121C 100101267 37 7 75113598 75113598 Splice_Site SNP T A 3 56 c.1_splice c.e1-1



Pat_06 Pre-Treatment FGL2 10875 37 7 76826077 76826077 Missense_Mutation SNP C G 4 606 c.839G>C c.(838-840)AGG>ACG p.R280T

Pat_06 Pre-Treatment SEMA3D 223117 37 7 84628872 84628872 Missense_Mutation SNP G A 5 666 c.2218C>T c.(2218-2220)CGG>TGG p.R740W

Pat_06 Pre-Treatment MTERF 7978 37 7 91503708 91503708 Missense_Mutation SNP G A 6 775 c.400C>T c.(400-402)CGT>TGT p.R134C

Pat_06 Pre-Treatment AKAP9 10142 37 7 91732059 91732059 Missense_Mutation SNP C T 6 833 c.11249C>T c.(11248-11250)ACG>ATG p.T3750M

Pat_06 Pre-Treatment TRRAP 8295 37 7 98495427 98495427 Missense_Mutation SNP G T 6 764 c.571G>T c.(571-573)GGT>TGT p.G191C

Pat_06 Pre-Treatment CNPY4 245812 37 7 99720426 99720426 Missense_Mutation SNP C A 4 204 c.362C>A c.(361-363)GCA>GAA p.A121E

Pat_06 Pre-Treatment MEPCE 56257 37 7 100028081 100028081 Missense_Mutation SNP G A 4 164 c.440G>A c.(439-441)GGC>GAC p.G147D

Pat_06 Pre-Treatment MEPCE 56257 37 7 100028454 100028454 Missense_Mutation SNP G C 4 687 c.813G>C c.(811-813)CAG>CAC p.Q271H

Pat_06 Pre-Treatment LRCH4 4034 37 7 100175810 100175810 Missense_Mutation SNP C G 3 213 c.920G>C c.(919-921)AGT>ACT p.S307T

Pat_06 Pre-Treatment ZAN 7455 37 7 100377273 100377273 Missense_Mutation SNP G A 3 19 c.6523G>A c.(6523-6525)GGT>AGT p.G2175S

Pat_06 Pre-Treatment ZAN 7455 37 7 100391814 100391814 Nonsense_Mutation SNP G T 6 383 c.8059G>T c.(8059-8061)GAG>TAG p.E2687*

Pat_06 Pre-Treatment ACHE 43 37 7 100490114 100490114 Missense_Mutation SNP G A 5 228 c.1394C>T c.(1393-1395)GCT>GTT p.A465V

Pat_06 Pre-Treatment MUC17 140453 37 7 100681244 100681244 Missense_Mutation SNP A G 7 877 c.6547A>G c.(6547-6549)ACA>GCA p.T2183A

Pat_06 Pre-Treatment MUC17 140453 37 7 100681421 100681421 Missense_Mutation SNP G A 10 813 c.6724G>A c.(6724-6726)GCA>ACA p.A2242T

Pat_06 Pre-Treatment C7orf52 375607 37 7 100815749 100815749 Missense_Mutation SNP T C 3 97 c.721A>G c.(721-723)ACC>GCC p.T241A

Pat_06 Pre-Treatment RNF133 168433 37 7 122337948 122337948 Missense_Mutation SNP G T 6 710 c.1025C>A c.(1024-1026)CCT>CAT p.P342H

Pat_06 Pre-Treatment RBM28 55131 37 7 127964611 127964611 Splice_Site SNP C T 6 789 c.1339_splice c.e12+1 p.L447_splice

Pat_06 Pre-Treatment CPA1 1357 37 7 130023248 130023248 Missense_Mutation SNP G A 5 185 c.500G>A c.(499-501)AGT>AAT p.S167N

Pat_06 Pre-Treatment PLXNA4 91584 37 7 132192500 132192500 Missense_Mutation SNP G A 6 335 c.953C>T c.(952-954)GCG>GTG p.A318V

Pat_06 Pre-Treatment AKR1B1 231 37 7 134135558 134135558 Missense_Mutation SNP G C 3 218 c.331C>G c.(331-333)CAC>GAC p.H111D

Pat_06 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 200 393 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_06 Pre-Treatment MGAM 8972 37 7 141759717 141759717 Missense_Mutation SNP A G 3 146 c.4010A>G c.(4009-4011)GAT>GGT p.D1337G

Pat_06 Pre-Treatment EPHB6 2051 37 7 142566372 142566372 Missense_Mutation SNP G A 3 68 c.2161G>A c.(2161-2163)GCA>ACA p.A721T

Pat_06 Pre-Treatment CASP2 835 37 7 142991775 142991775 Missense_Mutation SNP G A 5 470 c.656G>A c.(655-657)CGC>CAC p.R219H

Pat_06 Pre-Treatment OR2A14 135941 37 7 143826560 143826560 Missense_Mutation SNP T C 4 654 c.355T>C c.(355-357)TAT>CAT p.Y119H

Pat_06 Pre-Treatment ZNF786 136051 37 7 148768900 148768900 Missense_Mutation SNP C T 3 81 c.964G>A c.(964-966)GGG>AGG p.G322R

Pat_06 Pre-Treatment KRBA1 84626 37 7 149418621 149418621 Missense_Mutation SNP C T 5 120 c.461C>T c.(460-462)CCC>CTC p.P154L

Pat_06 Pre-Treatment SSPO 23145 37 7 149492356 149492356 Missense_Mutation SNP C T 5 440 c.6245C>T c.(6244-6246)TCG>TTG p.S2082L

Pat_06 Pre-Treatment SSPO 23145 37 7 149500048 149500048 Nonsense_Mutation SNP G A 3 56 c.7674G>A c.(7672-7674)TGG>TGA p.W2558*

Pat_06 Pre-Treatment REPIN1 29803 37 7 150068614 150068614 Missense_Mutation SNP G C 3 148 c.284G>C c.(283-285)CGC>CCC p.R95P

Pat_06 Pre-Treatment ABCF2 10061 37 7 150915205 150915205 Missense_Mutation SNP C T 5 668 c.1300G>A c.(1300-1302)GCA>ACA p.A434T

Pat_06 Pre-Treatment HTR5A 3361 37 7 154862859 154862859 Missense_Mutation SNP G A 4 234 c.250G>A c.(250-252)GTC>ATC p.V84I

Pat_06 Pre-Treatment RBM33 155435 37 7 155473430 155473430 Missense_Mutation SNP C G 3 136 c.395C>G c.(394-396)TCT>TGT p.S132C

Pat_06 Pre-Treatment RBM33 155435 37 7 155556600 155556600 Missense_Mutation SNP C T 3 67 c.3074C>T c.(3073-3075)ACG>ATG p.T1025M

Pat_06 Pre-Treatment CSMD1 64478 37 8 2944633 2944633 Missense_Mutation SNP G A 4 299 c.7463C>T c.(7462-7464)ACG>ATG p.T2488M

Pat_06 Pre-Treatment RP1L1 94137 37 8 10480360 10480360 Missense_Mutation SNP G A 3 58 c.352C>T c.(352-354)CGG>TGG p.R118W

Pat_06 Pre-Treatment EGR3 1960 37 8 22548122 22548122 Missense_Mutation SNP G A 5 391 c.1028C>T c.(1027-1029)GCG>GTG p.A343V

Pat_06 Pre-Treatment TNFRSF10C 8794 37 8 22974315 22974315 Missense_Mutation SNP A T 6 568 c.551A>T c.(550-552)AAC>ATC p.N184I

Pat_06 Pre-Treatment ADAM7 8756 37 8 24300000 24300000 Nonsense_Mutation SNP G T 8 823 c.67G>T c.(67-69)GGA>TGA p.G23*

Pat_06 Pre-Treatment PTK2B 2185 37 8 27297910 27297910 Missense_Mutation SNP A G 4 573 c.1991A>G c.(1990-1992)TAC>TGC p.Y664C

Pat_06 Pre-Treatment PLEKHA2 59339 37 8 38808387 38808387 Missense_Mutation SNP T C 3 167 c.365T>C c.(364-366)CTA>CCA p.L122P

Pat_06 Pre-Treatment PLAT 5327 37 8 42048920 42048920 Nonsense_Mutation SNP G A 4 421 c.85C>T c.(85-87)CGA>TGA p.R29*

Pat_06 Pre-Treatment PRKDC 5591 37 8 48690333 48690333 Missense_Mutation SNP G A 8 684 c.11956C>T c.(11956-11958)CAC>TAC p.H3986Y

Pat_06 Pre-Treatment SNTG1 54212 37 8 51465674 51465674 Missense_Mutation SNP G C 4 449 c.745G>C c.(745-747)GCT>CCT p.A249P

Pat_06 Pre-Treatment PXDNL 137902 37 8 52321132 52321132 Missense_Mutation SNP G C 3 98 c.3052C>G c.(3052-3054)CTG>GTG p.L1018V

Pat_06 Pre-Treatment TGS1 96764 37 8 56698341 56698341 Missense_Mutation SNP G A 6 317 c.230G>A c.(229-231)AGC>AAC p.S77N

Pat_06 Pre-Treatment KCNB2 9312 37 8 73849007 73849007 Missense_Mutation SNP G A 5 579 c.1417G>A c.(1417-1419)GGA>AGA p.G473R



Pat_06 Pre-Treatment ZFHX4 79776 37 8 77766927 77766927 Missense_Mutation SNP C G 3 124 c.7635C>G c.(7633-7635)TGC>TGG p.C2545W

Pat_06 Pre-Treatment ZFHX4 79776 37 8 77767580 77767580 Missense_Mutation SNP C T 4 149 c.8288C>T c.(8287-8289)ACG>ATG p.T2763M

Pat_06 Pre-Treatment CA13 377677 37 8 86193498 86193498 Missense_Mutation SNP G A 6 826 c.709G>A c.(709-711)GAA>AAA p.E237K

Pat_06 Pre-Treatment SLC26A7 115111 37 8 92364117 92364117 Splice_Site SNP T C 71 476 c.1218_splice c.e11+2 p.M406_splice

Pat_06 Pre-Treatment INTS8 55656 37 8 95844352 95844352 Missense_Mutation SNP G C 4 383 c.703G>C c.(703-705)GAG>CAG p.E235Q

Pat_06 Pre-Treatment KCNS2 3788 37 8 99441018 99441018 Missense_Mutation SNP T C 4 522 c.811T>C c.(811-813)TTT>CTT p.F271L

Pat_06 Pre-Treatment CSMD3 114788 37 8 113697695 113697695 Nonsense_Mutation SNP G A 5 713 c.2422C>T c.(2422-2424)CGA>TGA p.R808*

Pat_06 Pre-Treatment FAM91A1 157769 37 8 124810390 124810390 Missense_Mutation SNP G A 6 687 c.1472G>A c.(1471-1473)AGC>AAC p.S491N

Pat_06 Pre-Treatment RNF139 11236 37 8 125487504 125487504 Missense_Mutation SNP G A 5 686 c.154G>A c.(154-156)GTG>ATG p.V52M

Pat_06 Pre-Treatment MYC 4609 37 8 128750830 128750830 Missense_Mutation SNP G A 4 286 c.322G>A c.(322-324)GGA>AGA p.G108R

Pat_06 Pre-Treatment COL22A1 169044 37 8 139890167 139890167 Missense_Mutation SNP C T 3 45 c.484G>A c.(484-486)GCG>ACG p.A162T

Pat_06 Pre-Treatment TRAPPC9 83696 37 8 141370260 141370260 Missense_Mutation SNP G A 5 280 c.1384C>T c.(1384-1386)CGT>TGT p.R462C

Pat_06 Pre-Treatment TRAPPC9 83696 37 8 141461321 141461321 Missense_Mutation SNP C G 3 293 c.152G>C c.(151-153)CGA>CCA p.R51P

Pat_06 Pre-Treatment PLEC 5339 37 8 145009217 145009217 Missense_Mutation SNP G A 5 669 c.1198C>T c.(1198-1200)CCC>TCC p.P400S

Pat_06 Pre-Treatment GPR172A 79581 37 8 145583616 145583616 Missense_Mutation SNP C A 6 697 c.464C>A c.(463-465)GCC>GAC p.A155D

Pat_06 Pre-Treatment NFKBIL2 4796 37 8 145660443 145660443 Missense_Mutation SNP G A 3 51 c.2963C>T c.(2962-2964)GCC>GTC p.A988V

Pat_06 Pre-Treatment ZNF34 80778 37 8 145998713 145998713 Missense_Mutation SNP G A 4 409 c.1621C>T c.(1621-1623)CGG>TGG p.R541W

Pat_06 Pre-Treatment ZNF16 7564 37 8 146157752 146157752 Missense_Mutation SNP T C 88 181 c.421A>G c.(421-423)ATG>GTG p.M141V

Pat_06 Pre-Treatment DMRT1 1761 37 9 841892 841892 Missense_Mutation SNP C G 3 86 c.54C>G c.(52-54)CAC>CAG p.H18Q

Pat_06 Pre-Treatment TMEM215 401498 37 9 32784414 32784414 Missense_Mutation SNP G A 5 449 c.233G>A c.(232-234)CGC>CAC p.R78H

Pat_06 Pre-Treatment DNAI1 27019 37 9 34485483 34485483 Missense_Mutation SNP G A 4 278 c.229G>A c.(229-231)GCA>ACA p.A77T

Pat_06 Pre-Treatment KIAA1045 23349 37 9 34971302 34971302 Missense_Mutation SNP G A 5 694 c.7G>A c.(7-9)GTG>ATG p.V3M

Pat_06 Pre-Treatment PIGO 84720 37 9 35093420 35093420 Missense_Mutation SNP C G 3 230 c.937G>C c.(937-939)GAG>CAG p.E313Q

Pat_06 Pre-Treatment UNC13B 10497 37 9 35375125 35375125 Nonsense_Mutation SNP C A 6 810 c.1295C>A c.(1294-1296)TCA>TAA p.S432*

Pat_06 Pre-Treatment UNC13B 10497 37 9 35381166 35381166 Missense_Mutation SNP A G 4 300 c.2198A>G c.(2197-2199)GAG>GGG p.E733G

Pat_06 Pre-Treatment TLN1 7094 37 9 35698170 35698170 Splice_Site SNP C A 4 218 c.7372_splice c.e56-1 p.A2458_splice

Pat_06 Pre-Treatment GNE 10020 37 9 36246441 36246441 Missense_Mutation SNP A G 4 519 c.203T>C c.(202-204)ATT>ACT p.I68T

Pat_06 Pre-Treatment RORB 6096 37 9 77257530 77257530 Missense_Mutation SNP G A 5 347 c.469G>A c.(469-471)GTC>ATC p.V157I

Pat_06 Pre-Treatment TLE4 7091 37 9 82242364 82242364 Splice_Site SNP G A 5 527 c.369_splice c.e6+1 p.G123_splice

Pat_06 Pre-Treatment ZCCHC6 79670 37 9 88940263 88940263 Missense_Mutation SNP C T 5 646 c.1775G>A c.(1774-1776)CGC>CAC p.R592H

Pat_06 Pre-Treatment ECM2 1842 37 9 95277041 95277041 Missense_Mutation SNP G A 4 344 c.926C>T c.(925-927)CCT>CTT p.P309L

Pat_06 Pre-Treatment HABP4 22927 37 9 99227656 99227656 Missense_Mutation SNP G A 5 693 c.550G>A c.(550-552)GGA>AGA p.G184R

Pat_06 Pre-Treatment NR4A3 8013 37 9 102590767 102590767 Missense_Mutation SNP T C 5 433 c.443T>C c.(442-444)TTC>TCC p.F148S

Pat_06 Pre-Treatment ACTL7A 10881 37 9 111625278 111625278 Missense_Mutation SNP G T 4 375 c.676G>T c.(676-678)GTG>TTG p.V226L

Pat_06 Pre-Treatment KIAA0368 23392 37 9 114204596 114204596 Missense_Mutation SNP G T 4 113 c.913C>A c.(913-915)CAG>AAG p.Q305K

Pat_06 Pre-Treatment KIAA1958 158405 37 9 115336949 115336949 Missense_Mutation SNP G T 6 551 c.589G>T c.(589-591)GAT>TAT p.D197Y

Pat_06 Pre-Treatment GSN 2934 37 9 124073053 124073053 Missense_Mutation SNP G A 4 238 c.596G>A c.(595-597)CGT>CAT p.R199H

Pat_06 Pre-Treatment DENND1A 57706 37 9 126202749 126202749 Missense_Mutation SNP C T 6 366 c.1378G>A c.(1378-1380)GCC>ACC p.A460T

Pat_06 Pre-Treatment MAPKAP1 79109 37 9 128419995 128419995 Missense_Mutation SNP G A 5 478 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_06 Pre-Treatment FAM129B 64855 37 9 130286119 130286119 Missense_Mutation SNP G A 5 520 c.428C>T c.(427-429)ACG>ATG p.T143M

Pat_06 Pre-Treatment DNM1 1759 37 9 130982527 130982527 Missense_Mutation SNP G T 7 716 c.756G>T c.(754-756)TTG>TTT p.L252F

Pat_06 Pre-Treatment PRDM12 59335 37 9 133540159 133540159 Missense_Mutation SNP G A 3 49 c.119G>A c.(118-120)CGC>CAC p.R40H

Pat_06 Pre-Treatment LAMC3 10319 37 9 133920958 133920958 Missense_Mutation SNP G A 5 282 c.1430G>A c.(1429-1431)TGC>TAC p.C477Y

Pat_06 Pre-Treatment MED27 9442 37 9 134769315 134769315 Missense_Mutation SNP A T 4 425 c.638T>A c.(637-639)ATA>AAA p.I213K

Pat_06 Pre-Treatment MED22 6837 37 9 136208477 136208477 Missense_Mutation SNP C T 4 101 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_06 Pre-Treatment NACC2 138151 37 9 138908200 138908200 Missense_Mutation SNP G A 6 535 c.962C>T c.(961-963)CCT>CTT p.P321L

Pat_06 Pre-Treatment QSOX2 169714 37 9 139115638 139115638 Missense_Mutation SNP C G 3 176 c.646G>C c.(646-648)GAA>CAA p.E216Q



Pat_06 Pre-Treatment PMPCA 23203 37 9 139313544 139313544 Missense_Mutation SNP G A 5 512 c.1249G>A c.(1249-1251)GGA>AGA p.G417R

Pat_06 Pre-Treatment PHPT1 29085 37 9 139745228 139745228 Missense_Mutation SNP G A 5 337 c.307G>A c.(307-309)GCC>ACC p.A103T

Pat_06 Pre-Treatment EXD3 54932 37 9 140201553 140201553 Missense_Mutation SNP C A 3 71 c.2480G>T c.(2479-2481)CGG>CTG p.R827L

Pat_06 Pre-Treatment EHMT1 79813 37 9 140712582 140712582 Missense_Mutation SNP G A 5 407 c.3532G>A c.(3532-3534)GAC>AAC p.D1178N

Pat_06 Pre-Treatment CACNA1B 774 37 9 140953156 140953156 Missense_Mutation SNP G A 3 62 c.4444G>A c.(4444-4446)GCC>ACC p.A1482T

Pat_06 Pre-Treatment PPP2R3B 28227 37 X 306382 306382 Missense_Mutation SNP G A 5 529 c.905C>T c.(904-906)GCG>GTG p.A302V

Pat_06 Pre-Treatment ARSD 414 37 X 2827952 2827952 Missense_Mutation SNP G A 5 252 c.1204C>T c.(1204-1206)CTC>TTC p.L402F

Pat_06 Pre-Treatment ARSH 347527 37 X 2928111 2928111 Missense_Mutation SNP C A 5 538 c.133C>A c.(133-135)CTT>ATT p.L45I

Pat_06 Pre-Treatment HDHD1A 8226 37 X 6995345 6995345 Missense_Mutation SNP G C 3 133 c.426C>G c.(424-426)GAC>GAG p.D142E

Pat_06 Pre-Treatment SCML1 6322 37 X 17768311 17768311 Missense_Mutation SNP G A 6 682 c.601G>A c.(601-603)GCA>ACA p.A201T

Pat_06 Pre-Treatment CDKL5 6792 37 X 18622375 18622375 Missense_Mutation SNP G A 6 648 c.1331G>A c.(1330-1332)CGC>CAC p.R444H

Pat_06 Pre-Treatment MAP3K15 389840 37 X 19413274 19413274 Missense_Mutation SNP G A 6 710 c.544C>T c.(544-546)CGC>TGC p.R182C

Pat_06 Pre-Treatment KLHL34 257240 37 X 21675236 21675236 Missense_Mutation SNP C T 4 107 c.671G>A c.(670-672)CGC>CAC p.R224H

Pat_06 Pre-Treatment CHST7 56548 37 X 46433733 46433733 Nonsense_Mutation SNP C T 4 269 c.367C>T c.(367-369)CAG>TAG p.Q123*

Pat_06 Pre-Treatment ZNF182 7569 37 X 47842367 47842367 Missense_Mutation SNP G C 4 528 c.271C>G c.(271-273)CCA>GCA p.P91A

Pat_06 Pre-Treatment HDAC6 10013 37 X 48673420 48673420 Missense_Mutation SNP A G 3 103 c.1111A>G c.(1111-1113)ATG>GTG p.M371V

Pat_06 Pre-Treatment ERAS 3266 37 X 48688086 48688086 Missense_Mutation SNP C T 3 55 c.553C>T c.(553-555)CGG>TGG p.R185W

Pat_06 Pre-Treatment TIMM17B 10245 37 X 48751207 48751207 Missense_Mutation SNP A G 3 154 c.406T>C c.(406-408)TAC>CAC p.Y136H

Pat_06 Pre-Treatment PQBP1 10084 37 X 48760267 48760267 Missense_Mutation SNP C G 3 57 c.704C>G c.(703-705)GCA>GGA p.A235G

Pat_06 Pre-Treatment KCND1 3750 37 X 48822652 48822652 Missense_Mutation SNP C A 3 43 c.1528G>T c.(1528-1530)GGC>TGC p.G510C

Pat_06 Pre-Treatment GRIPAP1 56850 37 X 48831634 48831634 Missense_Mutation SNP C T 3 108 c.2366G>A c.(2365-2367)CGG>CAG p.R789Q

Pat_06 Pre-Treatment WDR45 11152 37 X 48935361 48935361 Missense_Mutation SNP C T 3 62 c.176G>A c.(175-177)CGC>CAC p.R59H

Pat_06 Pre-Treatment GPKOW 27238 37 X 48979909 48979909 Missense_Mutation SNP C T 4 136 c.164G>A c.(163-165)AGG>AAG p.R55K

Pat_06 Pre-Treatment NUDT10 170685 37 X 51075840 51075840 Missense_Mutation SNP C T 6 257 c.23C>T c.(22-24)ACA>ATA p.T8I

Pat_06 Pre-Treatment GNL3L 54552 37 X 54578727 54578727 Missense_Mutation SNP G A 5 776 c.1184G>A c.(1183-1185)GGG>GAG p.G395E

Pat_06 Pre-Treatment ZXDB 158586 37 X 57620786 57620786 Nonsense_Mutation SNP G T 7 720 c.2305G>T c.(2305-2307)GGA>TGA p.G769*

Pat_06 Pre-Treatment FAM123B 139285 37 X 63412575 63412575 Missense_Mutation SNP C G 3 129 c.592G>C c.(592-594)GAG>CAG p.E198Q

Pat_06 Pre-Treatment OPHN1 4983 37 X 67412767 67412767 Missense_Mutation SNP A G 5 501 c.1270T>C c.(1270-1272)TTT>CTT p.F424L

Pat_06 Pre-Treatment MED12 9968 37 X 70338611 70338611 Missense_Mutation SNP G A 4 69 c.7G>A c.(7-9)GCC>ACC p.A3T

Pat_06 Pre-Treatment ACRC 93953 37 X 70823916 70823916 Missense_Mutation SNP A T 6 354 c.789A>T c.(787-789)GAA>GAT p.E263D

Pat_06 Pre-Treatment ACRC 93953 37 X 70823918 70823918 Missense_Mutation SNP C T 7 359 c.791C>T c.(790-792)GCT>GTT p.A264V

Pat_06 Pre-Treatment CXCR3 2833 37 X 70837057 70837057 Missense_Mutation SNP C G 3 66 c.265G>C c.(265-267)GAC>CAC p.D89H

Pat_06 Pre-Treatment SATL1 340562 37 X 84362573 84362573 Missense_Mutation SNP G T 5 599 c.1402C>A c.(1402-1404)CAA>AAA p.Q468K

Pat_06 Pre-Treatment DACH2 117154 37 X 85969692 85969692 Missense_Mutation SNP C A 7 761 c.1073C>A c.(1072-1074)CCA>CAA p.P358Q

Pat_06 Pre-Treatment GUCY2F 2986 37 X 108673592 108673592 Nonsense_Mutation SNP C A 6 812 c.1735G>T c.(1735-1737)GGA>TGA p.G579*

Pat_06 Pre-Treatment ACTRT1 139741 37 X 127185080 127185080 Missense_Mutation SNP G C 6 836 c.1106C>G c.(1105-1107)TCT>TGT p.S369C

Pat_06 Pre-Treatment ZNF280C 55609 37 X 129362974 129362974 Missense_Mutation SNP G A 6 855 c.1124C>T c.(1123-1125)ACA>ATA p.T375I

Pat_06 Pre-Treatment RBMX2 51634 37 X 129543337 129543337 Missense_Mutation SNP G A 6 804 c.280G>A c.(280-282)GTC>ATC p.V94I

Pat_06 Pre-Treatment IGSF1 3547 37 X 130419204 130419204 Missense_Mutation SNP G A 5 633 c.616C>T c.(616-618)CTC>TTC p.L206F

Pat_06 Pre-Treatment SPANXN2 494119 37 X 142795388 142795388 Missense_Mutation SNP T C 5 872 c.290A>G c.(289-291)CAG>CGG p.Q97R

Pat_06 Pre-Treatment PDZD4 57595 37 X 153069787 153069787 Missense_Mutation SNP G A 4 226 c.1331C>T c.(1330-1332)GCG>GTG p.A444V

Pat_06 Pre-Treatment FLNA 2316 37 X 153588658 153588658 Missense_Mutation SNP C T 80 127 c.3505G>A c.(3505-3507)GGG>AGG p.G1169R

Pat_06 Pre-Treatment FLNA 2316 37 X 153590869 153590869 Missense_Mutation SNP G A 6 767 c.2482C>T c.(2482-2484)CGC>TGC p.R828C

Pat_06 Pre-Treatment BRCC3 79184 37 X 154344379 154344379 Missense_Mutation SNP T A 6 222 c.671T>A c.(670-672)ATC>AAC p.I224N

Pat_06 Post-Resistance CHD5 26038 37 1 6188230 6188230 Missense_Mutation SNP G A 4 351 c.3779C>T c.(3778-3780)GCG>GTG p.A1260V

Pat_06 Post-Resistance PER3 8863 37 1 7880659 7880659 Missense_Mutation SNP G A 4 281 c.1892G>A c.(1891-1893)GGT>GAT p.G631D

Pat_06 Post-Resistance PER3 8863 37 1 7887738 7887738 Missense_Mutation SNP G A 5 443 c.2725G>A c.(2725-2727)GCA>ACA p.A909T



Pat_06 Post-Resistance SLC25A33 84275 37 1 9642420 9642420 Missense_Mutation SNP G C 38 176 c.827G>C c.(826-828)CGC>CCC p.R276P

Pat_06 Post-Resistance RBP7 116362 37 1 10067748 10067748 Missense_Mutation SNP T G 3 167 c.194T>G c.(193-195)TTT>TGT p.F65C

Pat_06 Post-Resistance PLOD1 5351 37 1 12023666 12023666 Missense_Mutation SNP G A 3 50 c.1175G>A c.(1174-1176)AGC>AAC p.S392N

Pat_06 Post-Resistance VPS13D 55187 37 1 12331126 12331126 Missense_Mutation SNP A G 5 380 c.2048A>G c.(2047-2049)CAG>CGG p.Q683R

Pat_06 Post-Resistance MST1P9 11223 37 1 17086103 17086103 Missense_Mutation SNP G C 3 238 c.794C>G c.(793-795)GCC>GGC p.A265G

Pat_06 Post-Resistance HP1BP3 50809 37 1 21071493 21071493 Nonsense_Mutation SNP G A 4 254 c.1459C>T c.(1459-1461)CAG>TAG p.Q487*

Pat_06 Post-Resistance E2F2 1870 37 1 23836582 23836582 Missense_Mutation SNP C G 3 62 c.1104G>C c.(1102-1104)TTG>TTC p.L368F

Pat_06 Post-Resistance RHCE 6006 37 1 25747287 25747287 Translation_Start_Site SNP G A 5 138 c.-9C>T c.(-11--7)GACGG>GATGG

Pat_06 Post-Resistance SEPN1 57190 37 1 26140653 26140653 Missense_Mutation SNP T C 3 182 c.1586T>C c.(1585-1587)CTG>CCG p.L529P

Pat_06 Post-Resistance PDIK1L 149420 37 1 26440781 26440781 Splice_Site SNP A G 3 76 c.-16_splice c.e2-2

Pat_06 Post-Resistance AHDC1 27245 37 1 27877945 27877945 Missense_Mutation SNP C G 3 196 c.682G>C c.(682-684)GAG>CAG p.E228Q

Pat_06 Post-Resistance BAI2 576 37 1 32193197 32193197 Missense_Mutation SNP T C 3 81 c.4582A>G c.(4582-4584)AGC>GGC p.S1528G

Pat_06 Post-Resistance EIF2C4 192670 37 1 36297718 36297718 Missense_Mutation SNP G A 171 536 c.1177G>A c.(1177-1179)GTC>ATC p.V393I

Pat_06 Post-Resistance ADPRHL2 54936 37 1 36557679 36557679 Missense_Mutation SNP G A 5 396 c.685G>A c.(685-687)GTC>ATC p.V229I

Pat_06 Post-Resistance ZC3H12A 80149 37 1 37948734 37948734 Missense_Mutation SNP G C 3 119 c.1322G>C c.(1321-1323)GGC>GCC p.G441A

Pat_06 Post-Resistance MACF1 23499 37 1 39782885 39782885 Splice_Site SNP G A 3 115 c.3604_splice c.e30-1 p.H1202_splice

Pat_06 Post-Resistance MACF1 23499 37 1 39934318 39934318 Missense_Mutation SNP G A 5 350 c.17132G>A c.(17131-17133)CGT>CAT p.R5711H

Pat_06 Post-Resistance FOXJ3 22887 37 1 42647587 42647587 Splice_Site SNP C T 4 279 c.1753_splice c.e14+1 p.G585_splice

Pat_06 Post-Resistance RIMKLA 284716 37 1 42880406 42880406 Missense_Mutation SNP G A 5 298 c.937G>A c.(937-939)GTC>ATC p.V313I

Pat_06 Post-Resistance WDR65 149465 37 1 43663269 43663269 Missense_Mutation SNP G A 5 769 c.1168G>A c.(1168-1170)GCA>ACA p.A390T

Pat_06 Post-Resistance KIAA0467 23334 37 1 43893032 43893032 Missense_Mutation SNP G A 4 344 c.817G>A c.(817-819)GCT>ACT p.A273T

Pat_06 Post-Resistance KIAA0467 23334 37 1 43897463 43897463 Missense_Mutation SNP G A 7 720 c.2468G>A c.(2467-2469)CGC>CAC p.R823H

Pat_06 Post-Resistance KIF2C 11004 37 1 45225987 45225987 Missense_Mutation SNP C A 5 316 c.1403C>A c.(1402-1404)TCC>TAC p.S468Y

Pat_06 Post-Resistance CYP4X1 260293 37 1 47501500 47501500 Missense_Mutation SNP G A 4 414 c.515G>A c.(514-516)AGC>AAC p.S172N

Pat_06 Post-Resistance PRKAA2 5563 37 1 57159461 57159461 Missense_Mutation SNP G T 6 634 c.499G>T c.(499-501)GGT>TGT p.G167C

Pat_06 Post-Resistance FGGY 55277 37 1 59787270 59787270 Missense_Mutation SNP G A 4 244 c.49G>A c.(49-51)GTT>ATT p.V17I

Pat_06 Post-Resistance LRRC40 55631 37 1 70671183 70671183 Missense_Mutation SNP G C 3 204 c.41C>G c.(40-42)GCT>GGT p.A14G

Pat_06 Post-Resistance CLCA1 1179 37 1 86960032 86960032 Missense_Mutation SNP C T 43 128 c.1843C>T c.(1843-1845)CGC>TGC p.R615C

Pat_06 Post-Resistance ZNF326 284695 37 1 90472996 90472996 Missense_Mutation SNP G C 5 829 c.302G>C c.(301-303)AGC>ACC p.S101T

Pat_06 Post-Resistance HSD3B2 3284 37 1 119985587 119985587 Missense_Mutation SNP G A 7 412 c.394G>A c.(394-396)GTC>ATC p.V132I

Pat_06 Post-Resistance HFE2 148738 37 1 145416929 145416929 Missense_Mutation SNP T C 4 450 c.1274T>C c.(1273-1275)ATT>ACT p.I425T

Pat_06 Post-Resistance ITGA10 8515 37 1 145539681 145539681 Splice_Site SNP A G 3 159 c.3115_splice c.e27-2 p.N1039_splice

Pat_06 Post-Resistance FLG 2312 37 1 152283940 152283940 Missense_Mutation SNP C G 9 696 c.3422G>C c.(3421-3423)AGA>ACA p.R1141T

Pat_06 Post-Resistance THBS3 7059 37 1 155168388 155168388 Missense_Mutation SNP C A 7 527 c.1886G>T c.(1885-1887)GGG>GTG p.G629V

Pat_06 Post-Resistance FCRL5 83416 37 1 157516756 157516756 Missense_Mutation SNP G T 142 360 c.284C>A c.(283-285)CCT>CAT p.P95H

Pat_06 Post-Resistance CD5L 922 37 1 157805934 157805934 Nonsense_Mutation SNP C A 6 325 c.67G>T c.(67-69)GGA>TGA p.G23*

Pat_06 Post-Resistance KCNJ9 3765 37 1 160054329 160054329 Missense_Mutation SNP C T 4 116 c.509C>T c.(508-510)ACG>ATG p.T170M

Pat_06 Post-Resistance CASQ1 844 37 1 160160635 160160635 Missense_Mutation SNP G A 5 510 c.94G>A c.(94-96)GTA>ATA p.V32I

Pat_06 Post-Resistance COPA 1314 37 1 160265619 160265619 Missense_Mutation SNP G A 6 570 c.2383C>T c.(2383-2385)CTC>TTC p.L795F

Pat_06 Post-Resistance F5 2153 37 1 169529941 169529941 Missense_Mutation SNP C A 6 784 c.437G>T c.(436-438)CGA>CTA p.R146L

Pat_06 Post-Resistance BAT2L2 23215 37 1 171548518 171548518 Missense_Mutation SNP C A 5 270 c.7179C>A c.(7177-7179)GAC>GAA p.D2393E

Pat_06 Post-Resistance KLHL20 27252 37 1 173722401 173722401 Missense_Mutation SNP G A 6 320 c.806G>A c.(805-807)GGC>GAC p.G269D

Pat_06 Post-Resistance CEP350 9857 37 1 180080277 180080277 Missense_Mutation SNP G A 4 266 c.9335G>A c.(9334-9336)GGG>GAG p.G3112E

Pat_06 Post-Resistance CACNA1S 779 37 1 201058518 201058518 Missense_Mutation SNP G C 3 219 c.768C>G c.(766-768)ATC>ATG p.I256M

Pat_06 Post-Resistance MYOG 4656 37 1 203053852 203053852 Missense_Mutation SNP G A 3 120 c.476C>T c.(475-477)CCC>CTC p.P159L

Pat_06 Post-Resistance SERTAD4 56256 37 1 210415389 210415389 Missense_Mutation SNP A G 3 224 c.778A>G c.(778-780)ATA>GTA p.I260V

Pat_06 Post-Resistance TMEM206 55248 37 1 212558701 212558701 Missense_Mutation SNP G A 6 547 c.410C>T c.(409-411)CCT>CTT p.P137L



Pat_06 Post-Resistance ITPKB 3707 37 1 226923287 226923287 Missense_Mutation SNP G A 6 771 c.1873C>T c.(1873-1875)CGC>TGC p.R625C

Pat_06 Post-Resistance ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 7 455 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_06 Post-Resistance OBSCN 84033 37 1 228466587 228466587 Missense_Mutation SNP G A 5 348 c.7057G>A c.(7057-7059)GCA>ACA p.A2353T

Pat_06 Post-Resistance TARBP1 6894 37 1 234569236 234569236 Missense_Mutation SNP T C 5 429 c.2314A>G c.(2314-2316)AGG>GGG p.R772G

Pat_06 Post-Resistance TBCE 6905 37 1 235582831 235582831 Missense_Mutation SNP G A 4 416 c.415G>A c.(415-417)GTA>ATA p.V139I

Pat_06 Post-Resistance KIF26B 55083 37 1 245861488 245861488 Missense_Mutation SNP G A 4 209 c.5905G>A c.(5905-5907)GTC>ATC p.V1969I

Pat_06 Post-Resistance OR2L8 391190 37 1 248112794 248112794 Missense_Mutation SNP G C 4 237 c.635G>C c.(634-636)GGT>GCT p.G212A

Pat_06 Post-Resistance OR2G6 391211 37 1 248685330 248685330 Missense_Mutation SNP G A 4 309 c.383G>A c.(382-384)CGG>CAG p.R128Q

Pat_06 Post-Resistance SEPHS1 22929 37 10 13371732 13371732 Missense_Mutation SNP T C 3 95 c.617A>G c.(616-618)CAG>CGG p.Q206R

Pat_06 Post-Resistance FRMD4A 55691 37 10 13699067 13699067 Missense_Mutation SNP A G 3 156 c.2522T>C c.(2521-2523)ATC>ACC p.I841T

Pat_06 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 6 343 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_06 Post-Resistance ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 7 272 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_06 Post-Resistance HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 4 345 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_06 Post-Resistance ALOX5 240 37 10 45877943 45877943 Missense_Mutation SNP G A 5 624 c.163G>A c.(163-165)GAC>AAC p.D55N

Pat_06 Post-Resistance PARG 8505 37 10 51130381 51130381 Splice_Site SNP C T 3 46 c.1662_splice c.e6+1 p.K554_splice

Pat_06 Post-Resistance HK1 3098 37 10 71146161 71146161 Missense_Mutation SNP T C 3 188 c.1922T>C c.(1921-1923)ATA>ACA p.I641T

Pat_06 Post-Resistance COL13A1 1305 37 10 71678072 71678072 Missense_Mutation SNP A G 4 322 c.1028A>G c.(1027-1029)AAG>AGG p.K343R

Pat_06 Post-Resistance ADAMTS14 140766 37 10 72498728 72498728 Missense_Mutation SNP G A 4 261 c.1730G>A c.(1729-1731)CGG>CAG p.R577Q

Pat_06 Post-Resistance SEC24C 9632 37 10 75529694 75529694 Missense_Mutation SNP G A 7 839 c.2783G>A c.(2782-2784)CGT>CAT p.R928H

Pat_06 Post-Resistance RPS24 6229 37 10 79795129 79795129 Missense_Mutation SNP G A 5 527 c.23G>A c.(22-24)CGC>CAC p.R8H

Pat_06 Post-Resistance IDE 3416 37 10 94228662 94228662 Missense_Mutation SNP C T 4 268 c.2294G>A c.(2293-2295)CGG>CAG p.R765Q

Pat_06 Post-Resistance EXOSC1 51013 37 10 99205520 99205520 Missense_Mutation SNP C T 4 329 c.116G>A c.(115-117)GGC>GAC p.G39D

Pat_06 Post-Resistance PNLIPRP1 5407 37 10 118350691 118350691 Splice_Site SNP G C 3 221 c.49_splice c.e2+1 p.G17_splice

Pat_06 Post-Resistance TACC2 10579 37 10 123844309 123844309 Missense_Mutation SNP C T 6 571 c.2294C>T c.(2293-2295)CCG>CTG p.P765L

Pat_06 Post-Resistance PTPRE 5791 37 10 129868640 129868640 Missense_Mutation SNP C A 7 460 c.1219C>A c.(1219-1221)CTG>ATG p.L407M

Pat_06 Post-Resistance ADAM8 101 37 10 135080882 135080882 Missense_Mutation SNP C A 3 105 c.2098G>T c.(2098-2100)GTC>TTC p.V700F

Pat_06 Post-Resistance CDHR5 53841 37 11 618767 618767 Missense_Mutation SNP C T 7 745 c.1792G>A c.(1792-1794)GGT>AGT p.G598S

Pat_06 Post-Resistance LRDD 55367 37 11 802256 802256 Missense_Mutation SNP G A 4 135 c.1115C>T c.(1114-1116)CCT>CTT p.P372L

Pat_06 Post-Resistance MUC5B 727897 37 11 1266026 1266026 Missense_Mutation SNP C A 137 517 c.9830C>A c.(9829-9831)ACA>AAA p.T3277K

Pat_06 Post-Resistance TRIM68 55128 37 11 4621595 4621595 Missense_Mutation SNP G A 4 266 c.1369C>T c.(1369-1371)CGC>TGC p.R457C

Pat_06 Post-Resistance FAM160A2 84067 37 11 6239988 6239988 Missense_Mutation SNP A G 4 462 c.1277T>C c.(1276-1278)CTT>CCT p.L426P

Pat_06 Post-Resistance OR6A2 8590 37 11 6816547 6816547 Missense_Mutation SNP G C 3 207 c.393C>G c.(391-393)ATC>ATG p.I131M

Pat_06 Post-Resistance ASCL3 56676 37 11 8959228 8959228 Nonsense_Mutation SNP C A 7 610 c.481G>T c.(481-483)GGA>TGA p.G161*

Pat_06 Post-Resistance MRVI1 10335 37 11 10631309 10631309 Missense_Mutation SNP G A 4 169 c.1537C>T c.(1537-1539)CGC>TGC p.R513C

Pat_06 Post-Resistance MRVI1 10335 37 11 10649551 10649551 Missense_Mutation SNP G A 4 285 c.674C>T c.(673-675)CCG>CTG p.P225L

Pat_06 Post-Resistance CTR9 9646 37 11 10785879 10785879 Missense_Mutation SNP G A 6 521 c.1309G>A c.(1309-1311)GCA>ACA p.A437T

Pat_06 Post-Resistance LGR4 55366 37 11 27389521 27389521 Missense_Mutation SNP A G 4 461 c.2749T>C c.(2749-2751)TCA>CCA p.S917P

Pat_06 Post-Resistance NR1H3 10062 37 11 47281984 47281984 Missense_Mutation SNP A G 6 352 c.257A>G c.(256-258)AAG>AGG p.K86R

Pat_06 Post-Resistance CELF1 10658 37 11 47496908 47496908 Missense_Mutation SNP G A 4 368 c.1169C>T c.(1168-1170)GCT>GTT p.A390V

Pat_06 Post-Resistance OR4C16 219428 37 11 55340006 55340006 Missense_Mutation SNP A C 22 770 c.403A>C c.(403-405)AGC>CGC p.S135R

Pat_06 Post-Resistance APLNR 187 37 11 57004082 57004082 Missense_Mutation SNP T C 3 62 c.397A>G c.(397-399)AGG>GGG p.R133G

Pat_06 Post-Resistance PRG3 10394 37 11 57145305 57145305 Missense_Mutation SNP A G 3 149 c.512T>C c.(511-513)CTG>CCG p.L171P

Pat_06 Post-Resistance PRG3 10394 37 11 57147026 57147026 Missense_Mutation SNP T A 6 481 c.316A>T c.(316-318)AGG>TGG p.R106W

Pat_06 Post-Resistance SF1 7536 37 11 64535238 64535238 Missense_Mutation SNP G A 5 298 c.1147C>T c.(1147-1149)CAT>TAT p.H383Y

Pat_06 Post-Resistance BATF2 116071 37 11 64764355 64764355 Missense_Mutation SNP G A 5 352 c.32C>T c.(31-33)ACC>ATC p.T11I

Pat_06 Post-Resistance CDC42EP2 10435 37 11 65088503 65088503 Missense_Mutation SNP G A 4 447 c.134G>A c.(133-135)AGT>AAT p.S45N

Pat_06 Post-Resistance OVOL1 5017 37 11 65562658 65562658 Missense_Mutation SNP A G 4 362 c.650A>G c.(649-651)GAG>GGG p.E217G



Pat_06 Post-Resistance GAL3ST3 89792 37 11 65810814 65810814 Missense_Mutation SNP G A 3 61 c.460C>T c.(460-462)CCG>TCG p.P154S

Pat_06 Post-Resistance RBM14 10432 37 11 66394038 66394038 Missense_Mutation SNP C A 7 200 c.1909C>A c.(1909-1911)CGC>AGC p.R637S

Pat_06 Post-Resistance ANO1 55107 37 11 69950240 69950240 Missense_Mutation SNP C T 4 148 c.676C>T c.(676-678)CGG>TGG p.R226W

Pat_06 Post-Resistance CTTN 2017 37 11 70271450 70271450 Missense_Mutation SNP T C 3 139 c.970T>C c.(970-972)TTT>CTT p.F324L

Pat_06 Post-Resistance LRTOMT 220074 37 11 71806493 71806493 Missense_Mutation SNP G A 5 288 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_06 Post-Resistance ARAP1 116985 37 11 72409088 72409088 Missense_Mutation SNP G A 3 51 c.2605C>T c.(2605-2607)CCC>TCC p.P869S

Pat_06 Post-Resistance DNAJB13 374407 37 11 73670659 73670659 Missense_Mutation SNP A G 4 386 c.293A>G c.(292-294)AAG>AGG p.K98R

Pat_06 Post-Resistance C2CD3 26005 37 11 73765718 73765718 Splice_Site SNP T C 3 331 c.5091_splice c.e26-1 p.R1697_splice

Pat_06 Post-Resistance XRRA1 143570 37 11 74554475 74554475 Missense_Mutation SNP C T 3 118 c.2149G>A c.(2149-2151)GAA>AAA p.E717K

Pat_06 Post-Resistance SLCO2B1 11309 37 11 74904599 74904599 Missense_Mutation SNP C T 5 232 c.1412C>T c.(1411-1413)GCG>GTG p.A471V

Pat_06 Post-Resistance MYO7A 4647 37 11 76871252 76871252 Missense_Mutation SNP T G 3 47 c.1124T>G c.(1123-1125)CTC>CGC p.L375R

Pat_06 Post-Resistance AQP11 282679 37 11 77301105 77301105 Nonsense_Mutation SNP C A 5 163 c.68C>A c.(67-69)TCG>TAG p.S23*

Pat_06 Post-Resistance FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 7 185 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_06 Post-Resistance RAB39 54734 37 11 107799505 107799505 Missense_Mutation SNP G A 3 55 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_06 Post-Resistance BCO2 83875 37 11 112046410 112046410 Missense_Mutation SNP C A 6 389 c.86C>A c.(85-87)CCA>CAA p.P29Q

Pat_06 Post-Resistance SIDT2 51092 37 11 117053495 117053495 Missense_Mutation SNP G A 4 136 c.675G>A c.(673-675)ATG>ATA p.M225I

Pat_06 Post-Resistance CBL 867 37 11 119169068 119169068 Missense_Mutation SNP G A 5 308 c.2252G>A c.(2251-2253)GGT>GAT p.G751D

Pat_06 Post-Resistance NFRKB 4798 37 11 129739513 129739513 Missense_Mutation SNP G A 4 261 c.3407C>T c.(3406-3408)GCT>GTT p.A1136V

Pat_06 Post-Resistance ACAD8 27034 37 11 134131232 134131232 Missense_Mutation SNP G A 5 523 c.905G>A c.(904-906)CGG>CAG p.R302Q

Pat_06 Post-Resistance LRTM2 654429 37 12 1943849 1943849 Missense_Mutation SNP G A 6 243 c.1075G>A c.(1075-1077)GAG>AAG p.E359K

Pat_06 Post-Resistance DCP1B 196513 37 12 2062260 2062260 Missense_Mutation SNP G C 3 237 c.846C>G c.(844-846)CAC>CAG p.H282Q

Pat_06 Post-Resistance CHD4 1108 37 12 6703741 6703741 Missense_Mutation SNP C T 4 451 c.2197G>A c.(2197-2199)GGC>AGC p.G733S

Pat_06 Post-Resistance PHB2 11331 37 12 7077713 7077713 Missense_Mutation SNP T C 3 180 c.338A>G c.(337-339)AAT>AGT p.N113S

Pat_06 Post-Resistance ACSM4 341392 37 12 7463210 7463210 Missense_Mutation SNP A G 3 157 c.488A>G c.(487-489)AAG>AGG p.K163R

Pat_06 Post-Resistance MANSC1 54682 37 12 12483448 12483448 Missense_Mutation SNP G A 4 342 c.809C>T c.(808-810)CCT>CTT p.P270L

Pat_06 Post-Resistance ABCC9 10060 37 12 21968788 21968788 Missense_Mutation SNP T C 6 759 c.3932A>G c.(3931-3933)GAG>GGG p.E1311G

Pat_06 Post-Resistance DDX23 9416 37 12 49227133 49227133 Missense_Mutation SNP G A 163 485 c.1730C>T c.(1729-1731)CCA>CTA p.P577L

Pat_06 Post-Resistance C12orf44 60673 37 12 52467658 52467658 Missense_Mutation SNP C A 4 416 c.224C>A c.(223-225)GCC>GAC p.A75D

Pat_06 Post-Resistance KRT74 121391 37 12 52964517 52964517 Missense_Mutation SNP C T 5 424 c.944G>A c.(943-945)CGC>CAC p.R315H

Pat_06 Post-Resistance NFE2 4778 37 12 54687147 54687147 Nonsense_Mutation SNP C A 6 378 c.133G>T c.(133-135)GAG>TAG p.E45*

Pat_06 Post-Resistance ITGA7 3679 37 12 56096948 56096948 Missense_Mutation SNP G A 4 198 c.221C>T c.(220-222)GCT>GTT p.A74V

Pat_06 Post-Resistance LRP1 4035 37 12 57579344 57579344 Missense_Mutation SNP G A 4 263 c.6494G>A c.(6493-6495)GGG>GAG p.G2165E

Pat_06 Post-Resistance INHBE 83729 37 12 57850029 57850029 Missense_Mutation SNP C T 6 778 c.451C>T c.(451-453)CGC>TGC p.R151C

Pat_06 Post-Resistance SYT1 6857 37 12 79689885 79689885 Missense_Mutation SNP G A 6 653 c.511G>A c.(511-513)GCC>ACC p.A171T

Pat_06 Post-Resistance C12orf29 91298 37 12 88429460 88429460 Missense_Mutation SNP C G 3 89 c.35C>G c.(34-36)CCG>CGG p.P12R

Pat_06 Post-Resistance CHPT1 56994 37 12 102113926 102113926 Missense_Mutation SNP A G 3 132 c.674A>G c.(673-675)AAG>AGG p.K225R

Pat_06 Post-Resistance FOXN4 121643 37 12 109719400 109719400 Missense_Mutation SNP G C 3 90 c.1106C>G c.(1105-1107)GCA>GGA p.A369G

Pat_06 Post-Resistance UBE3B 89910 37 12 109939300 109939300 Missense_Mutation SNP G A 5 455 c.1243G>A c.(1243-1245)GCA>ACA p.A415T

Pat_06 Post-Resistance C12orf76 400073 37 12 110495075 110495075 Missense_Mutation SNP G C 3 220 c.218C>G c.(217-219)GCT>GGT p.A73G

Pat_06 Post-Resistance IFT81 28981 37 12 110573141 110573141 Missense_Mutation SNP G A 4 302 c.595G>A c.(595-597)GCT>ACT p.A199T

Pat_06 Post-Resistance C12orf51 283450 37 12 112646308 112646308 Missense_Mutation SNP T G 3 191 c.6728A>C c.(6727-6729)GAC>GCC p.D2243A

Pat_06 Post-Resistance C12orf51 283450 37 12 112670855 112670855 Missense_Mutation SNP C T 3 91 c.4684G>A c.(4684-4686)GGC>AGC p.G1562S

Pat_06 Post-Resistance DTX1 1840 37 12 113532899 113532899 Missense_Mutation SNP G A 4 240 c.1439G>A c.(1438-1440)GGT>GAT p.G480D

Pat_06 Post-Resistance SIRT4 23409 37 12 120750395 120750395 Missense_Mutation SNP G A 3 81 c.634G>A c.(634-636)GTC>ATC p.V212I

Pat_06 Post-Resistance KDM2B 84678 37 12 121880585 121880585 Missense_Mutation SNP G A 3 63 c.2659C>T c.(2659-2661)CGG>TGG p.R887W

Pat_06 Post-Resistance PITPNM2 57605 37 12 123474421 123474421 Missense_Mutation SNP T G 12 74 c.2644A>C c.(2644-2646)ACC>CCC p.T882P

Pat_06 Post-Resistance MPHOSPH9 10198 37 12 123705991 123705991 Missense_Mutation SNP G A 20 103 c.344C>T c.(343-345)TCT>TTT p.S115F



Pat_06 Post-Resistance SCARB1 949 37 12 125298879 125298879 Missense_Mutation SNP C T 5 404 c.499G>A c.(499-501)GGC>AGC p.G167S

Pat_06 Post-Resistance POLE 5426 37 12 133244194 133244194 Missense_Mutation SNP C A 8 835 c.2214G>T c.(2212-2214)AAG>AAT p.K738N

Pat_06 Post-Resistance PXMP2 5827 37 12 133277860 133277860 Missense_Mutation SNP G A 5 466 c.424G>A c.(424-426)GCC>ACC p.A142T

Pat_06 Post-Resistance EFHA1 221154 37 13 22070202 22070202 Missense_Mutation SNP G A 4 375 c.1031C>T c.(1030-1032)CCT>CTT p.P344L

Pat_06 Post-Resistance HTR2A 3356 37 13 47470011 47470011 Missense_Mutation SNP A T 5 416 c.31T>A c.(31-33)TTG>ATG p.L11M

Pat_06 Post-Resistance MLNR 2862 37 13 49794771 49794771 Missense_Mutation SNP C G 3 140 c.298C>G c.(298-300)CGC>GGC p.R100G

Pat_06 Post-Resistance SETDB2 83852 37 13 50050973 50050973 Missense_Mutation SNP C A 143 503 c.703C>A c.(703-705)CCA>ACA p.P235T

Pat_06 Post-Resistance UGGT2 55757 37 13 96675903 96675903 Missense_Mutation SNP C T 4 398 c.352G>A c.(352-354)GCT>ACT p.A118T

Pat_06 Post-Resistance FAM155A 728215 37 13 108518718 108518718 Missense_Mutation SNP T C 4 264 c.227A>G c.(226-228)CAG>CGG p.Q76R

Pat_06 Post-Resistance COL4A1 1282 37 13 110823044 110823044 Missense_Mutation SNP C T 4 271 c.3592G>A c.(3592-3594)GGG>AGG p.G1198R

Pat_06 Post-Resistance RAB20 55647 37 13 111213811 111213811 Missense_Mutation SNP G A 4 327 c.56C>T c.(55-57)ACG>ATG p.T19M

Pat_06 Post-Resistance TMCO3 55002 37 13 114203816 114203816 Missense_Mutation SNP G A 4 406 c.1997G>A c.(1996-1998)AGG>AAG p.R666K

Pat_06 Post-Resistance LRRC16B 90668 37 14 24534879 24534879 Missense_Mutation SNP G A 6 597 c.3445G>A c.(3445-3447)GCA>ACA p.A1149T

Pat_06 Post-Resistance C14orf21 161424 37 14 24771294 24771294 Missense_Mutation SNP G A 5 415 c.932G>A c.(931-933)GGT>GAT p.G311D

Pat_06 Post-Resistance FANCM 57697 37 14 45642373 45642373 Missense_Mutation SNP T C 4 647 c.2276T>C c.(2275-2277)ATA>ACA p.I759T

Pat_06 Post-Resistance RPL10L 140801 37 14 47120617 47120617 Missense_Mutation SNP G A 4 472 c.323C>T c.(322-324)GCT>GTT p.A108V

Pat_06 Post-Resistance TRIM9 114088 37 14 51467475 51467475 Nonsense_Mutation SNP G A 6 438 c.1390C>T c.(1390-1392)CAG>TAG p.Q464*

Pat_06 Post-Resistance DDHD1 80821 37 14 53540470 53540470 Missense_Mutation SNP G C 11 393 c.1385C>G c.(1384-1386)ACT>AGT p.T462S

Pat_06 Post-Resistance PRKCH 5583 37 14 61789174 61789174 Missense_Mutation SNP G C 3 315 c.355G>C c.(355-357)GAG>CAG p.E119Q

Pat_06 Post-Resistance MPP5 64398 37 14 67745960 67745960 Missense_Mutation SNP T C 3 277 c.73T>C c.(73-75)TCA>CCA p.S25P

Pat_06 Post-Resistance PAPLN 89932 37 14 73731013 73731013 Missense_Mutation SNP G A 6 440 c.2956G>A c.(2956-2958)GAC>AAC p.D986N

Pat_06 Post-Resistance FLVCR2 55640 37 14 76045862 76045862 Missense_Mutation SNP G A 4 371 c.547G>A c.(547-549)GGC>AGC p.G183S

Pat_06 Post-Resistance TGFB3 7043 37 14 76438059 76438059 Nonsense_Mutation SNP C A 4 185 c.355G>T c.(355-357)GAA>TAA p.E119*

Pat_06 Post-Resistance SPTLC2 9517 37 14 78043193 78043193 Missense_Mutation SNP C A 6 802 c.548G>T c.(547-549)CGG>CTG p.R183L

Pat_06 Post-Resistance CCDC88C 440193 37 14 91763725 91763725 Missense_Mutation SNP T C 3 174 c.3890A>G c.(3889-3891)CAG>CGG p.Q1297R

Pat_06 Post-Resistance EVL 51466 37 14 100551122 100551122 Missense_Mutation SNP G A 5 494 c.104G>A c.(103-105)CGG>CAG p.R35Q

Pat_06 Post-Resistance PPP2R5C 5527 37 14 102349868 102349868 Missense_Mutation SNP A G 5 355 c.598A>G c.(598-600)ATC>GTC p.I200V

Pat_06 Post-Resistance KIF26A 26153 37 14 104641515 104641515 Missense_Mutation SNP G T 6 92 c.2390G>T c.(2389-2391)GGG>GTG p.G797V

Pat_06 Post-Resistance TMEM179 388021 37 14 105070985 105070985 Missense_Mutation SNP C T 3 94 c.94G>A c.(94-96)GGC>AGC p.G32S

Pat_06 Post-Resistance MKRN3 7681 37 15 23811035 23811035 Nonsense_Mutation SNP G T 6 440 c.106G>T c.(106-108)GAG>TAG p.E36*

Pat_06 Post-Resistance SRP14 6727 37 15 40331084 40331084 Missense_Mutation SNP C G 3 173 c.90G>C c.(88-90)TTG>TTC p.L30F

Pat_06 Post-Resistance MGA 23269 37 15 41961367 41961367 Missense_Mutation SNP G A 4 432 c.275G>A c.(274-276)AGC>AAC p.S92N

Pat_06 Post-Resistance MGA 23269 37 15 42035149 42035149 Missense_Mutation SNP C T 4 148 c.4991C>T c.(4990-4992)ACT>ATT p.T1664I

Pat_06 Post-Resistance CDAN1 146059 37 15 43028876 43028876 Missense_Mutation SNP G A 3 74 c.193C>T c.(193-195)CTC>TTC p.L65F

Pat_06 Post-Resistance DUOX2 50506 37 15 45399164 45399164 Missense_Mutation SNP G A 3 43 c.1697C>T c.(1696-1698)GCA>GTA p.A566V

Pat_06 Post-Resistance GATM 2628 37 15 45658258 45658258 Nonsense_Mutation SNP G A 5 566 c.964C>T c.(964-966)CGA>TGA p.R322*

Pat_06 Post-Resistance SLC12A1 6557 37 15 48559860 48559860 Missense_Mutation SNP G A 6 738 c.2257G>A c.(2257-2259)GCA>ACA p.A753T

Pat_06 Post-Resistance ATP8B4 79895 37 15 50223403 50223403 Missense_Mutation SNP T G 6 385 c.1555A>C c.(1555-1557)ACA>CCA p.T519P

Pat_06 Post-Resistance C2CD4B 388125 37 15 62457078 62457078 Missense_Mutation SNP G A 3 48 c.106C>T c.(106-108)CCG>TCG p.P36S

Pat_06 Post-Resistance CCDC33 80125 37 15 74565112 74565112 Missense_Mutation SNP G T 6 194 c.639G>T c.(637-639)AAG>AAT p.K213N

Pat_06 Post-Resistance C15orf39 56905 37 15 75500955 75500955 Missense_Mutation SNP C T 3 49 c.2566C>T c.(2566-2568)CGG>TGG p.R856W

Pat_06 Post-Resistance SH2D7 646892 37 15 78390760 78390760 Missense_Mutation SNP G C 4 387 c.467G>C c.(466-468)CGG>CCG p.R156P

Pat_06 Post-Resistance IDH3A 3419 37 15 78454591 78454591 Missense_Mutation SNP G A 7 709 c.493G>A c.(493-495)GTG>ATG p.V165M

Pat_06 Post-Resistance HOMER2 9455 37 15 83532942 83532942 Missense_Mutation SNP C T 4 269 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_06 Post-Resistance LRRC28 123355 37 15 99892580 99892580 Missense_Mutation SNP G T 6 730 c.599G>T c.(598-600)GGT>GTT p.G200V

Pat_06 Post-Resistance PDIA2 64714 37 16 334792 334792 Missense_Mutation SNP G C 3 68 c.540G>C c.(538-540)CAG>CAC p.Q180H

Pat_06 Post-Resistance RAB11FIP3 9727 37 16 555582 555582 Missense_Mutation SNP A G 3 118 c.1454A>G c.(1453-1455)GAG>GGG p.E485G



Pat_06 Post-Resistance LMF1 64788 37 16 904562 904562 Missense_Mutation SNP G T 3 46 c.1674C>A c.(1672-1674)GAC>GAA p.D558E

Pat_06 Post-Resistance NUBP2 10101 37 16 1838600 1838600 Missense_Mutation SNP G A 3 68 c.701G>A c.(700-702)AGG>AAG p.R234K

Pat_06 Post-Resistance CASKIN1 57524 37 16 2229990 2229990 Missense_Mutation SNP G A 3 60 c.3379C>T c.(3379-3381)CGC>TGC p.R1127C

Pat_06 Post-Resistance DNASE1L2 1775 37 16 2287814 2287814 Missense_Mutation SNP G T 3 81 c.638G>T c.(637-639)CGG>CTG p.R213L

Pat_06 Post-Resistance GLIS2 84662 37 16 4385140 4385140 Missense_Mutation SNP G A 5 453 c.602G>A c.(601-603)GGG>GAG p.G201E

Pat_06 Post-Resistance C16orf72 29035 37 16 9210599 9210599 Missense_Mutation SNP T C 7 560 c.658T>C c.(658-660)TCG>CCG p.S220P

Pat_06 Post-Resistance ABCC6P1 653190 37 16 18586170 18586170 Missense_Mutation SNP G A 3 21 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_06 Post-Resistance GP2 2813 37 16 20334257 20334257 Nonsense_Mutation SNP C A 6 436 c.589G>T c.(589-591)GAG>TAG p.E197*

Pat_06 Post-Resistance DNAH3 55567 37 16 20975620 20975620 Missense_Mutation SNP T C 3 220 c.9586A>G c.(9586-9588)ATC>GTC p.I3196V

Pat_06 Post-Resistance LAT 27040 37 16 28997926 28997926 Missense_Mutation SNP G A 5 270 c.376G>A c.(376-378)GGA>AGA p.G126R

Pat_06 Post-Resistance ZNF764 92595 37 16 30569473 30569473 Missense_Mutation SNP G A 3 80 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_06 Post-Resistance ITGAM 3684 37 16 31289423 31289423 Missense_Mutation SNP G A 3 53 c.1349G>A c.(1348-1350)GGC>GAC p.G450D

Pat_06 Post-Resistance ITGAD 3681 37 16 31408747 31408747 Missense_Mutation SNP G A 3 67 c.205G>A c.(205-207)GCT>ACT p.A69T

Pat_06 Post-Resistance C16orf87 388272 37 16 46843668 46843668 Missense_Mutation SNP T C 3 283 c.193A>G c.(193-195)ACA>GCA p.T65A

Pat_06 Post-Resistance SALL1 6299 37 16 51173912 51173912 Missense_Mutation SNP G A 5 267 c.2221C>T c.(2221-2223)CGG>TGG p.R741W

Pat_06 Post-Resistance SALL1 6299 37 16 51175720 51175720 Missense_Mutation SNP C T 4 137 c.413G>A c.(412-414)GGC>GAC p.G138D

Pat_06 Post-Resistance ZNF319 57567 37 16 58031086 58031086 Missense_Mutation SNP G A 5 297 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_06 Post-Resistance CDH5 1003 37 16 66434682 66434682 Missense_Mutation SNP G A 6 761 c.1600G>A c.(1600-1602)GCC>ACC p.A534T

Pat_06 Post-Resistance CMTM2 146225 37 16 66613713 66613713 Missense_Mutation SNP G A 7 275 c.203G>A c.(202-204)TGT>TAT p.C68Y

Pat_06 Post-Resistance ACD 65057 37 16 67694333 67694333 Missense_Mutation SNP C T 4 113 c.49G>A c.(49-51)GCA>ACA p.A17T

Pat_06 Post-Resistance PLA2G15 23659 37 16 68293315 68293315 Missense_Mutation SNP T C 3 301 c.994T>C c.(994-996)TAT>CAT p.Y332H

Pat_06 Post-Resistance CIRH1A 84916 37 16 69199414 69199414 Missense_Mutation SNP C G 3 215 c.1818C>G c.(1816-1818)ATC>ATG p.I606M

Pat_06 Post-Resistance NFAT5 10725 37 16 69727269 69727269 Missense_Mutation SNP G A 5 705 c.3487G>A c.(3487-3489)GCA>ACA p.A1163T

Pat_06 Post-Resistance RFWD3 55159 37 16 74666547 74666547 Missense_Mutation SNP G A 4 209 c.1451C>T c.(1450-1452)ACT>ATT p.T484I

Pat_06 Post-Resistance MON1B 22879 37 16 77227620 77227620 Missense_Mutation SNP G A 6 497 c.421G>A c.(421-423)GCC>ACC p.A141T

Pat_06 Post-Resistance RAP1GAP2 23108 37 17 2921371 2921371 Missense_Mutation SNP G C 3 84 c.1511G>C c.(1510-1512)CGC>CCC p.R504P

Pat_06 Post-Resistance P2RX5 5026 37 17 3582885 3582885 Missense_Mutation SNP T C 3 164 c.1258A>G c.(1258-1260)AGG>GGG p.R420G

Pat_06 Post-Resistance C17orf85 55421 37 17 3716504 3716504 Missense_Mutation SNP C A 4 277 c.1697G>T c.(1696-1698)AGG>ATG p.R566M

Pat_06 Post-Resistance KIAA0753 9851 37 17 6510532 6510532 Missense_Mutation SNP C A 5 607 c.1888G>T c.(1888-1890)GCC>TCC p.A630S

Pat_06 Post-Resistance C17orf74 201243 37 17 7330508 7330508 Missense_Mutation SNP A G 4 323 c.1198A>G c.(1198-1200)ACC>GCC p.T400A

Pat_06 Post-Resistance PER1 5187 37 17 8052785 8052785 Nonsense_Mutation SNP G T 5 232 c.848C>A c.(847-849)TCA>TAA p.S283*

Pat_06 Post-Resistance NTN1 9423 37 17 8926555 8926555 Missense_Mutation SNP G A 3 47 c.865G>A c.(865-867)GGC>AGC p.G289S

Pat_06 Post-Resistance MYH2 4620 37 17 10442604 10442604 Missense_Mutation SNP C T 7 828 c.1334G>A c.(1333-1335)CGC>CAC p.R445H

Pat_06 Post-Resistance DNAH9 1770 37 17 11642312 11642312 Missense_Mutation SNP C T 6 347 c.5930C>T c.(5929-5931)GCT>GTT p.A1977V

Pat_06 Post-Resistance TBC1D26 353149 37 17 15644445 15644445 Missense_Mutation SNP T C 4 351 c.556T>C c.(556-558)TAC>CAC p.Y186H

Pat_06 Post-Resistance ZNF624 57547 37 17 16526963 16526963 Missense_Mutation SNP C G 3 239 c.1237G>C c.(1237-1239)GAG>CAG p.E413Q

Pat_06 Post-Resistance MPRIP 23164 37 17 17062123 17062123 Missense_Mutation SNP G A 5 401 c.1853G>A c.(1852-1854)CGG>CAG p.R618Q

Pat_06 Post-Resistance TRIM16L 147166 37 17 18638618 18638618 Missense_Mutation SNP G C 3 290 c.892G>C c.(892-894)GAT>CAT p.D298H

Pat_06 Post-Resistance RNF112 7732 37 17 19316950 19316950 Missense_Mutation SNP A G 3 217 c.781A>G c.(781-783)AGG>GGG p.R261G

Pat_06 Post-Resistance MYO18A 399687 37 17 27421041 27421041 Missense_Mutation SNP C T 4 191 c.4778G>A c.(4777-4779)CGG>CAG p.R1593Q

Pat_06 Post-Resistance ACACA 31 37 17 35601610 35601610 Missense_Mutation SNP G A 6 565 c.2525C>T c.(2524-2526)ACG>ATG p.T842M

Pat_06 Post-Resistance MED24 9862 37 17 38189634 38189634 Missense_Mutation SNP C T 3 110 c.635G>A c.(634-636)CGG>CAG p.R212Q

Pat_06 Post-Resistance KRTAP1-3 81850 37 17 39190656 39190656 Missense_Mutation SNP C G 4 408 c.418G>C c.(418-420)GAG>CAG p.E140Q

Pat_06 Post-Resistance KRTAP4-11 653240 37 17 39274087 39274087 Missense_Mutation SNP G C 4 97 c.481C>G c.(481-483)CTG>GTG p.L161V

Pat_06 Post-Resistance KRT13 3860 37 17 39661436 39661436 Missense_Mutation SNP G A 8 737 c.367C>T c.(367-369)CGC>TGC p.R123C

Pat_06 Post-Resistance WNK4 65266 37 17 40933231 40933231 Missense_Mutation SNP G A 6 368 c.515G>A c.(514-516)CGA>CAA p.R172Q

Pat_06 Post-Resistance TMEM101 84336 37 17 42090407 42090407 Missense_Mutation SNP C A 4 264 c.435G>T c.(433-435)CAG>CAT p.Q145H



Pat_06 Post-Resistance PLCD3 113026 37 17 43195495 43195495 Missense_Mutation SNP G T 6 273 c.1126C>A c.(1126-1128)CAG>AAG p.Q376K

Pat_06 Post-Resistance CBX1 10951 37 17 46154339 46154339 Missense_Mutation SNP C G 4 461 c.28G>C c.(28-30)GTG>CTG p.V10L

Pat_06 Post-Resistance HOXB1 3211 37 17 46606940 46606940 Missense_Mutation SNP G C 4 308 c.875C>G c.(874-876)CCG>CGG p.P292R

Pat_06 Post-Resistance MSI2 124540 37 17 55729492 55729492 Missense_Mutation SNP G A 7 657 c.760G>A c.(760-762)GCA>ACA p.A254T

Pat_06 Post-Resistance MPO 4353 37 17 56350963 56350963 Missense_Mutation SNP G A 384 476 c.1433C>T c.(1432-1434)ACG>ATG p.T478M

Pat_06 Post-Resistance BCAS3 54828 37 17 59067378 59067378 Missense_Mutation SNP G A 6 684 c.1268G>A c.(1267-1269)AGT>AAT p.S423N

Pat_06 Post-Resistance MRC2 9902 37 17 60757617 60757617 Nonsense_Mutation SNP G A 4 247 c.2385G>A c.(2383-2385)TGG>TGA p.W795*

Pat_06 Post-Resistance TANC2 26115 37 17 61432228 61432228 Missense_Mutation SNP T C 5 816 c.1837T>C c.(1837-1839)TAC>CAC p.Y613H

Pat_06 Post-Resistance TANC2 26115 37 17 61483573 61483573 Missense_Mutation SNP G A 6 765 c.3302G>A c.(3301-3303)CGC>CAC p.R1101H

Pat_06 Post-Resistance TEX2 55852 37 17 62265647 62265647 Missense_Mutation SNP G A 6 614 c.2305C>T c.(2305-2307)CGG>TGG p.R769W

Pat_06 Post-Resistance BPTF 2186 37 17 65822438 65822438 Missense_Mutation SNP T C 3 300 c.598T>C c.(598-600)TAC>CAC p.Y200H

Pat_06 Post-Resistance ARSG 22901 37 17 66339924 66339924 Missense_Mutation SNP G A 31 191 c.398G>A c.(397-399)GGG>GAG p.G133E

Pat_06 Post-Resistance ABCA6 23460 37 17 67119437 67119437 Missense_Mutation SNP G A 4 342 c.1379C>T c.(1378-1380)CCC>CTC p.P460L

Pat_06 Post-Resistance TNRC6C 57690 37 17 76047105 76047105 Missense_Mutation SNP C A 4 165 c.1962C>A c.(1960-1962)AAC>AAA p.N654K

Pat_06 Post-Resistance NOTUM 147111 37 17 79913328 79913328 Missense_Mutation SNP G A 4 114 c.1081C>T c.(1081-1083)CGG>TGG p.R361W

Pat_06 Post-Resistance PSMG2 56984 37 18 12706720 12706720 Missense_Mutation SNP G A 4 284 c.229G>A c.(229-231)GTG>ATG p.V77M

Pat_06 Post-Resistance DSC3 1825 37 18 28576918 28576918 Missense_Mutation SNP T C 5 194 c.2332A>G c.(2332-2334)ACC>GCC p.T778A

Pat_06 Post-Resistance ELP2 55250 37 18 33709903 33709903 Missense_Mutation SNP G A 5 436 c.7G>A c.(7-9)GCA>ACA p.A3T

Pat_06 Post-Resistance KIAA1632 57724 37 18 43496522 43496522 Missense_Mutation SNP G C 3 189 c.3265C>G c.(3265-3267)CTA>GTA p.L1089V

Pat_06 Post-Resistance POLI 11201 37 18 51804162 51804162 Nonsense_Mutation SNP C T 4 155 c.496C>T c.(496-498)CAG>TAG p.Q166*

Pat_06 Post-Resistance ZNF236 7776 37 18 74631810 74631810 Missense_Mutation SNP C G 4 455 c.3347C>G c.(3346-3348)ACG>AGG p.T1116R

Pat_06 Post-Resistance MED16 10025 37 19 877161 877161 Nonsense_Mutation SNP G C 3 65 c.1373C>G c.(1372-1374)TCA>TGA p.S458*

Pat_06 Post-Resistance TCF3 6929 37 19 1622318 1622318 Missense_Mutation SNP C T 3 64 c.646G>A c.(646-648)GTG>ATG p.V216M

Pat_06 Post-Resistance ATP8B3 148229 37 19 1783118 1783118 Missense_Mutation SNP C T 3 123 c.3812G>A c.(3811-3813)CGG>CAG p.R1271Q

Pat_06 Post-Resistance LINGO3 645191 37 19 2290979 2290979 Missense_Mutation SNP A G 3 87 c.797T>C c.(796-798)CTG>CCG p.L266P

Pat_06 Post-Resistance LMNB2 84823 37 19 2456715 2456715 Missense_Mutation SNP G A 3 74 c.157C>T c.(157-159)CGG>TGG p.R53W

Pat_06 Post-Resistance ZNF57 126295 37 19 2918025 2918025 Missense_Mutation SNP T C 4 277 c.1406T>C c.(1405-1407)ATG>ACG p.M469T

Pat_06 Post-Resistance TLE6 79816 37 19 2987064 2987064 Translation_Start_Site SNP C G 3 184 c.0C>G c.(-2-2)ATCAT>ATGAT

Pat_06 Post-Resistance MPND 84954 37 19 4345742 4345742 Missense_Mutation SNP G C 3 125 c.295G>C c.(295-297)GGG>CGG p.G99R

Pat_06 Post-Resistance KDM4B 23030 37 19 5144155 5144155 Missense_Mutation SNP G A 4 405 c.2728G>A c.(2728-2730)GGT>AGT p.G910S

Pat_06 Post-Resistance SAFB2 9667 37 19 5592789 5592789 Missense_Mutation SNP G A 4 175 c.2317C>T c.(2317-2319)CGG>TGG p.R773W

Pat_06 Post-Resistance FUT3 2525 37 19 5844502 5844502 Missense_Mutation SNP G T 7 595 c.349C>A c.(349-351)CCT>ACT p.P117T

Pat_06 Post-Resistance PNPLA6 10908 37 19 7607465 7607465 Missense_Mutation SNP G A 4 196 c.1298G>A c.(1297-1299)CGC>CAC p.R433H

Pat_06 Post-Resistance ZNF560 147741 37 19 9578478 9578478 Missense_Mutation SNP C T 6 553 c.1145G>A c.(1144-1146)GGC>GAC p.G382D

Pat_06 Post-Resistance MRPL4 51073 37 19 10370467 10370467 Missense_Mutation SNP C T 4 260 c.914C>T c.(913-915)GCG>GTG p.A305V

Pat_06 Post-Resistance TYK2 7297 37 19 10476414 10476414 Missense_Mutation SNP C G 3 95 c.790G>C c.(790-792)GAG>CAG p.E264Q

Pat_06 Post-Resistance RTBDN 83546 37 19 12940673 12940673 Missense_Mutation SNP G A 4 238 c.121C>T c.(121-123)CAC>TAC p.H41Y

Pat_06 Post-Resistance PKN1 5585 37 19 14580274 14580274 Missense_Mutation SNP G A 6 735 c.2098G>A c.(2098-2100)GGT>AGT p.G700S

Pat_06 Post-Resistance SIN3B 23309 37 19 16986980 16986980 Missense_Mutation SNP A G 3 166 c.2803A>G c.(2803-2805)AGG>GGG p.R935G

Pat_06 Post-Resistance KIAA1683 80726 37 19 18376614 18376614 Missense_Mutation SNP T C 3 140 c.1736A>G c.(1735-1737)AAG>AGG p.K579R

Pat_06 Post-Resistance ZNF93 81931 37 19 20045200 20045200 Missense_Mutation SNP A C 6 199 c.1436A>C c.(1435-1437)AAA>ACA p.K479T

Pat_06 Post-Resistance ZNF93 81931 37 19 20045284 20045284 Missense_Mutation SNP A C 6 171 c.1520A>C c.(1519-1521)AAA>ACA p.K507T

Pat_06 Post-Resistance ZNF85 7639 37 19 21132642 21132642 Missense_Mutation SNP T G 8 50 c.1322T>G c.(1321-1323)CTT>CGT p.L441R

Pat_06 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 4 201 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_06 Post-Resistance ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 6 181 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_06 Post-Resistance ZNF257 113835 37 19 22271961 22271961 Missense_Mutation SNP A G 8 201 c.1409A>G c.(1408-1410)CAG>CGG p.Q470R

Pat_06 Post-Resistance ZNF681 148213 37 19 23927139 23927139 Missense_Mutation SNP T G 7 135 c.1213A>C c.(1213-1215)AAG>CAG p.K405Q



Pat_06 Post-Resistance TSHZ3 57616 37 19 31768255 31768255 Missense_Mutation SNP G A 4 312 c.2444C>T c.(2443-2445)CCG>CTG p.P815L

Pat_06 Post-Resistance ZNF507 22847 37 19 32847588 32847588 Missense_Mutation SNP A G 3 367 c.2194A>G c.(2194-2196)AAT>GAT p.N732D

Pat_06 Post-Resistance ZNF30 90075 37 19 35434144 35434144 Missense_Mutation SNP G A 6 16 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_06 Post-Resistance FFAR2 2867 37 19 35940879 35940879 Missense_Mutation SNP G C 3 134 c.263G>C c.(262-264)GGC>GCC p.G88A

Pat_06 Post-Resistance RINL 126432 37 19 39360618 39360618 Missense_Mutation SNP T C 3 53 c.965A>G c.(964-966)GAT>GGT p.D322G

Pat_06 Post-Resistance PAF1 54623 37 19 39876648 39876648 Missense_Mutation SNP C G 3 295 c.1579G>C c.(1579-1581)GAT>CAT p.D527H

Pat_06 Post-Resistance PAF1 54623 37 19 39881474 39881474 Missense_Mutation SNP G A 3 53 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_06 Post-Resistance FCGBP 8857 37 19 40420050 40420050 Missense_Mutation SNP C T 78 271 c.2944G>A c.(2944-2946)GAC>AAC p.D982N

Pat_06 Post-Resistance HIPK4 147746 37 19 40886952 40886952 Missense_Mutation SNP C G 3 202 c.946G>C c.(946-948)GAC>CAC p.D316H

Pat_06 Post-Resistance CYP2A6 1548 37 19 41352877 41352877 Missense_Mutation SNP T C 4 367 c.734A>G c.(733-735)GAG>GGG p.E245G

Pat_06 Post-Resistance CYP2F1 1572 37 19 41628800 41628800 Missense_Mutation SNP G A 6 250 c.896G>A c.(895-897)GGC>GAC p.G299D

Pat_06 Post-Resistance CEACAM20 125931 37 19 45026903 45026903 Missense_Mutation SNP C A 3 69 c.511G>T c.(511-513)GTT>TTT p.V171F

Pat_06 Post-Resistance EHD2 30846 37 19 48244171 48244171 Missense_Mutation SNP C T 45 96 c.1114C>T c.(1114-1116)CAC>TAC p.H372Y

Pat_06 Post-Resistance PRRG2 5639 37 19 50086551 50086551 Missense_Mutation SNP G C 3 193 c.75G>C c.(73-75)GAG>GAC p.E25D

Pat_06 Post-Resistance AP2A1 160 37 19 50270424 50270424 Missense_Mutation SNP G A 4 475 c.34G>A c.(34-36)GGG>AGG p.G12R

Pat_06 Post-Resistance MED25 81857 37 19 50339574 50339574 Missense_Mutation SNP T C 3 108 c.2057T>C c.(2056-2058)CTG>CCG p.L686P

Pat_06 Post-Resistance MYH14 79784 37 19 50764812 50764812 Missense_Mutation SNP G T 13 170 c.2382G>T c.(2380-2382)CAG>CAT p.Q794H

Pat_06 Post-Resistance NAPSA 9476 37 19 50865325 50865325 Missense_Mutation SNP G C 3 102 c.250C>G c.(250-252)CTG>GTG p.L84V

Pat_06 Post-Resistance NR1H2 7376 37 19 50882003 50882003 Missense_Mutation SNP G A 5 370 c.700G>A c.(700-702)GCC>ACC p.A234T

Pat_06 Post-Resistance ZNF649 65251 37 19 52394769 52394769 Missense_Mutation SNP A C 4 325 c.620T>G c.(619-621)GTG>GGG p.V207G

Pat_06 Post-Resistance ZNF841 284371 37 19 52568410 52568410 Missense_Mutation SNP T C 3 87 c.2377A>G c.(2377-2379)AAT>GAT p.N793D

Pat_06 Post-Resistance ZNF600 162966 37 19 53269487 53269487 Missense_Mutation SNP G T 7 764 c.1522C>A c.(1522-1524)CGT>AGT p.R508S

Pat_06 Post-Resistance PRPF31 26121 37 19 54625963 54625963 Missense_Mutation SNP G A 6 581 c.410G>A c.(409-411)CGC>CAC p.R137H

Pat_06 Post-Resistance ZNF304 57343 37 19 57869118 57869118 Missense_Mutation SNP C A 5 412 c.1881C>A c.(1879-1881)AGC>AGA p.S627R

Pat_06 Post-Resistance CYS1 192668 37 2 10199005 10199005 Missense_Mutation SNP C T 3 66 c.452G>A c.(451-453)AGC>AAC p.S151N

Pat_06 Post-Resistance NTSR2 23620 37 2 11802254 11802254 Missense_Mutation SNP G T 7 816 c.737C>A c.(736-738)CCG>CAG p.P246Q

Pat_06 Post-Resistance MATN3 4148 37 2 20205877 20205877 Missense_Mutation SNP A G 3 294 c.418T>C c.(418-420)TAC>CAC p.Y140H

Pat_06 Post-Resistance CAD 790 37 2 27449125 27449125 Missense_Mutation SNP C A 7 569 c.1969C>A c.(1969-1971)CAG>AAG p.Q657K

Pat_06 Post-Resistance ZNF513 130557 37 2 27601381 27601381 Missense_Mutation SNP G A 6 572 c.752C>T c.(751-753)CCT>CTT p.P251L

Pat_06 Post-Resistance ZNF512 84450 37 2 27823636 27823636 Missense_Mutation SNP G A 4 306 c.536G>A c.(535-537)AGG>AAG p.R179K

Pat_06 Post-Resistance VIT 5212 37 2 36982146 36982146 Missense_Mutation SNP G A 4 434 c.358G>A c.(358-360)GGT>AGT p.G120S

Pat_06 Post-Resistance TMEM178 130733 37 2 39893503 39893503 Missense_Mutation SNP T C 3 68 c.389T>C c.(388-390)CTC>CCC p.L130P

Pat_06 Post-Resistance LRPPRC 10128 37 2 44132881 44132881 Missense_Mutation SNP G A 5 506 c.3314C>T c.(3313-3315)GCT>GTT p.A1105V

Pat_06 Post-Resistance MDH1 4190 37 2 63834072 63834072 Missense_Mutation SNP A C 4 305 c.956A>C c.(955-957)GAA>GCA p.E319A

Pat_06 Post-Resistance ADRA2B 151 37 2 96781851 96781851 Missense_Mutation SNP G C 3 105 c.38C>G c.(37-39)GCG>GGG p.A13G

Pat_06 Post-Resistance KIAA1310 55683 37 2 97270073 97270073 Nonsense_Mutation SNP G C 3 266 c.2063C>G c.(2062-2064)TCA>TGA p.S688*

Pat_06 Post-Resistance SLC9A2 6549 37 2 103321076 103321076 Missense_Mutation SNP G A 5 461 c.1919G>A c.(1918-1920)CGG>CAG p.R640Q

Pat_06 Post-Resistance FBLN7 129804 37 2 112917344 112917344 Missense_Mutation SNP G A 3 46 c.167G>A c.(166-168)CGC>CAC p.R56H

Pat_06 Post-Resistance ZC3H6 376940 37 2 113067600 113067600 Missense_Mutation SNP T C 3 138 c.475T>C c.(475-477)TAC>CAC p.Y159H

Pat_06 Post-Resistance UGGT1 56886 37 2 128900767 128900767 Missense_Mutation SNP G T 5 611 c.1819G>T c.(1819-1821)GGG>TGG p.G607W

Pat_06 Post-Resistance NCKAP5 344148 37 2 133541535 133541535 Missense_Mutation SNP G C 3 142 c.2849C>G c.(2848-2850)GCA>GGA p.A950G

Pat_06 Post-Resistance LCT 3938 37 2 136558358 136558358 Missense_Mutation SNP G A 4 285 c.4685C>T c.(4684-4686)ACT>ATT p.T1562I

Pat_06 Post-Resistance LCT 3938 37 2 136570402 136570402 Missense_Mutation SNP G C 3 233 c.1832C>G c.(1831-1833)CCA>CGA p.P611R

Pat_06 Post-Resistance KYNU 8942 37 2 143712436 143712436 Missense_Mutation SNP T G 3 276 c.431T>G c.(430-432)CTA>CGA p.L144R

Pat_06 Post-Resistance GALNT13 114805 37 2 155115620 155115620 Missense_Mutation SNP G T 10 700 c.944G>T c.(943-945)TGG>TTG p.W315L

Pat_06 Post-Resistance TTC30A 92104 37 2 178482916 178482916 Missense_Mutation SNP C A 6 779 c.514G>T c.(514-516)GCT>TCT p.A172S

Pat_06 Post-Resistance TTN 7273 37 2 179610475 179610475 Missense_Mutation SNP C T 139 497 c.16652G>A c.(16651-16653)GGA>GAA p.G5551E



Pat_06 Post-Resistance STAT1 6772 37 2 191841571 191841571 Missense_Mutation SNP T C 4 447 c.2054A>G c.(2053-2055)AAG>AGG p.K685R

Pat_06 Post-Resistance SDPR 8436 37 2 192711366 192711366 Missense_Mutation SNP C G 3 294 c.286G>C c.(286-288)GAC>CAC p.D96H

Pat_06 Post-Resistance RAPH1 65059 37 2 204305505 204305505 Missense_Mutation SNP G A 4 485 c.2408C>T c.(2407-2409)CCA>CTA p.P803L

Pat_06 Post-Resistance PARD3B 117583 37 2 206037092 206037092 Missense_Mutation SNP A G 3 199 c.1778A>G c.(1777-1779)GAG>GGG p.E593G

Pat_06 Post-Resistance ZDBF2 57683 37 2 207176040 207176040 Missense_Mutation SNP A G 3 36 c.6788A>G c.(6787-6789)AAG>AGG p.K2263R

Pat_06 Post-Resistance TNS1 7145 37 2 218696222 218696222 Missense_Mutation SNP A G 4 207 c.2954T>C c.(2953-2955)CTG>CCG p.L985P

Pat_06 Post-Resistance DOCK10 55619 37 2 225659740 225659740 Missense_Mutation SNP C A 6 748 c.5010G>T c.(5008-5010)CAG>CAT p.Q1670H

Pat_06 Post-Resistance DOCK10 55619 37 2 225710253 225710253 Missense_Mutation SNP T C 3 123 c.2342A>G c.(2341-2343)GAG>GGG p.E781G

Pat_06 Post-Resistance ATG16L1 55054 37 2 234171821 234171821 Missense_Mutation SNP G A 4 301 c.255G>A c.(253-255)ATG>ATA p.M85I

Pat_06 Post-Resistance USP40 55230 37 2 234431912 234431912 Missense_Mutation SNP G A 6 838 c.2138C>T c.(2137-2139)ACG>ATG p.T713M

Pat_06 Post-Resistance GBX2 2637 37 2 237076365 237076365 Missense_Mutation SNP G A 3 112 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_06 Post-Resistance IQCA1 79781 37 2 237300984 237300984 Missense_Mutation SNP A G 3 33 c.1220T>C c.(1219-1221)ATG>ACG p.M407T

Pat_06 Post-Resistance PER2 8864 37 2 239171652 239171652 Missense_Mutation SNP G C 3 256 c.1094C>G c.(1093-1095)CCA>CGA p.P365R

Pat_06 Post-Resistance ASB1 51665 37 2 239342236 239342236 Missense_Mutation SNP C G 3 180 c.91C>G c.(91-93)CAT>GAT p.H31D

Pat_06 Post-Resistance GPC1 2817 37 2 241404077 241404077 Missense_Mutation SNP G A 5 241 c.928G>A c.(928-930)GTG>ATG p.V310M

Pat_06 Post-Resistance ANO7 50636 37 2 242152003 242152003 Missense_Mutation SNP G A 3 153 c.1852G>A c.(1852-1854)GGC>AGC p.G618S

Pat_06 Post-Resistance C2orf85 285093 37 2 242813889 242813889 Missense_Mutation SNP G A 3 88 c.182G>A c.(181-183)GGG>GAG p.G61E

Pat_06 Post-Resistance ATRN 8455 37 20 3528125 3528125 Nonsense_Mutation SNP C A 4 239 c.932C>A c.(931-933)TCA>TAA p.S311*

Pat_06 Post-Resistance PANK2 80025 37 20 3870051 3870051 Missense_Mutation SNP G A 3 27 c.304G>A c.(304-306)GCG>ACG p.A102T

Pat_06 Post-Resistance NKX2-4 644524 37 20 21377956 21377956 Missense_Mutation SNP T C 3 93 c.82A>G c.(82-84)AGC>GGC p.S28G

Pat_06 Post-Resistance SSTR4 6754 37 20 23016853 23016853 Missense_Mutation SNP G A 5 309 c.733G>A c.(733-735)GCT>ACT p.A245T

Pat_06 Post-Resistance SUN5 140732 37 20 31573702 31573702 Missense_Mutation SNP A G 3 280 c.737T>C c.(736-738)GTG>GCG p.V246A

Pat_06 Post-Resistance PROCR 10544 37 20 33762727 33762727 Missense_Mutation SNP G A 3 38 c.293G>A c.(292-294)CGC>CAC p.R98H

Pat_06 Post-Resistance SCAND1 51282 37 20 34542183 34542183 Missense_Mutation SNP C G 3 209 c.24G>C c.(22-24)TTG>TTC p.L8F

Pat_06 Post-Resistance SAMHD1 25939 37 20 35563541 35563541 Nonsense_Mutation SNP G A 4 418 c.400C>T c.(400-402)CGA>TGA p.R134*

Pat_06 Post-Resistance MYBL2 4605 37 20 42340156 42340156 Missense_Mutation SNP T C 3 139 c.1634T>C c.(1633-1635)TTG>TCG p.L545S

Pat_06 Post-Resistance ADA 100 37 20 43254215 43254215 Missense_Mutation SNP T C 3 69 c.473A>G c.(472-474)CAG>CGG p.Q158R

Pat_06 Post-Resistance TP53TG5 27296 37 20 44004010 44004010 Missense_Mutation SNP G A 6 732 c.437C>T c.(436-438)GCG>GTG p.A146V

Pat_06 Post-Resistance NEURL2 140825 37 20 44518913 44518913 Missense_Mutation SNP G A 5 290 c.718C>T c.(718-720)CGC>TGC p.R240C

Pat_06 Post-Resistance DDX27 55661 37 20 47853049 47853049 Splice_Site SNP T C 3 173 c.1780_splice c.e14+2 p.D594_splice

Pat_06 Post-Resistance B4GALT5 9334 37 20 48256244 48256244 Nonsense_Mutation SNP C T 6 711 c.888G>A c.(886-888)TGG>TGA p.W296*

Pat_06 Post-Resistance SLC9A8 23315 37 20 48431630 48431630 Missense_Mutation SNP C A 7 471 c.112C>A c.(112-114)CCT>ACT p.P38T

Pat_06 Post-Resistance SPATA2 9825 37 20 48522326 48522326 Missense_Mutation SNP G A 5 475 c.1393C>T c.(1393-1395)CGC>TGC p.R465C

Pat_06 Post-ResistanceTMEM189-UBE2V1 387522 37 20 48746152 48746152 Missense_Mutation SNP C T 4 465 c.409G>A c.(409-411)GGG>AGG p.G137R

Pat_06 Post-Resistance CASS4 57091 37 20 55033771 55033771 Missense_Mutation SNP C G 3 99 c.2329C>G c.(2329-2331)CAC>GAC p.H777D

Pat_06 Post-Resistance ZBP1 81030 37 20 56191510 56191510 Missense_Mutation SNP T C 4 441 c.49A>G c.(49-51)AGA>GGA p.R17G

Pat_06 Post-Resistance SS18L1 26039 37 20 60747785 60747785 Missense_Mutation SNP G A 5 472 c.964G>A c.(964-966)GCG>ACG p.A322T

Pat_06 Post-Resistance COL20A1 57642 37 20 61929285 61929285 Missense_Mutation SNP G A 5 383 c.106G>A c.(106-108)GTG>ATG p.V36M

Pat_06 Post-Resistance NRIP1 8204 37 21 16339298 16339298 Missense_Mutation SNP C G 6 808 c.1216G>C c.(1216-1218)GAG>CAG p.E406Q

Pat_06 Post-Resistance SYNJ1 8867 37 21 34067386 34067386 Missense_Mutation SNP T C 12 800 c.803A>G c.(802-804)AAT>AGT p.N268S

Pat_06 Post-Resistance MX2 4600 37 21 42754364 42754364 Missense_Mutation SNP G A 4 229 c.605G>A c.(604-606)CGG>CAG p.R202Q

Pat_06 Post-Resistance ICOSLG 23308 37 21 45655431 45655431 Missense_Mutation SNP G A 6 693 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_06 Post-Resistance COL6A2 1292 37 21 47542067 47542067 Missense_Mutation SNP G A 4 260 c.1567G>A c.(1567-1569)GCA>ACA p.A523T

Pat_06 Post-Resistance GAB4 128954 37 22 17489052 17489052 Translation_Start_Site SNP G A 3 42 c.-47C>T c.(-49--45)AACGC>AATGC

Pat_06 Post-Resistance MICAL3 57553 37 22 18300139 18300139 Missense_Mutation SNP G A 4 68 c.5288C>T c.(5287-5289)ACC>ATC p.T1763I

Pat_06 Post-Resistance MICAL3 57553 37 22 18300679 18300679 Missense_Mutation SNP G C 4 244 c.4748C>G c.(4747-4749)CCC>CGC p.P1583R

Pat_06 Post-Resistance ZDHHC8 29801 37 22 20127660 20127660 Missense_Mutation SNP G A 7 693 c.580G>A c.(580-582)GGC>AGC p.G194S



Pat_06 Post-Resistance KLHL22 84861 37 22 20800753 20800753 Missense_Mutation SNP C T 5 253 c.1516G>A c.(1516-1518)GGA>AGA p.G506R

Pat_06 Post-Resistance LOC391322 391322 37 22 24373625 24373625 Missense_Mutation SNP G A 3 71 c.124G>A c.(124-126)GTA>ATA p.V42I

Pat_06 Post-Resistance CABIN1 23523 37 22 24560506 24560506 Missense_Mutation SNP C A 5 301 c.4885C>A c.(4885-4887)CTT>ATT p.L1629I

Pat_06 Post-Resistance GGT5 2687 37 22 24628048 24628048 Missense_Mutation SNP T C 3 189 c.725A>G c.(724-726)CAG>CGG p.Q242R

Pat_06 Post-Resistance EWSR1 2130 37 22 29678453 29678453 Missense_Mutation SNP T C 3 268 c.488T>C c.(487-489)CTA>CCA p.L163P

Pat_06 Post-Resistance GAS2L1 10634 37 22 29704568 29704568 Missense_Mutation SNP T C 3 70 c.473T>C c.(472-474)GTG>GCG p.V158A

Pat_06 Post-Resistance CABP7 164633 37 22 30125524 30125524 Missense_Mutation SNP C T 6 443 c.614C>T c.(613-615)GCG>GTG p.A205V

Pat_06 Post-Resistance TOM1 10043 37 22 35730374 35730374 Missense_Mutation SNP C G 3 243 c.1081C>G c.(1081-1083)CGA>GGA p.R361G

Pat_06 Post-Resistance LGALS1 3956 37 22 38074611 38074611 Missense_Mutation SNP A G 3 107 c.211A>G c.(211-213)ACC>GCC p.T71A

Pat_06 Post-Resistance NFAM1 150372 37 22 42807425 42807425 Missense_Mutation SNP T C 3 80 c.439A>G c.(439-441)ATC>GTC p.I147V

Pat_06 Post-Resistance PANX2 56666 37 22 50609350 50609350 Missense_Mutation SNP T C 3 84 c.191T>C c.(190-192)CTG>CCG p.L64P

Pat_06 Post-Resistance CPT1B 1375 37 22 51012066 51012066 Missense_Mutation SNP T C 3 152 c.1049A>G c.(1048-1050)GAG>GGG p.E350G

Pat_06 Post-Resistance SETMAR 6419 37 3 4354858 4354858 Missense_Mutation SNP A G 4 240 c.433A>G c.(433-435)AAG>GAG p.K145E

Pat_06 Post-Resistance RAF1 5894 37 3 12626736 12626736 Missense_Mutation SNP C G 3 264 c.1553G>C c.(1552-1554)CGA>CCA p.R518P

Pat_06 Post-Resistance GPD1L 23171 37 3 32200561 32200561 Missense_Mutation SNP G A 4 468 c.812G>A c.(811-813)CGG>CAG p.R271Q

Pat_06 Post-Resistance DCLK3 85443 37 3 36763141 36763141 Missense_Mutation SNP T G 6 421 c.1462A>C c.(1462-1464)AAT>CAT p.N488H

Pat_06 Post-Resistance SETD2 29072 37 3 47162297 47162297 Missense_Mutation SNP T C 3 285 c.3829A>G c.(3829-3831)AGC>GGC p.S1277G

Pat_06 Post-Resistance TREX1 11277 37 3 48506398 48506398 Translation_Start_Site SNP G A 6 391 c.-1088G>A -1090--1086)GCGTG>GCATG

Pat_06 Post-Resistance BSN 8927 37 3 49690213 49690213 Missense_Mutation SNP G A 3 115 c.3224G>A c.(3223-3225)CGG>CAG p.R1075Q

Pat_06 Post-Resistance DOCK3 1795 37 3 51376408 51376408 Missense_Mutation SNP C T 3 102 c.3715C>T c.(3715-3717)CGC>TGC p.R1239C

Pat_06 Post-Resistance ATXN7 6314 37 3 63981284 63981284 Missense_Mutation SNP G A 5 852 c.1786G>A c.(1786-1788)GCA>ACA p.A596T

Pat_06 Post-Resistance ADAMTS9 56999 37 3 64673345 64673345 Translation_Start_Site SNP C T 3 55 c.-11G>A c.(-13--9)GGGTG>GGATG

Pat_06 Post-Resistance IMPG2 50939 37 3 101023117 101023117 Missense_Mutation SNP C A 4 325 c.374G>T c.(373-375)TGG>TTG p.W125L

Pat_06 Post-Resistance ADPRH 141 37 3 119306540 119306540 Missense_Mutation SNP T C 4 338 c.889T>C c.(889-891)TTT>CTT p.F297L

Pat_06 Post-Resistance CASR 846 37 3 121981026 121981026 Missense_Mutation SNP G A 92 275 c.1144G>A c.(1144-1146)GAC>AAC p.D382N

Pat_06 Post-Resistance CCDC14 64770 37 3 123633735 123633735 Nonsense_Mutation SNP G C 3 207 c.2753C>G c.(2752-2754)TCA>TGA p.S918*

Pat_06 Post-Resistance PLXNA1 5361 37 3 126708286 126708286 Missense_Mutation SNP C T 7 851 c.781C>T c.(781-783)CGG>TGG p.R261W

Pat_06 Post-Resistance MCM2 4171 37 3 127335840 127335840 Missense_Mutation SNP C T 6 688 c.1652C>T c.(1651-1653)GCG>GTG p.A551V

Pat_06 Post-Resistance KY 339855 37 3 134323197 134323197 Missense_Mutation SNP C T 4 465 c.1210G>A c.(1210-1212)GTG>ATG p.V404M

Pat_06 Post-Resistance DZIP1L 199221 37 3 137822486 137822486 Nonsense_Mutation SNP G A 3 89 c.328C>T c.(328-330)CAG>TAG p.Q110*

Pat_06 Post-Resistance CLSTN2 64084 37 3 140178544 140178544 Missense_Mutation SNP G A 5 452 c.1155G>A c.(1153-1155)ATG>ATA p.M385I

Pat_06 Post-Resistance GMPS 8833 37 3 155654264 155654264 Missense_Mutation SNP A G 8 619 c.1945A>G c.(1945-1947)ATA>GTA p.I649V

Pat_06 Post-Resistance SLC7A14 57709 37 3 170218966 170218966 Missense_Mutation SNP A C 72 267 c.473T>G c.(472-474)TTT>TGT p.F158C

Pat_06 Post-Resistance EIF4A2 1974 37 3 186501404 186501404 Missense_Mutation SNP C G 176 491 c.5C>G c.(4-6)TCT>TGT p.S2C

Pat_06 Post-Resistance ZNF732 654254 37 4 265139 265139 Missense_Mutation SNP C T 4 52 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_06 Post-Resistance TBC1D14 57533 37 4 7016285 7016285 Splice_Site SNP G A 4 166 c.1757_splice c.e12+1 p.W586_splice

Pat_06 Post-Resistance SH3TC1 54436 37 4 8230002 8230002 Nonsense_Mutation SNP C T 4 311 c.2581C>T c.(2581-2583)CAG>TAG p.Q861*

Pat_06 Post-Resistance BOD1L 259282 37 4 13601655 13601655 Missense_Mutation SNP G A 3 79 c.6869C>T c.(6868-6870)ACC>ATC p.T2290I

Pat_06 Post-Resistance PCDH7 5099 37 4 30724350 30724350 Missense_Mutation SNP G A 4 231 c.1306G>A c.(1306-1308)GTT>ATT p.V436I

Pat_06 Post-Resistance LRRC66 339977 37 4 52860732 52860732 Missense_Mutation SNP G A 4 285 c.2456C>T c.(2455-2457)CCG>CTG p.P819L

Pat_06 Post-Resistance PPBP 5473 37 4 74853048 74853048 Missense_Mutation SNP C A 5 648 c.328G>T c.(328-330)GCT>TCT p.A110S

Pat_06 Post-Resistance FRAS1 80144 37 4 79238664 79238664 Splice_Site SNP T C 3 132 c.1960_splice c.e17+2 p.A654_splice

Pat_06 Post-Resistance FRAS1 80144 37 4 79295316 79295316 Missense_Mutation SNP G A 6 679 c.3062G>A c.(3061-3063)TGC>TAC p.C1021Y

Pat_06 Post-Resistance BBS12 166379 37 4 123664066 123664066 Missense_Mutation SNP T C 3 265 c.1019T>C c.(1018-1020)GTA>GCA p.V340A

Pat_06 Post-Resistance MAML3 55534 37 4 140811349 140811349 Missense_Mutation SNP G A 5 649 c.1241C>T c.(1240-1242)GCT>GTT p.A414V

Pat_06 Post-Resistance CMYA5 202333 37 5 79031109 79031109 Missense_Mutation SNP G A 21 150 c.6521G>A c.(6520-6522)GGA>GAA p.G2174E

Pat_06 Post-Resistance FAM170A 340069 37 5 118969733 118969733 Missense_Mutation SNP C A 6 417 c.290C>A c.(289-291)CCC>CAC p.P97H



Pat_06 Post-Resistance ISOC1 51015 37 5 128430619 128430619 Missense_Mutation SNP T G 4 235 c.160T>G c.(160-162)TTC>GTC p.F54V

Pat_06 Post-Resistance PSD2 84249 37 5 139193889 139193889 Missense_Mutation SNP G T 6 258 c.956G>T c.(955-957)CGC>CTC p.R319L

Pat_06 Post-Resistance SLC4A9 83697 37 5 139747047 139747047 Missense_Mutation SNP G C 3 141 c.2128G>C c.(2128-2130)GCC>CCC p.A710P

Pat_06 Post-Resistance SLC35A4 113829 37 5 139947539 139947539 Missense_Mutation SNP T C 3 306 c.785T>C c.(784-786)CTA>CCA p.L262P

Pat_06 Post-Resistance PCDHA2 56146 37 5 140175828 140175828 Missense_Mutation SNP G A 6 739 c.1279G>A c.(1279-1281)GCA>ACA p.A427T

Pat_06 Post-Resistance PCDHA13 56136 37 5 140263132 140263132 Missense_Mutation SNP G A 6 858 c.1279G>A c.(1279-1281)GCG>ACG p.A427T

Pat_06 Post-Resistance PCDHGC4 56098 37 5 140864841 140864841 Missense_Mutation SNP C T 5 433 c.101C>T c.(100-102)CCG>CTG p.P34L

Pat_06 Post-Resistance DIAPH1 1729 37 5 140953306 140953306 Missense_Mutation SNP G A 3 89 c.2111C>T c.(2110-2112)CCT>CTT p.P704L

Pat_06 Post-Resistance CSNK1A1 1452 37 5 148886617 148886617 Missense_Mutation SNP A G 3 187 c.830T>C c.(829-831)CTG>CCG p.L277P

Pat_06 Post-Resistance GALNT10 55568 37 5 153792462 153792462 Missense_Mutation SNP G A 5 574 c.1400G>A c.(1399-1401)GGC>GAC p.G467D

Pat_06 Post-Resistance SAP30L 79685 37 5 153830726 153830726 Missense_Mutation SNP A G 3 233 c.277A>G c.(277-279)AGT>GGT p.S93G

Pat_06 Post-Resistance KCNMB1 3779 37 5 169805934 169805934 Missense_Mutation SNP C T 4 382 c.350G>A c.(349-351)CGG>CAG p.R117Q

Pat_06 Post-Resistance GFPT2 9945 37 5 179740862 179740862 Missense_Mutation SNP G A 4 94 c.1376C>T c.(1375-1377)ACC>ATC p.T459I

Pat_06 Post-Resistance SLC22A23 63027 37 6 3273527 3273527 Missense_Mutation SNP G A 6 757 c.1823C>T c.(1822-1824)ACG>ATG p.T608M

Pat_06 Post-Resistance PRL 5617 37 6 22294729 22294729 Missense_Mutation SNP C T 69 330 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_06 Post-Resistance ZSCAN23 222696 37 6 28403718 28403718 Missense_Mutation SNP C A 5 385 c.326G>T c.(325-327)AGA>ATA p.R109I

Pat_06 Post-Resistance CFB 629 37 6 31914934 31914934 Missense_Mutation SNP G A 5 596 c.449G>A c.(448-450)CGA>CAA p.R150Q

Pat_06 Post-Resistance SLC39A7 7922 37 6 33171342 33171342 Missense_Mutation SNP G A 4 371 c.1162G>A c.(1162-1164)GCA>ACA p.A388T

Pat_06 Post-Resistance ITPR3 3710 37 6 33635663 33635663 Missense_Mutation SNP G A 6 527 c.1808G>A c.(1807-1809)CGC>CAC p.R603H

Pat_06 Post-Resistance LEMD2 221496 37 6 33756788 33756788 Missense_Mutation SNP G A 4 233 c.106C>T c.(106-108)CGC>TGC p.R36C

Pat_06 Post-Resistance FGD2 221472 37 6 36995854 36995854 Missense_Mutation SNP T C 3 175 c.1883T>C c.(1882-1884)CTG>CCG p.L628P

Pat_06 Post-Resistance DAAM2 23500 37 6 39859198 39859198 Missense_Mutation SNP G C 3 104 c.2227G>C c.(2227-2229)GAC>CAC p.D743H

Pat_06 Post-Resistance ZNF318 24149 37 6 43322656 43322656 Missense_Mutation SNP G A 4 263 c.2416C>T c.(2416-2418)CCC>TCC p.P806S

Pat_06 Post-Resistance C6orf154 221424 37 6 43475355 43475355 Missense_Mutation SNP T C 3 255 c.719A>G c.(718-720)AAC>AGC p.N240S

Pat_06 Post-Resistance XPO5 57510 37 6 43523648 43523648 Missense_Mutation SNP T G 3 292 c.1366A>C c.(1366-1368)AAA>CAA p.K456Q

Pat_06 Post-Resistance SPATS1 221409 37 6 44320517 44320517 Missense_Mutation SNP C G 3 205 c.194C>G c.(193-195)CCC>CGC p.P65R

Pat_06 Post-Resistance TDRD6 221400 37 6 46657207 46657207 Missense_Mutation SNP C G 3 255 c.1342C>G c.(1342-1344)CAG>GAG p.Q448E

Pat_06 Post-Resistance PKHD1 5314 37 6 51875171 51875171 Missense_Mutation SNP G A 6 480 c.5687C>T c.(5686-5688)ACG>ATG p.T1896M

Pat_06 Post-Resistance COL9A1 1297 37 6 70993524 70993524 Splice_Site SNP C G 24 34 c.697_splice c.e6-1 p.F233_splice

Pat_06 Post-Resistance PHIP 55023 37 6 79695070 79695070 Missense_Mutation SNP T C 5 792 c.2536A>G c.(2536-2538)AGT>GGT p.S846G

Pat_06 Post-Resistance ME1 4199 37 6 84025099 84025099 Missense_Mutation SNP G A 5 364 c.634C>T c.(634-636)CGG>TGG p.R212W

Pat_06 Post-Resistance ANKRD6 22881 37 6 90322066 90322066 Missense_Mutation SNP T C 3 56 c.493T>C c.(493-495)TCC>CCC p.S165P

Pat_06 Post-Resistance USP45 85015 37 6 99887732 99887732 Splice_Site SNP C A 5 200 c.2074_splice c.e16-1 p.A692_splice

Pat_06 Post-Resistance LAMA4 3910 37 6 112512904 112512904 Missense_Mutation SNP C T 4 280 c.652G>A c.(652-654)GGA>AGA p.G218R

Pat_06 Post-Resistance LAMA2 3908 37 6 129775409 129775409 Missense_Mutation SNP A G 3 199 c.6683A>G c.(6682-6684)TAT>TGT p.Y2228C

Pat_06 Post-Resistance TMEM200A 114801 37 6 130762856 130762856 Missense_Mutation SNP A G 3 274 c.1289A>G c.(1288-1290)TAT>TGT p.Y430C

Pat_06 Post-Resistance HECA 51696 37 6 139495612 139495612 Missense_Mutation SNP G A 6 799 c.1403G>A c.(1402-1404)GGC>GAC p.G468D

Pat_06 Post-Resistance TXLNB 167838 37 6 139564000 139564000 Missense_Mutation SNP G A 4 302 c.1718C>T c.(1717-1719)CCT>CTT p.P573L

Pat_06 Post-Resistance GPR126 57211 37 6 142688774 142688774 Missense_Mutation SNP C A 4 191 c.172C>A c.(172-174)CCT>ACT p.P58T

Pat_06 Post-Resistance C6orf72 116254 37 6 149893643 149893643 Missense_Mutation SNP G C 3 210 c.181G>C c.(181-183)GTT>CTT p.V61L

Pat_06 Post-Resistance KATNA1 11104 37 6 149924440 149924440 Missense_Mutation SNP C G 48 100 c.693G>C c.(691-693)ATG>ATC p.M231I

Pat_06 Post-Resistance RSPH3 83861 37 6 159420638 159420638 Missense_Mutation SNP G A 5 428 c.371C>T c.(370-372)GCG>GTG p.A124V

Pat_06 Post-Resistance SLC22A2 6582 37 6 160645834 160645834 Missense_Mutation SNP C T 4 245 c.1504G>A c.(1504-1506)GTG>ATG p.V502M

Pat_06 Post-Resistance SFT2D1 113402 37 6 166755912 166755912 Missense_Mutation SNP C T 3 30 c.58G>A c.(58-60)GCG>ACG p.A20T

Pat_06 Post-Resistance INTS1 26173 37 7 1515926 1515926 Missense_Mutation SNP C A 3 79 c.5317G>T c.(5317-5319)GAT>TAT p.D1773Y

Pat_06 Post-Resistance SDK1 221935 37 7 4153892 4153892 Missense_Mutation SNP G A 3 54 c.3809G>A c.(3808-3810)CGG>CAG p.R1270Q

Pat_06 Post-Resistance FOXK1 221937 37 7 4794193 4794193 Missense_Mutation SNP G A 5 318 c.850G>A c.(850-852)GCA>ACA p.A284T



Pat_06 Post-Resistance DAGLB 221955 37 7 6464417 6464417 Missense_Mutation SNP A G 5 451 c.1106T>C c.(1105-1107)GTT>GCT p.V369A

Pat_06 Post-Resistance MIOS 54468 37 7 7612113 7612113 Missense_Mutation SNP G A 4 349 c.7G>A c.(7-9)GGT>AGT p.G3S

Pat_06 Post-Resistance SPDYE1 285955 37 7 44047000 44047000 Missense_Mutation SNP C T 7 828 c.766C>T c.(766-768)CCG>TCG p.P256S

Pat_06 Post-Resistance MYO1G 64005 37 7 45004684 45004684 Missense_Mutation SNP G A 6 635 c.2386C>T c.(2386-2388)CGG>TGG p.R796W

Pat_06 Post-Resistance IKZF1 10320 37 7 50468123 50468123 Missense_Mutation SNP G A 4 245 c.1358G>A c.(1357-1359)AGC>AAC p.S453N

Pat_06 Post-Resistance GRB10 2887 37 7 50672987 50672987 Missense_Mutation SNP C A 5 312 c.1389G>T c.(1387-1389)AGG>AGT p.R463S

Pat_06 Post-Resistance TYW1B 441250 37 7 72209564 72209564 Missense_Mutation SNP C T 5 386 c.979G>A c.(979-981)GAG>AAG p.E327K

Pat_06 Post-Resistance POM121C 100101267 37 7 75070845 75070845 Missense_Mutation SNP G A 41 59 c.656C>T c.(655-657)CCG>CTG p.P219L

Pat_06 Post-Resistance TMEM120A 83862 37 7 75617790 75617790 Missense_Mutation SNP G A 6 786 c.422C>T c.(421-423)ACC>ATC p.T141I

Pat_06 Post-Resistance CDK14 5218 37 7 90233532 90233532 Missense_Mutation SNP C A 3 55 c.92C>A c.(91-93)GCT>GAT p.A31D

Pat_06 Post-Resistance PEG10 23089 37 7 94293611 94293611 Missense_Mutation SNP G C 3 156 c.971G>C c.(970-972)CGC>CCC p.R324P

Pat_06 Post-Resistance AZGP1 563 37 7 99565784 99565784 Missense_Mutation SNP G A 4 395 c.607C>T c.(607-609)CGG>TGG p.R203W

Pat_06 Post-Resistance C7orf51 222950 37 7 100084595 100084595 Missense_Mutation SNP T C 3 98 c.220T>C c.(220-222)TGC>CGC p.C74R

Pat_06 Post-Resistance FBXO24 26261 37 7 100197706 100197706 Missense_Mutation SNP T C 3 129 c.1259T>C c.(1258-1260)CTG>CCG p.L420P

Pat_06 Post-Resistance GIGYF1 64599 37 7 100279543 100279543 Missense_Mutation SNP T C 3 219 c.2999A>G c.(2998-3000)GAG>GGG p.E1000G

Pat_06 Post-Resistance MUC17 140453 37 7 100683150 100683150 Missense_Mutation SNP A T 171 732 c.8453A>T c.(8452-8454)AAC>ATC p.N2818I

Pat_06 Post-Resistance VGF 7425 37 7 100807448 100807448 Missense_Mutation SNP G A 3 80 c.677C>T c.(676-678)CCG>CTG p.P226L

Pat_06 Post-Resistance C7orf52 375607 37 7 100815850 100815850 Missense_Mutation SNP G A 3 47 c.620C>T c.(619-621)ACC>ATC p.T207I

Pat_06 Post-Resistance PLOD3 8985 37 7 100855148 100855148 Missense_Mutation SNP C G 3 118 c.1211G>C c.(1210-1212)CGT>CCT p.R404P

Pat_06 Post-Resistance MYL10 93408 37 7 101267540 101267540 Missense_Mutation SNP G A 4 241 c.83C>T c.(82-84)CCG>CTG p.P28L

Pat_06 Post-Resistance DPY19L2P2 349152 37 7 102825947 102825947 Missense_Mutation SNP A G 6 609 c.1048T>C c.(1048-1050)TGT>CGT p.C350R

Pat_06 Post-Resistance COG5 10466 37 7 107204271 107204271 Missense_Mutation SNP G C 3 405 c.164C>G c.(163-165)ACA>AGA p.T55R

Pat_06 Post-Resistance CFTR 1080 37 7 117232572 117232572 Missense_Mutation SNP A G 3 243 c.2351A>G c.(2350-2352)CAC>CGC p.H784R

Pat_06 Post-Resistance GRM8 2918 37 7 126746570 126746570 Missense_Mutation SNP G A 5 452 c.707C>T c.(706-708)ACC>ATC p.T236I

Pat_06 Post-Resistance AKR1B1 231 37 7 134136435 134136435 Missense_Mutation SNP G A 6 530 c.137C>T c.(136-138)GCC>GTC p.A46V

Pat_06 Post-Resistance HIPK2 28996 37 7 139257680 139257680 Missense_Mutation SNP T G 3 177 c.3590A>C c.(3589-3591)TAC>TCC p.Y1197S

Pat_06 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 210 324 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_06 Post-Resistance EZH2 2146 37 7 148511118 148511118 Missense_Mutation SNP G A 8 796 c.1769C>T c.(1768-1770)GCC>GTC p.A590V

Pat_06 Post-Resistance SSPO 23145 37 7 149489010 149489010 Missense_Mutation SNP G A 4 220 c.5351G>A c.(5350-5352)CGC>CAC p.R1784H

Pat_06 Post-Resistance MCPH1 79648 37 8 6296572 6296572 Missense_Mutation SNP A G 3 123 c.535A>G c.(535-537)AGA>GGA p.R179G

Pat_06 Post-Resistance USP17L2 377630 37 8 11994912 11994912 Missense_Mutation SNP C T 6 370 c.1358G>A c.(1357-1359)AGA>AAA p.R453K

Pat_06 Post-Resistance SLC39A14 23516 37 8 22273697 22273697 Missense_Mutation SNP G A 6 353 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_06 Post-Resistance PTK2B 2185 37 8 27308269 27308269 Missense_Mutation SNP G C 3 250 c.2344G>C c.(2344-2346)GAG>CAG p.E782Q

Pat_06 Post-Resistance SCARA3 51435 37 8 27516933 27516933 Missense_Mutation SNP C T 3 66 c.1246C>T c.(1246-1248)CGC>TGC p.R416C

Pat_06 Post-Resistance RNF5P1 286140 37 8 38458594 38458594 Missense_Mutation SNP C T 5 337 c.125G>A c.(124-126)TGT>TAT p.C42Y

Pat_06 Post-Resistance FAM110B 90362 37 8 59059268 59059268 Missense_Mutation SNP C G 4 60 c.479C>G c.(478-480)GCG>GGG p.A160G

Pat_06 Post-Resistance ZFHX4 79776 37 8 77616835 77616835 Missense_Mutation SNP C G 3 241 c.512C>G c.(511-513)GCA>GGA p.A171G

Pat_06 Post-Resistance VPS13B 157680 37 8 100821631 100821631 Missense_Mutation SNP G A 5 355 c.8045G>A c.(8044-8046)GGC>GAC p.G2682D

Pat_06 Post-Resistance VPS13B 157680 37 8 100874058 100874058 Missense_Mutation SNP G A 3 69 c.11174G>A c.(11173-11175)CGG>CAG p.R3725Q

Pat_06 Post-Resistance PKHD1L1 93035 37 8 110504128 110504128 Nonsense_Mutation SNP C T 3 120 c.10141C>T c.(10141-10143)CGA>TGA p.R3381*

Pat_06 Post-Resistance DSCC1 79075 37 8 120867980 120867980 Missense_Mutation SNP G A 4 56 c.56C>T c.(55-57)GCG>GTG p.A19V

Pat_06 Post-Resistance COL14A1 7373 37 8 121292236 121292236 Missense_Mutation SNP A G 4 360 c.3544A>G c.(3544-3546)AGT>GGT p.S1182G

Pat_06 Post-Resistance ZHX2 22882 37 8 123965964 123965964 Nonsense_Mutation SNP C A 5 425 c.2214C>A c.(2212-2214)TGC>TGA p.C738*

Pat_06 Post-Resistance NDRG1 10397 37 8 134276788 134276788 Splice_Site SNP A G 4 455 c.205_splice c.e4+1 p.H69_splice

Pat_06 Post-Resistance DENND3 22898 37 8 142185524 142185524 Missense_Mutation SNP G T 7 374 c.2261G>T c.(2260-2262)GGC>GTC p.G754V

Pat_06 Post-Resistance GPR20 2843 37 8 142367263 142367263 Missense_Mutation SNP A G 3 62 c.761T>C c.(760-762)TTC>TCC p.F254S

Pat_06 Post-Resistance BAI1 575 37 8 143607961 143607961 Missense_Mutation SNP C T 4 226 c.3371C>T c.(3370-3372)ACG>ATG p.T1124M



Pat_06 Post-Resistance ZNF16 7564 37 8 146157752 146157752 Missense_Mutation SNP T C 63 199 c.421A>G c.(421-423)ATG>GTG p.M141V

Pat_06 Post-Resistance TYRP1 7306 37 9 12707996 12707996 Splice_Site SNP G C 3 91 c.1262_splice c.e7-1 p.D421_splice

Pat_06 Post-Resistance KLHL9 55958 37 9 21334255 21334255 Missense_Mutation SNP G A 4 288 c.604C>T c.(604-606)CTT>TTT p.L202F

Pat_06 Post-Resistance FBXO10 26267 37 9 37537229 37537229 Missense_Mutation SNP G A 4 156 c.1297C>T c.(1297-1299)CGC>TGC p.R433C

Pat_06 Post-Resistance TRPM3 80036 37 9 73233830 73233830 Missense_Mutation SNP C T 5 445 c.2275G>A c.(2275-2277)GAC>AAC p.D759N

Pat_06 Post-Resistance ZNF169 169841 37 9 97063314 97063314 Missense_Mutation SNP G T 5 302 c.1474G>T c.(1474-1476)GGG>TGG p.G492W

Pat_06 Post-Resistance ZNF462 58499 37 9 109691319 109691319 Missense_Mutation SNP G A 6 459 c.5126G>A c.(5125-5127)CGC>CAC p.R1709H

Pat_06 Post-Resistance KIAA0368 23392 37 9 114131392 114131392 Missense_Mutation SNP T C 3 180 c.5570A>G c.(5569-5571)AAG>AGG p.K1857R

Pat_06 Post-Resistance AKNA 80709 37 9 117099578 117099578 Missense_Mutation SNP G A 5 401 c.4076C>T c.(4075-4077)GCG>GTG p.A1359V

Pat_06 Post-Resistance FBXW2 26190 37 9 123550186 123550186 Missense_Mutation SNP C A 130 439 c.351G>T c.(349-351)TTG>TTT p.L117F

Pat_06 Post-Resistance ST6GALNAC4 27090 37 9 130676967 130676967 Missense_Mutation SNP A G 3 247 c.166T>C c.(166-168)TTC>CTC p.F56L

Pat_06 Post-Resistance ZER1 10444 37 9 131515603 131515603 Missense_Mutation SNP G A 3 63 c.586C>T c.(586-588)CGG>TGG p.R196W

Pat_06 Post-Resistance USP20 10868 37 9 132637886 132637886 Missense_Mutation SNP C A 5 424 c.2266C>A c.(2266-2268)CTG>ATG p.L756M

Pat_06 Post-Resistance FUBP3 8939 37 9 133506164 133506164 Missense_Mutation SNP G C 3 188 c.1267G>C c.(1267-1269)GAG>CAG p.E423Q

Pat_06 Post-Resistance BAT2L1 84726 37 9 134334694 134334694 Missense_Mutation SNP A G 3 117 c.1355A>G c.(1354-1356)CAG>CGG p.Q452R

Pat_06 Post-Resistance TTF1 7270 37 9 135266041 135266041 Missense_Mutation SNP C A 6 712 c.2165G>T c.(2164-2166)TGG>TTG p.W722L

Pat_06 Post-Resistance ADAMTS13 11093 37 9 136310144 136310144 Missense_Mutation SNP G A 3 101 c.2581G>A c.(2581-2583)GGG>AGG p.G861R

Pat_06 Post-Resistance DBH 1621 37 9 136505098 136505098 Missense_Mutation SNP A G 3 235 c.470A>G c.(469-471)AAG>AGG p.K157R

Pat_06 Post-Resistance FBXW5 54461 37 9 139837958 139837958 Missense_Mutation SNP G A 4 111 c.194C>T c.(193-195)GCG>GTG p.A65V

Pat_06 Post-Resistance GRIN1 2902 37 9 140057746 140057746 Missense_Mutation SNP G A 5 554 c.2297G>A c.(2296-2298)AGC>AAC p.S766N

Pat_06 Post-Resistance COBRA1 25920 37 9 140166616 140166616 Missense_Mutation SNP G A 6 403 c.1429G>A c.(1429-1431)GCC>ACC p.A477T

Pat_06 Post-Resistance TUBBP5 643224 37 9 141070695 141070695 Missense_Mutation SNP G A 4 26 c.98G>A c.(97-99)CGC>CAC p.R33H

Pat_06 Post-Resistance GPR64 10149 37 X 19031908 19031908 Missense_Mutation SNP G A 6 811 c.995C>T c.(994-996)ACC>ATC p.T332I

Pat_06 Post-Resistance PHEX 5251 37 X 22239812 22239812 Nonsense_Mutation SNP C A 6 560 c.1851C>A c.(1849-1851)TGC>TGA p.C617*

Pat_06 Post-Resistance DCAF8L1 139425 37 X 27998773 27998773 Missense_Mutation SNP G A 5 421 c.679C>T c.(679-681)CGG>TGG p.R227W

Pat_06 Post-Resistance DMD 1756 37 X 31366745 31366745 Missense_Mutation SNP C T 5 199 c.9091G>A c.(9091-9093)GTC>ATC p.V3031I

Pat_06 Post-Resistance FAM47C 442444 37 X 37027190 37027190 Missense_Mutation SNP T C 8 539 c.707T>C c.(706-708)CTG>CCG p.L236P

Pat_06 Post-Resistance SLC9A7 84679 37 X 46618310 46618310 Missense_Mutation SNP C T 3 86 c.155G>A c.(154-156)AGC>AAC p.S52N

Pat_06 Post-Resistance FTSJ1 24140 37 X 48340865 48340865 Missense_Mutation SNP T C 3 209 c.730T>C c.(730-732)TAT>CAT p.Y244H

Pat_06 Post-Resistance FTSJ1 24140 37 X 48341160 48341160 Missense_Mutation SNP G C 3 151 c.935G>C c.(934-936)TGC>TCC p.C312S

Pat_06 Post-Resistance CACNA1F 778 37 X 49081415 49081415 Missense_Mutation SNP G A 4 168 c.1718C>T c.(1717-1719)ACG>ATG p.T573M

Pat_06 Post-Resistance GNL3L 54552 37 X 54565532 54565532 Nonsense_Mutation SNP C T 3 44 c.79C>T c.(79-81)CAG>TAG p.Q27*

Pat_06 Post-Resistance GNL3L 54552 37 X 54569649 54569649 Missense_Mutation SNP T C 3 195 c.400T>C c.(400-402)TAC>CAC p.Y134H

Pat_06 Post-Resistance TRO 7216 37 X 54955605 54955605 Missense_Mutation SNP G T 9 427 c.2448G>T c.(2446-2448)ATG>ATT p.M816I

Pat_06 Post-Resistance RRAGB 10325 37 X 55757870 55757870 Missense_Mutation SNP T C 3 215 c.451T>C c.(451-453)TAT>CAT p.Y151H

Pat_06 Post-Resistance SYTL4 94121 37 X 99942091 99942091 Missense_Mutation SNP G A 5 565 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_06 Post-Resistance RAB40AL 282808 37 X 102192775 102192775 Missense_Mutation SNP C T 5 192 c.529C>T c.(529-531)CGG>TGG p.R177W

Pat_06 Post-Resistance IL1RAPL2 26280 37 X 104478654 104478654 Missense_Mutation SNP A G 4 379 c.509A>G c.(508-510)AAG>AGG p.K170R

Pat_06 Post-Resistance BCORL1 63035 37 X 129149296 129149296 Missense_Mutation SNP G A 4 467 c.2548G>A c.(2548-2550)GGG>AGG p.G850R

Pat_06 Post-Resistance AFF2 2334 37 X 148037917 148037917 Missense_Mutation SNP T C 8 684 c.2342T>C c.(2341-2343)ATT>ACT p.I781T

Pat_06 Post-Resistance PLXNB3 5365 37 X 153033099 153033099 Missense_Mutation SNP C A 6 68 c.817C>A c.(817-819)CTG>ATG p.L273M

Pat_06 Post-Resistance PLXNB3 5365 37 X 153042342 153042342 Missense_Mutation SNP G A 4 127 c.4834G>A c.(4834-4836)GTC>ATC p.V1612I

Pat_06 Post-Resistance L1CAM 3897 37 X 153130579 153130579 Missense_Mutation SNP C T 4 153 c.2836G>A c.(2836-2838)GGC>AGC p.G946S

Pat_06 Post-Resistance GAB3 139716 37 X 153925486 153925486 Missense_Mutation SNP G A 6 563 c.1345C>T c.(1345-1347)CGG>TGG p.R449W

Pat_08 Pre-Treatment ACAP3 116983 37 1 1230911 1230911 Missense_Mutation SNP G A 16 36 c.1729C>T c.(1729-1731)CGC>TGC p.R577C

Pat_08 Pre-Treatment PANK4 55229 37 1 2452281 2452281 Missense_Mutation SNP G A 28 39 c.487C>T c.(487-489)CCC>TCC p.P163S

Pat_08 Pre-Treatment UBE4B 10277 37 1 10211599 10211599 Missense_Mutation SNP C T 36 86 c.2906C>T c.(2905-2907)TCC>TTC p.S969F



Pat_08 Pre-Treatment PRAMEF8 391002 37 1 12979691 12979691 Missense_Mutation SNP G A 61 237 c.883G>A c.(883-885)GAG>AAG p.E295K

Pat_08 Pre-Treatment FBLIM1 54751 37 1 16093982 16093982 Missense_Mutation SNP C T 7 11 c.362C>T c.(361-363)GCT>GTT p.A121V

Pat_08 Pre-Treatment KDM4A 9682 37 1 44132167 44132167 Missense_Mutation SNP C T 79 120 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_08 Pre-Treatment C1orf168 199920 37 1 57216843 57216843 Nonsense_Mutation SNP G A 15 28 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_08 Pre-Treatment C8B 732 37 1 57422471 57422471 Missense_Mutation SNP C T 183 382 c.362G>A c.(361-363)CGA>CAA p.R121Q

Pat_08 Pre-Treatment C1orf173 127254 37 1 75072512 75072512 Missense_Mutation SNP C T 57 93 c.1262G>A c.(1261-1263)GGA>GAA p.G421E

Pat_08 Pre-Treatment LPHN2 23266 37 1 82409213 82409213 Missense_Mutation SNP G A 45 84 c.958G>A c.(958-960)GTC>ATC p.V320I

Pat_08 Pre-Treatment TGFBR3 7049 37 1 92184982 92184982 Missense_Mutation SNP G A 73 146 c.1453C>T c.(1453-1455)CCT>TCT p.P485S

Pat_08 Pre-Treatment COL11A1 1301 37 1 103440405 103440405 Missense_Mutation SNP G A 16 31 c.2789C>T c.(2788-2790)CCT>CTT p.P930L

Pat_08 Pre-Treatment MAGI3 260425 37 1 114225824 114225824 Missense_Mutation SNP G A 24 54 c.3634G>A c.(3634-3636)GAA>AAA p.E1212K

Pat_08 Pre-Treatment TBX15 6913 37 1 119469191 119469191 Missense_Mutation SNP G A 26 54 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_08 Pre-Treatment C1orf43 25912 37 1 154180066 154180066 Missense_Mutation SNP T C 74 133 c.625A>G c.(625-627)ACT>GCT p.T209A

Pat_08 Pre-Treatment RUSC1 23623 37 1 155295412 155295412 Missense_Mutation SNP C T 32 91 c.1763C>T c.(1762-1764)CCG>CTG p.P588L

Pat_08 Pre-Treatment CASQ1 844 37 1 160160558 160160558 Missense_Mutation SNP G A 21 47 c.17G>A c.(16-18)AGG>AAG p.R6K

Pat_08 Pre-Treatment C1orf192 257177 37 1 161335356 161335356 Missense_Mutation SNP A T 141 196 c.308T>A c.(307-309)CTC>CAC p.L103H

Pat_08 Pre-Treatment DARS2 55157 37 1 173802529 173802529 Missense_Mutation SNP C T 8 6 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_08 Pre-Treatment KIAA1614 57710 37 1 180885295 180885295 Missense_Mutation SNP C T 25 53 c.56C>T c.(55-57)CCC>CTC p.P19L

Pat_08 Pre-Treatment CACNA1E 777 37 1 181765951 181765951 Missense_Mutation SNP C T 11 14 c.6227C>T c.(6226-6228)TCC>TTC p.S2076F

Pat_08 Pre-Treatment KIF21B 23046 37 1 200945966 200945966 Missense_Mutation SNP C T 10 25 c.4381G>A c.(4381-4383)GTC>ATC p.V1461I

Pat_08 Pre-Treatment LGR6 59352 37 1 202276021 202276021 Missense_Mutation SNP G A 23 43 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_08 Pre-Treatment PIGR 5284 37 1 207110830 207110830 Missense_Mutation SNP G A 36 81 c.655C>T c.(655-657)CTC>TTC p.L219F

Pat_08 Pre-Treatment GPATCH2 55105 37 1 217604543 217604543 Missense_Mutation SNP G A 96 180 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_08 Pre-Treatment TLR5 7100 37 1 223286024 223286024 Missense_Mutation SNP C T 61 87 c.350G>A c.(349-351)GGA>GAA p.G117E

Pat_08 Pre-Treatment TTC13 79573 37 1 231060707 231060707 Missense_Mutation SNP G A 60 119 c.1601C>T c.(1600-1602)GCC>GTC p.A534V

Pat_08 Pre-Treatment SLC35F3 148641 37 1 234454596 234454596 Missense_Mutation SNP C T 59 117 c.847C>T c.(847-849)CCT>TCT p.P283S

Pat_08 Pre-Treatment NID1 4811 37 1 236187487 236187487 Missense_Mutation SNP G A 39 70 c.2011C>T c.(2011-2013)CCC>TCC p.P671S

Pat_08 Pre-Treatment RYR2 6262 37 1 237774224 237774224 Missense_Mutation SNP G A 17 36 c.4846G>A c.(4846-4848)GGC>AGC p.G1616S

Pat_08 Pre-Treatment NLRP3 114548 37 1 247582193 247582193 Missense_Mutation SNP C T 18 19 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_08 Pre-Treatment OR2G3 81469 37 1 247769368 247769368 Missense_Mutation SNP A G 54 81 c.481A>G c.(481-483)ACT>GCT p.T161A

Pat_08 Pre-Treatment CUBN 8029 37 10 17142048 17142048 Missense_Mutation SNP C T 179 69 c.1721G>A c.(1720-1722)AGA>AAA p.R574K

Pat_08 Pre-Treatment ASAH2 56624 37 10 52003017 52003017 Missense_Mutation SNP C T 136 88 c.455G>A c.(454-456)CGA>CAA p.R152Q

Pat_08 Pre-Treatment ARID5B 84159 37 10 63851366 63851366 Missense_Mutation SNP C T 47 26 c.2144C>T c.(2143-2145)CCT>CTT p.P715L

Pat_08 Pre-Treatment LRRTM3 347731 37 10 68687605 68687605 Missense_Mutation SNP G A 41 26 c.931G>A c.(931-933)GGG>AGG p.G311R

Pat_08 Pre-Treatment CYP2C18 1562 37 10 96466634 96466634 Missense_Mutation SNP G A 24 14 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_08 Pre-Treatment C10orf137 26098 37 10 127409788 127409788 Missense_Mutation SNP C T 83 39 c.124C>T c.(124-126)CTT>TTT p.L42F

Pat_08 Pre-Treatment ATHL1 80162 37 11 294703 294703 Missense_Mutation SNP C T 144 273 c.2168C>T c.(2167-2169)TCC>TTC p.S723F

Pat_08 Pre-Treatment MUC5B 727897 37 11 1262686 1262686 Missense_Mutation SNP G A 17 27 c.6655G>A c.(6655-6657)GAC>AAC p.D2219N

Pat_08 Pre-Treatment KRTAP5-5 439915 37 11 1651402 1651402 Missense_Mutation SNP C T 31 66 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_08 Pre-Treatment KCNQ1 3784 37 11 2606487 2606487 Missense_Mutation SNP A G 37 88 c.1078A>G c.(1078-1080)AGG>GGG p.R360G

Pat_08 Pre-Treatment SLC22A18 5002 37 11 2924603 2924603 Nonsense_Mutation SNP C T 38 85 c.28C>T c.(28-30)CAG>TAG p.Q10*

Pat_08 Pre-Treatment OR51S1 119692 37 11 4869568 4869568 Missense_Mutation SNP G A 69 123 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_08 Pre-Treatment OR51A4 401666 37 11 4967847 4967848 Missense_Mutation DNP GG AA 61 110 c.483_484CC>TT(481-486)TTCCCT>TTTTC p.P162S

Pat_08 Pre-Treatment OR51I1 390063 37 11 5462416 5462416 Missense_Mutation SNP G A 28 47 c.329C>T c.(328-330)TCC>TTC p.S110F

Pat_08 Pre-Treatment UBQLNL 143630 37 11 5536653 5536653 Missense_Mutation SNP G A 80 119 c.1019C>T c.(1018-1020)TCT>TTT p.S340F

Pat_08 Pre-Treatment OR52N5 390075 37 11 5799521 5799521 Missense_Mutation SNP C T 25 56 c.344G>A c.(343-345)GGG>GAG p.G115E

Pat_08 Pre-Treatment GTF2H1 2965 37 11 18379556 18379556 Missense_Mutation SNP C T 23 62 c.1318C>T c.(1318-1320)CTT>TTT p.L440F

Pat_08 Pre-Treatment CCDC34 91057 37 11 27379017 27379017 Missense_Mutation SNP G A 70 81 c.431C>T c.(430-432)CCA>CTA p.P144L



Pat_08 Pre-Treatment C11orf74 119710 37 11 36631726 36631726 Missense_Mutation SNP C T 33 50 c.73C>T c.(73-75)CTT>TTT p.L25F

Pat_08 Pre-Treatment CHST1 8534 37 11 45672110 45672110 Missense_Mutation SNP C T 34 51 c.364G>A c.(364-366)GAC>AAC p.D122N

Pat_08 Pre-Treatment RAPSN 5913 37 11 47463243 47463243 Missense_Mutation SNP C T 20 40 c.832G>A c.(832-834)GAG>AAG p.E278K

Pat_08 Pre-Treatment OR4D6 219983 37 11 59225019 59225019 Missense_Mutation SNP G A 63 87 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_08 Pre-Treatment AHNAK 79026 37 11 62286730 62286731 Missense_Mutation DNP GG AA 149 223 15158_15159CC>Tc.(15157-15159)GCC>GTT p.A5053V

Pat_08 Pre-Treatment TSGA10IP 254187 37 11 65714616 65714616 Missense_Mutation SNP C T 7 12 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_08 Pre-Treatment P4HA3 283208 37 11 74013458 74013458 Missense_Mutation SNP G A 84 146 c.523C>T c.(523-525)CGG>TGG p.R175W

Pat_08 Pre-Treatment C11orf67 28971 37 11 77553557 77553557 Missense_Mutation SNP A T 9 28 c.15A>T c.(13-15)GAA>GAT p.E5D

Pat_08 Pre-Treatment ODZ4 26011 37 11 78440676 78440676 Missense_Mutation SNP C T 51 99 c.3151G>A c.(3151-3153)GAA>AAA p.E1051K

Pat_08 Pre-Treatment TRPC6 7225 37 11 101375120 101375120 Missense_Mutation SNP T C 39 65 c.580A>G c.(580-582)ACC>GCC p.T194A

Pat_08 Pre-Treatment EXPH5 23086 37 11 108381210 108381210 Missense_Mutation SNP A G 138 188 c.5024T>C c.(5023-5025)ATT>ACT p.I1675T

Pat_08 Pre-Treatment USP28 57646 37 11 113701595 113701595 Missense_Mutation SNP G A 67 125 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_08 Pre-Treatment FAM55B 120406 37 11 114569092 114569092 Missense_Mutation SNP G A 9 20 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_08 Pre-Treatment DSCAML1 57453 37 11 117389456 117389456 Missense_Mutation SNP G A 14 36 c.1415C>T c.(1414-1416)TCG>TTG p.S472L

Pat_08 Pre-Treatment OR4D5 219875 37 11 123810973 123810973 Missense_Mutation SNP C T 102 221 c.650C>T c.(649-651)TCG>TTG p.S217L

Pat_08 Pre-Treatment VWA5A 4013 37 11 123994449 123994449 Missense_Mutation SNP G A 32 43 c.1102G>A c.(1102-1104)GAA>AAA p.E368K

Pat_08 Pre-Treatment OR8B8 26493 37 11 124310824 124310824 Missense_Mutation SNP G A 34 58 c.158C>T c.(157-159)TCT>TTT p.S53F

Pat_08 Pre-Treatment NTM 50863 37 11 132016408 132016408 Missense_Mutation SNP G A 17 24 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_08 Pre-Treatment DCP1B 196513 37 12 2061949 2061949 Missense_Mutation SNP C T 20 41 c.1157G>A c.(1156-1158)AGA>AAA p.R386K

Pat_08 Pre-Treatment CD163L1 283316 37 12 7596704 7596704 Missense_Mutation SNP G A 42 90 c.20C>T c.(19-21)TCG>TTG p.S7L

Pat_08 Pre-Treatment NANOG 79923 37 12 7947082 7947082 Missense_Mutation SNP G A 7 15 c.444G>A c.(442-444)ATG>ATA p.M148I

Pat_08 Pre-Treatment KLRC3 3823 37 12 10572989 10572989 Missense_Mutation SNP C T 60 161 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_08 Pre-Treatment ABCC9 10060 37 12 22065982 22065982 Missense_Mutation SNP G A 37 56 c.835C>T c.(835-837)CCA>TCA p.P279S

Pat_08 Pre-Treatment SYT10 341359 37 12 33579224 33579224 Missense_Mutation SNP C T 45 78 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Pre-Treatment ADAMTS20 80070 37 12 43769952 43769952 Splice_Site SNP C T 4 6 c.5221_splice c.e35-1 p.I1741_splice

Pat_08 Pre-Treatment ADAMTS20 80070 37 12 43945643 43945643 Missense_Mutation SNP G A 32 47 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_08 Pre-Treatment PUS7L 83448 37 12 44148157 44148157 Missense_Mutation SNP C T 60 120 c.892G>A c.(892-894)GGA>AGA p.G298R

Pat_08 Pre-Treatment COL2A1 1280 37 12 48389088 48389088 Missense_Mutation SNP G A 66 108 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_08 Pre-Treatment RND1 27289 37 12 49251927 49251927 Missense_Mutation SNP G A 40 47 c.551C>T c.(550-552)TCC>TTC p.S184F

Pat_08 Pre-Treatment KRT84 3890 37 12 52774929 52774929 Missense_Mutation SNP C T 71 170 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_08 Pre-Treatment KRT6B 3854 37 12 52844377 52844377 Missense_Mutation SNP C G 13 50 c.568G>C c.(568-570)GTT>CTT p.V190L

Pat_08 Pre-Treatment KRT6A 3853 37 12 52885322 52885322 Missense_Mutation SNP C T 28 90 c.739G>A c.(739-741)GAG>AAG p.E247K

Pat_08 Pre-Treatment OR6C75 390323 37 12 55759372 55759372 Missense_Mutation SNP C T 34 46 c.478C>T c.(478-480)CTT>TTT p.L160F

Pat_08 Pre-Treatment GLI1 2735 37 12 57860059 57860059 Missense_Mutation SNP G A 164 258 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_08 Pre-Treatment MSRB3 253827 37 12 65722374 65722374 Missense_Mutation SNP C T 45 64 c.275C>T c.(274-276)CCA>CTA p.P92L

Pat_08 Pre-Treatment PTPRB 5787 37 12 71002869 71002869 Missense_Mutation SNP C T 36 160 c.305G>A c.(304-306)AGA>AAA p.R102K

Pat_08 Pre-Treatment C12orf12 196477 37 12 91348220 91348220 Nonsense_Mutation SNP C T 13 18 c.300G>A c.(298-300)TGG>TGA p.W100*

Pat_08 Pre-Treatment AMDHD1 144193 37 12 96356148 96356148 Missense_Mutation SNP G A 23 46 c.829G>A c.(829-831)GGA>AGA p.G277R

Pat_08 Pre-Treatment MMAB 326625 37 12 110006647 110006647 Missense_Mutation SNP C T 49 75 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_08 Pre-Treatment HPD 3242 37 12 122286921 122286921 Missense_Mutation SNP C T 70 129 c.580G>A c.(580-582)GTG>ATG p.V194M

Pat_08 Pre-Treatment ZCCHC8 55596 37 12 122958814 122958814 Missense_Mutation SNP C T 42 95 c.1354G>A c.(1354-1356)GTA>ATA p.V452I

Pat_08 Pre-Treatment GTF2H3 2967 37 12 124144370 124144370 Missense_Mutation SNP G A 66 103 c.713G>A c.(712-714)AGA>AAA p.R238K

Pat_08 Pre-Treatment RIMBP2 23504 37 12 130926738 130926738 Missense_Mutation SNP A C 19 36 c.1108T>G c.(1108-1110)TGC>GGC p.C370G

Pat_08 Pre-Treatment TUBA3C 7278 37 13 19752472 19752472 Missense_Mutation SNP C T 45 72 c.289G>A c.(289-291)GAA>AAA p.E97K

Pat_08 Pre-Treatment WASF3 10810 37 13 27259911 27259911 Missense_Mutation SNP C T 24 37 c.1438C>T c.(1438-1440)CGG>TGG p.R480W

Pat_08 Pre-Treatment GPR12 2835 37 13 27333521 27333521 Nonsense_Mutation SNP G C 15 38 c.444C>G c.(442-444)TAC>TAG p.Y148*

Pat_08 Pre-Treatment NBEA 26960 37 13 36124729 36124729 Missense_Mutation SNP G A 13 30 c.6701G>A c.(6700-6702)CGA>CAA p.R2234Q



Pat_08 Pre-Treatment NALCN 259232 37 13 101936361 101936361 Missense_Mutation SNP C T 20 40 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Pre-Treatment NOVA1 4857 37 14 26917922 26917922 Missense_Mutation SNP G A 83 132 c.767C>T c.(766-768)GCC>GTC p.A256V

Pat_08 Pre-Treatment NPAS3 64067 37 14 34204525 34204525 Missense_Mutation SNP C T 49 97 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_08 Pre-Treatment RALGAPA1 253959 37 14 36191052 36191052 Missense_Mutation SNP A G 40 71 c.2108T>C c.(2107-2109)GTT>GCT p.V703A

Pat_08 Pre-Treatment PNN 5411 37 14 39649841 39649842 Missense_Mutation DNP GG AA 8 9 c.928_929GG>AA c.(928-930)GGT>AAT p.G310N

Pat_08 Pre-Treatment CDKL1 8814 37 14 50844945 50844945 Missense_Mutation SNP G A 21 25 c.1304C>T c.(1303-1305)CCC>CTC p.P435L

Pat_08 Pre-Treatment KCNH5 27133 37 14 63174583 63174583 Missense_Mutation SNP T A 47 76 c.2610A>T c.(2608-2610)AAA>AAT p.K870N

Pat_08 Pre-Treatment ZFYVE26 23503 37 14 68274583 68274583 Missense_Mutation SNP G A 68 122 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Pre-Treatment DPF3 8110 37 14 73141047 73141047 Missense_Mutation SNP G A 10 14 c.772C>T c.(772-774)CCC>TCC p.P258S

Pat_08 Pre-Treatment DPF3 8110 37 14 73190363 73190363 Missense_Mutation SNP C T 115 213 c.503G>A c.(502-504)CGA>CAA p.R168Q

Pat_08 Pre-Treatment NRXN3 9369 37 14 79181364 79181364 Missense_Mutation SNP G A 25 53 c.807G>A c.(805-807)ATG>ATA p.M269I

Pat_08 Pre-Treatment SERPINA10 51156 37 14 94754734 94754734 Missense_Mutation SNP C T 21 30 c.881G>A c.(880-882)GGA>GAA p.G294E

Pat_08 Pre-Treatment SERPINA1 5265 37 14 94847406 94847406 Missense_Mutation SNP A C 19 23 c.719T>G c.(718-720)GTG>GGG p.V240G

Pat_08 Pre-Treatment SERPINA9 327657 37 14 94935565 94935565 Missense_Mutation SNP G A 38 32 c.667C>T c.(667-669)CAC>TAC p.H223Y

Pat_08 Pre-Treatment THBS1 7057 37 15 39874759 39874759 Missense_Mutation SNP G A 20 45 c.433G>A c.(433-435)GAA>AAA p.E145K

Pat_08 Pre-Treatment DLL4 54567 37 15 41228744 41228744 Missense_Mutation SNP C T 11 17 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_08 Pre-Treatment UNC13C 440279 37 15 54305875 54305875 Missense_Mutation SNP G A 24 58 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_08 Pre-Treatment UNC13C 440279 37 15 54557657 54557657 Missense_Mutation SNP G A 3 2 c.3781G>A c.(3781-3783)GGA>AGA p.G1261R

Pat_08 Pre-Treatment UNC13C 440279 37 15 54825218 54825218 Missense_Mutation SNP G A 9 13 c.5650G>A c.(5650-5652)GAT>AAT p.D1884N

Pat_08 Pre-Treatment FEM1B 10116 37 15 68582681 68582681 Missense_Mutation SNP C T 46 81 c.985C>T c.(985-987)CTT>TTT p.L329F

Pat_08 Pre-Treatment CSPG4 1464 37 15 75982510 75982510 Missense_Mutation SNP G A 36 46 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_08 Pre-Treatment IREB2 3658 37 15 78789516 78789516 Missense_Mutation SNP C T 53 133 c.2644C>T c.(2644-2646)CAT>TAT p.H882Y

Pat_08 Pre-Treatment ITFG3 83986 37 16 314061 314061 Missense_Mutation SNP C T 21 56 c.1235C>T c.(1234-1236)GCC>GTC p.A412V

Pat_08 Pre-Treatment PTX4 390667 37 16 1537629 1537629 Missense_Mutation SNP G A 12 27 c.469C>T c.(469-471)CAC>TAC p.H157Y

Pat_08 Pre-Treatment ABCC1 4363 37 16 16108367 16108367 Missense_Mutation SNP T C 44 32 c.371T>C c.(370-372)ATT>ACT p.I124T

Pat_08 Pre-Treatment DNAH3 55567 37 16 21098326 21098326 Nonsense_Mutation SNP C T 54 118 c.2721G>A c.(2719-2721)TGG>TGA p.W907*

Pat_08 Pre-Treatment RBBP6 5930 37 16 24580595 24580595 Missense_Mutation SNP C T 29 66 c.2584C>T c.(2584-2586)CCA>TCA p.P862S

Pat_08 Pre-Treatment C16orf78 123970 37 16 49407878 49407878 Missense_Mutation SNP G A 33 70 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_08 Pre-Treatment GALNS 2588 37 16 88902160 88902160 Missense_Mutation SNP G A 22 52 c.731C>T c.(730-732)CCC>CTC p.P244L

Pat_08 Pre-Treatment GALNS 2588 37 16 88904145 88904145 Missense_Mutation SNP G A 48 97 c.451C>T c.(451-453)CCC>TCC p.P151S

Pat_08 Pre-Treatment TRPV1 7442 37 17 3494574 3494574 Missense_Mutation SNP C T 17 18 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Pre-Treatment ZZEF1 23140 37 17 4013068 4013068 Missense_Mutation SNP T C 20 48 c.1156A>G c.(1156-1158)AAG>GAG p.K386E

Pat_08 Pre-Treatment DHX33 56919 37 17 5352203 5352203 Missense_Mutation SNP C T 35 34 c.1741G>A c.(1741-1743)GAG>AAG p.E581K

Pat_08 Pre-Treatment PLSCR3 57048 37 17 7296213 7296213 Missense_Mutation SNP G A 206 407 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_08 Pre-Treatment GLP2R 9340 37 17 9729447 9729447 Missense_Mutation SNP G A 9 6 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_08 Pre-Treatment FOXN1 8456 37 17 26864216 26864216 Missense_Mutation SNP C T 28 96 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_08 Pre-Treatment SLC6A4 6532 37 17 28548904 28548904 Missense_Mutation SNP C T 45 103 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_08 Pre-Treatment C17orf66 256957 37 17 34192286 34192286 Missense_Mutation SNP C T 49 73 c.253G>A c.(253-255)GAC>AAC p.D85N

Pat_08 Pre-Treatment KRT17 3872 37 17 39775880 39775880 Missense_Mutation SNP G A 67 176 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_08 Pre-Treatment MPP2 4355 37 17 41956666 41956666 Missense_Mutation SNP C T 53 119 c.1594G>A c.(1594-1596)GGA>AGA p.G532R

Pat_08 Pre-Treatment FMNL1 752 37 17 43323883 43323883 Missense_Mutation SNP G A 49 82 c.3223G>A c.(3223-3225)GTG>ATG p.V1075M

Pat_08 Pre-Treatment KIAA1267 284058 37 17 44144090 44144090 Missense_Mutation SNP G C 25 19 c.1661C>G c.(1660-1662)CCT>CGT p.P554R

Pat_08 Pre-Treatment TEX14 56155 37 17 56671001 56671001 Missense_Mutation SNP C T 46 74 c.2509G>A c.(2509-2511)GGA>AGA p.G837R

Pat_08 Pre-Treatment RPTOR 57521 37 17 78919517 78919518 Missense_Mutation DNP CC TT 25 86 c.3076_3077CC>TTc.(3076-3078)CCC>TTC p.P1026F

Pat_08 Pre-Treatment CHMP1B 57132 37 18 11851859 11851859 Missense_Mutation SNP A C 178 225 c.349A>C c.(349-351)AAA>CAA p.K117Q

Pat_08 Pre-Treatment MC5R 4161 37 18 13825823 13825823 Missense_Mutation SNP A G 32 75 c.59A>G c.(58-60)AAC>AGC p.N20S

Pat_08 Pre-Treatment MEP1B 4225 37 18 29797780 29797780 Missense_Mutation SNP C T 23 40 c.1943C>T c.(1942-1944)TCC>TTC p.S648F



Pat_08 Pre-Treatment RIT2 6014 37 18 40323589 40323589 Missense_Mutation SNP G A 36 45 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_08 Pre-Treatment DCC 1630 37 18 50937005 50937005 Missense_Mutation SNP G A 32 51 c.3119G>A c.(3118-3120)AGG>AAG p.R1040K

Pat_08 Pre-Treatment SERPINB4 6318 37 18 61305069 61305069 Missense_Mutation SNP C T 38 59 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Pre-Treatment SERPINB7 8710 37 18 61465976 61465976 Missense_Mutation SNP C T 50 115 c.593C>T c.(592-594)CCC>CTC p.P198L

Pat_08 Pre-Treatment NETO1 81832 37 18 70461455 70461455 Missense_Mutation SNP G A 16 24 c.536C>T c.(535-537)TCC>TTC p.S179F

Pat_08 Pre-Treatment C19orf21 126353 37 19 757983 757983 Missense_Mutation SNP G A 14 14 c.1037G>A c.(1036-1038)CGC>CAC p.R346H

Pat_08 Pre-Treatment FSD1 79187 37 19 4323535 4323535 Nonsense_Mutation SNP G A 9 19 c.1386G>A c.(1384-1386)TGG>TGA p.W462*

Pat_08 Pre-Treatment SEMA6B 10501 37 19 4550261 4550261 Missense_Mutation SNP C T 42 57 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_08 Pre-Treatment KIAA0355 9710 37 19 34791443 34791443 Missense_Mutation SNP C T 24 32 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_08 Pre-Treatment ZNF568 374900 37 19 37488299 37488299 Missense_Mutation SNP A G 4 6 c.1664A>G c.(1663-1665)GAA>GGA p.E555G

Pat_08 Pre-Treatment ZNF585B 92285 37 19 37677976 37677976 Missense_Mutation SNP C T 33 41 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_08 Pre-Treatment LRFN1 57622 37 19 39805289 39805289 Missense_Mutation SNP G A 11 9 c.688C>T c.(688-690)CTC>TTC p.L230F

Pat_08 Pre-Treatment LTBP4 8425 37 19 41128389 41128390 Missense_Mutation DNP CC TA 21 36 c.3502_3503CC>TAc.(3502-3504)CCC>TAC p.P1168Y

Pat_08 Pre-Treatment PSG4 5672 37 19 43702386 43702386 Missense_Mutation SNP G A 171 272 c.472C>T c.(472-474)CCC>TCC p.P158S

Pat_08 Pre-Treatment GEMIN7 79760 37 19 45593532 45593532 Nonsense_Mutation SNP C T 21 49 c.160C>T c.(160-162)CAG>TAG p.Q54*

Pat_08 Pre-Treatment GPR77 27202 37 19 47844070 47844070 Missense_Mutation SNP C T 23 63 c.14C>T c.(13-15)TCT>TTT p.S5F

Pat_08 Pre-Treatment CCDC155 147872 37 19 49898419 49898419 Missense_Mutation SNP C T 9 25 c.205C>T c.(205-207)CCC>TCC p.P69S

Pat_08 Pre-Treatment LILRB1 10859 37 19 55147034 55147034 Missense_Mutation SNP G A 43 129 c.1624G>A c.(1624-1626)GAG>AAG p.E542K

Pat_08 Pre-Treatment ZNF667 63934 37 19 56953336 56953336 Missense_Mutation SNP G A 35 60 c.1028C>T c.(1027-1029)TCA>TTA p.S343L

Pat_08 Pre-Treatment ZIM2 23619 37 19 57286247 57286247 Missense_Mutation SNP C T 12 33 c.1393G>A c.(1393-1395)GCC>ACC p.A465T

Pat_08 Pre-Treatment C2orf48 348738 37 2 10282381 10282382 Splice_Site DNP GG AA 64 163 c.73_splice c.e3-1 p.G25_splice

Pat_08 Pre-Treatment HS1BP3 64342 37 2 20838401 20838401 Missense_Mutation SNP G A 21 28 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Pre-Treatment APOB 338 37 2 21232695 21232695 Missense_Mutation SNP C T 26 54 c.7045G>A c.(7045-7047)GAA>AAA p.E2349K

Pat_08 Pre-Treatment ATAD2B 54454 37 2 24046220 24046220 Missense_Mutation SNP C T 16 33 c.2039G>A c.(2038-2040)AGA>AAA p.R680K

Pat_08 Pre-Treatment SLC4A1AP 22950 37 2 27886668 27886668 Missense_Mutation SNP C T 102 159 c.49C>T c.(49-51)CCA>TCA p.P17S

Pat_08 Pre-Treatment THADA 63892 37 2 43458330 43458331 Missense_Mutation DNP CC TT 17 32 .5618_5619GG>AAc.(5617-5619)AGG>AAA p.R1873K

Pat_08 Pre-Treatment FSHR 2492 37 2 49190238 49190238 Missense_Mutation SNP C T 10 23 c.1722G>A c.(1720-1722)ATG>ATA p.M574I

Pat_08 Pre-Treatment ALMS1 7840 37 2 73681006 73681006 Missense_Mutation SNP C T 24 46 c.7355C>T c.(7354-7356)TCA>TTA p.S2452L

Pat_08 Pre-Treatment EPB41L5 57669 37 2 120848052 120848052 Nonsense_Mutation SNP C T 92 119 c.1003C>T c.(1003-1005)CGA>TGA p.R335*

Pat_08 Pre-Treatment CNTNAP5 129684 37 2 125204485 125204485 Missense_Mutation SNP G A 75 122 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_08 Pre-Treatment POTEF 728378 37 2 130832812 130832812 Missense_Mutation SNP C T 19 58 c.2233G>A c.(2233-2235)GGG>AGG p.G745R

Pat_08 Pre-Treatment LOC401010 401010 37 2 132200831 132200831 Missense_Mutation SNP C T 5 6 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_08 Pre-Treatment LRP1B 53353 37 2 141116476 141116476 Missense_Mutation SNP C T 39 95 c.11171G>A c.(11170-11172)AGA>AAA p.R3724K

Pat_08 Pre-Treatment MBD5 55777 37 2 149226284 149226284 Missense_Mutation SNP C T 41 80 c.772C>T c.(772-774)CAT>TAT p.H258Y

Pat_08 Pre-Treatment NEB 4703 37 2 152381753 152381753 Missense_Mutation SNP C T 36 58 c.17093G>A c.(17092-17094)GGA>GAA p.G5698E

Pat_08 Pre-Treatment KCNJ3 3760 37 2 155711304 155711304 Missense_Mutation SNP C T 18 45 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_08 Pre-Treatment SCN9A 6335 37 2 167085452 167085452 Missense_Mutation SNP G A 34 74 c.3922C>T c.(3922-3924)CCT>TCT p.P1308S

Pat_08 Pre-Treatment TTN 7273 37 2 179393620 179393620 Missense_Mutation SNP C T 35 47 c.99154G>A c.(99154-99156)GAA>AAA p.E33052K

Pat_08 Pre-Treatment TTN 7273 37 2 179410756 179410756 Missense_Mutation SNP C T 15 37 c.87503G>A c.(87502-87504)GGA>GAA p.G29168E

Pat_08 Pre-Treatment TTN 7273 37 2 179428394 179428394 Missense_Mutation SNP T C 82 103 c.74761A>G c.(74761-74763)ACA>GCA p.T24921A

Pat_08 Pre-Treatment TTN 7273 37 2 179498194 179498194 Missense_Mutation SNP C T 32 40 c.35188G>A c.(35188-35190)GAA>AAA p.E11730K

Pat_08 Pre-Treatment TTN 7273 37 2 179629430 179629430 Missense_Mutation SNP G A 57 90 c.9812C>T c.(9811-9813)TCC>TTC p.S3271F

Pat_08 Pre-Treatment TTN 7273 37 2 179654118 179654118 Missense_Mutation SNP C T 41 63 c.2045G>A c.(2044-2046)AGA>AAA p.R682K

Pat_08 Pre-Treatment SGOL2 151246 37 2 201437870 201437870 Missense_Mutation SNP A T 25 46 c.2801A>T c.(2800-2802)CAA>CTA p.Q934L

Pat_08 Pre-Treatment CD28 940 37 2 204594385 204594385 Missense_Mutation SNP C T 68 128 c.424C>T c.(424-426)CCA>TCA p.P142S

Pat_08 Pre-Treatment CRYGD 1421 37 2 208988904 208988904 Missense_Mutation SNP C T 13 19 c.184G>A c.(184-186)GAC>AAC p.D62N

Pat_08 Pre-Treatment CPS1 1373 37 2 211460248 211460248 Missense_Mutation SNP C T 47 123 c.1301C>T c.(1300-1302)TCC>TTC p.S434F



Pat_08 Pre-Treatment VIL1 7429 37 2 219296642 219296642 Missense_Mutation SNP C A 11 32 c.1165C>A c.(1165-1167)CAG>AAG p.Q389K

Pat_08 Pre-Treatment SPHKAP 80309 37 2 228855801 228855801 Missense_Mutation SNP C T 30 44 c.4874G>A c.(4873-4875)CGA>CAA p.R1625Q

Pat_08 Pre-Treatment CHRND 1144 37 2 233399978 233399978 Missense_Mutation SNP G A 44 80 c.1510G>A c.(1510-1512)GGG>AGG p.G504R

Pat_08 Pre-Treatment CHRNG 1146 37 2 233408401 233408401 Missense_Mutation SNP G A 16 33 c.1027G>A c.(1027-1029)GTC>ATC p.V343I

Pat_08 Pre-Treatment C2orf85 285093 37 2 242813940 242813940 Missense_Mutation SNP G A 6 5 c.233G>A c.(232-234)AGG>AAG p.R78K

Pat_08 Pre-Treatment PTPRT 11122 37 20 41306649 41306649 Missense_Mutation SNP G A 70 120 c.1010C>T c.(1009-1011)ACC>ATC p.T337I

Pat_08 Pre-Treatment CDH22 64405 37 20 44869692 44869692 Missense_Mutation SNP A G 30 81 c.460T>C c.(460-462)TTC>CTC p.F154L

Pat_08 Pre-Treatment TPTE 7179 37 21 11012916 11012916 Splice_Site SNP C A 12 18 c.1704_splice c.e9+1

Pat_08 Pre-Treatment SH3BGR 6450 37 21 40883698 40883698 Missense_Mutation SNP C T 13 24 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_08 Pre-Treatment DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 40 55 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_08 Pre-Treatment SLC37A1 54020 37 21 43963662 43963662 Missense_Mutation SNP G A 53 77 c.680G>A c.(679-681)GGA>GAA p.G227E

Pat_08 Pre-Treatment KRTAP10-6 386674 37 21 46011918 46011918 Missense_Mutation SNP G A 57 278 c.448C>T c.(448-450)CCC>TCC p.P150S

Pat_08 Pre-Treatment RTN4R 65078 37 22 20230526 20230526 Missense_Mutation SNP G A 14 32 c.130C>T c.(130-132)CCC>TCC p.P44S

Pat_08 Pre-Treatment AP1B1 162 37 22 29727834 29727834 Missense_Mutation SNP G A 23 65 c.2381C>T c.(2380-2382)TCC>TTC p.S794F

Pat_08 Pre-Treatment LARGE 9215 37 22 34046453 34046453 Missense_Mutation SNP G A 74 72 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_08 Pre-Treatment CYP2D7P1 1564 37 22 42537597 42537597 Missense_Mutation SNP A G 15 48 c.662T>C c.(661-663)TTG>TCG p.L221S

Pat_08 Pre-Treatment NUP210 23225 37 3 13370433 13370433 Missense_Mutation SNP G A 11 27 c.4124C>T c.(4123-4125)TCC>TTC p.S1375F

Pat_08 Pre-Treatment FGD5 152273 37 3 14862578 14862578 Missense_Mutation SNP A G 17 46 c.2000A>G c.(1999-2001)AAC>AGC p.N667S

Pat_08 Pre-Treatment UBP1 7342 37 3 33453119 33453119 Missense_Mutation SNP A G 97 180 c.509T>C c.(508-510)GTT>GCT p.V170A

Pat_08 Pre-Treatment TRANK1 9881 37 3 36874752 36874752 Missense_Mutation SNP C T 28 49 c.4540G>A c.(4540-4542)GAA>AAA p.E1514K

Pat_08 Pre-Treatment LRRFIP2 9209 37 3 37150142 37150142 Missense_Mutation SNP A G 97 137 c.643T>C c.(643-645)TAT>CAT p.Y215H

Pat_08 Pre-Treatment HHATL 57467 37 3 42735116 42735116 Missense_Mutation SNP C T 15 29 c.1241G>A c.(1240-1242)CGA>CAA p.R414Q

Pat_08 Pre-Treatment RHOA 387 37 3 49405936 49405936 Missense_Mutation SNP G A 56 68 c.202C>T c.(202-204)CGC>TGC p.R68C

Pat_08 Pre-Treatment CACNA1D 776 37 3 53766925 53766925 Missense_Mutation SNP A T 27 52 c.2557A>T c.(2557-2559)ATG>TTG p.M853L

Pat_08 Pre-Treatment C3orf26 84319 37 3 99536869 99536869 Missense_Mutation SNP G A 38 50 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_08 Pre-Treatment FBXO40 51725 37 3 121345753 121345753 Missense_Mutation SNP C T 20 22 c.2126C>T c.(2125-2127)TCC>TTC p.S709F

Pat_08 Pre-Treatment SLC15A2 6565 37 3 121613396 121613396 Nonsense_Mutation SNP C T 154 276 c.73C>T c.(73-75)CGA>TGA p.R25*

Pat_08 Pre-Treatment MECOM 2122 37 3 168838897 168838897 Missense_Mutation SNP G A 37 49 c.515C>T c.(514-516)TCG>TTG p.S172L

Pat_08 Pre-Treatment TP63 8626 37 3 189455588 189455588 Missense_Mutation SNP C T 48 89 c.122C>T c.(121-123)TCC>TTC p.S41F

Pat_08 Pre-Treatment TACC3 10460 37 4 1730226 1730226 Missense_Mutation SNP C T 13 29 c.1097C>T c.(1096-1098)CCC>CTC p.P366L

Pat_08 Pre-Treatment UGT2A3 79799 37 4 69817123 69817123 Missense_Mutation SNP C T 18 17 c.356G>A c.(355-357)GGA>GAA p.G119E

Pat_08 Pre-Treatment PARM1 25849 37 4 75938040 75938040 Missense_Mutation SNP C T 99 195 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_08 Pre-Treatment NAA11 84779 37 4 80246759 80246759 Missense_Mutation SNP C T 15 18 c.273G>A c.(271-273)ATG>ATA p.M91I

Pat_08 Pre-Treatment ARHGAP24 83478 37 4 86863344 86863344 Missense_Mutation SNP C T 36 55 c.517C>T c.(517-519)CTC>TTC p.L173F

Pat_08 Pre-Treatment IBSP 3381 37 4 88732988 88732988 Missense_Mutation SNP G A 42 77 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_08 Pre-Treatment FAM190A 401145 37 4 91229782 91229782 Missense_Mutation SNP C T 11 27 c.347C>T c.(346-348)TCT>TTT p.S116F

Pat_08 Pre-Treatment ADH1A 124 37 4 100208729 100208729 Missense_Mutation SNP G A 14 41 c.112C>T c.(112-114)CGT>TGT p.R38C

Pat_08 Pre-Treatment ADH1C 126 37 4 100266089 100266089 Missense_Mutation SNP G A 77 154 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_08 Pre-Treatment FAT4 79633 37 4 126372799 126372799 Missense_Mutation SNP C T 48 96 c.10628C>T c.(10627-10629)CCC>CTC p.P3543L

Pat_08 Pre-Treatment PCDH18 54510 37 4 138451129 138451129 Missense_Mutation SNP G A 63 127 c.2114C>T c.(2113-2115)TCC>TTC p.S705F

Pat_08 Pre-Treatment LRBA 987 37 4 151837674 151837674 Missense_Mutation SNP C T 19 32 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_08 Pre-Treatment FSTL5 56884 37 4 162376261 162376261 Missense_Mutation SNP C A 38 57 c.1736G>T c.(1735-1737)GGG>GTG p.G579V

Pat_08 Pre-Treatment 1-Mar 55016 37 4 164507014 164507014 Missense_Mutation SNP G A 35 48 c.310C>T c.(310-312)CGC>TGC p.R104C

Pat_08 Pre-Treatment ANXA10 11199 37 4 169099049 169099049 Nonsense_Mutation SNP G A 66 137 c.543G>A c.(541-543)TGG>TGA p.W181*

Pat_08 Pre-Treatment GALNT7 51809 37 4 174242826 174242826 Missense_Mutation SNP A T 27 40 c.1932A>T c.(1930-1932)AAA>AAT p.K644N

Pat_08 Pre-Treatment SNX25 83891 37 4 186263251 186263251 Missense_Mutation SNP T C 84 112 c.1676T>C c.(1675-1677)TTA>TCA p.L559S

Pat_08 Pre-Treatment SEMA5A 9037 37 5 9197374 9197374 Missense_Mutation SNP C T 116 140 c.974G>A c.(973-975)AGC>AAC p.S325N



Pat_08 Pre-Treatment CTNND2 1501 37 5 11732369 11732369 Missense_Mutation SNP G A 36 67 c.53C>T c.(52-54)CCA>CTA p.P18L

Pat_08 Pre-Treatment DNAH5 1767 37 5 13754366 13754366 Missense_Mutation SNP C T 62 96 c.10501G>A c.(10501-10503)GAA>AAA p.E3501K

Pat_08 Pre-Treatment DNAH5 1767 37 5 13823476 13823476 Missense_Mutation SNP C T 15 20 c.6583G>A c.(6583-6585)GAT>AAT p.D2195N

Pat_08 Pre-Treatment CDH18 1016 37 5 19571761 19571761 Missense_Mutation SNP C T 65 90 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_08 Pre-Treatment RAI14 26064 37 5 34814746 34814746 Missense_Mutation SNP C T 63 90 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_08 Pre-Treatment UGT3A1 133688 37 5 35965946 35965946 Missense_Mutation SNP C T 28 32 c.385G>A c.(385-387)GAT>AAT p.D129N

Pat_08 Pre-Treatment SLC1A3 6507 37 5 36686171 36686171 Missense_Mutation SNP C T 21 56 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_08 Pre-Treatment RAB3C 115827 37 5 57913641 57913641 Missense_Mutation SNP G A 15 20 c.196G>A c.(196-198)GAT>AAT p.D66N

Pat_08 Pre-Treatment ADAMTS6 11174 37 5 64483859 64483859 Missense_Mutation SNP G A 61 86 c.2894C>T c.(2893-2895)GCT>GTT p.A965V

Pat_08 Pre-Treatment GPR98 84059 37 5 89949415 89949415 Missense_Mutation SNP C T 11 21 c.4024C>T c.(4024-4026)CCA>TCA p.P1342S

Pat_08 Pre-Treatment TSSK1B 83942 37 5 112770218 112770218 Missense_Mutation SNP C T 21 24 c.319G>A c.(319-321)GCC>ACC p.A107T

Pat_08 Pre-Treatment ADAMTS19 171019 37 5 128863489 128863489 Missense_Mutation SNP C T 74 26 c.1117C>T c.(1117-1119)CGT>TGT p.R373C

Pat_08 Pre-Treatment FSTL4 23105 37 5 132652260 132652260 Missense_Mutation SNP C T 24 12 c.494G>A c.(493-495)GGA>GAA p.G165E

Pat_08 Pre-Treatment PPP2R2B 5521 37 5 146017937 146017937 Missense_Mutation SNP C T 24 63 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_08 Pre-Treatment DPYSL3 1809 37 5 146781130 146781130 Missense_Mutation SNP G A 13 25 c.941C>T c.(940-942)CCG>CTG p.P314L

Pat_08 Pre-Treatment GABRA6 2559 37 5 161115979 161115979 Missense_Mutation SNP C T 80 37 c.250C>T c.(250-252)CGC>TGC p.R84C

Pat_08 Pre-Treatment ODZ2 57451 37 5 167622180 167622180 Splice_Site SNP G A 6 19 c.2754_splice c.e15-1 p.S918_splice

Pat_08 Pre-Treatment ARL10 285598 37 5 175793384 175793384 Missense_Mutation SNP C T 8 18 c.185C>T c.(184-186)CCC>CTC p.P62L

Pat_08 Pre-Treatment RASGEF1C 255426 37 5 179529070 179529070 Splice_Site SNP C T 14 18 c.1376_splice c.e12+1 p.R459_splice

Pat_08 Pre-Treatment MAK 4117 37 6 10802187 10802187 Missense_Mutation SNP C T 45 215 c.769G>A c.(769-771)GCT>ACT p.A257T

Pat_08 Pre-Treatment SCAND3 114821 37 6 28539827 28539828 Missense_Mutation DNP CC TT 26 91 .3838_3839GG>AAc.(3838-3840)GGA>AAA p.G1280K

Pat_08 Pre-Treatment SCAND3 114821 37 6 28540785 28540785 Missense_Mutation SNP C T 14 35 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_08 Pre-Treatment OR2J2 26707 37 6 29141910 29141910 Nonsense_Mutation SNP G A 76 219 c.498G>A c.(496-498)TGG>TGA p.W166*

Pat_08 Pre-Treatment DDR1 780 37 6 30860230 30860230 Missense_Mutation SNP C T 28 71 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_08 Pre-Treatment TNXB 7148 37 6 32026008 32026008 Missense_Mutation SNP G A 35 92 c.7652C>T c.(7651-7653)TCC>TTC p.S2551F

Pat_08 Pre-Treatment HLA-DRA 3122 37 6 32410472 32410472 Splice_Site SNP T C 79 201 c.328_splice c.e2+2 p.V110_splice

Pat_08 Pre-Treatment COL11A2 1302 37 6 33136737 33136737 Missense_Mutation SNP G A 95 291 c.3847C>T c.(3847-3849)CCT>TCT p.P1283S

Pat_08 Pre-Treatment IP6K3 117283 37 6 33690517 33690517 Missense_Mutation SNP C T 50 161 c.1213G>A c.(1213-1215)GAT>AAT p.D405N

Pat_08 Pre-Treatment GLP1R 2740 37 6 39047471 39047471 Missense_Mutation SNP C T 25 90 c.1175C>T c.(1174-1176)TCC>TTC p.S392F

Pat_08 Pre-Treatment TREML4 285852 37 6 41196525 41196525 Missense_Mutation SNP G A 38 143 c.137G>A c.(136-138)AGA>AAA p.R46K

Pat_08 Pre-Treatment TDRD6 221400 37 6 46659190 46659190 Nonsense_Mutation SNP G T 77 203 c.3325G>T c.(3325-3327)GAA>TAA p.E1109*

Pat_08 Pre-Treatment GPR115 221393 37 6 47681873 47681873 Missense_Mutation SNP T G 36 39 c.892T>G c.(892-894)TTG>GTG p.L298V

Pat_08 Pre-Treatment FAM83B 222584 37 6 54735196 54735196 Missense_Mutation SNP G A 62 159 c.152G>A c.(151-153)CGA>CAA p.R51Q

Pat_08 Pre-Treatment GFRAL 389400 37 6 55196641 55196641 Missense_Mutation SNP G A 32 71 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_08 Pre-Treatment KIAA1586 57691 37 6 56919090 56919090 Missense_Mutation SNP T G 26 46 c.1793T>G c.(1792-1794)TTT>TGT p.F598C

Pat_08 Pre-Treatment COL9A1 1297 37 6 70961981 70961981 Missense_Mutation SNP C T 47 53 c.1802G>A c.(1801-1803)GGA>GAA p.G601E

Pat_08 Pre-Treatment COL9A1 1297 37 6 70984435 70984435 Missense_Mutation SNP G A 30 39 c.1016C>T c.(1015-1017)TCA>TTA p.S339L

Pat_08 Pre-Treatment RIMS1 22999 37 6 73110352 73110352 Missense_Mutation SNP T C 63 120 c.5015T>C c.(5014-5016)CTC>CCC p.L1672P

Pat_08 Pre-Treatment EEF1A1 1915 37 6 74229701 74229701 Missense_Mutation SNP C T 46 53 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_08 Pre-Treatment CNR1 1268 37 6 88854819 88854819 Nonsense_Mutation SNP G A 13 18 c.175C>T c.(175-177)CAA>TAA p.Q59*

Pat_08 Pre-Treatment MCHR2 84539 37 6 100382356 100382356 Missense_Mutation SNP G A 24 41 c.625C>T c.(625-627)CCT>TCT p.P209S

Pat_08 Pre-Treatment RFX6 222546 37 6 117249966 117249966 Missense_Mutation SNP G A 76 124 c.2443G>A c.(2443-2445)GGA>AGA p.G815R

Pat_08 Pre-Treatment C6orf204 387119 37 6 118801656 118801656 Missense_Mutation SNP C T 34 52 c.1766G>A c.(1765-1767)AGA>AAA p.R589K

Pat_08 Pre-Treatment RSPO3 84870 37 6 127476496 127476496 Missense_Mutation SNP C T 39 58 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_08 Pre-Treatment PTPRK 5796 37 6 128388791 128388791 Missense_Mutation SNP C T 63 115 c.2030G>A c.(2029-2031)GGA>GAA p.G677E

Pat_08 Pre-Treatment L3MBTL3 84456 37 6 130425708 130425708 Missense_Mutation SNP C T 58 91 c.1874C>T c.(1873-1875)TCC>TTC p.S625F

Pat_08 Pre-Treatment SAMD3 154075 37 6 130465798 130465798 Missense_Mutation SNP C T 38 59 c.1430G>A c.(1429-1431)AGG>AAG p.R477K



Pat_08 Pre-Treatment ALDH8A1 64577 37 6 135239986 135239986 Missense_Mutation SNP C T 84 123 c.1031G>A c.(1030-1032)AGA>AAA p.R344K

Pat_08 Pre-Treatment TIAM2 26230 37 6 155450436 155450436 Missense_Mutation SNP C T 33 62 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_08 Pre-Treatment ARID1B 57492 37 6 157522541 157522541 Missense_Mutation SNP G A 119 168 c.4759G>A c.(4759-4761)GAG>AAG p.E1587K

Pat_08 Pre-Treatment MLLT4 4301 37 6 168370511 168370511 Missense_Mutation SNP T A 16 15 c.5401T>A c.(5401-5403)TTC>ATC p.F1801I

Pat_08 Pre-Treatment INTS1 26173 37 7 1513911 1513911 Missense_Mutation SNP A G 17 79 c.5722T>C c.(5722-5724)TTC>CTC p.F1908L

Pat_08 Pre-Treatment SDK1 221935 37 7 4107511 4107511 Missense_Mutation SNP G A 12 34 c.2953G>A c.(2953-2955)GAC>AAC p.D985N

Pat_08 Pre-Treatment STK31 56164 37 7 23776524 23776524 Missense_Mutation SNP G A 13 52 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_08 Pre-Treatment HOXA4 3201 37 7 27168950 27168950 Missense_Mutation SNP G A 42 188 c.857C>T c.(856-858)TCG>TTG p.S286L

Pat_08 Pre-Treatment HECW1 23072 37 7 43351600 43351600 Missense_Mutation SNP C T 27 92 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_08 Pre-Treatment VOPP1 81552 37 7 55540681 55540681 Missense_Mutation SNP G A 11 44 c.386C>T c.(385-387)CCT>CTT p.P129L

Pat_08 Pre-Treatment ZNF679 168417 37 7 63726958 63726958 Missense_Mutation SNP G A 18 68 c.947G>A c.(946-948)AGA>AAA p.R316K

Pat_08 Pre-Treatment WBSCR17 64409 37 7 71177084 71177084 Missense_Mutation SNP C T 35 95 c.1750C>T c.(1750-1752)CGC>TGC p.R584C

Pat_08 Pre-Treatment PCLO 27445 37 7 82544688 82544688 Missense_Mutation SNP G A 7 16 c.12614C>T c.(12613-12615)CCT>CTT p.P4205L

Pat_08 Pre-Treatment GRM3 2913 37 7 86394514 86394514 Missense_Mutation SNP G A 52 137 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_08 Pre-Treatment STEAP4 79689 37 7 87911999 87911999 Missense_Mutation SNP C T 22 100 c.941G>A c.(940-942)CGA>CAA p.R314Q

Pat_08 Pre-Treatment DYNC1I1 1780 37 7 95662058 95662058 Missense_Mutation SNP G A 68 206 c.1247G>A c.(1246-1248)TGT>TAT p.C416Y

Pat_08 Pre-Treatment BAIAP2L1 55971 37 7 97991713 97991713 Missense_Mutation SNP C T 34 108 c.83G>A c.(82-84)CGA>CAA p.R28Q

Pat_08 Pre-Treatment ACHE 43 37 7 100491517 100491517 Missense_Mutation SNP C T 96 255 c.337G>A c.(337-339)GGC>AGC p.G113S

Pat_08 Pre-Treatment CFTR 1080 37 7 117175443 117175443 Missense_Mutation SNP G A 27 76 c.721G>A c.(721-723)GGG>AGG p.G241R

Pat_08 Pre-Treatment KCND2 3751 37 7 119914743 119914743 Nonsense_Mutation SNP G A 58 174 c.57G>A c.(55-57)TGG>TGA p.W19*

Pat_08 Pre-Treatment RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 357 365 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_08 Pre-Treatment TSGA14 95681 37 7 130041725 130041725 Missense_Mutation SNP T A 44 99 c.639A>T c.(637-639)GAA>GAT p.E213D

Pat_08 Pre-Treatment TRIM24 8805 37 7 138266508 138266508 Missense_Mutation SNP C T 32 97 c.2785C>T c.(2785-2787)CCT>TCT p.P929S

Pat_08 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 115 92 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_08 Pre-Treatment TAS2R38 5726 37 7 141672855 141672855 Missense_Mutation SNP G A 31 32 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_08 Pre-Treatment TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 53 162 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_08 Pre-Treatment TRPV5 56302 37 7 142625242 142625242 Missense_Mutation SNP C T 33 95 c.850G>A c.(850-852)GAC>AAC p.D284N

Pat_08 Pre-Treatment CLCN1 1180 37 7 143018840 143018840 Missense_Mutation SNP C T 53 107 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_08 Pre-Treatment OR2F1 26211 37 7 143657859 143657859 Missense_Mutation SNP C A 26 85 c.796C>A c.(796-798)CCC>ACC p.P266T

Pat_08 Pre-Treatment ABP1 26 37 7 150554027 150554027 Missense_Mutation SNP G A 38 103 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_08 Pre-Treatment SCARA5 286133 37 8 27779754 27779754 Missense_Mutation SNP G A 7 13 c.250C>T c.(250-252)CCG>TCG p.P84S

Pat_08 Pre-Treatment GSR 2936 37 8 30553929 30553929 Missense_Mutation SNP A G 66 129 c.763T>C c.(763-765)TCT>CCT p.S255P

Pat_08 Pre-Treatment IDO2 169355 37 8 39845421 39845421 Missense_Mutation SNP G A 9 28 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_08 Pre-Treatment PXDNL 137902 37 8 52321700 52321700 Missense_Mutation SNP A T 7 11 c.2484T>A c.(2482-2484)GAT>GAA p.D828E

Pat_08 Pre-Treatment PXDNL 137902 37 8 52412271 52412271 Missense_Mutation SNP C T 78 140 c.440G>A c.(439-441)AGA>AAA p.R147K

Pat_08 Pre-Treatment RP1 6101 37 8 55537568 55537568 Nonsense_Mutation SNP C T 14 29 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_08 Pre-Treatment RP1 6101 37 8 55538973 55538973 Missense_Mutation SNP C T 23 34 c.2531C>T c.(2530-2532)TCT>TTT p.S844F

Pat_08 Pre-Treatment TRIM55 84675 37 8 67086730 67086730 Nonsense_Mutation SNP C T 49 75 c.1549C>T c.(1549-1551)CAG>TAG p.Q517*

Pat_08 Pre-Treatment CPA6 57094 37 8 68423876 68423876 Missense_Mutation SNP T G 67 85 c.332A>C c.(331-333)GAT>GCT p.D111A

Pat_08 Pre-Treatment KCNB2 9312 37 8 73480001 73480001 Missense_Mutation SNP G A 59 96 c.32G>A c.(31-33)AGG>AAG p.R11K

Pat_08 Pre-Treatment TRHR 7201 37 8 110100064 110100064 Missense_Mutation SNP G A 44 155 c.323G>A c.(322-324)GGA>GAA p.G108E

Pat_08 Pre-Treatment PKHD1L1 93035 37 8 110468517 110468517 Missense_Mutation SNP C T 25 50 c.6901C>T c.(6901-6903)CGC>TGC p.R2301C

Pat_08 Pre-Treatment CSMD3 114788 37 8 113326683 113326683 Missense_Mutation SNP T G 40 114 c.7524A>C c.(7522-7524)GAA>GAC p.E2508D

Pat_08 Pre-Treatment CSMD3 114788 37 8 113392596 113392596 Missense_Mutation SNP G A 63 192 c.6121C>T c.(6121-6123)CAT>TAT p.H2041Y

Pat_08 Pre-Treatment FER1L6 654463 37 8 125061918 125061918 Missense_Mutation SNP C T 39 86 c.2795C>T c.(2794-2796)CCC>CTC p.P932L

Pat_08 Pre-Treatment COL22A1 169044 37 8 139611032 139611032 Missense_Mutation SNP C T 41 98 c.4295G>A c.(4294-4296)GGA>GAA p.G1432E

Pat_08 Pre-Treatment PTPRD 5789 37 9 8341129 8341129 Missense_Mutation SNP C T 72 50 c.5087G>A c.(5086-5088)GGA>GAA p.G1696E



Pat_08 Pre-Treatment CDKN2A 1029 37 9 21971186 21971186 Nonsense_Mutation SNP G A 9 5 c.172C>T c.(172-174)CGA>TGA p.R58*

Pat_08 Pre-Treatment TAF1L 138474 37 9 32633029 32633029 Missense_Mutation SNP T G 45 45 c.2549A>C c.(2548-2550)AAA>ACA p.K850T

Pat_08 Pre-Treatment OR2S2 56656 37 9 35957515 35957515 Missense_Mutation SNP G A 74 116 c.581C>T c.(580-582)TCC>TTC p.S194F

Pat_08 Pre-Treatment FRMPD1 22844 37 9 37692715 37692716 Missense_Mutation DNP GG AA 36 67 c.77_78GG>AA c.(76-78)CGG>CAA p.R26Q

Pat_08 Pre-Treatment FAM75A6 389730 37 9 43626820 43626820 Missense_Mutation SNP G C 9 22 c.1867C>G c.(1867-1869)CGG>GGG p.R623G

Pat_08 Pre-Treatment VPS13A 23230 37 9 79865130 79865130 Missense_Mutation SNP C T 48 101 c.2155C>T c.(2155-2157)CTT>TTT p.L719F

Pat_08 Pre-Treatment ZNF510 22869 37 9 99522622 99522622 Missense_Mutation SNP C A 31 71 c.490G>T c.(490-492)GTA>TTA p.V164L

Pat_08 Pre-Treatment OR13C9 286362 37 9 107380278 107380278 Missense_Mutation SNP C T 30 57 c.208G>A c.(208-210)GAC>AAC p.D70N

Pat_08 Pre-Treatment PTGS1 5742 37 9 125133515 125133515 Missense_Mutation SNP C T 28 56 c.58C>T c.(58-60)CCC>TCC p.P20S

Pat_08 Pre-Treatment NUP188 23511 37 9 131755873 131755873 Nonsense_Mutation SNP C T 62 134 c.2917C>T c.(2917-2919)CGA>TGA p.R973*

Pat_08 Pre-Treatment BAT2L1 84726 37 9 134350643 134350643 Missense_Mutation SNP C T 9 28 c.3127C>T c.(3127-3129)CCC>TCC p.P1043S

Pat_08 Pre-Treatment SURF6 6838 37 9 136200589 136200589 Nonsense_Mutation SNP G A 31 44 c.358C>T c.(358-360)CGA>TGA p.R120*

Pat_08 Pre-Treatment LCN10 414332 37 9 139636409 139636409 Missense_Mutation SNP C T 13 19 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_08 Pre-Treatment MXRA5 25878 37 X 3240874 3240874 Missense_Mutation SNP G A 17 33 c.2852C>T c.(2851-2853)TCG>TTG p.S951L

Pat_08 Pre-Treatment AMELX 265 37 X 11312955 11312955 Missense_Mutation SNP C T 85 173 c.47C>T c.(46-48)GCC>GTC p.A16V

Pat_08 Pre-Treatment PIGA 5277 37 X 15342966 15342966 Missense_Mutation SNP G A 17 56 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_08 Pre-Treatment YY2 404281 37 X 21871579 21871579 Missense_Mutation SNP C A 117 283 c.628C>A c.(628-630)CAA>AAA p.Q210K

Pat_08 Pre-Treatment MAGEB18 286514 37 X 26157607 26157607 Missense_Mutation SNP C T 9 14 c.505C>T c.(505-507)CCC>TCC p.P169S

Pat_08 Pre-Treatment OTC 5009 37 X 38212012 38212012 Missense_Mutation SNP G A 44 75 c.63G>A c.(61-63)ATG>ATA p.M21I

Pat_08 Pre-Treatment CXorf38 159013 37 X 40496317 40496317 Missense_Mutation SNP A T 48 85 c.563T>A c.(562-564)TTT>TAT p.F188Y

Pat_08 Pre-Treatment MTMR8 55613 37 X 63555965 63555965 Missense_Mutation SNP G A 38 66 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_08 Pre-Treatment EDA 1896 37 X 69247866 69247866 Missense_Mutation SNP C A 8 8 c.686C>A c.(685-687)CCT>CAT p.P229H

Pat_08 Pre-Treatment KIAA2022 340533 37 X 73960184 73960184 Missense_Mutation SNP C T 94 176 c.4208G>A c.(4207-4209)GGG>GAG p.G1403E

Pat_08 Pre-Treatment LPAR4 2846 37 X 78010473 78010473 Missense_Mutation SNP C T 119 222 c.107C>T c.(106-108)TCC>TTC p.S36F

Pat_08 Pre-Treatment APOOL 139322 37 X 84310875 84310875 Missense_Mutation SNP C T 13 19 c.338C>T c.(337-339)CCG>CTG p.P113L

Pat_08 Pre-Treatment KLHL4 56062 37 X 86880629 86880629 Missense_Mutation SNP C T 28 78 c.1157C>T c.(1156-1158)ACC>ATC p.T386I

Pat_08 Pre-Treatment CXorf57 55086 37 X 105912404 105912404 Missense_Mutation SNP G A 155 349 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_08 Pre-Treatment TEX13B 56156 37 X 107225012 107225012 Missense_Mutation SNP C T 104 220 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_08 Pre-Treatment KIAA1210 57481 37 X 118222570 118222570 Missense_Mutation SNP G A 13 25 c.2623C>T c.(2623-2625)CTC>TTC p.L875F

Pat_08 Pre-Treatment ELF4 2000 37 X 129215252 129215252 Missense_Mutation SNP C T 121 251 c.53G>A c.(52-54)GGG>GAG p.G18E

Pat_08 Pre-Treatment IGSF1 3547 37 X 130419321 130419321 Missense_Mutation SNP C T 61 129 c.499G>A c.(499-501)GGA>AGA p.G167R

Pat_08 Pre-Treatment MAGEC1 9947 37 X 140994505 140994505 Missense_Mutation SNP C T 34 91 c.1315C>T c.(1315-1317)CCC>TCC p.P439S

Pat_08 Pre-Treatment FMR1 2332 37 X 147026391 147026391 Missense_Mutation SNP A G 11 22 c.1474A>G c.(1474-1476)ACT>GCT p.T492A

Pat_08 Pre-Treatment MAGEA4 4103 37 X 151092719 151092719 Nonsense_Mutation SNP C T 53 66 c.583C>T c.(583-585)CAG>TAG p.Q195*

Pat_08 Pre-Treatment MAGEA3 4102 37 X 151935383 151935383 Missense_Mutation SNP G A 57 137 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_08 Pre-Treatment PLXNA3 55558 37 X 153697535 153697535 Missense_Mutation SNP C T 27 97 c.4571C>T c.(4570-4572)CCC>CTC p.P1524L

Pat_08 Pre-Treatment F8 2157 37 X 154132258 154132258 Missense_Mutation SNP G A 93 128 c.5921C>T c.(5920-5922)TCT>TTT p.S1974F

Pat_08 Pre-Treatment TMLHE 55217 37 X 154736697 154736697 Missense_Mutation SNP G A 94 138 c.857C>T c.(856-858)CCT>CTT p.P286L

Pat_08 Post-Resistance ACAP3 116983 37 1 1230911 1230911 Missense_Mutation SNP G A 26 44 c.1729C>T c.(1729-1731)CGC>TGC p.R577C

Pat_08 Post-Resistance PANK4 55229 37 1 2452281 2452281 Missense_Mutation SNP G A 46 81 c.487C>T c.(487-489)CCC>TCC p.P163S

Pat_08 Post-Resistance PIK3CD 5293 37 1 9778878 9778878 Missense_Mutation SNP G A 5 214 c.1147G>A c.(1147-1149)GAC>AAC p.D383N

Pat_08 Post-Resistance UBE4B 10277 37 1 10211599 10211599 Missense_Mutation SNP C T 68 136 c.2906C>T c.(2905-2907)TCC>TTC p.S969F

Pat_08 Post-Resistance PRAMEF11 440560 37 1 12885059 12885059 Missense_Mutation SNP C G 6 334 c.1052G>C c.(1051-1053)TGC>TCC p.C351S

Pat_08 Post-Resistance PRAMEF8 391002 37 1 12979691 12979691 Missense_Mutation SNP G A 132 489 c.883G>A c.(883-885)GAG>AAG p.E295K

Pat_08 Post-Resistance FBLIM1 54751 37 1 16093982 16093982 Missense_Mutation SNP C T 14 26 c.362C>T c.(361-363)GCT>GTT p.A121V

Pat_08 Post-Resistance MST1P9 11223 37 1 17085872 17085872 Missense_Mutation SNP A G 5 38 c.949T>C c.(949-951)TGG>CGG p.W317R

Pat_08 Post-Resistance PIGV 55650 37 1 27120713 27120713 Missense_Mutation SNP T C 4 215 c.188T>C c.(187-189)CTG>CCG p.L63P



Pat_08 Post-Resistance SYTL1 84958 37 1 27675626 27675626 Missense_Mutation SNP C T 4 134 c.515C>T c.(514-516)GCG>GTG p.A172V

Pat_08 Post-Resistance KIAA0754 643314 37 1 39879250 39879250 Missense_Mutation SNP A G 6 40 c.3313A>G c.(3313-3315)ACC>GCC p.T1105A

Pat_08 Post-Resistance BMP8B 656 37 1 40226129 40226129 Missense_Mutation SNP G T 5 490 c.1171C>A c.(1171-1173)CAC>AAC p.H391N

Pat_08 Post-Resistance KDM4A 9682 37 1 44132167 44132167 Missense_Mutation SNP C T 115 208 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_08 Post-Resistance BSND 7809 37 1 55472919 55472919 Missense_Mutation SNP A C 38 135 c.522A>C c.(520-522)GAA>GAC p.E174D

Pat_08 Post-Resistance C1orf168 199920 37 1 57216843 57216843 Nonsense_Mutation SNP G A 31 52 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_08 Post-Resistance C8B 732 37 1 57422471 57422471 Missense_Mutation SNP C T 304 554 c.362G>A c.(361-363)CGA>CAA p.R121Q

Pat_08 Post-Resistance C1orf173 127254 37 1 75072512 75072512 Missense_Mutation SNP C T 101 184 c.1262G>A c.(1261-1263)GGA>GAA p.G421E

Pat_08 Post-Resistance LPHN2 23266 37 1 82409213 82409213 Missense_Mutation SNP G A 109 181 c.958G>A c.(958-960)GTC>ATC p.V320I

Pat_08 Post-Resistance TGFBR3 7049 37 1 92184982 92184982 Missense_Mutation SNP G A 188 318 c.1453C>T c.(1453-1455)CCT>TCT p.P485S

Pat_08 Post-Resistance CCDC76 54482 37 1 100605978 100605978 Missense_Mutation SNP C T 29 243 c.409C>T c.(409-411)CTT>TTT p.L137F

Pat_08 Post-Resistance COL11A1 1301 37 1 103440405 103440405 Missense_Mutation SNP G A 37 58 c.2789C>T c.(2788-2790)CCT>CTT p.P930L

Pat_08 Post-Resistance CELSR2 1952 37 1 109806965 109806965 Missense_Mutation SNP G A 5 341 c.5267G>A c.(5266-5268)CGT>CAT p.R1756H

Pat_08 Post-Resistance MAGI3 260425 37 1 114225824 114225824 Missense_Mutation SNP G A 65 99 c.3634G>A c.(3634-3636)GAA>AAA p.E1212K

Pat_08 Post-Resistance NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 61 567 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_08 Post-Resistance TBX15 6913 37 1 119469191 119469191 Missense_Mutation SNP G A 68 134 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_08 Post-Resistance NBPF7 343505 37 1 120381953 120381953 Missense_Mutation SNP T C 7 646 c.692A>G c.(691-693)TAT>TGT p.Y231C

Pat_08 Post-Resistance HIST2H2BE 8349 37 1 149858153 149858153 Missense_Mutation SNP T C 4 212 c.38A>G c.(37-39)AAG>AGG p.K13R

Pat_08 Post-Resistance CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 6 644 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_08 Post-Resistance CRNN 49860 37 1 152382770 152382770 Missense_Mutation SNP T C 6 730 c.788A>G c.(787-789)GAC>GGC p.D263G

Pat_08 Post-Resistance C1orf43 25912 37 1 154180066 154180066 Missense_Mutation SNP T C 93 136 c.625A>G c.(625-627)ACT>GCT p.T209A

Pat_08 Post-Resistance CLK2 1196 37 1 155236548 155236548 Missense_Mutation SNP C T 4 180 c.810G>A c.(808-810)ATG>ATA p.M270I

Pat_08 Post-Resistance RUSC1 23623 37 1 155295412 155295412 Missense_Mutation SNP C T 38 70 c.1763C>T c.(1762-1764)CCG>CTG p.P588L

Pat_08 Post-Resistance CASQ1 844 37 1 160160558 160160558 Missense_Mutation SNP G A 47 79 c.17G>A c.(16-18)AGG>AAG p.R6K

Pat_08 Post-Resistance C1orf192 257177 37 1 161335356 161335356 Missense_Mutation SNP A T 156 291 c.308T>A c.(307-309)CTC>CAC p.L103H

Pat_08 Post-Resistance DUSP27 92235 37 1 167096296 167096296 Missense_Mutation SNP T A 3 39 c.1928T>A c.(1927-1929)ATG>AAG p.M643K

Pat_08 Post-Resistance DARS2 55157 37 1 173802529 173802529 Missense_Mutation SNP C T 13 16 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_08 Post-Resistance KIAA1614 57710 37 1 180885295 180885295 Missense_Mutation SNP C T 32 66 c.56C>T c.(55-57)CCC>CTC p.P19L

Pat_08 Post-Resistance CACNA1E 777 37 1 181765951 181765951 Missense_Mutation SNP C T 15 24 c.6227C>T c.(6226-6228)TCC>TTC p.S2076F

Pat_08 Post-Resistance KIF21B 23046 37 1 200945966 200945966 Missense_Mutation SNP C T 27 42 c.4381G>A c.(4381-4383)GTC>ATC p.V1461I

Pat_08 Post-Resistance LGR6 59352 37 1 202276021 202276021 Missense_Mutation SNP G A 48 108 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_08 Post-Resistance PIGR 5284 37 1 207110830 207110830 Missense_Mutation SNP G A 80 126 c.655C>T c.(655-657)CTC>TTC p.L219F

Pat_08 Post-Resistance GPATCH2 55105 37 1 217604543 217604543 Missense_Mutation SNP G A 195 304 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_08 Post-Resistance TLR5 7100 37 1 223286024 223286024 Missense_Mutation SNP C T 110 195 c.350G>A c.(349-351)GGA>GAA p.G117E

Pat_08 Post-Resistance PARP1 142 37 1 226555964 226555964 Missense_Mutation SNP G A 6 170 c.2213C>T c.(2212-2214)ACC>ATC p.T738I

Pat_08 Post-Resistance TTC13 79573 37 1 231060707 231060707 Missense_Mutation SNP G A 209 326 c.1601C>T c.(1600-1602)GCC>GTC p.A534V

Pat_08 Post-Resistance SLC35F3 148641 37 1 234454596 234454596 Missense_Mutation SNP C T 99 205 c.847C>T c.(847-849)CCT>TCT p.P283S

Pat_08 Post-Resistance NID1 4811 37 1 236187487 236187487 Missense_Mutation SNP G A 60 112 c.2011C>T c.(2011-2013)CCC>TCC p.P671S

Pat_08 Post-Resistance RYR2 6262 37 1 237774224 237774224 Missense_Mutation SNP G A 39 61 c.4846G>A c.(4846-4848)GGC>AGC p.G1616S

Pat_08 Post-Resistance NLRP3 114548 37 1 247582193 247582193 Missense_Mutation SNP C T 28 51 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_08 Post-Resistance OR2G3 81469 37 1 247769368 247769368 Missense_Mutation SNP A G 90 165 c.481A>G c.(481-483)ACT>GCT p.T161A

Pat_08 Post-Resistance OR2T3 343173 37 1 248637439 248637439 Missense_Mutation SNP C T 61 683 c.788C>T c.(787-789)ACC>ATC p.T263I

Pat_08 Post-Resistance ADARB2 105 37 10 1262945 1262945 Missense_Mutation SNP C T 12 47 c.1628G>A c.(1627-1629)GGC>GAC p.G543D

Pat_08 Post-Resistance AKR1C1 1645 37 10 5014844 5014844 Missense_Mutation SNP G A 96 184 c.749G>A c.(748-750)CGA>CAA p.R250Q

Pat_08 Post-Resistance DHTKD1 55526 37 10 12143176 12143176 Missense_Mutation SNP T C 13 26 c.1892T>C c.(1891-1893)CTA>CCA p.L631P

Pat_08 Post-Resistance CUBN 8029 37 10 17142048 17142048 Missense_Mutation SNP C T 182 266 c.1721G>A c.(1720-1722)AGA>AAA p.R574K

Pat_08 Post-Resistance CACNB2 783 37 10 18828535 18828535 Missense_Mutation SNP A G 90 125 c.1865A>G c.(1864-1866)AAC>AGC p.N622S



Pat_08 Post-Resistance PLXDC2 84898 37 10 20506391 20506391 Missense_Mutation SNP G A 58 73 c.1159G>A c.(1159-1161)GAA>AAA p.E387K

Pat_08 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 8 197 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_08 Post-Resistance C10orf71 118461 37 10 50531430 50531430 Nonsense_Mutation SNP G A 22 9 c.840G>A c.(838-840)TGG>TGA p.W280*

Pat_08 Post-Resistance ASAH2 56624 37 10 52003017 52003017 Missense_Mutation SNP C T 277 146 c.455G>A c.(454-456)CGA>CAA p.R152Q

Pat_08 Post-Resistance ARID5B 84159 37 10 63851366 63851366 Missense_Mutation SNP C T 128 60 c.2144C>T c.(2143-2145)CCT>CTT p.P715L

Pat_08 Post-Resistance LRRTM3 347731 37 10 68687605 68687605 Missense_Mutation SNP G A 138 50 c.931G>A c.(931-933)GGG>AGG p.G311R

Pat_08 Post-Resistance PTEN 5728 37 10 89692886 89692886 Missense_Mutation SNP T C 201 228 c.370T>C c.(370-372)TGT>CGT p.C124R

Pat_08 Post-Resistance CYP2C18 1562 37 10 96466634 96466634 Missense_Mutation SNP G A 61 29 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_08 Post-Resistance ADRB1 153 37 10 115805027 115805027 Missense_Mutation SNP G A 3 71 c.1136G>A c.(1135-1137)CGC>CAC p.R379H

Pat_08 Post-Resistance C10orf137 26098 37 10 127409788 127409788 Missense_Mutation SNP C T 87 58 c.124C>T c.(124-126)CTT>TTT p.L42F

Pat_08 Post-Resistance ATHL1 80162 37 11 294703 294703 Missense_Mutation SNP C T 213 326 c.2168C>T c.(2167-2169)TCC>TTC p.S723F

Pat_08 Post-Resistance MUC5B 727897 37 11 1262686 1262686 Missense_Mutation SNP G A 35 42 c.6655G>A c.(6655-6657)GAC>AAC p.D2219N

Pat_08 Post-Resistance KRTAP5-3 387266 37 11 1629152 1629152 Missense_Mutation SNP C A 9 829 c.464G>T c.(463-465)TGC>TTC p.C155F

Pat_08 Post-Resistance KRTAP5-5 439915 37 11 1651402 1651402 Missense_Mutation SNP C T 72 106 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_08 Post-Resistance KCNQ1 3784 37 11 2606487 2606487 Missense_Mutation SNP A G 40 117 c.1078A>G c.(1078-1080)AGG>GGG p.R360G

Pat_08 Post-Resistance SLC22A18 5002 37 11 2924603 2924603 Nonsense_Mutation SNP C T 46 73 c.28C>T c.(28-30)CAG>TAG p.Q10*

Pat_08 Post-Resistance OR51S1 119692 37 11 4869568 4869568 Missense_Mutation SNP G A 148 249 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_08 Post-Resistance OR51A4 401666 37 11 4967847 4967848 Missense_Mutation DNP GG AA 123 248 c.483_484CC>TT(481-486)TTCCCT>TTTTC p.P162S

Pat_08 Post-Resistance OR51I1 390063 37 11 5462416 5462416 Missense_Mutation SNP G A 73 141 c.329C>T c.(328-330)TCC>TTC p.S110F

Pat_08 Post-Resistance UBQLNL 143630 37 11 5536653 5536653 Missense_Mutation SNP G A 93 191 c.1019C>T c.(1018-1020)TCT>TTT p.S340F

Pat_08 Post-Resistance OR52N5 390075 37 11 5799521 5799521 Missense_Mutation SNP C T 103 157 c.344G>A c.(343-345)GGG>GAG p.G115E

Pat_08 Post-Resistance GTF2H1 2965 37 11 18379556 18379556 Missense_Mutation SNP C T 70 97 c.1318C>T c.(1318-1320)CTT>TTT p.L440F

Pat_08 Post-Resistance CCDC34 91057 37 11 27379017 27379017 Missense_Mutation SNP G A 88 116 c.431C>T c.(430-432)CCA>CTA p.P144L

Pat_08 Post-Resistance C11orf74 119710 37 11 36631726 36631726 Missense_Mutation SNP C T 48 99 c.73C>T c.(73-75)CTT>TTT p.L25F

Pat_08 Post-Resistance CHST1 8534 37 11 45672110 45672110 Missense_Mutation SNP C T 44 93 c.364G>A c.(364-366)GAC>AAC p.D122N

Pat_08 Post-Resistance DGKZ 8525 37 11 46396591 46396591 Missense_Mutation SNP C T 3 19 c.2270C>T c.(2269-2271)TCG>TTG p.S757L

Pat_08 Post-Resistance RAPSN 5913 37 11 47463243 47463243 Missense_Mutation SNP C T 57 64 c.832G>A c.(832-834)GAG>AAG p.E278K

Pat_08 Post-Resistance OR4C3 256144 37 11 48347478 48347478 Nonsense_Mutation SNP G A 4 54 c.986G>A c.(985-987)TGG>TAG p.W329*

Pat_08 Post-Resistance APLNR 187 37 11 57003806 57003806 Missense_Mutation SNP C T 4 220 c.673G>A c.(673-675)GCC>ACC p.A225T

Pat_08 Post-Resistance OR4D6 219983 37 11 59225019 59225019 Missense_Mutation SNP G A 108 128 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_08 Post-Resistance AHNAK 79026 37 11 62286730 62286731 Missense_Mutation DNP GG AA 196 394 15158_15159CC>Tc.(15157-15159)GCC>GTT p.A5053V

Pat_08 Post-Resistance TSGA10IP 254187 37 11 65714616 65714616 Missense_Mutation SNP C T 10 35 c.320C>T c.(319-321)CCC>CTC p.P107L

Pat_08 Post-Resistance CD248 57124 37 11 66082377 66082377 Missense_Mutation SNP C T 24 35 c.2122G>A c.(2122-2124)GTG>ATG p.V708M

Pat_08 Post-Resistance P4HA3 283208 37 11 74013458 74013458 Missense_Mutation SNP G A 197 273 c.523C>T c.(523-525)CGG>TGG p.R175W

Pat_08 Post-Resistance ACER3 55331 37 11 76726095 76726095 Nonsense_Mutation SNP C A 4 146 c.533C>A c.(532-534)TCA>TAA p.S178*

Pat_08 Post-Resistance C11orf67 28971 37 11 77553557 77553557 Missense_Mutation SNP A T 38 59 c.15A>T c.(13-15)GAA>GAT p.E5D

Pat_08 Post-Resistance INTS4 92105 37 11 77614629 77614629 Missense_Mutation SNP A G 5 93 c.2054T>C c.(2053-2055)TTG>TCG p.L685S

Pat_08 Post-Resistance ODZ4 26011 37 11 78440676 78440676 Missense_Mutation SNP C T 112 169 c.3151G>A c.(3151-3153)GAA>AAA p.E1051K

Pat_08 Post-Resistance TRPC6 7225 37 11 101375120 101375120 Missense_Mutation SNP T C 67 125 c.580A>G c.(580-582)ACC>GCC p.T194A

Pat_08 Post-Resistance EXPH5 23086 37 11 108381210 108381210 Missense_Mutation SNP A G 268 371 c.5024T>C c.(5023-5025)ATT>ACT p.I1675T

Pat_08 Post-Resistance USP28 57646 37 11 113701595 113701595 Missense_Mutation SNP G A 133 232 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_08 Post-Resistance FAM55B 120406 37 11 114569092 114569092 Missense_Mutation SNP G A 28 41 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_08 Post-Resistance DSCAML1 57453 37 11 117389456 117389456 Missense_Mutation SNP G A 30 46 c.1415C>T c.(1414-1416)TCG>TTG p.S472L

Pat_08 Post-Resistance TMPRSS13 84000 37 11 117789462 117789462 Missense_Mutation SNP T C 5 145 c.113A>G c.(112-114)CAG>CGG p.Q38R

Pat_08 Post-Resistance TMPRSS13 84000 37 11 117789465 117789465 Missense_Mutation SNP G C 5 146 c.110C>G c.(109-111)GCC>GGC p.A37G

Pat_08 Post-Resistance OR4D5 219875 37 11 123810973 123810973 Missense_Mutation SNP C T 238 422 c.650C>T c.(649-651)TCG>TTG p.S217L

Pat_08 Post-Resistance VWA5A 4013 37 11 123994449 123994449 Missense_Mutation SNP G A 50 97 c.1102G>A c.(1102-1104)GAA>AAA p.E368K



Pat_08 Post-Resistance OR8B8 26493 37 11 124310824 124310824 Missense_Mutation SNP G A 97 184 c.158C>T c.(157-159)TCT>TTT p.S53F

Pat_08 Post-Resistance NTM 50863 37 11 132016408 132016408 Missense_Mutation SNP G A 41 43 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_08 Post-Resistance DCP1B 196513 37 12 2061949 2061949 Missense_Mutation SNP C T 74 70 c.1157G>A c.(1156-1158)AGA>AAA p.R386K

Pat_08 Post-Resistance CD163L1 283316 37 12 7596704 7596704 Missense_Mutation SNP G A 67 145 c.20C>T c.(19-21)TCG>TTG p.S7L

Pat_08 Post-Resistance NANOG 79923 37 12 7947082 7947082 Missense_Mutation SNP G A 27 49 c.444G>A c.(442-444)ATG>ATA p.M148I

Pat_08 Post-Resistance KLRC3 3823 37 12 10572989 10572989 Missense_Mutation SNP C T 127 330 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_08 Post-Resistance PRB2 653247 37 12 11546417 11546417 Missense_Mutation SNP C T 136 194 c.595G>A c.(595-597)GGA>AGA p.G199R

Pat_08 Post-Resistance ABCC9 10060 37 12 22065982 22065982 Missense_Mutation SNP G A 68 118 c.835C>T c.(835-837)CCA>TCA p.P279S

Pat_08 Post-Resistance SYT10 341359 37 12 33579224 33579224 Missense_Mutation SNP C T 49 119 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Post-Resistance ADAMTS20 80070 37 12 43769952 43769952 Splice_Site SNP C T 4 9 c.5221_splice c.e35-1 p.I1741_splice

Pat_08 Post-Resistance ADAMTS20 80070 37 12 43945643 43945643 Missense_Mutation SNP G A 101 179 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_08 Post-Resistance PUS7L 83448 37 12 44148157 44148157 Missense_Mutation SNP C T 63 150 c.892G>A c.(892-894)GGA>AGA p.G298R

Pat_08 Post-Resistance COL2A1 1280 37 12 48389088 48389088 Missense_Mutation SNP G A 90 100 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_08 Post-Resistance RND1 27289 37 12 49251927 49251927 Missense_Mutation SNP G A 41 76 c.551C>T c.(550-552)TCC>TTC p.S184F

Pat_08 Post-Resistance KRT84 3890 37 12 52774929 52774929 Missense_Mutation SNP C T 168 283 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_08 Post-Resistance KRT6B 3854 37 12 52844377 52844377 Missense_Mutation SNP C G 79 199 c.568G>C c.(568-570)GTT>CTT p.V190L

Pat_08 Post-Resistance KRT6A 3853 37 12 52885322 52885322 Missense_Mutation SNP C T 127 281 c.739G>A c.(739-741)GAG>AAG p.E247K

Pat_08 Post-Resistance OR6C75 390323 37 12 55759372 55759372 Missense_Mutation SNP C T 44 96 c.478C>T c.(478-480)CTT>TTT p.L160F

Pat_08 Post-Resistance GLI1 2735 37 12 57860059 57860059 Missense_Mutation SNP G A 214 359 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_08 Post-Resistance MSRB3 253827 37 12 65722374 65722374 Missense_Mutation SNP C T 60 119 c.275C>T c.(274-276)CCA>CTA p.P92L

Pat_08 Post-Resistance PTPRB 5787 37 12 71002869 71002869 Missense_Mutation SNP C T 51 265 c.305G>A c.(304-306)AGA>AAA p.R102K

Pat_08 Post-Resistance C12orf12 196477 37 12 91348220 91348220 Nonsense_Mutation SNP C T 25 41 c.300G>A c.(298-300)TGG>TGA p.W100*

Pat_08 Post-Resistance AMDHD1 144193 37 12 96356148 96356148 Missense_Mutation SNP G A 57 140 c.829G>A c.(829-831)GGA>AGA p.G277R

Pat_08 Post-Resistance STAB2 55576 37 12 104046397 104046397 Missense_Mutation SNP G A 4 160 c.1321G>A c.(1321-1323)GGT>AGT p.G441S

Pat_08 Post-Resistance MMAB 326625 37 12 110006647 110006647 Missense_Mutation SNP C T 49 113 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_08 Post-Resistance ANAPC7 51434 37 12 110813898 110813898 Missense_Mutation SNP G T 4 220 c.1583C>A c.(1582-1584)GCA>GAA p.A528E

Pat_08 Post-Resistance OAS3 4940 37 12 113398950 113398950 Missense_Mutation SNP G A 3 87 c.1732G>A c.(1732-1734)GAG>AAG p.E578K

Pat_08 Post-Resistance HPD 3242 37 12 122286921 122286921 Missense_Mutation SNP C T 100 170 c.580G>A c.(580-582)GTG>ATG p.V194M

Pat_08 Post-Resistance ZCCHC8 55596 37 12 122958814 122958814 Missense_Mutation SNP C T 83 111 c.1354G>A c.(1354-1356)GTA>ATA p.V452I

Pat_08 Post-Resistance CDK2AP1 8099 37 12 123751793 123751793 Missense_Mutation SNP G A 4 334 c.92C>T c.(91-93)ACG>ATG p.T31M

Pat_08 Post-Resistance GTF2H3 2967 37 12 124144370 124144370 Missense_Mutation SNP G A 83 137 c.713G>A c.(712-714)AGA>AAA p.R238K

Pat_08 Post-Resistance RIMBP2 23504 37 12 130926738 130926738 Missense_Mutation SNP A C 44 79 c.1108T>G c.(1108-1110)TGC>GGC p.C370G

Pat_08 Post-Resistance TUBA3C 7278 37 13 19752472 19752472 Missense_Mutation SNP C T 108 170 c.289G>A c.(289-291)GAA>AAA p.E97K

Pat_08 Post-Resistance WASF3 10810 37 13 27259911 27259911 Missense_Mutation SNP C T 55 61 c.1438C>T c.(1438-1440)CGG>TGG p.R480W

Pat_08 Post-Resistance GPR12 2835 37 13 27333521 27333521 Nonsense_Mutation SNP G C 55 132 c.444C>G c.(442-444)TAC>TAG p.Y148*

Pat_08 Post-Resistance NBEA 26960 37 13 36124729 36124729 Missense_Mutation SNP G A 29 48 c.6701G>A c.(6700-6702)CGA>CAA p.R2234Q

Pat_08 Post-Resistance EDNRB 1910 37 13 78477736 78477736 Missense_Mutation SNP C A 4 252 c.490G>T c.(490-492)GCA>TCA p.A164S

Pat_08 Post-Resistance NALCN 259232 37 13 101936361 101936361 Missense_Mutation SNP C T 40 74 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Post-Resistance NOVA1 4857 37 14 26917922 26917922 Missense_Mutation SNP G A 165 274 c.767C>T c.(766-768)GCC>GTC p.A256V

Pat_08 Post-Resistance NPAS3 64067 37 14 34204525 34204525 Missense_Mutation SNP C T 116 231 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_08 Post-Resistance RALGAPA1 253959 37 14 36191052 36191052 Missense_Mutation SNP A G 50 123 c.2108T>C c.(2107-2109)GTT>GCT p.V703A

Pat_08 Post-Resistance PNN 5411 37 14 39649841 39649842 Missense_Mutation DNP GG AA 27 47 c.928_929GG>AA c.(928-930)GGT>AAT p.G310N

Pat_08 Post-Resistance CDKL1 8814 37 14 50844945 50844945 Missense_Mutation SNP G A 32 46 c.1304C>T c.(1303-1305)CCC>CTC p.P435L

Pat_08 Post-Resistance KCNH5 27133 37 14 63174583 63174583 Missense_Mutation SNP T A 108 146 c.2610A>T c.(2608-2610)AAA>AAT p.K870N

Pat_08 Post-Resistance ZFYVE26 23503 37 14 68274583 68274583 Missense_Mutation SNP G A 134 212 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Post-Resistance DPF3 8110 37 14 73141047 73141047 Missense_Mutation SNP G A 23 49 c.772C>T c.(772-774)CCC>TCC p.P258S

Pat_08 Post-Resistance DPF3 8110 37 14 73190363 73190363 Missense_Mutation SNP C T 174 322 c.503G>A c.(502-504)CGA>CAA p.R168Q



Pat_08 Post-Resistance NRXN3 9369 37 14 79181364 79181364 Missense_Mutation SNP G A 95 135 c.807G>A c.(805-807)ATG>ATA p.M269I

Pat_08 Post-Resistance SERPINA10 51156 37 14 94754734 94754734 Missense_Mutation SNP C T 40 69 c.881G>A c.(880-882)GGA>GAA p.G294E

Pat_08 Post-Resistance SERPINA1 5265 37 14 94847406 94847406 Missense_Mutation SNP A C 20 42 c.719T>G c.(718-720)GTG>GGG p.V240G

Pat_08 Post-Resistance SERPINA9 327657 37 14 94935565 94935565 Missense_Mutation SNP G A 84 93 c.667C>T c.(667-669)CAC>TAC p.H223Y

Pat_08 Post-Resistance BRF1 2972 37 14 105752644 105752644 Missense_Mutation SNP G A 23 43 c.254C>T c.(253-255)ACC>ATC p.T85I

Pat_08 Post-Resistance NDN 4692 37 15 23932347 23932347 Missense_Mutation SNP C A 8 47 c.18G>T c.(16-18)AAG>AAT p.K6N

Pat_08 Post-Resistance THBS1 7057 37 15 39874759 39874759 Missense_Mutation SNP G A 34 64 c.433G>A c.(433-435)GAA>AAA p.E145K

Pat_08 Post-Resistance DLL4 54567 37 15 41228744 41228744 Missense_Mutation SNP C T 13 21 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_08 Post-Resistance UNC13C 440279 37 15 54305875 54305875 Missense_Mutation SNP G A 58 144 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_08 Post-Resistance UNC13C 440279 37 15 54557657 54557657 Missense_Mutation SNP G A 6 7 c.3781G>A c.(3781-3783)GGA>AGA p.G1261R

Pat_08 Post-Resistance UNC13C 440279 37 15 54825218 54825218 Missense_Mutation SNP G A 6 31 c.5650G>A c.(5650-5652)GAT>AAT p.D1884N

Pat_08 Post-Resistance FEM1B 10116 37 15 68582681 68582681 Missense_Mutation SNP C T 105 145 c.985C>T c.(985-987)CTT>TTT p.L329F

Pat_08 Post-Resistance CSPG4 1464 37 15 75982510 75982510 Missense_Mutation SNP G A 41 97 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_08 Post-Resistance IREB2 3658 37 15 78789516 78789516 Missense_Mutation SNP C T 91 208 c.2644C>T c.(2644-2646)CAT>TAT p.H882Y

Pat_08 Post-Resistance KIAA1199 57214 37 15 81225737 81225737 Missense_Mutation SNP G A 4 422 c.2945G>A c.(2944-2946)CGG>CAG p.R982Q

Pat_08 Post-Resistance ITFG3 83986 37 16 314061 314061 Missense_Mutation SNP C T 36 94 c.1235C>T c.(1234-1236)GCC>GTC p.A412V

Pat_08 Post-Resistance PTX4 390667 37 16 1537629 1537629 Missense_Mutation SNP G A 18 19 c.469C>T c.(469-471)CAC>TAC p.H157Y

Pat_08 Post-Resistance ABCC1 4363 37 16 16108367 16108367 Missense_Mutation SNP T C 50 73 c.371T>C c.(370-372)ATT>ACT p.I124T

Pat_08 Post-Resistance DNAH3 55567 37 16 21098326 21098326 Nonsense_Mutation SNP C T 115 287 c.2721G>A c.(2719-2721)TGG>TGA p.W907*

Pat_08 Post-Resistance RBBP6 5930 37 16 24580595 24580595 Missense_Mutation SNP C T 71 123 c.2584C>T c.(2584-2586)CCA>TCA p.P862S

Pat_08 Post-Resistance ATP2A1 487 37 16 28890099 28890099 Missense_Mutation SNP A G 3 100 c.107A>G c.(106-108)TAC>TGC p.Y36C

Pat_08 Post-Resistance C16orf78 123970 37 16 49407878 49407878 Missense_Mutation SNP G A 137 213 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_08 Post-Resistance IRX5 10265 37 16 54965121 54965121 Missense_Mutation SNP C T 7 56 c.11C>T c.(10-12)CCG>CTG p.P4L

Pat_08 Post-Resistance CNOT1 23019 37 16 58621149 58621150 Missense_Mutation DNP CC AA 4 177 c.388_389GG>TT c.(388-390)GGC>TTC p.G130F

Pat_08 Post-Resistance GALNS 2588 37 16 88902160 88902160 Missense_Mutation SNP G A 53 81 c.731C>T c.(730-732)CCC>CTC p.P244L

Pat_08 Post-Resistance GALNS 2588 37 16 88904145 88904145 Missense_Mutation SNP G A 81 153 c.451C>T c.(451-453)CCC>TCC p.P151S

Pat_08 Post-Resistance SPG7 6687 37 16 89614503 89614503 Missense_Mutation SNP G A 5 246 c.1645G>A c.(1645-1647)GTG>ATG p.V549M

Pat_08 Post-Resistance TRPV1 7442 37 17 3494574 3494574 Missense_Mutation SNP C T 35 29 c.358G>A c.(358-360)GAA>AAA p.E120K

Pat_08 Post-Resistance ZZEF1 23140 37 17 4013068 4013068 Missense_Mutation SNP T C 83 102 c.1156A>G c.(1156-1158)AAG>GAG p.K386E

Pat_08 Post-Resistance DHX33 56919 37 17 5352203 5352203 Missense_Mutation SNP C T 44 92 c.1741G>A c.(1741-1743)GAG>AAG p.E581K

Pat_08 Post-Resistance PLSCR3 57048 37 17 7296213 7296213 Missense_Mutation SNP G A 306 491 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_08 Post-Resistance CHD3 1107 37 17 7807808 7807808 Missense_Mutation SNP C T 45 304 c.3943C>T c.(3943-3945)CCT>TCT p.P1315S

Pat_08 Post-Resistance GLP2R 9340 37 17 9729447 9729447 Missense_Mutation SNP G A 11 19 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_08 Post-Resistance MYO15A 51168 37 17 18022962 18022962 Missense_Mutation SNP C T 31 160 c.848C>T c.(847-849)CCC>CTC p.P283L

Pat_08 Post-Resistance FOXN1 8456 37 17 26864216 26864216 Missense_Mutation SNP C T 116 179 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_08 Post-Resistance SLC6A4 6532 37 17 28548904 28548904 Missense_Mutation SNP C T 78 166 c.73G>A c.(73-75)GGA>AGA p.G25R

Pat_08 Post-Resistance C17orf66 256957 37 17 34192286 34192286 Missense_Mutation SNP C T 81 143 c.253G>A c.(253-255)GAC>AAC p.D85N

Pat_08 Post-Resistance WIPF2 147179 37 17 38420847 38420847 Missense_Mutation SNP G A 244 394 c.419G>A c.(418-420)AGC>AAC p.S140N

Pat_08 Post-Resistance KRT17 3872 37 17 39775880 39775880 Missense_Mutation SNP G A 145 266 c.1265C>T c.(1264-1266)TCC>TTC p.S422F

Pat_08 Post-Resistance MPP2 4355 37 17 41956666 41956666 Missense_Mutation SNP C T 167 283 c.1594G>A c.(1594-1596)GGA>AGA p.G532R

Pat_08 Post-Resistance FMNL1 752 37 17 43323883 43323883 Missense_Mutation SNP G A 75 144 c.3223G>A c.(3223-3225)GTG>ATG p.V1075M

Pat_08 Post-Resistance MAPT 4137 37 17 44061152 44061152 Missense_Mutation SNP C T 10 25 c.982C>T c.(982-984)CCA>TCA p.P328S

Pat_08 Post-Resistance KIAA1267 284058 37 17 44144090 44144090 Missense_Mutation SNP G C 34 46 c.1661C>G c.(1660-1662)CCT>CGT p.P554R

Pat_08 Post-Resistance TEX14 56155 37 17 56671001 56671001 Missense_Mutation SNP C T 74 125 c.2509G>A c.(2509-2511)GGA>AGA p.G837R

Pat_08 Post-Resistance CANT1 124583 37 17 76993313 76993313 Missense_Mutation SNP T C 6 699 c.392A>G c.(391-393)AAG>AGG p.K131R

Pat_08 Post-Resistance RPTOR 57521 37 17 78919517 78919518 Missense_Mutation DNP CC TT 66 114 c.3076_3077CC>TTc.(3076-3078)CCC>TTC p.P1026F

Pat_08 Post-Resistance CHMP1B 57132 37 18 11851859 11851859 Missense_Mutation SNP A C 200 339 c.349A>C c.(349-351)AAA>CAA p.K117Q



Pat_08 Post-Resistance MC5R 4161 37 18 13825823 13825823 Missense_Mutation SNP A G 81 127 c.59A>G c.(58-60)AAC>AGC p.N20S

Pat_08 Post-Resistance MEP1B 4225 37 18 29797780 29797780 Missense_Mutation SNP C T 32 85 c.1943C>T c.(1942-1944)TCC>TTC p.S648F

Pat_08 Post-Resistance RIT2 6014 37 18 40323589 40323589 Missense_Mutation SNP G A 64 103 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_08 Post-Resistance DCC 1630 37 18 50937005 50937005 Missense_Mutation SNP G A 66 105 c.3119G>A c.(3118-3120)AGG>AAG p.R1040K

Pat_08 Post-Resistance SERPINB4 6318 37 18 61305069 61305069 Missense_Mutation SNP C T 96 130 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_08 Post-Resistance SERPINB7 8710 37 18 61465976 61465976 Missense_Mutation SNP C T 130 207 c.593C>T c.(592-594)CCC>CTC p.P198L

Pat_08 Post-Resistance NETO1 81832 37 18 70461455 70461455 Missense_Mutation SNP G A 50 79 c.536C>T c.(535-537)TCC>TTC p.S179F

Pat_08 Post-Resistance ZNF57 126295 37 19 2917733 2917733 Missense_Mutation SNP G A 7 238 c.1114G>A c.(1114-1116)GCC>ACC p.A372T

Pat_08 Post-Resistance FSD1 79187 37 19 4323535 4323535 Nonsense_Mutation SNP G A 12 26 c.1386G>A c.(1384-1386)TGG>TGA p.W462*

Pat_08 Post-Resistance SEMA6B 10501 37 19 4550261 4550261 Missense_Mutation SNP C T 71 95 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_08 Post-Resistance ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 10 263 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_08 Post-Resistance ZNF333 84449 37 19 14815865 14815865 Splice_Site SNP G A 4 104 c.307_splice c.e6-1 p.G103_splice

Pat_08 Post-Resistance UNC13A 23025 37 19 17766939 17766939 Missense_Mutation SNP C T 8 8 c.1300G>A c.(1300-1302)GAG>AAG p.E434K

Pat_08 Post-Resistance ZNF431 170959 37 19 21350459 21350459 Missense_Mutation SNP T A 5 437 c.309T>A c.(307-309)GAT>GAA p.D103E

Pat_08 Post-Resistance ZNF681 148213 37 19 23927372 23927372 Missense_Mutation SNP C G 12 516 c.980G>C c.(979-981)AGA>ACA p.R327T

Pat_08 Post-Resistance ZNF681 148213 37 19 23938352 23938352 Missense_Mutation SNP T C 5 359 c.5A>G c.(4-6)GAA>GGA p.E2G

Pat_08 Post-Resistance KIAA0355 9710 37 19 34791443 34791443 Missense_Mutation SNP C T 41 61 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_08 Post-Resistance CAPNS1 826 37 19 36633203 36633203 Missense_Mutation SNP G A 4 333 c.211G>A c.(211-213)GAG>AAG p.E71K

Pat_08 Post-Resistance ZNF585B 92285 37 19 37677976 37677976 Missense_Mutation SNP C T 64 123 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_08 Post-Resistance LRFN1 57622 37 19 39805289 39805289 Missense_Mutation SNP G A 19 21 c.688C>T c.(688-690)CTC>TTC p.L230F

Pat_08 Post-Resistance LTBP4 8425 37 19 41128389 41128390 Missense_Mutation DNP CC TA 17 42 c.3502_3503CC>TAc.(3502-3504)CCC>TAC p.P1168Y

Pat_08 Post-Resistance GEMIN7 79760 37 19 45593532 45593532 Nonsense_Mutation SNP C T 55 53 c.160C>T c.(160-162)CAG>TAG p.Q54*

Pat_08 Post-Resistance GPR77 27202 37 19 47844070 47844070 Missense_Mutation SNP C T 78 143 c.14C>T c.(13-15)TCT>TTT p.S5F

Pat_08 Post-Resistance CCDC155 147872 37 19 49898419 49898419 Missense_Mutation SNP C T 27 32 c.205C>T c.(205-207)CCC>TCC p.P69S

Pat_08 Post-Resistance ALDH16A1 126133 37 19 49962997 49962997 Missense_Mutation SNP G A 4 192 c.391G>A c.(391-393)GTT>ATT p.V131I

Pat_08 Post-Resistance ATF5 22809 37 19 50435876 50435876 Missense_Mutation SNP T C 7 25 c.376T>C c.(376-378)TCC>CCC p.S126P

Pat_08 Post-Resistance LILRA2 11027 37 19 55086932 55086932 Missense_Mutation SNP C T 4 200 c.865C>T c.(865-867)CAC>TAC p.H289Y

Pat_08 Post-Resistance LILRB1 10859 37 19 55147034 55147034 Missense_Mutation SNP G A 191 306 c.1624G>A c.(1624-1626)GAG>AAG p.E542K

Pat_08 Post-Resistance ZNF667 63934 37 19 56953336 56953336 Missense_Mutation SNP G A 79 123 c.1028C>T c.(1027-1029)TCA>TTA p.S343L

Pat_08 Post-Resistance ZIM2 23619 37 19 57286247 57286247 Missense_Mutation SNP C T 58 94 c.1393G>A c.(1393-1395)GCC>ACC p.A465T

Pat_08 Post-Resistance USP29 57663 37 19 57640433 57640433 Missense_Mutation SNP C A 6 172 c.390C>A c.(388-390)GAC>GAA p.D130E

Pat_08 Post-Resistance ASAP2 8853 37 2 9543385 9543385 Missense_Mutation SNP G T 4 130 c.2950G>T c.(2950-2952)GGC>TGC p.G984C

Pat_08 Post-Resistance C2orf48 348738 37 2 10282381 10282382 Splice_Site DNP GG AA 99 235 c.73_splice c.e3-1 p.G25_splice

Pat_08 Post-Resistance HS1BP3 64342 37 2 20838401 20838401 Missense_Mutation SNP G A 38 62 c.418C>T c.(418-420)CCA>TCA p.P140S

Pat_08 Post-Resistance APOB 338 37 2 21232695 21232695 Missense_Mutation SNP C T 62 103 c.7045G>A c.(7045-7047)GAA>AAA p.E2349K

Pat_08 Post-Resistance ATAD2B 54454 37 2 24046220 24046220 Missense_Mutation SNP C T 39 72 c.2039G>A c.(2038-2040)AGA>AAA p.R680K

Pat_08 Post-Resistance SLC4A1AP 22950 37 2 27886668 27886668 Missense_Mutation SNP C T 174 316 c.49C>T c.(49-51)CCA>TCA p.P17S

Pat_08 Post-Resistance CRIM1 51232 37 2 36740798 36740798 Missense_Mutation SNP G A 4 189 c.1880G>A c.(1879-1881)CGG>CAG p.R627Q

Pat_08 Post-Resistance THADA 63892 37 2 43458330 43458331 Missense_Mutation DNP CC TT 18 34 .5618_5619GG>AAc.(5617-5619)AGG>AAA p.R1873K

Pat_08 Post-Resistance FSHR 2492 37 2 49190238 49190238 Missense_Mutation SNP C T 49 63 c.1722G>A c.(1720-1722)ATG>ATA p.M574I

Pat_08 Post-Resistance ALMS1 7840 37 2 73681006 73681006 Missense_Mutation SNP C T 55 120 c.7355C>T c.(7354-7356)TCA>TTA p.S2452L

Pat_08 Post-Resistance EPB41L5 57669 37 2 120848052 120848052 Nonsense_Mutation SNP C T 114 160 c.1003C>T c.(1003-1005)CGA>TGA p.R335*

Pat_08 Post-Resistance CNTNAP5 129684 37 2 125204485 125204485 Missense_Mutation SNP G A 215 269 c.889G>A c.(889-891)GAG>AAG p.E297K

Pat_08 Post-Resistance POTEF 728378 37 2 130832812 130832812 Missense_Mutation SNP C T 53 111 c.2233G>A c.(2233-2235)GGG>AGG p.G745R

Pat_08 Post-Resistance LOC401010 401010 37 2 132200831 132200831 Missense_Mutation SNP C T 19 24 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_08 Post-Resistance LRP1B 53353 37 2 141116476 141116476 Missense_Mutation SNP C T 143 210 c.11171G>A c.(11170-11172)AGA>AAA p.R3724K

Pat_08 Post-Resistance MBD5 55777 37 2 149226284 149226284 Missense_Mutation SNP C T 90 176 c.772C>T c.(772-774)CAT>TAT p.H258Y



Pat_08 Post-Resistance NEB 4703 37 2 152381753 152381753 Missense_Mutation SNP C T 42 83 c.17093G>A c.(17092-17094)GGA>GAA p.G5698E

Pat_08 Post-Resistance KCNJ3 3760 37 2 155711304 155711304 Missense_Mutation SNP C T 48 88 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_08 Post-Resistance SCN9A 6335 37 2 167085452 167085452 Missense_Mutation SNP G A 104 191 c.3922C>T c.(3922-3924)CCT>TCT p.P1308S

Pat_08 Post-Resistance DLX1 1745 37 2 172950632 172950632 Missense_Mutation SNP G A 5 401 c.227G>A c.(226-228)AGC>AAC p.S76N

Pat_08 Post-Resistance TTN 7273 37 2 179393620 179393620 Missense_Mutation SNP C T 55 86 c.99154G>A c.(99154-99156)GAA>AAA p.E33052K

Pat_08 Post-Resistance TTN 7273 37 2 179410756 179410756 Missense_Mutation SNP C T 37 37 c.87503G>A c.(87502-87504)GGA>GAA p.G29168E

Pat_08 Post-Resistance TTN 7273 37 2 179428394 179428394 Missense_Mutation SNP T C 160 209 c.74761A>G c.(74761-74763)ACA>GCA p.T24921A

Pat_08 Post-Resistance TTN 7273 37 2 179498194 179498194 Missense_Mutation SNP C T 63 94 c.35188G>A c.(35188-35190)GAA>AAA p.E11730K

Pat_08 Post-Resistance TTN 7273 37 2 179629430 179629430 Missense_Mutation SNP G A 99 199 c.9812C>T c.(9811-9813)TCC>TTC p.S3271F

Pat_08 Post-Resistance TTN 7273 37 2 179640313 179640313 Missense_Mutation SNP G A 52 96 c.6278C>T c.(6277-6279)TCT>TTT p.S2093F

Pat_08 Post-Resistance TTN 7273 37 2 179654118 179654118 Missense_Mutation SNP C T 99 174 c.2045G>A c.(2044-2046)AGA>AAA p.R682K

Pat_08 Post-Resistance SGOL2 151246 37 2 201437870 201437870 Missense_Mutation SNP A T 117 150 c.2801A>T c.(2800-2802)CAA>CTA p.Q934L

Pat_08 Post-Resistance CD28 940 37 2 204594385 204594385 Missense_Mutation SNP C T 79 138 c.424C>T c.(424-426)CCA>TCA p.P142S

Pat_08 Post-Resistance CRYGD 1421 37 2 208988904 208988904 Missense_Mutation SNP C T 37 64 c.184G>A c.(184-186)GAC>AAC p.D62N

Pat_08 Post-Resistance CPS1 1373 37 2 211460248 211460248 Missense_Mutation SNP C T 131 199 c.1301C>T c.(1300-1302)TCC>TTC p.S434F

Pat_08 Post-Resistance VIL1 7429 37 2 219296642 219296642 Missense_Mutation SNP C A 38 76 c.1165C>A c.(1165-1167)CAG>AAG p.Q389K

Pat_08 Post-Resistance SPHKAP 80309 37 2 228855801 228855801 Missense_Mutation SNP C T 67 107 c.4874G>A c.(4873-4875)CGA>CAA p.R1625Q

Pat_08 Post-Resistance CHRND 1144 37 2 233399978 233399978 Missense_Mutation SNP G A 98 124 c.1510G>A c.(1510-1512)GGG>AGG p.G504R

Pat_08 Post-Resistance CHRNG 1146 37 2 233408401 233408401 Missense_Mutation SNP G A 62 99 c.1027G>A c.(1027-1029)GTC>ATC p.V343I

Pat_08 Post-Resistance GPR35 2859 37 2 241569629 241569629 Missense_Mutation SNP C T 76 145 c.260C>T c.(259-261)CCG>CTG p.P87L

Pat_08 Post-Resistance GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 7 400 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_08 Post-Resistance NCOA6 23054 37 20 33337594 33337594 Missense_Mutation SNP C A 4 314 c.2404G>T c.(2404-2406)GGT>TGT p.G802C

Pat_08 Post-Resistance PTPRT 11122 37 20 41306649 41306649 Missense_Mutation SNP G A 89 142 c.1010C>T c.(1009-1011)ACC>ATC p.T337I

Pat_08 Post-Resistance CDH22 64405 37 20 44869692 44869692 Missense_Mutation SNP A G 58 165 c.460T>C c.(460-462)TTC>CTC p.F154L

Pat_08 Post-Resistance BAGE2 85319 37 21 11058168 11058168 Missense_Mutation SNP A T 4 258 c.272T>A c.(271-273)CTG>CAG p.L91Q

Pat_08 Post-Resistance SH3BGR 6450 37 21 40883698 40883698 Missense_Mutation SNP C T 48 66 c.716C>T c.(715-717)TCC>TTC p.S239F

Pat_08 Post-Resistance DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 75 136 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_08 Post-Resistance SLC37A1 54020 37 21 43963662 43963662 Missense_Mutation SNP G A 95 166 c.680G>A c.(679-681)GGA>GAA p.G227E

Pat_08 Post-Resistance KRTAP10-6 386674 37 21 46011918 46011918 Missense_Mutation SNP G A 183 567 c.448C>T c.(448-450)CCC>TCC p.P150S

Pat_08 Post-Resistance RTN4R 65078 37 22 20230526 20230526 Missense_Mutation SNP G A 25 45 c.130C>T c.(130-132)CCC>TCC p.P44S

Pat_08 Post-Resistance AP1B1 162 37 22 29727834 29727834 Missense_Mutation SNP G A 85 103 c.2381C>T c.(2380-2382)TCC>TTC p.S794F

Pat_08 Post-Resistance LARGE 9215 37 22 34046453 34046453 Missense_Mutation SNP G A 128 147 c.308C>T c.(307-309)TCC>TTC p.S103F

Pat_08 Post-Resistance SBF1 6305 37 22 50902808 50902808 Missense_Mutation SNP G A 4 267 c.1699C>T c.(1699-1701)CGC>TGC p.R567C

Pat_08 Post-Resistance NUP210 23225 37 3 13370433 13370433 Missense_Mutation SNP G A 31 68 c.4124C>T c.(4123-4125)TCC>TTC p.S1375F

Pat_08 Post-Resistance FGD5 152273 37 3 14862578 14862578 Missense_Mutation SNP A G 66 93 c.2000A>G c.(1999-2001)AAC>AGC p.N667S

Pat_08 Post-Resistance UBP1 7342 37 3 33453119 33453119 Missense_Mutation SNP A G 147 239 c.509T>C c.(508-510)GTT>GCT p.V170A

Pat_08 Post-Resistance TRANK1 9881 37 3 36874752 36874752 Missense_Mutation SNP C T 42 83 c.4540G>A c.(4540-4542)GAA>AAA p.E1514K

Pat_08 Post-Resistance LRRFIP2 9209 37 3 37150142 37150142 Missense_Mutation SNP A G 127 194 c.643T>C c.(643-645)TAT>CAT p.Y215H

Pat_08 Post-Resistance HHATL 57467 37 3 42735116 42735116 Missense_Mutation SNP C T 22 49 c.1241G>A c.(1240-1242)CGA>CAA p.R414Q

Pat_08 Post-Resistance SETD2 29072 37 3 47125298 47125298 Missense_Mutation SNP T C 4 405 c.5972A>G c.(5971-5973)GAG>GGG p.E1991G

Pat_08 Post-Resistance RHOA 387 37 3 49405936 49405936 Missense_Mutation SNP G A 117 138 c.202C>T c.(202-204)CGC>TGC p.R68C

Pat_08 Post-Resistance DNAH1 25981 37 3 52392656 52392656 Missense_Mutation SNP C T 18 87 c.4169C>T c.(4168-4170)CCC>CTC p.P1390L

Pat_08 Post-Resistance CACNA1D 776 37 3 53766925 53766925 Missense_Mutation SNP A T 53 78 c.2557A>T c.(2557-2559)ATG>TTG p.M853L

Pat_08 Post-Resistance CNTN3 5067 37 3 74385793 74385793 Missense_Mutation SNP C T 44 57 c.1381G>A c.(1381-1383)GAT>AAT p.D461N

Pat_08 Post-Resistance C3orf26 84319 37 3 99536869 99536869 Missense_Mutation SNP G A 80 81 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_08 Post-Resistance FBXO40 51725 37 3 121345753 121345753 Missense_Mutation SNP C T 39 65 c.2126C>T c.(2125-2127)TCC>TTC p.S709F

Pat_08 Post-Resistance SLC15A2 6565 37 3 121613396 121613396 Nonsense_Mutation SNP C T 324 477 c.73C>T c.(73-75)CGA>TGA p.R25*



Pat_08 Post-Resistance OTOL1 131149 37 3 161221408 161221408 Missense_Mutation SNP G A 23 48 c.1112G>A c.(1111-1113)GGG>GAG p.G371E

Pat_08 Post-Resistance MECOM 2122 37 3 168838897 168838897 Missense_Mutation SNP G A 56 96 c.515C>T c.(514-516)TCG>TTG p.S172L

Pat_08 Post-Resistance TP63 8626 37 3 189455588 189455588 Missense_Mutation SNP C T 84 130 c.122C>T c.(121-123)TCC>TTC p.S41F

Pat_08 Post-Resistance MUC4 4585 37 3 195508133 195508133 Missense_Mutation SNP G A 3 22 c.9934C>T c.(9934-9936)CCT>TCT p.P3312S

Pat_08 Post-Resistance MUC4 4585 37 3 195511925 195511925 Missense_Mutation SNP A G 6 25 c.6526T>C c.(6526-6528)TCT>CCT p.S2176P

Pat_08 Post-Resistance SLC26A1 10861 37 4 984951 984951 Missense_Mutation SNP C T 4 93 c.541G>A c.(541-543)GCC>ACC p.A181T

Pat_08 Post-Resistance TACC3 10460 37 4 1730226 1730226 Missense_Mutation SNP C T 35 78 c.1097C>T c.(1096-1098)CCC>CTC p.P366L

Pat_08 Post-Resistance DEFB131 644414 37 4 9452106 9452106 Missense_Mutation SNP G A 14 50 c.79G>A c.(79-81)GAT>AAT p.D27N

Pat_08 Post-Resistance UGT2A3 79799 37 4 69817123 69817123 Missense_Mutation SNP C T 29 55 c.356G>A c.(355-357)GGA>GAA p.G119E

Pat_08 Post-Resistance PARM1 25849 37 4 75938040 75938040 Missense_Mutation SNP C T 304 419 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_08 Post-Resistance NAA11 84779 37 4 80246759 80246759 Missense_Mutation SNP C T 44 51 c.273G>A c.(271-273)ATG>ATA p.M91I

Pat_08 Post-Resistance ARHGAP24 83478 37 4 86863344 86863344 Missense_Mutation SNP C T 64 101 c.517C>T c.(517-519)CTC>TTC p.L173F

Pat_08 Post-Resistance DSPP 1834 37 4 88535148 88535148 Missense_Mutation SNP G A 4 328 c.1334G>A c.(1333-1335)AGC>AAC p.S445N

Pat_08 Post-Resistance IBSP 3381 37 4 88732988 88732988 Missense_Mutation SNP G A 104 218 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_08 Post-Resistance FAM190A 401145 37 4 91229782 91229782 Missense_Mutation SNP C T 48 43 c.347C>T c.(346-348)TCT>TTT p.S116F

Pat_08 Post-Resistance ADH1C 126 37 4 100266089 100266089 Missense_Mutation SNP G A 201 339 c.497C>T c.(496-498)CCC>CTC p.P166L

Pat_08 Post-Resistance FAT4 79633 37 4 126372799 126372799 Missense_Mutation SNP C T 149 240 c.10628C>T c.(10627-10629)CCC>CTC p.P3543L

Pat_08 Post-Resistance PCDH18 54510 37 4 138451129 138451129 Missense_Mutation SNP G A 149 260 c.2114C>T c.(2113-2115)TCC>TTC p.S705F

Pat_08 Post-Resistance LRBA 987 37 4 151837674 151837674 Missense_Mutation SNP C T 27 60 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_08 Post-Resistance FSTL5 56884 37 4 162376261 162376261 Missense_Mutation SNP C A 78 113 c.1736G>T c.(1735-1737)GGG>GTG p.G579V

Pat_08 Post-Resistance 1-Mar 55016 37 4 164507014 164507014 Missense_Mutation SNP G A 66 95 c.310C>T c.(310-312)CGC>TGC p.R104C

Pat_08 Post-Resistance ANXA10 11199 37 4 169099049 169099049 Nonsense_Mutation SNP G A 133 271 c.543G>A c.(541-543)TGG>TGA p.W181*

Pat_08 Post-Resistance GALNT7 51809 37 4 174242826 174242826 Missense_Mutation SNP A T 41 62 c.1932A>T c.(1930-1932)AAA>AAT p.K644N

Pat_08 Post-Resistance SNX25 83891 37 4 186263251 186263251 Missense_Mutation SNP T C 155 211 c.1676T>C c.(1675-1677)TTA>TCA p.L559S

Pat_08 Post-Resistance SEMA5A 9037 37 5 9197374 9197374 Missense_Mutation SNP C T 101 184 c.974G>A c.(973-975)AGC>AAC p.S325N

Pat_08 Post-Resistance CTNND2 1501 37 5 11732369 11732369 Missense_Mutation SNP G A 85 178 c.53C>T c.(52-54)CCA>CTA p.P18L

Pat_08 Post-Resistance DNAH5 1767 37 5 13714578 13714578 Missense_Mutation SNP G C 4 372 c.13061C>G c.(13060-13062)GCG>GGG p.A4354G

Pat_08 Post-Resistance DNAH5 1767 37 5 13823476 13823476 Missense_Mutation SNP C T 55 67 c.6583G>A c.(6583-6585)GAT>AAT p.D2195N

Pat_08 Post-Resistance CDH18 1016 37 5 19571761 19571761 Missense_Mutation SNP C T 114 152 c.1180G>A c.(1180-1182)GAA>AAA p.E394K

Pat_08 Post-Resistance RAI14 26064 37 5 34814746 34814746 Missense_Mutation SNP C T 66 139 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_08 Post-Resistance UGT3A1 133688 37 5 35965946 35965946 Missense_Mutation SNP C T 45 78 c.385G>A c.(385-387)GAT>AAT p.D129N

Pat_08 Post-Resistance SLC1A3 6507 37 5 36686171 36686171 Missense_Mutation SNP C T 78 126 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_08 Post-Resistance PLK2 10769 37 5 57752362 57752362 Missense_Mutation SNP T C 4 390 c.1211A>G c.(1210-1212)AAG>AGG p.K404R

Pat_08 Post-Resistance RAB3C 115827 37 5 57913641 57913641 Missense_Mutation SNP G A 23 49 c.196G>A c.(196-198)GAT>AAT p.D66N

Pat_08 Post-Resistance ADAMTS6 11174 37 5 64483859 64483859 Missense_Mutation SNP G A 96 154 c.2894C>T c.(2893-2895)GCT>GTT p.A965V

Pat_08 Post-Resistance FAM169A 26049 37 5 74077829 74077829 Missense_Mutation SNP G A 15 136 c.1469C>T c.(1468-1470)CCA>CTA p.P490L

Pat_08 Post-Resistance SPZ1 84654 37 5 79616605 79616605 Missense_Mutation SNP C G 15 198 c.571C>G c.(571-573)CAG>GAG p.Q191E

Pat_08 Post-Resistance GPR98 84059 37 5 89949415 89949415 Missense_Mutation SNP C T 38 57 c.4024C>T c.(4024-4026)CCA>TCA p.P1342S

Pat_08 Post-Resistance TSSK1B 83942 37 5 112770218 112770218 Missense_Mutation SNP C T 39 63 c.319G>A c.(319-321)GCC>ACC p.A107T

Pat_08 Post-Resistance ADAMTS19 171019 37 5 128863489 128863489 Missense_Mutation SNP C T 125 66 c.1117C>T c.(1117-1119)CGT>TGT p.R373C

Pat_08 Post-Resistance FSTL4 23105 37 5 132652260 132652260 Missense_Mutation SNP C T 46 17 c.494G>A c.(493-495)GGA>GAA p.G165E

Pat_08 Post-Resistance CTNNA1 1495 37 5 138265031 138265031 Missense_Mutation SNP G A 3 87 c.1996G>A c.(1996-1998)GGC>AGC p.G666S

Pat_08 Post-Resistance PCDHB17 54661 37 5 140536771 140536771 Missense_Mutation SNP G A 23 28 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_08 Post-Resistance PPP2R2B 5521 37 5 146017937 146017937 Missense_Mutation SNP C T 75 179 c.667G>A c.(667-669)GAG>AAG p.E223K

Pat_08 Post-Resistance DPYSL3 1809 37 5 146781130 146781130 Missense_Mutation SNP G A 36 42 c.941C>T c.(940-942)CCG>CTG p.P314L

Pat_08 Post-Resistance PDGFRB 5159 37 5 149510138 149510138 Missense_Mutation SNP G A 4 419 c.1331C>T c.(1330-1332)CCG>CTG p.P444L

Pat_08 Post-Resistance GABRA6 2559 37 5 161115979 161115979 Missense_Mutation SNP C T 100 67 c.250C>T c.(250-252)CGC>TGC p.R84C



Pat_08 Post-Resistance ODZ2 57451 37 5 167622180 167622180 Splice_Site SNP G A 15 27 c.2754_splice c.e15-1 p.S918_splice

Pat_08 Post-Resistance ARL10 285598 37 5 175793384 175793384 Missense_Mutation SNP C T 6 18 c.185C>T c.(184-186)CCC>CTC p.P62L

Pat_08 Post-Resistance RASGEF1C 255426 37 5 179529070 179529070 Splice_Site SNP C T 25 80 c.1376_splice c.e12+1 p.R459_splice

Pat_08 Post-Resistance FOXC1 2296 37 6 1611150 1611150 Missense_Mutation SNP A G 30 376 c.470A>G c.(469-471)GAC>GGC p.D157G

Pat_08 Post-Resistance DSP 1832 37 6 7580784 7580784 Missense_Mutation SNP T G 110 445 c.4361T>G c.(4360-4362)GTC>GGC p.V1454G

Pat_08 Post-Resistance MAK 4117 37 6 10802187 10802187 Missense_Mutation SNP C T 68 292 c.769G>A c.(769-771)GCT>ACT p.A257T

Pat_08 Post-Resistance HIVEP1 3096 37 6 12123018 12123018 Missense_Mutation SNP C T 140 587 c.2990C>T c.(2989-2991)CCT>CTT p.P997L

Pat_08 Post-Resistance SCAND3 114821 37 6 28539827 28539828 Missense_Mutation DNP CC TT 31 128 .3838_3839GG>AAc.(3838-3840)GGA>AAA p.G1280K

Pat_08 Post-Resistance SCAND3 114821 37 6 28540785 28540785 Missense_Mutation SNP C T 52 129 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_08 Post-Resistance OR2J2 26707 37 6 29141910 29141910 Nonsense_Mutation SNP G A 200 499 c.498G>A c.(496-498)TGG>TGA p.W166*

Pat_08 Post-Resistance MDC1 9656 37 6 30672288 30672288 Missense_Mutation SNP C A 10 664 c.4672G>T c.(4672-4674)GGC>TGC p.G1558C

Pat_08 Post-Resistance DDR1 780 37 6 30860230 30860230 Missense_Mutation SNP C T 35 69 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_08 Post-Resistance TNXB 7148 37 6 32026008 32026008 Missense_Mutation SNP G A 43 144 c.7652C>T c.(7651-7653)TCC>TTC p.S2551F

Pat_08 Post-Resistance HLA-DRA 3122 37 6 32410472 32410472 Splice_Site SNP T C 192 436 c.328_splice c.e2+2 p.V110_splice

Pat_08 Post-Resistance COL11A2 1302 37 6 33136737 33136737 Missense_Mutation SNP G A 95 274 c.3847C>T c.(3847-3849)CCT>TCT p.P1283S

Pat_08 Post-Resistance LYPLA2P1 653639 37 6 33333333 33333333 Missense_Mutation SNP G A 5 53 c.673C>T c.(673-675)CCT>TCT p.P225S

Pat_08 Post-Resistance IP6K3 117283 37 6 33690517 33690517 Missense_Mutation SNP C T 101 249 c.1213G>A c.(1213-1215)GAT>AAT p.D405N

Pat_08 Post-Resistance GLP1R 2740 37 6 39047471 39047471 Missense_Mutation SNP C T 50 160 c.1175C>T c.(1174-1176)TCC>TTC p.S392F

Pat_08 Post-Resistance TREML4 285852 37 6 41196525 41196525 Missense_Mutation SNP G A 112 352 c.137G>A c.(136-138)AGA>AAA p.R46K

Pat_08 Post-Resistance ZNF318 24149 37 6 43324886 43324886 Missense_Mutation SNP T C 18 365 c.1166A>G c.(1165-1167)GAC>GGC p.D389G

Pat_08 Post-Resistance POLH 5429 37 6 43582164 43582164 Missense_Mutation SNP C T 46 742 c.2012C>T c.(2011-2013)CCC>CTC p.P671L

Pat_08 Post-Resistance TDRD6 221400 37 6 46659190 46659190 Nonsense_Mutation SNP G T 141 338 c.3325G>T c.(3325-3327)GAA>TAA p.E1109*

Pat_08 Post-Resistance GPR115 221393 37 6 47681873 47681873 Missense_Mutation SNP T G 128 101 c.892T>G c.(892-894)TTG>GTG p.L298V

Pat_08 Post-Resistance FAM83B 222584 37 6 54735196 54735196 Missense_Mutation SNP G A 103 313 c.152G>A c.(151-153)CGA>CAA p.R51Q

Pat_08 Post-Resistance GFRAL 389400 37 6 55196641 55196641 Missense_Mutation SNP G A 52 123 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_08 Post-Resistance KIAA1586 57691 37 6 56919090 56919090 Missense_Mutation SNP T G 42 98 c.1793T>G c.(1792-1794)TTT>TGT p.F598C

Pat_08 Post-Resistance COL9A1 1297 37 6 70961981 70961981 Missense_Mutation SNP C T 71 137 c.1802G>A c.(1801-1803)GGA>GAA p.G601E

Pat_08 Post-Resistance COL9A1 1297 37 6 70984435 70984435 Missense_Mutation SNP G A 49 78 c.1016C>T c.(1015-1017)TCA>TTA p.S339L

Pat_08 Post-Resistance RIMS1 22999 37 6 73110352 73110352 Missense_Mutation SNP T C 135 240 c.5015T>C c.(5014-5016)CTC>CCC p.L1672P

Pat_08 Post-Resistance EEF1A1 1915 37 6 74229701 74229701 Missense_Mutation SNP C T 62 87 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_08 Post-Resistance CNR1 1268 37 6 88854819 88854819 Nonsense_Mutation SNP G A 16 54 c.175C>T c.(175-177)CAA>TAA p.Q59*

Pat_08 Post-Resistance RFX6 222546 37 6 117249966 117249966 Missense_Mutation SNP G A 195 344 c.2443G>A c.(2443-2445)GGA>AGA p.G815R

Pat_08 Post-Resistance C6orf204 387119 37 6 118801656 118801656 Missense_Mutation SNP C T 55 106 c.1766G>A c.(1765-1767)AGA>AAA p.R589K

Pat_08 Post-Resistance FAM184A 79632 37 6 119345282 119345282 Missense_Mutation SNP C T 48 95 c.856G>A c.(856-858)GAT>AAT p.D286N

Pat_08 Post-Resistance RSPO3 84870 37 6 127476496 127476496 Missense_Mutation SNP C T 75 121 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_08 Post-Resistance PTPRK 5796 37 6 128388791 128388791 Missense_Mutation SNP C T 119 228 c.2030G>A c.(2029-2031)GGA>GAA p.G677E

Pat_08 Post-Resistance L3MBTL3 84456 37 6 130425708 130425708 Missense_Mutation SNP C T 118 166 c.1874C>T c.(1873-1875)TCC>TTC p.S625F

Pat_08 Post-Resistance SAMD3 154075 37 6 130465798 130465798 Missense_Mutation SNP C T 92 147 c.1430G>A c.(1429-1431)AGG>AAG p.R477K

Pat_08 Post-Resistance ALDH8A1 64577 37 6 135239986 135239986 Missense_Mutation SNP C T 155 211 c.1031G>A c.(1030-1032)AGA>AAA p.R344K

Pat_08 Post-Resistance FBXO30 84085 37 6 146126961 146126961 Missense_Mutation SNP G A 54 432 c.581C>T c.(580-582)GCT>GTT p.A194V

Pat_08 Post-Resistance TIAM2 26230 37 6 155450436 155450436 Missense_Mutation SNP C T 75 172 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_08 Post-Resistance ARID1B 57492 37 6 157522541 157522541 Missense_Mutation SNP G A 235 421 c.4759G>A c.(4759-4761)GAG>AAG p.E1587K

Pat_08 Post-Resistance MLLT4 4301 37 6 168370511 168370511 Missense_Mutation SNP T A 32 34 c.5401T>A c.(5401-5403)TTC>ATC p.F1801I

Pat_08 Post-Resistance INTS1 26173 37 7 1513911 1513911 Missense_Mutation SNP A G 26 76 c.5722T>C c.(5722-5724)TTC>CTC p.F1908L

Pat_08 Post-Resistance SDK1 221935 37 7 4107511 4107511 Missense_Mutation SNP G A 12 43 c.2953G>A c.(2953-2955)GAC>AAC p.D985N

Pat_08 Post-Resistance KIAA0415 9907 37 7 4824003 4824003 Splice_Site SNP G A 3 48 c.790_splice c.e6+1 p.D264_splice

Pat_08 Post-Resistance STK31 56164 37 7 23776524 23776524 Missense_Mutation SNP G A 13 79 c.844G>A c.(844-846)GAA>AAA p.E282K



Pat_08 Post-Resistance HOXA4 3201 37 7 27168950 27168950 Missense_Mutation SNP G A 96 220 c.857C>T c.(856-858)TCG>TTG p.S286L

Pat_08 Post-Resistance HECW1 23072 37 7 43351600 43351600 Missense_Mutation SNP C T 87 268 c.266C>T c.(265-267)TCC>TTC p.S89F

Pat_08 Post-Resistance VOPP1 81552 37 7 55540681 55540681 Missense_Mutation SNP G A 41 90 c.386C>T c.(385-387)CCT>CTT p.P129L

Pat_08 Post-Resistance ZNF679 168417 37 7 63726958 63726958 Missense_Mutation SNP G A 135 429 c.947G>A c.(946-948)AGA>AAA p.R316K

Pat_08 Post-Resistance WBSCR17 64409 37 7 71177084 71177084 Missense_Mutation SNP C T 89 227 c.1750C>T c.(1750-1752)CGC>TGC p.R584C

Pat_08 Post-Resistance PCLO 27445 37 7 82544688 82544688 Missense_Mutation SNP G A 30 70 c.12614C>T c.(12613-12615)CCT>CTT p.P4205L

Pat_08 Post-Resistance GRM3 2913 37 7 86394514 86394514 Missense_Mutation SNP G A 87 332 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_08 Post-Resistance STEAP4 79689 37 7 87911999 87911999 Missense_Mutation SNP C T 64 190 c.941G>A c.(940-942)CGA>CAA p.R314Q

Pat_08 Post-Resistance DYNC1I1 1780 37 7 95662058 95662058 Missense_Mutation SNP G A 159 417 c.1247G>A c.(1246-1248)TGT>TAT p.C416Y

Pat_08 Post-Resistance BAIAP2L1 55971 37 7 97991713 97991713 Missense_Mutation SNP C T 63 213 c.83G>A c.(82-84)CGA>CAA p.R28Q

Pat_08 Post-Resistance ACHE 43 37 7 100491517 100491517 Missense_Mutation SNP C T 115 275 c.337G>A c.(337-339)GGC>AGC p.G113S

Pat_08 Post-Resistance NRCAM 4897 37 7 107880409 107880409 Missense_Mutation SNP G A 73 258 c.100C>T c.(100-102)CTT>TTT p.L34F

Pat_08 Post-Resistance CFTR 1080 37 7 117175443 117175443 Missense_Mutation SNP G A 54 152 c.721G>A c.(721-723)GGG>AGG p.G241R

Pat_08 Post-Resistance KCND2 3751 37 7 119914743 119914743 Nonsense_Mutation SNP G A 128 326 c.57G>A c.(55-57)TGG>TGA p.W19*

Pat_08 Post-Resistance RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 463 402 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_08 Post-Resistance TSGA14 95681 37 7 130041725 130041725 Missense_Mutation SNP T A 83 191 c.639A>T c.(637-639)GAA>GAT p.E213D

Pat_08 Post-Resistance TRIM24 8805 37 7 138266508 138266508 Missense_Mutation SNP C T 32 98 c.2785C>T c.(2785-2787)CCT>TCT p.P929S

Pat_08 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 826 75 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_08 Post-Resistance TAS2R38 5726 37 7 141672855 141672855 Missense_Mutation SNP G A 483 146 c.635C>T c.(634-636)TCT>TTT p.S212F

Pat_08 Post-Resistance TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 24 341 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_08 Post-Resistance TRPV5 56302 37 7 142625242 142625242 Missense_Mutation SNP C T 57 137 c.850G>A c.(850-852)GAC>AAC p.D284N

Pat_08 Post-Resistance OR6V1 346517 37 7 142750371 142750371 Missense_Mutation SNP G A 15 29 c.934G>A c.(934-936)GCA>ACA p.A312T

Pat_08 Post-Resistance CLCN1 1180 37 7 143018840 143018840 Missense_Mutation SNP C T 74 130 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_08 Post-Resistance OR2F1 26211 37 7 143657859 143657859 Missense_Mutation SNP C A 36 245 c.796C>A c.(796-798)CCC>ACC p.P266T

Pat_08 Post-Resistance ABP1 26 37 7 150554027 150554027 Missense_Mutation SNP G A 93 231 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_08 Post-Resistance TNFRSF10C 8794 37 8 22974270 22974270 Missense_Mutation SNP A C 4 345 c.506A>C c.(505-507)AAC>ACC p.N169T

Pat_08 Post-Resistance SCARA5 286133 37 8 27779754 27779754 Missense_Mutation SNP G A 17 29 c.250C>T c.(250-252)CCG>TCG p.P84S

Pat_08 Post-Resistance GSR 2936 37 8 30553929 30553929 Missense_Mutation SNP A G 134 255 c.763T>C c.(763-765)TCT>CCT p.S255P

Pat_08 Post-Resistance IDO2 169355 37 8 39845421 39845421 Missense_Mutation SNP G A 21 22 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_08 Post-Resistance PXDNL 137902 37 8 52321700 52321700 Missense_Mutation SNP A T 13 31 c.2484T>A c.(2482-2484)GAT>GAA p.D828E

Pat_08 Post-Resistance PXDNL 137902 37 8 52412271 52412271 Missense_Mutation SNP C T 118 245 c.440G>A c.(439-441)AGA>AAA p.R147K

Pat_08 Post-Resistance RP1 6101 37 8 55537568 55537568 Nonsense_Mutation SNP C T 48 81 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_08 Post-Resistance RP1 6101 37 8 55538973 55538973 Missense_Mutation SNP C T 64 97 c.2531C>T c.(2530-2532)TCT>TTT p.S844F

Pat_08 Post-Resistance TRIM55 84675 37 8 67086730 67086730 Nonsense_Mutation SNP C T 131 197 c.1549C>T c.(1549-1551)CAG>TAG p.Q517*

Pat_08 Post-Resistance CPA6 57094 37 8 68423876 68423876 Missense_Mutation SNP T G 118 189 c.332A>C c.(331-333)GAT>GCT p.D111A

Pat_08 Post-Resistance KCNB2 9312 37 8 73480001 73480001 Missense_Mutation SNP G A 96 261 c.32G>A c.(31-33)AGG>AAG p.R11K

Pat_08 Post-Resistance UBR5 51366 37 8 103354847 103354847 Missense_Mutation SNP G A 4 318 c.952C>T c.(952-954)CGT>TGT p.R318C

Pat_08 Post-Resistance TRHR 7201 37 8 110100064 110100064 Missense_Mutation SNP G A 88 303 c.323G>A c.(322-324)GGA>GAA p.G108E

Pat_08 Post-Resistance PKHD1L1 93035 37 8 110468517 110468517 Missense_Mutation SNP C T 34 109 c.6901C>T c.(6901-6903)CGC>TGC p.R2301C

Pat_08 Post-Resistance CSMD3 114788 37 8 113326683 113326683 Missense_Mutation SNP T G 77 254 c.7524A>C c.(7522-7524)GAA>GAC p.E2508D

Pat_08 Post-Resistance CSMD3 114788 37 8 113392596 113392596 Missense_Mutation SNP G A 127 391 c.6121C>T c.(6121-6123)CAT>TAT p.H2041Y

Pat_08 Post-Resistance FER1L6 654463 37 8 125061918 125061918 Missense_Mutation SNP C T 90 175 c.2795C>T c.(2794-2796)CCC>CTC p.P932L

Pat_08 Post-Resistance COL22A1 169044 37 8 139611032 139611032 Missense_Mutation SNP C T 50 136 c.4295G>A c.(4294-4296)GGA>GAA p.G1432E

Pat_08 Post-Resistance TRAPPC9 83696 37 8 141460925 141460925 Missense_Mutation SNP T C 5 51 c.548A>G c.(547-549)GAG>GGG p.E183G

Pat_08 Post-Resistance EIF2C2 27161 37 8 141545667 141545667 Missense_Mutation SNP A G 75 202 c.2171T>C c.(2170-2172)GTT>GCT p.V724A

Pat_08 Post-Resistance PTPRD 5789 37 9 8341129 8341129 Missense_Mutation SNP C T 181 88 c.5087G>A c.(5086-5088)GGA>GAA p.G1696E

Pat_08 Post-Resistance CNTLN 54875 37 9 17466725 17466725 Missense_Mutation SNP G A 3 35 c.3688G>A c.(3688-3690)GTA>ATA p.V1230I



Pat_08 Post-Resistance CDKN2A 1029 37 9 21971186 21971186 Nonsense_Mutation SNP G A 18 8 c.172C>T c.(172-174)CGA>TGA p.R58*

Pat_08 Post-Resistance TAF1L 138474 37 9 32633029 32633029 Missense_Mutation SNP T G 121 125 c.2549A>C c.(2548-2550)AAA>ACA p.K850T

Pat_08 Post-Resistance OR2S2 56656 37 9 35957515 35957515 Missense_Mutation SNP G A 186 301 c.581C>T c.(580-582)TCC>TTC p.S194F

Pat_08 Post-Resistance FRMPD1 22844 37 9 37692715 37692716 Missense_Mutation DNP GG AA 98 200 c.77_78GG>AA c.(76-78)CGG>CAA p.R26Q

Pat_08 Post-Resistance VPS13A 23230 37 9 79865130 79865130 Missense_Mutation SNP C T 124 226 c.2155C>T c.(2155-2157)CTT>TTT p.L719F

Pat_08 Post-Resistance FAM22F 54754 37 9 97082793 97082793 Missense_Mutation SNP C G 4 83 c.1065G>C c.(1063-1065)AAG>AAC p.K355N

Pat_08 Post-Resistance ZNF510 22869 37 9 99522622 99522622 Missense_Mutation SNP C A 83 124 c.490G>T c.(490-492)GTA>TTA p.V164L

Pat_08 Post-Resistance OR13C9 286362 37 9 107380278 107380278 Missense_Mutation SNP C T 103 170 c.208G>A c.(208-210)GAC>AAC p.D70N

Pat_08 Post-Resistance PTGS1 5742 37 9 125133515 125133515 Missense_Mutation SNP C T 36 78 c.58C>T c.(58-60)CCC>TCC p.P20S

Pat_08 Post-Resistance NUP188 23511 37 9 131755873 131755873 Nonsense_Mutation SNP C T 144 214 c.2917C>T c.(2917-2919)CGA>TGA p.R973*

Pat_08 Post-Resistance BAT2L1 84726 37 9 134350643 134350643 Missense_Mutation SNP C T 26 51 c.3127C>T c.(3127-3129)CCC>TCC p.P1043S

Pat_08 Post-Resistance SURF6 6838 37 9 136200589 136200589 Nonsense_Mutation SNP G A 49 65 c.358C>T c.(358-360)CGA>TGA p.R120*

Pat_08 Post-Resistance MRPS2 51116 37 9 138395713 138395713 Missense_Mutation SNP G A 4 215 c.625G>A c.(625-627)GTG>ATG p.V209M

Pat_08 Post-Resistance LCN10 414332 37 9 139636409 139636409 Missense_Mutation SNP C T 12 18 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_08 Post-Resistance MXRA5 25878 37 X 3240874 3240874 Missense_Mutation SNP G A 61 90 c.2852C>T c.(2851-2853)TCG>TTG p.S951L

Pat_08 Post-Resistance AMELX 265 37 X 11312955 11312955 Missense_Mutation SNP C T 142 262 c.47C>T c.(46-48)GCC>GTC p.A16V

Pat_08 Post-Resistance PIGA 5277 37 X 15342966 15342966 Missense_Mutation SNP G A 33 56 c.1009C>T c.(1009-1011)CCT>TCT p.P337S

Pat_08 Post-Resistance YY2 404281 37 X 21871579 21871579 Missense_Mutation SNP C A 192 371 c.628C>A c.(628-630)CAA>AAA p.Q210K

Pat_08 Post-Resistance EIF2S3 1968 37 X 24089743 24089743 Missense_Mutation SNP G A 51 356 c.1081G>A c.(1081-1083)GTC>ATC p.V361I

Pat_08 Post-Resistance MAGEB18 286514 37 X 26157607 26157607 Missense_Mutation SNP C T 14 33 c.505C>T c.(505-507)CCC>TCC p.P169S

Pat_08 Post-Resistance FAM47C 442444 37 X 37028026 37028026 Missense_Mutation SNP T C 9 684 c.1543T>C c.(1543-1545)TCT>CCT p.S515P

Pat_08 Post-Resistance OTC 5009 37 X 38212012 38212012 Missense_Mutation SNP G A 81 139 c.63G>A c.(61-63)ATG>ATA p.M21I

Pat_08 Post-Resistance CXorf38 159013 37 X 40496317 40496317 Missense_Mutation SNP A T 78 102 c.563T>A c.(562-564)TTT>TAT p.F188Y

Pat_08 Post-Resistance RBM3 5935 37 X 48433978 48433978 Missense_Mutation SNP C T 3 78 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_08 Post-Resistance MTMR8 55613 37 X 63555965 63555965 Missense_Mutation SNP G A 46 107 c.1145C>T c.(1144-1146)TCC>TTC p.S382F

Pat_08 Post-Resistance EDA 1896 37 X 69247866 69247866 Missense_Mutation SNP C A 13 26 c.686C>A c.(685-687)CCT>CAT p.P229H

Pat_08 Post-Resistance DLG3 1741 37 X 69712000 69712000 Missense_Mutation SNP A G 7 20 c.1564A>G c.(1564-1566)AGC>GGC p.S522G

Pat_08 Post-Resistance KIAA2022 340533 37 X 73960184 73960184 Missense_Mutation SNP C T 212 394 c.4208G>A c.(4207-4209)GGG>GAG p.G1403E

Pat_08 Post-Resistance LPAR4 2846 37 X 78010473 78010473 Missense_Mutation SNP C T 274 499 c.107C>T c.(106-108)TCC>TTC p.S36F

Pat_08 Post-Resistance APOOL 139322 37 X 84310875 84310875 Missense_Mutation SNP C T 19 52 c.338C>T c.(337-339)CCG>CTG p.P113L

Pat_08 Post-Resistance KLHL4 56062 37 X 86880629 86880629 Missense_Mutation SNP C T 72 148 c.1157C>T c.(1156-1158)ACC>ATC p.T386I

Pat_08 Post-Resistance CXorf57 55086 37 X 105912404 105912404 Missense_Mutation SNP G A 308 532 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_08 Post-Resistance TEX13B 56156 37 X 107225012 107225012 Missense_Mutation SNP C T 268 454 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_08 Post-Resistance KIAA1210 57481 37 X 118222570 118222570 Missense_Mutation SNP G A 28 54 c.2623C>T c.(2623-2625)CTC>TTC p.L875F

Pat_08 Post-Resistance ELF4 2000 37 X 129215252 129215252 Missense_Mutation SNP C T 247 459 c.53G>A c.(52-54)GGG>GAG p.G18E

Pat_08 Post-Resistance IGSF1 3547 37 X 130419321 130419321 Missense_Mutation SNP C T 153 286 c.499G>A c.(499-501)GGA>AGA p.G167R

Pat_08 Post-Resistance MAGEC1 9947 37 X 140994505 140994505 Missense_Mutation SNP C T 137 307 c.1315C>T c.(1315-1317)CCC>TCC p.P439S

Pat_08 Post-Resistance FMR1 2332 37 X 147026391 147026391 Missense_Mutation SNP A G 36 50 c.1474A>G c.(1474-1476)ACT>GCT p.T492A

Pat_08 Post-Resistance MAGEA4 4103 37 X 151092719 151092719 Nonsense_Mutation SNP C T 130 242 c.583C>T c.(583-585)CAG>TAG p.Q195*

Pat_08 Post-Resistance MAGEA3 4102 37 X 151935383 151935383 Missense_Mutation SNP G A 192 397 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_08 Post-Resistance PLXNA3 55558 37 X 153697535 153697535 Missense_Mutation SNP C T 61 164 c.4571C>T c.(4570-4572)CCC>CTC p.P1524L

Pat_08 Post-Resistance F8 2157 37 X 154132258 154132258 Missense_Mutation SNP G A 171 306 c.5921C>T c.(5920-5922)TCT>TTT p.S1974F

Pat_08 Post-Resistance TMLHE 55217 37 X 154736697 154736697 Missense_Mutation SNP G A 229 280 c.857C>T c.(856-858)CCT>CTT p.P286L

Pat_11 Pre-Treatment KLHL17 339451 37 1 900402 900402 Missense_Mutation SNP G A 4 82 c.1760G>A c.(1759-1761)GGT>GAT p.G587D

Pat_11 Pre-Treatment PRDM16 63976 37 1 3319415 3319415 Missense_Mutation SNP G A 4 151 c.737G>A c.(736-738)CGG>CAG p.R246Q

Pat_11 Pre-Treatment SPSB1 80176 37 1 9416131 9416131 Nonsense_Mutation SNP C T 6 272 c.181C>T c.(181-183)CGA>TGA p.R61*

Pat_11 Pre-Treatment PEX14 5195 37 1 10689972 10689972 Missense_Mutation SNP T G 51 108 c.1062T>G c.(1060-1062)GAT>GAG p.D354E



Pat_11 Pre-Treatment OTUD3 23252 37 1 20234196 20234196 Missense_Mutation SNP C T 4 167 c.1154C>T c.(1153-1155)ACG>ATG p.T385M

Pat_11 Pre-Treatment ECE1 1889 37 1 21548295 21548295 Missense_Mutation SNP G A 6 601 c.2081C>T c.(2080-2082)TCG>TTG p.S694L

Pat_11 Pre-Treatment HSPG2 3339 37 1 22174273 22174273 Missense_Mutation SNP T G 30 36 c.7934A>C c.(7933-7935)CAG>CCG p.Q2645P

Pat_11 Pre-Treatment CELA3B 23436 37 1 22313162 22313162 Missense_Mutation SNP G A 4 109 c.781G>A c.(781-783)GAC>AAC p.D261N

Pat_11 Pre-Treatment EPHA8 2046 37 1 22927440 22927441 Missense_Mutation DNP GC AT 5 217 c.2588_2589GC>AT c.(2587-2589)TGC>TAT p.C863Y

Pat_11 Pre-Treatment MAN1C1 57134 37 1 26075788 26075788 Missense_Mutation SNP G A 4 82 c.796G>A c.(796-798)GGG>AGG p.G266R

Pat_11 Pre-Treatment AHDC1 27245 37 1 27876631 27876631 Missense_Mutation SNP G A 4 164 c.1996C>T c.(1996-1998)CGG>TGG p.R666W

Pat_11 Pre-Treatment EIF3I 8668 37 1 32691835 32691835 Missense_Mutation SNP G A 5 248 c.314G>A c.(313-315)GGC>GAC p.G105D

Pat_11 Pre-Treatment LCK 3932 37 1 32740659 32740659 Missense_Mutation SNP G A 35 159 c.253G>A c.(253-255)GGG>AGG p.G85R

Pat_11 Pre-Treatment KIAA0319L 79932 37 1 35900511 35900511 Missense_Mutation SNP C T 4 126 c.3134G>A c.(3133-3135)CGG>CAG p.R1045Q

Pat_11 Pre-Treatment NFYC 4802 37 1 41218859 41218859 Nonsense_Mutation SNP C T 16 70 c.328C>T c.(328-330)CAG>TAG p.Q110*

Pat_11 Pre-Treatment HIVEP3 59269 37 1 42046388 42046388 Missense_Mutation SNP G A 4 167 c.4081C>T c.(4081-4083)CCC>TCC p.P1361S

Pat_11 Pre-Treatment PTPRF 5792 37 1 44075097 44075097 Missense_Mutation SNP G A 4 123 c.3901G>A c.(3901-3903)GGA>AGA p.G1301R

Pat_11 Pre-Treatment PRDX1 5052 37 1 45980605 45980605 Missense_Mutation SNP G A 4 216 c.323C>T c.(322-324)CCG>CTG p.P108L

Pat_11 Pre-Treatment PCSK9 255738 37 1 55509558 55509558 Missense_Mutation SNP G A 50 108 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_11 Pre-Treatment ROR1 4919 37 1 64515506 64515506 Missense_Mutation SNP C T 4 234 c.307C>T c.(307-309)CGG>TGG p.R103W

Pat_11 Pre-Treatment COL24A1 255631 37 1 86557972 86557972 Missense_Mutation SNP C T 4 95 c.1631G>A c.(1630-1632)GGT>GAT p.G544D

Pat_11 Pre-Treatment HFM1 164045 37 1 91781722 91781723 Missense_Mutation DNP GG AA 6 28 c.2917_2918CC>TTc.(2917-2919)CCC>TTC p.P973F

Pat_11 Pre-Treatment TGFBR3 7049 37 1 92195405 92195405 Missense_Mutation SNP C T 5 353 c.694G>A c.(694-696)GTA>ATA p.V232I

Pat_11 Pre-Treatment ALG14 199857 37 1 95448657 95448657 Missense_Mutation SNP G A 4 230 c.626C>T c.(625-627)TCG>TTG p.S209L

Pat_11 Pre-Treatment DPYD 1806 37 1 98058782 98058782 Missense_Mutation SNP G A 35 107 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_11 Pre-Treatment AMIGO1 57463 37 1 110050820 110050820 Missense_Mutation SNP G A 4 126 c.715C>T c.(715-717)CGG>TGG p.R239W

Pat_11 Pre-Treatment EPS8L3 79574 37 1 110294814 110294814 Missense_Mutation SNP G A 5 197 c.1237C>T c.(1237-1239)CGG>TGG p.R413W

Pat_11 Pre-Treatment RBM15 64783 37 1 110884345 110884345 Missense_Mutation SNP G A 5 257 c.2318G>A c.(2317-2319)GGG>GAG p.G773E

Pat_11 Pre-Treatment ATP5F1 515 37 1 111996918 111996918 Missense_Mutation SNP C T 52 125 c.163C>T c.(163-165)CGT>TGT p.R55C

Pat_11 Pre-Treatment RAP1A 5906 37 1 112247011 112247011 Missense_Mutation SNP G A 4 118 c.371G>A c.(370-372)CGA>CAA p.R124Q

Pat_11 Pre-Treatment DCLRE1B 64858 37 1 114449702 114449702 Missense_Mutation SNP G A 5 214 c.274G>A c.(274-276)GTA>ATA p.V92I

Pat_11 Pre-Treatment SYCP1 6847 37 1 115455721 115455721 Missense_Mutation SNP G A 42 87 c.1597G>A c.(1597-1599)GAA>AAA p.E533K

Pat_11 Pre-Treatment C1orf161 126868 37 1 116666738 116666738 Missense_Mutation SNP G A 4 177 c.241G>A c.(241-243)GGG>AGG p.G81R

Pat_11 Pre-Treatment TTF2 8458 37 1 117635516 117635516 Missense_Mutation SNP G A 5 159 c.2969G>A c.(2968-2970)AGC>AAC p.S990N

Pat_11 Pre-Treatment SPAG17 200162 37 1 118598455 118598455 Missense_Mutation SNP C T 8 20 c.2623G>A c.(2623-2625)GAG>AAG p.E875K

Pat_11 Pre-Treatment HSD3B2 3284 37 1 119985517 119985517 Missense_Mutation SNP C G 12 35 c.324C>G c.(322-324)ATC>ATG p.I108M

Pat_11 Pre-Treatment NBPF10 100132406 37 1 145360580 145360580 Missense_Mutation SNP A G 7 91 c.9430A>G c.(9430-9432)AAA>GAA p.K3144E

Pat_11 Pre-Treatment HIST2H2BE 8349 37 1 149858090 149858090 Missense_Mutation SNP C T 5 350 c.101G>A c.(100-102)CGC>CAC p.R34H

Pat_11 Pre-Treatment RPTN 126638 37 1 152128479 152128479 Missense_Mutation SNP G A 370 446 c.1096C>T c.(1096-1098)CAC>TAC p.H366Y

Pat_11 Pre-Treatment NUP210L 91181 37 1 153991444 153991444 Missense_Mutation SNP G A 39 131 c.4618C>T c.(4618-4620)CAT>TAT p.H1540Y

Pat_11 Pre-Treatment ADAR 103 37 1 154562404 154562404 Missense_Mutation SNP G A 4 151 c.2497C>T c.(2497-2499)CTC>TTC p.L833F

Pat_11 Pre-Treatment FCRL2 79368 37 1 157740438 157740438 Missense_Mutation SNP G A 4 55 c.71C>T c.(70-72)GCG>GTG p.A24V

Pat_11 Pre-Treatment TNN 63923 37 1 175067731 175067731 Missense_Mutation SNP G A 56 137 c.2119G>A c.(2119-2121)GAC>AAC p.D707N

Pat_11 Pre-Treatment ASTN1 460 37 1 176983946 176983946 Missense_Mutation SNP C T 215 435 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_11 Pre-Treatment IER5 51278 37 1 181058769 181058769 Missense_Mutation SNP G A 4 59 c.731G>A c.(730-732)CGG>CAG p.R244Q

Pat_11 Pre-Treatment KCNT2 343450 37 1 196197409 196197409 Missense_Mutation SNP C T 4 110 c.3353G>A c.(3352-3354)AGA>AAA p.R1118K

Pat_11 Pre-Treatment GPR37L1 9283 37 1 202097367 202097367 Missense_Mutation SNP G A 6 419 c.1129G>A c.(1129-1131)GTC>ATC p.V377I

Pat_11 Pre-Treatment PLXNA2 5362 37 1 208391105 208391105 Missense_Mutation SNP C T 5 376 c.163G>A c.(163-165)GTC>ATC p.V55I

Pat_11 Pre-Treatment NEK2 4751 37 1 211843711 211843711 Missense_Mutation SNP C T 4 284 c.677G>A c.(676-678)GGG>GAG p.G226E

Pat_11 Pre-Treatment JMJD4 65094 37 1 227921686 227921686 Missense_Mutation SNP G A 41 103 c.614C>T c.(613-615)TCC>TTC p.S205F

Pat_11 Pre-Treatment TRIM17 51127 37 1 228596305 228596305 Missense_Mutation SNP G A 4 206 c.1031C>T c.(1030-1032)ACG>ATG p.T344M



Pat_11 Pre-Treatment TRIM67 440730 37 1 231299608 231299608 Missense_Mutation SNP G A 3 26 c.893G>A c.(892-894)CGC>CAC p.R298H

Pat_11 Pre-Treatment LYST 1130 37 1 235872531 235872531 Missense_Mutation SNP G A 4 89 c.10003C>T c.(10003-10005)CGT>TGT p.R3335C

Pat_11 Pre-Treatment OR2M5 127059 37 1 248309108 248309108 Missense_Mutation SNP G A 109 339 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_11 Pre-Treatment PFKP 5214 37 10 3162234 3162234 Missense_Mutation SNP G A 4 155 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_11 Pre-Treatment FAM107B 83641 37 10 14572407 14572407 Missense_Mutation SNP G T 4 97 c.52C>A c.(52-54)CAG>AAG p.Q18K

Pat_11 Pre-Treatment CUBN 8029 37 10 16932424 16932424 Missense_Mutation SNP C T 4 111 c.8701G>A c.(8701-8703)GTC>ATC p.V2901I

Pat_11 Pre-Treatment PDSS1 23590 37 10 27035313 27035313 Missense_Mutation SNP G A 4 114 c.1159G>A c.(1159-1161)GCA>ACA p.A387T

Pat_11 Pre-Treatment ARHGAP12 94134 37 10 32150388 32150388 Missense_Mutation SNP G A 4 80 c.883C>T c.(883-885)CCT>TCT p.P295S

Pat_11 Pre-Treatment ALOX5 240 37 10 45938974 45938974 Missense_Mutation SNP G A 3 39 c.1562G>A c.(1561-1563)CGC>CAC p.R521H

Pat_11 Pre-Treatment SIRT1 23411 37 10 69651214 69651214 Missense_Mutation SNP C T 4 131 c.844C>T c.(844-846)CGC>TGC p.R282C

Pat_11 Pre-Treatment MYPN 84665 37 10 69970102 69970102 Missense_Mutation SNP G A 4 153 c.3853G>A c.(3853-3855)GGA>AGA p.G1285R

Pat_11 Pre-Treatment CDHR1 92211 37 10 85974039 85974039 Missense_Mutation SNP C T 4 68 c.2242C>T c.(2242-2244)CCC>TCC p.P748S

Pat_11 Pre-Treatment CDHR1 92211 37 10 85974293 85974293 Missense_Mutation SNP G T 4 133 c.2496G>T c.(2494-2496)ATG>ATT p.M832I

Pat_11 Pre-Treatment BMPR1A 657 37 10 88659648 88659648 Splice_Site SNP G A 4 102 c.430_splice c.e6+1 p.G144_splice

Pat_11 Pre-Treatment PTEN 5728 37 10 89692902 89692902 Missense_Mutation SNP G A 94 112 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_11 Pre-Treatment BLNK 29760 37 10 97969643 97969643 Missense_Mutation SNP C T 120 161 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_11 Pre-Treatment TM9SF3 56889 37 10 98287230 98287230 Missense_Mutation SNP G A 4 76 c.1565C>T c.(1564-1566)GCT>GTT p.A522V

Pat_11 Pre-Treatment SLIT1 6585 37 10 98924646 98924647 Missense_Mutation DNP CC TT 43 55 c.198_199GG>AA(196-201)CTGGAA>CTAAA p.E67K

Pat_11 Pre-Treatment PPRC1 23082 37 10 103901161 103901161 Missense_Mutation SNP C T 50 51 c.2896C>T c.(2896-2898)CCT>TCT p.P966S

Pat_11 Pre-Treatment SUFU 51684 37 10 104375134 104375134 Missense_Mutation SNP G A 8 215 c.1132G>A c.(1132-1134)GGA>AGA p.G378R

Pat_11 Pre-Treatment ABLIM1 3983 37 10 116213233 116213233 Missense_Mutation SNP G A 5 79 c.1451C>T c.(1450-1452)CCG>CTG p.P484L

Pat_11 Pre-Treatment ATRNL1 26033 37 10 117226706 117226706 Missense_Mutation SNP C T 9 20 c.3440C>T c.(3439-3441)TCA>TTA p.S1147L

Pat_11 Pre-Treatment DMBT1 1755 37 10 124348552 124348552 Missense_Mutation SNP G A 6 582 c.1876G>A c.(1876-1878)GTG>ATG p.V626M

Pat_11 Pre-Treatment UTF1 8433 37 10 135044752 135044752 Missense_Mutation SNP G A 3 14 c.832G>A c.(832-834)GCC>ACC p.A278T

Pat_11 Pre-Treatment PTDSS2 81490 37 11 487014 487014 Missense_Mutation SNP G A 4 215 c.511G>A c.(511-513)GGG>AGG p.G171R

Pat_11 Pre-Treatment OR52B4 143496 37 11 4388924 4388924 Missense_Mutation SNP C A 13 34 c.602G>T c.(601-603)GGG>GTG p.G201V

Pat_11 Pre-Treatment OR51M1 390059 37 11 5411079 5411079 Missense_Mutation SNP C A 6 414 c.451C>A c.(451-453)CAG>AAG p.Q151K

Pat_11 Pre-Treatment OR52N5 390075 37 11 5799538 5799538 Missense_Mutation SNP C G 3 120 c.327G>C c.(325-327)CAG>CAC p.Q109H

Pat_11 Pre-Treatment C11orf16 56673 37 11 8942909 8942909 Missense_Mutation SNP C T 4 201 c.1358G>A c.(1357-1359)CGG>CAG p.R453Q

Pat_11 Pre-Treatment TEAD1 7003 37 11 12951761 12951761 Missense_Mutation SNP G A 4 241 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_11 Pre-Treatment PDE3B 5140 37 11 14666034 14666034 Missense_Mutation SNP G A 3 45 c.413G>A c.(412-414)CGG>CAG p.R138Q

Pat_11 Pre-Treatment CCDC34 91057 37 11 27384420 27384420 Missense_Mutation SNP C T 4 169 c.322G>A c.(322-324)GCG>ACG p.A108T

Pat_11 Pre-Treatment PAMR1 25891 37 11 35456088 35456088 Missense_Mutation SNP C T 4 298 c.1598G>A c.(1597-1599)CGG>CAG p.R533Q

Pat_11 Pre-Treatment OR4C6 219432 37 11 55432767 55432767 Missense_Mutation SNP T C 50 118 c.125T>C c.(124-126)CTT>CCT p.L42P

Pat_11 Pre-Treatment SSRP1 6749 37 11 57100260 57100260 Missense_Mutation SNP G A 4 107 c.607C>T c.(607-609)CGG>TGG p.R203W

Pat_11 Pre-Treatment ZDHHC5 25921 37 11 57457663 57457663 Missense_Mutation SNP G A 4 211 c.545G>A c.(544-546)CGC>CAC p.R182H

Pat_11 Pre-Treatment MS4A5 64232 37 11 60201352 60201352 Missense_Mutation SNP C A 5 210 c.454C>A c.(454-456)CAA>AAA p.Q152K

Pat_11 Pre-Treatment DAGLA 747 37 11 61511654 61511654 Missense_Mutation SNP G A 4 155 c.2822G>A c.(2821-2823)AGC>AAC p.S941N

Pat_11 Pre-Treatment FERMT3 83706 37 11 63990542 63990542 Missense_Mutation SNP G A 4 219 c.1705G>A c.(1705-1707)GAG>AAG p.E569K

Pat_11 Pre-Treatment PYGM 5837 37 11 64514214 64514214 Missense_Mutation SNP G A 4 186 c.2446C>T c.(2446-2448)CGC>TGC p.R816C

Pat_11 Pre-Treatment SF1 7536 37 11 64535600 64535600 Missense_Mutation SNP G A 4 184 c.1046C>T c.(1045-1047)CCC>CTC p.P349L

Pat_11 Pre-Treatment CDC42BPG 55561 37 11 64599130 64599130 Missense_Mutation SNP C T 3 42 c.3151G>A c.(3151-3153)GAG>AAG p.E1051K

Pat_11 Pre-Treatment CAPN1 823 37 11 64974021 64974021 Nonsense_Mutation SNP C T 6 339 c.1441C>T c.(1441-1443)CGA>TGA p.R481*

Pat_11 Pre-Treatment BBS1 582 37 11 66294257 66294257 Nonsense_Mutation SNP C T 6 365 c.1318C>T c.(1318-1320)CGA>TGA p.R440*

Pat_11 Pre-Treatment SHANK2 22941 37 11 70332923 70332923 Missense_Mutation SNP C T 29 146 c.3475G>A c.(3475-3477)GGT>AGT p.G1159S

Pat_11 Pre-Treatment ME3 10873 37 11 86267649 86267649 Missense_Mutation SNP G A 4 120 c.413C>T c.(412-414)ACG>ATG p.T138M

Pat_11 Pre-Treatment CNTN5 53942 37 11 100141922 100141922 Missense_Mutation SNP G T 4 62 c.2263G>T c.(2263-2265)GGG>TGG p.G755W



Pat_11 Pre-Treatment MMP12 4321 37 11 102738092 102738092 Missense_Mutation SNP G A 8 24 c.820C>T c.(820-822)CCT>TCT p.P274S

Pat_11 Pre-Treatment MPZL3 196264 37 11 118107921 118107921 Missense_Mutation SNP G A 5 241 c.295C>T c.(295-297)CGG>TGG p.R99W

Pat_11 Pre-Treatment PVRL1 5818 37 11 119547812 119547812 Missense_Mutation SNP G A 4 177 c.851C>T c.(850-852)ACG>ATG p.T284M

Pat_11 Pre-Treatment ARHGEF12 23365 37 11 120298811 120298811 Missense_Mutation SNP G A 7 438 c.440G>A c.(439-441)CGC>CAC p.R147H

Pat_11 Pre-Treatment PATE2 399967 37 11 125647312 125647312 Missense_Mutation SNP G A 28 77 c.307C>T c.(307-309)CAT>TAT p.H103Y

Pat_11 Pre-Treatment NFRKB 4798 37 11 129739745 129739745 Missense_Mutation SNP G A 28 39 c.3175C>T c.(3175-3177)CGC>TGC p.R1059C

Pat_11 Pre-Treatment WNK1 65125 37 12 993904 993904 Missense_Mutation SNP C T 4 187 c.3934C>T c.(3934-3936)CGT>TGT p.R1312C

Pat_11 Pre-Treatment CACNA1C 775 37 12 2659138 2659138 Missense_Mutation SNP G A 3 60 c.1420G>A c.(1420-1422)GTC>ATC p.V474I

Pat_11 Pre-Treatment TEAD4 7004 37 12 3129886 3129886 Missense_Mutation SNP C G 4 135 c.667C>G c.(667-669)CTC>GTC p.L223V

Pat_11 Pre-Treatment KCNA6 3742 37 12 4919314 4919314 Missense_Mutation SNP G A 5 283 c.107G>A c.(106-108)GGC>GAC p.G36D

Pat_11 Pre-Treatment VWF 7450 37 12 6128346 6128346 Missense_Mutation SNP G A 4 180 c.4238C>T c.(4237-4239)CCG>CTG p.P1413L

Pat_11 Pre-Treatment A2M 2 37 12 9225445 9225445 Missense_Mutation SNP G A 3 22 c.3779C>T c.(3778-3780)GCT>GTT p.A1260V

Pat_11 Pre-Treatment GSG1 83445 37 12 13240841 13240841 Missense_Mutation SNP C T 22 31 c.634G>A c.(634-636)GGT>AGT p.G212S

Pat_11 Pre-Treatment PTPRO 5800 37 12 15673223 15673223 Missense_Mutation SNP G A 4 232 c.1868G>A c.(1867-1869)AGC>AAC p.S623N

Pat_11 Pre-Treatment ADAMTS20 80070 37 12 43826148 43826148 Missense_Mutation SNP C T 37 70 c.3055G>A c.(3055-3057)GAA>AAA p.E1019K

Pat_11 Pre-Treatment ADAMTS20 80070 37 12 43944932 43944932 Missense_Mutation SNP G A 5 279 c.233C>T c.(232-234)ACC>ATC p.T78I

Pat_11 Pre-Treatment ANO6 196527 37 12 45795629 45795629 Missense_Mutation SNP G A 30 68 c.1438G>A c.(1438-1440)GTG>ATG p.V480M

Pat_11 Pre-Treatment ARID2 196528 37 12 46231461 46231461 Missense_Mutation SNP C A 4 179 c.1301C>A c.(1300-1302)ACA>AAA p.T434K

Pat_11 Pre-Treatment CACNB3 784 37 12 49220596 49220596 Missense_Mutation SNP G A 6 515 c.949G>A c.(949-951)GTA>ATA p.V317I

Pat_11 Pre-Treatment MLL2 8085 37 12 49435269 49435269 Missense_Mutation SNP C T 6 204 c.6284G>A c.(6283-6285)CGT>CAT p.R2095H

Pat_11 Pre-Treatment LMBR1L 55716 37 12 49498254 49498254 Missense_Mutation SNP C G 4 327 c.412G>C c.(412-414)GAG>CAG p.E138Q

Pat_11 Pre-Treatment ITGB7 3695 37 12 53594156 53594156 Missense_Mutation SNP C A 28 90 c.72G>T c.(70-72)AAG>AAT p.K24N

Pat_11 Pre-Treatment RARG 5916 37 12 53607478 53607478 Missense_Mutation SNP G A 4 197 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_11 Pre-Treatment ESPL1 9700 37 12 53684141 53684141 Missense_Mutation SNP G A 4 169 c.5252G>A c.(5251-5253)CGT>CAT p.R1751H

Pat_11 Pre-Treatment NEUROD4 58158 37 12 55420311 55420311 Missense_Mutation SNP G A 16 77 c.88G>A c.(88-90)GAG>AAG p.E30K

Pat_11 Pre-Treatment OR9K2 441639 37 12 55524145 55524145 Missense_Mutation SNP C T 42 107 c.593C>T c.(592-594)GCT>GTT p.A198V

Pat_11 Pre-Treatment OR6C65 403282 37 12 55794361 55794361 Missense_Mutation SNP G A 5 24 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_11 Pre-Treatment MMP19 4327 37 12 56233343 56233343 Missense_Mutation SNP C T 3 36 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_11 Pre-Treatment RAB5B 5869 37 12 56380860 56380860 Missense_Mutation SNP G A 4 166 c.116G>A c.(115-117)CGT>CAT p.R39H

Pat_11 Pre-Treatment SLC39A5 283375 37 12 56630374 56630374 Missense_Mutation SNP G A 5 210 c.1051G>A c.(1051-1053)GCT>ACT p.A351T

Pat_11 Pre-Treatment PAN2 9924 37 12 56716911 56716911 Missense_Mutation SNP G A 5 228 c.2440C>T c.(2440-2442)CGC>TGC p.R814C

Pat_11 Pre-Treatment CAPS2 84698 37 12 75676125 75676126 Missense_Mutation DNP GG AA 20 81 c.1574_1575CC>TTc.(1573-1575)GCC>GTT p.A525V

Pat_11 Pre-Treatment USP44 84101 37 12 95922687 95922687 Missense_Mutation SNP C T 26 41 c.1520G>A c.(1519-1521)GGA>GAA p.G507E

Pat_11 Pre-Treatment STAB2 55576 37 12 104049352 104049352 Missense_Mutation SNP C T 32 85 c.1727C>T c.(1726-1728)TCT>TTT p.S576F

Pat_11 Pre-Treatment POLR3B 55703 37 12 106763422 106763422 Missense_Mutation SNP G A 4 133 c.365G>A c.(364-366)GGC>GAC p.G122D

Pat_11 Pre-Treatment BTBD11 121551 37 12 107937863 107937863 Missense_Mutation SNP G A 19 70 c.1437G>A c.(1435-1437)ATG>ATA p.M479I

Pat_11 Pre-Treatment BRAP 8315 37 12 112119534 112119534 Missense_Mutation SNP G A 4 154 c.350C>T c.(349-351)TCT>TTT p.S117F

Pat_11 Pre-Treatment SBNO1 55206 37 12 123810824 123810824 Nonsense_Mutation SNP G A 5 376 c.1750C>T c.(1750-1752)CGA>TGA p.R584*

Pat_11 Pre-Treatment SCARB1 949 37 12 125270907 125270907 Missense_Mutation SNP C T 6 427 c.1397G>A c.(1396-1398)AGC>AAC p.S466N

Pat_11 Pre-Treatment STARD13 90627 37 13 33692262 33692263 Missense_Mutation DNP CC TT 15 60 .2220_2221GG>AA218-2223)CGGGAC>CGAA p.D741N

Pat_11 Pre-Treatment TRPC4 7223 37 13 38211429 38211429 Missense_Mutation SNP G A 16 55 c.2545C>T c.(2545-2547)CAT>TAT p.H849Y

Pat_11 Pre-Treatment FREM2 341640 37 13 39338481 39338481 Nonsense_Mutation SNP G A 20 62 c.5304G>A c.(5302-5304)TGG>TGA p.W1768*

Pat_11 Pre-Treatment FNDC3A 22862 37 13 49781232 49781232 Missense_Mutation SNP G A 4 196 c.3298G>A c.(3298-3300)GAC>AAC p.D1100N

Pat_11 Pre-Treatment DACH1 1602 37 13 72440865 72440865 Missense_Mutation SNP G A 4 92 c.43C>T c.(43-45)CCC>TCC p.P15S

Pat_11 Pre-Treatment MYCBP2 23077 37 13 77754420 77754420 Missense_Mutation SNP G A 4 295 c.4861C>T c.(4861-4863)CGT>TGT p.R1621C

Pat_11 Pre-Treatment TGM1 7051 37 14 24724025 24724025 Missense_Mutation SNP G A 4 106 c.1933C>T c.(1933-1935)CGT>TGT p.R645C

Pat_11 Pre-Treatment ADCY4 196883 37 14 24799486 24799486 Missense_Mutation SNP G A 4 188 c.946C>T c.(946-948)CGG>TGG p.R316W



Pat_11 Pre-Treatment AKAP6 9472 37 14 33015522 33015522 Nonsense_Mutation SNP G T 5 181 c.1663G>T c.(1663-1665)GAG>TAG p.E555*

Pat_11 Pre-Treatment C14orf182 283551 37 14 50472409 50472409 Missense_Mutation SNP C T 6 631 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_11 Pre-Treatment SAV1 60485 37 14 51101951 51101951 Nonsense_Mutation SNP G A 4 217 c.1102C>T c.(1102-1104)CGA>TGA p.R368*

Pat_11 Pre-Treatment FERMT2 10979 37 14 53386014 53386014 Missense_Mutation SNP A G 57 128 c.218T>C c.(217-219)CTG>CCG p.L73P

Pat_11 Pre-Treatment ZFYVE1 53349 37 14 73464872 73464872 Missense_Mutation SNP G A 4 136 c.635C>T c.(634-636)CCG>CTG p.P212L

Pat_11 Pre-Treatment FOS 2353 37 14 75746817 75746817 Missense_Mutation SNP G A 4 217 c.379G>A c.(379-381)GGC>AGC p.G127S

Pat_11 Pre-Treatment STON2 85439 37 14 81737088 81737088 Missense_Mutation SNP C T 6 345 c.2539G>A c.(2539-2541)GTG>ATG p.V847M

Pat_11 Pre-Treatment SERPINA13 388007 37 14 95108015 95108015 Missense_Mutation SNP G A 23 72 c.532G>A c.(532-534)GAT>AAT p.D178N

Pat_11 Pre-Treatment TRAF3 7187 37 14 103369758 103369758 Missense_Mutation SNP G A 5 171 c.1127G>A c.(1126-1128)CGG>CAG p.R376Q

Pat_11 Pre-Treatment TNFAIP2 7127 37 14 103600073 103600073 Missense_Mutation SNP C T 4 44 c.1756C>T c.(1756-1758)CGC>TGC p.R586C

Pat_11 Pre-Treatment AHNAK2 113146 37 14 105416378 105416378 Missense_Mutation SNP G A 7 574 c.5410C>T c.(5410-5412)CGG>TGG p.R1804W

Pat_11 Pre-Treatment HERC2 8924 37 15 28361855 28361855 Missense_Mutation SNP G A 6 490 c.13565C>T c.(13564-13566)CCG>CTG p.P4522L

Pat_11 Pre-Treatment HERC2 8924 37 15 28446690 28446690 Missense_Mutation SNP G A 4 141 c.7628C>T c.(7627-7629)GCT>GTT p.A2543V

Pat_11 Pre-Treatment DISP2 85455 37 15 40659296 40659296 Missense_Mutation SNP G A 6 189 c.983G>A c.(982-984)CGG>CAG p.R328Q

Pat_11 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42140051 42140051 Missense_Mutation SNP C T 14 43 c.2339C>T c.(2338-2340)CCC>CTC p.P780L

Pat_11 Pre-Treatment PYGO1 26108 37 15 55839224 55839224 Missense_Mutation SNP G A 5 153 c.257C>T c.(256-258)TCG>TTG p.S86L

Pat_11 Pre-Treatment HERC1 8925 37 15 64045209 64045209 Missense_Mutation SNP C T 5 189 c.1850G>A c.(1849-1851)CGC>CAC p.R617H

Pat_11 Pre-Treatment DENND4A 10260 37 15 66021549 66021549 Missense_Mutation SNP G A 4 24 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_11 Pre-Treatment LRRC49 54839 37 15 71305234 71305234 Missense_Mutation SNP C T 46 88 c.1685C>T c.(1684-1686)TCC>TTC p.S562F

Pat_11 Pre-Treatment ISLR 3671 37 15 74467617 74467617 Missense_Mutation SNP G A 65 161 c.418G>A c.(418-420)GAC>AAC p.D140N

Pat_11 Pre-Treatment ZFAND6 54469 37 15 80429857 80429857 Missense_Mutation SNP G A 4 108 c.514G>A c.(514-516)GTA>ATA p.V172I

Pat_11 Pre-Treatment SH3GL3 6457 37 15 84257417 84257417 Missense_Mutation SNP A G 25 52 c.732A>G c.(730-732)ATA>ATG p.I244M

Pat_11 Pre-Treatment ACAN 176 37 15 89382124 89382124 Nonsense_Mutation SNP C T 113 302 c.301C>T c.(301-303)CAG>TAG p.Q101*

Pat_11 Pre-Treatment RHCG 51458 37 15 90021162 90021162 Missense_Mutation SNP C T 4 175 c.881G>A c.(880-882)GGT>GAT p.G294D

Pat_11 Pre-Treatment ANPEP 290 37 15 90335729 90335729 Missense_Mutation SNP C T 4 208 c.2314G>A c.(2314-2316)GTC>ATC p.V772I

Pat_11 Pre-Treatment IDH2 3418 37 15 90628327 90628327 Missense_Mutation SNP G A 4 186 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_11 Pre-Treatment CACNA1H 8912 37 16 1254407 1254407 Missense_Mutation SNP G A 61 110 c.2400G>A c.(2398-2400)ATG>ATA p.M800I

Pat_11 Pre-Treatment CACNA1H 8912 37 16 1270521 1270521 Missense_Mutation SNP C T 15 86 c.6589C>T c.(6589-6591)CCT>TCT p.P2197S

Pat_11 Pre-Treatment RPS2 6187 37 16 2012789 2012789 Missense_Mutation SNP C T 5 13 c.497G>A c.(496-498)CGC>CAC p.R166H

Pat_11 Pre-Treatment TBL3 10607 37 16 2024990 2024990 Missense_Mutation SNP G A 5 288 c.526G>A c.(526-528)GCC>ACC p.A176T

Pat_11 Pre-Treatment PKD1 5310 37 16 2153369 2153369 Missense_Mutation SNP C T 7 542 c.8689G>A c.(8689-8691)GTT>ATT p.V2897I

Pat_11 Pre-Treatment PKD1 5310 37 16 2153595 2153595 Missense_Mutation SNP G T 49 130 c.8463C>A c.(8461-8463)GAC>GAA p.D2821E

Pat_11 Pre-Treatment E4F1 1877 37 16 2283065 2283065 Missense_Mutation SNP G A 4 186 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_11 Pre-Treatment PRSS22 64063 37 16 2903258 2903258 Missense_Mutation SNP C T 4 129 c.790G>A c.(790-792)GAG>AAG p.E264K

Pat_11 Pre-Treatment TRAP1 10131 37 16 3713518 3713518 Missense_Mutation SNP G A 4 208 c.1615C>T c.(1615-1617)CTT>TTT p.L539F

Pat_11 Pre-Treatment CORO7 79585 37 16 4408068 4408068 Missense_Mutation SNP C T 44 106 c.2494G>A c.(2494-2496)GCT>ACT p.A832T

Pat_11 Pre-Treatment SEC14L5 9717 37 16 5041869 5041869 Nonsense_Mutation SNP G T 4 45 c.505G>T c.(505-507)GAG>TAG p.E169*

Pat_11 Pre-Treatment ABAT 18 37 16 8839938 8839938 Missense_Mutation SNP C T 29 48 c.151C>T c.(151-153)CCA>TCA p.P51S

Pat_11 Pre-Treatment CPPED1 55313 37 16 12798586 12798586 Nonsense_Mutation SNP G A 4 205 c.610C>T c.(610-612)CAG>TAG p.Q204*

Pat_11 Pre-Treatment SMG1 23049 37 16 18849753 18849753 Nonsense_Mutation SNP G A 4 126 c.7120C>T c.(7120-7122)CGA>TGA p.R2374*

Pat_11 Pre-Treatment UMOD 7369 37 16 20360480 20360480 Missense_Mutation SNP G A 4 153 c.143C>T c.(142-144)ACG>ATG p.T48M

Pat_11 Pre-Treatment CRYM 1428 37 16 21281121 21281121 Missense_Mutation SNP G A 77 187 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_11 Pre-Treatment SCNN1B 6338 37 16 23387165 23387165 Missense_Mutation SNP T C 4 167 c.1259T>C c.(1258-1260)TTC>TCC p.F420S

Pat_11 Pre-Treatment TNRC6A 27327 37 16 24802545 24802545 Missense_Mutation SNP C T 30 78 c.2582C>T c.(2581-2583)TCA>TTA p.S861L

Pat_11 Pre-Treatment HS3ST4 9951 37 16 26147376 26147376 Missense_Mutation SNP G A 11 15 c.1178G>A c.(1177-1179)GGG>GAG p.G393E

Pat_11 Pre-Treatment SPNS1 83985 37 16 28995158 28995158 Missense_Mutation SNP C T 5 313 c.1372C>T c.(1372-1374)CGG>TGG p.R458W

Pat_11 Pre-Treatment ARMC5 79798 37 16 31473898 31473898 Missense_Mutation SNP T C 4 149 c.1030T>C c.(1030-1032)TCC>CCC p.S344P



Pat_11 Pre-Treatment SLC5A2 6524 37 16 31494546 31494546 Missense_Mutation SNP C T 5 224 c.89C>T c.(88-90)GCT>GTT p.A30V

Pat_11 Pre-Treatment C16orf78 123970 37 16 49430391 49430391 Missense_Mutation SNP G A 4 174 c.452G>A c.(451-453)CGT>CAT p.R151H

Pat_11 Pre-Treatment RBL2 5934 37 16 53493466 53493466 Missense_Mutation SNP G A 4 193 c.1283G>A c.(1282-1284)CGT>CAT p.R428H

Pat_11 Pre-Treatment RSPRY1 89970 37 16 57238904 57238904 Missense_Mutation SNP C T 3 36 c.334C>T c.(334-336)CGG>TGG p.R112W

Pat_11 Pre-Treatment PARD6A 50855 37 16 67695840 67695840 Nonsense_Mutation SNP C T 5 321 c.331C>T c.(331-333)CAG>TAG p.Q111*

Pat_11 Pre-Treatment RANBP10 57610 37 16 67762380 67762380 Missense_Mutation SNP G A 4 253 c.1387C>T c.(1387-1389)CCC>TCC p.P463S

Pat_11 Pre-Treatment TSNAXIP1 55815 37 16 67854842 67854842 Missense_Mutation SNP G A 5 368 c.86G>A c.(85-87)CGG>CAG p.R29Q

Pat_11 Pre-Treatment ZFP90 146198 37 16 68598329 68598329 Missense_Mutation SNP C T 43 51 c.1639C>T c.(1639-1641)CAC>TAC p.H547Y

Pat_11 Pre-Treatment TERF2 7014 37 16 69390830 69390830 Missense_Mutation SNP G A 4 262 c.1474C>T c.(1474-1476)CGG>TGG p.R492W

Pat_11 Pre-Treatment FUK 197258 37 16 70503208 70503208 Missense_Mutation SNP G A 6 291 c.937G>A c.(937-939)GAT>AAT p.D313N

Pat_11 Pre-Treatment FUK 197258 37 16 70513230 70513230 Missense_Mutation SNP G A 4 95 c.3077G>A c.(3076-3078)GGT>GAT p.G1026D

Pat_11 Pre-Treatment NUDT7 283927 37 16 77769734 77769734 Missense_Mutation SNP G A 96 277 c.199G>A c.(199-201)GCC>ACC p.A67T

Pat_11 Pre-Treatment KIAA1609 57707 37 16 84520585 84520585 Missense_Mutation SNP G A 4 197 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_11 Pre-Treatment KLHL36 79786 37 16 84693409 84693409 Missense_Mutation SNP C T 84 101 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_11 Pre-Treatment ANKFY1 51479 37 17 4080447 4080447 Missense_Mutation SNP C T 74 156 c.2749G>A c.(2749-2751)GGC>AGC p.G917S

Pat_11 Pre-Treatment ARRB2 409 37 17 4621942 4621942 Missense_Mutation SNP G A 6 587 c.742G>A c.(742-744)GCC>ACC p.A248T

Pat_11 Pre-Treatment DNAH2 146754 37 17 7674673 7674673 Missense_Mutation SNP G A 5 262 c.4388G>A c.(4387-4389)CGC>CAC p.R1463H

Pat_11 Pre-Treatment PER1 5187 37 17 8050861 8050861 Missense_Mutation SNP G A 4 87 c.1424C>T c.(1423-1425)GCC>GTC p.A475V

Pat_11 Pre-Treatment MYOCD 93649 37 17 12666896 12666896 Missense_Mutation SNP G A 58 91 c.2752G>A c.(2752-2754)GAT>AAT p.D918N

Pat_11 Pre-Treatment ALDH3A2 224 37 17 19575219 19575219 Missense_Mutation SNP G A 4 303 c.1393G>A c.(1393-1395)GGT>AGT p.G465S

Pat_11 Pre-Treatment SLC47A2 146802 37 17 19609972 19609972 Missense_Mutation SNP C T 4 180 c.938G>A c.(937-939)AGC>AAC p.S313N

Pat_11 Pre-Treatment CORO6 84940 37 17 27948318 27948318 Missense_Mutation SNP G A 4 193 c.122C>T c.(121-123)GCC>GTC p.A41V

Pat_11 Pre-Treatment RHBDL3 162494 37 17 30648000 30648000 Missense_Mutation SNP G A 4 205 c.967G>A c.(967-969)GTG>ATG p.V323M

Pat_11 Pre-Treatment NLE1 54475 37 17 33460253 33460253 Missense_Mutation SNP G A 5 237 c.1382C>T c.(1381-1383)GCT>GTT p.A461V

Pat_11 Pre-Treatment KRTAP4-8 728224 37 17 39253949 39253949 Missense_Mutation SNP T A 3 23 c.388A>T c.(388-390)AGC>TGC p.S130C

Pat_11 Pre-Treatment DHX8 1659 37 17 41598212 41598212 Missense_Mutation SNP A T 4 168 c.3031A>T c.(3031-3033)ATG>TTG p.M1011L

Pat_11 Pre-Treatment HDAC5 10014 37 17 42157535 42157535 Missense_Mutation SNP C T 4 219 c.2884G>A c.(2884-2886)GGG>AGG p.G962R

Pat_11 Pre-Treatment GFAP 2670 37 17 42989041 42989041 Missense_Mutation SNP G A 4 157 c.905C>T c.(904-906)ACG>ATG p.T302M

Pat_11 Pre-Treatment TTLL6 284076 37 17 46863599 46863599 Missense_Mutation SNP C T 205 519 c.1688G>A c.(1687-1689)AGA>AAA p.R563K

Pat_11 Pre-Treatment LPO 4025 37 17 56320353 56320353 Missense_Mutation SNP C T 6 343 c.13C>T c.(13-15)CTC>TTC p.L5F

Pat_11 Pre-Treatment LPO 4025 37 17 56329765 56329765 Missense_Mutation SNP G A 31 55 c.1003G>A c.(1003-1005)GAG>AAG p.E335K

Pat_11 Pre-Treatment RNF43 54894 37 17 56435851 56435851 Missense_Mutation SNP G A 4 157 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_11 Pre-Treatment 4-Sep 5414 37 17 56602494 56602494 Missense_Mutation SNP G A 5 300 c.607C>T c.(607-609)CGG>TGG p.R203W

Pat_11 Pre-Treatment USP32 84669 37 17 58303400 58303400 Missense_Mutation SNP C T 4 185 c.1432G>A c.(1432-1434)GGC>AGC p.G478S

Pat_11 Pre-Treatment CYB561 1534 37 17 61513430 61513430 Missense_Mutation SNP C T 5 289 c.286G>A c.(286-288)GTC>ATC p.V96I

Pat_11 Pre-Treatment GPR142 350383 37 17 72368438 72368438 Missense_Mutation SNP C T 51 138 c.1088C>T c.(1087-1089)ACC>ATC p.T363I

Pat_11 Pre-Treatment CASKIN2 57513 37 17 73498070 73498070 Missense_Mutation SNP C T 4 177 c.3085G>A c.(3085-3087)GAG>AAG p.E1029K

Pat_11 Pre-Treatment DNAH17 8632 37 17 76423087 76423087 Missense_Mutation SNP C T 4 34 c.3691G>A c.(3691-3693)GCC>ACC p.A1231T

Pat_11 Pre-Treatment EIF4A3 9775 37 17 78115177 78115177 Missense_Mutation SNP G A 4 137 c.313C>T c.(313-315)CGT>TGT p.R105C

Pat_11 Pre-Treatment AZI1 22994 37 17 79164742 79164742 Missense_Mutation SNP G A 5 165 c.2917C>T c.(2917-2919)CGG>TGG p.R973W

Pat_11 Pre-Treatment DCXR 51181 37 17 79994441 79994441 Missense_Mutation SNP C T 5 259 c.427G>A c.(427-429)GTA>ATA p.V143I

Pat_11 Pre-Treatment PTPRM 5797 37 18 8394603 8394603 Missense_Mutation SNP C A 22 177 c.4299C>A c.(4297-4299)GAC>GAA p.D1433E

Pat_11 Pre-Treatment PPP4R1 9989 37 18 9583194 9583194 Missense_Mutation SNP G A 28 48 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_11 Pre-Treatment CEP192 55125 37 18 13099507 13099507 Missense_Mutation SNP C T 51 127 c.6590C>T c.(6589-6591)TCC>TTC p.S2197F

Pat_11 Pre-Treatment ESCO1 114799 37 18 19154035 19154035 Missense_Mutation SNP G A 6 489 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_11 Pre-Treatment FHOD3 80206 37 18 34298520 34298520 Missense_Mutation SNP C T 4 146 c.2683C>T c.(2683-2685)CGT>TGT p.R895C

Pat_11 Pre-Treatment KIAA0427 9811 37 18 46284699 46284699 Missense_Mutation SNP G A 7 701 c.994G>A c.(994-996)GAG>AAG p.E332K



Pat_11 Pre-Treatment ST8SIA3 51046 37 18 55027323 55027323 Missense_Mutation SNP G A 19 64 c.958G>A c.(958-960)GGA>AGA p.G320R

Pat_11 Pre-Treatment SERPINB2 5055 37 18 61569770 61569770 Missense_Mutation SNP G A 57 138 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_11 Pre-Treatment CDH7 1005 37 18 63477055 63477055 Missense_Mutation SNP G A 19 51 c.326G>A c.(325-327)AGA>AAA p.R109K

Pat_11 Pre-Treatment RTTN 25914 37 18 67795690 67795690 Missense_Mutation SNP G A 4 126 c.3047C>T c.(3046-3048)CCG>CTG p.P1016L

Pat_11 Pre-Treatment TCF3 6929 37 19 1632048 1632048 Missense_Mutation SNP G A 4 90 c.287C>T c.(286-288)CCG>CTG p.P96L

Pat_11 Pre-Treatment C19orf36 113177 37 19 2097949 2097949 Missense_Mutation SNP G A 4 121 c.392G>A c.(391-393)CGC>CAC p.R131H

Pat_11 Pre-Treatment CLEC4G 339390 37 19 7794294 7794294 Missense_Mutation SNP G T 5 141 c.840C>A c.(838-840)AGC>AGA p.S280R

Pat_11 Pre-Treatment LASS4 79603 37 19 8322862 8322862 Missense_Mutation SNP C T 57 178 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_11 Pre-Treatment MUC16 94025 37 19 9045986 9045986 Missense_Mutation SNP G A 114 217 c.35645C>T c.(35644-35646)TCT>TTT p.S11882F

Pat_11 Pre-Treatment MUC16 94025 37 19 9065407 9065407 Missense_Mutation SNP T G 3 70 c.22039A>C c.(22039-22041)ACC>CCC p.T7347P

Pat_11 Pre-Treatment MUC16 94025 37 19 9066660 9066660 Missense_Mutation SNP G A 133 246 c.20786C>T c.(20785-20787)TCC>TTC p.S6929F

Pat_11 Pre-Treatment MUC16 94025 37 19 9082547 9082547 Missense_Mutation SNP C T 107 216 c.9268G>A c.(9268-9270)GAG>AAG p.E3090K

Pat_11 Pre-Treatment MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 23 50 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_11 Pre-Treatment TYK2 7297 37 19 10465279 10465279 Missense_Mutation SNP G A 4 164 c.2624C>T c.(2623-2625)GCT>GTT p.A875V

Pat_11 Pre-Treatment ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 7 199 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_11 Pre-Treatment SYCE2 256126 37 19 13029115 13029115 Missense_Mutation SNP G A 4 219 c.52C>T c.(52-54)CCG>TCG p.P18S

Pat_11 Pre-Treatment CACNA1A 773 37 19 13563820 13563820 Missense_Mutation SNP C T 31 90 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_11 Pre-Treatment ZSWIM4 65249 37 19 13939511 13939511 Missense_Mutation SNP G A 6 422 c.2081G>A c.(2080-2082)CGC>CAC p.R694H

Pat_11 Pre-Treatment CASP14 23581 37 19 15164421 15164421 Missense_Mutation SNP G A 37 101 c.156G>A c.(154-156)ATG>ATA p.M52I

Pat_11 Pre-Treatment OR1I1 126370 37 19 15197997 15197997 Nonsense_Mutation SNP G T 4 82 c.121G>T c.(121-123)GGA>TGA p.G41*

Pat_11 Pre-Treatment SLC35E1 79939 37 19 16666010 16666010 Missense_Mutation SNP C T 6 231 c.955G>A c.(955-957)GTC>ATC p.V319I

Pat_11 Pre-Treatment NWD1 284434 37 19 16860349 16860349 Missense_Mutation SNP G A 4 129 c.896G>A c.(895-897)CGC>CAC p.R299H

Pat_11 Pre-Treatment NR2F6 2063 37 19 17351518 17351518 Missense_Mutation SNP C T 7 526 c.335G>A c.(334-336)CGT>CAT p.R112H

Pat_11 Pre-Treatment NCAN 1463 37 19 19338690 19338690 Missense_Mutation SNP C T 73 182 c.2261C>T c.(2260-2262)CCG>CTG p.P754L

Pat_11 Pre-Treatment ZNF93 81931 37 19 20045355 20045355 Missense_Mutation SNP C T 6 21 c.1591C>T c.(1591-1593)CAT>TAT p.H531Y

Pat_11 Pre-Treatment ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 8 24 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_11 Pre-Treatment ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 3 36 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_11 Pre-Treatment ZNF208 7757 37 19 22156875 22156875 Missense_Mutation SNP C T 33 68 c.961G>A c.(961-963)GCC>ACC p.A321T

Pat_11 Pre-Treatment ZNF492 57615 37 19 22847625 22847625 Missense_Mutation SNP G T 6 32 c.1154G>T c.(1153-1155)AGA>ATA p.R385I

Pat_11 Pre-Treatment ZNF507 22847 37 19 32845727 32845727 Missense_Mutation SNP G A 6 168 c.1991G>A c.(1990-1992)CGA>CAA p.R664Q

Pat_11 Pre-Treatment KCTD15 79047 37 19 34302452 34302452 Missense_Mutation SNP G A 4 108 c.688G>A c.(688-690)GTA>ATA p.V230I

Pat_11 Pre-Treatment ZNF420 147923 37 19 37619781 37619781 Missense_Mutation SNP C T 8 33 c.1888C>T c.(1888-1890)CTT>TTT p.L630F

Pat_11 Pre-Treatment SIPA1L3 23094 37 19 38631876 38631876 Missense_Mutation SNP G A 53 137 c.3196G>A c.(3196-3198)GAA>AAA p.E1066K

Pat_11 Pre-Treatment RYR1 6261 37 19 39008205 39008205 Missense_Mutation SNP G A 46 70 c.9892G>A c.(9892-9894)GCC>ACC p.A3298T

Pat_11 Pre-Treatment ZFP36 7538 37 19 39899302 39899302 Missense_Mutation SNP G A 4 122 c.944G>A c.(943-945)CGA>CAA p.R315Q

Pat_11 Pre-Treatment CYP2S1 29785 37 19 41704744 41704744 Missense_Mutation SNP C T 4 168 c.785C>T c.(784-786)TCG>TTG p.S262L

Pat_11 Pre-Treatment TMEM145 284339 37 19 42827873 42827873 Missense_Mutation SNP G A 5 323 c.1333G>A c.(1333-1335)GTG>ATG p.V445M

Pat_11 Pre-Treatment RTN2 6253 37 19 45997954 45997954 Missense_Mutation SNP G A 4 194 c.389C>T c.(388-390)GCG>GTG p.A130V

Pat_11 Pre-Treatment SYMPK 8189 37 19 46319222 46319222 Missense_Mutation SNP G A 3 34 c.3574C>T c.(3574-3576)CGG>TGG p.R1192W

Pat_11 Pre-Treatment CCDC9 26093 37 19 47767873 47767873 Missense_Mutation SNP G T 3 31 c.476G>T c.(475-477)CGG>CTG p.R159L

Pat_11 Pre-Treatment NLRP4 147945 37 19 56382227 56382227 Missense_Mutation SNP G A 46 122 c.2389G>A c.(2389-2391)GAA>AAA p.E797K

Pat_11 Pre-Treatment ASAP2 8853 37 2 9475268 9475268 Missense_Mutation SNP G A 4 163 c.809G>A c.(808-810)CGA>CAA p.R270Q

Pat_11 Pre-Treatment GREB1 9687 37 2 11777890 11777890 Missense_Mutation SNP C T 77 197 c.5395C>T c.(5395-5397)CCG>TCG p.P1799S

Pat_11 Pre-Treatment KCNS3 3790 37 2 18112978 18112978 Missense_Mutation SNP G A 5 297 c.703G>A c.(703-705)GGG>AGG p.G235R

Pat_11 Pre-Treatment PUM2 23369 37 2 20453619 20453619 Missense_Mutation SNP C A 4 247 c.3027G>T c.(3025-3027)ATG>ATT p.M1009I

Pat_11 Pre-Treatment HS1BP3 64342 37 2 20840820 20840820 Missense_Mutation SNP C T 131 297 c.319G>A c.(319-321)GAG>AAG p.E107K

Pat_11 Pre-Treatment APOB 338 37 2 21232284 21232284 Missense_Mutation SNP C T 35 76 c.7456G>A c.(7456-7458)GAC>AAC p.D2486N



Pat_11 Pre-Treatment POMC 5443 37 2 25384581 25384581 Missense_Mutation SNP G A 3 33 c.173C>T c.(172-174)ACT>ATT p.T58I

Pat_11 Pre-Treatment NRBP1 29959 37 2 27658073 27658073 Missense_Mutation SNP G A 5 274 c.640G>A c.(640-642)GGA>AGA p.G214R

Pat_11 Pre-Treatment CCDC121 79635 37 2 27850624 27850624 Missense_Mutation SNP G A 5 316 c.43C>T c.(43-45)CGG>TGG p.R15W

Pat_11 Pre-Treatment LBH 81606 37 2 30480434 30480434 Nonsense_Mutation SNP G T 31 63 c.265G>T c.(265-267)GAG>TAG p.E89*

Pat_11 Pre-Treatment NLRC4 58484 37 2 32477568 32477568 Missense_Mutation SNP T C 4 174 c.182A>G c.(181-183)AAG>AGG p.K61R

Pat_11 Pre-Treatment LTBP1 4052 37 2 33468797 33468797 Nonsense_Mutation SNP C T 54 137 c.1945C>T c.(1945-1947)CGA>TGA p.R649*

Pat_11 Pre-Treatment RASGRP3 25780 37 2 33745717 33745717 Missense_Mutation SNP G A 44 146 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_11 Pre-Treatment SFRS7 6432 37 2 38972328 38972328 Missense_Mutation SNP G A 4 180 c.664C>T c.(664-666)CGT>TGT p.R222C

Pat_11 Pre-Treatment DHX57 90957 37 2 39088696 39088696 Missense_Mutation SNP G A 14 72 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_11 Pre-Treatment RAB11FIP5 26056 37 2 73315325 73315325 Missense_Mutation SNP C T 4 259 c.1421G>A c.(1420-1422)CGG>CAG p.R474Q

Pat_11 Pre-Treatment REG3G 130120 37 2 79254993 79254993 Missense_Mutation SNP G T 5 188 c.394G>T c.(394-396)GCA>TCA p.A132S

Pat_11 Pre-Treatment STARD7 56910 37 2 96858130 96858130 Missense_Mutation SNP G A 4 273 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_11 Pre-Treatment SNRNP200 23020 37 2 96948966 96948966 Missense_Mutation SNP G A 4 229 c.4888C>T c.(4888-4890)CGC>TGC p.R1630C

Pat_11 Pre-Treatment SEMA4C 54910 37 2 97526382 97526382 Missense_Mutation SNP G A 43 141 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_11 Pre-Treatment ZAP70 7535 37 2 98349771 98349771 Missense_Mutation SNP C T 22 66 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_11 Pre-Treatment CHST10 9486 37 2 101014417 101014417 Missense_Mutation SNP G A 57 138 c.380C>T c.(379-381)CCC>CTC p.P127L

Pat_11 Pre-Treatment CKAP2L 150468 37 2 113514118 113514118 Missense_Mutation SNP G A 4 176 c.830C>T c.(829-831)ACG>ATG p.T277M

Pat_11 Pre-Treatment SLC35F5 80255 37 2 114500394 114500394 Missense_Mutation SNP G C 42 90 c.625C>G c.(625-627)CAT>GAT p.H209D

Pat_11 Pre-Treatment GLI2 2736 37 2 121747302 121747302 Missense_Mutation SNP G A 4 160 c.3812G>A c.(3811-3813)AGC>AAC p.S1271N

Pat_11 Pre-Treatment KIF5C 3800 37 2 149853804 149853804 Missense_Mutation SNP G A 32 66 c.2050G>A c.(2050-2052)GAT>AAT p.D684N

Pat_11 Pre-Treatment NEB 4703 37 2 152388337 152388337 Missense_Mutation SNP C T 4 53 c.16388G>A c.(16387-16389)CGT>CAT p.R5463H

Pat_11 Pre-Treatment GALNT13 114805 37 2 155099313 155099313 Missense_Mutation SNP G A 15 59 c.581G>A c.(580-582)CGA>CAA p.R194Q

Pat_11 Pre-Treatment DPP4 1803 37 2 162890087 162890087 Missense_Mutation SNP G A 44 116 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_11 Pre-Treatment MYO3B 140469 37 2 171070963 171070963 Missense_Mutation SNP G A 56 155 c.396G>A c.(394-396)ATG>ATA p.M132I

Pat_11 Pre-Treatment TLK1 9874 37 2 171974268 171974268 Missense_Mutation SNP C T 4 311 c.239G>A c.(238-240)AGT>AAT p.S80N

Pat_11 Pre-Treatment HOXD12 3238 37 2 176964663 176964663 Missense_Mutation SNP C T 16 47 c.134C>T c.(133-135)CCG>CTG p.P45L

Pat_11 Pre-Treatment ANKRD44 91526 37 2 197990134 197990134 Missense_Mutation SNP C T 4 185 c.521G>A c.(520-522)CGG>CAG p.R174Q

Pat_11 Pre-Treatment PLCL1 5334 37 2 198949130 198949130 Missense_Mutation SNP C T 4 227 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_11 Pre-Treatment GPBAR1 151306 37 2 219127739 219127739 Missense_Mutation SNP T C 3 112 c.292T>C c.(292-294)TCC>CCC p.S98P

Pat_11 Pre-Treatment PLCD4 84812 37 2 219499237 219499237 Missense_Mutation SNP C T 4 170 c.1780C>T c.(1780-1782)CGC>TGC p.R594C

Pat_11 Pre-Treatment PTPRN 5798 37 2 220161969 220161970 Missense_Mutation DNP CC TT 37 109 .2073_2074GG>AA071-2076)ACGGGA>ACAA p.G692R

Pat_11 Pre-Treatment SLC4A3 6508 37 2 220502499 220502499 Missense_Mutation SNP G A 4 202 c.2732G>A c.(2731-2733)CGC>CAC p.R911H

Pat_11 Pre-Treatment SPHKAP 80309 37 2 228882842 228882842 Missense_Mutation SNP G A 5 290 c.2728C>T c.(2728-2730)CTT>TTT p.L910F

Pat_11 Pre-Treatment TRIP12 9320 37 2 230664071 230664071 Nonsense_Mutation SNP G A 4 175 c.3010C>T c.(3010-3012)CGA>TGA p.R1004*

Pat_11 Pre-Treatment C2orf57 165100 37 2 232457897 232457897 Nonsense_Mutation SNP C T 64 155 c.235C>T c.(235-237)CAG>TAG p.Q79*

Pat_11 Pre-Treatment FARP2 9855 37 2 242380731 242380731 Missense_Mutation SNP C T 56 154 c.1171C>T c.(1171-1173)CCC>TCC p.P391S

Pat_11 Pre-Treatment TGM3 7053 37 20 2308864 2308864 Missense_Mutation SNP G A 4 266 c.1186G>A c.(1186-1188)GAC>AAC p.D396N

Pat_11 Pre-Treatment TGM6 343641 37 20 2381057 2381057 Missense_Mutation SNP G A 4 248 c.956G>A c.(955-957)CGG>CAG p.R319Q

Pat_11 Pre-Treatment VSX1 30813 37 20 25056997 25056997 Missense_Mutation SNP C T 4 108 c.998G>A c.(997-999)CGG>CAG p.R333Q

Pat_11 Pre-Treatment NINL 22981 37 20 25434259 25434259 Missense_Mutation SNP G A 57 126 c.3977C>T c.(3976-3978)TCC>TTC p.S1326F

Pat_11 Pre-Treatment FRG1B 284802 37 20 29625905 29625905 Missense_Mutation SNP T C 3 105 c.59T>C c.(58-60)CTT>CCT p.L20P

Pat_11 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 10 291 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_11 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 10 292 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_11 Pre-Treatment DEFB123 245936 37 20 30028545 30028545 Missense_Mutation SNP C T 134 312 c.44C>T c.(43-45)TCC>TTC p.S15F

Pat_11 Pre-Treatment DNMT3B 1789 37 20 31386388 31386388 Missense_Mutation SNP G A 4 95 c.1613G>A c.(1612-1614)CGC>CAC p.R538H

Pat_11 Pre-Treatment EDEM2 55741 37 20 33722668 33722668 Missense_Mutation SNP G A 4 177 c.575C>T c.(574-576)ACG>ATG p.T192M

Pat_11 Pre-Treatment TOP1 7150 37 20 39741459 39741459 Missense_Mutation SNP G A 4 115 c.1346G>A c.(1345-1347)CGG>CAG p.R449Q



Pat_11 Pre-Treatment C20orf111 51526 37 20 42826062 42826062 Missense_Mutation SNP G A 4 204 c.509C>T c.(508-510)ACC>ATC p.T170I

Pat_11 Pre-Treatment PABPC1L 80336 37 20 43559150 43559150 Missense_Mutation SNP C T 215 423 c.1022C>T c.(1021-1023)TCC>TTC p.S341F

Pat_11 Pre-Treatment SPATA2 9825 37 20 48524979 48524979 Missense_Mutation SNP G A 4 134 c.49C>T c.(49-51)CGG>TGG p.R17W

Pat_11 Pre-Treatment ZFP64 55734 37 20 50769739 50769739 Missense_Mutation SNP C T 5 218 c.992G>A c.(991-993)CGG>CAG p.R331Q

Pat_11 Pre-Treatment ZBTB46 140685 37 20 62422079 62422079 Missense_Mutation SNP G A 4 120 c.32C>T c.(31-33)ACG>ATG p.T11M

Pat_11 Pre-Treatment LIPI 149998 37 21 15535788 15535788 Missense_Mutation SNP G A 25 65 c.1021C>T c.(1021-1023)CTT>TTT p.L341F

Pat_11 Pre-Treatment BACH1 571 37 21 30693752 30693752 Missense_Mutation SNP G A 5 324 c.151G>A c.(151-153)GTG>ATG p.V51M

Pat_11 Pre-Treatment GRIK1 2897 37 21 30953811 30953811 Missense_Mutation SNP C T 4 190 c.1846G>A c.(1846-1848)GTG>ATG p.V616M

Pat_11 Pre-Treatment PDE9A 5152 37 21 44181005 44181005 Missense_Mutation SNP G A 4 124 c.1073G>A c.(1072-1074)GGC>GAC p.G358D

Pat_11 Pre-Treatment CBS 875 37 21 44492171 44492171 Missense_Mutation SNP G A 4 193 c.133C>T c.(133-135)CGG>TGG p.R45W

Pat_11 Pre-Treatment C21orf56 84221 37 21 47588239 47588239 Missense_Mutation SNP C T 4 104 c.527G>A c.(526-528)AGG>AAG p.R176K

Pat_11 Pre-Treatment POTEH 23784 37 22 16287488 16287488 Missense_Mutation SNP C T 7 350 c.398G>A c.(397-399)AGC>AAC p.S133N

Pat_11 Pre-Treatment TSSK2 23617 37 22 19119966 19119966 Nonsense_Mutation SNP G T 6 205 c.1054G>T c.(1054-1056)GAG>TAG p.E352*

Pat_11 Pre-Treatment RTN4R 65078 37 22 20229989 20229989 Missense_Mutation SNP G A 4 214 c.667C>T c.(667-669)CGT>TGT p.R223C

Pat_11 Pre-Treatment SLC7A4 6545 37 22 21386095 21386095 Missense_Mutation SNP G A 4 116 c.7C>T c.(7-9)CGG>TGG p.R3W

Pat_11 Pre-Treatment NF2 4771 37 22 30074207 30074207 Missense_Mutation SNP C T 4 230 c.1469C>T c.(1468-1470)CCG>CTG p.P490L

Pat_11 Pre-Treatment OSBP2 23762 37 22 31285598 31285599 Missense_Mutation DNP GG AA 61 179 .1598_1599GG>AAc.(1597-1599)CGG>CAA p.R533Q

Pat_11 Pre-Treatment PIK3IP1 113791 37 22 31686951 31686951 Missense_Mutation SNP C T 19 46 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_11 Pre-Treatment C22orf33 339669 37 22 37398027 37398027 Nonsense_Mutation SNP G A 18 39 c.340C>T c.(340-342)CAG>TAG p.Q114*

Pat_11 Pre-Treatment GGA1 26088 37 22 38028092 38028092 Missense_Mutation SNP G A 4 157 c.1618G>A c.(1618-1620)GTG>ATG p.V540M

Pat_11 Pre-Treatment GTPBP1 9567 37 22 39104928 39104928 Missense_Mutation SNP G A 4 247 c.271G>A c.(271-273)GGA>AGA p.G91R

Pat_11 Pre-Treatment CBX7 23492 37 22 39534694 39534694 Nonsense_Mutation SNP G A 4 210 c.193C>T c.(193-195)CGA>TGA p.R65*

Pat_11 Pre-Treatment TNRC6B 23112 37 22 40708530 40708530 Nonsense_Mutation SNP G A 18 61 c.4457G>A c.(4456-4458)TGG>TAG p.W1486*

Pat_11 Pre-Treatment MKL1 57591 37 22 40827438 40827438 Missense_Mutation SNP G A 198 475 c.110C>T c.(109-111)TCG>TTG p.S37L

Pat_11 Pre-Treatment POLDIP3 84271 37 22 42999126 42999126 Missense_Mutation SNP C A 91 267 c.100G>T c.(100-102)GTT>TTT p.V34F

Pat_11 Pre-Treatment SCUBE1 80274 37 22 43614435 43614435 Nonsense_Mutation SNP G A 5 193 c.1717C>T c.(1717-1719)CGA>TGA p.R573*

Pat_11 Pre-Treatment C22orf26 55267 37 22 46449739 46449739 Missense_Mutation SNP G A 3 15 c.235C>T c.(235-237)CTC>TTC p.L79F

Pat_11 Pre-Treatment TTLL8 164714 37 22 50469033 50469033 Missense_Mutation SNP G A 3 42 c.2029C>T c.(2029-2031)CTC>TTC p.L677F

Pat_11 Pre-Treatment IL5RA 3568 37 3 3146593 3146593 Missense_Mutation SNP C T 20 84 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_11 Pre-Treatment SETD5 55209 37 3 9476073 9476073 Missense_Mutation SNP G A 4 92 c.233G>A c.(232-234)TGT>TAT p.C78Y

Pat_11 Pre-Treatment ATP2B2 491 37 3 10391870 10391870 Missense_Mutation SNP C T 66 135 c.2330G>A c.(2329-2331)CGA>CAA p.R777Q

Pat_11 Pre-Treatment NUP210 23225 37 3 13364899 13364899 Missense_Mutation SNP G A 4 226 c.4678C>T c.(4678-4680)CGT>TGT p.R1560C

Pat_11 Pre-Treatment XPC 7508 37 3 14190138 14190138 Missense_Mutation SNP C T 4 202 c.2344G>A c.(2344-2346)GTG>ATG p.V782M

Pat_11 Pre-Treatment FGD5 152273 37 3 14949183 14949183 Missense_Mutation SNP G A 4 204 c.3301G>A c.(3301-3303)GTC>ATC p.V1101I

Pat_11 Pre-Treatment GADL1 339896 37 3 30880557 30880557 Missense_Mutation SNP C T 59 116 c.835G>A c.(835-837)GGA>AGA p.G279R

Pat_11 Pre-Treatment MYD88 4615 37 3 38181482 38181483 Missense_Mutation DNP CC TT 13 28 c.495_496CC>TT 493-498)GACCCC>GATTC p.P166S

Pat_11 Pre-Treatment TRAK1 22906 37 3 42242402 42242402 Missense_Mutation SNP C T 180 350 c.1283C>T c.(1282-1284)TCC>TTC p.S428F

Pat_11 Pre-Treatment CCDC13 152206 37 3 42794147 42794147 Missense_Mutation SNP G A 5 150 c.433C>T c.(433-435)CGG>TGG p.R145W

Pat_11 Pre-Treatment XCR1 2829 37 3 46063010 46063010 Missense_Mutation SNP G A 3 29 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_11 Pre-Treatment PTPN23 25930 37 3 47446526 47446526 Missense_Mutation SNP C A 4 213 c.319C>A c.(319-321)CAT>AAT p.H107N

Pat_11 Pre-Treatment CSPG5 10675 37 3 47610605 47610605 Missense_Mutation SNP G A 14 23 c.1495C>T c.(1495-1497)CCC>TCC p.P499S

Pat_11 Pre-Treatment BSN 8927 37 3 49695090 49695090 Missense_Mutation SNP G A 4 209 c.8101G>A c.(8101-8103)GTC>ATC p.V2701I

Pat_11 Pre-Treatment DNAH1 25981 37 3 52406387 52406387 Missense_Mutation SNP A G 4 161 c.6811A>G c.(6811-6813)AGC>GGC p.S2271G

Pat_11 Pre-Treatment DNAH1 25981 37 3 52417438 52417438 Missense_Mutation SNP G A 4 91 c.7978G>A c.(7978-7980)GTC>ATC p.V2660I

Pat_11 Pre-Treatment NEK4 6787 37 3 52745882 52745882 Missense_Mutation SNP G A 4 142 c.2437C>T c.(2437-2439)CGT>TGT p.R813C

Pat_11 Pre-Treatment PRKCD 5580 37 3 53213714 53213714 Missense_Mutation SNP G T 3 22 c.237G>T c.(235-237)GAG>GAT p.E79D

Pat_11 Pre-Treatment ROBO2 6092 37 3 77089988 77089988 Missense_Mutation SNP C G 42 104 c.52C>G c.(52-54)CGG>GGG p.R18G



Pat_11 Pre-Treatment C3orf38 285237 37 3 88205268 88205268 Missense_Mutation SNP C T 20 48 c.473C>T c.(472-474)CCT>CTT p.P158L

Pat_11 Pre-Treatment EPHA6 285220 37 3 96706810 96706810 Missense_Mutation SNP T G 28 44 c.1087T>G c.(1087-1089)TAT>GAT p.Y363D

Pat_11 Pre-Treatment MORC1 27136 37 3 108813812 108813812 Missense_Mutation SNP G A 9 11 c.527C>T c.(526-528)CCA>CTA p.P176L

Pat_11 Pre-Treatment BOC 91653 37 3 113002341 113002341 Missense_Mutation SNP C T 5 189 c.2515C>T c.(2515-2517)CGG>TGG p.R839W

Pat_11 Pre-Treatment ZBTB20 26137 37 3 114070639 114070639 Missense_Mutation SNP C T 4 165 c.286G>A c.(286-288)GAG>AAG p.E96K

Pat_11 Pre-Treatment C3orf1 51300 37 3 119222428 119222428 Missense_Mutation SNP G A 4 68 c.410G>A c.(409-411)CGC>CAC p.R137H

Pat_11 Pre-Treatment ESYT3 83850 37 3 138183346 138183346 Missense_Mutation SNP G A 70 115 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_11 Pre-Treatment PLOD2 5352 37 3 145789204 145789204 Missense_Mutation SNP G A 4 138 c.1792C>T c.(1792-1794)CGT>TGT p.R598C

Pat_11 Pre-Treatment AGTR1 185 37 3 148458956 148458956 Missense_Mutation SNP G A 27 76 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Pre-Treatment CP 1356 37 3 148919931 148919931 Nonsense_Mutation SNP G A 4 96 c.1306C>T c.(1306-1308)CGA>TGA p.R436*

Pat_11 Pre-Treatment CP 1356 37 3 148939500 148939500 Missense_Mutation SNP C T 28 34 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_11 Pre-Treatment ZBBX 79740 37 3 167000053 167000053 Missense_Mutation SNP C T 5 19 c.2110G>A c.(2110-2112)GAA>AAA p.E704K

Pat_11 Pre-Treatment PHC3 80012 37 3 169820640 169820640 Missense_Mutation SNP G A 4 88 c.2515C>T c.(2515-2517)CGT>TGT p.R839C

Pat_11 Pre-Treatment SLC2A2 6514 37 3 170723136 170723136 Nonsense_Mutation SNP G A 5 210 c.901C>T c.(901-903)CGA>TGA p.R301*

Pat_11 Pre-Treatment EIF2B5 8893 37 3 183861316 183861316 Missense_Mutation SNP C T 4 196 c.1832C>T c.(1831-1833)CCG>CTG p.P611L

Pat_11 Pre-Treatment ABCF3 55324 37 3 183906156 183906156 Missense_Mutation SNP G A 5 488 c.797G>A c.(796-798)CGG>CAG p.R266Q

Pat_11 Pre-Treatment TP63 8626 37 3 189455576 189455576 Missense_Mutation SNP G A 4 106 c.110G>A c.(109-111)CGA>CAA p.R37Q

Pat_11 Pre-Treatment ATP13A5 344905 37 3 193081090 193081090 Missense_Mutation SNP C T 21 65 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_11 Pre-Treatment LSG1 55341 37 3 194365433 194365433 Missense_Mutation SNP C T 4 45 c.1666G>A c.(1666-1668)GTA>ATA p.V556I

Pat_11 Pre-Treatment MUC4 4585 37 3 195509171 195509171 Missense_Mutation SNP G A 4 5 c.8896C>T c.(8896-8898)CTT>TTT p.L2966F

Pat_11 Pre-Treatment ZNF721 170960 37 4 435649 435649 Missense_Mutation SNP T G 7 55 c.2607A>C c.(2605-2607)GAA>GAC p.E869D

Pat_11 Pre-Treatment ZNF721 170960 37 4 436992 436992 Missense_Mutation SNP G C 28 53 c.1264C>G c.(1264-1266)CGT>GGT p.R422G

Pat_11 Pre-Treatment ZBTB49 166793 37 4 4314795 4314795 Missense_Mutation SNP C T 4 175 c.1330C>T c.(1330-1332)CGG>TGG p.R444W

Pat_11 Pre-Treatment CC2D2A 57545 37 4 15552594 15552594 Missense_Mutation SNP G A 4 155 c.2329G>A c.(2329-2331)GTT>ATT p.V777I

Pat_11 Pre-Treatment SLIT2 9353 37 4 20530703 20530703 Missense_Mutation SNP C T 44 113 c.1594C>T c.(1594-1596)CCC>TCC p.P532S

Pat_11 Pre-Treatment GPR125 166647 37 4 22425818 22425818 Missense_Mutation SNP G A 11 27 c.1601C>T c.(1600-1602)TCA>TTA p.S534L

Pat_11 Pre-Treatment NSUN7 79730 37 4 40810375 40810375 Missense_Mutation SNP G A 62 156 c.1576G>A c.(1576-1578)GCC>ACC p.A526T

Pat_11 Pre-Treatment NMU 10874 37 4 56496606 56496606 Missense_Mutation SNP C T 42 77 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Pre-Treatment UGT2B15 7366 37 4 69513083 69513083 Missense_Mutation SNP C T 22 65 c.1332G>A c.(1330-1332)ATG>ATA p.M444I

Pat_11 Pre-Treatment UGT2B10 7365 37 4 69693137 69693137 Missense_Mutation SNP C T 31 110 c.1178C>T c.(1177-1179)CCA>CTA p.P393L

Pat_11 Pre-Treatment RUFY3 22902 37 4 71629283 71629283 Missense_Mutation SNP C T 11 28 c.367C>T c.(367-369)CTC>TTC p.L123F

Pat_11 Pre-Treatment ALB 213 37 4 74275124 74275124 Missense_Mutation SNP C T 27 59 c.535C>T c.(535-537)CTT>TTT p.L179F

Pat_11 Pre-Treatment CCDC158 339965 37 4 77278541 77278541 Missense_Mutation SNP C T 14 26 c.2159G>A c.(2158-2160)GGA>GAA p.G720E

Pat_11 Pre-Treatment BMP2K 55589 37 4 79832429 79832429 Missense_Mutation SNP C A 4 57 c.2728C>A c.(2728-2730)CAA>AAA p.Q910K

Pat_11 Pre-Treatment AGXT2L1 64850 37 4 109670491 109670491 Missense_Mutation SNP C T 47 105 c.830G>A c.(829-831)GGA>GAA p.G277E

Pat_11 Pre-Treatment EGF 1950 37 4 110890251 110890251 Missense_Mutation SNP G A 5 241 c.1700G>A c.(1699-1701)CGT>CAT p.R567H

Pat_11 Pre-Treatment NDST4 64579 37 4 115769417 115769417 Missense_Mutation SNP C T 22 51 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_11 Pre-Treatment FAT4 79633 37 4 126241411 126241411 Missense_Mutation SNP C T 46 110 c.3845C>T c.(3844-3846)TCC>TTC p.S1282F

Pat_11 Pre-Treatment FAT4 79633 37 4 126367659 126367659 Missense_Mutation SNP C T 55 135 c.7405C>T c.(7405-7407)CAC>TAC p.H2469Y

Pat_11 Pre-Treatment FAT4 79633 37 4 126411926 126411926 Missense_Mutation SNP C T 15 59 c.13949C>T c.(13948-13950)TCA>TTA p.S4650L

Pat_11 Pre-Treatment PET112L 5188 37 4 152637172 152637172 Missense_Mutation SNP G A 4 151 c.752C>T c.(751-753)GCG>GTG p.A251V

Pat_11 Pre-Treatment FHDC1 85462 37 4 153896764 153896764 Missense_Mutation SNP C T 5 274 c.2321C>T c.(2320-2322)TCG>TTG p.S774L

Pat_11 Pre-Treatment CLCN3 1182 37 4 170610226 170610226 Missense_Mutation SNP G A 4 275 c.451G>A c.(451-453)GAT>AAT p.D151N

Pat_11 Pre-Treatment ODZ3 55714 37 4 183609435 183609435 Missense_Mutation SNP G A 4 119 c.2152G>A c.(2152-2154)GAG>AAG p.E718K

Pat_11 Pre-Treatment CYP4V2 285440 37 4 187115720 187115720 Missense_Mutation SNP T C 66 203 c.281T>C c.(280-282)GTC>GCC p.V94A

Pat_11 Pre-Treatment NSUN2 54888 37 5 6616948 6616948 Missense_Mutation SNP G T 4 206 c.913C>A c.(913-915)CGC>AGC p.R305S

Pat_11 Pre-Treatment FASTKD3 79072 37 5 7867769 7867769 Missense_Mutation SNP T C 3 50 c.428A>G c.(427-429)AAG>AGG p.K143R



Pat_11 Pre-Treatment PRDM9 56979 37 5 23527220 23527220 Missense_Mutation SNP T C 6 41 c.2023T>C c.(2023-2025)TGG>CGG p.W675R

Pat_11 Pre-Treatment PRDM9 56979 37 5 23527251 23527251 Missense_Mutation SNP C G 6 45 c.2054C>G c.(2053-2055)ACA>AGA p.T685R

Pat_11 Pre-Treatment SLC1A3 6507 37 5 36608694 36608694 Missense_Mutation SNP G A 4 226 c.169G>A c.(169-171)GCT>ACT p.A57T

Pat_11 Pre-Treatment PELO 53918 37 5 52097642 52097642 Missense_Mutation SNP C A 4 66 c.1126C>A c.(1126-1128)CAA>AAA p.Q376K

Pat_11 Pre-Treatment CMYA5 202333 37 5 79030152 79030152 Missense_Mutation SNP C T 17 25 c.5564C>T c.(5563-5565)TCA>TTA p.S1855L

Pat_11 Pre-Treatment RASGRF2 5924 37 5 80369205 80369205 Missense_Mutation SNP G A 4 89 c.821G>A c.(820-822)CGT>CAT p.R274H

Pat_11 Pre-Treatment KIF20A 10112 37 5 137517403 137517403 Missense_Mutation SNP T C 3 111 c.361T>C c.(361-363)TTC>CTC p.F121L

Pat_11 Pre-Treatment PCDHA4 56144 37 5 140188055 140188055 Missense_Mutation SNP G A 194 169 c.1283G>A c.(1282-1284)CGA>CAA p.R428Q

Pat_11 Pre-Treatment PCDHA13 56136 37 5 140264174 140264174 Missense_Mutation SNP C T 32 30 c.2321C>T c.(2320-2322)CCC>CTC p.P774L

Pat_11 Pre-Treatment ARHGAP26 23092 37 5 142513638 142513638 Missense_Mutation SNP C T 4 215 c.1805C>T c.(1804-1806)ACG>ATG p.T602M

Pat_11 Pre-Treatment TCOF1 6949 37 5 149749166 149749166 Splice_Site SNP G A 4 104 c.639_splice c.e6+1 p.E213_splice

Pat_11 Pre-Treatment CCDC69 26112 37 5 150581166 150581166 Missense_Mutation SNP C T 31 60 c.208G>A c.(208-210)GAA>AAA p.E70K

Pat_11 Pre-Treatment NIPAL4 348938 37 5 156899891 156899891 Missense_Mutation SNP G A 4 78 c.1324G>A c.(1324-1326)GTC>ATC p.V442I

Pat_11 Pre-Treatment DOCK2 1794 37 5 169506124 169506124 Missense_Mutation SNP G A 3 31 c.5140G>A c.(5140-5142)GCA>ACA p.A1714T

Pat_11 Pre-Treatment RIPK1 8737 37 6 3106280 3106280 Missense_Mutation SNP C A 4 144 c.1571C>A c.(1570-1572)CCA>CAA p.P524Q

Pat_11 Pre-Treatment RREB1 6239 37 6 7231562 7231562 Missense_Mutation SNP C T 50 170 c.3230C>T c.(3229-3231)TCG>TTG p.S1077L

Pat_11 Pre-Treatment OR2J2 26707 37 6 29142121 29142122 Nonsense_Mutation DNP AA TG 84 101 c.709_710AA>TG c.(709-711)AAA>TGA p.K237*

Pat_11 Pre-Treatment GTF2H4 2968 37 6 30877741 30877741 Missense_Mutation SNP G A 5 317 c.275G>A c.(274-276)GGC>GAC p.G92D

Pat_11 Pre-Treatment BAT5 7920 37 6 31658381 31658381 Splice_Site SNP T A 5 182 c.844_splice c.e10-1 p.V282_splice

Pat_11 Pre-Treatment VARS 7407 37 6 31753059 31753060 Missense_Mutation DNP GG AA 50 114 c.1310_1311CC>TT c.(1309-1311)TCC>TTT p.S437F

Pat_11 Pre-Treatment TNXB 7148 37 6 32029197 32029197 Missense_Mutation SNP G A 7 506 c.7469C>T c.(7468-7470)CCG>CTG p.P2490L

Pat_11 Pre-Treatment CYP39A1 51302 37 6 46609950 46609950 Missense_Mutation SNP G A 9 37 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_11 Pre-Treatment GPR111 222611 37 6 47649202 47649202 Missense_Mutation SNP G A 27 55 c.907G>A c.(907-909)GGA>AGA p.G303R

Pat_11 Pre-Treatment KHDRBS2 202559 37 6 62604676 62604676 Missense_Mutation SNP C T 16 56 c.674G>A c.(673-675)GGA>GAA p.G225E

Pat_11 Pre-Treatment FAM135A 57579 37 6 71235250 71235250 Missense_Mutation SNP T G 9 31 c.2463T>G c.(2461-2463)AAT>AAG p.N821K

Pat_11 Pre-Treatment COL12A1 1303 37 6 75812336 75812336 Missense_Mutation SNP C T 21 52 c.8392G>A c.(8392-8394)GGA>AGA p.G2798R

Pat_11 Pre-Treatment DOPEY1 23033 37 6 83823141 83823141 Splice_Site SNP G A 4 100 c.780_splice c.e7+1 p.Q260_splice

Pat_11 Pre-Treatment PRDM13 59336 37 6 100054917 100054917 Missense_Mutation SNP G A 3 36 c.7G>A c.(7-9)GGA>AGA p.G3R

Pat_11 Pre-Treatment ROS1 6098 37 6 117746814 117746814 Missense_Mutation SNP C A 28 130 c.6G>T c.(4-6)AAG>AAT p.K2N

Pat_11 Pre-Treatment THEMIS 387357 37 6 128134491 128134491 Missense_Mutation SNP C T 48 72 c.1295G>A c.(1294-1296)GGA>GAA p.G432E

Pat_11 Pre-Treatment GPR126 57211 37 6 142718806 142718806 Missense_Mutation SNP G A 14 29 c.1481G>A c.(1480-1482)GGA>GAA p.G494E

Pat_11 Pre-Treatment ULBP1 80329 37 6 150290274 150290274 Missense_Mutation SNP G A 4 232 c.403G>A c.(403-405)GGC>AGC p.G135S

Pat_11 Pre-Treatment OPRM1 4988 37 6 154412237 154412237 Missense_Mutation SNP G A 4 179 c.794G>A c.(793-795)CGC>CAC p.R265H

Pat_11 Pre-Treatment TIAM2 26230 37 6 155577870 155577870 Missense_Mutation SNP A G 4 238 c.4721A>G c.(4720-4722)GAC>GGC p.D1574G

Pat_11 Pre-Treatment EZR 7430 37 6 159187971 159187971 Missense_Mutation SNP C T 6 459 c.1736G>A c.(1735-1737)CGC>CAC p.R579H

Pat_11 Pre-Treatment TCP1 6950 37 6 160202027 160202027 Missense_Mutation SNP C A 5 180 c.913G>T c.(913-915)GCT>TCT p.A305S

Pat_11 Pre-Treatment TTLL2 83887 37 6 167754638 167754638 Nonsense_Mutation SNP T A 4 76 c.1250T>A c.(1249-1251)TTA>TAA p.L417*

Pat_11 Pre-Treatment MLLT4 4301 37 6 168303044 168303044 Missense_Mutation SNP G A 44 138 c.1625G>A c.(1624-1626)GGG>GAG p.G542E

Pat_11 Pre-Treatment SUN1 23353 37 7 897553 897553 Missense_Mutation SNP G A 6 508 c.1483G>A c.(1483-1485)GTG>ATG p.V495M

Pat_11 Pre-Treatment MICALL2 79778 37 7 1482008 1482008 Missense_Mutation SNP G A 102 366 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_11 Pre-Treatment FOXK1 221937 37 7 4798977 4798977 Missense_Mutation SNP G A 4 142 c.1447G>A c.(1447-1449)GTG>ATG p.V483M

Pat_11 Pre-Treatment USP42 84132 37 7 6194258 6194258 Missense_Mutation SNP C T 4 84 c.3073C>T c.(3073-3075)CGG>TGG p.R1025W

Pat_11 Pre-Treatment PDE1C 5137 37 7 31876841 31876841 Missense_Mutation SNP G A 4 173 c.1156C>T c.(1156-1158)CTC>TTC p.L386F

Pat_11 Pre-Treatment ZMIZ2 83637 37 7 44805829 44805829 Missense_Mutation SNP C T 143 128 c.2309C>T c.(2308-2310)ACC>ATC p.T770I

Pat_11 Pre-Treatment ABCA13 154664 37 7 48563857 48563858 Missense_Mutation DNP CT TC 5 33 14065_14066CT>Tc.(14065-14067)CTC>TCC p.L4689S

Pat_11 Pre-Treatment PHKG1 5260 37 7 56151087 56151087 Missense_Mutation SNP A G 124 143 c.431T>C c.(430-432)CTC>CCC p.L144P

Pat_11 Pre-Treatment RHBDD2 57414 37 7 75511410 75511410 Missense_Mutation SNP G C 4 165 c.442G>C c.(442-444)GTC>CTC p.V148L



Pat_11 Pre-Treatment PCLO 27445 37 7 82508726 82508726 Missense_Mutation SNP A C 7 26 c.13581T>G c.(13579-13581)AGT>AGG p.S4527R

Pat_11 Pre-Treatment PTCD1 26024 37 7 99032496 99032496 Missense_Mutation SNP G A 8 592 c.370C>T c.(370-372)CCG>TCG p.P124S

Pat_11 Pre-Treatment GAL3ST4 79690 37 7 99764196 99764196 Missense_Mutation SNP G A 5 308 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_11 Pre-Treatment C7orf51 222950 37 7 100086437 100086437 Missense_Mutation SNP G A 57 65 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_11 Pre-Treatment PRKRIP1 79706 37 7 102038134 102038134 Missense_Mutation SNP G A 7 479 c.194G>A c.(193-195)CGA>CAA p.R65Q

Pat_11 Pre-Treatment SLC26A4 5172 37 7 107336394 107336394 Missense_Mutation SNP C T 6 441 c.1454C>T c.(1453-1455)ACG>ATG p.T485M

Pat_11 Pre-Treatment LAMB4 22798 37 7 107671373 107671373 Nonsense_Mutation SNP G A 4 237 c.4870C>T c.(4870-4872)CGA>TGA p.R1624*

Pat_11 Pre-Treatment MET 4233 37 7 116435940 116435940 Splice_Site SNP G A 49 77 c.3936_splice c.e21-1 p.L1312_splice

Pat_11 Pre-Treatment GRM8 2918 37 7 126173209 126173209 Missense_Mutation SNP C T 13 59 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_11 Pre-Treatment NRF1 4899 37 7 129330250 129330250 Missense_Mutation SNP G A 6 455 c.470G>A c.(469-471)CGT>CAT p.R157H

Pat_11 Pre-Treatment PLXNA4 91584 37 7 131910920 131910920 Missense_Mutation SNP G A 6 634 c.1982C>T c.(1981-1983)TCG>TTG p.S661L

Pat_11 Pre-Treatment AKR1B10 57016 37 7 134216768 134216768 Missense_Mutation SNP G A 65 407 c.343G>A c.(343-345)GGA>AGA p.G115R

Pat_11 Pre-Treatment CNOT4 4850 37 7 135078712 135078712 Missense_Mutation SNP G A 4 239 c.1585C>T c.(1585-1587)CCG>TCG p.P529S

Pat_11 Pre-Treatment ARHGEF5 7984 37 7 144077039 144077039 Missense_Mutation SNP C T 106 535 c.4684C>T c.(4684-4686)CCT>TCT p.P1562S

Pat_11 Pre-Treatment KRBA1 84626 37 7 149418501 149418501 Missense_Mutation SNP G A 4 296 c.341G>A c.(340-342)CGA>CAA p.R114Q

Pat_11 Pre-Treatment SSPO 23145 37 7 149475923 149475923 Missense_Mutation SNP G A 5 235 c.889G>A c.(889-891)GTC>ATC p.V297I

Pat_11 Pre-Treatment GIMAP6 474344 37 7 150325195 150325195 Missense_Mutation SNP C T 276 229 c.491G>A c.(490-492)CGG>CAG p.R164Q

Pat_11 Pre-Treatment ACCN3 9311 37 7 150749528 150749528 Missense_Mutation SNP G A 5 303 c.1484G>A c.(1483-1485)CGA>CAA p.R495Q

Pat_11 Pre-Treatment C8orf58 541565 37 8 22459276 22459276 Missense_Mutation SNP C T 14 171 c.568C>T c.(568-570)CGC>TGC p.R190C

Pat_11 Pre-Treatment C8orf80 389643 37 8 27884505 27884505 Missense_Mutation SNP C T 102 237 c.2219G>A c.(2218-2220)GGG>GAG p.G740E

Pat_11 Pre-Treatment ADAM18 8749 37 8 39468096 39468096 Missense_Mutation SNP A C 3 33 c.393A>C c.(391-393)GAA>GAC p.E131D

Pat_11 Pre-Treatment RP1 6101 37 8 55540286 55540286 Missense_Mutation SNP C T 66 140 c.3844C>T c.(3844-3846)CCT>TCT p.P1282S

Pat_11 Pre-Treatment CYP7A1 1581 37 8 59405037 59405037 Missense_Mutation SNP G A 4 137 c.1090C>T c.(1090-1092)CGG>TGG p.R364W

Pat_11 Pre-Treatment C8orf34 116328 37 8 69358598 69358598 Nonsense_Mutation SNP T A 3 25 c.252T>A c.(250-252)TAT>TAA p.Y84*

Pat_11 Pre-Treatment PTDSS1 9791 37 8 97321795 97321795 Missense_Mutation SNP G A 4 178 c.1018G>A c.(1018-1020)GCT>ACT p.A340T

Pat_11 Pre-Treatment TRHR 7201 37 8 110100070 110100070 Missense_Mutation SNP A T 31 59 c.329A>T c.(328-330)AAT>ATT p.N110I

Pat_11 Pre-Treatment MTBP 27085 37 8 121518998 121518998 Missense_Mutation SNP C T 31 65 c.1780C>T c.(1780-1782)CCT>TCT p.P594S

Pat_11 Pre-Treatment PHF20L1 51105 37 8 133858100 133858100 Missense_Mutation SNP C T 4 65 c.2986C>T c.(2986-2988)CGC>TGC p.R996C

Pat_11 Pre-Treatment GPR172A 79581 37 8 145583036 145583036 Missense_Mutation SNP A G 4 45 c.83A>G c.(82-84)AAT>AGT p.N28S

Pat_11 Pre-Treatment RECQL4 9401 37 8 145738862 145738862 Missense_Mutation SNP G A 4 128 c.2203C>T c.(2203-2205)CGT>TGT p.R735C

Pat_11 Pre-Treatment IFNA8 3445 37 9 21409416 21409416 Missense_Mutation SNP C T 57 62 c.241C>T c.(241-243)CAT>TAT p.H81Y

Pat_11 Pre-Treatment C9orf71 169693 37 9 71152338 71152338 Missense_Mutation SNP T C 3 62 c.350A>G c.(349-351)GAG>GGG p.E117G

Pat_11 Pre-Treatment GNA14 9630 37 9 80043926 80043926 Missense_Mutation SNP G A 5 309 c.620C>T c.(619-621)TCG>TTG p.S207L

Pat_11 Pre-Treatment PHF2 5253 37 9 96436019 96436019 Missense_Mutation SNP G A 4 106 c.2501G>A c.(2500-2502)GGG>GAG p.G834E

Pat_11 Pre-Treatment TBC1D2 55357 37 9 100971098 100971098 Missense_Mutation SNP G A 4 145 c.2002C>T c.(2002-2004)CGC>TGC p.R668C

Pat_11 Pre-Treatment HSDL2 84263 37 9 115216443 115216443 Splice_Site SNP G A 4 108 c.1015_splice c.e9+1 p.G339_splice

Pat_11 Pre-Treatment COL27A1 85301 37 9 116930263 116930263 Missense_Mutation SNP G A 4 101 c.428G>A c.(427-429)CGC>CAC p.R143H

Pat_11 Pre-Treatment C5 727 37 9 123779710 123779710 Nonsense_Mutation SNP C T 3 55 c.1796G>A c.(1795-1797)TGG>TAG p.W599*

Pat_11 Pre-Treatment GOLGA2 2801 37 9 131022758 131022758 Missense_Mutation SNP C T 4 83 c.1663G>A c.(1663-1665)GGA>AGA p.G555R

Pat_11 Pre-Treatment SEC16A 9919 37 9 139372043 139372043 Missense_Mutation SNP G A 3 27 c.25C>T c.(25-27)CCG>TCG p.P9S

Pat_11 Pre-Treatment RNF208 727800 37 9 140115264 140115264 Missense_Mutation SNP G A 3 29 c.401C>T c.(400-402)TCG>TTG p.S134L

Pat_11 Pre-Treatment ZNF645 158506 37 X 22291533 22291533 Missense_Mutation SNP G A 29 13 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_11 Pre-Treatment KLHL15 80311 37 X 24006340 24006340 Missense_Mutation SNP C T 4 82 c.1513G>A c.(1513-1515)GAA>AAA p.E505K

Pat_11 Pre-Treatment MAGEB6 158809 37 X 26212382 26212382 Missense_Mutation SNP A G 5 71 c.419A>G c.(418-420)CAT>CGT p.H140R

Pat_11 Pre-Treatment MAGEB6 158809 37 X 26212388 26212388 Missense_Mutation SNP T C 5 73 c.425T>C c.(424-426)GTC>GCC p.V142A

Pat_11 Pre-Treatment RBM10 8241 37 X 47035968 47035968 Missense_Mutation SNP G A 4 110 c.646G>A c.(646-648)GAC>AAC p.D216N

Pat_11 Pre-Treatment CLCN5 1184 37 X 49853407 49853407 Missense_Mutation SNP G A 4 191 c.1400G>A c.(1399-1401)CGA>CAA p.R467Q



Pat_11 Pre-Treatment SMC1A 8243 37 X 53409199 53409199 Missense_Mutation SNP C T 4 101 c.3391G>A c.(3391-3393)GGG>AGG p.G1131R

Pat_11 Pre-Treatment NLGN3 54413 37 X 70375180 70375180 Missense_Mutation SNP G A 4 145 c.694G>A c.(694-696)GTC>ATC p.V232I

Pat_11 Pre-Treatment KIAA2022 340533 37 X 73960071 73960071 Missense_Mutation SNP C T 44 30 c.4321G>A c.(4321-4323)GGA>AGA p.G1441R

Pat_11 Pre-Treatment BEX4 56271 37 X 102471145 102471145 Missense_Mutation SNP G A 3 26 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_11 Pre-Treatment ALG13 79868 37 X 110951568 110951568 Nonsense_Mutation SNP C T 6 168 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_11 Pre-Treatment KLHL13 90293 37 X 117043419 117043419 Missense_Mutation SNP C T 19 16 c.1211G>A c.(1210-1212)GGA>GAA p.G404E

Pat_11 Pre-Treatment ODZ1 10178 37 X 123695521 123695521 Missense_Mutation SNP C T 4 145 c.2434G>A c.(2434-2436)GAT>AAT p.D812N

Pat_11 Pre-Treatment OCRL 4952 37 X 128691316 128691316 Missense_Mutation SNP C T 50 34 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_11 Pre-Treatment FMR1 2332 37 X 147024735 147024735 Missense_Mutation SNP C A 4 174 c.1360C>A c.(1360-1362)CGT>AGT p.R454S

Pat_11 Pre-Treatment MAGEA12 4111 37 X 151900637 151900637 Missense_Mutation SNP G A 4 123 c.164C>T c.(163-165)GCT>GTT p.A55V

Pat_11 Pre-Treatment PCDH11Y 83259 37 Y 4925057 4925057 Missense_Mutation SNP G A 19 19 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_11 Pre-Treatment PRKY 5616 37 Y 7172061 7172061 Missense_Mutation SNP G A 4 114 c.250G>A c.(250-252)GAC>AAC p.D84N

Pat_11 Post-Resistance TNFRSF4 7293 37 1 1148443 1148443 Missense_Mutation SNP G A 4 139 c.299C>T c.(298-300)ACG>ATG p.T100M

Pat_11 Post-Resistance PEX14 5195 37 1 10689972 10689972 Missense_Mutation SNP T G 72 104 c.1062T>G c.(1060-1062)GAT>GAG p.D354E

Pat_11 Post-Resistance HSPG2 3339 37 1 22160328 22160328 Missense_Mutation SNP G A 3 44 c.10811C>T c.(10810-10812)CCT>CTT p.P3604L

Pat_11 Post-Resistance HSPG2 3339 37 1 22174273 22174273 Missense_Mutation SNP T G 39 52 c.7934A>C c.(7933-7935)CAG>CCG p.Q2645P

Pat_11 Post-Resistance LCK 3932 37 1 32740659 32740659 Missense_Mutation SNP G A 96 225 c.253G>A c.(253-255)GGG>AGG p.G85R

Pat_11 Post-Resistance EPHA10 284656 37 1 38185610 38185610 Missense_Mutation SNP G A 4 199 c.2533C>T c.(2533-2535)CGG>TGG p.R845W

Pat_11 Post-Resistance NFYC 4802 37 1 41218859 41218859 Nonsense_Mutation SNP C T 68 160 c.328C>T c.(328-330)CAG>TAG p.Q110*

Pat_11 Post-Resistance PCSK9 255738 37 1 55509558 55509558 Missense_Mutation SNP G A 44 116 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_11 Post-Resistance HFM1 164045 37 1 91781722 91781723 Missense_Mutation DNP GG AA 47 131 c.2917_2918CC>TTc.(2917-2919)CCC>TTC p.P973F

Pat_11 Post-Resistance DPYD 1806 37 1 98058782 98058782 Missense_Mutation SNP G A 119 238 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_11 Post-Resistance ATP5F1 515 37 1 111996918 111996918 Missense_Mutation SNP C T 169 282 c.163C>T c.(163-165)CGT>TGT p.R55C

Pat_11 Post-Resistance SYCP1 6847 37 1 115455721 115455721 Missense_Mutation SNP G A 132 205 c.1597G>A c.(1597-1599)GAA>AAA p.E533K

Pat_11 Post-Resistance SPAG17 200162 37 1 118598455 118598455 Missense_Mutation SNP C T 71 118 c.2623G>A c.(2623-2625)GAG>AAG p.E875K

Pat_11 Post-Resistance HSD3B2 3284 37 1 119985517 119985517 Missense_Mutation SNP C G 71 93 c.324C>G c.(322-324)ATC>ATG p.I108M

Pat_11 Post-Resistance NBPF10 100132406 37 1 145360574 145360574 Missense_Mutation SNP G C 4 52 c.9424G>C c.(9424-9426)GAT>CAT p.D3142H

Pat_11 Post-Resistance NBPF10 100132406 37 1 146398425 146398425 Missense_Mutation SNP C A 7 455 c.1224C>A c.(1222-1224)GAC>GAA p.D408E

Pat_11 Post-Resistance RPTN 126638 37 1 152128479 152128479 Missense_Mutation SNP G A 512 456 c.1096C>T c.(1096-1098)CAC>TAC p.H366Y

Pat_11 Post-Resistance NUP210L 91181 37 1 153991444 153991444 Missense_Mutation SNP G A 123 414 c.4618C>T c.(4618-4620)CAT>TAT p.H1540Y

Pat_11 Post-Resistance TNN 63923 37 1 175067731 175067731 Missense_Mutation SNP G A 81 143 c.2119G>A c.(2119-2121)GAC>AAC p.D707N

Pat_11 Post-Resistance ASTN1 460 37 1 176983946 176983946 Missense_Mutation SNP C T 375 536 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_11 Post-Resistance CAPN2 824 37 1 223958170 223958170 Missense_Mutation SNP G A 4 223 c.1846G>A c.(1846-1848)GTT>ATT p.V616I

Pat_11 Post-Resistance JMJD4 65094 37 1 227921686 227921686 Missense_Mutation SNP G A 78 133 c.614C>T c.(613-615)TCC>TTC p.S205F

Pat_11 Post-Resistance OR2G3 81469 37 1 247769014 247769014 Missense_Mutation SNP T G 34 744 c.127T>G c.(127-129)TTC>GTC p.F43V

Pat_11 Post-Resistance OR2M5 127059 37 1 248309108 248309108 Missense_Mutation SNP G A 294 549 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_11 Post-Resistance ITIH2 3698 37 10 7791188 7791188 Missense_Mutation SNP G A 9 463 c.2732G>A c.(2731-2733)GGA>GAA p.G911E

Pat_11 Post-Resistance PTEN 5728 37 10 89692902 89692902 Missense_Mutation SNP G A 275 149 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_11 Post-Resistance PIPSL 266971 37 10 95718629 95718629 Missense_Mutation SNP C T 4 135 c.2525G>A c.(2524-2526)GGC>GAC p.G842D

Pat_11 Post-Resistance BLNK 29760 37 10 97969643 97969643 Missense_Mutation SNP C T 298 164 c.697G>A c.(697-699)GAA>AAA p.E233K

Pat_11 Post-Resistance C10orf12 26148 37 10 98744038 98744038 Missense_Mutation SNP G A 4 278 c.2891G>A c.(2890-2892)AGT>AAT p.S964N

Pat_11 Post-Resistance SLIT1 6585 37 10 98924646 98924647 Missense_Mutation DNP CC TT 172 87 c.198_199GG>AA(196-201)CTGGAA>CTAAA p.E67K

Pat_11 Post-Resistance PPRC1 23082 37 10 103901161 103901161 Missense_Mutation SNP C T 82 71 c.2896C>T c.(2896-2898)CCT>TCT p.P966S

Pat_11 Post-Resistance RPL13AP6 644511 37 10 112696673 112696673 Missense_Mutation SNP A G 4 64 c.319T>C c.(319-321)TGC>CGC p.C107R

Pat_11 Post-Resistance ATRNL1 26033 37 10 117226706 117226706 Missense_Mutation SNP C T 71 41 c.3440C>T c.(3439-3441)TCA>TTA p.S1147L

Pat_11 Post-Resistance ANO9 338440 37 11 431763 431763 Missense_Mutation SNP T C 4 159 c.470A>G c.(469-471)GAG>GGG p.E157G

Pat_11 Post-Resistance OR52B4 143496 37 11 4388924 4388924 Missense_Mutation SNP C A 73 148 c.602G>T c.(601-603)GGG>GTG p.G201V



Pat_11 Post-Resistance OR10A3 26496 37 11 7960409 7960409 Missense_Mutation SNP C G 5 268 c.659G>C c.(658-660)CGA>CCA p.R220P

Pat_11 Post-Resistance BDNF 627 37 11 27679663 27679663 Missense_Mutation SNP G A 276 380 c.449C>T c.(448-450)GCG>GTG p.A150V

Pat_11 Post-Resistance MADD 8567 37 11 47303960 47303960 Missense_Mutation SNP G A 4 295 c.1498G>A c.(1498-1500)GCC>ACC p.A500T

Pat_11 Post-Resistance OR4C6 219432 37 11 55432767 55432767 Missense_Mutation SNP T C 249 401 c.125T>C c.(124-126)CTT>CCT p.L42P

Pat_11 Post-Resistance AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 15 843 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_11 Post-Resistance TMEM179B 374395 37 11 62557149 62557149 Missense_Mutation SNP G A 6 412 c.496G>A c.(496-498)GAA>AAA p.E166K

Pat_11 Post-Resistance SHANK2 22941 37 11 70332923 70332923 Missense_Mutation SNP C T 82 207 c.3475G>A c.(3475-3477)GGT>AGT p.G1159S

Pat_11 Post-Resistance MMP12 4321 37 11 102738092 102738092 Missense_Mutation SNP G A 29 39 c.820C>T c.(820-822)CCT>TCT p.P274S

Pat_11 Post-Resistance DSCAML1 57453 37 11 117309688 117309688 Nonsense_Mutation SNP G A 4 108 c.4336C>T c.(4336-4338)CAG>TAG p.Q1446*

Pat_11 Post-Resistance CXCR5 643 37 11 118764833 118764833 Missense_Mutation SNP C T 4 220 c.580C>T c.(580-582)CAT>TAT p.H194Y

Pat_11 Post-Resistance BCL9L 283149 37 11 118773151 118773151 Missense_Mutation SNP G A 26 53 c.1301C>T c.(1300-1302)CCC>CTC p.P434L

Pat_11 Post-Resistance PATE2 399967 37 11 125647312 125647312 Missense_Mutation SNP G A 95 169 c.307C>T c.(307-309)CAT>TAT p.H103Y

Pat_11 Post-Resistance NFRKB 4798 37 11 129739745 129739745 Missense_Mutation SNP G A 52 81 c.3175C>T c.(3175-3177)CGC>TGC p.R1059C

Pat_11 Post-Resistance CCDC77 84318 37 12 518560 518560 Missense_Mutation SNP C T 4 300 c.11C>T c.(10-12)ACC>ATC p.T4I

Pat_11 Post-Resistance GSG1 83445 37 12 13240841 13240841 Missense_Mutation SNP C T 48 79 c.634G>A c.(634-636)GGT>AGT p.G212S

Pat_11 Post-Resistance ADAMTS20 80070 37 12 43824179 43824179 Missense_Mutation SNP T A 14 194 c.3357A>T c.(3355-3357)GAA>GAT p.E1119D

Pat_11 Post-Resistance ADAMTS20 80070 37 12 43826148 43826148 Missense_Mutation SNP C T 79 160 c.3055G>A c.(3055-3057)GAA>AAA p.E1019K

Pat_11 Post-Resistance ANO6 196527 37 12 45795629 45795629 Missense_Mutation SNP G A 122 228 c.1438G>A c.(1438-1440)GTG>ATG p.V480M

Pat_11 Post-Resistance ITGB7 3695 37 12 53594156 53594156 Missense_Mutation SNP C A 93 136 c.72G>T c.(70-72)AAG>AAT p.K24N

Pat_11 Post-Resistance NEUROD4 58158 37 12 55420311 55420311 Missense_Mutation SNP G A 63 108 c.88G>A c.(88-90)GAG>AAG p.E30K

Pat_11 Post-Resistance OR9K2 441639 37 12 55524145 55524145 Missense_Mutation SNP C T 123 176 c.593C>T c.(592-594)GCT>GTT p.A198V

Pat_11 Post-Resistance OR6C65 403282 37 12 55794361 55794361 Missense_Mutation SNP G A 43 81 c.49G>A c.(49-51)GAT>AAT p.D17N

Pat_11 Post-Resistance CAPS2 84698 37 12 75676125 75676126 Missense_Mutation DNP GG AA 157 362 c.1574_1575CC>TTc.(1573-1575)GCC>GTT p.A525V

Pat_11 Post-Resistance USP44 84101 37 12 95922687 95922687 Missense_Mutation SNP C T 61 91 c.1520G>A c.(1519-1521)GGA>GAA p.G507E

Pat_11 Post-Resistance C12orf63 374467 37 12 97057618 97057618 Missense_Mutation SNP G A 84 171 c.746G>A c.(745-747)CGA>CAA p.R249Q

Pat_11 Post-Resistance SLC17A8 246213 37 12 100813881 100813881 Nonsense_Mutation SNP G T 31 82 c.1714G>T c.(1714-1716)GAG>TAG p.E572*

Pat_11 Post-Resistance STAB2 55576 37 12 104049352 104049352 Missense_Mutation SNP C T 120 198 c.1727C>T c.(1726-1728)TCT>TTT p.S576F

Pat_11 Post-Resistance BTBD11 121551 37 12 107937863 107937863 Missense_Mutation SNP G A 58 142 c.1437G>A c.(1435-1437)ATG>ATA p.M479I

Pat_11 Post-Resistance MED13L 23389 37 12 116440889 116440889 Missense_Mutation SNP G A 4 295 c.2488C>T c.(2488-2490)CGC>TGC p.R830C

Pat_11 Post-Resistance DNAH10 196385 37 12 124265681 124265681 Missense_Mutation SNP G A 5 449 c.493G>A c.(493-495)GTC>ATC p.V165I

Pat_11 Post-Resistance STARD13 90627 37 13 33692262 33692263 Missense_Mutation DNP CC TT 202 144 .2220_2221GG>AA218-2223)CGGGAC>CGAA p.D741N

Pat_11 Post-Resistance TRPC4 7223 37 13 38211429 38211429 Missense_Mutation SNP G A 160 133 c.2545C>T c.(2545-2547)CAT>TAT p.H849Y

Pat_11 Post-Resistance FREM2 341640 37 13 39338481 39338481 Nonsense_Mutation SNP G A 72 257 c.5304G>A c.(5302-5304)TGG>TGA p.W1768*

Pat_11 Post-Resistance NUFIP1 26747 37 13 45523884 45523884 Missense_Mutation SNP G A 5 594 c.1111C>T c.(1111-1113)CTT>TTT p.L371F

Pat_11 Post-Resistance FAM155A 728215 37 13 108518718 108518718 Missense_Mutation SNP T C 4 240 c.227A>G c.(226-228)CAG>CGG p.Q76R

Pat_11 Post-Resistance ATP11A 23250 37 13 113470511 113470511 Missense_Mutation SNP G A 5 252 c.556G>A c.(556-558)GAA>AAA p.E186K

Pat_11 Post-Resistance C14orf126 112487 37 14 31926599 31926599 Missense_Mutation SNP T C 6 21 c.1A>G c.(1-3)ATG>GTG p.M1V

Pat_11 Post-Resistance FERMT2 10979 37 14 53386014 53386014 Missense_Mutation SNP A G 195 309 c.218T>C c.(217-219)CTG>CCG p.L73P

Pat_11 Post-Resistance SIPA1L1 26037 37 14 72055973 72055973 Missense_Mutation SNP G A 4 256 c.1384G>A c.(1384-1386)GTA>ATA p.V462I

Pat_11 Post-Resistance SERPINA13 388007 37 14 95108015 95108015 Missense_Mutation SNP G A 75 86 c.532G>A c.(532-534)GAT>AAT p.D178N

Pat_11 Post-Resistance INF2 64423 37 14 105181082 105181082 Missense_Mutation SNP G A 14 25 c.3583G>A c.(3583-3585)GAG>AAG p.E1195K

Pat_11 Post-Resistance TRPM1 4308 37 15 31354879 31354879 Missense_Mutation SNP T C 5 217 c.926A>G c.(925-927)CAG>CGG p.Q309R

Pat_11 Post-Resistance JMJD7-PLA2G4B 8681 37 15 42140051 42140051 Missense_Mutation SNP C T 25 42 c.2339C>T c.(2338-2340)CCC>CTC p.P780L

Pat_11 Post-Resistance TTBK2 146057 37 15 43038408 43038408 Missense_Mutation SNP A G 3 123 c.3320T>C c.(3319-3321)CTT>CCT p.L1107P

Pat_11 Post-Resistance DENND4A 10260 37 15 66021549 66021549 Missense_Mutation SNP G A 13 19 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_11 Post-Resistance LRRC49 54839 37 15 71305234 71305234 Missense_Mutation SNP C T 144 284 c.1685C>T c.(1684-1686)TCC>TTC p.S562F

Pat_11 Post-Resistance MYO9A 4649 37 15 72193624 72193624 Missense_Mutation SNP G A 4 170 c.3058C>T c.(3058-3060)CTC>TTC p.L1020F



Pat_11 Post-Resistance ISLR 3671 37 15 74467617 74467617 Missense_Mutation SNP G A 99 169 c.418G>A c.(418-420)GAC>AAC p.D140N

Pat_11 Post-Resistance SH3GL3 6457 37 15 84257417 84257417 Missense_Mutation SNP A G 65 94 c.732A>G c.(730-732)ATA>ATG p.I244M

Pat_11 Post-Resistance ACAN 176 37 15 89382124 89382124 Nonsense_Mutation SNP C T 234 337 c.301C>T c.(301-303)CAG>TAG p.Q101*

Pat_11 Post-Resistance CACNA1H 8912 37 16 1254407 1254407 Missense_Mutation SNP G A 71 143 c.2400G>A c.(2398-2400)ATG>ATA p.M800I

Pat_11 Post-Resistance CACNA1H 8912 37 16 1270521 1270521 Missense_Mutation SNP C T 24 72 c.6589C>T c.(6589-6591)CCT>TCT p.P2197S

Pat_11 Post-Resistance PKD1 5310 37 16 2153595 2153595 Missense_Mutation SNP G T 76 169 c.8463C>A c.(8461-8463)GAC>GAA p.D2821E

Pat_11 Post-Resistance SRRM2 23524 37 16 2816762 2816762 Missense_Mutation SNP G A 5 383 c.6233G>A c.(6232-6234)CGT>CAT p.R2078H

Pat_11 Post-Resistance CORO7 79585 37 16 4408068 4408068 Missense_Mutation SNP C T 73 119 c.2494G>A c.(2494-2496)GCT>ACT p.A832T

Pat_11 Post-Resistance ABAT 18 37 16 8839938 8839938 Missense_Mutation SNP C T 56 115 c.151C>T c.(151-153)CCA>TCA p.P51S

Pat_11 Post-Resistance ABAT 18 37 16 8844395 8844395 Missense_Mutation SNP A G 5 598 c.315A>G c.(313-315)ATA>ATG p.I105M

Pat_11 Post-Resistance SMG1 23049 37 16 18937330 18937330 Missense_Mutation SNP T C 3 67 c.34A>G c.(34-36)AGC>GGC p.S12G

Pat_11 Post-Resistance CRYM 1428 37 16 21281121 21281121 Missense_Mutation SNP G A 164 295 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_11 Post-Resistance TNRC6A 27327 37 16 24802545 24802545 Missense_Mutation SNP C T 82 127 c.2582C>T c.(2581-2583)TCA>TTA p.S861L

Pat_11 Post-Resistance HS3ST4 9951 37 16 26147376 26147376 Missense_Mutation SNP G A 20 49 c.1178G>A c.(1177-1179)GGG>GAG p.G393E

Pat_11 Post-Resistance TUFM 7284 37 16 28854424 28854424 Missense_Mutation SNP G A 4 283 c.1240C>T c.(1240-1242)CGG>TGG p.R414W

Pat_11 Post-Resistance BCL7C 9274 37 16 30905235 30905235 Missense_Mutation SNP G A 5 249 c.31C>T c.(31-33)CGG>TGG p.R11W

Pat_11 Post-Resistance SLC5A2 6524 37 16 31498937 31498937 Missense_Mutation SNP G A 5 337 c.742G>A c.(742-744)GTG>ATG p.V248M

Pat_11 Post-Resistance SLC9A5 6553 37 16 67293737 67293737 Missense_Mutation SNP G A 6 288 c.1730G>A c.(1729-1731)AGT>AAT p.S577N

Pat_11 Post-Resistance TSNAXIP1 55815 37 16 67860079 67860079 Missense_Mutation SNP G A 5 191 c.1007G>A c.(1006-1008)CGC>CAC p.R336H

Pat_11 Post-Resistance PSKH1 5681 37 16 67943268 67943268 Missense_Mutation SNP G A 4 197 c.616G>A c.(616-618)GTC>ATC p.V206I

Pat_11 Post-Resistance CTRL 1506 37 16 67964841 67964841 Missense_Mutation SNP G A 5 289 c.218C>T c.(217-219)GCT>GTT p.A73V

Pat_11 Post-Resistance ZFP90 146198 37 16 68598329 68598329 Missense_Mutation SNP C T 131 132 c.1639C>T c.(1639-1641)CAC>TAC p.H547Y

Pat_11 Post-Resistance NUDT7 283927 37 16 77769734 77769734 Missense_Mutation SNP G A 237 532 c.199G>A c.(199-201)GCC>ACC p.A67T

Pat_11 Post-Resistance KLHL36 79786 37 16 84693409 84693409 Missense_Mutation SNP C T 203 182 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_11 Post-Resistance ANKFY1 51479 37 17 4080447 4080447 Missense_Mutation SNP C T 139 208 c.2749G>A c.(2749-2751)GGC>AGC p.G917S

Pat_11 Post-Resistance ALOX12 239 37 17 6902081 6902081 Missense_Mutation SNP G A 4 200 c.467G>A c.(466-468)CGT>CAT p.R156H

Pat_11 Post-Resistance MYOCD 93649 37 17 12666896 12666896 Missense_Mutation SNP G A 116 163 c.2752G>A c.(2752-2754)GAT>AAT p.D918N

Pat_11 Post-Resistance KRTAP4-8 728224 37 17 39254021 39254021 Missense_Mutation SNP C T 5 203 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_11 Post-Resistance KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 11 92 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_11 Post-Resistance TTLL6 284076 37 17 46863599 46863599 Missense_Mutation SNP C T 331 590 c.1688G>A c.(1687-1689)AGA>AAA p.R563K

Pat_11 Post-Resistance LPO 4025 37 17 56329765 56329765 Missense_Mutation SNP G A 59 87 c.1003G>A c.(1003-1005)GAG>AAG p.E335K

Pat_11 Post-Resistance BPTF 2186 37 17 65822287 65822287 Missense_Mutation SNP C G 3 40 c.447C>G c.(445-447)GAC>GAG p.D149E

Pat_11 Post-Resistance GPR142 350383 37 17 72368438 72368438 Missense_Mutation SNP C T 122 196 c.1088C>T c.(1087-1089)ACC>ATC p.T363I

Pat_11 Post-Resistance PPP4R1 9989 37 18 9583194 9583194 Missense_Mutation SNP G A 102 153 c.839C>T c.(838-840)TCA>TTA p.S280L

Pat_11 Post-Resistance CEP192 55125 37 18 13099507 13099507 Missense_Mutation SNP C T 142 331 c.6590C>T c.(6589-6591)TCC>TTC p.S2197F

Pat_11 Post-Resistance ST8SIA3 51046 37 18 55027323 55027323 Missense_Mutation SNP G A 83 131 c.958G>A c.(958-960)GGA>AGA p.G320R

Pat_11 Post-Resistance SERPINB2 5055 37 18 61569770 61569770 Missense_Mutation SNP G A 154 289 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_11 Post-Resistance CDH7 1005 37 18 63477055 63477055 Missense_Mutation SNP G A 85 114 c.326G>A c.(325-327)AGA>AAA p.R109K

Pat_11 Post-Resistance RTTN 25914 37 18 67781759 67781759 Missense_Mutation SNP G A 5 466 c.3605C>T c.(3604-3606)GCT>GTT p.A1202V

Pat_11 Post-Resistance PNPLA6 10908 37 19 7619494 7619494 Missense_Mutation SNP G A 5 343 c.2549G>A c.(2548-2550)CGT>CAT p.R850H

Pat_11 Post-Resistance LASS4 79603 37 19 8322862 8322862 Missense_Mutation SNP C T 129 304 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_11 Post-Resistance MUC16 94025 37 19 9045986 9045986 Missense_Mutation SNP G A 175 317 c.35645C>T c.(35644-35646)TCT>TTT p.S11882F

Pat_11 Post-Resistance MUC16 94025 37 19 9066660 9066660 Missense_Mutation SNP G A 284 503 c.20786C>T c.(20785-20787)TCC>TTC p.S6929F

Pat_11 Post-Resistance MUC16 94025 37 19 9082547 9082547 Missense_Mutation SNP C T 254 371 c.9268G>A c.(9268-9270)GAG>AAG p.E3090K

Pat_11 Post-Resistance MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 37 91 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_11 Post-Resistance COL5A3 50509 37 19 10112244 10112244 Missense_Mutation SNP G A 4 286 c.1066C>T c.(1066-1068)CGG>TGG p.R356W

Pat_11 Post-Resistance CACNA1A 773 37 19 13563820 13563820 Missense_Mutation SNP C T 80 157 c.409G>A c.(409-411)GAA>AAA p.E137K



Pat_11 Post-Resistance CASP14 23581 37 19 15164421 15164421 Missense_Mutation SNP G A 95 216 c.156G>A c.(154-156)ATG>ATA p.M52I

Pat_11 Post-Resistance ILVBL 10994 37 19 15234224 15234224 Missense_Mutation SNP G A 4 236 c.299C>T c.(298-300)ACG>ATG p.T100M

Pat_11 Post-Resistance NCAN 1463 37 19 19338690 19338690 Missense_Mutation SNP C T 106 172 c.2261C>T c.(2260-2262)CCG>CTG p.P754L

Pat_11 Post-Resistance ZNF93 81931 37 19 20045355 20045355 Missense_Mutation SNP C T 37 105 c.1591C>T c.(1591-1593)CAT>TAT p.H531Y

Pat_11 Post-Resistance ZNF43 7594 37 19 21991505 21991505 Missense_Mutation SNP T A 5 314 c.1334A>T c.(1333-1335)AAC>ATC p.N445I

Pat_11 Post-Resistance ZNF208 7757 37 19 22156875 22156875 Missense_Mutation SNP C T 132 182 c.961G>A c.(961-963)GCC>ACC p.A321T

Pat_11 Post-Resistance ZNF420 147923 37 19 37619781 37619781 Missense_Mutation SNP C T 57 99 c.1888C>T c.(1888-1890)CTT>TTT p.L630F

Pat_11 Post-Resistance SIPA1L3 23094 37 19 38631876 38631876 Missense_Mutation SNP G A 129 222 c.3196G>A c.(3196-3198)GAA>AAA p.E1066K

Pat_11 Post-Resistance RYR1 6261 37 19 39008205 39008205 Missense_Mutation SNP G A 70 119 c.9892G>A c.(9892-9894)GCC>ACC p.A3298T

Pat_11 Post-Resistance LGALS7B 653499 37 19 39281435 39281435 Missense_Mutation SNP G A 27 71 c.202G>A c.(202-204)GGC>AGC p.G68S

Pat_11 Post-Resistance CD3EAP 10849 37 19 45912107 45912107 Missense_Mutation SNP A G 5 289 c.881A>G c.(880-882)AAG>AGG p.K294R

Pat_11 Post-Resistance ZNF836 162962 37 19 52659224 52659224 Missense_Mutation SNP A T 7 765 c.1712T>A c.(1711-1713)ATT>AAT p.I571N

Pat_11 Post-Resistance NLRP4 147945 37 19 56382227 56382227 Missense_Mutation SNP G A 99 186 c.2389G>A c.(2389-2391)GAA>AAA p.E797K

Pat_11 Post-Resistance GREB1 9687 37 2 11777890 11777890 Missense_Mutation SNP C T 124 212 c.5395C>T c.(5395-5397)CCG>TCG p.P1799S

Pat_11 Post-Resistance HS1BP3 64342 37 2 20840820 20840820 Missense_Mutation SNP C T 249 482 c.319G>A c.(319-321)GAG>AAG p.E107K

Pat_11 Post-Resistance APOB 338 37 2 21232284 21232284 Missense_Mutation SNP C T 119 214 c.7456G>A c.(7456-7458)GAC>AAC p.D2486N

Pat_11 Post-Resistance LBH 81606 37 2 30480434 30480434 Nonsense_Mutation SNP G T 59 106 c.265G>T c.(265-267)GAG>TAG p.E89*

Pat_11 Post-Resistance LTBP1 4052 37 2 33468797 33468797 Nonsense_Mutation SNP C T 173 298 c.1945C>T c.(1945-1947)CGA>TGA p.R649*

Pat_11 Post-Resistance RASGRP3 25780 37 2 33745717 33745717 Missense_Mutation SNP G A 198 316 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_11 Post-Resistance DHX57 90957 37 2 39088696 39088696 Missense_Mutation SNP G A 93 139 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_11 Post-Resistance ALMS1P 200420 37 2 73900940 73900940 Missense_Mutation SNP G A 6 11 c.217G>A c.(217-219)GAA>AAA p.E73K

Pat_11 Post-Resistance LRRTM1 347730 37 2 80530256 80530256 Missense_Mutation SNP G T 6 604 c.689C>A c.(688-690)CCG>CAG p.P230Q

Pat_11 Post-Resistance SEMA4C 54910 37 2 97526382 97526382 Missense_Mutation SNP G A 119 160 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_11 Post-Resistance ZAP70 7535 37 2 98349771 98349771 Missense_Mutation SNP C T 27 70 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_11 Post-Resistance CHST10 9486 37 2 101014417 101014417 Missense_Mutation SNP G A 115 187 c.380C>T c.(379-381)CCC>CTC p.P127L

Pat_11 Post-Resistance SLC35F5 80255 37 2 114500394 114500394 Missense_Mutation SNP G C 110 199 c.625C>G c.(625-627)CAT>GAT p.H209D

Pat_11 Post-Resistance LRP1B 53353 37 2 141625828 141625828 Missense_Mutation SNP G A 9 116 c.4174C>T c.(4174-4176)CTT>TTT p.L1392F

Pat_11 Post-Resistance KIF5C 3800 37 2 149853804 149853804 Missense_Mutation SNP G A 44 106 c.2050G>A c.(2050-2052)GAT>AAT p.D684N

Pat_11 Post-Resistance GALNT13 114805 37 2 155099313 155099313 Missense_Mutation SNP G A 69 115 c.581G>A c.(580-582)CGA>CAA p.R194Q

Pat_11 Post-Resistance ERMN 57471 37 2 158181947 158181947 Missense_Mutation SNP G A 5 274 c.208C>T c.(208-210)CTC>TTC p.L70F

Pat_11 Post-Resistance DPP4 1803 37 2 162890087 162890087 Missense_Mutation SNP G A 112 226 c.851C>T c.(850-852)TCC>TTC p.S284F

Pat_11 Post-Resistance MYO3B 140469 37 2 171070963 171070963 Missense_Mutation SNP G A 123 260 c.396G>A c.(394-396)ATG>ATA p.M132I

Pat_11 Post-Resistance HOXD12 3238 37 2 176964663 176964663 Missense_Mutation SNP C T 58 94 c.134C>T c.(133-135)CCG>CTG p.P45L

Pat_11 Post-Resistance TTN 7273 37 2 179604014 179604014 Missense_Mutation SNP T G 5 87 c.13433A>C c.(13432-13434)AAG>ACG p.K4478T

Pat_11 Post-Resistance SSFA2 6744 37 2 182780118 182780118 Missense_Mutation SNP C T 4 137 c.1751C>T c.(1750-1752)GCA>GTA p.A584V

Pat_11 Post-Resistance ZNF804A 91752 37 2 185801798 185801798 Missense_Mutation SNP G A 27 72 c.1675G>A c.(1675-1677)GAA>AAA p.E559K

Pat_11 Post-Resistance DNAH7 56171 37 2 196636434 196636434 Missense_Mutation SNP A C 12 719 c.11383T>G c.(11383-11385)TTA>GTA p.L3795V

Pat_11 Post-Resistance MAP2 4133 37 2 210574868 210574868 Missense_Mutation SNP G A 4 155 c.4963G>A c.(4963-4965)GCG>ACG p.A1655T

Pat_11 Post-Resistance SLC23A3 151295 37 2 220028969 220028969 Missense_Mutation SNP G T 4 64 c.1259C>A c.(1258-1260)CCA>CAA p.P420Q

Pat_11 Post-Resistance PTPRN 5798 37 2 220161969 220161970 Missense_Mutation DNP CC TT 57 143 .2073_2074GG>AA071-2076)ACGGGA>ACAA p.G692R

Pat_11 Post-Resistance PTPRN 5798 37 2 220172208 220172208 Missense_Mutation SNP G A 5 336 c.238C>T c.(238-240)CTC>TTC p.L80F

Pat_11 Post-Resistance C2orf57 165100 37 2 232457897 232457897 Nonsense_Mutation SNP C T 171 270 c.235C>T c.(235-237)CAG>TAG p.Q79*

Pat_11 Post-Resistance GIGYF2 26058 37 2 233681650 233681650 Missense_Mutation SNP G A 4 276 c.2278G>A c.(2278-2280)GAA>AAA p.E760K

Pat_11 Post-Resistance ESPNL 339768 37 2 239016478 239016478 Missense_Mutation SNP C T 3 33 c.719C>T c.(718-720)GCC>GTC p.A240V

Pat_11 Post-Resistance HDLBP 3069 37 2 242182015 242182015 Missense_Mutation SNP G A 4 132 c.2029C>T c.(2029-2031)CGC>TGC p.R677C

Pat_11 Post-Resistance FARP2 9855 37 2 242380731 242380731 Missense_Mutation SNP C T 139 238 c.1171C>T c.(1171-1173)CCC>TCC p.P391S

Pat_11 Post-Resistance NINL 22981 37 20 25434259 25434259 Missense_Mutation SNP G A 75 157 c.3977C>T c.(3976-3978)TCC>TTC p.S1326F



Pat_11 Post-Resistance FRG1B 284802 37 20 29625905 29625905 Missense_Mutation SNP T C 5 438 c.59T>C c.(58-60)CTT>CCT p.L20P

Pat_11 Post-Resistance DEFB123 245936 37 20 30028545 30028545 Missense_Mutation SNP C T 275 478 c.44C>T c.(43-45)TCC>TTC p.S15F

Pat_11 Post-Resistance PABPC1L 80336 37 20 43559150 43559150 Missense_Mutation SNP C T 273 502 c.1022C>T c.(1021-1023)TCC>TTC p.S341F

Pat_11 Post-Resistance SEMG2 6407 37 20 43851414 43851414 Missense_Mutation SNP C A 5 350 c.1141C>A c.(1141-1143)CAA>AAA p.Q381K

Pat_11 Post-Resistance ZNF831 128611 37 20 57767060 57767060 Missense_Mutation SNP C T 35 43 c.986C>T c.(985-987)GCC>GTC p.A329V

Pat_11 Post-Resistance BAGE2 85319 37 21 11098839 11098839 Translation_Start_Site SNP C T 8 215 c.-121G>A (-123--119)CCGTG>CCATG

Pat_11 Post-Resistance LIPI 149998 37 21 15535788 15535788 Missense_Mutation SNP G A 139 262 c.1021C>T c.(1021-1023)CTT>TTT p.L341F

Pat_11 Post-Resistance KRTAP21-2 337978 37 21 32119310 32119310 Nonsense_Mutation SNP G A 5 558 c.211C>T c.(211-213)CGA>TGA p.R71*

Pat_11 Post-Resistance PPIL2 23759 37 22 22049690 22049690 Missense_Mutation SNP G A 19 32 c.1474G>A c.(1474-1476)GCA>ACA p.A492T

Pat_11 Post-Resistance OSBP2 23762 37 22 31285598 31285599 Missense_Mutation DNP GG AA 172 104 .1598_1599GG>AAc.(1597-1599)CGG>CAA p.R533Q

Pat_11 Post-Resistance PIK3IP1 113791 37 22 31686951 31686951 Missense_Mutation SNP C T 27 15 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_11 Post-Resistance C22orf33 339669 37 22 37398027 37398027 Nonsense_Mutation SNP G A 28 61 c.340C>T c.(340-342)CAG>TAG p.Q114*

Pat_11 Post-Resistance TNRC6B 23112 37 22 40708530 40708530 Nonsense_Mutation SNP G A 105 249 c.4457G>A c.(4456-4458)TGG>TAG p.W1486*

Pat_11 Post-Resistance MKL1 57591 37 22 40827438 40827438 Missense_Mutation SNP G A 244 633 c.110C>T c.(109-111)TCG>TTG p.S37L

Pat_11 Post-Resistance CELSR1 9620 37 22 46795724 46795724 Missense_Mutation SNP G A 4 212 c.5302C>T c.(5302-5304)CGG>TGG p.R1768W

Pat_11 Post-Resistance IL5RA 3568 37 3 3146593 3146593 Missense_Mutation SNP C T 126 179 c.76G>A c.(76-78)GAA>AAA p.E26K

Pat_11 Post-Resistance ATP2B2 491 37 3 10391870 10391870 Missense_Mutation SNP C T 84 151 c.2330G>A c.(2329-2331)CGA>CAA p.R777Q

Pat_11 Post-Resistance GADL1 339896 37 3 30880557 30880557 Missense_Mutation SNP C T 102 194 c.835G>A c.(835-837)GGA>AGA p.G279R

Pat_11 Post-Resistance MYD88 4615 37 3 38181482 38181483 Missense_Mutation DNP CC TT 28 58 c.495_496CC>TT 493-498)GACCCC>GATTC p.P166S

Pat_11 Post-Resistance TRAK1 22906 37 3 42242402 42242402 Missense_Mutation SNP C T 260 497 c.1283C>T c.(1282-1284)TCC>TTC p.S428F

Pat_11 Post-Resistance FYCO1 79443 37 3 45996861 45996861 Missense_Mutation SNP G A 7 709 c.3824C>T c.(3823-3825)CCG>CTG p.P1275L

Pat_11 Post-Resistance CSPG5 10675 37 3 47610605 47610605 Missense_Mutation SNP G A 24 49 c.1495C>T c.(1495-1497)CCC>TCC p.P499S

Pat_11 Post-Resistance RYBP 23429 37 3 72428255 72428255 Missense_Mutation SNP C G 4 330 c.340G>C c.(340-342)GAA>CAA p.E114Q

Pat_11 Post-Resistance ROBO2 6092 37 3 77089988 77089988 Missense_Mutation SNP C G 144 354 c.52C>G c.(52-54)CGG>GGG p.R18G

Pat_11 Post-Resistance C3orf38 285237 37 3 88205268 88205268 Missense_Mutation SNP C T 73 87 c.473C>T c.(472-474)CCT>CTT p.P158L

Pat_11 Post-Resistance EPHA6 285220 37 3 96706810 96706810 Missense_Mutation SNP T G 63 92 c.1087T>G c.(1087-1089)TAT>GAT p.Y363D

Pat_11 Post-Resistance MORC1 27136 37 3 108813812 108813812 Missense_Mutation SNP G A 58 88 c.527C>T c.(526-528)CCA>CTA p.P176L

Pat_11 Post-Resistance ESYT3 83850 37 3 138183346 138183346 Missense_Mutation SNP G A 71 168 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_11 Post-Resistance AGTR1 185 37 3 148458956 148458956 Missense_Mutation SNP G A 119 254 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Post-Resistance CP 1356 37 3 148924061 148924061 Missense_Mutation SNP C A 5 462 c.1102G>T c.(1102-1104)GGG>TGG p.G368W

Pat_11 Post-Resistance CP 1356 37 3 148939500 148939500 Missense_Mutation SNP C T 85 146 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_11 Post-Resistance ZBBX 79740 37 3 167000053 167000053 Missense_Mutation SNP C T 47 108 c.2110G>A c.(2110-2112)GAA>AAA p.E704K

Pat_11 Post-Resistance ATP13A5 344905 37 3 193081090 193081090 Missense_Mutation SNP C T 91 167 c.319G>A c.(319-321)GAA>AAA p.E107K

Pat_11 Post-Resistance ATP13A3 79572 37 3 194175075 194175075 Missense_Mutation SNP C A 5 225 c.677G>T c.(676-678)TGG>TTG p.W226L

Pat_11 Post-Resistance MUC4 4585 37 3 195505772 195505772 Missense_Mutation SNP C G 3 39 c.12295G>C c.(12295-12297)GTC>CTC p.V4099L

Pat_11 Post-Resistance ZNF732 654254 37 4 265307 265307 Missense_Mutation SNP T C 4 86 c.1336A>G c.(1336-1338)AAA>GAA p.K446E

Pat_11 Post-Resistance ZNF721 170960 37 4 436992 436992 Missense_Mutation SNP G C 48 116 c.1264C>G c.(1264-1266)CGT>GGT p.R422G

Pat_11 Post-Resistance FAM193A 8603 37 4 2673929 2673929 Missense_Mutation SNP G A 5 238 c.1288G>A c.(1288-1290)GGA>AGA p.G430R

Pat_11 Post-Resistance SLIT2 9353 37 4 20530703 20530703 Missense_Mutation SNP C T 124 199 c.1594C>T c.(1594-1596)CCC>TCC p.P532S

Pat_11 Post-Resistance GPR125 166647 37 4 22425818 22425818 Missense_Mutation SNP G A 31 67 c.1601C>T c.(1600-1602)TCA>TTA p.S534L

Pat_11 Post-Resistance NSUN7 79730 37 4 40810375 40810375 Missense_Mutation SNP G A 103 229 c.1576G>A c.(1576-1578)GCC>ACC p.A526T

Pat_11 Post-Resistance NMU 10874 37 4 56496606 56496606 Missense_Mutation SNP C T 113 168 c.134G>A c.(133-135)GGA>GAA p.G45E

Pat_11 Post-Resistance UGT2B15 7366 37 4 69513083 69513083 Missense_Mutation SNP C T 110 238 c.1332G>A c.(1330-1332)ATG>ATA p.M444I

Pat_11 Post-Resistance UGT2B10 7365 37 4 69693137 69693137 Missense_Mutation SNP C T 222 404 c.1178C>T c.(1177-1179)CCA>CTA p.P393L

Pat_11 Post-Resistance RUFY3 22902 37 4 71629283 71629283 Missense_Mutation SNP C T 51 105 c.367C>T c.(367-369)CTC>TTC p.L123F

Pat_11 Post-Resistance ALB 213 37 4 74275124 74275124 Missense_Mutation SNP C T 107 194 c.535C>T c.(535-537)CTT>TTT p.L179F

Pat_11 Post-Resistance USO1 8615 37 4 76714871 76714871 Missense_Mutation SNP G C 3 51 c.1269G>C c.(1267-1269)CAG>CAC p.Q423H



Pat_11 Post-Resistance CCDC158 339965 37 4 77278541 77278541 Missense_Mutation SNP C T 41 113 c.2159G>A c.(2158-2160)GGA>GAA p.G720E

Pat_11 Post-Resistance C4orf37 285555 37 4 99027141 99027141 Missense_Mutation SNP C T 22 61 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_11 Post-Resistance AGXT2L1 64850 37 4 109670491 109670491 Missense_Mutation SNP C T 114 236 c.830G>A c.(829-831)GGA>GAA p.G277E

Pat_11 Post-Resistance NDST4 64579 37 4 115769417 115769417 Missense_Mutation SNP C T 95 139 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_11 Post-Resistance FAT4 79633 37 4 126241411 126241411 Missense_Mutation SNP C T 137 266 c.3845C>T c.(3844-3846)TCC>TTC p.S1282F

Pat_11 Post-Resistance FAT4 79633 37 4 126367659 126367659 Missense_Mutation SNP C T 198 344 c.7405C>T c.(7405-7407)CAC>TAC p.H2469Y

Pat_11 Post-Resistance FAT4 79633 37 4 126411926 126411926 Missense_Mutation SNP C T 60 121 c.13949C>T c.(13948-13950)TCA>TTA p.S4650L

Pat_11 Post-Resistance TLL1 7092 37 4 167012495 167012495 Splice_Site SNP T C 24 82 c.2656_splice c.e19+2 p.E886_splice

Pat_11 Post-Resistance ODZ3 55714 37 4 183635341 183635341 Missense_Mutation SNP G A 4 153 c.2323G>A c.(2323-2325)GTA>ATA p.V775I

Pat_11 Post-Resistance CYP4V2 285440 37 4 187115720 187115720 Missense_Mutation SNP T C 155 293 c.281T>C c.(280-282)GTC>GCC p.V94A

Pat_11 Post-Resistance FAT1 2195 37 4 187539729 187539729 Missense_Mutation SNP A T 69 97 c.8011T>A c.(8011-8013)TTC>ATC p.F2671I

Pat_11 Post-Resistance CMYA5 202333 37 5 79030152 79030152 Missense_Mutation SNP C T 91 57 c.5564C>T c.(5563-5565)TCA>TTA p.S1855L

Pat_11 Post-Resistance SLC22A4 6583 37 5 131630533 131630533 Missense_Mutation SNP G A 3 32 c.224G>A c.(223-225)CGC>CAC p.R75H

Pat_11 Post-Resistance PCDHA4 56144 37 5 140188055 140188055 Missense_Mutation SNP G A 308 170 c.1283G>A c.(1282-1284)CGA>CAA p.R428Q

Pat_11 Post-Resistance PCDHA13 56136 37 5 140264174 140264174 Missense_Mutation SNP C T 53 27 c.2321C>T c.(2320-2322)CCC>CTC p.P774L

Pat_11 Post-Resistance PCDHB10 56126 37 5 140573462 140573462 Missense_Mutation SNP A C 195 139 c.1337A>C c.(1336-1338)GAC>GCC p.D446A

Pat_11 Post-Resistance ARAP3 64411 37 5 141053295 141053295 Missense_Mutation SNP G A 4 274 c.779C>T c.(778-780)TCG>TTG p.S260L

Pat_11 Post-Resistance CCDC69 26112 37 5 150581166 150581166 Missense_Mutation SNP C T 84 64 c.208G>A c.(208-210)GAA>AAA p.E70K

Pat_11 Post-Resistance C5orf25 375484 37 5 175740719 175740719 Missense_Mutation SNP T C 5 583 c.1703T>C c.(1702-1704)CTT>CCT p.L568P

Pat_11 Post-Resistance RREB1 6239 37 6 7231562 7231562 Missense_Mutation SNP C T 131 237 c.3230C>T c.(3229-3231)TCG>TTG p.S1077L

Pat_11 Post-Resistance OR2J2 26707 37 6 29142121 29142122 Nonsense_Mutation DNP AA TG 174 249 c.709_710AA>TG c.(709-711)AAA>TGA p.K237*

Pat_11 Post-Resistance VARS 7407 37 6 31753059 31753060 Missense_Mutation DNP GG AA 75 139 c.1310_1311CC>TT c.(1309-1311)TCC>TTT p.S437F

Pat_11 Post-Resistance CYP39A1 51302 37 6 46609950 46609950 Missense_Mutation SNP G A 70 118 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_11 Post-Resistance GPR111 222611 37 6 47649202 47649202 Missense_Mutation SNP G A 166 252 c.907G>A c.(907-909)GGA>AGA p.G303R

Pat_11 Post-Resistance TFAP2B 7021 37 6 50796357 50796357 Missense_Mutation SNP G A 5 490 c.566G>A c.(565-567)GGC>GAC p.G189D

Pat_11 Post-Resistance KHDRBS2 202559 37 6 62604676 62604676 Missense_Mutation SNP C T 41 53 c.674G>A c.(673-675)GGA>GAA p.G225E

Pat_11 Post-Resistance FAM135A 57579 37 6 71235250 71235250 Missense_Mutation SNP T G 67 125 c.2463T>G c.(2461-2463)AAT>AAG p.N821K

Pat_11 Post-Resistance COL12A1 1303 37 6 75812336 75812336 Missense_Mutation SNP C T 78 112 c.8392G>A c.(8392-8394)GGA>AGA p.G2798R

Pat_11 Post-Resistance ROS1 6098 37 6 117746814 117746814 Missense_Mutation SNP C A 165 314 c.6G>T c.(4-6)AAG>AAT p.K2N

Pat_11 Post-Resistance THEMIS 387357 37 6 128134491 128134491 Missense_Mutation SNP C T 107 191 c.1295G>A c.(1294-1296)GGA>GAA p.G432E

Pat_11 Post-Resistance GPR126 57211 37 6 142718806 142718806 Missense_Mutation SNP G A 50 98 c.1481G>A c.(1480-1482)GGA>GAA p.G494E

Pat_11 Post-Resistance TIAM2 26230 37 6 155577851 155577851 Missense_Mutation SNP C A 4 286 c.4702C>A c.(4702-4704)CTG>ATG p.L1568M

Pat_11 Post-Resistance MLLT4 4301 37 6 168303044 168303044 Missense_Mutation SNP G A 157 312 c.1625G>A c.(1624-1626)GGG>GAG p.G542E

Pat_11 Post-Resistance MICALL2 79778 37 7 1482008 1482008 Missense_Mutation SNP G A 160 510 c.1531C>T c.(1531-1533)CCT>TCT p.P511S

Pat_11 Post-Resistance ZMIZ2 83637 37 7 44805829 44805829 Missense_Mutation SNP C T 202 157 c.2309C>T c.(2308-2310)ACC>ATC p.T770I

Pat_11 Post-Resistance PURB 5814 37 7 44924053 44924053 Missense_Mutation SNP C T 7 759 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_11 Post-Resistance ABCA13 154664 37 7 48563857 48563858 Missense_Mutation DNP CT TC 29 79 14065_14066CT>Tc.(14065-14067)CTC>TCC p.L4689S

Pat_11 Post-Resistance PHKG1 5260 37 7 56151087 56151087 Missense_Mutation SNP A G 187 152 c.431T>C c.(430-432)CTC>CCC p.L144P

Pat_11 Post-Resistance CLIP2 7461 37 7 73770864 73770864 Missense_Mutation SNP G A 4 312 c.928G>A c.(928-930)GCA>ACA p.A310T

Pat_11 Post-Resistance PCLO 27445 37 7 82508726 82508726 Missense_Mutation SNP A C 31 115 c.13581T>G c.(13579-13581)AGT>AGG p.S4527R

Pat_11 Post-Resistance CROT 54677 37 7 87005238 87005238 Missense_Mutation SNP G A 5 390 c.845G>A c.(844-846)AGT>AAT p.S282N

Pat_11 Post-Resistance C7orf51 222950 37 7 100086437 100086437 Missense_Mutation SNP G A 146 114 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_11 Post-Resistance MUC17 140453 37 7 100681244 100681244 Missense_Mutation SNP A G 9 936 c.6547A>G c.(6547-6549)ACA>GCA p.T2183A

Pat_11 Post-Resistance MET 4233 37 7 116435940 116435940 Splice_Site SNP G A 222 205 c.3936_splice c.e21-1 p.L1312_splice

Pat_11 Post-Resistance GRM8 2918 37 7 126173209 126173209 Missense_Mutation SNP C T 62 211 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_11 Post-Resistance AKR1B10 57016 37 7 134216768 134216768 Missense_Mutation SNP G A 127 673 c.343G>A c.(343-345)GGA>AGA p.G115R

Pat_11 Post-Resistance ARHGEF5 7984 37 7 144077039 144077039 Missense_Mutation SNP C T 148 744 c.4684C>T c.(4684-4686)CCT>TCT p.P1562S



Pat_11 Post-Resistance GIMAP6 474344 37 7 150325195 150325195 Missense_Mutation SNP C T 463 262 c.491G>A c.(490-492)CGG>CAG p.R164Q

Pat_11 Post-Resistance C8orf80 389643 37 8 27884505 27884505 Missense_Mutation SNP C T 222 401 c.2219G>A c.(2218-2220)GGG>GAG p.G740E

Pat_11 Post-Resistance RP1 6101 37 8 55540286 55540286 Missense_Mutation SNP C T 228 369 c.3844C>T c.(3844-3846)CCT>TCT p.P1282S

Pat_11 Post-Resistance GRHL2 79977 37 8 102555585 102555585 Missense_Mutation SNP C T 5 424 c.137C>T c.(136-138)GCA>GTA p.A46V

Pat_11 Post-Resistance ODF1 4956 37 8 103564056 103564056 Missense_Mutation SNP G T 7 817 c.101G>T c.(100-102)CGG>CTG p.R34L

Pat_11 Post-Resistance TRHR 7201 37 8 110100070 110100070 Missense_Mutation SNP A T 156 217 c.329A>T c.(328-330)AAT>ATT p.N110I

Pat_11 Post-Resistance MTBP 27085 37 8 121518998 121518998 Missense_Mutation SNP C T 104 167 c.1780C>T c.(1780-1782)CCT>TCT p.P594S

Pat_11 Post-Resistance SQLE 6713 37 8 126033112 126033112 Missense_Mutation SNP G A 31 80 c.1531G>A c.(1531-1533)GTA>ATA p.V511I

Pat_11 Post-Resistance IFNA8 3445 37 9 21409416 21409416 Missense_Mutation SNP C T 146 104 c.241C>T c.(241-243)CAT>TAT p.H81Y

Pat_11 Post-Resistance GNE 10020 37 9 36229078 36229078 Missense_Mutation SNP G A 4 313 c.1010C>T c.(1009-1011)GCT>GTT p.A337V

Pat_11 Post-Resistance ZNF645 158506 37 X 22291533 22291533 Missense_Mutation SNP G A 96 28 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_11 Post-Resistance KIAA2022 340533 37 X 73960071 73960071 Missense_Mutation SNP C T 117 52 c.4321G>A c.(4321-4323)GGA>AGA p.G1441R

Pat_11 Post-Resistance KLHL13 90293 37 X 117043419 117043419 Missense_Mutation SNP C T 88 30 c.1211G>A c.(1210-1212)GGA>GAA p.G404E

Pat_11 Post-Resistance OCRL 4952 37 X 128691316 128691316 Missense_Mutation SNP C T 87 38 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_11 Post-Resistance PCDH11Y 83259 37 Y 4925057 4925057 Missense_Mutation SNP G A 78 26 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_16 Post-Resistance KIAA1751 85452 37 1 1920014 1920014 Missense_Mutation SNP C A 37 87 c.233G>T c.(232-234)CGG>CTG p.R78L

Pat_16 Post-Resistance GPR157 80045 37 1 9164611 9164611 Missense_Mutation SNP G A 13 31 c.875C>T c.(874-876)TCT>TTT p.S292F

Pat_16 Post-Resistance CLCNKA 1187 37 1 16358320 16358320 Missense_Mutation SNP C T 109 74 c.1738C>T c.(1738-1740)CCC>TCC p.P580S

Pat_16 Post-Resistance EIF4G3 8672 37 1 21183973 21183973 Missense_Mutation SNP C T 6 534 c.3094G>A c.(3094-3096)GAA>AAA p.E1032K

Pat_16 Post-Resistance NBPF3 84224 37 1 21797199 21797199 Missense_Mutation SNP G A 74 84 c.418G>A c.(418-420)GAG>AAG p.E140K

Pat_16 Post-Resistance RHD 6007 37 1 25611201 25611201 Missense_Mutation SNP G A 4 180 c.286G>A c.(286-288)GGC>AGC p.G96S

Pat_16 Post-Resistance UBXN11 91544 37 1 26612001 26612001 Missense_Mutation SNP A T 5 22 c.806T>A c.(805-807)TTT>TAT p.F269Y

Pat_16 Post-Resistance ARID1A 8289 37 1 27107000 27107000 Missense_Mutation SNP C T 45 132 c.6611C>T c.(6610-6612)GCC>GTC p.A2204V

Pat_16 Post-Resistance HCRTR1 3061 37 1 32090687 32090687 Missense_Mutation SNP C T 3 33 c.1055C>T c.(1054-1056)GCT>GTT p.A352V

Pat_16 Post-Resistance ZSCAN20 7579 37 1 33945010 33945010 Missense_Mutation SNP C T 51 37 c.121C>T c.(121-123)CGT>TGT p.R41C

Pat_16 Post-Resistance CSMD2 114784 37 1 33992823 33992823 Missense_Mutation SNP G A 4 243 c.9775C>T c.(9775-9777)CGG>TGG p.R3259W

Pat_16 Post-Resistance CSMD2 114784 37 1 34015872 34015872 Missense_Mutation SNP C T 4 220 c.8390G>A c.(8389-8391)CGG>CAG p.R2797Q

Pat_16 Post-Resistance CSMD2 114784 37 1 34285316 34285316 Missense_Mutation SNP C T 8 57 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_16 Post-Resistance C1orf216 127703 37 1 36181844 36181844 Missense_Mutation SNP G A 4 124 c.79C>T c.(79-81)CTC>TTC p.L27F

Pat_16 Post-Resistance PABPC4 8761 37 1 40034556 40034556 Missense_Mutation SNP C T 4 276 c.794G>A c.(793-795)CGT>CAT p.R265H

Pat_16 Post-Resistance ZNF642 339559 37 1 40954845 40954845 Missense_Mutation SNP G A 184 132 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_16 Post-Resistance MUTYH 4595 37 1 45798966 45798966 Missense_Mutation SNP C T 4 102 c.370G>A c.(370-372)GCA>ACA p.A124T

Pat_16 Post-Resistance TOE1 114034 37 1 45808107 45808107 Nonsense_Mutation SNP C T 4 220 c.544C>T c.(544-546)CGA>TGA p.R182*

Pat_16 Post-Resistance ZFYVE9 9372 37 1 52798527 52798527 Missense_Mutation SNP G A 4 157 c.3526G>A c.(3526-3528)GTA>ATA p.V1176I

Pat_16 Post-Resistance C1orf163 65260 37 1 53153690 53153690 Missense_Mutation SNP T C 4 301 c.398A>G c.(397-399)AAG>AGG p.K133R

Pat_16 Post-Resistance GLIS1 148979 37 1 54060157 54060157 Missense_Mutation SNP C T 3 87 c.419G>A c.(418-420)CGG>CAG p.R140Q

Pat_16 Post-Resistance C8B 732 37 1 57422517 57422517 Missense_Mutation SNP C T 212 161 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_16 Post-Resistance DNAJC6 9829 37 1 65858497 65858497 Missense_Mutation SNP C T 4 218 c.1681C>T c.(1681-1683)CGC>TGC p.R561C

Pat_16 Post-Resistance LRRC7 57554 37 1 70493918 70493918 Missense_Mutation SNP C T 82 78 c.1745C>T c.(1744-1746)TCT>TTT p.S582F

Pat_16 Post-Resistance C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T G 127 68 c.1625A>C c.(1624-1626)AAA>ACA p.K542T

Pat_16 Post-Resistance CLCA1 1179 37 1 86951080 86951080 Missense_Mutation SNP A T 47 79 c.790A>T c.(790-792)AAT>TAT p.N264Y

Pat_16 Post-Resistance SH3GLB1 51100 37 1 87208874 87208874 Nonsense_Mutation SNP C T 172 118 c.1054C>T c.(1054-1056)CAG>TAG p.Q352*

Pat_16 Post-Resistance ARHGAP29 9411 37 1 94654489 94654489 Missense_Mutation SNP A T 41 108 c.1585T>A c.(1585-1587)TTT>ATT p.F529I

Pat_16 Post-Resistance CD53 963 37 1 111434995 111434995 Missense_Mutation SNP G A 29 87 c.92G>A c.(91-93)GGG>GAG p.G31E

Pat_16 Post-Resistance SYCP1 6847 37 1 115469144 115469144 Missense_Mutation SNP G A 8 30 c.1886G>A c.(1885-1887)GGT>GAT p.G629D

Pat_16 Post-Resistance CASQ2 845 37 1 116244011 116244011 Missense_Mutation SNP C T 112 98 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_16 Post-Resistance PDE4DIP 9659 37 1 144881505 144881505 Nonsense_Mutation SNP G A 137 323 c.3691C>T c.(3691-3693)CAG>TAG p.Q1231*



Pat_16 Post-Resistance PDE4DIP 9659 37 1 145015949 145015949 Missense_Mutation SNP C T 53 629 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_16 Post-Resistance NBPF10 100132406 37 1 145323695 145323695 Missense_Mutation SNP C T 10 666 c.3757C>T c.(3757-3759)CCA>TCA p.P1253S

Pat_16 Post-Resistance NBPF10 100132406 37 1 145360560 145360560 Missense_Mutation SNP G A 5 244 c.9410G>A c.(9409-9411)AGC>AAC p.S3137N

Pat_16 Post-Resistance LASS2 29956 37 1 150939253 150939253 Missense_Mutation SNP C T 4 175 c.827G>A c.(826-828)CGA>CAA p.R276Q

Pat_16 Post-Resistance KPRP 448834 37 1 152733052 152733052 Missense_Mutation SNP T A 42 96 c.988T>A c.(988-990)TCC>ACC p.S330T

Pat_16 Post-Resistance S100A5 6276 37 1 153509861 153509861 Missense_Mutation SNP C T 4 252 c.244G>A c.(244-246)GAC>AAC p.D82N

Pat_16 Post-Resistance HCN3 57657 37 1 155254477 155254477 Missense_Mutation SNP G A 4 269 c.1018G>A c.(1018-1020)GCC>ACC p.A340T

Pat_16 Post-Resistance FCRL3 115352 37 1 157666963 157666963 Missense_Mutation SNP T G 59 16 c.811A>C c.(811-813)AAA>CAA p.K271Q

Pat_16 Post-Resistance ATP1A4 480 37 1 160141383 160141383 Missense_Mutation SNP T A 171 113 c.1690T>A c.(1690-1692)TTC>ATC p.F564I

Pat_16 Post-Resistance CD244 51744 37 1 160806026 160806026 Missense_Mutation SNP G A 16 81 c.868C>T c.(868-870)CCT>TCT p.P290S

Pat_16 Post-Resistance ARHGAP30 257106 37 1 161018907 161018907 Missense_Mutation SNP C T 220 208 c.1904G>A c.(1903-1905)GGA>GAA p.G635E

Pat_16 Post-Resistance NIT1 4817 37 1 161090340 161090340 Missense_Mutation SNP G A 4 215 c.769G>A c.(769-771)GCA>ACA p.A257T

Pat_16 Post-Resistance C1orf110 339512 37 1 162829392 162829392 Missense_Mutation SNP A T 17 53 c.45T>A c.(43-45)GAT>GAA p.D15E

Pat_16 Post-Resistance UCK2 7371 37 1 165865440 165865440 Missense_Mutation SNP G A 7 551 c.370G>A c.(370-372)GTT>ATT p.V124I

Pat_16 Post-Resistance MPZL1 9019 37 1 167757123 167757123 Missense_Mutation SNP G A 175 131 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_16 Post-Resistance SELL 6402 37 1 169670801 169670801 Missense_Mutation SNP C A 4 12 c.981G>T c.(979-981)AAG>AAT p.K327N

Pat_16 Post-Resistance SCYL3 57147 37 1 169823860 169823860 Missense_Mutation SNP C T 4 260 c.1720G>A c.(1720-1722)GAG>AAG p.E574K

Pat_16 Post-Resistance FMO1 2326 37 1 171254520 171254520 Missense_Mutation SNP G A 46 39 c.1436G>A c.(1435-1437)GGA>GAA p.G479E

Pat_16 Post-Resistance SLC9A11 284525 37 1 173490472 173490472 Missense_Mutation SNP C T 25 93 c.2707G>A c.(2707-2709)GGA>AGA p.G903R

Pat_16 Post-Resistance FAM5B 57795 37 1 177249565 177249565 Nonsense_Mutation SNP G A 44 164 c.1253G>A c.(1252-1254)TGG>TAG p.W418*

Pat_16 Post-Resistance C1orf49 84066 37 1 178489831 178489831 Missense_Mutation SNP A T 36 20 c.365A>T c.(364-366)GAG>GTG p.E122V

Pat_16 Post-Resistance C1orf125 126859 37 1 179414126 179414126 Missense_Mutation SNP G A 30 38 c.1585G>A c.(1585-1587)GAG>AAG p.E529K

Pat_16 Post-Resistance RGS16 6004 37 1 182572373 182572373 Missense_Mutation SNP C T 6 635 c.146G>A c.(145-147)AGC>AAC p.S49N

Pat_16 Post-Resistance HMCN1 83872 37 1 186077692 186077692 Missense_Mutation SNP C T 63 62 c.10952C>T c.(10951-10953)CCT>CTT p.P3651L

Pat_16 Post-Resistance CFH 3075 37 1 196684756 196684756 Missense_Mutation SNP G A 152 110 c.1553G>A c.(1552-1554)AGA>AAA p.R518K

Pat_16 Post-Resistance CFHR2 3080 37 1 196918654 196918654 Missense_Mutation SNP C T 9 40 c.128C>T c.(127-129)TCC>TTC p.S43F

Pat_16 Post-Resistance CFHR5 81494 37 1 196971612 196971612 Missense_Mutation SNP A G 20 59 c.1148A>G c.(1147-1149)GAA>GGA p.E383G

Pat_16 Post-Resistance CRB1 23418 37 1 197446813 197446813 Missense_Mutation SNP C T 27 119 c.4025C>T c.(4024-4026)TCC>TTC p.S1342F

Pat_16 Post-Resistance PIK3C2B 5287 37 1 204400899 204400899 Missense_Mutation SNP C T 7 613 c.4178G>A c.(4177-4179)CGA>CAA p.R1393Q

Pat_16 Post-Resistance SLC41A1 254428 37 1 205779410 205779410 Missense_Mutation SNP G A 4 232 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_16 Post-Resistance LAMB3 3914 37 1 209801395 209801395 Missense_Mutation SNP G A 3 58 c.1273C>T c.(1273-1275)CCG>TCG p.P425S

Pat_16 Post-Resistance TMEM206 55248 37 1 212550929 212550929 Missense_Mutation SNP C T 5 290 c.758G>A c.(757-759)CGG>CAG p.R253Q

Pat_16 Post-Resistance SPATA17 128153 37 1 217947824 217947824 Missense_Mutation SNP C T 18 58 c.668C>T c.(667-669)GCC>GTC p.A223V

Pat_16 Post-Resistance NVL 4931 37 1 224495956 224495956 Missense_Mutation SNP G A 28 86 c.352C>T c.(352-354)CAC>TAC p.H118Y

Pat_16 Post-Resistance ZP4 57829 37 1 238048472 238048472 Missense_Mutation SNP C T 44 49 c.1304G>A c.(1303-1305)AGG>AAG p.R435K

Pat_16 Post-Resistance KIF26B 55083 37 1 245848720 245848720 Missense_Mutation SNP C T 3 59 c.2435C>T c.(2434-2436)TCG>TTG p.S812L

Pat_16 Post-Resistance CNST 163882 37 1 246784866 246784866 Missense_Mutation SNP C T 177 154 c.515C>T c.(514-516)TCT>TTT p.S172F

Pat_16 Post-Resistance AHCTF1 25909 37 1 247012951 247012951 Missense_Mutation SNP A C 37 90 c.6357T>G c.(6355-6357)TTT>TTG p.F2119L

Pat_16 Post-Resistance PFKP 5214 37 10 3162204 3162204 Missense_Mutation SNP G A 4 290 c.1651G>A c.(1651-1653)GGG>AGG p.G551R

Pat_16 Post-Resistance ITIH2 3698 37 10 7773808 7773808 Missense_Mutation SNP G A 4 257 c.1496G>A c.(1495-1497)CGG>CAG p.R499Q

Pat_16 Post-Resistance FAM171A1 221061 37 10 15255386 15255386 Missense_Mutation SNP C T 76 109 c.2201G>A c.(2200-2202)GGA>GAA p.G734E

Pat_16 Post-Resistance CUBN 8029 37 10 16932454 16932454 Missense_Mutation SNP C T 4 137 c.8671G>A c.(8671-8673)GTT>ATT p.V2891I

Pat_16 Post-Resistance CUBN 8029 37 10 16967398 16967398 Missense_Mutation SNP G A 4 90 c.6488C>T c.(6487-6489)TCT>TTT p.S2163F

Pat_16 Post-Resistance PTCHD3 374308 37 10 27702480 27702480 Missense_Mutation SNP C T 3 50 c.700G>A c.(700-702)GGC>AGC p.G234S

Pat_16 Post-Resistance ANKRD30A 91074 37 10 37430661 37430661 Missense_Mutation SNP G A 49 15 c.668G>A c.(667-669)GGA>GAA p.G223E

Pat_16 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 5 85 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_16 Post-Resistance PRKG1 5592 37 10 54048576 54048576 Missense_Mutation SNP A C 24 6 c.1755A>C c.(1753-1755)AAA>AAC p.K585N



Pat_16 Post-Resistance BICC1 80114 37 10 60573673 60573673 Missense_Mutation SNP T G 143 34 c.2460T>G c.(2458-2460)AAT>AAG p.N820K

Pat_16 Post-Resistance MYPN 84665 37 10 69881782 69881782 Missense_Mutation SNP G A 41 12 c.587G>A c.(586-588)AGC>AAC p.S196N

Pat_16 Post-Resistance DDX21 9188 37 10 70728771 70728771 Missense_Mutation SNP C T 4 150 c.1130C>T c.(1129-1131)ACT>ATT p.T377I

Pat_16 Post-Resistance CDH23 64072 37 10 73466770 73466770 Missense_Mutation SNP G A 3 26 c.3070G>A c.(3070-3072)GTG>ATG p.V1024M

Pat_16 Post-Resistance STAMBPL1 57559 37 10 90672958 90672958 Missense_Mutation SNP C T 4 121 c.521C>T c.(520-522)TCG>TTG p.S174L

Pat_16 Post-Resistance CYP2C8 1558 37 10 96824645 96824645 Missense_Mutation SNP T G 183 24 c.554A>C c.(553-555)AAA>ACA p.K185T

Pat_16 Post-Resistance PIK3AP1 118788 37 10 98416562 98416562 Missense_Mutation SNP C T 4 323 c.560G>A c.(559-561)CGC>CAC p.R187H

Pat_16 Post-Resistance SLIT1 6585 37 10 98778837 98778837 Missense_Mutation SNP T G 120 23 c.2774A>C c.(2773-2775)AAG>ACG p.K925T

Pat_16 Post-Resistance SEMA4G 57715 37 10 102743232 102743232 Missense_Mutation SNP G A 32 32 c.1876G>A c.(1876-1878)GAT>AAT p.D626N

Pat_16 Post-Resistance POLL 27343 37 10 103342563 103342563 Missense_Mutation SNP A C 292 29 c.1151T>G c.(1150-1152)CTG>CGG p.L384R

Pat_16 Post-Resistance PDCD11 22984 37 10 105194638 105194638 Missense_Mutation SNP C T 17 29 c.3751C>T c.(3751-3753)CCC>TCC p.P1251S

Pat_16 Post-Resistance OBFC1 79991 37 10 105659885 105659885 Missense_Mutation SNP G A 5 198 c.392C>T c.(391-393)ACG>ATG p.T131M

Pat_16 Post-Resistance TACC2 10579 37 10 123845785 123845785 Missense_Mutation SNP C T 178 20 c.3770C>T c.(3769-3771)TCC>TTC p.S1257F

Pat_16 Post-Resistance CHST15 51363 37 10 125801958 125801958 Missense_Mutation SNP C T 3 64 c.892G>A c.(892-894)GTC>ATC p.V298I

Pat_16 Post-Resistance LRRC56 115399 37 11 554058 554058 Missense_Mutation SNP G A 154 20 c.1411G>A c.(1411-1413)GAC>AAC p.D471N

Pat_16 Post-Resistance EPS8L2 64787 37 11 726677 726677 Missense_Mutation SNP G A 4 5 c.1993G>A c.(1993-1995)GAG>AAG p.E665K

Pat_16 Post-Resistance MUC2 4583 37 11 1101129 1101129 Missense_Mutation SNP G A 114 115 c.14614G>A c.(14614-14616)GAG>AAG p.E4872K

Pat_16 Post-Resistance MUC5B 727897 37 11 1256566 1256566 Missense_Mutation SNP T G 52 53 c.4780T>G c.(4780-4782)TTC>GTC p.F1594V

Pat_16 Post-Resistance SLC22A18 5002 37 11 2929526 2929526 Missense_Mutation SNP G A 4 114 c.208G>A c.(208-210)GTG>ATG p.V70M

Pat_16 Post-Resistance OR51B2 79345 37 11 5345040 5345040 Missense_Mutation SNP G A 47 4 c.488C>T c.(487-489)TCA>TTA p.S163L

Pat_16 Post-Resistance OR5P2 120065 37 11 7817971 7817971 Missense_Mutation SNP A C 54 38 c.519T>G c.(517-519)TTT>TTG p.F173L

Pat_16 Post-Resistance PARVA 55742 37 11 12525959 12525959 Nonsense_Mutation SNP C T 39 61 c.640C>T c.(640-642)CAA>TAA p.Q214*

Pat_16 Post-Resistance PTPN5 84867 37 11 18764019 18764019 Missense_Mutation SNP G A 4 98 c.515C>T c.(514-516)CCA>CTA p.P172L

Pat_16 Post-Resistance KIF18A 81930 37 11 28045369 28045369 Missense_Mutation SNP C G 3 122 c.2533G>C c.(2533-2535)GAC>CAC p.D845H

Pat_16 Post-Resistance EXT2 2132 37 11 44228348 44228348 Missense_Mutation SNP C T 41 5 c.1501C>T c.(1501-1503)CTC>TTC p.L501F

Pat_16 Post-Resistance AMBRA1 55626 37 11 46567211 46567211 Nonsense_Mutation SNP C T 231 37 c.494G>A c.(493-495)TGG>TAG p.W165*

Pat_16 Post-Resistance ARHGAP1 392 37 11 46702064 46702065 Nonsense_Mutation DNP CC AA 92 5 c.792_793GG>TT790-795)AGGGAG>AGTTA.264_265RE>S

Pat_16 Post-Resistance F2 2147 37 11 46747480 46747480 Missense_Mutation SNP G A 131 114 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_16 Post-Resistance LRP4 4038 37 11 46894655 46894655 Missense_Mutation SNP G A 4 258 c.4579C>T c.(4579-4581)CGC>TGC p.R1527C

Pat_16 Post-Resistance DDB2 1643 37 11 47256351 47256351 Missense_Mutation SNP C T 67 19 c.746C>T c.(745-747)GCC>GTC p.A249V

Pat_16 Post-Resistance OR5M9 390162 37 11 56230826 56230826 Missense_Mutation SNP G A 28 6 c.52C>T c.(52-54)CGT>TGT p.R18C

Pat_16 Post-Resistance OR5B17 219965 37 11 58126355 58126355 Missense_Mutation SNP T C 69 7 c.188A>G c.(187-189)AAC>AGC p.N63S

Pat_16 Post-Resistance ZFP91 80829 37 11 58380251 58380251 Nonsense_Mutation SNP C T 85 21 c.925C>T c.(925-927)CAG>TAG p.Q309*

Pat_16 Post-Resistance TCN1 6947 37 11 59620691 59620691 Missense_Mutation SNP C T 5 509 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_16 Post-Resistance OTUB1 55611 37 11 63764691 63764691 Missense_Mutation SNP G A 4 275 c.593G>A c.(592-594)CGG>CAG p.R198Q

Pat_16 Post-Resistance PLCB3 5331 37 11 64023930 64023930 Missense_Mutation SNP G A 5 434 c.781G>A c.(781-783)GAA>AAA p.E261K

Pat_16 Post-Resistance SPTBN2 6712 37 11 66466905 66466905 Missense_Mutation SNP G A 53 73 c.3748C>T c.(3748-3750)CGG>TGG p.R1250W

Pat_16 Post-Resistance LRP5 4041 37 11 68171099 68171099 Missense_Mutation SNP G A 4 191 c.1733G>A c.(1732-1734)CGG>CAG p.R578Q

Pat_16 Post-Resistance ARHGEF17 9828 37 11 73073492 73073492 Missense_Mutation SNP C T 17 4 c.4709C>T c.(4708-4710)TCG>TTG p.S1570L

Pat_16 Post-Resistance DNAJB13 374407 37 11 73677211 73677211 Missense_Mutation SNP C T 52 4 c.521C>T c.(520-522)ACC>ATC p.T174I

Pat_16 Post-Resistance DLG2 1740 37 11 83252744 83252744 Missense_Mutation SNP C T 4 175 c.1783G>A c.(1783-1785)GTC>ATC p.V595I

Pat_16 Post-Resistance HEPHL1 341208 37 11 93754593 93754593 Missense_Mutation SNP G A 79 129 c.59G>A c.(58-60)GGG>GAG p.G20E

Pat_16 Post-Resistance GRIA4 2893 37 11 105850461 105850461 Missense_Mutation SNP C T 34 6 c.2704C>T c.(2704-2706)CCA>TCA p.P902S

Pat_16 Post-Resistance DSCAML1 57453 37 11 117352818 117352819 Missense_Mutation DNP CC TT 57 9 .2598_2599GG>AA596-2601)AAGGAG>AAAA p.E867K

Pat_16 Post-Resistance FOXRED1 55572 37 11 126142921 126142921 Missense_Mutation SNP C T 4 212 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_16 Post-Resistance FOXRED1 55572 37 11 126145996 126145996 Missense_Mutation SNP G A 4 102 c.853G>A c.(853-855)GCC>ACC p.A285T

Pat_16 Post-Resistance LTBR 4055 37 12 6495261 6495261 Missense_Mutation SNP G A 6 629 c.502G>A c.(502-504)GTC>ATC p.V168I



Pat_16 Post-Resistance AICDA 57379 37 12 8759595 8759595 Missense_Mutation SNP G A 3 49 c.22C>T c.(22-24)CGG>TGG p.R8W

Pat_16 Post-Resistance A2ML1 144568 37 12 8975263 8975263 Missense_Mutation SNP C T 67 134 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_16 Post-Resistance PRB3 5544 37 12 11420711 11420711 Missense_Mutation SNP G A 5 164 c.472C>T c.(472-474)CGT>TGT p.R158C

Pat_16 Post-Resistance GRIN2B 2904 37 12 13716732 13716732 Missense_Mutation SNP T A 31 32 c.3440A>T c.(3439-3441)GAG>GTG p.E1147V

Pat_16 Post-Resistance LRMP 4033 37 12 25260897 25260898 Missense_Mutation DNP AT TA 45 145 c.1403_1404AT>TA c.(1402-1404)GAT>GTA p.D468V

Pat_16 Post-Resistance PRKAG1 5571 37 12 49396783 49396784 Nonsense_Mutation DNP GG AA 50 132 c.894_895CC>TT(892-897)CACCGA>CATTG p.R299*

Pat_16 Post-Resistance KRT4 3851 37 12 53202523 53202523 Missense_Mutation SNP C T 77 239 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_16 Post-Resistance KRT18 3875 37 12 53345602 53345602 Nonsense_Mutation SNP C T 33 78 c.910C>T c.(910-912)CAG>TAG p.Q304*

Pat_16 Post-Resistance TENC1 23371 37 12 53454201 53454201 Missense_Mutation SNP C T 4 100 c.2630C>T c.(2629-2631)CCG>CTG p.P877L

Pat_16 Post-Resistance AMHR2 269 37 12 53823344 53823344 Missense_Mutation SNP C T 85 56 c.1075C>T c.(1075-1077)CCT>TCT p.P359S

Pat_16 Post-Resistance GPR84 53831 37 12 54756926 54756926 Missense_Mutation SNP C T 5 646 c.710G>A c.(709-711)CGT>CAT p.R237H

Pat_16 Post-Resistance KIAA0748 9840 37 12 55368225 55368225 Missense_Mutation SNP G T 10 8 c.122C>A c.(121-123)CCA>CAA p.P41Q

Pat_16 Post-Resistance OR6C3 254786 37 12 55726023 55726023 Missense_Mutation SNP C T 125 435 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_16 Post-Resistance IKZF4 64375 37 12 56427051 56427051 Missense_Mutation SNP C T 109 240 c.943C>T c.(943-945)CGT>TGT p.R315C

Pat_16 Post-Resistance ZC3H10 84872 37 12 56514623 56514623 Missense_Mutation SNP C T 4 309 c.277C>T c.(277-279)CGT>TGT p.R93C

Pat_16 Post-Resistance PAN2 9924 37 12 56720105 56720105 Missense_Mutation SNP G A 3 52 c.1351C>T c.(1351-1353)CGC>TGC p.R451C

Pat_16 Post-Resistance HSD17B6 8630 37 12 57167787 57167787 Missense_Mutation SNP G A 4 110 c.151G>A c.(151-153)GCA>ACA p.A51T

Pat_16 Post-Resistance SLC16A7 9194 37 12 60173255 60173256 Missense_Mutation DNP GG AA 27 97 .1232_1233GG>AAc.(1231-1233)GGG>GAA p.G411E

Pat_16 Post-Resistance C12orf56 115749 37 12 64746799 64746799 Missense_Mutation SNP C T 109 82 c.290G>A c.(289-291)AGA>AAA p.R97K

Pat_16 Post-Resistance SLC6A15 55117 37 12 85255686 85255686 Missense_Mutation SNP G A 5 203 c.1918C>T c.(1918-1920)CGT>TGT p.R640C

Pat_16 Post-Resistance RASSF9 9182 37 12 86198724 86198724 Missense_Mutation SNP T A 187 110 c.1064A>T c.(1063-1065)AAA>ATA p.K355I

Pat_16 Post-Resistance LUM 4060 37 12 91497952 91497952 Missense_Mutation SNP G A 33 127 c.1007C>T c.(1006-1008)ACT>ATT p.T336I

Pat_16 Post-Resistance HAL 3034 37 12 96370437 96370437 Missense_Mutation SNP G A 4 149 c.1702C>T c.(1702-1704)CGT>TGT p.R568C

Pat_16 Post-Resistance UTP20 27340 37 12 101760395 101760395 Missense_Mutation SNP C T 6 434 c.6185C>T c.(6184-6186)CCC>CTC p.P2062L

Pat_16 Post-Resistance TDG 6996 37 12 104378525 104378525 Splice_Site SNP A C 3 65 c.793_splice c.e8-2 p.L265_splice

Pat_16 Post-Resistance FICD 11153 37 12 108912995 108912995 Missense_Mutation SNP C T 4 224 c.1120C>T c.(1120-1122)CGT>TGT p.R374C

Pat_16 Post-Resistance MYO1H 283446 37 12 109883364 109883364 Missense_Mutation SNP G A 72 48 c.565G>A c.(565-567)GAC>AAC p.D189N

Pat_16 Post-Resistance GPN3 51184 37 12 110902973 110902973 Missense_Mutation SNP C T 5 414 c.95G>A c.(94-96)CGG>CAG p.R32Q

Pat_16 Post-Resistance TCTN1 79600 37 12 111085668 111085668 Missense_Mutation SNP C T 23 66 c.1735C>T c.(1735-1737)CCC>TCC p.P579S

Pat_16 Post-Resistance SH2B3 10019 37 12 111886044 111886044 Missense_Mutation SNP G A 95 60 c.1666G>A c.(1666-1668)GAA>AAA p.E556K

Pat_16 Post-Resistance RASAL1 8437 37 12 113543644 113543644 Nonsense_Mutation SNP G A 47 126 c.1702C>T c.(1702-1704)CGA>TGA p.R568*

Pat_16 Post-Resistance MED13L 23389 37 12 116429319 116429319 Missense_Mutation SNP A T 136 72 c.3440T>A c.(3439-3441)CTT>CAT p.L1147H

Pat_16 Post-Resistance OASL 8638 37 12 121458536 121458536 Missense_Mutation SNP C T 4 143 c.1373G>A c.(1372-1374)GGT>GAT p.G458D

Pat_16 Post-Resistance CAMKK2 10645 37 12 121712291 121712292 Missense_Mutation DNP CC TT 9 34 c.38_39GG>AA c.(37-39)CGG>CAA p.R13Q

Pat_16 Post-Resistance WDR66 144406 37 12 122405976 122405976 Missense_Mutation SNP C T 4 190 c.2672C>T c.(2671-2673)CCG>CTG p.P891L

Pat_16 Post-Resistance ABCB9 23457 37 12 123444668 123444668 Missense_Mutation SNP G A 5 361 c.115C>T c.(115-117)CGC>TGC p.R39C

Pat_16 Post-Resistance SNRNP35 11066 37 12 123950368 123950368 Missense_Mutation SNP A G 32 92 c.281A>G c.(280-282)TAC>TGC p.Y94C

Pat_16 Post-Resistance ATP6V0A2 23545 37 12 124229297 124229297 Missense_Mutation SNP C A 4 247 c.1480C>A c.(1480-1482)CCA>ACA p.P494T

Pat_16 Post-Resistance DNAH10 196385 37 12 124297919 124297919 Nonsense_Mutation SNP G A 67 215 c.2999G>A c.(2998-3000)TGG>TAG p.W1000*

Pat_16 Post-Resistance TMEM132C 92293 37 12 128899844 128899844 Missense_Mutation SNP T C 7 22 c.317T>C c.(316-318)ATG>ACG p.M106T

Pat_16 Post-Resistance PIWIL1 9271 37 12 130839140 130839140 Missense_Mutation SNP G A 72 48 c.1103G>A c.(1102-1104)AGA>AAA p.R368K

Pat_16 Post-Resistance RIMBP2 23504 37 12 130883705 130883705 Missense_Mutation SNP T A 135 91 c.3134A>T c.(3133-3135)AAG>ATG p.K1045M

Pat_16 Post-Resistance C13orf26 122046 37 13 31513882 31513882 Missense_Mutation SNP C T 5 241 c.113C>T c.(112-114)ACG>ATG p.T38M

Pat_16 Post-Resistance STARD13 90627 37 13 33704332 33704332 Missense_Mutation SNP G A 4 203 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_16 Post-Resistance MAB21L1 4081 37 13 36049629 36049629 Missense_Mutation SNP T A 53 211 c.647A>T c.(646-648)CAC>CTC p.H216L

Pat_16 Post-Resistance ALG5 29880 37 13 37539733 37539733 Missense_Mutation SNP G A 54 316 c.752C>T c.(751-753)TCA>TTA p.S251L

Pat_16 Post-Resistance SIAH3 283514 37 13 46358171 46358171 Missense_Mutation SNP C T 5 408 c.157G>A c.(157-159)GTC>ATC p.V53I



Pat_16 Post-Resistance ZC3H13 23091 37 13 46541662 46541662 Missense_Mutation SNP G A 101 173 c.4298C>T c.(4297-4299)TCC>TTC p.S1433F

Pat_16 Post-Resistance LOC220429 220429 37 13 50466930 50466930 Missense_Mutation SNP C T 35 82 c.2204C>T c.(2203-2205)CCA>CTA p.P735L

Pat_16 Post-Resistance WDFY2 115825 37 13 52293396 52293396 Missense_Mutation SNP G A 4 319 c.397G>A c.(397-399)GGA>AGA p.G133R

Pat_16 Post-Resistance KLHL1 57626 37 13 70413125 70413125 Missense_Mutation SNP C T 33 58 c.1397G>A c.(1396-1398)GGA>GAA p.G466E

Pat_16 Post-Resistance DACH1 1602 37 13 72063230 72063230 Missense_Mutation SNP A G 133 575 c.1621T>C c.(1621-1623)TCT>CCT p.S541P

Pat_16 Post-Resistance RNF219 79596 37 13 79191193 79191193 Missense_Mutation SNP G A 5 208 c.703C>T c.(703-705)CGC>TGC p.R235C

Pat_16 Post-Resistance HS6ST3 266722 37 13 96743633 96743633 Nonsense_Mutation SNP C T 4 91 c.517C>T c.(517-519)CAG>TAG p.Q173*

Pat_16 Post-Resistance HS6ST3 266722 37 13 97484796 97484796 Missense_Mutation SNP G A 4 168 c.760G>A c.(760-762)GAG>AAG p.E254K

Pat_16 Post-Resistance TPP2 7174 37 13 103288670 103288670 Nonsense_Mutation SNP C T 5 209 c.1606C>T c.(1606-1608)CGA>TGA p.R536*

Pat_16 Post-Resistance EDDM3A 10876 37 14 21216124 21216124 Missense_Mutation SNP G A 4 135 c.385G>A c.(385-387)GTA>ATA p.V129I

Pat_16 Post-Resistance SALL2 6297 37 14 21991923 21991923 Missense_Mutation SNP G A 4 154 c.1939C>T c.(1939-1941)CGC>TGC p.R647C

Pat_16 Post-Resistance MYH7 4625 37 14 23894617 23894617 Missense_Mutation SNP T G 63 94 c.2297A>C c.(2296-2298)AAG>ACG p.K766T

Pat_16 Post-Resistance TGM1 7051 37 14 24724283 24724283 Missense_Mutation SNP G A 4 172 c.1822C>T c.(1822-1824)CGC>TGC p.R608C

Pat_16 Post-Resistance TGM1 7051 37 14 24724445 24724445 Missense_Mutation SNP G A 4 191 c.1660C>T c.(1660-1662)CGG>TGG p.R554W

Pat_16 Post-Resistance FBXO33 254170 37 14 39868720 39868720 Nonstop_Mutation SNP C G 12 2 c.1668G>C c.(1666-1668)TAG>TAC p.*556Y

Pat_16 Post-Resistance PRPF39 55015 37 14 45571853 45571853 Missense_Mutation SNP C T 145 200 c.691C>T c.(691-693)CGT>TGT p.R231C

Pat_16 Post-Resistance SYNE2 23224 37 14 64683071 64683071 Missense_Mutation SNP C T 6 242 c.19439C>T c.(19438-19440)CCC>CTC p.P6480L

Pat_16 Post-Resistance PLEKHG3 26030 37 14 65209027 65209027 Missense_Mutation SNP G A 4 103 c.2792G>A c.(2791-2793)CGC>CAC p.R931H

Pat_16 Post-Resistance SLC8A3 6547 37 14 70635091 70635091 Missense_Mutation SNP C T 72 21 c.49G>A c.(49-51)GGG>AGG p.G17R

Pat_16 Post-Resistance NUMB 8650 37 14 73753887 73753887 Missense_Mutation SNP G A 5 380 c.586C>T c.(586-588)CGT>TGT p.R196C

Pat_16 Post-Resistance CATSPERB 79820 37 14 92088249 92088249 Missense_Mutation SNP C T 10 2 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_16 Post-Resistance SLC24A4 123041 37 14 92920299 92920299 Missense_Mutation SNP G A 111 19 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_16 Post-Resistance HSP90AA1 3320 37 14 102605674 102605675 Missense_Mutation DNP GG AA 15 4 c.67_68CC>TT c.(67-69)CCC>TTC p.P23F

Pat_16 Post-Resistance PPP1R13B 23368 37 14 104205122 104205122 Missense_Mutation SNP C T 5 318 c.2758G>A c.(2758-2760)GAA>AAA p.E920K

Pat_16 Post-Resistance MTA1 9112 37 14 105930777 105930777 Missense_Mutation SNP C T 86 138 c.1217C>T c.(1216-1218)TCT>TTT p.S406F

Pat_16 Post-Resistance ADAM6 8755 37 14 107087201 107087201 Splice_Site SNP G A 7 22 c.5152_splice c.e111+1

Pat_16 Post-Resistance OCA2 4948 37 15 28235790 28235790 Missense_Mutation SNP C T 6 381 c.1048G>A c.(1048-1050)GTG>ATG p.V350M

Pat_16 Post-Resistance APBA2 321 37 15 29398813 29398813 Nonsense_Mutation SNP C T 4 95 c.1708C>T c.(1708-1710)CAG>TAG p.Q570*

Pat_16 Post-Resistance CDAN1 146059 37 15 43024557 43024557 Missense_Mutation SNP G A 4 218 c.1507C>T c.(1507-1509)CGG>TGG p.R503W

Pat_16 Post-Resistance MFAP1 4236 37 15 44105192 44105192 Nonsense_Mutation SNP G A 194 478 c.880C>T c.(880-882)CGA>TGA p.R294*

Pat_16 Post-Resistance WDR76 79968 37 15 44127266 44127266 Missense_Mutation SNP C T 25 73 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_16 Post-Resistance HDC 3067 37 15 50540510 50540510 Missense_Mutation SNP G A 48 176 c.1072C>T c.(1072-1074)CGC>TGC p.R358C

Pat_16 Post-Resistance TRPM7 54822 37 15 50885856 50885856 Missense_Mutation SNP A G 18 66 c.3566T>C c.(3565-3567)TTT>TCT p.F1189S

Pat_16 Post-Resistance MYO5C 55930 37 15 52553323 52553323 Missense_Mutation SNP T A 28 71 c.1049A>T c.(1048-1050)GAG>GTG p.E350V

Pat_16 Post-Resistance CGNL1 84952 37 15 57730859 57730859 Missense_Mutation SNP C T 107 288 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_16 Post-Resistance BNIP2 663 37 15 59963387 59963387 Missense_Mutation SNP A C 5 15 c.1065T>G c.(1063-1065)GAT>GAG p.D355E

Pat_16 Post-Resistance NARG2 79664 37 15 60760375 60760375 Missense_Mutation SNP G A 16 57 c.293C>T c.(292-294)TCT>TTT p.S98F

Pat_16 Post-Resistance SNX22 79856 37 15 64446651 64446651 Missense_Mutation SNP G A 123 385 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_16 Post-Resistance CILP 8483 37 15 65502086 65502086 Missense_Mutation SNP C T 19 86 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_16 Post-Resistance HCN4 10021 37 15 73635803 73635803 Missense_Mutation SNP G A 4 188 c.1132C>T c.(1132-1134)CGC>TGC p.R378C

Pat_16 Post-Resistance LOXL1 4016 37 15 74235231 74235231 Missense_Mutation SNP A G 210 519 c.1139A>G c.(1138-1140)CAA>CGA p.Q380R

Pat_16 Post-Resistance ISLR 3671 37 15 74467929 74467929 Missense_Mutation SNP G A 45 86 c.730G>A c.(730-732)GGT>AGT p.G244S

Pat_16 Post-Resistance CCDC33 80125 37 15 74536345 74536345 Missense_Mutation SNP A C 92 86 c.41A>C c.(40-42)GAG>GCG p.E14A

Pat_16 Post-Resistance CCDC33 80125 37 15 74564051 74564051 Missense_Mutation SNP T A 101 65 c.554T>A c.(553-555)CTC>CAC p.L185H

Pat_16 Post-Resistance ARID3B 10620 37 15 74836597 74836597 Missense_Mutation SNP T C 23 120 c.320T>C c.(319-321)GTT>GCT p.V107A

Pat_16 Post-Resistance CIB2 10518 37 15 78401682 78401682 Missense_Mutation SNP C T 70 64 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_16 Post-Resistance ZFAND6 54469 37 15 80414108 80414108 Missense_Mutation SNP G A 6 208 c.209G>A c.(208-210)AGT>AAT p.S70N



Pat_16 Post-Resistance AGBL1 123624 37 15 86807702 86807702 Missense_Mutation SNP C T 18 28 c.1162C>T c.(1162-1164)CCT>TCT p.P388S

Pat_16 Post-Resistance RLBP1 6017 37 15 89755082 89755082 Missense_Mutation SNP T A 29 81 c.576A>T c.(574-576)GAA>GAT p.E192D

Pat_16 Post-Resistance SYNM 23336 37 15 99670016 99670016 Missense_Mutation SNP C T 4 122 c.1451C>T c.(1450-1452)TCG>TTG p.S484L

Pat_16 Post-Resistance SNRNP25 79622 37 16 105550 105550 Splice_Site SNP G A 5 431 c.160_splice c.e2+1 p.P54_splice

Pat_16 Post-Resistance BAIAP3 8938 37 16 1397918 1397918 Missense_Mutation SNP G T 4 309 c.3154G>T c.(3154-3156)GTG>TTG p.V1052L

Pat_16 Post-Resistance UNKL 64718 37 16 1453342 1453342 Missense_Mutation SNP A C 14 39 c.291T>G c.(289-291)TGT>TGG p.C97W

Pat_16 Post-Resistance ZSCAN10 84891 37 16 3142284 3142284 Missense_Mutation SNP G A 76 235 c.265C>T c.(265-267)CGT>TGT p.R89C

Pat_16 Post-Resistance 12-Sep 124404 37 16 4827818 4827818 Missense_Mutation SNP C T 9 15 c.1057G>A c.(1057-1059)GAT>AAT p.D353N

Pat_16 Post-Resistance PPL 5493 37 16 4933884 4933884 Missense_Mutation SNP G A 5 347 c.4772C>T c.(4771-4773)ACG>ATG p.T1591M

Pat_16 Post-Resistance CIITA 4261 37 16 10996552 10996553 Missense_Mutation DNP CC TT 50 109 c.666_667CC>TT(664-669)CTCCCT>CTTTC p.P223S

Pat_16 Post-Resistance MKL2 57496 37 16 14334250 14334250 Missense_Mutation SNP C A 181 234 c.988C>A c.(988-990)CTC>ATC p.L330I

Pat_16 Post-Resistance ABCC1 4363 37 16 16230359 16230359 Missense_Mutation SNP C T 74 69 c.4150C>T c.(4150-4152)CTC>TTC p.L1384F

Pat_16 Post-Resistance SYT17 51760 37 16 19191808 19191808 Missense_Mutation SNP G A 4 315 c.278G>A c.(277-279)CGC>CAC p.R93H

Pat_16 Post-Resistance DNAH3 55567 37 16 21098244 21098244 Missense_Mutation SNP C T 131 479 c.2803G>A c.(2803-2805)GAT>AAT p.D935N

Pat_16 Post-Resistance HS3ST4 9951 37 16 26147178 26147178 Missense_Mutation SNP C T 280 377 c.980C>T c.(979-981)TCC>TTC p.S327F

Pat_16 Post-Resistance APOB48R 55911 37 16 28507353 28507353 Missense_Mutation SNP G A 38 49 c.991G>A c.(991-993)GCC>ACC p.A331T

Pat_16 Post-Resistance TAOK2 9344 37 16 29999080 29999080 Missense_Mutation SNP C T 4 166 c.3487C>T c.(3487-3489)CGG>TGG p.R1163W

Pat_16 Post-Resistance CD2BP2 10421 37 16 30365585 30365585 Missense_Mutation SNP G A 145 671 c.137C>T c.(136-138)TCT>TTT p.S46F

Pat_16 Post-Resistance ZNF629 23361 37 16 30794825 30794825 Missense_Mutation SNP G A 4 272 c.824C>T c.(823-825)TCG>TTG p.S275L

Pat_16 Post-Resistance TRIM72 493829 37 16 31230643 31230643 Missense_Mutation SNP G A 65 261 c.520G>A c.(520-522)GAG>AAG p.E174K

Pat_16 Post-Resistance GPT2 84706 37 16 46943833 46943833 Missense_Mutation SNP C T 4 233 c.814C>T c.(814-816)CCC>TCC p.P272S

Pat_16 Post-Resistance PHKB 5257 37 16 47675596 47675596 Missense_Mutation SNP T C 4 153 c.1601T>C c.(1600-1602)CTT>CCT p.L534P

Pat_16 Post-Resistance SLC12A3 6559 37 16 56899385 56899385 Missense_Mutation SNP C T 6 357 c.238C>T c.(238-240)CGG>TGG p.R80W

Pat_16 Post-Resistance CCL22 6367 37 16 57394369 57394369 Missense_Mutation SNP G A 37 158 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_16 Post-Resistance KIFC3 3801 37 16 57805133 57805133 Missense_Mutation SNP G A 4 264 c.742C>T c.(742-744)CGG>TGG p.R248W

Pat_16 Post-Resistance MMP15 4324 37 16 58079166 58079166 Missense_Mutation SNP G A 12 67 c.1826G>A c.(1825-1827)GGG>GAG p.G609E

Pat_16 Post-Resistance E2F4 1874 37 16 67228796 67228796 Missense_Mutation SNP C T 5 282 c.721C>T c.(721-723)CGT>TGT p.R241C

Pat_16 Post-Resistance ACD 65057 37 16 67694194 67694194 Missense_Mutation SNP G A 15 15 c.188C>T c.(187-189)CCG>CTG p.P63L

Pat_16 Post-Resistance LCAT 3931 37 16 67974220 67974220 Missense_Mutation SNP G A 4 206 c.910C>T c.(910-912)CGC>TGC p.R304C

Pat_16 Post-Resistance HYDIN 54768 37 16 70913367 70913367 Missense_Mutation SNP G A 80 95 c.10387C>T c.(10387-10389)CTC>TTC p.L3463F

Pat_16 Post-Resistance RFWD3 55159 37 16 74685992 74685992 Nonsense_Mutation SNP G A 70 92 c.547C>T c.(547-549)CAG>TAG p.Q183*

Pat_16 Post-Resistance CNTNAP4 85445 37 16 76461470 76461470 Missense_Mutation SNP G A 45 54 c.512G>A c.(511-513)CGA>CAA p.R171Q

Pat_16 Post-Resistance CNTNAP4 85445 37 16 76495952 76495952 Missense_Mutation SNP C T 21 78 c.1433C>T c.(1432-1434)CCT>CTT p.P478L

Pat_16 Post-Resistance MBTPS1 8720 37 16 84135312 84135312 Missense_Mutation SNP T C 188 173 c.77A>G c.(76-78)GAA>GGA p.E26G

Pat_16 Post-Resistance PAFAH1B1 5048 37 17 2577469 2577469 Missense_Mutation SNP G A 6 195 c.787G>A c.(787-789)GTA>ATA p.V263I

Pat_16 Post-Resistance CTNS 1497 37 17 3561299 3561299 Missense_Mutation SNP C T 5 300 c.682C>T c.(682-684)CGC>TGC p.R228C

Pat_16 Post-Resistance P2RX1 5023 37 17 3806890 3806890 Missense_Mutation SNP A C 47 133 c.560T>G c.(559-561)CTT>CGT p.L187R

Pat_16 Post-Resistance VMO1 284013 37 17 4688833 4688833 Missense_Mutation SNP G A 33 103 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_16 Post-Resistance DHX33 56919 37 17 5359375 5359375 Missense_Mutation SNP G A 42 111 c.977C>T c.(976-978)CCT>CTT p.P326L

Pat_16 Post-Resistance POLR2A 5430 37 17 7399591 7399591 Missense_Mutation SNP G A 4 198 c.289G>A c.(289-291)GTG>ATG p.V97M

Pat_16 Post-Resistance DNAH2 146754 37 17 7681635 7681635 Nonsense_Mutation SNP C T 5 245 c.5389C>T c.(5389-5391)CGA>TGA p.R1797*

Pat_16 Post-Resistance MYH13 8735 37 17 10206529 10206529 Missense_Mutation SNP C T 315 272 c.5651G>A c.(5650-5652)AGG>AAG p.R1884K

Pat_16 Post-Resistance DNAH9 1770 37 17 11622751 11622751 Missense_Mutation SNP C T 86 97 c.5653C>T c.(5653-5655)CGC>TGC p.R1885C

Pat_16 Post-Resistance TRIM16 10626 37 17 15532015 15532015 Missense_Mutation SNP A G 14 30 c.1609T>C c.(1609-1611)TCC>CCC p.S537P

Pat_16 Post-Resistance SMCR8 140775 37 17 18220451 18220451 Missense_Mutation SNP G A 4 293 c.1348G>A c.(1348-1350)GAC>AAC p.D450N

Pat_16 Post-Resistance PRPSAP2 5636 37 17 18814494 18814494 Missense_Mutation SNP G T 4 268 c.663G>T c.(661-663)TTG>TTT p.L221F

Pat_16 Post-Resistance SLC47A1 55244 37 17 19470150 19470151 Missense_Mutation DNP CC TT 33 106 c.1154_1155CC>TT c.(1153-1155)TCC>TTT p.S385F



Pat_16 Post-Resistance CYTSB 92521 37 17 20108441 20108441 Missense_Mutation SNP G A 5 329 c.1079G>A c.(1078-1080)AGT>AAT p.S360N

Pat_16 Post-Resistance KCNJ12 3768 37 17 21319253 21319253 Missense_Mutation SNP C T 39 108 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_16 Post-Resistance UNC119 9094 37 17 26874779 26874779 Missense_Mutation SNP C T 5 306 c.526G>A c.(526-528)GAC>AAC p.D176N

Pat_16 Post-Resistance ALDOC 230 37 17 26902152 26902152 Missense_Mutation SNP C T 4 126 c.313G>A c.(313-315)GTG>ATG p.V105M

Pat_16 Post-Resistance SPAG5 10615 37 17 26905522 26905522 Missense_Mutation SNP G A 31 146 c.3223C>T c.(3223-3225)CTT>TTT p.L1075F

Pat_16 Post-Resistance SEZ6 124925 37 17 27309030 27309030 Missense_Mutation SNP C T 12 16 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_16 Post-Resistance NF1 4763 37 17 29684086 29684086 Missense_Mutation SNP A G 4 216 c.7847A>G c.(7846-7848)CAG>CGG p.Q2616R

Pat_16 Post-Resistance UTP6 55813 37 17 30211497 30211497 Missense_Mutation SNP G A 24 85 c.731C>T c.(730-732)TCG>TTG p.S244L

Pat_16 Post-Resistance MMP28 79148 37 17 34093655 34093655 Missense_Mutation SNP G A 13 41 c.1427C>T c.(1426-1428)TCC>TTC p.S476F

Pat_16 Post-Resistance CASC3 22794 37 17 38320021 38320021 Missense_Mutation SNP C T 92 211 c.1073C>T c.(1072-1074)TCT>TTT p.S358F

Pat_16 Post-Resistance KRTAP9-2 83899 37 17 39383134 39383135 Nonsense_Mutation DNP CC TT 111 269 c.228_229CC>TT(226-231)TGCCAG>TGTTA p.Q77*

Pat_16 Post-Resistance KRT31 3881 37 17 39552779 39552779 Missense_Mutation SNP C T 4 307 c.481G>A c.(481-483)GGT>AGT p.G161S

Pat_16 Post-Resistance KRT38 8687 37 17 39594372 39594372 Missense_Mutation SNP C T 4 288 c.1214G>A c.(1213-1215)CGG>CAG p.R405Q

Pat_16 Post-Resistance KRT32 3882 37 17 39623524 39623524 Missense_Mutation SNP G C 24 70 c.54C>G c.(52-54)TGC>TGG p.C18W

Pat_16 Post-Resistance LOC90586 90586 37 17 41019611 41019611 Missense_Mutation SNP G A 24 13 c.316G>A c.(316-318)GCT>ACT p.A106T

Pat_16 Post-Resistance DHX8 1659 37 17 41567763 41567763 Missense_Mutation SNP C T 57 49 c.239C>T c.(238-240)TCT>TTT p.S80F

Pat_16 Post-Resistance MYCBPAP 84073 37 17 48595953 48595953 Missense_Mutation SNP G A 86 262 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_16 Post-Resistance NME1-NME2 654364 37 17 49247332 49247332 Missense_Mutation SNP G A 5 276 c.683G>A c.(682-684)CGA>CAA p.R228Q

Pat_16 Post-Resistance ANKFN1 162282 37 17 54450018 54450018 Missense_Mutation SNP G A 53 158 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_16 Post-Resistance EPX 8288 37 17 56277065 56277065 Missense_Mutation SNP C T 4 220 c.1447C>T c.(1447-1449)CGC>TGC p.R483C

Pat_16 Post-Resistance TRIM37 4591 37 17 57119173 57119173 Splice_Site SNP C T 4 90 c.1753_splice c.e17+1 p.G585_splice

Pat_16 Post-Resistance BCAS3 54828 37 17 58824632 58824632 Missense_Mutation SNP C T 120 294 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_16 Post-Resistance TBC1D3P2 440452 37 17 60345595 60345595 Missense_Mutation SNP G A 78 172 c.673C>T c.(673-675)CAC>TAC p.H225Y

Pat_16 Post-Resistance SCN4A 6329 37 17 62018424 62018424 Missense_Mutation SNP G A 4 172 c.5218C>T c.(5218-5220)CGG>TGG p.R1740W

Pat_16 Post-Resistance ABCA8 10351 37 17 66915450 66915450 Missense_Mutation SNP C T 34 91 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_16 Post-Resistance ABCA10 10349 37 17 67151960 67151960 Missense_Mutation SNP G A 235 148 c.3562C>T c.(3562-3564)CCA>TCA p.P1188S

Pat_16 Post-Resistance KCNJ16 3773 37 17 68128331 68128331 Nonsense_Mutation SNP C T 4 238 c.103C>T c.(103-105)CGA>TGA p.R35*

Pat_16 Post-Resistance RAB37 326624 37 17 72736931 72736931 Missense_Mutation SNP G A 5 627 c.118G>A c.(118-120)GTC>ATC p.V40I

Pat_16 Post-Resistance USH1G 124590 37 17 72916120 72916120 Missense_Mutation SNP G A 33 43 c.811C>T c.(811-813)CCG>TCG p.P271S

Pat_16 Post-Resistance PRPSAP1 5635 37 17 74324800 74324801 Missense_Mutation DNP GG AA 12 44 c.778_779CC>TT c.(778-780)CCA>TTA p.P260L

Pat_16 Post-Resistance ENPP7 339221 37 17 77709346 77709346 Missense_Mutation SNP G A 14 53 c.904G>A c.(904-906)GAC>AAC p.D302N

Pat_16 Post-Resistance RNF213 57674 37 17 78320995 78320995 Missense_Mutation SNP C T 11 19 c.3079C>T c.(3079-3081)CGT>TGT p.R1027C

Pat_16 Post-Resistance RPTOR 57521 37 17 78811731 78811731 Nonsense_Mutation SNP G A 17 58 c.1146G>A c.(1144-1146)TGG>TGA p.W382*

Pat_16 Post-Resistance GPS1 2873 37 17 80014551 80014551 Missense_Mutation SNP C T 3 37 c.1175C>T c.(1174-1176)GCC>GTC p.A392V

Pat_16 Post-Resistance USP14 9097 37 18 192846 192846 Missense_Mutation SNP G T 5 189 c.409G>T c.(409-411)GCA>TCA p.A137S

Pat_16 Post-Resistance EPB41L3 23136 37 18 5416253 5416253 Missense_Mutation SNP G A 4 162 c.1631C>T c.(1630-1632)CCG>CTG p.P544L

Pat_16 Post-Resistance L3MBTL4 91133 37 18 6215757 6215757 Missense_Mutation SNP A T 26 44 c.862T>A c.(862-864)TTT>ATT p.F288I

Pat_16 Post-Resistance ARHGAP28 79822 37 18 6894891 6894891 Splice_Site SNP G A 77 62 c.1374_splice c.e14+1 p.M458_splice

Pat_16 Post-Resistance LAMA1 284217 37 18 6950909 6950909 Missense_Mutation SNP G A 23 42 c.8269C>T c.(8269-8271)CAT>TAT p.H2757Y

Pat_16 Post-Resistance PTPRM 5797 37 18 7888152 7888152 Missense_Mutation SNP C T 68 139 c.245C>T c.(244-246)GCC>GTC p.A82V

Pat_16 Post-Resistance NDUFV2 4729 37 18 9122540 9122540 Missense_Mutation SNP G A 12 227 c.330G>A c.(328-330)ATG>ATA p.M110I

Pat_16 Post-Resistance DSC3 1825 37 18 28598156 28598156 Missense_Mutation SNP C T 31 39 c.1144G>A c.(1144-1146)GAT>AAT p.D382N

Pat_16 Post-Resistance DSC2 1824 37 18 28662971 28662971 Missense_Mutation SNP A T 37 29 c.998T>A c.(997-999)TTT>TAT p.F333Y

Pat_16 Post-Resistance DSG1 1828 37 18 28914025 28914025 Missense_Mutation SNP G A 46 175 c.865G>A c.(865-867)GAG>AAG p.E289K

Pat_16 Post-Resistance DSG4 147409 37 18 28986205 28986205 Missense_Mutation SNP C T 116 84 c.1802C>T c.(1801-1803)GCG>GTG p.A601V

Pat_16 Post-Resistance DSG2 1829 37 18 29122574 29122574 Missense_Mutation SNP G C 31 71 c.2093G>C c.(2092-2094)GGA>GCA p.G698A

Pat_16 Post-Resistance ASXL3 80816 37 18 31318749 31318749 Missense_Mutation SNP A G 34 103 c.1381A>G c.(1381-1383)AGT>GGT p.S461G



Pat_16 Post-Resistance ASXL3 80816 37 18 31319227 31319227 Missense_Mutation SNP G A 9 27 c.1859G>A c.(1858-1860)GGA>GAA p.G620E

Pat_16 Post-Resistance TCEB3C 162699 37 18 44555339 44555339 Missense_Mutation SNP G A 6 455 c.875C>T c.(874-876)ACC>ATC p.T292I

Pat_16 Post-Resistance MYO5B 4645 37 18 47398601 47398601 Missense_Mutation SNP G A 181 472 c.3539C>T c.(3538-3540)GCG>GTG p.A1180V

Pat_16 Post-Resistance DCC 1630 37 18 50832050 50832050 Missense_Mutation SNP G A 31 157 c.2014G>A c.(2014-2016)GAA>AAA p.E672K

Pat_16 Post-Resistance FECH 2235 37 18 55222097 55222097 Nonsense_Mutation SNP G A 69 150 c.892C>T c.(892-894)CGA>TGA p.R298*

Pat_16 Post-Resistance DOK6 220164 37 18 67425073 67425073 Missense_Mutation SNP C T 63 144 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_16 Post-Resistance RTTN 25914 37 18 67843991 67843991 Missense_Mutation SNP G A 6 408 c.1396C>T c.(1396-1398)CTT>TTT p.L466F

Pat_16 Post-Resistance CDC34 997 37 19 536298 536298 Missense_Mutation SNP G A 4 90 c.320G>A c.(319-321)GGG>GAG p.G107E

Pat_16 Post-Resistance ABCA7 10347 37 19 1046386 1046386 Missense_Mutation SNP C T 148 573 c.1603C>T c.(1603-1605)CCG>TCG p.P535S

Pat_16 Post-Resistance DOT1L 84444 37 19 2226980 2226980 Missense_Mutation SNP C T 25 91 c.4460C>T c.(4459-4461)TCC>TTC p.S1487F

Pat_16 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 8 144 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_16 Post-Resistance TLE2 7089 37 19 3005967 3005967 Splice_Site SNP C T 31 82 c.1501_splice c.e16-1 p.N501_splice

Pat_16 Post-Resistance PLIN4 729359 37 19 4511993 4511993 Missense_Mutation SNP G A 143 183 c.1937C>T c.(1936-1938)GCG>GTG p.A646V

Pat_16 Post-Resistance EMR1 2015 37 19 6921798 6921798 Missense_Mutation SNP T A 731 103 c.1695T>A c.(1693-1695)TTT>TTA p.F565L

Pat_16 Post-Resistance MUC16 94025 37 19 9009311 9009312 Missense_Mutation DNP GG AA 66 341 39161_39162CC>Tc.(39160-39162)TCC>TTT p.S13054F

Pat_16 Post-Resistance MUC16 94025 37 19 9059650 9059650 Missense_Mutation SNP G A 107 140 c.27796C>T c.(27796-27798)CTC>TTC p.L9266F

Pat_16 Post-Resistance MUC16 94025 37 19 9068622 9068622 Missense_Mutation SNP G A 90 99 c.18824C>T c.(18823-18825)TCA>TTA p.S6275L

Pat_16 Post-Resistance MUC16 94025 37 19 9072288 9072288 Missense_Mutation SNP G A 36 51 c.15158C>T c.(15157-15159)TCC>TTC p.S5053F

Pat_16 Post-Resistance ZNF560 147741 37 19 9578016 9578016 Missense_Mutation SNP C T 41 124 c.1607G>A c.(1606-1608)CGA>CAA p.R536Q

Pat_16 Post-Resistance ZNF561 93134 37 19 9721330 9721330 Missense_Mutation SNP G A 138 229 c.1007C>T c.(1006-1008)CCC>CTC p.P336L

Pat_16 Post-Resistance COL5A3 50509 37 19 10097252 10097252 Missense_Mutation SNP C T 73 253 c.2221G>A c.(2221-2223)GAT>AAT p.D741N

Pat_16 Post-Resistance PPAN-P2RY11 692312 37 19 10217217 10217217 Missense_Mutation SNP G A 3 5 c.59G>A c.(58-60)CGC>CAC p.R20H

Pat_16 Post-Resistance CDC37 11140 37 19 10514068 10514068 Missense_Mutation SNP G A 24 60 c.88C>T c.(88-90)CGC>TGC p.R30C

Pat_16 Post-Resistance ZNF440 126070 37 19 11942554 11942554 Missense_Mutation SNP G A 85 414 c.563G>A c.(562-564)CGA>CAA p.R188Q

Pat_16 Post-Resistance ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 5 451 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_16 Post-Resistance GCDH 2639 37 19 13007772 13007772 Missense_Mutation SNP G A 6 306 c.901G>A c.(901-903)GTG>ATG p.V301M

Pat_16 Post-Resistance ZSWIM4 65249 37 19 13939480 13939480 Missense_Mutation SNP G A 5 642 c.2050G>A c.(2050-2052)GTA>ATA p.V684I

Pat_16 Post-Resistance MED26 9441 37 19 16687703 16687703 Missense_Mutation SNP G A 4 53 c.938C>T c.(937-939)CCG>CTG p.P313L

Pat_16 Post-Resistance ANKLE1 126549 37 19 17394769 17394769 Missense_Mutation SNP C T 202 177 c.1196C>T c.(1195-1197)CCT>CTT p.P399L

Pat_16 Post-Resistance UNC13A 23025 37 19 17766699 17766699 Missense_Mutation SNP C T 15 35 c.1540G>A c.(1540-1542)GAG>AAG p.E514K

Pat_16 Post-Resistance ARRDC2 27106 37 19 18121461 18121461 Missense_Mutation SNP C T 66 102 c.1093C>T c.(1093-1095)CCC>TCC p.P365S

Pat_16 Post-Resistance SFRS14 10147 37 19 19115375 19115375 Missense_Mutation SNP G A 5 502 c.2531C>T c.(2530-2532)ACG>ATG p.T844M

Pat_16 Post-Resistance SF4 57794 37 19 19407930 19407930 Missense_Mutation SNP C T 5 96 c.1111G>A c.(1111-1113)GGG>AGG p.G371R

Pat_16 Post-Resistance ZNF253 56242 37 19 20002799 20002799 Missense_Mutation SNP A T 12 512 c.743A>T c.(742-744)AAA>ATA p.K248I

Pat_16 Post-Resistance ZNF253 56242 37 19 20002801 20002801 Missense_Mutation SNP A G 10 528 c.745A>G c.(745-747)ATT>GTT p.I249V

Pat_16 Post-Resistance ZNF93 81931 37 19 20044699 20044699 Missense_Mutation SNP C T 18 136 c.935C>T c.(934-936)CCC>CTC p.P312L

Pat_16 Post-Resistance ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 10 352 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_16 Post-Resistance ZNF85 7639 37 19 21132918 21132918 Missense_Mutation SNP C T 6 292 c.1598C>T c.(1597-1599)ACT>ATT p.T533I

Pat_16 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 9 362 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_16 Post-Resistance ZNF208 7757 37 19 22157069 22157069 Missense_Mutation SNP G A 63 96 c.767C>T c.(766-768)TCC>TTC p.S256F

Pat_16 Post-Resistance ZNF91 7644 37 19 23544808 23544808 Missense_Mutation SNP C T 7 506 c.973G>A c.(973-975)GAA>AAA p.E325K

Pat_16 Post-Resistance ZNF681 148213 37 19 23927358 23927358 Missense_Mutation SNP G A 148 352 c.994C>T c.(994-996)CAT>TAT p.H332Y

Pat_16 Post-Resistance ZNF681 148213 37 19 23937634 23937634 Missense_Mutation SNP C T 5 281 c.217G>A c.(217-219)GAA>AAA p.E73K

Pat_16 Post-Resistance GPATCH1 55094 37 19 33617614 33617614 Missense_Mutation SNP G A 4 216 c.2740G>A c.(2740-2742)GTG>ATG p.V914M

Pat_16 Post-Resistance PDCD2L 84306 37 19 34900181 34900181 Missense_Mutation SNP G A 6 314 c.452G>A c.(451-453)AGC>AAC p.S151N

Pat_16 Post-Resistance LGI4 163175 37 19 35624989 35624989 Missense_Mutation SNP C G 5 29 c.190G>C c.(190-192)GTC>CTC p.V64L

Pat_16 Post-Resistance MLL4 9757 37 19 36219960 36219960 Missense_Mutation SNP G A 5 289 c.4762G>A c.(4762-4764)GGG>AGG p.G1588R



Pat_16 Post-Resistance KIRREL2 84063 37 19 36357377 36357377 Missense_Mutation SNP C T 266 312 c.2110C>T c.(2110-2112)CTC>TTC p.L704F

Pat_16 Post-Resistance APLP1 333 37 19 36369539 36369539 Missense_Mutation SNP G A 63 99 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_16 Post-Resistance NFKBID 84807 37 19 36380815 36380815 Missense_Mutation SNP G A 6 309 c.865C>T c.(865-867)CGG>TGG p.R289W

Pat_16 Post-Resistance RYR1 6261 37 19 38939433 38939433 Missense_Mutation SNP C A 19 16 c.1102C>A c.(1102-1104)CTC>ATC p.L368I

Pat_16 Post-Resistance LGALS4 3960 37 19 39299478 39299478 Missense_Mutation SNP C T 73 269 c.245G>A c.(244-246)GGG>GAG p.G82E

Pat_16 Post-Resistance SIRT2 22933 37 19 39379771 39379771 Missense_Mutation SNP G A 5 352 c.457C>T c.(457-459)CGC>TGC p.R153C

Pat_16 Post-Resistance LGALS13 29124 37 19 40095879 40095879 Missense_Mutation SNP T A 47 160 c.154T>A c.(154-156)TTC>ATC p.F52I

Pat_16 Post-Resistance PRX 57716 37 19 40901021 40901021 Missense_Mutation SNP G A 63 68 c.3238C>T c.(3238-3240)CGT>TGT p.R1080C

Pat_16 Post-Resistance PRX 57716 37 19 40901635 40901635 Missense_Mutation SNP T G 15 75 c.2624A>C c.(2623-2625)AAA>ACA p.K875T

Pat_16 Post-Resistance CIC 23152 37 19 42794473 42794473 Missense_Mutation SNP C T 4 145 c.1553C>T c.(1552-1554)CCG>CTG p.P518L

Pat_16 Post-Resistance PSG8 440533 37 19 43258652 43258652 Missense_Mutation SNP T C 247 297 c.1076A>G c.(1075-1077)AAC>AGC p.N359S

Pat_16 Post-Resistance PSG6 5675 37 19 43529189 43529189 Nonsense_Mutation SNP C T 133 431 c.102G>A c.(100-102)TGG>TGA p.W34*

Pat_16 Post-Resistance CADM4 199731 37 19 44131825 44131825 Missense_Mutation SNP C T 210 217 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_16 Post-Resistance ZNF225 7768 37 19 44635194 44635194 Missense_Mutation SNP G A 5 422 c.427G>A c.(427-429)GTA>ATA p.V143I

Pat_16 Post-Resistance DACT3 147906 37 19 47151836 47151836 Missense_Mutation SNP G A 176 237 c.1793C>T c.(1792-1794)CCC>CTC p.P598L

Pat_16 Post-Resistance DHX34 9704 37 19 47858488 47858488 Missense_Mutation SNP C T 5 411 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_16 Post-Resistance EHD2 30846 37 19 48220222 48220222 Missense_Mutation SNP C T 5 317 c.353C>T c.(352-354)CCG>CTG p.P118L

Pat_16 Post-Resistance GRWD1 83743 37 19 48953958 48953958 Missense_Mutation SNP C T 45 145 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_16 Post-Resistance LMTK3 114783 37 19 49004787 49004787 Missense_Mutation SNP G A 16 69 c.914C>T c.(913-915)TCT>TTT p.S305F

Pat_16 Post-Resistance PLEKHA4 57664 37 19 49362834 49362834 Missense_Mutation SNP G A 4 200 c.584C>T c.(583-585)CCG>CTG p.P195L

Pat_16 Post-Resistance RUVBL2 10856 37 19 49507618 49507618 Missense_Mutation SNP G A 5 345 c.208G>A c.(208-210)GGT>AGT p.G70S

Pat_16 Post-Resistance ZNF473 25888 37 19 50549870 50549870 Missense_Mutation SNP C T 46 157 c.2170C>T c.(2170-2172)CAC>TAC p.H724Y

Pat_16 Post-Resistance LRRC4B 94030 37 19 51021739 51021739 Missense_Mutation SNP C T 4 109 c.1231G>A c.(1231-1233)GTG>ATG p.V411M

Pat_16 Post-Resistance SHANK1 50944 37 19 51171651 51171651 Missense_Mutation SNP C A 14 23 c.3566G>T c.(3565-3567)GGA>GTA p.G1189V

Pat_16 Post-Resistance ZNF175 7728 37 19 52089988 52089988 Missense_Mutation SNP T C 51 41 c.404T>C c.(403-405)TTA>TCA p.L135S

Pat_16 Post-Resistance ZNF611 81856 37 19 53217390 53217390 Missense_Mutation SNP C T 5 439 c.68G>A c.(67-69)CGC>CAC p.R23H

Pat_16 Post-Resistance ZNF677 342926 37 19 53741754 53741754 Missense_Mutation SNP C T 5 41 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_16 Post-Resistance ZNF525 170958 37 19 53884898 53884898 Missense_Mutation SNP G A 5 234 c.958G>A c.(958-960)GAA>AAA p.E320K

Pat_16 Post-Resistance DPRX 503834 37 19 54135382 54135382 Missense_Mutation SNP C T 65 242 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_16 Post-Resistance NLRP7 199713 37 19 55451046 55451047 Missense_Mutation DNP CC TT 40 93 c.1140_1141GG>AA138-1143)GGGGAG>GGAA p.E381K

Pat_16 Post-Resistance NLRP4 147945 37 19 56373376 56373376 Missense_Mutation SNP T A 52 127 c.2037T>A c.(2035-2037)TTT>TTA p.F679L

Pat_16 Post-Resistance NLRP8 126205 37 19 56466396 56466396 Missense_Mutation SNP G T 89 133 c.972G>T c.(970-972)ATG>ATT p.M324I

Pat_16 Post-Resistance PEG3 5178 37 19 57325633 57325633 Missense_Mutation SNP C T 58 185 c.4177G>A c.(4177-4179)GAG>AAG p.E1393K

Pat_16 Post-Resistance PEG3 5178 37 19 57327584 57327584 Missense_Mutation SNP T A 151 134 c.2226A>T c.(2224-2226)GAA>GAT p.E742D

Pat_16 Post-Resistance ZNF814 730051 37 19 58384399 58384399 Missense_Mutation SNP A G 5 185 c.2359T>C c.(2359-2361)TTC>CTC p.F787L

Pat_16 Post-Resistance ZNF606 80095 37 19 58490987 58490987 Missense_Mutation SNP A C 27 46 c.1061T>G c.(1060-1062)TTT>TGT p.F354C

Pat_16 Post-Resistance TTC15 51112 37 2 3405575 3405575 Missense_Mutation SNP C T 68 119 c.1075C>T c.(1075-1077)CGC>TGC p.R359C

Pat_16 Post-Resistance RNF144A 9781 37 2 7170318 7170318 Missense_Mutation SNP G A 4 300 c.719G>A c.(718-720)CGG>CAG p.R240Q

Pat_16 Post-Resistance NBAS 51594 37 2 15506800 15506800 Missense_Mutation SNP G A 6 244 c.3721C>T c.(3721-3723)CGG>TGG p.R1241W

Pat_16 Post-Resistance FAM179A 165186 37 2 29225569 29225569 Missense_Mutation SNP G A 24 28 c.595G>A c.(595-597)GGG>AGG p.G199R

Pat_16 Post-Resistance CAPN13 92291 37 2 30977178 30977178 Missense_Mutation SNP T G 28 41 c.919A>C c.(919-921)AAA>CAA p.K307Q

Pat_16 Post-Resistance MAP4K3 8491 37 2 39487908 39487908 Missense_Mutation SNP A T 32 28 c.2147T>A c.(2146-2148)TTT>TAT p.F716Y

Pat_16 Post-Resistance AAK1 22848 37 2 69709908 69709908 Missense_Mutation SNP G A 4 138 c.2402C>T c.(2401-2403)TCT>TTT p.S801F

Pat_16 Post-Resistance MXD1 4084 37 2 70164473 70164473 Missense_Mutation SNP G A 4 164 c.425G>A c.(424-426)CGG>CAG p.R142Q

Pat_16 Post-Resistance MXD1 4084 37 2 70165315 70165315 Missense_Mutation SNP C T 5 283 c.565C>T c.(565-567)CGG>TGG p.R189W

Pat_16 Post-Resistance C2orf42 54980 37 2 70406670 70406670 Missense_Mutation SNP C T 4 196 c.928G>A c.(928-930)GTA>ATA p.V310I

Pat_16 Post-Resistance ADD2 119 37 2 70890612 70890612 Missense_Mutation SNP A T 73 43 c.2126T>A c.(2125-2127)TTC>TAC p.F709Y



Pat_16 Post-Resistance ADD2 119 37 2 70933534 70933534 Missense_Mutation SNP C T 93 41 c.7G>A c.(7-9)GAA>AAA p.E3K

Pat_16 Post-Resistance RAB11FIP5 26056 37 2 73315365 73315365 Missense_Mutation SNP G A 4 232 c.1381C>T c.(1381-1383)CGG>TGG p.R461W

Pat_16 Post-Resistance REG3G 130120 37 2 79254278 79254278 Missense_Mutation SNP G A 76 175 c.314G>A c.(313-315)GGG>GAG p.G105E

Pat_16 Post-Resistance RETSAT 54884 37 2 85581530 85581530 Missense_Mutation SNP G A 68 166 c.101C>T c.(100-102)TCC>TTC p.S34F

Pat_16 Post-Resistance SMYD1 150572 37 2 88396118 88396118 Missense_Mutation SNP G A 132 254 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_16 Post-Resistance AFF3 3899 37 2 100209977 100209978 Missense_Mutation DNP CC TT 21 84 .2145_2146GG>AA143-2148)GGGGGC>GGAA p.G716S

Pat_16 Post-Resistance RGPD4 285190 37 2 108487252 108487252 Missense_Mutation SNP G A 58 176 c.2792G>A c.(2791-2793)GGA>GAA p.G931E

Pat_16 Post-Resistance SULT1C4 27233 37 2 108999916 108999916 Missense_Mutation SNP G A 46 158 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_16 Post-Resistance EDAR 10913 37 2 109513459 109513459 Missense_Mutation SNP C G 44 19 c.1251G>C c.(1249-1251)CAG>CAC p.Q417H

Pat_16 Post-Resistance SH3RF3 344558 37 2 110053444 110053444 Missense_Mutation SNP G A 74 141 c.1670G>A c.(1669-1671)GGG>GAG p.G557E

Pat_16 Post-Resistance GPR17 2840 37 2 128408607 128408608 Nonsense_Mutation DNP GG TA 56 172 c.382_383GG>TA c.(382-384)GGG>TAG p.G128*

Pat_16 Post-Resistance UGGT1 56886 37 2 128884989 128884989 Missense_Mutation SNP G C 32 76 c.1189G>C c.(1189-1191)GGA>CGA p.G397R

Pat_16 Post-Resistance THSD7B 80731 37 2 137852453 137852453 Nonsense_Mutation SNP C T 53 169 c.868C>T c.(868-870)CAA>TAA p.Q290*

Pat_16 Post-Resistance THSD7B 80731 37 2 138373853 138373853 Missense_Mutation SNP G A 107 396 c.3445G>A c.(3445-3447)GAA>AAA p.E1149K

Pat_16 Post-Resistance LRP1B 53353 37 2 141459861 141459861 Missense_Mutation SNP C T 55 145 c.6151G>A c.(6151-6153)GAA>AAA p.E2051K

Pat_16 Post-Resistance LRP1B 53353 37 2 141945989 141945989 Splice_Site SNP C T 12 51 c.1013_splice c.e7+1 p.G338_splice

Pat_16 Post-Resistance TANC1 85461 37 2 160027046 160027046 Missense_Mutation SNP C T 51 135 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Post-Resistance BAZ2B 29994 37 2 160193521 160193521 Missense_Mutation SNP C T 4 246 c.5728G>A c.(5728-5730)GCA>ACA p.A1910T

Pat_16 Post-Resistance SLC4A10 57282 37 2 162728844 162728844 Missense_Mutation SNP G A 61 192 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_16 Post-Resistance HOXD3 3232 37 2 177036364 177036364 Missense_Mutation SNP C T 109 297 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_16 Post-Resistance TTN 7273 37 2 179454201 179454201 Missense_Mutation SNP C T 17 48 c.54547G>A c.(54547-54549)GAA>AAA p.E18183K

Pat_16 Post-Resistance TTN 7273 37 2 179469452 179469452 Missense_Mutation SNP C T 5 175 c.46660G>A c.(46660-46662)GTA>ATA p.V15554I

Pat_16 Post-Resistance TTN 7273 37 2 179641949 179641949 Missense_Mutation SNP C T 90 179 c.4741G>A c.(4741-4743)GGT>AGT p.G1581S

Pat_16 Post-Resistance STAT4 6775 37 2 191937835 191937835 Missense_Mutation SNP T A 109 232 c.454A>T c.(454-456)AAC>TAC p.N152Y

Pat_16 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 21 359 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_16 Post-Resistance ABCA12 26154 37 2 215876250 215876250 Missense_Mutation SNP G A 37 110 c.2245C>T c.(2245-2247)CCA>TCA p.P749S

Pat_16 Post-Resistance CXCR2 3579 37 2 219000137 219000137 Missense_Mutation SNP G A 4 305 c.613G>A c.(613-615)GCA>ACA p.A205T

Pat_16 Post-Resistance COL4A3 1285 37 2 228147167 228147167 Missense_Mutation SNP G A 45 57 c.2575G>A c.(2575-2577)GGA>AGA p.G859R

Pat_16 Post-Resistance COL4A3 1285 37 2 228168824 228168824 Missense_Mutation SNP G A 17 56 c.4117G>A c.(4117-4119)GGA>AGA p.G1373R

Pat_16 Post-Resistance SPHKAP 80309 37 2 228846519 228846519 Missense_Mutation SNP G A 36 133 c.5017C>T c.(5017-5019)CAT>TAT p.H1673Y

Pat_16 Post-Resistance SLC16A14 151473 37 2 230911393 230911393 Missense_Mutation SNP C A 18 40 c.449G>T c.(448-450)GGC>GTC p.G150V

Pat_16 Post-Resistance CHRND 1144 37 2 233394756 233394756 Missense_Mutation SNP C T 4 282 c.727C>T c.(727-729)CGC>TGC p.R243C

Pat_16 Post-Resistance USP40 55230 37 2 234442200 234442200 Missense_Mutation SNP C T 73 53 c.1429G>A c.(1429-1431)GAA>AAA p.E477K

Pat_16 Post-Resistance TRPM8 79054 37 2 234846100 234846100 Missense_Mutation SNP C T 74 202 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_16 Post-Resistance TRPM8 79054 37 2 234873271 234873271 Splice_Site SNP G A 4 28 c.1750_splice c.e14-1 p.T584_splice

Pat_16 Post-Resistance MLPH 79083 37 2 238457876 238457876 Missense_Mutation SNP C T 36 73 c.1630C>T c.(1630-1632)CCC>TCC p.P544S

Pat_16 Post-Resistance TRAF3IP1 26146 37 2 239307420 239307420 Missense_Mutation SNP T G 115 104 c.1936T>G c.(1936-1938)TTA>GTA p.L646V

Pat_16 Post-Resistance THAP4 51078 37 2 242545816 242545817 Missense_Mutation DNP CC TT 14 14 .1312_1313GG>AAc.(1312-1314)GGA>AAA p.G438K

Pat_16 Post-Resistance SIRPG 55423 37 20 1629761 1629761 Nonsense_Mutation SNP G A 62 238 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_16 Post-Resistance TGM6 343641 37 20 2411098 2411098 Missense_Mutation SNP G A 89 111 c.1685G>A c.(1684-1686)AGA>AAA p.R562K

Pat_16 Post-Resistance SNRPB 6628 37 20 2443296 2443296 Missense_Mutation SNP G A 5 396 c.671C>T c.(670-672)CCC>CTC p.P224L

Pat_16 Post-Resistance ATRN 8455 37 20 3541478 3541478 Missense_Mutation SNP G A 5 343 c.1373G>A c.(1372-1374)CGA>CAA p.R458Q

Pat_16 Post-Resistance C20orf94 128710 37 20 10582435 10582435 Missense_Mutation SNP C T 4 209 c.373C>T c.(373-375)CGT>TGT p.R125C

Pat_16 Post-Resistance BTBD3 22903 37 20 11899185 11899185 Missense_Mutation SNP C T 125 496 c.262C>T c.(262-264)CTC>TTC p.L88F

Pat_16 Post-Resistance CST9 128822 37 20 23584239 23584239 Missense_Mutation SNP A T 42 170 c.388T>A c.(388-390)TTT>ATT p.F130I

Pat_16 Post-Resistance ASXL1 171023 37 20 31023318 31023318 Missense_Mutation SNP C T 29 96 c.2803C>T c.(2803-2805)CCC>TCC p.P935S

Pat_16 Post-Resistance DNMT3B 1789 37 20 31368196 31368196 Missense_Mutation SNP G A 4 126 c.67G>A c.(67-69)GTC>ATC p.V23I



Pat_16 Post-Resistance C20orf185 359710 37 20 31657725 31657725 Missense_Mutation SNP C T 7 773 c.1181C>T c.(1180-1182)TCG>TTG p.S394L

Pat_16 Post-Resistance CBFA2T2 9139 37 20 32217603 32217603 Missense_Mutation SNP C T 74 89 c.1138C>T c.(1138-1140)CGT>TGT p.R380C

Pat_16 Post-Resistance RBM12 10137 37 20 34241449 34241449 Missense_Mutation SNP C T 5 400 c.1796G>A c.(1795-1797)CGT>CAT p.R599H

Pat_16 Post-Resistance PPP1R16B 26051 37 20 37524242 37524242 Missense_Mutation SNP T A 36 59 c.356T>A c.(355-357)CTG>CAG p.L119Q

Pat_16 Post-Resistance PLCG1 5335 37 20 39788777 39788777 Missense_Mutation SNP C T 4 300 c.496C>T c.(496-498)CGG>TGG p.R166W

Pat_16 Post-Resistance STK4 6789 37 20 43625841 43625841 Missense_Mutation SNP C T 69 270 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_16 Post-Resistance SEMG1 6406 37 20 43836962 43836962 Nonsense_Mutation SNP A T 16 74 c.1024A>T c.(1024-1026)AAG>TAG p.K342*

Pat_16 Post-Resistance TP53TG5 27296 37 20 44003936 44003936 Missense_Mutation SNP C T 95 140 c.511G>A c.(511-513)GGA>AGA p.G171R

Pat_16 Post-Resistance SLC12A5 57468 37 20 44684831 44684831 Missense_Mutation SNP A G 36 139 c.2899A>G c.(2899-2901)AAG>GAG p.K967E

Pat_16 Post-Resistance SNAI1 6615 37 20 48600613 48600613 Missense_Mutation SNP C T 104 180 c.335C>T c.(334-336)TCC>TTC p.S112F

Pat_16 Post-Resistance SALL4 57167 37 20 50407142 50407142 Missense_Mutation SNP G A 47 131 c.1880C>T c.(1879-1881)TCG>TTG p.S627L

Pat_16 Post-Resistance TFAP2C 7022 37 20 55208529 55208529 Missense_Mutation SNP C T 32 121 c.707C>T c.(706-708)TCT>TTT p.S236F

Pat_16 Post-Resistance LAMA5 3911 37 20 60885978 60885978 Missense_Mutation SNP G A 47 43 c.10261C>T c.(10261-10263)CGG>TGG p.R3421W

Pat_16 Post-Resistance DIDO1 11083 37 20 61511835 61511835 Missense_Mutation SNP C T 57 87 c.5473G>A c.(5473-5475)GGC>AGC p.G1825S

Pat_16 Post-Resistance KCNQ2 3785 37 20 62076642 62076642 Missense_Mutation SNP G A 5 297 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_16 Post-Resistance PRIC285 85441 37 20 62195457 62195457 Missense_Mutation SNP C T 4 67 c.4718G>A c.(4717-4719)CGG>CAG p.R1573Q

Pat_16 Post-Resistance SAMD10 140700 37 20 62608735 62608735 Missense_Mutation SNP C T 5 210 c.116G>A c.(115-117)CGG>CAG p.R39Q

Pat_16 Post-Resistance PCMTD2 55251 37 20 62891413 62891413 Missense_Mutation SNP C T 81 138 c.95C>T c.(94-96)GCT>GTT p.A32V

Pat_16 Post-Resistance TPTE 7179 37 21 10914379 10914379 Missense_Mutation SNP G A 11 77 c.1340C>T c.(1339-1341)TCA>TTA p.S447L

Pat_16 Post-Resistance APP 351 37 21 27254055 27254055 Missense_Mutation SNP G A 5 252 c.2239C>T c.(2239-2241)CGC>TGC p.R747C

Pat_16 Post-Resistance KCNJ6 3763 37 21 39087165 39087165 Missense_Mutation SNP C T 94 315 c.295G>A c.(295-297)GTT>ATT p.V99I

Pat_16 Post-Resistance PLAC4 191585 37 21 42551363 42551364 Missense_Mutation DNP AC GG 3 91 c.192_193GT>CC(190-195)ACGTTC>ACCCT p.F65L

Pat_16 Post-Resistance C2CD2 25966 37 21 43319324 43319325 Missense_Mutation DNP GG AA 7 28 c.1707_1708CC>TT1705-1710)TCCCTT>TCTT p.L570F

Pat_16 Post-Resistance ZNF295 49854 37 21 43411624 43411624 Missense_Mutation SNP A T 60 212 c.2581T>A c.(2581-2583)TCC>ACC p.S861T

Pat_16 Post-Resistance ABCG1 9619 37 21 43711687 43711687 Missense_Mutation SNP T C 115 150 c.1610T>C c.(1609-1611)TTT>TCT p.F537S

Pat_16 Post-Resistance SIK1 150094 37 21 44836701 44836701 Missense_Mutation SNP G A 12 48 c.2273C>T c.(2272-2274)CCC>CTC p.P758L

Pat_16 Post-Resistance KRTAP10-8 386681 37 21 46032217 46032217 Missense_Mutation SNP C T 5 175 c.200C>T c.(199-201)GCC>GTC p.A67V

Pat_16 Post-Resistance PCBP3 54039 37 21 47337538 47337538 Missense_Mutation SNP C T 87 261 c.712C>T c.(712-714)CCG>TCG p.P238S

Pat_16 Post-Resistance GNB1L 54584 37 22 19776285 19776285 Missense_Mutation SNP C T 4 131 c.931G>A c.(931-933)GCG>ACG p.A311T

Pat_16 Post-Resistance RGL4 266747 37 22 24036576 24036576 Missense_Mutation SNP G A 4 180 c.955G>A c.(955-957)GTC>ATC p.V319I

Pat_16 Post-Resistance GGT5 2687 37 22 24640582 24640582 Missense_Mutation SNP G A 64 103 c.112C>T c.(112-114)CCC>TCC p.P38S

Pat_16 Post-Resistance CRYBB2 1415 37 22 25625499 25625499 Missense_Mutation SNP C T 28 62 c.403C>T c.(403-405)CAT>TAT p.H135Y

Pat_16 Post-Resistance PES1 23481 37 22 30977009 30977009 Missense_Mutation SNP G A 63 49 c.902C>T c.(901-903)CCC>CTC p.P301L

Pat_16 Post-Resistance BPIL2 254240 37 22 32841915 32841915 Missense_Mutation SNP C T 71 58 c.443G>A c.(442-444)CGA>CAA p.R148Q

Pat_16 Post-Resistance RASD2 23551 37 22 35947968 35947968 Missense_Mutation SNP G A 68 53 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_16 Post-Resistance FOXRED2 80020 37 22 36894189 36894189 Missense_Mutation SNP G A 28 63 c.1231C>T c.(1231-1233)CGG>TGG p.R411W

Pat_16 Post-Resistance ELFN2 114794 37 22 37770901 37770901 Missense_Mutation SNP G A 4 63 c.674C>T c.(673-675)CCG>CTG p.P225L

Pat_16 Post-Resistance TRIOBP 11078 37 22 38120316 38120316 Missense_Mutation SNP C T 120 617 c.1753C>T c.(1753-1755)CCC>TCC p.P585S

Pat_16 Post-Resistance PDGFB 5155 37 22 39631866 39631866 Missense_Mutation SNP G A 23 68 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_16 Post-Resistance PARVG 64098 37 22 44583758 44583758 Nonsense_Mutation SNP C T 43 96 c.247C>T c.(247-249)CAG>TAG p.Q83*

Pat_16 Post-Resistance KLHDC7B 113730 37 22 50987478 50987478 Missense_Mutation SNP G A 4 12 c.883G>A c.(883-885)GGC>AGC p.G295S

Pat_16 Post-Resistance BRPF1 7862 37 3 9776260 9776260 Missense_Mutation SNP C T 46 65 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_16 Post-Resistance TMEM43 79188 37 3 14174407 14174407 Missense_Mutation SNP G A 5 204 c.484G>A c.(484-486)GAC>AAC p.D162N

Pat_16 Post-Resistance C3orf19 51244 37 3 14703141 14703141 Missense_Mutation SNP G A 3 74 c.412G>A c.(412-414)GGA>AGA p.G138R

Pat_16 Post-Resistance EAF1 85403 37 3 15471450 15471450 Missense_Mutation SNP C T 54 45 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_16 Post-Resistance SATB1 6304 37 3 18393533 18393533 Missense_Mutation SNP T A 149 233 c.1730A>T c.(1729-1731)CAT>CTT p.H577L

Pat_16 Post-Resistance KCNH8 131096 37 3 19492780 19492780 Missense_Mutation SNP C T 37 43 c.1709C>T c.(1708-1710)TCT>TTT p.S570F



Pat_16 Post-Resistance NEK10 152110 37 3 27213359 27213359 Missense_Mutation SNP A C 20 29 c.718T>G c.(718-720)TTA>GTA p.L240V

Pat_16 Post-Resistance GLB1 2720 37 3 33038614 33038614 Missense_Mutation SNP G A 51 60 c.1957C>T c.(1957-1959)CCC>TCC p.P653S

Pat_16 Post-Resistance STAC 6769 37 3 36484961 36484961 Missense_Mutation SNP G A 25 58 c.217G>A c.(217-219)GCA>ACA p.A73T

Pat_16 Post-Resistance TRANK1 9881 37 3 36873053 36873053 Missense_Mutation SNP A C 9 19 c.6239T>G c.(6238-6240)CTC>CGC p.L2080R

Pat_16 Post-Resistance ALS2CL 259173 37 3 46729657 46729657 Missense_Mutation SNP G A 4 100 c.233C>T c.(232-234)CCG>CTG p.P78L

Pat_16 Post-Resistance PTPN23 25930 37 3 47452005 47452005 Missense_Mutation SNP C T 4 117 c.2717C>T c.(2716-2718)CCC>CTC p.P906L

Pat_16 Post-Resistance LAMB2 3913 37 3 49163299 49163299 Missense_Mutation SNP G A 103 113 c.2369C>T c.(2368-2370)TCA>TTA p.S790L

Pat_16 Post-Resistance USP4 7375 37 3 49322316 49322316 Missense_Mutation SNP G A 24 53 c.2237C>T c.(2236-2238)ACT>ATT p.T746I

Pat_16 Post-Resistance BSN 8927 37 3 49689742 49689742 Missense_Mutation SNP C T 3 35 c.2753C>T c.(2752-2754)ACC>ATC p.T918I

Pat_16 Post-Resistance SEMA3F 6405 37 3 50220182 50220182 Missense_Mutation SNP C T 45 69 c.869C>T c.(868-870)CCC>CTC p.P290L

Pat_16 Post-Resistance SEMA3F 6405 37 3 50225363 50225363 Missense_Mutation SNP C T 10 15 c.2173C>T c.(2173-2175)CCT>TCT p.P725S

Pat_16 Post-Resistance CACNA2D2 9254 37 3 50421769 50421769 Splice_Site SNP C T 99 205 c.511_splice c.e6-1 p.D171_splice

Pat_16 Post-Resistance DNAH1 25981 37 3 52397156 52397156 Missense_Mutation SNP C T 27 23 c.5240C>T c.(5239-5241)TCC>TTC p.S1747F

Pat_16 Post-Resistance ITIH3 3699 37 3 52831902 52831902 Missense_Mutation SNP G A 6 8 c.619G>A c.(619-621)GAC>AAC p.D207N

Pat_16 Post-Resistance SLMAP 7871 37 3 57898147 57898147 Missense_Mutation SNP G A 4 194 c.1688G>A c.(1687-1689)CGG>CAG p.R563Q

Pat_16 Post-Resistance FLNB 2317 37 3 58135678 58135678 Missense_Mutation SNP G A 5 342 c.6193G>A c.(6193-6195)GTG>ATG p.V2065M

Pat_16 Post-Resistance LRIG1 26018 37 3 66434654 66434654 Missense_Mutation SNP C T 6 523 c.1832G>A c.(1831-1833)CGG>CAG p.R611Q

Pat_16 Post-Resistance KBTBD8 84541 37 3 67058763 67058763 Missense_Mutation SNP G A 53 73 c.1760G>A c.(1759-1761)TGT>TAT p.C587Y

Pat_16 Post-Resistance FRMD4B 23150 37 3 69245538 69245538 Missense_Mutation SNP G A 15 42 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_16 Post-Resistance C3orf26 84319 37 3 99879299 99879299 Missense_Mutation SNP C A 3 24 c.179C>A c.(178-180)CCA>CAA p.P60Q

Pat_16 Post-Resistance FAM55C 91775 37 3 101520553 101520553 Missense_Mutation SNP C T 32 31 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_16 Post-Resistance MYH15 22989 37 3 108117510 108117510 Missense_Mutation SNP C T 72 105 c.5167G>A c.(5167-5169)GAA>AAA p.E1723K

Pat_16 Post-Resistance DPPA4 55211 37 3 109049541 109049541 Missense_Mutation SNP A C 35 69 c.509T>G c.(508-510)CTT>CGT p.L170R

Pat_16 Post-Resistance KIAA2018 205717 37 3 113375371 113375371 Missense_Mutation SNP G A 4 164 c.5158C>T c.(5158-5160)CGT>TGT p.R1720C

Pat_16 Post-Resistance KIAA2018 205717 37 3 113377026 113377026 Missense_Mutation SNP G A 20 32 c.3503C>T c.(3502-3504)TCA>TTA p.S1168L

Pat_16 Post-Resistance POPDC2 64091 37 3 119378790 119378790 Missense_Mutation SNP G A 4 232 c.481C>T c.(481-483)CTC>TTC p.L161F

Pat_16 Post-Resistance ABTB1 80325 37 3 127398861 127398861 Missense_Mutation SNP G A 5 314 c.1063G>A c.(1063-1065)GTC>ATC p.V355I

Pat_16 Post-Resistance GATA2 2624 37 3 128204758 128204758 Missense_Mutation SNP G A 17 43 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_16 Post-Resistance ACPP 55 37 3 132047117 132047117 Missense_Mutation SNP C T 75 53 c.127C>T c.(127-129)CGG>TGG p.R43W

Pat_16 Post-Resistance BFSP2 8419 37 3 133119121 133119121 Missense_Mutation SNP G A 4 81 c.194G>A c.(193-195)TGC>TAC p.C65Y

Pat_16 Post-Resistance SLCO2A1 6578 37 3 133661546 133661547 Missense_Mutation DNP GG AA 52 154 c.1527_1528CC>TT525-1530)GTCCCC>GTTT p.P510S

Pat_16 Post-Resistance EPHB1 2047 37 3 134851694 134851694 Missense_Mutation SNP G A 29 83 c.1100G>A c.(1099-1101)CGC>CAC p.R367H

Pat_16 Post-Resistance HPS3 84343 37 3 148859158 148859158 Missense_Mutation SNP T C 159 301 c.961T>C c.(961-963)TAC>CAC p.Y321H

Pat_16 Post-Resistance CP 1356 37 3 148939527 148939527 Nonsense_Mutation SNP C T 16 53 c.53G>A c.(52-54)TGG>TAG p.W18*

Pat_16 Post-Resistance B3GALNT1 8706 37 3 160803907 160803907 Missense_Mutation SNP A C 13 24 c.636T>G c.(634-636)AAT>AAG p.N212K

Pat_16 Post-Resistance ZBBX 79740 37 3 167016179 167016179 Missense_Mutation SNP A T 38 75 c.1793T>A c.(1792-1794)TTT>TAT p.F598Y

Pat_16 Post-Resistance MECOM 2122 37 3 168825731 168825731 Missense_Mutation SNP G A 27 23 c.2023C>T c.(2023-2025)CCT>TCT p.P675S

Pat_16 Post-Resistance PHC3 80012 37 3 169847185 169847185 Missense_Mutation SNP G A 4 241 c.1039C>T c.(1039-1041)CCC>TCC p.P347S

Pat_16 Post-Resistance EIF2B5 8893 37 3 183855762 183855762 Missense_Mutation SNP C T 4 88 c.583C>T c.(583-585)CGT>TGT p.R195C

Pat_16 Post-Resistance DVL3 1857 37 3 183882369 183882369 Missense_Mutation SNP G A 5 181 c.443G>A c.(442-444)CGG>CAG p.R148Q

Pat_16 Post-Resistance TBCCD1 55171 37 3 186276241 186276241 Missense_Mutation SNP G A 88 200 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_16 Post-Resistance TP63 8626 37 3 189582204 189582204 Missense_Mutation SNP G A 36 61 c.763G>A c.(763-765)GAG>AAG p.E255K

Pat_16 Post-Resistance GP5 2814 37 3 194118968 194118968 Missense_Mutation SNP C T 3 54 c.44G>A c.(43-45)CGC>CAC p.R15H

Pat_16 Post-Resistance LSG1 55341 37 3 194373772 194373772 Missense_Mutation SNP G A 54 141 c.859C>T c.(859-861)CCA>TCA p.P287S

Pat_16 Post-Resistance TFRC 7037 37 3 195785162 195785162 Missense_Mutation SNP A G 146 86 c.1670T>C c.(1669-1671)TTT>TCT p.F557S

Pat_16 Post-Resistance LRRC33 375387 37 3 196387690 196387690 Missense_Mutation SNP C A 69 56 c.1176C>A c.(1174-1176)CAC>CAA p.H392Q

Pat_16 Post-Resistance ZNF141 7700 37 4 367161 367161 Missense_Mutation SNP A C 8 375 c.935A>C c.(934-936)AAA>ACA p.K312T



Pat_16 Post-Resistance NOP14 8602 37 4 2946914 2946914 Missense_Mutation SNP C T 3 39 c.1678G>A c.(1678-1680)GAC>AAC p.D560N

Pat_16 Post-Resistance ZNF518B 85460 37 4 10444904 10444904 Missense_Mutation SNP G A 25 83 c.3049C>T c.(3049-3051)CAT>TAT p.H1017Y

Pat_16 Post-Resistance PPARGC1A 10891 37 4 23815598 23815598 Missense_Mutation SNP G A 73 264 c.1508C>T c.(1507-1509)TCA>TTA p.S503L

Pat_16 Post-Resistance DHX15 1665 37 4 24578242 24578242 Missense_Mutation SNP C T 3 48 c.131G>A c.(130-132)CGT>CAT p.R44H

Pat_16 Post-Resistance SEL1L3 23231 37 4 25789890 25789891 Missense_Mutation DNP CC TT 118 345 .2172_2173GG>AA170-2175)ACGGAG>ACAA p.E725K

Pat_16 Post-Resistance KLB 152831 37 4 39409123 39409123 Missense_Mutation SNP G A 56 95 c.554G>A c.(553-555)AGA>AAA p.R185K

Pat_16 Post-Resistance NSUN7 79730 37 4 40792702 40792702 Missense_Mutation SNP C T 5 223 c.1120C>T c.(1120-1122)CCT>TCT p.P374S

Pat_16 Post-Resistance KDR 3791 37 4 55976657 55976657 Missense_Mutation SNP C T 61 33 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_16 Post-Resistance LPHN3 23284 37 4 62363041 62363041 Missense_Mutation SNP G A 25 62 c.30G>A c.(28-30)ATG>ATA p.M10I

Pat_16 Post-Resistance TMPRSS11B 132724 37 4 69095235 69095235 Splice_Site SNP C T 20 86 c.687_splice c.e8-1 p.K229_splice

Pat_16 Post-Resistance SHROOM3 57619 37 4 77652072 77652072 Nonsense_Mutation SNP C T 148 415 c.571C>T c.(571-573)CAA>TAA p.Q191*

Pat_16 Post-Resistance FRAS1 80144 37 4 79351557 79351557 Missense_Mutation SNP G A 9 41 c.4955G>A c.(4954-4956)AGG>AAG p.R1652K

Pat_16 Post-Resistance GRID2 2895 37 4 94344063 94344063 Missense_Mutation SNP G A 33 89 c.1489G>A c.(1489-1491)GGA>AGA p.G497R

Pat_16 Post-Resistance PDHA2 5161 37 4 96761349 96761349 Missense_Mutation SNP A T 39 124 c.48A>T c.(46-48)AAA>AAT p.K16N

Pat_16 Post-Resistance ADH1C 126 37 4 100261800 100261800 Missense_Mutation SNP G A 319 245 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_16 Post-Resistance EGF 1950 37 4 110882040 110882040 Missense_Mutation SNP T A 155 83 c.1084T>A c.(1084-1086)TTT>ATT p.F362I

Pat_16 Post-Resistance ANK2 287 37 4 114158761 114158761 Missense_Mutation SNP G A 105 291 c.676G>A c.(676-678)GTG>ATG p.V226M

Pat_16 Post-Resistance PRDM5 11107 37 4 121737728 121737728 Missense_Mutation SNP A G 32 84 c.745T>C c.(745-747)TTT>CTT p.F249L

Pat_16 Post-Resistance ADAD1 132612 37 4 123317451 123317451 Missense_Mutation SNP G A 8 44 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_16 Post-Resistance NUDT6 11162 37 4 123843634 123843634 Missense_Mutation SNP C T 4 95 c.94G>A c.(94-96)GCA>ACA p.A32T

Pat_16 Post-Resistance FAT4 79633 37 4 126239412 126239412 Missense_Mutation SNP G A 4 276 c.1846G>A c.(1846-1848)GGA>AGA p.G616R

Pat_16 Post-Resistance FAT4 79633 37 4 126389676 126389676 Missense_Mutation SNP G A 64 71 c.11909G>A c.(11908-11910)GGA>GAA p.G3970E

Pat_16 Post-Resistance C4orf29 80167 37 4 128949889 128949889 Missense_Mutation SNP G A 4 266 c.959G>A c.(958-960)CGC>CAC p.R320H

Pat_16 Post-Resistance NAA15 80155 37 4 140275246 140275246 Missense_Mutation SNP C T 21 54 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Post-Resistance SLC10A7 84068 37 4 147227095 147227095 Missense_Mutation SNP G A 24 29 c.538C>T c.(538-540)CCT>TCT p.P180S

Pat_16 Post-Resistance FHDC1 85462 37 4 153896944 153896944 Missense_Mutation SNP C T 5 271 c.2501C>T c.(2500-2502)GCC>GTC p.A834V

Pat_16 Post-Resistance DCHS2 54798 37 4 155237118 155237118 Missense_Mutation SNP G A 26 72 c.3677C>T c.(3676-3678)CCT>CTT p.P1226L

Pat_16 Post-Resistance DCHS2 54798 37 4 155241752 155241752 Missense_Mutation SNP C T 5 287 c.3434G>A c.(3433-3435)CGA>CAA p.R1145Q

Pat_16 Post-Resistance FGA 2243 37 4 155507586 155507586 Missense_Mutation SNP C T 58 99 c.995G>A c.(994-996)GGA>GAA p.G332E

Pat_16 Post-Resistance CTSO 1519 37 4 156864377 156864377 Missense_Mutation SNP G A 53 127 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_16 Post-Resistance TRIM60 166655 37 4 165962593 165962593 Missense_Mutation SNP G A 12 40 c.1369G>A c.(1369-1371)GAT>AAT p.D457N

Pat_16 Post-Resistance SPOCK3 50859 37 4 167656164 167656164 Missense_Mutation SNP C T 19 49 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_16 Post-Resistance DDX60 55601 37 4 169206544 169206544 Missense_Mutation SNP C T 17 20 c.1445G>A c.(1444-1446)AGT>AAT p.S482N

Pat_16 Post-Resistance FRG1 2483 37 4 190878651 190878651 Missense_Mutation SNP G A 6 232 c.531G>A c.(529-531)ATG>ATA p.M177I

Pat_16 Post-Resistance PRLR 5618 37 5 35065819 35065819 Missense_Mutation SNP G A 115 330 c.1241C>T c.(1240-1242)TCA>TTA p.S414L

Pat_16 Post-Resistance IL7R 3575 37 5 35867469 35867469 Missense_Mutation SNP G A 21 51 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_16 Post-Resistance UGT3A2 167127 37 5 36036065 36036065 Missense_Mutation SNP G A 4 154 c.1307C>T c.(1306-1308)GCG>GTG p.A436V

Pat_16 Post-Resistance EGFLAM 133584 37 5 38370447 38370447 Missense_Mutation SNP G A 86 50 c.595G>A c.(595-597)GAC>AAC p.D199N

Pat_16 Post-Resistance HCN1 348980 37 5 45267196 45267196 Missense_Mutation SNP C T 106 76 c.1778G>A c.(1777-1779)CGA>CAA p.R593Q

Pat_16 Post-Resistance HSPB3 8988 37 5 53751759 53751759 Missense_Mutation SNP A G 38 53 c.140A>G c.(139-141)AAA>AGA p.K47R

Pat_16 Post-Resistance HMGCR 3156 37 5 74646107 74646107 Missense_Mutation SNP C T 23 46 c.688C>T c.(688-690)CGT>TGT p.R230C

Pat_16 Post-Resistance CMYA5 202333 37 5 79033696 79033696 Missense_Mutation SNP A T 14 37 c.9108A>T c.(9106-9108)GAA>GAT p.E3036D

Pat_16 Post-Resistance FAM172A 83989 37 5 93217337 93217337 Missense_Mutation SNP G A 9 39 c.625C>T c.(625-627)CCG>TCG p.P209S

Pat_16 Post-Resistance FAM81B 153643 37 5 94756087 94756087 Missense_Mutation SNP C T 73 167 c.637C>T c.(637-639)CTT>TTT p.L213F

Pat_16 Post-Resistance PCSK1 5122 37 5 95743978 95743978 Missense_Mutation SNP G A 21 61 c.1145C>T c.(1144-1146)TCG>TTG p.S382L

Pat_16 Post-Resistance CAMK4 814 37 5 110560209 110560209 Missense_Mutation SNP T C 3 34 c.28T>C c.(28-30)TCC>CCC p.S10P

Pat_16 Post-Resistance CAMK4 814 37 5 110819954 110819954 Missense_Mutation SNP A T 41 23 c.1212A>T c.(1210-1212)AAA>AAT p.K404N



Pat_16 Post-Resistance PRR16 51334 37 5 120021953 120021953 Missense_Mutation SNP G A 4 138 c.464G>A c.(463-465)CGA>CAA p.R155Q

Pat_16 Post-Resistance ALDH7A1 501 37 5 125930712 125930712 Missense_Mutation SNP C G 28 7 c.179G>C c.(178-180)GGA>GCA p.G60A

Pat_16 Post-Resistance C5orf48 389320 37 5 125968322 125968322 Missense_Mutation SNP G A 34 73 c.171G>A c.(169-171)ATG>ATA p.M57I

Pat_16 Post-Resistance TMEM173 340061 37 5 138857920 138857920 Missense_Mutation SNP G A 4 221 c.694C>T c.(694-696)CAT>TAT p.H232Y

Pat_16 Post-Resistance HARS 3035 37 5 140054286 140054286 Missense_Mutation SNP C T 6 402 c.1436G>A c.(1435-1437)CGT>CAT p.R479H

Pat_16 Post-Resistance PCDHA12 56137 37 5 140255958 140255958 Missense_Mutation SNP G A 91 71 c.901G>A c.(901-903)GAA>AAA p.E301K

Pat_16 Post-Resistance PCDHA12 56137 37 5 140256858 140256858 Missense_Mutation SNP T A 46 148 c.1801T>A c.(1801-1803)TCC>ACC p.S601T

Pat_16 Post-Resistance PCDHB3 56132 37 5 140480621 140480621 Missense_Mutation SNP T G 48 148 c.388T>G c.(388-390)TCT>GCT p.S130A

Pat_16 Post-Resistance PCDHB3 56132 37 5 140482598 140482598 Missense_Mutation SNP T A 164 120 c.2365T>A c.(2365-2367)TTC>ATC p.F789I

Pat_16 Post-Resistance PCDHB8 56128 37 5 140558076 140558076 Missense_Mutation SNP C T 34 714 c.461C>T c.(460-462)CCT>CTT p.P154L

Pat_16 Post-Resistance PCDHB8 56128 37 5 140559324 140559324 Missense_Mutation SNP C T 25 226 c.1709C>T c.(1708-1710)TCC>TTC p.S570F

Pat_16 Post-Resistance SLC25A2 83884 37 5 140682877 140682877 Missense_Mutation SNP A G 26 62 c.556T>C c.(556-558)TTT>CTT p.F186L

Pat_16 Post-Resistance PCDHGB3 56102 37 5 140751933 140751933 Missense_Mutation SNP G A 4 161 c.1972G>A c.(1972-1974)GTC>ATC p.V658I

Pat_16 Post-Resistance NDFIP1 80762 37 5 141511890 141511890 Missense_Mutation SNP C T 199 141 c.265C>T c.(265-267)CCT>TCT p.P89S

Pat_16 Post-Resistance KCTD16 57528 37 5 143853540 143853540 Missense_Mutation SNP G A 14 51 c.1150G>A c.(1150-1152)GCT>ACT p.A384T

Pat_16 Post-Resistance TCERG1 10915 37 5 145850279 145850279 Missense_Mutation SNP C T 14 38 c.1480C>T c.(1480-1482)CCT>TCT p.P494S

Pat_16 Post-Resistance HTR4 3360 37 5 147929772 147929772 Missense_Mutation SNP G A 81 251 c.80C>T c.(79-81)TCG>TTG p.S27L

Pat_16 Post-Resistance ABLIM3 22885 37 5 148619377 148619377 Missense_Mutation SNP T C 112 233 c.1130T>C c.(1129-1131)ATA>ACA p.I377T

Pat_16 Post-Resistance SLC6A7 6534 37 5 149574444 149574444 Missense_Mutation SNP T G 69 149 c.187T>G c.(187-189)TTC>GTC p.F63V

Pat_16 Post-Resistance ZNF300 91975 37 5 150275165 150275165 Missense_Mutation SNP C T 12 75 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_16 Post-Resistance SLC36A1 206358 37 5 150867748 150867748 Missense_Mutation SNP C T 55 40 c.1364C>T c.(1363-1365)GCT>GTT p.A455V

Pat_16 Post-Resistance HAVCR2 84868 37 5 156533766 156533766 Missense_Mutation SNP C T 4 275 c.266G>A c.(265-267)CGC>CAC p.R89H

Pat_16 Post-Resistance CYFIP2 26999 37 5 156768085 156768085 Missense_Mutation SNP C T 4 260 c.2593C>T c.(2593-2595)CGG>TGG p.R865W

Pat_16 Post-Resistance ADRA1B 147 37 5 159344336 159344336 Missense_Mutation SNP G A 42 111 c.424G>A c.(424-426)GAT>AAT p.D142N

Pat_16 Post-Resistance CCNJL 79616 37 5 159680534 159680534 Missense_Mutation SNP G A 5 217 c.1159C>T c.(1159-1161)CCC>TCC p.P387S

Pat_16 Post-Resistance KCNMB1 3779 37 5 169810728 169810728 Nonsense_Mutation SNP C T 50 207 c.261G>A c.(259-261)TGG>TGA p.W87*

Pat_16 Post-Resistance KCNIP1 30820 37 5 170147349 170147349 Missense_Mutation SNP G A 49 132 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_16 Post-Resistance DDX41 51428 37 5 176939551 176939551 Missense_Mutation SNP G A 27 56 c.1495C>T c.(1495-1497)CCT>TCT p.P499S

Pat_16 Post-Resistance ZNF354C 30832 37 5 178505930 178505930 Missense_Mutation SNP G A 41 97 c.497G>A c.(496-498)GGG>GAG p.G166E

Pat_16 Post-Resistance TBC1D9B 23061 37 5 179297386 179297386 Missense_Mutation SNP C T 4 250 c.2594G>A c.(2593-2595)CGG>CAG p.R865Q

Pat_16 Post-Resistance MAPK9 5601 37 5 179663484 179663484 Missense_Mutation SNP G A 5 311 c.1175C>T c.(1174-1176)TCG>TTG p.S392L

Pat_16 Post-Resistance GFPT2 9945 37 5 179729481 179729481 Missense_Mutation SNP A G 70 178 c.1946T>C c.(1945-1947)CTG>CCG p.L649P

Pat_16 Post-Resistance TRIM7 81786 37 5 180622549 180622549 Missense_Mutation SNP G A 38 84 c.1153C>T c.(1153-1155)CGC>TGC p.R385C

Pat_16 Post-Resistance EXOC2 55770 37 6 633049 633049 Nonsense_Mutation SNP G A 5 281 c.187C>T c.(187-189)CGA>TGA p.R63*

Pat_16 Post-Resistance F13A1 2162 37 6 6196100 6196100 Missense_Mutation SNP G A 4 213 c.1235C>T c.(1234-1236)CCC>CTC p.P412L

Pat_16 Post-Resistance HIVEP1 3096 37 6 12122090 12122090 Missense_Mutation SNP C T 34 113 c.2062C>T c.(2062-2064)CCA>TCA p.P688S

Pat_16 Post-Resistance SLC17A3 10786 37 6 25862532 25862532 Missense_Mutation SNP C T 5 223 c.232G>A c.(232-234)GAT>AAT p.D78N

Pat_16 Post-Resistance ZKSCAN3 80317 37 6 28327466 28327466 Missense_Mutation SNP C T 34 171 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_16 Post-Resistance OR2W1 26692 37 6 29012073 29012073 Missense_Mutation SNP T G 15 18 c.880A>C c.(880-882)AAT>CAT p.N294H

Pat_16 Post-Resistance MOG 4340 37 6 29635420 29635420 Missense_Mutation SNP G A 56 103 c.551G>A c.(550-552)GGA>GAA p.G184E

Pat_16 Post-Resistance PPP1R10 5514 37 6 30574254 30574254 Missense_Mutation SNP G A 4 272 c.625C>T c.(625-627)CGT>TGT p.R209C

Pat_16 Post-Resistance CFB 629 37 6 31914819 31914819 Missense_Mutation SNP G A 6 380 c.334G>A c.(334-336)GGG>AGG p.G112R

Pat_16 Post-Resistance ZBTB22 9278 37 6 33283015 33283015 Missense_Mutation SNP C T 5 201 c.1679G>A c.(1678-1680)CGA>CAA p.R560Q

Pat_16 Post-Resistance KIFC1 3833 37 6 33374019 33374019 Missense_Mutation SNP G A 6 553 c.1583G>A c.(1582-1584)CGC>CAC p.R528H

Pat_16 Post-Resistance SCUBE3 222663 37 6 35199628 35199628 Missense_Mutation SNP G A 6 269 c.461G>A c.(460-462)CGG>CAG p.R154Q

Pat_16 Post-Resistance PI16 221476 37 6 36931352 36931352 Missense_Mutation SNP G A 63 241 c.1234G>A c.(1234-1236)GGT>AGT p.G412S

Pat_16 Post-Resistance CAPN11 11131 37 6 44144382 44144382 Missense_Mutation SNP G A 4 239 c.1066G>A c.(1066-1068)GGG>AGG p.G356R



Pat_16 Post-Resistance GPR116 221395 37 6 46849223 46849223 Missense_Mutation SNP C T 111 137 c.783G>A c.(781-783)ATG>ATA p.M261I

Pat_16 Post-Resistance TNFRSF21 27242 37 6 47254246 47254246 Missense_Mutation SNP G A 4 143 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_16 Post-Resistance GFRAL 389400 37 6 55196618 55196618 Missense_Mutation SNP G A 59 84 c.128G>A c.(127-129)AGA>AAA p.R43K

Pat_16 Post-Resistance HMGCLL1 54511 37 6 55364050 55364050 Missense_Mutation SNP G A 4 302 c.680C>T c.(679-681)CCG>CTG p.P227L

Pat_16 Post-Resistance ROS1 6098 37 6 117631320 117631321 Missense_Mutation DNP CC TT 50 118 .6357_6358GG>AA355-6360)GGGGAA>GGAA p.E2120K

Pat_16 Post-Resistance VNN3 55350 37 6 133055815 133055815 Missense_Mutation SNP A T 34 4 c.17T>A c.(16-18)TTT>TAT p.F6Y

Pat_16 Post-Resistance IPCEF1 26034 37 6 154489155 154489155 Missense_Mutation SNP G A 4 280 c.1001C>T c.(1000-1002)TCG>TTG p.S334L

Pat_16 Post-Resistance MICALL2 79778 37 7 1482031 1482031 Missense_Mutation SNP G A 81 539 c.1508C>T c.(1507-1509)TCG>TTG p.S503L

Pat_16 Post-Resistance CHST12 55501 37 7 2473175 2473175 Missense_Mutation SNP G A 4 171 c.901G>A c.(901-903)GCC>ACC p.A301T

Pat_16 Post-Resistance CARD11 84433 37 7 2979526 2979526 Missense_Mutation SNP C T 125 293 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_16 Post-Resistance KIAA0415 9907 37 7 4824677 4824677 Missense_Mutation SNP G A 4 168 c.929G>A c.(928-930)CGA>CAA p.R310Q

Pat_16 Post-Resistance ETV1 2115 37 7 13935508 13935508 Missense_Mutation SNP C T 15 96 c.1417G>A c.(1417-1419)GAA>AAA p.E473K

Pat_16 Post-Resistance AGR2 10551 37 7 16841412 16841413 Missense_Mutation DNP TT CA 95 76 c.8_9AA>TG c.(7-9)AAA>ATG p.K3M

Pat_16 Post-Resistance DNAH11 8701 37 7 21784183 21784183 Missense_Mutation SNP G A 56 51 c.8303G>A c.(8302-8304)AGA>AAA p.R2768K

Pat_16 Post-Resistance STK31 56164 37 7 23768836 23768836 Missense_Mutation SNP C T 25 35 c.451C>T c.(451-453)CCT>TCT p.P151S

Pat_16 Post-Resistance SKAP2 8935 37 7 26765185 26765185 Splice_Site SNP C T 25 102 c.659_splice c.e9-1 p.D220_splice

Pat_16 Post-Resistance LOC402644 402644 37 7 28318921 28318922 Missense_Mutation DNP CT TC 154 144 c.397_398AG>GA c.(397-399)AGA>GAA p.R133E

Pat_16 Post-Resistance AQP1 358 37 7 30961729 30961729 Missense_Mutation SNP G A 5 355 c.433G>A c.(433-435)GGG>AGG p.G145R

Pat_16 Post-Resistance DPY19L2P1 554236 37 7 35163615 35163615 Missense_Mutation SNP C T 38 58 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_16 Post-Resistance PURB 5814 37 7 44924053 44924053 Missense_Mutation SNP C T 6 591 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_16 Post-Resistance VSTM2A 222008 37 7 54610419 54610419 Translation_Start_Site SNP T A 89 60 c.-4T>A c.(-6--2)TTTTG>TTATG

Pat_16 Post-Resistance ZNF716 441234 37 7 57529023 57529023 Missense_Mutation SNP T C 7 359 c.856T>C c.(856-858)TAC>CAC p.Y286H

Pat_16 Post-Resistance ZNF716 441234 37 7 57529048 57529048 Missense_Mutation SNP A G 8 426 c.881A>G c.(880-882)AAA>AGA p.K294R

Pat_16 Post-Resistance ZNF716 441234 37 7 57529057 57529057 Missense_Mutation SNP C A 8 438 c.890C>A c.(889-891)ACA>AAA p.T297K

Pat_16 Post-Resistance ZNF735 730291 37 7 63680426 63680426 Missense_Mutation SNP G A 6 434 c.997G>A c.(997-999)GCC>ACC p.A333T

Pat_16 Post-Resistance AUTS2 26053 37 7 70228066 70228066 Missense_Mutation SNP C T 24 128 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_16 Post-Resistance DTX2 113878 37 7 76132828 76132828 Missense_Mutation SNP G A 4 119 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_16 Post-Resistance SEMA3C 10512 37 7 80435062 80435062 Missense_Mutation SNP A T 18 28 c.551T>A c.(550-552)TTC>TAC p.F184Y

Pat_16 Post-Resistance HGF 3082 37 7 81372738 81372739 Nonsense_Mutation DNP GG AA 157 90 c.795_796CC>TT793-798)GGCCAG>GGTTA p.Q266*

Pat_16 Post-Resistance DMTF1 9988 37 7 86813826 86813826 Nonsense_Mutation SNP C T 4 185 c.934C>T c.(934-936)CGA>TGA p.R312*

Pat_16 Post-Resistance CCDC132 55610 37 7 92970884 92970884 Missense_Mutation SNP C T 49 190 c.2204C>T c.(2203-2205)TCC>TTC p.S735F

Pat_16 Post-Resistance SLC25A13 10165 37 7 95751046 95751046 Nonsense_Mutation SNP G A 6 466 c.1762C>T c.(1762-1764)CGA>TGA p.R588*

Pat_16 Post-Resistance CYP3A5 1577 37 7 99272168 99272168 Missense_Mutation SNP C T 111 115 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_16 Post-Resistance ACTL6B 51412 37 7 100252698 100252698 Missense_Mutation SNP T C 4 295 c.313A>G c.(313-315)AGC>GGC p.S105G

Pat_16 Post-Resistance ZAN 7455 37 7 100350024 100350024 Missense_Mutation SNP C T 7 413 c.2296C>T c.(2296-2298)CCC>TCC p.P766S

Pat_16 Post-Resistance ZAN 7455 37 7 100350033 100350033 Missense_Mutation SNP T C 7 424 c.2305T>C c.(2305-2307)TCC>CCC p.S769P

Pat_16 Post-Resistance ZAN 7455 37 7 100350052 100350052 Missense_Mutation SNP T C 5 450 c.2324T>C c.(2323-2325)ATC>ACC p.I775T

Pat_16 Post-Resistance EPHB4 2050 37 7 100405129 100405129 Missense_Mutation SNP A C 275 391 c.2192T>G c.(2191-2193)CTT>CGT p.L731R

Pat_16 Post-Resistance MUC17 140453 37 7 100678520 100678520 Missense_Mutation SNP G A 329 496 c.3823G>A c.(3823-3825)GAA>AAA p.E1275K

Pat_16 Post-Resistance ALKBH4 54784 37 7 102100061 102100061 Missense_Mutation SNP C T 6 493 c.311G>A c.(310-312)CGG>CAG p.R104Q

Pat_16 Post-Resistance SLC26A3 1811 37 7 107408046 107408046 Missense_Mutation SNP C T 26 54 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_16 Post-Resistance LAMB4 22798 37 7 107678038 107678038 Missense_Mutation SNP C T 113 106 c.4474G>A c.(4474-4476)GAA>AAA p.E1492K

Pat_16 Post-Resistance DOCK4 9732 37 7 111368526 111368526 Missense_Mutation SNP G A 29 114 c.5705C>T c.(5704-5706)CCG>CTG p.P1902L

Pat_16 Post-Resistance PPP1R3A 5506 37 7 113518058 113518058 Missense_Mutation SNP C T 147 331 c.3089G>A c.(3088-3090)GGA>GAA p.G1030E

Pat_16 Post-Resistance PPP1R3A 5506 37 7 113518735 113518735 Missense_Mutation SNP T G 20 117 c.2412A>C c.(2410-2412)GAA>GAC p.E804D

Pat_16 Post-Resistance PPP1R3A 5506 37 7 113518737 113518737 Missense_Mutation SNP C T 21 114 c.2410G>A c.(2410-2412)GAA>AAA p.E804K

Pat_16 Post-Resistance ING3 54556 37 7 120607624 120607624 Missense_Mutation SNP C T 22 115 c.478C>T c.(478-480)CAT>TAT p.H160Y



Pat_16 Post-Resistance FLNC 2318 37 7 128494697 128494697 Missense_Mutation SNP G A 16 58 c.6958G>A c.(6958-6960)GGA>AGA p.G2320R

Pat_16 Post-Resistance IRF5 3663 37 7 128588784 128588784 Missense_Mutation SNP G A 4 283 c.1427G>A c.(1426-1428)CGG>CAG p.R476Q

Pat_16 Post-Resistance FAM40B 57464 37 7 129122704 129122704 Missense_Mutation SNP G A 205 220 c.2071G>A c.(2071-2073)GCA>ACA p.A691T

Pat_16 Post-Resistance PLXNA4 91584 37 7 131859659 131859659 Missense_Mutation SNP C T 63 363 c.3895G>A c.(3895-3897)GAC>AAC p.D1299N

Pat_16 Post-Resistance AKR1B10 57016 37 7 134215537 134215537 Missense_Mutation SNP G A 5 519 c.209G>A c.(208-210)CGG>CAG p.R70Q

Pat_16 Post-Resistance UBN2 254048 37 7 138958812 138958812 Missense_Mutation SNP G A 4 109 c.1965G>A c.(1963-1965)ATG>ATA p.M655I

Pat_16 Post-Resistance JHDM1D 80853 37 7 139791679 139791679 Missense_Mutation SNP A C 74 272 c.2656T>G c.(2656-2658)TCC>GCC p.S886A

Pat_16 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 120 128 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_16 Post-Resistance TAS2R38 5726 37 7 141673404 141673404 Missense_Mutation SNP C T 158 294 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_16 Post-Resistance TRYX3 136541 37 7 141952429 141952429 Missense_Mutation SNP T C 77 110 c.439A>G c.(439-441)AAA>GAA p.K147E

Pat_16 Post-Resistance TRPV5 56302 37 7 142626540 142626540 Missense_Mutation SNP C T 5 326 c.470G>A c.(469-471)CGC>CAC p.R157H

Pat_16 Post-Resistance TAS2R60 338398 37 7 143140918 143140918 Missense_Mutation SNP T A 392 274 c.373T>A c.(373-375)TTC>ATC p.F125I

Pat_16 Post-Resistance ACCN3 9311 37 7 150749275 150749275 Missense_Mutation SNP G A 117 637 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_16 Post-Resistance CSMD1 64478 37 8 3216769 3216769 Missense_Mutation SNP G A 137 79 c.3212C>T c.(3211-3213)TCC>TTC p.S1071F

Pat_16 Post-Resistance SGK223 157285 37 8 8235459 8235459 Missense_Mutation SNP G A 4 291 c.460C>T c.(460-462)CGC>TGC p.R154C

Pat_16 Post-Resistance MTMR7 9108 37 8 17228656 17228656 Missense_Mutation SNP C T 128 450 c.200G>A c.(199-201)GGA>GAA p.G67E

Pat_16 Post-Resistance SORBS3 10174 37 8 22428730 22428730 Missense_Mutation SNP C T 21 163 c.1739C>T c.(1738-1740)ACC>ATC p.T580I

Pat_16 Post-Resistance SLC25A37 51312 37 8 23423681 23423681 Missense_Mutation SNP C T 63 34 c.271C>T c.(271-273)CTC>TTC p.L91F

Pat_16 Post-Resistance EIF4EBP1 1978 37 8 37914667 37914667 Missense_Mutation SNP C T 284 132 c.214C>T c.(214-216)CCA>TCA p.P72S

Pat_16 Post-Resistance GINS4 84296 37 8 41397511 41397511 Missense_Mutation SNP C T 4 236 c.472C>T c.(472-474)CTC>TTC p.L158F

Pat_16 Post-Resistance ANK1 286 37 8 41551520 41551520 Missense_Mutation SNP C T 4 136 c.3428G>A c.(3427-3429)CGC>CAC p.R1143H

Pat_16 Post-Resistance SLC20A2 6575 37 8 42294807 42294807 Missense_Mutation SNP G A 39 145 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_16 Post-Resistance PXDNL 137902 37 8 52232512 52232512 Missense_Mutation SNP C T 76 37 c.4331G>A c.(4330-4332)GGA>GAA p.G1444E

Pat_16 Post-Resistance PXDNL 137902 37 8 52320945 52320946 Missense_Mutation DNP GG AA 9 52 c.3238_3239CC>TTc.(3238-3240)CCG>TTG p.P1080L

Pat_16 Post-Resistance TGS1 96764 37 8 56695312 56695312 Missense_Mutation SNP G A 4 248 c.107G>A c.(106-108)CGA>CAA p.R36Q

Pat_16 Post-Resistance PENK 5179 37 8 57354297 57354297 Missense_Mutation SNP T A 21 95 c.338A>T c.(337-339)AAA>ATA p.K113I

Pat_16 Post-Resistance CLVS1 157807 37 8 62212762 62212762 Missense_Mutation SNP T C 29 129 c.376T>C c.(376-378)TTC>CTC p.F126L

Pat_16 Post-Resistance PI15 51050 37 8 75757656 75757656 Missense_Mutation SNP C T 79 289 c.565C>T c.(565-567)CAT>TAT p.H189Y

Pat_16 Post-Resistance CA1 759 37 8 86242024 86242024 Missense_Mutation SNP G A 19 21 c.563C>T c.(562-564)TCA>TTA p.S188L

Pat_16 Post-Resistance REXO1L1 254958 37 8 86574444 86574444 Missense_Mutation SNP C T 5 62 c.779G>A c.(778-780)CGC>CAC p.R260H

Pat_16 Post-Resistance ANGPT1 284 37 8 108334328 108334328 Missense_Mutation SNP C T 4 26 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_16 Post-Resistance ASAP1 50807 37 8 131088611 131088611 Missense_Mutation SNP G A 58 25 c.2684C>T c.(2683-2685)CCT>CTT p.P895L

Pat_16 Post-Resistance ADCY8 114 37 8 131880120 131880120 Missense_Mutation SNP C T 54 167 c.2182G>A c.(2182-2184)GCA>ACA p.A728T

Pat_16 Post-Resistance TG 7038 37 8 133925417 133925417 Missense_Mutation SNP C T 43 175 c.4285C>T c.(4285-4287)CAC>TAC p.H1429Y

Pat_16 Post-Resistance DENND3 22898 37 8 142202543 142202543 Missense_Mutation SNP C T 18 84 c.3253C>T c.(3253-3255)CCT>TCT p.P1085S

Pat_16 Post-Resistance LYPD2 137797 37 8 143832556 143832556 Missense_Mutation SNP G A 73 270 c.91C>T c.(91-93)CCC>TCC p.P31S

Pat_16 Post-Resistance CYP11B1 1584 37 8 143958215 143958215 Missense_Mutation SNP C T 27 14 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_16 Post-Resistance ZC3H3 23144 37 8 144550663 144550663 Missense_Mutation SNP C T 4 43 c.1994G>A c.(1993-1995)CGC>CAC p.R665H

Pat_16 Post-Resistance GPR172A 79581 37 8 145583036 145583036 Missense_Mutation SNP A G 4 97 c.83A>G c.(82-84)AAT>AGT p.N28S

Pat_16 Post-Resistance FOXH1 8928 37 8 145699782 145699782 Missense_Mutation SNP C T 168 72 c.937G>A c.(937-939)GTG>ATG p.V313M

Pat_16 Post-Resistance GPT 2875 37 8 145730425 145730425 Missense_Mutation SNP G A 4 152 c.406G>A c.(406-408)GTG>ATG p.V136M

Pat_16 Post-Resistance DOCK8 81704 37 9 386341 386341 Missense_Mutation SNP G A 4 159 c.2789G>A c.(2788-2790)CGC>CAC p.R930H

Pat_16 Post-Resistance VCP 7415 37 9 35059143 35059143 Missense_Mutation SNP C T 4 204 c.2078G>A c.(2077-2079)CGT>CAT p.R693H

Pat_16 Post-Resistance FAM75A6 389730 37 9 43627096 43627096 Missense_Mutation SNP G A 349 53 c.1591C>T c.(1591-1593)CTC>TTC p.L531F

Pat_16 Post-Resistance RMI1 80010 37 9 86617211 86617211 Missense_Mutation SNP C T 5 16 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_16 Post-Resistance C9orf102 375748 37 9 98691032 98691032 Missense_Mutation SNP C T 5 221 c.1670C>T c.(1669-1671)GCG>GTG p.A557V

Pat_16 Post-Resistance OR13C4 138804 37 9 107288820 107288820 Missense_Mutation SNP G A 223 34 c.671C>T c.(670-672)ACC>ATC p.T224I



Pat_16 Post-Resistance KIAA1958 158405 37 9 115336703 115336703 Missense_Mutation SNP C T 4 165 c.343C>T c.(343-345)CGG>TGG p.R115W

Pat_16 Post-Resistance ASTN2 23245 37 9 119858377 119858377 Missense_Mutation SNP C T 128 29 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_16 Post-Resistance CEP110 11064 37 9 123886288 123886288 Missense_Mutation SNP G A 4 112 c.1730G>A c.(1729-1731)CGT>CAT p.R577H

Pat_16 Post-Resistance STOM 2040 37 9 124111550 124111550 Missense_Mutation SNP G A 4 251 c.373C>T c.(373-375)CGC>TGC p.R125C

Pat_16 Post-Resistance COQ4 51117 37 9 131088075 131088075 Missense_Mutation SNP C T 108 23 c.317C>T c.(316-318)TCG>TTG p.S106L

Pat_16 Post-Resistance SPTAN1 6709 37 9 131339474 131339475 Nonsense_Mutation DNP CC TT 145 26 c.852_853CC>TT850-855)GGCCGA>GGTTG p.R285*

Pat_16 Post-Resistance FUBP3 8939 37 9 133506104 133506104 Missense_Mutation SNP C T 3 73 c.1207C>T c.(1207-1209)CGG>TGG p.R403W

Pat_16 Post-Resistance DPP7 29952 37 9 140006403 140006403 Missense_Mutation SNP G A 4 87 c.1129C>T c.(1129-1131)CTC>TTC p.L377F

Pat_16 Post-Resistance ANAPC2 29882 37 9 140082888 140082888 Missense_Mutation SNP G A 4 43 c.97C>T c.(97-99)CCG>TCG p.P33S

Pat_16 Post-Resistance SLC34A3 142680 37 9 140127244 140127244 Missense_Mutation SNP G A 61 20 c.313G>A c.(313-315)GCC>ACC p.A105T

Pat_16 Post-Resistance FAM9B 171483 37 X 8998366 8998366 Missense_Mutation SNP C T 8 5 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_16 Post-Resistance FRMPD4 9758 37 X 12712519 12712519 Missense_Mutation SNP T G 68 8 c.879T>G c.(877-879)GAT>GAG p.D293E

Pat_16 Post-Resistance RBBP7 5931 37 X 16870948 16870948 Missense_Mutation SNP G A 6 582 c.809C>T c.(808-810)GCG>GTG p.A270V

Pat_16 Post-Resistance POLA1 5422 37 X 25014054 25014054 Missense_Mutation SNP C T 71 18 c.4376C>T c.(4375-4377)GCC>GTC p.A1459V

Pat_16 Post-Resistance FAM47C 442444 37 X 37027345 37027345 Nonsense_Mutation SNP A T 44 81 c.862A>T c.(862-864)AAG>TAG p.K288*

Pat_16 Post-Resistance USP9X 8239 37 X 41029282 41029282 Nonsense_Mutation SNP C T 6 346 c.2671C>T c.(2671-2673)CGA>TGA p.R891*

Pat_16 Post-Resistance CLCN5 1184 37 X 49837183 49837183 Missense_Mutation SNP C T 78 131 c.145C>T c.(145-147)CAC>TAC p.H49Y

Pat_16 Post-Resistance MAGED2 10916 37 X 54837323 54837323 Nonsense_Mutation SNP C T 3 44 c.607C>T c.(607-609)CGA>TGA p.R203*

Pat_16 Post-Resistance SLC7A3 84889 37 X 70147375 70147375 Missense_Mutation SNP C T 3 59 c.1142G>A c.(1141-1143)CGC>CAC p.R381H

Pat_16 Post-Resistance MED12 9968 37 X 70345264 70345264 Nonsense_Mutation SNP C T 4 85 c.2290C>T c.(2290-2292)CGA>TGA p.R764*

Pat_16 Post-Resistance MAGEE1 57692 37 X 75649314 75649314 Missense_Mutation SNP T C 3 70 c.991T>C c.(991-993)TCC>CCC p.S331P

Pat_16 Post-Resistance CYLC1 1538 37 X 83129484 83129484 Missense_Mutation SNP G A 18 4 c.1768G>A c.(1768-1770)GAA>AAA p.E590K

Pat_16 Post-Resistance ZNF711 7552 37 X 84519283 84519283 Missense_Mutation SNP G A 18 1 c.625G>A c.(625-627)GAT>AAT p.D209N

Pat_16 Post-Resistance ARMCX2 9823 37 X 100911659 100911659 Missense_Mutation SNP C T 5 214 c.916G>A c.(916-918)GAA>AAA p.E306K

Pat_16 Post-Resistance H2BFWT 158983 37 X 103267838 103267838 Missense_Mutation SNP G A 44 6 c.395C>T c.(394-396)ACC>ATC p.T132I

Pat_16 Post-Resistance IL1RAPL2 26280 37 X 105011625 105011625 Missense_Mutation SNP G A 139 28 c.2032G>A c.(2032-2034)GAG>AAG p.E678K

Pat_16 Post-Resistance GUCY2F 2986 37 X 108719089 108719089 Missense_Mutation SNP C T 146 22 c.77G>A c.(76-78)GGC>GAC p.G26D

Pat_16 Post-Resistance TRPC5 7224 37 X 111095642 111095642 Missense_Mutation SNP C T 180 38 c.1261G>A c.(1261-1263)GAA>AAA p.E421K

Pat_16 Post-Resistance HTR2C 3358 37 X 114141526 114141526 Missense_Mutation SNP G A 109 17 c.925G>A c.(925-927)GCT>ACT p.A309T

Pat_16 Post-Resistance SLC6A14 11254 37 X 115586574 115586574 Nonsense_Mutation SNP G A 114 152 c.1556G>A c.(1555-1557)TGG>TAG p.W519*

Pat_16 Post-Resistance ODZ1 10178 37 X 123654419 123654419 Nonsense_Mutation SNP C T 195 36 c.3249G>A c.(3247-3249)TGG>TGA p.W1083*

Pat_16 Post-Resistance PHF6 84295 37 X 133551320 133551320 Missense_Mutation SNP G A 4 91 c.956G>A c.(955-957)CGA>CAA p.R319Q

Pat_16 Post-Resistance FGF13 2258 37 X 137717738 137717738 Missense_Mutation SNP G A 4 193 c.481C>T c.(481-483)CGT>TGT p.R161C

Pat_16 Post-Resistance GABRQ 55879 37 X 151819009 151819009 Missense_Mutation SNP G A 552 85 c.867G>A c.(865-867)ATG>ATA p.M289I

Pat_16 Post-Resistance IRAK1 3654 37 X 153278016 153278016 Missense_Mutation SNP C G 3 66 c.2044G>C c.(2044-2046)GAC>CAC p.D682H

Pat_16 Post-Resistance FAM50A 9130 37 X 153674018 153674018 Missense_Mutation SNP C T 131 17 c.149C>T c.(148-150)TCT>TTT p.S50F

Pat_16 Post-Resistance PLXNA3 55558 37 X 153688933 153688933 Missense_Mutation SNP G A 4 175 c.410G>A c.(409-411)CGC>CAC p.R137H

Pat_16 Pre-Treatment KIAA1751 85452 37 1 1920014 1920014 Missense_Mutation SNP C A 36 97 c.233G>T c.(232-234)CGG>CTG p.R78L

Pat_16 Pre-Treatment GPR157 80045 37 1 9164611 9164611 Missense_Mutation SNP G A 18 28 c.875C>T c.(874-876)TCT>TTT p.S292F

Pat_16 Pre-Treatment VPS13D 55187 37 1 12333084 12333084 Missense_Mutation SNP C T 4 246 c.2128C>T c.(2128-2130)CGG>TGG p.R710W

Pat_16 Pre-Treatment CLCNKA 1187 37 1 16358320 16358320 Missense_Mutation SNP C T 71 39 c.1738C>T c.(1738-1740)CCC>TCC p.P580S

Pat_16 Pre-Treatment NBPF3 84224 37 1 21797199 21797199 Missense_Mutation SNP G A 32 36 c.418G>A c.(418-420)GAG>AAG p.E140K

Pat_16 Pre-Treatment E2F2 1870 37 1 23848405 23848405 Missense_Mutation SNP G A 4 148 c.502C>T c.(502-504)CGC>TGC p.R168C

Pat_16 Pre-Treatment GALE 2582 37 1 24124709 24124709 Missense_Mutation SNP C A 4 95 c.249G>T c.(247-249)ATG>ATT p.M83I

Pat_16 Pre-Treatment SRRM1 10250 37 1 24993374 24993374 Missense_Mutation SNP C A 6 171 c.1697C>A c.(1696-1698)CCT>CAT p.P566H

Pat_16 Pre-Treatment SRRM1 10250 37 1 24993386 24993386 Missense_Mutation SNP G T 6 166 c.1709G>T c.(1708-1710)CGC>CTC p.R570L

Pat_16 Pre-Treatment UBXN11 91544 37 1 26612001 26612001 Missense_Mutation SNP A T 19 39 c.806T>A c.(805-807)TTT>TAT p.F269Y



Pat_16 Pre-Treatment ARID1A 8289 37 1 27107000 27107000 Missense_Mutation SNP C T 54 117 c.6611C>T c.(6610-6612)GCC>GTC p.A2204V

Pat_16 Pre-Treatment ZSCAN20 7579 37 1 33945010 33945010 Missense_Mutation SNP C T 62 36 c.121C>T c.(121-123)CGT>TGT p.R41C

Pat_16 Pre-Treatment CSMD2 114784 37 1 34285316 34285316 Missense_Mutation SNP C T 3 20 c.1202G>A c.(1201-1203)CGA>CAA p.R401Q

Pat_16 Pre-Treatment ZNF642 339559 37 1 40954845 40954845 Missense_Mutation SNP G A 146 100 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_16 Pre-Treatment WDR65 149465 37 1 43672452 43672452 Missense_Mutation SNP C T 4 231 c.1604C>T c.(1603-1605)GCT>GTT p.A535V

Pat_16 Pre-Treatment C1orf175 374977 37 1 55151979 55151979 Missense_Mutation SNP C T 3 65 c.2569C>T c.(2569-2571)CGT>TGT p.R857C

Pat_16 Pre-Treatment C8B 732 37 1 57422517 57422517 Missense_Mutation SNP C T 194 108 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_16 Pre-Treatment LRRC7 57554 37 1 70493918 70493918 Missense_Mutation SNP C T 116 77 c.1745C>T c.(1744-1746)TCT>TTT p.S582F

Pat_16 Pre-Treatment C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T G 264 142 c.1625A>C c.(1624-1626)AAA>ACA p.K542T

Pat_16 Pre-Treatment CLCA1 1179 37 1 86951080 86951080 Missense_Mutation SNP A T 69 166 c.790A>T c.(790-792)AAT>TAT p.N264Y

Pat_16 Pre-Treatment SH3GLB1 51100 37 1 87208874 87208874 Nonsense_Mutation SNP C T 183 198 c.1054C>T c.(1054-1056)CAG>TAG p.Q352*

Pat_16 Pre-Treatment ARHGAP29 9411 37 1 94654489 94654489 Missense_Mutation SNP A T 132 217 c.1585T>A c.(1585-1587)TTT>ATT p.F529I

Pat_16 Pre-Treatment CD53 963 37 1 111434995 111434995 Missense_Mutation SNP G A 33 85 c.92G>A c.(91-93)GGG>GAG p.G31E

Pat_16 Pre-Treatment NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 185 532 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_16 Pre-Treatment SYCP1 6847 37 1 115469144 115469144 Missense_Mutation SNP G A 29 29 c.1886G>A c.(1885-1887)GGT>GAT p.G629D

Pat_16 Pre-Treatment CASQ2 845 37 1 116244011 116244011 Missense_Mutation SNP C T 92 64 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_16 Pre-Treatment NOTCH2 4853 37 1 120467982 120467982 Missense_Mutation SNP G A 6 579 c.4457C>T c.(4456-4458)ACG>ATG p.T1486M

Pat_16 Pre-Treatment PDE4DIP 9659 37 1 144881505 144881505 Nonsense_Mutation SNP G A 167 369 c.3691C>T c.(3691-3693)CAG>TAG p.Q1231*

Pat_16 Pre-Treatment PDE4DIP 9659 37 1 145015949 145015949 Missense_Mutation SNP C T 57 667 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_16 Pre-Treatment NBPF10 100132406 37 1 145311785 145311785 Splice_Site SNP C G 4 35 c.1854_splice c.e14-1 p.R618_splice

Pat_16 Pre-Treatment VPS45 11311 37 1 150064122 150064122 Missense_Mutation SNP G A 5 414 c.1196G>A c.(1195-1197)AGC>AAC p.S399N

Pat_16 Pre-Treatment PSMD4 5710 37 1 151238835 151238835 Missense_Mutation SNP G A 5 228 c.815G>A c.(814-816)CGC>CAC p.R272H

Pat_16 Pre-Treatment LCE2A 353139 37 1 152671573 152671573 Missense_Mutation SNP G A 4 135 c.196G>A c.(196-198)GGC>AGC p.G66S

Pat_16 Pre-Treatment KPRP 448834 37 1 152733052 152733052 Missense_Mutation SNP T A 29 64 c.988T>A c.(988-990)TCC>ACC p.S330T

Pat_16 Pre-Treatment DCST1 149095 37 1 155015229 155015229 Missense_Mutation SNP G A 4 240 c.911G>A c.(910-912)CGC>CAC p.R304H

Pat_16 Pre-Treatment INSRR 3645 37 1 156811946 156811946 Missense_Mutation SNP G A 3 94 c.3355C>T c.(3355-3357)CGC>TGC p.R1119C

Pat_16 Pre-Treatment FCRL3 115352 37 1 157666963 157666963 Missense_Mutation SNP T G 57 28 c.811A>C c.(811-813)AAA>CAA p.K271Q

Pat_16 Pre-Treatment ATP1A4 480 37 1 160141383 160141383 Missense_Mutation SNP T A 245 106 c.1690T>A c.(1690-1692)TTC>ATC p.F564I

Pat_16 Pre-Treatment CD244 51744 37 1 160806026 160806026 Missense_Mutation SNP G A 24 70 c.868C>T c.(868-870)CCT>TCT p.P290S

Pat_16 Pre-Treatment ARHGAP30 257106 37 1 161018907 161018907 Missense_Mutation SNP C T 256 152 c.1904G>A c.(1903-1905)GGA>GAA p.G635E

Pat_16 Pre-Treatment NOS1AP 9722 37 1 162257220 162257220 Missense_Mutation SNP G T 10 140 c.264G>T c.(262-264)AAG>AAT p.K88N

Pat_16 Pre-Treatment C1orf110 339512 37 1 162829392 162829392 Missense_Mutation SNP A T 21 77 c.45T>A c.(43-45)GAT>GAA p.D15E

Pat_16 Pre-Treatment MPZL1 9019 37 1 167757123 167757123 Missense_Mutation SNP G A 239 156 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_16 Pre-Treatment FMO1 2326 37 1 171254520 171254520 Missense_Mutation SNP G A 52 43 c.1436G>A c.(1435-1437)GGA>GAA p.G479E

Pat_16 Pre-Treatment SLC9A11 284525 37 1 173490472 173490472 Missense_Mutation SNP C T 72 212 c.2707G>A c.(2707-2709)GGA>AGA p.G903R

Pat_16 Pre-Treatment FAM5B 57795 37 1 177249565 177249565 Nonsense_Mutation SNP G A 63 145 c.1253G>A c.(1252-1254)TGG>TAG p.W418*

Pat_16 Pre-Treatment C1orf49 84066 37 1 178489831 178489831 Missense_Mutation SNP A T 15 22 c.365A>T c.(364-366)GAG>GTG p.E122V

Pat_16 Pre-Treatment FAM20B 9917 37 1 179013184 179013184 Missense_Mutation SNP G A 4 137 c.202G>A c.(202-204)GCC>ACC p.A68T

Pat_16 Pre-Treatment C1orf125 126859 37 1 179414126 179414126 Missense_Mutation SNP G A 89 64 c.1585G>A c.(1585-1587)GAG>AAG p.E529K

Pat_16 Pre-Treatment HMCN1 83872 37 1 186077692 186077692 Missense_Mutation SNP C T 116 58 c.10952C>T c.(10951-10953)CCT>CTT p.P3651L

Pat_16 Pre-Treatment CFH 3075 37 1 196684756 196684756 Missense_Mutation SNP G A 215 155 c.1553G>A c.(1552-1554)AGA>AAA p.R518K

Pat_16 Pre-Treatment CFHR2 3080 37 1 196918654 196918654 Missense_Mutation SNP C T 24 75 c.128C>T c.(127-129)TCC>TTC p.S43F

Pat_16 Pre-Treatment CFHR5 81494 37 1 196971612 196971612 Missense_Mutation SNP A G 44 123 c.1148A>G c.(1147-1149)GAA>GGA p.E383G

Pat_16 Pre-Treatment CRB1 23418 37 1 197446813 197446813 Missense_Mutation SNP C T 29 97 c.4025C>T c.(4024-4026)TCC>TTC p.S1342F

Pat_16 Pre-Treatment USH2A 7399 37 1 215956214 215956214 Missense_Mutation SNP C T 4 123 c.10451G>A c.(10450-10452)CGA>CAA p.R3484Q

Pat_16 Pre-Treatment SPATA17 128153 37 1 217947824 217947824 Missense_Mutation SNP C T 30 77 c.668C>T c.(667-669)GCC>GTC p.A223V

Pat_16 Pre-Treatment TGFB2 7042 37 1 218609479 218609479 Missense_Mutation SNP T C 5 342 c.922T>C c.(922-924)TAT>CAT p.Y308H



Pat_16 Pre-Treatment LYPLAL1 127018 37 1 219347239 219347239 Missense_Mutation SNP G A 5 287 c.7G>A c.(7-9)GCT>ACT p.A3T

Pat_16 Pre-Treatment NVL 4931 37 1 224495956 224495956 Missense_Mutation SNP G A 38 84 c.352C>T c.(352-354)CAC>TAC p.H118Y

Pat_16 Pre-Treatment NID1 4811 37 1 236175236 236175236 Missense_Mutation SNP G A 4 313 c.2512C>T c.(2512-2514)CGT>TGT p.R838C

Pat_16 Pre-Treatment ZP4 57829 37 1 238048472 238048472 Missense_Mutation SNP C T 103 47 c.1304G>A c.(1303-1305)AGG>AAG p.R435K

Pat_16 Pre-Treatment OPN3 23596 37 1 241767747 241767747 Missense_Mutation SNP C T 4 171 c.508G>A c.(508-510)GGA>AGA p.G170R

Pat_16 Pre-Treatment CNST 163882 37 1 246784866 246784866 Missense_Mutation SNP C T 270 200 c.515C>T c.(514-516)TCT>TTT p.S172F

Pat_16 Pre-Treatment AHCTF1 25909 37 1 247012951 247012951 Missense_Mutation SNP A C 91 241 c.6357T>G c.(6355-6357)TTT>TTG p.F2119L

Pat_16 Pre-Treatment OR2G6 391211 37 1 248685890 248685890 Missense_Mutation SNP A G 3 48 c.943A>G c.(943-945)AAG>GAG p.K315E

Pat_16 Pre-Treatment C10orf18 54906 37 10 5791697 5791697 Missense_Mutation SNP C T 4 134 c.6313C>T c.(6313-6315)CGG>TGG p.R2105W

Pat_16 Pre-Treatment HSPA14 51182 37 10 14881937 14881937 Missense_Mutation SNP G A 5 440 c.91G>A c.(91-93)GGT>AGT p.G31S

Pat_16 Pre-Treatment FAM171A1 221061 37 10 15255386 15255386 Missense_Mutation SNP C T 42 56 c.2201G>A c.(2200-2202)GGA>GAA p.G734E

Pat_16 Pre-Treatment ANKRD30A 91074 37 10 37430661 37430661 Missense_Mutation SNP G A 49 11 c.668G>A c.(667-669)GGA>GAA p.G223E

Pat_16 Pre-Treatment TMEM72 643236 37 10 45423380 45423380 Missense_Mutation SNP G A 4 268 c.82G>A c.(82-84)GTG>ATG p.V28M

Pat_16 Pre-Treatment PARG 8505 37 10 51093329 51093329 Missense_Mutation SNP C T 4 116 c.1750G>A c.(1750-1752)GCA>ACA p.A584T

Pat_16 Pre-Treatment PRKG1 5592 37 10 54048576 54048576 Missense_Mutation SNP A C 71 1 c.1755A>C c.(1753-1755)AAA>AAC p.K585N

Pat_16 Pre-Treatment BICC1 80114 37 10 60573673 60573673 Missense_Mutation SNP T G 206 9 c.2460T>G c.(2458-2460)AAT>AAG p.N820K

Pat_16 Pre-Treatment MYPN 84665 37 10 69881782 69881782 Missense_Mutation SNP G A 67 4 c.587G>A c.(586-588)AGC>AAC p.S196N

Pat_16 Pre-Treatment CH25H 9023 37 10 90966538 90966538 Missense_Mutation SNP G A 4 219 c.512C>T c.(511-513)ACG>ATG p.T171M

Pat_16 Pre-Treatment CYP2C8 1558 37 10 96824645 96824645 Missense_Mutation SNP T G 196 2 c.554A>C c.(553-555)AAA>ACA p.K185T

Pat_16 Pre-Treatment SLIT1 6585 37 10 98778837 98778837 Missense_Mutation SNP T G 78 3 c.2774A>C c.(2773-2775)AAG>ACG p.K925T

Pat_16 Pre-Treatment SEMA4G 57715 37 10 102743232 102743232 Missense_Mutation SNP G A 41 34 c.1876G>A c.(1876-1878)GAT>AAT p.D626N

Pat_16 Pre-Treatment POLL 27343 37 10 103342563 103342563 Missense_Mutation SNP A C 143 9 c.1151T>G c.(1150-1152)CTG>CGG p.L384R

Pat_16 Pre-Treatment NPM3 10360 37 10 103542027 103542027 Missense_Mutation SNP G A 3 59 c.406C>T c.(406-408)CGG>TGG p.R136W

Pat_16 Pre-Treatment NFKB2 4791 37 10 104156558 104156558 Missense_Mutation SNP G A 5 177 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_16 Pre-Treatment PDCD11 22984 37 10 105194638 105194638 Missense_Mutation SNP C T 37 33 c.3751C>T c.(3751-3753)CCC>TCC p.P1251S

Pat_16 Pre-Treatment FGFR2 2263 37 10 123279680 123279680 Missense_Mutation SNP C T 15 9 c.752G>A c.(751-753)CGA>CAA p.R251Q

Pat_16 Pre-Treatment TACC2 10579 37 10 123845785 123845785 Missense_Mutation SNP C T 91 2 c.3770C>T c.(3769-3771)TCC>TTC p.S1257F

Pat_16 Pre-Treatment HTRA1 5654 37 10 124271572 124271572 Missense_Mutation SNP C A 4 94 c.1265C>A c.(1264-1266)CCA>CAA p.P422Q

Pat_16 Pre-Treatment LOC653544 653544 37 10 135491123 135491123 Missense_Mutation SNP G A 4 19 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_16 Pre-Treatment LRRC56 115399 37 11 554058 554058 Missense_Mutation SNP G A 83 1 c.1411G>A c.(1411-1413)GAC>AAC p.D471N

Pat_16 Pre-Treatment MUC2 4583 37 11 1101129 1101129 Missense_Mutation SNP G A 37 31 c.14614G>A c.(14614-14616)GAG>AAG p.E4872K

Pat_16 Pre-Treatment MUC5B 727897 37 11 1256566 1256566 Missense_Mutation SNP T G 9 16 c.4780T>G c.(4780-4782)TTC>GTC p.F1594V

Pat_16 Pre-Treatment MUC5B 727897 37 11 1265984 1265984 Missense_Mutation SNP G A 3 86 c.9788G>A c.(9787-9789)GGG>GAG p.G3263E

Pat_16 Pre-Treatment OR51B2 79345 37 11 5345040 5345040 Missense_Mutation SNP G A 108 1 c.488C>T c.(487-489)TCA>TTA p.S163L

Pat_16 Pre-Treatment OR51I2 390064 37 11 5475460 5475460 Missense_Mutation SNP G A 4 189 c.742G>A c.(742-744)GTA>ATA p.V248I

Pat_16 Pre-Treatment OR5P2 120065 37 11 7817971 7817971 Missense_Mutation SNP A C 64 51 c.519T>G c.(517-519)TTT>TTG p.F173L

Pat_16 Pre-Treatment PARVA 55742 37 11 12525959 12525959 Nonsense_Mutation SNP C T 39 42 c.640C>T c.(640-642)CAA>TAA p.Q214*

Pat_16 Pre-Treatment TCP11L1 55346 37 11 33087499 33087499 Missense_Mutation SNP G A 6 334 c.1096G>A c.(1096-1098)GAC>AAC p.D366N

Pat_16 Pre-Treatment EXT2 2132 37 11 44228348 44228348 Missense_Mutation SNP C T 71 3 c.1501C>T c.(1501-1503)CTC>TTC p.L501F

Pat_16 Pre-Treatment AMBRA1 55626 37 11 46567211 46567211 Nonsense_Mutation SNP C T 151 4 c.494G>A c.(493-495)TGG>TAG p.W165*

Pat_16 Pre-Treatment AMBRA1 55626 37 11 46568751 46568751 Missense_Mutation SNP G A 5 267 c.290C>T c.(289-291)ACT>ATT p.T97I

Pat_16 Pre-Treatment ARHGAP1 392 37 11 46702064 46702065 Nonsense_Mutation DNP CC AA 94 2 c.792_793GG>TT790-795)AGGGAG>AGTTA.264_265RE>S

Pat_16 Pre-Treatment F2 2147 37 11 46747480 46747480 Missense_Mutation SNP G A 73 39 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_16 Pre-Treatment DDB2 1643 37 11 47256351 47256351 Missense_Mutation SNP C T 65 2 c.746C>T c.(745-747)GCC>GTC p.A249V

Pat_16 Pre-Treatment SPRYD5 84767 37 11 55653011 55653011 Missense_Mutation SNP G A 3 51 c.107G>A c.(106-108)CGG>CAG p.R36Q

Pat_16 Pre-Treatment OR5M9 390162 37 11 56230826 56230826 Missense_Mutation SNP G A 48 1 c.52C>T c.(52-54)CGT>TGT p.R18C

Pat_16 Pre-Treatment OR5B17 219965 37 11 58126355 58126355 Missense_Mutation SNP T C 81 7 c.188A>G c.(187-189)AAC>AGC p.N63S



Pat_16 Pre-Treatment ZFP91 80829 37 11 58380251 58380251 Nonsense_Mutation SNP C T 205 6 c.925C>T c.(925-927)CAG>TAG p.Q309*

Pat_16 Pre-Treatment VWCE 220001 37 11 61053800 61053800 Missense_Mutation SNP C T 4 278 c.527G>A c.(526-528)CGC>CAC p.R176H

Pat_16 Pre-Treatment ACTN3 89 37 11 66323694 66323694 Missense_Mutation SNP C T 4 157 c.797C>T c.(796-798)GCT>GTT p.A266V

Pat_16 Pre-Treatment SPTBN2 6712 37 11 66466905 66466905 Missense_Mutation SNP G A 36 48 c.3748C>T c.(3748-3750)CGG>TGG p.R1250W

Pat_16 Pre-Treatment ARHGEF17 9828 37 11 73073492 73073492 Missense_Mutation SNP C T 8 0 c.4709C>T c.(4708-4710)TCG>TTG p.S1570L

Pat_16 Pre-Treatment DNAJB13 374407 37 11 73677211 73677211 Missense_Mutation SNP C T 43 1 c.521C>T c.(520-522)ACC>ATC p.T174I

Pat_16 Pre-Treatment HEPHL1 341208 37 11 93754593 93754593 Missense_Mutation SNP G A 63 77 c.59G>A c.(58-60)GGG>GAG p.G20E

Pat_16 Pre-Treatment PDGFD 80310 37 11 103797821 103797821 Missense_Mutation SNP C T 4 179 c.806G>A c.(805-807)CGT>CAT p.R269H

Pat_16 Pre-Treatment GRIA4 2893 37 11 105850461 105850461 Missense_Mutation SNP C T 47 0 c.2704C>T c.(2704-2706)CCA>TCA p.P902S

Pat_16 Pre-Treatment APOC3 345 37 11 116701338 116701338 Missense_Mutation SNP C T 3 45 c.40C>T c.(40-42)CTC>TTC p.L14F

Pat_16 Pre-Treatment DSCAML1 57453 37 11 117352818 117352819 Missense_Mutation DNP CC TT 46 1 .2598_2599GG>AA596-2601)AAGGAG>AAAA p.E867K

Pat_16 Pre-Treatment RIMKLB 57494 37 12 8904628 8904628 Missense_Mutation SNP G A 5 408 c.482G>A c.(481-483)CGG>CAG p.R161Q

Pat_16 Pre-Treatment A2ML1 144568 37 12 8975263 8975263 Missense_Mutation SNP C T 53 132 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_16 Pre-Treatment GRIN2B 2904 37 12 13716732 13716732 Missense_Mutation SNP T A 40 18 c.3440A>T c.(3439-3441)GAG>GTG p.E1147V

Pat_16 Pre-Treatment LRMP 4033 37 12 25260897 25260898 Missense_Mutation DNP AT TA 56 171 c.1403_1404AT>TA c.(1402-1404)GAT>GTA p.D468V

Pat_16 Pre-Treatment PRKAG1 5571 37 12 49396783 49396784 Nonsense_Mutation DNP GG AA 55 136 c.894_895CC>TT(892-897)CACCGA>CATTG p.R299*

Pat_16 Pre-Treatment KRT4 3851 37 12 53202523 53202523 Missense_Mutation SNP C T 30 104 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_16 Pre-Treatment KRT18 3875 37 12 53345602 53345602 Nonsense_Mutation SNP C T 18 55 c.910C>T c.(910-912)CAG>TAG p.Q304*

Pat_16 Pre-Treatment AMHR2 269 37 12 53823344 53823344 Missense_Mutation SNP C T 88 48 c.1075C>T c.(1075-1077)CCT>TCT p.P359S

Pat_16 Pre-Treatment KIAA0748 9840 37 12 55368225 55368225 Missense_Mutation SNP G T 14 15 c.122C>A c.(121-123)CCA>CAA p.P41Q

Pat_16 Pre-Treatment OR6C3 254786 37 12 55726023 55726023 Missense_Mutation SNP C T 150 485 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_16 Pre-Treatment CDK2 1017 37 12 56365339 56365339 Missense_Mutation SNP C T 6 642 c.827C>T c.(826-828)TCG>TTG p.S276L

Pat_16 Pre-Treatment IKZF4 64375 37 12 56427051 56427051 Missense_Mutation SNP C T 94 203 c.943C>T c.(943-945)CGT>TGT p.R315C

Pat_16 Pre-Treatment TMEM194A 23306 37 12 57453807 57453807 Missense_Mutation SNP G A 4 237 c.1190C>T c.(1189-1191)ACG>ATG p.T397M

Pat_16 Pre-Treatment STAT6 6778 37 12 57500077 57500077 Missense_Mutation SNP C T 4 191 c.577G>A c.(577-579)GCC>ACC p.A193T

Pat_16 Pre-Treatment SLC16A7 9194 37 12 60173255 60173256 Missense_Mutation DNP GG AA 63 144 .1232_1233GG>AAc.(1231-1233)GGG>GAA p.G411E

Pat_16 Pre-Treatment C12orf56 115749 37 12 64746799 64746799 Missense_Mutation SNP C T 81 79 c.290G>A c.(289-291)AGA>AAA p.R97K

Pat_16 Pre-Treatment CPSF6 11052 37 12 69652691 69652691 Missense_Mutation SNP C T 5 592 c.1016C>T c.(1015-1017)CCT>CTT p.P339L

Pat_16 Pre-Treatment RASSF9 9182 37 12 86198724 86198724 Missense_Mutation SNP T A 375 207 c.1064A>T c.(1063-1065)AAA>ATA p.K355I

Pat_16 Pre-Treatment LUM 4060 37 12 91497952 91497952 Missense_Mutation SNP G A 83 185 c.1007C>T c.(1006-1008)ACT>ATT p.T336I

Pat_16 Pre-Treatment MYO1H 283446 37 12 109883364 109883364 Missense_Mutation SNP G A 98 57 c.565G>A c.(565-567)GAC>AAC p.D189N

Pat_16 Pre-Treatment TCTN1 79600 37 12 111085668 111085668 Missense_Mutation SNP C T 26 83 c.1735C>T c.(1735-1737)CCC>TCC p.P579S

Pat_16 Pre-Treatment SH2B3 10019 37 12 111886044 111886044 Missense_Mutation SNP G A 70 34 c.1666G>A c.(1666-1668)GAA>AAA p.E556K

Pat_16 Pre-Treatment RASAL1 8437 37 12 113543644 113543644 Nonsense_Mutation SNP G A 40 79 c.1702C>T c.(1702-1704)CGA>TGA p.R568*

Pat_16 Pre-Treatment MED13L 23389 37 12 116429319 116429319 Missense_Mutation SNP A T 156 74 c.3440T>A c.(3439-3441)CTT>CAT p.L1147H

Pat_16 Pre-Treatment SNRNP35 11066 37 12 123950368 123950368 Missense_Mutation SNP A G 43 94 c.281A>G c.(280-282)TAC>TGC p.Y94C

Pat_16 Pre-Treatment DNAH10 196385 37 12 124297919 124297919 Nonsense_Mutation SNP G A 58 160 c.2999G>A c.(2998-3000)TGG>TAG p.W1000*

Pat_16 Pre-Treatment TMEM132B 114795 37 12 126139119 126139119 Missense_Mutation SNP C T 41 92 c.3100C>T c.(3100-3102)CCA>TCA p.P1034S

Pat_16 Pre-Treatment PIWIL1 9271 37 12 130839140 130839140 Missense_Mutation SNP G A 80 43 c.1103G>A c.(1102-1104)AGA>AAA p.R368K

Pat_16 Pre-Treatment RIMBP2 23504 37 12 130883705 130883705 Missense_Mutation SNP T A 130 80 c.3134A>T c.(3133-3135)AAG>ATG p.K1045M

Pat_16 Pre-Treatment MAB21L1 4081 37 13 36049629 36049629 Missense_Mutation SNP T A 93 213 c.647A>T c.(646-648)CAC>CTC p.H216L

Pat_16 Pre-Treatment ALG5 29880 37 13 37539733 37539733 Missense_Mutation SNP G A 81 317 c.752C>T c.(751-753)TCA>TTA p.S251L

Pat_16 Pre-Treatment ZC3H13 23091 37 13 46541662 46541662 Missense_Mutation SNP G A 240 245 c.4298C>T c.(4297-4299)TCC>TTC p.S1433F

Pat_16 Pre-Treatment LOC220429 220429 37 13 50466930 50466930 Missense_Mutation SNP C T 44 94 c.2204C>T c.(2203-2205)CCA>CTA p.P735L

Pat_16 Pre-Treatment KLHL1 57626 37 13 70413125 70413125 Missense_Mutation SNP C T 65 121 c.1397G>A c.(1396-1398)GGA>GAA p.G466E

Pat_16 Pre-Treatment DACH1 1602 37 13 72063230 72063230 Missense_Mutation SNP A G 174 650 c.1621T>C c.(1621-1623)TCT>CCT p.S541P

Pat_16 Pre-Treatment ACIN1 22985 37 14 23535213 23535213 Missense_Mutation SNP G A 3 61 c.2444C>T c.(2443-2445)TCG>TTG p.S815L



Pat_16 Pre-Treatment MYH7 4625 37 14 23894617 23894617 Missense_Mutation SNP T G 48 57 c.2297A>C c.(2296-2298)AAG>ACG p.K766T

Pat_16 Pre-Treatment DHRS1 115817 37 14 24768213 24768213 Missense_Mutation SNP C T 4 136 c.100G>A c.(100-102)GTT>ATT p.V34I

Pat_16 Pre-Treatment BAZ1A 11177 37 14 35245523 35245523 Missense_Mutation SNP C A 4 132 c.2435G>T c.(2434-2436)AGA>ATA p.R812I

Pat_16 Pre-Treatment FBXO33 254170 37 14 39868720 39868720 Nonstop_Mutation SNP C G 25 2 c.1668G>C c.(1666-1668)TAG>TAC p.*556Y

Pat_16 Pre-Treatment PRPF39 55015 37 14 45571853 45571853 Missense_Mutation SNP C T 270 285 c.691C>T c.(691-693)CGT>TGT p.R231C

Pat_16 Pre-Treatment KIAA0831 22863 37 14 55844779 55844779 Missense_Mutation SNP C T 3 79 c.1009G>A c.(1009-1011)GAA>AAA p.E337K

Pat_16 Pre-Treatment SLC8A3 6547 37 14 70635091 70635091 Missense_Mutation SNP C T 40 1 c.49G>A c.(49-51)GGG>AGG p.G17R

Pat_16 Pre-Treatment CATSPERB 79820 37 14 92088249 92088249 Missense_Mutation SNP C T 14 0 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_16 Pre-Treatment SLC24A4 123041 37 14 92920299 92920299 Missense_Mutation SNP G A 54 3 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_16 Pre-Treatment HSP90AA1 3320 37 14 102605674 102605675 Missense_Mutation DNP GG AA 38 0 c.67_68CC>TT c.(67-69)CCC>TTC p.P23F

Pat_16 Pre-Treatment ZNF839 55778 37 14 102807738 102807738 Missense_Mutation SNP G A 3 84 c.1658G>A c.(1657-1659)GGG>GAG p.G553E

Pat_16 Pre-Treatment CDC42BPB 9578 37 14 103406431 103406431 Missense_Mutation SNP G A 3 56 c.4543C>T c.(4543-4545)CTC>TTC p.L1515F

Pat_16 Pre-Treatment MTA1 9112 37 14 105930777 105930777 Missense_Mutation SNP C T 57 76 c.1217C>T c.(1216-1218)TCT>TTT p.S406F

Pat_16 Pre-Treatment ARHGAP11A 9824 37 15 32908542 32908542 Splice_Site SNP G A 4 110 c.129_splice c.e1+1 p.G43_splice

Pat_16 Pre-Treatment GPR176 11245 37 15 40094145 40094145 Missense_Mutation SNP G A 4 165 c.736C>T c.(736-738)CGG>TGG p.R246W

Pat_16 Pre-Treatment MFAP1 4236 37 15 44105192 44105192 Nonsense_Mutation SNP G A 232 537 c.880C>T c.(880-882)CGA>TGA p.R294*

Pat_16 Pre-Treatment WDR76 79968 37 15 44127266 44127266 Missense_Mutation SNP C T 34 75 c.470C>T c.(469-471)TCG>TTG p.S157L

Pat_16 Pre-Treatment HDC 3067 37 15 50540510 50540510 Missense_Mutation SNP G A 39 89 c.1072C>T c.(1072-1074)CGC>TGC p.R358C

Pat_16 Pre-Treatment TRPM7 54822 37 15 50885856 50885856 Missense_Mutation SNP A G 58 113 c.3566T>C c.(3565-3567)TTT>TCT p.F1189S

Pat_16 Pre-Treatment MYO5C 55930 37 15 52553323 52553323 Missense_Mutation SNP T A 29 57 c.1049A>T c.(1048-1050)GAG>GTG p.E350V

Pat_16 Pre-Treatment CGNL1 84952 37 15 57730859 57730859 Missense_Mutation SNP C T 137 251 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_16 Pre-Treatment BNIP2 663 37 15 59963387 59963387 Missense_Mutation SNP A C 7 15 c.1065T>G c.(1063-1065)GAT>GAG p.D355E

Pat_16 Pre-Treatment NARG2 79664 37 15 60760375 60760375 Missense_Mutation SNP G A 47 91 c.293C>T c.(292-294)TCT>TTT p.S98F

Pat_16 Pre-Treatment SNX22 79856 37 15 64446651 64446651 Missense_Mutation SNP G A 163 416 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_16 Pre-Treatment CILP 8483 37 15 65502086 65502086 Missense_Mutation SNP C T 37 99 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_16 Pre-Treatment LOXL1 4016 37 15 74235231 74235231 Missense_Mutation SNP A G 190 491 c.1139A>G c.(1138-1140)CAA>CGA p.Q380R

Pat_16 Pre-Treatment ISLR 3671 37 15 74467929 74467929 Missense_Mutation SNP G A 37 95 c.730G>A c.(730-732)GGT>AGT p.G244S

Pat_16 Pre-Treatment CCDC33 80125 37 15 74536345 74536345 Missense_Mutation SNP A C 54 73 c.41A>C c.(40-42)GAG>GCG p.E14A

Pat_16 Pre-Treatment CCDC33 80125 37 15 74564051 74564051 Missense_Mutation SNP T A 59 34 c.554T>A c.(553-555)CTC>CAC p.L185H

Pat_16 Pre-Treatment ARID3B 10620 37 15 74836597 74836597 Missense_Mutation SNP T C 45 161 c.320T>C c.(319-321)GTT>GCT p.V107A

Pat_16 Pre-Treatment CIB2 10518 37 15 78401682 78401682 Missense_Mutation SNP C T 64 46 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_16 Pre-Treatment ZNF592 9640 37 15 85327543 85327543 Missense_Mutation SNP A G 3 114 c.1637A>G c.(1636-1638)AAG>AGG p.K546R

Pat_16 Pre-Treatment AGBL1 123624 37 15 86807702 86807702 Missense_Mutation SNP C T 15 39 c.1162C>T c.(1162-1164)CCT>TCT p.P388S

Pat_16 Pre-Treatment RLBP1 6017 37 15 89755082 89755082 Missense_Mutation SNP T A 49 127 c.576A>T c.(574-576)GAA>GAT p.E192D

Pat_16 Pre-Treatment AP3S2 10239 37 15 90447182 90447182 Missense_Mutation SNP G A 3 88 c.335C>T c.(334-336)ACG>ATG p.T112M

Pat_16 Pre-Treatment SLCO3A1 28232 37 15 92671676 92671676 Missense_Mutation SNP G A 4 232 c.1469G>A c.(1468-1470)GGC>GAC p.G490D

Pat_16 Pre-Treatment AXIN1 8312 37 16 347134 347134 Missense_Mutation SNP G A 6 483 c.1877C>T c.(1876-1878)GCG>GTG p.A626V

Pat_16 Pre-Treatment UNKL 64718 37 16 1453342 1453342 Missense_Mutation SNP A C 36 31 c.291T>G c.(289-291)TGT>TGG p.C97W

Pat_16 Pre-Treatment MAPK8IP3 23162 37 16 1779539 1779539 Missense_Mutation SNP G A 3 54 c.562G>A c.(562-564)GGA>AGA p.G188R

Pat_16 Pre-Treatment PKD1 5310 37 16 2150460 2150460 Missense_Mutation SNP G A 4 84 c.9505C>T c.(9505-9507)CGG>TGG p.R3169W

Pat_16 Pre-Treatment C16orf79 283870 37 16 2259985 2259985 Missense_Mutation SNP C A 3 52 c.404G>T c.(403-405)CGG>CTG p.R135L

Pat_16 Pre-Treatment ZSCAN10 84891 37 16 3142284 3142284 Missense_Mutation SNP G A 48 154 c.265C>T c.(265-267)CGT>TGT p.R89C

Pat_16 Pre-Treatment CREBBP 1387 37 16 3819305 3819305 Missense_Mutation SNP G A 4 219 c.2930C>T c.(2929-2931)TCG>TTG p.S977L

Pat_16 Pre-Treatment 12-Sep 124404 37 16 4827818 4827818 Missense_Mutation SNP C T 5 6 c.1057G>A c.(1057-1059)GAT>AAT p.D353N

Pat_16 Pre-Treatment CIITA 4261 37 16 10996552 10996553 Missense_Mutation DNP CC TT 74 79 c.666_667CC>TT(664-669)CTCCCT>CTTTC p.P223S

Pat_16 Pre-Treatment MKL2 57496 37 16 14334250 14334250 Missense_Mutation SNP C A 104 83 c.988C>A c.(988-990)CTC>ATC p.L330I

Pat_16 Pre-Treatment ABCC1 4363 37 16 16230359 16230359 Missense_Mutation SNP C T 36 47 c.4150C>T c.(4150-4152)CTC>TTC p.L1384F



Pat_16 Pre-Treatment SMG1 23049 37 16 18937330 18937330 Missense_Mutation SNP T C 3 30 c.34A>G c.(34-36)AGC>GGC p.S12G

Pat_16 Pre-Treatment DNAH3 55567 37 16 21098244 21098244 Missense_Mutation SNP C T 117 383 c.2803G>A c.(2803-2805)GAT>AAT p.D935N

Pat_16 Pre-Treatment CACNG3 10368 37 16 24373047 24373047 Missense_Mutation SNP C T 4 236 c.811C>T c.(811-813)CCC>TCC p.P271S

Pat_16 Pre-Treatment HS3ST4 9951 37 16 26147178 26147178 Missense_Mutation SNP C T 224 268 c.980C>T c.(979-981)TCC>TTC p.S327F

Pat_16 Pre-Treatment APOB48R 55911 37 16 28507353 28507353 Missense_Mutation SNP G A 32 33 c.991G>A c.(991-993)GCC>ACC p.A331T

Pat_16 Pre-Treatment CD2BP2 10421 37 16 30365585 30365585 Missense_Mutation SNP G A 175 662 c.137C>T c.(136-138)TCT>TTT p.S46F

Pat_16 Pre-Treatment FBXL19 54620 37 16 30938732 30938732 Missense_Mutation SNP G A 3 41 c.341G>A c.(340-342)TGT>TAT p.C114Y

Pat_16 Pre-Treatment TRIM72 493829 37 16 31230643 31230643 Missense_Mutation SNP G A 60 221 c.520G>A c.(520-522)GAG>AAG p.E174K

Pat_16 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 4 186 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_16 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 4 199 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_16 Pre-Treatment CCL22 6367 37 16 57394369 57394369 Missense_Mutation SNP G A 22 120 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_16 Pre-Treatment CNGB1 1258 37 16 57935297 57935297 Missense_Mutation SNP G A 4 269 c.2935C>T c.(2935-2937)CGC>TGC p.R979C

Pat_16 Pre-Treatment MMP15 4324 37 16 58079166 58079166 Missense_Mutation SNP G A 20 70 c.1826G>A c.(1825-1827)GGG>GAG p.G609E

Pat_16 Pre-Treatment ACD 65057 37 16 67694194 67694194 Missense_Mutation SNP G A 20 24 c.188C>T c.(187-189)CCG>CTG p.P63L

Pat_16 Pre-Treatment HYDIN 54768 37 16 70913367 70913367 Missense_Mutation SNP G A 48 65 c.10387C>T c.(10387-10389)CTC>TTC p.L3463F

Pat_16 Pre-Treatment RFWD3 55159 37 16 74685992 74685992 Nonsense_Mutation SNP G A 89 82 c.547C>T c.(547-549)CAG>TAG p.Q183*

Pat_16 Pre-Treatment CNTNAP4 85445 37 16 76461470 76461470 Missense_Mutation SNP G A 58 50 c.512G>A c.(511-513)CGA>CAA p.R171Q

Pat_16 Pre-Treatment CNTNAP4 85445 37 16 76495952 76495952 Missense_Mutation SNP C T 28 85 c.1433C>T c.(1432-1434)CCT>CTT p.P478L

Pat_16 Pre-Treatment MBTPS1 8720 37 16 84135312 84135312 Missense_Mutation SNP T C 168 158 c.77A>G c.(76-78)GAA>GGA p.E26G

Pat_16 Pre-Treatment ATP2C2 9914 37 16 84472866 84472866 Missense_Mutation SNP G A 4 138 c.1081G>A c.(1081-1083)GTG>ATG p.V361M

Pat_16 Pre-Treatment P2RX1 5023 37 17 3806890 3806890 Missense_Mutation SNP A C 37 100 c.560T>G c.(559-561)CTT>CGT p.L187R

Pat_16 Pre-Treatment VMO1 284013 37 17 4688833 4688833 Missense_Mutation SNP G A 31 82 c.433C>T c.(433-435)CGC>TGC p.R145C

Pat_16 Pre-Treatment DHX33 56919 37 17 5359375 5359375 Missense_Mutation SNP G A 43 84 c.977C>T c.(976-978)CCT>CTT p.P326L

Pat_16 Pre-Treatment DNAH2 146754 37 17 7643737 7643737 Splice_Site SNP G A 4 312 c.1377_splice c.e9-1 p.K459_splice

Pat_16 Pre-Treatment CHD3 1107 37 17 7797756 7797756 Missense_Mutation SNP G A 4 290 c.1099G>A c.(1099-1101)GGG>AGG p.G367R

Pat_16 Pre-Treatment CHD3 1107 37 17 7807196 7807196 Missense_Mutation SNP G A 4 196 c.3781G>A c.(3781-3783)GCT>ACT p.A1261T

Pat_16 Pre-Treatment MYH13 8735 37 17 10206529 10206529 Missense_Mutation SNP C T 209 149 c.5651G>A c.(5650-5652)AGG>AAG p.R1884K

Pat_16 Pre-Treatment DNAH9 1770 37 17 11622751 11622751 Missense_Mutation SNP C T 67 61 c.5653C>T c.(5653-5655)CGC>TGC p.R1885C

Pat_16 Pre-Treatment TRIM16 10626 37 17 15532015 15532015 Missense_Mutation SNP A G 25 36 c.1609T>C c.(1609-1611)TCC>CCC p.S537P

Pat_16 Pre-Treatment TOM1L2 146691 37 17 17788064 17788064 Nonsense_Mutation SNP G A 6 359 c.385C>T c.(385-387)CGA>TGA p.R129*

Pat_16 Pre-Treatment SLC47A1 55244 37 17 19470150 19470151 Missense_Mutation DNP CC TT 53 132 c.1154_1155CC>TT c.(1153-1155)TCC>TTT p.S385F

Pat_16 Pre-Treatment KCNJ12 3768 37 17 21319012 21319012 Missense_Mutation SNP C T 4 39 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_16 Pre-Treatment KCNJ12 3768 37 17 21319253 21319253 Missense_Mutation SNP C T 9 34 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_16 Pre-Treatment PIGS 94005 37 17 26888548 26888548 Missense_Mutation SNP C A 3 48 c.568G>T c.(568-570)GCC>TCC p.A190S

Pat_16 Pre-Treatment SPAG5 10615 37 17 26905522 26905522 Missense_Mutation SNP G A 84 197 c.3223C>T c.(3223-3225)CTT>TTT p.L1075F

Pat_16 Pre-Treatment SEZ6 124925 37 17 27309030 27309030 Missense_Mutation SNP C T 19 12 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_16 Pre-Treatment UTP6 55813 37 17 30211497 30211497 Missense_Mutation SNP G A 38 46 c.731C>T c.(730-732)TCG>TTG p.S244L

Pat_16 Pre-Treatment MMP28 79148 37 17 34093655 34093655 Missense_Mutation SNP G A 8 30 c.1427C>T c.(1426-1428)TCC>TTC p.S476F

Pat_16 Pre-Treatment MYO19 80179 37 17 34861158 34861158 Missense_Mutation SNP G A 4 141 c.1883C>T c.(1882-1884)GCG>GTG p.A628V

Pat_16 Pre-Treatment CASC3 22794 37 17 38320021 38320021 Missense_Mutation SNP C T 105 207 c.1073C>T c.(1072-1074)TCT>TTT p.S358F

Pat_16 Pre-Treatment KRTAP4-11 653240 37 17 39274214 39274214 Missense_Mutation SNP G C 6 91 c.354C>G c.(352-354)AGC>AGG p.S118R

Pat_16 Pre-Treatment KRTAP9-2 83899 37 17 39383134 39383135 Nonsense_Mutation DNP CC TT 41 96 c.228_229CC>TT(226-231)TGCCAG>TGTTA p.Q77*

Pat_16 Pre-Treatment KRT32 3882 37 17 39623524 39623524 Missense_Mutation SNP G C 12 69 c.54C>G c.(52-54)TGC>TGG p.C18W

Pat_16 Pre-Treatment LOC90586 90586 37 17 41019611 41019611 Missense_Mutation SNP G A 29 21 c.316G>A c.(316-318)GCT>ACT p.A106T

Pat_16 Pre-Treatment DHX8 1659 37 17 41567763 41567763 Missense_Mutation SNP C T 61 45 c.239C>T c.(238-240)TCT>TTT p.S80F

Pat_16 Pre-Treatment SOST 50964 37 17 41832760 41832760 Missense_Mutation SNP G A 3 61 c.592C>T c.(592-594)CGC>TGC p.R198C

Pat_16 Pre-Treatment MYCBPAP 84073 37 17 48595953 48595953 Missense_Mutation SNP G A 114 253 c.649G>A c.(649-651)GAA>AAA p.E217K



Pat_16 Pre-Treatment ANKFN1 162282 37 17 54450018 54450018 Missense_Mutation SNP G A 52 138 c.622G>A c.(622-624)GAA>AAA p.E208K

Pat_16 Pre-Treatment TRIM25 7706 37 17 54990890 54990890 Missense_Mutation SNP G A 4 147 c.460C>T c.(460-462)CGC>TGC p.R154C

Pat_16 Pre-Treatment BZRAP1 9256 37 17 56387973 56387973 Missense_Mutation SNP G A 4 65 c.3599C>T c.(3598-3600)CCG>CTG p.P1200L

Pat_16 Pre-Treatment PPM1E 22843 37 17 57043079 57043079 Missense_Mutation SNP G A 7 639 c.608G>A c.(607-609)CGT>CAT p.R203H

Pat_16 Pre-Treatment BCAS3 54828 37 17 58824632 58824632 Missense_Mutation SNP C T 167 517 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_16 Pre-Treatment TBC1D3P2 440452 37 17 60345595 60345595 Missense_Mutation SNP G A 42 119 c.673C>T c.(673-675)CAC>TAC p.H225Y

Pat_16 Pre-Treatment ERN1 2081 37 17 62137857 62137857 Missense_Mutation SNP G T 48 132 c.1178C>A c.(1177-1179)GCT>GAT p.A393D

Pat_16 Pre-Treatment BPTF 2186 37 17 65908492 65908492 Nonsense_Mutation SNP C T 4 202 c.4492C>T c.(4492-4494)CGA>TGA p.R1498*

Pat_16 Pre-Treatment ABCA8 10351 37 17 66915450 66915450 Missense_Mutation SNP C T 134 307 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_16 Pre-Treatment ABCA10 10349 37 17 67151960 67151960 Missense_Mutation SNP G A 472 204 c.3562C>T c.(3562-3564)CCA>TCA p.P1188S

Pat_16 Pre-Treatment USH1G 124590 37 17 72916120 72916120 Missense_Mutation SNP G A 19 15 c.811C>T c.(811-813)CCG>TCG p.P271S

Pat_16 Pre-Treatment PRPSAP1 5635 37 17 74324800 74324801 Missense_Mutation DNP GG AA 16 58 c.778_779CC>TT c.(778-780)CCA>TTA p.P260L

Pat_16 Pre-Treatment ENPP7 339221 37 17 77709346 77709346 Missense_Mutation SNP G A 21 48 c.904G>A c.(904-906)GAC>AAC p.D302N

Pat_16 Pre-Treatment RNF213 57674 37 17 78320995 78320995 Missense_Mutation SNP C T 7 11 c.3079C>T c.(3079-3081)CGT>TGT p.R1027C

Pat_16 Pre-Treatment RPTOR 57521 37 17 78811731 78811731 Nonsense_Mutation SNP G A 28 53 c.1146G>A c.(1144-1146)TGG>TGA p.W382*

Pat_16 Pre-Treatment L3MBTL4 91133 37 18 6215757 6215757 Missense_Mutation SNP A T 34 60 c.862T>A c.(862-864)TTT>ATT p.F288I

Pat_16 Pre-Treatment ARHGAP28 79822 37 18 6894891 6894891 Splice_Site SNP G A 101 54 c.1374_splice c.e14+1 p.M458_splice

Pat_16 Pre-Treatment LAMA1 284217 37 18 6950909 6950909 Missense_Mutation SNP G A 22 33 c.8269C>T c.(8269-8271)CAT>TAT p.H2757Y

Pat_16 Pre-Treatment PTPRM 5797 37 18 7888152 7888152 Missense_Mutation SNP C T 121 294 c.245C>T c.(244-246)GCC>GTC p.A82V

Pat_16 Pre-Treatment DSC3 1825 37 18 28598156 28598156 Missense_Mutation SNP C T 80 59 c.1144G>A c.(1144-1146)GAT>AAT p.D382N

Pat_16 Pre-Treatment DSC2 1824 37 18 28662971 28662971 Missense_Mutation SNP A T 70 29 c.998T>A c.(997-999)TTT>TAT p.F333Y

Pat_16 Pre-Treatment DSG1 1828 37 18 28914025 28914025 Missense_Mutation SNP G A 78 232 c.865G>A c.(865-867)GAG>AAG p.E289K

Pat_16 Pre-Treatment DSG4 147409 37 18 28986205 28986205 Missense_Mutation SNP C T 151 89 c.1802C>T c.(1801-1803)GCG>GTG p.A601V

Pat_16 Pre-Treatment DSG2 1829 37 18 29122574 29122574 Missense_Mutation SNP G C 46 102 c.2093G>C c.(2092-2094)GGA>GCA p.G698A

Pat_16 Pre-Treatment ASXL3 80816 37 18 31318749 31318749 Missense_Mutation SNP A G 61 139 c.1381A>G c.(1381-1383)AGT>GGT p.S461G

Pat_16 Pre-Treatment ASXL3 80816 37 18 31319227 31319227 Missense_Mutation SNP G A 11 30 c.1859G>A c.(1858-1860)GGA>GAA p.G620E

Pat_16 Pre-Treatment TCEB3C 162699 37 18 44555339 44555339 Missense_Mutation SNP G A 6 257 c.875C>T c.(874-876)ACC>ATC p.T292I

Pat_16 Pre-Treatment MYO5B 4645 37 18 47398601 47398601 Missense_Mutation SNP G A 174 403 c.3539C>T c.(3538-3540)GCG>GTG p.A1180V

Pat_16 Pre-Treatment DCC 1630 37 18 50832050 50832050 Missense_Mutation SNP G A 58 144 c.2014G>A c.(2014-2016)GAA>AAA p.E672K

Pat_16 Pre-Treatment FECH 2235 37 18 55222097 55222097 Nonsense_Mutation SNP G A 69 169 c.892C>T c.(892-894)CGA>TGA p.R298*

Pat_16 Pre-Treatment PHLPP1 23239 37 18 60639769 60639769 Missense_Mutation SNP G A 4 226 c.2047G>A c.(2047-2049)GTG>ATG p.V683M

Pat_16 Pre-Treatment DOK6 220164 37 18 67425073 67425073 Missense_Mutation SNP C T 62 167 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_16 Pre-Treatment ATP9B 374868 37 18 77104307 77104307 Nonsense_Mutation SNP C T 4 142 c.2425C>T c.(2425-2427)CGA>TGA p.R809*

Pat_16 Pre-Treatment ABCA7 10347 37 19 1046386 1046386 Missense_Mutation SNP C T 111 406 c.1603C>T c.(1603-1605)CCG>TCG p.P535S

Pat_16 Pre-Treatment DOT1L 84444 37 19 2226980 2226980 Missense_Mutation SNP C T 19 44 c.4460C>T c.(4459-4461)TCC>TTC p.S1487F

Pat_16 Pre-Treatment JSRP1 126306 37 19 2254224 2254224 Missense_Mutation SNP G A 6 349 c.224C>T c.(223-225)ACC>ATC p.T75I

Pat_16 Pre-Treatment ZNF57 126295 37 19 2917733 2917733 Missense_Mutation SNP G A 4 150 c.1114G>A c.(1114-1116)GCC>ACC p.A372T

Pat_16 Pre-Treatment ZNF57 126295 37 19 2917793 2917793 Missense_Mutation SNP T C 5 203 c.1174T>C c.(1174-1176)TAT>CAT p.Y392H

Pat_16 Pre-Treatment ZNF57 126295 37 19 2917961 2917961 Missense_Mutation SNP C T 8 239 c.1342C>T c.(1342-1344)CAT>TAT p.H448Y

Pat_16 Pre-Treatment TLE2 7089 37 19 3005967 3005967 Splice_Site SNP C T 23 105 c.1501_splice c.e16-1 p.N501_splice

Pat_16 Pre-Treatment PLIN4 729359 37 19 4511993 4511993 Missense_Mutation SNP G A 66 95 c.1937C>T c.(1936-1938)GCG>GTG p.A646V

Pat_16 Pre-Treatment C3 718 37 19 6713215 6713215 Missense_Mutation SNP C T 3 77 c.988G>A c.(988-990)GTC>ATC p.V330I

Pat_16 Pre-Treatment EMR1 2015 37 19 6921798 6921798 Missense_Mutation SNP T A 54 109 c.1695T>A c.(1693-1695)TTT>TTA p.F565L

Pat_16 Pre-Treatment MUC16 94025 37 19 9009311 9009312 Missense_Mutation DNP GG AA 39 134 39161_39162CC>Tc.(39160-39162)TCC>TTT p.S13054F

Pat_16 Pre-Treatment MUC16 94025 37 19 9059650 9059650 Missense_Mutation SNP G A 60 62 c.27796C>T c.(27796-27798)CTC>TTC p.L9266F

Pat_16 Pre-Treatment MUC16 94025 37 19 9068622 9068622 Missense_Mutation SNP G A 97 95 c.18824C>T c.(18823-18825)TCA>TTA p.S6275L

Pat_16 Pre-Treatment MUC16 94025 37 19 9072288 9072288 Missense_Mutation SNP G A 30 36 c.15158C>T c.(15157-15159)TCC>TTC p.S5053F



Pat_16 Pre-Treatment ZNF560 147741 37 19 9578016 9578016 Missense_Mutation SNP C T 42 136 c.1607G>A c.(1606-1608)CGA>CAA p.R536Q

Pat_16 Pre-Treatment ZNF561 93134 37 19 9721330 9721330 Missense_Mutation SNP G A 146 161 c.1007C>T c.(1006-1008)CCC>CTC p.P336L

Pat_16 Pre-Treatment COL5A3 50509 37 19 10097252 10097252 Missense_Mutation SNP C T 29 139 c.2221G>A c.(2221-2223)GAT>AAT p.D741N

Pat_16 Pre-Treatment CDC37 11140 37 19 10514068 10514068 Missense_Mutation SNP G A 37 52 c.88C>T c.(88-90)CGC>TGC p.R30C

Pat_16 Pre-Treatment KEAP1 9817 37 19 10610253 10610253 Missense_Mutation SNP G A 4 218 c.457C>T c.(457-459)CTC>TTC p.L153F

Pat_16 Pre-Treatment LPPR2 64748 37 19 11470343 11470343 Nonsense_Mutation SNP C T 4 206 c.202C>T c.(202-204)CGA>TGA p.R68*

Pat_16 Pre-Treatment ZNF653 115950 37 19 11597637 11597637 Missense_Mutation SNP G A 8 32 c.1402C>T c.(1402-1404)CAC>TAC p.H468Y

Pat_16 Pre-Treatment ZNF440 126070 37 19 11942554 11942554 Missense_Mutation SNP G A 82 233 c.563G>A c.(562-564)CGA>CAA p.R188Q

Pat_16 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 5 183 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_16 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 6 57 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_16 Pre-Treatment ANKLE1 126549 37 19 17394769 17394769 Missense_Mutation SNP C T 128 122 c.1196C>T c.(1195-1197)CCT>CTT p.P399L

Pat_16 Pre-Treatment UNC13A 23025 37 19 17766699 17766699 Missense_Mutation SNP C T 18 9 c.1540G>A c.(1540-1542)GAG>AAG p.E514K

Pat_16 Pre-Treatment ARRDC2 27106 37 19 18121461 18121461 Missense_Mutation SNP C T 65 87 c.1093C>T c.(1093-1095)CCC>TCC p.P365S

Pat_16 Pre-Treatment ZNF93 81931 37 19 20044699 20044699 Missense_Mutation SNP C T 18 52 c.935C>T c.(934-936)CCC>CTC p.P312L

Pat_16 Pre-Treatment ZNF626 199777 37 19 20807184 20807184 Missense_Mutation SNP T C 7 190 c.1499A>G c.(1498-1500)GAG>GGG p.E500G

Pat_16 Pre-Treatment ZNF208 7757 37 19 22157069 22157069 Missense_Mutation SNP G A 37 36 c.767C>T c.(766-768)TCC>TTC p.S256F

Pat_16 Pre-Treatment ZNF681 148213 37 19 23927358 23927358 Missense_Mutation SNP G A 63 90 c.994C>T c.(994-996)CAT>TAT p.H332Y

Pat_16 Pre-Treatment DPY19L3 147991 37 19 32968480 32968480 Missense_Mutation SNP G A 4 197 c.1750G>A c.(1750-1752)GGA>AGA p.G584R

Pat_16 Pre-Treatment PDCD2L 84306 37 19 34912539 34912539 Missense_Mutation SNP G A 5 469 c.913G>A c.(913-915)GCA>ACA p.A305T

Pat_16 Pre-Treatment LGI4 163175 37 19 35624989 35624989 Missense_Mutation SNP C G 14 52 c.190G>C c.(190-192)GTC>CTC p.V64L

Pat_16 Pre-Treatment KIRREL2 84063 37 19 36357377 36357377 Missense_Mutation SNP C T 128 146 c.2110C>T c.(2110-2112)CTC>TTC p.L704F

Pat_16 Pre-Treatment APLP1 333 37 19 36369539 36369539 Missense_Mutation SNP G A 40 40 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_16 Pre-Treatment RYR1 6261 37 19 38939433 38939433 Missense_Mutation SNP C A 11 22 c.1102C>A c.(1102-1104)CTC>ATC p.L368I

Pat_16 Pre-Treatment LGALS4 3960 37 19 39299478 39299478 Missense_Mutation SNP C T 40 128 c.245G>A c.(244-246)GGG>GAG p.G82E

Pat_16 Pre-Treatment SIRT2 22933 37 19 39379771 39379771 Missense_Mutation SNP G A 4 214 c.457C>T c.(457-459)CGC>TGC p.R153C

Pat_16 Pre-Treatment LGALS13 29124 37 19 40095879 40095879 Missense_Mutation SNP T A 30 107 c.154T>A c.(154-156)TTC>ATC p.F52I

Pat_16 Pre-Treatment PRX 57716 37 19 40901021 40901021 Missense_Mutation SNP G A 42 42 c.3238C>T c.(3238-3240)CGT>TGT p.R1080C

Pat_16 Pre-Treatment PRX 57716 37 19 40901635 40901635 Missense_Mutation SNP T G 9 57 c.2624A>C c.(2623-2625)AAA>ACA p.K875T

Pat_16 Pre-Treatment DMRTC2 63946 37 19 42355736 42355736 Missense_Mutation SNP G A 38 114 c.1076G>A c.(1075-1077)CGT>CAT p.R359H

Pat_16 Pre-Treatment LIPE 3991 37 19 42912470 42912470 Missense_Mutation SNP G A 4 199 c.1424C>T c.(1423-1425)ACG>ATG p.T475M

Pat_16 Pre-Treatment PSG8 440533 37 19 43258652 43258652 Missense_Mutation SNP T C 219 275 c.1076A>G c.(1075-1077)AAC>AGC p.N359S

Pat_16 Pre-Treatment PSG6 5675 37 19 43529189 43529189 Nonsense_Mutation SNP C T 71 253 c.102G>A c.(100-102)TGG>TGA p.W34*

Pat_16 Pre-Treatment PSG4 5672 37 19 43708074 43708074 Nonsense_Mutation SNP C A 6 456 c.394G>T c.(394-396)GGA>TGA p.G132*

Pat_16 Pre-Treatment CADM4 199731 37 19 44131825 44131825 Missense_Mutation SNP C T 196 222 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_16 Pre-Treatment DACT3 147906 37 19 47151836 47151836 Missense_Mutation SNP G A 269 259 c.1793C>T c.(1792-1794)CCC>CTC p.P598L

Pat_16 Pre-Treatment GRWD1 83743 37 19 48953958 48953958 Missense_Mutation SNP C T 24 111 c.718C>T c.(718-720)CAC>TAC p.H240Y

Pat_16 Pre-Treatment LMTK3 114783 37 19 49004787 49004787 Missense_Mutation SNP G A 4 21 c.914C>T c.(913-915)TCT>TTT p.S305F

Pat_16 Pre-Treatment PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 3 51 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_16 Pre-Treatment PTOV1 53635 37 19 50361215 50361215 Missense_Mutation SNP G A 5 289 c.859G>A c.(859-861)GTG>ATG p.V287M

Pat_16 Pre-Treatment ZNF473 25888 37 19 50549870 50549870 Missense_Mutation SNP C T 32 119 c.2170C>T c.(2170-2172)CAC>TAC p.H724Y

Pat_16 Pre-Treatment SHANK1 50944 37 19 51171651 51171651 Missense_Mutation SNP C A 8 24 c.3566G>T c.(3565-3567)GGA>GTA p.G1189V

Pat_16 Pre-Treatment ZNF175 7728 37 19 52089988 52089988 Missense_Mutation SNP T C 50 55 c.404T>C c.(403-405)TTA>TCA p.L135S

Pat_16 Pre-Treatment ZNF836 162962 37 19 52659056 52659056 Missense_Mutation SNP T A 6 299 c.1880A>T c.(1879-1881)AAT>ATT p.N627I

Pat_16 Pre-Treatment ZNF836 162962 37 19 52659075 52659075 Missense_Mutation SNP C A 6 270 c.1861G>T c.(1861-1863)GAC>TAC p.D621Y

Pat_16 Pre-Treatment ZNF28 7576 37 19 53302984 53302985 Missense_Mutation DNP TT GA 6 426 c.2113_2114AA>TC c.(2113-2115)AAC>TCC p.N705S

Pat_16 Pre-Treatment ZNF677 342926 37 19 53741754 53741754 Missense_Mutation SNP C T 20 98 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_16 Pre-Treatment ZNF845 91664 37 19 53855364 53855364 Missense_Mutation SNP C T 9 192 c.1436C>T c.(1435-1437)ACA>ATA p.T479I



Pat_16 Pre-Treatment ZNF761 388561 37 19 53959137 53959137 Missense_Mutation SNP G T 6 300 c.1376G>T c.(1375-1377)CGT>CTT p.R459L

Pat_16 Pre-Treatment ZNF761 388561 37 19 53959151 53959151 Missense_Mutation SNP C A 7 272 c.1390C>A c.(1390-1392)CAA>AAA p.Q464K

Pat_16 Pre-Treatment DPRX 503834 37 19 54135382 54135382 Missense_Mutation SNP C T 37 139 c.22C>T c.(22-24)CGT>TGT p.R8C

Pat_16 Pre-Treatment NLRP7 199713 37 19 55451046 55451046 Missense_Mutation SNP C T 11 36 c.1141G>A c.(1141-1143)GAG>AAG p.E381K

Pat_16 Pre-Treatment NLRP4 147945 37 19 56373376 56373376 Missense_Mutation SNP T A 28 129 c.2037T>A c.(2035-2037)TTT>TTA p.F679L

Pat_16 Pre-Treatment NLRP8 126205 37 19 56466396 56466396 Missense_Mutation SNP G T 59 76 c.972G>T c.(970-972)ATG>ATT p.M324I

Pat_16 Pre-Treatment PEG3 5178 37 19 57325633 57325633 Missense_Mutation SNP C T 40 126 c.4177G>A c.(4177-4179)GAG>AAG p.E1393K

Pat_16 Pre-Treatment PEG3 5178 37 19 57327584 57327584 Missense_Mutation SNP T A 145 157 c.2226A>T c.(2224-2226)GAA>GAT p.E742D

Pat_16 Pre-Treatment ZNF419 79744 37 19 58005106 58005106 Missense_Mutation SNP C T 7 258 c.1181C>T c.(1180-1182)ACT>ATT p.T394I

Pat_16 Pre-Treatment ZNF419 79744 37 19 58005146 58005146 Missense_Mutation SNP C G 7 264 c.1221C>G c.(1219-1221)TTC>TTG p.F407L

Pat_16 Pre-Treatment ZNF606 80095 37 19 58490987 58490987 Missense_Mutation SNP A C 73 74 c.1061T>G c.(1060-1062)TTT>TGT p.F354C

Pat_16 Pre-Treatment TTC15 51112 37 2 3405575 3405575 Missense_Mutation SNP C T 60 146 c.1075C>T c.(1075-1077)CGC>TGC p.R359C

Pat_16 Pre-Treatment GREB1 9687 37 2 11758794 11758794 Missense_Mutation SNP G A 3 67 c.3793G>A c.(3793-3795)GTG>ATG p.V1265M

Pat_16 Pre-Treatment UBXN2A 165324 37 2 24199878 24199878 Missense_Mutation SNP G A 4 118 c.220G>A c.(220-222)GTC>ATC p.V74I

Pat_16 Pre-Treatment AGBL5 60509 37 2 27275992 27275992 Missense_Mutation SNP G A 6 495 c.166G>A c.(166-168)GTG>ATG p.V56M

Pat_16 Pre-Treatment FAM179A 165186 37 2 29225569 29225569 Missense_Mutation SNP G A 10 46 c.595G>A c.(595-597)GGG>AGG p.G199R

Pat_16 Pre-Treatment CAPN13 92291 37 2 30977178 30977178 Missense_Mutation SNP T G 20 21 c.919A>C c.(919-921)AAA>CAA p.K307Q

Pat_16 Pre-Treatment MAP4K3 8491 37 2 39487908 39487908 Missense_Mutation SNP A T 54 36 c.2147T>A c.(2146-2148)TTT>TAT p.F716Y

Pat_16 Pre-Treatment ADD2 119 37 2 70890612 70890612 Missense_Mutation SNP A T 119 68 c.2126T>A c.(2125-2127)TTC>TAC p.F709Y

Pat_16 Pre-Treatment ADD2 119 37 2 70933534 70933534 Missense_Mutation SNP C T 90 44 c.7G>A c.(7-9)GAA>AAA p.E3K

Pat_16 Pre-Treatment RAB11FIP5 26056 37 2 73315742 73315742 Missense_Mutation SNP G A 3 33 c.1004C>T c.(1003-1005)TCG>TTG p.S335L

Pat_16 Pre-Treatment REG3G 130120 37 2 79254278 79254278 Missense_Mutation SNP G A 111 178 c.314G>A c.(313-315)GGG>GAG p.G105E

Pat_16 Pre-Treatment TGOLN2 10618 37 2 85554362 85554362 Missense_Mutation SNP G T 8 829 c.493C>A c.(493-495)CCT>ACT p.P165T

Pat_16 Pre-Treatment TGOLN2 10618 37 2 85554367 85554367 Missense_Mutation SNP T C 9 832 c.488A>G c.(487-489)GAC>GGC p.D163G

Pat_16 Pre-Treatment RETSAT 54884 37 2 85581530 85581530 Missense_Mutation SNP G A 110 229 c.101C>T c.(100-102)TCC>TTC p.S34F

Pat_16 Pre-Treatment PTCD3 55037 37 2 86362095 86362095 Missense_Mutation SNP G A 5 296 c.1763G>A c.(1762-1764)AGA>AAA p.R588K

Pat_16 Pre-Treatment SMYD1 150572 37 2 88396118 88396118 Missense_Mutation SNP G A 116 280 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_16 Pre-Treatment KCNIP3 30818 37 2 96040928 96040928 Missense_Mutation SNP C T 4 192 c.419C>T c.(418-420)GCG>GTG p.A140V

Pat_16 Pre-Treatment AFF3 3899 37 2 100209977 100209978 Missense_Mutation DNP CC TT 25 84 .2145_2146GG>AA143-2148)GGGGGC>GGAA p.G716S

Pat_16 Pre-Treatment RGPD4 285190 37 2 108487252 108487252 Missense_Mutation SNP G A 117 199 c.2792G>A c.(2791-2793)GGA>GAA p.G931E

Pat_16 Pre-Treatment SULT1C4 27233 37 2 108999916 108999916 Missense_Mutation SNP G A 46 135 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_16 Pre-Treatment EDAR 10913 37 2 109513459 109513459 Missense_Mutation SNP C G 39 20 c.1251G>C c.(1249-1251)CAG>CAC p.Q417H

Pat_16 Pre-Treatment SH3RF3 344558 37 2 110053444 110053444 Missense_Mutation SNP G A 35 95 c.1670G>A c.(1669-1671)GGG>GAG p.G557E

Pat_16 Pre-Treatment GPR17 2840 37 2 128408607 128408608 Nonsense_Mutation DNP GG TA 38 94 c.382_383GG>TA c.(382-384)GGG>TAG p.G128*

Pat_16 Pre-Treatment UGGT1 56886 37 2 128884989 128884989 Missense_Mutation SNP G C 37 95 c.1189G>C c.(1189-1191)GGA>CGA p.G397R

Pat_16 Pre-Treatment THSD7B 80731 37 2 137852453 137852453 Nonsense_Mutation SNP C T 56 176 c.868C>T c.(868-870)CAA>TAA p.Q290*

Pat_16 Pre-Treatment THSD7B 80731 37 2 138373853 138373853 Missense_Mutation SNP G A 160 347 c.3445G>A c.(3445-3447)GAA>AAA p.E1149K

Pat_16 Pre-Treatment LRP1B 53353 37 2 141459861 141459861 Missense_Mutation SNP C T 73 213 c.6151G>A c.(6151-6153)GAA>AAA p.E2051K

Pat_16 Pre-Treatment LRP1B 53353 37 2 141945989 141945989 Splice_Site SNP C T 31 96 c.1013_splice c.e7+1 p.G338_splice

Pat_16 Pre-Treatment NEB 4703 37 2 152394408 152394408 Missense_Mutation SNP G T 6 118 c.15977C>A c.(15976-15978)GCA>GAA p.A5326E

Pat_16 Pre-Treatment TANC1 85461 37 2 160027046 160027046 Missense_Mutation SNP C T 35 109 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Pre-Treatment BAZ2B 29994 37 2 160295112 160295112 Missense_Mutation SNP G A 5 431 c.995C>T c.(994-996)GCG>GTG p.A332V

Pat_16 Pre-Treatment SLC4A10 57282 37 2 162728844 162728844 Missense_Mutation SNP G A 94 243 c.808G>A c.(808-810)GAA>AAA p.E270K

Pat_16 Pre-Treatment DPP4 1803 37 2 162875301 162875301 Missense_Mutation SNP C T 5 350 c.1358G>A c.(1357-1359)AGG>AAG p.R453K

Pat_16 Pre-Treatment HOXD3 3232 37 2 177036364 177036364 Missense_Mutation SNP C T 100 231 c.661C>T c.(661-663)CGG>TGG p.R221W

Pat_16 Pre-Treatment TTN 7273 37 2 179454201 179454201 Missense_Mutation SNP C T 26 68 c.54547G>A c.(54547-54549)GAA>AAA p.E18183K

Pat_16 Pre-Treatment TTN 7273 37 2 179641949 179641949 Missense_Mutation SNP C T 97 217 c.4741G>A c.(4741-4743)GGT>AGT p.G1581S



Pat_16 Pre-Treatment DNAJC10 54431 37 2 183593668 183593668 Nonsense_Mutation SNP C T 4 317 c.580C>T c.(580-582)CGA>TGA p.R194*

Pat_16 Pre-Treatment STAT4 6775 37 2 191937835 191937835 Missense_Mutation SNP T A 157 317 c.454A>T c.(454-456)AAC>TAC p.N152Y

Pat_16 Pre-Treatment ABCA12 26154 37 2 215876250 215876250 Missense_Mutation SNP G A 74 142 c.2245C>T c.(2245-2247)CCA>TCA p.P749S

Pat_16 Pre-Treatment ANKZF1 55139 37 2 220099997 220099997 Missense_Mutation SNP C T 4 273 c.1654C>T c.(1654-1656)CGT>TGT p.R552C

Pat_16 Pre-Treatment COL4A3 1285 37 2 228147167 228147167 Missense_Mutation SNP G A 125 59 c.2575G>A c.(2575-2577)GGA>AGA p.G859R

Pat_16 Pre-Treatment COL4A3 1285 37 2 228168824 228168824 Missense_Mutation SNP G A 26 61 c.4117G>A c.(4117-4119)GGA>AGA p.G1373R

Pat_16 Pre-Treatment SPHKAP 80309 37 2 228846519 228846519 Missense_Mutation SNP G A 42 114 c.5017C>T c.(5017-5019)CAT>TAT p.H1673Y

Pat_16 Pre-Treatment SLC16A14 151473 37 2 230911393 230911393 Missense_Mutation SNP C A 13 37 c.449G>T c.(448-450)GGC>GTC p.G150V

Pat_16 Pre-Treatment USP40 55230 37 2 234442200 234442200 Missense_Mutation SNP C T 127 87 c.1429G>A c.(1429-1431)GAA>AAA p.E477K

Pat_16 Pre-Treatment TRPM8 79054 37 2 234846100 234846100 Missense_Mutation SNP C T 80 179 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_16 Pre-Treatment TRPM8 79054 37 2 234873271 234873271 Splice_Site SNP G A 23 57 c.1750_splice c.e14-1 p.T584_splice

Pat_16 Pre-Treatment MLPH 79083 37 2 238457876 238457876 Missense_Mutation SNP C T 28 63 c.1630C>T c.(1630-1632)CCC>TCC p.P544S

Pat_16 Pre-Treatment TRAF3IP1 26146 37 2 239307420 239307420 Missense_Mutation SNP T G 138 53 c.1936T>G c.(1936-1938)TTA>GTA p.L646V

Pat_16 Pre-Treatment THAP4 51078 37 2 242545816 242545817 Missense_Mutation DNP CC TT 7 10 .1312_1313GG>AAc.(1312-1314)GGA>AAA p.G438K

Pat_16 Pre-Treatment SIRPG 55423 37 20 1629761 1629761 Nonsense_Mutation SNP G A 59 188 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_16 Pre-Treatment TGM6 343641 37 20 2411098 2411098 Missense_Mutation SNP G A 56 94 c.1685G>A c.(1684-1686)AGA>AAA p.R562K

Pat_16 Pre-Treatment BTBD3 22903 37 20 11899185 11899185 Missense_Mutation SNP C T 160 584 c.262C>T c.(262-264)CTC>TTC p.L88F

Pat_16 Pre-Treatment CST9 128822 37 20 23584239 23584239 Missense_Mutation SNP A T 64 155 c.388T>A c.(388-390)TTT>ATT p.F130I

Pat_16 Pre-Treatment FRG1B 284802 37 20 29624093 29624093 Splice_Site SNP G T 4 40 c.26_splice c.e1+1 p.R9_splice

Pat_16 Pre-Treatment FRG1B 284802 37 20 29625892 29625892 Missense_Mutation SNP T C 5 293 c.46T>C c.(46-48)TAT>CAT p.Y16H

Pat_16 Pre-Treatment ASXL1 171023 37 20 31023318 31023318 Missense_Mutation SNP C T 44 137 c.2803C>T c.(2803-2805)CCC>TCC p.P935S

Pat_16 Pre-Treatment CBFA2T2 9139 37 20 32217603 32217603 Missense_Mutation SNP C T 69 86 c.1138C>T c.(1138-1140)CGT>TGT p.R380C

Pat_16 Pre-Treatment NFS1 9054 37 20 34263049 34263049 Missense_Mutation SNP C T 4 122 c.866G>A c.(865-867)CGG>CAG p.R289Q

Pat_16 Pre-Treatment PPP1R16B 26051 37 20 37524242 37524242 Missense_Mutation SNP T A 25 36 c.356T>A c.(355-357)CTG>CAG p.L119Q

Pat_16 Pre-Treatment STK4 6789 37 20 43625841 43625841 Missense_Mutation SNP C T 70 301 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_16 Pre-Treatment SEMG1 6406 37 20 43836962 43836962 Nonsense_Mutation SNP A T 24 58 c.1024A>T c.(1024-1026)AAG>TAG p.K342*

Pat_16 Pre-Treatment TP53TG5 27296 37 20 44003936 44003936 Missense_Mutation SNP C T 140 158 c.511G>A c.(511-513)GGA>AGA p.G171R

Pat_16 Pre-Treatment ZSWIM3 140831 37 20 44506623 44506623 Missense_Mutation SNP G A 5 211 c.1426G>A c.(1426-1428)GCA>ACA p.A476T

Pat_16 Pre-Treatment SLC12A5 57468 37 20 44684831 44684831 Missense_Mutation SNP A G 21 67 c.2899A>G c.(2899-2901)AAG>GAG p.K967E

Pat_16 Pre-Treatment ARFGEF2 10564 37 20 47641991 47641991 Missense_Mutation SNP G A 4 214 c.4897G>A c.(4897-4899)GAG>AAG p.E1633K

Pat_16 Pre-Treatment SNAI1 6615 37 20 48600613 48600613 Missense_Mutation SNP C T 245 302 c.335C>T c.(334-336)TCC>TTC p.S112F

Pat_16 Pre-Treatment SALL4 57167 37 20 50407142 50407142 Missense_Mutation SNP G A 38 133 c.1880C>T c.(1879-1881)TCG>TTG p.S627L

Pat_16 Pre-Treatment TFAP2C 7022 37 20 55208529 55208529 Missense_Mutation SNP C T 86 301 c.707C>T c.(706-708)TCT>TTT p.S236F

Pat_16 Pre-Treatment LAMA5 3911 37 20 60885978 60885978 Missense_Mutation SNP G A 20 36 c.10261C>T c.(10261-10263)CGG>TGG p.R3421W

Pat_16 Pre-Treatment DIDO1 11083 37 20 61511835 61511835 Missense_Mutation SNP C T 73 72 c.5473G>A c.(5473-5475)GGC>AGC p.G1825S

Pat_16 Pre-Treatment PCMTD2 55251 37 20 62891325 62891325 Missense_Mutation SNP G A 6 635 c.7G>A c.(7-9)GGT>AGT p.G3S

Pat_16 Pre-Treatment PCMTD2 55251 37 20 62891413 62891413 Missense_Mutation SNP C T 276 293 c.95C>T c.(94-96)GCT>GTT p.A32V

Pat_16 Pre-Treatment TPTE 7179 37 21 10914379 10914379 Missense_Mutation SNP G A 22 44 c.1340C>T c.(1339-1341)TCA>TTA p.S447L

Pat_16 Pre-Treatment C2CD2 25966 37 21 43319324 43319325 Missense_Mutation DNP GG AA 7 32 c.1707_1708CC>TT1705-1710)TCCCTT>TCTT p.L570F

Pat_16 Pre-Treatment ZNF295 49854 37 21 43411624 43411624 Missense_Mutation SNP A T 68 145 c.2581T>A c.(2581-2583)TCC>ACC p.S861T

Pat_16 Pre-Treatment ABCG1 9619 37 21 43711687 43711687 Missense_Mutation SNP T C 16 74 c.1610T>C c.(1609-1611)TTT>TCT p.F537S

Pat_16 Pre-Treatment PCBP3 54039 37 21 47337538 47337538 Missense_Mutation SNP C T 106 266 c.712C>T c.(712-714)CCG>TCG p.P238S

Pat_16 Pre-Treatment DIP2A 23181 37 21 47974146 47974146 Missense_Mutation SNP C T 4 142 c.3095C>T c.(3094-3096)GCT>GTT p.A1032V

Pat_16 Pre-Treatment GGT5 2687 37 22 24640582 24640582 Missense_Mutation SNP G A 38 77 c.112C>T c.(112-114)CCC>TCC p.P38S

Pat_16 Pre-Treatment PES1 23481 37 22 30977009 30977009 Missense_Mutation SNP G A 69 32 c.902C>T c.(901-903)CCC>CTC p.P301L

Pat_16 Pre-Treatment PISD 23761 37 22 32015741 32015741 Missense_Mutation SNP C T 3 80 c.1087G>A c.(1087-1089)GTC>ATC p.V363I

Pat_16 Pre-Treatment BPIL2 254240 37 22 32841915 32841915 Missense_Mutation SNP C T 47 39 c.443G>A c.(442-444)CGA>CAA p.R148Q



Pat_16 Pre-Treatment RASD2 23551 37 22 35947968 35947968 Missense_Mutation SNP G A 42 24 c.690G>A c.(688-690)ATG>ATA p.M230I

Pat_16 Pre-Treatment FOXRED2 80020 37 22 36894189 36894189 Missense_Mutation SNP G A 66 111 c.1231C>T c.(1231-1233)CGG>TGG p.R411W

Pat_16 Pre-Treatment TRIOBP 11078 37 22 38120316 38120316 Missense_Mutation SNP C T 67 385 c.1753C>T c.(1753-1755)CCC>TCC p.P585S

Pat_16 Pre-Treatment PDGFB 5155 37 22 39631866 39631866 Missense_Mutation SNP G A 13 36 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_16 Pre-Treatment CACNA1I 8911 37 22 40054256 40054256 Missense_Mutation SNP G A 4 94 c.2092G>A c.(2092-2094)GAC>AAC p.D698N

Pat_16 Pre-Treatment PARVG 64098 37 22 44583758 44583758 Nonsense_Mutation SNP C T 29 44 c.247C>T c.(247-249)CAG>TAG p.Q83*

Pat_16 Pre-Treatment PLXNB2 23654 37 22 50724514 50724514 Missense_Mutation SNP C T 3 41 c.1891G>A c.(1891-1893)GTG>ATG p.V631M

Pat_16 Pre-Treatment KLHDC7B 113730 37 22 50987478 50987478 Missense_Mutation SNP G A 17 8 c.883G>A c.(883-885)GGC>AGC p.G295S

Pat_16 Pre-Treatment BRPF1 7862 37 3 9776260 9776260 Missense_Mutation SNP C T 26 45 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_16 Pre-Treatment EAF1 85403 37 3 15471450 15471450 Missense_Mutation SNP C T 74 70 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_16 Pre-Treatment SATB1 6304 37 3 18393533 18393533 Missense_Mutation SNP T A 212 238 c.1730A>T c.(1729-1731)CAT>CTT p.H577L

Pat_16 Pre-Treatment KCNH8 131096 37 3 19492780 19492780 Missense_Mutation SNP C T 83 95 c.1709C>T c.(1708-1710)TCT>TTT p.S570F

Pat_16 Pre-Treatment NEK10 152110 37 3 27213359 27213359 Missense_Mutation SNP A C 34 32 c.718T>G c.(718-720)TTA>GTA p.L240V

Pat_16 Pre-Treatment GLB1 2720 37 3 33038614 33038614 Missense_Mutation SNP G A 54 57 c.1957C>T c.(1957-1959)CCC>TCC p.P653S

Pat_16 Pre-Treatment STAC 6769 37 3 36484961 36484961 Missense_Mutation SNP G A 25 33 c.217G>A c.(217-219)GCA>ACA p.A73T

Pat_16 Pre-Treatment TRANK1 9881 37 3 36873053 36873053 Missense_Mutation SNP A C 10 16 c.6239T>G c.(6238-6240)CTC>CGC p.L2080R

Pat_16 Pre-Treatment TRANK1 9881 37 3 36873507 36873507 Missense_Mutation SNP G A 4 134 c.5785C>T c.(5785-5787)CGG>TGG p.R1929W

Pat_16 Pre-Treatment LAMB2 3913 37 3 49163299 49163299 Missense_Mutation SNP G A 71 71 c.2369C>T c.(2368-2370)TCA>TTA p.S790L

Pat_16 Pre-Treatment USP4 7375 37 3 49322316 49322316 Missense_Mutation SNP G A 32 27 c.2237C>T c.(2236-2238)ACT>ATT p.T746I

Pat_16 Pre-Treatment SEMA3F 6405 37 3 50220182 50220182 Missense_Mutation SNP C T 30 58 c.869C>T c.(868-870)CCC>CTC p.P290L

Pat_16 Pre-Treatment SEMA3F 6405 37 3 50225363 50225363 Missense_Mutation SNP C T 11 15 c.2173C>T c.(2173-2175)CCT>TCT p.P725S

Pat_16 Pre-Treatment CACNA2D2 9254 37 3 50421769 50421769 Splice_Site SNP C T 71 94 c.511_splice c.e6-1 p.D171_splice

Pat_16 Pre-Treatment VPRBP 9730 37 3 51500894 51500894 Splice_Site SNP T C 3 106 c.188_splice c.e5-1 p.G63_splice

Pat_16 Pre-Treatment DNAH1 25981 37 3 52397156 52397156 Missense_Mutation SNP C T 22 35 c.5240C>T c.(5239-5241)TCC>TTC p.S1747F

Pat_16 Pre-Treatment ITIH3 3699 37 3 52831902 52831902 Missense_Mutation SNP G A 4 11 c.619G>A c.(619-621)GAC>AAC p.D207N

Pat_16 Pre-Treatment SFMBT1 51460 37 3 52940181 52940181 Missense_Mutation SNP C T 4 210 c.2408G>A c.(2407-2409)CGG>CAG p.R803Q

Pat_16 Pre-Treatment LRIG1 26018 37 3 66448590 66448590 Missense_Mutation SNP G A 4 169 c.1250C>T c.(1249-1251)GCG>GTG p.A417V

Pat_16 Pre-Treatment KBTBD8 84541 37 3 67058763 67058763 Missense_Mutation SNP G A 45 84 c.1760G>A c.(1759-1761)TGT>TAT p.C587Y

Pat_16 Pre-Treatment FRMD4B 23150 37 3 69245538 69245538 Missense_Mutation SNP G A 46 49 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_16 Pre-Treatment FOXP1 27086 37 3 71008430 71008430 Missense_Mutation SNP C T 4 267 c.2002G>A c.(2002-2004)GAA>AAA p.E668K

Pat_16 Pre-Treatment FAM55C 91775 37 3 101520553 101520553 Missense_Mutation SNP C T 58 69 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_16 Pre-Treatment MYH15 22989 37 3 108117510 108117510 Missense_Mutation SNP C T 94 120 c.5167G>A c.(5167-5169)GAA>AAA p.E1723K

Pat_16 Pre-Treatment DPPA4 55211 37 3 109049541 109049541 Missense_Mutation SNP A C 44 63 c.509T>G c.(508-510)CTT>CGT p.L170R

Pat_16 Pre-Treatment KIAA2018 205717 37 3 113377026 113377026 Missense_Mutation SNP G A 34 52 c.3503C>T c.(3502-3504)TCA>TTA p.S1168L

Pat_16 Pre-Treatment PARP14 54625 37 3 122446777 122446777 Missense_Mutation SNP G A 4 74 c.5060G>A c.(5059-5061)GGC>GAC p.G1687D

Pat_16 Pre-Treatment PODXL2 50512 37 3 127358286 127358286 Missense_Mutation SNP G A 4 59 c.269G>A c.(268-270)CGG>CAG p.R90Q

Pat_16 Pre-Treatment GATA2 2624 37 3 128204758 128204758 Missense_Mutation SNP G A 21 34 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_16 Pre-Treatment IFT122 55764 37 3 129225317 129225317 Missense_Mutation SNP G A 4 223 c.2716G>A c.(2716-2718)GTG>ATG p.V906M

Pat_16 Pre-Treatment ACPP 55 37 3 132047117 132047117 Missense_Mutation SNP C T 86 55 c.127C>T c.(127-129)CGG>TGG p.R43W

Pat_16 Pre-Treatment SLCO2A1 6578 37 3 133661546 133661547 Missense_Mutation DNP GG AA 60 153 c.1527_1528CC>TT525-1530)GTCCCC>GTTT p.P510S

Pat_16 Pre-Treatment EPHB1 2047 37 3 134851694 134851694 Missense_Mutation SNP G A 21 60 c.1100G>A c.(1099-1101)CGC>CAC p.R367H

Pat_16 Pre-Treatment HPS3 84343 37 3 148859158 148859158 Missense_Mutation SNP T C 155 303 c.961T>C c.(961-963)TAC>CAC p.Y321H

Pat_16 Pre-Treatment CP 1356 37 3 148939527 148939527 Nonsense_Mutation SNP C T 62 126 c.53G>A c.(52-54)TGG>TAG p.W18*

Pat_16 Pre-Treatment B3GALNT1 8706 37 3 160803907 160803907 Missense_Mutation SNP A C 33 61 c.636T>G c.(634-636)AAT>AAG p.N212K

Pat_16 Pre-Treatment ZBBX 79740 37 3 167016179 167016179 Missense_Mutation SNP A T 75 190 c.1793T>A c.(1792-1794)TTT>TAT p.F598Y

Pat_16 Pre-Treatment SERPINI1 5274 37 3 167540842 167540842 Missense_Mutation SNP G A 55 148 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_16 Pre-Treatment MECOM 2122 37 3 168825731 168825731 Missense_Mutation SNP G A 67 63 c.2023C>T c.(2023-2025)CCT>TCT p.P675S



Pat_16 Pre-Treatment TBCCD1 55171 37 3 186276241 186276241 Missense_Mutation SNP G A 144 327 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_16 Pre-Treatment TP63 8626 37 3 189582204 189582204 Missense_Mutation SNP G A 28 55 c.763G>A c.(763-765)GAG>AAG p.E255K

Pat_16 Pre-Treatment LSG1 55341 37 3 194373772 194373772 Missense_Mutation SNP G A 57 126 c.859C>T c.(859-861)CCA>TCA p.P287S

Pat_16 Pre-Treatment TFRC 7037 37 3 195785162 195785162 Missense_Mutation SNP A G 150 92 c.1670T>C c.(1669-1671)TTT>TCT p.F557S

Pat_16 Pre-Treatment LRRC33 375387 37 3 196387690 196387690 Missense_Mutation SNP C A 84 58 c.1176C>A c.(1174-1176)CAC>CAA p.H392Q

Pat_16 Pre-Treatment GAK 2580 37 4 860167 860167 Missense_Mutation SNP C T 3 47 c.3028G>A c.(3028-3030)GAC>AAC p.D1010N

Pat_16 Pre-Treatment HTRA3 94031 37 4 8307709 8307709 Missense_Mutation SNP A G 4 129 c.1208A>G c.(1207-1209)CAA>CGA p.Q403R

Pat_16 Pre-Treatment ZNF518B 85460 37 4 10444904 10444904 Missense_Mutation SNP G A 32 124 c.3049C>T c.(3049-3051)CAT>TAT p.H1017Y

Pat_16 Pre-Treatment PPARGC1A 10891 37 4 23815598 23815598 Missense_Mutation SNP G A 82 223 c.1508C>T c.(1507-1509)TCA>TTA p.S503L

Pat_16 Pre-Treatment SEL1L3 23231 37 4 25789890 25789891 Missense_Mutation DNP CC TT 113 200 .2172_2173GG>AA170-2175)ACGGAG>ACAA p.E725K

Pat_16 Pre-Treatment KLB 152831 37 4 39409123 39409123 Missense_Mutation SNP G A 53 135 c.554G>A c.(553-555)AGA>AAA p.R185K

Pat_16 Pre-Treatment KDR 3791 37 4 55976657 55976657 Missense_Mutation SNP C T 88 43 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_16 Pre-Treatment LPHN3 23284 37 4 62363041 62363041 Missense_Mutation SNP G A 27 92 c.30G>A c.(28-30)ATG>ATA p.M10I

Pat_16 Pre-Treatment TMPRSS11B 132724 37 4 69095235 69095235 Splice_Site SNP C T 36 108 c.687_splice c.e8-1 p.K229_splice

Pat_16 Pre-Treatment SHROOM3 57619 37 4 77652072 77652072 Nonsense_Mutation SNP C T 206 446 c.571C>T c.(571-573)CAA>TAA p.Q191*

Pat_16 Pre-Treatment FRAS1 80144 37 4 79351557 79351557 Missense_Mutation SNP G A 15 43 c.4955G>A c.(4954-4956)AGG>AAG p.R1652K

Pat_16 Pre-Treatment GRID2 2895 37 4 94344063 94344063 Missense_Mutation SNP G A 32 122 c.1489G>A c.(1489-1491)GGA>AGA p.G497R

Pat_16 Pre-Treatment PDHA2 5161 37 4 96761349 96761349 Missense_Mutation SNP A T 50 79 c.48A>T c.(46-48)AAA>AAT p.K16N

Pat_16 Pre-Treatment ADH1C 126 37 4 100261800 100261800 Missense_Mutation SNP G A 364 226 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_16 Pre-Treatment GAR1 54433 37 4 110743584 110743584 Missense_Mutation SNP G T 5 123 c.511G>T c.(511-513)GGT>TGT p.G171C

Pat_16 Pre-Treatment EGF 1950 37 4 110882040 110882040 Missense_Mutation SNP T A 142 79 c.1084T>A c.(1084-1086)TTT>ATT p.F362I

Pat_16 Pre-Treatment ANK2 287 37 4 114158761 114158761 Missense_Mutation SNP G A 113 324 c.676G>A c.(676-678)GTG>ATG p.V226M

Pat_16 Pre-Treatment ANK2 287 37 4 114263073 114263073 Splice_Site SNP G A 5 174 c.4122_splice c.e33+1 p.E1374_splice

Pat_16 Pre-Treatment PRDM5 11107 37 4 121737728 121737728 Missense_Mutation SNP A G 30 64 c.745T>C c.(745-747)TTT>CTT p.F249L

Pat_16 Pre-Treatment ADAD1 132612 37 4 123317451 123317451 Missense_Mutation SNP G A 31 83 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_16 Pre-Treatment FAT4 79633 37 4 126389676 126389676 Missense_Mutation SNP G A 163 82 c.11909G>A c.(11908-11910)GGA>GAA p.G3970E

Pat_16 Pre-Treatment NAA15 80155 37 4 140275246 140275246 Missense_Mutation SNP C T 53 164 c.1081C>T c.(1081-1083)CCC>TCC p.P361S

Pat_16 Pre-Treatment SLC10A7 84068 37 4 147227095 147227095 Missense_Mutation SNP G A 61 48 c.538C>T c.(538-540)CCT>TCT p.P180S

Pat_16 Pre-Treatment DCHS2 54798 37 4 155237118 155237118 Missense_Mutation SNP G A 67 136 c.3677C>T c.(3676-3678)CCT>CTT p.P1226L

Pat_16 Pre-Treatment FGA 2243 37 4 155507586 155507586 Missense_Mutation SNP C T 85 171 c.995G>A c.(994-996)GGA>GAA p.G332E

Pat_16 Pre-Treatment CTSO 1519 37 4 156864377 156864377 Missense_Mutation SNP G A 108 255 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_16 Pre-Treatment TRIM60 166655 37 4 165962593 165962593 Missense_Mutation SNP G A 33 64 c.1369G>A c.(1369-1371)GAT>AAT p.D457N

Pat_16 Pre-Treatment SPOCK3 50859 37 4 167656164 167656164 Missense_Mutation SNP C T 30 79 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_16 Pre-Treatment DDX60 55601 37 4 169206544 169206544 Missense_Mutation SNP C T 30 25 c.1445G>A c.(1444-1446)AGT>AAT p.S482N

Pat_16 Pre-Treatment C4orf41 60684 37 4 184626224 184626224 Splice_Site SNP G A 4 280 c.3055_splice c.e27+1 p.D1019_splice

Pat_16 Pre-Treatment FRG1 2483 37 4 190878651 190878651 Missense_Mutation SNP G A 14 195 c.531G>A c.(529-531)ATG>ATA p.M177I

Pat_16 Pre-Treatment BRD9 65980 37 5 884073 884073 Missense_Mutation SNP G A 39 98 c.946C>T c.(946-948)CGG>TGG p.R316W

Pat_16 Pre-Treatment PRLR 5618 37 5 35065819 35065819 Missense_Mutation SNP G A 159 403 c.1241C>T c.(1240-1242)TCA>TTA p.S414L

Pat_16 Pre-Treatment IL7R 3575 37 5 35867469 35867469 Missense_Mutation SNP G A 44 112 c.283G>A c.(283-285)GAG>AAG p.E95K

Pat_16 Pre-Treatment EGFLAM 133584 37 5 38370447 38370447 Missense_Mutation SNP G A 95 57 c.595G>A c.(595-597)GAC>AAC p.D199N

Pat_16 Pre-Treatment ZNF131 7690 37 5 43161556 43161556 Missense_Mutation SNP G T 4 128 c.577G>T c.(577-579)GCC>TCC p.A193S

Pat_16 Pre-Treatment HCN1 348980 37 5 45267196 45267196 Missense_Mutation SNP C T 152 116 c.1778G>A c.(1777-1779)CGA>CAA p.R593Q

Pat_16 Pre-Treatment HSPB3 8988 37 5 53751759 53751759 Missense_Mutation SNP A G 26 53 c.140A>G c.(139-141)AAA>AGA p.K47R

Pat_16 Pre-Treatment PIK3R1 5295 37 5 67588966 67588966 Missense_Mutation SNP G A 6 294 c.1057G>A c.(1057-1059)GGG>AGG p.G353R

Pat_16 Pre-Treatment MAP1B 4131 37 5 71495673 71495673 Missense_Mutation SNP C T 4 221 c.6491C>T c.(6490-6492)CCG>CTG p.P2164L

Pat_16 Pre-Treatment HMGCR 3156 37 5 74646107 74646107 Missense_Mutation SNP C T 29 56 c.688C>T c.(688-690)CGT>TGT p.R230C

Pat_16 Pre-Treatment CMYA5 202333 37 5 79033696 79033696 Missense_Mutation SNP A T 27 60 c.9108A>T c.(9106-9108)GAA>GAT p.E3036D



Pat_16 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 242 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_16 Pre-Treatment FAM172A 83989 37 5 93217337 93217337 Missense_Mutation SNP G A 36 91 c.625C>T c.(625-627)CCG>TCG p.P209S

Pat_16 Pre-Treatment FAM81B 153643 37 5 94756087 94756087 Missense_Mutation SNP C T 85 190 c.637C>T c.(637-639)CTT>TTT p.L213F

Pat_16 Pre-Treatment PCSK1 5122 37 5 95743978 95743978 Missense_Mutation SNP G A 28 70 c.1145C>T c.(1144-1146)TCG>TTG p.S382L

Pat_16 Pre-Treatment CAMK4 814 37 5 110819954 110819954 Missense_Mutation SNP A T 58 48 c.1212A>T c.(1210-1212)AAA>AAT p.K404N

Pat_16 Pre-Treatment ALDH7A1 501 37 5 125930712 125930712 Missense_Mutation SNP C G 20 15 c.179G>C c.(178-180)GGA>GCA p.G60A

Pat_16 Pre-Treatment C5orf48 389320 37 5 125968322 125968322 Missense_Mutation SNP G A 39 72 c.171G>A c.(169-171)ATG>ATA p.M57I

Pat_16 Pre-Treatment PCDHA12 56137 37 5 140255958 140255958 Missense_Mutation SNP G A 101 74 c.901G>A c.(901-903)GAA>AAA p.E301K

Pat_16 Pre-Treatment PCDHA12 56137 37 5 140256858 140256858 Missense_Mutation SNP T A 34 55 c.1801T>A c.(1801-1803)TCC>ACC p.S601T

Pat_16 Pre-Treatment PCDHB3 56132 37 5 140480621 140480621 Missense_Mutation SNP T G 49 111 c.388T>G c.(388-390)TCT>GCT p.S130A

Pat_16 Pre-Treatment PCDHB3 56132 37 5 140482598 140482598 Missense_Mutation SNP T A 103 62 c.2365T>A c.(2365-2367)TTC>ATC p.F789I

Pat_16 Pre-Treatment PCDHB8 56128 37 5 140558076 140558076 Missense_Mutation SNP C T 32 666 c.461C>T c.(460-462)CCT>CTT p.P154L

Pat_16 Pre-Treatment PCDHB8 56128 37 5 140559324 140559324 Missense_Mutation SNP C T 15 149 c.1709C>T c.(1708-1710)TCC>TTC p.S570F

Pat_16 Pre-Treatment SLC25A2 83884 37 5 140682877 140682877 Missense_Mutation SNP A G 36 50 c.556T>C c.(556-558)TTT>CTT p.F186L

Pat_16 Pre-Treatment PCDHGB4 8641 37 5 140768940 140768940 Missense_Mutation SNP C T 4 102 c.1489C>T c.(1489-1491)CGG>TGG p.R497W

Pat_16 Pre-Treatment NDFIP1 80762 37 5 141511890 141511890 Missense_Mutation SNP C T 280 171 c.265C>T c.(265-267)CCT>TCT p.P89S

Pat_16 Pre-Treatment KCTD16 57528 37 5 143853540 143853540 Missense_Mutation SNP G A 28 52 c.1150G>A c.(1150-1152)GCT>ACT p.A384T

Pat_16 Pre-Treatment TCERG1 10915 37 5 145850279 145850279 Missense_Mutation SNP C T 28 68 c.1480C>T c.(1480-1482)CCT>TCT p.P494S

Pat_16 Pre-Treatment HTR4 3360 37 5 147929772 147929772 Missense_Mutation SNP G A 37 112 c.80C>T c.(79-81)TCG>TTG p.S27L

Pat_16 Pre-Treatment ABLIM3 22885 37 5 148619377 148619377 Missense_Mutation SNP T C 75 130 c.1130T>C c.(1129-1131)ATA>ACA p.I377T

Pat_16 Pre-Treatment ARHGEF37 389337 37 5 148989254 148989254 Missense_Mutation SNP G A 4 183 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_16 Pre-Treatment SLC6A7 6534 37 5 149574444 149574444 Missense_Mutation SNP T G 55 111 c.187T>G c.(187-189)TTC>GTC p.F63V

Pat_16 Pre-Treatment ZNF300 91975 37 5 150275165 150275165 Missense_Mutation SNP C T 24 72 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_16 Pre-Treatment SLC36A1 206358 37 5 150867748 150867748 Missense_Mutation SNP C T 63 37 c.1364C>T c.(1363-1365)GCT>GTT p.A455V

Pat_16 Pre-Treatment GALNT10 55568 37 5 153789293 153789293 Missense_Mutation SNP G A 4 313 c.1357G>A c.(1357-1359)GTG>ATG p.V453M

Pat_16 Pre-Treatment ADRA1B 147 37 5 159344336 159344336 Missense_Mutation SNP G A 40 66 c.424G>A c.(424-426)GAT>AAT p.D142N

Pat_16 Pre-Treatment KCNMB1 3779 37 5 169810728 169810728 Nonsense_Mutation SNP C T 39 108 c.261G>A c.(259-261)TGG>TGA p.W87*

Pat_16 Pre-Treatment KCNIP1 30820 37 5 170147349 170147349 Missense_Mutation SNP G A 48 101 c.244G>A c.(244-246)GAA>AAA p.E82K

Pat_16 Pre-Treatment DDX41 51428 37 5 176939551 176939551 Missense_Mutation SNP G A 30 35 c.1495C>T c.(1495-1497)CCT>TCT p.P499S

Pat_16 Pre-Treatment ZNF354C 30832 37 5 178505930 178505930 Missense_Mutation SNP G A 39 126 c.497G>A c.(496-498)GGG>GAG p.G166E

Pat_16 Pre-Treatment GFPT2 9945 37 5 179729481 179729481 Missense_Mutation SNP A G 32 76 c.1946T>C c.(1945-1947)CTG>CCG p.L649P

Pat_16 Pre-Treatment TRIM7 81786 37 5 180622549 180622549 Missense_Mutation SNP G A 38 128 c.1153C>T c.(1153-1155)CGC>TGC p.R385C

Pat_16 Pre-Treatment WRNIP1 56897 37 6 2783738 2783738 Missense_Mutation SNP G A 4 134 c.1585G>A c.(1585-1587)GGA>AGA p.G529R

Pat_16 Pre-Treatment HIVEP1 3096 37 6 12122090 12122090 Missense_Mutation SNP C T 23 102 c.2062C>T c.(2062-2064)CCA>TCA p.P688S

Pat_16 Pre-Treatment ZKSCAN3 80317 37 6 28327466 28327466 Missense_Mutation SNP C T 92 180 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_16 Pre-Treatment OR2W1 26692 37 6 29012073 29012073 Missense_Mutation SNP T G 20 22 c.880A>C c.(880-882)AAT>CAT p.N294H

Pat_16 Pre-Treatment MOG 4340 37 6 29635420 29635420 Missense_Mutation SNP G A 61 98 c.551G>A c.(550-552)GGA>GAA p.G184E

Pat_16 Pre-Treatment TRIM10 10107 37 6 30122054 30122054 Missense_Mutation SNP T C 3 49 c.1138A>G c.(1138-1140)ACC>GCC p.T380A

Pat_16 Pre-Treatment SKIV2L 6499 37 6 31931192 31931192 Missense_Mutation SNP G A 4 239 c.1406G>A c.(1405-1407)CGG>CAG p.R469Q

Pat_16 Pre-Treatment TCP11 6954 37 6 35089915 35089915 Missense_Mutation SNP G A 6 390 c.596C>T c.(595-597)ACG>ATG p.T199M

Pat_16 Pre-Treatment BRPF3 27154 37 6 36168892 36168892 Missense_Mutation SNP C T 4 220 c.793C>T c.(793-795)CGG>TGG p.R265W

Pat_16 Pre-Treatment BRPF3 27154 37 6 36178156 36178156 Missense_Mutation SNP G A 4 192 c.2030G>A c.(2029-2031)CGA>CAA p.R677Q

Pat_16 Pre-Treatment PI16 221476 37 6 36931352 36931352 Missense_Mutation SNP G A 57 236 c.1234G>A c.(1234-1236)GGT>AGT p.G412S

Pat_16 Pre-Treatment GPR116 221395 37 6 46849223 46849223 Missense_Mutation SNP C T 121 201 c.783G>A c.(781-783)ATG>ATA p.M261I

Pat_16 Pre-Treatment GPR110 266977 37 6 46977963 46977963 Missense_Mutation SNP C T 4 273 c.1208G>A c.(1207-1209)CGG>CAG p.R403Q

Pat_16 Pre-Treatment GFRAL 389400 37 6 55196618 55196618 Missense_Mutation SNP G A 84 111 c.128G>A c.(127-129)AGA>AAA p.R43K

Pat_16 Pre-Treatment ROS1 6098 37 6 117631320 117631321 Missense_Mutation DNP CC TT 79 89 .6357_6358GG>AA355-6360)GGGGAA>GGAA p.E2120K



Pat_16 Pre-Treatment VNN3 55350 37 6 133055815 133055815 Missense_Mutation SNP A T 26 2 c.17T>A c.(16-18)TTT>TAT p.F6Y

Pat_16 Pre-Treatment PLG 5340 37 6 161152156 161152156 Missense_Mutation SNP G A 4 95 c.1330G>A c.(1330-1332)GTC>ATC p.V444I

Pat_16 Pre-Treatment MICALL2 79778 37 7 1482031 1482031 Missense_Mutation SNP G A 75 288 c.1508C>T c.(1507-1509)TCG>TTG p.S503L

Pat_16 Pre-Treatment CARD11 84433 37 7 2979526 2979526 Missense_Mutation SNP C T 64 148 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_16 Pre-Treatment ETV1 2115 37 7 13935508 13935508 Missense_Mutation SNP C T 21 130 c.1417G>A c.(1417-1419)GAA>AAA p.E473K

Pat_16 Pre-Treatment AGR2 10551 37 7 16841412 16841413 Missense_Mutation DNP TT CA 138 128 c.8_9AA>TG c.(7-9)AAA>ATG p.K3M

Pat_16 Pre-Treatment DNAH11 8701 37 7 21784183 21784183 Missense_Mutation SNP G A 100 87 c.8303G>A c.(8302-8304)AGA>AAA p.R2768K

Pat_16 Pre-Treatment STK31 56164 37 7 23768836 23768836 Missense_Mutation SNP C T 77 59 c.451C>T c.(451-453)CCT>TCT p.P151S

Pat_16 Pre-Treatment SKAP2 8935 37 7 26765185 26765185 Splice_Site SNP C T 65 164 c.659_splice c.e9-1 p.D220_splice

Pat_16 Pre-Treatment LOC402644 402644 37 7 28318921 28318922 Missense_Mutation DNP CT TC 46 52 c.397_398AG>GA c.(397-399)AGA>GAA p.R133E

Pat_16 Pre-Treatment DPY19L2P1 554236 37 7 35163615 35163615 Missense_Mutation SNP C T 74 109 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_16 Pre-Treatment AOAH 313 37 7 36726345 36726345 Missense_Mutation SNP G A 6 355 c.182C>T c.(181-183)ACG>ATG p.T61M

Pat_16 Pre-Treatment HECW1 23072 37 7 43485016 43485016 Missense_Mutation SNP G A 4 243 c.2245G>A c.(2245-2247)GTA>ATA p.V749I

Pat_16 Pre-Treatment DBNL 28988 37 7 44092491 44092491 Missense_Mutation SNP G A 4 116 c.278G>A c.(277-279)CGG>CAG p.R93Q

Pat_16 Pre-Treatment RAMP3 10268 37 7 45217030 45217030 Missense_Mutation SNP G A 4 242 c.181G>A c.(181-183)GAG>AAG p.E61K

Pat_16 Pre-Treatment VSTM2A 222008 37 7 54610419 54610419 Translation_Start_Site SNP T A 110 76 c.-4T>A c.(-6--2)TTTTG>TTATG

Pat_16 Pre-Treatment AUTS2 26053 37 7 70228066 70228066 Missense_Mutation SNP C T 45 65 c.953C>T c.(952-954)CCT>CTT p.P318L

Pat_16 Pre-Treatment SEMA3C 10512 37 7 80435062 80435062 Missense_Mutation SNP A T 66 97 c.551T>A c.(550-552)TTC>TAC p.F184Y

Pat_16 Pre-Treatment HGF 3082 37 7 81372738 81372739 Nonsense_Mutation DNP GG AA 202 128 c.795_796CC>TT793-798)GGCCAG>GGTTA p.Q266*

Pat_16 Pre-Treatment CACNA2D1 781 37 7 81689806 81689806 Nonsense_Mutation SNP G A 5 621 c.817C>T c.(817-819)CGA>TGA p.R273*

Pat_16 Pre-Treatment CCDC132 55610 37 7 92970884 92970884 Missense_Mutation SNP C T 67 214 c.2204C>T c.(2203-2205)TCC>TTC p.S735F

Pat_16 Pre-Treatment CYP3A5 1577 37 7 99272168 99272168 Missense_Mutation SNP C T 125 84 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_16 Pre-Treatment POP7 10248 37 7 100304533 100304533 Missense_Mutation SNP C T 4 201 c.80C>T c.(79-81)CCC>CTC p.P27L

Pat_16 Pre-Treatment EPHB4 2050 37 7 100405129 100405129 Missense_Mutation SNP A C 116 195 c.2192T>G c.(2191-2193)CTT>CGT p.L731R

Pat_16 Pre-Treatment SLC12A9 56996 37 7 100457628 100457628 Missense_Mutation SNP C T 5 598 c.1099C>T c.(1099-1101)CGC>TGC p.R367C

Pat_16 Pre-Treatment MUC17 140453 37 7 100678520 100678520 Missense_Mutation SNP G A 351 412 c.3823G>A c.(3823-3825)GAA>AAA p.E1275K

Pat_16 Pre-Treatment MUC17 140453 37 7 100681244 100681244 Missense_Mutation SNP A G 6 665 c.6547A>G c.(6547-6549)ACA>GCA p.T2183A

Pat_16 Pre-Treatment MUC17 140453 37 7 100681979 100681979 Missense_Mutation SNP G A 10 831 c.7282G>A c.(7282-7284)GTC>ATC p.V2428I

Pat_16 Pre-Treatment MUC17 140453 37 7 100684076 100684076 Missense_Mutation SNP A G 6 801 c.9379A>G c.(9379-9381)ACA>GCA p.T3127A

Pat_16 Pre-Treatment SLC26A3 1811 37 7 107408046 107408046 Missense_Mutation SNP C T 32 108 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_16 Pre-Treatment LAMB4 22798 37 7 107678038 107678038 Missense_Mutation SNP C T 187 128 c.4474G>A c.(4474-4476)GAA>AAA p.E1492K

Pat_16 Pre-Treatment DOCK4 9732 37 7 111368526 111368526 Missense_Mutation SNP G A 22 166 c.5705C>T c.(5704-5706)CCG>CTG p.P1902L

Pat_16 Pre-Treatment PPP1R3A 5506 37 7 113518058 113518058 Missense_Mutation SNP C T 200 455 c.3089G>A c.(3088-3090)GGA>GAA p.G1030E

Pat_16 Pre-Treatment PPP1R3A 5506 37 7 113518735 113518735 Missense_Mutation SNP T G 35 149 c.2412A>C c.(2410-2412)GAA>GAC p.E804D

Pat_16 Pre-Treatment PPP1R3A 5506 37 7 113518737 113518737 Missense_Mutation SNP C T 33 149 c.2410G>A c.(2410-2412)GAA>AAA p.E804K

Pat_16 Pre-Treatment ING3 54556 37 7 120607624 120607624 Missense_Mutation SNP C T 60 269 c.478C>T c.(478-480)CAT>TAT p.H160Y

Pat_16 Pre-Treatment CADPS2 93664 37 7 122261558 122261558 Missense_Mutation SNP C T 5 622 c.1081G>A c.(1081-1083)GTG>ATG p.V361M

Pat_16 Pre-Treatment ZNF800 168850 37 7 127013577 127013577 Missense_Mutation SNP C T 6 285 c.1813G>A c.(1813-1815)GTC>ATC p.V605I

Pat_16 Pre-Treatment FLNC 2318 37 7 128494697 128494697 Missense_Mutation SNP G A 8 55 c.6958G>A c.(6958-6960)GGA>AGA p.G2320R

Pat_16 Pre-Treatment FAM40B 57464 37 7 129122704 129122704 Missense_Mutation SNP G A 249 216 c.2071G>A c.(2071-2073)GCA>ACA p.A691T

Pat_16 Pre-Treatment PLXNA4 91584 37 7 131859659 131859659 Missense_Mutation SNP C T 38 174 c.3895G>A c.(3895-3897)GAC>AAC p.D1299N

Pat_16 Pre-Treatment JHDM1D 80853 37 7 139791679 139791679 Missense_Mutation SNP A C 87 319 c.2656T>G c.(2656-2658)TCC>GCC p.S886A

Pat_16 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 229 180 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_16 Pre-Treatment KIAA1147 57189 37 7 141364740 141364740 Missense_Mutation SNP G A 4 104 c.1067C>T c.(1066-1068)GCT>GTT p.A356V

Pat_16 Pre-Treatment TAS2R38 5726 37 7 141673404 141673404 Missense_Mutation SNP C T 126 181 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_16 Pre-Treatment TRYX3 136541 37 7 141952429 141952429 Missense_Mutation SNP T C 104 163 c.439A>G c.(439-441)AAA>GAA p.K147E

Pat_16 Pre-Treatment CLCN1 1180 37 7 143029591 143029591 Missense_Mutation SNP G A 5 292 c.1246G>A c.(1246-1248)GGA>AGA p.G416R



Pat_16 Pre-Treatment TAS2R60 338398 37 7 143140918 143140918 Missense_Mutation SNP T A 390 266 c.373T>A c.(373-375)TTC>ATC p.F125I

Pat_16 Pre-Treatment ZNF425 155054 37 7 148802211 148802211 Missense_Mutation SNP C A 4 191 c.752G>T c.(751-753)TGT>TTT p.C251F

Pat_16 Pre-Treatment ACCN3 9311 37 7 150749275 150749275 Missense_Mutation SNP G A 106 487 c.1409G>A c.(1408-1410)GGA>GAA p.G470E

Pat_16 Pre-Treatment CLN8 2055 37 8 1728717 1728717 Missense_Mutation SNP G A 4 208 c.845G>A c.(844-846)CGG>CAG p.R282Q

Pat_16 Pre-Treatment CSMD1 64478 37 8 3216769 3216769 Missense_Mutation SNP G A 175 65 c.3212C>T c.(3211-3213)TCC>TTC p.S1071F

Pat_16 Pre-Treatment MTMR7 9108 37 8 17228656 17228656 Missense_Mutation SNP C T 130 366 c.200G>A c.(199-201)GGA>GAA p.G67E

Pat_16 Pre-Treatment PIWIL2 55124 37 8 22163488 22163488 Missense_Mutation SNP G A 4 250 c.1504G>A c.(1504-1506)GGA>AGA p.G502R

Pat_16 Pre-Treatment SORBS3 10174 37 8 22428730 22428730 Missense_Mutation SNP C T 11 145 c.1739C>T c.(1738-1740)ACC>ATC p.T580I

Pat_16 Pre-Treatment SLC25A37 51312 37 8 23423681 23423681 Missense_Mutation SNP C T 76 22 c.271C>T c.(271-273)CTC>TTC p.L91F

Pat_16 Pre-Treatment DOCK5 80005 37 8 25189850 25189850 Missense_Mutation SNP G A 4 226 c.1987G>A c.(1987-1989)GGA>AGA p.G663R

Pat_16 Pre-Treatment PTK2B 2185 37 8 27296570 27296570 Missense_Mutation SNP C A 41 154 c.1666C>A c.(1666-1668)CTG>ATG p.L556M

Pat_16 Pre-Treatment EIF4EBP1 1978 37 8 37914667 37914667 Missense_Mutation SNP C T 366 144 c.214C>T c.(214-216)CCA>TCA p.P72S

Pat_16 Pre-Treatment SLC20A2 6575 37 8 42294807 42294807 Missense_Mutation SNP G A 22 69 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_16 Pre-Treatment PXDNL 137902 37 8 52232512 52232512 Missense_Mutation SNP C T 85 30 c.4331G>A c.(4330-4332)GGA>GAA p.G1444E

Pat_16 Pre-Treatment PXDNL 137902 37 8 52320945 52320946 Missense_Mutation DNP GG AA 14 58 c.3238_3239CC>TTc.(3238-3240)CCG>TTG p.P1080L

Pat_16 Pre-Treatment PENK 5179 37 8 57354297 57354297 Missense_Mutation SNP T A 41 157 c.338A>T c.(337-339)AAA>ATA p.K113I

Pat_16 Pre-Treatment CLVS1 157807 37 8 62212762 62212762 Missense_Mutation SNP T C 56 143 c.376T>C c.(376-378)TTC>CTC p.F126L

Pat_16 Pre-Treatment PI15 51050 37 8 75757656 75757656 Missense_Mutation SNP C T 110 419 c.565C>T c.(565-567)CAT>TAT p.H189Y

Pat_16 Pre-Treatment CA1 759 37 8 86242024 86242024 Missense_Mutation SNP G A 24 30 c.563C>T c.(562-564)TCA>TTA p.S188L

Pat_16 Pre-Treatment UBR5 51366 37 8 103327037 103327037 Missense_Mutation SNP G A 4 207 c.1829C>T c.(1828-1830)CCA>CTA p.P610L

Pat_16 Pre-Treatment ASAP1 50807 37 8 131088611 131088611 Missense_Mutation SNP G A 88 45 c.2684C>T c.(2683-2685)CCT>CTT p.P895L

Pat_16 Pre-Treatment ADCY8 114 37 8 131880120 131880120 Missense_Mutation SNP C T 49 223 c.2182G>A c.(2182-2184)GCA>ACA p.A728T

Pat_16 Pre-Treatment TG 7038 37 8 133925417 133925417 Missense_Mutation SNP C T 46 177 c.4285C>T c.(4285-4287)CAC>TAC p.H1429Y

Pat_16 Pre-Treatment DENND3 22898 37 8 142202543 142202543 Missense_Mutation SNP C T 19 67 c.3253C>T c.(3253-3255)CCT>TCT p.P1085S

Pat_16 Pre-Treatment LYPD2 137797 37 8 143832556 143832556 Missense_Mutation SNP G A 38 156 c.91C>T c.(91-93)CCC>TCC p.P31S

Pat_16 Pre-Treatment CYP11B1 1584 37 8 143957679 143957679 Missense_Mutation SNP A T 9 51 c.932T>A c.(931-933)CTC>CAC p.L311H

Pat_16 Pre-Treatment CYP11B1 1584 37 8 143958215 143958215 Missense_Mutation SNP C T 21 10 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_16 Pre-Treatment PYCRL 65263 37 8 144688004 144688004 Missense_Mutation SNP G A 4 245 c.727C>T c.(727-729)CGC>TGC p.R243C

Pat_16 Pre-Treatment FOXH1 8928 37 8 145699782 145699782 Missense_Mutation SNP C T 145 57 c.937G>A c.(937-939)GTG>ATG p.V313M

Pat_16 Pre-Treatment FAM75A6 389730 37 9 43627096 43627096 Missense_Mutation SNP G A 267 10 c.1591C>T c.(1591-1593)CTC>TTC p.L531F

Pat_16 Pre-Treatment APBA1 320 37 9 72131715 72131715 Missense_Mutation SNP C T 3 31 c.412G>A c.(412-414)GCC>ACC p.A138T

Pat_16 Pre-Treatment RMI1 80010 37 9 86617211 86617211 Missense_Mutation SNP C T 31 23 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_16 Pre-Treatment C9orf89 84270 37 9 95870013 95870013 Missense_Mutation SNP G A 3 53 c.65G>A c.(64-66)CGC>CAC p.R22H

Pat_16 Pre-Treatment OR13C4 138804 37 9 107288820 107288820 Missense_Mutation SNP G A 245 1 c.671C>T c.(670-672)ACC>ATC p.T224I

Pat_16 Pre-Treatment ASTN2 23245 37 9 119858377 119858377 Missense_Mutation SNP C T 124 10 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_16 Pre-Treatment MRRF 92399 37 9 125033270 125033270 Missense_Mutation SNP G A 6 470 c.100G>A c.(100-102)GTG>ATG p.V34M

Pat_16 Pre-Treatment COQ4 51117 37 9 131088075 131088075 Missense_Mutation SNP C T 85 1 c.317C>T c.(316-318)TCG>TTG p.S106L

Pat_16 Pre-Treatment SPTAN1 6709 37 9 131339474 131339475 Nonsense_Mutation DNP CC TT 165 7 c.852_853CC>TT850-855)GGCCGA>GGTTG p.R285*

Pat_16 Pre-Treatment SLC34A3 142680 37 9 140127244 140127244 Missense_Mutation SNP G A 52 1 c.313G>A c.(313-315)GCC>ACC p.A105T

Pat_16 Pre-Treatment MXRA5 25878 37 X 3261841 3261841 Missense_Mutation SNP C T 4 34 c.34G>A c.(34-36)GTG>ATG p.V12M

Pat_16 Pre-Treatment FAM9B 171483 37 X 8998366 8998366 Missense_Mutation SNP C T 12 1 c.217G>A c.(217-219)GAT>AAT p.D73N

Pat_16 Pre-Treatment FRMPD4 9758 37 X 12712519 12712519 Missense_Mutation SNP T G 112 4 c.879T>G c.(877-879)GAT>GAG p.D293E

Pat_16 Pre-Treatment CDKL5 6792 37 X 18602452 18602452 Missense_Mutation SNP G A 4 294 c.533G>A c.(532-534)CGG>CAG p.R178Q

Pat_16 Pre-Treatment PPEF1 5475 37 X 18842202 18842202 Missense_Mutation SNP G A 4 67 c.1663G>A c.(1663-1665)GAG>AAG p.E555K

Pat_16 Pre-Treatment POLA1 5422 37 X 25014054 25014054 Missense_Mutation SNP C T 82 5 c.4376C>T c.(4375-4377)GCC>GTC p.A1459V

Pat_16 Pre-Treatment FAM47C 442444 37 X 37027345 37027345 Nonsense_Mutation SNP A T 28 47 c.862A>T c.(862-864)AAG>TAG p.K288*

Pat_16 Pre-Treatment GRIPAP1 56850 37 X 48846277 48846277 Missense_Mutation SNP G C 3 132 c.740C>G c.(739-741)ACA>AGA p.T247R



Pat_16 Pre-Treatment CLCN5 1184 37 X 49837183 49837183 Missense_Mutation SNP C T 127 161 c.145C>T c.(145-147)CAC>TAC p.H49Y

Pat_16 Pre-Treatment ABCB7 22 37 X 74291389 74291389 Missense_Mutation SNP C T 6 389 c.1162G>A c.(1162-1164)GGT>AGT p.G388S

Pat_16 Pre-Treatment CYLC1 1538 37 X 83129484 83129484 Missense_Mutation SNP G A 44 0 c.1768G>A c.(1768-1770)GAA>AAA p.E590K

Pat_16 Pre-Treatment ZNF711 7552 37 X 84519283 84519283 Missense_Mutation SNP G A 62 1 c.625G>A c.(625-627)GAT>AAT p.D209N

Pat_16 Pre-Treatment H2BFWT 158983 37 X 103267838 103267838 Missense_Mutation SNP G A 44 1 c.395C>T c.(394-396)ACC>ATC p.T132I

Pat_16 Pre-Treatment IL1RAPL2 26280 37 X 105011625 105011625 Missense_Mutation SNP G A 174 8 c.2032G>A c.(2032-2034)GAG>AAG p.E678K

Pat_16 Pre-Treatment GUCY2F 2986 37 X 108718564 108718564 Missense_Mutation SNP G A 4 211 c.602C>T c.(601-603)ACA>ATA p.T201I

Pat_16 Pre-Treatment GUCY2F 2986 37 X 108719089 108719089 Missense_Mutation SNP C T 141 9 c.77G>A c.(76-78)GGC>GAC p.G26D

Pat_16 Pre-Treatment TRPC5 7224 37 X 111095642 111095642 Missense_Mutation SNP C T 188 5 c.1261G>A c.(1261-1263)GAA>AAA p.E421K

Pat_16 Pre-Treatment HTR2C 3358 37 X 114141526 114141526 Missense_Mutation SNP G A 160 2 c.925G>A c.(925-927)GCT>ACT p.A309T

Pat_16 Pre-Treatment SLC6A14 11254 37 X 115586574 115586574 Nonsense_Mutation SNP G A 168 230 c.1556G>A c.(1555-1557)TGG>TAG p.W519*

Pat_16 Pre-Treatment ODZ1 10178 37 X 123654419 123654419 Nonsense_Mutation SNP C T 258 7 c.3249G>A c.(3247-3249)TGG>TGA p.W1083*

Pat_16 Pre-Treatment MAGEC1 9947 37 X 140995008 140995008 Missense_Mutation SNP G A 9 565 c.1818G>A c.(1816-1818)ATG>ATA p.M606I

Pat_16 Pre-Treatment SLITRK4 139065 37 X 142718881 142718881 Missense_Mutation SNP G A 4 118 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_16 Pre-Treatment GABRQ 55879 37 X 151819009 151819009 Missense_Mutation SNP G A 405 15 c.867G>A c.(865-867)ATG>ATA p.M289I

Pat_16 Pre-Treatment FAM50A 9130 37 X 153674018 153674018 Missense_Mutation SNP C T 123 4 c.149C>T c.(148-150)TCT>TTT p.S50F

Pat_21 Post-Resistance CA6 765 37 1 9022677 9022677 Missense_Mutation SNP G A 41 14 c.533G>A c.(532-534)AGC>AAC p.S178N

Pat_21 Post-Resistance KIAA0754 643314 37 1 39879293 39879293 Missense_Mutation SNP C T 3 32 c.3356C>T c.(3355-3357)TCC>TTC p.S1119F

Pat_21 Post-Resistance COL9A2 1298 37 1 40773902 40773902 Missense_Mutation SNP G A 10 5 c.862C>T c.(862-864)CGT>TGT p.R288C

Pat_21 Post-Resistance NBPF16 728936 37 1 148754851 148754851 Missense_Mutation SNP C G 14 94 c.1507C>G c.(1507-1509)CTG>GTG p.L503V

Pat_21 Post-Resistance FCER1A 2205 37 1 159277667 159277667 Missense_Mutation SNP G T 10 4 c.719G>T c.(718-720)AGG>ATG p.R240M

Pat_21 Post-Resistance ALOX5 240 37 10 45878120 45878120 Missense_Mutation SNP G A 3 3 c.340G>A c.(340-342)GAT>AAT p.D114N

Pat_21 Post-Resistance CHAT 1103 37 10 50870733 50870733 Missense_Mutation SNP C T 55 17 c.1882C>T c.(1882-1884)CGG>TGG p.R628W

Pat_21 Post-Resistance PRKG1 5592 37 10 54050036 54050036 Missense_Mutation SNP C T 18 9 c.1903C>T c.(1903-1905)CCT>TCT p.P635S

Pat_21 Post-Resistance TMEM26 219623 37 10 63170123 63170123 Missense_Mutation SNP C T 14 5 c.1064G>A c.(1063-1065)CGG>CAG p.R355Q

Pat_21 Post-Resistance RAB11FIP2 22841 37 10 119768573 119768573 Missense_Mutation SNP G A 3 57 c.1475C>T c.(1474-1476)ACG>ATG p.T492M

Pat_21 Post-Resistance PPP2R2D 55844 37 10 133754154 133754154 Missense_Mutation SNP G A 9 5 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_21 Post-Resistance OR51Q1 390061 37 11 5444067 5444067 Missense_Mutation SNP C T 49 15 c.637C>T c.(637-639)CCT>TCT p.P213S

Pat_21 Post-Resistance ZBTB39 9880 37 12 57397347 57397347 Missense_Mutation SNP T A 26 8 c.1355A>T c.(1354-1356)AAA>ATA p.K452I

Pat_21 Post-Resistance KIAA1370 56204 37 15 52901546 52901547 Missense_Mutation DNP CT TC 60 120 .1564_1565AG>GAc.(1564-1566)AGG>GAG p.R522E

Pat_21 Post-Resistance PDXDC2 283970 37 16 70016259 70016259 Missense_Mutation SNP T C 8 50 c.443A>G c.(442-444)AAA>AGA p.K148R

Pat_21 Post-Resistance DNAH2 146754 37 17 7696425 7696425 Missense_Mutation SNP G A 43 9 c.7471G>A c.(7471-7473)GAC>AAC p.D2491N

Pat_21 Post-Resistance CNP 1267 37 17 40120425 40120425 Missense_Mutation SNP G A 18 4 c.343G>A c.(343-345)GAC>AAC p.D115N

Pat_21 Post-Resistance PHB 5245 37 17 47486767 47486767 Missense_Mutation SNP A G 42 83 c.319T>C c.(319-321)TTC>CTC p.F107L

Pat_21 Post-Resistance SBNO2 22904 37 19 1122996 1122996 Missense_Mutation SNP A C 6 1 c.677T>G c.(676-678)CTG>CGG p.L226R

Pat_21 Post-Resistance TTN 7273 37 2 179417877 179417877 Missense_Mutation SNP C T 3 7 c.82046G>A c.(82045-82047)GGA>GAA p.G27349E

Pat_21 Post-Resistance KIF1A 547 37 2 241697894 241697894 Missense_Mutation SNP C T 14 5 c.2438G>A c.(2437-2439)CGG>CAG p.R813Q

Pat_21 Post-Resistance RTEL1 51750 37 20 62305428 62305428 Missense_Mutation SNP G A 3 58 c.901G>A c.(901-903)GCG>ACG p.A301T

Pat_21 Post-Resistance SEMA5B 54437 37 3 122630349 122630349 Missense_Mutation SNP G A 7 4 c.3080C>T c.(3079-3081)ACC>ATC p.T1027I

Pat_21 Post-Resistance RPL39L 116832 37 3 186838943 186838943 Missense_Mutation SNP A T 5 190 c.146T>A c.(145-147)CTG>CAG p.L49Q

Pat_21 Post-Resistance EVC2 132884 37 4 5578151 5578151 Missense_Mutation SNP C T 5 1 c.3088G>A c.(3088-3090)GAC>AAC p.D1030N

Pat_21 Post-Resistance SYNE1 23345 37 6 152443641 152443641 Missense_Mutation SNP G A 40 12 c.26324C>T c.(26323-26325)GCC>GTC p.A8775V

Pat_21 Post-Resistance GLI3 2737 37 7 42017228 42017228 Missense_Mutation SNP C T 16 18 c.1741G>A c.(1741-1743)GAA>AAA p.E581K

Pat_21 Post-Resistance SEMA3E 9723 37 7 83014632 83014632 Missense_Mutation SNP C T 56 50 c.1853G>A c.(1852-1854)GGA>GAA p.G618E

Pat_21 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 99 54 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_21 Post-Resistance MLLT3 4300 37 9 20414286 20414286 Missense_Mutation SNP G T 4 43 c.558C>A c.(556-558)AGC>AGA p.S186R

Pat_21 Post-Resistance TRUB2 26995 37 9 131083986 131083986 Missense_Mutation SNP C T 3 6 c.133G>A c.(133-135)GCT>ACT p.A45T



Pat_21 Post-Resistance TUBBP5 643224 37 9 141070950 141070950 Missense_Mutation SNP A G 4 60 c.353A>G c.(352-354)CAC>CGC p.H118R

Pat_21 Post-Resistance FAM48B1 100130302 37 X 24382420 24382420 Missense_Mutation SNP G C 5 18 c.1543G>C c.(1543-1545)GCT>CCT p.A515P

Pat_21 Post-Resistance MED12 9968 37 X 70360666 70360666 Nonsense_Mutation SNP C T 4 32 c.6226C>T c.(6226-6228)CAG>TAG p.Q2076*

Pat_21 Post-Resistance FLJ44635 392490 37 X 71379788 71379788 Missense_Mutation SNP G A 31 8 c.109G>A c.(109-111)GAA>AAA p.E37K

Pat_22 Pre-Treatment KIAA0562 9731 37 1 3755640 3755640 Missense_Mutation SNP G A 4 23 c.779C>T c.(778-780)GCC>GTC p.A260V

Pat_22 Pre-Treatment MFN2 9927 37 1 12066704 12066704 Missense_Mutation SNP C T 4 23 c.1826C>T c.(1825-1827)TCC>TTC p.S609F

Pat_22 Pre-Treatment PRAMEF11 440560 37 1 12887523 12887523 Missense_Mutation SNP C T 25 116 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_22 Pre-Treatment CD52 1043 37 1 26644522 26644522 Missense_Mutation SNP T G 6 18 c.14T>G c.(13-15)CTC>CGC p.L5R

Pat_22 Pre-Treatment SESN2 83667 37 1 28599237 28599237 Missense_Mutation SNP C T 6 24 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_22 Pre-Treatment SDC3 9672 37 1 31347149 31347149 Missense_Mutation SNP A C 6 12 c.1157T>G c.(1156-1158)CTC>CGC p.L386R

Pat_22 Pre-Treatment SPOCD1 90853 37 1 32280048 32280048 Missense_Mutation SNP T C 2 4 c.887A>G c.(886-888)CAG>CGG p.Q296R

Pat_22 Pre-Treatment TMEM39B 55116 37 1 32557516 32557516 Missense_Mutation SNP C G 16 14 c.831C>G c.(829-831)TTC>TTG p.F277L

Pat_22 Pre-Treatment CSMD2 114784 37 1 34037305 34037305 Missense_Mutation SNP C T 3 23 c.7790G>A c.(7789-7791)AGT>AAT p.S2597N

Pat_22 Pre-Treatment CSMD2 114784 37 1 34066469 34066469 Missense_Mutation SNP G T 8 24 c.6858C>A c.(6856-6858)TTC>TTA p.F2286L

Pat_22 Pre-Treatment CSMD2 114784 37 1 34158530 34158530 Missense_Mutation SNP C T 10 80 c.3932G>A c.(3931-3933)GGG>GAG p.G1311E

Pat_22 Pre-Treatment GRIK3 2899 37 1 37319298 37319298 Missense_Mutation SNP C T 7 26 c.1130G>A c.(1129-1131)CGA>CAA p.R377Q

Pat_22 Pre-Treatment HIVEP3 59269 37 1 42046859 42046859 Missense_Mutation SNP G A 10 36 c.3610C>T c.(3610-3612)CAT>TAT p.H1204Y

Pat_22 Pre-Treatment DEPDC1 55635 37 1 68942710 68942710 Missense_Mutation SNP T C 3 15 c.2341A>G c.(2341-2343)ACC>GCC p.T781A

Pat_22 Pre-Treatment GBP2 2634 37 1 89587495 89587495 Missense_Mutation SNP G A 36 51 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_22 Pre-Treatment SLC6A17 388662 37 1 110716639 110716639 Nonsense_Mutation SNP G A 11 26 c.489G>A c.(487-489)TGG>TGA p.W163*

Pat_22 Pre-Treatment NBPF7 343505 37 1 120378788 120378788 Missense_Mutation SNP G A 7 17 c.958C>T c.(958-960)CCG>TCG p.P320S

Pat_22 Pre-Treatment CHD1L 9557 37 1 146724319 146724319 Missense_Mutation SNP C T 10 33 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Pre-Treatment FLG 2312 37 1 152284934 152284934 Missense_Mutation SNP T C 9 38 c.2428A>G c.(2428-2430)ACA>GCA p.T810A

Pat_22 Pre-Treatment ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 4 24 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_22 Pre-Treatment OR6N1 128372 37 1 158735982 158735982 Missense_Mutation SNP G A 4 15 c.491C>T c.(490-492)TCA>TTA p.S164L

Pat_22 Pre-Treatment TNN 63923 37 1 175086222 175086222 Missense_Mutation SNP G A 7 37 c.2267G>A c.(2266-2268)GGG>GAG p.G756E

Pat_22 Pre-Treatment CRB1 23418 37 1 197313530 197313530 Missense_Mutation SNP C T 7 72 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_22 Pre-Treatment PTPRC 5788 37 1 198665985 198665985 Missense_Mutation SNP C T 7 65 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_22 Pre-Treatment CTSE 1510 37 1 206331084 206331084 Missense_Mutation SNP G A 8 48 c.1090G>A c.(1090-1092)GCT>ACT p.A364T

Pat_22 Pre-Treatment RASSF5 83593 37 1 206757827 206757827 Missense_Mutation SNP G A 27 164 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_22 Pre-Treatment CNST 163882 37 1 246810513 246810513 Missense_Mutation SNP C T 4 39 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_22 Pre-Treatment TRIM58 25893 37 1 248039444 248039444 Missense_Mutation SNP G A 3 10 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_22 Pre-Treatment OR2T6 254879 37 1 248551607 248551608 Missense_Mutation DNP GG AA 4 40 c.698_699GG>AA c.(697-699)GGG>GAA p.G233E

Pat_22 Pre-Treatment OR2T11 127077 37 1 248789853 248789853 Missense_Mutation SNP C T 4 30 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_22 Pre-Treatment AGAP11 119385 37 10 88768583 88768583 Missense_Mutation SNP G A 4 45 c.574G>A c.(574-576)GCA>ACA p.A192T

Pat_22 Pre-Treatment SLC16A12 387700 37 10 91196021 91196021 Missense_Mutation SNP G A 3 16 c.994C>T c.(994-996)CTC>TTC p.L332F

Pat_22 Pre-Treatment ZNF518A 9849 37 10 97918694 97918694 Missense_Mutation SNP T C 4 5 c.2615T>C c.(2614-2616)GTG>GCG p.V872A

Pat_22 Pre-Treatment LOXL4 84171 37 10 100017824 100017824 Nonsense_Mutation SNP C T 9 21 c.1019G>A c.(1018-1020)TGG>TAG p.W340*

Pat_22 Pre-Treatment SORCS3 22986 37 10 106982904 106982904 Missense_Mutation SNP C T 4 16 c.2765C>T c.(2764-2766)CCA>CTA p.P922L

Pat_22 Pre-Treatment PNLIP 5406 37 10 118315007 118315007 Missense_Mutation SNP G A 4 33 c.799G>A c.(799-801)GGA>AGA p.G267R

Pat_22 Pre-Treatment C10orf93 255352 37 10 134752184 134752184 Missense_Mutation SNP G A 19 42 c.445C>T c.(445-447)CGT>TGT p.R149C

Pat_22 Pre-Treatment MS4A10 341116 37 11 60561520 60561520 Missense_Mutation SNP C T 3 7 c.436C>T c.(436-438)CTC>TTC p.L146F

Pat_22 Pre-Treatment B3GNT1 11041 37 11 66113666 66113666 Missense_Mutation SNP C G 3 21 c.1102G>C c.(1102-1104)GAA>CAA p.E368Q

Pat_22 Pre-Treatment RBM4 5936 37 11 66407211 66407211 Missense_Mutation SNP C T 7 36 c.29C>T c.(28-30)CCC>CTC p.P10L

Pat_22 Pre-Treatment CD163 9332 37 12 7639377 7639377 Missense_Mutation SNP C T 11 23 c.2176G>A c.(2176-2178)GGT>AGT p.G726S

Pat_22 Pre-Treatment PHC1 1911 37 12 9089851 9089851 Missense_Mutation SNP G A 2 2 c.2557G>A c.(2557-2559)GTT>ATT p.V853I

Pat_22 Pre-Treatment SYT10 341359 37 12 33560007 33560007 Missense_Mutation SNP C T 4 3 c.794G>A c.(793-795)GGA>GAA p.G265E



Pat_22 Pre-Treatment ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 6 71 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_22 Pre-Treatment ARID2 196528 37 12 46123701 46123701 Missense_Mutation SNP C T 5 6 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_22 Pre-Treatment MLL2 8085 37 12 49426540 49426540 Missense_Mutation SNP G A 2 0 c.11948C>T c.(11947-11949)ACT>ATT p.T3983I

Pat_22 Pre-Treatment GCN1L1 10985 37 12 120574409 120574409 Missense_Mutation SNP G A 4 20 c.6905C>T c.(6904-6906)TCC>TTC p.S2302F

Pat_22 Pre-Treatment KDM2B 84678 37 12 121947683 121947683 Missense_Mutation SNP G A 3 18 c.1334C>T c.(1333-1335)TCA>TTA p.S445L

Pat_22 Pre-Treatment VPS33A 65082 37 12 122717499 122717499 Missense_Mutation SNP G A 3 9 c.1457C>T c.(1456-1458)TCG>TTG p.S486L

Pat_22 Pre-Treatment PUS1 80324 37 12 132423739 132423739 Missense_Mutation SNP G A 2 2 c.463G>A c.(463-465)GTG>ATG p.V155M

Pat_22 Pre-Treatment TUBA3C 7278 37 13 19748188 19748188 Missense_Mutation SNP G A 6 70 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_22 Pre-Treatment GJB6 10804 37 13 20797118 20797118 Missense_Mutation SNP T C 4 13 c.502A>G c.(502-504)AAA>GAA p.K168E

Pat_22 Pre-Treatment MAPK1IP1L 93487 37 14 55529396 55529396 Missense_Mutation SNP C T 4 18 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_22 Pre-Treatment GPHN 10243 37 14 67432002 67432002 Missense_Mutation SNP C T 6 30 c.824C>T c.(823-825)GCT>GTT p.A275V

Pat_22 Pre-Treatment PCNX 22990 37 14 71429044 71429044 Missense_Mutation SNP A G 6 23 c.464A>G c.(463-465)AAC>AGC p.N155S

Pat_22 Pre-Treatment TTLL5 23093 37 14 76173379 76173379 Missense_Mutation SNP G A 10 53 c.604G>A c.(604-606)GAA>AAA p.E202K

Pat_22 Pre-Treatment RYR3 6263 37 15 33926814 33926814 Missense_Mutation SNP C A 5 20 c.3055C>A c.(3055-3057)CTG>ATG p.L1019M

Pat_22 Pre-Treatment BMF 90427 37 15 40398106 40398106 Missense_Mutation SNP C T 12 30 c.182G>A c.(181-183)CGA>CAA p.R61Q

Pat_22 Pre-Treatment PLA2G4D 283748 37 15 42363411 42363411 Missense_Mutation SNP T C 2 6 c.1786A>G c.(1786-1788)AGG>GGG p.R596G

Pat_22 Pre-Treatment THSD4 79875 37 15 72039374 72039374 Nonsense_Mutation SNP G A 6 5 c.2234G>A c.(2233-2235)TGG>TAG p.W745*

Pat_22 Pre-Treatment KIAA1024 23251 37 15 79750596 79750596 Missense_Mutation SNP C T 3 13 c.2107C>T c.(2107-2109)CTC>TTC p.L703F

Pat_22 Pre-Treatment FSD2 123722 37 15 83455943 83455943 Missense_Mutation SNP A G 3 20 c.200T>C c.(199-201)CTT>CCT p.L67P

Pat_22 Pre-Treatment RHOT2 89941 37 16 722799 722799 Missense_Mutation SNP T C 10 20 c.1501T>C c.(1501-1503)TTT>CTT p.F501L

Pat_22 Pre-Treatment ZNF263 10127 37 16 3339681 3339681 Missense_Mutation SNP A G 13 29 c.1175A>G c.(1174-1176)AAC>AGC p.N392S

Pat_22 Pre-Treatment GRIN2A 2903 37 16 9857436 9857436 Missense_Mutation SNP C T 4 18 c.3965G>A c.(3964-3966)GGA>GAA p.G1322E

Pat_22 Pre-Treatment ACSM5 54988 37 16 20448432 20448432 Missense_Mutation SNP G A 8 27 c.1367G>A c.(1366-1368)CGA>CAA p.R456Q

Pat_22 Pre-Treatment SLC5A11 115584 37 16 24921657 24921657 Missense_Mutation SNP G A 5 59 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_22 Pre-Treatment TUBB3 10381 37 16 89989858 89989859 Missense_Mutation DNP GG AA 12 16 c.49_50GG>AA c.(49-51)GGG>AAG p.G17K

Pat_22 Pre-Treatment MYO15A 51168 37 17 18052101 18052101 Nonsense_Mutation SNP G A 3 21 c.6791G>A c.(6790-6792)TGG>TAG p.W2264*

Pat_22 Pre-Treatment ZNF286B 729288 37 17 18565486 18565486 Missense_Mutation SNP C T 7 19 c.1333G>A c.(1333-1335)GGG>AGG p.G445R

Pat_22 Pre-Treatment FNDC8 54752 37 17 33448915 33448915 Missense_Mutation SNP A G 5 23 c.203A>G c.(202-204)AAC>AGC p.N68S

Pat_22 Pre-Treatment CCL16 6360 37 17 34304696 34304696 Missense_Mutation SNP T A 6 27 c.269A>T c.(268-270)GAT>GTT p.D90V

Pat_22 Pre-Treatment CACNB1 782 37 17 37331531 37331531 Missense_Mutation SNP C T 5 81 c.1712G>A c.(1711-1713)CGC>CAC p.R571H

Pat_22 Pre-Treatment KRTAP4-2 85291 37 17 39334280 39334280 Missense_Mutation SNP C A 6 86 c.137G>T c.(136-138)TGC>TTC p.C46F

Pat_22 Pre-Treatment TMEM106A 113277 37 17 41365877 41365877 Missense_Mutation SNP C T 3 16 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_22 Pre-Treatment ARMC7 79637 37 17 73124939 73124939 Missense_Mutation SNP G A 3 6 c.403G>A c.(403-405)GAG>AAG p.E135K

Pat_22 Pre-Treatment MGAT5B 146664 37 17 74922812 74922812 Missense_Mutation SNP C T 5 54 c.1324C>T c.(1324-1326)CCT>TCT p.P442S

Pat_22 Pre-Treatment MEP1B 4225 37 18 29797884 29797884 Missense_Mutation SNP C T 5 31 c.2047C>T c.(2047-2049)CGT>TGT p.R683C

Pat_22 Pre-Treatment KIAA1632 57724 37 18 43493669 43493669 Splice_Site SNP A G 12 63 c.3816_splice c.e21+1 p.K1272_splice

Pat_22 Pre-Treatment DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 6 24 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_22 Pre-Treatment ALPK2 115701 37 18 56204778 56204778 Missense_Mutation SNP C T 6 9 c.2641G>A c.(2641-2643)GAC>AAC p.D881N

Pat_22 Pre-Treatment SEMA6B 10501 37 19 4550181 4550181 Missense_Mutation SNP C T 3 13 c.1225G>A c.(1225-1227)GTG>ATG p.V409M

Pat_22 Pre-Treatment FBN3 84467 37 19 8203443 8203443 Missense_Mutation SNP G A 2 1 c.871C>T c.(871-873)CGG>TGG p.R291W

Pat_22 Pre-Treatment MUC16 94025 37 19 9066642 9066642 Missense_Mutation SNP G A 17 43 c.20804C>T c.(20803-20805)TCC>TTC p.S6935F

Pat_22 Pre-Treatment MUC16 94025 37 19 9085696 9085696 Missense_Mutation SNP G A 9 21 c.6119C>T c.(6118-6120)TCC>TTC p.S2040F

Pat_22 Pre-Treatment NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 6 31 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_22 Pre-Treatment USHBP1 83878 37 19 17375090 17375090 Missense_Mutation SNP G A 3 13 c.19C>T c.(19-21)CGG>TGG p.R7W

Pat_22 Pre-Treatment PDE4C 5143 37 19 18324185 18324185 Missense_Mutation SNP C T 4 15 c.1601G>A c.(1600-1602)CGA>CAA p.R534Q

Pat_22 Pre-Treatment WDR62 284403 37 19 36583709 36583709 Missense_Mutation SNP C T 5 53 c.2329C>T c.(2329-2331)CCC>TCC p.P777S

Pat_22 Pre-Treatment FCGBP 8857 37 19 40430526 40430526 Missense_Mutation SNP G A 2 3 c.1417C>T c.(1417-1419)CGC>TGC p.R473C



Pat_22 Pre-Treatment NUMBL 9253 37 19 41188694 41188694 Missense_Mutation SNP G A 6 29 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_22 Pre-Treatment SNRPA 6626 37 19 41257328 41257328 Missense_Mutation SNP G C 79 193 c.15G>C c.(13-15)GAG>GAC p.E5D

Pat_22 Pre-Treatment PSG9 5678 37 19 43763240 43763241 Missense_Mutation DNP CC TT 22 72 c.756_757GG>AA754-759)AGGGAG>AGAAA p.E253K

Pat_22 Pre-Treatment SIGLEC9 27180 37 19 51629019 51629019 Missense_Mutation SNP C T 13 47 c.587C>T c.(586-588)TCG>TTG p.S196L

Pat_22 Pre-Treatment SIGLEC12 89858 37 19 52002706 52002706 Missense_Mutation SNP C T 7 18 c.1073G>A c.(1072-1074)CGA>CAA p.R358Q

Pat_22 Pre-Treatment NLRP8 126205 37 19 56466752 56466752 Missense_Mutation SNP C T 3 23 c.1328C>T c.(1327-1329)TCC>TTC p.S443F

Pat_22 Pre-Treatment GPR113 165082 37 2 26534297 26534297 Missense_Mutation SNP C T 12 31 c.2299G>A c.(2299-2301)GAA>AAA p.E767K

Pat_22 Pre-Treatment SPTBN1 6711 37 2 54845325 54845325 Missense_Mutation SNP C T 4 25 c.758C>T c.(757-759)CCC>CTC p.P253L

Pat_22 Pre-Treatment TCF7L1 83439 37 2 85531407 85531407 Missense_Mutation SNP C T 9 72 c.791C>T c.(790-792)CCC>CTC p.P264L

Pat_22 Pre-Treatment ELMOD3 84173 37 2 85598626 85598626 Missense_Mutation SNP C T 3 13 c.548C>T c.(547-549)ACC>ATC p.T183I

Pat_22 Pre-Treatment PTCD3 55037 37 2 86335622 86335622 Splice_Site SNP G A 9 18 c.158_splice c.e3-1 p.G53_splice

Pat_22 Pre-Treatment ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 3 10 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_22 Pre-Treatment IL1B 3553 37 2 113590968 113590968 Missense_Mutation SNP G A 3 11 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_22 Pre-Treatment BAZ2B 29994 37 2 160310283 160310283 Missense_Mutation SNP G A 4 15 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_22 Pre-Treatment SCN2A 6326 37 2 166245451 166245451 Missense_Mutation SNP C T 27 111 c.5135C>T c.(5134-5136)ACC>ATC p.T1712I

Pat_22 Pre-Treatment TTN 7273 37 2 179472716 179472716 Missense_Mutation SNP C T 6 38 c.45094G>A c.(45094-45096)GAA>AAA p.E15032K

Pat_22 Pre-Treatment TTN 7273 37 2 179586756 179586756 Missense_Mutation SNP C T 16 37 c.18902G>A c.(18901-18903)CGA>CAA p.R6301Q

Pat_22 Pre-Treatment SDPR 8436 37 2 192700845 192700845 Missense_Mutation SNP G A 24 51 c.1082C>T c.(1081-1083)TCC>TTC p.S361F

Pat_22 Pre-Treatment AOX1 316 37 2 201492113 201492114 Missense_Mutation DNP GG AA 8 75 .2162_2163GG>AAc.(2161-2163)AGG>AAA p.R721K

Pat_22 Pre-Treatment AOX1 316 37 2 201515721 201515721 Missense_Mutation SNP G A 5 17 c.2872G>A c.(2872-2874)GAA>AAA p.E958K

Pat_22 Pre-Treatment TTLL4 9654 37 2 219612363 219612363 Missense_Mutation SNP C A 9 53 c.2293C>A c.(2293-2295)CTG>ATG p.L765M

Pat_22 Pre-Treatment PAK7 57144 37 20 9538302 9538302 Missense_Mutation SNP G A 5 35 c.1696C>T c.(1696-1698)CAC>TAC p.H566Y

Pat_22 Pre-Treatment FAM83C 128876 37 20 33876617 33876617 Missense_Mutation SNP C T 6 30 c.658G>A c.(658-660)GAC>AAC p.D220N

Pat_22 Pre-Treatment RBM12 10137 37 20 34240655 34240655 Missense_Mutation SNP G A 6 18 c.2590C>T c.(2590-2592)CCC>TCC p.P864S

Pat_22 Pre-Treatment PPP1R16B 26051 37 20 37546830 37546830 Missense_Mutation SNP T A 17 72 c.1225T>A c.(1225-1227)TCC>ACC p.S409T

Pat_22 Pre-Treatment WFDC3 140686 37 20 44405770 44405770 Missense_Mutation SNP C T 4 23 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_22 Pre-Treatment TATDN2 9797 37 3 10320139 10320139 Missense_Mutation SNP C T 20 86 c.2138C>T c.(2137-2139)CCT>CTT p.P713L

Pat_22 Pre-Treatment TATDN2 9797 37 3 10320141 10320141 Missense_Mutation SNP C T 20 83 c.2140C>T c.(2140-2142)CGC>TGC p.R714C

Pat_22 Pre-Treatment MOBP 4336 37 3 39544031 39544031 Missense_Mutation SNP G A 2 1 c.212G>A c.(211-213)AGC>AAC p.S71N

Pat_22 Pre-Treatment ACOX2 8309 37 3 58510153 58510153 Missense_Mutation SNP C T 8 35 c.1526G>A c.(1525-1527)AGG>AAG p.R509K

Pat_22 Pre-Treatment IGSF11 152404 37 3 118623508 118623508 Missense_Mutation SNP G A 5 16 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_22 Pre-Treatment GPR156 165829 37 3 119886537 119886537 Missense_Mutation SNP G A 4 9 c.1787C>T c.(1786-1788)CCT>CTT p.P596L

Pat_22 Pre-Treatment POLQ 10721 37 3 121207124 121207124 Missense_Mutation SNP T A 2 3 c.4654A>T c.(4654-4656)AAT>TAT p.N1552Y

Pat_22 Pre-Treatment LRRC31 79782 37 3 169557925 169557925 Missense_Mutation SNP A G 7 30 c.1504T>C c.(1504-1506)TTT>CTT p.F502L

Pat_22 Pre-Treatment MUC4 4585 37 3 195507890 195507890 Missense_Mutation SNP G C 2 3 c.10177C>G c.(10177-10179)CTT>GTT p.L3393V

Pat_22 Pre-Treatment CORIN 10699 37 4 47746491 47746491 Missense_Mutation SNP A G 13 74 c.727T>C c.(727-729)TTT>CTT p.F243L

Pat_22 Pre-Treatment PTPN13 5783 37 4 87693999 87693999 Missense_Mutation SNP C T 9 58 c.5237C>T c.(5236-5238)TCC>TTC p.S1746F

Pat_22 Pre-Treatment NPNT 255743 37 4 106848493 106848493 Missense_Mutation SNP C T 6 30 c.173C>T c.(172-174)CCT>CTT p.P58L

Pat_22 Pre-Treatment BBS7 55212 37 4 122775885 122775885 Missense_Mutation SNP T C 6 31 c.692A>G c.(691-693)GAA>GGA p.E231G

Pat_22 Pre-Treatment INPP4B 8821 37 4 143094889 143094889 Missense_Mutation SNP G C 22 34 c.1255C>G c.(1255-1257)CAA>GAA p.Q419E

Pat_22 Pre-Treatment LRBA 987 37 4 151821300 151821300 Missense_Mutation SNP G A 19 56 c.1825C>T c.(1825-1827)CGG>TGG p.R609W

Pat_22 Pre-Treatment LRP2BP 55805 37 4 186294045 186294045 Missense_Mutation SNP C T 3 23 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_22 Pre-Treatment FAT1 2195 37 4 187629958 187629958 Missense_Mutation SNP C T 5 17 c.1024G>A c.(1024-1026)GGA>AGA p.G342R

Pat_22 Pre-Treatment CDH9 1007 37 5 26881493 26881493 Missense_Mutation SNP C T 5 11 c.2122G>A c.(2122-2124)GAA>AAA p.E708K

Pat_22 Pre-Treatment MARVELD2 153562 37 5 68715618 68715618 Missense_Mutation SNP C T 4 26 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_22 Pre-Treatment ARAP3 64411 37 5 141059845 141059845 Missense_Mutation SNP G A 10 28 c.209C>T c.(208-210)TCC>TTC p.S70F

Pat_22 Pre-Treatment GRXCR2 643226 37 5 145252219 145252219 Missense_Mutation SNP C T 6 46 c.313G>A c.(313-315)GAT>AAT p.D105N



Pat_22 Pre-Treatment GRIA1 2890 37 5 153190754 153190754 Missense_Mutation SNP C T 3 14 c.2690C>T c.(2689-2691)TCA>TTA p.S897L

Pat_22 Pre-Treatment DOCK2 1794 37 5 169506058 169506058 Missense_Mutation SNP G A 14 29 c.5074G>A c.(5074-5076)GAG>AAG p.E1692K

Pat_22 Pre-Treatment SLC22A23 63027 37 6 3324095 3324095 Missense_Mutation SNP G A 6 15 c.1055C>T c.(1054-1056)CCC>CTC p.P352L

Pat_22 Pre-Treatment HLA-DRB5 3127 37 6 32487267 32487267 Nonsense_Mutation SNP G A 13 40 c.532C>T c.(532-534)CAG>TAG p.Q178*

Pat_22 Pre-Treatment GLP1R 2740 37 6 39046097 39046097 Splice_Site SNP G A 11 22 c.824_splice c.e8-1 p.G275_splice

Pat_22 Pre-Treatment MDFI 4188 37 6 41621284 41621284 Missense_Mutation SNP G A 9 48 c.712G>A c.(712-714)GAG>AAG p.E238K

Pat_22 Pre-Treatment PKHD1 5314 37 6 51947245 51947245 Missense_Mutation SNP G A 17 68 c.226C>T c.(226-228)CCC>TCC p.P76S

Pat_22 Pre-Treatment FAM83B 222584 37 6 54805192 54805192 Missense_Mutation SNP C T 8 33 c.1423C>T c.(1423-1425)CGC>TGC p.R475C

Pat_22 Pre-Treatment COL21A1 81578 37 6 56044571 56044571 Missense_Mutation SNP C T 3 22 c.445G>A c.(445-447)GAT>AAT p.D149N

Pat_22 Pre-Treatment ELOVL4 6785 37 6 80629160 80629160 Nonsense_Mutation SNP G A 6 33 c.646C>T c.(646-648)CGA>TGA p.R216*

Pat_22 Pre-Treatment RFX6 222546 37 6 117248471 117248471 Missense_Mutation SNP G A 7 43 c.2167G>A c.(2167-2169)GAG>AAG p.E723K

Pat_22 Pre-Treatment TXLNB 167838 37 6 139563907 139563907 Nonsense_Mutation SNP C T 5 25 c.1811G>A c.(1810-1812)TGG>TAG p.W604*

Pat_22 Pre-Treatment MTHFD1L 25902 37 6 151258056 151258056 Missense_Mutation SNP G A 12 35 c.1373G>A c.(1372-1374)GGA>GAA p.G458E

Pat_22 Pre-Treatment FTSJ2 29960 37 7 2274902 2274902 Missense_Mutation SNP C T 4 16 c.596G>A c.(595-597)AGT>AAT p.S199N

Pat_22 Pre-Treatment ACTB 60 37 7 5567389 5567389 Missense_Mutation SNP T G 60 504 c.1118A>C c.(1117-1119)AAA>ACA p.K373T

Pat_22 Pre-Treatment OGDH 4967 37 7 44715620 44715620 Missense_Mutation SNP C T 16 122 c.1078C>T c.(1078-1080)CGT>TGT p.R360C

Pat_22 Pre-Treatment CYP51A1 1595 37 7 91746480 91746480 Missense_Mutation SNP G A 3 20 c.1229C>T c.(1228-1230)TCT>TTT p.S410F

Pat_22 Pre-Treatment CYP3A4 1576 37 7 99366124 99366124 Missense_Mutation SNP C T 6 48 c.523G>A c.(523-525)GTC>ATC p.V175I

Pat_22 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 15 23 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_22 Pre-Treatment TAS2R60 338398 37 7 143141207 143141207 Missense_Mutation SNP G A 8 12 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_22 Pre-Treatment C7orf29 113763 37 7 150027766 150027766 Nonsense_Mutation SNP G A 11 29 c.273G>A c.(271-273)TGG>TGA p.W91*

Pat_22 Pre-Treatment CSMD1 64478 37 8 2965315 2965315 Nonsense_Mutation SNP G A 3 26 c.6763C>T c.(6763-6765)CAG>TAG p.Q2255*

Pat_22 Pre-Treatment DEFB136 613210 37 8 11831592 11831592 Missense_Mutation SNP G A 12 68 c.91C>T c.(91-93)CGC>TGC p.R31C

Pat_22 Pre-Treatment RP1 6101 37 8 55533900 55533900 Missense_Mutation SNP G A 13 34 c.374G>A c.(373-375)CGG>CAG p.R125Q

Pat_22 Pre-Treatment JPH1 56704 37 8 75227798 75227798 Missense_Mutation SNP C G 3 25 c.437G>C c.(436-438)AGC>ACC p.S146T

Pat_22 Pre-Treatment SLC7A13 157724 37 8 87241932 87241932 Missense_Mutation SNP C T 17 18 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_22 Pre-Treatment ENPP2 5168 37 8 120613682 120613682 Missense_Mutation SNP C T 16 98 c.854G>A c.(853-855)AGA>AAA p.R285K

Pat_22 Pre-Treatment KIAA0196 9897 37 8 126051070 126051070 Splice_Site SNP A G 29 37 c.3084_splice c.e25+1 p.K1028_splice

Pat_22 Pre-Treatment LRRC6 23639 37 8 133637582 133637582 Missense_Mutation SNP G A 6 2 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_22 Pre-Treatment SHARPIN 81858 37 8 145154852 145154852 Missense_Mutation SNP G A 12 16 c.497C>T c.(496-498)CCT>CTT p.P166L

Pat_22 Pre-Treatment ADCK5 203054 37 8 145615884 145615884 Missense_Mutation SNP G A 3 10 c.280G>A c.(280-282)GGC>AGC p.G94S

Pat_22 Pre-Treatment PTPRD 5789 37 9 8500886 8500886 Missense_Mutation SNP G A 19 61 c.1996C>T c.(1996-1998)CCT>TCT p.P666S

Pat_22 Pre-Treatment IFNA21 3452 37 9 21166224 21166224 Missense_Mutation SNP C T 21 63 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_22 Pre-Treatment PAX5 5079 37 9 37033987 37033987 Missense_Mutation SNP C G 2 9 c.42G>C c.(40-42)AGG>AGC p.R14S

Pat_22 Pre-Treatment ALDOB 229 37 9 104190778 104190778 Missense_Mutation SNP C T 3 22 c.352G>A c.(352-354)GGA>AGA p.G118R

Pat_22 Pre-Treatment PTPN3 5774 37 9 112195353 112195353 Nonsense_Mutation SNP C T 4 16 c.764G>A c.(763-765)TGG>TAG p.W255*

Pat_22 Pre-Treatment PHF19 26147 37 9 123636851 123636851 Missense_Mutation SNP G A 25 54 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Pre-Treatment PDCL 5082 37 9 125582834 125582834 Missense_Mutation SNP C T 3 26 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_22 Pre-Treatment ACE2 59272 37 X 15596407 15596407 Missense_Mutation SNP C T 9 32 c.1102G>A c.(1102-1104)GAC>AAC p.D368N

Pat_22 Pre-Treatment BEND2 139105 37 X 18219991 18219991 Missense_Mutation SNP C T 8 36 c.977G>A c.(976-978)GGA>GAA p.G326E

Pat_22 Pre-Treatment ARAF 369 37 X 47429015 47429015 Missense_Mutation SNP G A 3 9 c.1378G>A c.(1378-1380)GCC>ACC p.A460T

Pat_22 Pre-Treatment RLIM 51132 37 X 73812068 73812068 Missense_Mutation SNP C T 7 23 c.1082G>A c.(1081-1083)GGA>GAA p.G361E

Pat_22 Pre-Treatment SERPINA7 6906 37 X 105278344 105278344 Missense_Mutation SNP G A 5 9 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_22 Pre-Treatment TBC1D8B 54885 37 X 106109164 106109164 Missense_Mutation SNP C T 12 94 c.2563C>T c.(2563-2565)CAT>TAT p.H855Y

Pat_22 Pre-Treatment SOX3 6658 37 X 139586325 139586325 Missense_Mutation SNP G A 2 1 c.901C>T c.(901-903)CGC>TGC p.R301C

Pat_22 Pre-Treatment MAGEC1 9947 37 X 140993320 140993320 Missense_Mutation SNP A G 4 33 c.130A>G c.(130-132)AGC>GGC p.S44G

Pat_22 Pre-Treatment AFF2 2334 37 X 147743727 147743727 Nonsense_Mutation SNP C A 9 153 c.479C>A c.(478-480)TCA>TAA p.S160*



Pat_22 Pre-Treatment DKC1 1736 37 X 153994523 153994523 Missense_Mutation SNP A G 10 39 c.296A>G c.(295-297)AAC>AGC p.N99S

Pat_22 Post-Resistance TAS1R3 83756 37 1 1269395 1269395 Missense_Mutation SNP C T 21 38 c.2110C>T c.(2110-2112)CCG>TCG p.P704S

Pat_22 Post-Resistance MFN2 9927 37 1 12066704 12066704 Missense_Mutation SNP C T 21 116 c.1826C>T c.(1825-1827)TCC>TTC p.S609F

Pat_22 Post-Resistance PRAMEF11 440560 37 1 12887523 12887523 Missense_Mutation SNP C T 205 445 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_22 Post-Resistance CD52 1043 37 1 26644522 26644522 Missense_Mutation SNP T G 17 103 c.14T>G c.(13-15)CTC>CGC p.L5R

Pat_22 Post-Resistance SESN2 83667 37 1 28599237 28599237 Missense_Mutation SNP C T 25 142 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_22 Post-Resistance SDC3 9672 37 1 31347149 31347149 Missense_Mutation SNP A C 30 83 c.1157T>G c.(1156-1158)CTC>CGC p.L386R

Pat_22 Post-Resistance TMEM39B 55116 37 1 32557516 32557516 Missense_Mutation SNP C G 32 91 c.831C>G c.(829-831)TTC>TTG p.F277L

Pat_22 Post-Resistance CSMD2 114784 37 1 34037305 34037305 Missense_Mutation SNP C T 31 178 c.7790G>A c.(7789-7791)AGT>AAT p.S2597N

Pat_22 Post-Resistance CSMD2 114784 37 1 34066469 34066469 Missense_Mutation SNP G T 52 114 c.6858C>A c.(6856-6858)TTC>TTA p.F2286L

Pat_22 Post-Resistance CSMD2 114784 37 1 34158530 34158530 Missense_Mutation SNP C T 69 315 c.3932G>A c.(3931-3933)GGG>GAG p.G1311E

Pat_22 Post-Resistance GRIK3 2899 37 1 37282732 37282732 Missense_Mutation SNP C T 31 153 c.2020G>A c.(2020-2022)GAT>AAT p.D674N

Pat_22 Post-Resistance GRIK3 2899 37 1 37319298 37319298 Missense_Mutation SNP C T 19 178 c.1130G>A c.(1129-1131)CGA>CAA p.R377Q

Pat_22 Post-Resistance C1orf175 374977 37 1 55119637 55119637 Missense_Mutation SNP C A 4 155 c.1038C>A c.(1036-1038)AGC>AGA p.S346R

Pat_22 Post-Resistance DEPDC1 55635 37 1 68942710 68942710 Missense_Mutation SNP T C 40 98 c.2341A>G c.(2341-2343)ACC>GCC p.T781A

Pat_22 Post-Resistance GBP2 2634 37 1 89587495 89587495 Missense_Mutation SNP G A 126 224 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_22 Post-Resistance ABCA4 24 37 1 94471119 94471119 Missense_Mutation SNP C T 21 76 c.6025G>A c.(6025-6027)GAA>AAA p.E2009K

Pat_22 Post-Resistance SLC6A17 388662 37 1 110716639 110716639 Nonsense_Mutation SNP G A 57 120 c.489G>A c.(487-489)TGG>TGA p.W163*

Pat_22 Post-Resistance C1orf88 128344 37 1 111892789 111892789 Nonsense_Mutation SNP G T 5 315 c.451G>T c.(451-453)GGA>TGA p.G151*

Pat_22 Post-Resistance NBPF7 343505 37 1 120378788 120378788 Missense_Mutation SNP G A 56 115 c.958C>T c.(958-960)CCG>TCG p.P320S

Pat_22 Post-Resistance NUDT17 200035 37 1 145588959 145588959 Missense_Mutation SNP C T 3 64 c.289G>A c.(289-291)GTC>ATC p.V97I

Pat_22 Post-Resistance CHD1L 9557 37 1 146724319 146724319 Missense_Mutation SNP C T 79 358 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Post-Resistance NBPF16 728936 37 1 148753279 148753279 Missense_Mutation SNP G T 9 282 c.1296G>T c.(1294-1296)GAG>GAT p.E432D

Pat_22 Post-Resistance FLG 2312 37 1 152284934 152284934 Missense_Mutation SNP T C 74 410 c.2428A>G c.(2428-2430)ACA>GCA p.T810A

Pat_22 Post-Resistance ARHGEF11 9826 37 1 156917684 156917684 Missense_Mutation SNP C A 4 86 c.2098G>T c.(2098-2100)GAT>TAT p.D700Y

Pat_22 Post-Resistance TNN 63923 37 1 175086222 175086222 Missense_Mutation SNP G A 49 312 c.2267G>A c.(2266-2268)GGG>GAG p.G756E

Pat_22 Post-Resistance TNR 7143 37 1 175372495 175372495 Missense_Mutation SNP C T 26 140 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_22 Post-Resistance CFH 3075 37 1 196695999 196695999 Missense_Mutation SNP C T 75 277 c.2165C>T c.(2164-2166)TCA>TTA p.S722L

Pat_22 Post-Resistance CRB1 23418 37 1 197313530 197313530 Missense_Mutation SNP C T 109 414 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_22 Post-Resistance PTPRC 5788 37 1 198665985 198665985 Missense_Mutation SNP C T 80 461 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_22 Post-Resistance GOLT1A 127845 37 1 204170779 204170779 Missense_Mutation SNP C T 31 193 c.278G>A c.(277-279)GGA>GAA p.G93E

Pat_22 Post-Resistance CTSE 1510 37 1 206331084 206331084 Missense_Mutation SNP G A 40 352 c.1090G>A c.(1090-1092)GCT>ACT p.A364T

Pat_22 Post-Resistance RASSF5 83593 37 1 206757827 206757827 Missense_Mutation SNP G A 57 626 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_22 Post-Resistance C1orf74 148304 37 1 209956721 209956721 Missense_Mutation SNP C T 18 73 c.259G>A c.(259-261)GAG>AAG p.E87K

Pat_22 Post-Resistance MIA3 375056 37 1 222825630 222825630 Missense_Mutation SNP C T 66 398 c.4042C>T c.(4042-4044)CGG>TGG p.R1348W

Pat_22 Post-Resistance CNST 163882 37 1 246810513 246810513 Missense_Mutation SNP C T 47 271 c.1010C>T c.(1009-1011)CCC>CTC p.P337L

Pat_22 Post-Resistance TRIM58 25893 37 1 248039444 248039444 Missense_Mutation SNP G A 37 89 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_22 Post-Resistance OR2T6 254879 37 1 248551607 248551608 Missense_Mutation DNP GG AA 71 243 c.698_699GG>AA c.(697-699)GGG>GAA p.G233E

Pat_22 Post-Resistance OR2T11 127077 37 1 248789853 248789853 Missense_Mutation SNP C T 85 188 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_22 Post-Resistance ZNF692 55657 37 1 249144435 249144436 Missense_Mutation DNP CC TT 19 94 .1533_1534GG>AA531-1536)CAGGCT>CAAA p.A512T

Pat_22 Post-Resistance FBXO18 84893 37 10 5958276 5958276 Missense_Mutation SNP G A 36 60 c.1645G>A c.(1645-1647)GGA>AGA p.G549R

Pat_22 Post-Resistance FRMPD2 143162 37 10 49440316 49440316 Missense_Mutation SNP G A 7 18 c.1010C>T c.(1009-1011)TCC>TTC p.S337F

Pat_22 Post-Resistance PRF1 5551 37 10 72360448 72360448 Missense_Mutation SNP C T 3 79 c.211G>A c.(211-213)GGC>AGC p.G71S

Pat_22 Post-Resistance CDHR1 92211 37 10 85960421 85960421 Missense_Mutation SNP G A 6 39 c.503G>A c.(502-504)GGG>GAG p.G168E

Pat_22 Post-Resistance SLC16A12 387700 37 10 91196021 91196021 Missense_Mutation SNP G A 35 162 c.994C>T c.(994-996)CTC>TTC p.L332F

Pat_22 Post-Resistance CYP2C8 1558 37 10 96827082 96827082 Missense_Mutation SNP C T 29 72 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_22 Post-Resistance ZNF518A 9849 37 10 97918694 97918694 Missense_Mutation SNP T C 43 55 c.2615T>C c.(2614-2616)GTG>GCG p.V872A



Pat_22 Post-Resistance LOXL4 84171 37 10 100017824 100017824 Nonsense_Mutation SNP C T 65 79 c.1019G>A c.(1018-1020)TGG>TAG p.W340*

Pat_22 Post-Resistance SORCS3 22986 37 10 106982904 106982904 Missense_Mutation SNP C T 35 90 c.2765C>T c.(2764-2766)CCA>CTA p.P922L

Pat_22 Post-Resistance PNLIP 5406 37 10 118315007 118315007 Missense_Mutation SNP G A 52 333 c.799G>A c.(799-801)GGA>AGA p.G267R

Pat_22 Post-Resistance GLRX3 10539 37 10 131969861 131969861 Missense_Mutation SNP G A 20 139 c.785G>A c.(784-786)GGA>GAA p.G262E

Pat_22 Post-Resistance C10orf93 255352 37 10 134752184 134752184 Missense_Mutation SNP G A 107 168 c.445C>T c.(445-447)CGT>TGT p.R149C

Pat_22 Post-Resistance LOC653544 653544 37 10 135491113 135491113 Missense_Mutation SNP G A 3 40 c.724G>A c.(724-726)GCC>ACC p.A242T

Pat_22 Post-Resistance LRDD 55367 37 11 800594 800594 Missense_Mutation SNP C T 3 73 c.1990G>A c.(1990-1992)GAG>AAG p.E664K

Pat_22 Post-Resistance MS4A10 341116 37 11 60561520 60561520 Missense_Mutation SNP C T 28 111 c.436C>T c.(436-438)CTC>TTC p.L146F

Pat_22 Post-Resistance CPSF7 79869 37 11 61179325 61179325 Missense_Mutation SNP C T 24 175 c.1169G>A c.(1168-1170)CGT>CAT p.R390H

Pat_22 Post-Resistance B3GNT1 11041 37 11 66113666 66113666 Missense_Mutation SNP C G 18 157 c.1102G>C c.(1102-1104)GAA>CAA p.E368Q

Pat_22 Post-Resistance RBM4 5936 37 11 66407211 66407211 Missense_Mutation SNP C T 59 318 c.29C>T c.(28-30)CCC>CTC p.P10L

Pat_22 Post-Resistance SPTBN2 6712 37 11 66475760 66475760 Missense_Mutation SNP C A 4 57 c.1202G>T c.(1201-1203)CGG>CTG p.R401L

Pat_22 Post-Resistance SHANK2 22941 37 11 70333711 70333711 Missense_Mutation SNP G A 17 17 c.2687C>T c.(2686-2688)CCG>CTG p.P896L

Pat_22 Post-Resistance ARHGEF17 9828 37 11 73075219 73075219 Missense_Mutation SNP A G 7 390 c.5336A>G c.(5335-5337)TAT>TGT p.Y1779C

Pat_22 Post-Resistance MYO7A 4647 37 11 76895747 76895747 Missense_Mutation SNP C T 4 37 c.3490C>T c.(3490-3492)CGG>TGG p.R1164W

Pat_22 Post-Resistance HEPHL1 341208 37 11 93815680 93815680 Missense_Mutation SNP C T 17 35 c.1813C>T c.(1813-1815)CCC>TCC p.P605S

Pat_22 Post-Resistance ATM 472 37 11 108160328 108160328 Splice_Site SNP G A 11 45 c.4237_splice c.e29-1 p.D1413_splice

Pat_22 Post-Resistance SIDT2 51092 37 11 117054825 117054825 Missense_Mutation SNP C A 4 158 c.838C>A c.(838-840)CTG>ATG p.L280M

Pat_22 Post-Resistance ST14 6768 37 11 130058088 130058088 Missense_Mutation SNP G A 3 50 c.161G>A c.(160-162)CGC>CAC p.R54H

Pat_22 Post-Resistance ANO2 57101 37 12 5674749 5674749 Missense_Mutation SNP C T 10 37 c.2702G>A c.(2701-2703)CGT>CAT p.R901H

Pat_22 Post-Resistance CD163 9332 37 12 7639377 7639377 Missense_Mutation SNP C T 34 205 c.2176G>A c.(2176-2178)GGT>AGT p.G726S

Pat_22 Post-Resistance PRB4 5545 37 12 11461646 11461646 Missense_Mutation SNP C G 8 457 c.271G>C c.(271-273)GGT>CGT p.G91R

Pat_22 Post-Resistance SYT10 341359 37 12 33560007 33560007 Missense_Mutation SNP C T 25 47 c.794G>A c.(793-795)GGA>GAA p.G265E

Pat_22 Post-Resistance ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 34 452 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_22 Post-Resistance CNTN1 1272 37 12 41312557 41312557 Missense_Mutation SNP C T 115 299 c.211C>T c.(211-213)CCT>TCT p.P71S

Pat_22 Post-Resistance ADAMTS20 80070 37 12 43945643 43945643 Missense_Mutation SNP G A 63 118 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_22 Post-Resistance ARID2 196528 37 12 46123701 46123701 Missense_Mutation SNP C T 17 33 c.82C>T c.(82-84)CAC>TAC p.H28Y

Pat_22 Post-Resistance FAM113B 91523 37 12 47629357 47629357 Missense_Mutation SNP G A 14 97 c.511G>A c.(511-513)GAA>AAA p.E171K

Pat_22 Post-Resistance NCKAP1L 3071 37 12 54925961 54925962 Missense_Mutation DNP CC TT 10 85 c.2789_2790CC>TT c.(2788-2790)TCC>TTT p.S930F

Pat_22 Post-Resistance MYF6 4618 37 12 81101671 81101671 Missense_Mutation SNP G A 40 103 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_22 Post-Resistance LRRIQ1 84125 37 12 85492709 85492709 Missense_Mutation SNP C T 35 188 c.3146C>T c.(3145-3147)ACT>ATT p.T1049I

Pat_22 Post-Resistance C12orf23 90488 37 12 107360888 107360888 Splice_Site SNP G T 5 109 c.-5_splice c.e3-1

Pat_22 Post-Resistance TBX5 6910 37 12 114804084 114804084 Nonsense_Mutation SNP G A 24 141 c.868C>T c.(868-870)CAA>TAA p.Q290*

Pat_22 Post-Resistance GCN1L1 10985 37 12 120574409 120574409 Missense_Mutation SNP G A 18 119 c.6905C>T c.(6904-6906)TCC>TTC p.S2302F

Pat_22 Post-Resistance VPS33A 65082 37 12 122717499 122717499 Missense_Mutation SNP G A 12 35 c.1457C>T c.(1456-1458)TCG>TTG p.S486L

Pat_22 Post-Resistance GPR109B 8843 37 12 123200497 123200497 Missense_Mutation SNP G A 3 36 c.788C>T c.(787-789)ACG>ATG p.T263M

Pat_22 Post-Resistance TUBA3C 7278 37 13 19748188 19748188 Missense_Mutation SNP G A 40 277 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_22 Post-Resistance GJB6 10804 37 13 20797118 20797118 Missense_Mutation SNP T C 39 69 c.502A>G c.(502-504)AAA>GAA p.K168E

Pat_22 Post-Resistance MAB21L1 4081 37 13 36050424 36050424 Translation_Start_Site SNP G A 3 23 c.-148C>T (-150--146)AACGC>AATGC

Pat_22 Post-Resistance SLC10A2 6555 37 13 103705031 103705031 Missense_Mutation SNP G A 24 117 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_22 Post-Resistance ZNF219 51222 37 14 21561080 21561080 Missense_Mutation SNP G A 15 138 c.376C>T c.(376-378)CGC>TGC p.R126C

Pat_22 Post-Resistance MYH7 4625 37 14 23885256 23885256 Missense_Mutation SNP G A 11 66 c.4910C>T c.(4909-4911)GCC>GTC p.A1637V

Pat_22 Post-Resistance MAPK1IP1L 93487 37 14 55529396 55529396 Missense_Mutation SNP C T 22 111 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_22 Post-Resistance LGALS3 3958 37 14 55604868 55604868 Missense_Mutation SNP C T 5 31 c.124C>T c.(124-126)CCT>TCT p.P42S

Pat_22 Post-Resistance PCNX 22990 37 14 71429044 71429044 Missense_Mutation SNP A G 83 191 c.464A>G c.(463-465)AAC>AGC p.N155S

Pat_22 Post-Resistance YLPM1 56252 37 14 75265094 75265094 Missense_Mutation SNP C T 6 285 c.3094C>T c.(3094-3096)CGG>TGG p.R1032W

Pat_22 Post-Resistance TTLL5 23093 37 14 76173379 76173379 Missense_Mutation SNP G A 71 299 c.604G>A c.(604-606)GAA>AAA p.E202K



Pat_22 Post-Resistance KIAA1409 57578 37 14 94046595 94046595 Missense_Mutation SNP G A 38 158 c.2003G>A c.(2002-2004)GGA>GAA p.G668E

Pat_22 Post-Resistance BCL11B 64919 37 14 99641836 99641836 Missense_Mutation SNP C T 4 127 c.1337G>A c.(1336-1338)CGG>CAG p.R446Q

Pat_22 Post-Resistance DYNC1H1 1778 37 14 102515854 102515854 Missense_Mutation SNP G A 4 117 c.13450G>A c.(13450-13452)GAG>AAG p.E4484K

Pat_22 Post-Resistance RYR3 6263 37 15 33926814 33926814 Missense_Mutation SNP C A 27 118 c.3055C>A c.(3055-3057)CTG>ATG p.L1019M

Pat_22 Post-Resistance BMF 90427 37 15 40398106 40398106 Missense_Mutation SNP C T 33 104 c.182G>A c.(181-183)CGA>CAA p.R61Q

Pat_22 Post-Resistance MGA 23269 37 15 42057138 42057138 Missense_Mutation SNP C T 5 197 c.7799C>T c.(7798-7800)CCG>CTG p.P2600L

Pat_22 Post-Resistance PAQR5 54852 37 15 69696009 69696009 Missense_Mutation SNP G A 21 136 c.841G>A c.(841-843)GAA>AAA p.E281K

Pat_22 Post-Resistance THSD4 79875 37 15 72039374 72039374 Nonsense_Mutation SNP G A 10 30 c.2234G>A c.(2233-2235)TGG>TAG p.W745*

Pat_22 Post-Resistance ISLR 3671 37 15 74468448 74468448 Nonsense_Mutation SNP C T 10 24 c.1249C>T c.(1249-1251)CAA>TAA p.Q417*

Pat_22 Post-Resistance KIAA1024 23251 37 15 79750596 79750596 Missense_Mutation SNP C T 24 95 c.2107C>T c.(2107-2109)CTC>TTC p.L703F

Pat_22 Post-Resistance FSD2 123722 37 15 83455943 83455943 Missense_Mutation SNP A G 10 263 c.200T>C c.(199-201)CTT>CCT p.L67P

Pat_22 Post-Resistance RHOT2 89941 37 16 722799 722799 Missense_Mutation SNP T C 37 82 c.1501T>C c.(1501-1503)TTT>CTT p.F501L

Pat_22 Post-Resistance ZNF263 10127 37 16 3339681 3339681 Missense_Mutation SNP A G 82 204 c.1175A>G c.(1174-1176)AAC>AGC p.N392S

Pat_22 Post-Resistance UBN1 29855 37 16 4911098 4911098 Missense_Mutation SNP G A 3 44 c.1105G>A c.(1105-1107)GCT>ACT p.A369T

Pat_22 Post-Resistance GRIN2A 2903 37 16 9857436 9857436 Missense_Mutation SNP C T 21 155 c.3965G>A c.(3964-3966)GGA>GAA p.G1322E

Pat_22 Post-Resistance ACSM5 54988 37 16 20448432 20448432 Missense_Mutation SNP G A 44 239 c.1367G>A c.(1366-1368)CGA>CAA p.R456Q

Pat_22 Post-Resistance ACSM2B 348158 37 16 20563586 20563586 Nonsense_Mutation SNP C T 41 260 c.774G>A c.(772-774)TGG>TGA p.W258*

Pat_22 Post-Resistance SLC5A11 115584 37 16 24921657 24921657 Missense_Mutation SNP G A 48 251 c.1681G>A c.(1681-1683)GAC>AAC p.D561N

Pat_22 Post-Resistance GTF3C1 2975 37 16 27556735 27556735 Nonsense_Mutation SNP G A 40 186 c.331C>T c.(331-333)CAG>TAG p.Q111*

Pat_22 Post-Resistance ESRP2 80004 37 16 68269839 68269839 Missense_Mutation SNP G A 3 30 c.110C>T c.(109-111)ACG>ATG p.T37M

Pat_22 Post-Resistance SMPD3 55512 37 16 68405838 68405838 Missense_Mutation SNP G A 8 32 c.247C>T c.(247-249)CTC>TTC p.L83F

Pat_22 Post-Resistance TERF2 7014 37 16 69390829 69390829 Missense_Mutation SNP C T 6 265 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_22 Post-Resistance NFAT5 10725 37 16 69727609 69727609 Missense_Mutation SNP T C 6 166 c.3827T>C c.(3826-3828)ATG>ACG p.M1276T

Pat_22 Post-Resistance CNTNAP4 85445 37 16 76350324 76350324 Missense_Mutation SNP C T 15 90 c.100C>T c.(100-102)CCT>TCT p.P34S

Pat_22 Post-Resistance FBXO31 79791 37 16 87376497 87376497 Missense_Mutation SNP C T 3 50 c.718G>A c.(718-720)GGC>AGC p.G240S

Pat_22 Post-Resistance MVD 4597 37 16 88723970 88723970 Missense_Mutation SNP G A 4 135 c.277C>T c.(277-279)CGG>TGG p.R93W

Pat_22 Post-Resistance TUBB3 10381 37 16 89989858 89989859 Missense_Mutation DNP GG AA 21 65 c.49_50GG>AA c.(49-51)GGG>AAG p.G17K

Pat_22 Post-Resistance CHD3 1107 37 17 7812606 7812606 Missense_Mutation SNP C G 2 4 c.5540C>G c.(5539-5541)TCC>TGC p.S1847C

Pat_22 Post-Resistance MYO15A 51168 37 17 18052101 18052101 Nonsense_Mutation SNP G A 7 71 c.6791G>A c.(6790-6792)TGG>TAG p.W2264*

Pat_22 Post-Resistance ZNF286B 729288 37 17 18565486 18565486 Missense_Mutation SNP C T 150 157 c.1333G>A c.(1333-1335)GGG>AGG p.G445R

Pat_22 Post-Resistance FNDC8 54752 37 17 33448915 33448915 Missense_Mutation SNP A G 35 127 c.203A>G c.(202-204)AAC>AGC p.N68S

Pat_22 Post-Resistance CCL16 6360 37 17 34304696 34304696 Missense_Mutation SNP T A 71 194 c.269A>T c.(268-270)GAT>GTT p.D90V

Pat_22 Post-Resistance ACACA 31 37 17 35614647 35614647 Missense_Mutation SNP C T 47 169 c.1693G>A c.(1693-1695)GAA>AAA p.E565K

Pat_22 Post-Resistance KRT39 390792 37 17 39122949 39122949 Missense_Mutation SNP G A 78 485 c.160C>T c.(160-162)CCC>TCC p.P54S

Pat_22 Post-Resistance TMEM106A 113277 37 17 41365877 41365877 Missense_Mutation SNP C T 40 97 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_22 Post-Resistance ARL17A 51326 37 17 44594548 44594548 Missense_Mutation SNP G A 8 153 c.311C>T c.(310-312)ACC>ATC p.T104I

Pat_22 Post-Resistance KIF2B 84643 37 17 51902342 51902342 Missense_Mutation SNP G A 6 123 c.1948G>A c.(1948-1950)GAT>AAT p.D650N

Pat_22 Post-Resistance TOM1L1 10040 37 17 53016382 53016382 Splice_Site SNP G A 9 269 c.1130_splice c.e11+1 p.P377_splice

Pat_22 Post-Resistance KCNH6 81033 37 17 61622604 61622605 Missense_Mutation DNP GG AA 35 85 .2670_2671GG>AA668-2673)CAGGGC>CAAA p.G891S

Pat_22 Post-Resistance KPNA2 3838 37 17 66039997 66039997 Missense_Mutation SNP A G 16 506 c.974A>G c.(973-975)GAT>GGT p.D325G

Pat_22 Post-Resistance GPR142 350383 37 17 72368641 72368641 Missense_Mutation SNP G A 27 180 c.1291G>A c.(1291-1293)GAT>AAT p.D431N

Pat_22 Post-Resistance ARMC7 79637 37 17 73124939 73124939 Missense_Mutation SNP G A 23 68 c.403G>A c.(403-405)GAG>AAG p.E135K

Pat_22 Post-Resistance CDK3 1018 37 17 73999460 73999460 Missense_Mutation SNP A G 3 84 c.773A>G c.(772-774)GAG>GGG p.E258G

Pat_22 Post-Resistance MGAT5B 146664 37 17 74922812 74922812 Missense_Mutation SNP C T 43 258 c.1324C>T c.(1324-1326)CCT>TCT p.P442S

Pat_22 Post-Resistance POTEC 388468 37 18 14513663 14513663 Missense_Mutation SNP C T 5 212 c.1531G>A c.(1531-1533)GAG>AAG p.E511K

Pat_22 Post-Resistance POTEC 388468 37 18 14513675 14513675 Missense_Mutation SNP T C 5 264 c.1519A>G c.(1519-1521)AAA>GAA p.K507E

Pat_22 Post-Resistance DSG1 1828 37 18 28934903 28934903 Missense_Mutation SNP G A 67 318 c.2744G>A c.(2743-2745)AGA>AAA p.R915K



Pat_22 Post-Resistance MEP1B 4225 37 18 29797884 29797884 Missense_Mutation SNP C T 66 174 c.2047C>T c.(2047-2049)CGT>TGT p.R683C

Pat_22 Post-Resistance NOL4 8715 37 18 31537457 31537457 Missense_Mutation SNP C T 7 49 c.1261G>A c.(1261-1263)GAA>AAA p.E421K

Pat_22 Post-Resistance SLC39A6 25800 37 18 33694126 33694126 Missense_Mutation SNP C T 5 172 c.1777G>A c.(1777-1779)GCC>ACC p.A593T

Pat_22 Post-Resistance DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 75 130 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_22 Post-Resistance ALPK2 115701 37 18 56204778 56204778 Missense_Mutation SNP C T 37 76 c.2641G>A c.(2641-2643)GAC>AAC p.D881N

Pat_22 Post-Resistance SERPINB4 6318 37 18 61328062 61328062 Missense_Mutation SNP T C 30 120 c.194A>G c.(193-195)AAC>AGC p.N65S

Pat_22 Post-Resistance DSEL 92126 37 18 65181856 65181856 Missense_Mutation SNP G A 28 81 c.20C>T c.(19-21)CCC>CTC p.P7L

Pat_22 Post-Resistance XAB2 56949 37 19 7692314 7692314 Missense_Mutation SNP A C 4 24 c.337T>G c.(337-339)TGG>GGG p.W113G

Pat_22 Post-Resistance MUC16 94025 37 19 9066642 9066642 Missense_Mutation SNP G A 108 365 c.20804C>T c.(20803-20805)TCC>TTC p.S6935F

Pat_22 Post-Resistance MUC16 94025 37 19 9085696 9085696 Missense_Mutation SNP G A 95 246 c.6119C>T c.(6118-6120)TCC>TTC p.S2040F

Pat_22 Post-Resistance ICAM3 3385 37 19 10449423 10449423 Missense_Mutation SNP C A 4 161 c.278G>T c.(277-279)CGG>CTG p.R93L

Pat_22 Post-Resistance ZNF433 163059 37 19 12126109 12126109 Missense_Mutation SNP C T 32 295 c.1573G>A c.(1573-1575)GGA>AGA p.G525R

Pat_22 Post-Resistance MRI1 84245 37 19 13875479 13875479 Missense_Mutation SNP G A 3 61 c.77G>A c.(76-78)CGC>CAC p.R26H

Pat_22 Post-Resistance NWD1 284434 37 19 16875863 16875863 Missense_Mutation SNP C T 40 152 c.2270C>T c.(2269-2271)TCC>TTC p.S757F

Pat_22 Post-Resistance PDE4C 5143 37 19 18324185 18324185 Missense_Mutation SNP C T 18 91 c.1601G>A c.(1600-1602)CGA>CAA p.R534Q

Pat_22 Post-Resistance WDR62 284403 37 19 36583709 36583709 Missense_Mutation SNP C T 52 328 c.2329C>T c.(2329-2331)CCC>TCC p.P777S

Pat_22 Post-Resistance NUMBL 9253 37 19 41188694 41188694 Missense_Mutation SNP G A 22 174 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_22 Post-Resistance SNRPA 6626 37 19 41257328 41257328 Missense_Mutation SNP G C 202 563 c.15G>C c.(13-15)GAG>GAC p.E5D

Pat_22 Post-Resistance PSG5 5673 37 19 43689242 43689242 Missense_Mutation SNP A T 8 670 c.122T>A c.(121-123)CTG>CAG p.L41Q

Pat_22 Post-Resistance PSG9 5678 37 19 43763240 43763241 Missense_Mutation DNP CC TT 148 517 c.756_757GG>AA754-759)AGGGAG>AGAAA p.E253K

Pat_22 Post-Resistance PNMAL2 57469 37 19 46998016 46998016 Missense_Mutation SNP C T 8 44 c.707G>A c.(706-708)AGG>AAG p.R236K

Pat_22 Post-Resistance SLC8A2 6543 37 19 47935442 47935442 Missense_Mutation SNP G C 26 78 c.2371C>G c.(2371-2373)CTG>GTG p.L791V

Pat_22 Post-Resistance ACPT 93650 37 19 51293729 51293729 Missense_Mutation SNP C G 3 18 c.58C>G c.(58-60)CTG>GTG p.L20V

Pat_22 Post-Resistance SIGLEC9 27180 37 19 51629019 51629019 Missense_Mutation SNP C T 54 208 c.587C>T c.(586-588)TCG>TTG p.S196L

Pat_22 Post-Resistance SIGLEC12 89858 37 19 52002706 52002706 Missense_Mutation SNP C T 31 126 c.1073G>A c.(1072-1074)CGA>CAA p.R358Q

Pat_22 Post-Resistance ZNF331 55422 37 19 54080796 54080796 Missense_Mutation SNP G A 26 195 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_22 Post-Resistance KIR3DL1 3811 37 19 55331370 55331370 Missense_Mutation SNP G T 5 311 c.558G>T c.(556-558)ATG>ATT p.M186I

Pat_22 Post-Resistance NLRP8 126205 37 19 56466752 56466752 Missense_Mutation SNP C T 37 241 c.1328C>T c.(1327-1329)TCC>TTC p.S443F

Pat_22 Post-Resistance GPR113 165082 37 2 26534297 26534297 Missense_Mutation SNP C T 117 196 c.2299G>A c.(2299-2301)GAA>AAA p.E767K

Pat_22 Post-Resistance ERLEC1 27248 37 2 54028628 54028628 Missense_Mutation SNP G A 7 286 c.620G>A c.(619-621)AGA>AAA p.R207K

Pat_22 Post-Resistance TPRKB 51002 37 2 73959336 73959336 Missense_Mutation SNP C T 25 140 c.218G>A c.(217-219)AGA>AAA p.R73K

Pat_22 Post-Resistance TCF7L1 83439 37 2 85531407 85531407 Missense_Mutation SNP C T 49 295 c.791C>T c.(790-792)CCC>CTC p.P264L

Pat_22 Post-Resistance PTCD3 55037 37 2 86335622 86335622 Splice_Site SNP G A 81 289 c.158_splice c.e3-1 p.G53_splice

Pat_22 Post-Resistance ST6GAL2 84620 37 2 107459497 107459497 Missense_Mutation SNP C T 14 34 c.937G>A c.(937-939)GAA>AAA p.E313K

Pat_22 Post-Resistance ST6GAL2 84620 37 2 107460402 107460402 Missense_Mutation SNP C T 13 69 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_22 Post-Resistance IL1B 3553 37 2 113590968 113590968 Missense_Mutation SNP G A 28 118 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_22 Post-Resistance WDR33 55339 37 2 128467366 128467366 Missense_Mutation SNP G A 39 305 c.3373C>T c.(3373-3375)CCT>TCT p.P1125S

Pat_22 Post-Resistance BAZ2B 29994 37 2 160310283 160310283 Missense_Mutation SNP G A 17 108 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_22 Post-Resistance SCN2A 6326 37 2 166245451 166245451 Missense_Mutation SNP C T 70 602 c.5135C>T c.(5134-5136)ACC>ATC p.T1712I

Pat_22 Post-Resistance FASTKD1 79675 37 2 170403111 170403111 Missense_Mutation SNP C T 48 251 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_22 Post-Resistance EVX2 344191 37 2 176945436 176945436 Missense_Mutation SNP G A 4 24 c.830C>T c.(829-831)CCC>CTC p.P277L

Pat_22 Post-Resistance TTN 7273 37 2 179472716 179472716 Missense_Mutation SNP C T 26 224 c.45094G>A c.(45094-45096)GAA>AAA p.E15032K

Pat_22 Post-Resistance TTN 7273 37 2 179586756 179586756 Missense_Mutation SNP C T 134 386 c.18902G>A c.(18901-18903)CGA>CAA p.R6301Q

Pat_22 Post-Resistance TTN 7273 37 2 179604201 179604201 Missense_Mutation SNP C T 15 107 c.13246G>A c.(13246-13248)GAG>AAG p.E4416K

Pat_22 Post-Resistance TTN 7273 37 2 179613212 179613212 Nonsense_Mutation SNP C A 8 196 c.13915G>T c.(13915-13917)GAA>TAA p.E4639*

Pat_22 Post-Resistance SDPR 8436 37 2 192700845 192700845 Missense_Mutation SNP G A 118 284 c.1082C>T c.(1081-1083)TCC>TTC p.S361F

Pat_22 Post-Resistance AOX1 316 37 2 201492113 201492114 Missense_Mutation DNP GG AA 78 538 .2162_2163GG>AAc.(2161-2163)AGG>AAA p.R721K



Pat_22 Post-Resistance AOX1 316 37 2 201515721 201515721 Missense_Mutation SNP G A 50 150 c.2872G>A c.(2872-2874)GAA>AAA p.E958K

Pat_22 Post-Resistance CASP10 843 37 2 202093684 202093684 Missense_Mutation SNP G A 27 62 c.1444G>A c.(1444-1446)GAA>AAA p.E482K

Pat_22 Post-Resistance TTLL4 9654 37 2 219612363 219612363 Missense_Mutation SNP C A 62 290 c.2293C>A c.(2293-2295)CTG>ATG p.L765M

Pat_22 Post-Resistance CUL3 8452 37 2 225449690 225449690 Missense_Mutation SNP C T 8 55 c.37G>A c.(37-39)GAC>AAC p.D13N

Pat_22 Post-Resistance MTERFD2 130916 37 2 242035499 242035499 Missense_Mutation SNP C G 4 62 c.1147G>C c.(1147-1149)GAT>CAT p.D383H

Pat_22 Post-Resistance PAK7 57144 37 20 9538302 9538302 Missense_Mutation SNP G A 66 175 c.1696C>T c.(1696-1698)CAC>TAC p.H566Y

Pat_22 Post-Resistance ACSS1 84532 37 20 24995839 24995839 Nonsense_Mutation SNP C T 13 131 c.1274G>A c.(1273-1275)TGG>TAG p.W425*

Pat_22 Post-Resistance FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 5 232 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_22 Post-Resistance FAM83C 128876 37 20 33876617 33876617 Missense_Mutation SNP C T 26 92 c.658G>A c.(658-660)GAC>AAC p.D220N

Pat_22 Post-Resistance RBM12 10137 37 20 34240655 34240655 Missense_Mutation SNP G A 54 153 c.2590C>T c.(2590-2592)CCC>TCC p.P864S

Pat_22 Post-Resistance PPP1R16B 26051 37 20 37546830 37546830 Missense_Mutation SNP T A 155 402 c.1225T>A c.(1225-1227)TCC>ACC p.S409T

Pat_22 Post-Resistance WFDC3 140686 37 20 44405770 44405770 Missense_Mutation SNP C T 27 131 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_22 Post-Resistance CBLN4 140689 37 20 54573681 54573681 Missense_Mutation SNP C T 25 185 c.538G>A c.(538-540)GAG>AAG p.E180K

Pat_22 Post-Resistance CLTCL1 8218 37 22 19196557 19196557 Missense_Mutation SNP G A 4 47 c.3317C>T c.(3316-3318)GCT>GTT p.A1106V

Pat_22 Post-Resistance TATDN2 9797 37 3 10320139 10320139 Missense_Mutation SNP C T 151 383 c.2138C>T c.(2137-2139)CCT>CTT p.P713L

Pat_22 Post-Resistance TATDN2 9797 37 3 10320141 10320141 Missense_Mutation SNP C T 142 374 c.2140C>T c.(2140-2142)CGC>TGC p.R714C

Pat_22 Post-Resistance SYN2 6854 37 3 12182183 12182183 Missense_Mutation SNP G A 10 32 c.410G>A c.(409-411)GGA>GAA p.G137E

Pat_22 Post-Resistance SLC4A7 9497 37 3 27436107 27436107 Missense_Mutation SNP C T 87 219 c.2992G>A c.(2992-2994)GAA>AAA p.E998K

Pat_22 Post-Resistance ACOX2 8309 37 3 58510153 58510153 Missense_Mutation SNP C T 32 194 c.1526G>A c.(1525-1527)AGG>AAG p.R509K

Pat_22 Post-Resistance SUCLG2 8801 37 3 67451239 67451239 Missense_Mutation SNP C T 4 162 c.1099G>A c.(1099-1101)GTC>ATC p.V367I

Pat_22 Post-Resistance KIAA1524 57650 37 3 108300300 108300300 Missense_Mutation SNP G A 34 214 c.511C>T c.(511-513)CGG>TGG p.R171W

Pat_22 Post-Resistance IGSF11 152404 37 3 118623508 118623508 Missense_Mutation SNP G A 75 160 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_22 Post-Resistance GPR156 165829 37 3 119886537 119886537 Missense_Mutation SNP G A 26 51 c.1787C>T c.(1786-1788)CCT>CTT p.P596L

Pat_22 Post-Resistance POLQ 10721 37 3 121238898 121238898 Missense_Mutation SNP C T 58 102 c.1288G>A c.(1288-1290)GGA>AGA p.G430R

Pat_22 Post-Resistance SLC15A2 6565 37 3 121641115 121641115 Missense_Mutation SNP G A 48 110 c.746G>A c.(745-747)GGA>GAA p.G249E

Pat_22 Post-Resistance OSBPL11 114885 37 3 125249392 125249392 Nonsense_Mutation SNP C T 11 110 c.2211G>A c.(2209-2211)TGG>TGA p.W737*

Pat_22 Post-Resistance DNAJB8 165721 37 3 128181773 128181773 Missense_Mutation SNP C T 10 91 c.316G>A c.(316-318)GGC>AGC p.G106S

Pat_22 Post-Resistance KIAA1257 57501 37 3 128690150 128690150 Missense_Mutation SNP G A 8 43 c.1148C>T c.(1147-1149)GCC>GTC p.A383V

Pat_22 Post-Resistance LRRC31 79782 37 3 169557925 169557925 Missense_Mutation SNP A G 87 211 c.1504T>C c.(1504-1506)TTT>CTT p.F502L

Pat_22 Post-Resistance MUC4 4585 37 3 195505774 195505774 Missense_Mutation SNP G T 4 21 c.12293C>A c.(12292-12294)CCT>CAT p.P4098H

Pat_22 Post-Resistance PIGZ 80235 37 3 196674974 196674974 Missense_Mutation SNP G A 4 82 c.794C>T c.(793-795)GCA>GTA p.A265V

Pat_22 Post-Resistance DEFB131 644414 37 4 9446290 9446290 Missense_Mutation SNP C T 17 101 c.31C>T c.(31-33)CTT>TTT p.L11F

Pat_22 Post-Resistance SLIT2 9353 37 4 20591326 20591326 Missense_Mutation SNP G A 16 93 c.3148G>A c.(3148-3150)GAT>AAT p.D1050N

Pat_22 Post-Resistance ANAPC4 29945 37 4 25398350 25398350 Missense_Mutation SNP T C 28 91 c.1126T>C c.(1126-1128)TAT>CAT p.Y376H

Pat_22 Post-Resistance CORIN 10699 37 4 47746491 47746491 Missense_Mutation SNP A G 96 490 c.727T>C c.(727-729)TTT>CTT p.F243L

Pat_22 Post-Resistance CWH43 80157 37 4 49063860 49063860 Missense_Mutation SNP G A 4 22 c.2053G>A c.(2053-2055)GAA>AAA p.E685K

Pat_22 Post-Resistance WDFY3 23001 37 4 85678258 85678258 Missense_Mutation SNP C A 6 280 c.5245G>T c.(5245-5247)GAT>TAT p.D1749Y

Pat_22 Post-Resistance PTPN13 5783 37 4 87693999 87693999 Missense_Mutation SNP C T 49 269 c.5237C>T c.(5236-5238)TCC>TTC p.S1746F

Pat_22 Post-Resistance NPNT 255743 37 4 106848493 106848493 Missense_Mutation SNP C T 32 163 c.173C>T c.(172-174)CCT>CTT p.P58L

Pat_22 Post-Resistance SEC24D 9871 37 4 119727108 119727108 Missense_Mutation SNP A G 4 126 c.803T>C c.(802-804)ATC>ACC p.I268T

Pat_22 Post-Resistance BBS7 55212 37 4 122775885 122775885 Missense_Mutation SNP T C 48 276 c.692A>G c.(691-693)GAA>GGA p.E231G

Pat_22 Post-Resistance KIAA1109 84162 37 4 123122189 123122189 Missense_Mutation SNP G A 5 269 c.1406G>A c.(1405-1407)CGA>CAA p.R469Q

Pat_22 Post-Resistance INPP4B 8821 37 4 143094889 143094889 Missense_Mutation SNP G C 171 327 c.1255C>G c.(1255-1257)CAA>GAA p.Q419E

Pat_22 Post-Resistance LRBA 987 37 4 151821300 151821300 Missense_Mutation SNP G A 42 217 c.1825C>T c.(1825-1827)CGG>TGG p.R609W

Pat_22 Post-Resistance ETFDH 2110 37 4 159627861 159627861 Missense_Mutation SNP G A 41 822 c.1549G>A c.(1549-1551)GAC>AAC p.D517N

Pat_22 Post-Resistance ETFDH 2110 37 4 159627900 159627900 Missense_Mutation SNP G A 23 787 c.1588G>A c.(1588-1590)GAA>AAA p.E530K

Pat_22 Post-Resistance ODZ3 55714 37 4 183601472 183601472 Missense_Mutation SNP C T 10 66 c.1609C>T c.(1609-1611)CCA>TCA p.P537S



Pat_22 Post-Resistance LRP2BP 55805 37 4 186294045 186294045 Missense_Mutation SNP C T 23 177 c.768G>A c.(766-768)ATG>ATA p.M256I

Pat_22 Post-Resistance FAT1 2195 37 4 187629958 187629958 Missense_Mutation SNP C T 54 217 c.1024G>A c.(1024-1026)GGA>AGA p.G342R

Pat_22 Post-Resistance EXOC3 11336 37 5 453788 453788 Missense_Mutation SNP A G 29 439 c.668A>G c.(667-669)GAC>GGC p.D223G

Pat_22 Post-Resistance IRX1 79192 37 5 3599780 3599780 Nonsense_Mutation SNP C T 19 56 c.718C>T c.(718-720)CAG>TAG p.Q240*

Pat_22 Post-Resistance KIAA0947 23379 37 5 5461174 5461174 Missense_Mutation SNP C T 36 316 c.1727C>T c.(1726-1728)CCA>CTA p.P576L

Pat_22 Post-Resistance DNAH5 1767 37 5 13721215 13721215 Missense_Mutation SNP G A 30 170 c.12173C>T c.(12172-12174)TCC>TTC p.S4058F

Pat_22 Post-Resistance DNAH5 1767 37 5 13865981 13865981 Missense_Mutation SNP G A 4 147 c.4151C>T c.(4150-4152)ACA>ATA p.T1384I

Pat_22 Post-Resistance TRIO 7204 37 5 14401083 14401083 Missense_Mutation SNP G T 5 111 c.4626G>T c.(4624-4626)TTG>TTT p.L1542F

Pat_22 Post-Resistance FBXL7 23194 37 5 15928355 15928355 Missense_Mutation SNP G A 5 39 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_22 Post-Resistance PRDM9 56979 37 5 23527052 23527052 Missense_Mutation SNP C T 5 287 c.1855C>T c.(1855-1857)CGG>TGG p.R619W

Pat_22 Post-Resistance CDH9 1007 37 5 26881493 26881493 Missense_Mutation SNP C T 21 157 c.2122G>A c.(2122-2124)GAA>AAA p.E708K

Pat_22 Post-Resistance CDH9 1007 37 5 26902807 26902807 Missense_Mutation SNP G A 9 77 c.1031C>T c.(1030-1032)ACT>ATT p.T344I

Pat_22 Post-Resistance CDH6 1004 37 5 31317546 31317546 Missense_Mutation SNP C T 39 191 c.1577C>T c.(1576-1578)TCC>TTC p.S526F

Pat_22 Post-Resistance NPR3 4883 37 5 32712335 32712335 Missense_Mutation SNP C G 4 110 c.453C>G c.(451-453)GAC>GAG p.D151E

Pat_22 Post-Resistance C9 735 37 5 39315936 39315936 Missense_Mutation SNP G A 12 49 c.811C>T c.(811-813)CGG>TGG p.R271W

Pat_22 Post-Resistance MARVELD2 153562 37 5 68715618 68715618 Missense_Mutation SNP C T 35 149 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_22 Post-Resistance VCAN 1462 37 5 82833609 82833609 Missense_Mutation SNP C T 21 166 c.4787C>T c.(4786-4788)TCA>TTA p.S1596L

Pat_22 Post-Resistance CCNH 902 37 5 86697554 86697554 Missense_Mutation SNP C T 9 70 c.725G>A c.(724-726)AGA>AAA p.R242K

Pat_22 Post-Resistance TTC37 9652 37 5 94856445 94856445 Missense_Mutation SNP C T 21 168 c.2089G>A c.(2089-2091)GAA>AAA p.E697K

Pat_22 Post-Resistance SLCO4C1 353189 37 5 101572687 101572687 Missense_Mutation SNP C T 26 92 c.2050G>A c.(2050-2052)GGA>AGA p.G684R

Pat_22 Post-Resistance SLC27A6 28965 37 5 128368934 128368934 Missense_Mutation SNP G A 8 104 c.1819G>A c.(1819-1821)GAA>AAA p.E607K

Pat_22 Post-Resistance TRPC7 57113 37 5 135549236 135549236 Missense_Mutation SNP C T 9 97 c.2473G>A c.(2473-2475)GAA>AAA p.E825K

Pat_22 Post-Resistance SPOCK1 6695 37 5 136314511 136314512 Missense_Mutation DNP CC TT 17 71 c.1151_1152GG>AAc.(1150-1152)GGG>GAA p.G384E

Pat_22 Post-Resistance GFRA3 2676 37 5 137589845 137589845 Missense_Mutation SNP G A 4 137 c.790C>T c.(790-792)CGC>TGC p.R264C

Pat_22 Post-Resistance PCDHB1 29930 37 5 140431953 140431953 Missense_Mutation SNP G A 17 56 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_22 Post-Resistance PCDHB13 56123 37 5 140596049 140596049 Missense_Mutation SNP G A 34 123 c.2354G>A c.(2353-2355)GGA>GAA p.G785E

Pat_22 Post-Resistance PCDHB14 56122 37 5 140605428 140605428 Missense_Mutation SNP G A 17 139 c.2351G>A c.(2350-2352)GGG>GAG p.G784E

Pat_22 Post-Resistance PCDHGB2 56103 37 5 140740726 140740726 Missense_Mutation SNP G A 23 107 c.1024G>A c.(1024-1026)GAT>AAT p.D342N

Pat_22 Post-Resistance ARAP3 64411 37 5 141059845 141059845 Missense_Mutation SNP G A 36 212 c.209C>T c.(208-210)TCC>TTC p.S70F

Pat_22 Post-Resistance GRXCR2 643226 37 5 145252219 145252219 Missense_Mutation SNP C T 39 235 c.313G>A c.(313-315)GAT>AAT p.D105N

Pat_22 Post-Resistance JAKMIP2 9832 37 5 147030062 147030062 Missense_Mutation SNP C T 10 92 c.676G>A c.(676-678)GAA>AAA p.E226K

Pat_22 Post-Resistance FBXO38 81545 37 5 147807451 147807451 Missense_Mutation SNP G T 4 97 c.2594G>T c.(2593-2595)CGG>CTG p.R865L

Pat_22 Post-Resistance GRIA1 2890 37 5 153190754 153190754 Missense_Mutation SNP C T 19 90 c.2690C>T c.(2689-2691)TCA>TTA p.S897L

Pat_22 Post-Resistance PWWP2A 114825 37 5 159520191 159520191 Missense_Mutation SNP G A 25 60 c.1466C>T c.(1465-1467)TCT>TTT p.S489F

Pat_22 Post-Resistance DOCK2 1794 37 5 169506058 169506058 Missense_Mutation SNP G A 36 202 c.5074G>A c.(5074-5076)GAG>AAG p.E1692K

Pat_22 Post-Resistance MGAT4B 11282 37 5 179227581 179227581 Missense_Mutation SNP G A 3 28 c.622C>T c.(622-624)CAT>TAT p.H208Y

Pat_22 Post-Resistance SLC22A23 63027 37 6 3324095 3324095 Missense_Mutation SNP G A 28 59 c.1055C>T c.(1054-1056)CCC>CTC p.P352L

Pat_22 Post-Resistance CD83 9308 37 6 14131756 14131756 Missense_Mutation SNP G T 4 132 c.159G>T c.(157-159)TTG>TTT p.L53F

Pat_22 Post-Resistance SLC17A1 6568 37 6 25819333 25819333 Missense_Mutation SNP A C 7 51 c.579T>G c.(577-579)TGT>TGG p.C193W

Pat_22 Post-Resistance HLA-DRB5 3127 37 6 32487267 32487267 Nonsense_Mutation SNP G A 91 223 c.532C>T c.(532-534)CAG>TAG p.Q178*

Pat_22 Post-Resistance GLP1R 2740 37 6 39046097 39046097 Splice_Site SNP G A 78 176 c.824_splice c.e8-1 p.G275_splice

Pat_22 Post-Resistance MDFI 4188 37 6 41621284 41621284 Missense_Mutation SNP G A 73 243 c.712G>A c.(712-714)GAG>AAG p.E238K

Pat_22 Post-Resistance PKHD1 5314 37 6 51947245 51947245 Missense_Mutation SNP G A 111 379 c.226C>T c.(226-228)CCC>TCC p.P76S

Pat_22 Post-Resistance FAM83B 222584 37 6 54805192 54805192 Missense_Mutation SNP C T 73 294 c.1423C>T c.(1423-1425)CGC>TGC p.R475C

Pat_22 Post-Resistance COL21A1 81578 37 6 56044571 56044571 Missense_Mutation SNP C T 42 142 c.445G>A c.(445-447)GAT>AAT p.D149N

Pat_22 Post-Resistance PHIP 55023 37 6 79700616 79700616 Missense_Mutation SNP G A 20 79 c.2288C>T c.(2287-2289)CCA>CTA p.P763L

Pat_22 Post-Resistance ELOVL4 6785 37 6 80629160 80629160 Nonsense_Mutation SNP G A 30 214 c.646C>T c.(646-648)CGA>TGA p.R216*



Pat_22 Post-Resistance ANKRD6 22881 37 6 90333759 90333759 Missense_Mutation SNP G A 8 45 c.1201G>A c.(1201-1203)GAT>AAT p.D401N

Pat_22 Post-Resistance ASCC3 10973 37 6 101103625 101103625 Missense_Mutation SNP G A 5 308 c.2773C>T c.(2773-2775)CGG>TGG p.R925W

Pat_22 Post-Resistance SCML4 256380 37 6 108071007 108071007 Missense_Mutation SNP C T 4 100 c.167G>A c.(166-168)CGG>CAG p.R56Q

Pat_22 Post-Resistance CDK19 23097 37 6 110935790 110935790 Missense_Mutation SNP G A 16 143 c.1457C>T c.(1456-1458)TCG>TTG p.S486L

Pat_22 Post-Resistance RFX6 222546 37 6 117248471 117248471 Missense_Mutation SNP G A 32 220 c.2167G>A c.(2167-2169)GAG>AAG p.E723K

Pat_22 Post-Resistance VGLL2 245806 37 6 117591810 117591810 Missense_Mutation SNP C T 3 15 c.496C>T c.(496-498)CAC>TAC p.H166Y

Pat_22 Post-Resistance MTHFD1L 25902 37 6 151258056 151258056 Missense_Mutation SNP G A 52 208 c.1373G>A c.(1372-1374)GGA>GAA p.G458E

Pat_22 Post-Resistance FTSJ2 29960 37 7 2274902 2274902 Missense_Mutation SNP C T 22 104 c.596G>A c.(595-597)AGT>AAT p.S199N

Pat_22 Post-Resistance DGKB 1607 37 7 14622749 14622749 Missense_Mutation SNP G A 3 126 c.1450C>T c.(1450-1452)CGT>TGT p.R484C

Pat_22 Post-Resistance ANKMY2 57037 37 7 16655443 16655443 Missense_Mutation SNP C T 17 126 c.457G>A c.(457-459)GAG>AAG p.E153K

Pat_22 Post-Resistance STK31 56164 37 7 23768756 23768756 Missense_Mutation SNP G A 33 151 c.371G>A c.(370-372)CGA>CAA p.R124Q

Pat_22 Post-Resistance GCK 2645 37 7 44228513 44228513 Missense_Mutation SNP C T 6 71 c.40G>A c.(40-42)GAG>AAG p.E14K

Pat_22 Post-Resistance IKZF1 10320 37 7 50450271 50450271 Missense_Mutation SNP C T 4 93 c.455C>T c.(454-456)GCC>GTC p.A152V

Pat_22 Post-Resistance TYW1 55253 37 7 66563692 66563692 Missense_Mutation SNP C T 22 128 c.1549C>T c.(1549-1551)CCT>TCT p.P517S

Pat_22 Post-Resistance GTPBP10 85865 37 7 90014367 90014367 Missense_Mutation SNP C T 73 261 c.1063C>T c.(1063-1065)CAT>TAT p.H355Y

Pat_22 Post-Resistance SAMD9L 219285 37 7 92762458 92762458 Missense_Mutation SNP C T 6 68 c.2827G>A c.(2827-2829)GAA>AAA p.E943K

Pat_22 Post-Resistance COL1A2 1278 37 7 94028379 94028379 Missense_Mutation SNP G A 23 232 c.115G>A c.(115-117)GGA>AGA p.G39R

Pat_22 Post-Resistance CYP3A4 1576 37 7 99366124 99366124 Missense_Mutation SNP C T 41 262 c.523G>A c.(523-525)GTC>ATC p.V175I

Pat_22 Post-Resistance PPP1R3A 5506 37 7 113558463 113558463 Missense_Mutation SNP G A 35 125 c.589C>T c.(589-591)CCT>TCT p.P197S

Pat_22 Post-Resistance C7orf58 79974 37 7 120740101 120740101 Missense_Mutation SNP A G 26 170 c.871A>G c.(871-873)ACG>GCG p.T291A

Pat_22 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 394 190 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_22 Post-Resistance TAS2R60 338398 37 7 143141207 143141207 Missense_Mutation SNP G A 120 181 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_22 Post-Resistance ZNF786 136051 37 7 148768111 148768111 Missense_Mutation SNP G A 4 118 c.1753C>T c.(1753-1755)CGC>TGC p.R585C

Pat_22 Post-Resistance ACTR3C 653857 37 7 149983565 149983566 Missense_Mutation DNP TG CA 42 131 c.361_362CA>TG c.(361-363)CAG>TGG p.Q121W

Pat_22 Post-Resistance C7orf29 113763 37 7 150027766 150027766 Nonsense_Mutation SNP G A 113 137 c.273G>A c.(271-273)TGG>TGA p.W91*

Pat_22 Post-Resistance CSMD1 64478 37 8 2965315 2965315 Nonsense_Mutation SNP G A 31 140 c.6763C>T c.(6763-6765)CAG>TAG p.Q2255*

Pat_22 Post-Resistance SH2D4A 63898 37 8 19221663 19221663 Missense_Mutation SNP G A 5 101 c.787G>A c.(787-789)GGG>AGG p.G263R

Pat_22 Post-Resistance SCARA3 51435 37 8 27509049 27509049 Missense_Mutation SNP G A 4 77 c.131G>A c.(130-132)CGC>CAC p.R44H

Pat_22 Post-Resistance RP1 6101 37 8 55533900 55533900 Missense_Mutation SNP G A 27 133 c.374G>A c.(373-375)CGG>CAG p.R125Q

Pat_22 Post-Resistance JPH1 56704 37 8 75227798 75227798 Missense_Mutation SNP C G 15 101 c.437G>C c.(436-438)AGC>ACC p.S146T

Pat_22 Post-Resistance SLC7A13 157724 37 8 87241932 87241932 Missense_Mutation SNP C T 215 161 c.575G>A c.(574-576)CGA>CAA p.R192Q

Pat_22 Post-Resistance RBM12B 389677 37 8 94747846 94747846 Nonsense_Mutation SNP G A 29 292 c.793C>T c.(793-795)CGA>TGA p.R265*

Pat_22 Post-Resistance POP1 10940 37 8 99146777 99146777 Missense_Mutation SNP C T 14 190 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_22 Post-Resistance ABRA 137735 37 8 107781965 107781965 Missense_Mutation SNP G A 55 559 c.454C>T c.(454-456)CAC>TAC p.H152Y

Pat_22 Post-Resistance ENPP2 5168 37 8 120613682 120613682 Missense_Mutation SNP C T 47 463 c.854G>A c.(853-855)AGA>AAA p.R285K

Pat_22 Post-Resistance MTBP 27085 37 8 121528398 121528398 Missense_Mutation SNP C T 4 97 c.2213C>T c.(2212-2214)TCT>TTT p.S738F

Pat_22 Post-Resistance KIAA0196 9897 37 8 126051070 126051070 Splice_Site SNP A G 173 207 c.3084_splice c.e25+1 p.K1028_splice

Pat_22 Post-Resistance LRRC6 23639 37 8 133637582 133637582 Missense_Mutation SNP G A 47 61 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_22 Post-Resistance SHARPIN 81858 37 8 145154852 145154852 Missense_Mutation SNP G A 39 37 c.497C>T c.(496-498)CCT>CTT p.P166L

Pat_22 Post-Resistance C9orf66 157983 37 9 214556 214556 Missense_Mutation SNP C T 40 149 c.841G>A c.(841-843)GAG>AAG p.E281K

Pat_22 Post-Resistance CDC37L1 55664 37 9 4679813 4679813 Missense_Mutation SNP G C 3 80 c.46G>C c.(46-48)GCC>CCC p.A16P

Pat_22 Post-Resistance RANBP6 26953 37 9 6012811 6012811 Missense_Mutation SNP C A 4 139 c.2797G>T c.(2797-2799)GCT>TCT p.A933S

Pat_22 Post-Resistance PTPRD 5789 37 9 8500886 8500886 Missense_Mutation SNP G A 221 316 c.1996C>T c.(1996-1998)CCT>TCT p.P666S

Pat_22 Post-Resistance IFNA21 3452 37 9 21166224 21166224 Missense_Mutation SNP C T 210 341 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_22 Post-Resistance TMEM215 401498 37 9 32784875 32784875 Missense_Mutation SNP G A 5 234 c.694G>A c.(694-696)GAG>AAG p.E232K

Pat_22 Post-Resistance CDK20 23552 37 9 90586181 90586182 Missense_Mutation DNP CC TT 20 86 c.258_259GG>AA(256-261)TCGGAT>TCAAA p.D87N

Pat_22 Post-Resistance HABP4 22927 37 9 99250477 99250477 Missense_Mutation SNP G A 5 205 c.1106G>A c.(1105-1107)CGT>CAT p.R369H



Pat_22 Post-Resistance ALDOB 229 37 9 104190778 104190778 Missense_Mutation SNP C T 39 283 c.352G>A c.(352-354)GGA>AGA p.G118R

Pat_22 Post-Resistance PHF19 26147 37 9 123636851 123636851 Missense_Mutation SNP G A 75 194 c.169C>T c.(169-171)CTC>TTC p.L57F

Pat_22 Post-Resistance PDCL 5082 37 9 125582834 125582834 Missense_Mutation SNP C T 36 173 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_22 Post-Resistance RPL12 6136 37 9 130211903 130211903 Missense_Mutation SNP T C 3 128 c.196A>G c.(196-198)AAC>GAC p.N66D

Pat_22 Post-Resistance ACE2 59272 37 X 15596407 15596407 Missense_Mutation SNP C T 41 142 c.1102G>A c.(1102-1104)GAC>AAC p.D368N

Pat_22 Post-Resistance BEND2 139105 37 X 18219991 18219991 Missense_Mutation SNP C T 66 200 c.977G>A c.(976-978)GGA>GAA p.G326E

Pat_22 Post-Resistance MAP7D2 256714 37 X 20062607 20062607 Missense_Mutation SNP G A 49 297 c.631C>T c.(631-633)CCT>TCT p.P211S

Pat_22 Post-Resistance KLHL34 257240 37 X 21674138 21674138 Missense_Mutation SNP C T 3 53 c.1769G>A c.(1768-1770)CGC>CAC p.R590H

Pat_22 Post-Resistance FAM47C 442444 37 X 37029119 37029119 Missense_Mutation SNP G A 46 195 c.2636G>A c.(2635-2637)AGA>AAA p.R879K

Pat_22 Post-Resistance FAM123B 139285 37 X 63410913 63410913 Missense_Mutation SNP C T 26 63 c.2254G>A c.(2254-2256)GAA>AAA p.E752K

Pat_22 Post-Resistance RLIM 51132 37 X 73812068 73812068 Missense_Mutation SNP C T 98 194 c.1082G>A c.(1081-1083)GGA>GAA p.G361E

Pat_22 Post-Resistance SERPINA7 6906 37 X 105278344 105278344 Missense_Mutation SNP G A 25 166 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_22 Post-Resistance TBC1D8B 54885 37 X 106109164 106109164 Missense_Mutation SNP C T 173 433 c.2563C>T c.(2563-2565)CAT>TAT p.H855Y

Pat_22 Post-Resistance ALG13 79868 37 X 111003208 111003208 Missense_Mutation SNP A T 4 125 c.3395A>T c.(3394-3396)TAT>TTT p.Y1132F

Pat_22 Post-Resistance DOCK11 139818 37 X 117752516 117752516 Missense_Mutation SNP C T 69 199 c.3296C>T c.(3295-3297)TCA>TTA p.S1099L

Pat_22 Post-Resistance SLC25A5 292 37 X 118603691 118603691 Missense_Mutation SNP G A 8 745 c.179G>A c.(178-180)CGT>CAT p.R60H

Pat_22 Post-Resistance ACTRT1 139741 37 X 127185237 127185237 Missense_Mutation SNP C T 54 142 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_22 Post-Resistance XPNPEP2 7512 37 X 128881600 128881600 Missense_Mutation SNP G A 20 147 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_22 Post-Resistance ZNF449 203523 37 X 134494528 134494528 Missense_Mutation SNP C T 26 215 c.1084C>T c.(1084-1086)CGT>TGT p.R362C

Pat_22 Post-Resistance ATP11C 286410 37 X 138856954 138856954 Missense_Mutation SNP G A 43 294 c.2120C>T c.(2119-2121)ACC>ATC p.T707I

Pat_22 Post-Resistance MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 6 272 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_22 Post-Resistance AFF2 2334 37 X 147743727 147743727 Nonsense_Mutation SNP C A 84 586 c.479C>A c.(478-480)TCA>TAA p.S160*

Pat_22 Post-Resistance FLNA 2316 37 X 153594547 153594547 Missense_Mutation SNP C T 10 175 c.1274G>A c.(1273-1275)GGA>GAA p.G425E

Pat_22 Post-Resistance DKC1 1736 37 X 153994523 153994523 Missense_Mutation SNP A G 28 250 c.296A>G c.(295-297)AAC>AGC p.N99S

Pat_22 Post-Resistance RAB39B 116442 37 X 154490289 154490289 Missense_Mutation SNP C T 7 245 c.441G>A c.(439-441)ATG>ATA p.M147I

Pat_22 Post-Resistance RAB39B 116442 37 X 154493417 154493417 Missense_Mutation SNP C T 24 387 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_24 Pre-Treatment NOC2L 26155 37 1 883917 883917 Missense_Mutation SNP C T 4 144 c.1510G>A c.(1510-1512)GTG>ATG p.V504M

Pat_24 Pre-Treatment NOC2L 26155 37 1 889226 889226 Missense_Mutation SNP C T 4 80 c.824G>A c.(823-825)CGG>CAG p.R275Q

Pat_24 Pre-Treatment AGRN 375790 37 1 981567 981567 Missense_Mutation SNP G A 6 371 c.2833G>A c.(2833-2835)GGC>AGC p.G945S

Pat_24 Pre-Treatment CALML6 163688 37 1 1848504 1848504 Missense_Mutation SNP G A 4 38 c.490G>A c.(490-492)GAC>AAC p.D164N

Pat_24 Pre-Treatment KIAA1751 85452 37 1 1887145 1887145 Missense_Mutation SNP C T 44 74 c.2161G>A c.(2161-2163)GAG>AAG p.E721K

Pat_24 Pre-Treatment MEGF6 1953 37 1 3424398 3424398 Missense_Mutation SNP G A 6 234 c.1750C>T c.(1750-1752)CGC>TGC p.R584C

Pat_24 Pre-Treatment CAMTA1 23261 37 1 7723494 7723494 Missense_Mutation SNP G A 6 479 c.887G>A c.(886-888)GGG>GAG p.G296E

Pat_24 Pre-Treatment CA6 765 37 1 9009433 9009433 Missense_Mutation SNP A G 3 76 c.191A>G c.(190-192)AAG>AGG p.K64R

Pat_24 Pre-Treatment UBE4B 10277 37 1 10163069 10163069 Missense_Mutation SNP C T 4 135 c.499C>T c.(499-501)CGT>TGT p.R167C

Pat_24 Pre-Treatment KIF1B 23095 37 1 10386389 10386389 Nonsense_Mutation SNP C T 4 103 c.2896C>T c.(2896-2898)CGA>TGA p.R966*

Pat_24 Pre-Treatment MASP2 10747 37 1 11087664 11087664 Missense_Mutation SNP C T 46 93 c.1339G>A c.(1339-1341)GGA>AGA p.G447R

Pat_24 Pre-Treatment MFN2 9927 37 1 12059138 12059138 Missense_Mutation SNP G A 4 185 c.802G>A c.(802-804)GAG>AAG p.E268K

Pat_24 Pre-Treatment TNFRSF8 943 37 1 12170154 12170154 Missense_Mutation SNP G A 4 175 c.569G>A c.(568-570)AGC>AAC p.S190N

Pat_24 Pre-Treatment VPS13D 55187 37 1 12337906 12337906 Missense_Mutation SNP C T 4 215 c.4261C>T c.(4261-4263)CGT>TGT p.R1421C

Pat_24 Pre-Treatment VPS13D 55187 37 1 12463904 12463904 Missense_Mutation SNP C T 42 78 c.11908C>T c.(11908-11910)CAT>TAT p.H3970Y

Pat_24 Pre-Treatment PRAMEF12 390999 37 1 12837729 12837729 Missense_Mutation SNP G A 39 77 c.1439G>A c.(1438-1440)GGT>GAT p.G480D

Pat_24 Pre-Treatment PRAMEF1 65121 37 1 12856002 12856002 Missense_Mutation SNP G A 52 402 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_24 Pre-Treatment LOC440563 440563 37 1 13183494 13183494 Missense_Mutation SNP G A 16 111 c.379C>T c.(379-381)CCA>TCA p.P127S

Pat_24 Pre-Treatment ZBTB17 7709 37 1 16269047 16269047 Missense_Mutation SNP G A 4 243 c.2015C>T c.(2014-2016)GCG>GTG p.A672V

Pat_24 Pre-Treatment ARHGEF19 128272 37 1 16535275 16535275 Missense_Mutation SNP C T 23 24 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_24 Pre-Treatment ATP13A2 23400 37 1 17318253 17318253 Missense_Mutation SNP G A 5 215 c.2227C>T c.(2227-2229)CGC>TGC p.R743C



Pat_24 Pre-Treatment IGSF21 84966 37 1 18702857 18702857 Missense_Mutation SNP G A 131 240 c.1069G>A c.(1069-1071)GAC>AAC p.D357N

Pat_24 Pre-Treatment UBR4 23352 37 1 19480265 19480266 Missense_Mutation DNP CG TA 4 157 c.6626_6627CG>TAc.(6625-6627)GCG>GTA p.A2209V

Pat_24 Pre-Treatment UBR4 23352 37 1 19490771 19490771 Missense_Mutation SNP G A 4 104 c.4676C>T c.(4675-4677)GCT>GTT p.A1559V

Pat_24 Pre-Treatment PQLC2 54896 37 1 19651203 19651203 Missense_Mutation SNP G A 4 63 c.241G>A c.(241-243)GGA>AGA p.G81R

Pat_24 Pre-Treatment TMCO4 255104 37 1 20027300 20027300 Missense_Mutation SNP C T 6 268 c.1343G>A c.(1342-1344)CGG>CAG p.R448Q

Pat_24 Pre-Treatment PLA2G2A 5320 37 1 20302261 20302261 Missense_Mutation SNP G A 4 118 c.368C>T c.(367-369)ACG>ATG p.T123M

Pat_24 Pre-Treatment PLA2G2A 5320 37 1 20304963 20304963 Missense_Mutation SNP G A 4 99 c.95C>T c.(94-96)ACG>ATG p.T32M

Pat_24 Pre-Treatment HSPG2 3339 37 1 22168731 22168731 Splice_Site SNP C T 4 138 c.9052_splice c.e68+1 p.R3018_splice

Pat_24 Pre-Treatment KDM1A 23028 37 1 23399805 23399805 Missense_Mutation SNP G A 53 112 c.1571G>A c.(1570-1572)AGA>AAA p.R524K

Pat_24 Pre-Treatment ASAP3 55616 37 1 23763960 23763960 Missense_Mutation SNP G A 4 180 c.1108C>T c.(1108-1110)CGG>TGG p.R370W

Pat_24 Pre-Treatment E2F2 1870 37 1 23848359 23848359 Missense_Mutation SNP C T 4 183 c.548G>A c.(547-549)CGC>CAC p.R183H

Pat_24 Pre-Treatment GRHL3 57822 37 1 24669436 24669436 Missense_Mutation SNP G A 5 357 c.1355G>A c.(1354-1356)CGG>CAG p.R452Q

Pat_24 Pre-Treatment CNKSR1 10256 37 1 26504045 26504045 Missense_Mutation SNP C T 38 75 c.7C>T c.(7-9)CCG>TCG p.P3S

Pat_24 Pre-Treatment WDTC1 23038 37 1 27624562 27624562 Missense_Mutation SNP C T 4 201 c.1192C>T c.(1192-1194)CTT>TTT p.L398F

Pat_24 Pre-Treatment GPR3 2827 37 1 27720960 27720960 Missense_Mutation SNP G A 4 167 c.658G>A c.(658-660)GTC>ATC p.V220I

Pat_24 Pre-Treatment MATN1 4146 37 1 31194293 31194293 Missense_Mutation SNP C T 6 397 c.400G>A c.(400-402)GAT>AAT p.D134N

Pat_24 Pre-Treatment NKAIN1 79570 37 1 31655401 31655401 Missense_Mutation SNP C A 105 160 c.508G>T c.(508-510)GTG>TTG p.V170L

Pat_24 Pre-Treatment COL16A1 1307 37 1 32163665 32163665 Missense_Mutation SNP G A 5 93 c.499C>T c.(499-501)CGT>TGT p.R167C

Pat_24 Pre-Treatment BAI2 576 37 1 32204495 32204495 Missense_Mutation SNP G A 5 284 c.2539C>T c.(2539-2541)CGC>TGC p.R847C

Pat_24 Pre-Treatment SPOCD1 90853 37 1 32262229 32262229 Missense_Mutation SNP G A 6 421 c.2233C>T c.(2233-2235)CGG>TGG p.R745W

Pat_24 Pre-Treatment TRIM62 55223 37 1 33613004 33613004 Missense_Mutation SNP G A 4 174 c.1202C>T c.(1201-1203)ACG>ATG p.T401M

Pat_24 Pre-Treatment TRIM62 55223 37 1 33625416 33625416 Missense_Mutation SNP C T 5 277 c.634G>A c.(634-636)GAG>AAG p.E212K

Pat_24 Pre-Treatment C1orf94 84970 37 1 34663095 34663095 Missense_Mutation SNP G A 85 143 c.20G>A c.(19-21)AGG>AAG p.R7K

Pat_24 Pre-Treatment EPHA10 284656 37 1 38227437 38227437 Missense_Mutation SNP C T 22 48 c.490G>A c.(490-492)GGC>AGC p.G164S

Pat_24 Pre-Treatment UTP11L 51118 37 1 38488443 38488443 Missense_Mutation SNP G A 4 110 c.640G>A c.(640-642)GTT>ATT p.V214I

Pat_24 Pre-Treatment MACF1 23499 37 1 39751063 39751063 Splice_Site SNP G A 4 186 c.1368_splice c.e14+1 p.A456_splice

Pat_24 Pre-Treatment KIAA0754 643314 37 1 39879016 39879016 Missense_Mutation SNP A G 3 61 c.3079A>G c.(3079-3081)ACC>GCC p.T1027A

Pat_24 Pre-Treatment CCDC30 728621 37 1 43011243 43011243 Missense_Mutation SNP G A 29 57 c.418G>A c.(418-420)GAA>AAA p.E140K

Pat_24 Pre-Treatment TIE1 7075 37 1 43782919 43782919 Missense_Mutation SNP G A 4 191 c.2459G>A c.(2458-2460)CGG>CAG p.R820Q

Pat_24 Pre-Treatment KIAA0467 23334 37 1 43893309 43893309 Missense_Mutation SNP G A 4 241 c.1010G>A c.(1009-1011)CGG>CAG p.R337Q

Pat_24 Pre-Treatment KIAA0467 23334 37 1 43909464 43909464 Missense_Mutation SNP G A 5 201 c.6125G>A c.(6124-6126)CGC>CAC p.R2042H

Pat_24 Pre-Treatment SLC6A9 6536 37 1 44474289 44474289 Missense_Mutation SNP C T 16 20 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_24 Pre-Treatment DMAP1 55929 37 1 44680523 44680523 Missense_Mutation SNP C T 4 167 c.346C>T c.(346-348)CGT>TGT p.R116C

Pat_24 Pre-Treatment CYP4B1 1580 37 1 47283696 47283696 Missense_Mutation SNP C T 90 120 c.1264C>T c.(1264-1266)CCT>TCT p.P422S

Pat_24 Pre-Treatment CYP4A22 284541 37 1 47607897 47607897 Missense_Mutation SNP G A 20 69 c.500G>A c.(499-501)CGA>CAA p.R167Q

Pat_24 Pre-Treatment TAL1 6886 37 1 47685757 47685757 Missense_Mutation SNP G A 76 114 c.631C>T c.(631-633)CGC>TGC p.R211C

Pat_24 Pre-Treatment ELAVL4 1996 37 1 50610750 50610750 Missense_Mutation SNP G A 5 197 c.131G>A c.(130-132)AGC>AAC p.S44N

Pat_24 Pre-Treatment PODN 127435 37 1 53544158 53544158 Missense_Mutation SNP G A 4 62 c.1120G>A c.(1120-1122)GCG>ACG p.A374T

Pat_24 Pre-Treatment GLIS1 148979 37 1 53995598 53995598 Missense_Mutation SNP G A 4 82 c.823C>T c.(823-825)CGG>TGG p.R275W

Pat_24 Pre-Treatment ACOT11 26027 37 1 55065066 55065066 Missense_Mutation SNP G A 6 541 c.862G>A c.(862-864)GTG>ATG p.V288M

Pat_24 Pre-Treatment PARS2 25973 37 1 55224437 55224437 Missense_Mutation SNP C T 5 382 c.398G>A c.(397-399)CGG>CAG p.R133Q

Pat_24 Pre-Treatment JAK1 3716 37 1 65335121 65335121 Nonsense_Mutation SNP G A 4 123 c.520C>T c.(520-522)CGA>TGA p.R174*

Pat_24 Pre-Treatment C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T C 50 127 c.1625A>G c.(1624-1626)AAA>AGA p.K542R

Pat_24 Pre-Treatment C1orf173 127254 37 1 75072303 75072303 Missense_Mutation SNP C T 71 87 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_24 Pre-Treatment BCL10 8915 37 1 85742019 85742019 Missense_Mutation SNP G A 4 166 c.17C>T c.(16-18)CCG>CTG p.P6L

Pat_24 Pre-Treatment GBP2 2634 37 1 89578223 89578223 Missense_Mutation SNP G A 6 413 c.1294C>T c.(1294-1296)CGT>TGT p.R432C

Pat_24 Pre-Treatment ABCA4 24 37 1 94497348 94497348 Missense_Mutation SNP C T 48 63 c.4114G>A c.(4114-4116)GAC>AAC p.D1372N



Pat_24 Pre-Treatment ARHGAP29 9411 37 1 94655584 94655584 Missense_Mutation SNP C T 4 100 c.1337G>A c.(1336-1338)AGT>AAT p.S446N

Pat_24 Pre-Treatment CNN3 1266 37 1 95363578 95363578 Missense_Mutation SNP G A 6 331 c.710C>T c.(709-711)CCG>CTG p.P237L

Pat_24 Pre-Treatment OLFM3 118427 37 1 102312505 102312505 Missense_Mutation SNP C T 40 96 c.25G>A c.(25-27)GGC>AGC p.G9S

Pat_24 Pre-Treatment COL11A1 1301 37 1 103427784 103427784 Missense_Mutation SNP C T 45 104 c.3062G>A c.(3061-3063)GGA>GAA p.G1021E

Pat_24 Pre-Treatment KIAA1324 57535 37 1 109741247 109741247 Missense_Mutation SNP G A 4 107 c.2452G>A c.(2452-2454)GTC>ATC p.V818I

Pat_24 Pre-Treatment CHI3L2 1117 37 1 111781480 111781480 Missense_Mutation SNP G A 8 327 c.844G>A c.(844-846)GTG>ATG p.V282M

Pat_24 Pre-Treatment MAN1A2 10905 37 1 118008992 118008992 Missense_Mutation SNP C T 20 57 c.1111C>T c.(1111-1113)CGT>TGT p.R371C

Pat_24 Pre-Treatment GDAP2 54834 37 1 118462964 118462964 Missense_Mutation SNP G A 5 103 c.17C>T c.(16-18)GCA>GTA p.A6V

Pat_24 Pre-Treatment ZNF697 90874 37 1 120166548 120166548 Missense_Mutation SNP C T 4 8 c.418G>A c.(418-420)GTA>ATA p.V140I

Pat_24 Pre-Treatment NBPF7 343505 37 1 120387026 120387026 Missense_Mutation SNP G A 5 235 c.133C>T c.(133-135)CGC>TGC p.R45C

Pat_24 Pre-Treatment NOTCH2 4853 37 1 120506280 120506280 Missense_Mutation SNP C T 7 418 c.1832G>A c.(1831-1833)TGT>TAT p.C611Y

Pat_24 Pre-Treatment PPIAL4G 644591 37 1 143767640 143767640 Missense_Mutation SNP G A 10 563 c.209C>T c.(208-210)CCT>CTT p.P70L

Pat_24 Pre-Treatment NBPF9 400818 37 1 144815950 144815950 Missense_Mutation SNP G C 5 352 c.1321G>C c.(1321-1323)GAC>CAC p.D441H

Pat_24 Pre-Treatment HFE2 148738 37 1 145416650 145416650 Missense_Mutation SNP G A 6 130 c.995G>A c.(994-996)CGC>CAC p.R332H

Pat_24 Pre-Treatment NBPF15 284565 37 1 148591264 148591264 Missense_Mutation SNP T G 9 213 c.1329T>G c.(1327-1329)TGT>TGG p.C443W

Pat_24 Pre-Treatment ARNT 405 37 1 150786615 150786615 Missense_Mutation SNP G A 7 395 c.2051C>T c.(2050-2052)GCC>GTC p.A684V

Pat_24 Pre-Treatment ARNT 405 37 1 150807020 150807020 Missense_Mutation SNP C T 6 332 c.797G>A c.(796-798)CGA>CAA p.R266Q

Pat_24 Pre-Treatment FLG 2312 37 1 152281475 152281475 Missense_Mutation SNP C T 187 486 c.5887G>A c.(5887-5889)GAC>AAC p.D1963N

Pat_24 Pre-Treatment SPRR3 6707 37 1 152975642 152975642 Missense_Mutation SNP G A 26 41 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_24 Pre-Treatment NPR1 4881 37 1 153660175 153660175 Missense_Mutation SNP G A 5 250 c.2158G>A c.(2158-2160)GGT>AGT p.G720S

Pat_24 Pre-Treatment GATAD2B 57459 37 1 153788964 153788964 Missense_Mutation SNP G A 5 137 c.1001C>T c.(1000-1002)TCG>TTG p.S334L

Pat_24 Pre-Treatment FLAD1 80308 37 1 154965460 154965460 Missense_Mutation SNP C T 4 218 c.1711C>T c.(1711-1713)CGT>TGT p.R571C

Pat_24 Pre-Treatment THBS3 7059 37 1 155172066 155172066 Missense_Mutation SNP G A 5 272 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_24 Pre-Treatment RUSC1 23623 37 1 155292183 155292183 Missense_Mutation SNP C T 4 83 c.619C>T c.(619-621)CTC>TTC p.L207F

Pat_24 Pre-Treatment GON4L 54856 37 1 155734847 155734847 Missense_Mutation SNP C T 5 97 c.4417G>A c.(4417-4419)GAA>AAA p.E1473K

Pat_24 Pre-Treatment LMNA 4000 37 1 156105026 156105026 Missense_Mutation SNP G A 4 161 c.859G>A c.(859-861)GCT>ACT p.A287T

Pat_24 Pre-Treatment NTRK1 4914 37 1 156849018 156849018 Missense_Mutation SNP G A 28 26 c.1910G>A c.(1909-1911)GGG>GAG p.G637E

Pat_24 Pre-Treatment PEAR1 375033 37 1 156882753 156882753 Missense_Mutation SNP G A 4 162 c.2401G>A c.(2401-2403)GGC>AGC p.G801S

Pat_24 Pre-Treatment FCRL5 83416 37 1 157490858 157490858 Missense_Mutation SNP C T 4 165 c.2464G>A c.(2464-2466)GAC>AAC p.D822N

Pat_24 Pre-Treatment SPTA1 6708 37 1 158615148 158615148 Missense_Mutation SNP C T 4 74 c.4024G>A c.(4024-4026)GCT>ACT p.A1342T

Pat_24 Pre-Treatment HSPA7 3311 37 1 161577111 161577111 Missense_Mutation SNP C T 5 107 c.1031C>T c.(1030-1032)TCG>TTG p.S344L

Pat_24 Pre-Treatment POGK 57645 37 1 166819237 166819237 Missense_Mutation SNP G A 4 203 c.1421G>A c.(1420-1422)CGG>CAG p.R474Q

Pat_24 Pre-Treatment XCL1 6375 37 1 168549354 168549354 Nonsense_Mutation SNP C T 5 346 c.115C>T c.(115-117)CGA>TGA p.R39*

Pat_24 Pre-Treatment TNN 63923 37 1 175066678 175066678 Missense_Mutation SNP G A 46 111 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_24 Pre-Treatment FAM5B 57795 37 1 177247738 177247738 Missense_Mutation SNP G A 7 738 c.1052G>A c.(1051-1053)CGG>CAG p.R351Q

Pat_24 Pre-Treatment ANGPTL1 9068 37 1 178834455 178834455 Missense_Mutation SNP G T 4 72 c.457C>A c.(457-459)CAA>AAA p.Q153K

Pat_24 Pre-Treatment PDC 5132 37 1 186418565 186418565 Missense_Mutation SNP C A 5 220 c.27G>T c.(25-27)TTG>TTT p.L9F

Pat_24 Pre-Treatment CRB1 23418 37 1 197446956 197446956 Nonsense_Mutation SNP C T 4 224 c.4168C>T c.(4168-4170)CGA>TGA p.R1390*

Pat_24 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C T 7 130 c.1734G>A c.(1732-1734)ATG>ATA p.M578I

Pat_24 Pre-Treatment KIF21B 23046 37 1 200960046 200960046 Nonsense_Mutation SNP G A 4 206 c.2686C>T c.(2686-2688)CGA>TGA p.R896*

Pat_24 Pre-Treatment PPFIA4 8497 37 1 203014674 203014674 Missense_Mutation SNP G A 4 29 c.1286G>A c.(1285-1287)CGG>CAG p.R429Q

Pat_24 Pre-Treatment PLEKHA6 22874 37 1 204210881 204210881 Missense_Mutation SNP G A 107 72 c.2234C>T c.(2233-2235)CCC>CTC p.P745L

Pat_24 Pre-Treatment RBBP5 5929 37 1 205070737 205070737 Missense_Mutation SNP C T 6 636 c.623G>A c.(622-624)CGG>CAG p.R208Q

Pat_24 Pre-Treatment TMCC2 9911 37 1 205211123 205211123 Missense_Mutation SNP G A 4 168 c.698G>A c.(697-699)GGC>GAC p.G233D

Pat_24 Pre-Treatment CR1L 1379 37 1 207857221 207857221 Nonsense_Mutation SNP C T 4 206 c.382C>T c.(382-384)CGA>TGA p.R128*

Pat_24 Pre-Treatment PLXNA2 5362 37 1 208204972 208204972 Missense_Mutation SNP G A 96 152 c.5188C>T c.(5188-5190)CAT>TAT p.H1730Y

Pat_24 Pre-Treatment CENPF 1063 37 1 214803896 214803896 Missense_Mutation SNP G A 6 446 c.1214G>A c.(1213-1215)CGT>CAT p.R405H



Pat_24 Pre-Treatment USH2A 7399 37 1 215847856 215847856 Missense_Mutation SNP G A 4 155 c.13397C>T c.(13396-13398)CCT>CTT p.P4466L

Pat_24 Pre-Treatment SPATA17 128153 37 1 217955597 217955597 Missense_Mutation SNP G A 98 96 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_24 Pre-Treatment RAB3GAP2 25782 37 1 220379276 220379276 Missense_Mutation SNP G A 79 87 c.685C>T c.(685-687)CGT>TGT p.R229C

Pat_24 Pre-Treatment HLX 3142 37 1 221055560 221055560 Missense_Mutation SNP G A 4 138 c.827G>A c.(826-828)CGT>CAT p.R276H

Pat_24 Pre-Treatment TP53BP2 7159 37 1 223990993 223990993 Missense_Mutation SNP G A 7 459 c.811C>T c.(811-813)CGC>TGC p.R271C

Pat_24 Pre-Treatment URB2 9816 37 1 229771796 229771796 Missense_Mutation SNP G A 7 606 c.1436G>A c.(1435-1437)CGT>CAT p.R479H

Pat_24 Pre-Treatment TRIM67 440730 37 1 231339738 231339738 Missense_Mutation SNP G A 4 172 c.1660G>A c.(1660-1662)GGT>AGT p.G554S

Pat_24 Pre-Treatment SIPA1L2 57568 37 1 232579388 232579388 Missense_Mutation SNP C T 6 343 c.3397G>A c.(3397-3399)GGC>AGC p.G1133S

Pat_24 Pre-Treatment SIPA1L2 57568 37 1 232600585 232600585 Splice_Site SNP C T 4 156 c.2820_splice c.e7+1 p.V940_splice

Pat_24 Pre-Treatment PCNXL2 80003 37 1 233394278 233394278 Missense_Mutation SNP G A 140 107 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_24 Pre-Treatment PCNXL2 80003 37 1 233394878 233394878 Missense_Mutation SNP C T 4 227 c.730G>A c.(730-732)GAG>AAG p.E244K

Pat_24 Pre-Treatment TARBP1 6894 37 1 234527445 234527445 Missense_Mutation SNP C T 4 109 c.4744G>A c.(4744-4746)GTT>ATT p.V1582I

Pat_24 Pre-Treatment OR2L8 391190 37 1 248113064 248113064 Missense_Mutation SNP G A 34 99 c.905G>A c.(904-906)CGA>CAA p.R302Q

Pat_24 Pre-Treatment OR2AK2 391191 37 1 248128661 248128661 Missense_Mutation SNP G A 33 40 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_24 Pre-Treatment OR2M5 127059 37 1 248308569 248308569 Missense_Mutation SNP G A 141 127 c.120G>A c.(118-120)ATG>ATA p.M40I

Pat_24 Pre-Treatment OR2M4 26245 37 1 248402801 248402801 Missense_Mutation SNP G A 199 121 c.571G>A c.(571-573)GAA>AAA p.E191K

Pat_24 Pre-Treatment OR2T12 127064 37 1 248458834 248458834 Missense_Mutation SNP A T 120 105 c.47T>A c.(46-48)TTT>TAT p.F16Y

Pat_24 Pre-Treatment ZNF692 55657 37 1 249150737 249150737 Missense_Mutation SNP C T 130 103 c.500G>A c.(499-501)AGG>AAG p.R167K

Pat_24 Pre-Treatment TUBB8 347688 37 10 93214 93214 Missense_Mutation SNP G T 5 199 c.1118C>A c.(1117-1119)GCC>GAC p.A373D

Pat_24 Pre-Treatment DIP2C 22982 37 10 409202 409202 Missense_Mutation SNP C T 4 232 c.2527G>A c.(2527-2529)GTG>ATG p.V843M

Pat_24 Pre-Treatment DIP2C 22982 37 10 518463 518463 Missense_Mutation SNP G A 4 242 c.184C>T c.(184-186)CGC>TGC p.R62C

Pat_24 Pre-Treatment ASB13 79754 37 10 5693232 5693232 Missense_Mutation SNP G A 4 142 c.326C>T c.(325-327)GCC>GTC p.A109V

Pat_24 Pre-Treatment IL2RA 3559 37 10 6063567 6063567 Missense_Mutation SNP C T 5 200 c.457G>A c.(457-459)GTC>ATC p.V153I

Pat_24 Pre-Treatment TAF3 83860 37 10 8007211 8007211 Missense_Mutation SNP C T 4 88 c.1738C>T c.(1738-1740)CTT>TTT p.L580F

Pat_24 Pre-Treatment TAF3 83860 37 10 8056640 8056640 Missense_Mutation SNP C G 35 49 c.2716C>G c.(2716-2718)CAG>GAG p.Q906E

Pat_24 Pre-Treatment FAM171A1 221061 37 10 15256371 15256371 Missense_Mutation SNP C T 4 225 c.1216G>A c.(1216-1218)GGC>AGC p.G406S

Pat_24 Pre-Treatment CUBN 8029 37 10 16942693 16942693 Missense_Mutation SNP C T 7 383 c.8341G>A c.(8341-8343)GTG>ATG p.V2781M

Pat_24 Pre-Treatment ZEB1 6935 37 10 31799637 31799637 Missense_Mutation SNP C T 37 56 c.518C>T c.(517-519)CCA>CTA p.P173L

Pat_24 Pre-Treatment ARHGAP12 94134 37 10 32097662 32097662 Nonsense_Mutation SNP G A 6 405 c.2281C>T c.(2281-2283)CGA>TGA p.R761*

Pat_24 Pre-Treatment NRP1 8829 37 10 33475384 33475384 Missense_Mutation SNP C T 5 147 c.2095G>A c.(2095-2097)GAA>AAA p.E699K

Pat_24 Pre-Treatment FZD8 8325 37 10 35930284 35930284 Missense_Mutation SNP G A 3 36 c.74C>T c.(73-75)GCT>GTT p.A25V

Pat_24 Pre-Treatment TMEM72 643236 37 10 45430515 45430515 Missense_Mutation SNP C T 5 161 c.761C>T c.(760-762)ACA>ATA p.T254I

Pat_24 Pre-Treatment ANUBL1 93550 37 10 46121809 46121809 Missense_Mutation SNP C T 4 116 c.1462G>A c.(1462-1464)GTG>ATG p.V488M

Pat_24 Pre-Treatment RBP3 5949 37 10 48382146 48382146 Missense_Mutation SNP C T 48 46 c.3503G>A c.(3502-3504)GGG>GAG p.G1168E

Pat_24 Pre-Treatment RBP3 5949 37 10 48382161 48382161 Missense_Mutation SNP C T 4 112 c.3488G>A c.(3487-3489)CGG>CAG p.R1163Q

Pat_24 Pre-Treatment C10orf71 118461 37 10 50534997 50534997 Missense_Mutation SNP C T 3 32 c.2096C>T c.(2095-2097)ACA>ATA p.T699I

Pat_24 Pre-Treatment CHAT 1103 37 10 50870734 50870734 Missense_Mutation SNP G A 4 192 c.1883G>A c.(1882-1884)CGG>CAG p.R628Q

Pat_24 Pre-Treatment AGAP7 653268 37 10 51465222 51465222 Missense_Mutation SNP C T 4 194 c.1234G>A c.(1234-1236)GTC>ATC p.V412I

Pat_24 Pre-Treatment ANK3 288 37 10 61829772 61829772 Missense_Mutation SNP C T 25 51 c.10867G>A c.(10867-10869)GAT>AAT p.D3623N

Pat_24 Pre-Treatment TMEM26 219623 37 10 63188780 63188780 Missense_Mutation SNP G A 4 117 c.509C>T c.(508-510)ACT>ATT p.T170I

Pat_24 Pre-Treatment NRBF2 29982 37 10 64893246 64893246 Missense_Mutation SNP G A 4 135 c.16G>A c.(16-18)GGA>AGA p.G6R

Pat_24 Pre-Treatment MYPN 84665 37 10 69933908 69933908 Missense_Mutation SNP G A 134 159 c.2059G>A c.(2059-2061)GAG>AAG p.E687K

Pat_24 Pre-Treatment UNC5B 219699 37 10 73055623 73055623 Missense_Mutation SNP C T 4 126 c.2231C>T c.(2230-2232)CCG>CTG p.P744L

Pat_24 Pre-Treatment ECD 11319 37 10 74894454 74894454 Missense_Mutation SNP A T 4 91 c.1822T>A c.(1822-1824)TAT>AAT p.Y608N

Pat_24 Pre-Treatment USP54 159195 37 10 75301233 75301233 Missense_Mutation SNP G A 5 216 c.725C>T c.(724-726)GCT>GTT p.A242V

Pat_24 Pre-Treatment USP54 159195 37 10 75301248 75301248 Missense_Mutation SNP C T 4 225 c.710G>A c.(709-711)CGT>CAT p.R237H

Pat_24 Pre-Treatment POLR3A 11128 37 10 79737362 79737362 Missense_Mutation SNP C T 4 107 c.4047G>A c.(4045-4047)ATG>ATA p.M1349I



Pat_24 Pre-Treatment EIF5AL1 143244 37 10 81272743 81272743 Missense_Mutation SNP G A 4 176 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_24 Pre-Treatment LRIT2 340745 37 10 85981954 85981954 Missense_Mutation SNP C T 4 170 c.1375G>A c.(1375-1377)GCA>ACA p.A459T

Pat_24 Pre-Treatment IFIT1B 439996 37 10 91143396 91143396 Missense_Mutation SNP G A 4 109 c.326G>A c.(325-327)GGC>GAC p.G109D

Pat_24 Pre-Treatment HELLS 3070 37 10 96348116 96348116 Missense_Mutation SNP G A 4 175 c.1457G>A c.(1456-1458)CGT>CAT p.R486H

Pat_24 Pre-Treatment PDLIM1 9124 37 10 96997803 96997803 Missense_Mutation SNP C T 4 76 c.869G>A c.(868-870)GGC>GAC p.G290D

Pat_24 Pre-Treatment DNTT 1791 37 10 98092226 98092226 Missense_Mutation SNP G A 4 205 c.1232G>A c.(1231-1233)CGT>CAT p.R411H

Pat_24 Pre-Treatment SLIT1 6585 37 10 98816147 98816147 Missense_Mutation SNP G A 99 192 c.1232C>T c.(1231-1233)TCC>TTC p.S411F

Pat_24 Pre-Treatment RRP12 23223 37 10 99140560 99140560 Missense_Mutation SNP C T 4 196 c.1529G>A c.(1528-1530)AGG>AAG p.R510K

Pat_24 Pre-Treatment MMS19 64210 37 10 99225675 99225675 Missense_Mutation SNP T C 129 216 c.1643A>G c.(1642-1644)CAA>CGA p.Q548R

Pat_24 Pre-Treatment PI4K2A 55361 37 10 99400564 99400564 Missense_Mutation SNP C T 4 35 c.65C>T c.(64-66)TCG>TTG p.S22L

Pat_24 Pre-Treatment SFRP5 6425 37 10 99527416 99527416 Missense_Mutation SNP C T 4 144 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_24 Pre-Treatment ABCC2 1244 37 10 101590187 101590187 Missense_Mutation SNP G A 4 229 c.2744G>A c.(2743-2745)CGC>CAC p.R915H

Pat_24 Pre-Treatment LZTS2 84445 37 10 102763861 102763861 Missense_Mutation SNP C T 4 202 c.1006C>T c.(1006-1008)CGG>TGG p.R336W

Pat_24 Pre-Treatment TMEM180 79847 37 10 104233583 104233583 Missense_Mutation SNP G A 6 392 c.1105G>A c.(1105-1107)GTC>ATC p.V369I

Pat_24 Pre-Treatment SLK 9748 37 10 105785470 105785470 Nonsense_Mutation SNP G T 4 112 c.3700G>T c.(3700-3702)GGA>TGA p.G1234*

Pat_24 Pre-Treatment COL17A1 1308 37 10 105836119 105836119 Missense_Mutation SNP G A 4 243 c.271C>T c.(271-273)CCC>TCC p.P91S

Pat_24 Pre-Treatment CCDC147 159686 37 10 106139938 106139938 Missense_Mutation SNP G A 4 152 c.1325G>A c.(1324-1326)CGT>CAT p.R442H

Pat_24 Pre-Treatment XPNPEP1 7511 37 10 111651581 111651581 Missense_Mutation SNP G A 4 124 c.185C>T c.(184-186)ACA>ATA p.T62I

Pat_24 Pre-Treatment ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 86 43 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_24 Pre-Treatment ABLIM1 3983 37 10 116213210 116213210 Missense_Mutation SNP G A 4 57 c.1474C>T c.(1474-1476)CTC>TTC p.L492F

Pat_24 Pre-Treatment ABLIM1 3983 37 10 116225553 116225553 Missense_Mutation SNP G A 6 227 c.1345C>T c.(1345-1347)CGG>TGG p.R449W

Pat_24 Pre-Treatment ATRNL1 26033 37 10 116919972 116919972 Missense_Mutation SNP T A 4 75 c.1001T>A c.(1000-1002)CTA>CAA p.L334Q

Pat_24 Pre-Treatment ATRNL1 26033 37 10 117026430 117026430 Nonsense_Mutation SNP G A 9 83 c.1929G>A c.(1927-1929)TGG>TGA p.W643*

Pat_24 Pre-Treatment HTRA1 5654 37 10 124268285 124268285 Missense_Mutation SNP A T 28 14 c.1119A>T c.(1117-1119)AAA>AAT p.K373N

Pat_24 Pre-Treatment ADAM12 8038 37 10 127738226 127738226 Missense_Mutation SNP G A 4 101 c.1631C>T c.(1630-1632)GCC>GTC p.A544V

Pat_24 Pre-Treatment DOCK1 1793 37 10 128925979 128925979 Missense_Mutation SNP G A 4 147 c.2735G>A c.(2734-2736)CGG>CAG p.R912Q

Pat_24 Pre-Treatment CLRN3 119467 37 10 129690880 129690880 Missense_Mutation SNP G A 98 66 c.169C>T c.(169-171)CGT>TGT p.R57C

Pat_24 Pre-Treatment STK32C 282974 37 10 134041533 134041533 Missense_Mutation SNP G A 3 49 c.418C>T c.(418-420)CGG>TGG p.R140W

Pat_24 Pre-Treatment B4GALNT4 338707 37 11 372699 372699 Missense_Mutation SNP G A 4 130 c.293G>A c.(292-294)GGG>GAG p.G98E

Pat_24 Pre-Treatment PKP3 11187 37 11 397003 397003 Missense_Mutation SNP G A 30 28 c.502G>A c.(502-504)GGT>AGT p.G168S

Pat_24 Pre-Treatment DEAF1 10522 37 11 674732 674732 Missense_Mutation SNP G A 4 195 c.1307C>T c.(1306-1308)GCG>GTG p.A436V

Pat_24 Pre-Treatment KRTAP5-5 439915 37 11 1651471 1651471 Missense_Mutation SNP G T 4 113 c.401G>T c.(400-402)GGG>GTG p.G134V

Pat_24 Pre-Treatment KRTAP5-5 439915 37 11 1651483 1651483 Missense_Mutation SNP G C 4 166 c.413G>C c.(412-414)GGC>GCC p.G138A

Pat_24 Pre-Treatment ZNF195 7748 37 11 3381754 3381754 Missense_Mutation SNP C G 3 63 c.484G>C c.(484-486)GGC>CGC p.G162R

Pat_24 Pre-Treatment CHRNA10 57053 37 11 3690528 3690528 Missense_Mutation SNP G A 4 108 c.260C>T c.(259-261)ACA>ATA p.T87I

Pat_24 Pre-Treatment OR52R1 119695 37 11 4825480 4825480 Missense_Mutation SNP C T 6 12 c.368G>A c.(367-369)GGA>GAA p.G123E

Pat_24 Pre-Treatment OR51G2 81282 37 11 4936883 4936883 Missense_Mutation SNP C T 22 27 c.11G>A c.(10-12)GGA>GAA p.G4E

Pat_24 Pre-Treatment OR51B2 79345 37 11 5344923 5344923 Missense_Mutation SNP G A 12 26 c.605C>T c.(604-606)TCT>TTT p.S202F

Pat_24 Pre-Treatment OR51Q1 390061 37 11 5444142 5444142 Missense_Mutation SNP C T 33 90 c.712C>T c.(712-714)CGT>TGT p.R238C

Pat_24 Pre-Treatment FAM160A2 84067 37 11 6245114 6245114 Missense_Mutation SNP C T 4 160 c.503G>A c.(502-504)AGT>AAT p.S168N

Pat_24 Pre-Treatment ZNF215 7762 37 11 6962868 6962868 Missense_Mutation SNP G A 4 141 c.467G>A c.(466-468)CGA>CAA p.R156Q

Pat_24 Pre-Treatment SYT9 143425 37 11 7324551 7324551 Missense_Mutation SNP G A 36 48 c.427G>A c.(427-429)GGG>AGG p.G143R

Pat_24 Pre-Treatment OLFML1 283298 37 11 7507125 7507125 Missense_Mutation SNP G A 4 142 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_24 Pre-Treatment PPFIBP2 8495 37 11 7662818 7662818 Missense_Mutation SNP G A 4 194 c.1484G>A c.(1483-1485)CGG>CAG p.R495Q

Pat_24 Pre-Treatment OR10A3 26496 37 11 7960835 7960835 Missense_Mutation SNP G A 4 189 c.233C>T c.(232-234)ACG>ATG p.T78M

Pat_24 Pre-Treatment DENND5A 23258 37 11 9163614 9163614 Missense_Mutation SNP C T 6 193 c.3553G>A c.(3553-3555)GTA>ATA p.V1185I

Pat_24 Pre-Treatment MICAL2 9645 37 11 12229575 12229575 Missense_Mutation SNP C T 6 479 c.478C>T c.(478-480)CGC>TGC p.R160C



Pat_24 Pre-Treatment TEAD1 7003 37 11 12904563 12904563 Missense_Mutation SNP C T 5 93 c.545C>T c.(544-546)TCG>TTG p.S182L

Pat_24 Pre-Treatment ARNTL 406 37 11 13402788 13402788 Missense_Mutation SNP C T 51 146 c.1604C>T c.(1603-1605)CCA>CTA p.P535L

Pat_24 Pre-Treatment PIK3C2A 5286 37 11 17135987 17135987 Missense_Mutation SNP C T 4 158 c.3242G>A c.(3241-3243)CGA>CAA p.R1081Q

Pat_24 Pre-Treatment CSRP3 8048 37 11 19206514 19206514 Missense_Mutation SNP C T 26 63 c.493G>A c.(493-495)GAA>AAA p.E165K

Pat_24 Pre-Treatment CCDC34 91057 37 11 27384734 27384734 Missense_Mutation SNP G A 3 17 c.8C>T c.(7-9)GCG>GTG p.A3V

Pat_24 Pre-Treatment KIF18A 81930 37 11 28057807 28057807 Missense_Mutation SNP C T 4 111 c.2353G>A c.(2353-2355)GAA>AAA p.E785K

Pat_24 Pre-Treatment C11orf46 120534 37 11 30354450 30354450 Missense_Mutation SNP C T 4 83 c.464C>T c.(463-465)ACG>ATG p.T155M

Pat_24 Pre-Treatment C11orf41 25758 37 11 33565594 33565594 Missense_Mutation SNP G A 5 290 c.1594G>A c.(1594-1596)GTG>ATG p.V532M

Pat_24 Pre-Treatment ELF5 2001 37 11 34527196 34527196 Missense_Mutation SNP G A 137 167 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_24 Pre-Treatment MAPK8IP1 9479 37 11 45926796 45926796 Missense_Mutation SNP G A 4 125 c.2059G>A c.(2059-2061)GTG>ATG p.V687M

Pat_24 Pre-Treatment PACSIN3 29763 37 11 47199955 47199955 Missense_Mutation SNP T G 42 57 c.1121A>C c.(1120-1122)TAC>TCC p.Y374S

Pat_24 Pre-Treatment MADD 8567 37 11 47317128 47317128 Missense_Mutation SNP G A 4 162 c.3598G>A c.(3598-3600)GTG>ATG p.V1200M

Pat_24 Pre-Treatment KBTBD4 55709 37 11 47595153 47595153 Missense_Mutation SNP G A 4 107 c.886C>T c.(886-888)CGG>TGG p.R296W

Pat_24 Pre-Treatment NUP160 23279 37 11 47858456 47858456 Nonsense_Mutation SNP G A 4 206 c.925C>T c.(925-927)CGA>TGA p.R309*

Pat_24 Pre-Treatment OR4X2 119764 37 11 48267541 48267541 Missense_Mutation SNP A T 5 204 c.886A>T c.(886-888)AGG>TGG p.R296W

Pat_24 Pre-Treatment GLYATL1 92292 37 11 58714563 58714563 Missense_Mutation SNP G A 50 101 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_24 Pre-Treatment GLYATL1 92292 37 11 58723157 58723157 Missense_Mutation SNP G A 32 59 c.566G>A c.(565-567)GGG>GAG p.G189E

Pat_24 Pre-Treatment GLYATL1 92292 37 11 58723339 58723339 Nonsense_Mutation SNP C T 4 131 c.748C>T c.(748-750)CGA>TGA p.R250*

Pat_24 Pre-Treatment CD6 923 37 11 60781460 60781460 Missense_Mutation SNP C T 4 186 c.1361C>T c.(1360-1362)CCG>CTG p.P454L

Pat_24 Pre-Treatment CPSF7 79869 37 11 61183653 61183653 Missense_Mutation SNP G A 4 136 c.889C>T c.(889-891)CCC>TCC p.P297S

Pat_24 Pre-Treatment EEF1G 1937 37 11 62338516 62338516 Missense_Mutation SNP G A 5 192 c.443C>T c.(442-444)ACG>ATG p.T148M

Pat_24 Pre-Treatment TAF6L 10629 37 11 62543392 62543392 Missense_Mutation SNP A G 3 78 c.137A>G c.(136-138)GAG>GGG p.E46G

Pat_24 Pre-Treatment SLC22A8 9376 37 11 62763580 62763580 Missense_Mutation SNP G A 67 92 c.806C>T c.(805-807)TCC>TTC p.S269F

Pat_24 Pre-Treatment LGALS12 85329 37 11 63276320 63276320 Missense_Mutation SNP C T 5 186 c.295C>T c.(295-297)CGC>TGC p.R99C

Pat_24 Pre-Treatment RTN3 10313 37 11 63486611 63486611 Missense_Mutation SNP C T 46 82 c.637C>T c.(637-639)CCA>TCA p.P213S

Pat_24 Pre-Treatment ATG2A 23130 37 11 64662539 64662539 Missense_Mutation SNP G A 4 227 c.5723C>T c.(5722-5724)ACG>ATG p.T1908M

Pat_24 Pre-Treatment C11orf85 283129 37 11 64726840 64726840 Missense_Mutation SNP G A 4 197 c.38C>T c.(37-39)ACG>ATG p.T13M

Pat_24 Pre-Treatment ZFPL1 7542 37 11 64854809 64854809 Missense_Mutation SNP C T 5 250 c.650C>T c.(649-651)ACG>ATG p.T217M

Pat_24 Pre-Treatment POLA2 23649 37 11 65063436 65063436 Missense_Mutation SNP C T 5 459 c.1622C>T c.(1621-1623)CCG>CTG p.P541L

Pat_24 Pre-Treatment PCNXL3 399909 37 11 65385807 65385807 Missense_Mutation SNP G A 4 150 c.974G>A c.(973-975)AGC>AAC p.S325N

Pat_24 Pre-Treatment FIBP 9158 37 11 65651915 65651915 Missense_Mutation SNP G A 4 181 c.973C>T c.(973-975)CGG>TGG p.R325W

Pat_24 Pre-Treatment FOSL1 8061 37 11 65664389 65664389 Missense_Mutation SNP C T 4 134 c.188G>A c.(187-189)AGT>AAT p.S63N

Pat_24 Pre-Treatment B3GNT1 11041 37 11 66113576 66113576 Missense_Mutation SNP G A 5 333 c.1192C>T c.(1192-1194)CGC>TGC p.R398C

Pat_24 Pre-Treatment PELI3 246330 37 11 66243271 66243271 Missense_Mutation SNP G A 3 46 c.1043G>A c.(1042-1044)CGC>CAC p.R348H

Pat_24 Pre-Treatment CCDC87 55231 37 11 66359879 66359879 Missense_Mutation SNP G A 4 57 c.608C>T c.(607-609)ACG>ATG p.T203M

Pat_24 Pre-Treatment CCS 9973 37 11 66366692 66366692 Missense_Mutation SNP C T 4 111 c.218C>T c.(217-219)GCG>GTG p.A73V

Pat_24 Pre-Treatment PC 5091 37 11 66620239 66620239 Missense_Mutation SNP C T 4 187 c.1582G>A c.(1582-1584)GTT>ATT p.V528I

Pat_24 Pre-Treatment PITPNM1 9600 37 11 67270150 67270150 Missense_Mutation SNP C T 4 213 c.118G>A c.(118-120)GTG>ATG p.V40M

Pat_24 Pre-Treatment NUDT8 254552 37 11 67396467 67396467 Missense_Mutation SNP G A 6 223 c.250C>T c.(250-252)CGG>TGG p.R84W

Pat_24 Pre-Treatment LOC645332 645332 37 11 67564228 67564228 Missense_Mutation SNP C T 5 132 c.236G>A c.(235-237)AGC>AAC p.S79N

Pat_24 Pre-Treatment CHKA 1119 37 11 67821460 67821460 Missense_Mutation SNP C T 3 50 c.1369G>A c.(1369-1371)GTG>ATG p.V457M

Pat_24 Pre-Treatment LRP5 4041 37 11 68154038 68154038 Missense_Mutation SNP G A 4 173 c.1270G>A c.(1270-1272)GAC>AAC p.D424N

Pat_24 Pre-Treatment CPT1A 1374 37 11 68562289 68562289 Missense_Mutation SNP G A 4 204 c.862C>T c.(862-864)CGG>TGG p.R288W

Pat_24 Pre-Treatment MYEOV 26579 37 11 69063509 69063509 Nonsense_Mutation SNP C T 4 144 c.592C>T c.(592-594)CGA>TGA p.R198*

Pat_24 Pre-Treatment CTTN 2017 37 11 70263164 70263164 Missense_Mutation SNP G A 7 463 c.503G>A c.(502-504)CGA>CAA p.R168Q

Pat_24 Pre-Treatment DHCR7 1717 37 11 71146522 71146522 Missense_Mutation SNP G A 4 128 c.1327C>T c.(1327-1329)CGC>TGC p.R443C

Pat_24 Pre-Treatment PRKRIR 5612 37 11 76062369 76062369 Missense_Mutation SNP G A 4 219 c.1825C>T c.(1825-1827)CCC>TCC p.P609S



Pat_24 Pre-Treatment C11orf30 56946 37 11 76261033 76261033 Missense_Mutation SNP C T 4 206 c.3812C>T c.(3811-3813)TCC>TTC p.S1271F

Pat_24 Pre-Treatment GAB2 9846 37 11 77934697 77934697 Missense_Mutation SNP G A 237 405 c.1328C>T c.(1327-1329)TCG>TTG p.S443L

Pat_24 Pre-Treatment FAT3 120114 37 11 92531158 92531158 Missense_Mutation SNP C T 54 127 c.4979C>T c.(4978-4980)TCC>TTC p.S1660F

Pat_24 Pre-Treatment FAT3 120114 37 11 92616245 92616245 Missense_Mutation SNP C T 4 165 c.12623C>T c.(12622-12624)CCG>CTG p.P4208L

Pat_24 Pre-Treatment ANGPTL5 253935 37 11 101765741 101765741 Missense_Mutation SNP G A 34 53 c.716C>T c.(715-717)ACC>ATC p.T239I

Pat_24 Pre-Treatment GRIA4 2893 37 11 105781176 105781176 Missense_Mutation SNP G A 43 57 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_24 Pre-Treatment PPP2R1B 5519 37 11 111625721 111625721 Missense_Mutation SNP G A 4 172 c.941C>T c.(940-942)GCT>GTT p.A314V

Pat_24 Pre-Treatment NCAM1 4684 37 11 113076768 113076768 Missense_Mutation SNP G A 5 281 c.140G>A c.(139-141)CGA>CAA p.R47Q

Pat_24 Pre-Treatment ZBTB16 7704 37 11 113934474 113934474 Missense_Mutation SNP G A 4 65 c.452G>A c.(451-453)CGG>CAG p.R151Q

Pat_24 Pre-Treatment ZBTB16 7704 37 11 113934735 113934735 Missense_Mutation SNP T C 2 9 c.713T>C c.(712-714)GTG>GCG p.V238A

Pat_24 Pre-Treatment FAM55D 54827 37 11 114453681 114453681 Missense_Mutation SNP T A 85 111 c.159A>T c.(157-159)TTA>TTT p.L53F

Pat_24 Pre-Treatment MLL 4297 37 11 118344458 118344458 Nonsense_Mutation SNP C T 17 29 c.2584C>T c.(2584-2586)CGA>TGA p.R862*

Pat_24 Pre-Treatment HINFP 25988 37 11 119004963 119004963 Missense_Mutation SNP G A 4 63 c.1309G>A c.(1309-1311)GGA>AGA p.G437R

Pat_24 Pre-Treatment ABCG4 64137 37 11 119029628 119029628 Missense_Mutation SNP G A 4 194 c.1426G>A c.(1426-1428)GTG>ATG p.V476M

Pat_24 Pre-Treatment TRIM29 23650 37 11 119991365 119991365 Missense_Mutation SNP G A 4 74 c.1444C>T c.(1444-1446)CGG>TGG p.R482W

Pat_24 Pre-Treatment SORL1 6653 37 11 121495971 121495971 Missense_Mutation SNP G A 4 172 c.6349G>A c.(6349-6351)GAT>AAT p.D2117N

Pat_24 Pre-Treatment OR10S1 219873 37 11 123848079 123848079 Missense_Mutation SNP G A 16 35 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_24 Pre-Treatment ROBO3 64221 37 11 124744006 124744006 Missense_Mutation SNP G A 9 627 c.1825G>A c.(1825-1827)GTG>ATG p.V609M

Pat_24 Pre-Treatment SNX19 399979 37 11 130775881 130775881 Missense_Mutation SNP C T 4 167 c.2410G>A c.(2410-2412)GTG>ATG p.V804M

Pat_24 Pre-Treatment CACNA1C 775 37 12 2719791 2719791 Missense_Mutation SNP G A 6 313 c.3703G>A c.(3703-3705)GTG>ATG p.V1235M

Pat_24 Pre-Treatment NTF3 4908 37 12 5603829 5603829 Missense_Mutation SNP C T 7 280 c.449C>T c.(448-450)TCG>TTG p.S150L

Pat_24 Pre-Treatment VWF 7450 37 12 6172182 6172182 Missense_Mutation SNP G A 5 102 c.1471C>T c.(1471-1473)CGC>TGC p.R491C

Pat_24 Pre-Treatment ZNF384 171017 37 12 6781600 6781600 Missense_Mutation SNP C T 4 206 c.1010G>A c.(1009-1011)CGT>CAT p.R337H

Pat_24 Pre-Treatment MLF2 8079 37 12 6860835 6860835 Missense_Mutation SNP G A 4 228 c.188C>T c.(187-189)GCT>GTT p.A63V

Pat_24 Pre-Treatment PTPN6 5777 37 12 7065712 7065712 Missense_Mutation SNP G A 4 213 c.1055G>A c.(1054-1056)CGA>CAA p.R352Q

Pat_24 Pre-Treatment ACSM4 341392 37 12 7479635 7479635 Missense_Mutation SNP C T 12 38 c.1600C>T c.(1600-1602)CTT>TTT p.L534F

Pat_24 Pre-Treatment A2M 2 37 12 9224967 9224967 Missense_Mutation SNP G A 15 50 c.4091C>T c.(4090-4092)TCC>TTC p.S1364F

Pat_24 Pre-Treatment PRB3 5544 37 12 11420584 11420584 Missense_Mutation SNP C T 7 358 c.599G>A c.(598-600)CGT>CAT p.R200H

Pat_24 Pre-Treatment RPL13AP20 387841 37 12 13028782 13028782 Missense_Mutation SNP G A 4 116 c.350G>A c.(349-351)CGG>CAG p.R117Q

Pat_24 Pre-Treatment GRIN2B 2904 37 12 13715812 13715812 Missense_Mutation SNP G A 52 76 c.4360C>T c.(4360-4362)CCC>TCC p.P1454S

Pat_24 Pre-Treatment PTPRO 5800 37 12 15742411 15742411 Missense_Mutation SNP A G 126 230 c.3433A>G c.(3433-3435)ACA>GCA p.T1145A

Pat_24 Pre-Treatment RECQL 5965 37 12 21624004 21624004 Missense_Mutation SNP T G 3 93 c.1696A>C c.(1696-1698)ACC>CCC p.T566P

Pat_24 Pre-Treatment ABCC9 10060 37 12 22068802 22068802 Nonsense_Mutation SNP C A 4 54 c.616G>T c.(616-618)GAA>TAA p.E206*

Pat_24 Pre-Treatment PTHLH 5744 37 12 28116642 28116642 Missense_Mutation SNP G A 7 390 c.163C>T c.(163-165)CGG>TGG p.R55W

Pat_24 Pre-Treatment ALG10 84920 37 12 34179675 34179675 Missense_Mutation SNP G A 4 244 c.1247G>A c.(1246-1248)CGT>CAT p.R416H

Pat_24 Pre-Treatment KIF21A 55605 37 12 39726893 39726893 Missense_Mutation SNP C T 5 216 c.2504G>A c.(2503-2505)CGG>CAG p.R835Q

Pat_24 Pre-Treatment ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 47 105 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_24 Pre-Treatment LRRK2 120892 37 12 40758790 40758790 Missense_Mutation SNP G A 4 132 c.7328G>A c.(7327-7329)CGA>CAA p.R2443Q

Pat_24 Pre-Treatment PPHLN1 51535 37 12 42836514 42836514 Missense_Mutation SNP G A 7 480 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_24 Pre-Treatment ARID2 196528 37 12 46246366 46246366 Missense_Mutation SNP C T 80 117 c.4460C>T c.(4459-4461)CCC>CTC p.P1487L

Pat_24 Pre-Treatment SLC38A4 55089 37 12 47181792 47181792 Missense_Mutation SNP C T 19 59 c.233G>A c.(232-234)GGA>GAA p.G78E

Pat_24 Pre-Treatment FAM113B 91523 37 12 47629811 47629811 Missense_Mutation SNP C T 4 236 c.965C>T c.(964-966)CCT>CTT p.P322L

Pat_24 Pre-Treatment RAPGEF3 10411 37 12 48144895 48144895 Missense_Mutation SNP C T 3 17 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_24 Pre-Treatment ADCY6 112 37 12 49176700 49176700 Missense_Mutation SNP G A 4 115 c.518C>T c.(517-519)CCC>CTC p.P173L

Pat_24 Pre-Treatment LMBR1L 55716 37 12 49500753 49500753 Missense_Mutation SNP A G 102 210 c.148T>C c.(148-150)TTC>CTC p.F50L

Pat_24 Pre-Treatment FAIM2 23017 37 12 50283310 50283310 Missense_Mutation SNP G A 4 201 c.605C>T c.(604-606)ACG>ATG p.T202M

Pat_24 Pre-Treatment BIN2 51411 37 12 51685932 51685932 Missense_Mutation SNP C T 24 45 c.958G>A c.(958-960)GAA>AAA p.E320K



Pat_24 Pre-Treatment ACVRL1 94 37 12 52309892 52309892 Missense_Mutation SNP G A 6 311 c.1121G>A c.(1120-1122)CGG>CAG p.R374Q

Pat_24 Pre-Treatment KRT5 3852 37 12 52911448 52911448 Missense_Mutation SNP C T 5 392 c.1018G>A c.(1018-1020)GCT>ACT p.A340T

Pat_24 Pre-Treatment KRT71 112802 37 12 52942532 52942532 Missense_Mutation SNP C T 126 182 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_24 Pre-Treatment SPRYD3 84926 37 12 53468516 53468516 Missense_Mutation SNP C T 5 221 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_24 Pre-Treatment ESPL1 9700 37 12 53686729 53686729 Missense_Mutation SNP G A 4 107 c.6136G>A c.(6136-6138)GTG>ATG p.V2046M

Pat_24 Pre-Treatment HOXC12 3228 37 12 54350232 54350232 Missense_Mutation SNP G A 5 338 c.731G>A c.(730-732)CGG>CAG p.R244Q

Pat_24 Pre-Treatment NCKAP1L 3071 37 12 54910702 54910702 Missense_Mutation SNP C T 4 219 c.1021C>T c.(1021-1023)CGG>TGG p.R341W

Pat_24 Pre-Treatment RDH16 8608 37 12 57351092 57351092 Missense_Mutation SNP C T 4 102 c.155G>A c.(154-156)CGA>CAA p.R52Q

Pat_24 Pre-Treatment LRP1 4035 37 12 57579368 57579368 Missense_Mutation SNP G A 3 77 c.6518G>A c.(6517-6519)CGG>CAG p.R2173Q

Pat_24 Pre-Treatment USP15 9958 37 12 62785105 62785105 Missense_Mutation SNP G A 4 204 c.2129G>A c.(2128-2130)CGA>CAA p.R710Q

Pat_24 Pre-Treatment TMEM5 10329 37 12 64202532 64202532 Missense_Mutation SNP C T 4 219 c.992C>T c.(991-993)CCG>CTG p.P331L

Pat_24 Pre-Treatment GNS 2799 37 12 65141685 65141685 Missense_Mutation SNP G A 4 168 c.266C>T c.(265-267)GCT>GTT p.A89V

Pat_24 Pre-Treatment HELB 92797 37 12 66724980 66724980 Missense_Mutation SNP G A 5 171 c.2717G>A c.(2716-2718)CGC>CAC p.R906H

Pat_24 Pre-Treatment CNOT2 4848 37 12 70739967 70739967 Missense_Mutation SNP C T 4 125 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_24 Pre-Treatment THAP2 83591 37 12 72070580 72070580 Missense_Mutation SNP G C 3 103 c.379G>C c.(379-381)GCC>CCC p.A127P

Pat_24 Pre-Treatment NAV3 89795 37 12 78513287 78513287 Missense_Mutation SNP G A 4 185 c.3311G>A c.(3310-3312)GGG>GAG p.G1104E

Pat_24 Pre-Treatment SLC6A15 55117 37 12 85255559 85255559 Missense_Mutation SNP G A 4 130 c.2045C>T c.(2044-2046)CCG>CTG p.P682L

Pat_24 Pre-Treatment ATP2B1 490 37 12 90049560 90049560 Missense_Mutation SNP C T 4 90 c.104G>A c.(103-105)CGG>CAG p.R35Q

Pat_24 Pre-Treatment C12orf12 196477 37 12 91348050 91348050 Missense_Mutation SNP G A 6 18 c.470C>T c.(469-471)TCC>TTC p.S157F

Pat_24 Pre-Treatment PLXNC1 10154 37 12 94631525 94631525 Missense_Mutation SNP G A 4 161 c.2066G>A c.(2065-2067)CGG>CAG p.R689Q

Pat_24 Pre-Treatment UTP20 27340 37 12 101689336 101689336 Missense_Mutation SNP G T 4 84 c.1330G>T c.(1330-1332)GCC>TCC p.A444S

Pat_24 Pre-Treatment CHST11 50515 37 12 105150764 105150764 Missense_Mutation SNP G A 4 144 c.242G>A c.(241-243)CGG>CAG p.R81Q

Pat_24 Pre-Treatment RFX4 5992 37 12 107125991 107125991 Missense_Mutation SNP G A 69 142 c.1435G>A c.(1435-1437)GAG>AAG p.E479K

Pat_24 Pre-Treatment CRY1 1407 37 12 107386630 107386630 Missense_Mutation SNP G A 6 280 c.1696C>T c.(1696-1698)CGT>TGT p.R566C

Pat_24 Pre-Treatment PWP1 11137 37 12 108082472 108082472 Missense_Mutation SNP G A 4 94 c.212G>A c.(211-213)CGC>CAC p.R71H

Pat_24 Pre-Treatment FICD 11153 37 12 108912743 108912743 Missense_Mutation SNP G A 4 120 c.868G>A c.(868-870)GTG>ATG p.V290M

Pat_24 Pre-Treatment TMEM119 338773 37 12 108985629 108985629 Missense_Mutation SNP C A 4 113 c.531G>T c.(529-531)TTG>TTT p.L177F

Pat_24 Pre-Treatment DAO 1610 37 12 109278847 109278847 Missense_Mutation SNP G A 5 122 c.65G>A c.(64-66)CGC>CAC p.R22H

Pat_24 Pre-Treatment ACACB 32 37 12 109625846 109625846 Missense_Mutation SNP C T 4 206 c.2023C>T c.(2023-2025)CGG>TGG p.R675W

Pat_24 Pre-Treatment ACACB 32 37 12 109660688 109660688 Missense_Mutation SNP G A 3 51 c.3763G>A c.(3763-3765)GGC>AGC p.G1255S

Pat_24 Pre-Treatment TCHP 84260 37 12 110348958 110348958 Missense_Mutation SNP G A 3 26 c.970G>A c.(970-972)GAT>AAT p.D324N

Pat_24 Pre-Treatment ANKRD13A 88455 37 12 110456188 110456188 Missense_Mutation SNP C T 4 149 c.439C>T c.(439-441)CGC>TGC p.R147C

Pat_24 Pre-Treatment DDX54 79039 37 12 113601055 113601055 Missense_Mutation SNP G A 4 182 c.1963C>T c.(1963-1965)CGG>TGG p.R655W

Pat_24 Pre-Treatment IQCD 115811 37 12 113633648 113633648 Missense_Mutation SNP G A 6 287 c.776C>T c.(775-777)TCG>TTG p.S259L

Pat_24 Pre-Treatment TAOK3 51347 37 12 118636903 118636903 Missense_Mutation SNP C T 4 236 c.1147G>A c.(1147-1149)GAT>AAT p.D383N

Pat_24 Pre-Treatment CCDC64 92558 37 12 120436370 120436370 Nonsense_Mutation SNP C T 4 140 c.475C>T c.(475-477)CGA>TGA p.R159*

Pat_24 Pre-Treatment P2RX7 5027 37 12 121613228 121613228 Missense_Mutation SNP C T 7 270 c.919C>T c.(919-921)CGG>TGG p.R307W

Pat_24 Pre-Treatment CAMKK2 10645 37 12 121706440 121706440 Splice_Site SNP C T 8 546 c.625_splice c.e5+1 p.R209_splice

Pat_24 Pre-Treatment TMEM120B 144404 37 12 122190101 122190101 Missense_Mutation SNP G A 4 241 c.433G>A c.(433-435)GTG>ATG p.V145M

Pat_24 Pre-Treatment HIP1R 9026 37 12 123346041 123346041 Missense_Mutation SNP G C 3 90 c.3139G>C c.(3139-3141)GCC>CCC p.A1047P

Pat_24 Pre-Treatment DNAH10 196385 37 12 124270346 124270346 Missense_Mutation SNP G A 59 86 c.1101G>A c.(1099-1101)ATG>ATA p.M367I

Pat_24 Pre-Treatment DNAH10 196385 37 12 124293478 124293478 Missense_Mutation SNP G A 6 528 c.2768G>A c.(2767-2769)CGG>CAG p.R923Q

Pat_24 Pre-Treatment AACS 65985 37 12 125626671 125626671 Missense_Mutation SNP G A 5 213 c.1915G>A c.(1915-1917)GTC>ATC p.V639I

Pat_24 Pre-Treatment TMEM132B 114795 37 12 126004121 126004121 Missense_Mutation SNP G A 55 109 c.1228G>A c.(1228-1230)GAG>AAG p.E410K

Pat_24 Pre-Treatment TMEM132D 121256 37 12 130184920 130184920 Missense_Mutation SNP G A 3 51 c.403C>T c.(403-405)CGG>TGG p.R135W

Pat_24 Pre-Treatment POLE 5426 37 12 133219832 133219832 Missense_Mutation SNP G A 4 81 c.4529C>T c.(4528-4530)GCA>GTA p.A1510V

Pat_24 Pre-Treatment PGAM5 192111 37 12 133291473 133291473 Missense_Mutation SNP G A 4 236 c.221G>A c.(220-222)CGG>CAG p.R74Q



Pat_24 Pre-Treatment ZNF268 10795 37 12 133727692 133727692 Translation_Start_Site SNP G A 4 154 c.-972G>A .(-974--970)TCGTG>TCATG

Pat_24 Pre-Treatment ZNF10 7556 37 12 133732827 133732827 Nonsense_Mutation SNP G A 4 94 c.995G>A c.(994-996)TGG>TAG p.W332*

Pat_24 Pre-Treatment ZNF10 7556 37 12 133732959 133732959 Missense_Mutation SNP C T 70 161 c.1127C>T c.(1126-1128)CCC>CTC p.P376L

Pat_24 Pre-Treatment MPHOSPH8 54737 37 13 20240595 20240595 Nonsense_Mutation SNP C T 5 297 c.2050C>T c.(2050-2052)CGA>TGA p.R684*

Pat_24 Pre-Treatment PSPC1 55269 37 13 20356687 20356687 Missense_Mutation SNP G A 4 177 c.211C>T c.(211-213)CTC>TTC p.L71F

Pat_24 Pre-Treatment ATP12A 479 37 13 25262518 25262518 Missense_Mutation SNP C T 8 457 c.290C>T c.(289-291)CCT>CTT p.P97L

Pat_24 Pre-Treatment RNF6 6049 37 13 26789432 26789432 Missense_Mutation SNP C T 6 429 c.587G>A c.(586-588)CGA>CAA p.R196Q

Pat_24 Pre-Treatment MTUS2 23281 37 13 29600916 29600916 Missense_Mutation SNP A G 22 36 c.2111A>G c.(2110-2112)AAC>AGC p.N704S

Pat_24 Pre-Treatment STARD13 90627 37 13 33704132 33704132 Missense_Mutation SNP C T 31 56 c.682G>A c.(682-684)GTC>ATC p.V228I

Pat_24 Pre-Treatment TRPC4 7223 37 13 38266415 38266415 Missense_Mutation SNP G A 35 74 c.955C>T c.(955-957)CCA>TCA p.P319S

Pat_24 Pre-Treatment ELF1 1997 37 13 41525471 41525471 Nonsense_Mutation SNP G A 4 94 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_24 Pre-Treatment ATP7B 540 37 13 52524205 52524205 Missense_Mutation SNP C T 4 153 c.2668G>A c.(2668-2670)GTG>ATG p.V890M

Pat_24 Pre-Treatment UCHL3 7347 37 13 76141423 76141423 Missense_Mutation SNP G A 5 243 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_24 Pre-Treatment LMO7 4008 37 13 76415291 76415291 Missense_Mutation SNP G A 38 61 c.2930G>A c.(2929-2931)AGG>AAG p.R977K

Pat_24 Pre-Treatment SPRY2 10253 37 13 80911087 80911087 Nonsense_Mutation SNP G A 5 227 c.754C>T c.(754-756)CGA>TGA p.R252*

Pat_24 Pre-Treatment DZIP1 22873 37 13 96239829 96239829 Missense_Mutation SNP C T 6 327 c.2182G>A c.(2182-2184)GAA>AAA p.E728K

Pat_24 Pre-Treatment IPO5 3843 37 13 98649834 98649834 Nonsense_Mutation SNP G A 4 152 c.963G>A c.(961-963)TGG>TGA p.W321*

Pat_24 Pre-Treatment NALCN 259232 37 13 101756664 101756664 Missense_Mutation SNP C T 48 55 c.2871G>A c.(2869-2871)ATG>ATA p.M957I

Pat_24 Pre-Treatment MYO16 23026 37 13 109661317 109661317 Missense_Mutation SNP G A 65 85 c.2449G>A c.(2449-2451)GAA>AAA p.E817K

Pat_24 Pre-Treatment COL4A1 1282 37 13 110835536 110835536 Missense_Mutation SNP G A 14 25 c.1985C>T c.(1984-1986)CCC>CTC p.P662L

Pat_24 Pre-Treatment ATP11A 23250 37 13 113527942 113527942 Missense_Mutation SNP C T 4 142 c.3113C>T c.(3112-3114)TCG>TTG p.S1038L

Pat_24 Pre-Treatment PROZ 8858 37 13 113826166 113826166 Missense_Mutation SNP G A 4 113 c.950G>A c.(949-951)CGG>CAG p.R317Q

Pat_24 Pre-Treatment OR4M1 441670 37 14 20249078 20249078 Missense_Mutation SNP G A 97 136 c.597G>A c.(595-597)ATG>ATA p.M199I

Pat_24 Pre-Treatment TEP1 7011 37 14 20852268 20852268 Missense_Mutation SNP G A 4 178 c.3463C>T c.(3463-3465)CGG>TGG p.R1155W

Pat_24 Pre-Treatment LRP10 26020 37 14 23345353 23345353 Missense_Mutation SNP G C 4 226 c.1196G>C c.(1195-1197)TGC>TCC p.C399S

Pat_24 Pre-Treatment ACIN1 22985 37 14 23530575 23530575 Missense_Mutation SNP C T 6 279 c.3530G>A c.(3529-3531)CGA>CAA p.R1177Q

Pat_24 Pre-Treatment HOMEZ 57594 37 14 23745797 23745797 Missense_Mutation SNP G A 45 65 c.640C>T c.(640-642)CCC>TCC p.P214S

Pat_24 Pre-Treatment CMTM5 116173 37 14 23847681 23847681 Missense_Mutation SNP C T 6 442 c.250C>T c.(250-252)CGC>TGC p.R84C

Pat_24 Pre-Treatment MYH7 4625 37 14 23899059 23899059 Missense_Mutation SNP C T 4 132 c.1063G>A c.(1063-1065)GCC>ACC p.A355T

Pat_24 Pre-Treatment JPH4 84502 37 14 24045177 24045177 Missense_Mutation SNP G A 29 39 c.868C>T c.(868-870)CGG>TGG p.R290W

Pat_24 Pre-Treatment LRRC16B 90668 37 14 24535670 24535670 Missense_Mutation SNP G A 4 229 c.3589G>A c.(3589-3591)GCA>ACA p.A1197T

Pat_24 Pre-Treatment NOVA1 4857 37 14 26949269 26949269 Nonsense_Mutation SNP G A 70 121 c.361C>T c.(361-363)CGA>TGA p.R121*

Pat_24 Pre-Treatment SIP1 8487 37 14 39594217 39594217 Missense_Mutation SNP A T 4 205 c.541A>T c.(541-543)AGT>TGT p.S181C

Pat_24 Pre-Treatment LRFN5 145581 37 14 42356643 42356643 Missense_Mutation SNP G A 4 163 c.815G>A c.(814-816)CGC>CAC p.R272H

Pat_24 Pre-Treatment C14orf182 283551 37 14 50472465 50472465 Missense_Mutation SNP C T 7 654 c.53G>A c.(52-54)AGG>AAG p.R18K

Pat_24 Pre-Treatment TRIM9 114088 37 14 51444041 51444041 Missense_Mutation SNP C T 4 178 c.2101G>A c.(2101-2103)GAC>AAC p.D701N

Pat_24 Pre-Treatment PELI2 57161 37 14 56763456 56763456 Missense_Mutation SNP G A 4 83 c.835G>A c.(835-837)GCC>ACC p.A279T

Pat_24 Pre-Treatment ARID4A 5926 37 14 58814397 58814397 Missense_Mutation SNP C T 4 106 c.1205C>T c.(1204-1206)TCG>TTG p.S402L

Pat_24 Pre-Treatment KCNH5 27133 37 14 63174438 63174438 Missense_Mutation SNP C T 79 138 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_24 Pre-Treatment KCNH5 27133 37 14 63174770 63174770 Missense_Mutation SNP C T 48 72 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_24 Pre-Treatment SYNE2 23224 37 14 64467305 64467305 Missense_Mutation SNP G A 4 197 c.3506G>A c.(3505-3507)CGC>CAC p.R1169H

Pat_24 Pre-Treatment SYNE2 23224 37 14 64679658 64679658 Missense_Mutation SNP C T 5 191 c.18991C>T c.(18991-18993)CGC>TGC p.R6331C

Pat_24 Pre-Treatment HSPA2 3306 37 14 65009062 65009062 Missense_Mutation SNP G A 4 163 c.1495G>A c.(1495-1497)GGT>AGT p.G499S

Pat_24 Pre-Treatment SPTB 6710 37 14 65240084 65240084 Missense_Mutation SNP C T 6 315 c.5032G>A c.(5032-5034)GTG>ATG p.V1678M

Pat_24 Pre-Treatment DCAF5 8816 37 14 69521641 69521641 Missense_Mutation SNP G A 4 142 c.1762C>T c.(1762-1764)CGG>TGG p.R588W

Pat_24 Pre-Treatment TMEM90A 646658 37 14 74876219 74876219 Missense_Mutation SNP C T 5 7 c.229G>A c.(229-231)GAC>AAC p.D77N

Pat_24 Pre-Treatment TTLL5 23093 37 14 76249729 76249729 Missense_Mutation SNP C T 4 112 c.2842C>T c.(2842-2844)CAT>TAT p.H948Y



Pat_24 Pre-Treatment ESRRB 2103 37 14 76928965 76928965 Missense_Mutation SNP C T 5 229 c.475C>T c.(475-477)CGC>TGC p.R159C

Pat_24 Pre-Treatment ANGEL1 23357 37 14 77272947 77272947 Missense_Mutation SNP G A 5 155 c.1192C>T c.(1192-1194)CGC>TGC p.R398C

Pat_24 Pre-Treatment GSTZ1 2954 37 14 77795544 77795544 Missense_Mutation SNP G A 4 97 c.421G>A c.(421-423)GCC>ACC p.A141T

Pat_24 Pre-Treatment C14orf145 145508 37 14 81372379 81372379 Missense_Mutation SNP C T 4 117 c.281G>A c.(280-282)CGT>CAT p.R94H

Pat_24 Pre-Treatment ZC3H14 79882 37 14 89037468 89037468 Missense_Mutation SNP G A 4 155 c.235G>A c.(235-237)GAA>AAA p.E79K

Pat_24 Pre-Treatment TRIP11 9321 37 14 92470806 92470806 Missense_Mutation SNP C T 4 78 c.3514G>A c.(3514-3516)GAA>AAA p.E1172K

Pat_24 Pre-Treatment RIN3 79890 37 14 93118751 93118751 Missense_Mutation SNP G A 5 304 c.1357G>A c.(1357-1359)GCC>ACC p.A453T

Pat_24 Pre-Treatment DICER1 23405 37 14 95572381 95572381 Missense_Mutation SNP G A 6 371 c.2984C>T c.(2983-2985)TCA>TTA p.S995L

Pat_24 Pre-Treatment CLMN 79789 37 14 95669186 95669186 Missense_Mutation SNP C T 4 192 c.2500G>A c.(2500-2502)GAC>AAC p.D834N

Pat_24 Pre-Treatment CYP46A1 10858 37 14 100165849 100165849 Missense_Mutation SNP G A 8 587 c.329G>A c.(328-330)CGT>CAT p.R110H

Pat_24 Pre-Treatment RAGE 5891 37 14 102732227 102732227 Nonsense_Mutation SNP G A 5 184 c.145C>T c.(145-147)CGA>TGA p.R49*

Pat_24 Pre-Treatment TDRD9 122402 37 14 104457535 104457535 Missense_Mutation SNP G A 4 166 c.1154G>A c.(1153-1155)CGA>CAA p.R385Q

Pat_24 Pre-Treatment KIAA0284 283638 37 14 105356013 105356013 Missense_Mutation SNP C T 24 57 c.3796C>T c.(3796-3798)CCC>TCC p.P1266S

Pat_24 Pre-Treatment PLD4 122618 37 14 105397256 105397256 Missense_Mutation SNP G A 4 231 c.895G>A c.(895-897)GTG>ATG p.V299M

Pat_24 Pre-Treatment AHNAK2 113146 37 14 105418760 105418760 Missense_Mutation SNP C T 7 717 c.3028G>A c.(3028-3030)GTA>ATA p.V1010I

Pat_24 Pre-Treatment NUDT14 256281 37 14 105643099 105643099 Missense_Mutation SNP G A 4 220 c.200C>T c.(199-201)GCG>GTG p.A67V

Pat_24 Pre-Treatment BRF1 2972 37 14 105677459 105677459 Missense_Mutation SNP C T 6 329 c.1996G>A c.(1996-1998)GAC>AAC p.D666N

Pat_24 Pre-Treatment GABRB3 2562 37 15 26812790 26812790 Missense_Mutation SNP G A 4 144 c.773C>T c.(772-774)ACG>ATG p.T258M

Pat_24 Pre-Treatment HERC2 8924 37 15 28422096 28422096 Missense_Mutation SNP C T 4 115 c.9432G>A c.(9430-9432)ATG>ATA p.M3144I

Pat_24 Pre-Treatment TMCO5A 145942 37 15 38229100 38229100 Missense_Mutation SNP G A 35 34 c.193G>A c.(193-195)GAG>AAG p.E65K

Pat_24 Pre-Treatment RASGRP1 10125 37 15 38795510 38795510 Missense_Mutation SNP G T 4 90 c.1391C>A c.(1390-1392)CCA>CAA p.P464Q

Pat_24 Pre-Treatment IVD 3712 37 15 40710365 40710365 Missense_Mutation SNP G A 4 209 c.1184G>A c.(1183-1185)CGC>CAC p.R395H

Pat_24 Pre-Treatment CASC5 57082 37 15 40933168 40933168 Missense_Mutation SNP G A 6 377 c.5819G>A c.(5818-5820)CGA>CAA p.R1940Q

Pat_24 Pre-Treatment MAPKBP1 23005 37 15 42115755 42115755 Missense_Mutation SNP C T 4 175 c.3727C>T c.(3727-3729)CGG>TGG p.R1243W

Pat_24 Pre-Treatment SPTBN5 51332 37 15 42160796 42160796 Missense_Mutation SNP G A 4 198 c.5752C>T c.(5752-5754)CGT>TGT p.R1918C

Pat_24 Pre-Treatment PLA2G4E 123745 37 15 42298211 42298211 Missense_Mutation SNP C T 4 170 c.415G>A c.(415-417)GTG>ATG p.V139M

Pat_24 Pre-Treatment CDAN1 146059 37 15 43020929 43020929 Missense_Mutation SNP C T 4 156 c.2725G>A c.(2725-2727)GGA>AGA p.G909R

Pat_24 Pre-Treatment TTBK2 146057 37 15 43109292 43109292 Nonsense_Mutation SNP G A 4 187 c.541C>T c.(541-543)CGA>TGA p.R181*

Pat_24 Pre-Treatment MAP1A 4130 37 15 43815947 43815947 Missense_Mutation SNP C T 3 56 c.2276C>T c.(2275-2277)CCG>CTG p.P759L

Pat_24 Pre-Treatment MAP1A 4130 37 15 43818722 43818722 Missense_Mutation SNP G A 12 49 c.5051G>A c.(5050-5052)AGG>AAG p.R1684K

Pat_24 Pre-Treatment CKMT1B 1159 37 15 43891417 43891418 Missense_Mutation DNP GG AA 129 116 .1200_1201GG>AA198-1203)CTGGAG>CTAA p.E401K

Pat_24 Pre-Treatment DUOX2 50506 37 15 45388258 45388258 Missense_Mutation SNP C T 63 54 c.3848G>A c.(3847-3849)GGA>GAA p.G1283E

Pat_24 Pre-Treatment SEMA6D 80031 37 15 48063158 48063158 Missense_Mutation SNP G A 5 165 c.2398G>A c.(2398-2400)GCT>ACT p.A800T

Pat_24 Pre-Treatment CYP19A1 1588 37 15 51507369 51507369 Missense_Mutation SNP C T 4 216 c.919G>A c.(919-921)GCT>ACT p.A307T

Pat_24 Pre-Treatment GLDN 342035 37 15 51675633 51675633 Missense_Mutation SNP G A 131 298 c.416G>A c.(415-417)GGA>GAA p.G139E

Pat_24 Pre-Treatment DMXL2 23312 37 15 51756911 51756911 Missense_Mutation SNP C T 4 167 c.7766G>A c.(7765-7767)CGA>CAA p.R2589Q

Pat_24 Pre-Treatment MYO5C 55930 37 15 52497186 52497186 Missense_Mutation SNP C T 6 112 c.4696G>A c.(4696-4698)GGC>AGC p.G1566S

Pat_24 Pre-Treatment GCNT3 9245 37 15 59910924 59910924 Missense_Mutation SNP C T 60 196 c.487C>T c.(487-489)CAT>TAT p.H163Y

Pat_24 Pre-Treatment CILP 8483 37 15 65499120 65499120 Missense_Mutation SNP C T 230 154 c.424G>A c.(424-426)GGA>AGA p.G142R

Pat_24 Pre-Treatment MEGF11 84465 37 15 66262997 66262997 Missense_Mutation SNP C T 16 45 c.793G>A c.(793-795)GGG>AGG p.G265R

Pat_24 Pre-Treatment DIS3L 115752 37 15 66618578 66618578 Missense_Mutation SNP G A 4 235 c.2077G>A c.(2077-2079)GCC>ACC p.A693T

Pat_24 Pre-Treatment DIS3L 115752 37 15 66624358 66624358 Missense_Mutation SNP G A 48 136 c.2681G>A c.(2680-2682)AGG>AAG p.R894K

Pat_24 Pre-Treatment PIAS1 8554 37 15 68434663 68434663 Missense_Mutation SNP A G 4 116 c.590A>G c.(589-591)CAG>CGG p.Q197R

Pat_24 Pre-Treatment NEO1 4756 37 15 73581579 73581579 Missense_Mutation SNP C T 4 114 c.3742C>T c.(3742-3744)CCT>TCT p.P1248S

Pat_24 Pre-Treatment C15orf60 283677 37 15 73843396 73843396 Missense_Mutation SNP G A 4 64 c.451G>A c.(451-453)GGA>AGA p.G151R

Pat_24 Pre-Treatment CSK 1445 37 15 75094194 75094194 Missense_Mutation SNP C T 4 120 c.1046C>T c.(1045-1047)CCA>CTA p.P349L

Pat_24 Pre-Treatment LMAN1L 79748 37 15 75117900 75117900 Missense_Mutation SNP T C 4 241 c.1535T>C c.(1534-1536)CTG>CCG p.L512P



Pat_24 Pre-Treatment RPP25 54913 37 15 75248458 75248458 Missense_Mutation SNP G A 21 38 c.467C>T c.(466-468)CCC>CTC p.P156L

Pat_24 Pre-Treatment KIAA1024 23251 37 15 79749478 79749478 Missense_Mutation SNP G A 6 425 c.989G>A c.(988-990)AGC>AAC p.S330N

Pat_24 Pre-Treatment DET1 55070 37 15 89070830 89070830 Missense_Mutation SNP C T 4 153 c.1271G>A c.(1270-1272)CGG>CAG p.R424Q

Pat_24 Pre-Treatment MCTP2 55784 37 15 94841646 94841646 Missense_Mutation SNP C T 16 64 c.152C>T c.(151-153)TCT>TTT p.S51F

Pat_24 Pre-Treatment IGF1R 3480 37 15 99456466 99456466 Missense_Mutation SNP C T 5 264 c.1783C>T c.(1783-1785)CGT>TGT p.R595C

Pat_24 Pre-Treatment IGF1R 3480 37 15 99500543 99500543 Missense_Mutation SNP G A 4 128 c.3976G>A c.(3976-3978)GAG>AAG p.E1326K

Pat_24 Pre-Treatment SYNM 23336 37 15 99670857 99670857 Missense_Mutation SNP T G 30 31 c.2292T>G c.(2290-2292)TTT>TTG p.F764L

Pat_24 Pre-Treatment RHBDF1 64285 37 16 111666 111666 Missense_Mutation SNP C T 4 192 c.1237G>A c.(1237-1239)GTG>ATG p.V413M

Pat_24 Pre-Treatment SOLH 6650 37 16 599050 599050 Missense_Mutation SNP C T 5 369 c.1507C>T c.(1507-1509)CCC>TCC p.P503S

Pat_24 Pre-Treatment RHBDL1 9028 37 16 727118 727118 Missense_Mutation SNP G T 4 92 c.769G>T c.(769-771)GGG>TGG p.G257W

Pat_24 Pre-Treatment FBXL16 146330 37 16 744675 744675 Missense_Mutation SNP T G 14 23 c.1250A>C c.(1249-1251)CAC>CCC p.H417P

Pat_24 Pre-Treatment PTX4 390667 37 16 1536466 1536466 Missense_Mutation SNP C T 4 88 c.896G>A c.(895-897)CGC>CAC p.R299H

Pat_24 Pre-Treatment TELO2 9894 37 16 1545592 1545592 Missense_Mutation SNP G A 4 202 c.581G>A c.(580-582)CGG>CAG p.R194Q

Pat_24 Pre-Treatment TBL3 10607 37 16 2027116 2027116 Missense_Mutation SNP G A 5 178 c.1502G>A c.(1501-1503)CGC>CAC p.R501H

Pat_24 Pre-Treatment TSC2 7249 37 16 2124261 2124261 Missense_Mutation SNP G A 4 131 c.2416G>A c.(2416-2418)GTG>ATG p.V806M

Pat_24 Pre-Treatment TSC2 7249 37 16 2125875 2125875 Missense_Mutation SNP C T 4 203 c.2621C>T c.(2620-2622)CCG>CTG p.P874L

Pat_24 Pre-Treatment TSC2 7249 37 16 2138495 2138495 Missense_Mutation SNP C T 4 166 c.5308C>T c.(5308-5310)CCT>TCT p.P1770S

Pat_24 Pre-Treatment PKD1 5310 37 16 2140785 2140785 Missense_Mutation SNP G A 4 163 c.12028C>T c.(12028-12030)CGC>TGC p.R4010C

Pat_24 Pre-Treatment PKD1 5310 37 16 2152968 2152968 Missense_Mutation SNP T C 4 146 c.8795A>G c.(8794-8796)CAC>CGC p.H2932R

Pat_24 Pre-Treatment ABCA3 21 37 16 2354118 2354118 Missense_Mutation SNP G A 5 425 c.1319C>T c.(1318-1320)CCC>CTC p.P440L

Pat_24 Pre-Treatment SRRM2 23524 37 16 2817405 2817406 Missense_Mutation DNP CC TT 120 178 c.6876_6877CC>TT874-6879)GCCCCA>GCTT p.P2293S

Pat_24 Pre-Treatment SRRM2 23524 37 16 2818022 2818022 Missense_Mutation SNP C T 4 153 c.7493C>T c.(7492-7494)GCC>GTC p.A2498V

Pat_24 Pre-Treatment ZNF213 7760 37 16 3187516 3187516 Missense_Mutation SNP C T 4 189 c.235C>T c.(235-237)CGT>TGT p.R79C

Pat_24 Pre-Treatment ZNF213 7760 37 16 3187633 3187633 Missense_Mutation SNP G A 3 56 c.352G>A c.(352-354)GCC>ACC p.A118T

Pat_24 Pre-Treatment ZNF263 10127 37 16 3340442 3340442 Missense_Mutation SNP C T 4 200 c.1936C>T c.(1936-1938)CGG>TGG p.R646W

Pat_24 Pre-Treatment NAT15 79903 37 16 3526288 3526288 Missense_Mutation SNP G A 4 134 c.61G>A c.(61-63)GAT>AAT p.D21N

Pat_24 Pre-Treatment MGRN1 23295 37 16 4721398 4721398 Missense_Mutation SNP C T 4 181 c.733C>T c.(733-735)CGG>TGG p.R245W

Pat_24 Pre-Treatment A2BP1 54715 37 16 7680638 7680638 Missense_Mutation SNP G A 30 73 c.710G>A c.(709-711)GGA>GAA p.G237E

Pat_24 Pre-Treatment TEKT5 146279 37 16 10788232 10788232 Nonsense_Mutation SNP G A 136 254 c.499C>T c.(499-501)CAG>TAG p.Q167*

Pat_24 Pre-Treatment CLEC16A 23274 37 16 11272395 11272395 Missense_Mutation SNP G A 4 214 c.3010G>A c.(3010-3012)GTC>ATC p.V1004I

Pat_24 Pre-Treatment TXNDC11 51061 37 16 11794417 11794417 Missense_Mutation SNP T C 57 88 c.878A>G c.(877-879)TAC>TGC p.Y293C

Pat_24 Pre-Treatment ERCC4 2072 37 16 14022037 14022037 Missense_Mutation SNP C T 39 113 c.737C>T c.(736-738)TCG>TTG p.S246L

Pat_24 Pre-Treatment ABCC6 368 37 16 16276744 16276744 Missense_Mutation SNP C T 4 205 c.1987G>A c.(1987-1989)GGT>AGT p.G663S

Pat_24 Pre-Treatment TMC7 79905 37 16 19049260 19049260 Missense_Mutation SNP G A 4 188 c.1070G>A c.(1069-1071)CGC>CAC p.R357H

Pat_24 Pre-Treatment ITPRIPL2 162073 37 16 19126600 19126600 Missense_Mutation SNP C T 6 349 c.817C>T c.(817-819)CGC>TGC p.R273C

Pat_24 Pre-Treatment SYT17 51760 37 16 19195170 19195170 Missense_Mutation SNP G A 6 358 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_24 Pre-Treatment IGSF6 10261 37 16 21663853 21663853 Missense_Mutation SNP C T 4 158 c.67G>A c.(67-69)GGT>AGT p.G23S

Pat_24 Pre-Treatment OTOA 146183 37 16 21726384 21726384 Missense_Mutation SNP C T 6 554 c.1399C>T c.(1399-1401)CGC>TGC p.R467C

Pat_24 Pre-Treatment POLR3E 55718 37 16 22328500 22328500 Missense_Mutation SNP G A 5 244 c.838G>A c.(838-840)GAT>AAT p.D280N

Pat_24 Pre-Treatment CD19 930 37 16 28944394 28944394 Missense_Mutation SNP G A 66 80 c.518G>A c.(517-519)TGT>TAT p.C173Y

Pat_24 Pre-Treatment SPN 6693 37 16 29675747 29675747 Missense_Mutation SNP C T 4 206 c.698C>T c.(697-699)TCT>TTT p.S233F

Pat_24 Pre-Treatment SEZ6L2 26470 37 16 29900013 29900013 Missense_Mutation SNP G A 4 74 c.887C>T c.(886-888)CCG>CTG p.P296L

Pat_24 Pre-Treatment ZNF689 115509 37 16 30616499 30616499 Missense_Mutation SNP G A 4 119 c.589C>T c.(589-591)CGG>TGG p.R197W

Pat_24 Pre-Treatment SETD1A 9739 37 16 30992162 30992162 Missense_Mutation SNP C A 4 71 c.4684C>A c.(4684-4686)CAG>AAG p.Q1562K

Pat_24 Pre-Treatment TRIM72 493829 37 16 31234180 31234180 Missense_Mutation SNP C T 4 175 c.773C>T c.(772-774)CCC>CTC p.P258L

Pat_24 Pre-Treatment ITGAX 3687 37 16 31393220 31393220 Missense_Mutation SNP G A 49 92 c.3484G>A c.(3484-3486)GAG>AAG p.E1162K

Pat_24 Pre-Treatment VPS35 55737 37 16 46714661 46714661 Missense_Mutation SNP G A 4 168 c.428C>T c.(427-429)CCC>CTC p.P143L



Pat_24 Pre-Treatment ZNF423 23090 37 16 49670154 49670154 Missense_Mutation SNP G A 24 41 c.2909C>T c.(2908-2910)TCG>TTG p.S970L

Pat_24 Pre-Treatment ADCY7 113 37 16 50324486 50324486 Missense_Mutation SNP C T 41 73 c.290C>T c.(289-291)GCG>GTG p.A97V

Pat_24 Pre-Treatment CES7 221223 37 16 55880509 55880509 Missense_Mutation SNP C T 7 563 c.1582G>A c.(1582-1584)GGA>AGA p.G528R

Pat_24 Pre-Treatment MT3 4504 37 16 56623800 56623800 Missense_Mutation SNP C T 4 164 c.50C>T c.(49-51)GCG>GTG p.A17V

Pat_24 Pre-Treatment SLC12A3 6559 37 16 56920388 56920388 Splice_Site SNP G A 4 132 c.2037_splice c.e16+1 p.I679_splice

Pat_24 Pre-Treatment KIFC3 3801 37 16 57794802 57794803 Missense_Mutation DNP GG AT 23 8 c.2067_2068CC>AT065-2070)AGCCGC>AGAT689_690SR>R

Pat_24 Pre-Treatment GOT2 2806 37 16 58752448 58752448 Missense_Mutation SNP C T 5 286 c.580G>A c.(580-582)GCT>ACT p.A194T

Pat_24 Pre-Treatment HSF4 3299 37 16 67200260 67200260 Missense_Mutation SNP C T 4 120 c.523C>T c.(523-525)CGG>TGG p.R175W

Pat_24 Pre-Treatment SLC9A5 6553 37 16 67304752 67304752 Missense_Mutation SNP C T 4 107 c.2330C>T c.(2329-2331)TCG>TTG p.S777L

Pat_24 Pre-Treatment PARD6A 50855 37 16 67695433 67695433 Missense_Mutation SNP C T 5 330 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_24 Pre-Treatment COG8 84342 37 16 69370596 69370596 Missense_Mutation SNP C T 4 137 c.397G>A c.(397-399)GAG>AAG p.E133K

Pat_24 Pre-Treatment MTSS1L 92154 37 16 70712262 70712262 Missense_Mutation SNP C T 5 128 c.517G>A c.(517-519)GAC>AAC p.D173N

Pat_24 Pre-Treatment HYDIN 54768 37 16 70954955 70954955 Missense_Mutation SNP C T 5 174 c.7321G>A c.(7321-7323)GAA>AAA p.E2441K

Pat_24 Pre-Treatment KIAA0174 9798 37 16 71955271 71955271 Missense_Mutation SNP C T 4 134 c.506C>T c.(505-507)GCC>GTC p.A169V

Pat_24 Pre-Treatment DHX38 9785 37 16 72139428 72139428 Missense_Mutation SNP G A 4 188 c.2392G>A c.(2392-2394)GTT>ATT p.V798I

Pat_24 Pre-Treatment VAT1L 57687 37 16 77850847 77850847 Missense_Mutation SNP G A 68 80 c.263G>A c.(262-264)CGA>CAA p.R88Q

Pat_24 Pre-Treatment SLC38A8 146167 37 16 84075678 84075678 Missense_Mutation SNP C T 4 239 c.85G>A c.(85-87)GCT>ACT p.A29T

Pat_24 Pre-Treatment ZCCHC14 23174 37 16 87446244 87446244 Missense_Mutation SNP C T 4 158 c.1672G>A c.(1672-1674)GCC>ACC p.A558T

Pat_24 Pre-Treatment CA5A 763 37 16 87969963 87969963 Nonsense_Mutation SNP G A 5 277 c.94C>T c.(94-96)CGA>TGA p.R32*

Pat_24 Pre-Treatment TRAPPC2L 51693 37 16 88925066 88925066 Missense_Mutation SNP G A 6 461 c.73G>A c.(73-75)GAG>AAG p.E25K

Pat_24 Pre-Treatment SPIRE2 84501 37 16 89916844 89916844 Missense_Mutation SNP G A 3 36 c.421G>A c.(421-423)GGC>AGC p.G141S

Pat_24 Pre-Treatment DEF8 54849 37 16 90027396 90027396 Missense_Mutation SNP G A 5 363 c.755G>A c.(754-756)AGC>AAC p.S252N

Pat_24 Pre-Treatment PRPF8 10594 37 17 1577755 1577755 Missense_Mutation SNP G A 6 222 c.3280C>T c.(3280-3282)CGC>TGC p.R1094C

Pat_24 Pre-Treatment SMG6 23293 37 17 2203290 2203290 Missense_Mutation SNP G A 4 68 c.757C>T c.(757-759)CGC>TGC p.R253C

Pat_24 Pre-Treatment SHPK 23729 37 17 3514093 3514093 Missense_Mutation SNP G A 5 259 c.1198C>T c.(1198-1200)CGG>TGG p.R400W

Pat_24 Pre-Treatment P2RX5 5026 37 17 3593916 3593916 Missense_Mutation SNP G A 4 173 c.419C>T c.(418-420)GCG>GTG p.A140V

Pat_24 Pre-Treatment ITGAE 3682 37 17 3657141 3657141 Missense_Mutation SNP G A 64 107 c.1463C>T c.(1462-1464)GCC>GTC p.A488V

Pat_24 Pre-Treatment GGT6 124975 37 17 4462050 4462050 Nonsense_Mutation SNP G A 3 12 c.742C>T c.(742-744)CGA>TGA p.R248*

Pat_24 Pre-Treatment MINK1 50488 37 17 4798370 4798370 Missense_Mutation SNP C T 4 128 c.2918C>T c.(2917-2919)GCC>GTC p.A973V

Pat_24 Pre-Treatment KIF1C 10749 37 17 4925960 4925960 Missense_Mutation SNP C T 3 34 c.2584C>T c.(2584-2586)CGG>TGG p.R862W

Pat_24 Pre-Treatment GPR172B 55065 37 17 4937566 4937566 Missense_Mutation SNP G A 4 130 c.218C>T c.(217-219)CCG>CTG p.P73L

Pat_24 Pre-Treatment NUP88 4927 37 17 5292182 5292182 Missense_Mutation SNP G A 26 74 c.1583C>T c.(1582-1584)TCC>TTC p.S528F

Pat_24 Pre-Treatment BCL6B 255877 37 17 6930888 6930888 Missense_Mutation SNP G A 5 228 c.1390G>A c.(1390-1392)GGA>AGA p.G464R

Pat_24 Pre-Treatment NEURL4 84461 37 17 7221108 7221108 Nonsense_Mutation SNP T A 4 81 c.4204A>T c.(4204-4206)AGA>TGA p.R1402*

Pat_24 Pre-Treatment TMEM102 284114 37 17 7339756 7339756 Missense_Mutation SNP C T 4 147 c.458C>T c.(457-459)ACC>ATC p.T153I

Pat_24 Pre-Treatment ZBTB4 57659 37 17 7366997 7366997 Missense_Mutation SNP G A 4 185 c.1304C>T c.(1303-1305)CCG>CTG p.P435L

Pat_24 Pre-Treatment POLR2A 5430 37 17 7401081 7401081 Missense_Mutation SNP C T 4 199 c.1094C>T c.(1093-1095)ACT>ATT p.T365I

Pat_24 Pre-Treatment POLR2A 5430 37 17 7404944 7404944 Nonsense_Mutation SNP C T 5 260 c.2245C>T c.(2245-2247)CGA>TGA p.R749*

Pat_24 Pre-Treatment DNAH2 146754 37 17 7722299 7722299 Missense_Mutation SNP C T 4 55 c.10733C>T c.(10732-10734)ACC>ATC p.T3578I

Pat_24 Pre-Treatment KCNAB3 9196 37 17 7826851 7826851 Missense_Mutation SNP G A 4 122 c.1060C>T c.(1060-1062)CGC>TGC p.R354C

Pat_24 Pre-Treatment CNTROB 116840 37 17 7851874 7851874 Missense_Mutation SNP G A 4 146 c.2450G>A c.(2449-2451)CGG>CAG p.R817Q

Pat_24 Pre-Treatment PIK3R5 23533 37 17 8793371 8793371 Missense_Mutation SNP C T 4 128 c.730G>A c.(730-732)GGG>AGG p.G244R

Pat_24 Pre-Treatment MYH8 4626 37 17 10304868 10304868 Missense_Mutation SNP C T 176 287 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_24 Pre-Treatment MYH4 4622 37 17 10353795 10353795 Missense_Mutation SNP G A 5 378 c.4156C>T c.(4156-4158)CGC>TGC p.R1386C

Pat_24 Pre-Treatment MYH4 4622 37 17 10360853 10360853 Missense_Mutation SNP G A 92 120 c.1781C>T c.(1780-1782)GCC>GTC p.A594V

Pat_24 Pre-Treatment MYH4 4622 37 17 10364367 10364367 Missense_Mutation SNP G A 4 159 c.1013C>T c.(1012-1014)GCT>GTT p.A338V

Pat_24 Pre-Treatment MYH1 4619 37 17 10412834 10412834 Missense_Mutation SNP C T 101 194 c.1555G>A c.(1555-1557)GAC>AAC p.D519N



Pat_24 Pre-Treatment MYH2 4620 37 17 10432937 10432937 Missense_Mutation SNP C T 49 94 c.3061G>A c.(3061-3063)GAC>AAC p.D1021N

Pat_24 Pre-Treatment MYH3 4621 37 17 10541496 10541496 Missense_Mutation SNP G A 5 155 c.3593C>T c.(3592-3594)GCG>GTG p.A1198V

Pat_24 Pre-Treatment MYH3 4621 37 17 10547729 10547729 Missense_Mutation SNP G A 4 187 c.1349C>T c.(1348-1350)ACG>ATG p.T450M

Pat_24 Pre-Treatment DNAH9 1770 37 17 11795211 11795211 Missense_Mutation SNP C T 5 432 c.11230C>T c.(11230-11232)CGC>TGC p.R3744C

Pat_24 Pre-Treatment MYOCD 93649 37 17 12642601 12642601 Missense_Mutation SNP C A 55 65 c.673C>A c.(673-675)CTT>ATT p.L225I

Pat_24 Pre-Treatment NCOR1 9611 37 17 15978955 15978955 Missense_Mutation SNP G A 5 185 c.3563C>T c.(3562-3564)TCG>TTG p.S1188L

Pat_24 Pre-Treatment TRPV2 51393 37 17 16335108 16335108 Missense_Mutation SNP G A 4 143 c.1598G>A c.(1597-1599)CGG>CAG p.R533Q

Pat_24 Pre-Treatment RAI1 10743 37 17 17697049 17697049 Missense_Mutation SNP G A 4 137 c.787G>A c.(787-789)GTC>ATC p.V263I

Pat_24 Pre-Treatment SHMT1 6470 37 17 18256995 18256995 Missense_Mutation SNP G A 5 321 c.233C>T c.(232-234)CCG>CTG p.P78L

Pat_24 Pre-Treatment MFAP4 4239 37 17 19288418 19288418 Missense_Mutation SNP C T 7 390 c.514G>A c.(514-516)GGG>AGG p.G172R

Pat_24 Pre-Treatment RNF112 7732 37 17 19316944 19316944 Missense_Mutation SNP G A 12 28 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_24 Pre-Treatment SLC47A2 146802 37 17 19618059 19618059 Missense_Mutation SNP G A 8 611 c.269C>T c.(268-270)TCG>TTG p.S90L

Pat_24 Pre-Treatment ALDH3A1 218 37 17 19648378 19648378 Missense_Mutation SNP G A 21 26 c.65C>T c.(64-66)CCG>CTG p.P22L

Pat_24 Pre-Treatment CYTSB 92521 37 17 20163608 20163608 Splice_Site SNP G A 4 74 c.2940_splice c.e12+1 p.A980_splice

Pat_24 Pre-Treatment SEZ6 124925 37 17 27308551 27308551 Missense_Mutation SNP G A 12 26 c.562C>T c.(562-564)CCT>TCT p.P188S

Pat_24 Pre-Treatment SEZ6 124925 37 17 27308970 27308970 Missense_Mutation SNP G A 17 42 c.143C>T c.(142-144)CCT>CTT p.P48L

Pat_24 Pre-Treatment TAOK1 57551 37 17 27861169 27861169 Missense_Mutation SNP C A 4 81 c.2395C>A c.(2395-2397)CAG>AAG p.Q799K

Pat_24 Pre-Treatment CPD 1362 37 17 28747972 28747972 Missense_Mutation SNP C T 4 151 c.1108C>T c.(1108-1110)CGT>TGT p.R370C

Pat_24 Pre-Treatment RAB11FIP4 84440 37 17 29848344 29848344 Missense_Mutation SNP G A 4 95 c.724G>A c.(724-726)GTC>ATC p.V242I

Pat_24 Pre-Treatment MYO1D 4642 37 17 30821877 30821877 Missense_Mutation SNP C T 4 128 c.2921G>A c.(2920-2922)GGG>GAG p.G974E

Pat_24 Pre-Treatment CCL18 6362 37 17 34397903 34397903 Missense_Mutation SNP C T 29 76 c.164C>T c.(163-165)CCC>CTC p.P55L

Pat_24 Pre-Treatment GGNBP2 79893 37 17 34937778 34937778 Missense_Mutation SNP C T 39 56 c.1025C>T c.(1024-1026)ACC>ATC p.T342I

Pat_24 Pre-Treatment ACACA 31 37 17 35581989 35581989 Missense_Mutation SNP C T 4 136 c.3287G>A c.(3286-3288)CGC>CAC p.R1096H

Pat_24 Pre-Treatment ACACA 31 37 17 35627700 35627700 Missense_Mutation SNP C T 20 265 c.950G>A c.(949-951)GGA>GAA p.G317E

Pat_24 Pre-Treatment MLLT6 4302 37 17 36872692 36872692 Missense_Mutation SNP C T 30 35 c.1109C>T c.(1108-1110)TCC>TTC p.S370F

Pat_24 Pre-Treatment FBXO47 494188 37 17 37119185 37119185 Missense_Mutation SNP C T 4 171 c.94G>A c.(94-96)GGC>AGC p.G32S

Pat_24 Pre-Treatment GRB7 2886 37 17 37902175 37902175 Missense_Mutation SNP G A 7 644 c.1280G>A c.(1279-1281)CGC>CAC p.R427H

Pat_24 Pre-Treatment CCR7 1236 37 17 38711853 38711853 Missense_Mutation SNP G A 4 169 c.278C>T c.(277-279)ACC>ATC p.T93I

Pat_24 Pre-Treatment KRT26 353288 37 17 38926062 38926062 Missense_Mutation SNP C T 93 131 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_24 Pre-Treatment KRT12 3859 37 17 39019399 39019399 Missense_Mutation SNP C T 4 205 c.1292G>A c.(1291-1293)CGC>CAC p.R431H

Pat_24 Pre-Treatment KRT12 3859 37 17 39023219 39023219 Missense_Mutation SNP C T 4 205 c.220G>A c.(220-222)GGA>AGA p.G74R

Pat_24 Pre-Treatment KRT12 3859 37 17 39023402 39023402 Missense_Mutation SNP G A 5 149 c.37C>T c.(37-39)CGC>TGC p.R13C

Pat_24 Pre-Treatment KRT37 8688 37 17 39580309 39580309 Missense_Mutation SNP C T 4 232 c.467G>A c.(466-468)CGT>CAT p.R156H

Pat_24 Pre-Treatment KRT32 3882 37 17 39616393 39616393 Missense_Mutation SNP G A 4 94 c.1316C>T c.(1315-1317)CCT>CTT p.P439L

Pat_24 Pre-Treatment FKBP10 60681 37 17 39973332 39973332 Missense_Mutation SNP G T 4 181 c.268G>T c.(268-270)GCC>TCC p.A90S

Pat_24 Pre-Treatment GHDC 84514 37 17 40344316 40344316 Missense_Mutation SNP C T 4 168 c.832G>A c.(832-834)GGG>AGG p.G278R

Pat_24 Pre-Treatment TUBG2 27175 37 17 40818688 40818688 Missense_Mutation SNP G A 5 256 c.1226G>A c.(1225-1227)CGT>CAT p.R409H

Pat_24 Pre-Treatment BRCA1 672 37 17 41209095 41209095 Nonsense_Mutation SNP G A 6 393 c.5251C>T c.(5251-5253)CGA>TGA p.R1751*

Pat_24 Pre-Treatment MPP3 4356 37 17 41908611 41908611 Splice_Site SNP C T 5 186 c.222_splice c.e5+1 p.D74_splice

Pat_24 Pre-Treatment NSF 4905 37 17 44788404 44788404 Nonsense_Mutation SNP C T 43 92 c.1546C>T c.(1546-1548)CGA>TGA p.R516*

Pat_24 Pre-Treatment IGF2BP1 10642 37 17 47115649 47115649 Missense_Mutation SNP G A 4 88 c.521G>A c.(520-522)CGG>CAG p.R174Q

Pat_24 Pre-Treatment C17orf67 339210 37 17 54892231 54892231 Missense_Mutation SNP C T 6 718 c.227G>A c.(226-228)CGG>CAG p.R76Q

Pat_24 Pre-Treatment C17orf67 339210 37 17 54892253 54892253 Missense_Mutation SNP C T 7 728 c.205G>A c.(205-207)GGA>AGA p.G69R

Pat_24 Pre-Treatment OR4D2 124538 37 17 56247618 56247618 Missense_Mutation SNP C T 52 77 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_24 Pre-Treatment BZRAP1 9256 37 17 56389471 56389471 Missense_Mutation SNP G A 4 117 c.2711C>T c.(2710-2712)CCC>CTC p.P904L

Pat_24 Pre-Treatment TRIM37 4591 37 17 57157205 57157205 Missense_Mutation SNP C T 65 74 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_24 Pre-Treatment BCAS3 54828 37 17 59001793 59001793 Missense_Mutation SNP G A 4 233 c.1019G>A c.(1018-1020)AGT>AAT p.S340N



Pat_24 Pre-Treatment MED13 9969 37 17 60088302 60088302 Missense_Mutation SNP C T 4 217 c.1576G>A c.(1576-1578)GAA>AAA p.E526K

Pat_24 Pre-Treatment MED13 9969 37 17 60106978 60106978 Missense_Mutation SNP C T 4 169 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_24 Pre-Treatment TBC1D3P2 440452 37 17 60348753 60348753 Missense_Mutation SNP C G 4 152 c.352G>C c.(352-354)GAG>CAG p.E118Q

Pat_24 Pre-Treatment ACE 1636 37 17 61555323 61555323 Missense_Mutation SNP C T 3 36 c.281C>T c.(280-282)GCG>GTG p.A94V

Pat_24 Pre-Treatment GH2 2689 37 17 61958766 61958766 Missense_Mutation SNP G A 6 408 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_24 Pre-Treatment GPR142 350383 37 17 72368171 72368171 Missense_Mutation SNP G A 4 101 c.821G>A c.(820-822)CGG>CAG p.R274Q

Pat_24 Pre-Treatment UNK 85451 37 17 73816091 73816091 Missense_Mutation SNP C T 4 119 c.1967C>T c.(1966-1968)CCC>CTC p.P656L

Pat_24 Pre-Treatment MRPL38 64978 37 17 73895736 73895736 Missense_Mutation SNP G A 3 53 c.730C>T c.(730-732)CGG>TGG p.R244W

Pat_24 Pre-Treatment RNF157 114804 37 17 74141393 74141393 Missense_Mutation SNP G T 4 49 c.1963C>A c.(1963-1965)CAG>AAG p.Q655K

Pat_24 Pre-Treatment RNF157 114804 37 17 74157728 74157728 Missense_Mutation SNP G A 4 83 c.953C>T c.(952-954)CCC>CTC p.P318L

Pat_24 Pre-Treatment QRICH2 84074 37 17 74289004 74289004 Missense_Mutation SNP G A 8 174 c.1306C>T c.(1306-1308)CGG>TGG p.R436W

Pat_24 Pre-Treatment MXRA7 439921 37 17 74673705 74673705 Missense_Mutation SNP C T 6 289 c.580G>A c.(580-582)GAC>AAC p.D194N

Pat_24 Pre-Treatment PGS1 9489 37 17 76394430 76394430 Missense_Mutation SNP G A 4 178 c.509G>A c.(508-510)CGA>CAA p.R170Q

Pat_24 Pre-Treatment LGALS3BP 3959 37 17 76972089 76972089 Missense_Mutation SNP C T 15 51 c.202G>A c.(202-204)GAG>AAG p.E68K

Pat_24 Pre-Treatment CANT1 124583 37 17 76989694 76989694 Missense_Mutation SNP G A 4 99 c.1144C>T c.(1144-1146)CGC>TGC p.R382C

Pat_24 Pre-Treatment RNF213 57674 37 17 78320284 78320284 Missense_Mutation SNP G A 5 131 c.2368G>A c.(2368-2370)GAC>AAC p.D790N

Pat_24 Pre-Treatment TMEM105 284186 37 17 79287722 79287722 Missense_Mutation SNP G A 6 257 c.119C>T c.(118-120)ACA>ATA p.T40I

Pat_24 Pre-Treatment P4HB 5034 37 17 79804327 79804327 Missense_Mutation SNP C T 6 314 c.1034G>A c.(1033-1035)CGC>CAC p.R345H

Pat_24 Pre-Treatment TBCD 6904 37 17 80726375 80726375 Missense_Mutation SNP G A 5 307 c.515G>A c.(514-516)GGG>GAG p.G172E

Pat_24 Pre-Treatment ENOSF1 55556 37 18 694292 694292 Missense_Mutation SNP C T 4 194 c.352G>A c.(352-354)GTC>ATC p.V118I

Pat_24 Pre-Treatment MYOM1 8736 37 18 3102547 3102547 Missense_Mutation SNP G A 77 115 c.3500C>T c.(3499-3501)TCC>TTC p.S1167F

Pat_24 Pre-Treatment L3MBTL4 91133 37 18 6239762 6239762 Missense_Mutation SNP C T 4 206 c.662G>A c.(661-663)CGC>CAC p.R221H

Pat_24 Pre-Treatment MPPE1 65258 37 18 11886762 11886762 Missense_Mutation SNP G A 4 91 c.694C>T c.(694-696)CGG>TGG p.R232W

Pat_24 Pre-Treatment IMPA2 3613 37 18 12009956 12009956 Missense_Mutation SNP C T 101 157 c.305C>T c.(304-306)CCC>CTC p.P102L

Pat_24 Pre-Treatment MEP1B 4225 37 18 29793298 29793298 Missense_Mutation SNP C T 13 15 c.1355C>T c.(1354-1356)CCA>CTA p.P452L

Pat_24 Pre-Treatment MEP1B 4225 37 18 29797906 29797906 Missense_Mutation SNP G A 4 162 c.2069G>A c.(2068-2070)CGA>CAA p.R690Q

Pat_24 Pre-Treatment ASXL3 80816 37 18 31325120 31325120 Missense_Mutation SNP G A 17 25 c.5308G>A c.(5308-5310)GGA>AGA p.G1770R

Pat_24 Pre-Treatment SLC14A2 8170 37 18 43212383 43212383 Missense_Mutation SNP C T 5 246 c.590C>T c.(589-591)TCG>TTG p.S197L

Pat_24 Pre-Treatment SLC14A2 8170 37 18 43248375 43248375 Missense_Mutation SNP G A 4 115 c.1969G>A c.(1969-1971)GTG>ATG p.V657M

Pat_24 Pre-Treatment PIAS2 9063 37 18 44416455 44416455 Missense_Mutation SNP G A 53 93 c.1067C>T c.(1066-1068)CCA>CTA p.P356L

Pat_24 Pre-Treatment MYO5B 4645 37 18 47462641 47462641 Missense_Mutation SNP C T 14 21 c.1984G>A c.(1984-1986)GAT>AAT p.D662N

Pat_24 Pre-Treatment ST8SIA3 51046 37 18 55021734 55021734 Missense_Mutation SNP G A 4 153 c.281G>A c.(280-282)CGG>CAG p.R94Q

Pat_24 Pre-Treatment CCBE1 147372 37 18 57136752 57136752 Missense_Mutation SNP C T 162 231 c.353G>A c.(352-354)CGA>CAA p.R118Q

Pat_24 Pre-Treatment NETO1 81832 37 18 70526196 70526196 Missense_Mutation SNP G A 61 73 c.334C>T c.(334-336)CCA>TCA p.P112S

Pat_24 Pre-Treatment SALL3 27164 37 18 76754380 76754380 Missense_Mutation SNP G A 4 68 c.2389G>A c.(2389-2391)GAT>AAT p.D797N

Pat_24 Pre-Treatment HCN2 610 37 19 613879 613879 Missense_Mutation SNP G A 4 168 c.1853G>A c.(1852-1854)CGC>CAC p.R618H

Pat_24 Pre-Treatment MED16 10025 37 19 885943 885943 Missense_Mutation SNP C T 6 159 c.706G>A c.(706-708)GCG>ACG p.A236T

Pat_24 Pre-Treatment PCSK4 54760 37 19 1488228 1488228 Missense_Mutation SNP C T 4 80 c.346G>A c.(346-348)GTG>ATG p.V116M

Pat_24 Pre-Treatment MBD3 53615 37 19 1581224 1581224 Missense_Mutation SNP C T 4 89 c.544G>A c.(544-546)GCC>ACC p.A182T

Pat_24 Pre-Treatment ATP8B3 148229 37 19 1791839 1791839 Missense_Mutation SNP C T 4 129 c.2212G>A c.(2212-2214)GAG>AAG p.E738K

Pat_24 Pre-Treatment FAM108A1 81926 37 19 1877576 1877576 Missense_Mutation SNP G A 4 149 c.638C>T c.(637-639)CCG>CTG p.P213L

Pat_24 Pre-Treatment AP3D1 8943 37 19 2116222 2116222 Missense_Mutation SNP G A 4 70 c.2057C>T c.(2056-2058)TCG>TTG p.S686L

Pat_24 Pre-Treatment SLC39A3 29985 37 19 2733161 2733161 Missense_Mutation SNP G A 4 78 c.533C>T c.(532-534)TCG>TTG p.S178L

Pat_24 Pre-Treatment NFIC 4782 37 19 3382196 3382196 Missense_Mutation SNP G A 4 205 c.517G>A c.(517-519)GTC>ATC p.V173I

Pat_24 Pre-Treatment LONP1 9361 37 19 5696124 5696124 Missense_Mutation SNP G A 4 156 c.1954C>T c.(1954-1956)CGT>TGT p.R652C

Pat_24 Pre-Treatment RANBP3 8498 37 19 5917637 5917637 Missense_Mutation SNP G A 4 62 c.1688C>T c.(1687-1689)ACG>ATG p.T563M

Pat_24 Pre-Treatment KHSRP 8570 37 19 6418041 6418041 Missense_Mutation SNP C G 3 115 c.929G>C c.(928-930)GGC>GCC p.G310A



Pat_24 Pre-Treatment SLC25A41 284427 37 19 6432116 6432116 Missense_Mutation SNP C T 4 139 c.307G>A c.(307-309)GGG>AGG p.G103R

Pat_24 Pre-Treatment TUBB4 10382 37 19 6495272 6495272 Missense_Mutation SNP C T 5 348 c.1238G>A c.(1237-1239)AGC>AAC p.S413N

Pat_24 Pre-Treatment SH2D3A 10045 37 19 6760844 6760844 Missense_Mutation SNP G A 4 81 c.224C>T c.(223-225)ACA>ATA p.T75I

Pat_24 Pre-Treatment ZNF557 79230 37 19 7083094 7083094 Missense_Mutation SNP A G 6 169 c.611A>G c.(610-612)AAT>AGT p.N204S

Pat_24 Pre-Treatment C19orf45 374877 37 19 7570268 7570268 Missense_Mutation SNP G A 5 272 c.841G>A c.(841-843)GGC>AGC p.G281S

Pat_24 Pre-Treatment CLEC4M 10332 37 19 7828094 7828094 Translation_Start_Site SNP G A 12 34 c.-58G>A c.(-60--56)GGGTG>GGATG

Pat_24 Pre-Treatment LRRC8E 80131 37 19 7965776 7965776 Missense_Mutation SNP G A 4 125 c.2369G>A c.(2368-2370)CGG>CAG p.R790Q

Pat_24 Pre-Treatment FBN3 84467 37 19 8188854 8188854 Missense_Mutation SNP C T 19 39 c.2770G>A c.(2770-2772)GAT>AAT p.D924N

Pat_24 Pre-Treatment LASS4 79603 37 19 8319406 8319406 Missense_Mutation SNP G A 4 109 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_24 Pre-Treatment MYO1F 4542 37 19 8615464 8615464 Nonsense_Mutation SNP G A 4 169 c.886C>T c.(886-888)CGA>TGA p.R296*

Pat_24 Pre-Treatment MUC16 94025 37 19 9048291 9048291 Missense_Mutation SNP G A 4 115 c.33340C>T c.(33340-33342)CCA>TCA p.P11114S

Pat_24 Pre-Treatment MUC16 94025 37 19 9075747 9075747 Missense_Mutation SNP G C 16 34 c.11699C>G c.(11698-11700)TCC>TGC p.S3900C

Pat_24 Pre-Treatment MUC16 94025 37 19 9090637 9090637 Missense_Mutation SNP G A 4 41 c.1178C>T c.(1177-1179)CCA>CTA p.P393L

Pat_24 Pre-Treatment ZNF426 79088 37 19 9639976 9639976 Missense_Mutation SNP C T 4 159 c.745G>A c.(745-747)GAA>AAA p.E249K

Pat_24 Pre-Treatment RAVER1 125950 37 19 10439703 10439703 Missense_Mutation SNP G A 3 26 c.422C>T c.(421-423)TCG>TTG p.S141L

Pat_24 Pre-Treatment TYK2 7297 37 19 10465258 10465258 Missense_Mutation SNP G A 4 241 c.2645C>T c.(2644-2646)CCG>CTG p.P882L

Pat_24 Pre-Treatment ZNF433 163059 37 19 12127138 12127138 Missense_Mutation SNP G A 4 164 c.544C>T c.(544-546)CAT>TAT p.H182Y

Pat_24 Pre-Treatment MAN2B1 4125 37 19 12772187 12772187 Missense_Mutation SNP G A 4 186 c.913C>T c.(913-915)CGG>TGG p.R305W

Pat_24 Pre-Treatment ASNA1 439 37 19 12849338 12849338 Missense_Mutation SNP G A 7 349 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_24 Pre-Treatment GCDH 2639 37 19 13007041 13007041 Missense_Mutation SNP G A 5 248 c.658G>A c.(658-660)GAT>AAT p.D220N

Pat_24 Pre-Treatment CALR 811 37 19 13054686 13054686 Nonsense_Mutation SNP G T 4 21 c.1213G>T c.(1213-1215)GAG>TAG p.E405*

Pat_24 Pre-Treatment LPHN1 22859 37 19 14281565 14281565 Missense_Mutation SNP G A 4 80 c.323C>T c.(322-324)TCG>TTG p.S108L

Pat_24 Pre-Treatment MYO9B 4650 37 19 17317980 17317980 Missense_Mutation SNP G A 4 52 c.5551G>A c.(5551-5553)GCA>ACA p.A1851T

Pat_24 Pre-Treatment MAP1S 55201 37 19 17837824 17837824 Missense_Mutation SNP C T 4 26 c.1631C>T c.(1630-1632)GCA>GTA p.A544V

Pat_24 Pre-Treatment ARRDC2 27106 37 19 18120750 18120750 Missense_Mutation SNP G A 5 78 c.751G>A c.(751-753)GGG>AGG p.G251R

Pat_24 Pre-Treatment ZNF676 163223 37 19 22363213 22363213 Missense_Mutation SNP G A 4 133 c.1306C>T c.(1306-1308)CTT>TTT p.L436F

Pat_24 Pre-Treatment ZNF492 57615 37 19 22847739 22847739 Missense_Mutation SNP G A 5 183 c.1268G>A c.(1267-1269)TGT>TAT p.C423Y

Pat_24 Pre-Treatment ZNF507 22847 37 19 32844016 32844016 Nonsense_Mutation SNP C T 4 148 c.280C>T c.(280-282)CAG>TAG p.Q94*

Pat_24 Pre-Treatment C19orf40 91442 37 19 33464993 33464993 Missense_Mutation SNP G A 4 128 c.271G>A c.(271-273)GTT>ATT p.V91I

Pat_24 Pre-Treatment MLL4 9757 37 19 36214067 36214067 Nonsense_Mutation SNP C T 4 154 c.2893C>T c.(2893-2895)CGA>TGA p.R965*

Pat_24 Pre-Treatment APLP1 333 37 19 36368683 36368683 Missense_Mutation SNP G A 4 113 c.1508G>A c.(1507-1509)AGC>AAC p.S503N

Pat_24 Pre-Treatment WDR62 284403 37 19 36579954 36579954 Nonsense_Mutation SNP C T 73 145 c.1783C>T c.(1783-1785)CAG>TAG p.Q595*

Pat_24 Pre-Treatment WDR62 284403 37 19 36594667 36594667 Missense_Mutation SNP G A 4 167 c.3922G>A c.(3922-3924)GTG>ATG p.V1308M

Pat_24 Pre-Treatment ZNF146 7705 37 19 36727658 36727658 Missense_Mutation SNP G A 6 145 c.316G>A c.(316-318)GGG>AGG p.G106R

Pat_24 Pre-Treatment ZNF829 374899 37 19 37382503 37382503 Missense_Mutation SNP C T 4 124 c.1190G>A c.(1189-1191)CGA>CAA p.R397Q

Pat_24 Pre-Treatment HKR1 284459 37 19 37853872 37853872 Missense_Mutation SNP G A 5 240 c.1175G>A c.(1174-1176)CGT>CAT p.R392H

Pat_24 Pre-Treatment ZNF527 84503 37 19 37865129 37865129 Missense_Mutation SNP C T 78 108 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_24 Pre-Treatment DPF1 8193 37 19 38708452 38708452 Missense_Mutation SNP G A 4 148 c.662C>T c.(661-663)CCG>CTG p.P221L

Pat_24 Pre-Treatment FAM98C 147965 37 19 38896008 38896008 Missense_Mutation SNP C T 4 125 c.580C>T c.(580-582)CCC>TCC p.P194S

Pat_24 Pre-Treatment RYR1 6261 37 19 39013705 39013705 Missense_Mutation SNP G A 12 7 c.10297G>A c.(10297-10299)GAG>AAG p.E3433K

Pat_24 Pre-Treatment SIRT2 22933 37 19 39371357 39371357 Missense_Mutation SNP G A 4 197 c.844C>T c.(844-846)CGC>TGC p.R282C

Pat_24 Pre-Treatment FBXO17 115290 37 19 39439252 39439252 Missense_Mutation SNP G A 4 227 c.416C>T c.(415-417)CCG>CTG p.P139L

Pat_24 Pre-Treatment PAPL 390928 37 19 39589605 39589605 Missense_Mutation SNP C T 4 99 c.328C>T c.(328-330)CGC>TGC p.R110C

Pat_24 Pre-Treatment TIMM50 92609 37 19 39972542 39972542 Missense_Mutation SNP G A 4 215 c.437G>A c.(436-438)CGC>CAC p.R146H

Pat_24 Pre-Treatment ZNF546 339327 37 19 40519644 40519644 Missense_Mutation SNP T C 54 82 c.467T>C c.(466-468)TTG>TCG p.L156S

Pat_24 Pre-Treatment PRX 57716 37 19 40900066 40900066 Missense_Mutation SNP G A 4 185 c.4193C>T c.(4192-4194)GCC>GTC p.A1398V

Pat_24 Pre-Treatment LTBP4 8425 37 19 41129511 41129511 Missense_Mutation SNP G A 4 71 c.3760G>A c.(3760-3762)GTG>ATG p.V1254M



Pat_24 Pre-Treatment CYP2B7P1 1556 37 19 41442117 41442117 Missense_Mutation SNP C T 44 53 c.287C>T c.(286-288)TCT>TTT p.S96F

Pat_24 Pre-Treatment CYP2F1 1572 37 19 41630689 41630689 Missense_Mutation SNP G A 4 39 c.1030G>A c.(1030-1032)GCG>ACG p.A344T

Pat_24 Pre-Treatment BCKDHA 593 37 19 41920054 41920054 Missense_Mutation SNP G A 4 124 c.476G>A c.(475-477)CGG>CAG p.R159Q

Pat_24 Pre-Treatment GSK3A 2931 37 19 42736815 42736815 Missense_Mutation SNP G A 4 102 c.1118C>T c.(1117-1119)CCG>CTG p.P373L

Pat_24 Pre-Treatment PAFAH1B3 5050 37 19 42804331 42804331 Missense_Mutation SNP G A 4 179 c.277C>T c.(277-279)CGG>TGG p.R93W

Pat_24 Pre-Treatment TMEM145 284339 37 19 42827822 42827822 Missense_Mutation SNP G A 4 189 c.1282G>A c.(1282-1284)GGA>AGA p.G428R

Pat_24 Pre-Treatment MEGF8 1954 37 19 42847683 42847683 Missense_Mutation SNP G A 4 101 c.1568G>A c.(1567-1569)GGC>GAC p.G523D

Pat_24 Pre-Treatment CEACAM1 634 37 19 43025661 43025661 Missense_Mutation SNP G A 6 450 c.716C>T c.(715-717)ACC>ATC p.T239I

Pat_24 Pre-Treatment PSG8 440533 37 19 43259211 43259211 Missense_Mutation SNP C T 57 92 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_24 Pre-Treatment GIPR 2696 37 19 46180288 46180288 Missense_Mutation SNP G A 5 140 c.715G>A c.(715-717)GTC>ATC p.V239I

Pat_24 Pre-Treatment SYMPK 8189 37 19 46332352 46332352 Missense_Mutation SNP C T 4 113 c.1861G>A c.(1861-1863)GCC>ACC p.A621T

Pat_24 Pre-Treatment PNMAL1 55228 37 19 46974154 46974154 Missense_Mutation SNP G A 12 55 c.139C>T c.(139-141)CTC>TTC p.L47F

Pat_24 Pre-Treatment SLC1A5 6510 37 19 47280531 47280531 Missense_Mutation SNP G A 4 189 c.1190C>T c.(1189-1191)GCC>GTC p.A397V

Pat_24 Pre-Treatment GRLF1 2909 37 19 47424220 47424220 Missense_Mutation SNP G A 4 155 c.2288G>A c.(2287-2289)CGT>CAT p.R763H

Pat_24 Pre-Treatment GRLF1 2909 37 19 47440602 47440602 Missense_Mutation SNP G A 4 117 c.3763G>A c.(3763-3765)GTG>ATG p.V1255M

Pat_24 Pre-Treatment DHX34 9704 37 19 47882968 47882968 Missense_Mutation SNP C T 130 243 c.2708C>T c.(2707-2709)TCC>TTC p.S903F

Pat_24 Pre-Treatment SULT2A1 6822 37 19 48389505 48389505 Missense_Mutation SNP C T 45 86 c.10G>A c.(10-12)GAT>AAT p.D4N

Pat_24 Pre-Treatment FGF21 26291 37 19 49261344 49261344 Missense_Mutation SNP C T 12 16 c.497C>T c.(496-498)CCA>CTA p.P166L

Pat_24 Pre-Treatment BCAT2 587 37 19 49299854 49299854 Missense_Mutation SNP C T 5 223 c.1046G>A c.(1045-1047)CGA>CAA p.R349Q

Pat_24 Pre-Treatment BAX 581 37 19 49464149 49464149 Nonsense_Mutation SNP G A 4 240 c.452G>A c.(451-453)TGG>TAG p.W151*

Pat_24 Pre-Treatment CGB7 94027 37 19 49557583 49557583 Missense_Mutation SNP G A 10 112 c.463C>T c.(463-465)CCG>TCG p.P155S

Pat_24 Pre-Treatment CPT1C 126129 37 19 50212025 50212025 Missense_Mutation SNP G A 5 332 c.1495G>A c.(1495-1497)GGC>AGC p.G499S

Pat_24 Pre-Treatment SHANK1 50944 37 19 51165452 51165452 Missense_Mutation SNP G A 4 88 c.6256C>T c.(6256-6258)CCG>TCG p.P2086S

Pat_24 Pre-Treatment KLK15 55554 37 19 51330167 51330167 Missense_Mutation SNP C T 25 36 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_24 Pre-Treatment KLK5 25818 37 19 51447041 51447041 Missense_Mutation SNP C T 8 22 c.728G>A c.(727-729)GGT>GAT p.G243D

Pat_24 Pre-Treatment LIM2 3982 37 19 51885793 51885793 Missense_Mutation SNP C T 54 117 c.204G>A c.(202-204)ATG>ATA p.M68I

Pat_24 Pre-Treatment ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 17 234 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_24 Pre-Treatment ZNF816A 125893 37 19 53454670 53454670 Missense_Mutation SNP C T 8 362 c.358G>A c.(358-360)GTT>ATT p.V120I

Pat_24 Pre-Treatment VN1R2 317701 37 19 53762332 53762332 Nonsense_Mutation SNP G A 37 47 c.704G>A c.(703-705)TGG>TAG p.W235*

Pat_24 Pre-Treatment ZNF331 55422 37 19 54080095 54080095 Missense_Mutation SNP G A 4 125 c.281G>A c.(280-282)CGC>CAC p.R94H

Pat_24 Pre-Treatment LAIR1 3903 37 19 54866912 54866912 Missense_Mutation SNP C T 4 234 c.829G>A c.(829-831)GAG>AAG p.E277K

Pat_24 Pre-Treatment KIR2DL4 3805 37 19 55324579 55324579 Splice_Site SNP G C 3 60 c.707_splice c.e6-1 p.G236_splice

Pat_24 Pre-Treatment NCR1 9437 37 19 55423586 55423586 Missense_Mutation SNP G A 4 159 c.733G>A c.(733-735)GAC>AAC p.D245N

Pat_24 Pre-Treatment PTPRH 5794 37 19 55699497 55699497 Missense_Mutation SNP G T 5 311 c.2424C>A c.(2422-2424)CAC>CAA p.H808Q

Pat_24 Pre-Treatment CCDC106 29903 37 19 56163871 56163871 Missense_Mutation SNP G A 4 142 c.602G>A c.(601-603)CGG>CAG p.R201Q

Pat_24 Pre-Treatment EPN1 29924 37 19 56190208 56190208 Missense_Mutation SNP G A 4 158 c.215G>A c.(214-216)CGT>CAT p.R72H

Pat_24 Pre-Treatment ZNF471 57573 37 19 57035779 57035779 Missense_Mutation SNP G A 4 110 c.343G>A c.(343-345)GGA>AGA p.G115R

Pat_24 Pre-Treatment PEG3 5178 37 19 57325423 57325423 Missense_Mutation SNP C G 4 164 c.4387G>C c.(4387-4389)GAA>CAA p.E1463Q

Pat_24 Pre-Treatment ZIM3 114026 37 19 57647082 57647082 Nonsense_Mutation SNP C T 63 107 c.623G>A c.(622-624)TGG>TAG p.W208*

Pat_24 Pre-Treatment ZSCAN4 201516 37 19 58189418 58189418 Missense_Mutation SNP C T 63 100 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_24 Pre-Treatment ZSCAN22 342945 37 19 58849872 58849872 Missense_Mutation SNP G A 6 442 c.656G>A c.(655-657)CGT>CAT p.R219H

Pat_24 Pre-Treatment ADAM17 6868 37 2 9676829 9676829 Missense_Mutation SNP A G 101 210 c.359T>C c.(358-360)GTT>GCT p.V120A

Pat_24 Pre-Treatment GEN1 348654 37 2 17946296 17946296 Missense_Mutation SNP T A 69 125 c.481T>A c.(481-483)TAT>AAT p.Y161N

Pat_24 Pre-Treatment NT5C1B 93034 37 2 18736717 18736717 Missense_Mutation SNP G A 7 537 c.1693C>T c.(1693-1695)CGG>TGG p.R565W

Pat_24 Pre-Treatment NT5C1B 93034 37 2 18765976 18765976 Missense_Mutation SNP G A 12 19 c.707C>T c.(706-708)TCG>TTG p.S236L

Pat_24 Pre-Treatment DPYSL5 56896 37 2 27157485 27157485 Missense_Mutation SNP C T 5 351 c.830C>T c.(829-831)ACG>ATG p.T277M

Pat_24 Pre-Treatment IFT172 26160 37 2 27700873 27700873 Missense_Mutation SNP G A 6 474 c.1156C>T c.(1156-1158)CGG>TGG p.R386W



Pat_24 Pre-Treatment PLB1 151056 37 2 28820886 28820886 Missense_Mutation SNP G A 4 207 c.2336G>A c.(2335-2337)GGC>GAC p.G779D

Pat_24 Pre-Treatment CRIM1 51232 37 2 36583665 36583665 Missense_Mutation SNP C T 4 106 c.230C>T c.(229-231)ACC>ATC p.T77I

Pat_24 Pre-Treatment GEMIN6 79833 37 2 39009011 39009011 Missense_Mutation SNP G A 4 225 c.481G>A c.(481-483)GGA>AGA p.G161R

Pat_24 Pre-Treatment MTA3 57504 37 2 42936069 42936069 Missense_Mutation SNP G A 6 380 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_24 Pre-Treatment PLEKHH2 130271 37 2 43927635 43927635 Missense_Mutation SNP C T 120 176 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_24 Pre-Treatment ABCG8 64241 37 2 44078855 44078855 Missense_Mutation SNP G A 6 184 c.455G>A c.(454-456)CGC>CAC p.R152H

Pat_24 Pre-Treatment TTC7A 57217 37 2 47233086 47233086 Missense_Mutation SNP G A 6 190 c.1091G>A c.(1090-1092)CGG>CAG p.R364Q

Pat_24 Pre-Treatment OTX1 5013 37 2 63282733 63282733 Missense_Mutation SNP G A 4 133 c.347G>A c.(346-348)CGG>CAG p.R116Q

Pat_24 Pre-Treatment SLC1A4 6509 37 2 65243783 65243783 Missense_Mutation SNP C T 4 135 c.1010C>T c.(1009-1011)GCG>GTG p.A337V

Pat_24 Pre-Treatment APLF 200558 37 2 68753264 68753264 Missense_Mutation SNP G A 4 230 c.694G>A c.(694-696)GGA>AGA p.G232R

Pat_24 Pre-Treatment ARHGAP25 9938 37 2 69053237 69053237 Missense_Mutation SNP C T 4 219 c.1849C>T c.(1849-1851)CGG>TGG p.R617W

Pat_24 Pre-Treatment CYP26B1 56603 37 2 72362394 72362394 Missense_Mutation SNP C T 4 103 c.584G>A c.(583-585)CGG>CAG p.R195Q

Pat_24 Pre-Treatment ALMS1 7840 37 2 73827919 73827919 Nonsense_Mutation SNP G A 4 72 c.11786G>A c.(11785-11787)TGG>TAG p.W3929*

Pat_24 Pre-Treatment DQX1 165545 37 2 74751136 74751136 Missense_Mutation SNP G A 4 160 c.730C>T c.(730-732)CGG>TGG p.R244W

Pat_24 Pre-Treatment CTNNA2 1496 37 2 80874869 80874869 Missense_Mutation SNP G A 129 204 c.2734G>A c.(2734-2736)GAG>AAG p.E912K

Pat_24 Pre-Treatment MAT2A 4144 37 2 85769710 85769710 Missense_Mutation SNP G A 4 173 c.791G>A c.(790-792)CGC>CAC p.R264H

Pat_24 Pre-Treatment POLR1A 25885 37 2 86257434 86257434 Missense_Mutation SNP G A 4 110 c.4664C>T c.(4663-4665)GCG>GTG p.A1555V

Pat_24 Pre-Treatment MRPS5 64969 37 2 95774016 95774016 Nonsense_Mutation SNP G A 5 167 c.541C>T c.(541-543)CGA>TGA p.R181*

Pat_24 Pre-Treatment GPAT2 150763 37 2 96697836 96697836 Missense_Mutation SNP C T 25 141 c.122G>A c.(121-123)GGG>GAG p.G41E

Pat_24 Pre-Treatment STARD7 56910 37 2 96858130 96858130 Missense_Mutation SNP G A 6 339 c.820C>T c.(820-822)CGT>TGT p.R274C

Pat_24 Pre-Treatment SNRNP200 23020 37 2 96948969 96948969 Nonsense_Mutation SNP G A 7 218 c.4885C>T c.(4885-4887)CGA>TGA p.R1629*

Pat_24 Pre-Treatment ACTR1B 10120 37 2 98273346 98273346 Missense_Mutation SNP C T 4 42 c.1106G>A c.(1105-1107)CGT>CAT p.R369H

Pat_24 Pre-Treatment LYG1 129530 37 2 99907879 99907879 Missense_Mutation SNP G A 14 43 c.154C>T c.(154-156)CGT>TGT p.R52C

Pat_24 Pre-Treatment NPAS2 4862 37 2 101584859 101584859 Missense_Mutation SNP G A 4 240 c.1024G>A c.(1024-1026)GAG>AAG p.E342K

Pat_24 Pre-Treatment FHL2 2274 37 2 105979858 105979858 Missense_Mutation SNP C A 5 57 c.572G>T c.(571-573)TGC>TTC p.C191F

Pat_24 Pre-Treatment PSD4 23550 37 2 113950879 113950879 Missense_Mutation SNP G A 56 102 c.1964G>A c.(1963-1965)CGG>CAG p.R655Q

Pat_24 Pre-Treatment DPP10 57628 37 2 116548905 116548905 Missense_Mutation SNP G A 4 179 c.1673G>A c.(1672-1674)CGA>CAA p.R558Q

Pat_24 Pre-Treatment CNTNAP5 129684 37 2 125521709 125521709 Nonsense_Mutation SNP C T 61 103 c.2515C>T c.(2515-2517)CGA>TGA p.R839*

Pat_24 Pre-Treatment IWS1 55677 37 2 128250895 128250895 Missense_Mutation SNP G A 4 133 c.1891C>T c.(1891-1893)CTC>TTC p.L631F

Pat_24 Pre-Treatment UGGT1 56886 37 2 128848960 128848960 Missense_Mutation SNP C A 3 37 c.29C>A c.(28-30)GCG>GAG p.A10E

Pat_24 Pre-Treatment FAM123C 205147 37 2 131519893 131519893 Missense_Mutation SNP G A 6 9 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_24 Pre-Treatment PLEKHB2 55041 37 2 131904261 131904261 Missense_Mutation SNP G A 6 359 c.584G>A c.(583-585)CGA>CAA p.R195Q

Pat_24 Pre-Treatment NCKAP5 344148 37 2 133540573 133540573 Missense_Mutation SNP C T 5 198 c.3811G>A c.(3811-3813)GCC>ACC p.A1271T

Pat_24 Pre-Treatment NCKAP5 344148 37 2 133541974 133541974 Missense_Mutation SNP G A 127 221 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_24 Pre-Treatment MGAT5 4249 37 2 135180410 135180410 Missense_Mutation SNP G A 5 247 c.1714G>A c.(1714-1716)GGG>AGG p.G572R

Pat_24 Pre-Treatment TMEM163 81615 37 2 135308187 135308187 Missense_Mutation SNP G A 4 233 c.412C>T c.(412-414)CGT>TGT p.R138C

Pat_24 Pre-Treatment LRP1B 53353 37 2 141250238 141250238 Missense_Mutation SNP G A 4 102 c.9059C>T c.(9058-9060)GCT>GTT p.A3020V

Pat_24 Pre-Treatment LRP1B 53353 37 2 141264467 141264467 Missense_Mutation SNP C T 41 55 c.8419G>A c.(8419-8421)GAA>AAA p.E2807K

Pat_24 Pre-Treatment LRP1B 53353 37 2 141946086 141946086 Missense_Mutation SNP C T 4 137 c.917G>A c.(916-918)CGG>CAG p.R306Q

Pat_24 Pre-Treatment ACVR1C 130399 37 2 158401119 158401119 Missense_Mutation SNP C T 22 54 c.781G>A c.(781-783)GGA>AGA p.G261R

Pat_24 Pre-Treatment TANC1 85461 37 2 160080770 160080770 Missense_Mutation SNP G A 4 127 c.3706G>A c.(3706-3708)GTG>ATG p.V1236M

Pat_24 Pre-Treatment WDSUB1 151525 37 2 160114456 160114456 Missense_Mutation SNP C T 4 61 c.845G>A c.(844-846)AGG>AAG p.R282K

Pat_24 Pre-Treatment SCN3A 6328 37 2 165950907 165950907 Nonsense_Mutation SNP G A 135 219 c.4513C>T c.(4513-4515)CAG>TAG p.Q1505*

Pat_24 Pre-Treatment SCN2A 6326 37 2 166170222 166170222 Missense_Mutation SNP C T 49 82 c.1127C>T c.(1126-1128)TCC>TTC p.S376F

Pat_24 Pre-Treatment CSRNP3 80034 37 2 166535587 166535587 Missense_Mutation SNP C T 4 213 c.1082C>T c.(1081-1083)ACG>ATG p.T361M

Pat_24 Pre-Treatment SCN1A 6323 37 2 166915126 166915126 Missense_Mutation SNP G A 37 57 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_24 Pre-Treatment LRP2 4036 37 2 170002377 170002377 Missense_Mutation SNP C T 19 38 c.12868G>A c.(12868-12870)GAA>AAA p.E4290K



Pat_24 Pre-Treatment LRP2 4036 37 2 170030528 170030528 Nonsense_Mutation SNP G A 54 87 c.10915C>T c.(10915-10917)CAG>TAG p.Q3639*

Pat_24 Pre-Treatment LRP2 4036 37 2 170032996 170032996 Missense_Mutation SNP G A 4 87 c.10496C>T c.(10495-10497)ACC>ATC p.T3499I

Pat_24 Pre-Treatment LRP2 4036 37 2 170099985 170099985 Nonsense_Mutation SNP G A 5 326 c.3478C>T c.(3478-3480)CGA>TGA p.R1160*

Pat_24 Pre-Treatment ITGA6 3655 37 2 173352006 173352006 Missense_Mutation SNP C T 27 53 c.1985C>T c.(1984-1986)CCA>CTA p.P662L

Pat_24 Pre-Treatment TTN 7273 37 2 179395188 179395188 Missense_Mutation SNP T A 31 65 c.98450A>T c.(98449-98451)AAG>ATG p.K32817M

Pat_24 Pre-Treatment TTN 7273 37 2 179410270 179410270 Missense_Mutation SNP C T 7 615 c.87863G>A c.(87862-87864)CGT>CAT p.R29288H

Pat_24 Pre-Treatment TTN 7273 37 2 179458711 179458711 Missense_Mutation SNP C T 134 219 c.50705G>A c.(50704-50706)GGT>GAT p.G16902D

Pat_24 Pre-Treatment CCDC141 285025 37 2 179718176 179718177 Missense_Mutation DNP TG CT 80 168 c.1510_1511CA>AGc.(1510-1512)CAC>AGC p.H504S

Pat_24 Pre-Treatment PDE1A 5136 37 2 183104982 183104982 Nonsense_Mutation SNP G A 52 77 c.253C>T c.(253-255)CAG>TAG p.Q85*

Pat_24 Pre-Treatment ZSWIM2 151112 37 2 187692805 187692805 Missense_Mutation SNP C T 6 101 c.1808G>A c.(1807-1809)CGA>CAA p.R603Q

Pat_24 Pre-Treatment ANKAR 150709 37 2 190608104 190608104 Missense_Mutation SNP G A 4 53 c.3701G>A c.(3700-3702)CGT>CAT p.R1234H

Pat_24 Pre-Treatment INPP1 3628 37 2 191235652 191235652 Missense_Mutation SNP G A 6 540 c.724G>A c.(724-726)GGC>AGC p.G242S

Pat_24 Pre-Treatment MFSD6 54842 37 2 191301809 191301809 Missense_Mutation SNP G A 5 154 c.1054G>A c.(1054-1056)GAA>AAA p.E352K

Pat_24 Pre-Treatment MYO1B 4430 37 2 192257872 192257872 Missense_Mutation SNP G A 4 174 c.2150G>A c.(2149-2151)GGG>GAG p.G717E

Pat_24 Pre-Treatment BMPR2 659 37 2 203420798 203420798 Missense_Mutation SNP G A 4 145 c.2410G>A c.(2410-2412)GTC>ATC p.V804I

Pat_24 Pre-Treatment PARD3B 117583 37 2 206037007 206037007 Missense_Mutation SNP G A 73 210 c.1693G>A c.(1693-1695)GAA>AAA p.E565K

Pat_24 Pre-Treatment NDUFS1 4719 37 2 207003231 207003231 Missense_Mutation SNP G A 5 295 c.1370C>T c.(1369-1371)TCG>TTG p.S457L

Pat_24 Pre-Treatment LANCL1 10314 37 2 211305413 211305413 Missense_Mutation SNP G A 4 150 c.599C>T c.(598-600)ACG>ATG p.T200M

Pat_24 Pre-Treatment ERBB4 2066 37 2 212578265 212578266 Missense_Mutation DNP GG TT 4 99 c.991_992CC>AA c.(991-993)CCA>AAA p.P331K

Pat_24 Pre-Treatment C2orf62 375307 37 2 219227554 219227554 Missense_Mutation SNP C T 5 94 c.559C>T c.(559-561)CGG>TGG p.R187W

Pat_24 Pre-Treatment USP37 57695 37 2 219411766 219411766 Nonsense_Mutation SNP G A 4 203 c.478C>T c.(478-480)CGA>TGA p.R160*

Pat_24 Pre-Treatment WNT10A 80326 37 2 219746978 219746978 Missense_Mutation SNP G A 5 96 c.209G>A c.(208-210)CGG>CAG p.R70Q

Pat_24 Pre-Treatment CCDC108 255101 37 2 219894331 219894331 Missense_Mutation SNP G A 5 287 c.1444C>T c.(1444-1446)CGC>TGC p.R482C

Pat_24 Pre-Treatment ANKZF1 55139 37 2 220098932 220098932 Missense_Mutation SNP C T 11 21 c.1126C>T c.(1126-1128)CCT>TCT p.P376S

Pat_24 Pre-Treatment TUBA4A 7277 37 2 220115777 220115777 Missense_Mutation SNP C T 5 433 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_24 Pre-Treatment KIAA1486 57624 37 2 226446729 226446729 Missense_Mutation SNP C T 5 364 c.596C>T c.(595-597)CCG>CTG p.P199L

Pat_24 Pre-Treatment SP140L 93349 37 2 231254663 231254663 Missense_Mutation SNP G A 57 92 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_24 Pre-Treatment ALPP 250 37 2 233243710 233243710 Missense_Mutation SNP C T 4 175 c.106C>T c.(106-108)CGC>TGC p.R36C

Pat_24 Pre-Treatment ALPP 250 37 2 233245136 233245136 Missense_Mutation SNP C T 4 198 c.799C>T c.(799-801)CGG>TGG p.R267W

Pat_24 Pre-Treatment GIGYF2 26058 37 2 233674449 233674449 Missense_Mutation SNP G A 4 230 c.1826G>A c.(1825-1827)CGA>CAA p.R609Q

Pat_24 Pre-Treatment DGKD 8527 37 2 234375783 234375783 Missense_Mutation SNP G A 5 427 c.3358G>A c.(3358-3360)GTG>ATG p.V1120M

Pat_24 Pre-Treatment UGT1A4 54657 37 2 234627614 234627614 Missense_Mutation SNP G A 28 39 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_24 Pre-Treatment TRPM8 79054 37 2 234854527 234854527 Missense_Mutation SNP G A 107 187 c.727G>A c.(727-729)GAT>AAT p.D243N

Pat_24 Pre-Treatment TRAF3IP1 26146 37 2 239258006 239258006 Missense_Mutation SNP C T 37 87 c.1408C>T c.(1408-1410)CGG>TGG p.R470W

Pat_24 Pre-Treatment TRIB3 57761 37 20 368853 368853 Missense_Mutation SNP C T 4 175 c.199C>T c.(199-201)CGT>TGT p.R67C

Pat_24 Pre-Treatment SIRPA 140885 37 20 1902259 1902259 Missense_Mutation SNP C T 4 128 c.655C>T c.(655-657)CGC>TGC p.R219C

Pat_24 Pre-Treatment SIRPA 140885 37 20 1918051 1918051 Missense_Mutation SNP C T 4 136 c.1352C>T c.(1351-1353)ACG>ATG p.T451M

Pat_24 Pre-Treatment TGM6 343641 37 20 2384352 2384352 Missense_Mutation SNP G A 82 99 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_24 Pre-Treatment TMC2 117532 37 20 2575609 2575609 Nonsense_Mutation SNP C T 4 229 c.1072C>T c.(1072-1074)CGA>TGA p.R358*

Pat_24 Pre-Treatment IDH3B 3420 37 20 2640427 2640427 Missense_Mutation SNP G A 4 114 c.928C>T c.(928-930)CCA>TCA p.P310S

Pat_24 Pre-Treatment CPXM1 56265 37 20 2776427 2776427 Missense_Mutation SNP G A 6 244 c.1538C>T c.(1537-1539)ACC>ATC p.T513I

Pat_24 Pre-Treatment ITPA 3704 37 20 3194691 3194691 Missense_Mutation SNP C T 46 80 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_24 Pre-Treatment CDC25B 994 37 20 3781438 3781438 Nonsense_Mutation SNP C T 29 97 c.508C>T c.(508-510)CAG>TAG p.Q170*

Pat_24 Pre-Treatment HAO1 54363 37 20 7894856 7894856 Missense_Mutation SNP C T 5 292 c.500G>A c.(499-501)CGT>CAT p.R167H

Pat_24 Pre-Treatment PLCB4 5332 37 20 9416225 9416225 Missense_Mutation SNP C T 29 45 c.2507C>T c.(2506-2508)TCA>TTA p.S836L

Pat_24 Pre-Treatment BTBD3 22903 37 20 11904205 11904205 Missense_Mutation SNP C T 5 161 c.1460C>T c.(1459-1461)ACA>ATA p.T487I

Pat_24 Pre-Treatment XRN2 22803 37 20 21327126 21327126 Missense_Mutation SNP C T 6 489 c.1603C>T c.(1603-1605)CGT>TGT p.R535C



Pat_24 Pre-Treatment GZF1 64412 37 20 23350289 23350289 Missense_Mutation SNP C T 6 349 c.1696C>T c.(1696-1698)CGC>TGC p.R566C

Pat_24 Pre-Treatment CST9 128822 37 20 23584214 23584214 Missense_Mutation SNP C T 4 110 c.413G>A c.(412-414)TGC>TAC p.C138Y

Pat_24 Pre-Treatment ACSS1 84532 37 20 25002061 25002061 Missense_Mutation SNP C T 4 40 c.1072G>A c.(1072-1074)GTC>ATC p.V358I

Pat_24 Pre-Treatment MYLK2 85366 37 20 30408261 30408261 Missense_Mutation SNP G A 50 234 c.385G>A c.(385-387)GGC>AGC p.G129S

Pat_24 Pre-Treatment DNMT3B 1789 37 20 31388045 31388045 Missense_Mutation SNP G A 7 642 c.1846G>A c.(1846-1848)GTG>ATG p.V616M

Pat_24 Pre-Treatment ZNF341 84905 37 20 32328819 32328819 Splice_Site SNP G A 4 194 c.142_splice c.e2+1 p.D48_splice

Pat_24 Pre-Treatment CEP250 11190 37 20 34091848 34091848 Missense_Mutation SNP C T 29 25 c.5651C>T c.(5650-5652)GCC>GTC p.A1884V

Pat_24 Pre-Treatment EPB41L1 2036 37 20 34782211 34782211 Missense_Mutation SNP G A 4 163 c.1378G>A c.(1378-1380)GAG>AAG p.E460K

Pat_24 Pre-Treatment NDRG3 57446 37 20 35282084 35282084 Missense_Mutation SNP G A 4 231 c.967C>T c.(967-969)CGG>TGG p.R323W

Pat_24 Pre-Treatment C20orf118 140711 37 20 35504590 35504590 Missense_Mutation SNP C T 7 442 c.13C>T c.(13-15)CGC>TGC p.R5C

Pat_24 Pre-Treatment SAMHD1 25939 37 20 35563559 35563559 Missense_Mutation SNP G A 4 205 c.382C>T c.(382-384)CTC>TTC p.L128F

Pat_24 Pre-Treatment DHX35 60625 37 20 37650576 37650576 Missense_Mutation SNP G A 5 219 c.1591G>A c.(1591-1593)GCA>ACA p.A531T

Pat_24 Pre-Treatment PLCG1 5335 37 20 39792036 39792036 Missense_Mutation SNP C T 106 253 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_24 Pre-Treatment PLCG1 5335 37 20 39797771 39797771 Missense_Mutation SNP G A 4 196 c.2536G>A c.(2536-2538)GTG>ATG p.V846M

Pat_24 Pre-Treatment ZHX3 23051 37 20 39830922 39830922 Missense_Mutation SNP C T 7 485 c.2635G>A c.(2635-2637)GTC>ATC p.V879I

Pat_24 Pre-Treatment CHD6 84181 37 20 40102096 40102096 Missense_Mutation SNP G A 6 314 c.2530C>T c.(2530-2532)CGG>TGG p.R844W

Pat_24 Pre-Treatment PTPRT 11122 37 20 41306788 41306788 Missense_Mutation SNP G A 25 33 c.871C>T c.(871-873)CCC>TCC p.P291S

Pat_24 Pre-Treatment PI3 5266 37 20 43803588 43803588 Missense_Mutation SNP G A 6 290 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_24 Pre-Treatment SLC12A5 57468 37 20 44676109 44676109 Missense_Mutation SNP G A 60 165 c.1873G>A c.(1873-1875)GGC>AGC p.G625S

Pat_24 Pre-Treatment SLC35C2 51006 37 20 44986310 44986310 Missense_Mutation SNP G A 8 272 c.223C>T c.(223-225)CGT>TGT p.R75C

Pat_24 Pre-Treatment SLC2A10 81031 37 20 45362445 45362445 Missense_Mutation SNP G A 5 226 c.1598G>A c.(1597-1599)AGC>AAC p.S533N

Pat_24 Pre-Treatment EYA2 2139 37 20 45801437 45801437 Missense_Mutation SNP G A 5 323 c.1120G>A c.(1120-1122)GTG>ATG p.V374M

Pat_24 Pre-Treatment ZMYND8 23613 37 20 45867738 45867738 Missense_Mutation SNP G A 6 297 c.2369C>T c.(2368-2370)CCG>CTG p.P790L

Pat_24 Pre-Treatment NCOA3 8202 37 20 46262366 46262366 Missense_Mutation SNP G A 4 196 c.950G>A c.(949-951)CGT>CAT p.R317H

Pat_24 Pre-Treatment DIDO1 11083 37 20 61511433 61511433 Missense_Mutation SNP G A 289 230 c.5875C>T c.(5875-5877)CCC>TCC p.P1959S

Pat_24 Pre-Treatment DIDO1 11083 37 20 61522492 61522492 Missense_Mutation SNP G A 4 155 c.3361C>T c.(3361-3363)CGC>TGC p.R1121C

Pat_24 Pre-Treatment DIDO1 11083 37 20 61542460 61542460 Missense_Mutation SNP G A 4 178 c.505C>T c.(505-507)CGC>TGC p.R169C

Pat_24 Pre-Treatment ARFGAP1 55738 37 20 61909542 61909542 Missense_Mutation SNP G A 4 193 c.517G>A c.(517-519)GGC>AGC p.G173S

Pat_24 Pre-Treatment EEF1A2 1917 37 20 62122041 62122041 Missense_Mutation SNP G A 4 138 c.820C>T c.(820-822)CCG>TCG p.P274S

Pat_24 Pre-Treatment PRPF6 24148 37 20 62657343 62657343 Missense_Mutation SNP G A 5 185 c.1960G>A c.(1960-1962)GAG>AAG p.E654K

Pat_24 Pre-Treatment USP25 29761 37 21 17183520 17183520 Missense_Mutation SNP G A 4 238 c.922G>A c.(922-924)GTA>ATA p.V308I

Pat_24 Pre-Treatment NCAM2 4685 37 21 22696705 22696705 Missense_Mutation SNP C T 5 257 c.622C>T c.(622-624)CCG>TCG p.P208S

Pat_24 Pre-Treatment ETS2 2114 37 21 40194704 40194704 Missense_Mutation SNP C T 5 284 c.1301C>T c.(1300-1302)TCG>TTG p.S434L

Pat_24 Pre-Treatment BRWD1 54014 37 21 40648100 40648100 Missense_Mutation SNP G A 5 384 c.1144C>T c.(1144-1146)CGG>TGG p.R382W

Pat_24 Pre-Treatment BACE2 25825 37 21 42629134 42629134 Missense_Mutation SNP G A 6 246 c.1184G>A c.(1183-1185)CGA>CAA p.R395Q

Pat_24 Pre-Treatment RIPK4 54101 37 21 43161465 43161465 Missense_Mutation SNP C T 5 254 c.1888G>A c.(1888-1890)GTC>ATC p.V630I

Pat_24 Pre-Treatment ZNF295 49854 37 21 43412883 43412883 Missense_Mutation SNP G A 4 208 c.1322C>T c.(1321-1323)TCG>TTG p.S441L

Pat_24 Pre-Treatment UMODL1 89766 37 21 43547286 43547286 Missense_Mutation SNP C T 5 175 c.3464C>T c.(3463-3465)ACG>ATG p.T1155M

Pat_24 Pre-Treatment AGPAT3 56894 37 21 45379596 45379596 Missense_Mutation SNP G A 6 443 c.34G>A c.(34-36)GTG>ATG p.V12M

Pat_24 Pre-Treatment PRODH 5625 37 22 18912710 18912710 Missense_Mutation SNP G A 4 190 c.521C>T c.(520-522)ACG>ATG p.T174M

Pat_24 Pre-Treatment ARVCF 421 37 22 19960727 19960727 Missense_Mutation SNP C T 4 58 c.2353G>A c.(2353-2355)GAA>AAA p.E785K

Pat_24 Pre-Treatment SMARCB1 6598 37 22 24167562 24167562 Missense_Mutation SNP C T 4 147 c.946C>T c.(946-948)CGG>TGG p.R316W

Pat_24 Pre-Treatment GSTT1 2952 37 22 24379432 24379432 Missense_Mutation SNP G A 4 94 c.280C>T c.(280-282)CGT>TGT p.R94C

Pat_24 Pre-Treatment SEZ6L 23544 37 22 26761478 26761478 Missense_Mutation SNP C T 4 135 c.2740C>T c.(2740-2742)CGC>TGC p.R914C

Pat_24 Pre-Treatment TBC1D10A 83874 37 22 30691727 30691727 Missense_Mutation SNP C T 4 144 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_24 Pre-Treatment SF3A1 10291 37 22 30735151 30735151 Missense_Mutation SNP C T 6 438 c.1465G>A c.(1465-1467)GGT>AGT p.G489S

Pat_24 Pre-Treatment DUSP18 150290 37 22 31059603 31059603 Missense_Mutation SNP C T 4 99 c.388G>A c.(388-390)GCC>ACC p.A130T



Pat_24 Pre-Treatment RFPL3 10738 37 22 32756800 32756800 Missense_Mutation SNP G A 5 241 c.935G>A c.(934-936)CGT>CAT p.R312H

Pat_24 Pre-Treatment C22orf28 51493 37 22 32791099 32791099 Missense_Mutation SNP C T 4 169 c.1093G>A c.(1093-1095)GGA>AGA p.G365R

Pat_24 Pre-Treatment MYH9 4627 37 22 36716897 36716897 Missense_Mutation SNP G A 4 120 c.814C>T c.(814-816)CGG>TGG p.R272W

Pat_24 Pre-Treatment EIF3D 8664 37 22 36908588 36908588 Missense_Mutation SNP G A 4 180 c.1268C>T c.(1267-1269)ACG>ATG p.T423M

Pat_24 Pre-Treatment CACNG2 10369 37 22 36962445 36962445 Nonsense_Mutation SNP G A 4 161 c.391C>T c.(391-393)CGA>TGA p.R131*

Pat_24 Pre-Treatment TRIOBP 11078 37 22 38120119 38120119 Missense_Mutation SNP A G 5 277 c.1556A>G c.(1555-1557)AAT>AGT p.N519S

Pat_24 Pre-Treatment TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 16 485 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_24 Pre-Treatment POLR2F 5435 37 22 38352793 38352793 Missense_Mutation SNP G A 4 192 c.34G>A c.(34-36)GAC>AAC p.D12N

Pat_24 Pre-Treatment KCNJ4 3761 37 22 38822895 38822895 Missense_Mutation SNP G A 5 244 c.1243C>T c.(1243-1245)CGG>TGG p.R415W

Pat_24 Pre-Treatment EP300 2033 37 22 41572528 41572528 Missense_Mutation SNP G A 4 125 c.5057G>A c.(5056-5058)TGT>TAT p.C1686Y

Pat_24 Pre-Treatment 3-Sep 55964 37 22 42382068 42382068 Missense_Mutation SNP C T 5 111 c.283C>T c.(283-285)CGG>TGG p.R95W

Pat_24 Pre-Treatment NAGA 4668 37 22 42456333 42456333 Missense_Mutation SNP C T 6 261 c.1186G>A c.(1186-1188)GTG>ATG p.V396M

Pat_24 Pre-Treatment TBC1D22A 25771 37 22 47189519 47189519 Missense_Mutation SNP C T 5 169 c.241C>T c.(241-243)CTC>TTC p.L81F

Pat_24 Pre-Treatment TTLL8 164714 37 22 50470483 50470483 Missense_Mutation SNP G A 4 217 c.1339C>T c.(1339-1341)CGC>TGC p.R447C

Pat_24 Pre-Treatment PANX2 56666 37 22 50616139 50616139 Missense_Mutation SNP G A 6 380 c.998G>A c.(997-999)CGC>CAC p.R333H

Pat_24 Pre-Treatment SELO 83642 37 22 50655462 50655462 Missense_Mutation SNP G A 4 102 c.1750G>A c.(1750-1752)GTG>ATG p.V584M

Pat_24 Pre-Treatment MAPK12 6300 37 22 50694078 50694078 Missense_Mutation SNP G A 6 438 c.737C>T c.(736-738)CCG>CTG p.P246L

Pat_24 Pre-Treatment MIOX 55586 37 22 50927667 50927667 Missense_Mutation SNP G A 4 55 c.529G>A c.(529-531)GGG>AGG p.G177R

Pat_24 Pre-Treatment MTMR14 64419 37 3 9730640 9730640 Missense_Mutation SNP G A 4 184 c.1307G>A c.(1306-1308)CGT>CAT p.R436H

Pat_24 Pre-Treatment TADA3 10474 37 3 9827040 9827040 Missense_Mutation SNP C T 4 211 c.880G>A c.(880-882)GGG>AGG p.G294R

Pat_24 Pre-Treatment CIDEC 63924 37 3 9911632 9911632 Missense_Mutation SNP G A 4 151 c.488C>T c.(487-489)GCG>GTG p.A163V

Pat_24 Pre-Treatment CAND2 23066 37 3 12857393 12857393 Missense_Mutation SNP C T 4 134 c.1327C>T c.(1327-1329)CGG>TGG p.R443W

Pat_24 Pre-Treatment GRIP2 80852 37 3 14555822 14555822 Missense_Mutation SNP C T 3 23 c.1765G>A c.(1765-1767)GAG>AAG p.E589K

Pat_24 Pre-Treatment C3orf19 51244 37 3 14708937 14708937 Missense_Mutation SNP G A 4 229 c.731G>A c.(730-732)CGG>CAG p.R244Q

Pat_24 Pre-Treatment FGD5 152273 37 3 14939582 14939582 Missense_Mutation SNP G A 6 428 c.3046G>A c.(3046-3048)GCT>ACT p.A1016T

Pat_24 Pre-Treatment SH3BP5 9467 37 3 15300421 15300421 Missense_Mutation SNP C T 4 114 c.806G>A c.(805-807)CGG>CAG p.R269Q

Pat_24 Pre-Treatment CMTM8 152189 37 3 32398920 32398920 Missense_Mutation SNP C T 108 129 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_24 Pre-Treatment UBP1 7342 37 3 33438622 33438622 Missense_Mutation SNP C T 4 129 c.1186G>A c.(1186-1188)GAC>AAC p.D396N

Pat_24 Pre-Treatment PDCD6IP 10015 37 3 33905518 33905518 Missense_Mutation SNP C T 59 99 c.2141C>T c.(2140-2142)GCC>GTC p.A714V

Pat_24 Pre-Treatment STAC 6769 37 3 36545899 36545899 Missense_Mutation SNP G A 47 70 c.781G>A c.(781-783)GAA>AAA p.E261K

Pat_24 Pre-Treatment TRANK1 9881 37 3 36884181 36884181 Missense_Mutation SNP C T 4 96 c.3430G>A c.(3430-3432)GTT>ATT p.V1144I

Pat_24 Pre-Treatment DLEC1 9940 37 3 38151621 38151621 Missense_Mutation SNP C T 5 154 c.3292C>T c.(3292-3294)CTC>TTC p.L1098F

Pat_24 Pre-Treatment ACVR2B 93 37 3 38522951 38522951 Missense_Mutation SNP G A 4 147 c.1069G>A c.(1069-1071)GGA>AGA p.G357R

Pat_24 Pre-Treatment SCN10A 6336 37 3 38739931 38739931 Missense_Mutation SNP G A 4 235 c.4780C>T c.(4780-4782)CGC>TGC p.R1594C

Pat_24 Pre-Treatment CSRNP1 64651 37 3 39184553 39184553 Missense_Mutation SNP G A 5 232 c.1763C>T c.(1762-1764)CCG>CTG p.P588L

Pat_24 Pre-Treatment HIGD1A 25994 37 3 42835717 42835717 Missense_Mutation SNP G A 51 86 c.29C>T c.(28-30)CCT>CTT p.P10L

Pat_24 Pre-Treatment CDCP1 64866 37 3 45136959 45136959 Missense_Mutation SNP C T 4 205 c.1126G>A c.(1126-1128)GTG>ATG p.V376M

Pat_24 Pre-Treatment SETD2 29072 37 3 47147534 47147534 Nonsense_Mutation SNP G A 4 215 c.4792C>T c.(4792-4794)CGA>TGA p.R1598*

Pat_24 Pre-Treatment SETD2 29072 37 3 47164268 47164268 Nonsense_Mutation SNP G A 10 29 c.1858C>T c.(1858-1860)CGA>TGA p.R620*

Pat_24 Pre-Treatment KLHL18 23276 37 3 47384255 47384255 Missense_Mutation SNP G A 4 122 c.1273G>A c.(1273-1275)GTT>ATT p.V425I

Pat_24 Pre-Treatment PTPN23 25930 37 3 47446188 47446188 Missense_Mutation SNP G A 4 161 c.206G>A c.(205-207)CGC>CAC p.R69H

Pat_24 Pre-Treatment FBXW12 285231 37 3 48423472 48423472 Missense_Mutation SNP G A 4 205 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_24 Pre-Treatment COL7A1 1294 37 3 48608389 48608389 Missense_Mutation SNP G A 3 38 c.7177C>T c.(7177-7179)CTC>TTC p.L2393F

Pat_24 Pre-Treatment COL7A1 1294 37 3 48629609 48629609 Missense_Mutation SNP G A 5 249 c.1166C>T c.(1165-1167)ACG>ATG p.T389M

Pat_24 Pre-Treatment CELSR3 1951 37 3 48663703 48663703 Missense_Mutation SNP G A 4 114 c.12371C>T c.(12370-12372)GCT>GTT p.A4124V

Pat_24 Pre-Treatment CELSR3 1951 37 3 48689366 48689366 Missense_Mutation SNP G A 117 156 c.5867C>T c.(5866-5868)CCA>CTA p.P1956L

Pat_24 Pre-Treatment C3orf62 375341 37 3 49314068 49314068 Missense_Mutation SNP C G 4 180 c.238G>C c.(238-240)GCT>CCT p.A80P



Pat_24 Pre-Treatment GPX1 2876 37 3 49395051 49395052 Missense_Mutation DNP AG TA 22 70 c.381_382CT>TA(379-384)GCCTTC>GCTAT p.F128I

Pat_24 Pre-Treatment APEH 327 37 3 49720135 49720135 Missense_Mutation SNP G A 4 211 c.1849G>A c.(1849-1851)GCC>ACC p.A617T

Pat_24 Pre-Treatment DOCK3 1795 37 3 51265501 51265501 Missense_Mutation SNP C G 3 103 c.1629C>G c.(1627-1629)CAC>CAG p.H543Q

Pat_24 Pre-Treatment DOCK3 1795 37 3 51411966 51411966 Missense_Mutation SNP G A 4 90 c.5360G>A c.(5359-5361)CGG>CAG p.R1787Q

Pat_24 Pre-Treatment VPRBP 9730 37 3 51458334 51458334 Missense_Mutation SNP G A 149 220 c.2090C>T c.(2089-2091)TCC>TTC p.S697F

Pat_24 Pre-Treatment PARP3 10039 37 3 51977511 51977511 Missense_Mutation SNP G A 4 71 c.140G>A c.(139-141)CGC>CAC p.R47H

Pat_24 Pre-Treatment TLR9 54106 37 3 52255447 52255447 Missense_Mutation SNP C T 3 28 c.2885G>A c.(2884-2886)CGC>CAC p.R962H

Pat_24 Pre-Treatment NT5DC2 64943 37 3 52559263 52559263 Missense_Mutation SNP C T 4 177 c.1057G>A c.(1057-1059)GTG>ATG p.V353M

Pat_24 Pre-Treatment RFT1 91869 37 3 53125938 53125938 Missense_Mutation SNP C T 4 136 c.1607G>A c.(1606-1608)CGC>CAC p.R536H

Pat_24 Pre-Treatment MITF 4286 37 3 69928373 69928373 Missense_Mutation SNP C T 4 87 c.193C>T c.(193-195)CGT>TGT p.R65C

Pat_24 Pre-Treatment CNTN3 5067 37 3 74350624 74350624 Missense_Mutation SNP G A 72 147 c.2020C>T c.(2020-2022)CGG>TGG p.R674W

Pat_24 Pre-Treatment ROBO2 6092 37 3 77666773 77666773 Nonsense_Mutation SNP C T 55 76 c.3403C>T c.(3403-3405)CGA>TGA p.R1135*

Pat_24 Pre-Treatment EPHA3 2042 37 3 89448601 89448601 Missense_Mutation SNP G A 4 180 c.1565G>A c.(1564-1566)CGC>CAC p.R522H

Pat_24 Pre-Treatment PROS1 5627 37 3 93646210 93646210 Missense_Mutation SNP G A 4 115 c.118C>T c.(118-120)CGT>TGT p.R40C

Pat_24 Pre-Treatment IMPG2 50939 37 3 100964717 100964717 Missense_Mutation SNP G A 5 227 c.1472C>T c.(1471-1473)CCG>CTG p.P491L

Pat_24 Pre-Treatment DRD3 1814 37 3 113866354 113866354 Missense_Mutation SNP C T 88 130 c.434G>A c.(433-435)AGC>AAC p.S145N

Pat_24 Pre-Treatment DRD3 1814 37 3 113890700 113890700 Missense_Mutation SNP T C 64 45 c.140A>G c.(139-141)AAT>AGT p.N47S

Pat_24 Pre-Treatment ZBTB20 26137 37 3 114070510 114070510 Missense_Mutation SNP C T 4 139 c.415G>A c.(415-417)GAC>AAC p.D139N

Pat_24 Pre-Treatment UPK1B 7348 37 3 118905613 118905613 Missense_Mutation SNP C T 5 213 c.25C>T c.(25-27)CGT>TGT p.R9C

Pat_24 Pre-Treatment ADPRH 141 37 3 119306475 119306475 Missense_Mutation SNP C T 18 55 c.824C>T c.(823-825)CCC>CTC p.P275L

Pat_24 Pre-Treatment GPR156 165829 37 3 119886477 119886477 Missense_Mutation SNP G A 5 155 c.1847C>T c.(1846-1848)GCA>GTA p.A616V

Pat_24 Pre-Treatment STXBP5L 9515 37 3 120760586 120760586 Missense_Mutation SNP A T 6 140 c.327A>T c.(325-327)GAA>GAT p.E109D

Pat_24 Pre-Treatment FBXO40 51725 37 3 121340508 121340508 Missense_Mutation SNP C T 75 102 c.232C>T c.(232-234)CGC>TGC p.R78C

Pat_24 Pre-Treatment FBXO40 51725 37 3 121340844 121340844 Missense_Mutation SNP G A 31 48 c.568G>A c.(568-570)GGG>AGG p.G190R

Pat_24 Pre-Treatment KALRN 8997 37 3 124132426 124132426 Missense_Mutation SNP G A 5 169 c.2450G>A c.(2449-2451)CGG>CAG p.R817Q

Pat_24 Pre-Treatment PLXNA1 5361 37 3 126735786 126735786 Splice_Site SNP G A 5 203 c.3114_splice c.e16-1 p.S1038_splice

Pat_24 Pre-Treatment DNAJC13 23317 37 3 132235305 132235305 Missense_Mutation SNP C T 4 185 c.5525C>T c.(5524-5526)TCG>TTG p.S1842L

Pat_24 Pre-Treatment EPHB1 2047 37 3 134920413 134920413 Missense_Mutation SNP G A 5 396 c.2228G>A c.(2227-2229)CGG>CAG p.R743Q

Pat_24 Pre-Treatment MRAS 22808 37 3 138091918 138091918 Missense_Mutation SNP G A 4 233 c.193G>A c.(193-195)GTT>ATT p.V65I

Pat_24 Pre-Treatment ATR 545 37 3 142279165 142279165 Missense_Mutation SNP G A 4 220 c.1481C>T c.(1480-1482)GCT>GTT p.A494V

Pat_24 Pre-Treatment TRPC1 7220 37 3 142523009 142523009 Nonsense_Mutation SNP C T 22 49 c.1948C>T c.(1948-1950)CAG>TAG p.Q650*

Pat_24 Pre-Treatment HPS3 84343 37 3 148859167 148859167 Missense_Mutation SNP G A 5 248 c.970G>A c.(970-972)GGT>AGT p.G324S

Pat_24 Pre-Treatment CP 1356 37 3 148924003 148924003 Missense_Mutation SNP G A 58 91 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_24 Pre-Treatment TSC22D2 9819 37 3 150128509 150128509 Missense_Mutation SNP C T 3 22 c.1372C>T c.(1372-1374)CCC>TCC p.P458S

Pat_24 Pre-Treatment MFSD1 64747 37 3 158520073 158520073 Missense_Mutation SNP G T 4 69 c.132G>T c.(130-132)TTG>TTT p.L44F

Pat_24 Pre-Treatment IFT80 57560 37 3 159995430 159995430 Missense_Mutation SNP G A 4 95 c.1865C>T c.(1864-1866)GCT>GTT p.A622V

Pat_24 Pre-Treatment SPATA16 83893 37 3 172737325 172737325 Missense_Mutation SNP G A 131 236 c.799C>T c.(799-801)CGT>TGT p.R267C

Pat_24 Pre-Treatment NLGN1 22871 37 3 173998272 173998272 Missense_Mutation SNP G C 4 92 c.1651G>C c.(1651-1653)GAC>CAC p.D551H

Pat_24 Pre-Treatment FXR1 8087 37 3 180685938 180685938 Missense_Mutation SNP G A 5 242 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_24 Pre-Treatment FXR1 8087 37 3 180688048 180688048 Missense_Mutation SNP G A 6 298 c.1505G>A c.(1504-1506)CGT>CAT p.R502H

Pat_24 Pre-Treatment MCF2L2 23101 37 3 183017985 183017985 Splice_Site SNP C T 13 33 c.1114_splice c.e11-1 p.E372_splice

Pat_24 Pre-Treatment ABCC5 10057 37 3 183681340 183681340 Missense_Mutation SNP G A 4 148 c.2068C>T c.(2068-2070)CGC>TGC p.R690C

Pat_24 Pre-Treatment ABCF3 55324 37 3 183906749 183906749 Missense_Mutation SNP C T 7 207 c.950C>T c.(949-951)ACC>ATC p.T317I

Pat_24 Pre-Treatment ALG3 10195 37 3 183960623 183960623 Missense_Mutation SNP G A 4 165 c.1132C>T c.(1132-1134)CGC>TGC p.R378C

Pat_24 Pre-Treatment ECE2 9718 37 3 184005689 184005689 Missense_Mutation SNP G A 70 112 c.1682G>A c.(1681-1683)GGG>GAG p.G561E

Pat_24 Pre-Treatment EIF4G1 1981 37 3 184045071 184045071 Missense_Mutation SNP C T 5 280 c.3496C>T c.(3496-3498)CGG>TGG p.R1166W

Pat_24 Pre-Treatment EIF4G1 1981 37 3 184045084 184045084 Missense_Mutation SNP G A 6 279 c.3509G>A c.(3508-3510)CGT>CAT p.R1170H



Pat_24 Pre-Treatment CLCN2 1181 37 3 184071895 184071895 Missense_Mutation SNP C T 4 93 c.1715G>A c.(1714-1716)CGC>CAC p.R572H

Pat_24 Pre-Treatment KNG1 3827 37 3 186435504 186435504 Missense_Mutation SNP G A 4 193 c.173G>A c.(172-174)CGC>CAC p.R58H

Pat_24 Pre-Treatment LPP 4026 37 3 188477903 188477903 Missense_Mutation SNP C T 4 64 c.1243C>T c.(1243-1245)CGC>TGC p.R415C

Pat_24 Pre-Treatment ATP13A4 84239 37 3 193207602 193207602 Missense_Mutation SNP T A 5 118 c.655A>T c.(655-657)AGT>TGT p.S219C

Pat_24 Pre-Treatment LRRC33 375387 37 3 196387194 196387194 Missense_Mutation SNP G A 4 132 c.680G>A c.(679-681)CGG>CAG p.R227Q

Pat_24 Pre-Treatment LMLN 89782 37 3 197707212 197707212 Missense_Mutation SNP C T 4 232 c.565C>T c.(565-567)CGT>TGT p.R189C

Pat_24 Pre-Treatment PDE6B 5158 37 4 661780 661780 Missense_Mutation SNP G A 4 168 c.2488G>A c.(2488-2490)GTG>ATG p.V830M

Pat_24 Pre-Treatment CRIPAK 285464 37 4 1389048 1389048 Missense_Mutation SNP G A 8 612 c.749G>A c.(748-750)CGC>CAC p.R250H

Pat_24 Pre-Treatment HTT 3064 37 4 3158817 3158817 Missense_Mutation SNP C T 4 103 c.3650C>T c.(3649-3651)ACC>ATC p.T1217I

Pat_24 Pre-Treatment RGS12 6002 37 4 3317941 3317941 Missense_Mutation SNP C T 4 172 c.44C>T c.(43-45)CCG>CTG p.P15L

Pat_24 Pre-Treatment CRMP1 1400 37 4 5851178 5851178 Missense_Mutation SNP G A 25 52 c.562C>T c.(562-564)CTT>TTT p.L188F

Pat_24 Pre-Treatment ZNF518B 85460 37 4 10447435 10447435 Missense_Mutation SNP G A 4 220 c.518C>T c.(517-519)ACG>ATG p.T173M

Pat_24 Pre-Treatment LGI2 55203 37 4 25005381 25005381 Missense_Mutation SNP G A 6 493 c.1330C>T c.(1330-1332)CGG>TGG p.R444W

Pat_24 Pre-Treatment PCDH7 5099 37 4 30724909 30724909 Missense_Mutation SNP G A 4 93 c.1865G>A c.(1864-1866)AGC>AAC p.S622N

Pat_24 Pre-Treatment KLF3 51274 37 4 38698711 38698711 Missense_Mutation SNP C T 27 55 c.865C>T c.(865-867)CCC>TCC p.P289S

Pat_24 Pre-Treatment CHRNA9 55584 37 4 40339314 40339314 Missense_Mutation SNP G A 26 47 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_24 Pre-Treatment RBM47 54502 37 4 40438508 40438508 Missense_Mutation SNP G A 4 217 c.1280C>T c.(1279-1281)CCG>CTG p.P427L

Pat_24 Pre-Treatment UCHL1 7345 37 4 41262778 41262778 Missense_Mutation SNP C T 85 150 c.289C>T c.(289-291)CAC>TAC p.H97Y

Pat_24 Pre-Treatment KDR 3791 37 4 55968610 55968610 Missense_Mutation SNP C T 4 139 c.2053G>A c.(2053-2055)GAA>AAA p.E685K

Pat_24 Pre-Treatment SRP72 6731 37 4 57344629 57344629 Missense_Mutation SNP G A 4 99 c.727G>A c.(727-729)GAG>AAG p.E243K

Pat_24 Pre-Treatment UGT2B10 7365 37 4 69874623 69874623 Missense_Mutation SNP G A 5 394 c.1148C>T c.(1147-1149)TCG>TTG p.S383L

Pat_24 Pre-Treatment UGT2B4 7363 37 4 70355227 70355227 Missense_Mutation SNP G A 6 447 c.932C>T c.(931-933)TCG>TTG p.S311L

Pat_24 Pre-Treatment UGT2B4 7363 37 4 70355286 70355286 Missense_Mutation SNP T A 82 147 c.873A>T c.(871-873)GAA>GAT p.E291D

Pat_24 Pre-Treatment ALB 213 37 4 74280825 74280825 Missense_Mutation SNP G A 65 124 c.1132G>A c.(1132-1134)GAA>AAA p.E378K

Pat_24 Pre-Treatment RASSF6 166824 37 4 74459282 74459282 Missense_Mutation SNP C T 67 98 c.269G>A c.(268-270)GGA>GAA p.G90E

Pat_24 Pre-Treatment CXCL9 4283 37 4 76925960 76925960 Splice_Site SNP A G 37 127 c.276_splice c.e3+1 p.Q92_splice

Pat_24 Pre-Treatment CCDC158 339965 37 4 77234386 77234386 Missense_Mutation SNP C T 9 25 c.3279G>A c.(3277-3279)ATG>ATA p.M1093I

Pat_24 Pre-Treatment PRKG2 5593 37 4 82061745 82061745 Nonsense_Mutation SNP C A 4 137 c.1486G>T c.(1486-1488)GAG>TAG p.E496*

Pat_24 Pre-Treatment HERC3 8916 37 4 89527102 89527102 Missense_Mutation SNP G A 4 94 c.128G>A c.(127-129)GGA>GAA p.G43E

Pat_24 Pre-Treatment GPRIN3 285513 37 4 90170964 90170964 Missense_Mutation SNP G A 67 91 c.298C>T c.(298-300)CCC>TCC p.P100S

Pat_24 Pre-Treatment MMRN1 22915 37 4 90857395 90857395 Missense_Mutation SNP C T 14 11 c.2564C>T c.(2563-2565)TCC>TTC p.S855F

Pat_24 Pre-Treatment PDLIM5 10611 37 4 95561492 95561492 Missense_Mutation SNP G T 4 161 c.1174G>T c.(1174-1176)GCT>TCT p.A392S

Pat_24 Pre-Treatment DDIT4L 115265 37 4 101109213 101109213 Nonsense_Mutation SNP G T 6 355 c.203C>A c.(202-204)TCA>TAA p.S68*

Pat_24 Pre-Treatment TET2 54790 37 4 106157378 106157378 Missense_Mutation SNP T A 52 63 c.2279T>A c.(2278-2280)TTT>TAT p.F760Y

Pat_24 Pre-Treatment TBCK 93627 37 4 107173160 107173160 Missense_Mutation SNP G A 23 46 c.460C>T c.(460-462)CCC>TCC p.P154S

Pat_24 Pre-Treatment PAPSS1 9061 37 4 108566061 108566061 Missense_Mutation SNP C T 4 98 c.1403G>A c.(1402-1404)CGT>CAT p.R468H

Pat_24 Pre-Treatment HADH 3033 37 4 108940781 108940781 Missense_Mutation SNP C T 183 257 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_24 Pre-Treatment PITX2 5308 37 4 111553619 111553619 Missense_Mutation SNP C T 4 203 c.64G>A c.(64-66)GTT>ATT p.V22I

Pat_24 Pre-Treatment C4orf21 55345 37 4 113540414 113540414 Missense_Mutation SNP C T 4 112 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_24 Pre-Treatment NDST4 64579 37 4 115767146 115767146 Missense_Mutation SNP C T 35 48 c.1948G>A c.(1948-1950)GAC>AAC p.D650N

Pat_24 Pre-Treatment USP53 54532 37 4 120161041 120161041 Missense_Mutation SNP C T 27 40 c.127C>T c.(127-129)CTT>TTT p.L43F

Pat_24 Pre-Treatment PRDM5 11107 37 4 121616280 121616280 Missense_Mutation SNP C T 4 195 c.1879G>A c.(1879-1881)GTA>ATA p.V627I

Pat_24 Pre-Treatment TRPC3 7222 37 4 122800914 122800914 Missense_Mutation SNP G A 22 65 c.2743C>T c.(2743-2745)CCC>TCC p.P915S

Pat_24 Pre-Treatment PCDH18 54510 37 4 138452779 138452779 Missense_Mutation SNP C T 4 63 c.464G>A c.(463-465)CGC>CAC p.R155H

Pat_24 Pre-Treatment RNF150 57484 37 4 141888839 141888839 Missense_Mutation SNP C T 4 152 c.673G>A c.(673-675)GCA>ACA p.A225T

Pat_24 Pre-Treatment TRIM2 23321 37 4 154197202 154197202 Missense_Mutation SNP G A 4 91 c.292G>A c.(292-294)GCT>ACT p.A98T

Pat_24 Pre-Treatment GLRB 2743 37 4 158091737 158091737 Missense_Mutation SNP T A 57 69 c.1351T>A c.(1351-1353)TCT>ACT p.S451T



Pat_24 Pre-Treatment GRIA2 2891 37 4 158282254 158282254 Missense_Mutation SNP G A 4 194 c.2384G>A c.(2383-2385)GGC>GAC p.G795D

Pat_24 Pre-Treatment TLL1 7092 37 4 166915607 166915607 Missense_Mutation SNP C T 20 21 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_24 Pre-Treatment ADAM29 11086 37 4 175898987 175898987 Missense_Mutation SNP C T 7 238 c.2311C>T c.(2311-2313)CGG>TGG p.R771W

Pat_24 Pre-Treatment SNX25 83891 37 4 186274751 186274751 Missense_Mutation SNP G A 4 146 c.2087G>A c.(2086-2088)CGA>CAA p.R696Q

Pat_24 Pre-Treatment MTNR1A 4543 37 4 187455657 187455657 Missense_Mutation SNP G A 26 90 c.239C>T c.(238-240)CCG>CTG p.P80L

Pat_24 Pre-Treatment EXOC3 11336 37 5 465848 465848 Missense_Mutation SNP G A 4 134 c.1954G>A c.(1954-1956)GTG>ATG p.V652M

Pat_24 Pre-Treatment MRPL36 64979 37 5 1798790 1798790 Missense_Mutation SNP C T 5 166 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_24 Pre-Treatment CTNND2 1501 37 5 11022948 11022948 Missense_Mutation SNP C T 5 97 c.2932G>A c.(2932-2934)GCC>ACC p.A978T

Pat_24 Pre-Treatment CTNND2 1501 37 5 11397234 11397234 Missense_Mutation SNP C A 70 37 c.521G>T c.(520-522)AGC>ATC p.S174I

Pat_24 Pre-Treatment CTNND2 1501 37 5 11732369 11732369 Missense_Mutation SNP G A 4 190 c.53C>T c.(52-54)CCA>CTA p.P18L

Pat_24 Pre-Treatment DNAH5 1767 37 5 13864603 13864603 Missense_Mutation SNP G A 4 116 c.4499C>T c.(4498-4500)ACC>ATC p.T1500I

Pat_24 Pre-Treatment TRIO 7204 37 5 14280445 14280445 Missense_Mutation SNP C T 5 188 c.247C>T c.(247-249)CGT>TGT p.R83C

Pat_24 Pre-Treatment PRDM9 56979 37 5 23509657 23509657 Missense_Mutation SNP C T 146 85 c.148C>T c.(148-150)CGC>TGC p.R50C

Pat_24 Pre-Treatment PRDM9 56979 37 5 23527385 23527385 Missense_Mutation SNP A C 5 263 c.2188A>C c.(2188-2190)AGC>CGC p.S730R

Pat_24 Pre-Treatment PRDM9 56979 37 5 23527388 23527388 Missense_Mutation SNP A G 7 280 c.2191A>G c.(2191-2193)AAT>GAT p.N731D

Pat_24 Pre-Treatment MTMR12 54545 37 5 32239127 32239127 Missense_Mutation SNP G A 4 134 c.1324C>T c.(1324-1326)CGC>TGC p.R442C

Pat_24 Pre-Treatment SPEF2 79925 37 5 35792486 35792486 Missense_Mutation SNP G A 141 140 c.4492G>A c.(4492-4494)GTG>ATG p.V1498M

Pat_24 Pre-Treatment RICTOR 253260 37 5 38967280 38967280 Missense_Mutation SNP G A 6 585 c.1201C>T c.(1201-1203)CGT>TGT p.R401C

Pat_24 Pre-Treatment ISL1 3670 37 5 50680467 50680467 Missense_Mutation SNP G A 5 379 c.121G>A c.(121-123)GCA>ACA p.A41T

Pat_24 Pre-Treatment ITGA2 3673 37 5 52337982 52337982 Nonsense_Mutation SNP C T 4 229 c.226C>T c.(226-228)CGA>TGA p.R76*

Pat_24 Pre-Treatment ANKRD55 79722 37 5 55407572 55407572 Missense_Mutation SNP G A 91 158 c.1003C>T c.(1003-1005)CGG>TGG p.R335W

Pat_24 Pre-Treatment MAP3K1 4214 37 5 56178002 56178002 Missense_Mutation SNP C T 4 173 c.2975C>T c.(2974-2976)TCT>TTT p.S992F

Pat_24 Pre-Treatment DIMT1L 27292 37 5 61686727 61686727 Missense_Mutation SNP G A 167 227 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_24 Pre-Treatment MAST4 375449 37 5 66430465 66430465 Missense_Mutation SNP G T 5 331 c.1774G>T c.(1774-1776)GTG>TTG p.V592L

Pat_24 Pre-Treatment MAP1B 4131 37 5 71495411 71495411 Missense_Mutation SNP C T 4 220 c.6229C>T c.(6229-6231)CGT>TGT p.R2077C

Pat_24 Pre-Treatment RGNEF 64283 37 5 73148496 73148496 Missense_Mutation SNP C T 5 305 c.1769C>T c.(1768-1770)TCG>TTG p.S590L

Pat_24 Pre-Treatment HMGCR 3156 37 5 74652224 74652224 Missense_Mutation SNP G A 4 226 c.1937G>A c.(1936-1938)CGT>CAT p.R646H

Pat_24 Pre-Treatment AGGF1 55109 37 5 76331512 76331512 Missense_Mutation SNP G A 4 144 c.460G>A c.(460-462)GAT>AAT p.D154N

Pat_24 Pre-Treatment JMY 133746 37 5 78586025 78586025 Missense_Mutation SNP C T 55 101 c.1288C>T c.(1288-1290)CAC>TAC p.H430Y

Pat_24 Pre-Treatment JMY 133746 37 5 78586965 78586965 Missense_Mutation SNP G T 4 86 c.1370G>T c.(1369-1371)CGA>CTA p.R457L

Pat_24 Pre-Treatment RASA1 5921 37 5 86659278 86659278 Missense_Mutation SNP A G 40 86 c.1567A>G c.(1567-1569)AGT>GGT p.S523G

Pat_24 Pre-Treatment MEF2C 4208 37 5 88100420 88100420 Missense_Mutation SNP C T 4 111 c.253G>A c.(253-255)GTG>ATG p.V85M

Pat_24 Pre-Treatment GPR98 84059 37 5 89914946 89914946 Missense_Mutation SNP C T 3 26 c.401C>T c.(400-402)ACT>ATT p.T134I

Pat_24 Pre-Treatment EPB41L4A 64097 37 5 111504473 111504473 Missense_Mutation SNP G A 4 225 c.1895C>T c.(1894-1896)TCG>TTG p.S632L

Pat_24 Pre-Treatment APC 324 37 5 112128186 112128186 Missense_Mutation SNP G A 4 180 c.689G>A c.(688-690)CGT>CAT p.R230H

Pat_24 Pre-Treatment APC 324 37 5 112162892 112162892 Missense_Mutation SNP G A 5 170 c.1496G>A c.(1495-1497)CGA>CAA p.R499Q

Pat_24 Pre-Treatment HSD17B4 3295 37 5 118829594 118829594 Missense_Mutation SNP A G 62 51 c.821A>G c.(820-822)AAG>AGG p.K274R

Pat_24 Pre-Treatment CEP120 153241 37 5 122713159 122713159 Missense_Mutation SNP C T 4 172 c.2267G>A c.(2266-2268)CGT>CAT p.R756H

Pat_24 Pre-Treatment CHSY3 337876 37 5 129520990 129520990 Missense_Mutation SNP G T 4 198 c.2155G>T c.(2155-2157)GTT>TTT p.V719F

Pat_24 Pre-Treatment KIF3A 11127 37 5 132062130 132062130 Missense_Mutation SNP C T 6 206 c.341G>A c.(340-342)CGA>CAA p.R114Q

Pat_24 Pre-Treatment KLHL3 26249 37 5 136973018 136973018 Missense_Mutation SNP G A 5 239 c.1286C>T c.(1285-1287)ACG>ATG p.T429M

Pat_24 Pre-Treatment HSPA9 3313 37 5 137892552 137892552 Nonsense_Mutation SNP G A 5 200 c.1732C>T c.(1732-1734)CGA>TGA p.R578*

Pat_24 Pre-Treatment CXXC5 51523 37 5 139060727 139060727 Missense_Mutation SNP G A 4 48 c.619G>A c.(619-621)GAC>AAC p.D207N

Pat_24 Pre-Treatment SLC35A4 113829 37 5 139947436 139947436 Missense_Mutation SNP G T 4 174 c.682G>T c.(682-684)GGT>TGT p.G228C

Pat_24 Pre-Treatment PCDHA1 56147 37 5 140167131 140167131 Missense_Mutation SNP C T 6 444 c.1256C>T c.(1255-1257)TCG>TTG p.S419L

Pat_24 Pre-Treatment PCDHA1 56147 37 5 140167736 140167736 Missense_Mutation SNP C T 108 218 c.1861C>T c.(1861-1863)CCG>TCG p.P621S

Pat_24 Pre-Treatment PCDHA3 56145 37 5 140182649 140182649 Missense_Mutation SNP C T 80 114 c.1867C>T c.(1867-1869)CGC>TGC p.R623C



Pat_24 Pre-Treatment PCDHA8 56140 37 5 140222432 140222432 Missense_Mutation SNP C T 5 275 c.1526C>T c.(1525-1527)TCG>TTG p.S509L

Pat_24 Pre-Treatment PCDHA10 56139 37 5 140236862 140236862 Missense_Mutation SNP G A 144 274 c.1229G>A c.(1228-1230)AGC>AAC p.S410N

Pat_24 Pre-Treatment PCDHB1 29930 37 5 140431953 140431953 Missense_Mutation SNP G A 33 49 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_24 Pre-Treatment PCDHB3 56132 37 5 140481797 140481797 Missense_Mutation SNP G A 60 71 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_24 Pre-Treatment PCDHB4 56131 37 5 140503558 140503558 Missense_Mutation SNP C T 4 120 c.1978C>T c.(1978-1980)CTC>TTC p.L660F

Pat_24 Pre-Treatment PCDHB6 56130 37 5 140531196 140531196 Missense_Mutation SNP C T 8 411 c.1358C>T c.(1357-1359)TCC>TTC p.S453F

Pat_24 Pre-Treatment PCDHB16 57717 37 5 140562543 140562543 Missense_Mutation SNP G A 27 34 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_24 Pre-Treatment PCDHB11 56125 37 5 140581443 140581443 Missense_Mutation SNP C T 92 171 c.2096C>T c.(2095-2097)TCG>TTG p.S699L

Pat_24 Pre-Treatment PCDH12 51294 37 5 141335676 141335676 Missense_Mutation SNP C G 4 93 c.1741G>C c.(1741-1743)GTG>CTG p.V581L

Pat_24 Pre-Treatment GRXCR2 643226 37 5 145246230 145246230 Missense_Mutation SNP C T 4 147 c.398G>A c.(397-399)CGA>CAA p.R133Q

Pat_24 Pre-Treatment SH3RF2 153769 37 5 145428766 145428766 Missense_Mutation SNP G A 4 166 c.1280G>A c.(1279-1281)CGA>CAA p.R427Q

Pat_24 Pre-Treatment SH3RF2 153769 37 5 145435672 145435672 Missense_Mutation SNP C T 94 145 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_24 Pre-Treatment PDGFRB 5159 37 5 149510217 149510217 Nonsense_Mutation SNP G A 5 333 c.1252C>T c.(1252-1254)CGA>TGA p.R418*

Pat_24 Pre-Treatment RPS14 6208 37 5 149823869 149823869 Missense_Mutation SNP G A 5 395 c.436C>T c.(436-438)CGC>TGC p.R146C

Pat_24 Pre-Treatment FAT2 2196 37 5 150885392 150885392 Missense_Mutation SNP G A 5 274 c.12784C>T c.(12784-12786)CGC>TGC p.R4262C

Pat_24 Pre-Treatment PWWP2A 114825 37 5 159520099 159520099 Missense_Mutation SNP G A 18 21 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_24 Pre-Treatment C5orf54 63920 37 5 159822493 159822493 Missense_Mutation SNP G A 5 306 c.5C>T c.(4-6)TCG>TTG p.S2L

Pat_24 Pre-Treatment ODZ2 57451 37 5 167631391 167631391 Missense_Mutation SNP G A 23 55 c.3562G>A c.(3562-3564)GGC>AGC p.G1188S

Pat_24 Pre-Treatment ODZ2 57451 37 5 167671635 167671635 Missense_Mutation SNP G A 4 174 c.5704G>A c.(5704-5706)GAG>AAG p.E1902K

Pat_24 Pre-Treatment SLIT3 6586 37 5 168138041 168138041 Missense_Mutation SNP G A 11 25 c.2578C>T c.(2578-2580)CAC>TAC p.H860Y

Pat_24 Pre-Treatment CCDC99 54908 37 5 169028394 169028394 Nonsense_Mutation SNP C T 4 179 c.1435C>T c.(1435-1437)CGA>TGA p.R479*

Pat_24 Pre-Treatment GPRIN1 114787 37 5 176024702 176024702 Missense_Mutation SNP G A 30 58 c.2134C>T c.(2134-2136)CCC>TCC p.P712S

Pat_24 Pre-Treatment SLC34A1 6569 37 5 176821059 176821059 Missense_Mutation SNP C T 5 427 c.1037C>T c.(1036-1038)CCG>CTG p.P346L

Pat_24 Pre-Treatment F12 2161 37 5 176832982 176832982 Missense_Mutation SNP G A 5 328 c.196C>T c.(196-198)CGG>TGG p.R66W

Pat_24 Pre-Treatment GRK6 2870 37 5 176860170 176860170 Missense_Mutation SNP G A 5 340 c.463G>A c.(463-465)GTG>ATG p.V155M

Pat_24 Pre-Treatment TMED9 54732 37 5 177020678 177020678 Missense_Mutation SNP G A 5 361 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_24 Pre-Treatment EXOC2 55770 37 6 564069 564069 Missense_Mutation SNP G A 4 220 c.1753C>T c.(1753-1755)CGT>TGT p.R585C

Pat_24 Pre-Treatment DSP 1832 37 6 7580243 7580243 Missense_Mutation SNP G A 4 132 c.3820G>A c.(3820-3822)GCC>ACC p.A1274T

Pat_24 Pre-Treatment TFAP2A 7020 37 6 10398877 10398877 Missense_Mutation SNP G A 8 620 c.1087C>T c.(1087-1089)CGG>TGG p.R363W

Pat_24 Pre-Treatment ATXN1 6310 37 6 16326632 16326632 Missense_Mutation SNP C T 6 388 c.1910G>A c.(1909-1911)CGA>CAA p.R637Q

Pat_24 Pre-Treatment ATXN1 6310 37 6 16328562 16328562 Translation_Start_Site SNP C T 4 62 c.-20G>A c.(-22--18)CCGTG>CCATG

Pat_24 Pre-Treatment BTN1A1 696 37 6 26509113 26509113 Missense_Mutation SNP G A 42 43 c.1292G>A c.(1291-1293)GGA>GAA p.G431E

Pat_24 Pre-Treatment HLA-G 3135 37 6 29797338 29797338 Missense_Mutation SNP G A 7 289 c.763G>A c.(763-765)GTG>ATG p.V255M

Pat_24 Pre-Treatment TRIM15 89870 37 6 30131474 30131474 Missense_Mutation SNP C T 34 81 c.13C>T c.(13-15)CCG>TCG p.P5S

Pat_24 Pre-Treatment LTB 4050 37 6 31550145 31550145 Missense_Mutation SNP C T 82 53 c.50G>A c.(49-51)GGT>GAT p.G17D

Pat_24 Pre-Treatment LY6G5B 58496 37 6 31639676 31639676 Nonsense_Mutation SNP C T 8 501 c.223C>T c.(223-225)CAG>TAG p.Q75*

Pat_24 Pre-Treatment BAT5 7920 37 6 31655035 31655035 Missense_Mutation SNP C A 4 133 c.1631G>T c.(1630-1632)TGC>TTC p.C544F

Pat_24 Pre-Treatment SLC44A4 80736 37 6 31846718 31846718 Missense_Mutation SNP C T 7 592 c.40G>A c.(40-42)GGG>AGG p.G14R

Pat_24 Pre-Treatment C4A 720 37 6 31997489 31997489 Missense_Mutation SNP C T 19 55 c.3823C>T c.(3823-3825)CAC>TAC p.H1275Y

Pat_24 Pre-Treatment TNXB 7148 37 6 32017964 32017964 Missense_Mutation SNP C T 5 183 c.9244G>A c.(9244-9246)GAG>AAG p.E3082K

Pat_24 Pre-Treatment HLA-DOB 3112 37 6 32781028 32781028 Missense_Mutation SNP C T 4 167 c.787G>A c.(787-789)GTC>ATC p.V263I

Pat_24 Pre-Treatment COL11A2 1302 37 6 33157226 33157226 Missense_Mutation SNP G A 4 166 c.103C>T c.(103-105)CTC>TTC p.L35F

Pat_24 Pre-Treatment VPS52 6293 37 6 33231874 33231874 Missense_Mutation SNP G A 6 399 c.1531C>T c.(1531-1533)CGC>TGC p.R511C

Pat_24 Pre-Treatment SYNGAP1 8831 37 6 33403335 33403335 Missense_Mutation SNP C T 7 697 c.707C>T c.(706-708)GCG>GTG p.A236V

Pat_24 Pre-Treatment C6orf125 84300 37 6 33669164 33669164 Missense_Mutation SNP C T 7 372 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_24 Pre-Treatment IP6K3 117283 37 6 33690697 33690697 Missense_Mutation SNP G A 45 102 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_24 Pre-Treatment CPNE5 57699 37 6 36716016 36716016 Missense_Mutation SNP C T 253 221 c.1000G>A c.(1000-1002)GAT>AAT p.D334N



Pat_24 Pre-Treatment DNAH8 1769 37 6 38867551 38867551 Splice_Site SNP G A 90 91 c.8413_splice c.e60-1 p.I2805_splice

Pat_24 Pre-Treatment CNPY3 10695 37 6 42897414 42897414 Missense_Mutation SNP G A 3 35 c.106G>A c.(106-108)GGA>AGA p.G36R

Pat_24 Pre-Treatment TCTE1 202500 37 6 44250280 44250280 Missense_Mutation SNP C T 86 75 c.863G>A c.(862-864)CGA>CAA p.R288Q

Pat_24 Pre-Treatment AARS2 57505 37 6 44269835 44269835 Missense_Mutation SNP G A 4 166 c.2560C>T c.(2560-2562)CGT>TGT p.R854C

Pat_24 Pre-Treatment TINAG 27283 37 6 54254619 54254619 Missense_Mutation SNP G A 127 248 c.1327G>A c.(1327-1329)GGA>AGA p.G443R

Pat_24 Pre-Treatment FAM83B 222584 37 6 54804664 54804664 Missense_Mutation SNP G T 43 150 c.895G>T c.(895-897)GCC>TCC p.A299S

Pat_24 Pre-Treatment FAM83B 222584 37 6 54806252 54806252 Missense_Mutation SNP C T 18 53 c.2483C>T c.(2482-2484)CCT>CTT p.P828L

Pat_24 Pre-Treatment COL19A1 1310 37 6 70878100 70878100 Missense_Mutation SNP G A 4 138 c.2534G>A c.(2533-2535)GGT>GAT p.G845D

Pat_24 Pre-Treatment OGFRL1 79627 37 6 72011342 72011342 Nonsense_Mutation SNP C T 24 49 c.946C>T c.(946-948)CGA>TGA p.R316*

Pat_24 Pre-Treatment KCNQ5 56479 37 6 73904174 73904174 Splice_Site SNP G A 18 40 c.1837_splice c.e14-1 p.V613_splice

Pat_24 Pre-Treatment C6orf150 115004 37 6 74135186 74135186 Missense_Mutation SNP C T 4 73 c.1333G>A c.(1333-1335)GTA>ATA p.V445I

Pat_24 Pre-Treatment COL12A1 1303 37 6 75853037 75853037 Missense_Mutation SNP C A 5 153 c.4758G>T c.(4756-4758)TGG>TGT p.W1586C

Pat_24 Pre-Treatment COL12A1 1303 37 6 75875427 75875427 Missense_Mutation SNP A C 89 130 c.2779T>G c.(2779-2781)TCT>GCT p.S927A

Pat_24 Pre-Treatment IMPG1 3617 37 6 76660307 76660307 Missense_Mutation SNP C T 18 28 c.1796G>A c.(1795-1797)CGA>CAA p.R599Q

Pat_24 Pre-Treatment SH3BGRL2 83699 37 6 80383502 80383502 Missense_Mutation SNP G A 4 241 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_24 Pre-Treatment TTK 7272 37 6 80717681 80717681 Missense_Mutation SNP C T 5 163 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_24 Pre-Treatment ZNF292 23036 37 6 87965927 87965927 Missense_Mutation SNP C G 3 81 c.2580C>G c.(2578-2580)AAC>AAG p.N860K

Pat_24 Pre-Treatment MDN1 23195 37 6 90365626 90365626 Missense_Mutation SNP C T 4 112 c.15347G>A c.(15346-15348)CGT>CAT p.R5116H

Pat_24 Pre-Treatment MDN1 23195 37 6 90405631 90405631 Missense_Mutation SNP C T 4 186 c.9464G>A c.(9463-9465)CGG>CAG p.R3155Q

Pat_24 Pre-Treatment MDN1 23195 37 6 90463861 90463861 Missense_Mutation SNP G A 4 126 c.2905C>T c.(2905-2907)CGG>TGG p.R969W

Pat_24 Pre-Treatment MANEA 79694 37 6 96054174 96054174 Missense_Mutation SNP C T 4 109 c.1282C>T c.(1282-1284)CGT>TGT p.R428C

Pat_24 Pre-Treatment KLHL32 114792 37 6 97562088 97562088 Missense_Mutation SNP G A 4 78 c.1057G>A c.(1057-1059)GGG>AGG p.G353R

Pat_24 Pre-Treatment PRDM1 639 37 6 106553455 106553455 Missense_Mutation SNP G A 4 160 c.1420G>A c.(1420-1422)GGA>AGA p.G474R

Pat_24 Pre-Treatment MICAL1 64780 37 6 109773539 109773539 Missense_Mutation SNP G A 5 425 c.742C>T c.(742-744)CGC>TGC p.R248C

Pat_24 Pre-Treatment LAMA4 3910 37 6 112486417 112486417 Missense_Mutation SNP G A 4 165 c.1613C>T c.(1612-1614)GCG>GTG p.A538V

Pat_24 Pre-Treatment HDAC2 3066 37 6 114279863 114279863 Missense_Mutation SNP C T 4 187 c.515G>A c.(514-516)CGG>CAG p.R172Q

Pat_24 Pre-Treatment GPRC6A 222545 37 6 117128060 117128060 Nonsense_Mutation SNP G A 26 59 c.808C>T c.(808-810)CAG>TAG p.Q270*

Pat_24 Pre-Treatment RFX6 222546 37 6 117240317 117240317 Missense_Mutation SNP G A 29 69 c.1040G>A c.(1039-1041)AGA>AAA p.R347K

Pat_24 Pre-Treatment ROS1 6098 37 6 117609788 117609788 Missense_Mutation SNP T A 29 44 c.6911A>T c.(6910-6912)AAA>ATA p.K2304I

Pat_24 Pre-Treatment FAM184A 79632 37 6 119345242 119345242 Missense_Mutation SNP C T 26 78 c.896G>A c.(895-897)CGA>CAA p.R299Q

Pat_24 Pre-Treatment RNF217 154214 37 6 125284135 125284135 Translation_Start_Site SNP G A 4 32 c.-260G>A (-262--258)ACGTG>ACATG

Pat_24 Pre-Treatment PTPRK 5796 37 6 128718792 128718792 Missense_Mutation SNP G A 4 158 c.142C>T c.(142-144)CAC>TAC p.H48Y

Pat_24 Pre-Treatment MED23 9439 37 6 131926379 131926379 Splice_Site SNP C T 4 71 c.1613_splice c.e14+1 p.S538_splice

Pat_24 Pre-Treatment MAP7 9053 37 6 136681893 136681893 Missense_Mutation SNP C T 6 458 c.1745G>A c.(1744-1746)CGG>CAG p.R582Q

Pat_24 Pre-Treatment MAP7 9053 37 6 136698940 136698940 Missense_Mutation SNP G A 4 117 c.704C>T c.(703-705)TCG>TTG p.S235L

Pat_24 Pre-Treatment REPS1 85021 37 6 139266690 139266690 Missense_Mutation SNP T C 5 468 c.422A>G c.(421-423)AAG>AGG p.K141R

Pat_24 Pre-Treatment VTA1 51534 37 6 142487422 142487422 Missense_Mutation SNP G A 4 184 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_24 Pre-Treatment HIVEP2 3097 37 6 143081227 143081228 Missense_Mutation DNP GG AC 41 25 .6197_6198CC>G c.(6196-6198)CCC>CGT p.P2066R

Pat_24 Pre-Treatment HIVEP2 3097 37 6 143092632 143092632 Missense_Mutation SNP G A 4 196 c.3244C>T c.(3244-3246)CGG>TGG p.R1082W

Pat_24 Pre-Treatment CNKSR3 154043 37 6 154735436 154735436 Missense_Mutation SNP G A 3 60 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_24 Pre-Treatment SYNJ2 8871 37 6 158483177 158483177 Missense_Mutation SNP G A 141 233 c.1108G>A c.(1108-1110)GGG>AGG p.G370R

Pat_24 Pre-Treatment TULP4 56995 37 6 158902288 158902288 Missense_Mutation SNP G A 4 49 c.1453G>A c.(1453-1455)GTC>ATC p.V485I

Pat_24 Pre-Treatment FGFR1OP 11116 37 6 167438355 167438355 Missense_Mutation SNP G A 4 114 c.892G>A c.(892-894)GGA>AGA p.G298R

Pat_24 Pre-Treatment GPR31 2853 37 6 167570419 167570419 Nonsense_Mutation SNP G A 3 49 c.901C>T c.(901-903)CGA>TGA p.R301*

Pat_24 Pre-Treatment GPR146 115330 37 7 1097440 1097440 Missense_Mutation SNP G A 32 102 c.289G>A c.(289-291)GTG>ATG p.V97M

Pat_24 Pre-Treatment FBXL18 80028 37 7 5540381 5540381 Missense_Mutation SNP G A 5 77 c.1519C>T c.(1519-1521)CGC>TGC p.R507C

Pat_24 Pre-Treatment USP42 84132 37 7 6175496 6175496 Missense_Mutation SNP T C 3 72 c.467T>C c.(466-468)ATG>ACG p.M156T



Pat_24 Pre-Treatment ABCB5 340273 37 7 20683202 20683202 Missense_Mutation SNP G A 4 140 c.625G>A c.(625-627)GTG>ATG p.V209M

Pat_24 Pre-Treatment ABCB5 340273 37 7 20738102 20738102 Missense_Mutation SNP G A 42 31 c.748G>A c.(748-750)GGG>AGG p.G250R

Pat_24 Pre-Treatment STK31 56164 37 7 23794043 23794043 Missense_Mutation SNP T C 219 122 c.1243T>C c.(1243-1245)TGG>CGG p.W415R

Pat_24 Pre-Treatment CCDC129 223075 37 7 31617639 31617639 Missense_Mutation SNP G A 4 121 c.761G>A c.(760-762)GGT>GAT p.G254D

Pat_24 Pre-Treatment KBTBD2 25948 37 7 32909121 32909121 Missense_Mutation SNP G A 6 319 c.1708C>T c.(1708-1710)CGT>TGT p.R570C

Pat_24 Pre-Treatment GPR141 353345 37 7 37780815 37780815 Missense_Mutation SNP G A 5 239 c.820G>A c.(820-822)GCA>ACA p.A274T

Pat_24 Pre-Treatment UBE2D4 51619 37 7 43982601 43982601 Missense_Mutation SNP C T 182 138 c.169C>T c.(169-171)CCT>TCT p.P57S

Pat_24 Pre-Treatment DBNL 28988 37 7 44091467 44091467 Missense_Mutation SNP G A 4 154 c.178G>A c.(178-180)GGG>AGG p.G60R

Pat_24 Pre-Treatment AEBP1 165 37 7 44148759 44148759 Missense_Mutation SNP G A 4 163 c.1072G>A c.(1072-1074)GTG>ATG p.V358M

Pat_24 Pre-Treatment AEBP1 165 37 7 44151573 44151573 Missense_Mutation SNP G A 6 244 c.1961G>A c.(1960-1962)CGC>CAC p.R654H

Pat_24 Pre-Treatment CCM2 83605 37 7 45113987 45113987 Missense_Mutation SNP G A 4 67 c.1034G>A c.(1033-1035)AGC>AAC p.S345N

Pat_24 Pre-Treatment PKD1L1 168507 37 7 47898480 47898480 Missense_Mutation SNP C T 4 48 c.4153G>A c.(4153-4155)GGC>AGC p.G1385S

Pat_24 Pre-Treatment ABCA13 154664 37 7 48550794 48550794 Missense_Mutation SNP G A 4 115 c.13639G>A c.(13639-13641)GGA>AGA p.G4547R

Pat_24 Pre-Treatment COBL 23242 37 7 51152943 51152943 Missense_Mutation SNP G A 4 139 c.1016C>T c.(1015-1017)CCT>CTT p.P339L

Pat_24 Pre-Treatment 14-Sep 346288 37 7 55886880 55886880 Missense_Mutation SNP C T 20 11 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_24 Pre-Treatment ZNF716 441234 37 7 57529035 57529035 Missense_Mutation SNP C T 43 150 c.868C>T c.(868-870)CAT>TAT p.H290Y

Pat_24 Pre-Treatment WBSCR17 64409 37 7 71130513 71130513 Missense_Mutation SNP C T 89 65 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_24 Pre-Treatment FZD9 8326 37 7 72849278 72849278 Missense_Mutation SNP C T 4 231 c.941C>T c.(940-942)ACG>ATG p.T314M

Pat_24 Pre-Treatment ELN 2006 37 7 73442524 73442524 Missense_Mutation SNP G A 4 139 c.7G>A c.(7-9)GGT>AGT p.G3S

Pat_24 Pre-Treatment ELN 2006 37 7 73467491 73467491 Splice_Site SNP A G 4 111 c.950_splice c.e18-2 p.G317_splice

Pat_24 Pre-Treatment LAT2 7462 37 7 73634106 73634106 Missense_Mutation SNP G A 7 537 c.167G>A c.(166-168)CGG>CAG p.R56Q

Pat_24 Pre-Treatment CCDC146 57639 37 7 76916860 76916860 Missense_Mutation SNP G A 4 109 c.2381G>A c.(2380-2382)GGC>GAC p.G794D

Pat_24 Pre-Treatment PCLO 27445 37 7 82579646 82579646 Nonsense_Mutation SNP G A 114 74 c.10258C>T c.(10258-10260)CGA>TGA p.R3420*

Pat_24 Pre-Treatment SEMA3D 223117 37 7 84629153 84629153 Missense_Mutation SNP G A 4 83 c.1937C>T c.(1936-1938)ACG>ATG p.T646M

Pat_24 Pre-Treatment ABCB4 5244 37 7 87035681 87035681 Missense_Mutation SNP G A 6 467 c.3430C>T c.(3430-3432)CGG>TGG p.R1144W

Pat_24 Pre-Treatment ABCB1 5243 37 7 87168601 87168601 Nonsense_Mutation SNP G A 4 140 c.2380C>T c.(2380-2382)CGA>TGA p.R794*

Pat_24 Pre-Treatment C7orf63 79846 37 7 89884782 89884782 Missense_Mutation SNP G A 7 484 c.166G>A c.(166-168)GAA>AAA p.E56K

Pat_24 Pre-Treatment CCDC132 55610 37 7 92905528 92905528 Missense_Mutation SNP G A 7 503 c.853G>A c.(853-855)GTG>ATG p.V285M

Pat_24 Pre-Treatment ASNS 440 37 7 97482657 97482657 Missense_Mutation SNP G A 81 87 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_24 Pre-Treatment PTCD1 26024 37 7 99032639 99032639 Missense_Mutation SNP G A 4 121 c.227C>T c.(226-228)ACG>ATG p.T76M

Pat_24 Pre-Treatment ZKSCAN5 23660 37 7 99129144 99129144 Missense_Mutation SNP G A 4 120 c.1792G>A c.(1792-1794)GTC>ATC p.V598I

Pat_24 Pre-Treatment SPDYE3 441272 37 7 99917310 99917310 Missense_Mutation SNP G A 5 450 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_24 Pre-Treatment TRIM56 81844 37 7 100731159 100731159 Missense_Mutation SNP G T 4 76 c.566G>T c.(565-567)TGC>TTC p.C189F

Pat_24 Pre-Treatment FIS1 51024 37 7 100883161 100883161 Missense_Mutation SNP C T 3 44 c.385G>A c.(385-387)GTG>ATG p.V129M

Pat_24 Pre-Treatment RABL5 64792 37 7 100959806 100959806 Missense_Mutation SNP G A 5 238 c.224C>T c.(223-225)CCG>CTG p.P75L

Pat_24 Pre-Treatment CUX1 1523 37 7 101892248 101892248 Missense_Mutation SNP G A 4 60 c.4444G>A c.(4444-4446)GCG>ACG p.A1482T

Pat_24 Pre-Treatment LRWD1 222229 37 7 102107853 102107853 Missense_Mutation SNP C T 4 123 c.500C>T c.(499-501)GCG>GTG p.A167V

Pat_24 Pre-Treatment LAMB1 3912 37 7 107605047 107605047 Missense_Mutation SNP C G 4 243 c.1648G>C c.(1648-1650)GCC>CCC p.A550P

Pat_24 Pre-Treatment LAMB4 22798 37 7 107720104 107720104 Missense_Mutation SNP G A 4 228 c.1829C>T c.(1828-1830)GCT>GTT p.A610V

Pat_24 Pre-Treatment PNPLA8 50640 37 7 108155059 108155059 Missense_Mutation SNP G A 5 315 c.877C>T c.(877-879)CGT>TGT p.R293C

Pat_24 Pre-Treatment LOC407835 407835 37 7 128766867 128766867 Missense_Mutation SNP G A 50 3 c.296G>A c.(295-297)AGG>AAG p.R99K

Pat_24 Pre-Treatment CALD1 800 37 7 134613579 134613579 Missense_Mutation SNP G A 4 171 c.146G>A c.(145-147)CGG>CAG p.R49Q

Pat_24 Pre-Treatment BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 224 28 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_24 Pre-Treatment CLEC5A 23601 37 7 141629932 141629932 Missense_Mutation SNP C T 6 365 c.539G>A c.(538-540)CGC>CAC p.R180H

Pat_24 Pre-Treatment TRY6 154754 37 7 142482242 142482242 Missense_Mutation SNP G A 7 185 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_24 Pre-Treatment TRPV6 55503 37 7 142569711 142569711 Missense_Mutation SNP G A 7 524 c.1927C>T c.(1927-1929)CGG>TGG p.R643W

Pat_24 Pre-Treatment OR2F1 26211 37 7 143657455 143657455 Missense_Mutation SNP G A 4 213 c.392G>A c.(391-393)CGA>CAA p.R131Q



Pat_24 Pre-Treatment REPIN1 29803 37 7 150069039 150069039 Nonsense_Mutation SNP C T 5 171 c.709C>T c.(709-711)CAG>TAG p.Q237*

Pat_24 Pre-Treatment ZNF775 285971 37 7 150095095 150095095 Missense_Mutation SNP G A 3 35 c.1526G>A c.(1525-1527)CGC>CAC p.R509H

Pat_24 Pre-Treatment NOM1 64434 37 7 156752644 156752644 Missense_Mutation SNP G T 5 204 c.1408G>T c.(1408-1410)GCC>TCC p.A470S

Pat_24 Pre-Treatment CSMD1 64478 37 8 2820822 2820822 Missense_Mutation SNP C T 7 298 c.9379G>A c.(9379-9381)GGT>AGT p.G3127S

Pat_24 Pre-Treatment MFHAS1 9258 37 8 8750411 8750411 Missense_Mutation SNP G A 3 30 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_24 Pre-Treatment TNKS 8658 37 8 9437741 9437741 Missense_Mutation SNP G A 8 313 c.746G>A c.(745-747)GGT>GAT p.G249D

Pat_24 Pre-Treatment FDFT1 2222 37 8 11689096 11689096 Missense_Mutation SNP C T 4 175 c.949C>T c.(949-951)CGG>TGG p.R317W

Pat_24 Pre-Treatment DLC1 10395 37 8 12956977 12956977 Missense_Mutation SNP C T 4 167 c.2869G>A c.(2869-2871)GAC>AAC p.D957N

Pat_24 Pre-Treatment LZTS1 11178 37 8 20112631 20112631 Missense_Mutation SNP G A 4 144 c.62C>T c.(61-63)TCG>TTG p.S21L

Pat_24 Pre-Treatment LGI3 203190 37 8 22006155 22006155 Missense_Mutation SNP G A 4 146 c.1165C>T c.(1165-1167)CGG>TGG p.R389W

Pat_24 Pre-Treatment SORBS3 10174 37 8 22414417 22414417 Missense_Mutation SNP G A 4 109 c.410G>A c.(409-411)CGA>CAA p.R137Q

Pat_24 Pre-Treatment RHOBTB2 23221 37 8 22864881 22864881 Missense_Mutation SNP G A 6 417 c.1123G>A c.(1123-1125)GGA>AGA p.G375R

Pat_24 Pre-Treatment ENTPD4 9583 37 8 23297322 23297322 Missense_Mutation SNP C T 5 140 c.989G>A c.(988-990)GGC>GAC p.G330D

Pat_24 Pre-Treatment SLC25A37 51312 37 8 23429231 23429231 Missense_Mutation SNP G A 5 116 c.880G>A c.(880-882)GGC>AGC p.G294S

Pat_24 Pre-Treatment ADAM28 10863 37 8 24187570 24187570 Missense_Mutation SNP C T 45 74 c.1045C>T c.(1045-1047)CAT>TAT p.H349Y

Pat_24 Pre-Treatment NEFM 4741 37 8 24775894 24775894 Missense_Mutation SNP G T 38 54 c.2526G>T c.(2524-2526)AAG>AAT p.K842N

Pat_24 Pre-Treatment KIF13B 23303 37 8 28928049 28928049 Missense_Mutation SNP G A 7 17 c.5453C>T c.(5452-5454)CCT>CTT p.P1818L

Pat_24 Pre-Treatment NRG1 3084 37 8 32621523 32621523 Missense_Mutation SNP G A 4 116 c.1526G>A c.(1525-1527)AGT>AAT p.S509N

Pat_24 Pre-Treatment KCNU1 157855 37 8 36793199 36793199 Missense_Mutation SNP G A 70 125 c.3211G>A c.(3211-3213)GAC>AAC p.D1071N

Pat_24 Pre-Treatment GPR124 25960 37 8 37698701 37698701 Missense_Mutation SNP C T 4 161 c.2845C>T c.(2845-2847)CGC>TGC p.R949C

Pat_24 Pre-Treatment LETM2 137994 37 8 38258458 38258458 Missense_Mutation SNP C T 118 165 c.730C>T c.(730-732)CGC>TGC p.R244C

Pat_24 Pre-Treatment IKBKB 3551 37 8 42175254 42175254 Missense_Mutation SNP C T 47 81 c.1205C>T c.(1204-1206)TCC>TTC p.S402F

Pat_24 Pre-Treatment CHRNA6 8973 37 8 42611837 42611837 Missense_Mutation SNP G A 68 117 c.505C>T c.(505-507)CAT>TAT p.H169Y

Pat_24 Pre-Treatment KIAA0146 23514 37 8 48642011 48642011 Missense_Mutation SNP C T 3 28 c.2588C>T c.(2587-2589)GCC>GTC p.A863V

Pat_24 Pre-Treatment YTHDF3 253943 37 8 64099378 64099378 Missense_Mutation SNP T A 4 122 c.809T>A c.(808-810)ATA>AAA p.I270K

Pat_24 Pre-Treatment C8orf44 56260 37 8 67590034 67590034 Missense_Mutation SNP G A 4 134 c.91G>A c.(91-93)GAA>AAA p.E31K

Pat_24 Pre-Treatment C8orf34 116328 37 8 69621281 69621281 Missense_Mutation SNP C T 28 45 c.1036C>T c.(1036-1038)CAT>TAT p.H346Y

Pat_24 Pre-Treatment SULF1 23213 37 8 70476364 70476364 Missense_Mutation SNP G A 69 95 c.154G>A c.(154-156)GAT>AAT p.D52N

Pat_24 Pre-Treatment SULF1 23213 37 8 70553057 70553057 Missense_Mutation SNP G A 4 75 c.2566G>A c.(2566-2568)GGA>AGA p.G856R

Pat_24 Pre-Treatment RPL7 6129 37 8 74203308 74203308 Missense_Mutation SNP T C 3 72 c.718A>G c.(718-720)ATC>GTC p.I240V

Pat_24 Pre-Treatment JPH1 56704 37 8 75227342 75227342 Missense_Mutation SNP C T 5 249 c.893G>A c.(892-894)CGC>CAC p.R298H

Pat_24 Pre-Treatment TPD52 7163 37 8 80965533 80965533 Missense_Mutation SNP C T 5 328 c.388G>A c.(388-390)GTG>ATG p.V130M

Pat_24 Pre-Treatment ZFAND1 79752 37 8 82627077 82627077 Missense_Mutation SNP C T 5 231 c.320G>A c.(319-321)CGA>CAA p.R107Q

Pat_24 Pre-Treatment CA13 377677 37 8 86193501 86193501 Missense_Mutation SNP G A 6 437 c.712G>A c.(712-714)GCA>ACA p.A238T

Pat_24 Pre-Treatment MMP16 4325 37 8 89180150 89180150 Missense_Mutation SNP G A 4 117 c.457C>T c.(457-459)CGC>TGC p.R153C

Pat_24 Pre-Treatment CDH17 1015 37 8 95182723 95182723 Missense_Mutation SNP G A 4 235 c.968C>T c.(967-969)CCG>CTG p.P323L

Pat_24 Pre-Treatment KIAA1429 25962 37 8 95501050 95501050 Missense_Mutation SNP G A 4 117 c.5323C>T c.(5323-5325)CGT>TGT p.R1775C

Pat_24 Pre-Treatment INTS8 55656 37 8 95879525 95879525 Missense_Mutation SNP A T 4 156 c.2374A>T c.(2374-2376)ACA>TCA p.T792S

Pat_24 Pre-Treatment MATN2 4147 37 8 98991147 98991147 Missense_Mutation SNP G A 4 130 c.992G>A c.(991-993)TGT>TAT p.C331Y

Pat_24 Pre-Treatment KLF10 7071 37 8 103667813 103667813 Missense_Mutation SNP G A 4 139 c.17C>T c.(16-18)GCC>GTC p.A6V

Pat_24 Pre-Treatment ANGPT1 284 37 8 108296965 108296965 Nonsense_Mutation SNP G A 4 202 c.1150C>T c.(1150-1152)CGA>TGA p.R384*

Pat_24 Pre-Treatment EIF3H 8667 37 8 117671160 117671160 Missense_Mutation SNP C T 4 163 c.349G>A c.(349-351)GTG>ATG p.V117M

Pat_24 Pre-Treatment TNFRSF11B 4982 37 8 119945293 119945293 Missense_Mutation SNP C T 4 77 c.277G>A c.(277-279)GTC>ATC p.V93I

Pat_24 Pre-Treatment TAF2 6873 37 8 120814047 120814047 Missense_Mutation SNP G A 37 77 c.779C>T c.(778-780)CCA>CTA p.P260L

Pat_24 Pre-Treatment EFR3A 23167 37 8 132968136 132968136 Missense_Mutation SNP G A 4 90 c.760G>A c.(760-762)GTT>ATT p.V254I

Pat_24 Pre-Treatment KCNQ3 3786 37 8 133142113 133142113 Missense_Mutation SNP T G 166 193 c.2015A>C c.(2014-2016)AAG>ACG p.K672T

Pat_24 Pre-Treatment TG 7038 37 8 133881993 133881993 Missense_Mutation SNP G A 4 183 c.196G>A c.(196-198)GAC>AAC p.D66N



Pat_24 Pre-Treatment FAM135B 51059 37 8 139164716 139164716 Missense_Mutation SNP C T 57 92 c.2002G>A c.(2002-2004)GAA>AAA p.E668K

Pat_24 Pre-Treatment FAM135B 51059 37 8 139380207 139380207 Missense_Mutation SNP G A 5 257 c.20C>T c.(19-21)ACG>ATG p.T7M

Pat_24 Pre-Treatment GPR20 2843 37 8 142367548 142367548 Missense_Mutation SNP C T 3 32 c.476G>A c.(475-477)CGC>CAC p.R159H

Pat_24 Pre-Treatment LY6D 8581 37 8 143867004 143867004 Splice_Site SNP C T 4 230 c.151_splice c.e2+1 p.V51_splice

Pat_24 Pre-Treatment CYP11B1 1584 37 8 143956699 143956699 Missense_Mutation SNP C T 38 51 c.1151G>A c.(1150-1152)CGA>CAA p.R384Q

Pat_24 Pre-Treatment TSTA3 7264 37 8 144698314 144698314 Missense_Mutation SNP C T 6 368 c.223G>A c.(223-225)GGC>AGC p.G75S

Pat_24 Pre-Treatment PLEC 5339 37 8 144993059 144993059 Missense_Mutation SNP G A 5 203 c.11341C>T c.(11341-11343)CGC>TGC p.R3781C

Pat_24 Pre-Treatment GPR172A 79581 37 8 145583069 145583069 Missense_Mutation SNP A G 9 104 c.116A>G c.(115-117)AAA>AGA p.K39R

Pat_24 Pre-Treatment KANK1 23189 37 9 712642 712642 Missense_Mutation SNP C T 3 42 c.1876C>T c.(1876-1878)CGG>TGG p.R626W

Pat_24 Pre-Treatment UBAP2 55833 37 9 33922757 33922757 Missense_Mutation SNP G T 41 14 c.3192C>A c.(3190-3192)TTC>TTA p.F1064L

Pat_24 Pre-Treatment RECK 8434 37 9 36110025 36110025 Missense_Mutation SNP C T 4 143 c.1837C>T c.(1837-1839)CGC>TGC p.R613C

Pat_24 Pre-Treatment ZCCHC7 84186 37 9 37304227 37304227 Missense_Mutation SNP C T 4 134 c.697C>T c.(697-699)CGG>TGG p.R233W

Pat_24 Pre-Treatment SMC5 23137 37 9 72893497 72893497 Missense_Mutation SNP C T 86 31 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_24 Pre-Treatment TRPM6 140803 37 9 77435255 77435255 Nonsense_Mutation SNP G A 86 21 c.1099C>T c.(1099-1101)CAA>TAA p.Q367*

Pat_24 Pre-Treatment VPS13A 23230 37 9 79908310 79908310 Missense_Mutation SNP G T 4 203 c.3393G>T c.(3391-3393)ATG>ATT p.M1131I

Pat_24 Pre-Treatment KIF27 55582 37 9 86518061 86518061 Nonsense_Mutation SNP G A 4 123 c.1372C>T c.(1372-1374)CGA>TGA p.R458*

Pat_24 Pre-Treatment ROR2 4920 37 9 94486849 94486849 Missense_Mutation SNP C T 5 134 c.1927G>A c.(1927-1929)GCC>ACC p.A643T

Pat_24 Pre-Treatment COL15A1 1306 37 9 101812157 101812157 Nonsense_Mutation SNP C T 5 434 c.2884C>T c.(2884-2886)CGA>TGA p.R962*

Pat_24 Pre-Treatment BAAT 570 37 9 104133665 104133665 Missense_Mutation SNP G A 101 29 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_24 Pre-Treatment C9orf125 84302 37 9 104239242 104239242 Nonsense_Mutation SNP G A 4 203 c.133C>T c.(133-135)CGA>TGA p.R45*

Pat_24 Pre-Treatment ACTL7B 10880 37 9 111617367 111617367 Missense_Mutation SNP C T 4 117 c.844G>A c.(844-846)GAG>AAG p.E282K

Pat_24 Pre-Treatment IKBKAP 8518 37 9 111663931 111663931 Missense_Mutation SNP G A 4 220 c.1885C>T c.(1885-1887)CGC>TGC p.R629C

Pat_24 Pre-Treatment SVEP1 79987 37 9 113170069 113170069 Missense_Mutation SNP G A 110 29 c.7811C>T c.(7810-7812)TCC>TTC p.S2604F

Pat_24 Pre-Treatment C9orf84 158401 37 9 114454492 114454492 Nonsense_Mutation SNP C T 92 29 c.3573G>A c.(3571-3573)TGG>TGA p.W1191*

Pat_24 Pre-Treatment BSPRY 54836 37 9 116116589 116116589 Missense_Mutation SNP G A 5 139 c.271G>A c.(271-273)GTC>ATC p.V91I

Pat_24 Pre-Treatment C9orf43 257169 37 9 116185655 116185655 Missense_Mutation SNP G A 4 122 c.533G>A c.(532-534)CGA>CAA p.R178Q

Pat_24 Pre-Treatment RGS3 5998 37 9 116346450 116346450 Missense_Mutation SNP G A 4 177 c.2758G>A c.(2758-2760)GAG>AAG p.E920K

Pat_24 Pre-Treatment COL27A1 85301 37 9 116956726 116956726 Missense_Mutation SNP G A 5 261 c.2059G>A c.(2059-2061)GAT>AAT p.D687N

Pat_24 Pre-Treatment AKNA 80709 37 9 117118255 117118255 Missense_Mutation SNP C T 4 128 c.3008G>A c.(3007-3009)CGG>CAG p.R1003Q

Pat_24 Pre-Treatment TNC 3371 37 9 117848578 117848578 Missense_Mutation SNP C T 5 403 c.1432G>A c.(1432-1434)GGC>AGC p.G478S

Pat_24 Pre-Treatment ASTN2 23245 37 9 119249714 119249714 Nonsense_Mutation SNP G A 4 98 c.3421C>T c.(3421-3423)CGA>TGA p.R1141*

Pat_24 Pre-Treatment OR1L3 26735 37 9 125438296 125438296 Missense_Mutation SNP G A 60 18 c.888G>A c.(886-888)ATG>ATA p.M296I

Pat_24 Pre-Treatment PPP6C 5537 37 9 127912080 127912080 Missense_Mutation SNP G A 83 10 c.790C>T c.(790-792)CGT>TGT p.R264C

Pat_24 Pre-Treatment GAPVD1 26130 37 9 128083731 128083731 Missense_Mutation SNP C T 83 27 c.1622C>T c.(1621-1623)TCG>TTG p.S541L

Pat_24 Pre-Treatment URM1 81605 37 9 131150103 131150103 Missense_Mutation SNP C T 5 375 c.115C>T c.(115-117)CGG>TGG p.R39W

Pat_24 Pre-Treatment FUBP3 8939 37 9 133499049 133499049 Missense_Mutation SNP G A 4 206 c.926G>A c.(925-927)CGG>CAG p.R309Q

Pat_24 Pre-Treatment C9orf9 11092 37 9 135763747 135763747 Missense_Mutation SNP C T 4 178 c.418C>T c.(418-420)CTC>TTC p.L140F

Pat_24 Pre-Treatment C9orf7 11094 37 9 136333048 136333048 Missense_Mutation SNP C T 4 107 c.326C>T c.(325-327)GCG>GTG p.A109V

Pat_24 Pre-Treatment RXRA 6256 37 9 137300016 137300016 Missense_Mutation SNP G A 4 205 c.301G>A c.(301-303)GTC>ATC p.V101I

Pat_24 Pre-Treatment QSOX2 169714 37 9 139100978 139100978 Missense_Mutation SNP C T 4 160 c.1693G>A c.(1693-1695)GAC>AAC p.D565N

Pat_24 Pre-Treatment PMPCA 23203 37 9 139309021 139309021 Missense_Mutation SNP G T 4 226 c.454G>T c.(454-456)GCT>TCT p.A152S

Pat_24 Pre-Treatment SEC16A 9919 37 9 139366482 139366482 Missense_Mutation SNP C T 4 101 c.3649G>A c.(3649-3651)GAG>AAG p.E1217K

Pat_24 Pre-Treatment NOTCH1 4851 37 9 139413893 139413893 Splice_Site SNP G T 4 150 c.865_splice c.e5+1 p.G289_splice

Pat_24 Pre-Treatment TMEM203 94107 37 9 140099601 140099601 Missense_Mutation SNP G A 4 90 c.266C>T c.(265-267)ACG>ATG p.T89M

Pat_24 Pre-Treatment NDOR1 27158 37 9 140110375 140110375 Missense_Mutation SNP G A 4 219 c.1460G>A c.(1459-1461)CGC>CAC p.R487H

Pat_24 Pre-Treatment TUBB2C 10383 37 9 140137137 140137137 Missense_Mutation SNP G A 4 161 c.467G>A c.(466-468)CGG>CAG p.R156Q

Pat_24 Pre-Treatment ZMYND19 116225 37 9 140477114 140477114 Missense_Mutation SNP G A 5 136 c.565C>T c.(565-567)CGC>TGC p.R189C



Pat_24 Pre-Treatment TUBBP5 643224 37 9 141071420 141071420 Missense_Mutation SNP G A 4 97 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_24 Pre-Treatment ASMTL 8623 37 X 1522283 1522283 Missense_Mutation SNP C T 5 188 c.1745G>A c.(1744-1746)GGC>GAC p.G582D

Pat_24 Pre-Treatment MXRA5 25878 37 X 3228314 3228314 Missense_Mutation SNP G A 38 16 c.7930C>T c.(7930-7932)CAT>TAT p.H2644Y

Pat_24 Pre-Treatment TLR7 51284 37 X 12903670 12903670 Missense_Mutation SNP C T 77 21 c.43C>T c.(43-45)CTT>TTT p.L15F

Pat_24 Pre-Treatment GLRA2 2742 37 X 14625262 14625262 Missense_Mutation SNP C T 4 106 c.587C>T c.(586-588)ACG>ATG p.T196M

Pat_24 Pre-Treatment ASB11 140456 37 X 15301641 15301641 Missense_Mutation SNP G A 170 49 c.958C>T c.(958-960)CTC>TTC p.L320F

Pat_24 Pre-Treatment PHEX 5251 37 X 22051081 22051081 Translation_Start_Site SNP C T 4 158 c.-42C>T c.(-44--40)CACGA>CATGA

Pat_24 Pre-Treatment FAM47C 442444 37 X 37028662 37028662 Missense_Mutation SNP T C 6 57 c.2179T>C c.(2179-2181)TGC>CGC p.C727R

Pat_24 Pre-Treatment SSX3 10214 37 X 48213500 48213500 Missense_Mutation SNP G A 4 175 c.214C>T c.(214-216)CGT>TGT p.R72C

Pat_24 Pre-Treatment OTUD5 55593 37 X 48791834 48791834 Missense_Mutation SNP C T 4 115 c.977G>A c.(976-978)CGT>CAT p.R326H

Pat_24 Pre-Treatment KDM5C 8242 37 X 53223862 53223862 Missense_Mutation SNP C T 4 34 c.3497G>A c.(3496-3498)CGC>CAC p.R1166H

Pat_24 Pre-Treatment ITIH5L 347365 37 X 54785245 54785245 Missense_Mutation SNP C T 36 16 c.1262G>A c.(1261-1263)AGG>AAG p.R421K

Pat_24 Pre-Treatment PFKFB1 5207 37 X 54960268 54960268 Missense_Mutation SNP G A 4 61 c.1342C>T c.(1342-1344)CGG>TGG p.R448W

Pat_24 Pre-Treatment EFNB1 1947 37 X 68059902 68059902 Missense_Mutation SNP G A 3 40 c.599G>A c.(598-600)GGC>GAC p.G200D

Pat_24 Pre-Treatment GDPD2 54857 37 X 69652895 69652895 Missense_Mutation SNP G A 3 24 c.1579G>A c.(1579-1581)GCA>ACA p.A527T

Pat_24 Pre-Treatment MED12 9968 37 X 70356309 70356309 Missense_Mutation SNP G A 3 33 c.5204G>A c.(5203-5205)CGC>CAC p.R1735H

Pat_24 Pre-Treatment ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 7 86 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_24 Pre-Treatment NAP1L2 4674 37 X 72433673 72433673 Missense_Mutation SNP T C 3 33 c.656A>G c.(655-657)GAG>GGG p.E219G

Pat_24 Pre-Treatment ATP7A 538 37 X 77298875 77298875 Missense_Mutation SNP C T 4 94 c.4066C>T c.(4066-4068)CGG>TGG p.R1356W

Pat_24 Pre-Treatment ZMAT1 84460 37 X 101138559 101138559 Missense_Mutation SNP T C 3 74 c.1327A>G c.(1327-1329)AGG>GGG p.R443G

Pat_24 Pre-Treatment GPRASP1 9737 37 X 101912419 101912419 Missense_Mutation SNP G A 4 97 c.3578G>A c.(3577-3579)CGA>CAA p.R1193Q

Pat_24 Pre-Treatment CXorf57 55086 37 X 105912456 105912456 Missense_Mutation SNP G A 4 202 c.2333G>A c.(2332-2334)CGA>CAA p.R778Q

Pat_24 Pre-Treatment COL4A6 1288 37 X 107430394 107430394 Missense_Mutation SNP G A 4 223 c.1886C>T c.(1885-1887)CCC>CTC p.P629L

Pat_24 Pre-Treatment COL4A6 1288 37 X 107431220 107431220 Missense_Mutation SNP C T 60 19 c.1628G>A c.(1627-1629)GGA>GAA p.G543E

Pat_24 Pre-Treatment GUCY2F 2986 37 X 108673582 108673583 Missense_Mutation DNP CC AA 5 244 c.1744_1745GG>TTc.(1744-1746)GGA>TTA p.G582L

Pat_24 Pre-Treatment GUCY2F 2986 37 X 108673592 108673592 Nonsense_Mutation SNP C A 5 212 c.1735G>T c.(1735-1737)GGA>TGA p.G579*

Pat_24 Pre-Treatment TMEM164 84187 37 X 109247348 109247348 Missense_Mutation SNP G A 4 147 c.346G>A c.(346-348)GTC>ATC p.V116I

Pat_24 Pre-Treatment ZCCHC16 340595 37 X 111697979 111697979 Missense_Mutation SNP C T 106 27 c.23C>T c.(22-24)TCA>TTA p.S8L

Pat_24 Pre-Treatment CT47B1 643311 37 X 120009390 120009390 Missense_Mutation SNP C G 6 110 c.135G>C c.(133-135)ATG>ATC p.M45I

Pat_24 Pre-Treatment CT47B1 643311 37 X 120009393 120009393 Missense_Mutation SNP G C 6 107 c.132C>G c.(130-132)GAC>GAG p.D44E

Pat_24 Pre-Treatment OCRL 4952 37 X 128692706 128692706 Missense_Mutation SNP C T 4 60 c.536C>T c.(535-537)CCT>CTT p.P179L

Pat_24 Pre-Treatment OCRL 4952 37 X 128703359 128703359 Missense_Mutation SNP G A 4 212 c.1585G>A c.(1585-1587)GCC>ACC p.A529T

Pat_24 Pre-Treatment BCORL1 63035 37 X 129171402 129171402 Missense_Mutation SNP G A 4 139 c.4366G>A c.(4366-4368)GGC>AGC p.G1456S

Pat_24 Pre-Treatment TFDP3 51270 37 X 132351950 132351950 Missense_Mutation SNP C T 4 136 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_24 Pre-Treatment FAM122C 159091 37 X 133948871 133948871 Missense_Mutation SNP C T 5 253 c.181C>T c.(181-183)CGC>TGC p.R61C

Pat_24 Pre-Treatment ZIC3 7547 37 X 136649872 136649872 Missense_Mutation SNP G A 4 174 c.1022G>A c.(1021-1023)CGT>CAT p.R341H

Pat_24 Pre-Treatment FMR1 2332 37 X 147030296 147030296 Missense_Mutation SNP C T 90 31 c.1831C>T c.(1831-1833)CGT>TGT p.R611C

Pat_24 Pre-Treatment AFF2 2334 37 X 148072792 148072792 Missense_Mutation SNP G A 5 198 c.3866G>A c.(3865-3867)AGC>AAC p.S1289N

Pat_24 Pre-Treatment TMEM185A 84548 37 X 148690324 148690324 Missense_Mutation SNP C T 4 212 c.413G>A c.(412-414)AGG>AAG p.R138K

Pat_24 Pre-Treatment MAMLD1 10046 37 X 149639500 149639500 Missense_Mutation SNP C T 4 184 c.1655C>T c.(1654-1656)CCG>CTG p.P552L

Pat_24 Pre-Treatment PNMA3 29944 37 X 152226020 152226020 Missense_Mutation SNP G A 4 96 c.608G>A c.(607-609)CGG>CAG p.R203Q

Pat_24 Pre-Treatment HCFC1 3054 37 X 153221856 153221856 Missense_Mutation SNP G A 4 82 c.2642C>T c.(2641-2643)ACG>ATG p.T881M

Pat_24 Post-Resistance KIAA1751 85452 37 1 1887145 1887145 Missense_Mutation SNP C T 12 96 c.2161G>A c.(2161-2163)GAG>AAG p.E721K

Pat_24 Post-Resistance PLCH2 9651 37 1 2436255 2436255 Missense_Mutation SNP G A 11 34 c.3854G>A c.(3853-3855)GGG>GAG p.G1285E

Pat_24 Post-Resistance MASP2 10747 37 1 11087664 11087664 Missense_Mutation SNP C T 32 103 c.1339G>A c.(1339-1341)GGA>AGA p.G447R

Pat_24 Post-Resistance TNFRSF8 943 37 1 12195671 12195671 Splice_Site SNP G A 4 132 c.1335_splice c.e13+1 p.T445_splice

Pat_24 Post-Resistance VPS13D 55187 37 1 12418520 12418520 Missense_Mutation SNP C T 4 146 c.10004C>T c.(10003-10005)ACG>ATG p.T3335M



Pat_24 Post-Resistance PRAMEF12 390999 37 1 12837729 12837729 Missense_Mutation SNP G A 23 70 c.1439G>A c.(1438-1440)GGT>GAT p.G480D

Pat_24 Post-Resistance PRAMEF1 65121 37 1 12856002 12856002 Missense_Mutation SNP G A 32 442 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_24 Post-Resistance TMEM82 388595 37 1 16069565 16069566 Missense_Mutation DNP CC TT 13 51 c.212_213CC>TT c.(211-213)TCC>TTT p.S71F

Pat_24 Post-Resistance ARHGEF19 128272 37 1 16535275 16535275 Missense_Mutation SNP C T 10 30 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_24 Post-Resistance IGSF21 84966 37 1 18702857 18702857 Missense_Mutation SNP G A 46 225 c.1069G>A c.(1069-1071)GAC>AAC p.D357N

Pat_24 Post-Resistance CNKSR1 10256 37 1 26504045 26504045 Missense_Mutation SNP C T 14 55 c.7C>T c.(7-9)CCG>TCG p.P3S

Pat_24 Post-Resistance FGR 2268 37 1 27939499 27939499 Missense_Mutation SNP C G 3 81 c.1516G>C c.(1516-1518)GAG>CAG p.E506Q

Pat_24 Post-Resistance NKAIN1 79570 37 1 31655401 31655401 Missense_Mutation SNP C A 46 182 c.508G>T c.(508-510)GTG>TTG p.V170L

Pat_24 Post-Resistance ADC 113451 37 1 33559013 33559013 Missense_Mutation SNP G A 4 104 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_24 Post-Resistance EPHA10 284656 37 1 38227437 38227437 Missense_Mutation SNP C T 6 34 c.490G>A c.(490-492)GGC>AGC p.G164S

Pat_24 Post-Resistance ZMPSTE24 10269 37 1 40735746 40735746 Missense_Mutation SNP G T 4 129 c.574G>T c.(574-576)GGG>TGG p.G192W

Pat_24 Post-Resistance FOXJ3 22887 37 1 42730851 42730851 Nonsense_Mutation SNP G A 4 109 c.379C>T c.(379-381)CGA>TGA p.R127*

Pat_24 Post-Resistance CCDC30 728621 37 1 43011243 43011243 Missense_Mutation SNP G A 5 26 c.418G>A c.(418-420)GAA>AAA p.E140K

Pat_24 Post-Resistance YBX1 4904 37 1 43166675 43166675 Missense_Mutation SNP G A 4 100 c.964G>A c.(964-966)GGG>AGG p.G322R

Pat_24 Post-Resistance SLC6A9 6536 37 1 44474289 44474289 Missense_Mutation SNP C T 15 47 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_24 Post-Resistance CYP4B1 1580 37 1 47283696 47283696 Missense_Mutation SNP C T 61 222 c.1264C>T c.(1264-1266)CCT>TCT p.P422S

Pat_24 Post-Resistance TAL1 6886 37 1 47685757 47685757 Missense_Mutation SNP G A 31 107 c.631C>T c.(631-633)CGC>TGC p.R211C

Pat_24 Post-Resistance MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 3 54 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_24 Post-Resistance GLIS1 148979 37 1 53990458 53990458 Missense_Mutation SNP G A 4 190 c.1060C>T c.(1060-1062)CGT>TGT p.R354C

Pat_24 Post-Resistance PARS2 25973 37 1 55224360 55224360 Missense_Mutation SNP C T 5 384 c.475G>A c.(475-477)GAG>AAG p.E159K

Pat_24 Post-Resistance C1orf173 127254 37 1 75065480 75065480 Missense_Mutation SNP T C 20 53 c.1625A>G c.(1624-1626)AAA>AGA p.K542R

Pat_24 Post-Resistance C1orf173 127254 37 1 75072303 75072303 Missense_Mutation SNP C T 7 50 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_24 Post-Resistance ABCA4 24 37 1 94497348 94497348 Missense_Mutation SNP C T 16 89 c.4114G>A c.(4114-4116)GAC>AAC p.D1372N

Pat_24 Post-Resistance OLFM3 118427 37 1 102312505 102312505 Missense_Mutation SNP C T 17 97 c.25G>A c.(25-27)GGC>AGC p.G9S

Pat_24 Post-Resistance COL11A1 1301 37 1 103427784 103427784 Missense_Mutation SNP C T 16 82 c.3062G>A c.(3061-3063)GGA>GAA p.G1021E

Pat_24 Post-Resistance CELSR2 1952 37 1 109805585 109805585 Missense_Mutation SNP G A 3 75 c.4702G>A c.(4702-4704)GTG>ATG p.V1568M

Pat_24 Post-Resistance PHTF1 10745 37 1 114254647 114254647 Missense_Mutation SNP C T 4 140 c.872G>A c.(871-873)CGT>CAT p.R291H

Pat_24 Post-Resistance MAN1A2 10905 37 1 118008992 118008992 Missense_Mutation SNP C T 7 58 c.1111C>T c.(1111-1113)CGT>TGT p.R371C

Pat_24 Post-Resistance NBPF9 400818 37 1 144621586 144621586 Missense_Mutation SNP C G 7 408 c.918C>G c.(916-918)TTC>TTG p.F306L

Pat_24 Post-Resistance NBPF10 100132406 37 1 145295443 145295443 Missense_Mutation SNP C G 5 173 c.196C>G c.(196-198)CTC>GTC p.L66V

Pat_24 Post-Resistance NBPF10 100132406 37 1 145362127 145362127 Missense_Mutation SNP G T 18 371 c.9660G>T c.(9658-9660)GAG>GAT p.E3220D

Pat_24 Post-Resistance BOLA1 51027 37 1 149871793 149871793 Missense_Mutation SNP C T 4 113 c.181C>T c.(181-183)CCG>TCG p.P61S

Pat_24 Post-Resistance FLG 2312 37 1 152281475 152281475 Missense_Mutation SNP C T 63 494 c.5887G>A c.(5887-5889)GAC>AAC p.D1963N

Pat_24 Post-Resistance ASH1L 55870 37 1 155448204 155448204 Missense_Mutation SNP C T 4 109 c.4457G>A c.(4456-4458)CGT>CAT p.R1486H

Pat_24 Post-Resistance NTRK1 4914 37 1 156849018 156849018 Missense_Mutation SNP G A 8 23 c.1910G>A c.(1909-1911)GGG>GAG p.G637E

Pat_24 Post-Resistance USP21 27005 37 1 161134390 161134390 Missense_Mutation SNP A G 16 262 c.1372A>G c.(1372-1374)ATC>GTC p.I458V

Pat_24 Post-Resistance DDR2 4921 37 1 162731044 162731044 Missense_Mutation SNP A G 3 73 c.899A>G c.(898-900)AAG>AGG p.K300R

Pat_24 Post-Resistance LRRC52 440699 37 1 165532978 165532978 Missense_Mutation SNP G A 4 146 c.859G>A c.(859-861)GAG>AAG p.E287K

Pat_24 Post-Resistance TNN 63923 37 1 175066678 175066678 Missense_Mutation SNP G A 11 122 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_24 Post-Resistance CACNA1E 777 37 1 181745340 181745340 Nonsense_Mutation SNP G A 4 128 c.5243G>A c.(5242-5244)TGG>TAG p.W1748*

Pat_24 Post-Resistance LAMC1 3915 37 1 183095301 183095301 Missense_Mutation SNP C T 4 184 c.2848C>T c.(2848-2850)CGC>TGC p.R950C

Pat_24 Post-Resistance UBE2T 29089 37 1 202302658 202302658 Nonsense_Mutation SNP G A 4 130 c.205C>T c.(205-207)CGA>TGA p.R69*

Pat_24 Post-Resistance PLEKHA6 22874 37 1 204210881 204210881 Missense_Mutation SNP G A 42 75 c.2234C>T c.(2233-2235)CCC>CTC p.P745L

Pat_24 Post-Resistance PLXNA2 5362 37 1 208204972 208204972 Missense_Mutation SNP G A 64 218 c.5188C>T c.(5188-5190)CAT>TAT p.H1730Y

Pat_24 Post-Resistance CENPF 1063 37 1 214813956 214813956 Missense_Mutation SNP G A 3 44 c.2275G>A c.(2275-2277)GAA>AAA p.E759K

Pat_24 Post-Resistance KCTD3 51133 37 1 215775263 215775263 Missense_Mutation SNP C T 29 183 c.988C>T c.(988-990)CTT>TTT p.L330F

Pat_24 Post-Resistance SPATA17 128153 37 1 217955597 217955597 Missense_Mutation SNP G A 70 89 c.805G>A c.(805-807)GAT>AAT p.D269N



Pat_24 Post-Resistance TAF1A 9015 37 1 222750876 222750876 Missense_Mutation SNP C T 4 181 c.515G>A c.(514-516)CGG>CAG p.R172Q

Pat_24 Post-Resistance AGT 183 37 1 230845894 230845894 Missense_Mutation SNP G A 5 158 c.703C>T c.(703-705)CTC>TTC p.L235F

Pat_24 Post-Resistance PCNXL2 80003 37 1 233394278 233394278 Missense_Mutation SNP G A 83 164 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_24 Post-Resistance OR2L8 391190 37 1 248112697 248112697 Missense_Mutation SNP G A 4 191 c.538G>A c.(538-540)GTC>ATC p.V180I

Pat_24 Post-Resistance OR2L8 391190 37 1 248113064 248113064 Missense_Mutation SNP G A 16 99 c.905G>A c.(904-906)CGA>CAA p.R302Q

Pat_24 Post-Resistance OR2AK2 391191 37 1 248128661 248128661 Missense_Mutation SNP G A 15 20 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_24 Post-Resistance OR2M5 127059 37 1 248308569 248308569 Missense_Mutation SNP G A 67 99 c.120G>A c.(118-120)ATG>ATA p.M40I

Pat_24 Post-Resistance OR2M4 26245 37 1 248402801 248402801 Missense_Mutation SNP G A 74 112 c.571G>A c.(571-573)GAA>AAA p.E191K

Pat_24 Post-Resistance OR2T12 127064 37 1 248458834 248458834 Missense_Mutation SNP A T 46 99 c.47T>A c.(46-48)TTT>TAT p.F16Y

Pat_24 Post-Resistance ZNF692 55657 37 1 249150737 249150737 Missense_Mutation SNP C T 54 85 c.500G>A c.(499-501)AGG>AAG p.R167K

Pat_24 Post-Resistance PITRM1 10531 37 10 3202514 3202514 Missense_Mutation SNP G A 4 63 c.704C>T c.(703-705)ACG>ATG p.T235M

Pat_24 Post-Resistance TAF3 83860 37 10 8056640 8056640 Missense_Mutation SNP C G 9 29 c.2716C>G c.(2716-2718)CAG>GAG p.Q906E

Pat_24 Post-Resistance KIAA1217 56243 37 10 24762578 24762578 Missense_Mutation SNP C A 4 129 c.1268C>A c.(1267-1269)GCA>GAA p.A423E

Pat_24 Post-Resistance ZEB1 6935 37 10 31799637 31799637 Missense_Mutation SNP C T 15 52 c.518C>T c.(517-519)CCA>CTA p.P173L

Pat_24 Post-Resistance BICC1 80114 37 10 60573728 60573728 Missense_Mutation SNP C T 4 150 c.2515C>T c.(2515-2517)CGT>TGT p.R839C

Pat_24 Post-Resistance MYPN 84665 37 10 69933908 69933908 Missense_Mutation SNP G A 58 121 c.2059G>A c.(2059-2061)GAG>AAG p.E687K

Pat_24 Post-Resistance GPR120 338557 37 10 95326521 95326521 Missense_Mutation SNP G A 3 20 c.44G>A c.(43-45)CGC>CAC p.R15H

Pat_24 Post-Resistance SLIT1 6585 37 10 98816147 98816147 Missense_Mutation SNP G A 37 177 c.1232C>T c.(1231-1233)TCC>TTC p.S411F

Pat_24 Post-Resistance RRP12 23223 37 10 99133588 99133588 Missense_Mutation SNP T C 4 185 c.1862A>G c.(1861-1863)CAG>CGG p.Q621R

Pat_24 Post-Resistance MMS19 64210 37 10 99225675 99225675 Missense_Mutation SNP T C 61 253 c.1643A>G c.(1642-1644)CAA>CGA p.Q548R

Pat_24 Post-Resistance PDZD7 79955 37 10 102783262 102783262 Missense_Mutation SNP C T 4 154 c.473G>A c.(472-474)CGC>CAC p.R158H

Pat_24 Post-Resistance SORCS1 114815 37 10 108536412 108536412 Missense_Mutation SNP T A 4 101 c.765A>T c.(763-765)TTA>TTT p.L255F

Pat_24 Post-Resistance ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 26 104 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_24 Post-Resistance EIF3A 8661 37 10 120801755 120801756 Missense_Mutation DNP TG AC 6 376 c.3276_3277CA>GT274-3279)GGCATG>GGGT p.M1093L

Pat_24 Post-Resistance HTRA1 5654 37 10 124268285 124268285 Missense_Mutation SNP A T 13 25 c.1119A>T c.(1117-1119)AAA>AAT p.K373N

Pat_24 Post-Resistance CLRN3 119467 37 10 129690880 129690880 Missense_Mutation SNP G A 27 81 c.169C>T c.(169-171)CGT>TGT p.R57C

Pat_24 Post-Resistance MGMT 4255 37 10 131565127 131565127 Missense_Mutation SNP G A 4 49 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_24 Post-Resistance STK32C 282974 37 10 134040349 134040349 Nonsense_Mutation SNP G T 4 172 c.594C>A c.(592-594)TGC>TGA p.C198*

Pat_24 Post-Resistance PKP3 11187 37 11 397003 397003 Missense_Mutation SNP G A 9 38 c.502G>A c.(502-504)GGT>AGT p.G168S

Pat_24 Post-Resistance CTSD 1509 37 11 1782670 1782670 Missense_Mutation SNP G A 4 123 c.97C>T c.(97-99)CGC>TGC p.R33C

Pat_24 Post-Resistance OR51E1 143503 37 11 4674675 4674675 Nonsense_Mutation SNP C T 4 186 c.919C>T c.(919-921)CGA>TGA p.R307*

Pat_24 Post-Resistance OR52R1 119695 37 11 4825480 4825480 Missense_Mutation SNP C T 10 13 c.368G>A c.(367-369)GGA>GAA p.G123E

Pat_24 Post-Resistance HBB 3043 37 11 5248225 5248225 Missense_Mutation SNP C G 32 94 c.27G>C c.(25-27)AAG>AAC p.K9N

Pat_24 Post-Resistance OR51Q1 390061 37 11 5444142 5444142 Missense_Mutation SNP C T 43 127 c.712C>T c.(712-714)CGT>TGT p.R238C

Pat_24 Post-Resistance SYT9 143425 37 11 7324551 7324551 Missense_Mutation SNP G A 25 62 c.427G>A c.(427-429)GGG>AGG p.G143R

Pat_24 Post-Resistance GALNTL4 374378 37 11 11470334 11470334 Missense_Mutation SNP G A 4 62 c.385C>T c.(385-387)CGC>TGC p.R129C

Pat_24 Post-Resistance ARNTL 406 37 11 13402788 13402788 Missense_Mutation SNP C T 19 121 c.1604C>T c.(1603-1605)CCA>CTA p.P535L

Pat_24 Post-Resistance PTPN5 84867 37 11 18759448 18759448 Missense_Mutation SNP G A 4 194 c.979C>T c.(979-981)CGG>TGG p.R327W

Pat_24 Post-Resistance CSRP3 8048 37 11 19206514 19206514 Missense_Mutation SNP C T 5 45 c.493G>A c.(493-495)GAA>AAA p.E165K

Pat_24 Post-Resistance E2F8 79733 37 11 19247042 19247042 Missense_Mutation SNP G A 4 157 c.2147C>T c.(2146-2148)CCG>CTG p.P716L

Pat_24 Post-Resistance E2F8 79733 37 11 19251523 19251523 Missense_Mutation SNP C G 6 357 c.1371G>C c.(1369-1371)CAG>CAC p.Q457H

Pat_24 Post-Resistance ELF5 2001 37 11 34527196 34527196 Missense_Mutation SNP G A 81 262 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_24 Post-Resistance CNTF 1270 37 11 58391688 58391688 Missense_Mutation SNP C T 4 40 c.296C>T c.(295-297)ACC>ATC p.T99I

Pat_24 Post-Resistance GLYATL1 92292 37 11 58714563 58714563 Missense_Mutation SNP G A 21 96 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_24 Post-Resistance SLC22A8 9376 37 11 62763580 62763580 Missense_Mutation SNP G A 24 70 c.806C>T c.(805-807)TCC>TTC p.S269F

Pat_24 Post-Resistance RTN3 10313 37 11 63486611 63486611 Missense_Mutation SNP C T 12 66 c.637C>T c.(637-639)CCA>TCA p.P213S

Pat_24 Post-Resistance SNX15 29907 37 11 64802547 64802547 Missense_Mutation SNP G A 6 240 c.389G>A c.(388-390)CGA>CAA p.R130Q



Pat_24 Post-Resistance SLC25A45 283130 37 11 65143942 65143942 Missense_Mutation SNP C T 5 134 c.803G>A c.(802-804)CGC>CAC p.R268H

Pat_24 Post-Resistance RIN1 9610 37 11 66102072 66102072 Missense_Mutation SNP G C 2 6 c.1198C>G c.(1198-1200)CAG>GAG p.Q400E

Pat_24 Post-Resistance NADSYN1 55191 37 11 71191846 71191846 Missense_Mutation SNP C T 4 86 c.919C>T c.(919-921)CTC>TTC p.L307F

Pat_24 Post-Resistance ARHGEF17 9828 37 11 73071384 73071384 Missense_Mutation SNP G A 4 185 c.4226G>A c.(4225-4227)CGG>CAG p.R1409Q

Pat_24 Post-Resistance GAB2 9846 37 11 77934697 77934697 Missense_Mutation SNP G A 103 384 c.1328C>T c.(1327-1329)TCG>TTG p.S443L

Pat_24 Post-Resistance NAALAD2 10003 37 11 89882229 89882229 Missense_Mutation SNP A G 5 356 c.437A>G c.(436-438)AAT>AGT p.N146S

Pat_24 Post-Resistance NAALAD2 10003 37 11 89882249 89882249 Missense_Mutation SNP G T 6 280 c.457G>T c.(457-459)GCT>TCT p.A153S

Pat_24 Post-Resistance CHORDC1 26973 37 11 89944439 89944439 Missense_Mutation SNP A G 4 115 c.377T>C c.(376-378)CTA>CCA p.L126P

Pat_24 Post-Resistance FAT3 120114 37 11 92531158 92531158 Missense_Mutation SNP C T 71 155 c.4979C>T c.(4978-4980)TCC>TTC p.S1660F

Pat_24 Post-Resistance CCDC82 79780 37 11 96117471 96117471 Missense_Mutation SNP A T 4 138 c.441T>A c.(439-441)GAT>GAA p.D147E

Pat_24 Post-Resistance PGR 5241 37 11 100999627 100999627 Missense_Mutation SNP G A 3 55 c.175C>T c.(175-177)CTC>TTC p.L59F

Pat_24 Post-Resistance ANGPTL5 253935 37 11 101765741 101765741 Missense_Mutation SNP G A 10 28 c.716C>T c.(715-717)ACC>ATC p.T239I

Pat_24 Post-Resistance GRIA4 2893 37 11 105781176 105781176 Missense_Mutation SNP G A 31 121 c.1174G>A c.(1174-1176)GAT>AAT p.D392N

Pat_24 Post-Resistance FAM55D 54827 37 11 114453681 114453681 Missense_Mutation SNP T A 15 90 c.159A>T c.(157-159)TTA>TTT p.L53F

Pat_24 Post-Resistance TMPRSS13 84000 37 11 117789432 117789432 Missense_Mutation SNP C T 4 128 c.143G>A c.(142-144)GGG>GAG p.G48E

Pat_24 Post-Resistance FOXR1 283150 37 11 118850336 118850336 Missense_Mutation SNP C T 4 169 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_24 Post-Resistance THYN1 29087 37 11 134120179 134120179 Missense_Mutation SNP C T 6 276 c.281G>A c.(280-282)CGT>CAT p.R94H

Pat_24 Post-Resistance GLB1L3 112937 37 11 134153651 134153651 Missense_Mutation SNP G A 12 41 c.548G>A c.(547-549)CGG>CAG p.R183Q

Pat_24 Post-Resistance KDM5A 5927 37 12 427492 427492 Nonsense_Mutation SNP G A 4 157 c.2677C>T c.(2677-2679)CGA>TGA p.R893*

Pat_24 Post-Resistance CHD4 1108 37 12 6707075 6707075 Missense_Mutation SNP C T 4 180 c.1877G>A c.(1876-1878)CGA>CAA p.R626Q

Pat_24 Post-Resistance ACSM4 341392 37 12 7479635 7479635 Missense_Mutation SNP C T 3 15 c.1600C>T c.(1600-1602)CTT>TTT p.L534F

Pat_24 Post-Resistance RIMKLB 57494 37 12 8866505 8866505 Missense_Mutation SNP C T 4 94 c.43C>T c.(43-45)CGT>TGT p.R15C

Pat_24 Post-Resistance A2M 2 37 12 9224967 9224967 Missense_Mutation SNP G A 3 36 c.4091C>T c.(4090-4092)TCC>TTC p.S1364F

Pat_24 Post-Resistance ETV6 2120 37 12 12022504 12022504 Missense_Mutation SNP C T 130 349 c.610C>T c.(610-612)CCC>TCC p.P204S

Pat_24 Post-Resistance GPRC5D 55507 37 12 13102601 13102601 Missense_Mutation SNP G A 27 90 c.718C>T c.(718-720)CCG>TCG p.P240S

Pat_24 Post-Resistance GRIN2B 2904 37 12 13715812 13715812 Missense_Mutation SNP G A 17 72 c.4360C>T c.(4360-4362)CCC>TCC p.P1454S

Pat_24 Post-Resistance GUCY2C 2984 37 12 14825883 14825883 Missense_Mutation SNP C T 4 176 c.1094G>A c.(1093-1095)GGT>GAT p.G365D

Pat_24 Post-Resistance PTPRO 5800 37 12 15742411 15742411 Missense_Mutation SNP A G 59 267 c.3433A>G c.(3433-3435)ACA>GCA p.T1145A

Pat_24 Post-Resistance GYS2 2998 37 12 21713332 21713332 Missense_Mutation SNP C T 6 260 c.1157G>A c.(1156-1158)CGA>CAA p.R386Q

Pat_24 Post-Resistance RASSF8 11228 37 12 26208270 26208270 Translation_Start_Site SNP G A 4 109 c.-6G>A c.(-8--4)CGGTG>CGATG

Pat_24 Post-Resistance ABCD2 225 37 12 39973341 39973341 Missense_Mutation SNP G A 26 165 c.1873C>T c.(1873-1875)CAT>TAT p.H625Y

Pat_24 Post-Resistance LRRK2 120892 37 12 40688687 40688687 Missense_Mutation SNP G A 4 25 c.2849G>A c.(2848-2850)AGA>AAA p.R950K

Pat_24 Post-Resistance PRICKLE1 144165 37 12 42863277 42863277 Missense_Mutation SNP G A 4 106 c.359C>T c.(358-360)GCA>GTA p.A120V

Pat_24 Post-Resistance ARID2 196528 37 12 46242686 46242686 Missense_Mutation SNP C T 4 97 c.1648C>T c.(1648-1650)CTC>TTC p.L550F

Pat_24 Post-Resistance ARID2 196528 37 12 46246366 46246366 Missense_Mutation SNP C T 47 132 c.4460C>T c.(4459-4461)CCC>CTC p.P1487L

Pat_24 Post-Resistance ADCY6 112 37 12 49176698 49176698 Missense_Mutation SNP C T 4 105 c.520G>A c.(520-522)GCC>ACC p.A174T

Pat_24 Post-Resistance LMBR1L 55716 37 12 49500753 49500753 Missense_Mutation SNP A G 63 186 c.148T>C c.(148-150)TTC>CTC p.F50L

Pat_24 Post-Resistance C1QL4 338761 37 12 49726938 49726938 Missense_Mutation SNP C T 4 96 c.616G>A c.(616-618)GTG>ATG p.V206M

Pat_24 Post-Resistance BIN2 51411 37 12 51685932 51685932 Missense_Mutation SNP C T 5 31 c.958G>A c.(958-960)GAA>AAA p.E320K

Pat_24 Post-Resistance SCN8A 6334 37 12 52201072 52201072 Missense_Mutation SNP A T 3 6 c.5802A>T c.(5800-5802)AAA>AAT p.K1934N

Pat_24 Post-Resistance KRT84 3890 37 12 52772015 52772015 Missense_Mutation SNP C T 2 3 c.1606G>A c.(1606-1608)GGA>AGA p.G536R

Pat_24 Post-Resistance KRT71 112802 37 12 52942532 52942532 Missense_Mutation SNP C T 39 153 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_24 Post-Resistance CALCOCO1 57658 37 12 54118963 54118963 Missense_Mutation SNP G A 5 120 c.64C>T c.(64-66)CGG>TGG p.R22W

Pat_24 Post-Resistance LRP1 4035 37 12 57588432 57588432 Missense_Mutation SNP C T 4 156 c.8141C>T c.(8140-8142)ACG>ATG p.T2714M

Pat_24 Post-Resistance LRP1 4035 37 12 57606018 57606018 Missense_Mutation SNP G A 3 43 c.13468G>A c.(13468-13470)GCT>ACT p.A4490T

Pat_24 Post-Resistance TRHDE 29953 37 12 73050751 73050751 Missense_Mutation SNP T C 3 110 c.2894T>C c.(2893-2895)GTC>GCC p.V965A

Pat_24 Post-Resistance CSRP2 1466 37 12 77252758 77252758 Missense_Mutation SNP C T 4 89 c.556G>A c.(556-558)GCA>ACA p.A186T



Pat_24 Post-Resistance SCYL2 55681 37 12 100732400 100732400 Missense_Mutation SNP C T 4 153 c.2240C>T c.(2239-2241)ACT>ATT p.T747I

Pat_24 Post-Resistance RFX4 5992 37 12 107125991 107125991 Missense_Mutation SNP G A 34 155 c.1435G>A c.(1435-1437)GAG>AAG p.E479K

Pat_24 Post-Resistance PRDM4 11108 37 12 108145294 108145294 Missense_Mutation SNP G T 4 76 c.1024C>A c.(1024-1026)CAT>AAT p.H342N

Pat_24 Post-Resistance USP30 84749 37 12 109519817 109519817 Missense_Mutation SNP G A 6 407 c.860G>A c.(859-861)TGT>TAT p.C287Y

Pat_24 Post-Resistance ACACB 32 37 12 109577470 109577470 Missense_Mutation SNP G A 3 80 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_24 Post-Resistance NOS1 4842 37 12 117705897 117705897 Missense_Mutation SNP T C 3 80 c.1892A>G c.(1891-1893)AAG>AGG p.K631R

Pat_24 Post-Resistance GATC 283459 37 12 120894955 120894955 Missense_Mutation SNP G A 4 109 c.331G>A c.(331-333)GTG>ATG p.V111M

Pat_24 Post-Resistance ATP6V0A2 23545 37 12 124221795 124221795 Missense_Mutation SNP C T 4 110 c.1015C>T c.(1015-1017)CGC>TGC p.R339C

Pat_24 Post-Resistance DNAH10 196385 37 12 124270346 124270346 Missense_Mutation SNP G A 30 132 c.1101G>A c.(1099-1101)ATG>ATA p.M367I

Pat_24 Post-Resistance DHX37 57647 37 12 125441316 125441316 Nonsense_Mutation SNP G A 6 269 c.2374C>T c.(2374-2376)CGA>TGA p.R792*

Pat_24 Post-Resistance ZNF10 7556 37 12 133732959 133732959 Missense_Mutation SNP C T 34 178 c.1127C>T c.(1126-1128)CCC>CTC p.P376L

Pat_24 Post-Resistance MTUS2 23281 37 13 29600916 29600916 Missense_Mutation SNP A G 9 41 c.2111A>G c.(2110-2112)AAC>AGC p.N704S

Pat_24 Post-Resistance ALOX5AP 241 37 13 31330090 31330090 Missense_Mutation SNP C T 4 136 c.251C>T c.(250-252)GCG>GTG p.A84V

Pat_24 Post-Resistance BRCA2 675 37 13 32912568 32912568 Missense_Mutation SNP C T 4 151 c.4076C>T c.(4075-4077)ACT>ATT p.T1359I

Pat_24 Post-Resistance STARD13 90627 37 13 33704132 33704132 Missense_Mutation SNP C T 5 68 c.682G>A c.(682-684)GTC>ATC p.V228I

Pat_24 Post-Resistance ATP7B 540 37 13 52548265 52548265 Missense_Mutation SNP G A 83 202 c.1091C>T c.(1090-1092)GCC>GTC p.A364V

Pat_24 Post-Resistance LMO7 4008 37 13 76415291 76415291 Missense_Mutation SNP G A 10 93 c.2930G>A c.(2929-2931)AGG>AAG p.R977K

Pat_24 Post-Resistance IPO5 3843 37 13 98655265 98655265 Missense_Mutation SNP T C 11 273 c.1471T>C c.(1471-1473)TCC>CCC p.S491P

Pat_24 Post-Resistance TNFSF13B 10673 37 13 108922454 108922454 Missense_Mutation SNP G A 4 183 c.211G>A c.(211-213)GCC>ACC p.A71T

Pat_24 Post-Resistance MYO16 23026 37 13 109661317 109661317 Missense_Mutation SNP G A 16 104 c.2449G>A c.(2449-2451)GAA>AAA p.E817K

Pat_24 Post-Resistance COL4A1 1282 37 13 110835536 110835536 Missense_Mutation SNP G A 6 21 c.1985C>T c.(1984-1986)CCC>CTC p.P662L

Pat_24 Post-Resistance TEP1 7011 37 14 20863691 20863691 Missense_Mutation SNP G A 4 80 c.1846C>T c.(1846-1848)CGT>TGT p.R616C

Pat_24 Post-Resistance OSGEP 55644 37 14 20917419 20917419 Missense_Mutation SNP C G 4 143 c.418G>C c.(418-420)GCA>CCA p.A140P

Pat_24 Post-Resistance HOMEZ 57594 37 14 23745797 23745797 Missense_Mutation SNP G A 12 61 c.640C>T c.(640-642)CCC>TCC p.P214S

Pat_24 Post-Resistance JPH4 84502 37 14 24045177 24045177 Missense_Mutation SNP G A 18 46 c.868C>T c.(868-870)CGG>TGG p.R290W

Pat_24 Post-Resistance NOVA1 4857 37 14 26949269 26949269 Nonsense_Mutation SNP G A 30 178 c.361C>T c.(361-363)CGA>TGA p.R121*

Pat_24 Post-Resistance KCNH5 27133 37 14 63174438 63174438 Missense_Mutation SNP C T 48 167 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_24 Post-Resistance KCNH5 27133 37 14 63174770 63174770 Missense_Mutation SNP C T 5 42 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_24 Post-Resistance SPTB 6710 37 14 65270369 65270369 Missense_Mutation SNP G A 4 149 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_24 Post-Resistance EIF2S1 1965 37 14 67831648 67831648 Missense_Mutation SNP G A 5 333 c.164G>A c.(163-165)CGT>CAT p.R55H

Pat_24 Post-Resistance HEATR4 399671 37 14 73978727 73978727 Missense_Mutation SNP G A 6 231 c.1541C>T c.(1540-1542)ACC>ATC p.T514I

Pat_24 Post-Resistance LTBP2 4053 37 14 74971770 74971770 Missense_Mutation SNP G A 4 124 c.4285C>T c.(4285-4287)CGG>TGG p.R1429W

Pat_24 Post-Resistance YLPM1 56252 37 14 75230688 75230688 Missense_Mutation SNP C T 3 47 c.496C>T c.(496-498)CCC>TCC p.P166S

Pat_24 Post-Resistance C14orf102 55051 37 14 90759123 90759123 Missense_Mutation SNP C T 6 199 c.1760G>A c.(1759-1761)CGT>CAT p.R587H

Pat_24 Post-Resistance KIAA0284 283638 37 14 105353332 105353332 Missense_Mutation SNP C T 4 72 c.2756C>T c.(2755-2757)ACG>ATG p.T919M

Pat_24 Post-Resistance KIAA0284 283638 37 14 105356013 105356013 Missense_Mutation SNP C T 12 46 c.3796C>T c.(3796-3798)CCC>TCC p.P1266S

Pat_24 Post-Resistance RYR3 6263 37 15 33603253 33603253 Missense_Mutation SNP G A 3 22 c.7G>A c.(7-9)GAA>AAA p.E3K

Pat_24 Post-Resistance RYR3 6263 37 15 33955922 33955922 Nonsense_Mutation SNP C A 3 21 c.5603C>A c.(5602-5604)TCA>TAA p.S1868*

Pat_24 Post-Resistance C15orf55 256646 37 15 34646772 34646772 Missense_Mutation SNP G T 4 79 c.1117G>T c.(1117-1119)GAC>TAC p.D373Y

Pat_24 Post-Resistance TMCO5A 145942 37 15 38229100 38229100 Missense_Mutation SNP G A 12 13 c.193G>A c.(193-195)GAG>AAG p.E65K

Pat_24 Post-Resistance CASC5 57082 37 15 40951616 40951616 Missense_Mutation SNP G A 4 169 c.6871G>A c.(6871-6873)GTA>ATA p.V2291I

Pat_24 Post-Resistance MAP1A 4130 37 15 43816316 43816316 Missense_Mutation SNP C T 4 133 c.2645C>T c.(2644-2646)GCT>GTT p.A882V

Pat_24 Post-Resistance CKMT1B 1159 37 15 43891417 43891418 Missense_Mutation DNP GG AA 59 108 .1200_1201GG>AA198-1203)CTGGAG>CTAA p.E401K

Pat_24 Post-Resistance DUOX2 50506 37 15 45388258 45388258 Missense_Mutation SNP C T 15 25 c.3848G>A c.(3847-3849)GGA>GAA p.G1283E

Pat_24 Post-Resistance SHF 90525 37 15 45491196 45491196 Missense_Mutation SNP G A 4 14 c.77C>T c.(76-78)CCG>CTG p.P26L

Pat_24 Post-Resistance CILP 8483 37 15 65499120 65499120 Missense_Mutation SNP C T 107 133 c.424G>A c.(424-426)GGA>AGA p.G142R

Pat_24 Post-Resistance DIS3L 115752 37 15 66624358 66624358 Missense_Mutation SNP G A 5 118 c.2681G>A c.(2680-2682)AGG>AAG p.R894K



Pat_24 Post-Resistance LOC645752 645752 37 15 78207888 78207888 Missense_Mutation SNP A C 4 26 c.1110T>G c.(1108-1110)AAT>AAG p.N370K

Pat_24 Post-Resistance C15orf42 90381 37 15 90129084 90129084 Missense_Mutation SNP G A 4 170 c.1322G>A c.(1321-1323)AGC>AAC p.S441N

Pat_24 Post-Resistance SYNM 23336 37 15 99670857 99670857 Missense_Mutation SNP T G 19 13 c.2292T>G c.(2290-2292)TTT>TTG p.F764L

Pat_24 Post-Resistance OR4F15 390649 37 15 102358732 102358732 Missense_Mutation SNP C T 4 179 c.343C>T c.(343-345)CTC>TTC p.L115F

Pat_24 Post-Resistance PIGQ 9091 37 16 624252 624252 Missense_Mutation SNP G A 3 40 c.178G>A c.(178-180)GTG>ATG p.V60M

Pat_24 Post-Resistance FBXL16 146330 37 16 744675 744675 Missense_Mutation SNP T G 8 36 c.1250A>C c.(1249-1251)CAC>CCC p.H417P

Pat_24 Post-Resistance PKD1 5310 37 16 2155877 2155877 Missense_Mutation SNP C T 4 114 c.7852G>A c.(7852-7854)GTG>ATG p.V2618M

Pat_24 Post-Resistance SRRM2 23524 37 16 2817405 2817406 Missense_Mutation DNP CC TT 59 194 c.6876_6877CC>TT874-6879)GCCCCA>GCTT p.P2293S

Pat_24 Post-Resistance A2BP1 54715 37 16 7680638 7680638 Missense_Mutation SNP G A 16 87 c.710G>A c.(709-711)GGA>GAA p.G237E

Pat_24 Post-Resistance TEKT5 146279 37 16 10788232 10788232 Nonsense_Mutation SNP G A 69 221 c.499C>T c.(499-501)CAG>TAG p.Q167*

Pat_24 Post-Resistance TXNDC11 51061 37 16 11794417 11794417 Missense_Mutation SNP T C 23 87 c.878A>G c.(877-879)TAC>TGC p.Y293C

Pat_24 Post-Resistance ERCC4 2072 37 16 14022037 14022037 Missense_Mutation SNP C T 34 118 c.737C>T c.(736-738)TCG>TTG p.S246L

Pat_24 Post-Resistance SMG1 23049 37 16 18853620 18853620 Missense_Mutation SNP C T 4 175 c.6376G>A c.(6376-6378)GGA>AGA p.G2126R

Pat_24 Post-Resistance SMG1 23049 37 16 18937330 18937330 Missense_Mutation SNP T C 6 32 c.34A>G c.(34-36)AGC>GGC p.S12G

Pat_24 Post-Resistance CD19 930 37 16 28944394 28944394 Missense_Mutation SNP G A 27 102 c.518G>A c.(517-519)TGT>TAT p.C173Y

Pat_24 Post-Resistance TGFB1I1 7041 37 16 31487375 31487375 Missense_Mutation SNP G A 5 120 c.757G>A c.(757-759)GTT>ATT p.V253I

Pat_24 Post-Resistance VPS35 55737 37 16 46714661 46714661 Missense_Mutation SNP G A 28 81 c.428C>T c.(427-429)CCC>CTC p.P143L

Pat_24 Post-Resistance ADCY7 113 37 16 50324486 50324486 Missense_Mutation SNP C T 37 67 c.290C>T c.(289-291)GCG>GTG p.A97V

Pat_24 Post-Resistance KIFC3 3801 37 16 57794802 57794803 Missense_Mutation DNP GG AT 7 23 c.2067_2068CC>AT065-2070)AGCCGC>AGAT689_690SR>R

Pat_24 Post-Resistance CES3 23491 37 16 67000685 67000685 Missense_Mutation SNP G A 47 169 c.979G>A c.(979-981)GAA>AAA p.E327K

Pat_24 Post-Resistance KCTD19 146212 37 16 67325211 67325211 Splice_Site SNP C T 4 83 c.2565_splice c.e14+1 p.W855_splice

Pat_24 Post-Resistance THAP11 57215 37 16 67877052 67877052 Missense_Mutation SNP G A 4 141 c.595G>A c.(595-597)GCA>ACA p.A199T

Pat_24 Post-Resistance NRN1L 123904 37 16 67919927 67919927 Missense_Mutation SNP C T 4 66 c.263C>T c.(262-264)CCG>CTG p.P88L

Pat_24 Post-Resistance DHX38 9785 37 16 72133661 72133661 Missense_Mutation SNP G A 4 124 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_24 Post-Resistance ZFHX3 463 37 16 72991473 72991473 Missense_Mutation SNP C T 5 74 c.2572G>A c.(2572-2574)GAG>AAG p.E858K

Pat_24 Post-Resistance ZFHX3 463 37 16 72992655 72992655 Missense_Mutation SNP C T 3 63 c.1390G>A c.(1390-1392)GAG>AAG p.E464K

Pat_24 Post-Resistance VAT1L 57687 37 16 77850847 77850847 Missense_Mutation SNP G A 23 122 c.263G>A c.(262-264)CGA>CAA p.R88Q

Pat_24 Post-Resistance PLCG2 5336 37 16 81819769 81819769 Missense_Mutation SNP G A 4 82 c.175G>A c.(175-177)GAC>AAC p.D59N

Pat_24 Post-Resistance TAF1C 9013 37 16 84217086 84217086 Missense_Mutation SNP C T 3 23 c.248G>A c.(247-249)CGG>CAG p.R83Q

Pat_24 Post-Resistance USP10 9100 37 16 84778259 84778259 Missense_Mutation SNP G C 6 39 c.172G>C c.(172-174)GAG>CAG p.E58Q

Pat_24 Post-Resistance C17orf97 400566 37 17 263384 263384 Missense_Mutation SNP G C 3 18 c.780G>C c.(778-780)GAG>GAC p.E260D

Pat_24 Post-Resistance SLC43A2 124935 37 17 1486602 1486602 Missense_Mutation SNP G A 4 165 c.1246C>T c.(1246-1248)CGG>TGG p.R416W

Pat_24 Post-Resistance PRPF8 10594 37 17 1564990 1564990 Nonsense_Mutation SNP G A 4 171 c.4117C>T c.(4117-4119)CAG>TAG p.Q1373*

Pat_24 Post-Resistance ITGAE 3682 37 17 3657141 3657141 Missense_Mutation SNP G A 22 110 c.1463C>T c.(1462-1464)GCC>GTC p.A488V

Pat_24 Post-Resistance MINK1 50488 37 17 4796762 4796762 Missense_Mutation SNP G A 4 70 c.2434G>A c.(2434-2436)GAG>AAG p.E812K

Pat_24 Post-Resistance NUP88 4927 37 17 5292182 5292182 Missense_Mutation SNP G A 13 52 c.1583C>T c.(1582-1584)TCC>TTC p.S528F

Pat_24 Post-Resistance TEKT1 83659 37 17 6716271 6716271 Missense_Mutation SNP C T 5 218 c.731G>A c.(730-732)CGA>CAA p.R244Q

Pat_24 Post-Resistance ALOX12 239 37 17 6902059 6902059 Missense_Mutation SNP C T 4 115 c.445C>T c.(445-447)CCC>TCC p.P149S

Pat_24 Post-Resistance NEURL4 84461 37 17 7227426 7227426 Splice_Site SNP C A 4 186 c.2062_splice c.e11+1 p.E688_splice

Pat_24 Post-Resistance PFAS 5198 37 17 8170932 8170932 Missense_Mutation SNP G A 4 190 c.3331G>A c.(3331-3333)GTG>ATG p.V1111M

Pat_24 Post-Resistance PIK3R6 146850 37 17 8736226 8736226 Missense_Mutation SNP G A 4 183 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_24 Post-Resistance MYH8 4626 37 17 10304868 10304868 Missense_Mutation SNP C T 64 310 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_24 Post-Resistance MYH4 4622 37 17 10351188 10351188 Missense_Mutation SNP G A 5 334 c.4912C>T c.(4912-4914)CGC>TGC p.R1638C

Pat_24 Post-Resistance MYH4 4622 37 17 10360853 10360853 Missense_Mutation SNP G A 39 80 c.1781C>T c.(1780-1782)GCC>GTC p.A594V

Pat_24 Post-Resistance MYH1 4619 37 17 10402046 10402046 Missense_Mutation SNP C T 5 279 c.4078G>A c.(4078-4080)GAG>AAG p.E1360K

Pat_24 Post-Resistance MYH1 4619 37 17 10412834 10412834 Missense_Mutation SNP C T 81 283 c.1555G>A c.(1555-1557)GAC>AAC p.D519N

Pat_24 Post-Resistance MYH2 4620 37 17 10432937 10432937 Missense_Mutation SNP C T 34 119 c.3061G>A c.(3061-3063)GAC>AAC p.D1021N



Pat_24 Post-Resistance MYOCD 93649 37 17 12642601 12642601 Missense_Mutation SNP C A 27 85 c.673C>A c.(673-675)CTT>ATT p.L225I

Pat_24 Post-Resistance RNF112 7732 37 17 19316944 19316944 Missense_Mutation SNP G A 10 47 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_24 Post-Resistance ALDH3A1 218 37 17 19648378 19648378 Missense_Mutation SNP G A 3 24 c.65C>T c.(64-66)CCG>CTG p.P22L

Pat_24 Post-Resistance WSB1 26118 37 17 25628877 25628877 Missense_Mutation SNP G A 5 329 c.104G>A c.(103-105)CGT>CAT p.R35H

Pat_24 Post-Resistance SARM1 23098 37 17 26712115 26712115 Missense_Mutation SNP G A 4 57 c.1451G>A c.(1450-1452)CGC>CAC p.R484H

Pat_24 Post-Resistance SLC46A1 113235 37 17 26727681 26727681 Missense_Mutation SNP C T 3 33 c.1267G>A c.(1267-1269)GGG>AGG p.G423R

Pat_24 Post-Resistance SEZ6 124925 37 17 27308551 27308551 Missense_Mutation SNP G A 11 32 c.562C>T c.(562-564)CCT>TCT p.P188S

Pat_24 Post-Resistance SEZ6 124925 37 17 27308970 27308970 Missense_Mutation SNP G A 13 41 c.143C>T c.(142-144)CCT>CTT p.P48L

Pat_24 Post-Resistance TAOK1 57551 37 17 27829707 27829707 Missense_Mutation SNP G A 7 258 c.1304G>A c.(1303-1305)CGA>CAA p.R435Q

Pat_24 Post-Resistance ZNF830 91603 37 17 33289450 33289450 Missense_Mutation SNP G A 4 173 c.865G>A c.(865-867)GAA>AAA p.E289K

Pat_24 Post-Resistance GAS2L2 246176 37 17 34074225 34074225 Nonsense_Mutation SNP G A 5 336 c.895C>T c.(895-897)CAG>TAG p.Q299*

Pat_24 Post-Resistance CCL18 6362 37 17 34397903 34397903 Missense_Mutation SNP C T 19 102 c.164C>T c.(163-165)CCC>CTC p.P55L

Pat_24 Post-Resistance MLLT6 4302 37 17 36872692 36872692 Missense_Mutation SNP C T 11 45 c.1109C>T c.(1108-1110)TCC>TTC p.S370F

Pat_24 Post-Resistance GRB7 2886 37 17 37903097 37903097 Missense_Mutation SNP C T 4 138 c.1546C>T c.(1546-1548)CGC>TGC p.R516C

Pat_24 Post-Resistance KRT26 353288 37 17 38926062 38926062 Missense_Mutation SNP C T 30 135 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_24 Post-Resistance KRTAP4-7 100132476 37 17 39240742 39240742 Missense_Mutation SNP G T 6 179 c.284G>T c.(283-285)TGC>TTC p.C95F

Pat_24 Post-Resistance KRTAP4-12 83755 37 17 39279951 39279951 Missense_Mutation SNP G A 5 213 c.424C>T c.(424-426)CGC>TGC p.R142C

Pat_24 Post-Resistance SLC4A1 6521 37 17 42335041 42335041 Missense_Mutation SNP C G 2 11 c.1417G>C c.(1417-1419)GAA>CAA p.E473Q

Pat_24 Post-Resistance NSF 4905 37 17 44788404 44788404 Nonsense_Mutation SNP C T 12 117 c.1546C>T c.(1546-1548)CGA>TGA p.R516*

Pat_24 Post-Resistance SCRN2 90507 37 17 45915916 45915916 Missense_Mutation SNP C T 5 362 c.919G>A c.(919-921)GCC>ACC p.A307T

Pat_24 Post-Resistance SP2 6668 37 17 45994060 45994060 Missense_Mutation SNP G A 4 167 c.623G>A c.(622-624)GGC>GAC p.G208D

Pat_24 Post-Resistance PHB 5245 37 17 47486457 47486457 Missense_Mutation SNP C T 49 48 c.457G>A c.(457-459)GAC>AAC p.D153N

Pat_24 Post-Resistance MSI2 124540 37 17 55704604 55704604 Missense_Mutation SNP G A 6 249 c.667G>A c.(667-669)GTG>ATG p.V223M

Pat_24 Post-Resistance OR4D2 124538 37 17 56247618 56247618 Missense_Mutation SNP C T 19 75 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_24 Post-Resistance C17orf47 284083 37 17 56620916 56620916 Missense_Mutation SNP G A 4 130 c.632C>T c.(631-633)ACG>ATG p.T211M

Pat_24 Post-Resistance TRIM37 4591 37 17 57157205 57157205 Missense_Mutation SNP C T 27 73 c.526G>A c.(526-528)GAT>AAT p.D176N

Pat_24 Post-Resistance 10-Mar 162333 37 17 60813730 60813730 Missense_Mutation SNP T C 14 62 c.1499A>G c.(1498-1500)GAC>GGC p.D500G

Pat_24 Post-Resistance 10-Mar 162333 37 17 60821776 60821776 Nonsense_Mutation SNP G A 4 182 c.496C>T c.(496-498)CAG>TAG p.Q166*

Pat_24 Post-Resistance ABCA6 23460 37 17 67092389 67092389 Missense_Mutation SNP A G 2 3 c.3400T>C c.(3400-3402)TTC>CTC p.F1134L

Pat_24 Post-Resistance OTOP2 92736 37 17 72926856 72926856 Missense_Mutation SNP G A 4 171 c.1126G>A c.(1126-1128)GCC>ACC p.A376T

Pat_24 Post-Resistance MFSD11 79157 37 17 74771214 74771214 Missense_Mutation SNP C T 4 169 c.1010C>T c.(1009-1011)CCT>CTT p.P337L

Pat_24 Post-Resistance LGALS3BP 3959 37 17 76972089 76972089 Missense_Mutation SNP C T 6 42 c.202G>A c.(202-204)GAG>AAG p.E68K

Pat_24 Post-Resistance RPTOR 57521 37 17 78704421 78704421 Missense_Mutation SNP C T 4 155 c.569C>T c.(568-570)TCG>TTG p.S190L

Pat_24 Post-Resistance RPTOR 57521 37 17 78931496 78931496 Missense_Mutation SNP G A 4 172 c.3443G>A c.(3442-3444)CGG>CAG p.R1148Q

Pat_24 Post-Resistance BAIAP2 10458 37 17 79078422 79078422 Missense_Mutation SNP C T 14 29 c.1175C>T c.(1174-1176)ACC>ATC p.T392I

Pat_24 Post-Resistance NPLOC4 55666 37 17 79556017 79556017 Missense_Mutation SNP C T 4 188 c.1234G>A c.(1234-1236)GCC>ACC p.A412T

Pat_24 Post-Resistance MYOM1 8736 37 18 3102547 3102547 Missense_Mutation SNP G A 17 89 c.3500C>T c.(3499-3501)TCC>TTC p.S1167F

Pat_24 Post-Resistance IMPA2 3613 37 18 12009956 12009956 Missense_Mutation SNP C T 43 247 c.305C>T c.(304-306)CCC>CTC p.P102L

Pat_24 Post-Resistance LAMA3 3909 37 18 21492684 21492684 Missense_Mutation SNP C T 4 151 c.7168C>T c.(7168-7170)CCC>TCC p.P2390S

Pat_24 Post-Resistance DSC3 1825 37 18 28576937 28576937 Missense_Mutation SNP C T 6 26 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_24 Post-Resistance MEP1B 4225 37 18 29793298 29793298 Missense_Mutation SNP C T 4 20 c.1355C>T c.(1354-1356)CCA>CTA p.P452L

Pat_24 Post-Resistance ASXL3 80816 37 18 31325120 31325120 Missense_Mutation SNP G A 8 24 c.5308G>A c.(5308-5310)GGA>AGA p.G1770R

Pat_24 Post-Resistance CCBE1 147372 37 18 57136752 57136752 Missense_Mutation SNP C T 68 333 c.353G>A c.(352-354)CGA>CAA p.R118Q

Pat_24 Post-Resistance KIAA1468 57614 37 18 59949677 59949677 Missense_Mutation SNP T C 22 160 c.3253T>C c.(3253-3255)TTT>CTT p.F1085L

Pat_24 Post-Resistance NETO1 81832 37 18 70526196 70526196 Missense_Mutation SNP G A 7 68 c.334C>T c.(334-336)CCA>TCA p.P112S

Pat_24 Post-Resistance PRTN3 5657 37 19 843464 843464 Missense_Mutation SNP C T 3 17 c.65C>T c.(64-66)GCT>GTT p.A22V

Pat_24 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 5 48 c.1139C>T c.(1138-1140)CCC>CTC p.P380L



Pat_24 Post-Resistance NFIC 4782 37 19 3452528 3452528 Missense_Mutation SNP C T 10 723 c.1133C>T c.(1132-1134)ACG>ATG p.T378M

Pat_24 Post-Resistance CLEC4M 10332 37 19 7828094 7828094 Translation_Start_Site SNP G A 4 21 c.-58G>A c.(-60--56)GGGTG>GGATG

Pat_24 Post-Resistance FBN3 84467 37 19 8188854 8188854 Missense_Mutation SNP C T 17 65 c.2770G>A c.(2770-2772)GAT>AAT p.D924N

Pat_24 Post-Resistance MUC16 94025 37 19 9064995 9064995 Missense_Mutation SNP G A 4 168 c.22451C>T c.(22450-22452)ACT>ATT p.T7484I

Pat_24 Post-Resistance MUC16 94025 37 19 9075747 9075747 Missense_Mutation SNP G C 11 26 c.11699C>G c.(11698-11700)TCC>TGC p.S3900C

Pat_24 Post-Resistance COL5A3 50509 37 19 10114730 10114730 Missense_Mutation SNP G A 4 192 c.686C>T c.(685-687)CCG>CTG p.P229L

Pat_24 Post-Resistance FAM129C 199786 37 19 17648304 17648304 Missense_Mutation SNP C G 3 124 c.640C>G c.(640-642)CAT>GAT p.H214D

Pat_24 Post-Resistance PIK3R2 5296 37 19 18279920 18279920 Missense_Mutation SNP G A 33 160 c.2003G>A c.(2002-2004)TGC>TAC p.C668Y

Pat_24 Post-Resistance GMIP 51291 37 19 19741062 19741062 Missense_Mutation SNP C T 4 114 c.2623G>A c.(2623-2625)GGC>AGC p.G875S

Pat_24 Post-Resistance ZNF93 81931 37 19 20045284 20045284 Missense_Mutation SNP A C 3 143 c.1520A>C c.(1519-1521)AAA>ACA p.K507T

Pat_24 Post-Resistance ZNF208 7757 37 19 22155909 22155909 Missense_Mutation SNP C A 4 140 c.1627G>T c.(1627-1629)GGC>TGC p.G543C

Pat_24 Post-Resistance ZNF492 57615 37 19 22847739 22847739 Missense_Mutation SNP G A 5 145 c.1268G>A c.(1267-1269)TGT>TAT p.C423Y

Pat_24 Post-Resistance CHST8 64377 37 19 34263819 34263819 Missense_Mutation SNP C T 4 90 c.1126C>T c.(1126-1128)CGG>TGG p.R376W

Pat_24 Post-Resistance KIAA0355 9710 37 19 34832463 34832463 Missense_Mutation SNP C T 4 159 c.1624C>T c.(1624-1626)CGG>TGG p.R542W

Pat_24 Post-Resistance ATP4A 495 37 19 36049978 36049978 Missense_Mutation SNP G A 9 528 c.1172C>T c.(1171-1173)ACT>ATT p.T391I

Pat_24 Post-Resistance WDR62 284403 37 19 36579954 36579954 Nonsense_Mutation SNP C T 44 154 c.1783C>T c.(1783-1785)CAG>TAG p.Q595*

Pat_24 Post-Resistance ZNF527 84503 37 19 37865129 37865129 Missense_Mutation SNP C T 28 85 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_24 Post-Resistance ACTN4 81 37 19 39219688 39219688 Missense_Mutation SNP G A 23 284 c.2471G>A c.(2470-2472)GGC>GAC p.G824D

Pat_24 Post-Resistance ZNF546 339327 37 19 40519644 40519644 Missense_Mutation SNP T C 16 48 c.467T>C c.(466-468)TTG>TCG p.L156S

Pat_24 Post-Resistance CYP2B7P1 1556 37 19 41442117 41442117 Missense_Mutation SNP C T 11 62 c.287C>T c.(286-288)TCT>TTT p.S96F

Pat_24 Post-Resistance CYP2A13 1553 37 19 41600907 41600907 Missense_Mutation SNP C T 4 191 c.1205C>T c.(1204-1206)CCC>CTC p.P402L

Pat_24 Post-Resistance MEGF8 1954 37 19 42873700 42873700 Missense_Mutation SNP G A 5 194 c.6458G>A c.(6457-6459)CGC>CAC p.R2153H

Pat_24 Post-Resistance PSG8 440533 37 19 43259211 43259211 Missense_Mutation SNP C T 13 87 c.917G>A c.(916-918)GGA>GAA p.G306E

Pat_24 Post-Resistance ERCC1 2067 37 19 45923622 45923622 Missense_Mutation SNP C T 4 106 c.385G>A c.(385-387)GAC>AAC p.D129N

Pat_24 Post-Resistance GIPR 2696 37 19 46181236 46181236 Missense_Mutation SNP C T 6 206 c.997C>T c.(997-999)CGG>TGG p.R333W

Pat_24 Post-Resistance PNMAL1 55228 37 19 46974154 46974154 Missense_Mutation SNP G A 12 27 c.139C>T c.(139-141)CTC>TTC p.L47F

Pat_24 Post-Resistance DHX34 9704 37 19 47882968 47882968 Missense_Mutation SNP C T 55 275 c.2708C>T c.(2707-2709)TCC>TTC p.S903F

Pat_24 Post-Resistance SULT2A1 6822 37 19 48389505 48389505 Missense_Mutation SNP C T 17 112 c.10G>A c.(10-12)GAT>AAT p.D4N

Pat_24 Post-Resistance FGF21 26291 37 19 49261344 49261344 Missense_Mutation SNP C T 3 14 c.497C>T c.(496-498)CCA>CTA p.P166L

Pat_24 Post-Resistance PLEKHA4 57664 37 19 49363613 49363613 Missense_Mutation SNP T C 3 160 c.470A>G c.(469-471)GAC>GGC p.D157G

Pat_24 Post-Resistance POLD1 5424 37 19 50912813 50912813 Missense_Mutation SNP C T 4 152 c.2044C>T c.(2044-2046)CGG>TGG p.R682W

Pat_24 Post-Resistance MYBPC2 4606 37 19 50964863 50964863 Missense_Mutation SNP G A 4 86 c.2996G>A c.(2995-2997)GGC>GAC p.G999D

Pat_24 Post-Resistance KLK15 55554 37 19 51330167 51330167 Missense_Mutation SNP C T 14 32 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_24 Post-Resistance KLK5 25818 37 19 51447041 51447041 Missense_Mutation SNP C T 6 24 c.728G>A c.(727-729)GGT>GAT p.G243D

Pat_24 Post-Resistance LIM2 3982 37 19 51885793 51885793 Missense_Mutation SNP C T 27 152 c.204G>A c.(202-204)ATG>ATA p.M68I

Pat_24 Post-Resistance ZNF836 162962 37 19 52659470 52659470 Missense_Mutation SNP C T 4 171 c.1466G>A c.(1465-1467)CGG>CAG p.R489Q

Pat_24 Post-Resistance ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 5 204 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_24 Post-Resistance VN1R2 317701 37 19 53762332 53762332 Nonsense_Mutation SNP G A 10 37 c.704G>A c.(703-705)TGG>TAG p.W235*

Pat_24 Post-Resistance ZIK1 284307 37 19 58100021 58100021 Missense_Mutation SNP G T 3 66 c.187G>T c.(187-189)GTA>TTA p.V63L

Pat_24 Post-Resistance ZSCAN4 201516 37 19 58189418 58189418 Missense_Mutation SNP C T 17 104 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_24 Post-Resistance TRIM28 10155 37 19 59056878 59056878 Missense_Mutation SNP G A 4 106 c.427G>A c.(427-429)GCC>ACC p.A143T

Pat_24 Post-Resistance ADAM17 6868 37 2 9676829 9676829 Missense_Mutation SNP A G 51 154 c.359T>C c.(358-360)GTT>GCT p.V120A

Pat_24 Post-Resistance GREB1 9687 37 2 11777891 11777891 Missense_Mutation SNP C T 4 176 c.5396C>T c.(5395-5397)CCG>CTG p.P1799L

Pat_24 Post-Resistance GEN1 348654 37 2 17946296 17946296 Missense_Mutation SNP T A 51 166 c.481T>A c.(481-483)TAT>AAT p.Y161N

Pat_24 Post-Resistance PLEKHH2 130271 37 2 43927635 43927635 Missense_Mutation SNP C T 64 188 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_24 Post-Resistance CCDC142 84865 37 2 74710339 74710339 Translation_Start_Site SNP G A 4 56 c.-374C>T .(-376--372)AACGT>AATGT

Pat_24 Post-Resistance REG3G 130120 37 2 79255367 79255367 Missense_Mutation SNP G A 4 148 c.493G>A c.(493-495)GCA>ACA p.A165T



Pat_24 Post-Resistance CTNNA2 1496 37 2 80874869 80874869 Missense_Mutation SNP G A 27 83 c.2734G>A c.(2734-2736)GAG>AAG p.E912K

Pat_24 Post-Resistance KDM3A 55818 37 2 86701921 86701921 Missense_Mutation SNP G A 5 200 c.1747G>A c.(1747-1749)GTG>ATG p.V583M

Pat_24 Post-Resistance SEMA4C 54910 37 2 97533590 97533590 Missense_Mutation SNP C T 5 383 c.34G>A c.(34-36)GCA>ACA p.A12T

Pat_24 Post-Resistance LYG1 129530 37 2 99907879 99907879 Missense_Mutation SNP G A 12 40 c.154C>T c.(154-156)CGT>TGT p.R52C

Pat_24 Post-Resistance PSD4 23550 37 2 113950879 113950879 Missense_Mutation SNP G A 8 82 c.1964G>A c.(1963-1965)CGG>CAG p.R655Q

Pat_24 Post-Resistance CNTNAP5 129684 37 2 125521709 125521709 Nonsense_Mutation SNP C T 18 64 c.2515C>T c.(2515-2517)CGA>TGA p.R839*

Pat_24 Post-Resistance MYO7B 4648 37 2 128394168 128394168 Nonsense_Mutation SNP C T 3 46 c.6094C>T c.(6094-6096)CGA>TGA p.R2032*

Pat_24 Post-Resistance NCKAP5 344148 37 2 133541974 133541974 Missense_Mutation SNP G A 25 137 c.2410C>T c.(2410-2412)CCT>TCT p.P804S

Pat_24 Post-Resistance LRP1B 53353 37 2 141264467 141264467 Missense_Mutation SNP C T 33 86 c.8419G>A c.(8419-8421)GAA>AAA p.E2807K

Pat_24 Post-Resistance ACVR1C 130399 37 2 158401119 158401119 Missense_Mutation SNP C T 16 40 c.781G>A c.(781-783)GGA>AGA p.G261R

Pat_24 Post-Resistance ITGB6 3694 37 2 161029195 161029195 Missense_Mutation SNP A G 68 403 c.806T>C c.(805-807)GTG>GCG p.V269A

Pat_24 Post-Resistance SCN2A 6326 37 2 166170222 166170222 Missense_Mutation SNP C T 12 40 c.1127C>T c.(1126-1128)TCC>TTC p.S376F

Pat_24 Post-Resistance SCN1A 6323 37 2 166915126 166915126 Missense_Mutation SNP G A 17 67 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_24 Post-Resistance XIRP2 129446 37 2 168106448 168106448 Missense_Mutation SNP C T 4 194 c.8546C>T c.(8545-8547)GCA>GTA p.A2849V

Pat_24 Post-Resistance LRP2 4036 37 2 170002377 170002377 Missense_Mutation SNP C T 10 11 c.12868G>A c.(12868-12870)GAA>AAA p.E4290K

Pat_24 Post-Resistance LRP2 4036 37 2 170030528 170030528 Nonsense_Mutation SNP G A 30 117 c.10915C>T c.(10915-10917)CAG>TAG p.Q3639*

Pat_24 Post-Resistance MYO3B 140469 37 2 171243735 171243735 Missense_Mutation SNP G A 22 99 c.1494G>A c.(1492-1494)ATG>ATA p.M498I

Pat_24 Post-Resistance OSBPL6 114880 37 2 179196280 179196280 Missense_Mutation SNP G A 4 187 c.320G>A c.(319-321)CGT>CAT p.R107H

Pat_24 Post-Resistance TTN 7273 37 2 179395188 179395188 Missense_Mutation SNP T A 9 30 c.98450A>T c.(98449-98451)AAG>ATG p.K32817M

Pat_24 Post-Resistance TTN 7273 37 2 179458711 179458711 Missense_Mutation SNP C T 49 175 c.50705G>A c.(50704-50706)GGT>GAT p.G16902D

Pat_24 Post-Resistance CCDC141 285025 37 2 179718176 179718177 Missense_Mutation DNP TG CT 52 188 c.1510_1511CA>AGc.(1510-1512)CAC>AGC p.H504S

Pat_24 Post-Resistance PDE1A 5136 37 2 183104982 183104982 Nonsense_Mutation SNP G A 12 80 c.253C>T c.(253-255)CAG>TAG p.Q85*

Pat_24 Post-Resistance PARD3B 117583 37 2 206037007 206037007 Missense_Mutation SNP G A 32 119 c.1693G>A c.(1693-1695)GAA>AAA p.E565K

Pat_24 Post-Resistance ATIC 471 37 2 216209532 216209532 Missense_Mutation SNP G A 4 153 c.1258G>A c.(1258-1260)GTA>ATA p.V420I

Pat_24 Post-Resistance WNT6 7475 37 2 219738322 219738322 Missense_Mutation SNP C T 4 7 c.853C>T c.(853-855)CTC>TTC p.L285F

Pat_24 Post-Resistance SPEG 10290 37 2 220309456 220309456 Missense_Mutation SNP C T 3 37 c.470C>T c.(469-471)ACC>ATC p.T157I

Pat_24 Post-Resistance ACSL3 2181 37 2 223791867 223791867 Nonsense_Mutation SNP C A 4 147 c.1425C>A c.(1423-1425)TAC>TAA p.Y475*

Pat_24 Post-Resistance WDFY1 57590 37 2 224763710 224763710 Missense_Mutation SNP G A 5 383 c.563C>T c.(562-564)ACG>ATG p.T188M

Pat_24 Post-Resistance SLC16A14 151473 37 2 230910728 230910728 Missense_Mutation SNP C T 4 155 c.1114G>A c.(1114-1116)GTC>ATC p.V372I

Pat_24 Post-Resistance SP140L 93349 37 2 231254663 231254663 Missense_Mutation SNP G A 19 46 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_24 Post-Resistance UGT1A4 54657 37 2 234627614 234627614 Missense_Mutation SNP G A 5 36 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_24 Post-Resistance TRPM8 79054 37 2 234854527 234854527 Missense_Mutation SNP G A 69 213 c.727G>A c.(727-729)GAT>AAT p.D243N

Pat_24 Post-Resistance PER2 8864 37 2 239161768 239161768 Missense_Mutation SNP G A 4 102 c.2896C>T c.(2896-2898)CGG>TGG p.R966W

Pat_24 Post-Resistance FARP2 9855 37 2 242423676 242423676 Missense_Mutation SNP A G 18 94 c.2351A>G c.(2350-2352)TAC>TGC p.Y784C

Pat_24 Post-Resistance ZCCHC3 85364 37 20 279147 279147 Missense_Mutation SNP G A 4 177 c.917G>A c.(916-918)GGG>GAG p.G306E

Pat_24 Post-Resistance SIRPA 140885 37 20 1895804 1895804 Missense_Mutation SNP G A 4 94 c.139G>A c.(139-141)GCT>ACT p.A47T

Pat_24 Post-Resistance TGM6 343641 37 20 2384352 2384352 Missense_Mutation SNP G A 36 100 c.1219G>A c.(1219-1221)GAT>AAT p.D407N

Pat_24 Post-Resistance ITPA 3704 37 20 3194691 3194691 Missense_Mutation SNP C T 21 69 c.250C>T c.(250-252)CCC>TCC p.P84S

Pat_24 Post-Resistance SLC23A2 9962 37 20 4854620 4854620 Missense_Mutation SNP A C 10 128 c.1064T>G c.(1063-1065)GTG>GGG p.V355G

Pat_24 Post-Resistance PLCB4 5332 37 20 9416225 9416225 Missense_Mutation SNP C T 4 17 c.2507C>T c.(2506-2508)TCA>TTA p.S836L

Pat_24 Post-Resistance PCSK2 5126 37 20 17434414 17434414 Missense_Mutation SNP G A 4 74 c.913G>A c.(913-915)GTG>ATG p.V305M

Pat_24 Post-Resistance MYLK2 85366 37 20 30408261 30408261 Missense_Mutation SNP G A 13 145 c.385G>A c.(385-387)GGC>AGC p.G129S

Pat_24 Post-Resistance NCOA6 23054 37 20 33337567 33337567 Missense_Mutation SNP C T 4 190 c.2431G>A c.(2431-2433)GAT>AAT p.D811N

Pat_24 Post-Resistance CEP250 11190 37 20 34091848 34091848 Missense_Mutation SNP C T 9 32 c.5651C>T c.(5650-5652)GCC>GTC p.A1884V

Pat_24 Post-Resistance PLCG1 5335 37 20 39792036 39792036 Missense_Mutation SNP C T 49 149 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_24 Post-Resistance PTPRT 11122 37 20 41306788 41306788 Missense_Mutation SNP G A 11 16 c.871C>T c.(871-873)CCC>TCC p.P291S

Pat_24 Post-Resistance TOX2 84969 37 20 42635328 42635328 Missense_Mutation SNP G A 4 179 c.334G>A c.(334-336)GGT>AGT p.G112S



Pat_24 Post-Resistance GDAP1L1 78997 37 20 42907720 42907720 Missense_Mutation SNP G A 4 127 c.884G>A c.(883-885)CGG>CAG p.R295Q

Pat_24 Post-Resistance TTPAL 79183 37 20 43109033 43109033 Missense_Mutation SNP G A 6 345 c.394G>A c.(394-396)GTG>ATG p.V132M

Pat_24 Post-Resistance SLC12A5 57468 37 20 44676109 44676109 Missense_Mutation SNP G A 31 132 c.1873G>A c.(1873-1875)GGC>AGC p.G625S

Pat_24 Post-Resistance SALL4 57167 37 20 50408315 50408315 Missense_Mutation SNP C T 4 145 c.707G>A c.(706-708)CGC>CAC p.R236H

Pat_24 Post-Resistance RAB22A 57403 37 20 56928332 56928332 Missense_Mutation SNP C T 4 155 c.202C>T c.(202-204)CGT>TGT p.R68C

Pat_24 Post-Resistance DIDO1 11083 37 20 61511433 61511433 Missense_Mutation SNP G A 74 208 c.5875C>T c.(5875-5877)CCC>TCC p.P1959S

Pat_24 Post-Resistance YTHDF1 54915 37 20 61833974 61833974 Missense_Mutation SNP C T 4 138 c.1318G>A c.(1318-1320)GTC>ATC p.V440I

Pat_24 Post-Resistance KRTAP24-1 643803 37 21 31654844 31654844 Missense_Mutation SNP C T 4 181 c.407G>A c.(406-408)CGA>CAA p.R136Q

Pat_24 Post-Resistance SYNJ1 8867 37 21 34012088 34012088 Missense_Mutation SNP G A 4 58 c.3707C>T c.(3706-3708)ACG>ATG p.T1236M

Pat_24 Post-Resistance CLIC6 54102 37 21 36042415 36042415 Missense_Mutation SNP A G 4 11 c.728A>G c.(727-729)GAG>GGG p.E243G

Pat_24 Post-Resistance PRDM15 63977 37 21 43248606 43248606 Missense_Mutation SNP C T 9 651 c.2548G>A c.(2548-2550)GAC>AAC p.D850N

Pat_24 Post-Resistance PRODH 5625 37 22 18907019 18907019 Missense_Mutation SNP C T 4 74 c.1196G>A c.(1195-1197)CGG>CAG p.R399Q

Pat_24 Post-Resistance TPST2 8459 37 22 26937460 26937460 Missense_Mutation SNP C T 4 167 c.137G>A c.(136-138)CGG>CAG p.R46Q

Pat_24 Post-Resistance CRYBB1 1414 37 22 27003893 27003893 Missense_Mutation SNP T C 20 149 c.392A>G c.(391-393)TAC>TGC p.Y131C

Pat_24 Post-Resistance CCDC157 550631 37 22 30768247 30768247 Missense_Mutation SNP G A 3 15 c.1307G>A c.(1306-1308)CGT>CAT p.R436H

Pat_24 Post-Resistance PISD 23761 37 22 32044143 32044143 Nonsense_Mutation SNP G A 4 90 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_24 Post-Resistance MCM5 4174 37 22 35812336 35812336 Missense_Mutation SNP G A 6 501 c.1352G>A c.(1351-1353)CGA>CAA p.R451Q

Pat_24 Post-Resistance TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 5 373 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_24 Post-Resistance ZC3H7B 23264 37 22 41752656 41752656 Missense_Mutation SNP A T 6 294 c.2525A>T c.(2524-2526)TAC>TTC p.Y842F

Pat_24 Post-Resistance C22orf9 23313 37 22 45599059 45599059 Missense_Mutation SNP C T 7 259 c.664G>A c.(664-666)GTG>ATG p.V222M

Pat_24 Post-Resistance MLC1 23209 37 22 50523291 50523291 Missense_Mutation SNP C T 3 57 c.41G>A c.(40-42)CGG>CAG p.R14Q

Pat_24 Post-Resistance SHANK3 85358 37 22 51121796 51121796 Missense_Mutation SNP G A 4 83 c.914G>A c.(913-915)CGT>CAT p.R305H

Pat_24 Post-Resistance RABL2B 11158 37 22 51208419 51208419 Missense_Mutation SNP G A 7 60 c.323C>T c.(322-324)ACC>ATC p.T108I

Pat_24 Post-Resistance FGD5 152273 37 3 14862356 14862356 Missense_Mutation SNP G A 3 62 c.1778G>A c.(1777-1779)GGG>GAG p.G593E

Pat_24 Post-Resistance ANKRD28 23243 37 3 15718494 15718494 Missense_Mutation SNP C T 4 149 c.2770G>A c.(2770-2772)GCA>ACA p.A924T

Pat_24 Post-Resistance CMTM8 152189 37 3 32398920 32398920 Missense_Mutation SNP C T 27 115 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_24 Post-Resistance CLASP2 23122 37 3 33623409 33623409 Missense_Mutation SNP G A 3 77 c.2251C>T c.(2251-2253)CGT>TGT p.R751C

Pat_24 Post-Resistance PDCD6IP 10015 37 3 33905518 33905518 Missense_Mutation SNP C T 21 138 c.2141C>T c.(2140-2142)GCC>GTC p.A714V

Pat_24 Post-Resistance HIGD1A 25994 37 3 42835717 42835717 Missense_Mutation SNP G A 18 70 c.29C>T c.(28-30)CCT>CTT p.P10L

Pat_24 Post-Resistance C3orf39 84892 37 3 43122095 43122095 Missense_Mutation SNP C T 4 178 c.829G>A c.(829-831)GTG>ATG p.V277M

Pat_24 Post-Resistance SETD2 29072 37 3 47164268 47164268 Nonsense_Mutation SNP G A 4 15 c.1858C>T c.(1858-1860)CGA>TGA p.R620*

Pat_24 Post-Resistance KLHL18 23276 37 3 47382099 47382099 Missense_Mutation SNP G A 7 397 c.1159G>A c.(1159-1161)GTC>ATC p.V387I

Pat_24 Post-Resistance CELSR3 1951 37 3 48689366 48689366 Missense_Mutation SNP G A 25 134 c.5867C>T c.(5866-5868)CCA>CTA p.P1956L

Pat_24 Post-Resistance GPX1 2876 37 3 49395051 49395052 Missense_Mutation DNP AG TA 12 74 c.381_382CT>TA(379-384)GCCTTC>GCTAT p.F128I

Pat_24 Post-Resistance AMT 275 37 3 49455262 49455262 Missense_Mutation SNP C T 7 394 c.1022G>A c.(1021-1023)GGT>GAT p.G341D

Pat_24 Post-Resistance DAG1 1605 37 3 49569385 49569385 Missense_Mutation SNP C T 4 62 c.1441C>T c.(1441-1443)CGC>TGC p.R481C

Pat_24 Post-Resistance VPRBP 9730 37 3 51458334 51458334 Missense_Mutation SNP G A 85 269 c.2090C>T c.(2089-2091)TCC>TTC p.S697F

Pat_24 Post-Resistance GLYCTK 132158 37 3 52324395 52324395 Nonsense_Mutation SNP C T 4 67 c.37C>T c.(37-39)CGA>TGA p.R13*

Pat_24 Post-Resistance TKT 7086 37 3 53263377 53263377 Missense_Mutation SNP G A 4 53 c.1183C>T c.(1183-1185)CGG>TGG p.R395W

Pat_24 Post-Resistance IL17RD 54756 37 3 57136608 57136608 Missense_Mutation SNP G A 4 134 c.878C>T c.(877-879)CCG>CTG p.P293L

Pat_24 Post-Resistance LRIG1 26018 37 3 66512898 66512898 Missense_Mutation SNP G A 3 37 c.254C>T c.(253-255)CCT>CTT p.P85L

Pat_24 Post-Resistance CNTN3 5067 37 3 74350624 74350624 Missense_Mutation SNP G A 42 117 c.2020C>T c.(2020-2022)CGG>TGG p.R674W

Pat_24 Post-Resistance ROBO2 6092 37 3 77666773 77666773 Nonsense_Mutation SNP C T 28 84 c.3403C>T c.(3403-3405)CGA>TGA p.R1135*

Pat_24 Post-Resistance NIT2 56954 37 3 100074045 100074045 Missense_Mutation SNP G A 3 54 c.764G>A c.(763-765)CGC>CAC p.R255H

Pat_24 Post-Resistance SLC9A10 285335 37 3 111950227 111950227 Missense_Mutation SNP C T 3 48 c.1553G>A c.(1552-1554)CGT>CAT p.R518H

Pat_24 Post-Resistance DRD3 1814 37 3 113866354 113866354 Missense_Mutation SNP C T 27 125 c.434G>A c.(433-435)AGC>AAC p.S145N

Pat_24 Post-Resistance DRD3 1814 37 3 113890700 113890700 Missense_Mutation SNP T C 25 111 c.140A>G c.(139-141)AAT>AGT p.N47S



Pat_24 Post-Resistance ADPRH 141 37 3 119306475 119306475 Missense_Mutation SNP C T 20 68 c.824C>T c.(823-825)CCC>CTC p.P275L

Pat_24 Post-Resistance FBXO40 51725 37 3 121340508 121340508 Missense_Mutation SNP C T 37 115 c.232C>T c.(232-234)CGC>TGC p.R78C

Pat_24 Post-Resistance FBXO40 51725 37 3 121340844 121340844 Missense_Mutation SNP G A 8 57 c.568G>A c.(568-570)GGG>AGG p.G190R

Pat_24 Post-Resistance ADCY5 111 37 3 123036955 123036955 Nonsense_Mutation SNP G A 4 66 c.2266C>T c.(2266-2268)CAG>TAG p.Q756*

Pat_24 Post-Resistance ALDH1L1 10840 37 3 125831722 125831722 Missense_Mutation SNP C T 9 29 c.2084G>A c.(2083-2085)GGG>GAG p.G695E

Pat_24 Post-Resistance TRPC1 7220 37 3 142523009 142523009 Nonsense_Mutation SNP C T 9 65 c.1948C>T c.(1948-1950)CAG>TAG p.Q650*

Pat_24 Post-Resistance PLSCR4 57088 37 3 145913071 145913071 Splice_Site SNP T C 7 297 c.787_splice c.e8-1 p.V263_splice

Pat_24 Post-Resistance CP 1356 37 3 148924003 148924003 Missense_Mutation SNP G A 21 91 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_24 Post-Resistance MED12L 116931 37 3 151085950 151085950 Missense_Mutation SNP C T 4 117 c.3356C>T c.(3355-3357)GCG>GTG p.A1119V

Pat_24 Post-Resistance GPR149 344758 37 3 154055985 154055985 Missense_Mutation SNP T C 53 196 c.1699A>G c.(1699-1701)ACC>GCC p.T567A

Pat_24 Post-Resistance GOLIM4 27333 37 3 167747592 167747592 Missense_Mutation SNP C T 4 102 c.1409G>A c.(1408-1410)CGG>CAG p.R470Q

Pat_24 Post-Resistance SAMD7 344658 37 3 169654162 169654162 Missense_Mutation SNP G T 4 107 c.1077G>T c.(1075-1077)TTG>TTT p.L359F

Pat_24 Post-Resistance FNDC3B 64778 37 3 172061890 172061890 Missense_Mutation SNP G C 5 263 c.2092G>C c.(2092-2094)GAA>CAA p.E698Q

Pat_24 Post-Resistance SPATA16 83893 37 3 172737325 172737325 Missense_Mutation SNP G A 63 271 c.799C>T c.(799-801)CGT>TGT p.R267C

Pat_24 Post-Resistance NLGN1 22871 37 3 173993297 173993297 Missense_Mutation SNP G A 4 71 c.839G>A c.(838-840)CGT>CAT p.R280H

Pat_24 Post-Resistance PIK3CA 5290 37 3 178936092 178936092 Missense_Mutation SNP A G 4 64 c.1634A>G c.(1633-1635)GAG>GGG p.E545G

Pat_24 Post-Resistance USP13 8975 37 3 179481925 179481925 Missense_Mutation SNP G A 6 205 c.2228G>A c.(2227-2229)CGA>CAA p.R743Q

Pat_24 Post-Resistance MCF2L2 23101 37 3 183017985 183017985 Splice_Site SNP C T 8 27 c.1114_splice c.e11-1 p.E372_splice

Pat_24 Post-Resistance ECE2 9718 37 3 184005689 184005689 Missense_Mutation SNP G A 22 61 c.1682G>A c.(1681-1683)GGG>GAG p.G561E

Pat_24 Post-Resistance DGKG 1608 37 3 186006513 186006513 Missense_Mutation SNP T C 3 163 c.530A>G c.(529-531)CAG>CGG p.Q177R

Pat_24 Post-Resistance MUC4 4585 37 3 195515146 195515146 Missense_Mutation SNP G A 2 3 c.3305C>T c.(3304-3306)GCC>GTC p.A1102V

Pat_24 Post-Resistance GAK 2580 37 4 876496 876496 Missense_Mutation SNP C T 4 128 c.1516G>A c.(1516-1518)GTG>ATG p.V506M

Pat_24 Post-Resistance CRMP1 1400 37 4 5851178 5851178 Missense_Mutation SNP G A 3 30 c.562C>T c.(562-564)CTT>TTT p.L188F

Pat_24 Post-Resistance KLF3 51274 37 4 38698711 38698711 Missense_Mutation SNP C T 16 43 c.865C>T c.(865-867)CCC>TCC p.P289S

Pat_24 Post-Resistance CHRNA9 55584 37 4 40339314 40339314 Missense_Mutation SNP G A 23 48 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_24 Post-Resistance UCHL1 7345 37 4 41262778 41262778 Missense_Mutation SNP C T 83 162 c.289C>T c.(289-291)CAC>TAC p.H97Y

Pat_24 Post-Resistance CORIN 10699 37 4 47644003 47644003 Missense_Mutation SNP T C 15 159 c.2132A>G c.(2131-2133)CAC>CGC p.H711R

Pat_24 Post-Resistance KIT 3815 37 4 55604659 55604659 Missense_Mutation SNP G A 4 130 c.2867G>A c.(2866-2868)CGG>CAG p.R956Q

Pat_24 Post-Resistance UGT2B4 7363 37 4 70355286 70355286 Missense_Mutation SNP T A 26 75 c.873A>T c.(871-873)GAA>GAT p.E291D

Pat_24 Post-Resistance ALB 213 37 4 74280825 74280825 Missense_Mutation SNP G A 47 160 c.1132G>A c.(1132-1134)GAA>AAA p.E378K

Pat_24 Post-Resistance RASSF6 166824 37 4 74459282 74459282 Missense_Mutation SNP C T 20 122 c.269G>A c.(268-270)GGA>GAA p.G90E

Pat_24 Post-Resistance PF4 5196 37 4 74847200 74847200 Missense_Mutation SNP C T 4 108 c.152G>A c.(151-153)CGT>CAT p.R51H

Pat_24 Post-Resistance CXCL9 4283 37 4 76925960 76925960 Splice_Site SNP A G 30 75 c.276_splice c.e3+1 p.Q92_splice

Pat_24 Post-Resistance GPRIN3 285513 37 4 90170964 90170964 Missense_Mutation SNP G A 45 170 c.298C>T c.(298-300)CCC>TCC p.P100S

Pat_24 Post-Resistance MMRN1 22915 37 4 90857395 90857395 Missense_Mutation SNP C T 4 5 c.2564C>T c.(2563-2565)TCC>TTC p.S855F

Pat_24 Post-Resistance SMARCAD1 56916 37 4 95155158 95155158 Missense_Mutation SNP G A 4 65 c.422G>A c.(421-423)AGA>AAA p.R141K

Pat_24 Post-Resistance TET2 54790 37 4 106157378 106157378 Missense_Mutation SNP T A 16 48 c.2279T>A c.(2278-2280)TTT>TAT p.F760Y

Pat_24 Post-Resistance HADH 3033 37 4 108940781 108940781 Missense_Mutation SNP C T 71 362 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_24 Post-Resistance NDST4 64579 37 4 115767146 115767146 Missense_Mutation SNP C T 18 44 c.1948G>A c.(1948-1950)GAC>AAC p.D650N

Pat_24 Post-Resistance USP53 54532 37 4 120161041 120161041 Missense_Mutation SNP C T 6 22 c.127C>T c.(127-129)CTT>TTT p.L43F

Pat_24 Post-Resistance TRPC3 7222 37 4 122800914 122800914 Missense_Mutation SNP G A 30 111 c.2743C>T c.(2743-2745)CCC>TCC p.P915S

Pat_24 Post-Resistance SFRP2 6423 37 4 154702662 154702662 Missense_Mutation SNP G T 4 170 c.829C>A c.(829-831)CAG>AAG p.Q277K

Pat_24 Post-Resistance PLRG1 5356 37 4 155461792 155461792 Missense_Mutation SNP G A 6 325 c.893C>T c.(892-894)CCG>CTG p.P298L

Pat_24 Post-Resistance GLRB 2743 37 4 158091737 158091737 Missense_Mutation SNP T A 5 58 c.1351T>A c.(1351-1353)TCT>ACT p.S451T

Pat_24 Post-Resistance RAPGEF2 9693 37 4 160274944 160274944 Missense_Mutation SNP C A 4 153 c.3914C>A c.(3913-3915)ACA>AAA p.T1305K

Pat_24 Post-Resistance TLL1 7092 37 4 166915607 166915607 Missense_Mutation SNP C T 11 16 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_24 Post-Resistance ACSL1 2180 37 4 185681510 185681510 Splice_Site SNP C T 6 357 c.1782_splice c.e18+1 p.Q594_splice



Pat_24 Post-Resistance MTNR1A 4543 37 4 187455657 187455657 Missense_Mutation SNP G A 18 85 c.239C>T c.(238-240)CCG>CTG p.P80L

Pat_24 Post-Resistance ADAMTS16 170690 37 5 5190109 5190109 Missense_Mutation SNP C A 4 188 c.1073C>A c.(1072-1074)GCA>GAA p.A358E

Pat_24 Post-Resistance CTNND2 1501 37 5 10981933 10981933 Missense_Mutation SNP C A 24 79 c.3369G>T c.(3367-3369)TTG>TTT p.L1123F

Pat_24 Post-Resistance CTNND2 1501 37 5 11397234 11397234 Missense_Mutation SNP C A 61 56 c.521G>T c.(520-522)AGC>ATC p.S174I

Pat_24 Post-Resistance CDH12 1010 37 5 21854857 21854857 Missense_Mutation SNP G A 4 135 c.569C>T c.(568-570)CCG>CTG p.P190L

Pat_24 Post-Resistance PRDM9 56979 37 5 23509657 23509657 Missense_Mutation SNP C T 40 105 c.148C>T c.(148-150)CGC>TGC p.R50C

Pat_24 Post-Resistance PDZD2 23037 37 5 31983706 31983706 Missense_Mutation SNP C T 6 430 c.922C>T c.(922-924)CGC>TGC p.R308C

Pat_24 Post-Resistance SPEF2 79925 37 5 35792486 35792486 Missense_Mutation SNP G A 77 139 c.4492G>A c.(4492-4494)GTG>ATG p.V1498M

Pat_24 Post-Resistance NIPBL 25836 37 5 37022189 37022189 Nonsense_Mutation SNP C T 4 152 c.5365C>T c.(5365-5367)CGA>TGA p.R1789*

Pat_24 Post-Resistance NUP155 9631 37 5 37303483 37303483 Nonsense_Mutation SNP G A 3 51 c.3196C>T c.(3196-3198)CGA>TGA p.R1066*

Pat_24 Post-Resistance MGC42105 167359 37 5 43280506 43280506 Missense_Mutation SNP C A 4 174 c.986C>A c.(985-987)CCA>CAA p.P329Q

Pat_24 Post-Resistance NNT 23530 37 5 43649294 43649294 Missense_Mutation SNP C T 99 450 c.1490C>T c.(1489-1491)GCC>GTC p.A497V

Pat_24 Post-Resistance ANKRD55 79722 37 5 55407572 55407572 Missense_Mutation SNP G A 47 110 c.1003C>T c.(1003-1005)CGG>TGG p.R335W

Pat_24 Post-Resistance DIMT1L 27292 37 5 61686727 61686727 Missense_Mutation SNP G A 80 326 c.875C>T c.(874-876)TCC>TTC p.S292F

Pat_24 Post-Resistance JMY 133746 37 5 78586025 78586025 Missense_Mutation SNP C T 16 72 c.1288C>T c.(1288-1290)CAC>TAC p.H430Y

Pat_24 Post-Resistance EFNA5 1946 37 5 106722984 106722984 Missense_Mutation SNP G A 4 56 c.517C>T c.(517-519)CGT>TGT p.R173C

Pat_24 Post-Resistance HSD17B4 3295 37 5 118829594 118829594 Missense_Mutation SNP A G 30 59 c.821A>G c.(820-822)AAG>AGG p.K274R

Pat_24 Post-Resistance SLC22A5 6584 37 5 131726524 131726524 Missense_Mutation SNP C T 4 165 c.1195C>T c.(1195-1197)CGG>TGG p.R399W

Pat_24 Post-Resistance BRD8 10902 37 5 137500435 137500435 Missense_Mutation SNP C T 4 167 c.1699G>A c.(1699-1701)GAT>AAT p.D567N

Pat_24 Post-Resistance FAM53C 51307 37 5 137682559 137682559 Missense_Mutation SNP G A 4 73 c.1090G>A c.(1090-1092)GTG>ATG p.V364M

Pat_24 Post-Resistance PCDHA1 56147 37 5 140167736 140167736 Missense_Mutation SNP C T 75 260 c.1861C>T c.(1861-1863)CCG>TCG p.P621S

Pat_24 Post-Resistance PCDHA3 56145 37 5 140182649 140182649 Missense_Mutation SNP C T 39 172 c.1867C>T c.(1867-1869)CGC>TGC p.R623C

Pat_24 Post-Resistance PCDHA10 56139 37 5 140236862 140236862 Missense_Mutation SNP G A 76 406 c.1229G>A c.(1228-1230)AGC>AAC p.S410N

Pat_24 Post-Resistance PCDHB1 29930 37 5 140431953 140431953 Missense_Mutation SNP G A 8 20 c.898G>A c.(898-900)GAA>AAA p.E300K

Pat_24 Post-Resistance PCDHB3 56132 37 5 140481797 140481797 Missense_Mutation SNP G A 18 54 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_24 Post-Resistance PCDHB16 57717 37 5 140562543 140562543 Missense_Mutation SNP G A 15 27 c.409G>A c.(409-411)GAA>AAA p.E137K

Pat_24 Post-Resistance PCDHB11 56125 37 5 140581443 140581443 Missense_Mutation SNP C T 34 153 c.2096C>T c.(2095-2097)TCG>TTG p.S699L

Pat_24 Post-Resistance PCDH12 51294 37 5 141334938 141334938 Missense_Mutation SNP G A 4 127 c.2479C>T c.(2479-2481)CGT>TGT p.R827C

Pat_24 Post-Resistance SH3RF2 153769 37 5 145435672 145435672 Missense_Mutation SNP C T 39 147 c.1451C>T c.(1450-1452)TCC>TTC p.S484F

Pat_24 Post-Resistance ODZ2 57451 37 5 167631391 167631391 Missense_Mutation SNP G A 14 61 c.3562G>A c.(3562-3564)GGC>AGC p.G1188S

Pat_24 Post-Resistance GPRIN1 114787 37 5 176024702 176024702 Missense_Mutation SNP G A 11 30 c.2134C>T c.(2134-2136)CCC>TCC p.P712S

Pat_24 Post-Resistance FAM193B 54540 37 5 176952013 176952013 Missense_Mutation SNP A G 6 149 c.1370T>C c.(1369-1371)TTC>TCC p.F457S

Pat_24 Post-Resistance HNRNPAB 3182 37 5 177636332 177636332 Missense_Mutation SNP G A 8 347 c.671G>A c.(670-672)TGT>TAT p.C224Y

Pat_24 Post-Resistance HNRNPH1 3187 37 5 179043960 179043960 Splice_Site SNP C G 4 65 c.1118_splice c.e11-1 p.E373_splice

Pat_24 Post-Resistance HIVEP1 3096 37 6 12121323 12121323 Missense_Mutation SNP G A 4 108 c.1295G>A c.(1294-1296)CGA>CAA p.R432Q

Pat_24 Post-Resistance BTN1A1 696 37 6 26509113 26509113 Missense_Mutation SNP G A 24 33 c.1292G>A c.(1291-1293)GGA>GAA p.G431E

Pat_24 Post-Resistance GABBR1 2550 37 6 29589056 29589056 Missense_Mutation SNP C T 4 128 c.1145G>A c.(1144-1146)CGT>CAT p.R382H

Pat_24 Post-Resistance TRIM15 89870 37 6 30131474 30131474 Missense_Mutation SNP C T 28 80 c.13C>T c.(13-15)CCG>TCG p.P5S

Pat_24 Post-Resistance LTB 4050 37 6 31550145 31550145 Missense_Mutation SNP C T 28 74 c.50G>A c.(49-51)GGT>GAT p.G17D

Pat_24 Post-Resistance C4A 720 37 6 31997489 31997489 Missense_Mutation SNP C T 4 52 c.3823C>T c.(3823-3825)CAC>TAC p.H1275Y

Pat_24 Post-Resistance COL11A2 1302 37 6 33137639 33137639 Missense_Mutation SNP G A 4 176 c.3659C>T c.(3658-3660)TCT>TTT p.S1220F

Pat_24 Post-Resistance SLC39A7 7922 37 6 33169579 33169579 Missense_Mutation SNP C T 4 132 c.469C>T c.(469-471)CCC>TCC p.P157S

Pat_24 Post-Resistance IP6K3 117283 37 6 33690697 33690697 Missense_Mutation SNP G A 23 139 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_24 Post-Resistance CPNE5 57699 37 6 36716016 36716016 Missense_Mutation SNP C T 151 316 c.1000G>A c.(1000-1002)GAT>AAT p.D334N

Pat_24 Post-Resistance DNAH8 1769 37 6 38867551 38867551 Splice_Site SNP G A 25 56 c.8413_splice c.e60-1 p.I2805_splice

Pat_24 Post-Resistance TFEB 7942 37 6 41652383 41652383 Missense_Mutation SNP C T 4 174 c.1385G>A c.(1384-1386)AGC>AAC p.S462N

Pat_24 Post-Resistance SLC35B2 347734 37 6 44222697 44222697 Missense_Mutation SNP C T 6 133 c.1045G>A c.(1045-1047)GCA>ACA p.A349T



Pat_24 Post-Resistance TCTE1 202500 37 6 44250280 44250280 Missense_Mutation SNP C T 65 117 c.863G>A c.(862-864)CGA>CAA p.R288Q

Pat_24 Post-Resistance TINAG 27283 37 6 54254619 54254619 Missense_Mutation SNP G A 37 208 c.1327G>A c.(1327-1329)GGA>AGA p.G443R

Pat_24 Post-Resistance FAM83B 222584 37 6 54735052 54735052 Missense_Mutation SNP C T 47 150 c.8C>T c.(7-9)ACC>ATC p.T3I

Pat_24 Post-Resistance FAM83B 222584 37 6 54804664 54804664 Missense_Mutation SNP G T 24 121 c.895G>T c.(895-897)GCC>TCC p.A299S

Pat_24 Post-Resistance FAM83B 222584 37 6 54806252 54806252 Missense_Mutation SNP C T 6 33 c.2483C>T c.(2482-2484)CCT>CTT p.P828L

Pat_24 Post-Resistance ZNF451 26036 37 6 56999546 56999546 Missense_Mutation SNP G A 4 118 c.580G>A c.(580-582)GAT>AAT p.D194N

Pat_24 Post-Resistance KCNQ5 56479 37 6 73904174 73904174 Splice_Site SNP G A 17 56 c.1837_splice c.e14-1 p.V613_splice

Pat_24 Post-Resistance MTO1 25821 37 6 74210376 74210376 Missense_Mutation SNP G A 4 186 c.2072G>A c.(2071-2073)CGA>CAA p.R691Q

Pat_24 Post-Resistance COL12A1 1303 37 6 75875427 75875427 Missense_Mutation SNP A C 80 170 c.2779T>G c.(2779-2781)TCT>GCT p.S927A

Pat_24 Post-Resistance IMPG1 3617 37 6 76660307 76660307 Missense_Mutation SNP C T 11 29 c.1796G>A c.(1795-1797)CGA>CAA p.R599Q

Pat_24 Post-Resistance TPBG 7162 37 6 83074982 83074982 Missense_Mutation SNP C A 4 76 c.304C>A c.(304-306)CAG>AAG p.Q102K

Pat_24 Post-Resistance PRSS35 167681 37 6 84233702 84233702 Missense_Mutation SNP G A 5 105 c.542G>A c.(541-543)AGT>AAT p.S181N

Pat_24 Post-Resistance NT5E 4907 37 6 86159912 86159912 Missense_Mutation SNP G A 3 20 c.55G>A c.(55-57)GTG>ATG p.V19M

Pat_24 Post-Resistance RFX6 222546 37 6 117240317 117240317 Missense_Mutation SNP G A 4 38 c.1040G>A c.(1039-1041)AGA>AAA p.R347K

Pat_24 Post-Resistance SERINC1 57515 37 6 122768144 122768144 Missense_Mutation SNP C T 3 32 c.1001G>A c.(1000-1002)CGT>CAT p.R334H

Pat_24 Post-Resistance TPD52L1 7164 37 6 125583992 125583992 Missense_Mutation SNP G A 4 138 c.499G>A c.(499-501)GGT>AGT p.G167S

Pat_24 Post-Resistance SLC2A12 154091 37 6 134350082 134350082 Missense_Mutation SNP T C 5 104 c.881A>G c.(880-882)CAA>CGA p.Q294R

Pat_24 Post-Resistance AKAP12 9590 37 6 151674214 151674214 Missense_Mutation SNP G A 4 123 c.4688G>A c.(4687-4689)CGT>CAT p.R1563H

Pat_24 Post-Resistance SYNE1 23345 37 6 152651941 152651941 Nonsense_Mutation SNP G A 4 193 c.13879C>T c.(13879-13881)CAG>TAG p.Q4627*

Pat_24 Post-Resistance FNDC1 84624 37 6 159644568 159644568 Missense_Mutation SNP G A 8 14 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_24 Post-Resistance LPA 4018 37 6 160961211 160961211 Missense_Mutation SNP A G 3 56 c.5599T>C c.(5599-5601)TCA>CCA p.S1867P

Pat_24 Post-Resistance MLLT4 4301 37 6 168352709 168352709 Missense_Mutation SNP G A 3 33 c.4651G>A c.(4651-4653)GAG>AAG p.E1551K

Pat_24 Post-Resistance WDR27 253769 37 6 170059581 170059581 Missense_Mutation SNP G A 3 21 c.1163C>T c.(1162-1164)TCG>TTG p.S388L

Pat_24 Post-Resistance INTS1 26173 37 7 1524973 1524973 Missense_Mutation SNP G A 6 268 c.3109C>T c.(3109-3111)CCT>TCT p.P1037S

Pat_24 Post-Resistance FSCN1 6624 37 7 5643541 5643541 Missense_Mutation SNP G A 30 122 c.1159G>A c.(1159-1161)GTG>ATG p.V387M

Pat_24 Post-Resistance ABCB5 340273 37 7 20738102 20738102 Missense_Mutation SNP G A 21 16 c.748G>A c.(748-750)GGG>AGG p.G250R

Pat_24 Post-Resistance DNAH11 8701 37 7 21600746 21600746 Missense_Mutation SNP T C 6 23 c.940T>C c.(940-942)TAT>CAT p.Y314H

Pat_24 Post-Resistance STK31 56164 37 7 23794043 23794043 Missense_Mutation SNP T C 149 160 c.1243T>C c.(1243-1245)TGG>CGG p.W415R

Pat_24 Post-Resistance GARS 2617 37 7 30651795 30651795 Missense_Mutation SNP C T 4 91 c.965C>T c.(964-966)GCT>GTT p.A322V

Pat_24 Post-Resistance KIAA0895 23366 37 7 36396726 36396726 Nonsense_Mutation SNP T A 17 84 c.652A>T c.(652-654)AAG>TAG p.K218*

Pat_24 Post-Resistance UBE2D4 51619 37 7 43982601 43982601 Missense_Mutation SNP C T 82 114 c.169C>T c.(169-171)CCT>TCT p.P57S

Pat_24 Post-Resistance 14-Sep 346288 37 7 55886880 55886880 Missense_Mutation SNP C T 4 14 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_24 Post-Resistance ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 16 109 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_24 Post-Resistance ZNF117 51351 37 7 64439050 64439050 Missense_Mutation SNP C G 4 202 c.899G>C c.(898-900)AGT>ACT p.S300T

Pat_24 Post-Resistance WBSCR17 64409 37 7 71130513 71130513 Missense_Mutation SNP C T 88 64 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_24 Post-Resistance GTF2IRD1 9569 37 7 73933956 73933956 Missense_Mutation SNP C T 4 52 c.823C>T c.(823-825)CCT>TCT p.P275S

Pat_24 Post-Resistance PCLO 27445 37 7 82579646 82579646 Nonsense_Mutation SNP G A 27 42 c.10258C>T c.(10258-10260)CGA>TGA p.R3420*

Pat_24 Post-Resistance PCLO 27445 37 7 82784980 82784980 Missense_Mutation SNP G A 13 22 c.977C>T c.(976-978)CCT>CTT p.P326L

Pat_24 Post-Resistance ASNS 440 37 7 97482657 97482657 Missense_Mutation SNP G A 29 72 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_24 Post-Resistance LAMB4 22798 37 7 107706339 107706339 Missense_Mutation SNP G A 17 249 c.2704C>T c.(2704-2706)CCT>TCT p.P902S

Pat_24 Post-Resistance CFTR 1080 37 7 117227866 117227866 Missense_Mutation SNP G A 24 119 c.1658G>A c.(1657-1659)CGA>CAA p.R553Q

Pat_24 Post-Resistance PTPRZ1 5803 37 7 121652413 121652413 Missense_Mutation SNP C T 12 61 c.3313C>T c.(3313-3315)CAT>TAT p.H1105Y

Pat_24 Post-Resistance ASB15 142685 37 7 123254602 123254602 Missense_Mutation SNP G A 84 492 c.46G>A c.(46-48)GAT>AAT p.D16N

Pat_24 Post-Resistance LOC407835 407835 37 7 128766867 128766867 Missense_Mutation SNP G A 17 17 c.296G>A c.(295-297)AGG>AAG p.R99K

Pat_24 Post-Resistance CALD1 800 37 7 134620439 134620439 Missense_Mutation SNP G A 2 3 c.1309G>A c.(1309-1311)GGA>AGA p.G437R

Pat_24 Post-Resistance PARP12 64761 37 7 139757737 139757737 Nonsense_Mutation SNP G A 30 182 c.424C>T c.(424-426)CAA>TAA p.Q142*

Pat_24 Post-Resistance BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 51 75 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K



Pat_24 Post-Resistance MGAM 8972 37 7 141731561 141731561 Missense_Mutation SNP C T 19 220 c.1552C>T c.(1552-1554)CAC>TAC p.H518Y

Pat_24 Post-Resistance SSPO 23145 37 7 149483200 149483200 Missense_Mutation SNP G A 4 47 c.3268G>A c.(3268-3270)GTG>ATG p.V1090M

Pat_24 Post-Resistance TUSC3 7991 37 8 15519763 15519763 Missense_Mutation SNP G T 34 212 c.666G>T c.(664-666)TTG>TTT p.L222F

Pat_24 Post-Resistance LGI3 203190 37 8 22006139 22006139 Missense_Mutation SNP C T 4 124 c.1181G>A c.(1180-1182)AGC>AAC p.S394N

Pat_24 Post-Resistance ADAM28 10863 37 8 24187570 24187570 Missense_Mutation SNP C T 24 84 c.1045C>T c.(1045-1047)CAT>TAT p.H349Y

Pat_24 Post-Resistance NEFM 4741 37 8 24775894 24775894 Missense_Mutation SNP G T 6 17 c.2526G>T c.(2524-2526)AAG>AAT p.K842N

Pat_24 Post-Resistance KCNU1 157855 37 8 36793199 36793199 Missense_Mutation SNP G A 34 143 c.3211G>A c.(3211-3213)GAC>AAC p.D1071N

Pat_24 Post-Resistance LETM2 137994 37 8 38258458 38258458 Missense_Mutation SNP C T 56 200 c.730C>T c.(730-732)CGC>TGC p.R244C

Pat_24 Post-Resistance IKBKB 3551 37 8 42175254 42175254 Missense_Mutation SNP C T 8 66 c.1205C>T c.(1204-1206)TCC>TTC p.S402F

Pat_24 Post-Resistance CHRNA6 8973 37 8 42611837 42611837 Missense_Mutation SNP G A 8 70 c.505C>T c.(505-507)CAT>TAT p.H169Y

Pat_24 Post-Resistance NCOA2 10499 37 8 71037031 71037031 Missense_Mutation SNP C T 4 173 c.3986G>A c.(3985-3987)CGA>CAA p.R1329Q

Pat_24 Post-Resistance OXR1 55074 37 8 107752610 107752610 Missense_Mutation SNP T C 4 126 c.2206T>C c.(2206-2208)TGG>CGG p.W736R

Pat_24 Post-Resistance SAMD12 401474 37 8 119391770 119391770 Missense_Mutation SNP C T 11 81 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_24 Post-Resistance TAF2 6873 37 8 120814047 120814047 Missense_Mutation SNP G A 19 99 c.779C>T c.(778-780)CCA>CTA p.P260L

Pat_24 Post-Resistance KCNQ3 3786 37 8 133142113 133142113 Missense_Mutation SNP T G 100 213 c.2015A>C c.(2014-2016)AAG>ACG p.K672T

Pat_24 Post-Resistance FAM135B 51059 37 8 139164716 139164716 Missense_Mutation SNP C T 30 105 c.2002G>A c.(2002-2004)GAA>AAA p.E668K

Pat_24 Post-Resistance CYP11B1 1584 37 8 143956699 143956699 Missense_Mutation SNP C T 10 47 c.1151G>A c.(1150-1152)CGA>CAA p.R384Q

Pat_24 Post-Resistance OPLAH 26873 37 8 145113718 145113718 Missense_Mutation SNP C T 3 37 c.545G>A c.(544-546)CGA>CAA p.R182Q

Pat_24 Post-Resistance ADCK5 203054 37 8 145616368 145616368 Missense_Mutation SNP T C 4 129 c.578T>C c.(577-579)CTC>CCC p.L193P

Pat_24 Post-Resistance APTX 54840 37 9 32989824 32989824 Missense_Mutation SNP C A 4 96 c.66G>T c.(64-66)TTG>TTT p.L22F

Pat_24 Post-Resistance UBAP2 55833 37 9 33922757 33922757 Missense_Mutation SNP G T 29 62 c.3192C>A c.(3190-3192)TTC>TTA p.F1064L

Pat_24 Post-Resistance RUSC2 9853 37 9 35561251 35561251 Nonsense_Mutation SNP C T 4 100 c.4423C>T c.(4423-4425)CGA>TGA p.R1475*

Pat_24 Post-Resistance APBA1 320 37 9 72131401 72131402 Missense_Mutation DNP GG AA 6 40 c.725_726CC>TT c.(724-726)TCC>TTT p.S242F

Pat_24 Post-Resistance SMC5 23137 37 9 72893497 72893497 Missense_Mutation SNP C T 24 21 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_24 Post-Resistance TRPM6 140803 37 9 77435255 77435255 Nonsense_Mutation SNP G A 28 63 c.1099C>T c.(1099-1101)CAA>TAA p.Q367*

Pat_24 Post-Resistance HSD17B3 3293 37 9 99013756 99013756 Missense_Mutation SNP C T 14 110 c.397G>A c.(397-399)GGA>AGA p.G133R

Pat_24 Post-Resistance NR4A3 8013 37 9 102595600 102595600 Missense_Mutation SNP G A 4 82 c.1118G>A c.(1117-1119)CGT>CAT p.R373H

Pat_24 Post-Resistance BAAT 570 37 9 104133665 104133665 Missense_Mutation SNP G A 61 72 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_24 Post-Resistance ZNF462 58499 37 9 109686821 109686821 Missense_Mutation SNP G A 5 81 c.628G>A c.(628-630)GTA>ATA p.V210I

Pat_24 Post-Resistance C9orf6 54942 37 9 111701857 111701857 Missense_Mutation SNP T A 4 41 c.437T>A c.(436-438)GTG>GAG p.V146E

Pat_24 Post-Resistance C9orf6 54942 37 9 111701884 111701884 Missense_Mutation SNP G A 4 51 c.464G>A c.(463-465)AGC>AAC p.S155N

Pat_24 Post-Resistance SVEP1 79987 37 9 113170069 113170069 Missense_Mutation SNP G A 40 66 c.7811C>T c.(7810-7812)TCC>TTC p.S2604F

Pat_24 Post-Resistance KIAA0368 23392 37 9 114131428 114131428 Missense_Mutation SNP C T 2 4 c.5534G>A c.(5533-5535)CGG>CAG p.R1845Q

Pat_24 Post-Resistance C9orf84 158401 37 9 114454492 114454492 Nonsense_Mutation SNP C T 25 47 c.3573G>A c.(3571-3573)TGG>TGA p.W1191*

Pat_24 Post-Resistance AKNA 80709 37 9 117103936 117103936 Missense_Mutation SNP G A 4 129 c.3944C>T c.(3943-3945)GCG>GTG p.A1315V

Pat_24 Post-Resistance TRIM32 22954 37 9 119461183 119461183 Missense_Mutation SNP G A 4 171 c.1162G>A c.(1162-1164)GCT>ACT p.A388T

Pat_24 Post-Resistance PTGS1 5742 37 9 125154705 125154705 Missense_Mutation SNP C A 4 113 c.1682C>A c.(1681-1683)GCC>GAC p.A561D

Pat_24 Post-Resistance OR1L3 26735 37 9 125438296 125438296 Missense_Mutation SNP G A 28 25 c.888G>A c.(886-888)ATG>ATA p.M296I

Pat_24 Post-Resistance RC3H2 54542 37 9 125652627 125652627 Missense_Mutation SNP C T 3 41 c.547G>A c.(547-549)GCT>ACT p.A183T

Pat_24 Post-Resistance PPP6C 5537 37 9 127912080 127912080 Missense_Mutation SNP G A 38 47 c.790C>T c.(790-792)CGT>TGT p.R264C

Pat_24 Post-Resistance GAPVD1 26130 37 9 128083731 128083731 Missense_Mutation SNP C T 24 37 c.1622C>T c.(1621-1623)TCG>TTG p.S541L

Pat_24 Post-Resistance ABL1 25 37 9 133750433 133750433 Missense_Mutation SNP G A 4 69 c.1264G>A c.(1264-1266)GTC>ATC p.V422I

Pat_24 Post-Resistance TSC1 7248 37 9 135772721 135772721 Missense_Mutation SNP T C 3 132 c.2825A>G c.(2824-2826)CAG>CGG p.Q942R

Pat_24 Post-Resistance ZMYND19 116225 37 9 140477021 140477021 Nonsense_Mutation SNP G A 4 177 c.658C>T c.(658-660)CAG>TAG p.Q220*

Pat_24 Post-Resistance CACNA1B 774 37 9 141010104 141010104 Missense_Mutation SNP C T 14 32 c.5750C>T c.(5749-5751)TCC>TTC p.S1917F

Pat_24 Post-Resistance PLCXD1 55344 37 X 205453 205453 Missense_Mutation SNP G A 7 371 c.181G>A c.(181-183)GAG>AAG p.E61K

Pat_24 Post-Resistance PLCXD1 55344 37 X 205496 205496 Missense_Mutation SNP G A 8 216 c.224G>A c.(223-225)TGC>TAC p.C75Y



Pat_24 Post-Resistance MXRA5 25878 37 X 3228314 3228314 Missense_Mutation SNP G A 30 38 c.7930C>T c.(7930-7932)CAT>TAT p.H2644Y

Pat_24 Post-Resistance TLR7 51284 37 X 12903670 12903670 Missense_Mutation SNP C T 8 36 c.43C>T c.(43-45)CTT>TTT p.L15F

Pat_24 Post-Resistance ASB9 140462 37 X 15268684 15268684 Missense_Mutation SNP G A 4 64 c.436C>T c.(436-438)CAC>TAC p.H146Y

Pat_24 Post-Resistance ASB11 140456 37 X 15301641 15301641 Missense_Mutation SNP G A 136 159 c.958C>T c.(958-960)CTC>TTC p.L320F

Pat_24 Post-Resistance CDKL5 6792 37 X 18593569 18593569 Missense_Mutation SNP C T 4 179 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_24 Post-Resistance SSX6 280657 37 X 47969921 47969921 Missense_Mutation SNP T G 5 54 c.124T>G c.(124-126)TTC>GTC p.F42V

Pat_24 Post-Resistance HUWE1 10075 37 X 53587269 53587269 Missense_Mutation SNP A T 4 68 c.7616T>A c.(7615-7617)CTC>CAC p.L2539H

Pat_24 Post-Resistance ITIH5L 347365 37 X 54785245 54785245 Missense_Mutation SNP C T 32 24 c.1262G>A c.(1261-1263)AGG>AAG p.R421K

Pat_24 Post-Resistance ZMYM3 9203 37 X 70464284 70464284 Missense_Mutation SNP G A 3 26 c.3148C>T c.(3148-3150)CGG>TGG p.R1050W

Pat_24 Post-Resistance ACRC 93953 37 X 70823578 70823578 Missense_Mutation SNP G A 4 124 c.451G>A c.(451-453)GAC>AAC p.D151N

Pat_24 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 6 45 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_24 Post-Resistance ATRX 546 37 X 76813014 76813014 Missense_Mutation SNP C T 4 84 c.6607G>A c.(6607-6609)GAG>AAG p.E2203K

Pat_24 Post-Resistance NOX1 27035 37 X 100117242 100117242 Missense_Mutation SNP C T 5 224 c.722G>A c.(721-723)CGC>CAC p.R241H

Pat_24 Post-Resistance COL4A6 1288 37 X 107431220 107431220 Missense_Mutation SNP C T 9 17 c.1628G>A c.(1627-1629)GGA>GAA p.G543E

Pat_24 Post-Resistance ZCCHC16 340595 37 X 111697979 111697979 Missense_Mutation SNP C T 46 54 c.23C>T c.(22-24)TCA>TTA p.S8L

Pat_24 Post-Resistance ZCCHC12 170261 37 X 117959245 117959245 Missense_Mutation SNP G A 3 79 c.38G>A c.(37-39)CGG>CAG p.R13Q

Pat_24 Post-Resistance SAGE1 55511 37 X 134991035 134991035 Missense_Mutation SNP C T 4 141 c.1454C>T c.(1453-1455)ACT>ATT p.T485I

Pat_24 Post-Resistance FMR1 2332 37 X 147030296 147030296 Missense_Mutation SNP C T 53 64 c.1831C>T c.(1831-1833)CGT>TGT p.R611C

Pat_24 Post-Resistance PCDH11Y 83259 37 Y 4968692 4968692 Missense_Mutation SNP G T 4 127 c.3073G>T c.(3073-3075)GAC>TAC p.D1025Y

Pat_27 Post-Resistance KIAA1751 85452 37 1 1896422 1896422 Missense_Mutation SNP G A 3 55 c.1480C>T c.(1480-1482)CGG>TGG p.R494W

Pat_27 Post-Resistance CAMTA1 23261 37 1 7723778 7723778 Missense_Mutation SNP G A 7 192 c.1171G>A c.(1171-1173)GGG>AGG p.G391R

Pat_27 Post-Resistance RAP1GAP 5909 37 1 21940167 21940167 Missense_Mutation SNP G A 5 230 c.428C>T c.(427-429)CCC>CTC p.P143L

Pat_27 Post-Resistance SRRM1 10250 37 1 24973198 24973198 Missense_Mutation SNP G T 5 173 c.152G>T c.(151-153)TGG>TTG p.W51L

Pat_27 Post-Resistance FGR 2268 37 1 27939558 27939558 Missense_Mutation SNP G T 8 207 c.1457C>A c.(1456-1458)TCC>TAC p.S486Y

Pat_27 Post-Resistance XKR8 55113 37 1 28293629 28293629 Missense_Mutation SNP C T 6 235 c.1106C>T c.(1105-1107)CCT>CTT p.P369L

Pat_27 Post-Resistance TINAGL1 64129 37 1 32051422 32051422 Missense_Mutation SNP C T 3 53 c.1162C>T c.(1162-1164)CTT>TTT p.L388F

Pat_27 Post-Resistance MAST2 23139 37 1 46501175 46501175 Missense_Mutation SNP C T 7 219 c.4834C>T c.(4834-4836)CCT>TCT p.P1612S

Pat_27 Post-Resistance BEND5 79656 37 1 49224669 49224669 Missense_Mutation SNP C G 7 325 c.648G>C c.(646-648)AAG>AAC p.K216N

Pat_27 Post-Resistance SERBP1 26135 37 1 67895734 67895735 Missense_Mutation DNP GG AA 10 291 c.249_250CC>TT247-252)CCCCCC>CCTTC p.P84S

Pat_27 Post-Resistance GBP1 2633 37 1 89523902 89523902 Missense_Mutation SNP T C 8 448 c.647A>G c.(646-648)GAT>GGT p.D216G

Pat_27 Post-Resistance PDE4DIP 9659 37 1 144882859 144882859 Missense_Mutation SNP G A 17 796 c.3160C>T c.(3160-3162)CTT>TTT p.L1054F

Pat_27 Post-Resistance ANKRD35 148741 37 1 145562242 145562242 Missense_Mutation SNP G A 7 169 c.1930G>A c.(1930-1932)GAG>AAG p.E644K

Pat_27 Post-Resistance SNX27 81609 37 1 151665915 151665915 Nonsense_Mutation SNP G T 5 273 c.1534G>T c.(1534-1536)GAG>TAG p.E512*

Pat_27 Post-Resistance KPRP 448834 37 1 152733059 152733059 Missense_Mutation SNP C T 9 203 c.995C>T c.(994-996)CCG>CTG p.P332L

Pat_27 Post-Resistance PGLYRP3 114771 37 1 153276464 153276464 Missense_Mutation SNP G A 6 125 c.398C>T c.(397-399)GCC>GTC p.A133V

Pat_27 Post-Resistance ATP8B2 57198 37 1 154316912 154316912 Missense_Mutation SNP G A 24 472 c.2176G>A c.(2176-2178)GAT>AAT p.D726N

Pat_27 Post-Resistance SLAMF9 89886 37 1 159922198 159922198 Missense_Mutation SNP C T 16 449 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_27 Post-Resistance ARPC5 10092 37 1 183599639 183599639 Missense_Mutation SNP G A 10 172 c.350C>T c.(349-351)CCG>CTG p.P117L

Pat_27 Post-Resistance FAM129A 116496 37 1 184853830 184853830 Missense_Mutation SNP C T 7 163 c.538G>A c.(538-540)GAG>AAG p.E180K

Pat_27 Post-Resistance MFSD4 148808 37 1 205555175 205555175 Missense_Mutation SNP C T 7 101 c.989C>T c.(988-990)GCC>GTC p.A330V

Pat_27 Post-Resistance KCNK2 3776 37 1 215408276 215408276 Missense_Mutation SNP C T 4 131 c.1069C>T c.(1069-1071)CGG>TGG p.R357W

Pat_27 Post-Resistance USH2A 7399 37 1 215955491 215955491 Missense_Mutation SNP G A 7 253 c.10633C>T c.(10633-10635)CGG>TGG p.R3545W

Pat_27 Post-Resistance MIA3 375056 37 1 222828056 222828056 Missense_Mutation SNP G A 11 333 c.4528G>A c.(4528-4530)GAA>AAA p.E1510K

Pat_27 Post-Resistance OR13G1 441933 37 1 247836088 247836088 Missense_Mutation SNP C T 5 103 c.256G>A c.(256-258)GAA>AAA p.E86K

Pat_27 Post-Resistance ITIH2 3698 37 10 7747116 7747116 Nonsense_Mutation SNP C T 11 242 c.130C>T c.(130-132)CAA>TAA p.Q44*

Pat_27 Post-Resistance MBL2 4153 37 10 54527986 54527986 Missense_Mutation SNP C T 22 858 c.658G>A c.(658-660)GAA>AAA p.E220K

Pat_27 Post-Resistance CPN1 1369 37 10 101835676 101835676 Missense_Mutation SNP C G 3 118 c.412G>C c.(412-414)GCT>CCT p.A138P



Pat_27 Post-Resistance OR52K2 119774 37 11 4470906 4470906 Missense_Mutation SNP G A 6 262 c.337G>A c.(337-339)GAG>AAG p.E113K

Pat_27 Post-Resistance MRGPRX2 117194 37 11 19077943 19077943 Missense_Mutation SNP G A 24 772 c.7C>T c.(7-9)CCA>TCA p.P3S

Pat_27 Post-Resistance DEPDC7 91614 37 11 33053923 33053923 Missense_Mutation SNP C T 6 133 c.1036C>T c.(1036-1038)CTT>TTT p.L346F

Pat_27 Post-Resistance SLC1A2 6506 37 11 35287201 35287201 Missense_Mutation SNP C T 10 432 c.1526G>A c.(1525-1527)CGA>CAA p.R509Q

Pat_27 Post-Resistance OR4A15 81328 37 11 55135952 55135952 Missense_Mutation SNP G A 10 228 c.593G>A c.(592-594)GGA>GAA p.G198E

Pat_27 Post-Resistance OR5B17 219965 37 11 58125958 58125958 Missense_Mutation SNP C G 4 147 c.585G>C c.(583-585)TTG>TTC p.L195F

Pat_27 Post-Resistance POU2F3 25833 37 11 120169067 120169067 Nonsense_Mutation SNP C T 9 660 c.226C>T c.(226-228)CAA>TAA p.Q76*

Pat_27 Post-Resistance PRB3 5544 37 12 11420296 11420296 Missense_Mutation SNP C A 13 722 c.760G>T c.(760-762)GGT>TGT p.G254C

Pat_27 Post-Resistance ENDOU 8909 37 12 48110749 48110749 Missense_Mutation SNP C T 11 658 c.475G>A c.(475-477)GAA>AAA p.E159K

Pat_27 Post-Resistance KRT75 9119 37 12 52827961 52827961 Missense_Mutation SNP C T 8 185 c.128G>A c.(127-129)GGG>GAG p.G43E

Pat_27 Post-Resistance PPP1R1A 5502 37 12 54974805 54974805 Missense_Mutation SNP C T 7 323 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_27 Post-Resistance NEUROD4 58158 37 12 55420971 55420971 Missense_Mutation SNP G A 7 213 c.748G>A c.(748-750)GAG>AAG p.E250K

Pat_27 Post-Resistance DTX1 1840 37 12 113515335 113515335 Missense_Mutation SNP T G 6 282 c.366T>G c.(364-366)GAT>GAG p.D122E

Pat_27 Post-Resistance NOS1 4842 37 12 117691515 117691515 Missense_Mutation SNP G A 9 184 c.2576C>T c.(2575-2577)TCC>TTC p.S859F

Pat_27 Post-Resistance RPL21 6144 37 13 27827918 27827918 Missense_Mutation SNP C T 5 205 c.5C>T c.(4-6)ACG>ATG p.T2M

Pat_27 Post-Resistance NDRG2 57447 37 14 21490649 21490649 Missense_Mutation SNP G A 4 72 c.125C>T c.(124-126)TCT>TTT p.S42F

Pat_27 Post-Resistance KIAA1409 57578 37 14 94060164 94060164 Nonsense_Mutation SNP G A 7 297 c.2640G>A c.(2638-2640)TGG>TGA p.W880*

Pat_27 Post-Resistance AK7 122481 37 14 96944861 96944861 Missense_Mutation SNP C T 5 309 c.1615C>T c.(1615-1617)CCT>TCT p.P539S

Pat_27 Post-Resistance KIAA0284 283638 37 14 105349566 105349566 Missense_Mutation SNP G A 12 422 c.772G>A c.(772-774)GGA>AGA p.G258R

Pat_27 Post-Resistance GABRB3 2562 37 15 26812865 26812865 Missense_Mutation SNP A G 4 230 c.698T>C c.(697-699)CTG>CCG p.L233P

Pat_27 Post-Resistance CYP19A1 1588 37 15 51507941 51507941 Missense_Mutation SNP C T 21 450 c.817G>A c.(817-819)GAA>AAA p.E273K

Pat_27 Post-Resistance SCG3 29106 37 15 51991527 51991527 Missense_Mutation SNP G A 16 330 c.997G>A c.(997-999)GAA>AAA p.E333K

Pat_27 Post-Resistance ONECUT1 3175 37 15 53049970 53049970 Missense_Mutation SNP C T 9 495 c.1180G>A c.(1180-1182)GAT>AAT p.D394N

Pat_27 Post-Resistance CILP 8483 37 15 65489992 65489992 Missense_Mutation SNP T C 8 174 c.2632A>G c.(2632-2634)ATG>GTG p.M878V

Pat_27 Post-Resistance PTPN9 5780 37 15 75798062 75798062 Missense_Mutation SNP C T 5 326 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_27 Post-Resistance TBC1D2B 23102 37 15 78290635 78290635 Missense_Mutation SNP C T 5 50 c.2759G>A c.(2758-2760)CGA>CAA p.R920Q

Pat_27 Post-Resistance CTSH 1512 37 15 79228060 79228060 Missense_Mutation SNP C A 4 135 c.226G>T c.(226-228)GCT>TCT p.A76S

Pat_27 Post-Resistance NAGPA 51172 37 16 5083691 5083691 Missense_Mutation SNP C T 3 36 c.125G>A c.(124-126)CGC>CAC p.R42H

Pat_27 Post-Resistance SLC6A2 6530 37 16 55730201 55730201 Nonsense_Mutation SNP G A 7 492 c.1212G>A c.(1210-1212)TGG>TGA p.W404*

Pat_27 Post-Resistance HYDIN 54768 37 16 71218803 71218803 Missense_Mutation SNP C T 8 375 c.226G>A c.(226-228)GAA>AAA p.E76K

Pat_27 Post-Resistance WDR59 79726 37 16 74908231 74908231 Missense_Mutation SNP G A 8 195 c.2801C>T c.(2800-2802)TCG>TTG p.S934L

Pat_27 Post-Resistance MBTPS1 8720 37 16 84092910 84092910 Missense_Mutation SNP G A 7 221 c.2828C>T c.(2827-2829)CCC>CTC p.P943L

Pat_27 Post-Resistance KRT15 3866 37 17 39672221 39672221 Missense_Mutation SNP C T 16 648 c.942G>A c.(940-942)ATG>ATA p.M314I

Pat_27 Post-Resistance KRT9 3857 37 17 39727668 39727668 Missense_Mutation SNP C T 8 284 c.577G>A c.(577-579)GGA>AGA p.G193R

Pat_27 Post-Resistance BZRAP1 9256 37 17 56389844 56389844 Missense_Mutation SNP G A 7 261 c.2338C>T c.(2338-2340)CCA>TCA p.P780S

Pat_27 Post-Resistance INTS2 57508 37 17 59955305 59955305 Missense_Mutation SNP C G 15 248 c.2423G>C c.(2422-2424)AGA>ACA p.R808T

Pat_27 Post-Resistance MED13 9969 37 17 60088115 60088115 Missense_Mutation SNP G C 5 153 c.1763C>G c.(1762-1764)CCT>CGT p.P588R

Pat_27 Post-Resistance B3GNTL1 146712 37 17 80963044 80963044 Missense_Mutation SNP C T 5 261 c.451G>A c.(451-453)GAA>AAA p.E151K

Pat_27 Post-Resistance POTEC 388468 37 18 14542773 14542773 Missense_Mutation SNP C T 6 317 c.373G>A c.(373-375)GAC>AAC p.D125N

Pat_27 Post-Resistance DSG3 1830 37 18 29041340 29041340 Missense_Mutation SNP C T 7 235 c.964C>T c.(964-966)CCT>TCT p.P322S

Pat_27 Post-Resistance DCC 1630 37 18 50278595 50278595 Missense_Mutation SNP G A 8 211 c.263G>A c.(262-264)AGG>AAG p.R88K

Pat_27 Post-Resistance DCC 1630 37 18 50994312 50994312 Missense_Mutation SNP C T 14 217 c.3668C>T c.(3667-3669)TCG>TTG p.S1223L

Pat_27 Post-Resistance TCF4 6925 37 18 52942893 52942894 Missense_Mutation DNP GG AA 18 829 c.745_746CC>TT c.(745-747)CCA>TTA p.P249L

Pat_27 Post-Resistance CD226 10666 37 18 67563144 67563144 Missense_Mutation SNP C T 9 174 c.520G>A c.(520-522)GAC>AAC p.D174N

Pat_27 Post-Resistance PTPRS 5802 37 19 5212059 5212059 Missense_Mutation SNP C T 4 123 c.4972G>A c.(4972-4974)GCA>ACA p.A1658T

Pat_27 Post-Resistance SAFB 6294 37 19 5667829 5667829 Splice_Site SNP A G 4 145 c.2552_splice c.e20-2 p.G851_splice

Pat_27 Post-Resistance TIMM44 10469 37 19 7999041 7999041 Missense_Mutation SNP G A 8 403 c.476C>T c.(475-477)TCG>TTG p.S159L



Pat_27 Post-Resistance MUC16 94025 37 19 9074278 9074278 Nonsense_Mutation SNP G A 18 289 c.13168C>T c.(13168-13170)CAA>TAA p.Q4390*

Pat_27 Post-Resistance ZNF559 84527 37 19 9452810 9452810 Missense_Mutation SNP T C 3 112 c.683T>C c.(682-684)CTT>CCT p.L228P

Pat_27 Post-Resistance SYCE2 256126 37 19 13011390 13011390 Missense_Mutation SNP C T 12 157 c.379G>A c.(379-381)GAA>AAA p.E127K

Pat_27 Post-Resistance LPHN1 22859 37 19 14294372 14294372 Missense_Mutation SNP C T 3 36 c.43G>A c.(43-45)GCC>ACC p.A15T

Pat_27 Post-Resistance NOTCH3 4854 37 19 15297763 15297763 Missense_Mutation SNP C G 9 141 c.1877G>C c.(1876-1878)AGC>ACC p.S626T

Pat_27 Post-Resistance OR10H5 284433 37 19 15905382 15905382 Missense_Mutation SNP A C 13 202 c.524A>C c.(523-525)CAC>CCC p.H175P

Pat_27 Post-Resistance OR10H5 284433 37 19 15905384 15905384 Missense_Mutation SNP C T 13 203 c.526C>T c.(526-528)CAT>TAT p.H176Y

Pat_27 Post-Resistance GATAD2A 54815 37 19 19616218 19616218 Nonsense_Mutation SNP C T 30 531 c.1837C>T c.(1837-1839)CAG>TAG p.Q613*

Pat_27 Post-Resistance ZNF93 81931 37 19 20045277 20045277 Missense_Mutation SNP G A 8 395 c.1513G>A c.(1513-1515)GGA>AGA p.G505R

Pat_27 Post-Resistance SUPT5H 6829 37 19 39949676 39949676 Missense_Mutation SNP T C 16 571 c.421T>C c.(421-423)TAC>CAC p.Y141H

Pat_27 Post-Resistance FCGBP 8857 37 19 40364210 40364210 Missense_Mutation SNP G A 12 95 c.14432C>T c.(14431-14433)CCT>CTT p.P4811L

Pat_27 Post-Resistance CEACAM20 125931 37 19 45024526 45024526 Missense_Mutation SNP G A 4 143 c.1012C>T c.(1012-1014)CTT>TTT p.L338F

Pat_27 Post-Resistance NLRP7 199713 37 19 55445975 55445975 Missense_Mutation SNP G T 3 71 c.2353C>A c.(2353-2355)CTC>ATC p.L785I

Pat_27 Post-Resistance MSGN1 343930 37 2 17998003 17998003 Missense_Mutation SNP G A 12 192 c.218G>A c.(217-219)GGG>GAG p.G73E

Pat_27 Post-Resistance PUM2 23369 37 2 20478445 20478445 Missense_Mutation SNP G A 12 228 c.1856C>T c.(1855-1857)CCA>CTA p.P619L

Pat_27 Post-Resistance GKN1 56287 37 2 69204869 69204869 Missense_Mutation SNP G A 13 338 c.209G>A c.(208-210)GGA>GAA p.G70E

Pat_27 Post-Resistance EDAR 10913 37 2 109546605 109546605 Missense_Mutation SNP G A 4 135 c.145C>T c.(145-147)CCG>TCG p.P49S

Pat_27 Post-Resistance YSK4 80122 37 2 135741376 135741376 Missense_Mutation SNP C T 8 173 c.3092G>A c.(3091-3093)AGG>AAG p.R1031K

Pat_27 Post-Resistance PLA2R1 22925 37 2 160876756 160876756 Nonsense_Mutation SNP C T 6 154 c.1313G>A c.(1312-1314)TGG>TAG p.W438*

Pat_27 Post-Resistance XIRP2 129446 37 2 168098359 168098359 Missense_Mutation SNP C T 8 335 c.1115C>T c.(1114-1116)TCT>TTT p.S372F

Pat_27 Post-Resistance KLHL23 151230 37 2 170591997 170591997 Missense_Mutation SNP C T 6 220 c.473C>T c.(472-474)TCT>TTT p.S158F

Pat_27 Post-Resistance TTN 7273 37 2 179610734 179610734 Missense_Mutation SNP G A 30 603 c.16393C>T c.(16393-16395)CGG>TGG p.R5465W

Pat_27 Post-Resistance ITGA4 3676 37 2 182399598 182399598 Missense_Mutation SNP T A 6 175 c.2939T>A c.(2938-2940)ATT>AAT p.I980N

Pat_27 Post-Resistance COL5A2 1290 37 2 189916194 189916194 Missense_Mutation SNP G A 4 44 c.2783C>T c.(2782-2784)CCT>CTT p.P928L

Pat_27 Post-Resistance MSTN 2660 37 2 190922273 190922273 Missense_Mutation SNP C T 5 306 c.839G>A c.(838-840)CGA>CAA p.R280Q

Pat_27 Post-Resistance SPEG 10290 37 2 220355223 220355223 Missense_Mutation SNP G A 3 117 c.9014G>A c.(9013-9015)CGG>CAG p.R3005Q

Pat_27 Post-Resistance UGT1A9 54600 37 2 234580881 234580881 Missense_Mutation SNP C A 17 293 c.301C>A c.(301-303)CAA>AAA p.Q101K

Pat_27 Post-Resistance WFDC8 90199 37 20 44187548 44187548 Missense_Mutation SNP C T 10 391 c.220G>A c.(220-222)GAA>AAA p.E74K

Pat_27 Post-Resistance CDH4 1002 37 20 60427833 60427833 Missense_Mutation SNP G A 8 209 c.756G>A c.(754-756)ATG>ATA p.M252I

Pat_27 Post-Resistance LAMA5 3911 37 20 60887335 60887335 Missense_Mutation SNP A G 3 46 c.9398T>C c.(9397-9399)CTT>CCT p.L3133P

Pat_27 Post-Resistance TMPRSS15 5651 37 21 19701534 19701534 Missense_Mutation SNP C T 11 143 c.1732G>A c.(1732-1734)GAT>AAT p.D578N

Pat_27 Post-Resistance KRTAP21-2 337978 37 21 32119361 32119361 Missense_Mutation SNP C T 24 803 c.160G>A c.(160-162)GGC>AGC p.G54S

Pat_27 Post-Resistance TTC3 7267 37 21 38568217 38568217 Missense_Mutation SNP C T 12 99 c.5459C>T c.(5458-5460)CCT>CTT p.P1820L

Pat_27 Post-Resistance SH3BGR 6450 37 21 40883652 40883652 Missense_Mutation SNP G A 6 186 c.670G>A c.(670-672)GAG>AAG p.E224K

Pat_27 Post-Resistance KRTAP10-10 353333 37 21 46058017 46058017 Missense_Mutation SNP C T 27 477 c.683C>T c.(682-684)TCC>TTC p.S228F

Pat_27 Post-Resistance SGSM1 129049 37 22 25301100 25301100 Missense_Mutation SNP T C 38 685 c.2929T>C c.(2929-2931)TAT>CAT p.Y977H

Pat_27 Post-Resistance TUBGCP6 85378 37 22 50678729 50678729 Missense_Mutation SNP G A 4 99 c.809C>T c.(808-810)TCC>TTC p.S270F

Pat_27 Post-Resistance FGD5 152273 37 3 14862841 14862841 Missense_Mutation SNP C T 12 843 c.2263C>T c.(2263-2265)CCC>TCC p.P755S

Pat_27 Post-Resistance LAMB2 3913 37 3 49163829 49163829 Missense_Mutation SNP G A 9 231 c.2120C>T c.(2119-2121)CCC>CTC p.P707L

Pat_27 Post-Resistance IMPG2 50939 37 3 100949808 100949808 Missense_Mutation SNP G A 14 167 c.3415C>T c.(3415-3417)CCC>TCC p.P1139S

Pat_27 Post-Resistance IMPG2 50939 37 3 100949844 100949844 Missense_Mutation SNP G A 24 354 c.3379C>T c.(3379-3381)CTT>TTT p.L1127F

Pat_27 Post-Resistance IFT122 55764 37 3 129233345 129233345 Missense_Mutation SNP C T 21 520 c.3101C>T c.(3100-3102)TCC>TTC p.S1034F

Pat_27 Post-Resistance MRPL3 11222 37 3 131188584 131188584 Missense_Mutation SNP G A 7 200 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_27 Post-Resistance AADACL2 344752 37 3 151475197 151475197 Missense_Mutation SNP G A 11 387 c.1021G>A c.(1021-1023)GAT>AAT p.D341N

Pat_27 Post-Resistance MAP3K13 9175 37 3 185169106 185169106 Missense_Mutation SNP C T 7 265 c.1201C>T c.(1201-1203)CGG>TGG p.R401W

Pat_27 Post-Resistance MUC4 4585 37 3 195480096 195480096 Missense_Mutation SNP C T 8 279 c.14950G>A c.(14950-14952)GGG>AGG p.G4984R

Pat_27 Post-Resistance LMLN 89782 37 3 197762807 197762807 Nonsense_Mutation SNP G A 21 379 c.1760G>A c.(1759-1761)TGG>TAG p.W587*



Pat_27 Post-Resistance RGS12 6002 37 4 3415805 3415805 Missense_Mutation SNP C T 4 44 c.2027C>T c.(2026-2028)ACG>ATG p.T676M

Pat_27 Post-Resistance DRD5 1816 37 4 9784941 9784941 Missense_Mutation SNP G A 9 219 c.1288G>A c.(1288-1290)GAG>AAG p.E430K

Pat_27 Post-Resistance KLHL8 57563 37 4 88106672 88106672 Missense_Mutation SNP G A 20 431 c.496C>T c.(496-498)CCC>TCC p.P166S

Pat_27 Post-Resistance FAM13A 10144 37 4 89772207 89772207 Missense_Mutation SNP G A 16 471 c.971C>T c.(970-972)TCA>TTA p.S324L

Pat_27 Post-Resistance ADH1A 124 37 4 100203562 100203562 Missense_Mutation SNP C T 30 754 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_27 Post-Resistance CENPE 1062 37 4 104059536 104059536 Missense_Mutation SNP C T 10 344 c.6275G>A c.(6274-6276)AGC>AAC p.S2092N

Pat_27 Post-Resistance ANK2 287 37 4 114275112 114275112 Missense_Mutation SNP G A 27 540 c.5338G>A c.(5338-5340)GAA>AAA p.E1780K

Pat_27 Post-Resistance GUCY1A3 2982 37 4 156634496 156634496 Missense_Mutation SNP G A 7 161 c.1333G>A c.(1333-1335)GAG>AAG p.E445K

Pat_27 Post-Resistance GRIA2 2891 37 4 158284132 158284132 Missense_Mutation SNP C T 7 457 c.2588C>T c.(2587-2589)TCA>TTA p.S863L

Pat_27 Post-Resistance AGXT2 64902 37 5 35040718 35040718 Missense_Mutation SNP T C 32 421 c.139A>G c.(139-141)AGA>GGA p.R47G

Pat_27 Post-Resistance NIPBL 25836 37 5 37008807 37008807 Missense_Mutation SNP G A 6 285 c.4403G>A c.(4402-4404)AGG>AAG p.R1468K

Pat_27 Post-Resistance HCN1 348980 37 5 45262838 45262838 Missense_Mutation SNP C T 9 219 c.1858G>A c.(1858-1860)GAA>AAA p.E620K

Pat_27 Post-Resistance IL6ST 3572 37 5 55250646 55250646 Missense_Mutation SNP T C 30 268 c.1442A>G c.(1441-1443)TAT>TGT p.Y481C

Pat_27 Post-Resistance NDUFAF2 91942 37 5 60369011 60369011 Missense_Mutation SNP G A 7 247 c.187G>A c.(187-189)GAA>AAA p.E63K

Pat_27 Post-Resistance ZFYVE16 9765 37 5 79732983 79732983 Missense_Mutation SNP C T 23 283 c.479C>T c.(478-480)TCC>TTC p.S160F

Pat_27 Post-Resistance FAM170A 340069 37 5 118970375 118970375 Missense_Mutation SNP G A 8 260 c.932G>A c.(931-933)AGG>AAG p.R311K

Pat_27 Post-Resistance SLC27A6 28965 37 5 128368799 128368799 Missense_Mutation SNP G A 8 122 c.1684G>A c.(1684-1686)GAA>AAA p.E562K

Pat_27 Post-Resistance PCDHA11 56138 37 5 140250222 140250222 Missense_Mutation SNP G A 36 544 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_27 Post-Resistance PCDHAC1 56135 37 5 140308884 140308884 Missense_Mutation SNP G A 24 610 c.2407G>A c.(2407-2409)GGG>AGG p.G803R

Pat_27 Post-Resistance KIF4B 285643 37 5 154394186 154394186 Missense_Mutation SNP G A 8 238 c.767G>A c.(766-768)CGT>CAT p.R256H

Pat_27 Post-Resistance CYFIP2 26999 37 5 156819976 156819976 Missense_Mutation SNP C T 7 211 c.3730C>T c.(3730-3732)CCC>TCC p.P1244S

Pat_27 Post-Resistance LTC4S 4056 37 5 179222612 179222612 Missense_Mutation SNP C T 4 150 c.86C>T c.(85-87)GCG>GTG p.A29V

Pat_27 Post-Resistance CCDC90A 63933 37 6 13807199 13807199 Missense_Mutation SNP A C 7 424 c.493T>G c.(493-495)TAC>GAC p.Y165D

Pat_27 Post-Resistance NOTCH4 4855 37 6 32188985 32188985 Missense_Mutation SNP G T 4 115 c.569C>A c.(568-570)GCC>GAC p.A190D

Pat_27 Post-Resistance COL11A2 1302 37 6 33137210 33137210 Missense_Mutation SNP G A 4 89 c.3748C>T c.(3748-3750)CCA>TCA p.P1250S

Pat_27 Post-Resistance RNF8 9025 37 6 37348960 37348960 Missense_Mutation SNP C T 14 529 c.1271C>T c.(1270-1272)TCC>TTC p.S424F

Pat_27 Post-Resistance UBR2 23304 37 6 42620241 42620241 Missense_Mutation SNP C A 32 713 c.2627C>A c.(2626-2628)CCG>CAG p.P876Q

Pat_27 Post-Resistance TINAG 27283 37 6 54212284 54212284 Missense_Mutation SNP G A 7 240 c.868G>A c.(868-870)GAT>AAT p.D290N

Pat_27 Post-Resistance DSE 29940 37 6 116757093 116757093 Missense_Mutation SNP C T 5 191 c.1462C>T c.(1462-1464)CCA>TCA p.P488S

Pat_27 Post-Resistance NCF1 653361 37 7 74193613 74193613 Nonsense_Mutation SNP G A 6 160 c.240G>A c.(238-240)TGG>TGA p.W80*

Pat_27 Post-Resistance PCLO 27445 37 7 82430897 82430897 Missense_Mutation SNP C T 12 136 c.14944G>A c.(14944-14946)GGA>AGA p.G4982R

Pat_27 Post-Resistance TRRAP 8295 37 7 98563436 98563436 Missense_Mutation SNP C T 20 226 c.7073C>T c.(7072-7074)TCA>TTA p.S2358L

Pat_27 Post-Resistance RELN 5649 37 7 103294556 103294556 Missense_Mutation SNP G A 10 285 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_27 Post-Resistance SRPK2 6733 37 7 104809704 104809704 Missense_Mutation SNP G A 7 131 c.205C>T c.(205-207)CAT>TAT p.H69Y

Pat_27 Post-Resistance CADPS2 93664 37 7 122091475 122091475 Missense_Mutation SNP T C 11 101 c.2241A>G c.(2239-2241)ATA>ATG p.I747M

Pat_27 Post-Resistance SVOPL 136306 37 7 138333801 138333801 Missense_Mutation SNP G A 16 161 c.616C>T c.(616-618)CGC>TGC p.R206C

Pat_27 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 19 219 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_27 Post-Resistance MGAM 8972 37 7 141799414 141799414 Missense_Mutation SNP G T 19 403 c.5063G>T c.(5062-5064)GGT>GTT p.G1688V

Pat_27 Post-Resistance KRBA1 84626 37 7 149420968 149420968 Missense_Mutation SNP A G 3 85 c.916A>G c.(916-918)AGG>GGG p.R306G

Pat_27 Post-Resistance C8orf79 57604 37 8 12879537 12879537 Missense_Mutation SNP A G 3 67 c.1349A>G c.(1348-1350)AAG>AGG p.K450R

Pat_27 Post-Resistance ADAM7 8756 37 8 24358371 24358371 Missense_Mutation SNP C T 16 432 c.2071C>T c.(2071-2073)CGT>TGT p.R691C

Pat_27 Post-Resistance STAR 6770 37 8 38003511 38003511 Missense_Mutation SNP C T 7 201 c.566G>A c.(565-567)GGG>GAG p.G189E

Pat_27 Post-Resistance SLC20A2 6575 37 8 42302247 42302247 Missense_Mutation SNP G A 4 99 c.647C>T c.(646-648)GCC>GTC p.A216V

Pat_27 Post-Resistance RB1CC1 9821 37 8 53570221 53570221 Missense_Mutation SNP G A 6 136 c.2168C>T c.(2167-2169)TCA>TTA p.S723L

Pat_27 Post-Resistance ZFHX4 79776 37 8 77690475 77690475 Missense_Mutation SNP C T 8 444 c.3047C>T c.(3046-3048)CCC>CTC p.P1016L

Pat_27 Post-Resistance FAM83H 286077 37 8 144811394 144811394 Nonsense_Mutation SNP C A 19 386 c.547G>T c.(547-549)GAG>TAG p.E183*

Pat_27 Post-Resistance FREM1 158326 37 9 14770666 14770666 Missense_Mutation SNP C T 5 167 c.4996G>A c.(4996-4998)GAT>AAT p.D1666N



Pat_27 Post-Resistance TOMM5 401505 37 9 37592527 37592527 Missense_Mutation SNP C G 10 246 c.3G>C c.(1-3)ATG>ATC p.M1I

Pat_27 Post-Resistance TRPM6 140803 37 9 77377950 77377950 Missense_Mutation SNP C T 7 189 c.3637G>A c.(3637-3639)GAT>AAT p.D1213N

Pat_27 Post-Resistance IKBKAP 8518 37 9 111692162 111692162 Missense_Mutation SNP G A 9 244 c.190C>T c.(190-192)CCA>TCA p.P64S

Pat_27 Post-Resistance C9orf172 389813 37 9 139740328 139740328 Missense_Mutation SNP C T 3 24 c.1462C>T c.(1462-1464)CGG>TGG p.R488W

Pat_27 Post-Resistance C9orf172 389813 37 9 139740331 139740331 Missense_Mutation SNP C T 3 22 c.1465C>T c.(1465-1467)CGC>TGC p.R489C

Pat_27 Post-Resistance C9orf173 441476 37 9 140146901 140146901 Missense_Mutation SNP G A 3 41 c.413G>A c.(412-414)CGC>CAC p.R138H

Pat_27 Post-Resistance RBM10 8241 37 X 47030582 47030582 Missense_Mutation SNP G T 6 67 c.357G>T c.(355-357)GAG>GAT p.E119D

Pat_27 Post-Resistance PSMD10 5716 37 X 107331082 107331082 Missense_Mutation SNP T C 14 200 c.361A>G c.(361-363)ATC>GTC p.I121V

Pat_27 Post-Resistance GLUD2 2747 37 X 120183130 120183130 Missense_Mutation SNP G A 14 172 c.1592G>A c.(1591-1593)GGA>GAA p.G531E

Pat_28 Post-Resistance TNFRSF18 8784 37 1 1139283 1139284 Missense_Mutation DNP CC TT 3 6 c.666_667GG>AA664-669)GAGGAA>GAAAA p.E223K

Pat_28 Post-Resistance PLCH2 9651 37 1 2418756 2418756 Missense_Mutation SNP C T 14 26 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_28 Post-Resistance TAS1R1 80835 37 1 6631144 6631144 Missense_Mutation SNP G A 82 102 c.367G>A c.(367-369)GGG>AGG p.G123R

Pat_28 Post-Resistance ERRFI1 54206 37 1 8073403 8073403 Missense_Mutation SNP C T 35 59 c.1256G>A c.(1255-1257)GGA>GAA p.G419E

Pat_28 Post-Resistance RERE 473 37 1 8421339 8421339 Missense_Mutation SNP G A 6 12 c.2228C>T c.(2227-2229)GCT>GTT p.A743V

Pat_28 Post-Resistance SLC2A7 155184 37 1 9064917 9064917 Missense_Mutation SNP C T 10 7 c.1214G>A c.(1213-1215)AGG>AAG p.R405K

Pat_28 Post-Resistance KIF1B 23095 37 1 10356973 10356973 Missense_Mutation SNP G A 31 62 c.1880G>A c.(1879-1881)GGT>GAT p.G627D

Pat_28 Post-Resistance MASP2 10747 37 1 11097851 11097851 Missense_Mutation SNP G A 21 50 c.907C>T c.(907-909)CCG>TCG p.P303S

Pat_28 Post-Resistance PRAMEF1 65121 37 1 12856047 12856047 Missense_Mutation SNP G A 100 473 c.1327G>A c.(1327-1329)GAA>AAA p.E443K

Pat_28 Post-Resistance SPEN 23013 37 1 16199603 16199603 Missense_Mutation SNP G A 24 40 c.376G>A c.(376-378)GAA>AAA p.E126K

Pat_28 Post-Resistance ARHGEF19 128272 37 1 16528277 16528277 Missense_Mutation SNP C T 9 22 c.2146G>A c.(2146-2148)GAT>AAT p.D716N

Pat_28 Post-Resistance ARHGEF19 128272 37 1 16534552 16534552 Missense_Mutation SNP C T 12 24 c.581G>A c.(580-582)AGG>AAG p.R194K

Pat_28 Post-Resistance NBPF1 55672 37 1 16895655 16895655 Missense_Mutation SNP G A 17 369 c.2527C>T c.(2527-2529)CCT>TCT p.P843S

Pat_28 Post-Resistance MFAP2 4237 37 1 17304762 17304762 Missense_Mutation SNP C T 5 5 c.7G>A c.(7-9)GCT>ACT p.A3T

Pat_28 Post-Resistance TAS1R2 80834 37 1 19186064 19186064 Missense_Mutation SNP C A 36 46 c.91G>T c.(91-93)GGG>TGG p.G31W

Pat_28 Post-Resistance UBR4 23352 37 1 19412751 19412752 Missense_Mutation DNP GG AA 45 46 14700_14701CC>T698-14703)GGCCGG>GGT p.R4901W

Pat_28 Post-Resistance AKR7L 246181 37 1 19593864 19593864 Missense_Mutation SNP G A 23 25 c.926C>T c.(925-927)CCG>CTG p.P309L

Pat_28 Post-Resistance ALPL 249 37 1 21902301 21902301 Missense_Mutation SNP C T 84 128 c.1073C>T c.(1072-1074)GCC>GTC p.A358V

Pat_28 Post-Resistance ARID1A 8289 37 1 27099036 27099036 Missense_Mutation SNP G A 34 50 c.3452G>A c.(3451-3453)AGC>AAC p.S1151N

Pat_28 Post-Resistance WDTC1 23038 37 1 27631583 27631583 Missense_Mutation SNP G A 35 35 c.1735G>A c.(1735-1737)GAT>AAT p.D579N

Pat_28 Post-Resistance OPRD1 4985 37 1 29185531 29185531 Missense_Mutation SNP C T 60 99 c.293C>T c.(292-294)GCC>GTC p.A98V

Pat_28 Post-Resistance TINAGL1 64129 37 1 32049085 32049085 Missense_Mutation SNP C T 9 4 c.491C>T c.(490-492)GCC>GTC p.A164V

Pat_28 Post-Resistance TXLNA 200081 37 1 32646870 32646870 Missense_Mutation SNP G A 17 5 c.197G>A c.(196-198)GGG>GAG p.G66E

Pat_28 Post-Resistance PHC2 1912 37 1 33799887 33799887 Missense_Mutation SNP C T 43 16 c.1562G>A c.(1561-1563)GGG>GAG p.G521E

Pat_28 Post-Resistance CSMD2 114784 37 1 34174694 34174694 Missense_Mutation SNP G A 51 24 c.3451C>T c.(3451-3453)CTC>TTC p.L1151F

Pat_28 Post-Resistance KIAA0319L 79932 37 1 35972665 35972665 Missense_Mutation SNP G A 56 19 c.214C>T c.(214-216)CAC>TAC p.H72Y

Pat_28 Post-Resistance MKNK1 8569 37 1 47034147 47034147 Missense_Mutation SNP G A 46 96 c.640C>T c.(640-642)CCA>TCA p.P214S

Pat_28 Post-Resistance CYP4B1 1580 37 1 47279153 47279153 Splice_Site SNP G A 19 56 c.496_splice c.e5-1 p.D166_splice

Pat_28 Post-Resistance PDE4B 5142 37 1 66838245 66838245 Missense_Mutation SNP C T 21 4 c.2095C>T c.(2095-2097)CAC>TAC p.H699Y

Pat_28 Post-Resistance SGIP1 84251 37 1 67142777 67142777 Missense_Mutation SNP G A 41 16 c.737G>A c.(736-738)GGA>GAA p.G246E

Pat_28 Post-Resistance SGIP1 84251 37 1 67185024 67185024 Missense_Mutation SNP C T 35 11 c.1678C>T c.(1678-1680)CTC>TTC p.L560F

Pat_28 Post-Resistance ANKRD13C 81573 37 1 70766452 70766452 Missense_Mutation SNP G A 12 2 c.916C>T c.(916-918)CAT>TAT p.H306Y

Pat_28 Post-Resistance HIAT1 64645 37 1 100547727 100547727 Missense_Mutation SNP G A 17 8 c.1435G>A c.(1435-1437)GAG>AAG p.E479K

Pat_28 Post-Resistance KIAA1324 57535 37 1 109741221 109741221 Missense_Mutation SNP G A 20 9 c.2426G>A c.(2425-2427)AGT>AAT p.S809N

Pat_28 Post-Resistance PROK1 84432 37 1 110998950 110998950 Missense_Mutation SNP G A 19 6 c.295G>A c.(295-297)GAC>AAC p.D99N

Pat_28 Post-Resistance CSDE1 7812 37 1 115261341 115261341 Missense_Mutation SNP G A 38 16 c.2242C>T c.(2242-2244)CCT>TCT p.P748S

Pat_28 Post-Resistance CD2 914 37 1 117311211 117311211 Missense_Mutation SNP C T 24 114 c.862C>T c.(862-864)CAT>TAT p.H288Y

Pat_28 Post-Resistance CD2 914 37 1 117311310 117311310 Missense_Mutation SNP C T 89 289 c.961C>T c.(961-963)CAC>TAC p.H321Y



Pat_28 Post-Resistance MAN1A2 10905 37 1 118035827 118035827 Nonsense_Mutation SNP G A 51 257 c.1227G>A c.(1225-1227)TGG>TGA p.W409*

Pat_28 Post-Resistance SPAG17 200162 37 1 118634562 118634562 Missense_Mutation SNP G A 130 584 c.1237C>T c.(1237-1239)CCA>TCA p.P413S

Pat_28 Post-Resistance TBX15 6913 37 1 119427795 119427795 Missense_Mutation SNP G A 38 257 c.1051C>T c.(1051-1053)CCT>TCT p.P351S

Pat_28 Post-Resistance NOTCH2 4853 37 1 120463021 120463021 Splice_Site SNP C T 31 373 c.5311_splice c.e30-1 p.A1771_splice

Pat_28 Post-Resistance PDE4DIP 9659 37 1 144855760 144855760 Missense_Mutation SNP G A 9 146 c.6793C>T c.(6793-6795)CCT>TCT p.P2265S

Pat_28 Post-Resistance PDE4DIP 9659 37 1 144857675 144857675 Missense_Mutation SNP C T 55 561 c.6379G>A c.(6379-6381)GTC>ATC p.V2127I

Pat_28 Post-Resistance PDE4DIP 9659 37 1 144864232 144864232 Missense_Mutation SNP C T 30 550 c.5863G>A c.(5863-5865)GTG>ATG p.V1955M

Pat_28 Post-Resistance PDE4DIP 9659 37 1 145016012 145016012 Splice_Site SNP C T 13 368 c.77_splice c.e3-1 p.A26_splice

Pat_28 Post-Resistance HFE2 148738 37 1 145416623 145416623 Missense_Mutation SNP C T 39 35 c.968C>T c.(967-969)CCA>CTA p.P323L

Pat_28 Post-Resistance BCL9 607 37 1 147096332 147096332 Missense_Mutation SNP G A 21 59 c.3853G>A c.(3853-3855)GGA>AGA p.G1285R

Pat_28 Post-Resistance ADAMTSL4 54507 37 1 150526233 150526233 Nonsense_Mutation SNP C T 22 42 c.766C>T c.(766-768)CAG>TAG p.Q256*

Pat_28 Post-Resistance BNIPL 149428 37 1 151018642 151018642 Splice_Site SNP G A 18 46 c.1037_splice c.e9+1 p.Q346_splice

Pat_28 Post-Resistance POGZ 23126 37 1 151400368 151400368 Missense_Mutation SNP C T 21 39 c.1009G>A c.(1009-1011)GTG>ATG p.V337M

Pat_28 Post-Resistance LINGO4 339398 37 1 151773616 151773616 Missense_Mutation SNP G A 43 107 c.1565C>T c.(1564-1566)CCA>CTA p.P522L

Pat_28 Post-Resistance RPTN 126638 37 1 152128157 152128157 Missense_Mutation SNP G A 232 606 c.1418C>T c.(1417-1419)TCC>TTC p.S473F

Pat_28 Post-Resistance FLG 2312 37 1 152284826 152284826 Missense_Mutation SNP C T 189 520 c.2536G>A c.(2536-2538)GGG>AGG p.G846R

Pat_28 Post-Resistance S100A6 6277 37 1 153507231 153507231 Missense_Mutation SNP C T 32 70 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_28 Post-Resistance SLC27A3 11000 37 1 153751029 153751029 Missense_Mutation SNP G A 41 115 c.1588G>A c.(1588-1590)GGT>AGT p.G530S

Pat_28 Post-Resistance GATAD2B 57459 37 1 153792200 153792200 Missense_Mutation SNP C T 35 94 c.347G>A c.(346-348)CGA>CAA p.R116Q

Pat_28 Post-Resistance ATP8B2 57198 37 1 154315633 154315633 Missense_Mutation SNP G A 27 89 c.1597G>A c.(1597-1599)GTC>ATC p.V533I

Pat_28 Post-Resistance GBAP1 2630 37 1 155188242 155188242 Missense_Mutation SNP C T 118 351 c.56G>A c.(55-57)AGC>AAC p.S19N

Pat_28 Post-Resistance GON4L 54856 37 1 155742957 155742957 Missense_Mutation SNP C T 35 127 c.2395G>A c.(2395-2397)GCC>ACC p.A799T

Pat_28 Post-Resistance C1orf85 112770 37 1 156263364 156263364 Missense_Mutation SNP C T 19 66 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_28 Post-Resistance GPATCH4 54865 37 1 156567856 156567856 Missense_Mutation SNP G A 43 177 c.319C>T c.(319-321)CCC>TCC p.P107S

Pat_28 Post-Resistance ARHGEF11 9826 37 1 156907216 156907216 Missense_Mutation SNP C T 12 36 c.4145G>A c.(4144-4146)AGC>AAC p.S1382N

Pat_28 Post-Resistance OR10J3 441911 37 1 159283647 159283647 Missense_Mutation SNP G A 41 91 c.803C>T c.(802-804)TCC>TTC p.S268F

Pat_28 Post-Resistance COPA 1314 37 1 160265603 160265603 Missense_Mutation SNP G C 96 94 c.2399C>G c.(2398-2400)CCT>CGT p.P800R

Pat_28 Post-Resistance SLAMF7 57823 37 1 160718023 160718023 Missense_Mutation SNP C T 26 59 c.95C>T c.(94-96)TCC>TTC p.S32F

Pat_28 Post-Resistance SLAMF7 57823 37 1 160722024 160722024 Missense_Mutation SNP G A 22 43 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_28 Post-Resistance LY9 4063 37 1 160784219 160784219 Missense_Mutation SNP C T 30 31 c.740C>T c.(739-741)GCC>GTC p.A247V

Pat_28 Post-Resistance C1orf192 257177 37 1 161334780 161334780 Missense_Mutation SNP C T 29 82 c.509G>A c.(508-510)GGT>GAT p.G170D

Pat_28 Post-Resistance HSPA6 3310 37 1 161495508 161495508 Missense_Mutation SNP G A 14 27 c.1060G>A c.(1060-1062)GAC>AAC p.D354N

Pat_28 Post-Resistance CD247 919 37 1 167408600 167408600 Missense_Mutation SNP C T 35 88 c.200G>A c.(199-201)GGC>GAC p.G67D

Pat_28 Post-Resistance FMO2 2327 37 1 171165914 171165914 Missense_Mutation SNP C T 100 70 c.448C>T c.(448-450)CAC>TAC p.H150Y

Pat_28 Post-Resistance KLHL20 27252 37 1 173726202 173726202 Missense_Mutation SNP G A 87 169 c.1055G>A c.(1054-1056)AGC>AAC p.S352N

Pat_28 Post-Resistance DARS2 55157 37 1 173807354 173807354 Missense_Mutation SNP G A 99 86 c.797G>A c.(796-798)CGA>CAA p.R266Q

Pat_28 Post-Resistance ABL2 27 37 1 179077325 179077325 Missense_Mutation SNP G T 42 110 c.3077C>A c.(3076-3078)GCT>GAT p.A1026D

Pat_28 Post-Resistance XPR1 9213 37 1 180775291 180775291 Missense_Mutation SNP G C 64 149 c.541G>C c.(541-543)GAG>CAG p.E181Q

Pat_28 Post-Resistance DHX9 1660 37 1 182856439 182856439 Missense_Mutation SNP G A 20 35 c.3683G>A c.(3682-3684)GGC>GAC p.G1228D

Pat_28 Post-Resistance LAMC2 3918 37 1 183209211 183209211 Missense_Mutation SNP G A 25 93 c.3106G>A c.(3106-3108)GCA>ACA p.A1036T

Pat_28 Post-Resistance PRG4 10216 37 1 186277792 186277792 Missense_Mutation SNP C T 76 195 c.2941C>T c.(2941-2943)CTT>TTT p.L981F

Pat_28 Post-Resistance TPR 7175 37 1 186321233 186321233 Missense_Mutation SNP C T 25 65 c.2344G>A c.(2344-2346)GAA>AAA p.E782K

Pat_28 Post-Resistance TPR 7175 37 1 186329026 186329026 Missense_Mutation SNP C T 32 101 c.1294G>A c.(1294-1296)GCC>ACC p.A432T

Pat_28 Post-Resistance FAM5C 339479 37 1 190068128 190068128 Missense_Mutation SNP A C 25 17 c.1321T>G c.(1321-1323)TGC>GGC p.C441G

Pat_28 Post-Resistance F13B 2165 37 1 197024887 197024887 Missense_Mutation SNP G A 75 213 c.1312C>T c.(1312-1314)CGT>TGT p.R438C

Pat_28 Post-Resistance DENND1B 163486 37 1 197479747 197479747 Missense_Mutation SNP G A 53 121 c.2111C>T c.(2110-2112)TCG>TTG p.S704L

Pat_28 Post-Resistance PPFIA4 8497 37 1 203015116 203015116 Splice_Site SNP G A 100 192 c.1446_splice c.e12+1 p.Q482_splice



Pat_28 Post-Resistance CHIT1 1118 37 1 203186259 203186259 Missense_Mutation SNP G A 9 46 c.1159C>T c.(1159-1161)CTT>TTT p.L387F

Pat_28 Post-Resistance LAX1 54900 37 1 203743784 203743784 Missense_Mutation SNP G A 14 51 c.1172G>A c.(1171-1173)GGC>GAC p.G391D

Pat_28 Post-Resistance LRRN2 10446 37 1 204587559 204587559 Missense_Mutation SNP G A 9 25 c.1562C>T c.(1561-1563)CCA>CTA p.P521L

Pat_28 Post-Resistance CNTN2 6900 37 1 205036253 205036253 Missense_Mutation SNP C T 36 105 c.2000C>T c.(1999-2001)GCC>GTC p.A667V

Pat_28 Post-Resistance TMEM81 388730 37 1 205052995 205052995 Missense_Mutation SNP C T 31 79 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_28 Post-Resistance C4BPA 722 37 1 207307782 207307782 Missense_Mutation SNP G A 120 296 c.1118G>A c.(1117-1119)GGT>GAT p.G373D

Pat_28 Post-Resistance C4BPA 722 37 1 207318040 207318040 Missense_Mutation SNP C T 13 56 c.1772C>T c.(1771-1773)TCC>TTC p.S591F

Pat_28 Post-Resistance CR1 1378 37 1 207737275 207737275 Missense_Mutation SNP C T 84 183 c.2303C>T c.(2302-2304)CCC>CTC p.P768L

Pat_28 Post-Resistance C1orf107 27042 37 1 210014251 210014251 Missense_Mutation SNP G A 78 172 c.1336G>A c.(1336-1338)GAT>AAT p.D446N

Pat_28 Post-Resistance RCOR3 55758 37 1 211462676 211462676 Missense_Mutation SNP C T 36 88 c.703C>T c.(703-705)CCC>TCC p.P235S

Pat_28 Post-Resistance RPS6KC1 26750 37 1 213415395 213415395 Missense_Mutation SNP C T 64 154 c.2576C>T c.(2575-2577)ACT>ATT p.T859I

Pat_28 Post-Resistance PROX1 5629 37 1 214170398 214170398 Missense_Mutation SNP C T 44 113 c.520C>T c.(520-522)CGG>TGG p.R174W

Pat_28 Post-Resistance USH2A 7399 37 1 215847694 215847694 Missense_Mutation SNP C T 38 139 c.13559G>A c.(13558-13560)AGT>AAT p.S4520N

Pat_28 Post-Resistance USH2A 7399 37 1 216465706 216465706 Missense_Mutation SNP G A 11 37 c.1651C>T c.(1651-1653)CGC>TGC p.R551C

Pat_28 Post-Resistance ESRRG 2104 37 1 216850709 216850709 Missense_Mutation SNP A G 66 44 c.181T>C c.(181-183)TCT>CCT p.S61P

Pat_28 Post-Resistance MARK1 4139 37 1 220777480 220777480 Splice_Site SNP G A 48 108 c.495_splice c.e6+1 p.Q165_splice

Pat_28 Post-Resistance CAPN2 824 37 1 223946979 223946979 Missense_Mutation SNP G A 22 80 c.1325G>A c.(1324-1326)GGG>GAG p.G442E

Pat_28 Post-Resistance CDC42BPA 8476 37 1 227307504 227307504 Splice_Site SNP C T 6 35 c.1647_splice c.e12+1 p.K549_splice

Pat_28 Post-Resistance OBSCN 84033 37 1 228431084 228431084 Missense_Mutation SNP G A 18 36 c.3130G>A c.(3130-3132)GCA>ACA p.A1044T

Pat_28 Post-Resistance SIPA1L2 57568 37 1 232650854 232650854 Missense_Mutation SNP C T 55 152 c.232G>A c.(232-234)GCA>ACA p.A78T

Pat_28 Post-Resistance GPR137B 7107 37 1 236306136 236306136 Missense_Mutation SNP C T 15 50 c.214C>T c.(214-216)CAC>TAC p.H72Y

Pat_28 Post-Resistance RYR2 6262 37 1 237729896 237729896 Missense_Mutation SNP G A 26 23 c.3244G>A c.(3244-3246)GGG>AGG p.G1082R

Pat_28 Post-Resistance RYR2 6262 37 1 237944864 237944864 Splice_Site SNP G A 8 17 c.11881_splice c.e89-1 p.D3961_splice

Pat_28 Post-Resistance PLD5 200150 37 1 242271047 242271047 Missense_Mutation SNP C T 53 111 c.1165G>A c.(1165-1167)GAT>AAT p.D389N

Pat_28 Post-Resistance ZNF695 57116 37 1 247162670 247162670 Missense_Mutation SNP T A 32 133 c.239A>T c.(238-240)GAG>GTG p.E80V

Pat_28 Post-Resistance OR14C36 127066 37 1 248512866 248512866 Missense_Mutation SNP C T 44 146 c.790C>T c.(790-792)CCT>TCT p.P264S

Pat_28 Post-Resistance SH3BP5L 80851 37 1 249108722 249108722 Missense_Mutation SNP C T 20 50 c.463G>A c.(463-465)GAG>AAG p.E155K

Pat_28 Post-Resistance C10orf18 54906 37 10 5777482 5777482 Missense_Mutation SNP C T 38 80 c.1420C>T c.(1420-1422)CCC>TCC p.P474S

Pat_28 Post-Resistance FBXO18 84893 37 10 5948575 5948575 Missense_Mutation SNP G A 54 68 c.733G>A c.(733-735)GAG>AAG p.E245K

Pat_28 Post-Resistance CDC123 8872 37 10 12240757 12240757 Missense_Mutation SNP C T 40 56 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_28 Post-Resistance FAM171A1 221061 37 10 15262990 15262990 Missense_Mutation SNP G A 79 91 c.824C>T c.(823-825)GCC>GTC p.A275V

Pat_28 Post-Resistance CUBN 8029 37 10 16932487 16932487 Missense_Mutation SNP C T 66 90 c.8638G>A c.(8638-8640)GCC>ACC p.A2880T

Pat_28 Post-Resistance DNAJC1 64215 37 10 22171369 22171369 Splice_Site SNP C T 9 10 c.821_splice c.e8-1 p.K274_splice

Pat_28 Post-Resistance MYO3A 53904 37 10 26491957 26491957 Missense_Mutation SNP C T 30 33 c.4651C>T c.(4651-4653)CCA>TCA p.P1551S

Pat_28 Post-Resistance ARMC4 55130 37 10 28273151 28273151 Missense_Mutation SNP C T 79 104 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_28 Post-Resistance ZNF438 220929 37 10 31138079 31138079 Missense_Mutation SNP G A 11 19 c.1255C>T c.(1255-1257)CCC>TCC p.P419S

Pat_28 Post-Resistance ITGB1 3688 37 10 33199238 33199238 Missense_Mutation SNP C T 21 17 c.2077G>A c.(2077-2079)GAG>AAG p.E693K

Pat_28 Post-Resistance ANK3 288 37 10 61833910 61833910 Missense_Mutation SNP C G 74 22 c.6729G>C c.(6727-6729)GAG>GAC p.E2243D

Pat_28 Post-Resistance LRRTM3 347731 37 10 68686729 68686729 Missense_Mutation SNP G A 36 15 c.55G>A c.(55-57)GCC>ACC p.A19T

Pat_28 Post-Resistance CDH23 64072 37 10 73270727 73270727 Missense_Mutation SNP C T 35 15 c.305C>T c.(304-306)ACC>ATC p.T102I

Pat_28 Post-Resistance CDH23 64072 37 10 73550910 73550910 Missense_Mutation SNP G T 5 1 c.6071G>T c.(6070-6072)GGT>GTT p.G2024V

Pat_28 Post-Resistance SEC24C 9632 37 10 75526296 75526296 Missense_Mutation SNP C T 37 10 c.1796C>T c.(1795-1797)ACC>ATC p.T599I

Pat_28 Post-Resistance MYST4 23522 37 10 76788642 76788642 Missense_Mutation SNP G A 9 4 c.4060G>A c.(4060-4062)GAA>AAA p.E1354K

Pat_28 Post-Resistance SAMD8 142891 37 10 76910581 76910581 Missense_Mutation SNP C T 41 23 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_28 Post-Resistance PAPSS2 9060 37 10 89503399 89503399 Splice_Site SNP G A 40 16 c.1476_splice c.e10+1 p.E492_splice

Pat_28 Post-Resistance PANK1 53354 37 10 91353019 91353020 Missense_Mutation DNP GG AA 32 10 c.1545_1546CC>TT543-1548)GCCCGG>GCTT p.R516W

Pat_28 Post-Resistance NOC3L 64318 37 10 96114731 96114731 Missense_Mutation SNP G A 40 18 c.685C>T c.(685-687)CCA>TCA p.P229S



Pat_28 Post-Resistance WDR11 55717 37 10 122630712 122630712 Missense_Mutation SNP C T 64 24 c.1325C>T c.(1324-1326)CCC>CTC p.P442L

Pat_28 Post-Resistance TACC2 10579 37 10 123971094 123971094 Missense_Mutation SNP C T 53 21 c.7154C>T c.(7153-7155)TCT>TTT p.S2385F

Pat_28 Post-Resistance CPXM2 119587 37 10 125514202 125514202 Missense_Mutation SNP C T 57 35 c.1994G>A c.(1993-1995)GGC>GAC p.G665D

Pat_28 Post-Resistance ECHS1 1892 37 10 135184208 135184208 Missense_Mutation SNP C T 26 6 c.142G>A c.(142-144)GGG>AGG p.G48R

Pat_28 Post-Resistance EPS8L2 64787 37 11 726925 726925 Missense_Mutation SNP G A 10 10 c.2092G>A c.(2092-2094)GAA>AAA p.E698K

Pat_28 Post-Resistance MUC5B 727897 37 11 1252167 1252167 Missense_Mutation SNP C T 4 3 c.3449C>T c.(3448-3450)GCC>GTC p.A1150V

Pat_28 Post-Resistance SYT8 90019 37 11 1858028 1858028 Missense_Mutation SNP C T 15 21 c.769C>T c.(769-771)CCC>TCC p.P257S

Pat_28 Post-Resistance ART1 417 37 11 3681107 3681107 Missense_Mutation SNP G A 16 11 c.358G>A c.(358-360)GCC>ACC p.A120T

Pat_28 Post-Resistance ART1 417 37 11 3681464 3681464 Missense_Mutation SNP G A 39 44 c.715G>A c.(715-717)GAA>AAA p.E239K

Pat_28 Post-Resistance UBQLNL 143630 37 11 5536746 5536746 Missense_Mutation SNP G A 20 30 c.926C>T c.(925-927)TCA>TTA p.S309L

Pat_28 Post-Resistance OR2AG2 338755 37 11 6789807 6789807 Missense_Mutation SNP G A 15 44 c.382C>T c.(382-384)CAT>TAT p.H128Y

Pat_28 Post-Resistance OVCH2 341277 37 11 7723023 7723023 Splice_Site SNP C T 8 19 c.560_splice c.e6-1 p.G187_splice

Pat_28 Post-Resistance WEE1 7465 37 11 9603156 9603156 Missense_Mutation SNP C T 35 83 c.1219C>T c.(1219-1221)CTT>TTT p.L407F

Pat_28 Post-Resistance AMPD3 272 37 11 10500091 10500091 Missense_Mutation SNP G A 163 252 c.240G>A c.(238-240)ATG>ATA p.M80I

Pat_28 Post-Resistance CYP2R1 120227 37 11 14902114 14902114 Missense_Mutation SNP T G 53 69 c.568A>C c.(568-570)ATA>CTA p.I190L

Pat_28 Post-Resistance PLEKHA7 144100 37 11 16812638 16812638 Missense_Mutation SNP A T 21 46 c.2854T>A c.(2854-2856)TCT>ACT p.S952T

Pat_28 Post-Resistance BBOX1 8424 37 11 27077035 27077035 Missense_Mutation SNP C T 41 66 c.58C>T c.(58-60)CTC>TTC p.L20F

Pat_28 Post-Resistance KIF18A 81930 37 11 28090901 28090901 Missense_Mutation SNP C T 37 62 c.1495G>A c.(1495-1497)GAG>AAG p.E499K

Pat_28 Post-Resistance WT1 7490 37 11 32439177 32439177 Missense_Mutation SNP G A 29 60 c.896C>T c.(895-897)TCC>TTC p.S299F

Pat_28 Post-Resistance PDHX 8050 37 11 34953002 34953002 Missense_Mutation SNP G A 24 37 c.212G>A c.(211-213)GGA>GAA p.G71E

Pat_28 Post-Resistance SLC1A2 6506 37 11 35338938 35338938 Missense_Mutation SNP G A 20 23 c.143C>T c.(142-144)ACC>ATC p.T48I

Pat_28 Post-Resistance EXT2 2132 37 11 44148506 44148506 Splice_Site SNP G A 65 79 c.1079_splice c.e6+1 p.R360_splice

Pat_28 Post-Resistance LRP4 4038 37 11 46897070 46897070 Missense_Mutation SNP G A 36 51 c.3862C>T c.(3862-3864)CTC>TTC p.L1288F

Pat_28 Post-Resistance MADD 8567 37 11 47330241 47330241 Missense_Mutation SNP G A 12 14 c.3859G>A c.(3859-3861)GGA>AGA p.G1287R

Pat_28 Post-Resistance OR5T3 390154 37 11 56020000 56020000 Missense_Mutation SNP C T 59 115 c.325C>T c.(325-327)CCA>TCA p.P109S

Pat_28 Post-Resistance RTN4RL2 349667 37 11 57243840 57243840 Missense_Mutation SNP C T 5 9 c.719C>T c.(718-720)GCC>GTC p.A240V

Pat_28 Post-Resistance SMTNL1 219537 37 11 57310833 57310833 Missense_Mutation SNP G A 12 19 c.772G>A c.(772-774)GAT>AAT p.D258N

Pat_28 Post-Resistance FADS3 3995 37 11 61646912 61646912 Missense_Mutation SNP G A 7 12 c.394C>T c.(394-396)CCC>TCC p.P132S

Pat_28 Post-Resistance AHNAK 79026 37 11 62291855 62291855 Missense_Mutation SNP C T 17 30 c.10034G>A c.(10033-10035)GGC>GAC p.G3345D

Pat_28 Post-Resistance MTA2 9219 37 11 62365541 62365541 Missense_Mutation SNP C T 137 195 c.445G>A c.(445-447)GTT>ATT p.V149I

Pat_28 Post-Resistance RARRES3 5920 37 11 63313688 63313688 Missense_Mutation SNP C T 62 121 c.455C>T c.(454-456)TCT>TTT p.S152F

Pat_28 Post-Resistance ATG2A 23130 37 11 64678361 64678361 Missense_Mutation SNP G A 9 7 c.1532C>T c.(1531-1533)ACC>ATC p.T511I

Pat_28 Post-Resistance SIPA1 6494 37 11 65417916 65417916 Missense_Mutation SNP C T 26 34 c.2948C>T c.(2947-2949)TCC>TTC p.S983F

Pat_28 Post-Resistance BRMS1 25855 37 11 66107685 66107685 Splice_Site SNP C T 9 15 c.536_splice c.e7-1 p.E179_splice

Pat_28 Post-Resistance RBM4B 83759 37 11 66436559 66436559 Missense_Mutation SNP C T 33 54 c.616G>A c.(616-618)GGG>AGG p.G206R

Pat_28 Post-Resistance C2CD3 26005 37 11 73795952 73795952 Missense_Mutation SNP G A 37 65 c.3974C>T c.(3973-3975)ACA>ATA p.T1325I

Pat_28 Post-Resistance ODZ4 26011 37 11 78437183 78437183 Missense_Mutation SNP T A 73 286 c.3491A>T c.(3490-3492)GAC>GTC p.D1164V

Pat_28 Post-Resistance PCF11 51585 37 11 82880547 82880547 Missense_Mutation SNP G A 16 31 c.3170G>A c.(3169-3171)GGT>GAT p.G1057D

Pat_28 Post-Resistance PCF11 51585 37 11 82895760 82895760 Missense_Mutation SNP C T 56 106 c.4492C>T c.(4492-4494)CCA>TCA p.P1498S

Pat_28 Post-Resistance SYTL2 54843 37 11 85459318 85459318 Missense_Mutation SNP C T 70 106 c.250G>A c.(250-252)GCA>ACA p.A84T

Pat_28 Post-Resistance PANX1 24145 37 11 93911643 93911643 Missense_Mutation SNP G A 36 55 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_28 Post-Resistance CNTN5 53942 37 11 100170018 100170018 Missense_Mutation SNP G A 32 38 c.2510G>A c.(2509-2511)CGA>CAA p.R837Q

Pat_28 Post-Resistance MMP3 4314 37 11 102706936 102706936 Missense_Mutation SNP C T 49 70 c.1355G>A c.(1354-1356)GGA>GAA p.G452E

Pat_28 Post-Resistance DYNC2H1 79659 37 11 103349887 103349887 Missense_Mutation SNP G A 54 94 c.12830G>A c.(12829-12831)AGG>AAG p.R4277K

Pat_28 Post-Resistance PAFAH1B2 5049 37 11 117023157 117023157 Translation_Start_Site SNP G A 23 38 c.-6G>A c.(-8--4)CAGTG>CAATG

Pat_28 Post-Resistance SIDT2 51092 37 11 117063322 117063322 Missense_Mutation SNP C T 43 81 c.2014C>T c.(2014-2016)CTC>TTC p.L672F

Pat_28 Post-Resistance DSCAML1 57453 37 11 117376258 117376258 Missense_Mutation SNP C T 20 40 c.2153G>A c.(2152-2154)AGC>AAC p.S718N



Pat_28 Post-Resistance CD3G 917 37 11 118221377 118221377 Missense_Mutation SNP G A 47 74 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_28 Post-Resistance ARHGEF12 23365 37 11 120347935 120347935 Missense_Mutation SNP G A 26 34 c.3373G>A c.(3373-3375)GAC>AAC p.D1125N

Pat_28 Post-Resistance TECTA 7007 37 11 121008594 121008594 Missense_Mutation SNP G A 19 25 c.3406G>A c.(3406-3408)GAC>AAC p.D1136N

Pat_28 Post-Resistance C11orf63 79864 37 11 122830118 122830118 Missense_Mutation SNP G A 47 51 c.2302G>A c.(2302-2304)GCT>ACT p.A768T

Pat_28 Post-Resistance FKBP4 2288 37 12 2912344 2912344 Missense_Mutation SNP C T 4 37 c.1300C>T c.(1300-1302)CAT>TAT p.H434Y

Pat_28 Post-Resistance TULP3 7289 37 12 3039467 3039467 Missense_Mutation SNP G A 15 70 c.448G>A c.(448-450)GCA>ACA p.A150T

Pat_28 Post-Resistance ANO2 57101 37 12 5848526 5848526 Missense_Mutation SNP C T 13 7 c.1379G>A c.(1378-1380)CGA>CAA p.R460Q

Pat_28 Post-Resistance NOP2 4839 37 12 6666256 6666256 Missense_Mutation SNP T C 13 69 c.2330A>G c.(2329-2331)CAG>CGG p.Q777R

Pat_28 Post-Resistance LEPREL2 10536 37 12 6946928 6946928 Missense_Mutation SNP C T 8 26 c.1744C>T c.(1744-1746)CCA>TCA p.P582S

Pat_28 Post-Resistance C1S 716 37 12 7170231 7170231 Missense_Mutation SNP G A 19 106 c.251G>A c.(250-252)GGA>GAA p.G84E

Pat_28 Post-Resistance CD163 9332 37 12 7635975 7635975 Missense_Mutation SNP C T 17 74 c.3076G>A c.(3076-3078)GTG>ATG p.V1026M

Pat_28 Post-Resistance CD163 9332 37 12 7636043 7636043 Missense_Mutation SNP G A 108 45 c.3008C>T c.(3007-3009)TCT>TTT p.S1003F

Pat_28 Post-Resistance FAM90A1 55138 37 12 8374615 8374615 Missense_Mutation SNP C T 5 36 c.1198G>A c.(1198-1200)GAA>AAA p.E400K

Pat_28 Post-Resistance A2ML1 144568 37 12 9013531 9013531 Missense_Mutation SNP G A 62 256 c.3319G>A c.(3319-3321)GAG>AAG p.E1107K

Pat_28 Post-Resistance PHC1 1911 37 12 9087072 9087072 Missense_Mutation SNP C T 12 81 c.2251C>T c.(2251-2253)CCG>TCG p.P751S

Pat_28 Post-Resistance PRB1 5542 37 12 11506808 11506808 Missense_Mutation SNP G A 63 522 c.229C>T c.(229-231)CCA>TCA p.P77S

Pat_28 Post-Resistance LRP6 4040 37 12 12318165 12318165 Missense_Mutation SNP C T 103 384 c.1610G>A c.(1609-1611)GGA>GAA p.G537E

Pat_28 Post-Resistance MANSC1 54682 37 12 12483659 12483659 Missense_Mutation SNP C T 17 56 c.598G>A c.(598-600)GAA>AAA p.E200K

Pat_28 Post-Resistance PLBD1 79887 37 12 14659915 14659915 Missense_Mutation SNP C T 63 262 c.1324G>A c.(1324-1326)GGG>AGG p.G442R

Pat_28 Post-Resistance GUCY2C 2984 37 12 14794136 14794136 Missense_Mutation SNP C T 38 188 c.1948G>A c.(1948-1950)GAG>AAG p.E650K

Pat_28 Post-Resistance PLEKHA5 54477 37 12 19282804 19282804 Missense_Mutation SNP G A 9 47 c.71G>A c.(70-72)GGC>GAC p.G24D

Pat_28 Post-Resistance PLEKHA5 54477 37 12 19519010 19519010 Missense_Mutation SNP C T 22 113 c.3223C>T c.(3223-3225)CCT>TCT p.P1075S

Pat_28 Post-Resistance SLCO1A2 6579 37 12 21453476 21453476 Missense_Mutation SNP G A 22 72 c.716C>T c.(715-717)ACT>ATT p.T239I

Pat_28 Post-Resistance ETNK1 55500 37 12 22778273 22778273 Missense_Mutation SNP G A 3 14 c.176G>A c.(175-177)GGG>GAG p.G59E

Pat_28 Post-Resistance BCAT1 586 37 12 25047302 25047302 Nonsense_Mutation SNP C T 19 57 c.186G>A c.(184-186)TGG>TGA p.W62*

Pat_28 Post-Resistance MED21 9412 37 12 27180324 27180324 Missense_Mutation SNP G A 89 354 c.202G>A c.(202-204)GAC>AAC p.D68N

Pat_28 Post-Resistance PPFIBP1 8496 37 12 27813843 27813843 Missense_Mutation SNP G A 12 70 c.931G>A c.(931-933)GCT>ACT p.A311T

Pat_28 Post-Resistance PTHLH 5744 37 12 28116518 28116518 Missense_Mutation SNP C T 58 274 c.287G>A c.(286-288)GGG>GAG p.G96E

Pat_28 Post-Resistance CAPRIN2 65981 37 12 30881703 30881703 Missense_Mutation SNP C T 89 344 c.1661G>A c.(1660-1662)AGT>AAT p.S554N

Pat_28 Post-Resistance CNTN1 1272 37 12 41463763 41463763 Missense_Mutation SNP G A 9 174 c.2983G>A c.(2983-2985)GCA>ACA p.A995T

Pat_28 Post-Resistance NELL2 4753 37 12 44926412 44926412 Missense_Mutation SNP C T 119 179 c.1756G>A c.(1756-1758)GGC>AGC p.G586S

Pat_28 Post-Resistance C12orf54 121273 37 12 48888714 48888714 Missense_Mutation SNP G A 66 107 c.376G>A c.(376-378)GGA>AGA p.G126R

Pat_28 Post-Resistance SLC4A8 9498 37 12 51879622 51879622 Missense_Mutation SNP G A 58 90 c.2224G>A c.(2224-2226)GTG>ATG p.V742M

Pat_28 Post-Resistance SCN8A 6334 37 12 52100398 52100399 Missense_Mutation DNP CC TT 3 8 c.1534_1535CC>TTc.(1534-1536)CCC>TTC p.P512F

Pat_28 Post-Resistance ACVR1B 91 37 12 52377866 52377866 Missense_Mutation SNP G A 21 55 c.895G>A c.(895-897)GTG>ATG p.V299M

Pat_28 Post-Resistance KRT80 144501 37 12 52565292 52565292 Missense_Mutation SNP C T 9 7 c.1249G>A c.(1249-1251)GGC>AGC p.G417S

Pat_28 Post-Resistance TARBP2 6895 37 12 53895854 53895854 Missense_Mutation SNP G A 36 68 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_28 Post-Resistance RDH16 8608 37 12 57345908 57345908 Missense_Mutation SNP C T 27 34 c.859G>A c.(859-861)GCC>ACC p.A287T

Pat_28 Post-Resistance MYO1A 4640 37 12 57431340 57431340 Missense_Mutation SNP G A 189 309 c.2047C>T c.(2047-2049)CCC>TCC p.P683S

Pat_28 Post-Resistance LRP1 4035 37 12 57535237 57535237 Missense_Mutation SNP C T 17 27 c.271C>T c.(271-273)CTC>TTC p.L91F

Pat_28 Post-Resistance LRIG3 121227 37 12 59274590 59274590 Missense_Mutation SNP C T 128 137 c.1574G>A c.(1573-1575)AGC>AAC p.S525N

Pat_28 Post-Resistance SRGAP1 57522 37 12 64521485 64521485 Missense_Mutation SNP C T 22 28 c.2521C>T c.(2521-2523)CCT>TCT p.P841S

Pat_28 Post-Resistance PTPRR 5801 37 12 71054727 71054727 Missense_Mutation SNP G A 22 27 c.1759C>T c.(1759-1761)CAC>TAC p.H587Y

Pat_28 Post-Resistance TRHDE 29953 37 12 73012738 73012738 Missense_Mutation SNP C T 36 59 c.2254C>T c.(2254-2256)CTT>TTT p.L752F

Pat_28 Post-Resistance ACSS3 79611 37 12 81536896 81536896 Missense_Mutation SNP C T 24 39 c.791C>T c.(790-792)CCT>CTT p.P264L

Pat_28 Post-Resistance C12orf50 160419 37 12 88390385 88390385 Missense_Mutation SNP C T 18 34 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_28 Post-Resistance CCDC41 51134 37 12 94725579 94725579 Nonsense_Mutation SNP C T 52 96 c.1604G>A c.(1603-1605)TGG>TAG p.W535*



Pat_28 Post-Resistance HAL 3034 37 12 96384204 96384204 Nonsense_Mutation SNP C T 62 86 c.822G>A c.(820-822)TGG>TGA p.W274*

Pat_28 Post-Resistance BTBD11 121551 37 12 108013921 108013921 Missense_Mutation SNP G A 32 62 c.2611G>A c.(2611-2613)GAG>AAG p.E871K

Pat_28 Post-Resistance C12orf51 283450 37 12 112697046 112697046 Missense_Mutation SNP G A 22 28 c.1601C>T c.(1600-1602)ACT>ATT p.T534I

Pat_28 Post-Resistance MSI1 4440 37 12 120806035 120806035 Missense_Mutation SNP C T 4 7 c.142G>A c.(142-144)GAG>AAG p.E48K

Pat_28 Post-Resistance KDM2B 84678 37 12 121880111 121880111 Missense_Mutation SNP G A 13 17 c.3133C>T c.(3133-3135)CCA>TCA p.P1045S

Pat_28 Post-Resistance B3GNT4 79369 37 12 122690928 122690928 Missense_Mutation SNP G A 24 33 c.130G>A c.(130-132)GGC>AGC p.G44S

Pat_28 Post-Resistance SBNO1 55206 37 12 123789220 123789220 Missense_Mutation SNP G A 12 23 c.3677C>T c.(3676-3678)CCT>CTT p.P1226L

Pat_28 Post-Resistance GPR133 283383 37 12 131476909 131476909 Missense_Mutation SNP C T 5 141 c.938C>T c.(937-939)TCG>TTG p.S313L

Pat_28 Post-Resistance EP400 57634 37 12 132546772 132546772 Nonsense_Mutation SNP C T 35 61 c.8002C>T c.(8002-8004)CGA>TGA p.R2668*

Pat_28 Post-Resistance DDX51 317781 37 12 132625058 132625058 Missense_Mutation SNP C T 14 23 c.1583G>A c.(1582-1584)GGG>GAG p.G528E

Pat_28 Post-Resistance PARP4 143 37 13 25009030 25009030 Missense_Mutation SNP G A 21 43 c.4249C>T c.(4249-4251)CCT>TCT p.P1417S

Pat_28 Post-Resistance MTUS2 23281 37 13 29599727 29599727 Missense_Mutation SNP G A 16 35 c.922G>A c.(922-924)GAA>AAA p.E308K

Pat_28 Post-Resistance SLC7A1 6541 37 13 30091417 30091417 Missense_Mutation SNP G A 22 10 c.1541C>T c.(1540-1542)ACC>ATC p.T514I

Pat_28 Post-Resistance NBEA 26960 37 13 36046651 36046651 Missense_Mutation SNP C T 27 68 c.6563C>T c.(6562-6564)GCC>GTC p.A2188V

Pat_28 Post-Resistance FAM48A 55578 37 13 37598261 37598261 Missense_Mutation SNP G A 48 122 c.1502C>T c.(1501-1503)CCA>CTA p.P501L

Pat_28 Post-Resistance KIAA0564 23078 37 13 42358022 42358022 Missense_Mutation SNP C T 44 140 c.2186G>A c.(2185-2187)GGA>GAA p.G729E

Pat_28 Post-Resistance ENOX1 55068 37 13 43896613 43896613 Nonsense_Mutation SNP G A 32 80 c.1168C>T c.(1168-1170)CAG>TAG p.Q390*

Pat_28 Post-Resistance TSC22D1 8848 37 13 45148787 45148787 Missense_Mutation SNP C T 79 203 c.1424G>A c.(1423-1425)AGC>AAC p.S475N

Pat_28 Post-Resistance COG3 83548 37 13 46057384 46057384 Missense_Mutation SNP C T 17 41 c.737C>T c.(736-738)CCC>CTC p.P246L

Pat_28 Post-Resistance CPB2 1361 37 13 46632381 46632381 Missense_Mutation SNP G A 162 355 c.932C>T c.(931-933)TCA>TTA p.S311L

Pat_28 Post-Resistance CDADC1 81602 37 13 49841965 49841965 Missense_Mutation SNP C T 13 36 c.770C>T c.(769-771)ACT>ATT p.T257I

Pat_28 Post-Resistance KCNRG 283518 37 13 50594432 50594432 Missense_Mutation SNP G A 27 86 c.661G>A c.(661-663)GAA>AAA p.E221K

Pat_28 Post-Resistance FAM10A4 145165 37 13 50746472 50746472 Missense_Mutation SNP G A 12 42 c.248G>A c.(247-249)GGT>GAT p.G83D

Pat_28 Post-Resistance DIAPH3 81624 37 13 60737836 60737836 Missense_Mutation SNP G A 4 15 c.65C>T c.(64-66)CCT>CTT p.P22L

Pat_28 Post-Resistance DACH1 1602 37 13 72440816 72440816 Missense_Mutation SNP G A 6 24 c.92C>T c.(91-93)ACC>ATC p.T31I

Pat_28 Post-Resistance TBC1D4 9882 37 13 76055733 76055733 Nonsense_Mutation SNP C T 8 14 c.171G>A c.(169-171)TGG>TGA p.W57*

Pat_28 Post-Resistance LMO7 4008 37 13 76397878 76397878 Missense_Mutation SNP C T 25 116 c.2119C>T c.(2119-2121)CCC>TCC p.P707S

Pat_28 Post-Resistance MYCBP2 23077 37 13 77732175 77732175 Missense_Mutation SNP C T 46 133 c.6553G>A c.(6553-6555)GCA>ACA p.A2185T

Pat_28 Post-Resistance DCT 1638 37 13 95131491 95131491 Missense_Mutation SNP C T 13 48 c.19G>A c.(19-21)GGG>AGG p.G7R

Pat_28 Post-Resistance TM9SF2 9375 37 13 100153939 100153939 Missense_Mutation SNP G A 27 50 c.79G>A c.(79-81)GTT>ATT p.V27I

Pat_28 Post-Resistance UPF3A 65110 37 13 115051782 115051782 Missense_Mutation SNP G A 35 69 c.427G>A c.(427-429)GAA>AAA p.E143K

Pat_28 Post-Resistance RNASE11 122651 37 14 21052549 21052549 Missense_Mutation SNP C T 55 140 c.85G>A c.(85-87)GAA>AAA p.E29K

Pat_28 Post-Resistance RNASE2 6036 37 14 21424315 21424315 Missense_Mutation SNP C T 55 143 c.385C>T c.(385-387)CCA>TCA p.P129S

Pat_28 Post-Resistance RAB2B 84932 37 14 21930517 21930517 Missense_Mutation SNP G A 46 155 c.535C>T c.(535-537)CAC>TAC p.H179Y

Pat_28 Post-Resistance SALL2 6297 37 14 21992135 21992135 Missense_Mutation SNP G A 26 37 c.1727C>T c.(1726-1728)CCC>CTC p.P576L

Pat_28 Post-Resistance LRP10 26020 37 14 23346554 23346554 Missense_Mutation SNP G A 67 123 c.1960G>A c.(1960-1962)GTG>ATG p.V654M

Pat_28 Post-Resistance LRRC16B 90668 37 14 24524817 24524817 Missense_Mutation SNP A G 44 150 c.671A>G c.(670-672)GAC>GGC p.D224G

Pat_28 Post-Resistance TM9SF1 10548 37 14 24662189 24662189 Missense_Mutation SNP G A 11 33 c.632C>T c.(631-633)ACT>ATT p.T211I

Pat_28 Post-Resistance LTB4R2 56413 37 14 24779959 24779959 Missense_Mutation SNP C T 22 48 c.182C>T c.(181-183)GCG>GTG p.A61V

Pat_28 Post-Resistance NYNRIN 57523 37 14 24868469 24868469 Missense_Mutation SNP G A 16 37 c.17G>A c.(16-18)GGC>GAC p.G6D

Pat_28 Post-Resistance RALGAPA1 253959 37 14 36096557 36096557 Missense_Mutation SNP G A 42 127 c.5078C>T c.(5077-5079)CCT>CTT p.P1693L

Pat_28 Post-Resistance FOXA1 3169 37 14 38061750 38061750 Missense_Mutation SNP C T 21 58 c.239G>A c.(238-240)GGC>GAC p.G80D

Pat_28 Post-Resistance SEC23A 10484 37 14 39514375 39514375 Missense_Mutation SNP G A 54 148 c.1891C>T c.(1891-1893)CCA>TCA p.P631S

Pat_28 Post-Resistance CTAGE5 4253 37 14 39772681 39772681 Splice_Site SNP G A 54 139 c.917_splice c.e11-1 p.D306_splice

Pat_28 Post-Resistance PRPF39 55015 37 14 45577693 45577693 Missense_Mutation SNP G A 43 108 c.979G>A c.(979-981)GAA>AAA p.E327K

Pat_28 Post-Resistance RPL36AL 6166 37 14 50085608 50085608 Missense_Mutation SNP C T 117 287 c.215G>A c.(214-216)TGT>TAT p.C72Y

Pat_28 Post-Resistance ATP5S 27109 37 14 50788309 50788309 Missense_Mutation SNP A T 55 36 c.149A>T c.(148-150)AAT>ATT p.N50I



Pat_28 Post-Resistance SAV1 60485 37 14 51111627 51111627 Missense_Mutation SNP C T 49 141 c.641G>A c.(640-642)AGA>AAA p.R214K

Pat_28 Post-Resistance NID2 22795 37 14 52508877 52508877 Missense_Mutation SNP C T 74 177 c.1771G>A c.(1771-1773)GGC>AGC p.G591S

Pat_28 Post-Resistance NID2 22795 37 14 52534788 52534788 Missense_Mutation SNP G A 12 25 c.322C>T c.(322-324)CCT>TCT p.P108S

Pat_28 Post-Resistance GPR137C 283554 37 14 53101727 53101727 Missense_Mutation SNP C T 40 134 c.1184C>T c.(1183-1185)ACT>ATT p.T395I

Pat_28 Post-Resistance KIAA0586 9786 37 14 58937442 58937442 Splice_Site SNP G A 11 50 c.2325_splice c.e16+1 p.K775_splice

Pat_28 Post-Resistance SYNE2 23224 37 14 64532207 64532207 Missense_Mutation SNP C T 48 123 c.10270C>T c.(10270-10272)CTT>TTT p.L3424F

Pat_28 Post-Resistance SYNE2 23224 37 14 64588803 64588803 Missense_Mutation SNP C T 31 75 c.13232C>T c.(13231-13233)CCC>CTC p.P4411L

Pat_28 Post-Resistance C14orf50 145376 37 14 65053913 65053913 Missense_Mutation SNP C T 15 44 c.713C>T c.(712-714)TCC>TTC p.S238F

Pat_28 Post-Resistance PLEKHH1 57475 37 14 68028985 68028985 Missense_Mutation SNP G A 3 8 c.637G>A c.(637-639)GCA>ACA p.A213T

Pat_28 Post-Resistance ZFYVE26 23503 37 14 68220930 68220930 Splice_Site SNP C A 8 240 c.6987_splice c.e38-1 p.R2329_splice

Pat_28 Post-Resistance ZFYVE26 23503 37 14 68265160 68265161 Missense_Mutation DNP CC TT 29 19 .1818_1819GG>AA816-1821)GAGGGG>GAAA p.G607R

Pat_28 Post-Resistance DNAL1 83544 37 14 74125550 74125550 Missense_Mutation SNP G A 24 84 c.43G>A c.(43-45)GAA>AAA p.E15K

Pat_28 Post-Resistance C14orf115 55237 37 14 74823727 74823727 Missense_Mutation SNP G A 16 48 c.241G>A c.(241-243)GGG>AGG p.G81R

Pat_28 Post-Resistance C14orf1 11161 37 14 76121320 76121320 Splice_Site SNP C T 88 211 c.134_splice c.e3-1 p.V45_splice

Pat_28 Post-Resistance EML5 161436 37 14 89083215 89083215 Missense_Mutation SNP C T 33 85 c.5651G>A c.(5650-5652)GGA>GAA p.G1884E

Pat_28 Post-Resistance C14orf102 55051 37 14 90769076 90769076 Missense_Mutation SNP C T 22 47 c.1399G>A c.(1399-1401)GAG>AAG p.E467K

Pat_28 Post-Resistance TRIP11 9321 37 14 92469971 92469971 Missense_Mutation SNP C T 41 116 c.4349G>A c.(4348-4350)AGA>AAA p.R1450K

Pat_28 Post-Resistance KIAA1409 57578 37 14 94063753 94063753 Missense_Mutation SNP C T 68 187 c.2708C>T c.(2707-2709)ACC>ATC p.T903I

Pat_28 Post-Resistance DICER1 23405 37 14 95573996 95573996 Missense_Mutation SNP G A 37 115 c.2753C>T c.(2752-2754)ACA>ATA p.T918I

Pat_28 Post-Resistance BDKRB1 623 37 14 96730461 96730461 Nonsense_Mutation SNP C T 20 49 c.442C>T c.(442-444)CAG>TAG p.Q148*

Pat_28 Post-Resistance HSP90AA1 3320 37 14 102605629 102605629 Missense_Mutation SNP G A 26 54 c.113C>T c.(112-114)CCA>CTA p.P38L

Pat_28 Post-Resistance RAGE 5891 37 14 102698043 102698043 Splice_Site SNP C T 131 334 c.981_splice c.e10+1 p.Q327_splice

Pat_28 Post-Resistance ZNF839 55778 37 14 102793076 102793076 Missense_Mutation SNP C T 7 18 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_28 Post-Resistance RCOR1 23186 37 14 103187413 103187413 Missense_Mutation SNP C T 81 223 c.1114C>T c.(1114-1116)CTT>TTT p.L372F

Pat_28 Post-Resistance CDC42BPB 9578 37 14 103420938 103420938 Splice_Site SNP C T 11 36 c.2988_splice c.e22+1 p.E996_splice

Pat_28 Post-Resistance AHNAK2 113146 37 14 105415040 105415040 Missense_Mutation SNP C T 32 106 c.6748G>A c.(6748-6750)GAC>AAC p.D2250N

Pat_28 Post-Resistance OR4M2 390538 37 15 22368861 22368861 Missense_Mutation SNP G A 37 204 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_28 Post-Resistance C15orf2 23742 37 15 24924252 24924252 Missense_Mutation SNP G A 30 55 c.3238G>A c.(3238-3240)GGA>AGA p.G1080R

Pat_28 Post-Resistance RYR3 6263 37 15 33955831 33955831 Nonsense_Mutation SNP C T 5 19 c.5512C>T c.(5512-5514)CAG>TAG p.Q1838*

Pat_28 Post-Resistance SPRED1 161742 37 15 38643504 38643504 Missense_Mutation SNP G A 30 37 c.974G>A c.(973-975)CGA>CAA p.R325Q

Pat_28 Post-Resistance INO80 54617 37 15 41277593 41277593 Missense_Mutation SNP C A 50 78 c.3864G>T c.(3862-3864)CAG>CAT p.Q1288H

Pat_28 Post-Resistance MAPKBP1 23005 37 15 42110227 42110227 Missense_Mutation SNP G A 87 123 c.1943G>A c.(1942-1944)GGA>GAA p.G648E

Pat_28 Post-Resistance ZFP106 64397 37 15 42717193 42717193 Missense_Mutation SNP G A 44 45 c.4960C>T c.(4960-4962)CAT>TAT p.H1654Y

Pat_28 Post-Resistance TUBGCP4 27229 37 15 43678070 43678070 Missense_Mutation SNP C T 24 44 c.805C>T c.(805-807)CCA>TCA p.P269S

Pat_28 Post-Resistance CATSPER2 117155 37 15 43940142 43940142 Missense_Mutation SNP G T 6 146 c.118C>A c.(118-120)CCG>ACG p.P40T

Pat_28 Post-Resistance SPG11 80208 37 15 44888417 44888417 Missense_Mutation SNP C T 66 83 c.4298G>A c.(4297-4299)GGA>GAA p.G1433E

Pat_28 Post-Resistance DUOX1 53905 37 15 45444694 45444694 Missense_Mutation SNP C T 19 32 c.3404C>T c.(3403-3405)TCC>TTC p.S1135F

Pat_28 Post-Resistance SLC27A2 11001 37 15 50521152 50521152 Missense_Mutation SNP G A 30 59 c.1468G>A c.(1468-1470)GAA>AAA p.E490K

Pat_28 Post-Resistance GABPB1 2553 37 15 50596219 50596219 Missense_Mutation SNP G A 69 97 c.220C>T c.(220-222)CCA>TCA p.P74S

Pat_28 Post-Resistance GLDN 342035 37 15 51669649 51669649 Nonsense_Mutation SNP C T 35 39 c.367C>T c.(367-369)CGA>TGA p.R123*

Pat_28 Post-Resistance PRTG 283659 37 15 55916646 55916646 Missense_Mutation SNP G A 39 34 c.2987C>T c.(2986-2988)GCC>GTC p.A996V

Pat_28 Post-Resistance ZNF280D 54816 37 15 56946646 56946646 Missense_Mutation SNP C T 43 68 c.2113G>A c.(2113-2115)GAT>AAT p.D705N

Pat_28 Post-Resistance ZNF280D 54816 37 15 56981518 56981518 Missense_Mutation SNP G A 48 93 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_28 Post-Resistance SLTM 79811 37 15 59179711 59179711 Missense_Mutation SNP C T 27 48 c.2404G>A c.(2404-2406)GGG>AGG p.G802R

Pat_28 Post-Resistance HERC1 8925 37 15 63922787 63922787 Missense_Mutation SNP G A 75 107 c.12844C>T c.(12844-12846)CCG>TCG p.P4282S

Pat_28 Post-Resistance HERC1 8925 37 15 63967129 63967129 Missense_Mutation SNP G A 61 88 c.7258C>T c.(7258-7260)CAT>TAT p.H2420Y

Pat_28 Post-Resistance MAP2K1 5604 37 15 66735639 66735639 Missense_Mutation SNP G A 44 65 c.460G>A c.(460-462)GTC>ATC p.V154I



Pat_28 Post-Resistance LCTL 197021 37 15 66845518 66845518 Missense_Mutation SNP C T 88 156 c.1001G>A c.(1000-1002)GGC>GAC p.G334D

Pat_28 Post-Resistance PKM2 5315 37 15 72500969 72500969 Missense_Mutation SNP C T 32 51 c.829G>A c.(829-831)GTT>ATT p.V277I

Pat_28 Post-Resistance CELF6 60677 37 15 72612113 72612113 Missense_Mutation SNP C T 3 6 c.103G>A c.(103-105)GGT>AGT p.G35S

Pat_28 Post-Resistance NEO1 4756 37 15 73414991 73414991 Missense_Mutation SNP C T 62 109 c.574C>T c.(574-576)CTT>TTT p.L192F

Pat_28 Post-Resistance EDC3 80153 37 15 74925035 74925035 Missense_Mutation SNP G A 42 59 c.1445C>T c.(1444-1446)CCC>CTC p.P482L

Pat_28 Post-Resistance C15orf27 123591 37 15 76430187 76430187 Missense_Mutation SNP G A 27 41 c.178G>A c.(178-180)GCG>ACG p.A60T

Pat_28 Post-Resistance SH2D7 646892 37 15 78393670 78393670 Missense_Mutation SNP C T 4 7 c.1075C>T c.(1075-1077)CTC>TTC p.L359F

Pat_28 Post-Resistance RASGRF1 5923 37 15 79317768 79317768 Missense_Mutation SNP C T 24 34 c.1430G>A c.(1429-1431)GGG>GAG p.G477E

Pat_28 Post-Resistance ADAMTSL3 57188 37 15 84651298 84651298 Missense_Mutation SNP C T 57 73 c.2918C>T c.(2917-2919)GCT>GTT p.A973V

Pat_28 Post-Resistance ZNF592 9640 37 15 85327998 85327998 Missense_Mutation SNP C T 39 57 c.2092C>T c.(2092-2094)CCA>TCA p.P698S

Pat_28 Post-Resistance AKAP13 11214 37 15 86129008 86129008 Missense_Mutation SNP G A 52 65 c.4115G>A c.(4114-4116)AGC>AAC p.S1372N

Pat_28 Post-Resistance DET1 55070 37 15 89074920 89074920 Missense_Mutation SNP G A 28 35 c.17C>T c.(16-18)TCT>TTT p.S6F

Pat_28 Post-Resistance IDH2 3418 37 15 90630349 90630349 Missense_Mutation SNP G A 42 64 c.962C>T c.(961-963)GCC>GTC p.A321V

Pat_28 Post-Resistance IQGAP1 8826 37 15 91020018 91020018 Missense_Mutation SNP G A 57 82 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_28 Post-Resistance CLCN7 1186 37 16 1498984 1498984 Missense_Mutation SNP C T 10 21 c.1780G>A c.(1780-1782)GGC>AGC p.G594S

Pat_28 Post-Resistance TSC2 7249 37 16 2115539 2115539 Missense_Mutation SNP C T 69 103 c.1619C>T c.(1618-1620)TCC>TTC p.S540F

Pat_28 Post-Resistance PKD1 5310 37 16 2159518 2159518 Missense_Mutation SNP C T 9 5 c.5650G>A c.(5650-5652)GAG>AAG p.E1884K

Pat_28 Post-Resistance SRRM2 23524 37 16 2811608 2811608 Missense_Mutation SNP G A 88 123 c.1079G>A c.(1078-1080)GGC>GAC p.G360D

Pat_28 Post-Resistance ZNF200 7752 37 16 3283749 3283749 Missense_Mutation SNP C T 63 115 c.7G>A c.(7-9)GCT>ACT p.A3T

Pat_28 Post-Resistance MEFV 4210 37 16 3293211 3293211 Missense_Mutation SNP C T 20 46 c.2276G>A c.(2275-2277)GGG>GAG p.G759E

Pat_28 Post-Resistance ZNF434 54925 37 16 3434791 3434791 Missense_Mutation SNP C T 83 107 c.266G>A c.(265-267)CGG>CAG p.R89Q

Pat_28 Post-Resistance HMOX2 3163 37 16 4557807 4557807 Missense_Mutation SNP C T 35 40 c.298C>T c.(298-300)CCC>TCC p.P100S

Pat_28 Post-Resistance MGRN1 23295 37 16 4732846 4732846 Missense_Mutation SNP C T 19 34 c.1381C>T c.(1381-1383)CCC>TCC p.P461S

Pat_28 Post-Resistance A2BP1 54715 37 16 7703847 7703847 Missense_Mutation SNP C T 35 59 c.788C>T c.(787-789)GCC>GTC p.A263V

Pat_28 Post-Resistance NTAN1 123803 37 16 15141408 15141408 Splice_Site SNP C T 16 5 c.251_splice c.e4-1 p.G84_splice

Pat_28 Post-Resistance ACSM2B 348158 37 16 20563483 20563483 Missense_Mutation SNP G A 78 26 c.877C>T c.(877-879)CCA>TCA p.P293S

Pat_28 Post-Resistance PRKCB 5579 37 16 24196889 24196889 Splice_Site SNP G A 28 9 c.1722_splice c.e15+1 p.G574_splice

Pat_28 Post-Resistance CORO1A 11151 37 16 30196592 30196592 Missense_Mutation SNP C T 27 16 c.62C>T c.(61-63)GCC>GTC p.A21V

Pat_28 Post-Resistance PRR14 78994 37 16 30666261 30666261 Missense_Mutation SNP C T 37 24 c.970C>T c.(970-972)CCT>TCT p.P324S

Pat_28 Post-Resistance PSKH1 5681 37 16 67942965 67942965 Missense_Mutation SNP G A 23 13 c.313G>A c.(313-315)GGC>AGC p.G105S

Pat_28 Post-Resistance HYDIN 54768 37 16 70891656 70891656 Missense_Mutation SNP G A 18 32 c.12244C>T c.(12244-12246)CTC>TTC p.L4082F

Pat_28 Post-Resistance KIAA0174 9798 37 16 71950997 71950997 Missense_Mutation SNP C T 30 22 c.356C>T c.(355-357)GCT>GTT p.A119V

Pat_28 Post-Resistance CNTNAP4 85445 37 16 76481969 76481970 Missense_Mutation DNP CC TT 19 17 c.599_600CC>TT c.(598-600)TCC>TTT p.S200F

Pat_28 Post-Resistance BCMO1 53630 37 16 81295889 81295889 Splice_Site SNP G A 15 10 c.471_splice c.e4+1 p.K157_splice

Pat_28 Post-Resistance CDH13 1012 37 16 83159054 83159054 Missense_Mutation SNP C T 16 4 c.431C>T c.(430-432)CCC>CTC p.P144L

Pat_28 Post-Resistance OSGIN1 29948 37 16 83998908 83998908 Missense_Mutation SNP C T 7 8 c.979C>T c.(979-981)CTC>TTC p.L327F

Pat_28 Post-Resistance TCF25 22980 37 16 89965263 89965263 Missense_Mutation SNP C T 14 10 c.1204C>T c.(1204-1206)CTC>TTC p.L402F

Pat_28 Post-Resistance SMYD4 114826 37 17 1703574 1703574 Missense_Mutation SNP C T 68 109 c.1114G>A c.(1114-1116)GAT>AAT p.D372N

Pat_28 Post-Resistance ATP2A3 489 37 17 3854679 3854679 Missense_Mutation SNP C T 9 50 c.329G>A c.(328-330)CGC>CAC p.R110H

Pat_28 Post-Resistance ANKFY1 51479 37 17 4083052 4083052 Missense_Mutation SNP C A 9 159 c.2361G>T c.(2359-2361)CAG>CAT p.Q787H

Pat_28 Post-Resistance KIF1C 10749 37 17 4904580 4904580 Missense_Mutation SNP C T 45 47 c.247C>T c.(247-249)CTC>TTC p.L83F

Pat_28 Post-Resistance ZNF232 7775 37 17 5012856 5012856 Missense_Mutation SNP C T 30 69 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_28 Post-Resistance C17orf87 388325 37 17 5126713 5126713 Nonsense_Mutation SNP C T 38 132 c.60G>A c.(58-60)TGG>TGA p.W20*

Pat_28 Post-Resistance NLRP1 22861 37 17 5418157 5418157 Missense_Mutation SNP C T 16 31 c.4339G>A c.(4339-4341)GCC>ACC p.A1447T

Pat_28 Post-Resistance NEURL4 84461 37 17 7219594 7219594 Missense_Mutation SNP C T 12 33 c.4537G>A c.(4537-4539)GTG>ATG p.V1513M

Pat_28 Post-Resistance CHRNB1 1140 37 17 7352023 7352023 Missense_Mutation SNP C T 27 39 c.736C>T c.(736-738)CTC>TTC p.L246F

Pat_28 Post-Resistance WRAP53 55135 37 17 7606676 7606676 Missense_Mutation SNP C T 14 26 c.1519C>T c.(1519-1521)CAC>TAC p.H507Y



Pat_28 Post-Resistance ARHGEF15 22899 37 17 8222177 8222177 Missense_Mutation SNP C T 137 208 c.1982C>T c.(1981-1983)CCT>CTT p.P661L

Pat_28 Post-Resistance MYH13 8735 37 17 10224989 10224989 Missense_Mutation SNP C T 15 28 c.2971G>A c.(2971-2973)GAA>AAA p.E991K

Pat_28 Post-Resistance DNAH9 1770 37 17 11660901 11660901 Missense_Mutation SNP C T 37 54 c.6887C>T c.(6886-6888)CCT>CTT p.P2296L

Pat_28 Post-Resistance TRIM16 10626 37 17 15518958 15518958 Splice_Site SNP C T 13 29 c.1600_splice c.e8+1 p.E534_splice

Pat_28 Post-Resistance CDRT1 374286 37 17 15522757 15522757 Missense_Mutation SNP G A 145 232 c.70C>T c.(70-72)CCT>TCT p.P24S

Pat_28 Post-Resistance NCOR1 9611 37 17 16089890 16089890 Missense_Mutation SNP C T 30 46 c.220G>A c.(220-222)GAA>AAA p.E74K

Pat_28 Post-Resistance CENPV 201161 37 17 16256366 16256366 Missense_Mutation SNP C T 6 14 c.385G>A c.(385-387)GCC>ACC p.A129T

Pat_28 Post-Resistance PEMT 10400 37 17 17415822 17415822 Splice_Site SNP C T 5 15 c.355_splice c.e4+1 p.G119_splice

Pat_28 Post-Resistance SLC47A1 55244 37 17 19463768 19463768 Missense_Mutation SNP C A 41 75 c.1068C>A c.(1066-1068)AGC>AGA p.S356R

Pat_28 Post-Resistance NOS2 4843 37 17 26085933 26085933 Missense_Mutation SNP C T 6 11 c.3328G>A c.(3328-3330)GTC>ATC p.V1110I

Pat_28 Post-Resistance MYO18A 399687 37 17 27438824 27438824 Missense_Mutation SNP C T 10 16 c.2656G>A c.(2656-2658)GAG>AAG p.E886K

Pat_28 Post-Resistance SLC6A4 6532 37 17 28545256 28545256 Missense_Mutation SNP T A 18 17 c.578A>T c.(577-579)GAC>GTC p.D193V

Pat_28 Post-Resistance UNC45B 146862 37 17 33496857 33496857 Missense_Mutation SNP G A 22 33 c.1454G>A c.(1453-1455)GGA>GAA p.G485E

Pat_28 Post-Resistance GPR179 440435 37 17 36489193 36489193 Missense_Mutation SNP G A 18 19 c.1978C>T c.(1978-1980)CTT>TTT p.L660F

Pat_28 Post-Resistance KRT40 125115 37 17 39140422 39140422 Missense_Mutation SNP G A 24 23 c.104C>T c.(103-105)CCC>CTC p.P35L

Pat_28 Post-Resistance KRTAP4-5 85289 37 17 39305839 39305839 Missense_Mutation SNP A T 5 92 c.181T>A c.(181-183)TGC>AGC p.C61S

Pat_28 Post-Resistance STAT5A 6776 37 17 40456662 40456662 Nonsense_Mutation SNP C T 62 80 c.1372C>T c.(1372-1374)CAG>TAG p.Q458*

Pat_28 Post-Resistance STAT5A 6776 37 17 40458299 40458299 Missense_Mutation SNP C T 48 48 c.1514C>T c.(1513-1515)CCG>CTG p.P505L

Pat_28 Post-Resistance NAGLU 4669 37 17 40695604 40695604 Missense_Mutation SNP C T 13 20 c.1580C>T c.(1579-1581)ACC>ATC p.T527I

Pat_28 Post-Resistance WNK4 65266 37 17 40940379 40940379 Missense_Mutation SNP G A 18 21 c.1994G>A c.(1993-1995)GGG>GAG p.G665E

Pat_28 Post-Resistance AOC3 8639 37 17 41003494 41003494 Missense_Mutation SNP C T 45 68 c.134C>T c.(133-135)TCT>TTT p.S45F

Pat_28 Post-Resistance GPATCH8 23131 37 17 42474974 42474974 Missense_Mutation SNP C T 39 54 c.4471G>A c.(4471-4473)GGT>AGT p.G1491S

Pat_28 Post-Resistance DBF4B 80174 37 17 42828308 42828308 Missense_Mutation SNP C T 16 31 c.1535C>T c.(1534-1536)CCC>CTC p.P512L

Pat_28 Post-Resistance EFTUD2 9343 37 17 42937832 42937832 Missense_Mutation SNP C T 5 121 c.1687G>A c.(1687-1689)GCA>ACA p.A563T

Pat_28 Post-Resistance TBX21 30009 37 17 45822662 45822662 Missense_Mutation SNP C T 9 16 c.1538C>T c.(1537-1539)TCC>TTC p.S513F

Pat_28 Post-Resistance NFE2L1 4779 37 17 46128833 46128833 Missense_Mutation SNP C T 37 59 c.353C>T c.(352-354)CCC>CTC p.P118L

Pat_28 Post-Resistance AKAP1 8165 37 17 55193535 55193535 Missense_Mutation SNP C T 33 50 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_28 Post-Resistance BZRAP1 9256 37 17 56393847 56393847 Missense_Mutation SNP G A 25 34 c.1927C>T c.(1927-1929)CCA>TCA p.P643S

Pat_28 Post-Resistance TANC2 26115 37 17 61499122 61499122 Missense_Mutation SNP G T 30 40 c.5779G>T c.(5779-5781)GCT>TCT p.A1927S

Pat_28 Post-Resistance HELZ 9931 37 17 65163817 65163817 Missense_Mutation SNP C T 63 105 c.1526G>A c.(1525-1527)GGT>GAT p.G509D

Pat_28 Post-Resistance BPTF 2186 37 17 65871125 65871125 Missense_Mutation SNP G T 51 76 c.1853G>T c.(1852-1854)GGA>GTA p.G618V

Pat_28 Post-Resistance PRKAR1A 5573 37 17 66522054 66522054 Splice_Site SNP G A 20 17 c.708_splice c.e7+1 p.M236_splice

Pat_28 Post-Resistance ABCA8 10351 37 17 66887738 66887738 Splice_Site SNP C T 25 33 c.2917_splice c.e22-1 p.N973_splice

Pat_28 Post-Resistance DNAI2 64446 37 17 72277988 72277988 Missense_Mutation SNP G A 53 81 c.32G>A c.(31-33)CGC>CAC p.R11H

Pat_28 Post-Resistance GAA 2548 37 17 78082578 78082578 Missense_Mutation SNP C T 6 6 c.1277C>T c.(1276-1278)GCC>GTC p.A426V

Pat_28 Post-Resistance GAA 2548 37 17 78083747 78083747 Missense_Mutation SNP C T 17 34 c.1330C>T c.(1330-1332)CCT>TCT p.P444S

Pat_28 Post-Resistance TBCD 6904 37 17 80887270 80887270 Missense_Mutation SNP C T 9 19 c.2885C>T c.(2884-2886)CCT>CTT p.P962L

Pat_28 Post-Resistance NAPG 8774 37 18 10549040 10549040 Missense_Mutation SNP G A 140 203 c.742G>A c.(742-744)GAT>AAT p.D248N

Pat_28 Post-Resistance ROCK1 6093 37 18 18539864 18539864 Missense_Mutation SNP A T 22 37 c.3449T>A c.(3448-3450)ATT>AAT p.I1150N

Pat_28 Post-Resistance CABLES1 91768 37 18 20774434 20774434 Missense_Mutation SNP C T 35 47 c.940C>T c.(940-942)CCC>TCC p.P314S

Pat_28 Post-Resistance CDH2 1000 37 18 25570271 25570271 Missense_Mutation SNP G A 51 56 c.1388C>T c.(1387-1389)GCT>GTT p.A463V

Pat_28 Post-Resistance DSC1 1823 37 18 28714042 28714042 Missense_Mutation SNP G A 83 116 c.1928C>T c.(1927-1929)TCT>TTT p.S643F

Pat_28 Post-Resistance C18orf34 374864 37 18 30913179 30913179 Missense_Mutation SNP C T 27 52 c.838G>A c.(838-840)GAA>AAA p.E280K

Pat_28 Post-Resistance C18orf21 83608 37 18 33552764 33552764 Missense_Mutation SNP C T 22 30 c.73C>T c.(73-75)CTC>TTC p.L25F

Pat_28 Post-Resistance TCF4 6925 37 18 52946848 52946848 Missense_Mutation SNP C T 48 65 c.589G>A c.(589-591)GAC>AAC p.D197N

Pat_28 Post-Resistance PHLPP1 23239 37 18 60645567 60645567 Missense_Mutation SNP C T 11 29 c.2521C>T c.(2521-2523)CCT>TCT p.P841S

Pat_28 Post-Resistance SERPINB7 8710 37 18 61465975 61465975 Missense_Mutation SNP C T 60 109 c.592C>T c.(592-594)CCC>TCC p.P198S



Pat_28 Post-Resistance FBXO15 201456 37 18 71793289 71793289 Missense_Mutation SNP G A 57 87 c.605C>T c.(604-606)ACC>ATC p.T202I

Pat_28 Post-Resistance CNDP2 55748 37 18 72173088 72173088 Missense_Mutation SNP C T 19 19 c.209C>T c.(208-210)CCT>CTT p.P70L

Pat_28 Post-Resistance PQLC1 80148 37 18 77710866 77710866 Missense_Mutation SNP C T 9 11 c.61G>A c.(61-63)GCG>ACG p.A21T

Pat_28 Post-Resistance ABCA7 10347 37 19 1051561 1051561 Missense_Mutation SNP G A 7 4 c.2938G>A c.(2938-2940)GAG>AAG p.E980K

Pat_28 Post-Resistance ADAMTSL5 339366 37 19 1510414 1510414 Missense_Mutation SNP C T 8 15 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_28 Post-Resistance REXO1 57455 37 19 1821560 1821561 Missense_Mutation DNP GG AA 33 56 c.2351_2352CC>TT c.(2350-2352)ACC>ATT p.T784I

Pat_28 Post-Resistance ZFR2 23217 37 19 3813925 3813925 Missense_Mutation SNP G A 6 13 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_28 Post-Resistance DUS3L 56931 37 19 5788114 5788114 Missense_Mutation SNP C T 29 29 c.1016G>A c.(1015-1017)TGC>TAC p.C339Y

Pat_28 Post-Resistance LRRC8E 80131 37 19 7965235 7965235 Missense_Mutation SNP C T 6 15 c.1828C>T c.(1828-1830)CTT>TTT p.L610F

Pat_28 Post-Resistance MUC16 94025 37 19 9072952 9072952 Missense_Mutation SNP C T 25 56 c.14494G>A c.(14494-14496)GTT>ATT p.V4832I

Pat_28 Post-Resistance MUC16 94025 37 19 9088864 9088864 Missense_Mutation SNP G A 138 217 c.2951C>T c.(2950-2952)ACT>ATT p.T984I

Pat_28 Post-Resistance MUC16 94025 37 19 9089170 9089170 Missense_Mutation SNP G A 6 14 c.2645C>T c.(2644-2646)TCC>TTC p.S882F

Pat_28 Post-Resistance ZNF426 79088 37 19 9639763 9639763 Missense_Mutation SNP A G 6 148 c.958T>C c.(958-960)TCC>CCC p.S320P

Pat_28 Post-Resistance DNMT1 1786 37 19 10259597 10259597 Missense_Mutation SNP G A 47 75 c.2635C>T c.(2635-2637)CCT>TCT p.P879S

Pat_28 Post-Resistance DOCK6 57572 37 19 11333782 11333782 Missense_Mutation SNP C T 14 28 c.2956G>A c.(2956-2958)GAT>AAT p.D986N

Pat_28 Post-Resistance ZNF491 126069 37 19 11916832 11916832 Missense_Mutation SNP C T 28 50 c.64C>T c.(64-66)CCG>TCG p.P22S

Pat_28 Post-Resistance ZNF490 57474 37 19 12691426 12691426 Missense_Mutation SNP G A 53 75 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_28 Post-Resistance SFRS14 10147 37 19 19105966 19105966 Missense_Mutation SNP C T 8 14 c.3115G>A c.(3115-3117)GAG>AAG p.E1039K

Pat_28 Post-Resistance NCAN 1463 37 19 19329858 19329858 Missense_Mutation SNP G A 14 20 c.208G>A c.(208-210)GCC>ACC p.A70T

Pat_28 Post-Resistance ZNF714 148206 37 19 21300311 21300311 Missense_Mutation SNP G A 13 24 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_28 Post-Resistance ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 5 61 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_28 Post-Resistance ZNF676 163223 37 19 22363137 22363137 Missense_Mutation SNP G A 124 170 c.1382C>T c.(1381-1383)TCC>TTC p.S461F

Pat_28 Post-Resistance ZNF681 148213 37 19 23927342 23927343 Missense_Mutation DNP GG AA 107 176 c.1009_1010CC>TTc.(1009-1011)CCC>TTC p.P337F

Pat_28 Post-Resistance HPN 3249 37 19 35550855 35550855 Missense_Mutation SNP G A 6 2 c.368G>A c.(367-369)GGG>GAG p.G123E

Pat_28 Post-Resistance ZNF567 163081 37 19 37210792 37210792 Missense_Mutation SNP G A 28 10 c.1166G>A c.(1165-1167)GGT>GAT p.G389D

Pat_28 Post-Resistance SHKBP1 92799 37 19 41089329 41089329 Missense_Mutation SNP G A 5 1 c.986G>A c.(985-987)AGT>AAT p.S329N

Pat_28 Post-Resistance CEACAM5 1048 37 19 42231273 42231273 Splice_Site SNP G A 45 16 c.2145_splice c.e9+1

Pat_28 Post-Resistance IRF2BP1 26145 37 19 46387621 46387621 Missense_Mutation SNP C T 2 3 c.1412G>A c.(1411-1413)CGC>CAC p.R471H

Pat_28 Post-Resistance LRRC4B 94030 37 19 51021106 51021106 Missense_Mutation SNP C T 10 4 c.1864G>A c.(1864-1866)GAC>AAC p.D622N

Pat_28 Post-Resistance KLK10 5655 37 19 51518677 51518677 Missense_Mutation SNP C T 58 30 c.674G>A c.(673-675)TGC>TAC p.C225Y

Pat_28 Post-Resistance TTYH1 57348 37 19 54937938 54937938 Missense_Mutation SNP G A 18 9 c.727G>A c.(727-729)GTG>ATG p.V243M

Pat_28 Post-Resistance SAPS1 22870 37 19 55743331 55743332 Missense_Mutation DNP GG AA 7 0 c.2144_2145CC>TT c.(2143-2145)ACC>ATT p.T715I

Pat_28 Post-Resistance NLRP9 338321 37 19 56244884 56244884 Missense_Mutation SNP C T 29 17 c.313G>A c.(313-315)GAA>AAA p.E105K

Pat_28 Post-Resistance NLRP8 126205 37 19 56467192 56467192 Missense_Mutation SNP G A 13 8 c.1768G>A c.(1768-1770)GTC>ATC p.V590I

Pat_28 Post-Resistance NLRP5 126206 37 19 56539808 56539808 Missense_Mutation SNP C T 85 30 c.2209C>T c.(2209-2211)CGG>TGG p.R737W

Pat_28 Post-Resistance ZNF446 55663 37 19 58991958 58991958 Nonsense_Mutation SNP G A 16 5 c.1218G>A c.(1216-1218)TGG>TGA p.W406*

Pat_28 Post-Resistance MZF1 7593 37 19 59073780 59073780 Missense_Mutation SNP C T 11 4 c.1864G>A c.(1864-1866)GAA>AAA p.E622K

Pat_28 Post-Resistance TTC15 51112 37 2 3392191 3392191 Missense_Mutation SNP G A 5 5 c.797G>A c.(796-798)CGA>CAA p.R266Q

Pat_28 Post-Resistance RSAD2 91543 37 2 7018278 7018278 Splice_Site SNP G A 12 23 c.346_splice c.e1+1 p.G116_splice

Pat_28 Post-Resistance RNF144A 9781 37 2 7164519 7164519 Missense_Mutation SNP G A 24 102 c.529G>A c.(529-531)GAA>AAA p.E177K

Pat_28 Post-Resistance ATP6V1C2 245973 37 2 10912050 10912050 Missense_Mutation SNP G A 61 90 c.556G>A c.(556-558)GTC>ATC p.V186I

Pat_28 Post-Resistance NBAS 51594 37 2 15514779 15514779 Missense_Mutation SNP G A 117 192 c.3656C>T c.(3655-3657)GCC>GTC p.A1219V

Pat_28 Post-Resistance APOB 338 37 2 21249778 21249778 Missense_Mutation SNP C T 22 37 c.2126G>A c.(2125-2127)GGA>GAA p.G709E

Pat_28 Post-Resistance ADCY3 109 37 2 25141636 25141636 Missense_Mutation SNP C T 27 21 c.221G>A c.(220-222)CGC>CAC p.R74H

Pat_28 Post-Resistance ASXL2 55252 37 2 26029195 26029195 Missense_Mutation SNP G A 9 18 c.155C>T c.(154-156)CCT>CTT p.P52L

Pat_28 Post-Resistance C2orf39 92749 37 2 26676329 26676329 Missense_Mutation SNP G A 3 8 c.1831G>A c.(1831-1833)GAG>AAG p.E611K

Pat_28 Post-Resistance CAD 790 37 2 27447990 27447990 Missense_Mutation SNP G A 29 32 c.1499G>A c.(1498-1500)CGG>CAG p.R500Q



Pat_28 Post-Resistance SNX17 9784 37 2 27596970 27596970 Missense_Mutation SNP G A 78 128 c.451G>A c.(451-453)GAT>AAT p.D151N

Pat_28 Post-Resistance BIRC6 57448 37 2 32704593 32704593 Missense_Mutation SNP G A 12 5 c.7316G>A c.(7315-7317)GGT>GAT p.G2439D

Pat_28 Post-Resistance FAM98A 25940 37 2 33810001 33810001 Missense_Mutation SNP G A 22 48 c.1399C>T c.(1399-1401)CGT>TGT p.R467C

Pat_28 Post-Resistance FEZ2 9637 37 2 36808513 36808513 Missense_Mutation SNP G A 77 24 c.554C>T c.(553-555)CCT>CTT p.P185L

Pat_28 Post-Resistance MSH2 4436 37 2 47639656 47639656 Missense_Mutation SNP G A 34 11 c.749G>A c.(748-750)GGA>GAA p.G250E

Pat_28 Post-Resistance MSH6 2956 37 2 48030799 48030799 Missense_Mutation SNP G A 58 25 c.3413G>A c.(3412-3414)GGG>GAG p.G1138E

Pat_28 Post-Resistance SMEK2 57223 37 2 55806904 55806904 Missense_Mutation SNP C T 15 35 c.1379G>A c.(1378-1380)AGT>AAT p.S460N

Pat_28 Post-Resistance ANTXR1 84168 37 2 69472535 69472535 Missense_Mutation SNP C T 7 6 c.1613C>T c.(1612-1614)TCC>TTC p.S538F

Pat_28 Post-Resistance C2orf42 54980 37 2 70392231 70392231 Missense_Mutation SNP G A 48 83 c.1346C>T c.(1345-1347)ACC>ATC p.T449I

Pat_28 Post-Resistance MPHOSPH10 10199 37 2 71376534 71376534 Missense_Mutation SNP C T 33 37 c.1847C>T c.(1846-1848)TCG>TTG p.S616L

Pat_28 Post-Resistance ALMS1 7840 37 2 73679238 73679238 Missense_Mutation SNP G A 23 58 c.5587G>A c.(5587-5589)GAG>AAG p.E1863K

Pat_28 Post-Resistance MOGS 7841 37 2 74690347 74690347 Missense_Mutation SNP C T 76 159 c.746G>A c.(745-747)AGT>AAT p.S249N

Pat_28 Post-Resistance REEP1 65055 37 2 86459804 86459804 Missense_Mutation SNP C T 14 27 c.539G>A c.(538-540)GGC>GAC p.G180D

Pat_28 Post-Resistance EIF2AK3 9451 37 2 88885358 88885358 Splice_Site SNP C T 20 38 c.1650_splice c.e9+1 p.R550_splice

Pat_28 Post-Resistance SNRNP200 23020 37 2 96949423 96949423 Missense_Mutation SNP C T 88 123 c.4613G>A c.(4612-4614)CGC>CAC p.R1538H

Pat_28 Post-Resistance IL1RL2 8808 37 2 102851660 102851660 Missense_Mutation SNP A G 6 75 c.1601A>G c.(1600-1602)TAC>TGC p.Y534C

Pat_28 Post-Resistance TGFBRAP1 9392 37 2 105897121 105897121 Missense_Mutation SNP G A 23 29 c.1181C>T c.(1180-1182)TCC>TTC p.S394F

Pat_28 Post-Resistance BUB1 699 37 2 111425401 111425401 Missense_Mutation SNP G A 133 214 c.593C>T c.(592-594)TCT>TTT p.S198F

Pat_28 Post-Resistance PSD4 23550 37 2 113943469 113943469 Missense_Mutation SNP G A 8 7 c.1265G>A c.(1264-1266)GGA>GAA p.G422E

Pat_28 Post-Resistance GLI2 2736 37 2 121747032 121747032 Missense_Mutation SNP G C 10 10 c.3542G>C c.(3541-3543)GGC>GCC p.G1181A

Pat_28 Post-Resistance POTEE 445582 37 2 132010515 132010515 Missense_Mutation SNP G A 40 118 c.1621G>A c.(1621-1623)GAA>AAA p.E541K

Pat_28 Post-Resistance RAB3GAP1 22930 37 2 135881744 135881744 Missense_Mutation SNP C T 29 54 c.758C>T c.(757-759)GCC>GTC p.A253V

Pat_28 Post-Resistance RAB3GAP1 22930 37 2 135911273 135911273 Missense_Mutation SNP G A 71 93 c.2116G>A c.(2116-2118)GAT>AAT p.D706N

Pat_28 Post-Resistance LRP1B 53353 37 2 141260598 141260598 Missense_Mutation SNP C T 58 118 c.8596G>A c.(8596-8598)GAT>AAT p.D2866N

Pat_28 Post-Resistance GPD2 2820 37 2 157406210 157406210 Missense_Mutation SNP G A 48 83 c.752G>A c.(751-753)AGC>AAC p.S251N

Pat_28 Post-Resistance FIGN 55137 37 2 164467326 164467326 Missense_Mutation SNP C T 84 82 c.1016G>A c.(1015-1017)GGC>GAC p.G339D

Pat_28 Post-Resistance CSRNP3 80034 37 2 166535998 166535998 Missense_Mutation SNP C T 21 37 c.1493C>T c.(1492-1494)CCC>CTC p.P498L

Pat_28 Post-Resistance SCN1A 6323 37 2 166904178 166904178 Nonsense_Mutation SNP G A 46 61 c.1129C>T c.(1129-1131)CGA>TGA p.R377*

Pat_28 Post-Resistance MYO3B 140469 37 2 171056714 171056714 Missense_Mutation SNP C T 42 60 c.241C>T c.(241-243)CAT>TAT p.H81Y

Pat_28 Post-Resistance RAPGEF4 11069 37 2 173853494 173853494 Missense_Mutation SNP C T 6 152 c.1301C>T c.(1300-1302)GCC>GTC p.A434V

Pat_28 Post-Resistance TTC30A 92104 37 2 178482813 178482813 Missense_Mutation SNP G A 34 26 c.617C>T c.(616-618)TCA>TTA p.S206L

Pat_28 Post-Resistance TTN 7273 37 2 179432060 179432060 Missense_Mutation SNP T C 65 127 c.71095A>G c.(71095-71097)AGA>GGA p.R23699G

Pat_28 Post-Resistance TTN 7273 37 2 179440406 179440406 Missense_Mutation SNP C T 8 60 c.62749G>A c.(62749-62751)GCC>ACC p.A20917T

Pat_28 Post-Resistance TTN 7273 37 2 179456042 179456042 Missense_Mutation SNP G A 246 354 c.52706C>T c.(52705-52707)ACC>ATC p.T17569I

Pat_28 Post-Resistance TTN 7273 37 2 179486387 179486387 Missense_Mutation SNP G A 50 56 c.37460C>T c.(37459-37461)TCC>TTC p.S12487F

Pat_28 Post-Resistance TTN 7273 37 2 179592069 179592069 Missense_Mutation SNP C T 6 9 c.16291G>A c.(16291-16293)GCC>ACC p.A5431T

Pat_28 Post-Resistance TTN 7273 37 2 179611769 179611769 Missense_Mutation SNP G A 41 78 c.15358C>T c.(15358-15360)CCT>TCT p.P5120S

Pat_28 Post-Resistance TTN 7273 37 2 179614040 179614040 Missense_Mutation SNP C T 54 96 c.13087G>A c.(13087-13089)GAG>AAG p.E4363K

Pat_28 Post-Resistance TTN 7273 37 2 179614208 179614208 Missense_Mutation SNP C T 26 50 c.12919G>A c.(12919-12921)GAC>AAC p.D4307N

Pat_28 Post-Resistance ZC3H15 55854 37 2 187371549 187371549 Missense_Mutation SNP C T 77 125 c.1076C>T c.(1075-1077)ACT>ATT p.T359I

Pat_28 Post-Resistance FAM171B 165215 37 2 187626412 187626412 Missense_Mutation SNP A T 20 29 c.1343A>T c.(1342-1344)GAA>GTA p.E448V

Pat_28 Post-Resistance STAT4 6775 37 2 191900923 191900923 Missense_Mutation SNP C T 61 79 c.1537G>A c.(1537-1539)GAT>AAT p.D513N

Pat_28 Post-Resistance SLC39A10 57181 37 2 196578188 196578188 Missense_Mutation SNP C T 29 40 c.1607C>T c.(1606-1608)ACA>ATA p.T536I

Pat_28 Post-Resistance DNAH7 56171 37 2 196718162 196718162 Missense_Mutation SNP C T 45 55 c.8686G>A c.(8686-8688)GAG>AAG p.E2896K

Pat_28 Post-Resistance DNAH7 56171 37 2 196746610 196746610 Missense_Mutation SNP C T 62 93 c.5870G>A c.(5869-5871)CGA>CAA p.R1957Q

Pat_28 Post-Resistance AOX1 316 37 2 201499552 201499552 Missense_Mutation SNP G A 21 39 c.2260G>A c.(2260-2262)GAA>AAA p.E754K

Pat_28 Post-Resistance NOP58 51602 37 2 203160427 203160427 Missense_Mutation SNP C T 43 59 c.938C>T c.(937-939)GCT>GTT p.A313V



Pat_28 Post-Resistance ALS2CR8 79800 37 2 203834727 203834727 Missense_Mutation SNP C A 4 61 c.1039C>A c.(1039-1041)CAG>AAG p.Q347K

Pat_28 Post-Resistance ALS2CR8 79800 37 2 203839124 203839124 Missense_Mutation SNP C T 12 22 c.1399C>T c.(1399-1401)CCA>TCA p.P467S

Pat_28 Post-Resistance ERBB4 2066 37 2 212285267 212285267 Missense_Mutation SNP C T 25 44 c.3034G>A c.(3034-3036)GAT>AAT p.D1012N

Pat_28 Post-Resistance FN1 2335 37 2 216251411 216251411 Splice_Site SNP C T 25 39 c.4612_splice c.e28+1 p.V1538_splice

Pat_28 Post-Resistance TTLL4 9654 37 2 219617555 219617555 Missense_Mutation SNP G A 87 105 c.3046G>A c.(3046-3048)GAG>AAG p.E1016K

Pat_28 Post-Resistance SPEG 10290 37 2 220342638 220342638 Missense_Mutation SNP C T 43 82 c.4838C>T c.(4837-4839)TCC>TTC p.S1613F

Pat_28 Post-Resistance DNER 92737 37 2 230450723 230450723 Missense_Mutation SNP G A 17 33 c.698C>T c.(697-699)ACT>ATT p.T233I

Pat_28 Post-Resistance CAB39 51719 37 2 231663500 231663500 Missense_Mutation SNP G A 27 64 c.455G>A c.(454-456)AGA>AAA p.R152K

Pat_28 Post-Resistance INPP5D 3635 37 2 234085987 234085987 Missense_Mutation SNP C T 46 72 c.2066C>T c.(2065-2067)TCT>TTT p.S689F

Pat_28 Post-Resistance HJURP 55355 37 2 234750199 234750199 Nonsense_Mutation SNP C T 32 46 c.1227G>A c.(1225-1227)TGG>TGA p.W409*

Pat_28 Post-Resistance AGAP1 116987 37 2 236708027 236708027 Missense_Mutation SNP G A 38 44 c.818G>A c.(817-819)GGG>GAG p.G273E

Pat_28 Post-Resistance IQCA1 79781 37 2 237240009 237240009 Missense_Mutation SNP C T 45 88 c.2366G>A c.(2365-2367)AGC>AAC p.S789N

Pat_28 Post-Resistance SNED1 25992 37 2 242002222 242002222 Missense_Mutation SNP C T 5 11 c.2272C>T c.(2272-2274)CGG>TGG p.R758W

Pat_28 Post-Resistance D2HGDH 728294 37 2 242690738 242690738 Missense_Mutation SNP G A 16 16 c.1075G>A c.(1075-1077)GAG>AAG p.E359K

Pat_28 Post-Resistance ANGPT4 51378 37 20 855013 855013 Missense_Mutation SNP C T 35 45 c.1265G>A c.(1264-1266)AGC>AAC p.S422N

Pat_28 Post-Resistance IDH3B 3420 37 20 2639446 2639446 Missense_Mutation SNP G A 42 75 c.1109C>T c.(1108-1110)ACC>ATC p.T370I

Pat_28 Post-Resistance CHGB 1114 37 20 5903767 5903767 Missense_Mutation SNP A C 13 16 c.977A>C c.(976-978)GAC>GCC p.D326A

Pat_28 Post-Resistance FERMT1 55612 37 20 6077617 6077617 Missense_Mutation SNP C T 162 198 c.1021G>A c.(1021-1023)GAT>AAT p.D341N

Pat_28 Post-Resistance ZNF341 84905 37 20 32358002 32358002 Missense_Mutation SNP G A 23 36 c.1526G>A c.(1525-1527)GGC>GAC p.G509D

Pat_28 Post-Resistance GDF5 8200 37 20 34022572 34022572 Missense_Mutation SNP C T 89 141 c.641G>A c.(640-642)GGT>GAT p.G214D

Pat_28 Post-Resistance SLC32A1 140679 37 20 37356873 37356873 Missense_Mutation SNP C T 27 35 c.1169C>T c.(1168-1170)GCG>GTG p.A390V

Pat_28 Post-Resistance YWHAB 7529 37 20 43530226 43530226 Missense_Mutation SNP G A 52 49 c.52G>A c.(52-54)GCT>ACT p.A18T

Pat_28 Post-Resistance SPINLW1 57119 37 20 44175908 44175908 Missense_Mutation SNP G A 49 75 c.89C>T c.(88-90)CCC>CTC p.P30L

Pat_28 Post-Resistance UBE2C 11065 37 20 44442104 44442104 Splice_Site SNP G A 58 97 c.129_splice c.e2+1 p.M43_splice

Pat_28 Post-Resistance NCOA3 8202 37 20 46265286 46265286 Missense_Mutation SNP G A 29 47 c.2156G>A c.(2155-2157)GGA>GAA p.G719E

Pat_28 Post-Resistance KCNB1 3745 37 20 47990653 47990653 Missense_Mutation SNP G A 47 77 c.1444C>T c.(1444-1446)CAC>TAC p.H482Y

Pat_28 Post-ResistanceTMEM189-UBE2V1 387522 37 20 48713345 48713345 Missense_Mutation SNP G A 49 79 c.704C>T c.(703-705)CCT>CTT p.P235L

Pat_28 Post-Resistance PHACTR3 116154 37 20 58420278 58420278 Missense_Mutation SNP G A 32 55 c.1622G>A c.(1621-1623)AGT>AAT p.S541N

Pat_28 Post-Resistance SYCP2 10388 37 20 58467061 58467061 Missense_Mutation SNP G A 29 40 c.2348C>T c.(2347-2349)TCG>TTG p.S783L

Pat_28 Post-Resistance TMPRSS15 5651 37 21 19698793 19698793 Missense_Mutation SNP C T 115 189 c.1877G>A c.(1876-1878)GGG>GAG p.G626E

Pat_28 Post-Resistance ITSN1 6453 37 21 35183343 35183343 Nonsense_Mutation SNP G A 37 51 c.2384G>A c.(2383-2385)TGG>TAG p.W795*

Pat_28 Post-Resistance RUNX1 861 37 21 36206779 36206779 Missense_Mutation SNP G A 83 123 c.652C>T c.(652-654)CCC>TCC p.P218S

Pat_28 Post-Resistance DOPEY2 9980 37 21 37591730 37591730 Missense_Mutation SNP G A 29 39 c.1190G>A c.(1189-1191)AGA>AAA p.R397K

Pat_28 Post-Resistance DSCAM 1826 37 21 41648105 41648105 Missense_Mutation SNP C T 26 37 c.2275G>A c.(2275-2277)GAA>AAA p.E759K

Pat_28 Post-Resistance DSCAM 1826 37 21 41725476 41725476 Missense_Mutation SNP G A 33 62 c.850C>T c.(850-852)CGC>TGC p.R284C

Pat_28 Post-Resistance RRP1 8568 37 21 45217364 45217364 Missense_Mutation SNP C T 8 11 c.484C>T c.(484-486)CCC>TCC p.P162S

Pat_28 Post-Resistance ITGB2 3689 37 21 46306326 46306326 Missense_Mutation SNP C T 40 64 c.2267G>A c.(2266-2268)AGC>AAC p.S756N

Pat_28 Post-Resistance PCNT 5116 37 21 47845764 47845764 Missense_Mutation SNP G A 27 59 c.7199G>A c.(7198-7200)CGT>CAT p.R2400H

Pat_28 Post-Resistance RTN4R 65078 37 22 20230523 20230523 Nonsense_Mutation SNP G A 11 8 c.133C>T c.(133-135)CAG>TAG p.Q45*

Pat_28 Post-Resistance SCARF2 91179 37 22 20781781 20781781 Missense_Mutation SNP C T 7 15 c.1612G>A c.(1612-1614)GGG>AGG p.G538R

Pat_28 Post-Resistance CCDC116 164592 37 22 21991283 21991283 Missense_Mutation SNP C T 31 40 c.1766C>T c.(1765-1767)GCC>GTC p.A589V

Pat_28 Post-Resistance BCR 613 37 22 23631755 23631755 Missense_Mutation SNP C T 17 43 c.2654C>T c.(2653-2655)TCG>TTG p.S885L

Pat_28 Post-Resistance SLC2A11 66035 37 22 24219229 24219229 Missense_Mutation SNP G A 27 38 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_28 Post-Resistance MYO18B 84700 37 22 26165166 26165166 Missense_Mutation SNP C T 4 0 c.1283C>T c.(1282-1284)TCG>TTG p.S428L

Pat_28 Post-Resistance MYO18B 84700 37 22 26224849 26224849 Missense_Mutation SNP G A 18 33 c.2893G>A c.(2893-2895)GAG>AAG p.E965K

Pat_28 Post-Resistance NEFH 4744 37 22 29886558 29886558 Missense_Mutation SNP G A 12 26 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_28 Post-Resistance GCAT 23464 37 22 38211694 38211694 Missense_Mutation SNP C T 38 49 c.839C>T c.(838-840)CCC>CTC p.P280L



Pat_28 Post-Resistance GTPBP1 9567 37 22 39122262 39122262 Splice_Site SNP G A 13 18 c.1219_splice c.e8-1 p.G407_splice

Pat_28 Post-Resistance SMCR7L 54471 37 22 39909855 39909855 Missense_Mutation SNP C T 76 127 c.919C>T c.(919-921)CAT>TAT p.H307Y

Pat_28 Post-Resistance EP300 2033 37 22 41513431 41513431 Missense_Mutation SNP G A 60 99 c.335G>A c.(334-336)AGT>AAT p.S112N

Pat_28 Post-Resistance NAGA 4668 37 22 42456377 42456377 Missense_Mutation SNP C T 93 127 c.1142G>A c.(1141-1143)CGA>CAA p.R381Q

Pat_28 Post-Resistance A4GALT 53947 37 22 43088994 43088994 Nonsense_Mutation SNP G A 17 27 c.964C>T c.(964-966)CAG>TAG p.Q322*

Pat_28 Post-Resistance TTLL1 25809 37 22 43464597 43464597 Splice_Site SNP C T 59 99 c.323_splice c.e5-1 p.D108_splice

Pat_28 Post-Resistance BIK 638 37 22 43520033 43520033 Missense_Mutation SNP C T 25 33 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_28 Post-Resistance ATXN10 25814 37 22 46239548 46239548 Splice_Site SNP G A 10 21 c.1426_splice c.e12-1 p.*476_splice

Pat_28 Post-Resistance WNT7B 7477 37 22 46327195 46327195 Missense_Mutation SNP G A 4 6 c.353C>T c.(352-354)GCC>GTC p.A118V

Pat_28 Post-Resistance LMF2 91289 37 22 50943572 50943572 Missense_Mutation SNP C T 16 34 c.1168G>A c.(1168-1170)GTG>ATG p.V390M

Pat_28 Post-Resistance CPNE9 151835 37 3 9759889 9759889 Missense_Mutation SNP C T 13 13 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_28 Post-Resistance BRPF1 7862 37 3 9782600 9782600 Missense_Mutation SNP C T 10 15 c.1697C>T c.(1696-1698)TCT>TTT p.S566F

Pat_28 Post-Resistance IL17RE 132014 37 3 9956268 9956268 Missense_Mutation SNP C T 39 61 c.1333C>T c.(1333-1335)CTC>TTC p.L445F

Pat_28 Post-Resistance FANCD2 2177 37 3 10089610 10089610 Missense_Mutation SNP G A 27 231 c.1288G>A c.(1288-1290)GAT>AAT p.D430N

Pat_28 Post-Resistance ATP2B2 491 37 3 10379966 10379966 Missense_Mutation SNP G C 28 27 c.3314C>G c.(3313-3315)CCG>CGG p.P1105R

Pat_28 Post-Resistance ATP2B2 491 37 3 10452389 10452389 Nonsense_Mutation SNP G A 109 169 c.310C>T c.(310-312)CAG>TAG p.Q104*

Pat_28 Post-Resistance HACL1 26061 37 3 15631058 15631058 Missense_Mutation SNP C T 62 88 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_28 Post-Resistance GALNTL2 117248 37 3 16252690 16252690 Missense_Mutation SNP G A 30 60 c.1139G>A c.(1138-1140)GGA>GAA p.G380E

Pat_28 Post-Resistance GALNTL2 117248 37 3 16254176 16254176 Missense_Mutation SNP C T 48 67 c.1298C>T c.(1297-1299)ACC>ATC p.T433I

Pat_28 Post-Resistance ZNF385D 79750 37 3 21706425 21706425 Missense_Mutation SNP G A 35 68 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_28 Post-Resistance ZNF860 344787 37 3 32030630 32030630 Missense_Mutation SNP C T 61 92 c.59C>T c.(58-60)CCT>CTT p.P20L

Pat_28 Post-Resistance ARPP21 10777 37 3 35750489 35750489 Missense_Mutation SNP A C 39 44 c.824A>C c.(823-825)GAC>GCC p.D275A

Pat_28 Post-Resistance STAC 6769 37 3 36485039 36485039 Missense_Mutation SNP G A 47 101 c.295G>A c.(295-297)GCT>ACT p.A99T

Pat_28 Post-Resistance STAC 6769 37 3 36485042 36485042 Missense_Mutation SNP G A 49 106 c.298G>A c.(298-300)GGT>AGT p.G100S

Pat_28 Post-Resistance TRANK1 9881 37 3 36872900 36872900 Missense_Mutation SNP C T 12 11 c.6392G>A c.(6391-6393)AGG>AAG p.R2131K

Pat_28 Post-Resistance DLEC1 9940 37 3 38137409 38137409 Missense_Mutation SNP G A 43 52 c.2143G>A c.(2143-2145)GTG>ATG p.V715M

Pat_28 Post-Resistance MYRIP 25924 37 3 40085725 40085725 Missense_Mutation SNP G A 36 72 c.295G>A c.(295-297)GAA>AAA p.E99K

Pat_28 Post-Resistance ZNF35 7584 37 3 44700600 44700601 Missense_Mutation DNP CC TT 36 104 c.745_746CC>TT c.(745-747)CCC>TTC p.P249F

Pat_28 Post-Resistance KIF15 56992 37 3 44872502 44872502 Missense_Mutation SNP G A 121 184 c.3163G>A c.(3163-3165)GAC>AAC p.D1055N

Pat_28 Post-Resistance FYCO1 79443 37 3 46008670 46008670 Missense_Mutation SNP C T 60 83 c.2156G>A c.(2155-2157)TGC>TAC p.C719Y

Pat_28 Post-Resistance CSPG5 10675 37 3 47614300 47614301 Nonsense_Mutation DNP GG AA 20 39 c.1257_1258CC>TT1255-1260)TTCCAG>TTTT p.Q420*

Pat_28 Post-Resistance TREX1 11277 37 3 48508929 48508929 Missense_Mutation SNP G A 23 27 c.1040G>A c.(1039-1041)GGT>GAT p.G347D

Pat_28 Post-Resistance PRKAR2A 5576 37 3 48884951 48884951 Missense_Mutation SNP G A 5 3 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_28 Post-Resistance QARS 5859 37 3 49140824 49140824 Missense_Mutation SNP A G 63 121 c.470T>C c.(469-471)CTG>CCG p.L157P

Pat_28 Post-Resistance DAG1 1605 37 3 49569597 49569597 Nonsense_Mutation SNP G A 19 22 c.1653G>A c.(1651-1653)TGG>TGA p.W551*

Pat_28 Post-Resistance MST1 4485 37 3 49723375 49723375 Missense_Mutation SNP C T 4 25 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_28 Post-Resistance MON1A 84315 37 3 49948270 49948270 Missense_Mutation SNP C T 19 30 c.952G>A c.(952-954)GCG>ACG p.A318T

Pat_28 Post-Resistance DNAH1 25981 37 3 52360908 52360908 Splice_Site SNP G A 16 17 c.738_splice c.e5+1 p.K246_splice

Pat_28 Post-Resistance STAB1 23166 37 3 52536099 52536099 Missense_Mutation SNP G A 19 26 c.409G>A c.(409-411)GTG>ATG p.V137M

Pat_28 Post-Resistance ITIH1 3697 37 3 52816017 52816017 Missense_Mutation SNP C T 46 76 c.749C>T c.(748-750)TCC>TTC p.S250F

Pat_28 Post-Resistance LRIG1 26018 37 3 66434613 66434613 Missense_Mutation SNP G A 84 97 c.1873C>T c.(1873-1875)CAC>TAC p.H625Y

Pat_28 Post-Resistance C3orf64 285203 37 3 69056913 69056913 Missense_Mutation SNP G A 92 156 c.371C>T c.(370-372)GCC>GTC p.A124V

Pat_28 Post-Resistance CNTN3 5067 37 3 74548880 74548880 Missense_Mutation SNP G A 33 67 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_28 Post-Resistance COL8A1 1295 37 3 99513844 99513844 Missense_Mutation SNP G A 8 17 c.1099G>A c.(1099-1101)GTT>ATT p.V367I

Pat_28 Post-Resistance PCNP 57092 37 3 101311500 101311500 Missense_Mutation SNP C T 41 19 c.440C>T c.(439-441)TCC>TTC p.S147F

Pat_28 Post-Resistance CEP97 79598 37 3 101484183 101484183 Missense_Mutation SNP A G 140 45 c.2386A>G c.(2386-2388)AGA>GGA p.R796G

Pat_28 Post-Resistance PLCXD2 257068 37 3 111427090 111427090 Missense_Mutation SNP G A 61 21 c.481G>A c.(481-483)GAT>AAT p.D161N



Pat_28 Post-Resistance C3orf15 89876 37 3 119445129 119445129 Missense_Mutation SNP A C 14 5 c.794A>C c.(793-795)AAG>ACG p.K265T

Pat_28 Post-Resistance SLC15A2 6565 37 3 121643880 121643880 Missense_Mutation SNP C T 85 41 c.1124C>T c.(1123-1125)TCA>TTA p.S375L

Pat_28 Post-Resistance SEC61A1 29927 37 3 127783866 127783866 Missense_Mutation SNP G A 87 20 c.763G>A c.(763-765)GTC>ATC p.V255I

Pat_28 Post-Resistance STAG1 10274 37 3 136141269 136141269 Missense_Mutation SNP C T 61 14 c.2020G>A c.(2020-2022)GAA>AAA p.E674K

Pat_28 Post-Resistance WWTR1 25937 37 3 149243815 149243815 Missense_Mutation SNP C T 45 17 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_28 Post-Resistance IGSF10 285313 37 3 151155253 151155253 Missense_Mutation SNP G A 92 28 c.7096C>T c.(7096-7098)CCA>TCA p.P2366S

Pat_28 Post-Resistance C3orf79 152118 37 3 153202377 153202377 Missense_Mutation SNP G A 59 36 c.32G>A c.(31-33)AGG>AAG p.R11K

Pat_28 Post-Resistance NMD3 51068 37 3 160964203 160964203 Missense_Mutation SNP G A 32 14 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_28 Post-Resistance HTR3C 170572 37 3 183772559 183772559 Missense_Mutation SNP G A 39 15 c.118G>A c.(118-120)GTT>ATT p.V40I

Pat_28 Post-Resistance TP63 8626 37 3 189582204 189582204 Missense_Mutation SNP G A 23 57 c.763G>A c.(763-765)GAG>AAG p.E255K

Pat_28 Post-Resistance SDHAP1 255812 37 3 195690273 195690274 Missense_Mutation DNP GG TA 35 70 c.262_263CC>TA c.(262-264)CCC>TAC p.P88Y

Pat_28 Post-Resistance PDE6B 5158 37 4 654325 654325 Missense_Mutation SNP G A 14 18 c.1537G>A c.(1537-1539)GAA>AAA p.E513K

Pat_28 Post-Resistance MFSD10 10227 37 4 2933320 2933320 Missense_Mutation SNP G A 18 21 c.985C>T c.(985-987)CGG>TGG p.R329W

Pat_28 Post-Resistance HGFAC 3083 37 4 3449646 3449646 Missense_Mutation SNP G A 6 13 c.1520G>A c.(1519-1521)GGG>GAG p.G507E

Pat_28 Post-Resistance OTOP1 133060 37 4 4190688 4190688 Missense_Mutation SNP G A 11 104 c.1681C>T c.(1681-1683)CCC>TCC p.P561S

Pat_28 Post-Resistance JAKMIP1 152789 37 4 6050637 6050637 Missense_Mutation SNP C T 18 35 c.1975G>A c.(1975-1977)GAA>AAA p.E659K

Pat_28 Post-Resistance MAN2B2 23324 37 4 6596460 6596460 Splice_Site SNP G A 10 11 c.1057_splice c.e7+1 p.E353_splice

Pat_28 Post-Resistance PROM1 8842 37 4 15981017 15981017 Splice_Site SNP C T 34 79 c.2582_splice c.e25+1 p.S861_splice

Pat_28 Post-Resistance SEPSECS 51091 37 4 25157661 25157661 Missense_Mutation SNP G A 85 131 c.545C>T c.(544-546)GCA>GTA p.A182V

Pat_28 Post-Resistance WDR19 57728 37 4 39216257 39216257 Missense_Mutation SNP G A 46 67 c.927G>A c.(925-927)ATG>ATA p.M309I

Pat_28 Post-Resistance RFC1 5981 37 4 39301676 39301677 Missense_Mutation DNP GG AA 15 43 c.2775_2776CC>TT2773-2778)ATCCGG>ATTT p.R926W

Pat_28 Post-Resistance NSUN7 79730 37 4 40752969 40752969 Nonsense_Mutation SNP C T 31 59 c.259C>T c.(259-261)CAG>TAG p.Q87*

Pat_28 Post-Resistance KIAA1211 57482 37 4 57181815 57181815 Missense_Mutation SNP A T 40 51 c.2147A>T c.(2146-2148)AAT>ATT p.N716I

Pat_28 Post-Resistance UGT2A1 10941 37 4 70460343 70460343 Missense_Mutation SNP C T 43 62 c.1156G>A c.(1156-1158)GTC>ATC p.V386I

Pat_28 Post-Resistance SULT1E1 6783 37 4 70723320 70723320 Missense_Mutation SNP G A 30 35 c.43C>T c.(43-45)CAT>TAT p.H15Y

Pat_28 Post-Resistance SHROOM3 57619 37 4 77659967 77659967 Missense_Mutation SNP C T 39 61 c.641C>T c.(640-642)CCT>CTT p.P214L

Pat_28 Post-Resistance FRAS1 80144 37 4 79301123 79301123 Missense_Mutation SNP G A 62 88 c.3536G>A c.(3535-3537)CGT>CAT p.R1179H

Pat_28 Post-Resistance FRAS1 80144 37 4 79362382 79362382 Missense_Mutation SNP C T 17 18 c.5596C>T c.(5596-5598)CTC>TTC p.L1866F

Pat_28 Post-Resistance PAQR3 152559 37 4 79860269 79860269 Missense_Mutation SNP G A 58 85 c.110C>T c.(109-111)CCC>CTC p.P37L

Pat_28 Post-Resistance TMEM150C 441027 37 4 83417310 83417310 Missense_Mutation SNP G A 73 76 c.274C>T c.(274-276)CCG>TCG p.P92S

Pat_28 Post-Resistance SEC31A 22872 37 4 83765625 83765625 Missense_Mutation SNP C T 48 27 c.2540G>A c.(2539-2541)GGA>GAA p.G847E

Pat_28 Post-Resistance SEC31A 22872 37 4 83778844 83778844 Missense_Mutation SNP C T 40 110 c.1700G>A c.(1699-1701)GGG>GAG p.G567E

Pat_28 Post-Resistance WDFY3 23001 37 4 85678114 85678114 Missense_Mutation SNP G A 151 296 c.5389C>T c.(5389-5391)CCT>TCT p.P1797S

Pat_28 Post-Resistance DSPP 1834 37 4 88534072 88534072 Missense_Mutation SNP G A 15 17 c.734G>A c.(733-735)AGT>AAT p.S245N

Pat_28 Post-Resistance ABCG2 9429 37 4 89053785 89053785 Missense_Mutation SNP C T 34 42 c.206G>A c.(205-207)GGG>GAG p.G69E

Pat_28 Post-Resistance ADH1B 125 37 4 100237077 100237077 Missense_Mutation SNP C T 85 200 c.545G>A c.(544-546)GGG>GAG p.G182E

Pat_28 Post-Resistance CENPE 1062 37 4 104097137 104097137 Missense_Mutation SNP C T 46 96 c.1459G>A c.(1459-1461)GCA>ACA p.A487T

Pat_28 Post-Resistance PAPSS1 9061 37 4 108622351 108622351 Missense_Mutation SNP G A 67 102 c.151C>T c.(151-153)CGT>TGT p.R51C

Pat_28 Post-Resistance COL25A1 84570 37 4 109766362 109766362 Missense_Mutation SNP C T 100 168 c.1561G>A c.(1561-1563)GGT>AGT p.G521S

Pat_28 Post-Resistance EGF 1950 37 4 110884373 110884373 Missense_Mutation SNP C T 109 189 c.1357C>T c.(1357-1359)CCT>TCT p.P453S

Pat_28 Post-Resistance ANKRD50 57182 37 4 125592742 125592742 Missense_Mutation SNP G A 73 119 c.1690C>T c.(1690-1692)CTT>TTT p.L564F

Pat_28 Post-Resistance PCDH18 54510 37 4 138449631 138449631 Splice_Site SNP C T 81 97 c.2740_splice c.e3+1 p.A914_splice

Pat_28 Post-Resistance FHDC1 85462 37 4 153884215 153884215 Missense_Mutation SNP C T 105 133 c.962C>T c.(961-963)TCT>TTT p.S321F

Pat_28 Post-Resistance DCHS2 54798 37 4 155156884 155156884 Missense_Mutation SNP C T 57 78 c.7555G>A c.(7555-7557)GTT>ATT p.V2519I

Pat_28 Post-Resistance RXFP1 59350 37 4 159573068 159573068 Missense_Mutation SNP C T 47 83 c.2135C>T c.(2134-2136)ACA>ATA p.T712I

Pat_28 Post-Resistance KLHL2 11275 37 4 166231776 166231776 Missense_Mutation SNP G A 260 372 c.1111G>A c.(1111-1113)GAT>AAT p.D371N

Pat_28 Post-Resistance ODZ3 55714 37 4 183675922 183675922 Missense_Mutation SNP G A 43 71 c.4402G>A c.(4402-4404)GAT>AAT p.D1468N



Pat_28 Post-Resistance SDHA 6389 37 5 218477 218477 Missense_Mutation SNP G A 6 21 c.7G>A c.(7-9)GGG>AGG p.G3R

Pat_28 Post-Resistance SLC12A7 10723 37 5 1063982 1063982 Missense_Mutation SNP C T 29 56 c.2716G>A c.(2716-2718)GCC>ACC p.A906T

Pat_28 Post-Resistance SLC6A3 6531 37 5 1441606 1441606 Splice_Site SNP C T 9 12 c.287_splice c.e3-1 p.G96_splice

Pat_28 Post-Resistance KIAA0947 23379 37 5 5465026 5465026 Missense_Mutation SNP G A 7 6 c.5579G>A c.(5578-5580)AGG>AAG p.R1860K

Pat_28 Post-Resistance SEMA5A 9037 37 5 9202163 9202163 Missense_Mutation SNP G A 33 55 c.836C>T c.(835-837)TCC>TTC p.S279F

Pat_28 Post-Resistance DNAH5 1767 37 5 13807795 13807795 Missense_Mutation SNP C T 6 10 c.7792G>A c.(7792-7794)GTA>ATA p.V2598I

Pat_28 Post-Resistance CDH10 1008 37 5 24491808 24491808 Nonsense_Mutation SNP G A 46 65 c.1753C>T c.(1753-1755)CGA>TGA p.R585*

Pat_28 Post-Resistance UGT3A1 133688 37 5 35954459 35954459 Missense_Mutation SNP G A 25 35 c.1417C>T c.(1417-1419)CCC>TCC p.P473S

Pat_28 Post-Resistance EGFLAM 133584 37 5 38409148 38409148 Missense_Mutation SNP G A 8 11 c.1291G>A c.(1291-1293)GAA>AAA p.E431K

Pat_28 Post-Resistance RICTOR 253260 37 5 38953151 38953151 Missense_Mutation SNP C T 72 106 c.2833G>A c.(2833-2835)GAA>AAA p.E945K

Pat_28 Post-Resistance C6 729 37 5 41158798 41158798 Missense_Mutation SNP G A 25 47 c.1946C>T c.(1945-1947)CCT>CTT p.P649L

Pat_28 Post-Resistance HMGCS1 3157 37 5 43294211 43294211 Missense_Mutation SNP G A 46 111 c.1130C>T c.(1129-1131)TCT>TTT p.S377F

Pat_28 Post-Resistance GAPT 202309 37 5 57790683 57790683 Missense_Mutation SNP C T 40 53 c.320C>T c.(319-321)ACC>ATC p.T107I

Pat_28 Post-Resistance RGS7BP 401190 37 5 63905020 63905020 Missense_Mutation SNP C T 47 67 c.715C>T c.(715-717)CCC>TCC p.P239S

Pat_28 Post-Resistance PPWD1 23398 37 5 64865551 64865551 Missense_Mutation SNP G A 31 57 c.392G>A c.(391-393)AGT>AAT p.S131N

Pat_28 Post-Resistance MAST4 375449 37 5 66462764 66462764 Missense_Mutation SNP C T 7 15 c.7190C>T c.(7189-7191)TCC>TTC p.S2397F

Pat_28 Post-Resistance RGNEF 64283 37 5 73136449 73136449 Missense_Mutation SNP G A 25 37 c.1291G>A c.(1291-1293)GAA>AAA p.E431K

Pat_28 Post-Resistance IQGAP2 10788 37 5 75886412 75886412 Splice_Site SNP G A 5 23 c.819_splice c.e8+1 p.K273_splice

Pat_28 Post-Resistance VCAN 1462 37 5 82815700 82815700 Missense_Mutation SNP G A 68 90 c.1575G>A c.(1573-1575)ATG>ATA p.M525I

Pat_28 Post-Resistance EDIL3 10085 37 5 83259133 83259133 Missense_Mutation SNP C T 34 56 c.1184G>A c.(1183-1185)GGA>GAA p.G395E

Pat_28 Post-Resistance GPR98 84059 37 5 90159654 90159654 Missense_Mutation SNP G A 97 148 c.17836G>A c.(17836-17838)GCA>ACA p.A5946T

Pat_28 Post-Resistance AQPEP 206338 37 5 115335540 115335540 Missense_Mutation SNP G A 38 81 c.1456G>A c.(1456-1458)GTG>ATG p.V486M

Pat_28 Post-Resistance SEMA6A 57556 37 5 115837950 115837950 Missense_Mutation SNP G C 135 189 c.174C>G c.(172-174)ATC>ATG p.I58M

Pat_28 Post-Resistance FAM170A 340069 37 5 118965466 118965466 Missense_Mutation SNP G A 65 83 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_28 Post-Resistance CSNK1G3 1456 37 5 122881506 122881506 Missense_Mutation SNP G A 82 120 c.149G>A c.(148-150)GGA>GAA p.G50E

Pat_28 Post-Resistance C5orf56 441108 37 5 131821956 131821956 Missense_Mutation SNP G T 51 81 c.117G>T c.(115-117)GAG>GAT p.E39D

Pat_28 Post-Resistance HSPA4 3308 37 5 132427028 132427028 Missense_Mutation SNP G A 28 38 c.1522G>A c.(1522-1524)GAG>AAG p.E508K

Pat_28 Post-Resistance TCF7 6932 37 5 133451621 133451621 Missense_Mutation SNP C T 26 45 c.338C>T c.(337-339)ACC>ATC p.T113I

Pat_28 Post-Resistance WNT8A 7478 37 5 137426514 137426514 Missense_Mutation SNP A T 32 56 c.808A>T c.(808-810)ACA>TCA p.T270S

Pat_28 Post-Resistance KIF20A 10112 37 5 137523005 137523005 Missense_Mutation SNP C T 26 49 c.2576C>T c.(2575-2577)ACC>ATC p.T859I

Pat_28 Post-Resistance PCDHA9 9752 37 5 140230475 140230475 Splice_Site SNP G A 21 26 c.2394_splice c.e1+1 p.K798_splice

Pat_28 Post-Resistance PCDHA13 56136 37 5 140264182 140264182 Missense_Mutation SNP C T 14 19 c.2329C>T c.(2329-2331)CCT>TCT p.P777S

Pat_28 Post-Resistance PCDHB16 57717 37 5 140563779 140563779 Missense_Mutation SNP G A 14 14 c.1645G>A c.(1645-1647)GTG>ATG p.V549M

Pat_28 Post-Resistance PCDHGB1 56104 37 5 140730554 140730554 Missense_Mutation SNP G A 49 73 c.727G>A c.(727-729)GTA>ATA p.V243I

Pat_28 Post-Resistance PCDHGA5 56110 37 5 140744554 140744554 Missense_Mutation SNP C A 46 64 c.657C>A c.(655-657)GAC>GAA p.D219E

Pat_28 Post-Resistance PCDHGA9 56107 37 5 140783741 140783741 Nonsense_Mutation SNP C T 3 6 c.1222C>T c.(1222-1224)CAA>TAA p.Q408*

Pat_28 Post-Resistance PCDHGC3 5098 37 5 140857485 140857485 Missense_Mutation SNP G A 14 18 c.1802G>A c.(1801-1803)GGG>GAG p.G601E

Pat_28 Post-Resistance SLC26A2 1836 37 5 149357903 149357903 Missense_Mutation SNP G A 67 114 c.688G>A c.(688-690)GGA>AGA p.G230R

Pat_28 Post-Resistance CCDC69 26112 37 5 150581189 150581189 Missense_Mutation SNP C T 44 57 c.185G>A c.(184-186)AGA>AAA p.R62K

Pat_28 Post-Resistance SGCD 6444 37 5 155771587 155771587 Missense_Mutation SNP G A 65 89 c.89G>A c.(88-90)CGG>CAG p.R30Q

Pat_28 Post-Resistance SLIT3 6586 37 5 168098390 168098390 Missense_Mutation SNP C T 17 44 c.3940G>A c.(3940-3942)GAG>AAG p.E1314K

Pat_28 Post-Resistance STK10 6793 37 5 171472026 171472026 Missense_Mutation SNP C T 41 53 c.2767G>A c.(2767-2769)GCT>ACT p.A923T

Pat_28 Post-Resistance C5orf25 375484 37 5 175740710 175740710 Missense_Mutation SNP G A 141 216 c.1694G>A c.(1693-1695)GGG>GAG p.G565E

Pat_28 Post-Resistance GRM6 2916 37 5 178418532 178418532 Missense_Mutation SNP C A 87 116 c.750G>T c.(748-750)AAG>AAT p.K250N

Pat_28 Post-Resistance EXOC2 55770 37 6 564872 564872 Missense_Mutation SNP C T 143 83 c.1501G>A c.(1501-1503)GAT>AAT p.D501N

Pat_28 Post-Resistance PRPF4B 8899 37 6 4041062 4041062 Missense_Mutation SNP G A 26 161 c.1469G>A c.(1468-1470)GGT>GAT p.G490D

Pat_28 Post-Resistance DSP 1832 37 6 7565599 7565599 Missense_Mutation SNP C T 55 240 c.785C>T c.(784-786)TCC>TTC p.S262F



Pat_28 Post-Resistance SYCP2L 221711 37 6 10956431 10956431 Missense_Mutation SNP C T 23 97 c.2119C>T c.(2119-2121)CCA>TCA p.P707S

Pat_28 Post-Resistance JARID2 3720 37 6 15487537 15487537 Splice_Site SNP G A 3 27 c.671_splice c.e6-1 p.V224_splice

Pat_28 Post-Resistance FAM8A1 51439 37 6 17601299 17601299 Missense_Mutation SNP G A 9 18 c.659G>A c.(658-660)AGG>AAG p.R220K

Pat_28 Post-Resistance NUP153 9972 37 6 17629327 17629327 Missense_Mutation SNP G A 33 127 c.3103C>T c.(3103-3105)CCT>TCT p.P1035S

Pat_28 Post-Resistance E2F3 1871 37 6 20402789 20402789 Missense_Mutation SNP G A 4 8 c.326G>A c.(325-327)AGA>AAA p.R109K

Pat_28 Post-Resistance CDKAL1 54901 37 6 21000457 21000457 Splice_Site SNP G A 100 141 c.910_splice c.e11-1 p.E304_splice

Pat_28 Post-Resistance KIAA0319 9856 37 6 24596292 24596292 Missense_Mutation SNP C T 8 36 c.610G>A c.(610-612)GCG>ACG p.A204T

Pat_28 Post-Resistance HIST1H2BB 3018 37 6 26043810 26043810 Missense_Mutation SNP C T 53 226 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_28 Post-Resistance HIST1H4F 8361 37 6 26240940 26240940 Missense_Mutation SNP G A 44 129 c.287G>A c.(286-288)CGC>CAC p.R96H

Pat_28 Post-Resistance ZNF165 7718 37 6 28053992 28053992 Missense_Mutation SNP G A 36 168 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_28 Post-Resistance TRIM10 10107 37 6 30123507 30123507 Missense_Mutation SNP G A 17 72 c.925C>T c.(925-927)CCA>TCA p.P309S

Pat_28 Post-Resistance MDC1 9656 37 6 30672908 30672908 Missense_Mutation SNP G A 56 225 c.4052C>T c.(4051-4053)ACT>ATT p.T1351I

Pat_28 Post-Resistance PSORS1C1 170679 37 6 31107430 31107430 Missense_Mutation SNP C A 13 42 c.180C>A c.(178-180)GAC>GAA p.D60E

Pat_28 Post-Resistance PSORS1C1 170679 37 6 31107605 31107605 Missense_Mutation SNP C T 37 102 c.355C>T c.(355-357)CCT>TCT p.P119S

Pat_28 Post-Resistance LY6G6F 259215 37 6 31685358 31685358 Missense_Mutation SNP C T 130 580 c.926C>T c.(925-927)CCC>CTC p.P309L

Pat_28 Post-Resistance SLC44A4 80736 37 6 31833111 31833111 Missense_Mutation SNP G A 110 506 c.1741C>T c.(1741-1743)CTC>TTC p.L581F

Pat_28 Post-Resistance EHMT2 10919 37 6 31854650 31854650 Missense_Mutation SNP C T 82 334 c.2143G>A c.(2143-2145)GAC>AAC p.D715N

Pat_28 Post-Resistance CFB 629 37 6 31914225 31914225 Missense_Mutation SNP G A 6 60 c.140G>A c.(139-141)GGC>GAC p.G47D

Pat_28 Post-Resistance CFB 629 37 6 31919797 31919797 Missense_Mutation SNP G A 111 332 c.2285G>A c.(2284-2286)GGT>GAT p.G762D

Pat_28 Post-Resistance AGPAT1 10554 37 6 32139188 32139188 Missense_Mutation SNP C T 22 57 c.86G>A c.(85-87)AGC>AAC p.S29N

Pat_28 Post-Resistance NOTCH4 4855 37 6 32189064 32189064 Missense_Mutation SNP G A 20 91 c.490C>T c.(490-492)CCA>TCA p.P164S

Pat_28 Post-Resistance HLA-DQB1 3119 37 6 32629225 32629225 Missense_Mutation SNP G A 11 7 c.671C>T c.(670-672)TCT>TTT p.S224F

Pat_28 Post-Resistance TAP1 6890 37 6 32821391 32821391 Missense_Mutation SNP G A 20 29 c.203C>T c.(202-204)GCT>GTT p.A68V

Pat_28 Post-Resistance VPS52 6293 37 6 33219723 33219723 Missense_Mutation SNP G A 27 73 c.1820C>T c.(1819-1821)CCC>CTC p.P607L

Pat_28 Post-Resistance RPS18 6222 37 6 33243844 33243844 Splice_Site SNP G A 26 73 c.291_splice c.e4+1 p.Q97_splice

Pat_28 Post-Resistance WDR46 9277 37 6 33256444 33256444 Missense_Mutation SNP G A 35 125 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_28 Post-Resistance ZBTB22 9278 37 6 33283427 33283427 Missense_Mutation SNP C T 47 116 c.1267G>A c.(1267-1269)GGC>AGC p.G423S

Pat_28 Post-Resistance DAXX 1616 37 6 33286845 33286845 Missense_Mutation SNP G A 49 157 c.2092C>T c.(2092-2094)CTC>TTC p.L698F

Pat_28 Post-Resistance ITPR3 3710 37 6 33644865 33644865 Missense_Mutation SNP G A 15 61 c.3521G>A c.(3520-3522)GGC>GAC p.G1174D

Pat_28 Post-Resistance HMGA1 3159 37 6 34211249 34211249 Missense_Mutation SNP C T 15 68 c.224C>T c.(223-225)ACC>ATC p.T75I

Pat_28 Post-Resistance ANKS1A 23294 37 6 34985363 34985363 Missense_Mutation SNP G A 28 91 c.1537G>A c.(1537-1539)GGG>AGG p.G513R

Pat_28 Post-Resistance CDKN1A 1026 37 6 36652219 36652219 Missense_Mutation SNP C T 12 12 c.341C>T c.(340-342)TCA>TTA p.S114L

Pat_28 Post-Resistance DNAH8 1769 37 6 38790697 38790697 Missense_Mutation SNP G A 22 67 c.2956G>A c.(2956-2958)GTC>ATC p.V986I

Pat_28 Post-Resistance DNAH8 1769 37 6 38862525 38862525 Nonsense_Mutation SNP C T 28 105 c.7981C>T c.(7981-7983)CGA>TGA p.R2661*

Pat_28 Post-Resistance DNAH8 1769 37 6 38917285 38917285 Missense_Mutation SNP G A 51 164 c.11536G>A c.(11536-11538)GAA>AAA p.E3846K

Pat_28 Post-Resistance ZNF318 24149 37 6 43316171 43316171 Missense_Mutation SNP G A 70 206 c.2963C>T c.(2962-2964)TCC>TTC p.S988F

Pat_28 Post-Resistance ABCC10 89845 37 6 43415624 43415624 Missense_Mutation SNP G A 14 30 c.3908G>A c.(3907-3909)CGA>CAA p.R1303Q

Pat_28 Post-Resistance GPR116 221395 37 6 46830722 46830722 Missense_Mutation SNP C T 68 136 c.2102G>A c.(2101-2103)GGC>GAC p.G701D

Pat_28 Post-Resistance C6orf138 442213 37 6 47846952 47846952 Missense_Mutation SNP C T 15 49 c.1577G>A c.(1576-1578)AGT>AAT p.S526N

Pat_28 Post-Resistance RHAG 6005 37 6 49586943 49586943 Missense_Mutation SNP A G 65 208 c.290T>C c.(289-291)GTA>GCA p.V97A

Pat_28 Post-Resistance PGK2 5232 37 6 49753930 49753930 Missense_Mutation SNP T A 97 361 c.971A>T c.(970-972)CAT>CTT p.H324L

Pat_28 Post-Resistance PKHD1 5314 37 6 51913410 51913410 Missense_Mutation SNP G A 26 69 c.2287C>T c.(2287-2289)CCC>TCC p.P763S

Pat_28 Post-Resistance PAQR8 85315 37 6 52268486 52268486 Missense_Mutation SNP G A 61 197 c.475G>A c.(475-477)GCT>ACT p.A159T

Pat_28 Post-Resistance ICK 22858 37 6 52880960 52880960 Missense_Mutation SNP G A 53 232 c.752C>T c.(751-753)CCC>CTC p.P251L

Pat_28 Post-Resistance FAM83B 222584 37 6 54735297 54735297 Missense_Mutation SNP G A 66 268 c.253G>A c.(253-255)GAT>AAT p.D85N

Pat_28 Post-Resistance DST 667 37 6 56496706 56496706 Missense_Mutation SNP C T 61 251 c.3839G>A c.(3838-3840)AGT>AAT p.S1280N

Pat_28 Post-Resistance AIM1 202 37 6 106992663 106992663 Missense_Mutation SNP G A 5 1 c.3943G>A c.(3943-3945)GAT>AAT p.D1315N



Pat_28 Post-Resistance FYN 2534 37 6 112035611 112035611 Missense_Mutation SNP C T 32 16 c.283G>A c.(283-285)GCA>ACA p.A95T

Pat_28 Post-Resistance RFPL4B 442247 37 6 112671637 112671637 Missense_Mutation SNP C T 21 8 c.727C>T c.(727-729)CCA>TCA p.P243S

Pat_28 Post-Resistance SAMD3 154075 37 6 130497110 130497110 Missense_Mutation SNP C T 24 17 c.698G>A c.(697-699)CGA>CAA p.R233Q

Pat_28 Post-Resistance GPR126 57211 37 6 142725084 142725084 Missense_Mutation SNP C T 71 24 c.2101C>T c.(2101-2103)CCA>TCA p.P701S

Pat_28 Post-Resistance FNDC1 84624 37 6 159654246 159654246 Missense_Mutation SNP C T 5 1 c.2702C>T c.(2701-2703)CCC>CTC p.P901L

Pat_28 Post-Resistance BRP44L 51660 37 6 166779481 166779481 Missense_Mutation SNP C T 45 18 c.286G>A c.(286-288)GGG>AGG p.G96R

Pat_28 Post-Resistance BZW2 28969 37 7 16729503 16729503 Missense_Mutation SNP G A 8 41 c.623G>A c.(622-624)AGA>AAA p.R208K

Pat_28 Post-Resistance HDAC9 9734 37 7 18806771 18806771 Missense_Mutation SNP G A 10 18 c.2198G>A c.(2197-2199)GGA>GAA p.G733E

Pat_28 Post-Resistance CCDC129 223075 37 7 31617513 31617513 Missense_Mutation SNP C T 20 53 c.635C>T c.(634-636)ACC>ATC p.T212I

Pat_28 Post-Resistance SFRP4 6424 37 7 37955718 37955718 Missense_Mutation SNP G A 51 127 c.422C>T c.(421-423)GCC>GTC p.A141V

Pat_28 Post-Resistance RAMP3 10268 37 7 45222964 45222964 Missense_Mutation SNP G A 78 225 c.400G>A c.(400-402)GCT>ACT p.A134T

Pat_28 Post-Resistance PKD1L1 168507 37 7 47976441 47976441 Splice_Site SNP A G 19 53 c.398_splice c.e4+1 p.R133_splice

Pat_28 Post-Resistance ABCA13 154664 37 7 48559881 48559881 Missense_Mutation SNP G A 9 47 c.14042G>A c.(14041-14043)CGA>CAA p.R4681Q

Pat_28 Post-Resistance EGFR 1956 37 7 55273036 55273036 Missense_Mutation SNP G A 44 145 c.3359G>A c.(3358-3360)AGC>AAC p.S1120N

Pat_28 Post-Resistance ZNF716 441234 37 7 57528589 57528589 Missense_Mutation SNP G A 16 87 c.422G>A c.(421-423)GGT>GAT p.G141D

Pat_28 Post-Resistance ASL 435 37 7 65557607 65557607 Missense_Mutation SNP G A 36 58 c.1207G>A c.(1207-1209)GTC>ATC p.V403I

Pat_28 Post-Resistance SBDS 51119 37 7 66453486 66453486 Missense_Mutation SNP C T 30 79 c.625G>A c.(625-627)GTA>ATA p.V209I

Pat_28 Post-Resistance AUTS2 26053 37 7 69364416 69364416 Nonsense_Mutation SNP C T 228 165 c.454C>T c.(454-456)CGA>TGA p.R152*

Pat_28 Post-Resistance TYW1B 441250 37 7 72297543 72297543 Missense_Mutation SNP T C 38 136 c.26A>G c.(25-27)GAC>GGC p.D9G

Pat_28 Post-Resistance MAGI2 9863 37 7 78130964 78130964 Missense_Mutation SNP C T 125 110 c.895G>A c.(895-897)GAG>AAG p.E299K

Pat_28 Post-Resistance CACNA2D1 781 37 7 81641540 81641540 Missense_Mutation SNP C T 44 133 c.1292G>A c.(1291-1293)GGA>GAA p.G431E

Pat_28 Post-Resistance ZNF804B 219578 37 7 88962766 88962766 Missense_Mutation SNP G A 27 76 c.470G>A c.(469-471)AGA>AAA p.R157K

Pat_28 Post-Resistance SAMD9L 219285 37 7 92763843 92763843 Nonsense_Mutation SNP C T 42 181 c.1442G>A c.(1441-1443)TGG>TAG p.W481*

Pat_28 Post-Resistance COL1A2 1278 37 7 94040207 94040207 Missense_Mutation SNP C T 26 80 c.1204C>T c.(1204-1206)CCT>TCT p.P402S

Pat_28 Post-Resistance ASNS 440 37 7 97482371 97482371 Splice_Site SNP C T 14 63 c.1476_splice c.e12+1 p.Q492_splice

Pat_28 Post-Resistance ARPC1A 10552 37 7 98961248 98961248 Missense_Mutation SNP G A 27 63 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_28 Post-Resistance ZKSCAN1 7586 37 7 99621460 99621460 Missense_Mutation SNP G A 27 69 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_28 Post-Resistance COPS6 10980 37 7 99687039 99687039 Splice_Site SNP G A 57 161 c.202_splice c.e2+1 p.V68_splice

Pat_28 Post-Resistance AP4M1 9179 37 7 99704099 99704099 Missense_Mutation SNP C T 26 34 c.1099C>T c.(1099-1101)CGG>TGG p.R367W

Pat_28 Post-Resistance GPC2 221914 37 7 99773341 99773341 Missense_Mutation SNP C T 39 109 c.502G>A c.(502-504)GCA>ACA p.A168T

Pat_28 Post-Resistance GPC2 221914 37 7 99773506 99773506 Missense_Mutation SNP C T 15 27 c.337G>A c.(337-339)GAG>AAG p.E113K

Pat_28 Post-Resistance GPC2 221914 37 7 99774815 99774815 Missense_Mutation SNP G A 16 28 c.8C>T c.(7-9)GCG>GTG p.A3V

Pat_28 Post-Resistance EPHB4 2050 37 7 100416159 100416159 Missense_Mutation SNP C T 17 48 c.1405G>A c.(1405-1407)GTC>ATC p.V469I

Pat_28 Post-Resistance SLC12A9 56996 37 7 100459495 100459495 Missense_Mutation SNP G A 15 34 c.1673G>A c.(1672-1674)GGG>GAG p.G558E

Pat_28 Post-Resistance CDHR3 222256 37 7 105662865 105662865 Missense_Mutation SNP C T 99 300 c.2047C>T c.(2047-2049)CCA>TCA p.P683S

Pat_28 Post-Resistance PRKAR2B 5577 37 7 106762448 106762448 Missense_Mutation SNP G A 24 79 c.395G>A c.(394-396)AGG>AAG p.R132K

Pat_28 Post-Resistance CBLL1 79872 37 7 107399303 107399303 Missense_Mutation SNP C T 213 521 c.1156C>T c.(1156-1158)CCT>TCT p.P386S

Pat_28 Post-Resistance LEP 3952 37 7 127894707 127894707 Missense_Mutation SNP G A 10 28 c.395G>A c.(394-396)GGG>GAG p.G132E

Pat_28 Post-Resistance IMPDH1 3614 37 7 128041084 128041084 Missense_Mutation SNP C A 27 62 c.234G>T c.(232-234)ATG>ATT p.M78I

Pat_28 Post-Resistance METTL2B 55798 37 7 128141925 128141925 Nonsense_Mutation SNP G A 110 281 c.1092G>A c.(1090-1092)TGG>TGA p.W364*

Pat_28 Post-Resistance IRF5 3663 37 7 128587941 128587941 Missense_Mutation SNP C T 11 30 c.916C>T c.(916-918)CCC>TCC p.P306S

Pat_28 Post-Resistance AHCYL2 23382 37 7 129066392 129066392 Missense_Mutation SNP C T 26 68 c.1817C>T c.(1816-1818)CCT>CTT p.P606L

Pat_28 Post-Resistance FAM40B 57464 37 7 129079912 129079912 Missense_Mutation SNP G A 34 104 c.179G>A c.(178-180)GGG>GAG p.G60E

Pat_28 Post-Resistance MKLN1 4289 37 7 131122712 131122712 Missense_Mutation SNP G A 104 365 c.1129G>A c.(1129-1131)GAT>AAT p.D377N

Pat_28 Post-Resistance WDR91 29062 37 7 134893671 134893671 Nonsense_Mutation SNP C T 87 215 c.383G>A c.(382-384)TGG>TAG p.W128*

Pat_28 Post-Resistance KIAA1549 57670 37 7 138556063 138556063 Missense_Mutation SNP G A 22 73 c.4391C>T c.(4390-4392)TCC>TTC p.S1464F

Pat_28 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 102 80 c.1799T>A c.(1798-1800)GTG>GAG p.V600E



Pat_28 Post-Resistance AGK 55750 37 7 141336765 141336766 Nonsense_Mutation DNP GG AA 43 39 c.674_675GG>AA c.(673-675)TGG>TAA p.W225*

Pat_28 Post-Resistance EPHA1 2041 37 7 143096814 143096814 Nonsense_Mutation SNP C T 46 87 c.765G>A c.(763-765)TGG>TGA p.W255*

Pat_28 Post-Resistance OR2A5 393046 37 7 143748032 143748032 Missense_Mutation SNP G A 293 254 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_28 Post-Resistance OR2A2 442361 37 7 143807483 143807483 Missense_Mutation SNP G A 190 272 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_28 Post-Resistance TMEM176B 28959 37 7 150488648 150488648 Missense_Mutation SNP C T 22 42 c.784G>A c.(784-786)GAG>AAG p.E262K

Pat_28 Post-Resistance TMEM176B 28959 37 7 150489212 150489212 Missense_Mutation SNP C T 38 104 c.652G>A c.(652-654)GTC>ATC p.V218I

Pat_28 Post-Resistance MLL3 58508 37 7 151945619 151945619 Missense_Mutation SNP C T 54 138 c.1900G>A c.(1900-1902)GTG>ATG p.V634M

Pat_28 Post-Resistance RBM33 155435 37 7 155567718 155567718 Missense_Mutation SNP G A 45 93 c.3496G>A c.(3496-3498)GCC>ACC p.A1166T

Pat_28 Post-Resistance CSMD1 64478 37 8 2815259 2815259 Missense_Mutation SNP A G 17 15 c.9776T>C c.(9775-9777)CTT>CCT p.L3259P

Pat_28 Post-Resistance DEFA6 1671 37 8 6783482 6783482 Missense_Mutation SNP C T 6 21 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_28 Post-Resistance USP17L2 377630 37 8 11995072 11995072 Missense_Mutation SNP C T 31 36 c.1198G>A c.(1198-1200)GAC>AAC p.D400N

Pat_28 Post-Resistance MSR1 4481 37 8 16012581 16012581 Missense_Mutation SNP C T 22 68 c.890G>A c.(889-891)GGT>GAT p.G297D

Pat_28 Post-Resistance FAM160B2 64760 37 8 21959813 21959813 Missense_Mutation SNP C T 22 70 c.1979C>T c.(1978-1980)TCC>TTC p.S660F

Pat_28 Post-Resistance RHOBTB2 23221 37 8 22862063 22862063 Missense_Mutation SNP C T 28 69 c.116C>T c.(115-117)ACC>ATC p.T39I

Pat_28 Post-Resistance STMN4 81551 37 8 27097649 27097649 Missense_Mutation SNP C T 17 86 c.349G>A c.(349-351)GCA>ACA p.A117T

Pat_28 Post-Resistance TEX15 56154 37 8 30694633 30694633 Missense_Mutation SNP G A 100 254 c.8018C>T c.(8017-8019)GCC>GTC p.A2673V

Pat_28 Post-Resistance TACC1 6867 37 8 38693693 38693693 Missense_Mutation SNP C T 19 44 c.1727C>T c.(1726-1728)TCC>TTC p.S576F

Pat_28 Post-Resistance ADAM18 8749 37 8 39502938 39502938 Missense_Mutation SNP G A 77 196 c.991G>A c.(991-993)GAC>AAC p.D331N

Pat_28 Post-Resistance DKK4 27121 37 8 42231653 42231653 Nonsense_Mutation SNP G A 48 118 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_28 Post-Resistance SLC20A2 6575 37 8 42296991 42296991 Missense_Mutation SNP C T 34 80 c.911G>A c.(910-912)GGC>GAC p.G304D

Pat_28 Post-Resistance PXDNL 137902 37 8 52336213 52336214 Missense_Mutation DNP GG AA 27 81 c.1716_1717CC>TT1714-1719)TTCCCT>TTTT p.P573S

Pat_28 Post-Resistance ST18 9705 37 8 53084562 53084562 Missense_Mutation SNP C T 43 90 c.859G>A c.(859-861)GCA>ACA p.A287T

Pat_28 Post-Resistance RP1 6101 37 8 55538468 55538468 Missense_Mutation SNP T G 32 31 c.2026T>G c.(2026-2028)TCT>GCT p.S676A

Pat_28 Post-Resistance RP1 6101 37 8 55542111 55542111 Missense_Mutation SNP C T 56 163 c.5669C>T c.(5668-5670)CCA>CTA p.P1890L

Pat_28 Post-Resistance SDR16C5 195814 37 8 57228786 57228786 Missense_Mutation SNP C T 22 56 c.121G>A c.(121-123)GAA>AAA p.E41K

Pat_28 Post-Resistance DNAJC5B 85479 37 8 66989064 66989064 Missense_Mutation SNP G A 134 122 c.289G>A c.(289-291)GAA>AAA p.E97K

Pat_28 Post-Resistance SLCO5A1 81796 37 8 70594532 70594532 Missense_Mutation SNP C T 55 140 c.1669G>A c.(1669-1671)GTT>ATT p.V557I

Pat_28 Post-Resistance SLCO5A1 81796 37 8 70744445 70744445 Missense_Mutation SNP G A 15 29 c.464C>T c.(463-465)ACC>ATC p.T155I

Pat_28 Post-Resistance KCNB2 9312 37 8 73849632 73849632 Missense_Mutation SNP G A 27 51 c.2042G>A c.(2041-2043)AGT>AAT p.S681N

Pat_28 Post-Resistance CRISPLD1 83690 37 8 75929610 75929610 Missense_Mutation SNP G A 97 274 c.1052G>A c.(1051-1053)GGC>GAC p.G351D

Pat_28 Post-Resistance HNF4G 3174 37 8 76456106 76456106 Missense_Mutation SNP C T 33 103 c.38C>T c.(37-39)GCT>GTT p.A13V

Pat_28 Post-Resistance ATP6V0D2 245972 37 8 87111316 87111316 Missense_Mutation SNP G A 22 47 c.109G>A c.(109-111)GTC>ATC p.V37I

Pat_28 Post-Resistance CNGB3 54714 37 8 87680246 87680246 Splice_Site SNP C T 149 392 c.643_splice c.e5+1 p.D215_splice

Pat_28 Post-Resistance KIAA1429 25962 37 8 95547111 95547111 Missense_Mutation SNP G A 36 94 c.440C>T c.(439-441)CCA>CTA p.P147L

Pat_28 Post-Resistance PLEKHF2 79666 37 8 96166391 96166391 Missense_Mutation SNP G A 71 208 c.119G>A c.(118-120)GGA>GAA p.G40E

Pat_28 Post-Resistance RIMS2 9699 37 8 105001612 105001612 Missense_Mutation SNP C T 92 273 c.2341C>T c.(2341-2343)CGT>TGT p.R781C

Pat_28 Post-Resistance TRHR 7201 37 8 110100221 110100221 Nonsense_Mutation SNP G A 41 105 c.480G>A c.(478-480)TGG>TGA p.W160*

Pat_28 Post-Resistance CSMD3 114788 37 8 114290895 114290895 Missense_Mutation SNP G A 84 195 c.440C>T c.(439-441)ACC>ATC p.T147I

Pat_28 Post-Resistance FER1L6 654463 37 8 124988289 124988289 Missense_Mutation SNP G A 76 170 c.835G>A c.(835-837)GAT>AAT p.D279N

Pat_28 Post-Resistance TATDN1 83940 37 8 125506121 125506121 Nonsense_Mutation SNP C T 52 141 c.744G>A c.(742-744)TGG>TGA p.W248*

Pat_28 Post-Resistance KIAA0196 9897 37 8 126056124 126056124 Missense_Mutation SNP A T 25 64 c.2793T>A c.(2791-2793)TTT>TTA p.F931L

Pat_28 Post-Resistance ZFAT 57623 37 8 135614011 135614011 Missense_Mutation SNP G C 15 49 c.1951C>G c.(1951-1953)CAG>GAG p.Q651E

Pat_28 Post-Resistance FAM135B 51059 37 8 139163525 139163525 Missense_Mutation SNP G A 21 76 c.3193C>T c.(3193-3195)CCC>TCC p.P1065S

Pat_28 Post-Resistance FAM135B 51059 37 8 139165162 139165162 Nonsense_Mutation SNP C T 89 223 c.1556G>A c.(1555-1557)TGG>TAG p.W519*

Pat_28 Post-Resistance FAM135B 51059 37 8 139189650 139189650 Missense_Mutation SNP G A 12 19 c.1043C>T c.(1042-1044)TCT>TTT p.S348F

Pat_28 Post-Resistance COL22A1 169044 37 8 139856375 139856375 Missense_Mutation SNP C T 68 192 c.685G>A c.(685-687)GAA>AAA p.E229K

Pat_28 Post-Resistance ZNF696 79943 37 8 144378228 144378228 Missense_Mutation SNP G A 3 4 c.383G>A c.(382-384)GGC>GAC p.G128D



Pat_28 Post-Resistance TIGD5 84948 37 8 144681454 144681454 Missense_Mutation SNP G A 8 13 c.1234G>A c.(1234-1236)GCT>ACT p.A412T

Pat_28 Post-Resistance OPLAH 26873 37 8 145107071 145107071 Splice_Site SNP C T 4 6 c.3461_splice c.e24+1 p.R1154_splice

Pat_28 Post-Resistance OPLAH 26873 37 8 145110042 145110042 Missense_Mutation SNP C T 5 26 c.2299G>A c.(2299-2301)GAG>AAG p.E767K

Pat_28 Post-Resistance CPSF1 29894 37 8 145622574 145622574 Missense_Mutation SNP C T 3 5 c.2440G>A c.(2440-2442)GGG>AGG p.G814R

Pat_28 Post-Resistance SLC39A4 55630 37 8 145640175 145640175 Nonsense_Mutation SNP G A 18 57 c.910C>T c.(910-912)CAG>TAG p.Q304*

Pat_28 Post-Resistance NFKBIL2 4796 37 8 145661045 145661045 Missense_Mutation SNP G A 10 15 c.2771C>T c.(2770-2772)CCC>CTC p.P924L

Pat_28 Post-Resistance DOCK8 81704 37 9 377127 377127 Missense_Mutation SNP G A 12 15 c.2356G>A c.(2356-2358)GAG>AAG p.E786K

Pat_28 Post-Resistance SMARCA2 6595 37 9 2191365 2191365 Missense_Mutation SNP C T 45 52 c.4694C>T c.(4693-4695)CCT>CTT p.P1565L

Pat_28 Post-Resistance GLIS3 169792 37 9 3828352 3828352 Missense_Mutation SNP C T 21 21 c.2248G>A c.(2248-2250)GCT>ACT p.A750T

Pat_28 Post-Resistance KIAA2026 158358 37 9 5988406 5988406 Missense_Mutation SNP C T 62 98 c.733G>A c.(733-735)GAA>AAA p.E245K

Pat_28 Post-Resistance PTPRD 5789 37 9 8331594 8331594 Missense_Mutation SNP G A 58 97 c.5522C>T c.(5521-5523)TCA>TTA p.S1841L

Pat_28 Post-Resistance PTPRD 5789 37 9 8341785 8341785 Missense_Mutation SNP C T 117 166 c.4855G>A c.(4855-4857)GAA>AAA p.E1619K

Pat_28 Post-Resistance DENND4C 55667 37 9 19346258 19346258 Missense_Mutation SNP C T 72 85 c.2636C>T c.(2635-2637)TCT>TTT p.S879F

Pat_28 Post-Resistance KIAA1797 54914 37 9 20770128 20770128 Missense_Mutation SNP C T 56 71 c.797C>T c.(796-798)ACC>ATC p.T266I

Pat_28 Post-Resistance NFX1 4799 37 9 33328626 33328626 Missense_Mutation SNP C T 58 71 c.1954C>T c.(1954-1956)CCA>TCA p.P652S

Pat_28 Post-Resistance C9orf131 138724 37 9 35043539 35043539 Missense_Mutation SNP C T 34 60 c.913C>T c.(913-915)CCC>TCC p.P305S

Pat_28 Post-Resistance NPR2 4882 37 9 35800782 35800782 Missense_Mutation SNP C T 19 23 c.1295C>T c.(1294-1296)CCT>CTT p.P432L

Pat_28 Post-Resistance ZBTB5 9925 37 9 37441572 37441572 Missense_Mutation SNP C T 51 84 c.977G>A c.(976-978)AGA>AAA p.R326K

Pat_28 Post-Resistance ZBTB5 9925 37 9 37442149 37442149 Nonsense_Mutation SNP G A 45 74 c.400C>T c.(400-402)CAG>TAG p.Q134*

Pat_28 Post-Resistance FBXO10 26267 37 9 37537505 37537505 Missense_Mutation SNP C T 4 9 c.1021G>A c.(1021-1023)GGT>AGT p.G341S

Pat_28 Post-Resistance CNTNAP3 79937 37 9 39133127 39133127 Missense_Mutation SNP C A 3 18 c.1882G>T c.(1882-1884)GCC>TCC p.A628S

Pat_28 Post-Resistance RASEF 158158 37 9 85677455 85677455 Missense_Mutation SNP C T 6 8 c.328G>A c.(328-330)GAC>AAC p.D110N

Pat_28 Post-Resistance SPTLC1 10558 37 9 94809516 94809516 Missense_Mutation SNP G A 41 64 c.1019C>T c.(1018-1020)TCG>TTG p.S340L

Pat_28 Post-Resistance ECM2 1842 37 9 95280085 95280085 Missense_Mutation SNP G A 41 63 c.365C>T c.(364-366)ACT>ATT p.T122I

Pat_28 Post-Resistance SUSD3 203328 37 9 95846820 95846820 Missense_Mutation SNP G A 27 29 c.559G>A c.(559-561)GAC>AAC p.D187N

Pat_28 Post-Resistance SLC35D2 11046 37 9 99083559 99083559 Missense_Mutation SNP C T 56 98 c.979G>A c.(979-981)GGT>AGT p.G327S

Pat_28 Post-Resistance TSTD2 158427 37 9 100368457 100368457 Missense_Mutation SNP G A 21 37 c.922C>T c.(922-924)CTT>TTT p.L308F

Pat_28 Post-Resistance TRIM14 9830 37 9 100850154 100850154 Missense_Mutation SNP C G 8 5 c.927G>C c.(925-927)TGG>TGC p.W309C

Pat_28 Post-Resistance TEX10 54881 37 9 103064520 103064520 Missense_Mutation SNP T C 71 106 c.2743A>G c.(2743-2745)ATC>GTC p.I915V

Pat_28 Post-Resistance GRIN3A 116443 37 9 104448938 104448938 Missense_Mutation SNP C T 92 154 c.1244G>A c.(1243-1245)AGC>AAC p.S415N

Pat_28 Post-Resistance GRIN3A 116443 37 9 104499769 104499769 Missense_Mutation SNP G A 29 43 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_28 Post-Resistance SVEP1 79987 37 9 113245898 113245898 Missense_Mutation SNP C T 22 45 c.2006G>A c.(2005-2007)AGC>AAC p.S669N

Pat_28 Post-Resistance ZFP37 7539 37 9 115805811 115805811 Missense_Mutation SNP C T 80 117 c.1087G>A c.(1087-1089)GCA>ACA p.A363T

Pat_28 Post-Resistance TNFSF8 944 37 9 117692611 117692611 Translation_Start_Site SNP C T 9 25 c.-27G>A c.(-29--25)AGGTG>AGATG

Pat_28 Post-Resistance ANGPTL2 23452 37 9 129856110 129856110 Missense_Mutation SNP C T 8 103 c.913G>A c.(913-915)GTG>ATG p.V305M

Pat_28 Post-Resistance PPAPDC3 84814 37 9 134183496 134183496 Missense_Mutation SNP C T 10 11 c.638C>T c.(637-639)CCC>CTC p.P213L

Pat_28 Post-Resistance DBH 1621 37 9 136501807 136501807 Missense_Mutation SNP C T 20 29 c.314C>T c.(313-315)ACC>ATC p.T105I

Pat_28 Post-Resistance COL5A1 1289 37 9 137591910 137591910 Missense_Mutation SNP G A 28 22 c.433G>A c.(433-435)GGG>AGG p.G145R

Pat_28 Post-Resistance FCN2 2220 37 9 137775171 137775171 Missense_Mutation SNP C T 18 34 c.238C>T c.(238-240)CCT>TCT p.P80S

Pat_28 Post-Resistance CARD9 64170 37 9 139265364 139265364 Missense_Mutation SNP C T 4 4 c.556G>A c.(556-558)GCC>ACC p.A186T

Pat_28 Post-Resistance NOTCH1 4851 37 9 139401834 139401834 Missense_Mutation SNP G A 6 11 c.3566C>T c.(3565-3567)TCC>TTC p.S1189F

Pat_28 Post-Resistance LCN6 158062 37 9 139640346 139640346 Missense_Mutation SNP C T 38 41 c.251G>A c.(250-252)AGT>AAT p.S84N

Pat_28 Post-Resistance ABCA2 20 37 9 139912032 139912032 Missense_Mutation SNP C T 5 67 c.2321G>A c.(2320-2322)GGC>GAC p.G774D

Pat_28 Post-Resistance DPP7 29952 37 9 140008808 140008808 Missense_Mutation SNP G A 11 11 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_28 Post-Resistance EHMT1 79813 37 9 140637973 140637973 Missense_Mutation SNP G A 47 73 c.974G>A c.(973-975)GGT>GAT p.G325D

Pat_28 Post-Resistance MXRA5 25878 37 X 3238276 3238276 Missense_Mutation SNP G A 4 3 c.5450C>T c.(5449-5451)TCC>TTC p.S1817F

Pat_28 Post-Resistance MXRA5 25878 37 X 3240404 3240404 Missense_Mutation SNP G A 13 3 c.3322C>T c.(3322-3324)CCA>TCA p.P1108S



Pat_28 Post-Resistance DDX53 168400 37 X 23020032 23020032 Missense_Mutation SNP C T 28 6 c.1858C>T c.(1858-1860)CCT>TCT p.P620S

Pat_28 Post-Resistance ERAS 3266 37 X 48687781 48687781 Missense_Mutation SNP C T 25 6 c.248C>T c.(247-249)ACC>ATC p.T83I

Pat_28 Post-Resistance NUDT11 55190 37 X 51239162 51239162 Nonsense_Mutation SNP C T 9 3 c.135G>A c.(133-135)TGG>TGA p.W45*

Pat_28 Post-Resistance IQSEC2 23096 37 X 53280209 53280209 Missense_Mutation SNP G A 50 16 c.1549C>T c.(1549-1551)CCC>TCC p.P517S

Pat_28 Post-Resistance SNX12 29934 37 X 70280897 70280897 Missense_Mutation SNP C T 15 2 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_28 Post-Resistance NAP1L2 4674 37 X 72434172 72434172 Missense_Mutation SNP C T 29 8 c.157G>A c.(157-159)GCT>ACT p.A53T

Pat_28 Post-Resistance RAB9B 51209 37 X 103080576 103080576 Nonsense_Mutation SNP G A 51 11 c.139C>T c.(139-141)CGA>TGA p.R47*

Pat_28 Post-Resistance IRS4 8471 37 X 107978956 107978956 Missense_Mutation SNP C T 5 2 c.619G>A c.(619-621)GGC>AGC p.G207S

Pat_28 Post-Resistance SMARCA1 6594 37 X 128625983 128625983 Missense_Mutation SNP C T 223 38 c.1750G>A c.(1750-1752)GCA>ACA p.A584T

Pat_28 Post-Resistance SAGE1 55511 37 X 134993770 134993770 Missense_Mutation SNP G A 109 24 c.2179G>A c.(2179-2181)GAG>AAG p.E727K

Pat_28 Post-Resistance ARHGEF6 9459 37 X 135829693 135829693 Missense_Mutation SNP A G 68 14 c.308T>C c.(307-309)CTT>CCT p.L103P

Pat_28 Post-Resistance RBMX 27316 37 X 135956407 135956407 Missense_Mutation SNP T C 50 12 c.1070A>G c.(1069-1071)TAC>TGC p.Y357C

Pat_28 Post-Resistance SPANXN3 139067 37 X 142596922 142596922 Missense_Mutation SNP G A 44 8 c.148C>T c.(148-150)CCA>TCA p.P50S

Pat_28 Post-Resistance HAUS7 55559 37 X 152736027 152736027 Missense_Mutation SNP C T 10 2 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_28 Post-Resistance FLNA 2316 37 X 153594980 153594980 Missense_Mutation SNP T G 28 8 c.1015A>C c.(1015-1017)AAC>CAC p.N339H

Pat_28 Post-Resistance F8 2157 37 X 154158530 154158530 Missense_Mutation SNP C T 60 9 c.3535G>A c.(3535-3537)GAC>AAC p.D1179N

Pat_28 Post-Resistance IL9R 3581 37 X 155235146 155235146 Splice_Site SNP T C 7 21 c.781_splice c.e6+2 p.G261_splice

Pat_28 Post-Resistance KDM5D 8284 37 Y 21901512 21901512 Missense_Mutation SNP C T 27 3 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_30 Pre-Treatment C1orf127 148345 37 1 11008613 11008613 Nonsense_Mutation SNP G A 4 153 c.1132C>T c.(1132-1134)CGA>TGA p.R378*

Pat_30 Pre-Treatment ESPNP 284729 37 1 17023110 17023110 Missense_Mutation SNP G A 6 68 c.1640C>T c.(1639-1641)CCG>CTG p.P547L

Pat_30 Pre-Treatment SERINC2 347735 37 1 31902304 31902305 Missense_Mutation DNP CC TT 81 320 c.944_945CC>TT c.(943-945)CCC>CTT p.P315L

Pat_30 Pre-Treatment ZMYM1 79830 37 1 35579236 35579236 Missense_Mutation SNP T A 38 54 c.1805T>A c.(1804-1806)TTT>TAT p.F602Y

Pat_30 Pre-Treatment GUCA2B 2981 37 1 42621229 42621229 Missense_Mutation SNP G A 9 452 c.301G>A c.(301-303)GAG>AAG p.E101K

Pat_30 Pre-Treatment PGM1 5236 37 1 64117438 64117438 Missense_Mutation SNP C T 28 90 c.1379C>T c.(1378-1380)TCA>TTA p.S460L

Pat_30 Pre-Treatment CLCA4 22802 37 1 87025658 87025658 Missense_Mutation SNP A G 88 148 c.203A>G c.(202-204)GAA>GGA p.E68G

Pat_30 Pre-Treatment COL11A1 1301 37 1 103483375 103483375 Splice_Site SNP C T 5 278 c.1413_splice c.e11+1 p.R471_splice

Pat_30 Pre-Treatment PTGFRN 5738 37 1 117491852 117491852 Missense_Mutation SNP G A 81 324 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_30 Pre-Treatment ITGA10 8515 37 1 145532599 145532599 Missense_Mutation SNP G A 50 288 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_30 Pre-Treatment BCL9 607 37 1 147090788 147090788 Missense_Mutation SNP G A 5 210 c.827G>A c.(826-828)CGG>CAG p.R276Q

Pat_30 Pre-Treatment TARS2 80222 37 1 150460488 150460488 Missense_Mutation SNP T C 67 192 c.221T>C c.(220-222)GTG>GCG p.V74A

Pat_30 Pre-Treatment NUP210L 91181 37 1 154112300 154112300 Missense_Mutation SNP C T 11 725 c.695G>A c.(694-696)CGA>CAA p.R232Q

Pat_30 Pre-Treatment ADAR 103 37 1 154574328 154574328 Missense_Mutation SNP T C 7 477 c.790A>G c.(790-792)AGT>GGT p.S264G

Pat_30 Pre-Treatment GPATCH4 54865 37 1 156565292 156565293 Missense_Mutation DNP CC TT 125 380 c.840_841GG>AA838-843)GGGGAA>GGAA p.E281K

Pat_30 Pre-Treatment C1orf92 149499 37 1 156902735 156902735 Missense_Mutation SNP G A 6 32 c.1654G>A c.(1654-1656)GAT>AAT p.D552N

Pat_30 Pre-Treatment OR10K1 391109 37 1 158435715 158435715 Missense_Mutation SNP C T 109 289 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_30 Pre-Treatment SELE 6401 37 1 169698706 169698706 Missense_Mutation SNP C T 45 162 c.824G>A c.(823-825)GGA>GAA p.G275E

Pat_30 Pre-Treatment HMCN1 83872 37 1 185878628 185878628 Missense_Mutation SNP C T 25 114 c.781C>T c.(781-783)CGC>TGC p.R261C

Pat_30 Pre-Treatment F13B 2165 37 1 197026515 197026515 Missense_Mutation SNP C T 70 202 c.886G>A c.(886-888)GAA>AAA p.E296K

Pat_30 Pre-Treatment RAB3GAP2 25782 37 1 220338135 220338135 Missense_Mutation SNP G A 3 37 c.3094C>T c.(3094-3096)CGT>TGT p.R1032C

Pat_30 Pre-Treatment RHOU 58480 37 1 228879120 228879120 Missense_Mutation SNP A G 108 384 c.410A>G c.(409-411)CAG>CGG p.Q137R

Pat_30 Pre-Treatment EDARADD 128178 37 1 236631574 236631574 Missense_Mutation SNP C T 54 147 c.263C>T c.(262-264)CCA>CTA p.P88L

Pat_30 Pre-Treatment ZNF496 84838 37 1 247492847 247492847 Missense_Mutation SNP G A 49 114 c.34C>T c.(34-36)CCG>TCG p.P12S

Pat_30 Pre-Treatment OR2G2 81470 37 1 247752179 247752179 Missense_Mutation SNP G A 47 561 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_30 Pre-Treatment IL15RA 3601 37 10 6008146 6008146 Missense_Mutation SNP T A 52 98 c.245A>T c.(244-246)AAT>ATT p.N82I

Pat_30 Pre-Treatment FRMD4A 55691 37 10 13698788 13698788 Missense_Mutation SNP C T 4 64 c.2801G>A c.(2800-2802)CGT>CAT p.R934H

Pat_30 Pre-Treatment NEBL 10529 37 10 21102879 21102879 Missense_Mutation SNP G A 21 116 c.2335C>T c.(2335-2337)CAT>TAT p.H779Y

Pat_30 Pre-Treatment ANKRD26 22852 37 10 27366301 27366301 Missense_Mutation SNP G A 57 167 c.1043C>T c.(1042-1044)TCC>TTC p.S348F



Pat_30 Pre-Treatment ANK3 288 37 10 61956338 61956338 Missense_Mutation SNP C G 3 78 c.1735G>C c.(1735-1737)GAA>CAA p.E579Q

Pat_30 Pre-Treatment HERC4 26091 37 10 69750933 69750933 Missense_Mutation SNP G A 15 37 c.1295C>T c.(1294-1296)TCC>TTC p.S432F

Pat_30 Pre-Treatment PBLD 64081 37 10 70048273 70048273 Missense_Mutation SNP G A 31 76 c.658C>T c.(658-660)CCG>TCG p.P220S

Pat_30 Pre-Treatment CDH23 64072 37 10 73499431 73499431 Missense_Mutation SNP G A 3 61 c.4390G>A c.(4390-4392)GCG>ACG p.A1464T

Pat_30 Pre-Treatment ZMIZ1 57178 37 10 81060652 81060652 Nonsense_Mutation SNP C T 5 289 c.1972C>T c.(1972-1974)CAG>TAG p.Q658*

Pat_30 Pre-Treatment TMEM20 159371 37 10 95660637 95660637 Missense_Mutation SNP C T 8 418 c.488C>T c.(487-489)ACG>ATG p.T163M

Pat_30 Pre-Treatment PLCE1 51196 37 10 96028758 96028758 Missense_Mutation SNP C T 40 74 c.4354C>T c.(4354-4356)CAT>TAT p.H1452Y

Pat_30 Pre-Treatment CYP2C8 1558 37 10 96824642 96824642 Missense_Mutation SNP C T 95 178 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_30 Pre-Treatment TLL2 7093 37 10 98192579 98192579 Missense_Mutation SNP C T 15 187 c.505G>A c.(505-507)GGA>AGA p.G169R

Pat_30 Pre-Treatment OR51S1 119692 37 11 4870243 4870243 Missense_Mutation SNP G A 33 176 c.196C>T c.(196-198)CCA>TCA p.P66S

Pat_30 Pre-Treatment OR51B6 390058 37 11 5373230 5373230 Missense_Mutation SNP C T 86 216 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_30 Pre-Treatment BDNF 627 37 11 27679778 27679778 Missense_Mutation SNP C T 16 59 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_30 Pre-Treatment TTC17 55761 37 11 43515441 43515441 Missense_Mutation SNP G A 181 560 c.3413G>A c.(3412-3414)CGG>CAG p.R1138Q

Pat_30 Pre-Treatment OR5D18 219438 37 11 55587153 55587153 Missense_Mutation SNP G T 4 119 c.48G>T c.(46-48)TTG>TTT p.L16F

Pat_30 Pre-Treatment OR8H2 390151 37 11 55872803 55872804 Missense_Mutation DNP GG AA 209 626 c.285_286GG>AA283-288)ACGGGC>ACAAG p.G96S

Pat_30 Pre-Treatment NPAS4 266743 37 11 66192136 66192136 Missense_Mutation SNP C T 45 114 c.1775C>T c.(1774-1776)GCC>GTC p.A592V

Pat_30 Pre-Treatment PITPNM1 9600 37 11 67261510 67261510 Missense_Mutation SNP G A 4 149 c.2891C>T c.(2890-2892)TCG>TTG p.S964L

Pat_30 Pre-Treatment MYO7A 4647 37 11 76893123 76893123 Missense_Mutation SNP G A 77 279 c.3031G>A c.(3031-3033)GGG>AGG p.G1011R

Pat_30 Pre-Treatment NNMT 4837 37 11 114182916 114182916 Missense_Mutation SNP C T 26 170 c.512C>T c.(511-513)CCA>CTA p.P171L

Pat_30 Pre-Treatment PHLDB1 23187 37 11 118498561 118498561 Missense_Mutation SNP C T 3 47 c.1022C>T c.(1021-1023)GCG>GTG p.A341V

Pat_30 Pre-Treatment OR10G8 219869 37 11 123901051 123901051 Missense_Mutation SNP C T 28 111 c.722C>T c.(721-723)GCC>GTC p.A241V

Pat_30 Pre-Treatment GLB1L2 89944 37 11 134212688 134212688 Nonsense_Mutation SNP C T 4 130 c.127C>T c.(127-129)CGA>TGA p.R43*

Pat_30 Pre-Treatment C3AR1 719 37 12 8212106 8212106 Missense_Mutation SNP G A 15 233 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_30 Pre-Treatment TAS2R20 259295 37 12 11150318 11150318 Missense_Mutation SNP C A 5 255 c.157G>T c.(157-159)GTC>TTC p.V53F

Pat_30 Pre-Treatment SLCO1B1 10599 37 12 21391959 21391959 Missense_Mutation SNP G C 24 43 c.1912G>C c.(1912-1914)GTT>CTT p.V638L

Pat_30 Pre-Treatment ALG10B 144245 37 12 38714749 38714749 Missense_Mutation SNP G A 44 148 c.1156G>A c.(1156-1158)GAC>AAC p.D386N

Pat_30 Pre-Treatment ABCD2 225 37 12 40001403 40001403 Nonsense_Mutation SNP C A 35 93 c.1234G>T c.(1234-1236)GAG>TAG p.E412*

Pat_30 Pre-Treatment ANKRD33 341405 37 12 52283221 52283221 Nonsense_Mutation SNP C T 34 108 c.187C>T c.(187-189)CAG>TAG p.Q63*

Pat_30 Pre-Treatment KRT7 3855 37 12 52635286 52635286 Missense_Mutation SNP G A 67 228 c.724G>A c.(724-726)GAC>AAC p.D242N

Pat_30 Pre-Treatment KRT84 3890 37 12 52774935 52774935 Missense_Mutation SNP G A 6 420 c.1132C>T c.(1132-1134)CGG>TGG p.R378W

Pat_30 Pre-Treatment OR6C68 403284 37 12 55886390 55886390 Missense_Mutation SNP C T 19 143 c.244C>T c.(244-246)CCA>TCA p.P82S

Pat_30 Pre-Treatment DNAJC14 85406 37 12 56216235 56216235 Missense_Mutation SNP C T 63 159 c.1820G>A c.(1819-1821)GGT>GAT p.G607D

Pat_30 Pre-Treatment GRIP1 23426 37 12 66765581 66765581 Missense_Mutation SNP G A 119 380 c.2749C>T c.(2749-2751)CGG>TGG p.R917W

Pat_30 Pre-Treatment MDM1 56890 37 12 68720499 68720499 Missense_Mutation SNP C G 21 72 c.436G>C c.(436-438)GTT>CTT p.V146L

Pat_30 Pre-Treatment RAP1B 5908 37 12 69047982 69047982 Missense_Mutation SNP G A 39 655 c.274G>A c.(274-276)GAT>AAT p.D92N

Pat_30 Pre-Treatment ZDHHC17 23390 37 12 77158051 77158051 Missense_Mutation SNP C T 3 48 c.35C>T c.(34-36)GCG>GTG p.A12V

Pat_30 Pre-Treatment NR2C1 7181 37 12 95442888 95442888 Missense_Mutation SNP C T 5 160 c.1087G>A c.(1087-1089)GAA>AAA p.E363K

Pat_30 Pre-Treatment SLC25A3 5250 37 12 98992448 98992448 Missense_Mutation SNP C T 5 126 c.611C>T c.(610-612)GCT>GTT p.A204V

Pat_30 Pre-Treatment CKAP4 10970 37 12 106633149 106633149 Missense_Mutation SNP C T 6 298 c.1462G>A c.(1462-1464)GAG>AAG p.E488K

Pat_30 Pre-Treatment CIT 11113 37 12 120150494 120150494 Missense_Mutation SNP T G 57 142 c.4460A>C c.(4459-4461)CAG>CCG p.Q1487P

Pat_30 Pre-Treatment FLT1 2321 37 13 29002026 29002026 Missense_Mutation SNP G A 80 224 c.1139C>T c.(1138-1140)TCT>TTT p.S380F

Pat_30 Pre-Treatment SLC46A3 283537 37 13 29287375 29287375 Nonsense_Mutation SNP G A 26 122 c.502C>T c.(502-504)CGA>TGA p.R168*

Pat_30 Pre-Treatment SLAIN1 122060 37 13 78337299 78337299 Missense_Mutation SNP C G 19 149 c.1225C>G c.(1225-1227)CCT>GCT p.P409A

Pat_30 Pre-Treatment RBM26 64062 37 13 79940864 79940864 Missense_Mutation SNP G A 4 131 c.1039C>T c.(1039-1041)CCC>TCC p.P347S

Pat_30 Pre-Treatment FARP1 10160 37 13 99038039 99038039 Missense_Mutation SNP G A 5 165 c.730G>A c.(730-732)GTT>ATT p.V244I

Pat_30 Pre-Treatment DOCK9 23348 37 13 99567688 99567688 Missense_Mutation SNP C T 19 56 c.790G>A c.(790-792)GAC>AAC p.D264N

Pat_30 Pre-Treatment TPPP2 122664 37 14 21500204 21500204 Missense_Mutation SNP G A 57 249 c.481G>A c.(481-483)GGT>AGT p.G161S



Pat_30 Pre-Treatment IPO4 79711 37 14 24654114 24654114 Missense_Mutation SNP G A 4 101 c.1481C>T c.(1480-1482)CCC>CTC p.P494L

Pat_30 Pre-Treatment KCNH5 27133 37 14 63468127 63468127 Missense_Mutation SNP C T 5 52 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_30 Pre-Treatment SYNE2 23224 37 14 64568695 64568695 Missense_Mutation SNP C T 26 141 c.12427C>T c.(12427-12429)CTT>TTT p.L4143F

Pat_30 Pre-Treatment CCDC88C 440193 37 14 91779633 91779633 Missense_Mutation SNP G A 5 264 c.2527C>T c.(2527-2529)CGG>TGG p.R843W

Pat_30 Pre-Treatment SMEK1 55671 37 14 91929191 91929191 Missense_Mutation SNP T C 40 109 c.1861A>G c.(1861-1863)ATT>GTT p.I621V

Pat_30 Pre-Treatment PPP2R5C 5527 37 14 102229267 102229267 Missense_Mutation SNP G A 6 29 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_30 Pre-Treatment AHNAK2 113146 37 14 105421355 105421355 Missense_Mutation SNP G A 9 55 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_30 Pre-Treatment CHP 11261 37 15 41570983 41570983 Missense_Mutation SNP G A 4 127 c.430G>A c.(430-432)GGA>AGA p.G144R

Pat_30 Pre-Treatment MGA 23269 37 15 42053967 42053967 Nonsense_Mutation SNP C T 5 39 c.7429C>T c.(7429-7431)CAG>TAG p.Q2477*

Pat_30 Pre-Treatment MYO5A 4644 37 15 52638557 52638557 Splice_Site SNP C T 7 64 c.3959_splice c.e30+1 p.R1320_splice

Pat_30 Pre-Treatment ARPP19 10776 37 15 52849310 52849310 Missense_Mutation SNP C T 74 292 c.155G>A c.(154-156)CGG>CAG p.R52Q

Pat_30 Pre-Treatment PIAS1 8554 37 15 68378810 68378810 Missense_Mutation SNP G A 4 142 c.191G>A c.(190-192)CGG>CAG p.R64Q

Pat_30 Pre-Treatment NOX5 79400 37 15 69341381 69341381 Missense_Mutation SNP C T 14 63 c.1982C>T c.(1981-1983)GCC>GTC p.A661V

Pat_30 Pre-Treatment RHCG 51458 37 15 90021130 90021130 Missense_Mutation SNP C T 4 146 c.913G>A c.(913-915)GGT>AGT p.G305S

Pat_30 Pre-Treatment WDR93 56964 37 15 90276361 90276361 Missense_Mutation SNP G A 31 92 c.1455G>A c.(1453-1455)ATG>ATA p.M485I

Pat_30 Pre-Treatment C16orf79 283870 37 16 2259391 2259391 Missense_Mutation SNP G A 6 174 c.755C>T c.(754-756)TCG>TTG p.S252L

Pat_30 Pre-Treatment NLRC3 197358 37 16 3614397 3614397 Missense_Mutation SNP C T 37 138 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_30 Pre-Treatment SRL 6345 37 16 4247914 4247914 Missense_Mutation SNP C T 4 89 c.262G>A c.(262-264)GGA>AGA p.G88R

Pat_30 Pre-Treatment ACSM1 116285 37 16 20636779 20636779 Missense_Mutation SNP G A 48 139 c.1493C>T c.(1492-1494)GCC>GTC p.A498V

Pat_30 Pre-Treatment ATXN2L 11273 37 16 28836712 28836712 Missense_Mutation SNP C T 17 89 c.325C>T c.(325-327)CCA>TCA p.P109S

Pat_30 Pre-Treatment PHKG2 5261 37 16 30767747 30767747 Missense_Mutation SNP G A 5 245 c.707G>A c.(706-708)CGG>CAG p.R236Q

Pat_30 Pre-Treatment MYLK3 91807 37 16 46744628 46744628 Missense_Mutation SNP C T 90 581 c.2188G>A c.(2188-2190)GAT>AAT p.D730N

Pat_30 Pre-Treatment CDH8 1006 37 16 61935302 61935302 Nonsense_Mutation SNP G A 15 142 c.328C>T c.(328-330)CAA>TAA p.Q110*

Pat_30 Pre-Treatment SPATA22 84690 37 17 3343629 3343629 Missense_Mutation SNP G A 27 163 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_30 Pre-Treatment ZZEF1 23140 37 17 3920987 3920987 Missense_Mutation SNP G A 42 162 c.7679C>T c.(7678-7680)TCG>TTG p.S2560L

Pat_30 Pre-Treatment CXCL16 58191 37 17 4641715 4641715 Missense_Mutation SNP G A 15 76 c.346C>T c.(346-348)CTT>TTT p.L116F

Pat_30 Pre-Treatment MYH8 4626 37 17 10296234 10296234 Missense_Mutation SNP C T 73 252 c.5377G>A c.(5377-5379)GTG>ATG p.V1793M

Pat_30 Pre-Treatment MYH4 4622 37 17 10359030 10359030 Missense_Mutation SNP A G 23 98 c.2075T>C c.(2074-2076)CTT>CCT p.L692P

Pat_30 Pre-Treatment MYH2 4620 37 17 10430076 10430077 Missense_Mutation DNP GG AA 30 254 c.4026_4027CC>TT024-4029)TCCCGC>TCTT p.R1343C

Pat_30 Pre-Treatment KCNJ12 3768 37 17 21319348 21319348 Missense_Mutation SNP C T 12 122 c.694C>T c.(694-696)CTC>TTC p.L232F

Pat_30 Pre-Treatment KSR1 8844 37 17 25932605 25932605 Missense_Mutation SNP C T 9 14 c.1415C>T c.(1414-1416)CCC>CTC p.P472L

Pat_30 Pre-Treatment AATF 26574 37 17 35310442 35310442 Missense_Mutation SNP G T 40 114 c.540G>T c.(538-540)ATG>ATT p.M180I

Pat_30 Pre-Treatment SLC25A39 51629 37 17 42398503 42398503 Missense_Mutation SNP G A 4 71 c.614C>T c.(613-615)ACT>ATT p.T205I

Pat_30 Pre-Treatment SPOP 8405 37 17 47684692 47684692 Nonsense_Mutation SNP C A 51 141 c.757G>T c.(757-759)GAA>TAA p.E253*

Pat_30 Pre-Treatment BCAS3 54828 37 17 58979987 58979987 Nonsense_Mutation SNP C T 146 491 c.745C>T c.(745-747)CGA>TGA p.R249*

Pat_30 Pre-Treatment CACNG1 786 37 17 65051302 65051302 Missense_Mutation SNP G A 5 151 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_30 Pre-Treatment AFMID 125061 37 17 76200807 76200807 Missense_Mutation SNP G A 4 139 c.379G>A c.(379-381)GGC>AGC p.G127S

Pat_30 Pre-Treatment CBX2 84733 37 17 77758699 77758699 Missense_Mutation SNP C T 52 105 c.1457C>T c.(1456-1458)TCC>TTC p.S486F

Pat_30 Pre-Treatment FASN 2194 37 17 80046136 80046136 Missense_Mutation SNP C T 4 117 c.2641G>A c.(2641-2643)GAC>AAC p.D881N

Pat_30 Pre-Treatment LAMA1 284217 37 18 6950864 6950865 Missense_Mutation DNP GG AA 61 124 c.8313_8314CC>TT311-8316)GGCCGC>GGTT p.R2772C

Pat_30 Pre-Treatment ABHD3 171586 37 18 19244083 19244083 Missense_Mutation SNP C T 4 74 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_30 Pre-Treatment PSMA8 143471 37 18 23713939 23713939 Nonsense_Mutation SNP C T 75 184 c.10C>T c.(10-12)CGA>TGA p.R4*

Pat_30 Pre-Treatment DSG1 1828 37 18 28934521 28934521 Missense_Mutation SNP G A 40 175 c.2362G>A c.(2362-2364)GAA>AAA p.E788K

Pat_30 Pre-Treatment KIAA1632 57724 37 18 43514816 43514816 Missense_Mutation SNP G A 26 82 c.2216C>T c.(2215-2217)TCC>TTC p.S739F

Pat_30 Pre-Treatment DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 55 177 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_30 Pre-Treatment ALPK2 115701 37 18 56165294 56165294 Missense_Mutation SNP T C 98 241 c.6283A>G c.(6283-6285)ACG>GCG p.T2095A

Pat_30 Pre-Treatment CDH7 1005 37 18 63489391 63489391 Missense_Mutation SNP G A 38 146 c.700G>A c.(700-702)GAT>AAT p.D234N



Pat_30 Pre-Treatment ABCA7 10347 37 19 1058227 1058227 Missense_Mutation SNP T A 53 111 c.5108T>A c.(5107-5109)ATG>AAG p.M1703K

Pat_30 Pre-Treatment BTBD2 55643 37 19 1990755 1990755 Missense_Mutation SNP C T 3 43 c.751G>A c.(751-753)GAC>AAC p.D251N

Pat_30 Pre-Treatment VAV1 7409 37 19 6820829 6820830 Splice_Site DNP GG AA 45 348 c.321_splice c.e2+1 p.K107_splice

Pat_30 Pre-Treatment MUC16 94025 37 19 9073258 9073258 Missense_Mutation SNP C T 58 336 c.14188G>A c.(14188-14190)GAC>AAC p.D4730N

Pat_30 Pre-Treatment DCAF15 90379 37 19 14067244 14067244 Nonsense_Mutation SNP C T 9 590 c.694C>T c.(694-696)CAG>TAG p.Q232*

Pat_30 Pre-Treatment ZNF208 7757 37 19 22155819 22155819 Missense_Mutation SNP C T 5 196 c.1717G>A c.(1717-1719)GCC>ACC p.A573T

Pat_30 Pre-Treatment ZNF565 147929 37 19 36674056 36674056 Missense_Mutation SNP C T 46 147 c.812G>A c.(811-813)AGA>AAA p.R271K

Pat_30 Pre-Treatment SYCN 342898 37 19 39694810 39694810 Missense_Mutation SNP G A 4 87 c.85C>T c.(85-87)CTC>TTC p.L29F

Pat_30 Pre-Treatment ARHGEF1 9138 37 19 42406981 42406981 Missense_Mutation SNP G A 36 194 c.1671G>A c.(1669-1671)ATG>ATA p.M557I

Pat_30 Pre-Treatment PSG3 5671 37 19 43243098 43243098 Missense_Mutation SNP C T 51 648 c.208G>A c.(208-210)GGG>AGG p.G70R

Pat_30 Pre-Treatment PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 5 87 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_30 Pre-Treatment NKG7 4818 37 19 51875436 51875436 Missense_Mutation SNP T C 9 446 c.283A>G c.(283-285)ACC>GCC p.T95A

Pat_30 Pre-Treatment SIGLEC6 946 37 19 52034460 52034460 Nonsense_Mutation SNP C T 16 329 c.381G>A c.(379-381)TGG>TGA p.W127*

Pat_30 Pre-Treatment ZNF813 126017 37 19 53995179 53995179 Missense_Mutation SNP C A 5 178 c.1693C>A c.(1693-1695)CAC>AAC p.H565N

Pat_30 Pre-Treatment ZNF835 90485 37 19 57175969 57175969 Missense_Mutation SNP C T 3 30 c.664G>A c.(664-666)GGC>AGC p.G222S

Pat_30 Pre-Treatment ZNF497 162968 37 19 58868272 58868272 Missense_Mutation SNP G A 3 34 c.730C>T c.(730-732)CGG>TGG p.R244W

Pat_30 Pre-Treatment ALK 238 37 2 29497997 29497997 Missense_Mutation SNP G A 23 81 c.2009C>T c.(2008-2010)TCA>TTA p.S670L

Pat_30 Pre-Treatment KLRAQ1 129285 37 2 48718182 48718182 Missense_Mutation SNP T C 143 392 c.1472T>C c.(1471-1473)TTG>TCG p.L491S

Pat_30 Pre-Treatment ACTG2 72 37 2 74140617 74140617 Missense_Mutation SNP G A 6 182 c.457G>A c.(457-459)GTC>ATC p.V153I

Pat_30 Pre-Treatment SMYD1 150572 37 2 88409967 88409967 Missense_Mutation SNP C T 20 55 c.1409C>T c.(1408-1410)CCC>CTC p.P470L

Pat_30 Pre-Treatment MERTK 10461 37 2 112686894 112686894 Missense_Mutation SNP G A 21 113 c.259G>A c.(259-261)GAA>AAA p.E87K

Pat_30 Pre-Treatment ZC3H8 84524 37 2 112994195 112994195 Missense_Mutation SNP C A 4 81 c.448G>T c.(448-450)GGC>TGC p.G150C

Pat_30 Pre-Treatment PAX8 7849 37 2 114004371 114004371 Missense_Mutation SNP G A 6 304 c.151C>T c.(151-153)CTC>TTC p.L51F

Pat_30 Pre-Treatment SCTR 6344 37 2 120206299 120206299 Nonsense_Mutation SNP G A 16 65 c.979C>T c.(979-981)CAA>TAA p.Q327*

Pat_30 Pre-Treatment NCKAP5 344148 37 2 133541973 133541973 Missense_Mutation SNP G A 79 341 c.2411C>T c.(2410-2412)CCT>CTT p.P804L

Pat_30 Pre-Treatment CXCR4 7852 37 2 136873142 136873142 Missense_Mutation SNP T C 5 236 c.356A>G c.(355-357)AAC>AGC p.N119S

Pat_30 Pre-Treatment MBD5 55777 37 2 149227938 149227938 Missense_Mutation SNP C T 84 247 c.2426C>T c.(2425-2427)CCC>CTC p.P809L

Pat_30 Pre-Treatment NEB 4703 37 2 152534238 152534238 Nonsense_Mutation SNP C T 34 743 c.3615G>A c.(3613-3615)TGG>TGA p.W1205*

Pat_30 Pre-Treatment TANK 10010 37 2 162088049 162088049 Missense_Mutation SNP G A 4 133 c.1088G>A c.(1087-1089)CGA>CAA p.R363Q

Pat_30 Pre-Treatment TTN 7273 37 2 179432554 179432554 Missense_Mutation SNP C T 77 313 c.70601G>A c.(70600-70602)AGA>AAA p.R23534K

Pat_30 Pre-Treatment TTN 7273 37 2 179449452 179449452 Missense_Mutation SNP C T 183 526 c.57212G>A c.(57211-57213)CGA>CAA p.R19071Q

Pat_30 Pre-Treatment TTN 7273 37 2 179598097 179598097 Missense_Mutation SNP C T 9 54 c.12191G>A c.(12190-12192)CGA>CAA p.R4064Q

Pat_30 Pre-Treatment DNAH7 56171 37 2 196619064 196619064 Missense_Mutation SNP C T 39 220 c.11761G>A c.(11761-11763)GAT>AAT p.D3921N

Pat_30 Pre-Treatment C2orf57 165100 37 2 232458410 232458410 Missense_Mutation SNP C A 116 370 c.748C>A c.(748-750)CAC>AAC p.H250N

Pat_30 Pre-Treatment GAL3ST2 64090 37 2 242738570 242738570 Splice_Site SNP G A 33 202 c.119_splice c.e2+1 p.P40_splice

Pat_30 Pre-Treatment GPCPD1 56261 37 20 5559220 5559220 Missense_Mutation SNP C T 4 83 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_30 Pre-Treatment LRRN4 164312 37 20 6022614 6022614 Missense_Mutation SNP C T 4 118 c.1277G>A c.(1276-1278)CGG>CAG p.R426Q

Pat_30 Pre-Treatment C20orf12 55184 37 20 18445978 18445978 Missense_Mutation SNP G A 18 72 c.25C>T c.(25-27)CCT>TCT p.P9S

Pat_30 Pre-Treatment NCOA6 23054 37 20 33330509 33330509 Missense_Mutation SNP G A 4 143 c.3551C>T c.(3550-3552)CCC>CTC p.P1184L

Pat_30 Pre-Treatment APCDD1L 164284 37 20 57036037 57036037 Missense_Mutation SNP C T 52 170 c.1315G>A c.(1315-1317)GAT>AAT p.D439N

Pat_30 Pre-Treatment GNAS 2778 37 20 57428528 57428528 Missense_Mutation SNP C T 3 34 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_30 Pre-Treatment TCEA2 6919 37 20 62698274 62698274 Nonsense_Mutation SNP C T 4 150 c.142C>T c.(142-144)CGA>TGA p.R48*

Pat_30 Pre-Treatment TPTE 7179 37 21 10941907 10941907 Splice_Site SNP C T 54 624 c.795_splice c.e14+1 p.K265_splice

Pat_30 Pre-Treatment LIPI 149998 37 21 15558293 15558293 Missense_Mutation SNP C T 32 154 c.593G>A c.(592-594)GGA>GAA p.G198E

Pat_30 Pre-Treatment DYRK1A 1859 37 21 38884451 38884451 Missense_Mutation SNP A G 23 148 c.1909A>G c.(1909-1911)ACG>GCG p.T637A

Pat_30 Pre-Treatment DSCAM 1826 37 21 41385217 41385217 Missense_Mutation SNP C T 27 59 c.5783G>A c.(5782-5784)TGC>TAC p.C1928Y

Pat_30 Pre-Treatment SGSM1 129049 37 22 25251579 25251579 Missense_Mutation SNP G A 4 119 c.733G>A c.(733-735)GTG>ATG p.V245M



Pat_30 Pre-Treatment TFIP11 24144 37 22 26888059 26888059 Missense_Mutation SNP C T 4 45 c.2434G>A c.(2434-2436)GAC>AAC p.D812N

Pat_30 Pre-Treatment SFI1 9814 37 22 31976306 31976306 Nonsense_Mutation SNP C T 50 93 c.1204C>T c.(1204-1206)CAG>TAG p.Q402*

Pat_30 Pre-Treatment EP300 2033 37 22 41553205 41553205 Missense_Mutation SNP T A 16 62 c.3294T>A c.(3292-3294)GAT>GAA p.D1098E

Pat_30 Pre-Treatment PMM1 5372 37 22 41985784 41985784 Missense_Mutation SNP C T 3 46 c.26G>A c.(25-27)CGC>CAC p.R9H

Pat_30 Pre-Treatment TTLL12 23170 37 22 43564905 43564905 Missense_Mutation SNP C T 4 46 c.1658G>A c.(1657-1659)CGG>CAG p.R553Q

Pat_30 Pre-Treatment SAPS2 9701 37 22 50873444 50873444 Missense_Mutation SNP G A 4 141 c.1450G>A c.(1450-1452)GCC>ACC p.A484T

Pat_30 Pre-Treatment BHLHE40 8553 37 3 5025363 5025363 Missense_Mutation SNP G A 55 177 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_30 Pre-Treatment GRIP2 80852 37 3 14545082 14545082 Missense_Mutation SNP C T 8 38 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_30 Pre-Treatment TBC1D5 9779 37 3 17202637 17202637 Nonsense_Mutation SNP G A 5 38 c.2206C>T c.(2206-2208)CAG>TAG p.Q736*

Pat_30 Pre-Treatment BSN 8927 37 3 49690215 49690215 Missense_Mutation SNP C T 4 86 c.3226C>T c.(3226-3228)CGG>TGG p.R1076W

Pat_30 Pre-Treatment ZNF717 100131827 37 3 75790797 75790797 Missense_Mutation SNP C T 4 24 c.148G>A c.(148-150)GTG>ATG p.V50M

Pat_30 Pre-Treatment TOMM70A 9868 37 3 100119757 100119757 Missense_Mutation SNP C T 3 15 c.37G>A c.(37-39)GCA>ACA p.A13T

Pat_30 Pre-Treatment GRAMD1C 54762 37 3 113634601 113634601 Missense_Mutation SNP C T 15 137 c.1006C>T c.(1006-1008)CAT>TAT p.H336Y

Pat_30 Pre-Treatment SLC15A2 6565 37 3 121647961 121647961 Missense_Mutation SNP C T 175 526 c.1474C>T c.(1474-1476)CGT>TGT p.R492C

Pat_30 Pre-Treatment DZIP1L 199221 37 3 137786382 137786382 Missense_Mutation SNP G T 4 151 c.1993C>A c.(1993-1995)CAG>AAG p.Q665K

Pat_30 Pre-Treatment CPA3 1359 37 3 148600313 148600313 Missense_Mutation SNP C T 9 111 c.709C>T c.(709-711)CGT>TGT p.R237C

Pat_30 Pre-Treatment BCHE 590 37 3 165491217 165491217 Nonsense_Mutation SNP G A 10 81 c.1762C>T c.(1762-1764)CAA>TAA p.Q588*

Pat_30 Pre-Treatment EPHB3 2049 37 3 184298516 184298516 Splice_Site SNP G A 10 95 c.2389_splice c.e13-1 p.G797_splice

Pat_30 Pre-Treatment MUC4 4585 37 3 195505774 195505774 Missense_Mutation SNP G T 3 36 c.12293C>A c.(12292-12294)CCT>CAT p.P4098H

Pat_30 Pre-Treatment PCYT1A 5130 37 3 195968904 195968904 Missense_Mutation SNP C T 6 372 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_30 Pre-Treatment FAM53A 152877 37 4 1643193 1643193 Missense_Mutation SNP C T 17 86 c.1024G>A c.(1024-1026)GGC>AGC p.G342S

Pat_30 Pre-Treatment HTT 3064 37 4 3240588 3240588 Missense_Mutation SNP G A 4 110 c.9104G>A c.(9103-9105)CGG>CAG p.R3035Q

Pat_30 Pre-Treatment KCTD8 386617 37 4 44450237 44450237 Missense_Mutation SNP C G 4 46 c.304G>C c.(304-306)GAC>CAC p.D102H

Pat_30 Pre-Treatment TECRL 253017 37 4 65194260 65194260 Missense_Mutation SNP G A 28 191 c.301C>T c.(301-303)CCT>TCT p.P101S

Pat_30 Pre-Treatment PROL1 58503 37 4 71275623 71275623 Missense_Mutation SNP C T 105 385 c.578C>T c.(577-579)TCA>TTA p.S193L

Pat_30 Pre-Treatment GC 2638 37 4 72620723 72620723 Missense_Mutation SNP T G 49 144 c.1136A>C c.(1135-1137)GAA>GCA p.E379A

Pat_30 Pre-Treatment MYOZ2 51778 37 4 120107315 120107315 Missense_Mutation SNP C T 23 116 c.755C>T c.(754-756)CCT>CTT p.P252L

Pat_30 Pre-Treatment KIAA1109 84162 37 4 123280759 123280759 Missense_Mutation SNP C T 54 144 c.14683C>T c.(14683-14685)CCA>TCA p.P4895S

Pat_30 Pre-Treatment FAT4 79633 37 4 126336743 126336743 Missense_Mutation SNP G A 75 236 c.6625G>A c.(6625-6627)GGT>AGT p.G2209S

Pat_30 Pre-Treatment RWDD4A 201965 37 4 184567673 184567673 Missense_Mutation SNP G A 58 221 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_30 Pre-Treatment SPEF2 79925 37 5 35740060 35740060 Missense_Mutation SNP G A 24 71 c.3103G>A c.(3103-3105)GAA>AAA p.E1035K

Pat_30 Pre-Treatment C5orf42 65250 37 5 37169569 37169569 Missense_Mutation SNP G A 4 123 c.6557C>T c.(6556-6558)TCG>TTG p.S2186L

Pat_30 Pre-Treatment ITGA1 3672 37 5 52243281 52243281 Missense_Mutation SNP C G 7 228 c.3485C>G c.(3484-3486)GCA>GGA p.A1162G

Pat_30 Pre-Treatment CRHBP 1393 37 5 76251629 76251629 Missense_Mutation SNP G A 4 145 c.485G>A c.(484-486)CGA>CAA p.R162Q

Pat_30 Pre-Treatment GPR98 84059 37 5 89933639 89933639 Missense_Mutation SNP A C 13 63 c.2114A>C c.(2113-2115)GAT>GCT p.D705A

Pat_30 Pre-Treatment EPB41L4A 64097 37 5 111600635 111600635 Missense_Mutation SNP T G 38 175 c.512A>C c.(511-513)GAA>GCA p.E171A

Pat_30 Pre-Treatment PCDHB15 56121 37 5 140627305 140627305 Missense_Mutation SNP C T 138 332 c.2159C>T c.(2158-2160)GCC>GTC p.A720V

Pat_30 Pre-Treatment PCDHGB1 56104 37 5 140730012 140730012 Missense_Mutation SNP G A 4 110 c.185G>A c.(184-186)CGA>CAA p.R62Q

Pat_30 Pre-Treatment PPARGC1B 133522 37 5 149225376 149225376 Missense_Mutation SNP C T 4 120 c.2870C>T c.(2869-2871)TCT>TTT p.S957F

Pat_30 Pre-Treatment RARS 5917 37 5 167920965 167920965 Missense_Mutation SNP C T 4 152 c.436C>T c.(436-438)CCA>TCA p.P146S

Pat_30 Pre-Treatment BTNL3 10917 37 5 180419834 180419834 Missense_Mutation SNP C T 4 134 c.71C>T c.(70-72)CCG>CTG p.P24L

Pat_30 Pre-Treatment PHACTR1 221692 37 6 13206149 13206149 Missense_Mutation SNP T G 5 325 c.767T>G c.(766-768)CTC>CGC p.L256R

Pat_30 Pre-Treatment ATXN1 6310 37 6 16326801 16326801 Nonsense_Mutation SNP G A 52 154 c.1741C>T c.(1741-1743)CAG>TAG p.Q581*

Pat_30 Pre-Treatment ATXN1 6310 37 6 16327882 16327882 Missense_Mutation SNP C A 3 45 c.660G>T c.(658-660)CAG>CAT p.Q220H

Pat_30 Pre-Treatment ATXN1 6310 37 6 16327888 16327888 Missense_Mutation SNP C A 3 45 c.654G>T c.(652-654)CAG>CAT p.Q218H

Pat_30 Pre-Treatment CAP2 10486 37 6 17507881 17507881 Missense_Mutation SNP C T 58 140 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_30 Pre-Treatment OR2B6 26212 37 6 27925296 27925296 Missense_Mutation SNP G A 35 106 c.278G>A c.(277-279)AGT>AAT p.S93N



Pat_30 Pre-Treatment DHX16 8449 37 6 30632583 30632583 Nonsense_Mutation SNP C A 26 100 c.1312G>T c.(1312-1314)GAG>TAG p.E438*

Pat_30 Pre-Treatment MICB 4277 37 6 31473433 31473433 Missense_Mutation SNP A G 6 303 c.110A>G c.(109-111)CAG>CGG p.Q37R

Pat_30 Pre-Treatment TAP2 6891 37 6 32781530 32781530 Missense_Mutation SNP C T 4 22 c.2545G>A c.(2545-2547)GGA>AGA p.G849R

Pat_30 Pre-Treatment SPDEF 25803 37 6 34512187 34512187 Missense_Mutation SNP G T 27 76 c.46C>A c.(46-48)CTC>ATC p.L16I

Pat_30 Pre-Treatment PNPLA1 285848 37 6 36270156 36270156 Missense_Mutation SNP G T 70 259 c.1294G>T c.(1294-1296)GTG>TTG p.V432L

Pat_30 Pre-Treatment GLO1 2739 37 6 38650584 38650584 Missense_Mutation SNP C T 4 139 c.376G>A c.(376-378)GGT>AGT p.G126S

Pat_30 Pre-Treatment TREML4 285852 37 6 41204319 41204319 Nonstop_Mutation SNP G T 3 34 c.602G>T c.(601-603)TGA>TTA p.*201L

Pat_30 Pre-Treatment FAM83B 222584 37 6 54805310 54805310 Missense_Mutation SNP C T 47 131 c.1541C>T c.(1540-1542)TCA>TTA p.S514L

Pat_30 Pre-Treatment EYS 346007 37 6 66204897 66204897 Missense_Mutation SNP A G 8 154 c.407T>C c.(406-408)GTT>GCT p.V136A

Pat_30 Pre-Treatment KIAA0776 23376 37 6 97000377 97000377 Nonsense_Mutation SNP C T 4 154 c.2005C>T c.(2005-2007)CGA>TGA p.R669*

Pat_30 Pre-Treatment GOPC 57120 37 6 117642387 117642387 Missense_Mutation SNP C T 64 313 c.748G>A c.(748-750)GGC>AGC p.G250S

Pat_30 Pre-Treatment THSD7A 221981 37 7 11521537 11521537 Missense_Mutation SNP G A 5 242 c.1895C>T c.(1894-1896)CCG>CTG p.P632L

Pat_30 Pre-Treatment SNX13 23161 37 7 17908074 17908074 Nonsense_Mutation SNP G A 17 49 c.793C>T c.(793-795)CAA>TAA p.Q265*

Pat_30 Pre-Treatment ANLN 54443 37 7 36438918 36438918 Missense_Mutation SNP G A 17 121 c.403G>A c.(403-405)GAA>AAA p.E135K

Pat_30 Pre-Treatment ABCA13 154664 37 7 48280486 48280486 Missense_Mutation SNP G A 38 117 c.1085G>A c.(1084-1086)GGT>GAT p.G362D

Pat_30 Pre-Treatment HSPB1 3315 37 7 75933173 75933173 Missense_Mutation SNP G A 58 337 c.419G>A c.(418-420)CGG>CAG p.R140Q

Pat_30 Pre-Treatment CCDC146 57639 37 7 76908289 76908289 Missense_Mutation SNP G A 25 47 c.1565G>A c.(1564-1566)CGA>CAA p.R522Q

Pat_30 Pre-Treatment MTERF 7978 37 7 91503509 91503509 Missense_Mutation SNP G A 5 269 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_30 Pre-Treatment FBXL13 222235 37 7 102665589 102665589 Missense_Mutation SNP C T 27 41 c.416G>A c.(415-417)CGA>CAA p.R139Q

Pat_30 Pre-Treatment LAMB4 22798 37 7 107710246 107710246 Missense_Mutation SNP C T 160 291 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_30 Pre-Treatment UBN2 254048 37 7 138968475 138968476 Missense_Mutation DNP CC TT 40 252 c.2824_2825CC>TT c.(2824-2826)CCA>TTA p.P942L

Pat_30 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 61 132 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_30 Pre-Treatment FAM131B 9715 37 7 143056833 143056833 Missense_Mutation SNP C T 3 19 c.82G>A c.(82-84)GGC>AGC p.G28S

Pat_30 Pre-Treatment MYOM2 9172 37 8 2017410 2017410 Missense_Mutation SNP G A 30 177 c.667G>A c.(667-669)GAC>AAC p.D223N

Pat_30 Pre-Treatment SNTG1 54212 37 8 51569530 51569530 Missense_Mutation SNP C T 70 310 c.911C>T c.(910-912)TCC>TTC p.S304F

Pat_30 Pre-Treatment SNX31 169166 37 8 101612642 101612642 Missense_Mutation SNP C T 46 276 c.709G>A c.(709-711)GCC>ACC p.A237T

Pat_30 Pre-Treatment LRP12 29967 37 8 105509486 105509486 Missense_Mutation SNP G A 45 193 c.1294C>T c.(1294-1296)CGC>TGC p.R432C

Pat_30 Pre-Treatment KCNV1 27012 37 8 110984516 110984516 Missense_Mutation SNP C T 7 147 c.962G>A c.(961-963)CGC>CAC p.R321H

Pat_30 Pre-Treatment ASAP1 50807 37 8 131138295 131138295 Missense_Mutation SNP A C 47 134 c.1422T>G c.(1420-1422)TGT>TGG p.C474W

Pat_30 Pre-Treatment ARC 23237 37 8 143694456 143694456 Missense_Mutation SNP T C 5 29 c.1177A>G c.(1177-1179)ACC>GCC p.T393A

Pat_30 Pre-Treatment ZNF251 90987 37 8 145947109 145947109 Missense_Mutation SNP C T 23 80 c.1936G>A c.(1936-1938)GGA>AGA p.G646R

Pat_30 Pre-Treatment JAK2 3717 37 9 5090739 5090739 Missense_Mutation SNP G A 14 198 c.2887G>A c.(2887-2889)GGT>AGT p.G963S

Pat_30 Pre-Treatment DMRTA1 63951 37 9 22447096 22447096 Missense_Mutation SNP G A 12 44 c.32G>A c.(31-33)CGA>CAA p.R11Q

Pat_30 Pre-Treatment SPINK4 27290 37 9 33246696 33246696 Missense_Mutation SNP C T 5 273 c.185C>T c.(184-186)ACG>ATG p.T62M

Pat_30 Pre-Treatment UBAP1 51271 37 9 34251508 34251508 Missense_Mutation SNP T A 24 69 c.1487T>A c.(1486-1488)ATG>AAG p.M496K

Pat_30 Pre-Treatment NPR2 4882 37 9 35792463 35792463 Missense_Mutation SNP C T 11 75 c.58C>T c.(58-60)CCC>TCC p.P20S

Pat_30 Pre-Treatment CNTNAP3 79937 37 9 39133108 39133108 Missense_Mutation SNP T C 3 28 c.1901A>G c.(1900-1902)CAG>CGG p.Q634R

Pat_30 Pre-Treatment FAM22F 54754 37 9 97082793 97082793 Missense_Mutation SNP C G 4 72 c.1065G>C c.(1063-1065)AAG>AAC p.K355N

Pat_30 Pre-Treatment COL15A1 1306 37 9 101806853 101806853 Missense_Mutation SNP G A 13 150 c.2578G>A c.(2578-2580)GAG>AAG p.E860K

Pat_30 Pre-Treatment ACTL7A 10881 37 9 111625872 111625872 Missense_Mutation SNP G A 16 145 c.1270G>A c.(1270-1272)GAA>AAA p.E424K

Pat_30 Pre-Treatment CEP110 11064 37 9 123900931 123900931 Missense_Mutation SNP C T 4 138 c.2311C>T c.(2311-2313)CTC>TTC p.L771F

Pat_30 Pre-Treatment DENND1A 57706 37 9 126214617 126214617 Missense_Mutation SNP C T 32 106 c.1237G>A c.(1237-1239)GGA>AGA p.G413R

Pat_30 Pre-Treatment PPAPDC3 84814 37 9 134165759 134165759 Nonsense_Mutation SNP G A 46 302 c.375G>A c.(373-375)TGG>TGA p.W125*

Pat_30 Pre-Treatment CACNA1B 774 37 9 140948459 140948459 Splice_Site SNP G A 4 144 c.3968_splice c.e26+1 p.R1323_splice

Pat_30 Pre-Treatment ARSH 347527 37 X 2933194 2933194 Missense_Mutation SNP C T 4 41 c.524C>T c.(523-525)GCC>GTC p.A175V

Pat_30 Pre-Treatment CLCN4 1183 37 X 10176514 10176514 Missense_Mutation SNP C T 195 570 c.1273C>T c.(1273-1275)CCT>TCT p.P425S

Pat_30 Pre-Treatment ZRSR2 8233 37 X 15833978 15833978 Missense_Mutation SNP G A 5 211 c.736G>A c.(736-738)GAG>AAG p.E246K



Pat_30 Pre-Treatment SYAP1 94056 37 X 16761957 16761957 Missense_Mutation SNP C T 172 536 c.569C>T c.(568-570)CCT>CTT p.P190L

Pat_30 Pre-Treatment ZFX 7543 37 X 24229378 24229378 Missense_Mutation SNP C T 130 353 c.2303C>T c.(2302-2304)TCC>TTC p.S768F

Pat_30 Pre-Treatment CXorf59 286464 37 X 36162735 36162735 Missense_Mutation SNP G A 34 251 c.1318G>A c.(1318-1320)GAA>AAA p.E440K

Pat_30 Pre-Treatment CXorf36 79742 37 X 45011019 45011020 Missense_Mutation DNP GG AA 18 109 c.1179_1180CC>TT1177-1182)ATCCGC>ATTT p.R394C

Pat_30 Pre-Treatment CHST7 56548 37 X 46433721 46433721 Missense_Mutation SNP G A 23 110 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_30 Pre-Treatment RBM10 8241 37 X 47030582 47030582 Missense_Mutation SNP G T 4 95 c.357G>T c.(355-357)GAG>GAT p.E119D

Pat_30 Pre-Treatment CCNB3 85417 37 X 50053780 50053780 Missense_Mutation SNP G A 17 42 c.2611G>A c.(2611-2613)GAG>AAG p.E871K

Pat_30 Pre-Treatment FGD1 2245 37 X 54481894 54481894 Missense_Mutation SNP C T 4 73 c.2002G>A c.(2002-2004)GAG>AAG p.E668K

Pat_30 Pre-Treatment STARD8 9754 37 X 67938434 67938434 Missense_Mutation SNP G A 20 54 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_30 Pre-Treatment NXF5 55998 37 X 101096941 101096941 Missense_Mutation SNP G A 27 376 c.56C>T c.(55-57)CCT>CTT p.P19L

Pat_30 Pre-Treatment ARMCX5 64860 37 X 101857632 101857632 Missense_Mutation SNP C T 33 135 c.563C>T c.(562-564)CCT>CTT p.P188L

Pat_30 Pre-Treatment HCFC1 3054 37 X 153225613 153225613 Splice_Site SNP C T 7 19 c.1085_splice c.e8-1 p.E362_splice

Pat_30 Post-Resistance PQLC2 54896 37 1 19651990 19651990 Missense_Mutation SNP C T 50 59 c.296C>T c.(295-297)ACC>ATC p.T99I

Pat_30 Post-Resistance ZMYM1 79830 37 1 35579236 35579236 Missense_Mutation SNP T A 6 8 c.1805T>A c.(1804-1806)TTT>TAT p.F602Y

Pat_30 Post-Resistance DAB1 1600 37 1 57491658 57491658 Missense_Mutation SNP G A 58 95 c.782C>T c.(781-783)CCC>CTC p.P261L

Pat_30 Post-Resistance PGM1 5236 37 1 64117438 64117438 Missense_Mutation SNP C T 20 15 c.1379C>T c.(1378-1380)TCA>TTA p.S460L

Pat_30 Post-Resistance CLCA4 22802 37 1 87025658 87025658 Missense_Mutation SNP A G 35 25 c.203A>G c.(202-204)GAA>GGA p.E68G

Pat_30 Post-Resistance ITGA10 8515 37 1 145532599 145532599 Missense_Mutation SNP G A 51 238 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_30 Post-Resistance GPATCH4 54865 37 1 156565292 156565293 Missense_Mutation DNP CC TT 33 166 c.840_841GG>AA838-843)GGGGAA>GGAA p.E281K

Pat_30 Post-Resistance C1orf92 149499 37 1 156902735 156902735 Missense_Mutation SNP G A 6 8 c.1654G>A c.(1654-1656)GAT>AAT p.D552N

Pat_30 Post-Resistance OR10K1 391109 37 1 158435715 158435715 Missense_Mutation SNP C T 149 67 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_30 Post-Resistance SELE 6401 37 1 169698706 169698706 Missense_Mutation SNP C T 10 67 c.824G>A c.(823-825)GGA>GAA p.G275E

Pat_30 Post-Resistance HMCN1 83872 37 1 185878628 185878628 Missense_Mutation SNP C T 25 84 c.781C>T c.(781-783)CGC>TGC p.R261C

Pat_30 Post-Resistance F13B 2165 37 1 197026515 197026515 Missense_Mutation SNP C T 65 38 c.886G>A c.(886-888)GAA>AAA p.E296K

Pat_30 Post-Resistance RHOU 58480 37 1 228879120 228879120 Missense_Mutation SNP A G 76 47 c.410A>G c.(409-411)CAG>CGG p.Q137R

Pat_30 Post-Resistance EDARADD 128178 37 1 236631574 236631574 Missense_Mutation SNP C T 14 45 c.263C>T c.(262-264)CCA>CTA p.P88L

Pat_30 Post-Resistance ZNF695 57116 37 1 247163314 247163314 Missense_Mutation SNP G T 48 109 c.66C>A c.(64-66)GAC>GAA p.D22E

Pat_30 Post-Resistance ZNF496 84838 37 1 247492847 247492847 Missense_Mutation SNP G A 22 74 c.34C>T c.(34-36)CCG>TCG p.P12S

Pat_30 Post-Resistance IL15RA 3601 37 10 6008146 6008146 Missense_Mutation SNP T A 37 10 c.245A>T c.(244-246)AAT>ATT p.N82I

Pat_30 Post-Resistance ANKRD26 22852 37 10 27366301 27366301 Missense_Mutation SNP G A 38 24 c.1043C>T c.(1042-1044)TCC>TTC p.S348F

Pat_30 Post-Resistance HERC4 26091 37 10 69750933 69750933 Missense_Mutation SNP G A 2 2 c.1295C>T c.(1294-1296)TCC>TTC p.S432F

Pat_30 Post-Resistance PBLD 64081 37 10 70048273 70048273 Missense_Mutation SNP G A 25 7 c.658C>T c.(658-660)CCG>TCG p.P220S

Pat_30 Post-Resistance PLCE1 51196 37 10 96028758 96028758 Missense_Mutation SNP C T 47 16 c.4354C>T c.(4354-4356)CAT>TAT p.H1452Y

Pat_30 Post-Resistance CYP2C8 1558 37 10 96824642 96824642 Missense_Mutation SNP C T 45 21 c.557G>A c.(556-558)CGA>CAA p.R186Q

Pat_30 Post-Resistance LOC729020 729020 37 10 105005926 105005926 Missense_Mutation SNP G A 18 235 c.173G>A c.(172-174)CGA>CAA p.R58Q

Pat_30 Post-Resistance MUC2 4583 37 11 1092947 1092947 Missense_Mutation SNP C T 2 0 c.11852C>T c.(11851-11853)ACC>ATC p.T3951I

Pat_30 Post-Resistance OR51S1 119692 37 11 4870243 4870243 Missense_Mutation SNP G A 27 73 c.196C>T c.(196-198)CCA>TCA p.P66S

Pat_30 Post-Resistance OR51B6 390058 37 11 5373230 5373230 Missense_Mutation SNP C T 78 61 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_30 Post-Resistance BDNF 627 37 11 27679778 27679778 Missense_Mutation SNP C T 9 21 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_30 Post-Resistance TTC17 55761 37 11 43515441 43515441 Missense_Mutation SNP G A 149 295 c.3413G>A c.(3412-3414)CGG>CAG p.R1138Q

Pat_30 Post-Resistance OR8H2 390151 37 11 55872803 55872804 Missense_Mutation DNP GG AA 163 333 c.285_286GG>AA283-288)ACGGGC>ACAAG p.G96S

Pat_30 Post-Resistance NPAS4 266743 37 11 66192136 66192136 Missense_Mutation SNP C T 29 42 c.1775C>T c.(1774-1776)GCC>GTC p.A592V

Pat_30 Post-Resistance MYO7A 4647 37 11 76893123 76893123 Missense_Mutation SNP G A 65 161 c.3031G>A c.(3031-3033)GGG>AGG p.G1011R

Pat_30 Post-Resistance NNMT 4837 37 11 114182916 114182916 Missense_Mutation SNP C T 41 73 c.512C>T c.(511-513)CCA>CTA p.P171L

Pat_30 Post-Resistance OR10G8 219869 37 11 123901051 123901051 Missense_Mutation SNP C T 20 24 c.722C>T c.(721-723)GCC>GTC p.A241V

Pat_30 Post-Resistance PRB2 653247 37 12 11546795 11546795 Missense_Mutation SNP G A 9 86 c.217C>T c.(217-219)CCT>TCT p.P73S

Pat_30 Post-Resistance ALG10B 144245 37 12 38714749 38714749 Missense_Mutation SNP G A 21 33 c.1156G>A c.(1156-1158)GAC>AAC p.D386N



Pat_30 Post-Resistance ABCD2 225 37 12 40001403 40001403 Nonsense_Mutation SNP C A 9 24 c.1234G>T c.(1234-1236)GAG>TAG p.E412*

Pat_30 Post-Resistance ANKRD33 341405 37 12 52283221 52283221 Nonsense_Mutation SNP C T 46 51 c.187C>T c.(187-189)CAG>TAG p.Q63*

Pat_30 Post-Resistance KRT7 3855 37 12 52635286 52635286 Missense_Mutation SNP G A 67 86 c.724G>A c.(724-726)GAC>AAC p.D242N

Pat_30 Post-Resistance OR6C68 403284 37 12 55886390 55886390 Missense_Mutation SNP C T 16 31 c.244C>T c.(244-246)CCA>TCA p.P82S

Pat_30 Post-Resistance DNAJC14 85406 37 12 56216235 56216235 Missense_Mutation SNP C T 81 79 c.1820G>A c.(1819-1821)GGT>GAT p.G607D

Pat_30 Post-Resistance GRIP1 23426 37 12 66765581 66765581 Missense_Mutation SNP G A 91 128 c.2749C>T c.(2749-2751)CGG>TGG p.R917W

Pat_30 Post-Resistance MDM1 56890 37 12 68720499 68720499 Missense_Mutation SNP C G 25 27 c.436G>C c.(436-438)GTT>CTT p.V146L

Pat_30 Post-Resistance CIT 11113 37 12 120150494 120150494 Missense_Mutation SNP T G 46 50 c.4460A>C c.(4459-4461)CAG>CCG p.Q1487P

Pat_30 Post-Resistance GLT1D1 144423 37 12 129431969 129431969 Missense_Mutation SNP C G 35 55 c.761C>G c.(760-762)TCT>TGT p.S254C

Pat_30 Post-Resistance FLT1 2321 37 13 29002026 29002026 Missense_Mutation SNP G A 78 93 c.1139C>T c.(1138-1140)TCT>TTT p.S380F

Pat_30 Post-Resistance SLC46A3 283537 37 13 29287375 29287375 Nonsense_Mutation SNP G A 17 37 c.502C>T c.(502-504)CGA>TGA p.R168*

Pat_30 Post-Resistance DOCK9 23348 37 13 99567688 99567688 Missense_Mutation SNP C T 12 32 c.790G>A c.(790-792)GAC>AAC p.D264N

Pat_30 Post-Resistance OR4K14 122740 37 14 20483275 20483275 Missense_Mutation SNP A T 8 9 c.78T>A c.(76-78)TTT>TTA p.F26L

Pat_30 Post-Resistance METT11D1 64745 37 14 21464997 21464997 Missense_Mutation SNP T C 51 86 c.1319T>C c.(1318-1320)CTT>CCT p.L440P

Pat_30 Post-Resistance TPPP2 122664 37 14 21500204 21500204 Missense_Mutation SNP G A 65 123 c.481G>A c.(481-483)GGT>AGT p.G161S

Pat_30 Post-Resistance SMEK1 55671 37 14 91929191 91929191 Missense_Mutation SNP T C 26 29 c.1861A>G c.(1861-1863)ATT>GTT p.I621V

Pat_30 Post-Resistance PPP2R5C 5527 37 14 102229267 102229267 Missense_Mutation SNP G A 5 4 c.53G>A c.(52-54)GGA>GAA p.G18E

Pat_30 Post-Resistance MGA 23269 37 15 42053967 42053967 Nonsense_Mutation SNP C T 8 19 c.7429C>T c.(7429-7431)CAG>TAG p.Q2477*

Pat_30 Post-Resistance ARPP19 10776 37 15 52849310 52849310 Missense_Mutation SNP C T 44 64 c.155G>A c.(154-156)CGG>CAG p.R52Q

Pat_30 Post-Resistance NOX5 79400 37 15 69341381 69341381 Missense_Mutation SNP C T 18 17 c.1982C>T c.(1981-1983)GCC>GTC p.A661V

Pat_30 Post-Resistance WDR93 56964 37 15 90276361 90276361 Missense_Mutation SNP G A 20 33 c.1455G>A c.(1453-1455)ATG>ATA p.M485I

Pat_30 Post-Resistance NLRC3 197358 37 16 3614397 3614397 Missense_Mutation SNP C T 29 34 c.541G>A c.(541-543)GAT>AAT p.D181N

Pat_30 Post-Resistance UMOD 7369 37 16 20360313 20360313 Missense_Mutation SNP G C 2 5 c.310C>G c.(310-312)CTC>GTC p.L104V

Pat_30 Post-Resistance ACSM1 116285 37 16 20636779 20636779 Missense_Mutation SNP G A 41 49 c.1493C>T c.(1492-1494)GCC>GTC p.A498V

Pat_30 Post-Resistance ATXN2L 11273 37 16 28836712 28836712 Missense_Mutation SNP C T 20 33 c.325C>T c.(325-327)CCA>TCA p.P109S

Pat_30 Post-Resistance ADCY7 113 37 16 50344755 50344755 Missense_Mutation SNP G A 7 11 c.2318G>A c.(2317-2319)GGC>GAC p.G773D

Pat_30 Post-Resistance CDH8 1006 37 16 61935302 61935302 Nonsense_Mutation SNP G A 16 25 c.328C>T c.(328-330)CAA>TAA p.Q110*

Pat_30 Post-Resistance ZZEF1 23140 37 17 3920987 3920987 Missense_Mutation SNP G A 41 77 c.7679C>T c.(7678-7680)TCG>TTG p.S2560L

Pat_30 Post-Resistance CXCL16 58191 37 17 4641715 4641715 Missense_Mutation SNP G A 7 19 c.346C>T c.(346-348)CTT>TTT p.L116F

Pat_30 Post-Resistance MYH8 4626 37 17 10296234 10296234 Missense_Mutation SNP C T 18 36 c.5377G>A c.(5377-5379)GTG>ATG p.V1793M

Pat_30 Post-Resistance MYH4 4622 37 17 10359030 10359030 Missense_Mutation SNP A G 12 25 c.2075T>C c.(2074-2076)CTT>CCT p.L692P

Pat_30 Post-Resistance KCNJ12 3768 37 17 21319348 21319348 Missense_Mutation SNP C T 11 86 c.694C>T c.(694-696)CTC>TTC p.L232F

Pat_30 Post-Resistance KSR1 8844 37 17 25932605 25932605 Missense_Mutation SNP C T 5 5 c.1415C>T c.(1414-1416)CCC>CTC p.P472L

Pat_30 Post-Resistance AATF 26574 37 17 35310442 35310442 Missense_Mutation SNP G T 25 35 c.540G>T c.(538-540)ATG>ATT p.M180I

Pat_30 Post-Resistance KRT15 3866 37 17 39674887 39674887 Missense_Mutation SNP T C 107 183 c.193A>G c.(193-195)AGG>GGG p.R65G

Pat_30 Post-Resistance KRT9 3857 37 17 39724810 39724810 Missense_Mutation SNP G A 49 570 c.1120C>T c.(1120-1122)CGG>TGG p.R374W

Pat_30 Post-Resistance SPOP 8405 37 17 47684692 47684692 Nonsense_Mutation SNP C A 39 35 c.757G>T c.(757-759)GAA>TAA p.E253*

Pat_30 Post-Resistance BCAS3 54828 37 17 58979987 58979987 Nonsense_Mutation SNP C T 96 157 c.745C>T c.(745-747)CGA>TGA p.R249*

Pat_30 Post-Resistance CBX2 84733 37 17 77758699 77758699 Missense_Mutation SNP C T 47 91 c.1457C>T c.(1456-1458)TCC>TTC p.S486F

Pat_30 Post-Resistance LAMA1 284217 37 18 6950864 6950865 Missense_Mutation DNP GG AA 31 51 c.8313_8314CC>TT311-8316)GGCCGC>GGTT p.R2772C

Pat_30 Post-Resistance PSMA8 143471 37 18 23713939 23713939 Nonsense_Mutation SNP C T 46 85 c.10C>T c.(10-12)CGA>TGA p.R4*

Pat_30 Post-Resistance DSG1 1828 37 18 28934521 28934521 Missense_Mutation SNP G A 30 57 c.2362G>A c.(2362-2364)GAA>AAA p.E788K

Pat_30 Post-Resistance KIAA1632 57724 37 18 43514816 43514816 Missense_Mutation SNP G A 20 22 c.2216C>T c.(2215-2217)TCC>TTC p.S739F

Pat_30 Post-Resistance DCC 1630 37 18 50592482 50592482 Missense_Mutation SNP G A 30 42 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_30 Post-Resistance ALPK2 115701 37 18 56165294 56165294 Missense_Mutation SNP T C 55 99 c.6283A>G c.(6283-6285)ACG>GCG p.T2095A

Pat_30 Post-Resistance CDH7 1005 37 18 63489391 63489391 Missense_Mutation SNP G A 24 58 c.700G>A c.(700-702)GAT>AAT p.D234N

Pat_30 Post-Resistance ABCA7 10347 37 19 1058227 1058227 Missense_Mutation SNP T A 42 53 c.5108T>A c.(5107-5109)ATG>AAG p.M1703K



Pat_30 Post-Resistance VAV1 7409 37 19 6820829 6820830 Splice_Site DNP GG AA 29 72 c.321_splice c.e2+1 p.K107_splice

Pat_30 Post-Resistance MUC16 94025 37 19 9069841 9069841 Missense_Mutation SNP C T 28 40 c.17605G>A c.(17605-17607)GGG>AGG p.G5869R

Pat_30 Post-Resistance ZNF565 147929 37 19 36674056 36674056 Missense_Mutation SNP C T 27 51 c.812G>A c.(811-813)AGA>AAA p.R271K

Pat_30 Post-Resistance ALK 238 37 2 29497997 29497997 Missense_Mutation SNP G A 10 16 c.2009C>T c.(2008-2010)TCA>TTA p.S670L

Pat_30 Post-Resistance KLRAQ1 129285 37 2 48718182 48718182 Missense_Mutation SNP T C 207 275 c.1472T>C c.(1471-1473)TTG>TCG p.L491S

Pat_30 Post-Resistance CLEC4F 165530 37 2 71046487 71046487 Missense_Mutation SNP T C 43 53 c.268A>G c.(268-270)AAT>GAT p.N90D

Pat_30 Post-Resistance SMYD1 150572 37 2 88409967 88409967 Missense_Mutation SNP C T 21 17 c.1409C>T c.(1408-1410)CCC>CTC p.P470L

Pat_30 Post-Resistance MERTK 10461 37 2 112686894 112686894 Missense_Mutation SNP G A 20 50 c.259G>A c.(259-261)GAA>AAA p.E87K

Pat_30 Post-Resistance WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 8 50 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_30 Post-Resistance SCTR 6344 37 2 120206299 120206299 Nonsense_Mutation SNP G A 4 9 c.979C>T c.(979-981)CAA>TAA p.Q327*

Pat_30 Post-Resistance NCKAP5 344148 37 2 133541973 133541973 Missense_Mutation SNP G A 59 99 c.2411C>T c.(2410-2412)CCT>CTT p.P804L

Pat_30 Post-Resistance MBD5 55777 37 2 149227938 149227938 Missense_Mutation SNP C T 60 87 c.2426C>T c.(2425-2427)CCC>CTC p.P809L

Pat_30 Post-Resistance SCN1A 6323 37 2 166900378 166900378 Missense_Mutation SNP C T 29 38 c.1844G>A c.(1843-1845)GGA>GAA p.G615E

Pat_30 Post-Resistance TTN 7273 37 2 179432554 179432554 Missense_Mutation SNP C T 20 50 c.70601G>A c.(70600-70602)AGA>AAA p.R23534K

Pat_30 Post-Resistance TTN 7273 37 2 179449452 179449452 Missense_Mutation SNP C T 126 221 c.57212G>A c.(57211-57213)CGA>CAA p.R19071Q

Pat_30 Post-Resistance TTN 7273 37 2 179598097 179598097 Missense_Mutation SNP C T 5 13 c.12191G>A c.(12190-12192)CGA>CAA p.R4064Q

Pat_30 Post-Resistance DNAH7 56171 37 2 196619064 196619064 Missense_Mutation SNP C T 49 63 c.11761G>A c.(11761-11763)GAT>AAT p.D3921N

Pat_30 Post-Resistance C2orf57 165100 37 2 232458410 232458410 Missense_Mutation SNP C A 159 177 c.748C>A c.(748-750)CAC>AAC p.H250N

Pat_30 Post-Resistance APCDD1L 164284 37 20 57036037 57036037 Missense_Mutation SNP C T 22 49 c.1315G>A c.(1315-1317)GAT>AAT p.D439N

Pat_30 Post-Resistance TPTE 7179 37 21 10941907 10941907 Splice_Site SNP C T 16 178 c.795_splice c.e14+1 p.K265_splice

Pat_30 Post-Resistance LIPI 149998 37 21 15558293 15558293 Missense_Mutation SNP C T 18 38 c.593G>A c.(592-594)GGA>GAA p.G198E

Pat_30 Post-Resistance DSCAM 1826 37 21 41385217 41385217 Missense_Mutation SNP C T 11 13 c.5783G>A c.(5782-5784)TGC>TAC p.C1928Y

Pat_30 Post-Resistance SFI1 9814 37 22 31976306 31976306 Nonsense_Mutation SNP C T 70 8 c.1204C>T c.(1204-1206)CAG>TAG p.Q402*

Pat_30 Post-Resistance GRIP2 80852 37 3 14545082 14545082 Missense_Mutation SNP C T 3 2 c.2965G>A c.(2965-2967)GAA>AAA p.E989K

Pat_30 Post-Resistance TBC1D5 9779 37 3 17202637 17202637 Nonsense_Mutation SNP G A 16 2 c.2206C>T c.(2206-2208)CAG>TAG p.Q736*

Pat_30 Post-Resistance C3orf45 132228 37 3 50323943 50323943 Missense_Mutation SNP C G 2 7 c.100C>G c.(100-102)CCA>GCA p.P34A

Pat_30 Post-Resistance MUC4 4585 37 3 195511283 195511283 Missense_Mutation SNP C T 3 2 c.7168G>A c.(7168-7170)GCT>ACT p.A2390T

Pat_30 Post-Resistance NSUN7 79730 37 4 40776320 40776320 Missense_Mutation SNP G A 35 55 c.527G>A c.(526-528)CGA>CAA p.R176Q

Pat_30 Post-Resistance PROL1 58503 37 4 71275623 71275623 Missense_Mutation SNP C T 99 160 c.578C>T c.(577-579)TCA>TTA p.S193L

Pat_30 Post-Resistance GC 2638 37 4 72620723 72620723 Missense_Mutation SNP T G 29 47 c.1136A>C c.(1135-1137)GAA>GCA p.E379A

Pat_30 Post-Resistance KIAA1109 84162 37 4 123280759 123280759 Missense_Mutation SNP C T 22 34 c.14683C>T c.(14683-14685)CCA>TCA p.P4895S

Pat_30 Post-Resistance FAT4 79633 37 4 126336743 126336743 Missense_Mutation SNP G A 63 88 c.6625G>A c.(6625-6627)GGT>AGT p.G2209S

Pat_30 Post-Resistance RWDD4A 201965 37 4 184567673 184567673 Missense_Mutation SNP G A 44 74 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_30 Post-Resistance PCDHA4 56144 37 5 140187989 140187989 Missense_Mutation SNP C T 19 233 c.1217C>T c.(1216-1218)TCG>TTG p.S406L

Pat_30 Post-Resistance PCDHB15 56121 37 5 140627305 140627305 Missense_Mutation SNP C T 96 39 c.2159C>T c.(2158-2160)GCC>GTC p.A720V

Pat_30 Post-Resistance FAT2 2196 37 5 150924239 150924239 Missense_Mutation SNP G A 7 71 c.6449C>T c.(6448-6450)ACG>ATG p.T2150M

Pat_30 Post-Resistance ATXN1 6310 37 6 16326801 16326801 Nonsense_Mutation SNP G A 37 115 c.1741C>T c.(1741-1743)CAG>TAG p.Q581*

Pat_30 Post-Resistance CAP2 10486 37 6 17507881 17507881 Missense_Mutation SNP C T 17 76 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_30 Post-Resistance OR2B6 26212 37 6 27925296 27925296 Missense_Mutation SNP G A 16 73 c.278G>A c.(277-279)AGT>AAT p.S93N

Pat_30 Post-Resistance TAP2 6891 37 6 32781530 32781530 Missense_Mutation SNP C T 3 3 c.2545G>A c.(2545-2547)GGA>AGA p.G849R

Pat_30 Post-Resistance SPDEF 25803 37 6 34512187 34512187 Missense_Mutation SNP G T 31 98 c.46C>A c.(46-48)CTC>ATC p.L16I

Pat_30 Post-Resistance PNPLA1 285848 37 6 36270156 36270156 Missense_Mutation SNP G T 58 195 c.1294G>T c.(1294-1296)GTG>TTG p.V432L

Pat_30 Post-Resistance GTPBP2 54676 37 6 43591778 43591778 Missense_Mutation SNP A C 82 62 c.1128T>G c.(1126-1128)AGT>AGG p.S376R

Pat_30 Post-Resistance FAM83B 222584 37 6 54805310 54805310 Missense_Mutation SNP C T 51 32 c.1541C>T c.(1540-1542)TCA>TTA p.S514L

Pat_30 Post-Resistance C7orf10 79783 37 7 40488913 40488913 Missense_Mutation SNP G T 15 33 c.844G>T c.(844-846)GTA>TTA p.V282L

Pat_30 Post-Resistance ABCA13 154664 37 7 48280486 48280486 Missense_Mutation SNP G A 29 41 c.1085G>A c.(1084-1086)GGT>GAT p.G362D

Pat_30 Post-Resistance FBXL13 222235 37 7 102665589 102665589 Missense_Mutation SNP C T 10 21 c.416G>A c.(415-417)CGA>CAA p.R139Q



Pat_30 Post-Resistance LAMB4 22798 37 7 107710246 107710246 Missense_Mutation SNP C T 95 342 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_30 Post-Resistance CHRM2 1129 37 7 136699707 136699707 Missense_Mutation SNP C T 25 73 c.95C>T c.(94-96)TCC>TTC p.S32F

Pat_30 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 430 142 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_30 Post-Resistance MYOM2 9172 37 8 2017410 2017410 Missense_Mutation SNP G A 74 49 c.667G>A c.(667-669)GAC>AAC p.D223N

Pat_30 Post-Resistance PPP1R3B 79660 37 8 8999115 8999115 Missense_Mutation SNP G A 16 49 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_30 Post-Resistance SNX31 169166 37 8 101612642 101612642 Missense_Mutation SNP C T 35 54 c.709G>A c.(709-711)GCC>ACC p.A237T

Pat_30 Post-Resistance LRP12 29967 37 8 105509486 105509486 Missense_Mutation SNP G A 92 66 c.1294C>T c.(1294-1296)CGC>TGC p.R432C

Pat_30 Post-Resistance ASAP1 50807 37 8 131138295 131138295 Missense_Mutation SNP A C 64 52 c.1422T>G c.(1420-1422)TGT>TGG p.C474W

Pat_30 Post-Resistance ARC 23237 37 8 143694456 143694456 Missense_Mutation SNP T C 6 29 c.1177A>G c.(1177-1179)ACC>GCC p.T393A

Pat_30 Post-Resistance ZNF251 90987 37 8 145947109 145947109 Missense_Mutation SNP C T 16 40 c.1936G>A c.(1936-1938)GGA>AGA p.G646R

Pat_30 Post-Resistance UBAP1 51271 37 9 34251508 34251508 Missense_Mutation SNP T A 20 11 c.1487T>A c.(1486-1488)ATG>AAG p.M496K

Pat_30 Post-Resistance TRPM6 140803 37 9 77417080 77417080 Missense_Mutation SNP T C 4 0 c.1743A>G c.(1741-1743)ATA>ATG p.I581M

Pat_30 Post-Resistance FLJ43950 347127 37 9 84530870 84530870 Missense_Mutation SNP C T 10 3 c.791C>T c.(790-792)TCC>TTC p.S264F

Pat_30 Post-Resistance DENND1A 57706 37 9 126214617 126214617 Missense_Mutation SNP C T 23 7 c.1237G>A c.(1237-1239)GGA>AGA p.G413R

Pat_30 Post-Resistance CLCN4 1183 37 X 10176514 10176514 Missense_Mutation SNP C T 107 234 c.1273C>T c.(1273-1275)CCT>TCT p.P425S

Pat_30 Post-Resistance SYAP1 94056 37 X 16761957 16761957 Missense_Mutation SNP C T 169 292 c.569C>T c.(568-570)CCT>CTT p.P190L

Pat_30 Post-Resistance ZFX 7543 37 X 24229378 24229378 Missense_Mutation SNP C T 104 143 c.2303C>T c.(2302-2304)TCC>TTC p.S768F

Pat_30 Post-Resistance SRPX 8406 37 X 38033482 38033482 Missense_Mutation SNP C T 90 83 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_30 Post-Resistance ZNF182 7569 37 X 47836909 47836909 Missense_Mutation SNP G A 8 10 c.577C>T c.(577-579)CAT>TAT p.H193Y

Pat_30 Post-Resistance CCNB3 85417 37 X 50053780 50053780 Missense_Mutation SNP G A 4 9 c.2611G>A c.(2611-2613)GAG>AAG p.E871K

Pat_30 Post-Resistance STARD8 9754 37 X 67938434 67938434 Missense_Mutation SNP G A 23 32 c.1438G>A c.(1438-1440)GAT>AAT p.D480N

Pat_30 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 8 59 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_31 Pre-Treatment CROCC 9696 37 1 17292241 17292241 Missense_Mutation SNP C T 113 60 c.4429C>T c.(4429-4431)CCC>TCC p.P1477S

Pat_31 Pre-Treatment CSMD2 114784 37 1 34276445 34276445 Missense_Mutation SNP G T 55 120 c.1225C>A c.(1225-1227)CTT>ATT p.L409I

Pat_31 Pre-Treatment MACF1 23499 37 1 39889724 39889724 Nonsense_Mutation SNP C T 104 40 c.11494C>T c.(11494-11496)CGA>TGA p.R3832*

Pat_31 Pre-Treatment ZSWIM5 57643 37 1 45504680 45504680 Missense_Mutation SNP G A 5 114 c.1822C>T c.(1822-1824)CCC>TCC p.P608S

Pat_31 Pre-Treatment C1orf163 65260 37 1 53153418 53153418 Missense_Mutation SNP C T 3 62 c.670G>A c.(670-672)GGT>AGT p.G224S

Pat_31 Pre-Treatment MAGOH 4116 37 1 53692748 53692748 Missense_Mutation SNP A G 3 50 c.410T>C c.(409-411)ATT>ACT p.I137T

Pat_31 Pre-Treatment BSND 7809 37 1 55472863 55472863 Missense_Mutation SNP G T 4 132 c.466G>T c.(466-468)GCC>TCC p.A156S

Pat_31 Pre-Treatment C1orf168 199920 37 1 57258394 57258394 Missense_Mutation SNP G T 13 477 c.92C>A c.(91-93)CCA>CAA p.P31Q

Pat_31 Pre-Treatment CACHD1 57685 37 1 65130356 65130356 Missense_Mutation SNP G T 112 53 c.2117G>T c.(2116-2118)AGA>ATA p.R706I

Pat_31 Pre-Treatment AK5 26289 37 1 77806237 77806237 Missense_Mutation SNP A G 3 125 c.875A>G c.(874-876)AAG>AGG p.K292R

Pat_31 Pre-Treatment NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 20 728 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_31 Pre-Treatment NBPF10 100132406 37 1 145311785 145311785 Splice_Site SNP C G 10 137 c.1854_splice c.e14-1 p.R618_splice

Pat_31 Pre-Treatment FLG2 388698 37 1 152324164 152324164 Missense_Mutation SNP T G 10 866 c.6098A>C c.(6097-6099)TAC>TCC p.Y2033S

Pat_31 Pre-Treatment FLG2 388698 37 1 152326017 152326017 Missense_Mutation SNP C A 10 772 c.4245G>T c.(4243-4245)AGG>AGT p.R1415S

Pat_31 Pre-Treatment CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 12 751 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_31 Pre-Treatment TRIM46 80128 37 1 155148051 155148051 Missense_Mutation SNP T A 111 177 c.253T>A c.(253-255)TCC>ACC p.S85T

Pat_31 Pre-Treatment TRIM46 80128 37 1 155152368 155152368 Missense_Mutation SNP G A 49 121 c.1546G>A c.(1546-1548)GAA>AAA p.E516K

Pat_31 Pre-Treatment FCRL2 79368 37 1 157737066 157737066 Missense_Mutation SNP C T 128 189 c.1117G>A c.(1117-1119)GGC>AGC p.G373S

Pat_31 Pre-Treatment SPTA1 6708 37 1 158617430 158617430 Missense_Mutation SNP C T 67 116 c.3795G>A c.(3793-3795)ATG>ATA p.M1265I

Pat_31 Pre-Treatment MYOC 4653 37 1 171621343 171621343 Missense_Mutation SNP C T 122 175 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_31 Pre-Treatment PAPPA2 60676 37 1 176738864 176738864 Missense_Mutation SNP G C 16 307 c.4445G>C c.(4444-4446)GGA>GCA p.G1482A

Pat_31 Pre-Treatment DDX59 83479 37 1 200619608 200619608 Missense_Mutation SNP A C 75 98 c.1259T>G c.(1258-1260)ATT>AGT p.I420S

Pat_31 Pre-Treatment ESRRG 2104 37 1 216850805 216850805 Nonsense_Mutation SNP G A 4 96 c.85C>T c.(85-87)CGA>TGA p.R29*

Pat_31 Pre-Treatment OBSCN 84033 37 1 228495004 228495004 Missense_Mutation SNP G A 137 226 c.12238G>A c.(12238-12240)GAG>AAG p.E4080K

Pat_31 Pre-Treatment OR2L2 26246 37 1 248201572 248201572 Missense_Mutation SNP G A 188 186 c.3G>A c.(1-3)ATG>ATA p.M1I



Pat_31 Pre-Treatment OR2M1P 388762 37 1 248285997 248285997 Missense_Mutation SNP G C 10 683 c.560G>C c.(559-561)GGT>GCT p.G187A

Pat_31 Pre-Treatment TUBAL3 79861 37 10 5436384 5436384 Missense_Mutation SNP C T 8 141 c.437G>A c.(436-438)CGA>CAA p.R146Q

Pat_31 Pre-Treatment FAM13C 220965 37 10 61014112 61014112 Missense_Mutation SNP G T 86 267 c.1328C>A c.(1327-1329)ACA>AAA p.T443K

Pat_31 Pre-Treatment CDH23 64072 37 10 73553380 73553380 Missense_Mutation SNP C T 4 39 c.6695C>T c.(6694-6696)GCT>GTT p.A2232V

Pat_31 Pre-Treatment NRG3 10718 37 10 84745186 84745186 Missense_Mutation SNP G A 30 74 c.1916G>A c.(1915-1917)CGA>CAA p.R639Q

Pat_31 Pre-Treatment PLCE1 51196 37 10 96014685 96014685 Missense_Mutation SNP C T 111 579 c.3433C>T c.(3433-3435)CCT>TCT p.P1145S

Pat_31 Pre-Treatment CYP2C18 1562 37 10 96495124 96495124 Missense_Mutation SNP G A 101 281 c.1396G>A c.(1396-1398)GAT>AAT p.D466N

Pat_31 Pre-Treatment LOC653544 653544 37 10 135491123 135491123 Missense_Mutation SNP G A 4 52 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_31 Pre-Treatment CDHR5 53841 37 11 618674 618674 Missense_Mutation SNP C T 5 235 c.1885G>A c.(1885-1887)GGT>AGT p.G629S

Pat_31 Pre-Treatment MUC2 4583 37 11 1097769 1097769 Missense_Mutation SNP C A 4 100 c.13948C>A c.(13948-13950)CAG>AAG p.Q4650K

Pat_31 Pre-Treatment KRTAP5-3 387266 37 11 1628952 1628952 Missense_Mutation SNP A T 11 706 c.664T>A c.(664-666)TGC>AGC p.C222S

Pat_31 Pre-Treatment TRIM48 79097 37 11 55035844 55035844 Missense_Mutation SNP T C 6 221 c.574T>C c.(574-576)TAC>CAC p.Y192H

Pat_31 Pre-Treatment AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 15 781 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_31 Pre-Treatment UNC93B1 81622 37 11 67767119 67767119 Missense_Mutation SNP C G 6 45 c.424G>C c.(424-426)GCT>CCT p.A142P

Pat_31 Pre-Treatment PDE2A 5138 37 11 72288490 72288490 Missense_Mutation SNP C T 4 125 c.2764G>A c.(2764-2766)GTG>ATG p.V922M

Pat_31 Pre-Treatment CNTN5 53942 37 11 100221562 100221562 Missense_Mutation SNP G A 8 167 c.3160G>A c.(3160-3162)GGA>AGA p.G1054R

Pat_31 Pre-Treatment TMPRSS4 56649 37 11 117984114 117984114 Missense_Mutation SNP G C 41 259 c.874G>C c.(874-876)GCC>CCC p.A292P

Pat_31 Pre-Treatment OR10S1 219873 37 11 123848356 123848356 Missense_Mutation SNP C T 53 233 c.43G>A c.(43-45)GAG>AAG p.E15K

Pat_31 Pre-Treatment CD163 9332 37 12 7639539 7639539 Missense_Mutation SNP C A 49 123 c.2094G>T c.(2092-2094)TTG>TTT p.L698F

Pat_31 Pre-Treatment PRB1 5542 37 12 11506690 11506690 Missense_Mutation SNP C T 150 649 c.347G>A c.(346-348)GGA>GAA p.G116E

Pat_31 Pre-Treatment ABCC9 10060 37 12 21981927 21981927 Missense_Mutation SNP G A 167 433 c.3634C>T c.(3634-3636)CTC>TTC p.L1212F

Pat_31 Pre-Treatment IPO8 10526 37 12 30790032 30790032 Missense_Mutation SNP T G 94 222 c.2579A>C c.(2578-2580)CAG>CCG p.Q860P

Pat_31 Pre-Treatment DDX11 1663 37 12 31237922 31237922 Missense_Mutation SNP G C 4 53 c.500G>C c.(499-501)AGA>ACA p.R167T

Pat_31 Pre-Treatment TUBA1B 10376 37 12 49521767 49521767 Missense_Mutation SNP C T 36 409 c.1330G>A c.(1330-1332)GGT>AGT p.G444S

Pat_31 Pre-Treatment SRGAP1 57522 37 12 64456773 64456773 Missense_Mutation SNP C G 6 219 c.878C>G c.(877-879)ACC>AGC p.T293S

Pat_31 Pre-Treatment FRS2 10818 37 12 69966038 69966038 Missense_Mutation SNP C T 148 240 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_31 Pre-Treatment ZMYM2 7750 37 13 20600897 20600897 Missense_Mutation SNP C T 5 60 c.1730C>T c.(1729-1731)TCA>TTA p.S577L

Pat_31 Pre-Treatment LHFP 10186 37 13 40175179 40175179 Missense_Mutation SNP G A 291 499 c.175C>T c.(175-177)CGG>TGG p.R59W

Pat_31 Pre-Treatment ERCC5 2073 37 13 103518233 103518233 Missense_Mutation SNP C T 127 168 c.2171C>T c.(2170-2172)TCG>TTG p.S724L

Pat_31 Pre-Treatment OR4L1 122742 37 14 20528589 20528589 Missense_Mutation SNP C T 68 151 c.386C>T c.(385-387)CCC>CTC p.P129L

Pat_31 Pre-Treatment PNN 5411 37 14 39645289 39645289 Nonsense_Mutation SNP C T 35 68 c.121C>T c.(121-123)CAA>TAA p.Q41*

Pat_31 Pre-Treatment KCNH5 27133 37 14 63174990 63174990 Nonsense_Mutation SNP G A 61 86 c.2203C>T c.(2203-2205)CAG>TAG p.Q735*

Pat_31 Pre-Treatment AHSA1 10598 37 14 77934803 77934803 Missense_Mutation SNP C T 63 101 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_31 Pre-Treatment NRXN3 9369 37 14 79117602 79117602 Missense_Mutation SNP G A 143 220 c.35G>A c.(34-36)GGA>GAA p.G12E

Pat_31 Pre-Treatment DEGS2 123099 37 14 100613240 100613240 Missense_Mutation SNP C T 5 263 c.830G>A c.(829-831)CGG>CAG p.R277Q

Pat_31 Pre-Treatment MAP2K1 5604 37 15 66727442 66727442 Missense_Mutation SNP T A 215 331 c.158T>A c.(157-159)TTT>TAT p.F53Y

Pat_31 Pre-Treatment PKD1 5310 37 16 2162933 2162933 Missense_Mutation SNP G A 46 141 c.3017C>T c.(3016-3018)ACC>ATC p.T1006I

Pat_31 Pre-Treatment ERN2 10595 37 16 23702234 23702234 Missense_Mutation SNP C T 4 76 c.2843G>A c.(2842-2844)TGC>TAC p.C948Y

Pat_31 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 7 353 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_31 Pre-Treatment SLC6A10P 386757 37 16 32890622 32890622 Missense_Mutation SNP T G 6 85 c.264A>C c.(262-264)AAA>AAC p.K88N

Pat_31 Pre-Treatment SLC6A10P 386757 37 16 32890639 32890639 Missense_Mutation SNP T C 5 91 c.247A>G c.(247-249)AAG>GAG p.K83E

Pat_31 Pre-Treatment CDH1 999 37 16 68842734 68842734 Missense_Mutation SNP C T 4 94 c.670C>T c.(670-672)CGC>TGC p.R224C

Pat_31 Pre-Treatment CLEC18B 497190 37 16 74446997 74446997 Missense_Mutation SNP G A 35 279 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_31 Pre-Treatment SPNS3 201305 37 17 4389577 4389577 Missense_Mutation SNP G A 29 54 c.1234G>A c.(1234-1236)GGC>AGC p.G412S

Pat_31 Pre-Treatment C17orf61 254863 37 17 7307394 7307394 Missense_Mutation SNP G A 3 14 c.10C>T c.(10-12)CCA>TCA p.P4S

Pat_31 Pre-Treatment C17orf74 201243 37 17 7330590 7330590 Missense_Mutation SNP C T 22 97 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_31 Pre-Treatment MYH10 4628 37 17 8397110 8397110 Missense_Mutation SNP C G 4 134 c.4057G>C c.(4057-4059)GAG>CAG p.E1353Q



Pat_31 Pre-Treatment KRTAP4-7 100132476 37 17 39240745 39240745 Missense_Mutation SNP A G 4 80 c.287A>G c.(286-288)AAG>AGG p.K96R

Pat_31 Pre-Treatment KRTAP4-8 728224 37 17 39254013 39254013 Missense_Mutation SNP G C 4 91 c.324C>G c.(322-324)AGC>AGG p.S108R

Pat_31 Pre-Treatment KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 7 132 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_31 Pre-Treatment KRTAP4-11 653240 37 17 39274214 39274214 Missense_Mutation SNP G C 5 161 c.354C>G c.(352-354)AGC>AGG p.S118R

Pat_31 Pre-Treatment ATP5H 10476 37 17 73035082 73035082 Missense_Mutation SNP T A 61 53 c.431A>T c.(430-432)AAA>ATA p.K144I

Pat_31 Pre-Treatment POTEC 388468 37 18 14513675 14513675 Missense_Mutation SNP T C 6 256 c.1519A>G c.(1519-1521)AAA>GAA p.K507E

Pat_31 Pre-Treatment CABLES1 91768 37 18 20716462 20716462 Missense_Mutation SNP G A 3 59 c.736G>A c.(736-738)GGA>AGA p.G246R

Pat_31 Pre-Treatment DCC 1630 37 18 50918172 50918172 Missense_Mutation SNP C T 56 89 c.2603C>T c.(2602-2604)TCT>TTT p.S868F

Pat_31 Pre-Treatment ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 6 189 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_31 Pre-Treatment ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 9 169 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_31 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 8 164 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_31 Pre-Treatment CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 13 409 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_31 Pre-Treatment MUC16 94025 37 19 9059142 9059142 Missense_Mutation SNP G A 102 111 c.28304C>T c.(28303-28305)TCC>TTC p.S9435F

Pat_31 Pre-Treatment MUC16 94025 37 19 9066741 9066741 Missense_Mutation SNP G A 124 363 c.20705C>T c.(20704-20706)TCC>TTC p.S6902F

Pat_31 Pre-Treatment ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 8 364 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_31 Pre-Treatment ZNF844 284391 37 19 12187502 12187502 Missense_Mutation SNP A G 9 191 c.1567A>G c.(1567-1569)AAA>GAA p.K523E

Pat_31 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 11 714 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_31 Pre-Treatment ZNF208 7757 37 19 22154417 22154417 Missense_Mutation SNP G A 6 325 c.3035C>T c.(3034-3036)CCC>CTC p.P1012L

Pat_31 Pre-Treatment ZNF599 148103 37 19 35258305 35258305 Missense_Mutation SNP G A 60 39 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_31 Pre-Treatment FCGBP 8857 37 19 40392568 40392568 Missense_Mutation SNP C T 45 103 c.7936G>A c.(7936-7938)GAG>AAG p.E2646K

Pat_31 Pre-Treatment ATF5 22809 37 19 50435732 50435732 Missense_Mutation SNP C T 106 130 c.232C>T c.(232-234)CCT>TCT p.P78S

Pat_31 Pre-Treatment KCNC3 3748 37 19 50823987 50823987 Missense_Mutation SNP G A 4 100 c.2033C>T c.(2032-2034)CCA>CTA p.P678L

Pat_31 Pre-Treatment KLK8 11202 37 19 51503311 51503311 Missense_Mutation SNP C A 4 43 c.434G>T c.(433-435)TGC>TTC p.C145F

Pat_31 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 10 737 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_31 Pre-Treatment ZNF17 7565 37 19 57932028 57932028 Missense_Mutation SNP G A 5 271 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_31 Pre-Treatment ZNF749 388567 37 19 57955884 57955885 Missense_Mutation DNP CC TG 6 245 .1368_1369CC>TG366-1371)CACCAG>CATG p.Q457E

Pat_31 Pre-Treatment ZNF551 90233 37 19 58196694 58196694 Missense_Mutation SNP C T 151 194 c.98C>T c.(97-99)TCT>TTT p.S33F

Pat_31 Pre-Treatment ZNF606 80095 37 19 58490292 58490292 Missense_Mutation SNP G T 50 189 c.1756C>A c.(1756-1758)CAT>AAT p.H586N

Pat_31 Pre-Treatment NT5C1B 93034 37 2 18768804 18768804 Missense_Mutation SNP C T 9 350 c.85G>A c.(85-87)GAA>AAA p.E29K

Pat_31 Pre-Treatment ZNF513 130557 37 2 27601466 27601466 Missense_Mutation SNP G A 4 111 c.667C>T c.(667-669)CGG>TGG p.R223W

Pat_31 Pre-Treatment MEIS1 4211 37 2 66794598 66794598 Missense_Mutation SNP C T 4 152 c.979C>T c.(979-981)CGG>TGG p.R327W

Pat_31 Pre-Treatment WASH2P 375260 37 2 114355998 114355998 Missense_Mutation SNP C G 5 32 c.616C>G c.(616-618)CAC>GAC p.H206D

Pat_31 Pre-Treatment GLI2 2736 37 2 121748042 121748042 Missense_Mutation SNP G A 45 470 c.4552G>A c.(4552-4554)GAT>AAT p.D1518N

Pat_31 Pre-Treatment LRP1B 53353 37 2 141208192 141208192 Nonsense_Mutation SNP C T 78 207 c.10002G>A c.(10000-10002)TGG>TGA p.W3334*

Pat_31 Pre-Treatment PDK1 5163 37 2 173423531 173423531 Missense_Mutation SNP C T 49 132 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_31 Pre-Treatment TTN 7273 37 2 179632598 179632598 Missense_Mutation SNP C T 52 130 c.9359G>A c.(9358-9360)CGG>CAG p.R3120Q

Pat_31 Pre-Treatment FAM171B 165215 37 2 187626849 187626849 Missense_Mutation SNP C T 32 112 c.1780C>T c.(1780-1782)CAT>TAT p.H594Y

Pat_31 Pre-Treatment DNAH7 56171 37 2 196737150 196737150 Missense_Mutation SNP C T 169 163 c.6457G>A c.(6457-6459)GTA>ATA p.V2153I

Pat_31 Pre-Treatment NOP58 51602 37 2 203165073 203165073 Missense_Mutation SNP C T 44 235 c.1385C>T c.(1384-1386)GCC>GTC p.A462V

Pat_31 Pre-Treatment ABCA12 26154 37 2 215876189 215876189 Missense_Mutation SNP G A 49 44 c.2306C>T c.(2305-2307)TCA>TTA p.S769L

Pat_31 Pre-Treatment SP140 11262 37 2 231150484 231150484 Missense_Mutation SNP G A 229 252 c.1582G>A c.(1582-1584)GGC>AGC p.G528S

Pat_31 Pre-Treatment NGEF 25791 37 2 233757732 233757732 Missense_Mutation SNP C T 33 112 c.1018G>A c.(1018-1020)GAG>AAG p.E340K

Pat_31 Pre-Treatment FRG1B 284802 37 20 29614328 29614328 Splice_Site SNP G A 5 166 c.-6_splice c.e1+1

Pat_31 Pre-Treatment FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 6 255 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_31 Pre-Treatment FRG1B 284802 37 20 29628320 29628320 Nonsense_Mutation SNP G T 8 179 c.232G>T c.(232-234)GAA>TAA p.E78*

Pat_31 Pre-Treatment EMILIN3 90187 37 20 39989972 39989972 Missense_Mutation SNP C T 12 112 c.2237G>A c.(2236-2238)CGG>CAG p.R746Q

Pat_31 Pre-Treatment SEMG2 6407 37 20 43851445 43851445 Missense_Mutation SNP G C 5 244 c.1172G>C c.(1171-1173)AGA>ACA p.R391T



Pat_31 Pre-Treatment PREX1 57580 37 20 47244484 47244484 Missense_Mutation SNP G A 11 50 c.4784C>T c.(4783-4785)TCC>TTC p.S1595F

Pat_31 Pre-Treatment PTGIS 5740 37 20 48129663 48129663 Missense_Mutation SNP G A 42 158 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_31 Pre-Treatment TSHZ2 128553 37 20 51872447 51872447 Missense_Mutation SNP C T 111 101 c.2450C>T c.(2449-2451)CCC>CTC p.P817L

Pat_31 Pre-Treatment DSCR3 10311 37 21 38600029 38600029 Missense_Mutation SNP A G 3 50 c.737T>C c.(736-738)CTC>CCC p.L246P

Pat_31 Pre-Treatment TUBA8 51807 37 22 18604267 18604267 Missense_Mutation SNP G A 5 254 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_31 Pre-Treatment TRIOBP 11078 37 22 38120023 38120023 Missense_Mutation SNP C T 7 355 c.1460C>T c.(1459-1461)CCC>CTC p.P487L

Pat_31 Pre-Treatment SCN10A 6336 37 3 38768102 38768102 Nonsense_Mutation SNP C A 56 23 c.3082G>T c.(3082-3084)GGA>TGA p.G1028*

Pat_31 Pre-Treatment CCR2 729230 37 3 46401317 46401317 Missense_Mutation SNP C T 61 35 c.1091C>T c.(1090-1092)CCT>CTT p.P364L

Pat_31 Pre-Treatment ASB14 142686 37 3 57312490 57312490 Missense_Mutation SNP C T 221 81 c.854G>A c.(853-855)CGA>CAA p.R285Q

Pat_31 Pre-Treatment FLNB 2317 37 3 58116605 58116605 Missense_Mutation SNP C T 20 7 c.4360C>T c.(4360-4362)CCG>TCG p.P1454S

Pat_31 Pre-Treatment MCM2 4171 37 3 127325611 127325611 Missense_Mutation SNP C T 179 55 c.1052C>T c.(1051-1053)TCC>TTC p.S351F

Pat_31 Pre-Treatment PLXND1 23129 37 3 129277296 129277296 Missense_Mutation SNP G A 17 68 c.5420C>T c.(5419-5421)TCC>TTC p.S1807F

Pat_31 Pre-Treatment CLCN2 1181 37 3 184071974 184071974 Missense_Mutation SNP G T 14 110 c.1636C>A c.(1636-1638)CAG>AAG p.Q546K

Pat_31 Pre-Treatment ZNF595 152687 37 4 60041 60041 Missense_Mutation SNP C T 38 812 c.221C>T c.(220-222)CCC>CTC p.P74L

Pat_31 Pre-Treatment ZNF732 654254 37 4 265103 265104 Missense_Mutation DNP TG CA 5 119 c.1539_1540CA>TG537-1542)TCCACA>TCTG p.T514A

Pat_31 Pre-Treatment ZNF732 654254 37 4 265139 265139 Missense_Mutation SNP C T 6 125 c.1504G>A c.(1504-1506)GAA>AAA p.E502K

Pat_31 Pre-Treatment ZNF732 654254 37 4 265307 265307 Missense_Mutation SNP T C 7 182 c.1336A>G c.(1336-1338)AAA>GAA p.K446E

Pat_31 Pre-Treatment LRRC66 339977 37 4 52860901 52860901 Missense_Mutation SNP G A 9 182 c.2287C>T c.(2287-2289)CCA>TCA p.P763S

Pat_31 Pre-Treatment MUC7 4589 37 4 71347033 71347033 Missense_Mutation SNP C T 8 678 c.572C>T c.(571-573)GCC>GTC p.A191V

Pat_31 Pre-Treatment FAM13A 10144 37 4 89671023 89671023 Missense_Mutation SNP G T 4 115 c.1978C>A c.(1978-1980)CAA>AAA p.Q660K

Pat_31 Pre-Treatment FAT4 79633 37 4 126328170 126328170 Missense_Mutation SNP C T 115 312 c.5443C>T c.(5443-5445)CGT>TGT p.R1815C

Pat_31 Pre-Treatment KIAA1712 80817 37 4 175229858 175229858 Missense_Mutation SNP C T 28 140 c.526C>T c.(526-528)CGT>TGT p.R176C

Pat_31 Pre-Treatment ODZ3 55714 37 4 183674704 183674704 Missense_Mutation SNP G A 84 105 c.3964G>A c.(3964-3966)GAT>AAT p.D1322N

Pat_31 Pre-Treatment IL7R 3575 37 5 35876293 35876293 Missense_Mutation SNP G A 18 72 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_31 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 9 255 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_31 Pre-Treatment DCP2 167227 37 5 112339673 112339673 Missense_Mutation SNP C T 38 61 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_31 Pre-Treatment ZSCAN16 80345 37 6 28097614 28097614 Missense_Mutation SNP G C 38 131 c.933G>C c.(931-933)CAG>CAC p.Q311H

Pat_31 Pre-Treatment MDC1 9656 37 6 30672941 30672941 Missense_Mutation SNP T C 6 392 c.4019A>G c.(4018-4020)CAA>CGA p.Q1340R

Pat_31 Pre-Treatment C6orf27 80737 37 6 31737520 31737520 Missense_Mutation SNP C T 103 92 c.1249G>A c.(1249-1251)GAT>AAT p.D417N

Pat_31 Pre-Treatment TNXB 7148 37 6 32021309 32021309 Missense_Mutation SNP C T 20 99 c.8641G>A c.(8641-8643)GGG>AGG p.G2881R

Pat_31 Pre-Treatment PEX6 5190 37 6 42936135 42936135 Missense_Mutation SNP C A 4 73 c.1581G>T c.(1579-1581)TTG>TTT p.L527F

Pat_31 Pre-Treatment GPR110 266977 37 6 46977531 46977531 Missense_Mutation SNP G A 4 86 c.1640C>T c.(1639-1641)GCA>GTA p.A547V

Pat_31 Pre-Treatment MDN1 23195 37 6 90402767 90402767 Missense_Mutation SNP G C 3 93 c.9982C>G c.(9982-9984)CAG>GAG p.Q3328E

Pat_31 Pre-Treatment GRIK2 2898 37 6 102307177 102307177 Missense_Mutation SNP C T 13 66 c.1333C>T c.(1333-1335)CTT>TTT p.L445F

Pat_31 Pre-Treatment BEND3 57673 37 6 107390596 107390596 Missense_Mutation SNP G A 15 41 c.1799C>T c.(1798-1800)TCC>TTC p.S600F

Pat_31 Pre-Treatment DSE 29940 37 6 116757333 116757333 Missense_Mutation SNP C T 17 50 c.1702C>T c.(1702-1704)CTT>TTT p.L568F

Pat_31 Pre-Treatment TULP4 56995 37 6 158924649 158924650 Missense_Mutation DNP CC TT 9 187 c.3954_3955CC>TT3952-3957)GTCCTC>GTTT p.L1319F

Pat_31 Pre-Treatment AGPAT4 56895 37 6 161587390 161587390 Missense_Mutation SNP G A 45 154 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_31 Pre-Treatment CHST12 55501 37 7 2473115 2473115 Missense_Mutation SNP C T 18 271 c.841C>T c.(841-843)CAC>TAC p.H281Y

Pat_31 Pre-Treatment THSD7A 221981 37 7 11676229 11676229 Missense_Mutation SNP C T 13 102 c.550G>A c.(550-552)GAG>AAG p.E184K

Pat_31 Pre-Treatment OSBPL3 26031 37 7 24854801 24854801 Nonsense_Mutation SNP C T 98 190 c.2049G>A c.(2047-2049)TGG>TGA p.W683*

Pat_31 Pre-Treatment MYO1G 64005 37 7 45009452 45009452 Missense_Mutation SNP G A 116 192 c.1355C>T c.(1354-1356)ACC>ATC p.T452I

Pat_31 Pre-Treatment MYO1G 64005 37 7 45015103 45015103 Missense_Mutation SNP G A 13 103 c.544C>T c.(544-546)CAC>TAC p.H182Y

Pat_31 Pre-Treatment GRB10 2887 37 7 50682492 50682492 Missense_Mutation SNP G C 8 313 c.1070C>G c.(1069-1071)CCT>CGT p.P357R

Pat_31 Pre-Treatment TECPR1 25851 37 7 97872840 97872840 Missense_Mutation SNP C A 9 110 c.596G>T c.(595-597)TGG>TTG p.W199L

Pat_31 Pre-Treatment GAL3ST4 79690 37 7 99758125 99758125 Missense_Mutation SNP G A 166 335 c.887C>T c.(886-888)TCT>TTT p.S296F

Pat_31 Pre-Treatment ZAN 7455 37 7 100350466 100350466 Missense_Mutation SNP C T 15 776 c.2738C>T c.(2737-2739)CCC>CTC p.P913L



Pat_31 Pre-Treatment SYPL1 6856 37 7 105733548 105733548 Nonsense_Mutation SNP C T 5 113 c.492G>A c.(490-492)TGG>TGA p.W164*

Pat_31 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 99 142 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_31 Pre-Treatment ACTR3C 653857 37 7 149983566 149983566 Nonsense_Mutation SNP G A 79 201 c.361C>T c.(361-363)CAG>TAG p.Q121*

Pat_31 Pre-Treatment KIF13B 23303 37 8 28980923 28980924 Missense_Mutation DNP GG TA 93 189 c.3438_3439CC>TA436-3441)GTCCCC>GTTA p.P1147T

Pat_31 Pre-Treatment MYST3 7994 37 8 41798364 41798364 Missense_Mutation SNP C T 269 467 c.3035G>A c.(3034-3036)CGA>CAA p.R1012Q

Pat_31 Pre-Treatment OPRK1 4986 37 8 54142245 54142245 Missense_Mutation SNP C T 68 87 c.755G>A c.(754-756)CGT>CAT p.R252H

Pat_31 Pre-Treatment C8orf34 116328 37 8 69445300 69445300 Missense_Mutation SNP G A 128 224 c.763G>A c.(763-765)GAT>AAT p.D255N

Pat_31 Pre-Treatment JPH1 56704 37 8 75227565 75227565 Missense_Mutation SNP G A 53 411 c.670C>T c.(670-672)CGC>TGC p.R224C

Pat_31 Pre-Treatment ENPP2 5168 37 8 120629793 120629794 Missense_Mutation DNP GG AA 16 108 c.489_490CC>TT 487-492)CGCCCT>CGTTC p.P164S

Pat_31 Pre-Treatment ZNF251 90987 37 8 145947717 145947717 Missense_Mutation SNP C T 118 140 c.1328G>A c.(1327-1329)CGT>CAT p.R443H

Pat_31 Pre-Treatment FOXD4 2298 37 9 117809 117809 Missense_Mutation SNP T A 8 400 c.311A>T c.(310-312)AAG>ATG p.K104M

Pat_31 Pre-Treatment COL15A1 1306 37 9 101747945 101747945 Missense_Mutation SNP T C 3 82 c.199T>C c.(199-201)TAC>CAC p.Y67H

Pat_31 Pre-Treatment CYLC2 1539 37 9 105767749 105767749 Missense_Mutation SNP G A 4 82 c.836G>A c.(835-837)AGT>AAT p.S279N

Pat_31 Pre-Treatment ZNF462 58499 37 9 109746535 109746535 Missense_Mutation SNP C T 33 167 c.6901C>T c.(6901-6903)CGC>TGC p.R2301C

Pat_31 Pre-Treatment ACTL7B 10880 37 9 111617225 111617225 Missense_Mutation SNP G A 4 113 c.986C>T c.(985-987)ACG>ATG p.T329M

Pat_31 Pre-Treatment COL5A1 1289 37 9 137620526 137620526 Missense_Mutation SNP G A 230 106 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_31 Pre-Treatment ABCA2 20 37 9 139910912 139910912 Missense_Mutation SNP C A 5 211 c.2932G>T c.(2932-2934)GGC>TGC p.G978C

Pat_31 Pre-Treatment WAS 7454 37 X 48544334 48544334 Splice_Site SNP G A 61 13 c.464_splice c.e5-1 p.D155_splice

Pat_31 Pre-Treatment DOCK11 139818 37 X 117722261 117722261 Missense_Mutation SNP G A 97 21 c.1957G>A c.(1957-1959)GAT>AAT p.D653N

Pat_31 Pre-Treatment GABRQ 55879 37 X 151821440 151821440 Missense_Mutation SNP G T 21 94 c.1595G>T c.(1594-1596)TGG>TTG p.W532L

Pat_31 Pre-Treatment ATP2B3 492 37 X 152813349 152813349 Missense_Mutation SNP G T 4 110 c.1015G>T c.(1015-1017)GGT>TGT p.G339C

Pat_31 Post-Resistance DVL1 1855 37 1 1277117 1277117 Missense_Mutation SNP A G 3 49 c.535T>C c.(535-537)TCC>CCC p.S179P

Pat_31 Post-Resistance PLCH2 9651 37 1 2421244 2421244 Missense_Mutation SNP G A 4 141 c.1453G>A c.(1453-1455)GAG>AAG p.E485K

Pat_31 Post-Resistance CHD5 26038 37 1 6190319 6190319 Missense_Mutation SNP G A 4 100 c.3332C>T c.(3331-3333)ACG>ATG p.T1111M

Pat_31 Post-Resistance PIK3CD 5293 37 1 9782036 9782036 Missense_Mutation SNP G A 4 133 c.2059G>A c.(2059-2061)GAA>AAA p.E687K

Pat_31 Post-Resistance CASZ1 54897 37 1 10699598 10699598 Missense_Mutation SNP C T 4 99 c.4681G>A c.(4681-4683)GAC>AAC p.D1561N

Pat_31 Post-Resistance DNAJC16 23341 37 1 15855713 15855713 Missense_Mutation SNP G A 4 107 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_31 Post-Resistance NBPF1 55672 37 1 16893781 16893781 Missense_Mutation SNP T G 14 657 c.2957A>C c.(2956-2958)TAT>TCT p.Y986S

Pat_31 Post-Resistance CROCC 9696 37 1 17292241 17292241 Missense_Mutation SNP C T 35 49 c.4429C>T c.(4429-4431)CCC>TCC p.P1477S

Pat_31 Post-Resistance MYOM3 127294 37 1 24426221 24426221 Missense_Mutation SNP C T 4 128 c.605G>A c.(604-606)GGA>GAA p.G202E

Pat_31 Post-Resistance SRRM1 10250 37 1 24993374 24993374 Missense_Mutation SNP C A 4 128 c.1697C>A c.(1696-1698)CCT>CAT p.P566H

Pat_31 Post-Resistance SRRM1 10250 37 1 24993386 24993386 Missense_Mutation SNP G T 4 130 c.1709G>T c.(1708-1710)CGC>CTC p.R570L

Pat_31 Post-Resistance TXLNA 200081 37 1 32646954 32646954 Missense_Mutation SNP G A 7 157 c.281G>A c.(280-282)GGC>GAC p.G94D

Pat_31 Post-Resistance CSMD2 114784 37 1 34276445 34276445 Missense_Mutation SNP G T 28 140 c.1225C>A c.(1225-1227)CTT>ATT p.L409I

Pat_31 Post-Resistance MACF1 23499 37 1 39889724 39889724 Nonsense_Mutation SNP C T 25 35 c.11494C>T c.(11494-11496)CGA>TGA p.R3832*

Pat_31 Post-Resistance PPT1 5538 37 1 40555082 40555082 Missense_Mutation SNP C T 4 152 c.536G>A c.(535-537)CGC>CAC p.R179H

Pat_31 Post-Resistance ZSWIM5 57643 37 1 45504680 45504680 Missense_Mutation SNP G A 21 58 c.1822C>T c.(1822-1824)CCC>TCC p.P608S

Pat_31 Post-Resistance ZCCHC11 23318 37 1 52897080 52897080 Missense_Mutation SNP G A 4 45 c.4313C>T c.(4312-4314)TCC>TTC p.S1438F

Pat_31 Post-Resistance INADL 10207 37 1 62374107 62374107 Missense_Mutation SNP G A 3 49 c.3445G>A c.(3445-3447)GGA>AGA p.G1149R

Pat_31 Post-Resistance CACHD1 57685 37 1 65130356 65130356 Missense_Mutation SNP G T 40 25 c.2117G>T c.(2116-2118)AGA>ATA p.R706I

Pat_31 Post-Resistance KIAA1324 57535 37 1 109731772 109731772 Missense_Mutation SNP C T 3 49 c.1304C>T c.(1303-1305)ACG>ATG p.T435M

Pat_31 Post-Resistance NBPF9 400818 37 1 144621586 144621586 Missense_Mutation SNP C G 8 516 c.918C>G c.(916-918)TTC>TTG p.F306L

Pat_31 Post-Resistance HIST2H3D 653604 37 1 149785145 149785145 Missense_Mutation SNP G A 4 63 c.92C>T c.(91-93)CCG>CTG p.P31L

Pat_31 Post-Resistance TUFT1 7286 37 1 151535142 151535142 Missense_Mutation SNP G A 4 85 c.217G>A c.(217-219)GGA>AGA p.G73R

Pat_31 Post-Resistance TRIM46 80128 37 1 155148051 155148051 Missense_Mutation SNP T A 118 255 c.253T>A c.(253-255)TCC>ACC p.S85T

Pat_31 Post-Resistance TRIM46 80128 37 1 155152368 155152368 Missense_Mutation SNP G A 51 195 c.1546G>A c.(1546-1548)GAA>AAA p.E516K

Pat_31 Post-Resistance C1orf104 284618 37 1 155290636 155290636 Missense_Mutation SNP C T 4 121 c.644G>A c.(643-645)CGT>CAT p.R215H



Pat_31 Post-Resistance FCRL2 79368 37 1 157737066 157737066 Missense_Mutation SNP C T 63 121 c.1117G>A c.(1117-1119)GGC>AGC p.G373S

Pat_31 Post-Resistance SPTA1 6708 37 1 158617430 158617430 Missense_Mutation SNP C T 24 68 c.3795G>A c.(3793-3795)ATG>ATA p.M1265I

Pat_31 Post-Resistance CCDC19 25790 37 1 159854287 159854287 Missense_Mutation SNP C T 5 243 c.836G>A c.(835-837)CGG>CAG p.R279Q

Pat_31 Post-Resistance FMO2 2327 37 1 171174681 171174681 Nonsense_Mutation SNP C A 4 137 c.1091C>A c.(1090-1092)TCA>TAA p.S364*

Pat_31 Post-Resistance MYOC 4653 37 1 171621343 171621343 Missense_Mutation SNP C T 25 37 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_31 Post-Resistance HMCN1 83872 37 1 186081953 186081953 Nonsense_Mutation SNP C T 6 183 c.10999C>T c.(10999-11001)CGA>TGA p.R3667*

Pat_31 Post-Resistance CDC73 79577 37 1 193117030 193117030 Missense_Mutation SNP T A 9 52 c.763T>A c.(763-765)TCT>ACT p.S255T

Pat_31 Post-Resistance CFHR1 3078 37 1 196796100 196796100 Missense_Mutation SNP G A 5 315 c.395G>A c.(394-396)CGG>CAG p.R132Q

Pat_31 Post-Resistance DDX59 83479 37 1 200619608 200619608 Missense_Mutation SNP A C 17 20 c.1259T>G c.(1258-1260)ATT>AGT p.I420S

Pat_31 Post-Resistance DISP1 84976 37 1 223178706 223178706 Missense_Mutation SNP G A 5 194 c.3967G>A c.(3967-3969)GAG>AAG p.E1323K

Pat_31 Post-Resistance OBSCN 84033 37 1 228412298 228412298 Missense_Mutation SNP G T 23 108 c.2792G>T c.(2791-2793)AGC>ATC p.S931I

Pat_31 Post-Resistance OBSCN 84033 37 1 228495004 228495004 Missense_Mutation SNP G A 71 152 c.12238G>A c.(12238-12240)GAG>AAG p.E4080K

Pat_31 Post-Resistance FMN2 56776 37 1 240371474 240371474 Missense_Mutation SNP C T 10 721 c.3362C>T c.(3361-3363)CCT>CTT p.P1121L

Pat_31 Post-Resistance OR2L2 26246 37 1 248201572 248201572 Missense_Mutation SNP G A 70 104 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_31 Post-Resistance OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 5 284 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_31 Post-Resistance C10orf18 54906 37 10 5790354 5790354 Missense_Mutation SNP C T 3 47 c.4970C>T c.(4969-4971)ACG>ATG p.T1657M

Pat_31 Post-Resistance MAP3K8 1326 37 10 30736733 30736733 Missense_Mutation SNP G A 4 157 c.359G>A c.(358-360)CGT>CAT p.R120H

Pat_31 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 6 35 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_31 Post-Resistance FAM13C 220965 37 10 61014112 61014112 Missense_Mutation SNP G T 36 180 c.1328C>A c.(1327-1329)ACA>AAA p.T443K

Pat_31 Post-Resistance CTNNA3 29119 37 10 68138957 68138957 Missense_Mutation SNP G A 4 160 c.1685C>T c.(1684-1686)GCT>GTT p.A562V

Pat_31 Post-Resistance NRG3 10718 37 10 84745186 84745186 Missense_Mutation SNP G A 7 27 c.1916G>A c.(1915-1917)CGA>CAA p.R639Q

Pat_31 Post-Resistance CYP2C18 1562 37 10 96495124 96495124 Missense_Mutation SNP G A 38 167 c.1396G>A c.(1396-1398)GAT>AAT p.D466N

Pat_31 Post-Resistance RPL13AP6 644511 37 10 112696673 112696673 Missense_Mutation SNP A G 3 59 c.319T>C c.(319-321)TGC>CGC p.C107R

Pat_31 Post-Resistance KRTAP5-5 439915 37 11 1651459 1651459 Missense_Mutation SNP G T 5 56 c.389G>T c.(388-390)GGC>GTC p.G130V

Pat_31 Post-Resistance OSBPL5 114879 37 11 3128570 3128570 Missense_Mutation SNP C T 4 124 c.982G>A c.(982-984)GAC>AAC p.D328N

Pat_31 Post-Resistance OR52K2 119774 37 11 4471233 4471233 Missense_Mutation SNP T A 9 161 c.664T>A c.(664-666)TTT>ATT p.F222I

Pat_31 Post-Resistance OR52E2 119678 37 11 5080691 5080691 Missense_Mutation SNP C T 4 91 c.167G>A c.(166-168)AGC>AAC p.S56N

Pat_31 Post-Resistance ARFIP2 23647 37 11 6500104 6500104 Missense_Mutation SNP C T 4 132 c.401G>A c.(400-402)CGT>CAT p.R134H

Pat_31 Post-Resistance SLC6A5 9152 37 11 20673940 20673940 Missense_Mutation SNP G A 4 146 c.2176G>A c.(2176-2178)GTC>ATC p.V726I

Pat_31 Post-Resistance NUP160 23279 37 11 47834555 47834555 Missense_Mutation SNP G A 4 60 c.1831C>T c.(1831-1833)CGG>TGG p.R611W

Pat_31 Post-Resistance OR5M8 219484 37 11 56258261 56258261 Missense_Mutation SNP A C 3 84 c.586T>G c.(586-588)TTG>GTG p.L196V

Pat_31 Post-Resistance CCDC88B 283234 37 11 64111735 64111735 Nonsense_Mutation SNP G A 4 93 c.1722G>A c.(1720-1722)TGG>TGA p.W574*

Pat_31 Post-Resistance RPS6KA4 8986 37 11 64129374 64129374 Missense_Mutation SNP C T 5 248 c.806C>T c.(805-807)GCG>GTG p.A269V

Pat_31 Post-Resistance MUS81 80198 37 11 65632782 65632782 Missense_Mutation SNP G A 4 92 c.1493G>A c.(1492-1494)AGC>AAC p.S498N

Pat_31 Post-Resistance C11orf24 53838 37 11 68029495 68029495 Missense_Mutation SNP G A 4 74 c.968C>T c.(967-969)ACG>ATG p.T323M

Pat_31 Post-Resistance ATM 472 37 11 108168038 108168038 Missense_Mutation SNP T C 3 67 c.4934T>C c.(4933-4935)GTG>GCG p.V1645A

Pat_31 Post-Resistance ARHGEF12 23365 37 11 120302604 120302604 Missense_Mutation SNP G A 4 107 c.908G>A c.(907-909)AGT>AAT p.S303N

Pat_31 Post-Resistance SORL1 6653 37 11 121500252 121500252 Missense_Mutation SNP G A 4 104 c.6625G>A c.(6625-6627)GTC>ATC p.V2209I

Pat_31 Post-Resistance SIAE 54414 37 11 124507077 124507077 Nonsense_Mutation SNP G A 5 258 c.1342C>T c.(1342-1344)CGA>TGA p.R448*

Pat_31 Post-Resistance FGF6 2251 37 12 4554680 4554680 Missense_Mutation SNP C A 4 91 c.57G>T c.(55-57)CAG>CAT p.Q19H

Pat_31 Post-Resistance CD163 9332 37 12 7639539 7639539 Missense_Mutation SNP C A 36 80 c.2094G>T c.(2092-2094)TTG>TTT p.L698F

Pat_31 Post-Resistance PRB1 5542 37 12 11506690 11506690 Missense_Mutation SNP C T 60 400 c.347G>A c.(346-348)GGA>GAA p.G116E

Pat_31 Post-Resistance ABCC9 10060 37 12 21981927 21981927 Missense_Mutation SNP G A 110 295 c.3634C>T c.(3634-3636)CTC>TTC p.L1212F

Pat_31 Post-Resistance IPO8 10526 37 12 30790032 30790032 Missense_Mutation SNP T G 73 144 c.2579A>C c.(2578-2580)CAG>CCG p.Q860P

Pat_31 Post-Resistance H3F3C 440093 37 12 31944920 31944920 Missense_Mutation SNP G A 4 146 c.181C>T c.(181-183)CTC>TTC p.L61F

Pat_31 Post-Resistance TUBA1B 10376 37 12 49521767 49521767 Missense_Mutation SNP C T 100 341 c.1330G>A c.(1330-1332)GGT>AGT p.G444S

Pat_31 Post-Resistance TROAP 10024 37 12 49724486 49724486 Missense_Mutation SNP G A 4 49 c.1858G>A c.(1858-1860)GGG>AGG p.G620R



Pat_31 Post-Resistance TARBP2 6895 37 12 53899895 53899895 Missense_Mutation SNP C T 4 114 c.1064C>T c.(1063-1065)GCC>GTC p.A355V

Pat_31 Post-Resistance SRGAP1 57522 37 12 64458916 64458916 Nonsense_Mutation SNP C T 4 142 c.1042C>T c.(1042-1044)CAG>TAG p.Q348*

Pat_31 Post-Resistance FRS2 10818 37 12 69966038 69966038 Missense_Mutation SNP C T 104 173 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_31 Post-Resistance LGR5 8549 37 12 71978408 71978408 Missense_Mutation SNP G C 5 318 c.2618G>C c.(2617-2619)AGC>ACC p.S873T

Pat_31 Post-Resistance HSP90B1 7184 37 12 104324300 104324300 Missense_Mutation SNP G A 4 126 c.7G>A c.(7-9)GCC>ACC p.A3T

Pat_31 Post-Resistance CMKLR1 1240 37 12 108686070 108686070 Missense_Mutation SNP G A 3 76 c.670C>T c.(670-672)CGC>TGC p.R224C

Pat_31 Post-Resistance SDSL 113675 37 12 113866995 113866995 Missense_Mutation SNP C T 4 151 c.245C>T c.(244-246)GCT>GTT p.A82V

Pat_31 Post-Resistance LHFP 10186 37 13 40175179 40175179 Missense_Mutation SNP G A 133 409 c.175C>T c.(175-177)CGG>TGG p.R59W

Pat_31 Post-Resistance COG6 57511 37 13 40293485 40293485 Missense_Mutation SNP G A 3 57 c.1397G>A c.(1396-1398)CGT>CAT p.R466H

Pat_31 Post-Resistance ERCC5 2073 37 13 103518233 103518233 Missense_Mutation SNP C T 29 95 c.2171C>T c.(2170-2172)TCG>TTG p.S724L

Pat_31 Post-Resistance OR4L1 122742 37 14 20528589 20528589 Missense_Mutation SNP C T 16 44 c.386C>T c.(385-387)CCC>CTC p.P129L

Pat_31 Post-Resistance CHD8 57680 37 14 21868724 21868724 Missense_Mutation SNP C T 3 25 c.3581G>A c.(3580-3582)CGT>CAT p.R1194H

Pat_31 Post-Resistance PNN 5411 37 14 39645289 39645289 Nonsense_Mutation SNP C T 22 57 c.121C>T c.(121-123)CAA>TAA p.Q41*

Pat_31 Post-Resistance KCNH5 27133 37 14 63174990 63174990 Nonsense_Mutation SNP G A 4 20 c.2203C>T c.(2203-2205)CAG>TAG p.Q735*

Pat_31 Post-Resistance AHSA1 10598 37 14 77934803 77934803 Missense_Mutation SNP C T 16 45 c.796C>T c.(796-798)CCT>TCT p.P266S

Pat_31 Post-Resistance C2CD4A 145741 37 15 62359913 62359913 Missense_Mutation SNP C T 6 139 c.101C>T c.(100-102)ACC>ATC p.T34I

Pat_31 Post-Resistance MAP2K1 5604 37 15 66727442 66727442 Missense_Mutation SNP T A 63 90 c.158T>A c.(157-159)TTT>TAT p.F53Y

Pat_31 Post-Resistance C15orf39 56905 37 15 75501033 75501033 Missense_Mutation SNP C T 3 52 c.2644C>T c.(2644-2646)CGG>TGG p.R882W

Pat_31 Post-Resistance FURIN 5045 37 15 91422039 91422039 Missense_Mutation SNP G A 4 151 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_31 Post-Resistance RGMA 56963 37 15 93595495 93595495 Missense_Mutation SNP G A 4 94 c.373C>T c.(373-375)CGC>TGC p.R125C

Pat_31 Post-Resistance PKD1 5310 37 16 2162933 2162933 Missense_Mutation SNP G A 31 162 c.3017C>T c.(3016-3018)ACC>ATC p.T1006I

Pat_31 Post-Resistance GLYR1 84656 37 16 4871580 4871580 Missense_Mutation SNP C T 4 95 c.700G>A c.(700-702)GCA>ACA p.A234T

Pat_31 Post-Resistance KIAA0430 9665 37 16 15694351 15694351 Missense_Mutation SNP C G 4 142 c.4747G>C c.(4747-4749)GAG>CAG p.E1583Q

Pat_31 Post-Resistance NUP93 9688 37 16 56792560 56792560 Missense_Mutation SNP A G 6 85 c.290A>G c.(289-291)GAC>GGC p.D97G

Pat_31 Post-Resistance DPEP3 64180 37 16 68012486 68012486 Missense_Mutation SNP G A 9 523 c.533C>T c.(532-534)GCC>GTC p.A178V

Pat_31 Post-Resistance AP1G1 164 37 16 71823331 71823331 Nonsense_Mutation SNP G A 29 181 c.52C>T c.(52-54)CGA>TGA p.R18*

Pat_31 Post-Resistance CLEC18B 497190 37 16 74446997 74446997 Missense_Mutation SNP G A 20 108 c.614C>T c.(613-615)TCG>TTG p.S205L

Pat_31 Post-Resistance LDHD 197257 37 16 75148022 75148022 Missense_Mutation SNP C T 4 148 c.740G>A c.(739-741)GGC>GAC p.G247D

Pat_31 Post-Resistance C17orf97 400566 37 17 263384 263384 Missense_Mutation SNP G C 4 33 c.780G>C c.(778-780)GAG>GAC p.E260D

Pat_31 Post-Resistance SMYD4 114826 37 17 1703561 1703561 Missense_Mutation SNP T C 4 181 c.1127A>G c.(1126-1128)AAC>AGC p.N376S

Pat_31 Post-Resistance KIAA0664 23277 37 17 2598703 2598703 Missense_Mutation SNP G A 8 208 c.2392C>T c.(2392-2394)CGG>TGG p.R798W

Pat_31 Post-Resistance ATP2A3 489 37 17 3850912 3850912 Missense_Mutation SNP G A 4 123 c.868C>T c.(868-870)CGT>TGT p.R290C

Pat_31 Post-Resistance SPNS3 201305 37 17 4389577 4389577 Missense_Mutation SNP G A 18 92 c.1234G>A c.(1234-1236)GGC>AGC p.G412S

Pat_31 Post-Resistance SLC25A11 8402 37 17 4841512 4841512 Missense_Mutation SNP G A 4 89 c.674C>T c.(673-675)GCC>GTC p.A225V

Pat_31 Post-Resistance NLRP1 22861 37 17 5442796 5442796 Missense_Mutation SNP C T 5 90 c.2809G>A c.(2809-2811)GTT>ATT p.V937I

Pat_31 Post-Resistance C17orf74 201243 37 17 7330590 7330590 Missense_Mutation SNP C T 19 79 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_31 Post-Resistance MYH13 8735 37 17 10216611 10216611 Missense_Mutation SNP C T 6 345 c.4045G>A c.(4045-4047)GAA>AAA p.E1349K

Pat_31 Post-Resistance SREBF1 6720 37 17 17720337 17720337 Missense_Mutation SNP G A 7 200 c.1720C>T c.(1720-1722)CCC>TCC p.P574S

Pat_31 Post-Resistance SLFN5 162394 37 17 33586620 33586620 Missense_Mutation SNP C T 5 298 c.911C>T c.(910-912)GCG>GTG p.A304V

Pat_31 Post-Resistance STARD3 10948 37 17 37809893 37809893 Missense_Mutation SNP C T 4 84 c.109C>T c.(109-111)CTT>TTT p.L37F

Pat_31 Post-Resistance GSDMB 55876 37 17 38068616 38068616 Missense_Mutation SNP G A 4 87 c.370C>T c.(370-372)CGG>TGG p.R124W

Pat_31 Post-Resistance KRT39 390792 37 17 39122910 39122910 Missense_Mutation SNP G A 6 274 c.199C>T c.(199-201)CGC>TGC p.R67C

Pat_31 Post-Resistance KRTAP4-8 728224 37 17 39254013 39254013 Missense_Mutation SNP G C 4 119 c.324C>G c.(322-324)AGC>AGG p.S108R

Pat_31 Post-Resistance KRTAP4-5 85289 37 17 39305839 39305839 Missense_Mutation SNP A T 5 121 c.181T>A c.(181-183)TGC>AGC p.C61S

Pat_31 Post-Resistance KRT17 3872 37 17 39780455 39780455 Missense_Mutation SNP G A 5 321 c.307C>T c.(307-309)CGT>TGT p.R103C

Pat_31 Post-Resistance STAT5B 6777 37 17 40359636 40359636 Missense_Mutation SNP G A 6 245 c.2017C>T c.(2017-2019)CGG>TGG p.R673W

Pat_31 Post-Resistance CNTNAP1 8506 37 17 40847757 40847757 Missense_Mutation SNP G A 4 110 c.3211G>A c.(3211-3213)GGT>AGT p.G1071S



Pat_31 Post-Resistance HDAC5 10014 37 17 42155941 42155941 Missense_Mutation SNP C T 9 271 c.3256G>A c.(3256-3258)GTG>ATG p.V1086M

Pat_31 Post-Resistance UTP18 51096 37 17 49343583 49343583 Nonsense_Mutation SNP A T 4 93 c.496A>T c.(496-498)AAA>TAA p.K166*

Pat_31 Post-Resistance ATP5H 10476 37 17 73035082 73035082 Missense_Mutation SNP T A 19 16 c.431A>T c.(430-432)AAA>ATA p.K144I

Pat_31 Post-Resistance EMILIN2 84034 37 18 2884967 2884967 Missense_Mutation SNP G A 4 114 c.263G>A c.(262-264)CGA>CAA p.R88Q

Pat_31 Post-Resistance KIAA0802 23255 37 18 8798224 8798224 Missense_Mutation SNP C T 4 129 c.2371C>T c.(2371-2373)CGG>TGG p.R791W

Pat_31 Post-Resistance APCDD1 147495 37 18 10471816 10471816 Missense_Mutation SNP G A 4 127 c.532G>A c.(532-534)GGG>AGG p.G178R

Pat_31 Post-Resistance MYO5B 4645 37 18 47352938 47352938 Missense_Mutation SNP A G 4 132 c.5450T>C c.(5449-5451)ATG>ACG p.M1817T

Pat_31 Post-Resistance WDR7 23335 37 18 54339789 54339789 Nonsense_Mutation SNP C T 4 84 c.43C>T c.(43-45)CGA>TGA p.R15*

Pat_31 Post-Resistance CNDP1 84735 37 18 72250923 72250923 Missense_Mutation SNP C T 4 103 c.1436C>T c.(1435-1437)TCG>TTG p.S479L

Pat_31 Post-Resistance ZNF407 55628 37 18 72344495 72344495 Missense_Mutation SNP G A 3 55 c.1520G>A c.(1519-1521)CGT>CAT p.R507H

Pat_31 Post-Resistance TSHZ1 10194 37 18 72998489 72998489 Missense_Mutation SNP T C 4 81 c.992T>C c.(991-993)CTG>CCG p.L331P

Pat_31 Post-Resistance PNPLA6 10908 37 19 7605863 7605863 Missense_Mutation SNP G A 4 40 c.877G>A c.(877-879)GTG>ATG p.V293M

Pat_31 Post-Resistance MUC16 94025 37 19 9059142 9059142 Missense_Mutation SNP G A 15 46 c.28304C>T c.(28303-28305)TCC>TTC p.S9435F

Pat_31 Post-Resistance MUC16 94025 37 19 9066741 9066741 Missense_Mutation SNP G A 26 100 c.20705C>T c.(20704-20706)TCC>TTC p.S6902F

Pat_31 Post-Resistance C19orf66 55337 37 19 10202839 10202839 Missense_Mutation SNP G A 4 100 c.737G>A c.(736-738)AGC>AAC p.S246N

Pat_31 Post-Resistance KANK2 25959 37 19 11280876 11280876 Missense_Mutation SNP C T 4 125 c.2260G>A c.(2260-2262)GTT>ATT p.V754I

Pat_31 Post-Resistance ACP5 54 37 19 11687174 11687174 Missense_Mutation SNP G A 4 84 c.619C>T c.(619-621)CCC>TCC p.P207S

Pat_31 Post-Resistance CC2D1A 54862 37 19 14031733 14031733 Missense_Mutation SNP A G 3 83 c.1639A>G c.(1639-1641)AAG>GAG p.K547E

Pat_31 Post-Resistance ZNF430 80264 37 19 21240459 21240459 Missense_Mutation SNP A G 6 123 c.1345A>G c.(1345-1347)ATA>GTA p.I449V

Pat_31 Post-Resistance ZNF430 80264 37 19 21240468 21240468 Missense_Mutation SNP A T 6 134 c.1354A>T c.(1354-1356)ACT>TCT p.T452S

Pat_31 Post-Resistance ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 4 192 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_31 Post-Resistance ANKRD27 84079 37 19 33113428 33113428 Missense_Mutation SNP C T 4 132 c.1727G>A c.(1726-1728)GGC>GAC p.G576D

Pat_31 Post-Resistance RHPN2 85415 37 19 33493266 33493266 Missense_Mutation SNP G A 4 132 c.992C>T c.(991-993)GCG>GTG p.A331V

Pat_31 Post-Resistance ZNF599 148103 37 19 35258305 35258305 Missense_Mutation SNP G A 22 54 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_31 Post-Resistance ZNF567 163081 37 19 37211295 37211295 Missense_Mutation SNP G A 4 108 c.1669G>A c.(1669-1671)GGC>AGC p.G557S

Pat_31 Post-Resistance FCGBP 8857 37 19 40392568 40392568 Missense_Mutation SNP C T 10 57 c.7936G>A c.(7936-7938)GAG>AAG p.E2646K

Pat_31 Post-Resistance SIX5 147912 37 19 46271427 46271427 Missense_Mutation SNP G A 4 54 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_31 Post-Resistance PPP5C 5536 37 19 46891861 46891861 Missense_Mutation SNP G A 4 45 c.1228G>A c.(1228-1230)GTC>ATC p.V410I

Pat_31 Post-Resistance PRKD2 25865 37 19 47177818 47177818 Missense_Mutation SNP C T 4 62 c.2599G>A c.(2599-2601)GAC>AAC p.D867N

Pat_31 Post-Resistance PRKD2 25865 37 19 47197209 47197209 Nonsense_Mutation SNP C T 4 77 c.1499G>A c.(1498-1500)TGG>TAG p.W500*

Pat_31 Post-Resistance AP2S1 1175 37 19 47342032 47342032 Missense_Mutation SNP C T 4 55 c.292G>A c.(292-294)GTC>ATC p.V98I

Pat_31 Post-Resistance ATF5 22809 37 19 50435732 50435732 Missense_Mutation SNP C T 35 148 c.232C>T c.(232-234)CCT>TCT p.P78S

Pat_31 Post-Resistance ZNF701 55762 37 19 53086622 53086622 Missense_Mutation SNP C G 5 65 c.1310C>G c.(1309-1311)CCT>CGT p.P437R

Pat_31 Post-Resistance OSCAR 126014 37 19 54600311 54600311 Missense_Mutation SNP C T 4 123 c.286G>A c.(286-288)GCT>ACT p.A96T

Pat_31 Post-Resistance LILRA3 11026 37 19 54802518 54802518 Missense_Mutation SNP G A 4 88 c.923C>T c.(922-924)TCG>TTG p.S308L

Pat_31 Post-Resistance LILRA4 23547 37 19 54848270 54848270 Missense_Mutation SNP C T 5 183 c.1097G>A c.(1096-1098)CGT>CAT p.R366H

Pat_31 Post-Resistance NLRP2 55655 37 19 55492996 55492996 Missense_Mutation SNP A T 4 55 c.409A>T c.(409-411)ACG>TCG p.T137S

Pat_31 Post-Resistance ZNF551 90233 37 19 58196694 58196694 Missense_Mutation SNP C T 20 54 c.98C>T c.(97-99)TCT>TTT p.S33F

Pat_31 Post-Resistance ZNF606 80095 37 19 58490292 58490292 Missense_Mutation SNP G T 18 56 c.1756C>A c.(1756-1758)CAT>AAT p.H586N

Pat_31 Post-Resistance KHK 3795 37 2 27317458 27317458 Missense_Mutation SNP G A 6 359 c.323G>A c.(322-324)CGC>CAC p.R108H

Pat_31 Post-Resistance ATL2 64225 37 2 38545777 38545777 Missense_Mutation SNP G A 4 57 c.503C>T c.(502-504)GCT>GTT p.A168V

Pat_31 Post-Resistance ITPRIPL1 150771 37 2 96992716 96992716 Missense_Mutation SNP G A 3 51 c.347G>A c.(346-348)GGC>GAC p.G116D

Pat_31 Post-Resistance ANKRD39 51239 37 2 97519242 97519242 Missense_Mutation SNP G T 4 96 c.304C>A c.(304-306)CAC>AAC p.H102N

Pat_31 Post-Resistance SEMA4C 54910 37 2 97529774 97529774 Missense_Mutation SNP G A 4 93 c.1219C>T c.(1219-1221)CGG>TGG p.R407W

Pat_31 Post-Resistance GLI2 2736 37 2 121748042 121748042 Missense_Mutation SNP G A 63 194 c.4552G>A c.(4552-4554)GAT>AAT p.D1518N

Pat_31 Post-Resistance UGGT1 56886 37 2 128848960 128848960 Missense_Mutation SNP C T 4 63 c.29C>T c.(28-30)GCG>GTG p.A10V

Pat_31 Post-Resistance LRP1B 53353 37 2 141208192 141208192 Nonsense_Mutation SNP C T 45 241 c.10002G>A c.(10000-10002)TGG>TGA p.W3334*



Pat_31 Post-Resistance PDK1 5163 37 2 173423531 173423531 Missense_Mutation SNP C T 10 66 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_31 Post-Resistance TTN 7273 37 2 179611379 179611379 Missense_Mutation SNP C T 4 87 c.15748G>A c.(15748-15750)GGG>AGG p.G5250R

Pat_31 Post-Resistance TTN 7273 37 2 179632598 179632598 Missense_Mutation SNP C T 18 105 c.9359G>A c.(9358-9360)CGG>CAG p.R3120Q

Pat_31 Post-Resistance DNAH7 56171 37 2 196737150 196737150 Missense_Mutation SNP C T 89 77 c.6457G>A c.(6457-6459)GTA>ATA p.V2153I

Pat_31 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 9 490 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_31 Post-Resistance ABCA12 26154 37 2 215876189 215876189 Missense_Mutation SNP G A 6 7 c.2306C>T c.(2305-2307)TCA>TTA p.S769L

Pat_31 Post-Resistance SP140 11262 37 2 231150484 231150484 Missense_Mutation SNP G A 124 109 c.1582G>A c.(1582-1584)GGC>AGC p.G528S

Pat_31 Post-Resistance CHRND 1144 37 2 233392156 233392156 Splice_Site SNP G A 4 62 c.243_splice c.e3+1 p.H81_splice

Pat_31 Post-Resistance NGEF 25791 37 2 233757732 233757732 Missense_Mutation SNP C T 31 91 c.1018G>A c.(1018-1020)GAG>AAG p.E340K

Pat_31 Post-Resistance NEU2 4759 37 2 233899297 233899297 Missense_Mutation SNP G A 4 105 c.673G>A c.(673-675)GAG>AAG p.E225K

Pat_31 Post-Resistance COL6A3 1293 37 2 238277739 238277739 Missense_Mutation SNP C T 4 76 c.4367G>A c.(4366-4368)CGA>CAA p.R1456Q

Pat_31 Post-Resistance IDH3B 3420 37 20 2640783 2640783 Missense_Mutation SNP G A 5 301 c.808C>T c.(808-810)CCC>TCC p.P270S

Pat_31 Post-Resistance PANK2 80025 37 20 3888897 3888897 Missense_Mutation SNP C T 3 29 c.953C>T c.(952-954)GCG>GTG p.A318V

Pat_31 Post-Resistance C20orf103 24141 37 20 9496924 9496924 Missense_Mutation SNP G A 4 116 c.391G>A c.(391-393)GGA>AGA p.G131R

Pat_31 Post-Resistance RPN2 6185 37 20 35852373 35852373 Splice_Site SNP G A 4 115 c.1184_splice c.e10+1 p.R395_splice

Pat_31 Post-Resistance RALGAPB 57148 37 20 37117167 37117167 Missense_Mutation SNP G A 6 352 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_31 Post-Resistance PREX1 57580 37 20 47244484 47244484 Missense_Mutation SNP G A 8 90 c.4784C>T c.(4783-4785)TCC>TTC p.S1595F

Pat_31 Post-Resistance PTGIS 5740 37 20 48129663 48129663 Missense_Mutation SNP G A 37 149 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_31 Post-Resistance TSHZ2 128553 37 20 51872447 51872447 Missense_Mutation SNP C T 36 49 c.2450C>T c.(2449-2451)CCC>CTC p.P817L

Pat_31 Post-Resistance PRPF6 24148 37 20 62664327 62664327 Missense_Mutation SNP G A 7 231 c.2807G>A c.(2806-2808)CGC>CAC p.R936H

Pat_31 Post-Resistance ADAMTS1 9510 37 21 28212314 28212314 Missense_Mutation SNP C T 4 126 c.1732G>A c.(1732-1734)GGA>AGA p.G578R

Pat_31 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 4 34 c.1116_1117CA>TG114-1119)TCCAAG>TCTG p.K373E

Pat_31 Post-Resistance SCUBE1 80274 37 22 43610107 43610107 Missense_Mutation SNP G A 4 142 c.2042C>T c.(2041-2043)TCG>TTG p.S681L

Pat_31 Post-Resistance PHF21B 112885 37 22 45279115 45279115 Missense_Mutation SNP G A 4 149 c.1447C>T c.(1447-1449)CGG>TGG p.R483W

Pat_31 Post-Resistance PLXNB2 23654 37 22 50728563 50728563 Missense_Mutation SNP C T 3 40 c.451G>A c.(451-453)GTG>ATG p.V151M

Pat_31 Post-Resistance HDAC11 79885 37 3 13545696 13545696 Missense_Mutation SNP C T 4 66 c.752C>T c.(751-753)CCC>CTC p.P251L

Pat_31 Post-Resistance SLC22A13 9390 37 3 38317807 38317807 Missense_Mutation SNP G A 4 145 c.1267G>A c.(1267-1269)GTG>ATG p.V423M

Pat_31 Post-Resistance SCN10A 6336 37 3 38768102 38768102 Nonsense_Mutation SNP C A 12 24 c.3082G>T c.(3082-3084)GGA>TGA p.G1028*

Pat_31 Post-Resistance CTNNB1 1499 37 3 41275191 41275191 Missense_Mutation SNP C T 4 133 c.1357C>T c.(1357-1359)CGG>TGG p.R453W

Pat_31 Post-Resistance CCR2 729230 37 3 46401317 46401317 Missense_Mutation SNP C T 20 16 c.1091C>T c.(1090-1092)CCT>CTT p.P364L

Pat_31 Post-Resistance CACNA1D 776 37 3 53844263 53844263 Missense_Mutation SNP C T 4 162 c.6130C>T c.(6130-6132)CCC>TCC p.P2044S

Pat_31 Post-Resistance ASB14 142686 37 3 57312490 57312490 Missense_Mutation SNP C T 111 126 c.854G>A c.(853-855)CGA>CAA p.R285Q

Pat_31 Post-Resistance FLNB 2317 37 3 58116605 58116605 Missense_Mutation SNP C T 14 27 c.4360C>T c.(4360-4362)CCG>TCG p.P1454S

Pat_31 Post-Resistance OR5H2 79310 37 3 98002105 98002105 Missense_Mutation SNP A G 4 106 c.374A>G c.(373-375)TAT>TGT p.Y125C

Pat_31 Post-Resistance FSTL1 11167 37 3 120121655 120121655 Missense_Mutation SNP C T 4 162 c.805G>A c.(805-807)GGA>AGA p.G269R

Pat_31 Post-Resistance MCM2 4171 37 3 127325611 127325611 Missense_Mutation SNP C T 80 71 c.1052C>T c.(1051-1053)TCC>TTC p.S351F

Pat_31 Post-Resistance CRIPAK 285464 37 4 1389062 1389062 Nonsense_Mutation SNP C T 9 741 c.763C>T c.(763-765)CGA>TGA p.R255*

Pat_31 Post-Resistance LRRC66 339977 37 4 52860901 52860901 Missense_Mutation SNP G A 7 49 c.2287C>T c.(2287-2289)CCA>TCA p.P763S

Pat_31 Post-Resistance TMPRSS11F 389208 37 4 68934445 68934445 Missense_Mutation SNP C T 5 149 c.646G>A c.(646-648)GGG>AGG p.G216R

Pat_31 Post-Resistance AFF1 4299 37 4 88055758 88055758 Missense_Mutation SNP G T 5 292 c.3423G>T c.(3421-3423)ATG>ATT p.M1141I

Pat_31 Post-Resistance ANK2 287 37 4 114275524 114275524 Missense_Mutation SNP C T 3 35 c.5750C>T c.(5749-5751)TCG>TTG p.S1917L

Pat_31 Post-Resistance FAT4 79633 37 4 126328170 126328170 Missense_Mutation SNP C T 119 216 c.5443C>T c.(5443-5445)CGT>TGT p.R1815C

Pat_31 Post-Resistance GRIA2 2891 37 4 158281195 158281195 Missense_Mutation SNP G A 4 119 c.2191G>A c.(2191-2193)GAG>AAG p.E731K

Pat_31 Post-Resistance ODZ3 55714 37 4 183674704 183674704 Missense_Mutation SNP G A 21 61 c.3964G>A c.(3964-3966)GAT>AAT p.D1322N

Pat_31 Post-Resistance CDH10 1008 37 5 24511590 24511590 Missense_Mutation SNP G A 6 32 c.848C>T c.(847-849)CCA>CTA p.P283L

Pat_31 Post-Resistance IL7R 3575 37 5 35876293 35876293 Missense_Mutation SNP G A 5 46 c.1085G>A c.(1084-1086)GGA>GAA p.G362E

Pat_31 Post-Resistance STARD4 134429 37 5 110837705 110837705 Nonsense_Mutation SNP C T 4 102 c.237G>A c.(235-237)TGG>TGA p.W79*



Pat_31 Post-Resistance DCP2 167227 37 5 112339673 112339673 Missense_Mutation SNP C T 9 66 c.841C>T c.(841-843)CCT>TCT p.P281S

Pat_31 Post-Resistance TRPC7 57113 37 5 135587495 135587495 Missense_Mutation SNP A G 3 120 c.1418T>C c.(1417-1419)CTA>CCA p.L473P

Pat_31 Post-Resistance TRPC7 57113 37 5 135692613 135692613 Missense_Mutation SNP C T 4 154 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_31 Post-Resistance PSD2 84249 37 5 139193118 139193118 Missense_Mutation SNP G A 4 129 c.596G>A c.(595-597)GGC>GAC p.G199D

Pat_31 Post-Resistance ARHGAP26 23092 37 5 142586768 142586768 Missense_Mutation SNP C T 4 156 c.1994C>T c.(1993-1995)CCG>CTG p.P665L

Pat_31 Post-Resistance TCOF1 6949 37 5 149772343 149772343 Missense_Mutation SNP C T 3 56 c.3590C>T c.(3589-3591)GCG>GTG p.A1197V

Pat_31 Post-Resistance GPRIN1 114787 37 5 176023846 176023846 Missense_Mutation SNP G A 3 67 c.2990C>T c.(2989-2991)CCG>CTG p.P997L

Pat_31 Post-Resistance EXOC2 55770 37 6 564149 564149 Missense_Mutation SNP G A 4 98 c.1673C>T c.(1672-1674)ACT>ATT p.T558I

Pat_31 Post-Resistance HIST1H4F 8361 37 6 26240762 26240762 Missense_Mutation SNP C T 3 62 c.109C>T c.(109-111)CGC>TGC p.R37C

Pat_31 Post-Resistance BTN2A1 11120 37 6 26460026 26460026 Missense_Mutation SNP G A 4 60 c.400G>A c.(400-402)GAT>AAT p.D134N

Pat_31 Post-Resistance ZSCAN16 80345 37 6 28097614 28097614 Missense_Mutation SNP G C 11 60 c.933G>C c.(931-933)CAG>CAC p.Q311H

Pat_31 Post-Resistance BAT2 7916 37 6 31600180 31600180 Nonsense_Mutation SNP C T 4 82 c.3730C>T c.(3730-3732)CGA>TGA p.R1244*

Pat_31 Post-Resistance C6orf27 80737 37 6 31737520 31737520 Missense_Mutation SNP C T 47 120 c.1249G>A c.(1249-1251)GAT>AAT p.D417N

Pat_31 Post-Resistance TNXB 7148 37 6 32021309 32021309 Missense_Mutation SNP C T 25 92 c.8641G>A c.(8641-8643)GGG>AGG p.G2881R

Pat_31 Post-Resistance PBX2 5089 37 6 32157481 32157481 Missense_Mutation SNP G C 3 158 c.212C>G c.(211-213)GCC>GGC p.A71G

Pat_31 Post-Resistance GRIK2 2898 37 6 102307177 102307177 Missense_Mutation SNP C T 3 20 c.1333C>T c.(1333-1335)CTT>TTT p.L445F

Pat_31 Post-Resistance BEND3 57673 37 6 107390596 107390596 Missense_Mutation SNP G A 13 21 c.1799C>T c.(1798-1800)TCC>TTC p.S600F

Pat_31 Post-Resistance TULP4 56995 37 6 158924649 158924650 Missense_Mutation DNP CC TT 7 25 c.3954_3955CC>TT3952-3957)GTCCTC>GTTT p.L1319F

Pat_31 Post-Resistance FNDC1 84624 37 6 159636091 159636091 Missense_Mutation SNP G A 4 133 c.575G>A c.(574-576)CGG>CAG p.R192Q

Pat_31 Post-Resistance PNLDC1 154197 37 6 160240351 160240351 Nonsense_Mutation SNP G A 4 129 c.1466G>A c.(1465-1467)TGG>TAG p.W489*

Pat_31 Post-Resistance AGPAT4 56895 37 6 161587390 161587390 Missense_Mutation SNP G A 40 99 c.238C>T c.(238-240)CGC>TGC p.R80C

Pat_31 Post-Resistance OSBPL3 26031 37 7 24854801 24854801 Nonsense_Mutation SNP C T 25 57 c.2049G>A c.(2047-2049)TGG>TGA p.W683*

Pat_31 Post-Resistance GARS 2617 37 7 30661106 30661106 Missense_Mutation SNP T A 6 204 c.1457T>A c.(1456-1458)CTG>CAG p.L486Q

Pat_31 Post-Resistance MYO1G 64005 37 7 45009452 45009452 Missense_Mutation SNP G A 82 222 c.1355C>T c.(1354-1356)ACC>ATC p.T452I

Pat_31 Post-Resistance ZNF716 441234 37 7 57529107 57529107 Missense_Mutation SNP C T 5 145 c.940C>T c.(940-942)CAC>TAC p.H314Y

Pat_31 Post-Resistance ABCB1 5243 37 7 87168622 87168622 Missense_Mutation SNP G A 4 136 c.2359C>T c.(2359-2361)CGG>TGG p.R787W

Pat_31 Post-Resistance PPP1R9A 55607 37 7 94876803 94876803 Missense_Mutation SNP G A 4 80 c.2065G>A c.(2065-2067)GTT>ATT p.V689I

Pat_31 Post-Resistance SLC25A13 10165 37 7 95822414 95822414 Nonsense_Mutation SNP G A 6 272 c.550C>T c.(550-552)CGA>TGA p.R184*

Pat_31 Post-Resistance GAL3ST4 79690 37 7 99758125 99758125 Missense_Mutation SNP G A 81 289 c.887C>T c.(886-888)TCT>TTT p.S296F

Pat_31 Post-Resistance AGFG2 3268 37 7 100151115 100151115 Missense_Mutation SNP T C 5 176 c.577T>C c.(577-579)TCG>CCG p.S193P

Pat_31 Post-Resistance DGKI 9162 37 7 137374674 137374674 Missense_Mutation SNP G A 4 152 c.476C>T c.(475-477)CCA>CTA p.P159L

Pat_31 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 59 91 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_31 Post-Resistance ABP1 26 37 7 150555107 150555107 Missense_Mutation SNP C T 6 318 c.1549C>T c.(1549-1551)CGC>TGC p.R517C

Pat_31 Post-Resistance USP17L2 377630 37 8 11995399 11995399 Missense_Mutation SNP G T 7 231 c.871C>A c.(871-873)CTT>ATT p.L291I

Pat_31 Post-Resistance KIF13B 23303 37 8 28980923 28980924 Missense_Mutation DNP GG TA 47 162 c.3438_3439CC>TA436-3441)GTCCCC>GTTA p.P1147T

Pat_31 Post-Resistance DDHD2 23259 37 8 38090565 38090565 Missense_Mutation SNP C T 4 155 c.53C>T c.(52-54)CCG>CTG p.P18L

Pat_31 Post-Resistance MYST3 7994 37 8 41798364 41798364 Missense_Mutation SNP C T 166 387 c.3035G>A c.(3034-3036)CGA>CAA p.R1012Q

Pat_31 Post-Resistance OPRK1 4986 37 8 54142245 54142245 Missense_Mutation SNP C T 32 64 c.755G>A c.(754-756)CGT>CAT p.R252H

Pat_31 Post-Resistance FAM110B 90362 37 8 59059012 59059012 Missense_Mutation SNP G A 4 115 c.223G>A c.(223-225)GTG>ATG p.V75M

Pat_31 Post-Resistance C8orf34 116328 37 8 69445300 69445300 Missense_Mutation SNP G A 39 125 c.763G>A c.(763-765)GAT>AAT p.D255N

Pat_31 Post-Resistance EIF2C2 27161 37 8 141595393 141595393 Missense_Mutation SNP G A 5 260 c.40C>T c.(40-42)CCG>TCG p.P14S

Pat_31 Post-Resistance PLEC 5339 37 8 144997771 144997771 Missense_Mutation SNP C T 4 109 c.6737G>A c.(6736-6738)CGG>CAG p.R2246Q

Pat_31 Post-Resistance ZNF251 90987 37 8 145947717 145947717 Missense_Mutation SNP C T 40 39 c.1328G>A c.(1327-1329)CGT>CAT p.R443H

Pat_31 Post-Resistance MLLT3 4300 37 9 20414323 20414323 Missense_Mutation SNP C T 3 66 c.521G>A c.(520-522)AGC>AAC p.S174N

Pat_31 Post-Resistance ELAVL2 1993 37 9 23692733 23692733 Missense_Mutation SNP G A 4 154 c.902C>T c.(901-903)GCT>GTT p.A301V

Pat_31 Post-Resistance BAG1 573 37 9 33261107 33261107 Missense_Mutation SNP C T 4 152 c.641G>A c.(640-642)CGG>CAG p.R214Q

Pat_31 Post-Resistance NFX1 4799 37 9 33313755 33313755 Missense_Mutation SNP G A 5 219 c.1552G>A c.(1552-1554)GGT>AGT p.G518S



Pat_31 Post-Resistance NOL6 65083 37 9 33466592 33466592 Missense_Mutation SNP G A 4 126 c.2066C>T c.(2065-2067)GCT>GTT p.A689V

Pat_31 Post-Resistance FAM22F 54754 37 9 97084549 97084549 Missense_Mutation SNP T C 6 190 c.776A>G c.(775-777)CAG>CGG p.Q259R

Pat_31 Post-Resistance STXBP1 6812 37 9 130415992 130415992 Splice_Site SNP A G 3 131 c.88_splice c.e3-2 p.V30_splice

Pat_31 Post-Resistance SARDH 1757 37 9 136584125 136584125 Missense_Mutation SNP G A 4 108 c.955C>T c.(955-957)CTC>TTC p.L319F

Pat_31 Post-Resistance COL5A1 1289 37 9 137620526 137620526 Missense_Mutation SNP G A 59 82 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_31 Post-Resistance MID1 4281 37 X 10535412 10535412 Missense_Mutation SNP C A 4 114 c.176G>T c.(175-177)TGC>TTC p.C59F

Pat_31 Post-Resistance WAS 7454 37 X 48544334 48544334 Splice_Site SNP G A 33 28 c.464_splice c.e5-1 p.D155_splice

Pat_31 Post-Resistance SPIN2A 54466 37 X 57162607 57162607 Missense_Mutation SNP C T 4 146 c.424G>A c.(424-426)GGT>AGT p.G142S

Pat_31 Post-Resistance ABCB7 22 37 X 74282185 74282185 Missense_Mutation SNP G A 3 18 c.1913C>T c.(1912-1914)TCG>TTG p.S638L

Pat_31 Post-Resistance DOCK11 139818 37 X 117722261 117722261 Missense_Mutation SNP G A 27 12 c.1957G>A c.(1957-1959)GAT>AAT p.D653N

Pat_31 Post-Resistance MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 5 289 c.1733A>T c.(1732-1734)CAC>CTC p.H578L

Pat_31 Post-Resistance ZNF185 7739 37 X 152088906 152088906 Missense_Mutation SNP G A 4 146 c.565G>A c.(565-567)GCT>ACT p.A189T

Pat_31 Post-Resistance DNASE1L1 1774 37 X 153631344 153631344 Missense_Mutation SNP C T 4 132 c.713G>A c.(712-714)AGT>AAT p.S238N

Pat_32 Pre-Treatment CPSF3L 54973 37 1 1249252 1249252 Missense_Mutation SNP C T 4 179 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_32 Pre-Treatment MASP2 10747 37 1 11105485 11105485 Missense_Mutation SNP C T 3 37 c.524G>A c.(523-525)CGT>CAT p.R175H

Pat_32 Pre-Treatment MFN2 9927 37 1 12056305 12056305 Missense_Mutation SNP G A 4 53 c.404G>A c.(403-405)CGG>CAG p.R135Q

Pat_32 Pre-Treatment ARHGEF19 128272 37 1 16529023 16529023 Nonsense_Mutation SNP G A 4 107 c.1954C>T c.(1954-1956)CAG>TAG p.Q652*

Pat_32 Pre-Treatment IGSF21 84966 37 1 18691918 18691918 Missense_Mutation SNP C A 36 67 c.742C>A c.(742-744)CGT>AGT p.R248S

Pat_32 Pre-Treatment UBR4 23352 37 1 19421483 19421483 Missense_Mutation SNP C T 4 173 c.13663G>A c.(13663-13665)GGT>AGT p.G4555S

Pat_32 Pre-Treatment HSPG2 3339 37 1 22170750 22170750 Missense_Mutation SNP G A 5 109 c.8507C>T c.(8506-8508)TCC>TTC p.S2836F

Pat_32 Pre-Treatment EPHB2 2048 37 1 23239043 23239043 Missense_Mutation SNP G A 4 68 c.2803G>A c.(2803-2805)GCC>ACC p.A935T

Pat_32 Pre-Treatment LYPLA2 11313 37 1 24120757 24120757 Missense_Mutation SNP C T 4 94 c.413C>T c.(412-414)CCT>CTT p.P138L

Pat_32 Pre-Treatment SRRM1 10250 37 1 24993386 24993386 Missense_Mutation SNP G T 4 117 c.1709G>T c.(1708-1710)CGC>CTC p.R570L

Pat_32 Pre-Treatment RPS6KA1 6195 37 1 26883501 26883501 Missense_Mutation SNP C T 4 189 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_32 Pre-Treatment PIGV 55650 37 1 27121636 27121636 Missense_Mutation SNP G A 5 164 c.1111G>A c.(1111-1113)GAT>AAT p.D371N

Pat_32 Pre-Treatment ZDHHC18 84243 37 1 27176929 27176929 Missense_Mutation SNP C T 4 188 c.784C>T c.(784-786)CGC>TGC p.R262C

Pat_32 Pre-Treatment ADC 113451 37 1 33583557 33583557 Missense_Mutation SNP G T 54 125 c.1084G>T c.(1084-1086)GAT>TAT p.D362Y

Pat_32 Pre-Treatment PHC2 1912 37 1 33794669 33794669 Missense_Mutation SNP C G 3 139 c.2224G>C c.(2224-2226)GAT>CAT p.D742H

Pat_32 Pre-Treatment KIAA0319L 79932 37 1 35915994 35915994 Missense_Mutation SNP G A 4 179 c.2179C>T c.(2179-2181)CTC>TTC p.L727F

Pat_32 Pre-Treatment GRIK3 2899 37 1 37324831 37324831 Missense_Mutation SNP C T 4 196 c.982G>A c.(982-984)GAC>AAC p.D328N

Pat_32 Pre-Treatment GRIK3 2899 37 1 37356523 37356523 Missense_Mutation SNP T C 3 82 c.290A>G c.(289-291)AAG>AGG p.K97R

Pat_32 Pre-Treatment MACF1 23499 37 1 39788607 39788607 Missense_Mutation SNP C T 6 372 c.4178C>T c.(4177-4179)ACG>ATG p.T1393M

Pat_32 Pre-Treatment PABPC4 8761 37 1 40030384 40030384 Missense_Mutation SNP C T 4 149 c.1307G>A c.(1306-1308)CGC>CAC p.R436H

Pat_32 Pre-Treatment RIMS3 9783 37 1 41101591 41101591 Missense_Mutation SNP C T 4 92 c.356G>A c.(355-357)GGC>GAC p.G119D

Pat_32 Pre-Treatment KIAA0467 23334 37 1 43885615 43885615 Missense_Mutation SNP G A 3 76 c.1090G>A c.(1090-1092)GGC>AGC p.G364S

Pat_32 Pre-Treatment PTPRF 5792 37 1 44044559 44044559 Missense_Mutation SNP G A 4 72 c.647G>A c.(646-648)CGT>CAT p.R216H

Pat_32 Pre-Treatment B4GALT2 8704 37 1 44450691 44450691 Missense_Mutation SNP G A 3 28 c.704G>A c.(703-705)CGC>CAC p.R235H

Pat_32 Pre-Treatment RNF220 55182 37 1 44878253 44878253 Missense_Mutation SNP G A 28 69 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_32 Pre-Treatment AKR1A1 10327 37 1 46033655 46033655 Missense_Mutation SNP C T 4 24 c.358C>T c.(358-360)CGG>TGG p.R120W

Pat_32 Pre-Treatment STIL 6491 37 1 47717257 47717257 Missense_Mutation SNP C T 29 67 c.3415G>A c.(3415-3417)GAG>AAG p.E1139K

Pat_32 Pre-Treatment C1orf168 199920 37 1 57216756 57216756 Missense_Mutation SNP G A 40 86 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_32 Pre-Treatment LRRC7 57554 37 1 70504985 70504985 Missense_Mutation SNP G A 4 171 c.3364G>A c.(3364-3366)GCC>ACC p.A1122T

Pat_32 Pre-Treatment ST6GALNAC5 81849 37 1 77528748 77528748 Missense_Mutation SNP C T 4 127 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_32 Pre-Treatment MCOLN3 55283 37 1 85506767 85506767 Missense_Mutation SNP C A 6 246 c.322G>T c.(322-324)GAC>TAC p.D108Y

Pat_32 Pre-Treatment HFM1 164045 37 1 91817167 91817167 Nonsense_Mutation SNP G A 4 173 c.2011C>T c.(2011-2013)CGA>TGA p.R671*

Pat_32 Pre-Treatment AMY2B 280 37 1 104116937 104116937 Missense_Mutation SNP G A 7 366 c.800G>A c.(799-801)CGG>CAG p.R267Q

Pat_32 Pre-Treatment CELSR2 1952 37 1 109805471 109805471 Missense_Mutation SNP G T 4 170 c.4588G>T c.(4588-4590)GAC>TAC p.D1530Y



Pat_32 Pre-Treatment LRIG2 9860 37 1 113662059 113662059 Missense_Mutation SNP C T 3 76 c.2885C>T c.(2884-2886)CCG>CTG p.P962L

Pat_32 Pre-Treatment CASQ2 845 37 1 116310966 116310966 Missense_Mutation SNP G A 4 165 c.197C>T c.(196-198)ACG>ATG p.T66M

Pat_32 Pre-Treatment IGSF3 3321 37 1 117150627 117150627 Missense_Mutation SNP C T 4 186 c.1159G>A c.(1159-1161)GGG>AGG p.G387R

Pat_32 Pre-Treatment REG4 83998 37 1 120345764 120345764 Missense_Mutation SNP G A 3 28 c.92C>T c.(91-93)GCT>GTT p.A31V

Pat_32 Pre-Treatment NBPF10 100132406 37 1 145325971 145325971 Missense_Mutation SNP G C 10 90 c.4069G>C c.(4069-4071)GAT>CAT p.D1357H

Pat_32 Pre-Treatment NBPF10 100132406 37 1 145359049 145359049 Missense_Mutation SNP A G 3 30 c.9214A>G c.(9214-9216)AAA>GAA p.K3072E

Pat_32 Pre-Treatment PEX11B 8799 37 1 145522734 145522734 Nonsense_Mutation SNP C T 4 124 c.595C>T c.(595-597)CGA>TGA p.R199*

Pat_32 Pre-Treatment NBPF15 284565 37 1 148594465 148594465 Missense_Mutation SNP C T 9 433 c.1838C>T c.(1837-1839)TCG>TTG p.S613L

Pat_32 Pre-Treatment LYSMD1 388695 37 1 151134363 151134363 Missense_Mutation SNP G A 4 65 c.394C>T c.(394-396)CGT>TGT p.R132C

Pat_32 Pre-Treatment FLG 2312 37 1 152275826 152275826 Missense_Mutation SNP C T 5 272 c.11536G>A c.(11536-11538)GGC>AGC p.G3846S

Pat_32 Pre-Treatment CRTC2 200186 37 1 153921815 153921815 Missense_Mutation SNP G A 4 112 c.1450C>T c.(1450-1452)CCC>TCC p.P484S

Pat_32 Pre-Treatment KCNN3 3782 37 1 154685948 154685948 Missense_Mutation SNP G A 4 107 c.1891C>T c.(1891-1893)CTT>TTT p.L631F

Pat_32 Pre-Treatment ZBTB7B 51043 37 1 154987735 154987735 Missense_Mutation SNP G A 4 135 c.599G>A c.(598-600)CGC>CAC p.R200H

Pat_32 Pre-Treatment PEAR1 375033 37 1 156883232 156883232 Missense_Mutation SNP G A 6 38 c.2561G>A c.(2560-2562)GGG>GAG p.G854E

Pat_32 Pre-Treatment SPTA1 6708 37 1 158624522 158624522 Missense_Mutation SNP G A 4 75 c.2915C>T c.(2914-2916)CCA>CTA p.P972L

Pat_32 Pre-Treatment SPTA1 6708 37 1 158636110 158636110 Missense_Mutation SNP C T 11 80 c.2216G>A c.(2215-2217)CGT>CAT p.R739H

Pat_32 Pre-Treatment ITLN1 55600 37 1 160851853 160851853 Nonsense_Mutation SNP C T 4 91 c.299G>A c.(298-300)TGG>TAG p.W100*

Pat_32 Pre-Treatment UHMK1 127933 37 1 162492278 162492278 Missense_Mutation SNP G A 4 127 c.1198G>A c.(1198-1200)GTG>ATG p.V400M

Pat_32 Pre-Treatment NUF2 83540 37 1 163297332 163297332 Nonsense_Mutation SNP C T 4 167 c.178C>T c.(178-180)CGA>TGA p.R60*

Pat_32 Pre-Treatment F5 2153 37 1 169510502 169510502 Missense_Mutation SNP G T 8 297 c.3826C>A c.(3826-3828)CTT>ATT p.L1276I

Pat_32 Pre-Treatment FAM163A 148753 37 1 179783004 179783004 Missense_Mutation SNP T A 4 66 c.184T>A c.(184-186)TGC>AGC p.C62S

Pat_32 Pre-Treatment SMG7 9887 37 1 183514293 183514293 Missense_Mutation SNP C T 4 175 c.2216C>T c.(2215-2217)CCT>CTT p.P739L

Pat_32 Pre-Treatment CFHR5 81494 37 1 196965232 196965232 Missense_Mutation SNP G A 4 182 c.871G>A c.(871-873)GTT>ATT p.V291I

Pat_32 Pre-Treatment ZNF281 23528 37 1 200376696 200376696 Missense_Mutation SNP G A 4 140 c.2138C>T c.(2137-2139)ACG>ATG p.T713M

Pat_32 Pre-Treatment ZNF281 23528 37 1 200378305 200378305 Missense_Mutation SNP G A 4 124 c.529C>T c.(529-531)CTC>TTC p.L177F

Pat_32 Pre-Treatment KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C T 4 93 c.1734G>A c.(1732-1734)ATG>ATA p.M578I

Pat_32 Pre-Treatment RNPEP 6051 37 1 201966574 201966574 Missense_Mutation SNP T C 3 89 c.982T>C c.(982-984)TCC>CCC p.S328P

Pat_32 Pre-Treatment PIGR 5284 37 1 207105818 207105818 Missense_Mutation SNP C T 4 105 c.1991G>A c.(1990-1992)CGG>CAG p.R664Q

Pat_32 Pre-Treatment USH2A 7399 37 1 216465589 216465589 Missense_Mutation SNP C A 4 176 c.1768G>T c.(1768-1770)GTA>TTA p.V590L

Pat_32 Pre-Treatment HLX 3142 37 1 221053738 221053738 Missense_Mutation SNP G A 4 170 c.539G>A c.(538-540)CGC>CAC p.R180H

Pat_32 Pre-Treatment URB2 9816 37 1 229770776 229770776 Missense_Mutation SNP A G 10 22 c.416A>G c.(415-417)TAC>TGC p.Y139C

Pat_32 Pre-Treatment URB2 9816 37 1 229772521 229772521 Missense_Mutation SNP G A 4 177 c.2161G>A c.(2161-2163)GCT>ACT p.A721T

Pat_32 Pre-Treatment OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 6 171 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_32 Pre-Treatment PRPF18 8559 37 10 13658449 13658449 Missense_Mutation SNP G A 52 95 c.844G>A c.(844-846)GGT>AGT p.G282S

Pat_32 Pre-Treatment CUBN 8029 37 10 17107618 17107618 Missense_Mutation SNP G A 6 325 c.3028C>T c.(3028-3030)CCG>TCG p.P1010S

Pat_32 Pre-Treatment ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 5 60 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_32 Pre-Treatment PCDH15 65217 37 10 56106157 56106157 Nonsense_Mutation SNP C A 16 48 c.562G>T c.(562-564)GAG>TAG p.E188*

Pat_32 Pre-Treatment BICC1 80114 37 10 60549640 60549640 Missense_Mutation SNP G A 4 178 c.994G>A c.(994-996)GTC>ATC p.V332I

Pat_32 Pre-Treatment DDX50 79009 37 10 70706373 70706373 Missense_Mutation SNP G A 4 188 c.2201G>A c.(2200-2202)CGG>CAG p.R734Q

Pat_32 Pre-Treatment TACR2 6865 37 10 71175863 71175863 Missense_Mutation SNP C T 4 46 c.217G>A c.(217-219)GTC>ATC p.V73I

Pat_32 Pre-Treatment COL13A1 1305 37 10 71689832 71689832 Missense_Mutation SNP G A 3 40 c.1486G>A c.(1486-1488)GAT>AAT p.D496N

Pat_32 Pre-Treatment ANXA11 311 37 10 81928784 81928784 Missense_Mutation SNP G A 3 29 c.502C>T c.(502-504)CCG>TCG p.P168S

Pat_32 Pre-Treatment PCGF5 84333 37 10 93000338 93000338 Splice_Site SNP G A 4 106 c.209_splice c.e3+1 p.R70_splice

Pat_32 Pre-Treatment PPP1R3C 5507 37 10 93390208 93390208 Missense_Mutation SNP C T 4 153 c.430G>A c.(430-432)GAT>AAT p.D144N

Pat_32 Pre-Treatment NPM3 10360 37 10 103542299 103542299 Missense_Mutation SNP C T 4 55 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_32 Pre-Treatment C10orf79 80217 37 10 105967456 105967456 Missense_Mutation SNP C T 4 88 c.862G>A c.(862-864)GTA>ATA p.V288I

Pat_32 Pre-Treatment PDZD8 118987 37 10 119043998 119043998 Missense_Mutation SNP G A 3 32 c.2246C>T c.(2245-2247)ACG>ATG p.T749M



Pat_32 Pre-Treatment TACC2 10579 37 10 123844731 123844731 Missense_Mutation SNP C T 3 18 c.2716C>T c.(2716-2718)CCC>TCC p.P906S

Pat_32 Pre-Treatment OAT 4942 37 10 126090317 126090317 Missense_Mutation SNP C T 4 67 c.992G>A c.(991-993)CGA>CAA p.R331Q

Pat_32 Pre-Treatment STK32C 282974 37 10 134038745 134038745 Nonsense_Mutation SNP G A 3 26 c.868C>T c.(868-870)CGA>TGA p.R290*

Pat_32 Pre-Treatment TALDO1 6888 37 11 763815 763815 Missense_Mutation SNP G A 5 186 c.706G>A c.(706-708)GCC>ACC p.A236T

Pat_32 Pre-Treatment TRIM6-TRIM34 445372 37 11 5663725 5663725 Missense_Mutation SNP A G 15 27 c.1925A>G c.(1924-1926)CAA>CGA p.Q642R

Pat_32 Pre-Treatment C11orf42 160298 37 11 6231467 6231467 Nonsense_Mutation SNP C T 4 162 c.460C>T c.(460-462)CGA>TGA p.R154*

Pat_32 Pre-Treatment TRIM3 10612 37 11 6477868 6477868 Missense_Mutation SNP C T 4 83 c.1088G>A c.(1087-1089)CGT>CAT p.R363H

Pat_32 Pre-Treatment PARVA 55742 37 11 12399262 12399262 Missense_Mutation SNP G A 4 20 c.68G>A c.(67-69)CGC>CAC p.R23H

Pat_32 Pre-Treatment IGSF22 283284 37 11 18739598 18739598 Missense_Mutation SNP C T 4 88 c.853G>A c.(853-855)GAT>AAT p.D285N

Pat_32 Pre-Treatment NAV2 89797 37 11 19954827 19954827 Missense_Mutation SNP C T 5 370 c.1106C>T c.(1105-1107)TCG>TTG p.S369L

Pat_32 Pre-Treatment C11orf46 120534 37 11 30352529 30352529 Missense_Mutation SNP C T 4 104 c.34C>T c.(34-36)CGT>TGT p.R12C

Pat_32 Pre-Treatment C11orf41 25758 37 11 33566351 33566351 Missense_Mutation SNP G A 3 53 c.1939G>A c.(1939-1941)GCT>ACT p.A647T

Pat_32 Pre-Treatment CKAP5 9793 37 11 46772672 46772672 Missense_Mutation SNP C T 4 140 c.5456G>A c.(5455-5457)CGA>CAA p.R1819Q

Pat_32 Pre-Treatment ZP1 22917 37 11 60640929 60640929 Missense_Mutation SNP G A 4 105 c.1322G>A c.(1321-1323)CGG>CAG p.R441Q

Pat_32 Pre-Treatment LGALS12 85329 37 11 63283096 63283096 Missense_Mutation SNP G A 4 71 c.775G>A c.(775-777)GCA>ACA p.A259T

Pat_32 Pre-Treatment MRPL49 740 37 11 64889826 64889826 Missense_Mutation SNP C T 4 62 c.8C>T c.(7-9)GCT>GTT p.A3V

Pat_32 Pre-Treatment LTBP3 4054 37 11 65319749 65319749 Missense_Mutation SNP G A 5 171 c.1315C>T c.(1315-1317)CGG>TGG p.R439W

Pat_32 Pre-Treatment KAT5 10524 37 11 65480967 65480967 Missense_Mutation SNP G A 4 123 c.434G>A c.(433-435)CGC>CAC p.R145H

Pat_32 Pre-Treatment DPP3 10072 37 11 66249865 66249865 Missense_Mutation SNP G A 4 88 c.194G>A c.(193-195)CGC>CAC p.R65H

Pat_32 Pre-Treatment RHOD 29984 37 11 66834317 66834317 Missense_Mutation SNP G A 4 86 c.329G>A c.(328-330)CGG>CAG p.R110Q

Pat_32 Pre-Treatment ANKRD13D 338692 37 11 67059139 67059139 Nonsense_Mutation SNP C T 4 167 c.202C>T c.(202-204)CGA>TGA p.R68*

Pat_32 Pre-Treatment LRRC32 2615 37 11 76372167 76372167 Missense_Mutation SNP G A 3 46 c.470C>T c.(469-471)GCG>GTG p.A157V

Pat_32 Pre-Treatment CUL5 8065 37 11 107969180 107969180 Missense_Mutation SNP G A 4 111 c.2072G>A c.(2071-2073)CGT>CAT p.R691H

Pat_32 Pre-Treatment CEP164 22897 37 11 117232609 117232609 Missense_Mutation SNP G A 4 116 c.452G>A c.(451-453)CGA>CAA p.R151Q

Pat_32 Pre-Treatment MLL 4297 37 11 118376958 118376958 Missense_Mutation SNP G A 4 80 c.10342G>A c.(10342-10344)GAA>AAA p.E3448K

Pat_32 Pre-Treatment USP2 9099 37 11 119243682 119243682 Missense_Mutation SNP G A 3 60 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_32 Pre-Treatment SORL1 6653 37 11 121358825 121358825 Missense_Mutation SNP C T 5 196 c.613C>T c.(613-615)CGG>TGG p.R205W

Pat_32 Pre-Treatment VSIG2 23584 37 11 124621372 124621372 Missense_Mutation SNP C T 4 124 c.166G>A c.(166-168)GCC>ACC p.A56T

Pat_32 Pre-Treatment STT3A 3703 37 11 125481409 125481409 Missense_Mutation SNP G A 4 150 c.1204G>A c.(1204-1206)GTA>ATA p.V402I

Pat_32 Pre-Treatment WNT5B 81029 37 12 1755323 1755323 Missense_Mutation SNP G A 4 106 c.985G>A c.(985-987)GTG>ATG p.V329M

Pat_32 Pre-Treatment VWF 7450 37 12 6085278 6085278 Missense_Mutation SNP G A 3 71 c.7436C>T c.(7435-7437)TCG>TTG p.S2479L

Pat_32 Pre-Treatment PTPN6 5777 37 12 7069534 7069534 Missense_Mutation SNP G A 4 172 c.1609G>A c.(1609-1611)GGG>AGG p.G537R

Pat_32 Pre-Treatment CD163L1 283316 37 12 7528575 7528575 Missense_Mutation SNP G A 4 117 c.2407C>T c.(2407-2409)CCC>TCC p.P803S

Pat_32 Pre-Treatment DNM1L 10059 37 12 32866173 32866173 Missense_Mutation SNP G A 4 62 c.487G>A c.(487-489)GAG>AAG p.E163K

Pat_32 Pre-Treatment CNTN1 1272 37 12 41387065 41387065 Missense_Mutation SNP G A 3 32 c.2107G>A c.(2107-2109)GGT>AGT p.G703S

Pat_32 Pre-Treatment SFRS2IP 9169 37 12 46322549 46322549 Missense_Mutation SNP C T 4 130 c.935G>A c.(934-936)CGA>CAA p.R312Q

Pat_32 Pre-Treatment OR10AD1 121275 37 12 48596709 48596709 Missense_Mutation SNP G A 3 37 c.367C>T c.(367-369)CGT>TGT p.R123C

Pat_32 Pre-Treatment TUBA1B 10376 37 12 49521833 49521833 Missense_Mutation SNP G A 6 381 c.1264C>T c.(1264-1266)CGT>TGT p.R422C

Pat_32 Pre-Treatment TUBA1C 84790 37 12 49666829 49666829 Missense_Mutation SNP G A 4 191 c.1169G>A c.(1168-1170)CGC>CAC p.R390H

Pat_32 Pre-Treatment CSRNP2 81566 37 12 51458370 51458370 Missense_Mutation SNP C T 3 51 c.791G>A c.(790-792)CGG>CAG p.R264Q

Pat_32 Pre-Treatment ESPL1 9700 37 12 53683252 53683252 Missense_Mutation SNP G A 4 73 c.4987G>A c.(4987-4989)GAG>AAG p.E1663K

Pat_32 Pre-Treatment SP7 121340 37 12 53722199 53722199 Missense_Mutation SNP G A 4 160 c.1027C>T c.(1027-1029)CGT>TGT p.R343C

Pat_32 Pre-Treatment PCBP2 5094 37 12 53854853 53854853 Missense_Mutation SNP C T 4 115 c.430C>T c.(430-432)CGG>TGG p.R144W

Pat_32 Pre-Treatment DNAJC14 85406 37 12 56221784 56221784 Missense_Mutation SNP C T 4 106 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_32 Pre-Treatment STAC3 246329 37 12 57638333 57638333 Missense_Mutation SNP C T 6 374 c.793G>A c.(793-795)GAT>AAT p.D265N

Pat_32 Pre-Treatment IL26 55801 37 12 68618970 68618970 Missense_Mutation SNP C A 4 121 c.322G>T c.(322-324)GTG>TTG p.V108L

Pat_32 Pre-Treatment LRRC10 376132 37 12 70004282 70004282 Missense_Mutation SNP G A 4 83 c.337C>T c.(337-339)CTC>TTC p.L113F



Pat_32 Pre-Treatment ORAI1 84876 37 12 122079355 122079355 Missense_Mutation SNP G A 4 84 c.712G>A c.(712-714)GCC>ACC p.A238T

Pat_32 Pre-Treatment TMEM120B 144404 37 12 122199613 122199613 Missense_Mutation SNP C T 4 90 c.520C>T c.(520-522)CGG>TGG p.R174W

Pat_32 Pre-Treatment RILPL1 353116 37 12 123984011 123984011 Missense_Mutation SNP C T 4 135 c.533G>A c.(532-534)CGC>CAC p.R178H

Pat_32 Pre-Treatment RIMBP2 23504 37 12 130912813 130912813 Missense_Mutation SNP C T 19 63 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_32 Pre-Treatment ULK1 8408 37 12 132393323 132393323 Missense_Mutation SNP G A 3 45 c.451G>A c.(451-453)GGC>AGC p.G151S

Pat_32 Pre-Treatment GOLGA3 2802 37 12 133384773 133384773 Missense_Mutation SNP G T 4 147 c.882C>A c.(880-882)GAC>GAA p.D294E

Pat_32 Pre-Treatment MTMR6 9107 37 13 25823480 25823480 Missense_Mutation SNP C T 4 131 c.1756G>A c.(1756-1758)GAG>AAG p.E586K

Pat_32 Pre-Treatment RNF6 6049 37 13 26788779 26788779 Missense_Mutation SNP G A 4 188 c.1240C>T c.(1240-1242)CGG>TGG p.R414W

Pat_32 Pre-Treatment FREM2 341640 37 13 39263688 39263688 Missense_Mutation SNP G A 4 120 c.2207G>A c.(2206-2208)CGA>CAA p.R736Q

Pat_32 Pre-Treatment COG6 57511 37 13 40254159 40254159 Missense_Mutation SNP A G 60 66 c.671A>G c.(670-672)GAA>GGA p.E224G

Pat_32 Pre-Treatment SIAH3 283514 37 13 46358177 46358177 Missense_Mutation SNP G A 4 175 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_32 Pre-Treatment ZC3H13 23091 37 13 46543404 46543404 Missense_Mutation SNP C T 4 102 c.3275G>A c.(3274-3276)AGT>AAT p.S1092N

Pat_32 Pre-Treatment KPNA3 3839 37 13 50306795 50306795 Splice_Site SNP T C 4 153 c.235_splice c.e5-1 p.N79_splice

Pat_32 Pre-Treatment TBC1D4 9882 37 13 75886939 75886939 Missense_Mutation SNP C T 4 92 c.2318G>A c.(2317-2319)CGG>CAG p.R773Q

Pat_32 Pre-Treatment FBXL3 26224 37 13 77592850 77592850 Missense_Mutation SNP C T 5 187 c.356G>A c.(355-357)AGC>AAC p.S119N

Pat_32 Pre-Treatment TUBGCP3 10426 37 13 113181356 113181356 Missense_Mutation SNP C A 3 42 c.1455G>T c.(1453-1455)TTG>TTT p.L485F

Pat_32 Pre-Treatment PCID2 55795 37 13 113838738 113838738 Missense_Mutation SNP C T 4 184 c.607G>A c.(607-609)GAT>AAT p.D203N

Pat_32 Pre-Treatment TMCO3 55002 37 13 114150005 114150005 Missense_Mutation SNP C T 3 32 c.109C>T c.(109-111)CGC>TGC p.R37C

Pat_32 Pre-Treatment GAS6 2621 37 13 114535424 114535424 Missense_Mutation SNP C T 4 84 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_32 Pre-Treatment TTC5 91875 37 14 20760155 20760155 Missense_Mutation SNP T C 3 62 c.1190A>G c.(1189-1191)CAG>CGG p.Q397R

Pat_32 Pre-Treatment RNASE4 6038 37 14 21167774 21167774 Missense_Mutation SNP C T 4 196 c.244C>T c.(244-246)CGT>TGT p.R82C

Pat_32 Pre-Treatment OR10G2 26534 37 14 22102833 22102833 Missense_Mutation SNP C T 4 74 c.166G>A c.(166-168)GAC>AAC p.D56N

Pat_32 Pre-Treatment MYH6 4624 37 14 23867937 23867937 Missense_Mutation SNP C T 4 96 c.1891G>A c.(1891-1893)GGG>AGG p.G631R

Pat_32 Pre-Treatment TBPL2 387332 37 14 55907239 55907239 Missense_Mutation SNP G A 3 30 c.25C>T c.(25-27)CGG>TGG p.R9W

Pat_32 Pre-Treatment FUT8 2530 37 14 66188556 66188556 Missense_Mutation SNP G A 65 118 c.899G>A c.(898-900)CGT>CAT p.R300H

Pat_32 Pre-Treatment GPHN 10243 37 14 67647580 67647580 Missense_Mutation SNP C T 4 73 c.2137C>T c.(2137-2139)CCT>TCT p.P713S

Pat_32 Pre-Treatment GALNTL1 57452 37 14 69795241 69795241 Missense_Mutation SNP G A 4 115 c.643G>A c.(643-645)GAA>AAA p.E215K

Pat_32 Pre-Treatment ADAM21P1 145241 37 14 70713408 70713408 Missense_Mutation SNP C T 4 132 c.460G>A c.(460-462)GTT>ATT p.V154I

Pat_32 Pre-Treatment DCAF4 26094 37 14 73413857 73413857 Missense_Mutation SNP C T 4 173 c.686C>T c.(685-687)TCG>TTG p.S229L

Pat_32 Pre-Treatment ABCD4 5826 37 14 74761892 74761892 Missense_Mutation SNP G T 15 78 c.678C>A c.(676-678)CAC>CAA p.H226Q

Pat_32 Pre-Treatment YLPM1 56252 37 14 75283295 75283295 Missense_Mutation SNP G A 3 35 c.5587G>A c.(5587-5589)GGA>AGA p.G1863R

Pat_32 Pre-Treatment TSHR 7253 37 14 81609547 81609547 Missense_Mutation SNP A G 3 65 c.1145A>G c.(1144-1146)GAC>GGC p.D382G

Pat_32 Pre-Treatment DEGS2 123099 37 14 100613207 100613207 Missense_Mutation SNP G A 4 116 c.863C>T c.(862-864)CCG>CTG p.P288L

Pat_32 Pre-Treatment DYNC1H1 1778 37 14 102452250 102452250 Missense_Mutation SNP G A 4 109 c.1688G>A c.(1687-1689)CGG>CAG p.R563Q

Pat_32 Pre-Treatment TMEM179 388021 37 14 105063337 105063337 Missense_Mutation SNP C T 4 52 c.433G>A c.(433-435)GTA>ATA p.V145I

Pat_32 Pre-Treatment OR4N4 283694 37 15 22382807 22382807 Missense_Mutation SNP G A 57 203 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_32 Pre-Treatment OR4N3P 390539 37 15 22413796 22413796 Missense_Mutation SNP G A 18 317 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_32 Pre-Treatment CYFIP1 23191 37 15 22929783 22929783 Missense_Mutation SNP G A 4 85 c.457G>A c.(457-459)GTG>ATG p.V153M

Pat_32 Pre-Treatment HERC2 8924 37 15 28525311 28525311 Missense_Mutation SNP G A 4 169 c.445C>T c.(445-447)CGC>TGC p.R149C

Pat_32 Pre-Treatment TRPM1 4308 37 15 31334269 31334269 Missense_Mutation SNP C T 4 32 c.1906G>A c.(1906-1908)GAA>AAA p.E636K

Pat_32 Pre-Treatment VPS18 57617 37 15 41191869 41191869 Missense_Mutation SNP G A 4 158 c.853G>A c.(853-855)GCC>ACC p.A285T

Pat_32 Pre-Treatment SQRDL 58472 37 15 45974680 45974680 Missense_Mutation SNP A G 3 64 c.869A>G c.(868-870)GAA>GGA p.E290G

Pat_32 Pre-Treatment FBN1 2200 37 15 48902936 48902936 Missense_Mutation SNP C G 12 56 c.335G>C c.(334-336)GGC>GCC p.G112A

Pat_32 Pre-Treatment RFX7 64864 37 15 56385627 56385627 Nonsense_Mutation SNP G T 4 60 c.4299C>A c.(4297-4299)TGC>TGA p.C1433*

Pat_32 Pre-Treatment LIPC 3990 37 15 58830636 58830636 Nonsense_Mutation SNP C T 8 475 c.193C>T c.(193-195)CGA>TGA p.R65*

Pat_32 Pre-Treatment HERC1 8925 37 15 63904742 63904742 Missense_Mutation SNP C T 4 149 c.14108G>A c.(14107-14109)CGA>CAA p.R4703Q

Pat_32 Pre-Treatment CLPX 10845 37 15 65477431 65477431 Missense_Mutation SNP G A 3 34 c.61C>T c.(61-63)CTC>TTC p.L21F



Pat_32 Pre-Treatment CT62 196993 37 15 71403623 71403623 Missense_Mutation SNP C T 4 94 c.278G>A c.(277-279)CGG>CAG p.R93Q

Pat_32 Pre-Treatment C15orf59 388135 37 15 74032746 74032746 Missense_Mutation SNP G A 4 120 c.394C>T c.(394-396)CGG>TGG p.R132W

Pat_32 Pre-Treatment MEX3B 84206 37 15 82336147 82336147 Missense_Mutation SNP C T 4 77 c.1064G>A c.(1063-1065)GGC>GAC p.G355D

Pat_32 Pre-Treatment AP3B2 8120 37 15 83333195 83333195 Missense_Mutation SNP C T 4 64 c.2128G>A c.(2128-2130)GGC>AGC p.G710S

Pat_32 Pre-Treatment BNC1 646 37 15 83932963 83932963 Missense_Mutation SNP C T 4 93 c.1040G>A c.(1039-1041)AGG>AAG p.R347K

Pat_32 Pre-Treatment IQGAP1 8826 37 15 90991828 90991828 Missense_Mutation SNP G A 4 112 c.937G>A c.(937-939)GAC>AAC p.D313N

Pat_32 Pre-Treatment BLM 641 37 15 91346808 91346808 Missense_Mutation SNP G A 4 131 c.3416G>A c.(3415-3417)CGA>CAA p.R1139Q

Pat_32 Pre-Treatment SLCO3A1 28232 37 15 92663701 92663701 Missense_Mutation SNP C T 5 294 c.1016C>T c.(1015-1017)CCG>CTG p.P339L

Pat_32 Pre-Treatment PCSK6 5046 37 15 101933506 101933506 Missense_Mutation SNP C T 4 88 c.1120G>A c.(1120-1122)GAG>AAG p.E374K

Pat_32 Pre-Treatment SOLH 6650 37 16 599035 599035 Missense_Mutation SNP G A 4 146 c.1492G>A c.(1492-1494)GAG>AAG p.E498K

Pat_32 Pre-Treatment MAPK8IP3 23162 37 16 1816919 1816919 Missense_Mutation SNP G A 5 122 c.3032G>A c.(3031-3033)CGT>CAT p.R1011H

Pat_32 Pre-Treatment MEFV 4210 37 16 3293550 3293550 Missense_Mutation SNP G A 4 156 c.1937C>T c.(1936-1938)CCG>CTG p.P646L

Pat_32 Pre-Treatment ATF7IP2 80063 37 16 10534245 10534245 Missense_Mutation SNP C T 5 9 c.1120C>T c.(1120-1122)CGT>TGT p.R374C

Pat_32 Pre-Treatment ABCC1 4363 37 16 16218725 16218725 Missense_Mutation SNP A G 3 62 c.3670A>G c.(3670-3672)AGC>GGC p.S1224G

Pat_32 Pre-Treatment TMC7 79905 37 16 19058479 19058479 Missense_Mutation SNP G A 5 333 c.1648G>A c.(1648-1650)GGG>AGG p.G550R

Pat_32 Pre-Treatment SYT17 51760 37 16 19195123 19195123 Missense_Mutation SNP C T 4 192 c.605C>T c.(604-606)ACC>ATC p.T202I

Pat_32 Pre-Treatment EEF2K 29904 37 16 22268217 22268217 Missense_Mutation SNP A G 3 97 c.767A>G c.(766-768)CAG>CGG p.Q256R

Pat_32 Pre-Treatment ATP2A1 487 37 16 28912115 28912115 Missense_Mutation SNP G A 4 74 c.1978G>A c.(1978-1980)GAC>AAC p.D660N

Pat_32 Pre-Treatment ATP2A1 487 37 16 28912136 28912136 Missense_Mutation SNP C T 4 84 c.1999C>T c.(1999-2001)CGG>TGG p.R667W

Pat_32 Pre-Treatment TBX6 6911 37 16 30100374 30100374 Missense_Mutation SNP G A 5 124 c.511C>T c.(511-513)CGT>TGT p.R171C

Pat_32 Pre-Treatment ZNF689 115509 37 16 30616463 30616463 Nonsense_Mutation SNP G A 4 92 c.625C>T c.(625-627)CAG>TAG p.Q209*

Pat_32 Pre-Treatment RNF40 9810 37 16 30783215 30783215 Missense_Mutation SNP G A 4 85 c.2648G>A c.(2647-2649)CGG>CAG p.R883Q

Pat_32 Pre-Treatment ABCC11 85320 37 16 48264402 48264402 Missense_Mutation SNP C A 4 75 c.182G>T c.(181-183)TGG>TTG p.W61L

Pat_32 Pre-Treatment MMP2 4313 37 16 55517984 55517984 Missense_Mutation SNP G A 4 119 c.437G>A c.(436-438)CGT>CAT p.R146H

Pat_32 Pre-Treatment CSNK2A2 1459 37 16 58208381 58208381 Missense_Mutation SNP G A 3 84 c.403C>T c.(403-405)CGG>TGG p.R135W

Pat_32 Pre-Treatment FHOD1 29109 37 16 67264519 67264519 Missense_Mutation SNP C T 16 392 c.2843G>A c.(2842-2844)CGC>CAC p.R948H

Pat_32 Pre-Treatment TPPP3 51673 37 16 67424121 67424121 Missense_Mutation SNP C T 3 37 c.487G>A c.(487-489)GCC>ACC p.A163T

Pat_32 Pre-Treatment GFOD2 81577 37 16 67709699 67709699 Missense_Mutation SNP C T 3 75 c.517G>A c.(517-519)GGG>AGG p.G173R

Pat_32 Pre-Treatment HAS3 3038 37 16 69148312 69148312 Missense_Mutation SNP G A 4 152 c.805G>A c.(805-807)GTG>ATG p.V269M

Pat_32 Pre-Treatment LDHD 197257 37 16 75149233 75149233 Missense_Mutation SNP C T 4 190 c.190G>A c.(190-192)GAA>AAA p.E64K

Pat_32 Pre-Treatment MON1B 22879 37 16 77228628 77228628 Missense_Mutation SNP G A 4 86 c.872G>A c.(871-873)CGA>CAA p.R291Q

Pat_32 Pre-Treatment PLCG2 5336 37 16 81960766 81960766 Missense_Mutation SNP G A 4 117 c.2497G>A c.(2497-2499)GAG>AAG p.E833K

Pat_32 Pre-Treatment KIAA0513 9764 37 16 85109487 85109487 Missense_Mutation SNP C T 4 108 c.541C>T c.(541-543)CTC>TTC p.L181F

Pat_32 Pre-Treatment MTHFSD 64779 37 16 86585659 86585659 Missense_Mutation SNP C T 6 272 c.217G>A c.(217-219)GTT>ATT p.V73I

Pat_32 Pre-Treatment ZCCHC14 23174 37 16 87446498 87446498 Missense_Mutation SNP G A 4 101 c.1418C>T c.(1417-1419)ACG>ATG p.T473M

Pat_32 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 4 138 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_32 Pre-Treatment SLC43A2 124935 37 17 1494599 1494599 Missense_Mutation SNP C T 4 167 c.895G>A c.(895-897)GTC>ATC p.V299I

Pat_32 Pre-Treatment SMYD4 114826 37 17 1703757 1703757 Missense_Mutation SNP C T 4 166 c.931G>A c.(931-933)GGA>AGA p.G311R

Pat_32 Pre-Treatment ITGAE 3682 37 17 3626668 3626668 Missense_Mutation SNP C T 4 154 c.3151G>A c.(3151-3153)GAA>AAA p.E1051K

Pat_32 Pre-Treatment ZZEF1 23140 37 17 4020367 4020367 Missense_Mutation SNP G A 4 166 c.593C>T c.(592-594)GCG>GTG p.A198V

Pat_32 Pre-Treatment CAMTA2 23125 37 17 4873732 4873732 Missense_Mutation SNP G A 6 371 c.2908C>T c.(2908-2910)CGG>TGG p.R970W

Pat_32 Pre-Treatment ALOX12B 242 37 17 7978994 7978994 Missense_Mutation SNP C T 5 343 c.1573G>A c.(1573-1575)GCA>ACA p.A525T

Pat_32 Pre-Treatment MYH10 4628 37 17 8439224 8439224 Missense_Mutation SNP A G 3 78 c.1601T>C c.(1600-1602)CTT>CCT p.L534P

Pat_32 Pre-Treatment DNAH9 1770 37 17 11572500 11572500 Missense_Mutation SNP G A 4 135 c.2851G>A c.(2851-2853)GGT>AGT p.G951S

Pat_32 Pre-Treatment MPRIP 23164 37 17 17053500 17053500 Missense_Mutation SNP G A 5 373 c.1318G>A c.(1318-1320)GAT>AAT p.D440N

Pat_32 Pre-Treatment ULK2 9706 37 17 19750148 19750148 Missense_Mutation SNP C T 5 164 c.371G>A c.(370-372)AGC>AAC p.S124N

Pat_32 Pre-Treatment MAP2K3 5606 37 17 21201752 21201752 Missense_Mutation SNP G A 4 184 c.77G>A c.(76-78)CGG>CAG p.R26Q



Pat_32 Pre-Treatment KCNJ12 3768 37 17 21318935 21318935 Missense_Mutation SNP C T 4 64 c.281C>T c.(280-282)TCC>TTC p.S94F

Pat_32 Pre-Treatment NF1 4763 37 17 29559745 29559745 Missense_Mutation SNP G T 4 85 c.3342G>T c.(3340-3342)TTG>TTT p.L1114F

Pat_32 Pre-Treatment CDK5R1 8851 37 17 30815092 30815092 Missense_Mutation SNP C T 4 119 c.454C>T c.(454-456)CTT>TTT p.L152F

Pat_32 Pre-Treatment MYO19 80179 37 17 34854123 34854123 Missense_Mutation SNP C T 4 144 c.2744G>A c.(2743-2745)CGA>CAA p.R915Q

Pat_32 Pre-Treatment CASC3 22794 37 17 38324467 38324467 Missense_Mutation SNP C T 4 183 c.1762C>T c.(1762-1764)CAC>TAC p.H588Y

Pat_32 Pre-Treatment CCR7 1236 37 17 38711920 38711920 Missense_Mutation SNP C T 4 133 c.211G>A c.(211-213)GTG>ATG p.V71M

Pat_32 Pre-Treatment KRT27 342574 37 17 38935975 38935975 Missense_Mutation SNP C T 3 34 c.823G>A c.(823-825)GCG>ACG p.A275T

Pat_32 Pre-Treatment KRTAP9-9 81870 37 17 39411990 39411990 Missense_Mutation SNP C T 5 189 c.308C>T c.(307-309)CCG>CTG p.P103L

Pat_32 Pre-Treatment KRT33B 3884 37 17 39521500 39521500 Missense_Mutation SNP T C 3 86 c.803A>G c.(802-804)TAC>TGC p.Y268C

Pat_32 Pre-Treatment MLX 6945 37 17 40721609 40721609 Missense_Mutation SNP T A 4 85 c.623T>A c.(622-624)CTA>CAA p.L208Q

Pat_32 Pre-Treatment MEOX1 4222 37 17 41719349 41719349 Missense_Mutation SNP C T 4 173 c.694G>A c.(694-696)GGT>AGT p.G232S

Pat_32 Pre-Treatment ZNF652 22834 37 17 47376154 47376154 Missense_Mutation SNP G A 4 42 c.1442C>T c.(1441-1443)TCG>TTG p.S481L

Pat_32 Pre-Treatment SPATA20 64847 37 17 48626540 48626540 Missense_Mutation SNP G A 4 124 c.605G>A c.(604-606)CGA>CAA p.R202Q

Pat_32 Pre-Treatment OR4D2 124538 37 17 56247506 56247506 Missense_Mutation SNP C T 4 130 c.490C>T c.(490-492)CTC>TTC p.L164F

Pat_32 Pre-Treatment CSH1 1442 37 17 61973503 61973503 Missense_Mutation SNP G A 3 39 c.103C>T c.(103-105)CTT>TTT p.L35F

Pat_32 Pre-Treatment SCN4A 6329 37 17 62019123 62019123 Missense_Mutation SNP C T 4 139 c.4519G>A c.(4519-4521)GTC>ATC p.V1507I

Pat_32 Pre-Treatment PLEKHM1P 440456 37 17 62781423 62781423 Missense_Mutation SNP G A 4 51 c.1547C>T c.(1546-1548)CCC>CTC p.P516L

Pat_32 Pre-Treatment CACNG1 786 37 17 65052344 65052344 Missense_Mutation SNP G A 4 71 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_32 Pre-Treatment ABCA9 10350 37 17 66980239 66980239 Missense_Mutation SNP G A 4 124 c.4457C>T c.(4456-4458)GCG>GTG p.A1486V

Pat_32 Pre-Treatment KIF19 124602 37 17 72345404 72345404 Nonsense_Mutation SNP C T 3 42 c.1129C>T c.(1129-1131)CGA>TGA p.R377*

Pat_32 Pre-Treatment UBE2O 63893 37 17 74394972 74394972 Missense_Mutation SNP G A 110 156 c.1729C>T c.(1729-1731)CAC>TAC p.H577Y

Pat_32 Pre-Treatment MXRA7 439921 37 17 74673728 74673728 Missense_Mutation SNP G A 4 148 c.557C>T c.(556-558)ACG>ATG p.T186M

Pat_32 Pre-Treatment FOXK2 3607 37 17 80521342 80521342 Missense_Mutation SNP C T 4 81 c.532C>T c.(532-534)CAC>TAC p.H178Y

Pat_32 Pre-Treatment ZNF750 79755 37 17 80788214 80788214 Missense_Mutation SNP G A 4 67 c.1976C>T c.(1975-1977)CCG>CTG p.P659L

Pat_32 Pre-Treatment B3GNTL1 146712 37 17 80915107 80915107 Missense_Mutation SNP C T 4 112 c.880G>A c.(880-882)GTG>ATG p.V294M

Pat_32 Pre-Treatment EMILIN2 84034 37 18 2891084 2891084 Missense_Mutation SNP G A 4 181 c.959G>A c.(958-960)AGT>AAT p.S320N

Pat_32 Pre-Treatment LOC727896 727896 37 18 2946184 2946184 Missense_Mutation SNP C A 4 154 c.351G>T c.(349-351)TTG>TTT p.L117F

Pat_32 Pre-Treatment L3MBTL4 91133 37 18 5969427 5969427 Missense_Mutation SNP G A 4 128 c.1606C>T c.(1606-1608)CGG>TGG p.R536W

Pat_32 Pre-Treatment LAMA3 3909 37 18 21444806 21444806 Missense_Mutation SNP G A 4 81 c.4642G>A c.(4642-4644)GAC>AAC p.D1548N

Pat_32 Pre-Treatment PIAS2 9063 37 18 44426791 44426791 Missense_Mutation SNP G A 3 24 c.740C>T c.(739-741)CCG>CTG p.P247L

Pat_32 Pre-Treatment ZCCHC2 54877 37 18 60206998 60206998 Missense_Mutation SNP G A 3 31 c.1024G>A c.(1024-1026)GTG>ATG p.V342M

Pat_32 Pre-Treatment DSEL 92126 37 18 65180296 65180296 Missense_Mutation SNP C T 4 85 c.1580G>A c.(1579-1581)GGT>GAT p.G527D

Pat_32 Pre-Treatment CNDP2 55748 37 18 72178216 72178216 Missense_Mutation SNP G A 4 54 c.625G>A c.(625-627)GGC>AGC p.G209S

Pat_32 Pre-Treatment PPAP2C 8612 37 19 282265 282265 Nonsense_Mutation SNP G A 4 52 c.586C>T c.(586-588)CGA>TGA p.R196*

Pat_32 Pre-Treatment ZNF555 148254 37 19 2853168 2853168 Missense_Mutation SNP G A 4 82 c.1105G>A c.(1105-1107)GAA>AAA p.E369K

Pat_32 Pre-Treatment PIP5K1C 23396 37 19 3664846 3664846 Missense_Mutation SNP C T 4 122 c.193G>A c.(193-195)GCA>ACA p.A65T

Pat_32 Pre-Treatment MUC16 94025 37 19 9015707 9015707 Missense_Mutation SNP T C 8 213 c.38116A>G c.(38116-38118)ACC>GCC p.T12706A

Pat_32 Pre-Treatment OR7G1 125962 37 19 9226304 9226304 Missense_Mutation SNP G A 4 174 c.136C>T c.(136-138)CTC>TTC p.L46F

Pat_32 Pre-Treatment CDC37 11140 37 19 10506759 10506759 Missense_Mutation SNP C T 4 123 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_32 Pre-Treatment ELAVL3 1995 37 19 11577437 11577437 Missense_Mutation SNP C T 4 72 c.215G>A c.(214-216)CGG>CAG p.R72Q

Pat_32 Pre-Treatment ECSIT 51295 37 19 11618827 11618827 Missense_Mutation SNP G A 4 139 c.775C>T c.(775-777)CCC>TCC p.P259S

Pat_32 Pre-Treatment ZNF788 388507 37 19 12221164 12221164 Translation_Start_Site SNP C T 4 154 c.-384C>T (-386--382)GACGA>GATGA

Pat_32 Pre-Treatment MAST1 22983 37 19 12978321 12978321 Missense_Mutation SNP G A 4 140 c.2173G>A c.(2173-2175)GAG>AAG p.E725K

Pat_32 Pre-Treatment EMR2 30817 37 19 14854519 14854519 Missense_Mutation SNP G A 4 149 c.2261C>T c.(2260-2262)CCG>CTG p.P754L

Pat_32 Pre-Treatment NDUFA13 51079 37 19 19645867 19645867 Missense_Mutation SNP C T 4 165 c.589C>T c.(589-591)CGG>TGG p.R197W

Pat_32 Pre-Treatment DPY19L3 147991 37 19 32968457 32968457 Missense_Mutation SNP C T 4 94 c.1727C>T c.(1726-1728)GCG>GTG p.A576V

Pat_32 Pre-Treatment FXYD7 53822 37 19 35642576 35642576 Missense_Mutation SNP G A 4 121 c.220G>A c.(220-222)GCC>ACC p.A74T



Pat_32 Pre-Treatment FAM98C 147965 37 19 38895635 38895635 Missense_Mutation SNP G A 4 176 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_32 Pre-Treatment SUPT5H 6829 37 19 39949691 39949691 Missense_Mutation SNP G A 4 184 c.436G>A c.(436-438)GCC>ACC p.A146T

Pat_32 Pre-Treatment CEACAM4 1089 37 19 42131974 42131974 Splice_Site SNP C T 4 161 c.424_splice c.e2+1 p.Q142_splice

Pat_32 Pre-Treatment ERF 2077 37 19 42753240 42753240 Missense_Mutation SNP G A 5 61 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_32 Pre-Treatment LIPE 3991 37 19 42907123 42907123 Missense_Mutation SNP G A 4 86 c.2603C>T c.(2602-2604)ACG>ATG p.T868M

Pat_32 Pre-Treatment ZNF223 7766 37 19 44570873 44570873 Missense_Mutation SNP C T 4 128 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_32 Pre-Treatment PVR 5817 37 19 45157228 45157228 Missense_Mutation SNP G A 4 108 c.784G>A c.(784-786)GCC>ACC p.A262T

Pat_32 Pre-Treatment PRKD2 25865 37 19 47181690 47181690 Missense_Mutation SNP C T 4 42 c.2301G>A c.(2299-2301)ATG>ATA p.M767I

Pat_32 Pre-Treatment LMTK3 114783 37 19 49001471 49001471 Missense_Mutation SNP G A 16 23 c.2942C>T c.(2941-2943)CCC>CTC p.P981L

Pat_32 Pre-Treatment IL4I1 259307 37 19 50394307 50394307 Missense_Mutation SNP C T 4 100 c.694G>A c.(694-696)GTG>ATG p.V232M

Pat_32 Pre-Treatment ACPT 93650 37 19 51294940 51294940 Missense_Mutation SNP C T 4 160 c.331C>T c.(331-333)CGC>TGC p.R111C

Pat_32 Pre-Treatment KLK14 43847 37 19 51582802 51582802 Missense_Mutation SNP C T 3 26 c.418G>A c.(418-420)GGG>AGG p.G140R

Pat_32 Pre-Treatment SIGLEC7 27036 37 19 51649282 51649282 Missense_Mutation SNP C T 4 100 c.931C>T c.(931-933)CAC>TAC p.H311Y

Pat_32 Pre-Treatment SIGLEC6 946 37 19 52034213 52034213 Missense_Mutation SNP G A 4 94 c.428C>T c.(427-429)GCC>GTC p.A143V

Pat_32 Pre-Treatment FPR3 2359 37 19 52327161 52327161 Missense_Mutation SNP C T 4 133 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_32 Pre-Treatment ZNF528 84436 37 19 52918958 52918958 Missense_Mutation SNP G T 5 117 c.853G>T c.(853-855)GCA>TCA p.A285S

Pat_32 Pre-Treatment ZNF600 162966 37 19 53270632 53270632 Missense_Mutation SNP C T 4 84 c.377G>A c.(376-378)AGA>AAA p.R126K

Pat_32 Pre-Treatment ZNF320 162967 37 19 53384528 53384528 Missense_Mutation SNP C T 4 171 c.851G>A c.(850-852)CGA>CAA p.R284Q

Pat_32 Pre-Treatment LILRB2 10288 37 19 54783664 54783664 Missense_Mutation SNP G T 18 57 c.337C>A c.(337-339)CTG>ATG p.L113M

Pat_32 Pre-Treatment LILRA5 353514 37 19 54818709 54818709 Missense_Mutation SNP C T 22 58 c.889G>A c.(889-891)GCT>ACT p.A297T

Pat_32 Pre-Treatment LILRA2 11027 37 19 55086264 55086264 Missense_Mutation SNP C T 4 128 c.419C>T c.(418-420)ACC>ATC p.T140I

Pat_32 Pre-Treatment RPL28 6158 37 19 55897956 55897956 Missense_Mutation SNP G A 4 140 c.100G>A c.(100-102)GCC>ACC p.A34T

Pat_32 Pre-Treatment ZNF256 10172 37 19 58455313 58455313 Missense_Mutation SNP G A 4 123 c.149C>T c.(148-150)ACA>ATA p.T50I

Pat_32 Pre-Treatment ZNF135 7694 37 19 58574832 58574832 Missense_Mutation SNP C T 4 71 c.179C>T c.(178-180)CCG>CTG p.P60L

Pat_32 Pre-Treatment KCNS3 3790 37 2 18113071 18113071 Missense_Mutation SNP T C 32 67 c.796T>C c.(796-798)TTC>CTC p.F266L

Pat_32 Pre-Treatment MFSD2B 388931 37 2 24246538 24246538 Missense_Mutation SNP G A 4 182 c.1255G>A c.(1255-1257)GTC>ATC p.V419I

Pat_32 Pre-Treatment ASXL2 55252 37 2 25965173 25965173 Missense_Mutation SNP C T 8 53 c.4033G>A c.(4033-4035)GTA>ATA p.V1345I

Pat_32 Pre-Treatment C2orf70 339778 37 2 26798955 26798955 Missense_Mutation SNP G A 4 178 c.260G>A c.(259-261)AGC>AAC p.S87N

Pat_32 Pre-Treatment ABHD1 84696 37 2 27352448 27352448 Missense_Mutation SNP C T 4 147 c.571C>T c.(571-573)CGT>TGT p.R191C

Pat_32 Pre-Treatment C2orf16 84226 37 2 27804355 27804355 Missense_Mutation SNP G A 5 244 c.4916G>A c.(4915-4917)CGC>CAC p.R1639H

Pat_32 Pre-Treatment SOS1 6654 37 2 39213384 39213384 Nonsense_Mutation SNP G A 4 109 c.3583C>T c.(3583-3585)CGA>TGA p.R1195*

Pat_32 Pre-Treatment C2orf42 54980 37 2 70409005 70409005 Missense_Mutation SNP C T 4 88 c.113G>A c.(112-114)CGG>CAG p.R38Q

Pat_32 Pre-Treatment C2orf78 388960 37 2 74043857 74043857 Missense_Mutation SNP G A 3 69 c.2507G>A c.(2506-2508)CGG>CAG p.R836Q

Pat_32 Pre-Treatment MOGS 7841 37 2 74689115 74689115 Nonsense_Mutation SNP G A 4 138 c.1801C>T c.(1801-1803)CGA>TGA p.R601*

Pat_32 Pre-Treatment CCDC142 84865 37 2 74708602 74708602 Missense_Mutation SNP G A 4 108 c.1085C>T c.(1084-1086)TCG>TTG p.S362L

Pat_32 Pre-Treatment ADRA2B 151 37 2 96781147 96781147 Missense_Mutation SNP C T 3 37 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_32 Pre-Treatment IL18R1 8809 37 2 102988526 102988526 Missense_Mutation SNP C T 3 55 c.416C>T c.(415-417)ACC>ATC p.T139I

Pat_32 Pre-Treatment POLR1B 84172 37 2 113333092 113333092 Missense_Mutation SNP C T 4 127 c.3194C>T c.(3193-3195)TCG>TTG p.S1065L

Pat_32 Pre-Treatment FAM168B 130074 37 2 131813136 131813136 Missense_Mutation SNP G A 4 133 c.287C>T c.(286-288)CCG>CTG p.P96L

Pat_32 Pre-Treatment LYPD6 130574 37 2 150325225 150325225 Missense_Mutation SNP G A 6 309 c.284G>A c.(283-285)CGC>CAC p.R95H

Pat_32 Pre-Treatment NR4A2 4929 37 2 157183339 157183339 Missense_Mutation SNP G A 4 182 c.1252C>T c.(1252-1254)CGG>TGG p.R418W

Pat_32 Pre-Treatment FIGN 55137 37 2 164468067 164468067 Missense_Mutation SNP G A 5 198 c.275C>T c.(274-276)TCG>TTG p.S92L

Pat_32 Pre-Treatment OSBPL6 114880 37 2 179248776 179248776 Missense_Mutation SNP C T 5 182 c.1886C>T c.(1885-1887)GCC>GTC p.A629V

Pat_32 Pre-Treatment TTN 7273 37 2 179623711 179623711 Missense_Mutation SNP C T 4 69 c.10303G>A c.(10303-10305)GCT>ACT p.A3435T

Pat_32 Pre-Treatment TTN 7273 37 2 179640583 179640583 Missense_Mutation SNP C T 4 138 c.6008G>A c.(6007-6009)CGC>CAC p.R2003H

Pat_32 Pre-Treatment COL5A2 1290 37 2 189904043 189904043 Missense_Mutation SNP G A 4 121 c.3880C>T c.(3880-3882)CGC>TGC p.R1294C

Pat_32 Pre-Treatment PGAP1 80055 37 2 197708675 197708675 Missense_Mutation SNP T C 39 55 c.2462A>G c.(2461-2463)AAC>AGC p.N821S



Pat_32 Pre-Treatment C2orf69 205327 37 2 200790460 200790460 Missense_Mutation SNP C T 4 187 c.1009C>T c.(1009-1011)CGT>TGT p.R337C

Pat_32 Pre-Treatment PARD3B 117583 37 2 206480461 206480461 Missense_Mutation SNP G A 4 85 c.3542G>A c.(3541-3543)CGT>CAT p.R1181H

Pat_32 Pre-Treatment TNS1 7145 37 2 218762676 218762676 Missense_Mutation SNP G A 3 28 c.13C>T c.(13-15)CGG>TGG p.R5W

Pat_32 Pre-Treatment TTLL4 9654 37 2 219617532 219617532 Missense_Mutation SNP G A 4 185 c.3023G>A c.(3022-3024)CGG>CAG p.R1008Q

Pat_32 Pre-Treatment STK11IP 114790 37 2 220466052 220466052 Missense_Mutation SNP G A 4 95 c.190G>A c.(190-192)GGC>AGC p.G64S

Pat_32 Pre-Treatment GIGYF2 26058 37 2 233684688 233684688 Missense_Mutation SNP G A 4 92 c.2522G>A c.(2521-2523)CGC>CAC p.R841H

Pat_32 Pre-Treatment DGKD 8527 37 2 234346033 234346033 Missense_Mutation SNP C T 15 46 c.830C>T c.(829-831)TCG>TTG p.S277L

Pat_32 Pre-Treatment SH3BP4 23677 37 2 235950569 235950569 Missense_Mutation SNP G C 3 14 c.1156G>C c.(1156-1158)GAG>CAG p.E386Q

Pat_32 Pre-Treatment THAP4 51078 37 2 242542416 242542416 Missense_Mutation SNP G T 4 124 c.1479C>A c.(1477-1479)AAC>AAA p.N493K

Pat_32 Pre-Treatment SIRPA 140885 37 20 1902292 1902292 Missense_Mutation SNP G A 7 88 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_32 Pre-Treatment SIRPA 140885 37 20 1902301 1902301 Missense_Mutation SNP G A 11 101 c.697G>A c.(697-699)GTC>ATC p.V233I

Pat_32 Pre-Treatment TGM3 7053 37 20 2308780 2308780 Missense_Mutation SNP G A 4 115 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_32 Pre-Treatment VPS16 64601 37 20 2845822 2845822 Missense_Mutation SNP G A 4 161 c.2033G>A c.(2032-2034)CGG>CAG p.R678Q

Pat_32 Pre-Treatment ProSAPiP1 9762 37 20 3145179 3145179 Missense_Mutation SNP G A 4 86 c.1943C>T c.(1942-1944)ACG>ATG p.T648M

Pat_32 Pre-Treatment C20orf191 149934 37 20 26084295 26084295 Missense_Mutation SNP C T 3 47 c.121G>A c.(121-123)GGA>AGA p.G41R

Pat_32 Pre-Treatment RBL1 5933 37 20 35635837 35635837 Missense_Mutation SNP C T 4 156 c.2848G>A c.(2848-2850)GAC>AAC p.D950N

Pat_32 Pre-Treatment WISP2 8839 37 20 43348589 43348589 Nonsense_Mutation SNP C T 5 216 c.112C>T c.(112-114)CGA>TGA p.R38*

Pat_32 Pre-Treatment PABPC1L 80336 37 20 43566707 43566707 Missense_Mutation SNP C T 4 168 c.1651C>T c.(1651-1653)CGT>TGT p.R551C

Pat_32 Pre-Treatment PLTP 5360 37 20 44533619 44533619 Missense_Mutation SNP G A 4 194 c.844C>T c.(844-846)CGG>TGG p.R282W

Pat_32 Pre-Treatment C20orf195 79025 37 20 62187846 62187846 Missense_Mutation SNP G A 6 364 c.830G>A c.(829-831)CGA>CAA p.R277Q

Pat_32 Pre-Treatment ZGPAT 84619 37 20 62366126 62366126 Missense_Mutation SNP G A 4 138 c.1001G>A c.(1000-1002)CGA>CAA p.R334Q

Pat_32 Pre-Treatment ZNF512B 57473 37 20 62593986 62593986 Nonsense_Mutation SNP C T 4 46 c.2117G>A c.(2116-2118)TGG>TAG p.W706*

Pat_32 Pre-Treatment DOPEY2 9980 37 21 37609674 37609674 Missense_Mutation SNP G A 4 104 c.2737G>A c.(2737-2739)GAG>AAG p.E913K

Pat_32 Pre-Treatment DYRK1A 1859 37 21 38862710 38862710 Missense_Mutation SNP C T 4 168 c.898C>T c.(898-900)CGC>TGC p.R300C

Pat_32 Pre-Treatment RIPK4 54101 37 21 43161318 43161318 Missense_Mutation SNP G A 4 120 c.2035C>T c.(2035-2037)CGC>TGC p.R679C

Pat_32 Pre-Treatment CBS 875 37 21 44478298 44478298 Missense_Mutation SNP G A 4 128 c.1424C>T c.(1423-1425)CCG>CTG p.P475L

Pat_32 Pre-Treatment RRP1 8568 37 21 45219501 45219501 Missense_Mutation SNP G A 4 52 c.862G>A c.(862-864)GAC>AAC p.D288N

Pat_32 Pre-Treatment ADARB1 104 37 21 46596515 46596515 Missense_Mutation SNP A T 5 148 c.899A>T c.(898-900)CAC>CTC p.H300L

Pat_32 Pre-Treatment DIP2A 23181 37 21 47987479 47987479 Missense_Mutation SNP C T 4 143 c.4660C>T c.(4660-4662)CGG>TGG p.R1554W

Pat_32 Pre-Treatment 5-Sep 5413 37 22 19708173 19708173 Missense_Mutation SNP G A 4 88 c.599G>A c.(598-600)CGG>CAG p.R200Q

Pat_32 Pre-Treatment 5-Sep 5413 37 22 19709223 19709223 Missense_Mutation SNP G A 4 105 c.778G>A c.(778-780)GTC>ATC p.V260I

Pat_32 Pre-Treatment TOP3B 8940 37 22 22326305 22326305 Missense_Mutation SNP C T 4 163 c.328G>A c.(328-330)GAC>AAC p.D110N

Pat_32 Pre-Treatment MYO18B 84700 37 22 26423222 26423222 Missense_Mutation SNP C T 4 144 c.7282C>T c.(7282-7284)CTC>TTC p.L2428F

Pat_32 Pre-Treatment EWSR1 2130 37 22 29684603 29684603 Nonsense_Mutation SNP C T 5 137 c.802C>T c.(802-804)CGA>TGA p.R268*

Pat_32 Pre-Treatment CABP7 164633 37 22 30123680 30123680 Missense_Mutation SNP C T 4 140 c.139C>T c.(139-141)CGT>TGT p.R47C

Pat_32 Pre-Treatment DEPDC5 9681 37 22 32198806 32198806 Nonsense_Mutation SNP C T 4 182 c.1063C>T c.(1063-1065)CAG>TAG p.Q355*

Pat_32 Pre-Treatment DNAJB7 150353 37 22 41257776 41257776 Missense_Mutation SNP C T 5 230 c.223G>A c.(223-225)GGA>AGA p.G75R

Pat_32 Pre-Treatment C22orf9 23313 37 22 45601715 45601715 Missense_Mutation SNP C T 4 34 c.295G>A c.(295-297)GAC>AAC p.D99N

Pat_32 Pre-Treatment GRAMD4 23151 37 22 47054119 47054119 Missense_Mutation SNP G A 3 58 c.319G>A c.(319-321)GCG>ACG p.A107T

Pat_32 Pre-Treatment BRD1 23774 37 22 50187865 50187865 Missense_Mutation SNP C T 4 90 c.2176G>A c.(2176-2178)GAC>AAC p.D726N

Pat_32 Pre-Treatment NCAPH2 29781 37 22 50954903 50954903 Missense_Mutation SNP G A 4 126 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_32 Pre-Treatment CPT1B 1375 37 22 51008832 51008832 Missense_Mutation SNP G A 3 46 c.2032C>T c.(2032-2034)CTC>TTC p.L678F

Pat_32 Pre-Treatment ITPR1 3708 37 3 4810392 4810392 Nonsense_Mutation SNP C T 4 164 c.5779C>T c.(5779-5781)CAG>TAG p.Q1927*

Pat_32 Pre-Treatment GRM7 2917 37 3 7503321 7503321 Missense_Mutation SNP G A 5 210 c.1427G>A c.(1426-1428)CGT>CAT p.R476H

Pat_32 Pre-Treatment SGOL1 151648 37 3 20216232 20216232 Missense_Mutation SNP G A 4 148 c.791C>T c.(790-792)ACG>ATG p.T264M

Pat_32 Pre-Treatment TGFBR2 7048 37 3 30713843 30713843 Missense_Mutation SNP G A 6 373 c.1168G>A c.(1168-1170)GAC>AAC p.D390N

Pat_32 Pre-Treatment CLASP2 23122 37 3 33644501 33644501 Missense_Mutation SNP C T 5 11 c.1867G>A c.(1867-1869)GTG>ATG p.V623M



Pat_32 Pre-Treatment TRANK1 9881 37 3 36875205 36875205 Missense_Mutation SNP T A 25 47 c.4087A>T c.(4087-4089)AAC>TAC p.N1363Y

Pat_32 Pre-Treatment DLEC1 9940 37 3 38163567 38163567 Nonsense_Mutation SNP C T 3 26 c.5026C>T c.(5026-5028)CAG>TAG p.Q1676*

Pat_32 Pre-Treatment WDR48 57599 37 3 39104667 39104667 Missense_Mutation SNP G A 4 181 c.175G>A c.(175-177)GTC>ATC p.V59I

Pat_32 Pre-Treatment NKTR 4820 37 3 42676768 42676768 Missense_Mutation SNP G A 4 115 c.1073G>A c.(1072-1074)AGC>AAC p.S358N

Pat_32 Pre-Treatment NBEAL2 23218 37 3 47049615 47049615 Missense_Mutation SNP G A 4 79 c.7658G>A c.(7657-7659)GGG>GAG p.G2553E

Pat_32 Pre-Treatment CELSR3 1951 37 3 48698077 48698077 Missense_Mutation SNP G A 4 81 c.1991C>T c.(1990-1992)GCT>GTT p.A664V

Pat_32 Pre-Treatment NDUFAF3 25915 37 3 49060595 49060595 Missense_Mutation SNP C T 4 139 c.545C>T c.(544-546)GCT>GTT p.A182V

Pat_32 Pre-Treatment QRICH1 54870 37 3 49094328 49094329 Missense_Mutation DNP CT TG 3 50 .1304_1305AG>CAc.(1303-1305)CAG>CCA p.Q435P

Pat_32 Pre-Treatment GNAT1 2779 37 3 50231059 50231059 Missense_Mutation SNP C A 3 70 c.412C>A c.(412-414)CGC>AGC p.R138S

Pat_32 Pre-Treatment ITIH4 3700 37 3 52851074 52851074 Missense_Mutation SNP C T 4 73 c.2297G>A c.(2296-2298)GGG>GAG p.G766E

Pat_32 Pre-Treatment ATXN7 6314 37 3 63981293 63981293 Missense_Mutation SNP G A 4 162 c.1795G>A c.(1795-1797)GTC>ATC p.V599I

Pat_32 Pre-Treatment CNTN3 5067 37 3 74313619 74313619 Missense_Mutation SNP G A 4 119 c.3020C>T c.(3019-3021)TCG>TTG p.S1007L

Pat_32 Pre-Treatment CCDC80 151887 37 3 112358361 112358361 Missense_Mutation SNP C T 4 163 c.392G>A c.(391-393)CGT>CAT p.R131H

Pat_32 Pre-Treatment ARHGAP31 57514 37 3 119118063 119118063 Nonsense_Mutation SNP C T 5 65 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_32 Pre-Treatment ARHGAP31 57514 37 3 119134452 119134452 Missense_Mutation SNP G A 6 36 c.3676G>A c.(3676-3678)GTT>ATT p.V1226I

Pat_32 Pre-Treatment GOLGB1 2804 37 3 121415795 121415795 Missense_Mutation SNP C T 4 143 c.3560G>A c.(3559-3561)CGC>CAC p.R1187H

Pat_32 Pre-Treatment SEMA5B 54437 37 3 122634464 122634464 Missense_Mutation SNP C T 4 26 c.1811G>A c.(1810-1812)CGG>CAG p.R604Q

Pat_32 Pre-Treatment SEMA5B 54437 37 3 122646735 122646735 Missense_Mutation SNP G A 4 52 c.752C>T c.(751-753)ACG>ATG p.T251M

Pat_32 Pre-Treatment AMOTL2 51421 37 3 134086424 134086424 Missense_Mutation SNP C T 4 187 c.1130G>A c.(1129-1131)AGG>AAG p.R377K

Pat_32 Pre-Treatment SGEF 26084 37 3 153972602 153972602 Missense_Mutation SNP G A 4 192 c.2462G>A c.(2461-2463)CGT>CAT p.R821H

Pat_32 Pre-Treatment WHSC1 7468 37 4 1980497 1980497 Missense_Mutation SNP G A 4 93 c.3959G>A c.(3958-3960)CGG>CAG p.R1320Q

Pat_32 Pre-Treatment GRK4 2868 37 4 2986281 2986281 Missense_Mutation SNP G A 17 70 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_32 Pre-Treatment EVC 2121 37 4 5806511 5806511 Missense_Mutation SNP C T 4 127 c.2504C>T c.(2503-2505)TCG>TTG p.S835L

Pat_32 Pre-Treatment ABLIM2 84448 37 4 8010776 8010776 Splice_Site SNP C T 4 148 c.1377_splice c.e14+1 p.K459_splice

Pat_32 Pre-Treatment ZNF518B 85460 37 4 10446269 10446269 Missense_Mutation SNP G A 4 60 c.1684C>T c.(1684-1686)CCT>TCT p.P562S

Pat_32 Pre-Treatment GPR125 166647 37 4 22422643 22422643 Missense_Mutation SNP C T 5 277 c.1675G>A c.(1675-1677)GTG>ATG p.V559M

Pat_32 Pre-Treatment DHX15 1665 37 4 24572443 24572443 Nonsense_Mutation SNP G A 5 63 c.535C>T c.(535-537)CGA>TGA p.R179*

Pat_32 Pre-Treatment RBM47 54502 37 4 40439807 40439807 Missense_Mutation SNP G C 3 72 c.1104C>G c.(1102-1104)AAC>AAG p.N368K

Pat_32 Pre-Treatment LNX1 84708 37 4 54374317 54374317 Missense_Mutation SNP G A 4 49 c.458C>T c.(457-459)GCG>GTG p.A153V

Pat_32 Pre-Treatment AMBN 258 37 4 71471998 71471998 Missense_Mutation SNP G A 4 61 c.895G>A c.(895-897)GGC>AGC p.G299S

Pat_32 Pre-Treatment SLC4A4 8671 37 4 72316945 72316945 Missense_Mutation SNP G T 46 191 c.1249G>T c.(1249-1251)GGG>TGG p.G417W

Pat_32 Pre-Treatment FRAS1 80144 37 4 79399122 79399122 Missense_Mutation SNP G A 4 59 c.8005G>A c.(8005-8007)GAT>AAT p.D2669N

Pat_32 Pre-Treatment HERC5 51191 37 4 89388313 89388313 Missense_Mutation SNP C T 4 143 c.1015C>T c.(1015-1017)CCG>TCG p.P339S

Pat_32 Pre-Treatment TET2 54790 37 4 106157980 106157980 Missense_Mutation SNP G A 4 112 c.2881G>A c.(2881-2883)GAA>AAA p.E961K

Pat_32 Pre-Treatment KIAA1109 84162 37 4 123160786 123160786 Missense_Mutation SNP C T 5 243 c.3949C>T c.(3949-3951)CGT>TGT p.R1317C

Pat_32 Pre-Treatment TTC29 83894 37 4 147628661 147628661 Missense_Mutation SNP G A 16 32 c.1373C>T c.(1372-1374)TCA>TTA p.S458L

Pat_32 Pre-Treatment PET112L 5188 37 4 152601041 152601041 Missense_Mutation SNP G A 4 172 c.1334C>T c.(1333-1335)CCT>CTT p.P445L

Pat_32 Pre-Treatment PLRG1 5356 37 4 155459133 155459133 Missense_Mutation SNP G A 4 178 c.1279C>T c.(1279-1281)CTT>TTT p.L427F

Pat_32 Pre-Treatment SPATA4 132851 37 4 177114113 177114113 Nonsense_Mutation SNP G A 4 100 c.463C>T c.(463-465)CGA>TGA p.R155*

Pat_32 Pre-Treatment FAT1 2195 37 4 187557879 187557879 Missense_Mutation SNP C T 6 315 c.3832G>A c.(3832-3834)GAC>AAC p.D1278N

Pat_32 Pre-Treatment LPCAT1 79888 37 5 1489956 1489956 Missense_Mutation SNP G A 8 325 c.511C>T c.(511-513)CGG>TGG p.R171W

Pat_32 Pre-Treatment MRPL36 64979 37 5 1798797 1798797 Missense_Mutation SNP G A 4 144 c.253C>T c.(253-255)CGG>TGG p.R85W

Pat_32 Pre-Treatment DNAJC21 134218 37 5 34937509 34937509 Nonsense_Mutation SNP C T 16 24 c.517C>T c.(517-519)CGA>TGA p.R173*

Pat_32 Pre-Treatment NIPBL 25836 37 5 36986086 36986086 Missense_Mutation SNP C T 32 69 c.2804C>T c.(2803-2805)CCT>CTT p.P935L

Pat_32 Pre-Treatment EGFLAM 133584 37 5 38425067 38425067 Splice_Site SNP A T 4 50 c.1685_splice c.e13-2 p.G562_splice

Pat_32 Pre-Treatment MAST4 375449 37 5 66459110 66459110 Missense_Mutation SNP G A 4 133 c.3536G>A c.(3535-3537)CGA>CAA p.R1179Q

Pat_32 Pre-Treatment RGNEF 64283 37 5 73072487 73072487 Missense_Mutation SNP G A 5 256 c.806G>A c.(805-807)CGG>CAG p.R269Q



Pat_32 Pre-Treatment DMGDH 29958 37 5 78347109 78347109 Splice_Site SNP C T 4 123 c.745_splice c.e5+1 p.G249_splice

Pat_32 Pre-Treatment NR2F1 7025 37 5 92923685 92923685 Missense_Mutation SNP G A 4 173 c.526G>A c.(526-528)GGG>AGG p.G176R

Pat_32 Pre-Treatment CAST 831 37 5 96090398 96090398 Missense_Mutation SNP G A 4 78 c.1414G>A c.(1414-1416)GAA>AAA p.E472K

Pat_32 Pre-Treatment CHD1 1105 37 5 98229259 98229259 Nonsense_Mutation SNP G A 4 110 c.1852C>T c.(1852-1854)CGA>TGA p.R618*

Pat_32 Pre-Treatment PPIP5K2 23262 37 5 102503001 102503001 Missense_Mutation SNP G A 4 136 c.2039G>A c.(2038-2040)CGA>CAA p.R680Q

Pat_32 Pre-Treatment WDR36 134430 37 5 110448839 110448839 Missense_Mutation SNP C T 4 132 c.1951C>T c.(1951-1953)CTT>TTT p.L651F

Pat_32 Pre-Treatment ALDH7A1 501 37 5 125929071 125929071 Missense_Mutation SNP T G 5 178 c.218A>C c.(217-219)AAC>ACC p.N73T

Pat_32 Pre-Treatment SLC12A2 6558 37 5 127493771 127493771 Missense_Mutation SNP C T 4 83 c.2390C>T c.(2389-2391)GCT>GTT p.A797V

Pat_32 Pre-Treatment SLC27A6 28965 37 5 128324361 128324361 Missense_Mutation SNP G T 4 127 c.754G>T c.(754-756)GGT>TGT p.G252C

Pat_32 Pre-Treatment IL5 3567 37 5 131879182 131879182 Translation_Start_Site SNP G A 3 63 c.-11C>T c.(-13--9)AACGT>AATGT

Pat_32 Pre-Treatment TXNDC15 79770 37 5 134229210 134229210 Missense_Mutation SNP G A 5 302 c.620G>A c.(619-621)GGT>GAT p.G207D

Pat_32 Pre-Treatment KLHL3 26249 37 5 136969816 136969816 Missense_Mutation SNP G A 3 84 c.1360C>T c.(1360-1362)CGC>TGC p.R454C

Pat_32 Pre-Treatment KIF20A 10112 37 5 137519954 137519954 Missense_Mutation SNP G A 5 242 c.1379G>A c.(1378-1380)CGT>CAT p.R460H

Pat_32 Pre-Treatment CDC25C 995 37 5 137666711 137666711 Missense_Mutation SNP A T 4 150 c.159T>A c.(157-159)TTT>TTA p.F53L

Pat_32 Pre-Treatment PSD2 84249 37 5 139201522 139201522 Missense_Mutation SNP G A 5 189 c.1142G>A c.(1141-1143)CGT>CAT p.R381H

Pat_32 Pre-Treatment HARS2 23438 37 5 140076194 140076194 Missense_Mutation SNP G A 4 78 c.821G>A c.(820-822)TGT>TAT p.C274Y

Pat_32 Pre-Treatment PCDHB15 56121 37 5 140627271 140627271 Missense_Mutation SNP G A 4 175 c.2125G>A c.(2125-2127)GTG>ATG p.V709M

Pat_32 Pre-Treatment PCDH1 5097 37 5 141244687 141244687 Missense_Mutation SNP G T 4 135 c.1209C>A c.(1207-1209)AAC>AAA p.N403K

Pat_32 Pre-Treatment ANXA6 309 37 5 150498887 150498887 Missense_Mutation SNP C T 4 101 c.1412G>A c.(1411-1413)CGG>CAG p.R471Q

Pat_32 Pre-Treatment C5orf4 10826 37 5 154199982 154199982 Missense_Mutation SNP G A 4 126 c.896C>T c.(895-897)ACT>ATT p.T299I

Pat_32 Pre-Treatment TIMD4 91937 37 5 156378634 156378634 Missense_Mutation SNP C T 4 121 c.568G>A c.(568-570)GTC>ATC p.V190I

Pat_32 Pre-Treatment SLIT3 6586 37 5 168112718 168112718 Nonsense_Mutation SNP G A 3 49 c.3529C>T c.(3529-3531)CGA>TGA p.R1177*

Pat_32 Pre-Treatment BTN2A3 54718 37 6 26423221 26423221 Missense_Mutation SNP C T 4 144 c.140C>T c.(139-141)ACG>ATG p.T47M

Pat_32 Pre-Treatment BAT5 7920 37 6 31655427 31655427 Missense_Mutation SNP C A 4 43 c.1538G>T c.(1537-1539)TGG>TTG p.W513L

Pat_32 Pre-Treatment EGFL8 80864 37 6 32135716 32135716 Missense_Mutation SNP G A 4 167 c.865G>A c.(865-867)GGC>AGC p.G289S

Pat_32 Pre-Treatment PHF1 5252 37 6 33382064 33382064 Missense_Mutation SNP G A 4 107 c.797G>A c.(796-798)TGT>TAT p.C266Y

Pat_32 Pre-Treatment SCUBE3 222663 37 6 35210996 35210996 Missense_Mutation SNP G A 4 52 c.1892G>A c.(1891-1893)CGT>CAT p.R631H

Pat_32 Pre-Treatment FKBP5 2289 37 6 35604904 35604904 Missense_Mutation SNP G A 3 70 c.137C>T c.(136-138)ACG>ATG p.T46M

Pat_32 Pre-Treatment TREML1 340205 37 6 41117416 41117416 Missense_Mutation SNP C T 3 54 c.862G>A c.(862-864)GGA>AGA p.G288R

Pat_32 Pre-Treatment ZNF318 24149 37 6 43323731 43323731 Missense_Mutation SNP C A 4 45 c.1341G>T c.(1339-1341)CAG>CAT p.Q447H

Pat_32 Pre-Treatment SLC25A27 9481 37 6 46632515 46632515 Missense_Mutation SNP C T 4 36 c.511C>T c.(511-513)CGT>TGT p.R171C

Pat_32 Pre-Treatment TNFRSF21 27242 37 6 47253929 47253929 Missense_Mutation SNP G A 5 272 c.499C>T c.(499-501)CGG>TGG p.R167W

Pat_32 Pre-Treatment IL17A 3605 37 6 52054023 52054023 Missense_Mutation SNP G A 4 82 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_32 Pre-Treatment MCM3 4172 37 6 52138606 52138606 Missense_Mutation SNP G A 4 109 c.1483C>T c.(1483-1485)CGG>TGG p.R495W

Pat_32 Pre-Treatment RARS2 57038 37 6 88229427 88229427 Splice_Site SNP T A 4 54 c.1113_splice c.e14-1 p.R371_splice

Pat_32 Pre-Treatment HDDC2 51020 37 6 125623283 125623283 Splice_Site SNP C T 3 9 c.-203_splice c.e1-1

Pat_32 Pre-Treatment THEMIS 387357 37 6 128150855 128150855 Missense_Mutation SNP G T 4 107 c.475C>A c.(475-477)CAA>AAA p.Q159K

Pat_32 Pre-Treatment LAMA2 3908 37 6 129824276 129824276 Missense_Mutation SNP G A 4 125 c.8398G>A c.(8398-8400)GGC>AGC p.G2800S

Pat_32 Pre-Treatment PDE7B 27115 37 6 136476819 136476819 Missense_Mutation SNP G A 4 48 c.634G>A c.(634-636)GCA>ACA p.A212T

Pat_32 Pre-Treatment HECA 51696 37 6 139487505 139487505 Missense_Mutation SNP A G 3 82 c.356A>G c.(355-357)AAC>AGC p.N119S

Pat_32 Pre-Treatment ULBP1 80329 37 6 150290465 150290465 Missense_Mutation SNP G T 5 90 c.594G>T c.(592-594)TTG>TTT p.L198F

Pat_32 Pre-Treatment MTHFD1L 25902 37 6 151281463 151281463 Missense_Mutation SNP C T 3 54 c.1856C>T c.(1855-1857)ACG>ATG p.T619M

Pat_32 Pre-Treatment IGF2R 3482 37 6 160468929 160468929 Missense_Mutation SNP G A 4 48 c.2335G>A c.(2335-2337)GAC>AAC p.D779N

Pat_32 Pre-Treatment HEATR2 54919 37 7 813785 813785 Missense_Mutation SNP G A 4 90 c.2032G>A c.(2032-2034)GTG>ATG p.V678M

Pat_32 Pre-Treatment GPR146 115330 37 7 1097539 1097539 Missense_Mutation SNP G A 4 171 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_32 Pre-Treatment CHST12 55501 37 7 2473010 2473010 Missense_Mutation SNP G A 5 186 c.736G>A c.(736-738)GAC>AAC p.D246N

Pat_32 Pre-Treatment LFNG 3955 37 7 2565976 2565976 Missense_Mutation SNP G A 4 171 c.920G>A c.(919-921)CGC>CAC p.R307H



Pat_32 Pre-Treatment EIF2AK1 27102 37 7 6078293 6078293 Missense_Mutation SNP G A 4 104 c.1129C>T c.(1129-1131)CAC>TAC p.H377Y

Pat_32 Pre-Treatment EIF2AK1 27102 37 7 6094198 6094198 Missense_Mutation SNP G A 4 151 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_32 Pre-Treatment ETV1 2115 37 7 13971154 13971154 Missense_Mutation SNP C T 5 96 c.775G>A c.(775-777)GAA>AAA p.E259K

Pat_32 Pre-Treatment IGF2BP3 10643 37 7 23353172 23353172 Missense_Mutation SNP G A 4 183 c.1496C>T c.(1495-1497)GCT>GTT p.A499V

Pat_32 Pre-Treatment AVL9 23080 37 7 32609732 32609732 Missense_Mutation SNP G A 6 490 c.1316G>A c.(1315-1317)CGA>CAA p.R439Q

Pat_32 Pre-Treatment GCK 2645 37 7 44191932 44191932 Missense_Mutation SNP C T 4 179 c.301G>A c.(301-303)GTG>ATG p.V101M

Pat_32 Pre-Treatment CAMK2B 816 37 7 44294171 44294171 Missense_Mutation SNP G A 4 161 c.311C>T c.(310-312)GCG>GTG p.A104V

Pat_32 Pre-Treatment WBSCR17 64409 37 7 71177125 71177125 Missense_Mutation SNP C G 20 77 c.1791C>G c.(1789-1791)ATC>ATG p.I597M

Pat_32 Pre-Treatment SEMA3D 223117 37 7 84694808 84694808 Missense_Mutation SNP C T 104 51 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_32 Pre-Treatment PON2 5445 37 7 95035519 95035519 Missense_Mutation SNP T G 272 129 c.818A>C c.(817-819)GAT>GCT p.D273A

Pat_32 Pre-Treatment BRI3 25798 37 7 97920524 97920524 Missense_Mutation SNP G A 4 144 c.347G>A c.(346-348)CGA>CAA p.R116Q

Pat_32 Pre-Treatment ZKSCAN5 23660 37 7 99129309 99129309 Nonsense_Mutation SNP C T 5 162 c.1957C>T c.(1957-1959)CGA>TGA p.R653*

Pat_32 Pre-Treatment C7orf43 55262 37 7 99755485 99755485 Missense_Mutation SNP G T 4 163 c.488C>A c.(487-489)CCA>CAA p.P163Q

Pat_32 Pre-Treatment C7orf61 402573 37 7 100061062 100061062 Missense_Mutation SNP G A 5 368 c.311C>T c.(310-312)CCG>CTG p.P104L

Pat_32 Pre-Treatment FBXO24 26261 37 7 100184264 100184264 Missense_Mutation SNP G A 7 261 c.16G>A c.(16-18)GTC>ATC p.V6I

Pat_32 Pre-Treatment MUC17 140453 37 7 100691297 100691297 Missense_Mutation SNP C T 4 149 c.12436C>T c.(12436-12438)CGC>TGC p.R4146C

Pat_32 Pre-Treatment MYL10 93408 37 7 101256769 101256769 Missense_Mutation SNP C T 4 171 c.667G>A c.(667-669)GAA>AAA p.E223K

Pat_32 Pre-Treatment ASB15 142685 37 7 123267235 123267235 Missense_Mutation SNP G A 6 197 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_32 Pre-Treatment TNPO3 23534 37 7 128633886 128633886 Missense_Mutation SNP A T 26 157 c.1241T>A c.(1240-1242)ATA>AAA p.I414K

Pat_32 Pre-Treatment ZC3HC1 51530 37 7 129668867 129668867 Nonsense_Mutation SNP G A 4 77 c.496C>T c.(496-498)CGA>TGA p.R166*

Pat_32 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 125 70 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_32 Pre-Treatment CLCN1 1180 37 7 143029823 143029823 Missense_Mutation SNP C T 7 491 c.1258C>T c.(1258-1260)CCC>TCC p.P420S

Pat_32 Pre-Treatment SSPO 23145 37 7 149474091 149474091 Missense_Mutation SNP G A 4 148 c.301G>A c.(301-303)GCC>ACC p.A101T

Pat_32 Pre-Treatment NOS3 4846 37 7 150707839 150707839 Missense_Mutation SNP G A 4 118 c.2840G>A c.(2839-2841)AGC>AAC p.S947N

Pat_32 Pre-Treatment SLC4A2 6522 37 7 150761787 150761787 Missense_Mutation SNP C T 4 90 c.392C>T c.(391-393)GCC>GTC p.A131V

Pat_32 Pre-Treatment PTPRN2 5799 37 7 157926656 157926656 Missense_Mutation SNP C A 10 93 c.1269G>T c.(1267-1269)ATG>ATT p.M423I

Pat_32 Pre-Treatment RP1L1 94137 37 8 10470173 10470173 Missense_Mutation SNP C T 3 26 c.1435G>A c.(1435-1437)GGG>AGG p.G479R

Pat_32 Pre-Treatment RAB11FIP1 80223 37 8 37729460 37729460 Missense_Mutation SNP C T 5 188 c.2860G>A c.(2860-2862)GAT>AAT p.D954N

Pat_32 Pre-Treatment TACC1 6867 37 8 38677330 38677330 Missense_Mutation SNP G A 4 113 c.568G>A c.(568-570)GCC>ACC p.A190T

Pat_32 Pre-Treatment IDO1 3620 37 8 39780096 39780096 Missense_Mutation SNP C T 13 44 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_32 Pre-Treatment LYPLA1 10434 37 8 54960666 54960666 Missense_Mutation SNP C G 4 127 c.652G>C c.(652-654)GTC>CTC p.V218L

Pat_32 Pre-Treatment KCNB2 9312 37 8 73850301 73850301 Missense_Mutation SNP G A 5 114 c.2711G>A c.(2710-2712)TGT>TAT p.C904Y

Pat_32 Pre-Treatment RPL7 6129 37 8 74203856 74203856 Missense_Mutation SNP G T 4 114 c.469C>A c.(469-471)CGT>AGT p.R157S

Pat_32 Pre-Treatment KLF10 7071 37 8 103663709 103663709 Missense_Mutation SNP G A 31 49 c.851C>T c.(850-852)CCT>CTT p.P284L

Pat_32 Pre-Treatment RIMS2 9699 37 8 105001612 105001612 Missense_Mutation SNP C T 4 172 c.2341C>T c.(2341-2343)CGT>TGT p.R781C

Pat_32 Pre-Treatment TMEM74 157753 37 8 109797038 109797038 Missense_Mutation SNP C T 4 116 c.290G>A c.(289-291)CGG>CAG p.R97Q

Pat_32 Pre-Treatment ZHX2 22882 37 8 123965305 123965305 Missense_Mutation SNP G A 3 70 c.1555G>A c.(1555-1557)GGT>AGT p.G519S

Pat_32 Pre-Treatment KLHL38 340359 37 8 124664685 124664685 Missense_Mutation SNP G A 4 91 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_32 Pre-Treatment GPR172A 79581 37 8 145583069 145583069 Missense_Mutation SNP A G 3 34 c.116A>G c.(115-117)AAA>AGA p.K39R

Pat_32 Pre-Treatment TEK 7010 37 9 27180258 27180258 Missense_Mutation SNP G A 4 132 c.922G>A c.(922-924)GGG>AGG p.G308R

Pat_32 Pre-Treatment SMU1 55234 37 9 33053233 33053233 Missense_Mutation SNP G A 4 159 c.1178C>T c.(1177-1179)ACC>ATC p.T393I

Pat_32 Pre-Treatment GALT 2592 37 9 34648886 34648886 Missense_Mutation SNP G A 3 30 c.815G>A c.(814-816)CGT>CAT p.R272H

Pat_32 Pre-Treatment TMEM2 23670 37 9 74365121 74365121 Missense_Mutation SNP G A 4 169 c.169C>T c.(169-171)CGG>TGG p.R57W

Pat_32 Pre-Treatment BICD2 23299 37 9 95485026 95485026 Missense_Mutation SNP C T 3 55 c.518G>A c.(517-519)CGG>CAG p.R173Q

Pat_32 Pre-Treatment C9orf5 23731 37 9 111819554 111819554 Missense_Mutation SNP G A 4 82 c.1771C>T c.(1771-1773)CGT>TGT p.R591C

Pat_32 Pre-Treatment CEP110 11064 37 9 123902994 123902994 Missense_Mutation SNP C T 3 45 c.2413C>T c.(2413-2415)CGT>TGT p.R805C

Pat_32 Pre-Treatment PTGS1 5742 37 9 125148833 125148833 Missense_Mutation SNP G A 5 273 c.1118G>A c.(1117-1119)CGC>CAC p.R373H



Pat_32 Pre-Treatment NEK6 10783 37 9 127101942 127101942 Missense_Mutation SNP G A 4 137 c.715G>A c.(715-717)GAG>AAG p.E239K

Pat_32 Pre-Treatment GARNL3 84253 37 9 130106529 130106529 Nonsense_Mutation SNP C T 5 173 c.1267C>T c.(1267-1269)CGA>TGA p.R423*

Pat_32 Pre-Treatment C9orf117 286207 37 9 130474995 130474995 Missense_Mutation SNP G A 4 152 c.1145G>A c.(1144-1146)CGC>CAC p.R382H

Pat_32 Pre-Treatment GOLGA2 2801 37 9 131023072 131023072 Missense_Mutation SNP G A 3 26 c.1349C>T c.(1348-1350)CCG>CTG p.P450L

Pat_32 Pre-Treatment RAPGEF1 2889 37 9 134514039 134514039 Missense_Mutation SNP C T 5 200 c.583G>A c.(583-585)GTG>ATG p.V195M

Pat_32 Pre-Treatment C9orf171 389799 37 9 135374771 135374771 Nonsense_Mutation SNP G A 5 92 c.416G>A c.(415-417)TGG>TAG p.W139*

Pat_32 Pre-Treatment CAMSAP1 157922 37 9 138710442 138710442 Missense_Mutation SNP C T 4 60 c.3980G>A c.(3979-3981)CGG>CAG p.R1327Q

Pat_32 Pre-Treatment NOTCH1 4851 37 9 139399496 139399496 Nonsense_Mutation SNP G T 3 37 c.4647C>A c.(4645-4647)TGC>TGA p.C1549*

Pat_32 Pre-Treatment C9orf86 55684 37 9 139734188 139734188 Missense_Mutation SNP G A 4 195 c.1801G>A c.(1801-1803)GAG>AAG p.E601K

Pat_32 Pre-Treatment PNPLA7 375775 37 9 140391712 140391712 Missense_Mutation SNP C T 2 1 c.1865G>A c.(1864-1866)CGC>CAC p.R622H

Pat_32 Pre-Treatment PLCXD1 55344 37 X 215775 215775 Missense_Mutation SNP G A 4 134 c.745G>A c.(745-747)GTG>ATG p.V249M

Pat_32 Pre-Treatment SFRS17A 8227 37 X 1712719 1712719 Missense_Mutation SNP C T 7 377 c.364C>T c.(364-366)CCC>TCC p.P122S

Pat_32 Pre-Treatment ARSE 415 37 X 2856263 2856263 Missense_Mutation SNP G A 4 85 c.1162C>T c.(1162-1164)CGC>TGC p.R388C

Pat_32 Pre-Treatment WWC3 55841 37 X 10085354 10085354 Missense_Mutation SNP G A 4 153 c.1255G>A c.(1255-1257)GAC>AAC p.D419N

Pat_32 Pre-Treatment HCCS 3052 37 X 11139086 11139086 Missense_Mutation SNP C A 6 365 c.581C>A c.(580-582)CCA>CAA p.P194Q

Pat_32 Pre-Treatment ARHGAP6 395 37 X 11196273 11196273 Missense_Mutation SNP G A 6 142 c.1576C>T c.(1576-1578)CTC>TTC p.L526F

Pat_32 Pre-Treatment OTC 5009 37 X 38260652 38260652 Missense_Mutation SNP C A 19 122 c.511C>A c.(511-513)CAG>AAG p.Q171K

Pat_32 Pre-Treatment RGN 9104 37 X 46949351 46949351 Missense_Mutation SNP G A 4 192 c.523G>A c.(523-525)GTG>ATG p.V175M

Pat_32 Pre-Treatment MAGIX 79917 37 X 49021378 49021378 Missense_Mutation SNP G A 4 164 c.457G>A c.(457-459)GTG>ATG p.V153M

Pat_32 Pre-Treatment SLC7A3 84889 37 X 70148757 70148757 Missense_Mutation SNP C T 63 51 c.466G>A c.(466-468)GTG>ATG p.V156M

Pat_32 Pre-Treatment NLGN3 54413 37 X 70387443 70387443 Missense_Mutation SNP C T 4 151 c.1496C>T c.(1495-1497)TCG>TTG p.S499L

Pat_32 Pre-Treatment NONO 4841 37 X 70517748 70517748 Missense_Mutation SNP G A 4 66 c.1091G>A c.(1090-1092)CGG>CAG p.R364Q

Pat_32 Pre-Treatment PCDH11X 27328 37 X 91133749 91133749 Missense_Mutation SNP G A 4 172 c.2510G>A c.(2509-2511)CGC>CAC p.R837H

Pat_32 Pre-Treatment AMOT 154796 37 X 112021870 112021870 Missense_Mutation SNP A C 128 168 c.3180T>G c.(3178-3180)AAT>AAG p.N1060K

Pat_32 Pre-Treatment CT47B1 643311 37 X 120009341 120009341 Missense_Mutation SNP C T 6 164 c.184G>A c.(184-186)GGG>AGG p.G62R

Pat_32 Pre-Treatment XPNPEP2 7512 37 X 128896706 128896706 Missense_Mutation SNP G A 4 189 c.1700G>A c.(1699-1701)CGT>CAT p.R567H

Pat_32 Pre-Treatment L1CAM 3897 37 X 153130303 153130303 Missense_Mutation SNP G A 4 167 c.3019C>T c.(3019-3021)CGG>TGG p.R1007W

Pat_32 Pre-Treatment FLNA 2316 37 X 153593066 153593066 Missense_Mutation SNP G A 4 109 c.1850C>T c.(1849-1851)TCG>TTG p.S617L

Pat_32 Pre-Treatment FAM50A 9130 37 X 153678271 153678271 Missense_Mutation SNP G A 4 99 c.821G>A c.(820-822)GGG>GAG p.G274E

Pat_32 Pre-Treatment PLXNA3 55558 37 X 153698040 153698040 Missense_Mutation SNP G A 4 123 c.4708G>A c.(4708-4710)GGT>AGT p.G1570S

Pat_32 Post-Resistance CPSF3L 54973 37 1 1255905 1255905 Missense_Mutation SNP C T 4 225 c.131G>A c.(130-132)CGC>CAC p.R44H

Pat_32 Post-Resistance PLCH2 9651 37 1 2436053 2436053 Missense_Mutation SNP G A 3 46 c.3652G>A c.(3652-3654)GAA>AAA p.E1218K

Pat_32 Post-Resistance PGD 5226 37 1 10471598 10471598 Missense_Mutation SNP G A 4 166 c.643G>A c.(643-645)GAG>AAG p.E215K

Pat_32 Post-Resistance ATP13A2 23400 37 1 17316621 17316621 Splice_Site SNP C T 4 120 c.2412_splice c.e21+1 p.K804_splice

Pat_32 Post-Resistance IGSF21 84966 37 1 18691918 18691918 Missense_Mutation SNP C A 64 145 c.742C>A c.(742-744)CGT>AGT p.R248S

Pat_32 Post-Resistance MYOM3 127294 37 1 24384024 24384024 Missense_Mutation SNP G A 4 107 c.4144C>T c.(4144-4146)CGC>TGC p.R1382C

Pat_32 Post-Resistance NIPAL3 57185 37 1 24790611 24790611 Splice_Site SNP G T 5 71 c.1021_splice c.e11+1 p.G341_splice

Pat_32 Post-Resistance ADC 113451 37 1 33583557 33583557 Missense_Mutation SNP G T 93 242 c.1084G>T c.(1084-1086)GAT>TAT p.D362Y

Pat_32 Post-Resistance CSMD2 114784 37 1 34100918 34100918 Missense_Mutation SNP C T 3 45 c.4862G>A c.(4861-4863)GGA>GAA p.G1621E

Pat_32 Post-Resistance ZMYM4 9202 37 1 35857903 35857903 Missense_Mutation SNP C A 4 219 c.2678C>A c.(2677-2679)GCA>GAA p.A893E

Pat_32 Post-Resistance C1orf50 79078 37 1 43239249 43239249 Nonsense_Mutation SNP C T 4 176 c.211C>T c.(211-213)CGA>TGA p.R71*

Pat_32 Post-Resistance SLC2A1 6513 37 1 43396841 43396841 Missense_Mutation SNP G A 4 162 c.151C>T c.(151-153)CGC>TGC p.R51C

Pat_32 Post-Resistance TIE1 7075 37 1 43785133 43785133 Missense_Mutation SNP C T 5 394 c.3040C>T c.(3040-3042)CGT>TGT p.R1014C

Pat_32 Post-Resistance RNF220 55182 37 1 44878253 44878253 Missense_Mutation SNP G A 61 150 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_32 Post-Resistance STIL 6491 37 1 47717257 47717257 Missense_Mutation SNP C T 95 176 c.3415G>A c.(3415-3417)GAG>AAG p.E1139K

Pat_32 Post-Resistance C1orf168 199920 37 1 57216756 57216756 Missense_Mutation SNP G A 65 192 c.1348C>T c.(1348-1350)CCT>TCT p.P450S

Pat_32 Post-Resistance PGM1 5236 37 1 64101904 64101904 Splice_Site SNP G A 4 210 c.874_splice c.e6-1 p.D292_splice



Pat_32 Post-Resistance JAK1 3716 37 1 65330535 65330535 Nonsense_Mutation SNP C A 5 172 c.1111G>T c.(1111-1113)GAA>TAA p.E371*

Pat_32 Post-Resistance SFRS11 9295 37 1 70716106 70716106 Nonsense_Mutation SNP C T 3 40 c.1177C>T c.(1177-1179)CGA>TGA p.R393*

Pat_32 Post-Resistance FAM73A 374986 37 1 78326966 78326966 Missense_Mutation SNP G A 4 219 c.1333G>A c.(1333-1335)GAT>AAT p.D445N

Pat_32 Post-Resistance DENND2D 79961 37 1 111731865 111731865 Missense_Mutation SNP A G 3 206 c.983T>C c.(982-984)GTC>GCC p.V328A

Pat_32 Post-Resistance SYCP1 6847 37 1 115399208 115399208 Nonsense_Mutation SNP T A 15 142 c.123T>A c.(121-123)TGT>TGA p.C41*

Pat_32 Post-Resistance PGLYRP3 114771 37 1 153276341 153276341 Missense_Mutation SNP G A 4 214 c.521C>T c.(520-522)CCC>CTC p.P174L

Pat_32 Post-Resistance PEAR1 375033 37 1 156883232 156883232 Missense_Mutation SNP G A 55 30 c.2561G>A c.(2560-2562)GGG>GAG p.G854E

Pat_32 Post-Resistance SPTA1 6708 37 1 158636110 158636110 Missense_Mutation SNP C T 51 185 c.2216G>A c.(2215-2217)CGT>CAT p.R739H

Pat_32 Post-Resistance DDR2 4921 37 1 162731149 162731149 Missense_Mutation SNP C T 4 161 c.1004C>T c.(1003-1005)ACG>ATG p.T335M

Pat_32 Post-Resistance LMX1A 4009 37 1 165175236 165175236 Missense_Mutation SNP C T 13 88 c.853G>A c.(853-855)GGA>AGA p.G285R

Pat_32 Post-Resistance LRRC52 440699 37 1 165532788 165532788 Nonsense_Mutation SNP G A 4 84 c.669G>A c.(667-669)TGG>TGA p.W223*

Pat_32 Post-Resistance F5 2153 37 1 169510502 169510502 Missense_Mutation SNP G T 12 482 c.3826C>A c.(3826-3828)CTT>ATT p.L1276I

Pat_32 Post-Resistance PLA2G4A 5321 37 1 186880412 186880412 Missense_Mutation SNP T C 33 174 c.449T>C c.(448-450)CTG>CCG p.L150P

Pat_32 Post-Resistance VASH2 79805 37 1 213134526 213134526 Missense_Mutation SNP C T 13 122 c.295C>T c.(295-297)CCA>TCA p.P99S

Pat_32 Post-Resistance URB2 9816 37 1 229770776 229770776 Missense_Mutation SNP A G 12 29 c.416A>G c.(415-417)TAC>TGC p.Y139C

Pat_32 Post-Resistance TRIM67 440730 37 1 231344960 231344960 Missense_Mutation SNP G A 3 46 c.2087G>A c.(2086-2088)CGC>CAC p.R696H

Pat_32 Post-Resistance OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 11 228 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_32 Post-Resistance PRPF18 8559 37 10 13658449 13658449 Missense_Mutation SNP G A 86 148 c.844G>A c.(844-846)GGT>AGT p.G282S

Pat_32 Post-Resistance PTER 9317 37 10 16528567 16528567 Missense_Mutation SNP C A 4 200 c.649C>A c.(649-651)CAA>AAA p.Q217K

Pat_32 Post-Resistance SVIL 6840 37 10 29759388 29759388 Missense_Mutation SNP C T 4 148 c.5660G>A c.(5659-5661)CGT>CAT p.R1887H

Pat_32 Post-Resistance ANKRD30A 91074 37 10 37430688 37430688 Missense_Mutation SNP C T 7 104 c.695C>T c.(694-696)GCG>GTG p.A232V

Pat_32 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 7 113 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_32 Post-Resistance ANKRD30A 91074 37 10 37431014 37431014 Missense_Mutation SNP A T 4 163 c.1021A>T c.(1021-1023)AGT>TGT p.S341C

Pat_32 Post-Resistance PCDH15 65217 37 10 56106157 56106157 Nonsense_Mutation SNP C A 78 132 c.562G>T c.(562-564)GAG>TAG p.E188*

Pat_32 Post-Resistance CISD1 55847 37 10 60047357 60047357 Missense_Mutation SNP G A 3 63 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_32 Post-Resistance DLG5 9231 37 10 79576788 79576788 Missense_Mutation SNP C T 4 177 c.3851G>A c.(3850-3852)CGG>CAG p.R1284Q

Pat_32 Post-Resistance ZRANB1 54764 37 10 126673442 126673442 Missense_Mutation SNP C T 4 144 c.2008C>T c.(2008-2010)CGG>TGG p.R670W

Pat_32 Post-Resistance MKI67 4288 37 10 129902825 129902825 Missense_Mutation SNP G T 20 128 c.7279C>A c.(7279-7281)CCT>ACT p.P2427T

Pat_32 Post-Resistance TRIM6-TRIM34 445372 37 11 5663725 5663725 Missense_Mutation SNP A G 28 50 c.1925A>G c.(1924-1926)CAA>CGA p.Q642R

Pat_32 Post-Resistance ABCC8 6833 37 11 17483161 17483161 Missense_Mutation SNP T A 8 70 c.791A>T c.(790-792)CAA>CTA p.Q264L

Pat_32 Post-Resistance USH1C 10083 37 11 17548874 17548874 Missense_Mutation SNP C T 10 91 c.392G>A c.(391-393)GGG>GAG p.G131E

Pat_32 Post-Resistance CCDC86 79080 37 11 60609745 60609745 Missense_Mutation SNP A T 3 23 c.148A>T c.(148-150)AGT>TGT p.S50C

Pat_32 Post-Resistance PLCB3 5331 37 11 64032908 64032908 Missense_Mutation SNP G A 4 93 c.2969G>A c.(2968-2970)CGC>CAC p.R990H

Pat_32 Post-Resistance MAP6 4135 37 11 75319188 75319188 Missense_Mutation SNP C G 3 110 c.1085G>C c.(1084-1086)AGC>ACC p.S362T

Pat_32 Post-Resistance MRE11A 4361 37 11 94197342 94197342 Missense_Mutation SNP G A 4 193 c.1162C>T c.(1162-1164)CGG>TGG p.R388W

Pat_32 Post-Resistance CASP5 838 37 11 104872837 104872837 Missense_Mutation SNP G C 4 98 c.635C>G c.(634-636)GCT>GGT p.A212G

Pat_32 Post-Resistance HTR3A 3359 37 11 113856791 113856791 Missense_Mutation SNP G A 46 286 c.617G>A c.(616-618)AGG>AAG p.R206K

Pat_32 Post-Resistance ARHGAP32 9743 37 11 128840325 128840325 Missense_Mutation SNP G A 3 135 c.4741C>T c.(4741-4743)CGG>TGG p.R1581W

Pat_32 Post-Resistance LEPREL2 10536 37 12 6946600 6946600 Missense_Mutation SNP G A 9 34 c.1574G>A c.(1573-1575)GGG>GAG p.G525E

Pat_32 Post-Resistance PTPN6 5777 37 12 7069358 7069358 Missense_Mutation SNP G A 4 92 c.1537G>A c.(1537-1539)GCC>ACC p.A513T

Pat_32 Post-Resistance KLRC1 3821 37 12 10601985 10601985 Missense_Mutation SNP G A 5 480 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_32 Post-Resistance KIAA0528 9847 37 12 22624408 22624408 Missense_Mutation SNP T A 27 160 c.2283A>T c.(2281-2283)AAA>AAT p.K761N

Pat_32 Post-Resistance DHH 50846 37 12 49484169 49484169 Missense_Mutation SNP C T 3 34 c.664G>A c.(664-666)GGA>AGA p.G222R

Pat_32 Post-Resistance KRT73 319101 37 12 53010074 53010074 Missense_Mutation SNP C G 4 105 c.538G>C c.(538-540)GAG>CAG p.E180Q

Pat_32 Post-Resistance KIF5A 3798 37 12 57970140 57970140 Missense_Mutation SNP A T 7 67 c.2177A>T c.(2176-2178)AAG>ATG p.K726M

Pat_32 Post-Resistance XPOT 11260 37 12 64823867 64823867 Missense_Mutation SNP A C 84 69 c.1776A>C c.(1774-1776)CAA>CAC p.Q592H

Pat_32 Post-Resistance NAV3 89795 37 12 78513382 78513382 Missense_Mutation SNP C T 4 169 c.3406C>T c.(3406-3408)CGC>TGC p.R1136C



Pat_32 Post-Resistance FICD 11153 37 12 108912930 108912930 Missense_Mutation SNP C T 4 139 c.1055C>T c.(1054-1056)GCA>GTA p.A352V

Pat_32 Post-Resistance MMAB 326625 37 12 110011168 110011168 Missense_Mutation SNP C T 3 65 c.118G>A c.(118-120)GTG>ATG p.V40M

Pat_32 Post-Resistance DDX54 79039 37 12 113618782 113618782 Missense_Mutation SNP G A 4 115 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_32 Post-Resistance SBNO1 55206 37 12 123829937 123829937 Nonsense_Mutation SNP G A 4 221 c.418C>T c.(418-420)CGA>TGA p.R140*

Pat_32 Post-Resistance RIMBP2 23504 37 12 130912813 130912813 Missense_Mutation SNP C T 41 82 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_32 Post-Resistance PDS5B 23047 37 13 33309375 33309375 Missense_Mutation SNP C A 5 210 c.2314C>A c.(2314-2316)CAT>AAT p.H772N

Pat_32 Post-Resistance C13orf23 80209 37 13 39586829 39586829 Missense_Mutation SNP C T 3 105 c.2560G>A c.(2560-2562)GGT>AGT p.G854S

Pat_32 Post-Resistance COG6 57511 37 13 40254159 40254159 Missense_Mutation SNP A G 142 27 c.671A>G c.(670-672)GAA>GGA p.E224G

Pat_32 Post-Resistance OR4N5 390437 37 14 20612341 20612341 Missense_Mutation SNP G T 43 197 c.447G>T c.(445-447)TGG>TGT p.W149C

Pat_32 Post-Resistance FLJ10357 55701 37 14 21555554 21555554 Missense_Mutation SNP G A 3 50 c.4319G>A c.(4318-4320)GGA>GAA p.G1440E

Pat_32 Post-Resistance CPNE6 9362 37 14 24545577 24545577 Missense_Mutation SNP G A 4 153 c.1067G>A c.(1066-1068)CGG>CAG p.R356Q

Pat_32 Post-Resistance IRF9 10379 37 14 24633916 24633916 Nonsense_Mutation SNP C A 5 75 c.743C>A c.(742-744)TCA>TAA p.S248*

Pat_32 Post-Resistance FUT8 2530 37 14 66188556 66188556 Missense_Mutation SNP G A 167 110 c.899G>A c.(898-900)CGT>CAT p.R300H

Pat_32 Post-Resistance DCAF5 8816 37 14 69589066 69589066 Missense_Mutation SNP G A 3 76 c.226C>T c.(226-228)CGC>TGC p.R76C

Pat_32 Post-Resistance KIAA0247 9766 37 14 70170201 70170201 Missense_Mutation SNP G A 4 187 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_32 Post-Resistance ABCD4 5826 37 14 74761892 74761892 Missense_Mutation SNP G T 50 44 c.678C>A c.(676-678)CAC>CAA p.H226Q

Pat_32 Post-Resistance STON2 85439 37 14 81743266 81743266 Nonsense_Mutation SNP G A 4 238 c.2389C>T c.(2389-2391)CGA>TGA p.R797*

Pat_32 Post-Resistance DICER1 23405 37 14 95571444 95571444 Missense_Mutation SNP G A 4 163 c.3233C>T c.(3232-3234)GCT>GTT p.A1078V

Pat_32 Post-Resistance BDKRB2 624 37 14 96707678 96707678 Missense_Mutation SNP G A 4 74 c.1013G>A c.(1012-1014)CGC>CAC p.R338H

Pat_32 Post-Resistance OR4N4 283694 37 15 22382807 22382807 Missense_Mutation SNP G A 94 370 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_32 Post-Resistance TJP1 7082 37 15 30019011 30019011 Missense_Mutation SNP C T 5 377 c.2285G>A c.(2284-2286)CGT>CAT p.R762H

Pat_32 Post-Resistance ATPBD4 89978 37 15 35830596 35830596 Missense_Mutation SNP G A 4 194 c.191C>T c.(190-192)GCA>GTA p.A64V

Pat_32 Post-Resistance SQRDL 58472 37 15 45965966 45965966 Missense_Mutation SNP G T 30 90 c.621G>T c.(619-621)AAG>AAT p.K207N

Pat_32 Post-Resistance CEP152 22995 37 15 49074424 49074424 Missense_Mutation SNP G A 4 231 c.1325C>T c.(1324-1326)TCA>TTA p.S442L

Pat_32 Post-Resistance ATP8B4 79895 37 15 50223378 50223378 Missense_Mutation SNP A T 5 284 c.1580T>A c.(1579-1581)GTT>GAT p.V527D

Pat_32 Post-Resistance SPPL2A 84888 37 15 51000002 51000002 Missense_Mutation SNP G T 4 184 c.1558C>A c.(1558-1560)CAA>AAA p.Q520K

Pat_32 Post-Resistance MYO5A 4644 37 15 52606331 52606331 Missense_Mutation SNP G A 4 180 c.5404C>T c.(5404-5406)CGT>TGT p.R1802C

Pat_32 Post-Resistance LIPC 3990 37 15 58855853 58855853 Missense_Mutation SNP G A 4 140 c.1319G>A c.(1318-1320)AGC>AAC p.S440N

Pat_32 Post-Resistance MAP2K1 5604 37 15 66729175 66729175 Missense_Mutation SNP G T 6 217 c.383G>T c.(382-384)GGC>GTC p.G128V

Pat_32 Post-Resistance NEO1 4756 37 15 73547099 73547099 Missense_Mutation SNP G A 6 668 c.2021G>A c.(2020-2022)CGA>CAA p.R674Q

Pat_32 Post-Resistance SNUPN 10073 37 15 75899560 75899560 Missense_Mutation SNP G C 31 284 c.597C>G c.(595-597)TGC>TGG p.C199W

Pat_32 Post-Resistance C15orf42 90381 37 15 90168430 90168430 Missense_Mutation SNP C T 4 132 c.4889C>T c.(4888-4890)TCC>TTC p.S1630F

Pat_32 Post-Resistance WASH3P 374666 37 15 102515299 102515299 Missense_Mutation SNP G A 23 58 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_32 Post-Resistance ATF7IP2 80063 37 16 10534245 10534245 Missense_Mutation SNP C T 17 38 c.1120C>T c.(1120-1122)CGT>TGT p.R374C

Pat_32 Post-Resistance TMC7 79905 37 16 19041576 19041576 Missense_Mutation SNP G A 3 122 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_32 Post-Resistance TMC7 79905 37 16 19049196 19049196 Missense_Mutation SNP G A 12 65 c.1006G>A c.(1006-1008)GCA>ACA p.A336T

Pat_32 Post-Resistance TMEM159 57146 37 16 21181846 21181846 Missense_Mutation SNP C T 4 172 c.185C>T c.(184-186)TCG>TTG p.S62L

Pat_32 Post-Resistance PALB2 79728 37 16 23640960 23640960 Splice_Site SNP C T 4 207 c.2514_splice c.e5+1 p.Q838_splice

Pat_32 Post-Resistance PRKCB 5579 37 16 24196838 24196838 Missense_Mutation SNP G A 4 143 c.1672G>A c.(1672-1674)GTA>ATA p.V558I

Pat_32 Post-Resistance SETD1A 9739 37 16 30972675 30972675 Missense_Mutation SNP G T 24 136 c.334G>T c.(334-336)GAT>TAT p.D112Y

Pat_32 Post-Resistance CHD9 80205 37 16 53319528 53319528 Missense_Mutation SNP C T 4 123 c.4988C>T c.(4987-4989)CCA>CTA p.P1663L

Pat_32 Post-Resistance GINS3 64785 37 16 58437077 58437077 Missense_Mutation SNP C T 4 191 c.262C>T c.(262-264)CTC>TTC p.L88F

Pat_32 Post-Resistance CHST4 10164 37 16 71571404 71571404 Missense_Mutation SNP G A 4 95 c.824G>A c.(823-825)CGC>CAC p.R275H

Pat_32 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 9 202 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_32 Post-Resistance C17orf97 400566 37 17 263584 263584 Missense_Mutation SNP C T 5 54 c.980C>T c.(979-981)ACT>ATT p.T327I

Pat_32 Post-Resistance USP6 9098 37 17 5042600 5042600 Missense_Mutation SNP G T 4 117 c.1129G>T c.(1129-1131)GGT>TGT p.G377C

Pat_32 Post-Resistance DLG4 1742 37 17 7107032 7107032 Missense_Mutation SNP G A 4 127 c.443C>T c.(442-444)GCG>GTG p.A148V



Pat_32 Post-Resistance GPS2 2874 37 17 7216926 7216926 Missense_Mutation SNP G A 4 226 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_32 Post-Resistance SEZ6 124925 37 17 27285151 27285151 Missense_Mutation SNP G A 3 99 c.2116C>T c.(2116-2118)CGC>TGC p.R706C

Pat_32 Post-Resistance KRT33B 3884 37 17 39525936 39525936 Missense_Mutation SNP G A 4 30 c.67C>T c.(67-69)CCC>TCC p.P23S

Pat_32 Post-Resistance CCDC103 388389 37 17 42979971 42979971 Missense_Mutation SNP G A 3 48 c.515G>A c.(514-516)AGC>AAC p.S172N

Pat_32 Post-Resistance SPAG9 9043 37 17 49072569 49072569 Missense_Mutation SNP C G 3 68 c.2075G>C c.(2074-2076)GGA>GCA p.G692A

Pat_32 Post-Resistance C17orf82 388407 37 17 59490015 59490015 Missense_Mutation SNP G A 2 3 c.679G>A c.(679-681)GAC>AAC p.D227N

Pat_32 Post-Resistance GH2 2689 37 17 61958281 61958281 Missense_Mutation SNP G A 3 67 c.307C>T c.(307-309)CGC>TGC p.R103C

Pat_32 Post-Resistance ABCA9 10350 37 17 67003970 67003970 Missense_Mutation SNP G A 4 187 c.3365C>T c.(3364-3366)ACA>ATA p.T1122I

Pat_32 Post-Resistance QRICH2 84074 37 17 74288842 74288842 Missense_Mutation SNP C T 3 72 c.1468G>A c.(1468-1470)GGT>AGT p.G490S

Pat_32 Post-Resistance UBE2O 63893 37 17 74394972 74394972 Missense_Mutation SNP G A 132 190 c.1729C>T c.(1729-1731)CAC>TAC p.H577Y

Pat_32 Post-Resistance RNF213 57674 37 17 78323706 78323706 Missense_Mutation SNP G A 4 89 c.4307G>A c.(4306-4308)CGA>CAA p.R1436Q

Pat_32 Post-Resistance HCN2 610 37 19 613374 613374 Missense_Mutation SNP A C 4 108 c.1711A>C c.(1711-1713)ATC>CTC p.I571L

Pat_32 Post-Resistance EVI5L 115704 37 19 7928427 7928427 Missense_Mutation SNP G A 3 14 c.2224G>A c.(2224-2226)GTA>ATA p.V742I

Pat_32 Post-Resistance FARSA 2193 37 19 13035284 13035284 Missense_Mutation SNP C T 4 167 c.1252G>A c.(1252-1254)GAG>AAG p.E418K

Pat_32 Post-Resistance NANOS3 342977 37 19 13988237 13988237 Missense_Mutation SNP G A 3 62 c.175G>A c.(175-177)GGA>AGA p.G59R

Pat_32 Post-Resistance SLC1A6 6511 37 19 15073056 15073056 Missense_Mutation SNP C G 24 95 c.693G>C c.(691-693)GAG>GAC p.E231D

Pat_32 Post-Resistance PDE4C 5143 37 19 18321833 18321833 Missense_Mutation SNP G C 11 41 c.2045C>G c.(2044-2046)GCC>GGC p.A682G

Pat_32 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 5 156 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_32 Post-Resistance ZNF43 7594 37 19 21991550 21991550 Missense_Mutation SNP T A 5 378 c.1289A>T c.(1288-1290)GAA>GTA p.E430V

Pat_32 Post-Resistance ZNF208 7757 37 19 22155903 22155903 Missense_Mutation SNP T C 5 290 c.1633A>G c.(1633-1635)ACC>GCC p.T545A

Pat_32 Post-Resistance HPN 3249 37 19 35540274 35540274 Missense_Mutation SNP G A 4 204 c.97G>A c.(97-99)GGG>AGG p.G33R

Pat_32 Post-Resistance NPHS1 4868 37 19 36341266 36341266 Missense_Mutation SNP C A 7 61 c.608G>T c.(607-609)AGG>ATG p.R203M

Pat_32 Post-Resistance PRX 57716 37 19 40902089 40902089 Missense_Mutation SNP G A 4 173 c.2170C>T c.(2170-2172)CTC>TTC p.L724F

Pat_32 Post-Resistance EGLN2 112398 37 19 41292842 41292842 Translation_Start_Site SNP G A 3 71 c.-275G>A (-277--273)CCGTG>CCATG

Pat_32 Post-Resistance GPR77 27202 37 19 47844507 47844507 Missense_Mutation SNP G A 4 105 c.451G>A c.(451-453)GTG>ATG p.V151M

Pat_32 Post-Resistance LMTK3 114783 37 19 49001471 49001471 Missense_Mutation SNP G A 14 37 c.2942C>T c.(2941-2943)CCC>CTC p.P981L

Pat_32 Post-Resistance SIGLEC9 27180 37 19 51628446 51628446 Missense_Mutation SNP C T 4 169 c.215C>T c.(214-216)GCT>GTT p.A72V

Pat_32 Post-Resistance LILRB2 10288 37 19 54783664 54783664 Missense_Mutation SNP G T 55 81 c.337C>A c.(337-339)CTG>ATG p.L113M

Pat_32 Post-Resistance LILRA5 353514 37 19 54818709 54818709 Missense_Mutation SNP C T 41 76 c.889G>A c.(889-891)GCT>ACT p.A297T

Pat_32 Post-Resistance NLRP2 55655 37 19 55494663 55494663 Missense_Mutation SNP G T 4 86 c.1597G>T c.(1597-1599)GGG>TGG p.G533W

Pat_32 Post-Resistance ZNF460 10794 37 19 57802843 57802843 Missense_Mutation SNP G A 4 134 c.934G>A c.(934-936)GAA>AAA p.E312K

Pat_32 Post-Resistance MYT1L 23040 37 2 1893067 1893067 Missense_Mutation SNP G T 5 143 c.2466C>A c.(2464-2466)GAC>GAA p.D822E

Pat_32 Post-Resistance KIDINS220 57498 37 2 8871289 8871289 Missense_Mutation SNP C T 3 73 c.4877G>A c.(4876-4878)CGG>CAG p.R1626Q

Pat_32 Post-Resistance KCNS3 3790 37 2 18113071 18113071 Missense_Mutation SNP T C 66 60 c.796T>C c.(796-798)TTC>CTC p.F266L

Pat_32 Post-Resistance ASXL2 55252 37 2 25965173 25965173 Missense_Mutation SNP C T 30 63 c.4033G>A c.(4033-4035)GTA>ATA p.V1345I

Pat_32 Post-Resistance C2orf16 84226 37 2 27803797 27803797 Missense_Mutation SNP G T 4 214 c.4358G>T c.(4357-4359)CGA>CTA p.R1453L

Pat_32 Post-Resistance MAP4K3 8491 37 2 39515286 39515286 Missense_Mutation SNP G A 4 226 c.1450C>T c.(1450-1452)CCC>TCC p.P484S

Pat_32 Post-Resistance EML4 27436 37 2 42528474 42528474 Missense_Mutation SNP G A 3 88 c.1583G>A c.(1582-1584)GGG>GAG p.G528E

Pat_32 Post-Resistance DYSF 8291 37 2 71906211 71906211 Missense_Mutation SNP G A 4 186 c.5792G>A c.(5791-5793)CGC>CAC p.R1931H

Pat_32 Post-Resistance SNRNP200 23020 37 2 96964654 96964654 Missense_Mutation SNP G A 4 195 c.781C>T c.(781-783)CGG>TGG p.R261W

Pat_32 Post-Resistance WASH2P 375260 37 2 114355998 114355998 Missense_Mutation SNP C G 7 45 c.616C>G c.(616-618)CAC>GAC p.H206D

Pat_32 Post-Resistance MARCO 8685 37 2 119750748 119750748 Missense_Mutation SNP G A 4 238 c.1301G>A c.(1300-1302)CGG>CAG p.R434Q

Pat_32 Post-Resistance PTPN4 5775 37 2 120703991 120703991 Missense_Mutation SNP C A 4 206 c.1590C>A c.(1588-1590)TTC>TTA p.F530L

Pat_32 Post-Resistance CLASP1 23332 37 2 122125337 122125337 Missense_Mutation SNP C T 4 76 c.3713G>A c.(3712-3714)CGG>CAG p.R1238Q

Pat_32 Post-Resistance MYO7B 4648 37 2 128327430 128327430 Missense_Mutation SNP T G 4 27 c.537T>G c.(535-537)AGT>AGG p.S179R

Pat_32 Post-Resistance ZRANB3 84083 37 2 136072981 136072981 Missense_Mutation SNP G A 3 64 c.797C>T c.(796-798)CCC>CTC p.P266L

Pat_32 Post-Resistance NEB 4703 37 2 152520327 152520327 Missense_Mutation SNP C G 8 106 c.5498G>C c.(5497-5499)GGC>GCC p.G1833A



Pat_32 Post-Resistance DHRS9 10170 37 2 169940008 169940008 Missense_Mutation SNP T G 6 156 c.483T>G c.(481-483)AAT>AAG p.N161K

Pat_32 Post-Resistance PGAP1 80055 37 2 197708675 197708675 Missense_Mutation SNP T C 76 119 c.2462A>G c.(2461-2463)AAC>AGC p.N821S

Pat_32 Post-Resistance 4-Mar 57574 37 2 217142428 217142428 Missense_Mutation SNP C T 6 266 c.832G>A c.(832-834)GGG>AGG p.G278R

Pat_32 Post-Resistance SMARCAL1 50485 37 2 217300060 217300060 Splice_Site SNP G T 4 120 c.1486_splice c.e9-1 p.A496_splice

Pat_32 Post-Resistance IRS1 3667 37 2 227660463 227660463 Missense_Mutation SNP G A 4 158 c.2992C>T c.(2992-2994)CGT>TGT p.R998C

Pat_32 Post-Resistance CHRND 1144 37 2 233398813 233398813 Missense_Mutation SNP G A 3 91 c.1220G>A c.(1219-1221)CGG>CAG p.R407Q

Pat_32 Post-Resistance DGKD 8527 37 2 234346033 234346033 Missense_Mutation SNP C T 36 65 c.830C>T c.(829-831)TCG>TTG p.S277L

Pat_32 Post-Resistance SH3BP4 23677 37 2 235950569 235950569 Missense_Mutation SNP G C 21 20 c.1156G>C c.(1156-1158)GAG>CAG p.E386Q

Pat_32 Post-Resistance SIRPA 140885 37 20 1902292 1902292 Missense_Mutation SNP G A 6 168 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_32 Post-Resistance C20orf194 25943 37 20 3234419 3234419 Missense_Mutation SNP C A 4 154 c.3374G>T c.(3373-3375)GGC>GTC p.G1125V

Pat_32 Post-Resistance BFSP1 631 37 20 17495444 17495444 Missense_Mutation SNP C A 4 235 c.456G>T c.(454-456)TTG>TTT p.L152F

Pat_32 Post-Resistance FRG1B 284802 37 20 29625947 29625947 Missense_Mutation SNP T C 7 234 c.101T>C c.(100-102)ATT>ACT p.I34T

Pat_32 Post-Resistance DNMT3B 1789 37 20 31376801 31376801 Missense_Mutation SNP G A 4 126 c.796G>A c.(796-798)GAT>AAT p.D266N

Pat_32 Post-Resistance BPIL3 128859 37 20 31622017 31622017 Missense_Mutation SNP C A 35 359 c.223C>A c.(223-225)CCC>ACC p.P75T

Pat_32 Post-Resistance CDK5RAP1 51654 37 20 31984692 31984692 Missense_Mutation SNP G A 24 41 c.179C>T c.(178-180)GCT>GTT p.A60V

Pat_32 Post-Resistance SNTA1 6640 37 20 32000563 32000563 Missense_Mutation SNP C A 3 61 c.727G>T c.(727-729)GGT>TGT p.G243C

Pat_32 Post-Resistance MYH7B 57644 37 20 33585436 33585436 Missense_Mutation SNP G A 4 70 c.3866G>A c.(3865-3867)CGC>CAC p.R1289H

Pat_32 Post-Resistance TAF4 6874 37 20 60574083 60574083 Missense_Mutation SNP T A 15 826 c.2869A>T c.(2869-2871)AGG>TGG p.R957W

Pat_32 Post-Resistance OPRL1 4987 37 20 62730105 62730105 Missense_Mutation SNP G A 4 100 c.1066G>A c.(1066-1068)GTG>ATG p.V356M

Pat_32 Post-Resistance HUNK 30811 37 21 33346983 33346983 Missense_Mutation SNP C T 28 158 c.1127C>T c.(1126-1128)GCC>GTC p.A376V

Pat_32 Post-Resistance UMODL1 89766 37 21 43547170 43547170 Missense_Mutation SNP G T 5 174 c.3348G>T c.(3346-3348)ATG>ATT p.M1116I

Pat_32 Post-Resistance KRTAP10-1 386677 37 21 45959198 45959198 Missense_Mutation SNP C G 4 55 c.836G>C c.(835-837)CGC>CCC p.R279P

Pat_32 Post-Resistance PCNT 5116 37 21 47786647 47786647 Missense_Mutation SNP G A 5 132 c.2758G>A c.(2758-2760)GAG>AAG p.E920K

Pat_32 Post-Resistance BPIL2 254240 37 22 32841934 32841934 Missense_Mutation SNP C T 4 143 c.424G>A c.(424-426)GGT>AGT p.G142S

Pat_32 Post-Resistance APOL5 80831 37 22 36124797 36124797 Missense_Mutation SNP T C 3 115 c.1154T>C c.(1153-1155)GTT>GCT p.V385A

Pat_32 Post-Resistance TNRC6B 23112 37 22 40676091 40676091 Missense_Mutation SNP C T 4 221 c.3355C>T c.(3355-3357)CGT>TGT p.R1119C

Pat_32 Post-Resistance BRD1 23774 37 22 50167960 50167960 Missense_Mutation SNP C T 4 177 c.3098G>A c.(3097-3099)CGG>CAG p.R1033Q

Pat_32 Post-Resistance NR1D2 9975 37 3 23996244 23996244 Missense_Mutation SNP C A 4 183 c.233C>A c.(232-234)ACA>AAA p.T78K

Pat_32 Post-Resistance CLASP2 23122 37 3 33644501 33644501 Missense_Mutation SNP C T 10 16 c.1867G>A c.(1867-1869)GTG>ATG p.V623M

Pat_32 Post-Resistance TRANK1 9881 37 3 36875205 36875205 Missense_Mutation SNP T A 69 50 c.4087A>T c.(4087-4089)AAC>TAC p.N1363Y

Pat_32 Post-Resistance IL17RB 55540 37 3 53894255 53894255 Missense_Mutation SNP G A 4 152 c.946G>A c.(946-948)GAA>AAA p.E316K

Pat_32 Post-Resistance HHLA2 11148 37 3 108081229 108081229 Nonsense_Mutation SNP G A 12 25 c.1044G>A c.(1042-1044)TGG>TGA p.W348*

Pat_32 Post-Resistance PLXNA1 5361 37 3 126722246 126722246 Missense_Mutation SNP G A 3 90 c.1382G>A c.(1381-1383)AGC>AAC p.S461N

Pat_32 Post-Resistance THPO 7066 37 3 184090723 184090723 Missense_Mutation SNP T C 6 28 c.640A>G c.(640-642)ACT>GCT p.T214A

Pat_32 Post-Resistance PDE6B 5158 37 4 657618 657618 Missense_Mutation SNP G A 15 100 c.1980G>A c.(1978-1980)ATG>ATA p.M660I

Pat_32 Post-Resistance GRK4 2868 37 4 2986281 2986281 Missense_Mutation SNP G A 47 155 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_32 Post-Resistance BST1 683 37 4 15720550 15720550 Missense_Mutation SNP G A 4 105 c.725G>A c.(724-726)AGC>AAC p.S242N

Pat_32 Post-Resistance CLRN2 645104 37 4 17517017 17517017 Missense_Mutation SNP G C 43 154 c.128G>C c.(127-129)GGA>GCA p.G43A

Pat_32 Post-Resistance UGDH 7358 37 4 39522972 39522972 Missense_Mutation SNP T A 7 265 c.161A>T c.(160-162)GAG>GTG p.E54V

Pat_32 Post-Resistance USP46 64854 37 4 53468102 53468102 Missense_Mutation SNP G A 4 173 c.841C>T c.(841-843)CGG>TGG p.R281W

Pat_32 Post-Resistance UGT2B10 7365 37 4 69874738 69874738 Missense_Mutation SNP T C 4 257 c.1033A>G c.(1033-1035)ACA>GCA p.T345A

Pat_32 Post-Resistance SLC4A4 8671 37 4 72316945 72316945 Missense_Mutation SNP G T 91 253 c.1249G>T c.(1249-1251)GGG>TGG p.G417W

Pat_32 Post-Resistance FRAS1 80144 37 4 79284718 79284718 Missense_Mutation SNP G A 4 109 c.2474G>A c.(2473-2475)AGC>AAC p.S825N

Pat_32 Post-Resistance NUDT9 53343 37 4 88370382 88370382 Missense_Mutation SNP T C 16 160 c.619T>C c.(619-621)TGT>CGT p.C207R

Pat_32 Post-Resistance DKK2 27123 37 4 107845346 107845346 Missense_Mutation SNP G A 12 111 c.545C>T c.(544-546)CCC>CTC p.P182L

Pat_32 Post-Resistance PHF17 79960 37 4 129773269 129773269 Missense_Mutation SNP G A 4 228 c.542G>A c.(541-543)CGA>CAA p.R181Q

Pat_32 Post-Resistance SETD7 80854 37 4 140454437 140454437 Missense_Mutation SNP G A 4 217 c.254C>T c.(253-255)ACG>ATG p.T85M



Pat_32 Post-Resistance TTC29 83894 37 4 147628661 147628661 Missense_Mutation SNP G A 76 80 c.1373C>T c.(1372-1374)TCA>TTA p.S458L

Pat_32 Post-Resistance KLHL2 11275 37 4 166231897 166231897 Missense_Mutation SNP G A 5 323 c.1232G>A c.(1231-1233)AGT>AAT p.S411N

Pat_32 Post-Resistance SLC9A3 6550 37 5 488486 488486 Missense_Mutation SNP T C 13 82 c.620A>G c.(619-621)GAG>GGG p.E207G

Pat_32 Post-Resistance PRDM9 56979 37 5 23527251 23527251 Missense_Mutation SNP C G 4 233 c.2054C>G c.(2053-2055)ACA>AGA p.T685R

Pat_32 Post-Resistance CDH10 1008 37 5 24509674 24509674 Splice_Site SNP C A 5 126 c.1256_splice c.e7+1 p.R419_splice

Pat_32 Post-Resistance DNAJC21 134218 37 5 34937509 34937509 Nonsense_Mutation SNP C T 23 35 c.517C>T c.(517-519)CGA>TGA p.R173*

Pat_32 Post-Resistance NIPBL 25836 37 5 36986086 36986086 Missense_Mutation SNP C T 72 125 c.2804C>T c.(2803-2805)CCT>CTT p.P935L

Pat_32 Post-Resistance MARVELD2 153562 37 5 68715915 68715915 Missense_Mutation SNP G A 3 91 c.703G>A c.(703-705)GGC>AGC p.G235S

Pat_32 Post-Resistance ZFYVE16 9765 37 5 79768636 79768636 Nonsense_Mutation SNP C T 4 181 c.4081C>T c.(4081-4083)CGA>TGA p.R1361*

Pat_32 Post-Resistance GPR98 84059 37 5 90124906 90124906 Missense_Mutation SNP G A 5 315 c.16514G>A c.(16513-16515)CGG>CAG p.R5505Q

Pat_32 Post-Resistance ANKRD32 84250 37 5 94030572 94030572 Missense_Mutation SNP A G 29 176 c.2732A>G c.(2731-2733)GAA>GGA p.E911G

Pat_32 Post-Resistance KDM3B 51780 37 5 137767187 137767187 Missense_Mutation SNP G A 4 146 c.5144G>A c.(5143-5145)CGC>CAC p.R1715H

Pat_32 Post-Resistance PPP2R2B 5521 37 5 145969713 145969713 Missense_Mutation SNP C T 22 141 c.1129G>A c.(1129-1131)GCT>ACT p.A377T

Pat_32 Post-Resistance ARSI 340075 37 5 149677736 149677736 Missense_Mutation SNP G A 3 68 c.751C>T c.(751-753)CGC>TGC p.R251C

Pat_32 Post-Resistance DBN1 1627 37 5 176884716 176884716 Missense_Mutation SNP C A 3 52 c.1819G>T c.(1819-1821)GCC>TCC p.A607S

Pat_32 Post-Resistance RNF130 55819 37 5 179393934 179393934 Nonsense_Mutation SNP G T 4 170 c.1022C>A c.(1021-1023)TCA>TAA p.S341*

Pat_32 Post-Resistance BMP6 654 37 6 7845454 7845454 Missense_Mutation SNP A T 8 183 c.746A>T c.(745-747)GAG>GTG p.E249V

Pat_32 Post-Resistance TRIM10 10107 37 6 30124770 30124770 Missense_Mutation SNP G A 4 148 c.841C>T c.(841-843)CGG>TGG p.R281W

Pat_32 Post-Resistance TRIM39 56658 37 6 30309578 30309578 Missense_Mutation SNP C T 4 99 c.1099C>T c.(1099-1101)CGG>TGG p.R367W

Pat_32 Post-Resistance HLA-DOA 3111 37 6 32976009 32976009 Missense_Mutation SNP A G 9 33 c.112T>C c.(112-114)TTC>CTC p.F38L

Pat_32 Post-Resistance CCND3 896 37 6 41904394 41904394 Missense_Mutation SNP G A 4 76 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_32 Post-Resistance TFAP2B 7021 37 6 50796342 50796342 Missense_Mutation SNP A G 20 234 c.551A>G c.(550-552)GAT>GGT p.D184G

Pat_32 Post-Resistance GCM1 8521 37 6 53010422 53010423 Missense_Mutation DNP AG GT 5 183 c.8_9CT>AC c.(7-9)CCT>CAC p.P3H

Pat_32 Post-Resistance RIMS1 22999 37 6 72968726 72968726 Missense_Mutation SNP T C 16 157 c.2965T>C c.(2965-2967)TCT>CCT p.S989P

Pat_32 Post-Resistance SMPD2 6610 37 6 109764992 109764992 Missense_Mutation SNP C A 3 31 c.1156C>A c.(1156-1158)CAG>AAG p.Q386K

Pat_32 Post-Resistance THEMIS 387357 37 6 128150761 128150761 Missense_Mutation SNP C A 4 81 c.569G>T c.(568-570)TGG>TTG p.W190L

Pat_32 Post-Resistance PHACTR2 9749 37 6 144093433 144093433 Missense_Mutation SNP A T 3 67 c.1238A>T c.(1237-1239)CAG>CTG p.Q413L

Pat_32 Post-Resistance TAX1BP1 8887 37 7 27839609 27839609 Missense_Mutation SNP A G 17 244 c.1664A>G c.(1663-1665)TAT>TGT p.Y555C

Pat_32 Post-Resistance INMT 11185 37 7 30795319 30795319 Missense_Mutation SNP C T 4 111 c.644C>T c.(643-645)GCC>GTC p.A215V

Pat_32 Post-Resistance WBSCR17 64409 37 7 71177125 71177125 Missense_Mutation SNP C G 35 135 c.1791C>G c.(1789-1791)ATC>ATG p.I597M

Pat_32 Post-Resistance CLIP2 7461 37 7 73768246 73768246 Missense_Mutation SNP G A 28 487 c.715G>A c.(715-717)GGG>AGG p.G239R

Pat_32 Post-Resistance SEMA3D 223117 37 7 84694808 84694808 Missense_Mutation SNP C T 234 96 c.650G>A c.(649-651)CGA>CAA p.R217Q

Pat_32 Post-Resistance PEX1 5189 37 7 92118669 92118669 Missense_Mutation SNP C A 6 288 c.3705G>T c.(3703-3705)ATG>ATT p.M1235I

Pat_32 Post-Resistance PON2 5445 37 7 95035519 95035519 Missense_Mutation SNP T G 461 135 c.818A>C c.(817-819)GAT>GCT p.D273A

Pat_32 Post-Resistance TRRAP 8295 37 7 98491479 98491479 Missense_Mutation SNP A T 20 586 c.425A>T c.(424-426)CAG>CTG p.Q142L

Pat_32 Post-Resistance ZNF498 221785 37 7 99227033 99227033 Missense_Mutation SNP G A 4 143 c.1025G>A c.(1024-1026)AGC>AAC p.S342N

Pat_32 Post-Resistance C7orf61 402573 37 7 100054433 100054433 Missense_Mutation SNP G A 4 79 c.563C>T c.(562-564)GCT>GTT p.A188V

Pat_32 Post-Resistance ZAN 7455 37 7 100350474 100350474 Missense_Mutation SNP T C 19 502 c.2746T>C c.(2746-2748)TCC>CCC p.S916P

Pat_32 Post-Resistance ZAN 7455 37 7 100363071 100363071 Missense_Mutation SNP G A 4 86 c.4364G>A c.(4363-4365)CGG>CAG p.R1455Q

Pat_32 Post-Resistance MUC17 140453 37 7 100680878 100680878 Missense_Mutation SNP G A 8 626 c.6181G>A c.(6181-6183)GGT>AGT p.G2061S

Pat_32 Post-Resistance DLD 1738 37 7 107557410 107557410 Splice_Site SNP G T 5 150 c.1046_splice c.e10+1 p.N349_splice

Pat_32 Post-Resistance C7orf66 154907 37 7 108524288 108524288 Missense_Mutation SNP C T 14 395 c.124G>A c.(124-126)GCA>ACA p.A42T

Pat_32 Post-Resistance CAV1 857 37 7 116165101 116165101 Translation_Start_Site SNP C G 18 789 c.-15C>G c.(-17--13)ATCCA>ATGCA

Pat_32 Post-Resistance TNPO3 23534 37 7 128633886 128633886 Missense_Mutation SNP A T 47 287 c.1241T>A c.(1240-1242)ATA>AAA p.I414K

Pat_32 Post-Resistance TBXAS1 6916 37 7 139653246 139653246 Missense_Mutation SNP A G 12 244 c.671A>G c.(670-672)GAC>GGC p.D224G

Pat_32 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 268 103 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_32 Post-Resistance PTPRN2 5799 37 7 157926656 157926656 Missense_Mutation SNP C A 27 188 c.1269G>T c.(1267-1269)ATG>ATT p.M423I



Pat_32 Post-Resistance IDO1 3620 37 8 39780096 39780096 Missense_Mutation SNP C T 35 44 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_32 Post-Resistance C8orf45 157777 37 8 67789635 67789635 Missense_Mutation SNP C G 17 82 c.337C>G c.(337-339)CTT>GTT p.L113V

Pat_32 Post-Resistance KLF10 7071 37 8 103663709 103663709 Missense_Mutation SNP G A 49 61 c.851C>T c.(850-852)CCT>CTT p.P284L

Pat_32 Post-Resistance BAALC 79870 37 8 104225179 104225179 Missense_Mutation SNP G T 7 357 c.193G>T c.(193-195)GTG>TTG p.V65L

Pat_32 Post-Resistance ANGPT1 284 37 8 108296965 108296965 Nonsense_Mutation SNP G A 6 313 c.1150C>T c.(1150-1152)CGA>TGA p.R384*

Pat_32 Post-Resistance ADCK5 203054 37 8 145616137 145616137 Missense_Mutation SNP G A 3 43 c.424G>A c.(424-426)GGG>AGG p.G142R

Pat_32 Post-Resistance RRAGA 10670 37 9 19050508 19050508 Missense_Mutation SNP C T 6 178 c.851C>T c.(850-852)GCG>GTG p.A284V

Pat_32 Post-Resistance DNAJB5 25822 37 9 34993303 34993303 Missense_Mutation SNP C T 4 220 c.73C>T c.(73-75)CGG>TGG p.R25W

Pat_32 Post-Resistance LOC442421 442421 37 9 66499680 66499680 Missense_Mutation SNP C A 9 57 c.490C>A c.(490-492)CCC>ACC p.P164T

Pat_32 Post-Resistance FLJ46321 389763 37 9 84605975 84605975 Missense_Mutation SNP C T 27 89 c.590C>T c.(589-591)CCC>CTC p.P197L

Pat_32 Post-Resistance ABCA1 19 37 9 107576411 107576411 Missense_Mutation SNP C T 4 149 c.3889G>A c.(3889-3891)GAC>AAC p.D1297N

Pat_32 Post-Resistance PAPPA 5069 37 9 119115984 119115984 Missense_Mutation SNP C A 5 180 c.4259C>A c.(4258-4260)CCA>CAA p.P1420Q

Pat_32 Post-Resistance PHYHD1 254295 37 9 131689386 131689386 Missense_Mutation SNP A G 4 242 c.103A>G c.(103-105)AGG>GGG p.R35G

Pat_32 Post-Resistance KIAA0649 9858 37 9 138376660 138376660 Missense_Mutation SNP G A 4 125 c.304G>A c.(304-306)GTT>ATT p.V102I

Pat_32 Post-Resistance OTC 5009 37 X 38260652 38260652 Missense_Mutation SNP C A 42 227 c.511C>A c.(511-513)CAG>AAG p.Q171K

Pat_32 Post-Resistance MAGED1 9500 37 X 51640657 51640657 Missense_Mutation SNP A G 11 337 c.1501A>G c.(1501-1503)ATC>GTC p.I501V

Pat_32 Post-Resistance SMC1A 8243 37 X 53421792 53421792 Missense_Mutation SNP T C 4 218 c.2879A>G c.(2878-2880)GAG>GGG p.E960G

Pat_32 Post-Resistance SLC7A3 84889 37 X 70148757 70148757 Missense_Mutation SNP C T 102 91 c.466G>A c.(466-468)GTG>ATG p.V156M

Pat_32 Post-Resistance ACRC 93953 37 X 70823930 70823931 Missense_Mutation DNP GC AG 5 223 c.803_804GC>AG c.(802-804)AGC>AAG p.S268K

Pat_32 Post-Resistance AMOT 154796 37 X 112021870 112021870 Missense_Mutation SNP A C 259 246 c.3180T>G c.(3178-3180)AAT>AAG p.N1060K

Pat_32 Post-Resistance TKTL1 8277 37 X 153555980 153555980 Missense_Mutation SNP C T 14 365 c.1445C>T c.(1444-1446)GCT>GTT p.A482V

Pat_36 Post-Resistance GNB1 2782 37 1 1721893 1721893 Nonsense_Mutation SNP G A 4 99 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_36 Post-Resistance CLSTN1 22883 37 1 9793532 9793532 Missense_Mutation SNP A G 18 36 c.2354T>C c.(2353-2355)TTG>TCG p.L785S

Pat_36 Post-Resistance CSMD2 114784 37 1 34191055 34191055 Missense_Mutation SNP C T 29 44 c.2470G>A c.(2470-2472)GGG>AGG p.G824R

Pat_36 Post-Resistance UROD 7389 37 1 45479419 45479419 Nonsense_Mutation SNP C T 5 130 c.430C>T c.(430-432)CGA>TGA p.R144*

Pat_36 Post-Resistance PCSK9 255738 37 1 55518327 55518327 Missense_Mutation SNP G A 3 68 c.662G>A c.(661-663)AGC>AAC p.S221N

Pat_36 Post-Resistance AP4B1 10717 37 1 114437943 114437943 Missense_Mutation SNP T C 61 119 c.1964A>G c.(1963-1965)GAC>GGC p.D655G

Pat_36 Post-Resistance REG4 83998 37 1 120345767 120345767 Missense_Mutation SNP C G 3 65 c.89G>C c.(88-90)TGT>TCT p.C30S

Pat_36 Post-Resistance NBPF10 100132406 37 1 145302695 145302695 Missense_Mutation SNP C T 12 292 c.1133C>T c.(1132-1134)ACC>ATC p.T378I

Pat_36 Post-Resistance NBPF10 100132406 37 1 145359049 145359049 Missense_Mutation SNP A G 16 20 c.9214A>G c.(9214-9216)AAA>GAA p.K3072E

Pat_36 Post-Resistance NBPF10 100132406 37 1 145362127 145362127 Missense_Mutation SNP G T 6 256 c.9660G>T c.(9658-9660)GAG>GAT p.E3220D

Pat_36 Post-Resistance ANKRD35 148741 37 1 145562153 145562153 Missense_Mutation SNP A G 29 40 c.1841A>G c.(1840-1842)GAG>GGG p.E614G

Pat_36 Post-Resistance TCHH 7062 37 1 152084627 152084627 Missense_Mutation SNP C G 9 100 c.1066G>C c.(1066-1068)GAG>CAG p.E356Q

Pat_36 Post-Resistance INSRR 3645 37 1 156823811 156823811 Missense_Mutation SNP G A 3 53 c.370C>T c.(370-372)CGT>TGT p.R124C

Pat_36 Post-Resistance F5 2153 37 1 169510502 169510502 Missense_Mutation SNP G T 11 413 c.3826C>A c.(3826-3828)CTT>ATT p.L1276I

Pat_36 Post-Resistance SLC9A11 284525 37 1 173494048 173494048 Missense_Mutation SNP C T 88 162 c.2384G>A c.(2383-2385)GGT>GAT p.G795D

Pat_36 Post-Resistance FAM5B 57795 37 1 177250597 177250597 Missense_Mutation SNP C T 59 86 c.2285C>T c.(2284-2286)TCC>TTC p.S762F

Pat_36 Post-Resistance CFH 3075 37 1 196709754 196709754 Missense_Mutation SNP C T 66 324 c.2788C>T c.(2788-2790)CCT>TCT p.P930S

Pat_36 Post-Resistance FAM58B 339521 37 1 200183175 200183175 Missense_Mutation SNP T C 7 175 c.484T>C c.(484-486)TGC>CGC p.C162R

Pat_36 Post-Resistance TLR5 7100 37 1 223285653 223285653 Missense_Mutation SNP C T 66 265 c.721G>A c.(721-723)GAC>AAC p.D241N

Pat_36 Post-Resistance BMS1 9790 37 10 43292130 43292130 Missense_Mutation SNP G A 4 78 c.1438G>A c.(1438-1440)GTT>ATT p.V480I

Pat_36 Post-Resistance CHAT 1103 37 10 50828610 50828610 Missense_Mutation SNP G C 3 80 c.649G>C c.(649-651)GCC>CCC p.A217P

Pat_36 Post-Resistance FUT11 170384 37 10 75533357 75533357 Nonsense_Mutation SNP G A 3 77 c.1118G>A c.(1117-1119)TGG>TAG p.W373*

Pat_36 Post-Resistance CYP2C19 1557 37 10 96540270 96540270 Missense_Mutation SNP C T 176 76 c.496C>T c.(496-498)CCC>TCC p.P166S

Pat_36 Post-Resistance PLEKHA1 59338 37 10 124159884 124159884 Missense_Mutation SNP C T 72 40 c.224C>T c.(223-225)CCA>CTA p.P75L

Pat_36 Post-Resistance HMX3 340784 37 10 124896966 124896966 Missense_Mutation SNP C A 4 46 c.793C>A c.(793-795)CAC>AAC p.H265N

Pat_36 Post-Resistance ADAM8 101 37 10 135085960 135085960 Missense_Mutation SNP G A 4 70 c.718C>T c.(718-720)CGG>TGG p.R240W



Pat_36 Post-Resistance OR4C3 256144 37 11 48347048 48347048 Missense_Mutation SNP C T 14 153 c.556C>T c.(556-558)CTC>TTC p.L186F

Pat_36 Post-Resistance OR5I1 10798 37 11 55703323 55703323 Missense_Mutation SNP G A 30 95 c.554C>T c.(553-555)CCC>CTC p.P185L

Pat_36 Post-Resistance TMEM132A 54972 37 11 60703442 60703442 Missense_Mutation SNP G A 4 65 c.2135G>A c.(2134-2136)GGT>GAT p.G712D

Pat_36 Post-Resistance VEGFB 7423 37 11 64004908 64004908 Missense_Mutation SNP C T 4 145 c.427C>T c.(427-429)CAC>TAC p.H143Y

Pat_36 Post-Resistance VEGFB 7423 37 11 64004995 64004995 Missense_Mutation SNP C T 5 144 c.514C>T c.(514-516)CCA>TCA p.P172S

Pat_36 Post-Resistance SF3B2 10992 37 11 65828120 65828120 Missense_Mutation SNP T A 99 94 c.1697T>A c.(1696-1698)ATC>AAC p.I566N

Pat_36 Post-Resistance LOC645332 645332 37 11 67564228 67564228 Missense_Mutation SNP C T 4 91 c.236G>A c.(235-237)AGC>AAC p.S79N

Pat_36 Post-Resistance CNTN5 53942 37 11 99715584 99715584 Missense_Mutation SNP A G 129 106 c.278A>G c.(277-279)GAA>GGA p.E93G

Pat_36 Post-Resistance TMPRSS13 84000 37 11 117789465 117789465 Missense_Mutation SNP G C 6 120 c.110C>G c.(109-111)GCC>GGC p.A37G

Pat_36 Post-Resistance CBL 867 37 11 119149421 119149421 Missense_Mutation SNP A G 8 125 c.1429A>G c.(1429-1431)AAG>GAG p.K477E

Pat_36 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 13 504 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_36 Post-Resistance CD163 9332 37 12 7636205 7636205 Missense_Mutation SNP G A 69 121 c.2846C>T c.(2845-2847)TCC>TTC p.S949F

Pat_36 Post-Resistance PZP 5858 37 12 9346818 9346818 Missense_Mutation SNP C T 45 90 c.1109G>A c.(1108-1110)GGA>GAA p.G370E

Pat_36 Post-Resistance PRB4 5545 37 12 11461753 11461753 Missense_Mutation SNP C T 124 208 c.164G>A c.(163-165)GGA>GAA p.G55E

Pat_36 Post-Resistance LRP1 4035 37 12 57595327 57595327 Missense_Mutation SNP C T 4 102 c.10393C>T c.(10393-10395)CGG>TGG p.R3465W

Pat_36 Post-Resistance ATP2B1 490 37 12 90028875 90028875 Missense_Mutation SNP C T 99 241 c.560G>A c.(559-561)CGA>CAA p.R187Q

Pat_36 Post-Resistance ANKS1B 56899 37 12 100200261 100200261 Missense_Mutation SNP G A 93 129 c.590C>T c.(589-591)CCA>CTA p.P197L

Pat_36 Post-Resistance LOC220429 220429 37 13 50466615 50466615 Missense_Mutation SNP G C 14 167 c.1889G>C c.(1888-1890)TGT>TCT p.C630S

Pat_36 Post-Resistance CLEC14A 161198 37 14 38724167 38724167 Missense_Mutation SNP G A 3 74 c.1061C>T c.(1060-1062)ACG>ATG p.T354M

Pat_36 Post-Resistance LRFN5 145581 37 14 42360541 42360541 Missense_Mutation SNP G A 172 260 c.1474G>A c.(1474-1476)GAT>AAT p.D492N

Pat_36 Post-Resistance PTGER2 5732 37 14 52781426 52781426 Missense_Mutation SNP G A 3 32 c.160G>A c.(160-162)GTG>ATG p.V54M

Pat_36 Post-Resistance FBXO34 55030 37 14 55818498 55818498 Missense_Mutation SNP G C 4 156 c.1390G>C c.(1390-1392)GAC>CAC p.D464H

Pat_36 Post-Resistance CATSPERB 79820 37 14 92136192 92136192 Missense_Mutation SNP G A 48 73 c.1253C>T c.(1252-1254)CCC>CTC p.P418L

Pat_36 Post-Resistance ZNF839 55778 37 14 102808221 102808221 Nonsense_Mutation SNP C A 4 49 c.2141C>A c.(2140-2142)TCA>TAA p.S714*

Pat_36 Post-Resistance JAG2 3714 37 14 105609345 105609345 Missense_Mutation SNP C T 3 32 c.3404G>A c.(3403-3405)CGC>CAC p.R1135H

Pat_36 Post-Resistance CXADRP2 646243 37 15 22016334 22016334 Missense_Mutation SNP C T 16 97 c.383G>A c.(382-384)GGA>GAA p.G128E

Pat_36 Post-Resistance OR4N4 283694 37 15 22382615 22382615 Missense_Mutation SNP C T 97 470 c.143C>T c.(142-144)ACC>ATC p.T48I

Pat_36 Post-Resistance TGM5 9333 37 15 43533132 43533132 Missense_Mutation SNP C T 65 82 c.919G>A c.(919-921)GAT>AAT p.D307N

Pat_36 Post-Resistance CYP19A1 1588 37 15 51503039 51503039 Missense_Mutation SNP G A 93 169 c.1478C>T c.(1477-1479)ACC>ATC p.T493I

Pat_36 Post-Resistance DMXL2 23312 37 15 51795159 51795159 Missense_Mutation SNP G A 91 107 c.2836C>T c.(2836-2838)CCA>TCA p.P946S

Pat_36 Post-Resistance VPS13C 54832 37 15 62254605 62254605 Missense_Mutation SNP T A 321 442 c.3568A>T c.(3568-3570)ATT>TTT p.I1190F

Pat_36 Post-Resistance SMAD3 4088 37 15 67477073 67477073 Missense_Mutation SNP G A 4 103 c.880G>A c.(880-882)GTG>ATG p.V294M

Pat_36 Post-Resistance SCAMP5 192683 37 15 75308954 75308954 Missense_Mutation SNP G A 6 175 c.157G>A c.(157-159)GTG>ATG p.V53M

Pat_36 Post-Resistance NPIP 9284 37 16 15045671 15045671 Nonsense_Mutation SNP C A 8 396 c.842C>A c.(841-843)TCA>TAA p.S281*

Pat_36 Post-Resistance FOXF1 2294 37 16 86546572 86546572 Missense_Mutation SNP C G 3 78 c.1021C>G c.(1021-1023)CGA>GGA p.R341G

Pat_36 Post-Resistance NLRP1 22861 37 17 5424981 5424981 Missense_Mutation SNP C T 34 26 c.3646G>A c.(3646-3648)GGA>AGA p.G1216R

Pat_36 Post-Resistance CYB5D1 124637 37 17 7762832 7762832 Missense_Mutation SNP C T 4 150 c.589C>T c.(589-591)CGG>TGG p.R197W

Pat_36 Post-Resistance USP43 124739 37 17 9590195 9590195 Missense_Mutation SNP G A 3 67 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_36 Post-Resistance MYH2 4620 37 17 10436824 10436824 Splice_Site SNP A T 124 57 c.2304_splice c.e20+1 p.K768_splice

Pat_36 Post-Resistance SLC4A1 6521 37 17 42328624 42328624 Missense_Mutation SNP G A 3 53 c.2558C>T c.(2557-2559)ACG>ATG p.T853M

Pat_36 Post-Resistance SP2 6668 37 17 46000338 46000338 Missense_Mutation SNP G A 6 202 c.1070G>A c.(1069-1071)CGC>CAC p.R357H

Pat_36 Post-Resistance SGCA 6442 37 17 48252775 48252775 Missense_Mutation SNP C T 4 77 c.1141C>T c.(1141-1143)CCC>TCC p.P381S

Pat_36 Post-Resistance ANKFN1 162282 37 17 54534722 54534722 Missense_Mutation SNP T C 69 269 c.1421T>C c.(1420-1422)ATT>ACT p.I474T

Pat_36 Post-Resistance TEX2 55852 37 17 62226409 62226409 Missense_Mutation SNP T G 62 89 c.3304A>C c.(3304-3306)ATA>CTA p.I1102L

Pat_36 Post-Resistance CD300E 342510 37 17 72613304 72613304 Missense_Mutation SNP G A 97 171 c.341C>T c.(340-342)TCA>TTA p.S114L

Pat_36 Post-Resistance C19orf28 126321 37 19 3551085 3551085 Missense_Mutation SNP C T 3 68 c.406G>A c.(406-408)GTG>ATG p.V136M

Pat_36 Post-Resistance CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 27 247 c.386G>A c.(385-387)CGG>CAG p.R129Q



Pat_36 Post-Resistance ZNF560 147741 37 19 9578023 9578023 Missense_Mutation SNP G A 53 99 c.1600C>T c.(1600-1602)CAC>TAC p.H534Y

Pat_36 Post-Resistance ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 13 135 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_36 Post-Resistance ANO8 57719 37 19 17438622 17438622 Missense_Mutation SNP A G 6 150 c.2294T>C c.(2293-2295)TTC>TCC p.F765S

Pat_36 Post-Resistance ZNF93 81931 37 19 20045247 20045247 Missense_Mutation SNP T A 14 422 c.1483T>A c.(1483-1485)TCC>ACC p.S495T

Pat_36 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 9 215 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_36 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 19 281 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_36 Post-Resistance ZNF257 113835 37 19 22271387 22271387 Missense_Mutation SNP C T 41 65 c.835C>T c.(835-837)CAT>TAT p.H279Y

Pat_36 Post-Resistance ZNF676 163223 37 19 22363039 22363039 Missense_Mutation SNP T C 7 279 c.1480A>G c.(1480-1482)AAA>GAA p.K494E

Pat_36 Post-Resistance ZNF492 57615 37 19 22847625 22847625 Missense_Mutation SNP G T 10 222 c.1154G>T c.(1153-1155)AGA>ATA p.R385I

Pat_36 Post-Resistance ZNF99 7652 37 19 22941036 22941036 Missense_Mutation SNP G A 48 132 c.1402C>T c.(1402-1404)CAT>TAT p.H468Y

Pat_36 Post-Resistance ZNF91 7644 37 19 23544808 23544808 Missense_Mutation SNP C T 12 478 c.973G>A c.(973-975)GAA>AAA p.E325K

Pat_36 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 27 382 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_36 Post-Resistance BCL3 602 37 19 45259535 45259535 Missense_Mutation SNP C T 4 96 c.457C>T c.(457-459)CGG>TGG p.R153W

Pat_36 Post-Resistance ZNF160 90338 37 19 53572562 53572562 Missense_Mutation SNP G A 131 264 c.1225C>T c.(1225-1227)CGT>TGT p.R409C

Pat_36 Post-Resistance ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 8 365 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_36 Post-Resistance ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 8 220 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_36 Post-Resistance ZNF813 126017 37 19 53995130 53995130 Missense_Mutation SNP T G 9 165 c.1644T>G c.(1642-1644)GAT>GAG p.D548E

Pat_36 Post-Resistance LILRA1 11024 37 19 55106681 55106681 Missense_Mutation SNP G A 89 177 c.475G>A c.(475-477)GAA>AAA p.E159K

Pat_36 Post-Resistance AURKC 6795 37 19 57746762 57746763 Missense_Mutation DNP CC TT 37 101 c.907_908CC>TT c.(907-909)CCC>TTC p.P303F

Pat_36 Post-Resistance ZNF814 730051 37 19 58384315 58384315 Missense_Mutation SNP G A 5 168 c.2443C>T c.(2443-2445)CTC>TTC p.L815F

Pat_36 Post-Resistance BIRC6 57448 37 2 32774431 32774431 Nonsense_Mutation SNP C T 102 116 c.13027C>T c.(13027-13029)CAG>TAG p.Q4343*

Pat_36 Post-Resistance ARHGAP25 9938 37 2 69034596 69034596 Missense_Mutation SNP C T 5 145 c.655C>T c.(655-657)CGG>TGG p.R219W

Pat_36 Post-Resistance XIRP2 129446 37 2 168104981 168104981 Missense_Mutation SNP C T 61 146 c.7079C>T c.(7078-7080)TCA>TTA p.S2360L

Pat_36 Post-Resistance SF3B1 23451 37 2 198288653 198288653 Missense_Mutation SNP A T 57 70 c.74T>A c.(73-75)CTT>CAT p.L25H

Pat_36 Post-Resistance SPAG16 79582 37 2 214878736 214878736 Missense_Mutation SNP C T 109 182 c.1462C>T c.(1462-1464)CCT>TCT p.P488S

Pat_36 Post-Resistance PSMD1 5707 37 2 231945017 231945017 Missense_Mutation SNP G A 4 102 c.1402G>A c.(1402-1404)GCC>ACC p.A468T

Pat_36 Post-Resistance DGKD 8527 37 2 234350612 234350612 Missense_Mutation SNP G A 5 117 c.1165G>A c.(1165-1167)GAA>AAA p.E389K

Pat_36 Post-Resistance SUN5 140732 37 20 31585473 31585473 Missense_Mutation SNP G A 26 63 c.361C>T c.(361-363)CAC>TAC p.H121Y

Pat_36 Post-Resistance DDX27 55661 37 20 47843000 47843000 Missense_Mutation SNP C T 22 116 c.727C>T c.(727-729)CCG>TCG p.P243S

Pat_36 Post-Resistance PMEPA1 56937 37 20 56234616 56234616 Missense_Mutation SNP C T 15 63 c.247G>A c.(247-249)GAA>AAA p.E83K

Pat_36 Post-Resistance GNAS 2778 37 20 57430103 57430103 Missense_Mutation SNP C T 20 63 c.1783C>T c.(1783-1785)CGG>TGG p.R595W

Pat_36 Post-Resistance BAGE2 85319 37 21 11058316 11058316 Missense_Mutation SNP G T 29 512 c.124C>A c.(124-126)CAT>AAT p.H42N

Pat_36 Post-Resistance BAGE2 85319 37 21 11058322 11058322 Missense_Mutation SNP C T 19 456 c.118G>A c.(118-120)GAT>AAT p.D40N

Pat_36 Post-Resistance KRTAP10-8 386681 37 21 46032751 46032751 Missense_Mutation SNP G C 3 81 c.734G>C c.(733-735)TGC>TCC p.C245S

Pat_36 Post-Resistance LSS 4047 37 21 47614507 47614507 Nonsense_Mutation SNP C T 3 44 c.1886G>A c.(1885-1887)TGG>TAG p.W629*

Pat_36 Post-Resistance FAM83F 113828 37 22 40415904 40415904 Missense_Mutation SNP G T 42 47 c.671G>T c.(670-672)CGC>CTC p.R224L

Pat_36 Post-Resistance CCR3 1232 37 3 46306946 46306946 Missense_Mutation SNP G T 9 518 c.297G>T c.(295-297)TGG>TGT p.W99C

Pat_36 Post-Resistance TLR9 54106 37 3 52256731 52256731 Missense_Mutation SNP T C 3 77 c.1601A>G c.(1600-1602)GAC>GGC p.D534G

Pat_36 Post-Resistance GLT8D1 55830 37 3 52729519 52729519 Missense_Mutation SNP C T 94 115 c.730G>A c.(730-732)GGA>AGA p.G244R

Pat_36 Post-Resistance IGSF10 285313 37 3 151163624 151163624 Missense_Mutation SNP G A 121 242 c.4145C>T c.(4144-4146)GCC>GTC p.A1382V

Pat_36 Post-Resistance SLITRK3 22865 37 3 164907675 164907675 Missense_Mutation SNP G A 48 106 c.944C>T c.(943-945)TCC>TTC p.S315F

Pat_36 Post-Resistance TNFSF10 8743 37 3 172224614 172224614 Missense_Mutation SNP C A 5 159 c.514G>T c.(514-516)GGT>TGT p.G172C

Pat_36 Post-Resistance SPATA16 83893 37 3 172643172 172643172 Missense_Mutation SNP C T 42 47 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_36 Post-Resistance EIF4G1 1981 37 3 184045020 184045020 Missense_Mutation SNP G C 3 52 c.3445G>C c.(3445-3447)GAA>CAA p.E1149Q

Pat_36 Post-Resistance FRYL 285527 37 4 48566058 48566058 Missense_Mutation SNP T C 60 89 c.3503A>G c.(3502-3504)AAC>AGC p.N1168S

Pat_36 Post-Resistance TECRL 253017 37 4 65180398 65180398 Missense_Mutation SNP C A 7 180 c.519G>T c.(517-519)GAG>GAT p.E173D

Pat_36 Post-Resistance ABCG2 9429 37 4 89042886 89042886 Missense_Mutation SNP C T 52 93 c.590G>A c.(589-591)GGA>GAA p.G197E



Pat_36 Post-Resistance TRPC3 7222 37 4 122846307 122846307 Missense_Mutation SNP C T 74 87 c.1042G>A c.(1042-1044)GAT>AAT p.D348N

Pat_36 Post-Resistance TLL1 7092 37 4 166914016 166914016 Missense_Mutation SNP G A 33 60 c.341G>A c.(340-342)AGG>AAG p.R114K

Pat_36 Post-Resistance CTNND2 1501 37 5 11022885 11022885 Missense_Mutation SNP C T 38 39 c.2995G>A c.(2995-2997)GAT>AAT p.D999N

Pat_36 Post-Resistance EGFLAM 133584 37 5 38350642 38350642 Missense_Mutation SNP C T 115 170 c.331C>T c.(331-333)CGT>TGT p.R111C

Pat_36 Post-Resistance EGFLAM 133584 37 5 38418330 38418330 Missense_Mutation SNP G A 12 41 c.1657G>A c.(1657-1659)GGA>AGA p.G553R

Pat_36 Post-Resistance SLIT3 6586 37 5 168176636 168176636 Missense_Mutation SNP G T 44 60 c.1978C>A c.(1978-1980)CTC>ATC p.L660I

Pat_36 Post-Resistance PPARD 5467 37 6 35378976 35378976 Missense_Mutation SNP C T 52 185 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_36 Post-Resistance SNX9 51429 37 6 158342574 158342574 Missense_Mutation SNP G C 3 87 c.961G>C c.(961-963)GAG>CAG p.E321Q

Pat_36 Post-Resistance HOXA2 3199 37 7 27142080 27142080 Missense_Mutation SNP T A 10 389 c.40A>T c.(40-42)AGC>TGC p.S14C

Pat_36 Post-Resistance CRHR2 1395 37 7 30693101 30693101 Missense_Mutation SNP C T 178 101 c.1211G>A c.(1210-1212)AGC>AAC p.S404N

Pat_36 Post-Resistance CCDC129 223075 37 7 31614251 31614251 Missense_Mutation SNP C T 51 138 c.493C>T c.(493-495)CCA>TCA p.P165S

Pat_36 Post-Resistance ZNF92 168374 37 7 64863839 64863839 Missense_Mutation SNP C A 13 558 c.812C>A c.(811-813)ACC>AAC p.T271N

Pat_36 Post-Resistance AUTS2 26053 37 7 70239084 70239084 Missense_Mutation SNP G A 7 225 c.1901G>A c.(1900-1902)AGG>AAG p.R634K

Pat_36 Post-Resistance LAMB1 3912 37 7 107626494 107626494 Missense_Mutation SNP C T 19 66 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_36 Post-Resistance NUP205 23165 37 7 135322742 135322742 Missense_Mutation SNP C G 64 260 c.5200C>G c.(5200-5202)CAA>GAA p.Q1734E

Pat_36 Post-Resistance DENND2A 27147 37 7 140221703 140221703 Missense_Mutation SNP A G 66 33 c.2863T>C c.(2863-2865)TTT>CTT p.F955L

Pat_36 Post-Resistance BRAF 673 37 7 140453136 140453137 Missense_Mutation DNP AC TT 141 134 c.1798_1799GT>AAc.(1798-1800)GTG>AAG p.V600K

Pat_36 Post-Resistance TRY6 154754 37 7 142481805 142481805 Missense_Mutation SNP G A 186 28 c.484G>A c.(484-486)GAC>AAC p.D162N

Pat_36 Post-Resistance AMAC1L2 83650 37 8 11188846 11188847 Missense_Mutation DNP CC TA 121 303 c.231_232CC>TA(229-234)TGCCTC>TGTAT p.L78I

Pat_36 Post-Resistance OPRK1 4986 37 8 54147645 54147645 Missense_Mutation SNP T C 79 182 c.284A>G c.(283-285)AAC>AGC p.N95S

Pat_36 Post-Resistance DCAF4L2 138009 37 8 88885853 88885853 Missense_Mutation SNP G A 149 91 c.347C>T c.(346-348)CCG>CTG p.P116L

Pat_36 Post-Resistance TAF2 6873 37 8 120800684 120800684 Missense_Mutation SNP G A 44 133 c.1687C>T c.(1687-1689)CCA>TCA p.P563S

Pat_36 Post-Resistance PLEC 5339 37 8 144998339 144998339 Missense_Mutation SNP G A 3 59 c.6169C>T c.(6169-6171)CGG>TGG p.R2057W

Pat_36 Post-Resistance ANKRD20A3 441425 37 9 67938633 67938633 Missense_Mutation SNP G T 5 111 c.768G>T c.(766-768)AAG>AAT p.K256N

Pat_36 Post-Resistance TLE4 7091 37 9 82333807 82333807 Missense_Mutation SNP C T 118 54 c.1586C>T c.(1585-1587)ACG>ATG p.T529M

Pat_36 Post-Resistance KIAA1958 158405 37 9 115422326 115422326 Missense_Mutation SNP G T 4 80 c.2128G>T c.(2128-2130)GGC>TGC p.G710C

Pat_36 Post-Resistance GOLGA1 2800 37 9 127651544 127651544 Missense_Mutation SNP C T 3 28 c.1639G>A c.(1639-1641)GCC>ACC p.A547T

Pat_36 Post-Resistance TOR1B 27348 37 9 132569576 132569576 Missense_Mutation SNP C T 4 170 c.575C>T c.(574-576)CCG>CTG p.P192L

Pat_36 Post-Resistance COL5A1 1289 37 9 137676874 137676874 Missense_Mutation SNP C T 33 38 c.2524C>T c.(2524-2526)CCT>TCT p.P842S

Pat_36 Post-Resistance MAMDC4 158056 37 9 139755051 139755051 Missense_Mutation SNP C T 3 77 c.3410C>T c.(3409-3411)CCG>CTG p.P1137L

Pat_36 Post-Resistance FAM47C 442444 37 X 37027190 37027190 Missense_Mutation SNP T C 7 237 c.707T>C c.(706-708)CTG>CCG p.L236P

Pat_36 Post-Resistance FAM47C 442444 37 X 37028699 37028699 Missense_Mutation SNP G A 5 162 c.2216G>A c.(2215-2217)CGC>CAC p.R739H

Pat_36 Post-Resistance SRPX 8406 37 X 38024056 38024056 Missense_Mutation SNP C T 38 78 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_36 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 8 251 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_36 Post-Resistance CITED1 4435 37 X 71521743 71521743 Missense_Mutation SNP G A 56 191 c.412C>T c.(412-414)CCT>TCT p.P138S

Pat_36 Post-Resistance PHKA1 5255 37 X 71870239 71870239 Splice_Site SNP C T 48 39 c.1324_splice c.e13+1 p.V442_splice

Pat_36 Post-Resistance AIFM1 9131 37 X 129290539 129290539 Nonsense_Mutation SNP G A 434 335 c.145C>T c.(145-147)CAG>TAG p.Q49*

Pat_36 Post-Resistance MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 14 824 c.1733A>T c.(1732-1734)CAC>CTC p.H578L

Pat_36 Post-Resistance MAGEA5 4104 37 X 151283715 151283715 Missense_Mutation SNP C T 51 158 c.298G>A c.(298-300)GAC>AAC p.D100N

Pat_37 Post-Resistance CCDC27 148870 37 1 3677872 3677872 Missense_Mutation SNP C A 3 62 c.739C>A c.(739-741)CAG>AAG p.Q247K

Pat_37 Post-Resistance CASZ1 54897 37 1 10720457 10720458 Missense_Mutation DNP GG AA 27 20 c.641_642CC>TT c.(640-642)ACC>ATT p.T214I

Pat_37 Post-Resistance VPS13D 55187 37 1 12336563 12336563 Missense_Mutation SNP G A 4 235 c.2918G>A c.(2917-2919)CGG>CAG p.R973Q

Pat_37 Post-Resistance MST1P9 11223 37 1 17085609 17085609 Missense_Mutation SNP T C 3 151 c.1112A>G c.(1111-1113)AAG>AGG p.K371R

Pat_37 Post-Resistance PADI3 51702 37 1 17597609 17597610 Missense_Mutation DNP GG TA 39 42 c.983_984GG>TA c.(982-984)AGG>ATA p.R328I

Pat_37 Post-Resistance KIF17 57576 37 1 21039967 21039967 Missense_Mutation SNP C A 4 114 c.460G>T c.(460-462)GAC>TAC p.D154Y

Pat_37 Post-Resistance SH2D5 400745 37 1 21049335 21049335 Missense_Mutation SNP C T 17 14 c.730G>A c.(730-732)GGC>AGC p.G244S

Pat_37 Post-Resistance SNRNP40 9410 37 1 31740760 31740760 Missense_Mutation SNP C A 5 219 c.878G>T c.(877-879)TGG>TTG p.W293L



Pat_37 Post-Resistance HIVEP3 59269 37 1 42049181 42049181 Missense_Mutation SNP C T 41 53 c.1288G>A c.(1288-1290)GCC>ACC p.A430T

Pat_37 Post-Resistance KDM4A 9682 37 1 44137364 44137364 Missense_Mutation SNP C T 4 56 c.1552C>T c.(1552-1554)CGG>TGG p.R518W

Pat_37 Post-Resistance PLK3 1263 37 1 45267582 45267582 Missense_Mutation SNP G A 39 32 c.631G>A c.(631-633)GAG>AAG p.E211K

Pat_37 Post-Resistance EIF2B3 8891 37 1 45345603 45345603 Missense_Mutation SNP C T 54 39 c.862G>A c.(862-864)GAC>AAC p.D288N

Pat_37 Post-Resistance ABCA4 24 37 1 94473802 94473802 Missense_Mutation SNP G A 60 41 c.5887C>T c.(5887-5889)CGC>TGC p.R1963C

Pat_37 Post-Resistance TBX15 6913 37 1 119456748 119456748 Missense_Mutation SNP C A 4 193 c.598G>T c.(598-600)GGG>TGG p.G200W

Pat_37 Post-Resistance TBX15 6913 37 1 119466193 119466193 Nonsense_Mutation SNP G A 154 166 c.409C>T c.(409-411)CGA>TGA p.R137*

Pat_37 Post-Resistance RBM8A 9939 37 1 145508251 145508251 Missense_Mutation SNP G A 123 280 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_37 Post-Resistance NBPF16 728936 37 1 148754864 148754864 Missense_Mutation SNP A G 3 118 c.1520A>G c.(1519-1521)GAG>GGG p.E507G

Pat_37 Post-Resistance SPTA1 6708 37 1 158590040 158590040 Missense_Mutation SNP C T 42 82 c.6337G>A c.(6337-6339)GGT>AGT p.G2113S

Pat_37 Post-Resistance SPTA1 6708 37 1 158592934 158592934 Missense_Mutation SNP C T 328 545 c.5959G>A c.(5959-5961)GAG>AAG p.E1987K

Pat_37 Post-Resistance NCSTN 23385 37 1 160325741 160325741 Missense_Mutation SNP C T 44 104 c.1544C>T c.(1543-1545)CCC>CTC p.P515L

Pat_37 Post-Resistance ADCY10 55811 37 1 167823624 167823624 Missense_Mutation SNP C T 85 202 c.2275G>A c.(2275-2277)GAA>AAA p.E759K

Pat_37 Post-Resistance SELE 6401 37 1 169701822 169701822 Missense_Mutation SNP C T 15 44 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_37 Post-Resistance DNM3 26052 37 1 172002338 172002338 Missense_Mutation SNP C T 18 23 c.782C>T c.(781-783)TCC>TTC p.S261F

Pat_37 Post-Resistance PIGC 5279 37 1 172411623 172411623 Missense_Mutation SNP T C 254 337 c.140A>G c.(139-141)CAA>CGA p.Q47R

Pat_37 Post-Resistance CACNA1E 777 37 1 181705551 181705551 Missense_Mutation SNP A G 34 42 c.3403A>G c.(3403-3405)ATC>GTC p.I1135V

Pat_37 Post-Resistance GPR25 2848 37 1 200842308 200842308 Missense_Mutation SNP C T 14 22 c.143C>T c.(142-144)GCG>GTG p.A48V

Pat_37 Post-Resistance DTL 51514 37 1 212236238 212236238 Missense_Mutation SNP C T 5 313 c.473C>T c.(472-474)ACG>ATG p.T158M

Pat_37 Post-Resistance HHIPL2 79802 37 1 222717501 222717501 Missense_Mutation SNP C T 121 293 c.352G>A c.(352-354)GAC>AAC p.D118N

Pat_37 Post-Resistance SUSD4 55061 37 1 223396657 223396657 Missense_Mutation SNP G A 53 135 c.1378C>T c.(1378-1380)CCT>TCT p.P460S

Pat_37 Post-Resistance OBSCN 84033 37 1 228524810 228524810 Missense_Mutation SNP C T 4 164 c.16643C>T c.(16642-16644)TCG>TTG p.S5548L

Pat_37 Post-Resistance TAF5L 27097 37 1 229745874 229745874 Nonsense_Mutation SNP G A 4 239 c.226C>T c.(226-228)CGA>TGA p.R76*

Pat_37 Post-Resistance ITIH5 80760 37 10 7679199 7679199 Missense_Mutation SNP C T 35 688 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_37 Post-Resistance PLXDC2 84898 37 10 20453449 20453449 Missense_Mutation SNP G A 146 286 c.836G>A c.(835-837)GGA>GAA p.G279E

Pat_37 Post-Resistance MYO3A 53904 37 10 26305806 26305806 Missense_Mutation SNP C T 124 258 c.566C>T c.(565-567)CCG>CTG p.P189L

Pat_37 Post-Resistance MASTL 84930 37 10 27459701 27459701 Missense_Mutation SNP G A 12 37 c.1813G>A c.(1813-1815)GAA>AAA p.E605K

Pat_37 Post-Resistance MPP7 143098 37 10 28438925 28438925 Missense_Mutation SNP C T 72 90 c.220G>A c.(220-222)GCC>ACC p.A74T

Pat_37 Post-Resistance ZNF33B 7582 37 10 43089957 43089957 Missense_Mutation SNP C T 62 195 c.441G>A c.(439-441)ATG>ATA p.M147I

Pat_37 Post-Resistance PTEN 5728 37 10 89711993 89711993 Missense_Mutation SNP C T 11 536 c.611C>T c.(610-612)CCA>CTA p.P204L

Pat_37 Post-Resistance CRTAC1 55118 37 10 99696061 99696061 Missense_Mutation SNP G A 4 83 c.287C>T c.(286-288)GCG>GTG p.A96V

Pat_37 Post-Resistance C10orf81 79949 37 10 115535549 115535549 Missense_Mutation SNP G A 107 85 c.955G>A c.(955-957)GAG>AAG p.E319K

Pat_37 Post-Resistance EMX2 2018 37 10 119305304 119305304 Missense_Mutation SNP A G 3 48 c.568A>G c.(568-570)AGC>GGC p.S190G

Pat_37 Post-Resistance LOC653544 653544 37 10 135491009 135491009 Missense_Mutation SNP G T 5 66 c.620G>T c.(619-621)AGG>ATG p.R207M

Pat_37 Post-Resistance PHRF1 57661 37 11 598398 598398 Missense_Mutation SNP C T 20 25 c.920C>T c.(919-921)TCC>TTC p.S307F

Pat_37 Post-Resistance PNPLA2 57104 37 11 824073 824073 Missense_Mutation SNP C T 3 57 c.995C>T c.(994-996)ACG>ATG p.T332M

Pat_37 Post-Resistance TRPM5 29850 37 11 2434797 2434797 Missense_Mutation SNP A C 16 31 c.1912T>G c.(1912-1914)TGG>GGG p.W638G

Pat_37 Post-Resistance OR51G2 81282 37 11 4936880 4936880 Missense_Mutation SNP G A 29 53 c.14C>T c.(13-15)TCC>TTC p.S5F

Pat_37 Post-Resistance TUB 7275 37 11 8122119 8122119 Missense_Mutation SNP C T 41 90 c.1186C>T c.(1186-1188)CAT>TAT p.H396Y

Pat_37 Post-Resistance OR8J1 219477 37 11 56127862 56127862 Missense_Mutation SNP C T 172 277 c.140C>T c.(139-141)ACC>ATC p.T47I

Pat_37 Post-Resistance ZP1 22917 37 11 60638702 60638702 Nonsense_Mutation SNP C T 39 74 c.1027C>T c.(1027-1029)CAG>TAG p.Q343*

Pat_37 Post-Resistance B3GAT3 26229 37 11 62384611 62384611 Missense_Mutation SNP G A 49 88 c.466C>T c.(466-468)CGT>TGT p.R156C

Pat_37 Post-Resistance PCNXL3 399909 37 11 65401705 65401705 Missense_Mutation SNP G A 19 23 c.4579G>A c.(4579-4581)GAT>AAT p.D1527N

Pat_37 Post-Resistance SAPS3 55291 37 11 68369378 68369378 Missense_Mutation SNP G A 165 343 c.2240G>A c.(2239-2241)AGC>AAC p.S747N

Pat_37 Post-Resistance SHANK2 22941 37 11 70319483 70319483 Missense_Mutation SNP G A 26 70 c.5041C>T c.(5041-5043)CGC>TGC p.R1681C

Pat_37 Post-Resistance SYTL2 54843 37 11 85447625 85447625 Missense_Mutation SNP G A 93 135 c.502C>T c.(502-504)CCA>TCA p.P168S

Pat_37 Post-Resistance DYNC2H1 79659 37 11 103025334 103025334 Missense_Mutation SNP C T 22 55 c.3457C>T c.(3457-3459)CGG>TGG p.R1153W



Pat_37 Post-Resistance FXYD2 486 37 11 117691411 117691412 Splice_Site DNP CC TT 52 53 c.177_splice c.e5-1 p.R59_splice

Pat_37 Post-Resistance SORL1 6653 37 11 121495820 121495820 Missense_Mutation SNP T G 152 111 c.6198T>G c.(6196-6198)AGT>AGG p.S2066R

Pat_37 Post-Resistance CDON 50937 37 11 125853959 125853959 Missense_Mutation SNP G A 28 25 c.2803C>T c.(2803-2805)CCT>TCT p.P935S

Pat_37 Post-Resistance CHD4 1108 37 12 6702280 6702280 Missense_Mutation SNP G A 87 154 c.2629C>T c.(2629-2631)CGG>TGG p.R877W

Pat_37 Post-Resistance MFAP5 8076 37 12 8803177 8803177 Missense_Mutation SNP C T 60 104 c.256G>A c.(256-258)GAT>AAT p.D86N

Pat_37 Post-Resistance PZP 5858 37 12 9353583 9353583 Missense_Mutation SNP G A 95 186 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_37 Post-Resistance CLEC7A 64581 37 12 10275902 10275902 Missense_Mutation SNP G A 34 101 c.553C>T c.(553-555)CGG>TGG p.R185W

Pat_37 Post-Resistance TAS2R42 353164 37 12 11338899 11338899 Missense_Mutation SNP C G 52 69 c.645G>C c.(643-645)AAG>AAC p.K215N

Pat_37 Post-Resistance GRIN2B 2904 37 12 13717171 13717171 Missense_Mutation SNP C T 45 86 c.3001G>A c.(3001-3003)GAT>AAT p.D1001N

Pat_37 Post-Resistance CASC1 55259 37 12 25297373 25297373 Missense_Mutation SNP C T 144 331 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_37 Post-Resistance MLL2 8085 37 12 49431693 49431693 Missense_Mutation SNP G A 15 38 c.9446C>T c.(9445-9447)TCC>TTC p.S3149F

Pat_37 Post-Resistance ACCN2 41 37 12 50473745 50473745 Missense_Mutation SNP G A 6 498 c.1112G>A c.(1111-1113)CGC>CAC p.R371H

Pat_37 Post-Resistance MFSD5 84975 37 12 53647014 53647014 Missense_Mutation SNP T C 313 502 c.395T>C c.(394-396)GTG>GCG p.V132A

Pat_37 Post-Resistance OR6C6 283365 37 12 55688866 55688866 Missense_Mutation SNP G A 105 167 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_37 Post-Resistance OR6C1 390321 37 12 55714592 55714592 Missense_Mutation SNP C T 69 110 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_37 Post-Resistance OR6C4 341418 37 12 55945126 55945126 Missense_Mutation SNP G A 263 494 c.116G>A c.(115-117)GGA>GAA p.G39E

Pat_37 Post-Resistance KIF5A 3798 37 12 57957903 57957903 Missense_Mutation SNP G A 90 147 c.304G>A c.(304-306)GAC>AAC p.D102N

Pat_37 Post-Resistance TRHDE 29953 37 12 72956777 72956777 Missense_Mutation SNP G A 153 254 c.1864G>A c.(1864-1866)GAT>AAT p.D622N

Pat_37 Post-Resistance PPFIA2 8499 37 12 81741397 81741397 Missense_Mutation SNP G A 213 432 c.2147C>T c.(2146-2148)TCA>TTA p.S716L

Pat_37 Post-Resistance C12orf12 196477 37 12 91348239 91348239 Missense_Mutation SNP G A 3 59 c.281C>T c.(280-282)CCA>CTA p.P94L

Pat_37 Post-Resistance ANO4 121601 37 12 101333122 101333122 Missense_Mutation SNP G A 70 142 c.190G>A c.(190-192)GAA>AAA p.E64K

Pat_37 Post-Resistance UTP20 27340 37 12 101680285 101680285 Nonsense_Mutation SNP C A 4 203 c.513C>A c.(511-513)TAC>TAA p.Y171*

Pat_37 Post-Resistance STAB2 55576 37 12 104102294 104102294 Missense_Mutation SNP G A 107 187 c.4268G>A c.(4267-4269)CGA>CAA p.R1423Q

Pat_37 Post-Resistance C12orf23 90488 37 12 107365098 107365098 Missense_Mutation SNP G A 4 236 c.280G>A c.(280-282)GTT>ATT p.V94I

Pat_37 Post-Resistance FICD 11153 37 12 108912722 108912723 Missense_Mutation DNP GG AA 44 107 c.847_848GG>AA c.(847-849)GGC>AAC p.G283N

Pat_37 Post-Resistance TPCN1 53373 37 12 113711397 113711398 Missense_Mutation DNP CC TT 201 374 c.866_867CC>TT c.(865-867)TCC>TTT p.S289F

Pat_37 Post-Resistance FBXW8 26259 37 12 117365847 117365847 Missense_Mutation SNP C T 65 127 c.338C>T c.(337-339)CCT>CTT p.P113L

Pat_37 Post-Resistance DIABLO 56616 37 12 122709099 122709099 Missense_Mutation SNP A G 195 295 c.143T>C c.(142-144)ATT>ACT p.I48T

Pat_37 Post-Resistance HIP1R 9026 37 12 123333135 123333135 Missense_Mutation SNP C T 50 100 c.280C>T c.(280-282)CTT>TTT p.L94F

Pat_37 Post-Resistance MTUS2 23281 37 13 29599659 29599659 Missense_Mutation SNP C T 22 47 c.854C>T c.(853-855)TCA>TTA p.S285L

Pat_37 Post-Resistance NBEA 26960 37 13 35806678 35806678 Missense_Mutation SNP C T 7 8 c.5698C>T c.(5698-5700)CGT>TGT p.R1900C

Pat_37 Post-Resistance FREM2 341640 37 13 39266402 39266402 Missense_Mutation SNP C T 74 113 c.4921C>T c.(4921-4923)CCC>TCC p.P1641S

Pat_37 Post-Resistance GPC5 2262 37 13 92797179 92797179 Missense_Mutation SNP G A 129 250 c.1498G>A c.(1498-1500)GAT>AAT p.D500N

Pat_37 Post-Resistance NALCN 259232 37 13 101910822 101910822 Missense_Mutation SNP C T 48 112 c.1238G>A c.(1237-1239)AGG>AAG p.R413K

Pat_37 Post-Resistance OR4N2 390429 37 14 20295764 20295764 Missense_Mutation SNP C T 15 305 c.157C>T c.(157-159)CCT>TCT p.P53S

Pat_37 Post-Resistance OR4L1 122742 37 14 20528650 20528650 Nonsense_Mutation SNP G A 83 183 c.447G>A c.(445-447)TGG>TGA p.W149*

Pat_37 Post-Resistance CHD8 57680 37 14 21861354 21861354 Missense_Mutation SNP G T 4 147 c.5542C>A c.(5542-5544)CAA>AAA p.Q1848K

Pat_37 Post-Resistance MYH6 4624 37 14 23854151 23854151 Missense_Mutation SNP C T 47 107 c.5263G>A c.(5263-5265)GAG>AAG p.E1755K

Pat_37 Post-Resistance LRRC16B 90668 37 14 24534223 24534223 Missense_Mutation SNP C A 5 249 c.3137C>A c.(3136-3138)CCA>CAA p.P1046Q

Pat_37 Post-Resistance LRRC16B 90668 37 14 24534241 24534241 Missense_Mutation SNP G A 4 100 c.3155G>A c.(3154-3156)CGC>CAC p.R1052H

Pat_37 Post-Resistance ARHGAP5 394 37 14 32562852 32562852 Missense_Mutation SNP C T 200 338 c.2977C>T c.(2977-2979)CCA>TCA p.P993S

Pat_37 Post-Resistance FRMD6 122786 37 14 52194536 52194536 Missense_Mutation SNP A G 216 284 c.1658A>G c.(1657-1659)AAA>AGA p.K553R

Pat_37 Post-Resistance MAPK1IP1L 93487 37 14 55529606 55529606 Missense_Mutation SNP C T 65 134 c.289C>T c.(289-291)CCA>TCA p.P97S

Pat_37 Post-Resistance DLGAP5 9787 37 14 55650429 55650429 Missense_Mutation SNP A G 15 18 c.281T>C c.(280-282)CTC>CCC p.L94P

Pat_37 Post-Resistance RAD51L1 5890 37 14 68934923 68934923 Missense_Mutation SNP C T 118 205 c.992C>T c.(991-993)ACC>ATC p.T331I

Pat_37 Post-Resistance SERPINA11 256394 37 14 94914736 94914736 Missense_Mutation SNP G A 47 137 c.376C>T c.(376-378)CTT>TTT p.L126F

Pat_37 Post-Resistance DIO3 1735 37 14 102028737 102028737 Missense_Mutation SNP C T 35 65 c.826C>T c.(826-828)CGG>TGG p.R276W



Pat_37 Post-Resistance TECPR2 9895 37 14 102874935 102874935 Nonsense_Mutation SNP T A 66 139 c.459T>A c.(457-459)TAT>TAA p.Y153*

Pat_37 Post-Resistance ADAM6 8755 37 14 106354443 106354443 Splice_Site SNP G A 34 45 c.49316_splice c.e3089+1

Pat_37 Post-Resistance UBE3A 7337 37 15 25620797 25620797 Missense_Mutation SNP C G 62 123 c.185G>C c.(184-186)CGT>CCT p.R62P

Pat_37 Post-Resistance GABRB3 2562 37 15 26793136 26793136 Missense_Mutation SNP C T 52 84 c.1226G>A c.(1225-1227)CGA>CAA p.R409Q

Pat_37 Post-Resistance C15orf55 256646 37 15 34649346 34649347 Missense_Mutation DNP CC TT 35 63 c.3053_3054CC>TT c.(3052-3054)TCC>TTT p.S1018F

Pat_37 Post-Resistance EIF2AK4 440275 37 15 40280268 40280268 Nonsense_Mutation SNP C T 81 184 c.2488C>T c.(2488-2490)CGA>TGA p.R830*

Pat_37 Post-Resistance C15orf57 90416 37 15 40849511 40849511 Missense_Mutation SNP C T 4 214 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_37 Post-Resistance LEO1 123169 37 15 52252113 52252113 Missense_Mutation SNP A T 100 156 c.1143T>A c.(1141-1143)TTT>TTA p.F381L

Pat_37 Post-Resistance UNC13C 440279 37 15 54305830 54305830 Missense_Mutation SNP G A 48 107 c.730G>A c.(730-732)GAA>AAA p.E244K

Pat_37 Post-Resistance MAN2C1 4123 37 15 75660483 75660483 Missense_Mutation SNP C T 11 8 c.158G>A c.(157-159)AGA>AAA p.R53K

Pat_37 Post-Resistance ACAN 176 37 15 89416239 89416239 Missense_Mutation SNP C T 24 39 c.7316C>T c.(7315-7317)ACG>ATG p.T2439M

Pat_37 Post-Resistance MAN2A2 4122 37 15 91450650 91450650 Missense_Mutation SNP G C 6 188 c.1121G>C c.(1120-1122)CGC>CCC p.R374P

Pat_37 Post-Resistance DECR2 26063 37 16 461501 461501 Missense_Mutation SNP G A 4 200 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_37 Post-Resistance SOLH 6650 37 16 601598 601598 Missense_Mutation SNP G A 4 80 c.2279G>A c.(2278-2280)CGT>CAT p.R760H

Pat_37 Post-Resistance FLYWCH1 84256 37 16 2980449 2980449 Missense_Mutation SNP G A 9 5 c.364G>A c.(364-366)GGG>AGG p.G122R

Pat_37 Post-Resistance KREMEN2 79412 37 16 3016389 3016389 Missense_Mutation SNP G A 69 72 c.425G>A c.(424-426)GGC>GAC p.G142D

Pat_37 Post-Resistance DNASE1 1773 37 16 3706147 3706147 Missense_Mutation SNP G A 5 220 c.281G>A c.(280-282)GGA>GAA p.G94E

Pat_37 Post-Resistance PRKCB 5579 37 16 24231291 24231291 Missense_Mutation SNP A G 3 95 c.1873A>G c.(1873-1875)AGA>GGA p.R625G

Pat_37 Post-Resistance FHOD1 29109 37 16 67265090 67265090 Splice_Site SNP C G 4 65 c.2667_splice c.e17+1 p.K889_splice

Pat_37 Post-Resistance ATP6V0D1 9114 37 16 67472954 67472954 Missense_Mutation SNP G A 4 231 c.736C>T c.(736-738)CGG>TGG p.R246W

Pat_37 Post-Resistance SPG7 6687 37 16 89617007 89617007 Missense_Mutation SNP C G 3 87 c.1769C>G c.(1768-1770)GCC>GGC p.A590G

Pat_37 Post-Resistance YWHAE 7531 37 17 1264431 1264431 Missense_Mutation SNP G A 164 270 c.533C>T c.(532-534)TCC>TTC p.S178F

Pat_37 Post-Resistance PITPNA 5306 37 17 1451661 1451661 Missense_Mutation SNP C T 4 213 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_37 Post-Resistance SMTNL2 342527 37 17 4510744 4510744 Missense_Mutation SNP G A 6 704 c.1348G>A c.(1348-1350)GTC>ATC p.V450I

Pat_37 Post-Resistance MINK1 50488 37 17 4797389 4797389 Splice_Site SNP G A 4 60 c.2670_splice c.e22+1 p.R890_splice

Pat_37 Post-Resistance CAMTA2 23125 37 17 4880437 4880438 Missense_Mutation DNP GG AA 57 156 c.1815_1816CC>TT813-1818)CCCCTT>CCTT p.L606F

Pat_37 Post-Resistance TNK1 8711 37 17 7291865 7291865 Missense_Mutation SNP A G 29 61 c.1633A>G c.(1633-1635)AGC>GGC p.S545G

Pat_37 Post-Resistance DNAH2 146754 37 17 7727983 7727983 Missense_Mutation SNP C T 167 347 c.11791C>T c.(11791-11793)CAC>TAC p.H3931Y

Pat_37 Post-Resistance SPDYE4 388333 37 17 8656641 8656641 Missense_Mutation SNP C T 7 21 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_37 Post-Resistance TOM1L2 146691 37 17 17786101 17786101 Missense_Mutation SNP G A 107 158 c.578C>T c.(577-579)TCC>TTC p.S193F

Pat_37 Post-Resistance LGALS9C 654346 37 17 18387232 18387232 Missense_Mutation SNP G A 90 51 c.83G>A c.(82-84)GGA>GAA p.G28E

Pat_37 Post-Resistance MAPK7 5598 37 17 19284135 19284135 Missense_Mutation SNP C T 3 63 c.613C>T c.(613-615)CGT>TGT p.R205C

Pat_37 Post-Resistance TRAF4 9618 37 17 27075388 27075388 Missense_Mutation SNP C T 3 92 c.571C>T c.(571-573)CGC>TGC p.R191C

Pat_37 Post-Resistance CNTNAP1 8506 37 17 40845480 40845480 Missense_Mutation SNP G A 4 159 c.2918G>A c.(2917-2919)CGC>CAC p.R973H

Pat_37 Post-Resistance KIF18B 146909 37 17 43012650 43012650 Missense_Mutation SNP C T 3 29 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_37 Post-Resistance IGF2BP1 10642 37 17 47115636 47115636 Missense_Mutation SNP G A 48 63 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_37 Post-Resistance COL1A1 1277 37 17 48271376 48271377 Missense_Mutation DNP GG AA 47 113 c.1694_1695CC>TTc.(1693-1695)CCC>CTT p.P565L

Pat_37 Post-Resistance AKAP1 8165 37 17 55189933 55189933 Missense_Mutation SNP C T 5 170 c.2057C>T c.(2056-2058)CCC>CTC p.P686L

Pat_37 Post-Resistance RECQL5 9400 37 17 73624834 73624834 Missense_Mutation SNP G A 4 87 c.2498C>T c.(2497-2499)CCG>CTG p.P833L

Pat_37 Post-Resistance SPHK1 8877 37 17 74383533 74383533 Missense_Mutation SNP G T 4 156 c.1021G>T c.(1021-1023)GAT>TAT p.D341Y

Pat_37 Post-Resistance UBE2O 63893 37 17 74387494 74387494 Missense_Mutation SNP G A 4 200 c.3409C>T c.(3409-3411)CGG>TGG p.R1137W

Pat_37 Post-Resistance PCYT2 5833 37 17 79864636 79864637 Missense_Mutation DNP GG AA 17 63 c.675_676CC>TT(673-678)TTCCAC>TTTTA p.H226Y

Pat_37 Post-Resistance LAMA3 3909 37 18 21512198 21512198 Missense_Mutation SNP C T 180 293 c.8651C>T c.(8650-8652)TCT>TTT p.S2884F

Pat_37 Post-Resistance SYT4 6860 37 18 40853607 40853607 Missense_Mutation SNP C T 34 95 c.787G>A c.(787-789)GGA>AGA p.G263R

Pat_37 Post-Resistance DCC 1630 37 18 50918076 50918076 Missense_Mutation SNP C T 188 368 c.2507C>T c.(2506-2508)TCG>TTG p.S836L

Pat_37 Post-Resistance DCC 1630 37 18 50994305 50994305 Missense_Mutation SNP G A 71 127 c.3661G>A c.(3661-3663)GAG>AAG p.E1221K

Pat_37 Post-Resistance NCLN 56926 37 19 3192594 3192594 Missense_Mutation SNP C T 3 44 c.311C>T c.(310-312)TCG>TTG p.S104L



Pat_37 Post-Resistance KDM4B 23030 37 19 5135389 5135390 Missense_Mutation DNP GG AA 4 76 .2125_2126GG>AAc.(2125-2127)GGA>AAA p.G709K

Pat_37 Post-Resistance EMR1 2015 37 19 6897460 6897460 Missense_Mutation SNP G A 4 158 c.416G>A c.(415-417)AGC>AAC p.S139N

Pat_37 Post-Resistance KIAA1543 57662 37 19 7671277 7671277 Missense_Mutation SNP A T 26 49 c.523A>T c.(523-525)ACG>TCG p.T175S

Pat_37 Post-Resistance CD209 30835 37 19 7810560 7810560 Missense_Mutation SNP G A 4 203 c.592C>T c.(592-594)CGG>TGG p.R198W

Pat_37 Post-Resistance HNRNPM 4670 37 19 8528389 8528389 Splice_Site SNP G A 5 339 c.344_splice c.e4+1 p.A115_splice

Pat_37 Post-Resistance ADAMTS10 81794 37 19 8645836 8645836 Nonsense_Mutation SNP G A 28 78 c.3253C>T c.(3253-3255)CAG>TAG p.Q1085*

Pat_37 Post-Resistance MUC16 94025 37 19 9063401 9063401 Missense_Mutation SNP C A 4 163 c.24045G>T c.(24043-24045)ATG>ATT p.M8015I

Pat_37 Post-Resistance COL5A3 50509 37 19 10071229 10071229 Missense_Mutation SNP C T 14 271 c.5096G>A c.(5095-5097)CGG>CAG p.R1699Q

Pat_37 Post-Resistance CYP4F8 11283 37 19 15734027 15734027 Missense_Mutation SNP C G 74 136 c.760C>G c.(760-762)CGG>GGG p.R254G

Pat_37 Post-Resistance MYO9B 4650 37 19 17213057 17213057 Missense_Mutation SNP C T 7 625 c.530C>T c.(529-531)ACG>ATG p.T177M

Pat_37 Post-Resistance TMEM161A 54929 37 19 19243477 19243477 Missense_Mutation SNP A T 25 71 c.275T>A c.(274-276)GTG>GAG p.V92E

Pat_37 Post-Resistance ZNF90 7643 37 19 20229760 20229760 Missense_Mutation SNP C T 68 163 c.1397C>T c.(1396-1398)TCA>TTA p.S466L

Pat_37 Post-Resistance ZNF43 7594 37 19 21992169 21992169 Missense_Mutation SNP T G 4 243 c.670A>C c.(670-672)AAT>CAT p.N224H

Pat_37 Post-Resistance HRC 3270 37 19 49657516 49657516 Missense_Mutation SNP C T 37 31 c.979G>A c.(979-981)GAA>AAA p.E327K

Pat_37 Post-Resistance KLK7 5650 37 19 51483718 51483718 Missense_Mutation SNP C T 53 48 c.247G>A c.(247-249)GAT>AAT p.D83N

Pat_37 Post-Resistance KLK14 43847 37 19 51582876 51582876 Missense_Mutation SNP G A 4 36 c.344C>T c.(343-345)ACG>ATG p.T115M

Pat_37 Post-Resistance FPR3 2359 37 19 52327004 52327004 Missense_Mutation SNP G A 23 27 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_37 Post-Resistance ZIM3 114026 37 19 57648292 57648292 Missense_Mutation SNP C T 62 80 c.190G>A c.(190-192)GGA>AGA p.G64R

Pat_37 Post-Resistance C2orf48 348738 37 2 10350701 10350701 Missense_Mutation SNP T C 5 182 c.458T>C c.(457-459)CTC>CCC p.L153P

Pat_37 Post-Resistance GPN1 11321 37 2 27870737 27870737 Missense_Mutation SNP G T 4 120 c.1008G>T c.(1006-1008)TTG>TTT p.L336F

Pat_37 Post-Resistance SRBD1 55133 37 2 45807106 45807106 Missense_Mutation SNP G A 4 214 c.980C>T c.(979-981)GCA>GTA p.A327V

Pat_37 Post-Resistance PROM2 150696 37 2 95953993 95953993 Missense_Mutation SNP C T 90 94 c.2279C>T c.(2278-2280)TCC>TTC p.S760F

Pat_37 Post-Resistance ADRA2B 151 37 2 96781752 96781752 Missense_Mutation SNP G A 3 37 c.137C>T c.(136-138)CCT>CTT p.P46L

Pat_37 Post-Resistance IWS1 55677 37 2 128262638 128262638 Missense_Mutation SNP G A 152 105 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_37 Post-Resistance KCNH7 90134 37 2 163374282 163374282 Missense_Mutation SNP C T 4 144 c.850G>A c.(850-852)GTC>ATC p.V284I

Pat_37 Post-Resistance TTN 7273 37 2 179463537 179463537 Missense_Mutation SNP T C 6 464 c.49196A>G c.(49195-49197)AAT>AGT p.N16399S

Pat_37 Post-Resistance TTN 7273 37 2 179469470 179469470 Missense_Mutation SNP C T 132 106 c.46642G>A c.(46642-46644)GAA>AAA p.E15548K

Pat_37 Post-Resistance PARD3B 117583 37 2 206265756 206265756 Missense_Mutation SNP G A 14 6 c.2650G>A c.(2650-2652)GAT>AAT p.D884N

Pat_37 Post-Resistance ABCB6 10058 37 2 220077134 220077134 Missense_Mutation SNP C T 4 178 c.1943G>A c.(1942-1944)CGA>CAA p.R648Q

Pat_37 Post-Resistance GPCPD1 56261 37 20 5547385 5547385 Missense_Mutation SNP G A 88 158 c.1261C>T c.(1261-1263)CGG>TGG p.R421W

Pat_37 Post-Resistance TM9SF4 9777 37 20 30729426 30729426 Missense_Mutation SNP G A 5 368 c.356G>A c.(355-357)CGA>CAA p.R119Q

Pat_37 Post-Resistance SEMG2 6407 37 20 43850512 43850512 Missense_Mutation SNP G A 94 161 c.239G>A c.(238-240)CGA>CAA p.R80Q

Pat_37 Post-Resistance KRTAP13-2 337959 37 21 31744194 31744194 Missense_Mutation SNP C T 49 112 c.338G>A c.(337-339)GGA>GAA p.G113E

Pat_37 Post-Resistance KRTAP19-5 337972 37 21 31874201 31874201 Missense_Mutation SNP C T 178 402 c.208G>A c.(208-210)GGA>AGA p.G70R

Pat_37 Post-Resistance IFNAR1 3454 37 21 34707922 34707922 Missense_Mutation SNP G A 102 192 c.169G>A c.(169-171)GGG>AGG p.G57R

Pat_37 Post-Resistance SLC37A1 54020 37 21 43979140 43979140 Missense_Mutation SNP C T 28 59 c.922C>T c.(922-924)CCC>TCC p.P308S

Pat_37 Post-Resistance CABIN1 23523 37 22 24466790 24466790 Missense_Mutation SNP G A 168 237 c.2272G>A c.(2272-2274)GAG>AAG p.E758K

Pat_37 Post-Resistance SEZ6L 23544 37 22 26692966 26692966 Missense_Mutation SNP G A 33 80 c.1082G>A c.(1081-1083)CGA>CAA p.R361Q

Pat_37 Post-Resistance RFPL2 10739 37 22 32587079 32587079 Missense_Mutation SNP C T 115 147 c.817G>A c.(817-819)GAG>AAG p.E273K

Pat_37 Post-Resistance RAC2 5880 37 22 37628869 37628869 Missense_Mutation SNP C T 4 161 c.197G>A c.(196-198)CGT>CAT p.R66H

Pat_37 Post-Resistance ENTHD1 150350 37 22 40140252 40140252 Missense_Mutation SNP G A 42 66 c.1256C>T c.(1255-1257)CCT>CTT p.P419L

Pat_37 Post-Resistance PKDREJ 10343 37 22 46657381 46657381 Missense_Mutation SNP T A 75 155 c.1839A>T c.(1837-1839)AAA>AAT p.K613N

Pat_37 Post-Resistance PLXNB2 23654 37 22 50716039 50716039 Missense_Mutation SNP G A 5 333 c.5177C>T c.(5176-5178)ACG>ATG p.T1726M

Pat_37 Post-Resistance ITPR1 3708 37 3 4730242 4730242 Missense_Mutation SNP G A 15 323 c.3739G>A c.(3739-3741)GCA>ACA p.A1247T

Pat_37 Post-Resistance GRIP2 80852 37 3 14583492 14583492 Missense_Mutation SNP G A 3 48 c.97C>T c.(97-99)CGC>TGC p.R33C

Pat_37 Post-Resistance TOP2B 7155 37 3 25665139 25665139 Missense_Mutation SNP A G 67 100 c.2594T>C c.(2593-2595)ATA>ACA p.I865T

Pat_37 Post-Resistance KBTBD5 131377 37 3 42729733 42729733 Missense_Mutation SNP G A 4 212 c.1252G>A c.(1252-1254)GGT>AGT p.G418S



Pat_37 Post-Resistance CCDC36 339834 37 3 49274018 49274018 Missense_Mutation SNP G A 11 42 c.94G>A c.(94-96)GAT>AAT p.D32N

Pat_37 Post-Resistance PCBP4 57060 37 3 51992163 51992163 Missense_Mutation SNP G A 4 177 c.1126C>T c.(1126-1128)CCG>TCG p.P376S

Pat_37 Post-Resistance TLR9 54106 37 3 52257382 52257382 Missense_Mutation SNP T C 48 106 c.950A>G c.(949-951)GAG>GGG p.E317G

Pat_37 Post-Resistance ITIH3 3699 37 3 52831911 52831911 Missense_Mutation SNP G A 5 26 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_37 Post-Resistance CACNA1D 776 37 3 53531412 53531412 Nonsense_Mutation SNP C T 103 230 c.301C>T c.(301-303)CGA>TGA p.R101*

Pat_37 Post-Resistance CRYBG3 131544 37 3 97662120 97662120 Missense_Mutation SNP G A 40 37 c.3031G>A c.(3031-3033)GGA>AGA p.G1011R

Pat_37 Post-Resistance SLC35A5 55032 37 3 112299458 112299458 Missense_Mutation SNP C T 48 50 c.494C>T c.(493-495)ACT>ATT p.T165I

Pat_37 Post-Resistance PLXNA1 5361 37 3 126735834 126735834 Missense_Mutation SNP G A 4 160 c.3161G>A c.(3160-3162)CGT>CAT p.R1054H

Pat_37 Post-Resistance COL6A6 131873 37 3 130360517 130360517 Missense_Mutation SNP G A 21 13 c.5113G>A c.(5113-5115)GAG>AAG p.E1705K

Pat_37 Post-Resistance ATP1B3 483 37 3 141622560 141622560 Missense_Mutation SNP C T 93 55 c.208C>T c.(208-210)CCA>TCA p.P70S

Pat_37 Post-Resistance IGSF10 285313 37 3 151176361 151176361 Missense_Mutation SNP C T 4 147 c.137G>A c.(136-138)CGG>CAG p.R46Q

Pat_37 Post-Resistance SI 6476 37 3 164741528 164741528 Missense_Mutation SNP G A 54 45 c.2929C>T c.(2929-2931)CCC>TCC p.P977S

Pat_37 Post-Resistance CHRD 8646 37 3 184106417 184106417 Missense_Mutation SNP C T 43 52 c.2597C>T c.(2596-2598)GCT>GTT p.A866V

Pat_37 Post-Resistance TPRG1 285386 37 3 188925310 188925310 Missense_Mutation SNP G A 212 119 c.137G>A c.(136-138)AGT>AAT p.S46N

Pat_37 Post-Resistance SLIT2 9353 37 4 20543093 20543093 Missense_Mutation SNP C T 39 79 c.1994C>T c.(1993-1995)CCT>CTT p.P665L

Pat_37 Post-Resistance LIMCH1 22998 37 4 41684413 41684413 Nonsense_Mutation SNP C T 65 122 c.2629C>T c.(2629-2631)CAG>TAG p.Q877*

Pat_37 Post-Resistance DCUN1D4 23142 37 4 52777312 52777312 Missense_Mutation SNP T C 4 238 c.692T>C c.(691-693)CTT>CCT p.L231P

Pat_37 Post-Resistance EREG 2069 37 4 75248388 75248388 Missense_Mutation SNP G A 4 240 c.305G>A c.(304-306)CGA>CAA p.R102Q

Pat_37 Post-Resistance STBD1 8987 37 4 77230595 77230595 Missense_Mutation SNP G C 3 76 c.519G>C c.(517-519)TTG>TTC p.L173F

Pat_37 Post-Resistance ADH6 130 37 4 100137332 100137332 Missense_Mutation SNP C T 33 103 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_37 Post-Resistance NHEDC2 133308 37 4 103971417 103971417 Missense_Mutation SNP C T 106 193 c.565G>A c.(565-567)GGC>AGC p.G189S

Pat_37 Post-Resistance NDST4 64579 37 4 115891702 115891702 Missense_Mutation SNP G A 49 109 c.1105C>T c.(1105-1107)CGG>TGG p.R369W

Pat_37 Post-Resistance PRSS12 8492 37 4 119239632 119239632 Missense_Mutation SNP C A 27 246 c.1051G>T c.(1051-1053)GGG>TGG p.G351W

Pat_37 Post-Resistance FAT4 79633 37 4 126328278 126328278 Missense_Mutation SNP C T 203 346 c.5551C>T c.(5551-5553)CCT>TCT p.P1851S

Pat_37 Post-Resistance RXFP1 59350 37 4 159493870 159493870 Missense_Mutation SNP G A 128 273 c.70G>A c.(70-72)GAT>AAT p.D24N

Pat_37 Post-Resistance RXFP1 59350 37 4 159493897 159493897 Missense_Mutation SNP C T 129 250 c.97C>T c.(97-99)CCC>TCC p.P33S

Pat_37 Post-Resistance FAT1 2195 37 4 187532630 187532630 Missense_Mutation SNP C T 4 207 c.9763G>A c.(9763-9765)GCA>ACA p.A3255T

Pat_37 Post-Resistance DNAH5 1767 37 5 13753596 13753596 Missense_Mutation SNP C T 96 228 c.10618G>A c.(10618-10620)GAT>AAT p.D3540N

Pat_37 Post-Resistance 11-Mar 441061 37 5 16177919 16177919 Nonsense_Mutation SNP C T 77 131 c.609G>A c.(607-609)TGG>TGA p.W203*

Pat_37 Post-Resistance OSMR 9180 37 5 38876401 38876401 Missense_Mutation SNP C T 113 178 c.172C>T c.(172-174)CCT>TCT p.P58S

Pat_37 Post-Resistance C9 735 37 5 39308368 39308368 Missense_Mutation SNP T C 139 196 c.1204A>G c.(1204-1206)AAA>GAA p.K402E

Pat_37 Post-Resistance GHR 2690 37 5 42711394 42711394 Missense_Mutation SNP G A 220 406 c.704G>A c.(703-705)CGA>CAA p.R235Q

Pat_37 Post-Resistance POLK 51426 37 5 74879192 74879192 Missense_Mutation SNP C T 119 103 c.1009C>T c.(1009-1011)CCC>TCC p.P337S

Pat_37 Post-Resistance MEF2C 4208 37 5 88100438 88100438 Missense_Mutation SNP G A 108 69 c.235C>T c.(235-237)CGG>TGG p.R79W

Pat_37 Post-Resistance MEF2C 4208 37 5 88100440 88100440 Missense_Mutation SNP C G 107 72 c.233G>C c.(232-234)AGC>ACC p.S78T

Pat_37 Post-Resistance GPR98 84059 37 5 89981639 89981639 Missense_Mutation SNP C T 28 124 c.6317C>T c.(6316-6318)GCG>GTG p.A2106V

Pat_37 Post-Resistance PCDHA11 56138 37 5 140250186 140250186 Missense_Mutation SNP G A 119 104 c.1498G>A c.(1498-1500)GAC>AAC p.D500N

Pat_37 Post-Resistance ARAP3 64411 37 5 141041751 141041751 Missense_Mutation SNP G A 5 418 c.2872C>T c.(2872-2874)CGT>TGT p.R958C

Pat_37 Post-Resistance BTNL3 10917 37 5 180419833 180419833 Missense_Mutation SNP C T 4 109 c.70C>T c.(70-72)CCG>TCG p.P24S

Pat_37 Post-Resistance PIP5K1P1 206426 37 6 7987864 7987864 Missense_Mutation SNP G T 4 107 c.1095G>T c.(1093-1095)ATG>ATT p.M365I

Pat_37 Post-Resistance NUP153 9972 37 6 17616825 17616825 Missense_Mutation SNP C T 16 321 c.4276G>A c.(4276-4278)GCC>ACC p.A1426T

Pat_37 Post-Resistance SCAND3 114821 37 6 28543165 28543166 Missense_Mutation DNP CC TT 68 165 .1316_1317GG>AAc.(1315-1317)GGG>GAA p.G439E

Pat_37 Post-Resistance TNXB 7148 37 6 32014050 32014050 Missense_Mutation SNP G A 19 37 c.10502C>T c.(10501-10503)ACC>ATC p.T3501I

Pat_37 Post-Resistance TREM1 54210 37 6 41250147 41250147 Missense_Mutation SNP A G 61 91 c.392T>C c.(391-393)TTG>TCG p.L131S

Pat_37 Post-Resistance MDFI 4188 37 6 41613921 41613921 Missense_Mutation SNP C T 4 128 c.134C>T c.(133-135)GCG>GTG p.A45V

Pat_37 Post-Resistance RUNX2 860 37 6 45399628 45399628 Missense_Mutation SNP G A 207 406 c.452G>A c.(451-453)GGG>GAG p.G151E

Pat_37 Post-Resistance ENPP5 59084 37 6 46135374 46135374 Missense_Mutation SNP G A 90 151 c.626C>T c.(625-627)TCA>TTA p.S209L



Pat_37 Post-Resistance PKHD1 5314 37 6 51892990 51892990 Missense_Mutation SNP G A 227 499 c.3524C>T c.(3523-3525)TCC>TTC p.S1175F

Pat_37 Post-Resistance COL9A1 1297 37 6 70966482 70966482 Missense_Mutation SNP G A 26 45 c.1492C>T c.(1492-1494)CCT>TCT p.P498S

Pat_37 Post-Resistance ME1 4199 37 6 84055900 84055900 Missense_Mutation SNP C T 124 301 c.592G>A c.(592-594)GAA>AAA p.E198K

Pat_37 Post-Resistance MDN1 23195 37 6 90409426 90409426 Missense_Mutation SNP G A 62 189 c.8891C>T c.(8890-8892)CCC>CTC p.P2964L

Pat_37 Post-Resistance WISP3 8838 37 6 112385967 112385967 Missense_Mutation SNP C G 164 276 c.356C>G c.(355-357)GCT>GGT p.A119G

Pat_37 Post-Resistance ENPP3 5169 37 6 132004258 132004258 Missense_Mutation SNP G A 171 309 c.1076G>A c.(1075-1077)CGG>CAG p.R359Q

Pat_37 Post-Resistance CTGF 1490 37 6 132271591 132271592 Missense_Mutation DNP CC TT 93 83 c.381_382GG>AA(379-384)CTGGAC>CTAAA p.D128N

Pat_37 Post-Resistance EYA4 2070 37 6 133767851 133767851 Missense_Mutation SNP C T 99 207 c.167C>T c.(166-168)TCT>TTT p.S56F

Pat_37 Post-Resistance SGK1 6446 37 6 134528571 134528571 Splice_Site SNP T C 3 57 c.286_splice c.e3-1 p.V96_splice

Pat_37 Post-Resistance C6orf70 55780 37 6 170168250 170168250 Missense_Mutation SNP C T 39 88 c.1042C>T c.(1042-1044)CTT>TTT p.L348F

Pat_37 Post-Resistance IQCE 23288 37 7 2611253 2611254 Missense_Mutation DNP CC TT 46 157 c.224_225CC>TT c.(223-225)ACC>ATT p.T75I

Pat_37 Post-Resistance CARD11 84433 37 7 2956974 2956975 Missense_Mutation DNP CC TT 11 24 .2652_2653GG>AA650-2655)CGGGTC>CGAA p.V885I

Pat_37 Post-Resistance AIMP2 7965 37 7 6063098 6063098 Missense_Mutation SNP G C 18 75 c.739G>C c.(739-741)GGA>CGA p.G247R

Pat_37 Post-Resistance ISPD 729920 37 7 16348164 16348164 Missense_Mutation SNP G A 26 59 c.773C>T c.(772-774)TCA>TTA p.S258L

Pat_37 Post-Resistance HDAC9 9734 37 7 19015548 19015548 Missense_Mutation SNP G A 50 107 c.3142G>A c.(3142-3144)GAA>AAA p.E1048K

Pat_37 Post-Resistance INMT 11185 37 7 30795310 30795310 Missense_Mutation SNP C T 47 100 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_37 Post-Resistance CCDC129 223075 37 7 31614330 31614330 Missense_Mutation SNP T A 39 103 c.572T>A c.(571-573)ATG>AAG p.M191K

Pat_37 Post-Resistance C7orf16 10842 37 7 31736630 31736630 Missense_Mutation SNP C T 69 158 c.287C>T c.(286-288)CCA>CTA p.P96L

Pat_37 Post-Resistance PGAM2 5224 37 7 44104935 44104935 Missense_Mutation SNP C T 4 230 c.194G>A c.(193-195)CGC>CAC p.R65H

Pat_37 Post-Resistance NPC1L1 29881 37 7 44560420 44560420 Splice_Site SNP C T 58 109 c.3081_splice c.e14-1 p.G1027_splice

Pat_37 Post-Resistance POM121L12 285877 37 7 53103777 53103777 Missense_Mutation SNP C T 33 41 c.413C>T c.(412-414)ACC>ATC p.T138I

Pat_37 Post-Resistance LAT2 7462 37 7 73638115 73638115 Splice_Site SNP T C 30 306 c.448_splice c.e11+2 p.G150_splice

Pat_37 Post-Resistance HGF 3082 37 7 81346570 81346570 Nonsense_Mutation SNP C T 180 317 c.1383G>A c.(1381-1383)TGG>TGA p.W461*

Pat_37 Post-Resistance DYNC1I1 1780 37 7 95726852 95726852 Missense_Mutation SNP C T 121 208 c.1885C>T c.(1885-1887)CGT>TGT p.R629C

Pat_37 Post-Resistance DLX6 1750 37 7 96635385 96635385 Splice_Site SNP G A 5 46 c.95_splice c.e1+1 p.H32_splice

Pat_37 Post-Resistance PVRIG 79037 37 7 99818442 99818442 Missense_Mutation SNP G T 48 65 c.656G>T c.(655-657)TGG>TTG p.W219L

Pat_37 Post-Resistance SLC12A9 56996 37 7 100452361 100452361 Missense_Mutation SNP G A 4 200 c.301G>A c.(301-303)GGG>AGG p.G101R

Pat_37 Post-Resistance TMEM168 64418 37 7 112424369 112424369 Missense_Mutation SNP G A 75 136 c.512C>T c.(511-513)ACT>ATT p.T171I

Pat_37 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 81 195 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_37 Post-Resistance MGAM 8972 37 7 141738413 141738413 Missense_Mutation SNP G A 17 30 c.2314G>A c.(2314-2316)GAA>AAA p.E772K

Pat_37 Post-Resistance TMEM176A 55365 37 7 150501930 150501930 Missense_Mutation SNP G A 41 130 c.682G>A c.(682-684)GAA>AAA p.E228K

Pat_37 Post-Resistance ABP1 26 37 7 150554225 150554225 Missense_Mutation SNP C T 54 92 c.667C>T c.(667-669)CAT>TAT p.H223Y

Pat_37 Post-Resistance ASB10 136371 37 7 150883992 150883993 Missense_Mutation DNP CC TT 40 73 c.360_361GG>AA358-363)GCGGAC>GCAAA p.D121N

Pat_37 Post-Resistance PRKAG2 51422 37 7 151372621 151372621 Missense_Mutation SNP C T 4 195 c.569G>A c.(568-570)CGC>CAC p.R190H

Pat_37 Post-Resistance CSMD1 64478 37 8 3087634 3087634 Missense_Mutation SNP C T 66 112 c.4276G>A c.(4276-4278)GGA>AGA p.G1426R

Pat_37 Post-Resistance PSD3 23362 37 8 18729272 18729272 Missense_Mutation SNP G A 28 49 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_37 Post-Resistance RP1 6101 37 8 55539813 55539813 Missense_Mutation SNP C T 50 104 c.3371C>T c.(3370-3372)TCA>TTA p.S1124L

Pat_37 Post-Resistance LYN 4067 37 8 56912099 56912100 Missense_Mutation DNP CC AT 44 149 c.1327_1328CC>ATc.(1327-1329)CCC>ATC p.P443I

Pat_37 Post-Resistance STMN2 11075 37 8 80567254 80567254 Missense_Mutation SNP G A 24 164 c.437G>A c.(436-438)CGT>CAT p.R146H

Pat_37 Post-Resistance DCAF4L2 138009 37 8 88886004 88886004 Missense_Mutation SNP G A 104 208 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_37 Post-Resistance DPY19L4 286148 37 8 95800144 95800144 Missense_Mutation SNP G A 4 148 c.1871G>A c.(1870-1872)CGA>CAA p.R624Q

Pat_37 Post-Resistance UBR5 51366 37 8 103306251 103306252 Missense_Mutation DNP CC TT 44 85 .4280_4281GG>AAc.(4279-4281)AGG>AAA p.R1427K

Pat_37 Post-Resistance KCNV1 27012 37 8 110984906 110984906 Missense_Mutation SNP G A 30 77 c.572C>T c.(571-573)ACT>ATT p.T191I

Pat_37 Post-Resistance KCNQ3 3786 37 8 133150166 133150166 Missense_Mutation SNP C T 163 279 c.1666G>A c.(1666-1668)GAC>AAC p.D556N

Pat_37 Post-Resistance OPLAH 26873 37 8 145112543 145112543 Missense_Mutation SNP A C 3 36 c.1230T>G c.(1228-1230)TTT>TTG p.F410L

Pat_37 Post-Resistance VPS28 51160 37 8 145650178 145650178 Missense_Mutation SNP G A 4 232 c.325C>T c.(325-327)CGG>TGG p.R109W

Pat_37 Post-Resistance RECQL4 9401 37 8 145741403 145741403 Missense_Mutation SNP C T 3 79 c.1100G>A c.(1099-1101)CGG>CAG p.R367Q



Pat_37 Post-Resistance GLIS3 169792 37 9 4118619 4118619 Missense_Mutation SNP G A 91 201 c.394C>T c.(394-396)CGG>TGG p.R132W

Pat_37 Post-Resistance CNTLN 54875 37 9 17309195 17309195 Missense_Mutation SNP C T 36 85 c.1286C>T c.(1285-1287)TCA>TTA p.S429L

Pat_37 Post-Resistance TAF1L 138474 37 9 32632451 32632451 Missense_Mutation SNP C T 252 445 c.3127G>A c.(3127-3129)GAA>AAA p.E1043K

Pat_37 Post-Resistance UBAP2 55833 37 9 33923897 33923897 Missense_Mutation SNP G T 4 202 c.2692C>A c.(2692-2694)CAG>AAG p.Q898K

Pat_37 Post-Resistance TLE4 7091 37 9 82333720 82333720 Missense_Mutation SNP C T 175 171 c.1499C>T c.(1498-1500)CCC>CTC p.P500L

Pat_37 Post-Resistance C9orf79 286234 37 9 90503459 90503459 Missense_Mutation SNP G A 42 30 c.4057G>A c.(4057-4059)GAG>AAG p.E1353K

Pat_37 Post-Resistance ASTN2 23245 37 9 119739065 119739065 Splice_Site SNP C T 38 41 c.1592_splice c.e8-1 p.G531_splice

Pat_37 Post-Resistance SFRS17A 8227 37 X 1720089 1720089 Missense_Mutation SNP G A 4 235 c.1690G>A c.(1690-1692)GAG>AAG p.E564K

Pat_37 Post-Resistance MAGEB16 139604 37 X 35820428 35820428 Missense_Mutation SNP C T 6 5 c.115C>T c.(115-117)CTC>TTC p.L39F

Pat_37 Post-Resistance RPGR 6103 37 X 38180334 38180334 Missense_Mutation SNP G A 29 18 c.256C>T c.(256-258)CCT>TCT p.P86S

Pat_37 Post-Resistance OTUD6A 139562 37 X 69282378 69282378 Missense_Mutation SNP G A 27 16 c.4G>A c.(4-6)GAT>AAT p.D2N

Pat_37 Post-Resistance PHKA1 5255 37 X 71870317 71870317 Missense_Mutation SNP C T 17 9 c.1247G>A c.(1246-1248)GGA>GAA p.G416E

Pat_37 Post-Resistance NRK 203447 37 X 105153465 105153465 Missense_Mutation SNP C T 30 23 c.1832C>T c.(1831-1833)CCA>CTA p.P611L

Pat_37 Post-Resistance COL4A5 1287 37 X 107866038 107866038 Missense_Mutation SNP G A 48 24 c.2900G>A c.(2899-2901)GGG>GAG p.G967E

Pat_37 Post-Resistance RENBP 5973 37 X 153208465 153208465 Missense_Mutation SNP G A 3 47 c.529C>T c.(529-531)CGG>TGG p.R177W

Pat_40 Pre-Treatment DVL1 1855 37 1 1271749 1271749 Missense_Mutation SNP C T 4 20 c.1786G>A c.(1786-1788)GCC>ACC p.A596T

Pat_40 Pre-Treatment ERRFI1 54206 37 1 8073629 8073629 Missense_Mutation SNP C T 104 178 c.1030G>A c.(1030-1032)GGG>AGG p.G344R

Pat_40 Pre-Treatment DFFA 1676 37 1 10532476 10532476 Missense_Mutation SNP C T 15 77 c.40G>A c.(40-42)GAG>AAG p.E14K

Pat_40 Pre-Treatment HSPG2 3339 37 1 22200957 22200957 Missense_Mutation SNP G A 3 17 c.3598C>T c.(3598-3600)CGG>TGG p.R1200W

Pat_40 Pre-Treatment IL22RA1 58985 37 1 24454633 24454633 Missense_Mutation SNP G T 4 36 c.668C>A c.(667-669)CCA>CAA p.P223Q

Pat_40 Pre-Treatment C1orf130 400746 37 1 24932116 24932116 Missense_Mutation SNP G A 11 40 c.187G>A c.(187-189)GAA>AAA p.E63K

Pat_40 Pre-Treatment AHDC1 27245 37 1 27876118 27876118 Missense_Mutation SNP T G 7 99 c.2509A>C c.(2509-2511)ACC>CCC p.T837P

Pat_40 Pre-Treatment LSM10 84967 37 1 36859448 36859448 Nonsense_Mutation SNP C A 5 113 c.283G>T c.(283-285)GAG>TAG p.E95*

Pat_40 Pre-Treatment MACF1 23499 37 1 39913514 39913514 Nonsense_Mutation SNP C T 17 90 c.15241C>T c.(15241-15243)CAG>TAG p.Q5081*

Pat_40 Pre-Treatment KIAA0467 23334 37 1 43893365 43893365 Missense_Mutation SNP G A 3 44 c.1066G>A c.(1066-1068)GGC>AGC p.G356S

Pat_40 Pre-Treatment PTPRF 5792 37 1 44069513 44069513 Missense_Mutation SNP G A 4 68 c.2690G>A c.(2689-2691)CGG>CAG p.R897Q

Pat_40 Pre-Treatment PLK3 1263 37 1 45266313 45266313 Missense_Mutation SNP C T 2 2 c.178C>T c.(178-180)CGC>TGC p.R60C

Pat_40 Pre-Treatment MAST2 23139 37 1 46495803 46495803 Missense_Mutation SNP C T 4 59 c.2446C>T c.(2446-2448)CGC>TGC p.R816C

Pat_40 Pre-Treatment TM2D1 83941 37 1 62175095 62175095 Missense_Mutation SNP C T 13 49 c.253G>A c.(253-255)GCA>ACA p.A85T

Pat_40 Pre-Treatment IL23R 149233 37 1 67635270 67635270 Missense_Mutation SNP C T 45 84 c.316C>T c.(316-318)CCC>TCC p.P106S

Pat_40 Pre-Treatment LRRIQ3 127255 37 1 74540468 74540468 Missense_Mutation SNP A T 7 36 c.874T>A c.(874-876)TAT>AAT p.Y292N

Pat_40 Pre-Treatment LHX8 431707 37 1 75626530 75626530 Nonsense_Mutation SNP C T 92 159 c.1021C>T c.(1021-1023)CAG>TAG p.Q341*

Pat_40 Pre-Treatment MSH4 4438 37 1 76355016 76355016 Missense_Mutation SNP G A 37 60 c.2188G>A c.(2188-2190)GAA>AAA p.E730K

Pat_40 Pre-Treatment LPHN2 23266 37 1 82408790 82408790 Missense_Mutation SNP C T 9 59 c.535C>T c.(535-537)CGT>TGT p.R179C

Pat_40 Pre-Treatment LPPR4 9890 37 1 99771489 99771489 Missense_Mutation SNP G A 4 50 c.1215G>A c.(1213-1215)ATG>ATA p.M405I

Pat_40 Pre-Treatment HIAT1 64645 37 1 100534099 100534099 Missense_Mutation SNP C T 66 96 c.776C>T c.(775-777)CCG>CTG p.P259L

Pat_40 Pre-Treatment DPH5 51611 37 1 101458271 101458271 Missense_Mutation SNP G A 5 112 c.556C>T c.(556-558)CGG>TGG p.R186W

Pat_40 Pre-Treatment COL11A1 1301 37 1 103488381 103488381 Missense_Mutation SNP C T 10 55 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_40 Pre-Treatment GSTM5 2949 37 1 110255773 110255773 Missense_Mutation SNP G A 16 60 c.145G>A c.(145-147)GAA>AAA p.E49K

Pat_40 Pre-Treatment AMPD1 270 37 1 115229401 115229401 Nonsense_Mutation SNP G A 17 91 c.346C>T c.(346-348)CAG>TAG p.Q116*

Pat_40 Pre-Treatment HAO2 51179 37 1 119925542 119925542 Missense_Mutation SNP C T 10 55 c.136C>T c.(136-138)CGC>TGC p.R46C

Pat_40 Pre-Treatment NBPF9 400818 37 1 144823878 144823878 Missense_Mutation SNP A C 9 146 c.1919A>C c.(1918-1920)TAT>TCT p.Y640S

Pat_40 Pre-Treatment ANKRD34A 284615 37 1 145474041 145474041 Missense_Mutation SNP C T 42 223 c.713C>T c.(712-714)CCC>CTC p.P238L

Pat_40 Pre-Treatment NBPF16 728936 37 1 148753313 148753313 Missense_Mutation SNP T C 13 329 c.1330T>C c.(1330-1332)TAT>CAT p.Y444H

Pat_40 Pre-Treatment MCL1 4170 37 1 150551756 150551756 Missense_Mutation SNP G A 2 0 c.251C>T c.(250-252)GCC>GTC p.A84V

Pat_40 Pre-Treatment TCHH 7062 37 1 152084702 152084702 Missense_Mutation SNP G C 6 65 c.991C>G c.(991-993)CAG>GAG p.Q331E

Pat_40 Pre-Treatment HRNR 388697 37 1 152192447 152192447 Missense_Mutation SNP C T 24 172 c.1658G>A c.(1657-1659)AGG>AAG p.R553K



Pat_40 Pre-Treatment S100A8 6279 37 1 153363002 153363002 Missense_Mutation SNP C T 137 117 c.10G>A c.(10-12)GAG>AAG p.E4K

Pat_40 Pre-Treatment NPR1 4881 37 1 153656215 153656215 Splice_Site SNP G A 17 40 c.1400_splice c.e7-1 p.D467_splice

Pat_40 Pre-Treatment FMO3 2328 37 1 171083391 171083391 Missense_Mutation SNP C T 7 70 c.1072C>T c.(1072-1074)CCT>TCT p.P358S

Pat_40 Pre-Treatment TNR 7143 37 1 175363013 175363014 Missense_Mutation DNP CC TT 34 109 .1258_1259GG>AAc.(1258-1260)GGG>AAG p.G420K

Pat_40 Pre-Treatment CEP350 9857 37 1 180053225 180053225 Missense_Mutation SNP C T 10 24 c.6197C>T c.(6196-6198)TCA>TTA p.S2066L

Pat_40 Pre-Treatment QSOX1 5768 37 1 180165636 180165636 Nonsense_Mutation SNP G T 12 72 c.1708G>T c.(1708-1710)GAG>TAG p.E570*

Pat_40 Pre-Treatment CACNA1E 777 37 1 181745324 181745324 Missense_Mutation SNP G A 20 137 c.5227G>A c.(5227-5229)GAG>AAG p.E1743K

Pat_40 Pre-Treatment CFHR1 3078 37 1 196801125 196801125 Missense_Mutation SNP G A 27 55 c.989G>A c.(988-990)AGA>AAA p.R330K

Pat_40 Pre-Treatment CFHR5 81494 37 1 196964859 196964859 Missense_Mutation SNP C T 36 85 c.620C>T c.(619-621)TCA>TTA p.S207L

Pat_40 Pre-Treatment CAMSAP1L1 23271 37 1 200817686 200817686 Missense_Mutation SNP G A 22 71 c.1822G>A c.(1822-1824)GGT>AGT p.G608S

Pat_40 Pre-Treatment TIMM17A 10440 37 1 201934630 201934630 Missense_Mutation SNP G A 5 78 c.389G>A c.(388-390)GGT>GAT p.G130D

Pat_40 Pre-Treatment PPP1R12B 4660 37 1 202531971 202531971 Missense_Mutation SNP C A 45 207 c.2573C>A c.(2572-2574)GCC>GAC p.A858D

Pat_40 Pre-Treatment ADIPOR1 51094 37 1 202910727 202910727 Missense_Mutation SNP C T 23 97 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_40 Pre-Treatment LAMB3 3914 37 1 209805978 209805978 Missense_Mutation SNP G A 16 17 c.772C>T c.(772-774)CGC>TGC p.R258C

Pat_40 Pre-Treatment HLX 3142 37 1 221055685 221055685 Missense_Mutation SNP G A 4 38 c.952G>A c.(952-954)GCA>ACA p.A318T

Pat_40 Pre-Treatment CAPN2 824 37 1 223959916 223959916 Missense_Mutation SNP G A 18 91 c.2054G>A c.(2053-2055)GGA>GAA p.G685E

Pat_40 Pre-Treatment LEFTY2 7044 37 1 226125308 226125308 Missense_Mutation SNP C T 3 20 c.934G>A c.(934-936)GGG>AGG p.G312R

Pat_40 Pre-Treatment CDC42BPA 8476 37 1 227335101 227335101 Missense_Mutation SNP C T 45 160 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_40 Pre-Treatment ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 11 235 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_40 Pre-Treatment ZNF678 339500 37 1 227842460 227842460 Missense_Mutation SNP A G 12 212 c.509A>G c.(508-510)AAC>AGC p.N170S

Pat_40 Pre-Treatment SDCCAG8 10806 37 1 243493952 243493952 Missense_Mutation SNP G A 15 119 c.1179G>A c.(1177-1179)ATG>ATA p.M393I

Pat_40 Pre-Treatment AKT3 10000 37 1 243736269 243736270 Missense_Mutation DNP CC TT 13 168 c.777_778GG>AA(775-780)TTGGAC>TTAAA p.D260N

Pat_40 Pre-Treatment OR2M5 127059 37 1 248308997 248308997 Missense_Mutation SNP C T 55 508 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Pre-Treatment OR2M7 391196 37 1 248487323 248487323 Missense_Mutation SNP G A 87 82 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Pre-Treatment OR2T5 401993 37 1 248651963 248651963 Missense_Mutation SNP C T 32 220 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_40 Pre-Treatment MRC1 4360 37 10 18122660 18122660 Missense_Mutation SNP C T 4 73 c.670C>T c.(670-672)CCG>TCG p.P224S

Pat_40 Pre-Treatment BMI1 648 37 10 22618172 22618172 Nonsense_Mutation SNP C T 9 25 c.682C>T c.(682-684)CGA>TGA p.R228*

Pat_40 Pre-Treatment ABI1 10006 37 10 27037558 27037558 Nonsense_Mutation SNP G A 4 109 c.1468C>T c.(1468-1470)CGA>TGA p.R490*

Pat_40 Pre-Treatment EPC1 80314 37 10 32576138 32576138 Missense_Mutation SNP G A 53 72 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_40 Pre-Treatment RBP3 5949 37 10 48390358 48390358 Missense_Mutation SNP C T 4 25 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_40 Pre-Treatment A1CF 29974 37 10 52573720 52573720 Missense_Mutation SNP C T 42 57 c.1244G>A c.(1243-1245)GGA>GAA p.G415E

Pat_40 Pre-Treatment PCDH15 65217 37 10 55581646 55581646 Missense_Mutation SNP T G 21 119 c.5840A>C c.(5839-5841)CAA>CCA p.Q1947P

Pat_40 Pre-Treatment ANK3 288 37 10 61834299 61834299 Missense_Mutation SNP C T 10 44 c.6340G>A c.(6340-6342)GAC>AAC p.D2114N

Pat_40 Pre-Treatment CDH23 64072 37 10 73539073 73539073 Missense_Mutation SNP G A 4 60 c.5237G>A c.(5236-5238)CGG>CAG p.R1746Q

Pat_40 Pre-Treatment ZMIZ1 57178 37 10 81070900 81070900 Missense_Mutation SNP G A 6 83 c.3055G>A c.(3055-3057)GGA>AGA p.G1019R

Pat_40 Pre-Treatment SFTPA2 729238 37 10 81318720 81318720 Missense_Mutation SNP T G 36 51 c.214A>C c.(214-216)AAT>CAT p.N72H

Pat_40 Pre-Treatment OPN4 94233 37 10 88417853 88417853 Missense_Mutation SNP A G 31 23 c.355A>G c.(355-357)ATG>GTG p.M119V

Pat_40 Pre-Treatment GLUD1 2746 37 10 88836389 88836389 Missense_Mutation SNP C T 6 116 c.470G>A c.(469-471)AGT>AAT p.S157N

Pat_40 Pre-Treatment ACTA2 59 37 10 90699450 90699450 Missense_Mutation SNP G A 3 54 c.622C>T c.(622-624)CGT>TGT p.R208C

Pat_40 Pre-Treatment MYOF 26509 37 10 95159169 95159169 Missense_Mutation SNP C T 9 29 c.1201G>A c.(1201-1203)GTT>ATT p.V401I

Pat_40 Pre-Treatment CYP2C19 1557 37 10 96540336 96540336 Missense_Mutation SNP G A 42 114 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_40 Pre-Treatment HPSE2 60495 37 10 100249833 100249833 Missense_Mutation SNP A G 17 94 c.1441T>C c.(1441-1443)TAT>CAT p.Y481H

Pat_40 Pre-Treatment ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 19 89 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_40 Pre-Treatment FGFR2 2263 37 10 123245021 123245021 Missense_Mutation SNP C T 15 48 c.2083G>A c.(2083-2085)GAG>AAG p.E695K

Pat_40 Pre-Treatment DMBT1 1755 37 10 124392709 124392709 Missense_Mutation SNP G A 46 61 c.6013G>A c.(6013-6015)GAT>AAT p.D2005N

Pat_40 Pre-Treatment DOCK1 1793 37 10 129172323 129172323 Missense_Mutation SNP C T 5 16 c.3457C>T c.(3457-3459)CTT>TTT p.L1153F

Pat_40 Pre-Treatment CYP2E1 1571 37 10 135351354 135351354 Missense_Mutation SNP G A 16 79 c.1255G>A c.(1255-1257)GGA>AGA p.G419R



Pat_40 Pre-Treatment OR51G1 79324 37 11 4945065 4945065 Nonsense_Mutation SNP G A 6 17 c.505C>T c.(505-507)CAA>TAA p.Q169*

Pat_40 Pre-Treatment OR52A5 390054 37 11 5153391 5153391 Missense_Mutation SNP G A 12 91 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Pre-Treatment OR51B4 79339 37 11 5322536 5322536 Missense_Mutation SNP G A 7 22 c.641C>T c.(640-642)TCT>TTT p.S214F

Pat_40 Pre-Treatment OR51B2 79345 37 11 5345505 5345505 Missense_Mutation SNP G A 7 8 c.23C>T c.(22-24)GCC>GTC p.A8V

Pat_40 Pre-Treatment UBQLN3 50613 37 11 5530502 5530502 Missense_Mutation SNP C T 5 40 c.287G>A c.(286-288)CGT>CAT p.R96H

Pat_40 Pre-Treatment OR56B1 387748 37 11 5758588 5758588 Missense_Mutation SNP C T 151 281 c.842C>T c.(841-843)CCA>CTA p.P281L

Pat_40 Pre-Treatment PPFIBP2 8495 37 11 7672168 7672168 Missense_Mutation SNP G A 4 103 c.2219G>A c.(2218-2220)CGA>CAA p.R740Q

Pat_40 Pre-Treatment SWAP70 23075 37 11 9749608 9749608 Missense_Mutation SNP G A 15 42 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_40 Pre-Treatment PLEKHA7 144100 37 11 16838766 16838767 Missense_Mutation DNP CC TT 22 47 .1446_1447GG>AA444-1449)GGGGGC>GGAA p.G483S

Pat_40 Pre-Treatment ABCC8 6833 37 11 17419984 17419984 Missense_Mutation SNP C T 13 17 c.3655G>A c.(3655-3657)GAG>AAG p.E1219K

Pat_40 Pre-Treatment RCN1 5954 37 11 32124946 32124946 Missense_Mutation SNP C T 11 74 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_40 Pre-Treatment PHF21A 51317 37 11 45959791 45959791 Missense_Mutation SNP G A 4 113 c.1522C>T c.(1522-1524)CGT>TGT p.R508C

Pat_40 Pre-Treatment C1QTNF4 114900 37 11 47612076 47612076 Missense_Mutation SNP C T 2 2 c.287G>A c.(286-288)CGA>CAA p.R96Q

Pat_40 Pre-Treatment PTPRJ 5795 37 11 48134314 48134314 Missense_Mutation SNP C T 64 91 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_40 Pre-Treatment TRIM48 79097 37 11 55035844 55035844 Missense_Mutation SNP T C 6 142 c.574T>C c.(574-576)TAC>CAC p.Y192H

Pat_40 Pre-Treatment OR4C11 219429 37 11 55371068 55371068 Missense_Mutation SNP G A 18 89 c.782C>T c.(781-783)ACC>ATC p.T261I

Pat_40 Pre-Treatment OR4C6 219432 37 11 55433089 55433090 Missense_Mutation DNP GG AA 9 62 c.447_448GG>AA445-450)GGGGGA>GGAA p.G150R

Pat_40 Pre-Treatment OR5D13 390142 37 11 55541362 55541362 Missense_Mutation SNP C T 45 144 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_40 Pre-Treatment OR5I1 10798 37 11 55703012 55703012 Missense_Mutation SNP G A 29 43 c.865C>T c.(865-867)CCG>TCG p.P289S

Pat_40 Pre-Treatment OR5M3 219482 37 11 56237733 56237733 Missense_Mutation SNP C T 10 63 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_40 Pre-Treatment FAM111B 374393 37 11 58892997 58892997 Missense_Mutation SNP C T 70 270 c.1427C>T c.(1426-1428)ACT>ATT p.T476I

Pat_40 Pre-Treatment GANAB 23193 37 11 62397931 62397931 Missense_Mutation SNP C T 4 79 c.1433G>A c.(1432-1434)CGA>CAA p.R478Q

Pat_40 Pre-Treatment RTN3 10313 37 11 63486769 63486769 Nonsense_Mutation SNP T A 32 42 c.795T>A c.(793-795)TAT>TAA p.Y265*

Pat_40 Pre-Treatment CCDC88B 283234 37 11 64118984 64118984 Missense_Mutation SNP G A 2 2 c.2995G>A c.(2995-2997)GGG>AGG p.G999R

Pat_40 Pre-Treatment CDC42BPG 55561 37 11 64602851 64602851 Missense_Mutation SNP C T 36 216 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_40 Pre-Treatment LRP5 4041 37 11 68171002 68171002 Missense_Mutation SNP C T 20 57 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_40 Pre-Treatment PHOX2A 401 37 11 71952310 71952310 Missense_Mutation SNP G A 3 28 c.241C>T c.(241-243)CCA>TCA p.P81S

Pat_40 Pre-Treatment USP35 57558 37 11 77921528 77921528 Missense_Mutation SNP C T 19 78 c.2627C>T c.(2626-2628)GCT>GTT p.A876V

Pat_40 Pre-Treatment PCF11 51585 37 11 82878325 82878325 Missense_Mutation SNP C A 4 34 c.1976C>A c.(1975-1977)GCA>GAA p.A659E

Pat_40 Pre-Treatment TYR 7299 37 11 88924454 88924454 Missense_Mutation SNP G A 47 57 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Pre-Treatment DYNC2H1 79659 37 11 103306744 103306744 Missense_Mutation SNP G A 4 58 c.12440G>A c.(12439-12441)CGT>CAT p.R4147H

Pat_40 Pre-Treatment USP28 57646 37 11 113704150 113704150 Nonsense_Mutation SNP C A 66 54 c.751G>T c.(751-753)GAA>TAA p.E251*

Pat_40 Pre-Treatment PAFAH1B2 5049 37 11 117038252 117038252 Missense_Mutation SNP A G 3 44 c.527A>G c.(526-528)GAC>GGC p.D176G

Pat_40 Pre-Treatment B4GALNT3 283358 37 12 662410 662410 Missense_Mutation SNP G A 19 101 c.1321G>A c.(1321-1323)GAG>AAG p.E441K

Pat_40 Pre-Treatment CACNA1C 775 37 12 2797838 2797838 Missense_Mutation SNP G A 5 32 c.6259G>A c.(6259-6261)GGC>AGC p.G2087S

Pat_40 Pre-Treatment CD9 928 37 12 6344459 6344459 Missense_Mutation SNP C T 17 121 c.413C>T c.(412-414)CCC>CTC p.P138L

Pat_40 Pre-Treatment PLEKHG6 55200 37 12 6421516 6421517 Missense_Mutation DNP GG AA 13 69 c.124_125GG>AA c.(124-126)GGA>AAA p.G42K

Pat_40 Pre-Treatment TNFRSF1A 7132 37 12 6442254 6442254 Missense_Mutation SNP C T 5 95 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_40 Pre-Treatment VAMP1 6843 37 12 6575488 6575488 Missense_Mutation SNP C T 10 45 c.32G>A c.(31-33)GGG>GAG p.G11E

Pat_40 Pre-Treatment PRB3 5544 37 12 11420548 11420548 Missense_Mutation SNP C T 23 139 c.635G>A c.(634-636)GGA>GAA p.G212E

Pat_40 Pre-Treatment SLCO1C1 53919 37 12 20864329 20864329 Nonsense_Mutation SNP T A 30 184 c.414T>A c.(412-414)TAT>TAA p.Y138*

Pat_40 Pre-Treatment ABCC9 10060 37 12 22015914 22015914 Missense_Mutation SNP G A 7 58 c.2312C>T c.(2311-2313)ACT>ATT p.T771I

Pat_40 Pre-Treatment ADAMTS20 80070 37 12 43846171 43846171 Missense_Mutation SNP C T 27 67 c.1985G>A c.(1984-1986)GGA>GAA p.G662E

Pat_40 Pre-Treatment ARID2 196528 37 12 46246081 46246081 Missense_Mutation SNP C T 9 48 c.4175C>T c.(4174-4176)CCA>CTA p.P1392L

Pat_40 Pre-Treatment TROAP 10024 37 12 49724313 49724313 Missense_Mutation SNP G T 6 46 c.1685G>T c.(1684-1686)AGT>ATT p.S562I

Pat_40 Pre-Treatment TROAP 10024 37 12 49724403 49724403 Missense_Mutation SNP A G 11 61 c.1775A>G c.(1774-1776)TAC>TGC p.Y592C

Pat_40 Pre-Treatment KCNH3 23416 37 12 49937265 49937265 Missense_Mutation SNP G A 4 91 c.787G>A c.(787-789)GTC>ATC p.V263I



Pat_40 Pre-Treatment KRT75 9119 37 12 52827025 52827025 Missense_Mutation SNP C A 3 33 c.510G>T c.(508-510)TTG>TTT p.L170F

Pat_40 Pre-Treatment KRT6C 286887 37 12 52863452 52863452 Splice_Site SNP A T 38 164 c.1424_splice c.e7+1 p.R475_splice

Pat_40 Pre-Treatment CSAD 51380 37 12 53565186 53565186 Missense_Mutation SNP C T 4 70 c.491G>A c.(490-492)CGC>CAC p.R164H

Pat_40 Pre-Treatment ITGB7 3695 37 12 53588070 53588070 Missense_Mutation SNP G A 12 81 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_40 Pre-Treatment HOXC10 3226 37 12 54379286 54379286 Missense_Mutation SNP C A 7 59 c.243C>A c.(241-243)GAC>GAA p.D81E

Pat_40 Pre-Treatment ITGA5 3678 37 12 54802681 54802681 Missense_Mutation SNP G A 33 90 c.641C>T c.(640-642)ACC>ATC p.T214I

Pat_40 Pre-Treatment OR10A7 121364 37 12 55615268 55615268 Missense_Mutation SNP C T 9 54 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_40 Pre-Treatment OR6C2 341416 37 12 55846809 55846809 Missense_Mutation SNP G A 36 84 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_40 Pre-Treatment BAZ2A 11176 37 12 57003663 57003663 Missense_Mutation SNP C T 3 34 c.1955G>A c.(1954-1956)CGG>CAG p.R652Q

Pat_40 Pre-Treatment ATP5B 506 37 12 57037341 57037341 Missense_Mutation SNP G A 21 113 c.638C>T c.(637-639)ACT>ATT p.T213I

Pat_40 Pre-Treatment C12orf26 84190 37 12 82832521 82832521 Missense_Mutation SNP C T 32 193 c.1429C>T c.(1429-1431)CGT>TGT p.R477C

Pat_40 Pre-Treatment GALNT4 8693 37 12 89917357 89917358 Missense_Mutation DNP GG AA 119 364 c.969_970CC>TT.(967-972)TACCTT>TATTT p.L324F

Pat_40 Pre-Treatment STAB2 55576 37 12 104089415 104089415 Missense_Mutation SNP G A 33 114 c.3463G>A c.(3463-3465)GGC>AGC p.G1155S

Pat_40 Pre-Treatment APPL2 55198 37 12 105610863 105610863 Missense_Mutation SNP G A 22 51 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_40 Pre-Treatment ALKBH2 121642 37 12 109527981 109527981 Missense_Mutation SNP C G 15 93 c.312G>C c.(310-312)AAG>AAC p.K104N

Pat_40 Pre-Treatment ACACB 32 37 12 109577469 109577469 Missense_Mutation SNP C T 5 71 c.259C>T c.(259-261)CGG>TGG p.R87W

Pat_40 Pre-Treatment CUX2 23316 37 12 111758227 111758227 Missense_Mutation SNP C T 3 55 c.2414C>T c.(2413-2415)CCC>CTC p.P805L

Pat_40 Pre-Treatment C12orf51 283450 37 12 112657240 112657240 Missense_Mutation SNP G A 5 176 c.5758C>T c.(5758-5760)CGG>TGG p.R1920W

Pat_40 Pre-Treatment RPH3A 22895 37 12 113307833 113307833 Missense_Mutation SNP G A 10 21 c.785G>A c.(784-786)CGG>CAG p.R262Q

Pat_40 Pre-Treatment MED13L 23389 37 12 116435017 116435017 Missense_Mutation SNP C T 12 82 c.2588G>A c.(2587-2589)AGG>AAG p.R863K

Pat_40 Pre-Treatment KSR2 283455 37 12 118016990 118016990 Nonsense_Mutation SNP C T 9 46 c.1172G>A c.(1171-1173)TGG>TAG p.W391*

Pat_40 Pre-Treatment RSRC2 65117 37 12 123003404 123003404 Missense_Mutation SNP C T 92 600 c.380G>A c.(379-381)AGA>AAA p.R127K

Pat_40 Pre-Treatment DNAH10 196385 37 12 124288369 124288369 Missense_Mutation SNP C T 8 76 c.2422C>T c.(2422-2424)CCA>TCA p.P808S

Pat_40 Pre-Treatment FZD10 11211 37 12 130648985 130648985 Missense_Mutation SNP G A 4 25 c.1498G>A c.(1498-1500)GCC>ACC p.A500T

Pat_40 Pre-Treatment RIMBP2 23504 37 12 130919401 130919401 Missense_Mutation SNP C T 15 32 c.2080G>A c.(2080-2082)GAG>AAG p.E694K

Pat_40 Pre-Treatment ULK1 8408 37 12 132400462 132400462 Missense_Mutation SNP C T 5 69 c.1636C>T c.(1636-1638)CGC>TGC p.R546C

Pat_40 Pre-Treatment SACS 26278 37 13 23904499 23904499 Missense_Mutation SNP C T 19 71 c.13516G>A c.(13516-13518)GCT>ACT p.A4506T

Pat_40 Pre-Treatment FREM2 341640 37 13 39420787 39420787 Missense_Mutation SNP A G 22 73 c.6097A>G c.(6097-6099)ACG>GCG p.T2033A

Pat_40 Pre-Treatment ELF1 1997 37 13 41515089 41515089 Missense_Mutation SNP A C 24 53 c.1224T>G c.(1222-1224)GAT>GAG p.D408E

Pat_40 Pre-Treatment LOC220429 220429 37 13 50466086 50466086 Missense_Mutation SNP T A 5 20 c.1360T>A c.(1360-1362)TAC>AAC p.Y454N

Pat_40 Pre-Treatment OLFM4 10562 37 13 53603032 53603032 Missense_Mutation SNP G A 27 85 c.61G>A c.(61-63)GAT>AAT p.D21N

Pat_40 Pre-Treatment DCT 1638 37 13 95131305 95131305 Missense_Mutation SNP T C 33 54 c.205A>G c.(205-207)AGG>GGG p.R69G

Pat_40 Pre-Treatment DZIP1 22873 37 13 96241429 96241429 Missense_Mutation SNP G A 25 58 c.2006C>T c.(2005-2007)CCC>CTC p.P669L

Pat_40 Pre-Treatment SLC10A2 6555 37 13 103705031 103705031 Missense_Mutation SNP G A 14 76 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_40 Pre-Treatment EFNB2 1948 37 13 107145708 107145708 Missense_Mutation SNP A G 14 117 c.682T>C c.(682-684)TTT>CTT p.F228L

Pat_40 Pre-Treatment POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 10 296 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_40 Pre-Treatment OR4L1 122742 37 14 20528889 20528889 Missense_Mutation SNP C T 48 111 c.686C>T c.(685-687)TCA>TTA p.S229L

Pat_40 Pre-Treatment TEP1 7011 37 14 20857894 20857894 Missense_Mutation SNP G T 4 52 c.2340C>A c.(2338-2340)GAC>GAA p.D780E

Pat_40 Pre-Treatment METTL3 56339 37 14 21969242 21969242 Missense_Mutation SNP G A 10 85 c.929C>T c.(928-930)TCT>TTT p.S310F

Pat_40 Pre-Treatment MYH6 4624 37 14 23855328 23855328 Nonsense_Mutation SNP G A 4 57 c.4972C>T c.(4972-4974)CAG>TAG p.Q1658*

Pat_40 Pre-Treatment MYH6 4624 37 14 23863057 23863057 Nonsense_Mutation SNP G A 14 66 c.2746C>T c.(2746-2748)CAG>TAG p.Q916*

Pat_40 Pre-Treatment MYH7 4625 37 14 23888763 23888763 Missense_Mutation SNP C T 4 111 c.3782G>A c.(3781-3783)AGC>AAC p.S1261N

Pat_40 Pre-Treatment FITM1 161247 37 14 24600818 24600818 Nonsense_Mutation SNP C T 3 29 c.46C>T c.(46-48)CGA>TGA p.R16*

Pat_40 Pre-Treatment RALGAPA1 253959 37 14 36207819 36207819 Missense_Mutation SNP G A 35 95 c.1487C>T c.(1486-1488)TCC>TTC p.S496F

Pat_40 Pre-Treatment PYGL 5836 37 14 51382622 51382622 Missense_Mutation SNP C T 3 49 c.1160G>A c.(1159-1161)CGC>CAC p.R387H

Pat_40 Pre-Treatment OTX2 5015 37 14 57272108 57272108 Missense_Mutation SNP C T 6 51 c.67G>A c.(67-69)GAC>AAC p.D23N

Pat_40 Pre-Treatment SPTB 6710 37 14 65246540 65246540 Missense_Mutation SNP C T 4 116 c.4376G>A c.(4375-4377)CGG>CAG p.R1459Q



Pat_40 Pre-Treatment SIPA1L1 26037 37 14 72128160 72128160 Missense_Mutation SNP C T 30 101 c.2231C>T c.(2230-2232)CCG>CTG p.P744L

Pat_40 Pre-Treatment SIPA1L1 26037 37 14 72152192 72152192 Missense_Mutation SNP G A 3 28 c.3218G>A c.(3217-3219)AGC>AAC p.S1073N

Pat_40 Pre-Treatment RBM25 58517 37 14 73570138 73570138 Missense_Mutation SNP G A 10 25 c.1106G>A c.(1105-1107)CGG>CAG p.R369Q

Pat_40 Pre-Treatment C14orf115 55237 37 14 74825074 74825074 Missense_Mutation SNP C T 30 121 c.1588C>T c.(1588-1590)CGC>TGC p.R530C

Pat_40 Pre-Treatment KCNK13 56659 37 14 90651187 90651187 Missense_Mutation SNP A C 10 47 c.1067A>C c.(1066-1068)AAC>ACC p.N356T

Pat_40 Pre-Treatment CCDC88C 440193 37 14 91780280 91780281 Missense_Mutation DNP CC TT 8 34 .1879_1880GG>AAc.(1879-1881)GGG>AAG p.G627K

Pat_40 Pre-Treatment UBR7 55148 37 14 93686736 93686736 Nonsense_Mutation SNP C T 10 221 c.1102C>T c.(1102-1104)CAG>TAG p.Q368*

Pat_40 Pre-Treatment PPP2R5C 5527 37 14 102323122 102323122 Nonsense_Mutation SNP G A 26 165 c.194G>A c.(193-195)TGG>TAG p.W65*

Pat_40 Pre-Treatment OR4M2 390538 37 15 22368697 22368697 Missense_Mutation SNP G A 107 216 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_40 Pre-Treatment TJP1 7082 37 15 30008923 30008923 Missense_Mutation SNP C T 15 66 c.4094G>A c.(4093-4095)AGA>AAA p.R1365K

Pat_40 Pre-Treatment THBS1 7057 37 15 39886363 39886363 Missense_Mutation SNP C T 4 52 c.3331C>T c.(3331-3333)CGT>TGT p.R1111C

Pat_40 Pre-Treatment NDUFAF1 51103 37 15 41687083 41687083 Missense_Mutation SNP C A 12 129 c.733G>T c.(733-735)GGG>TGG p.G245W

Pat_40 Pre-Treatment MGA 23269 37 15 42035184 42035184 Missense_Mutation SNP C T 6 38 c.5026C>T c.(5026-5028)CCT>TCT p.P1676S

Pat_40 Pre-Treatment TGM7 116179 37 15 43584182 43584182 Missense_Mutation SNP C T 9 36 c.553G>A c.(553-555)GGG>AGG p.G185R

Pat_40 Pre-Treatment TP53BP1 7158 37 15 43748444 43748444 Missense_Mutation SNP C T 4 60 c.2347G>A c.(2347-2349)GAT>AAT p.D783N

Pat_40 Pre-Treatment SLC28A2 9153 37 15 45554220 45554220 Missense_Mutation SNP C T 40 155 c.178C>T c.(178-180)CGG>TGG p.R60W

Pat_40 Pre-Treatment PLDN 26258 37 15 45897629 45897629 Missense_Mutation SNP G T 4 65 c.316G>T c.(316-318)GCT>TCT p.A106S

Pat_40 Pre-Treatment NEDD4 4734 37 15 56155202 56155202 Missense_Mutation SNP G A 20 72 c.1840C>T c.(1840-1842)CCA>TCA p.P614S

Pat_40 Pre-Treatment ALDH1A2 8854 37 15 58284979 58284979 Missense_Mutation SNP C T 52 94 c.722G>A c.(721-723)GGA>GAA p.G241E

Pat_40 Pre-Treatment CCDC33 80125 37 15 74588131 74588131 Missense_Mutation SNP G A 21 53 c.1132G>A c.(1132-1134)GCT>ACT p.A378T

Pat_40 Pre-Treatment RPP25 54913 37 15 75248380 75248380 Missense_Mutation SNP G A 3 15 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_40 Pre-Treatment CSPG4 1464 37 15 75977987 75977987 Missense_Mutation SNP G A 3 20 c.3845C>T c.(3844-3846)CCG>CTG p.P1282L

Pat_40 Pre-Treatment ADAMTSL3 57188 37 15 84539574 84539574 Nonsense_Mutation SNP C T 35 77 c.823C>T c.(823-825)CAA>TAA p.Q275*

Pat_40 Pre-Treatment ZNF592 9640 37 15 85327111 85327111 Missense_Mutation SNP G A 3 23 c.1205G>A c.(1204-1206)AGT>AAT p.S402N

Pat_40 Pre-Treatment AGBL1 123624 37 15 86687074 86687074 Missense_Mutation SNP G A 23 48 c.122G>A c.(121-123)AGA>AAA p.R41K

Pat_40 Pre-Treatment WDR93 56964 37 15 90245132 90245132 Missense_Mutation SNP C T 7 43 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_40 Pre-Treatment IQGAP1 8826 37 15 91026618 91026618 Missense_Mutation SNP G A 4 72 c.3581G>A c.(3580-3582)CGA>CAA p.R1194Q

Pat_40 Pre-Treatment FAM173A 65990 37 16 772426 772426 Nonsense_Mutation SNP C T 2 1 c.577C>T c.(577-579)CGA>TGA p.R193*

Pat_40 Pre-Treatment C16orf42 115939 37 16 1400907 1400907 Missense_Mutation SNP G A 4 52 c.427C>T c.(427-429)CGC>TGC p.R143C

Pat_40 Pre-Treatment TELO2 9894 37 16 1549330 1549330 Missense_Mutation SNP T A 6 22 c.929T>A c.(928-930)CTC>CAC p.L310H

Pat_40 Pre-Treatment C16orf72 29035 37 16 9186816 9186816 Missense_Mutation SNP C T 3 27 c.265C>T c.(265-267)CCC>TCC p.P89S

Pat_40 Pre-Treatment ZC3H7A 29066 37 16 11850101 11850101 Missense_Mutation SNP C T 31 184 c.2554G>A c.(2554-2556)GAA>AAA p.E852K

Pat_40 Pre-Treatment C16orf88 400506 37 16 19725511 19725511 Missense_Mutation SNP C T 39 146 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_40 Pre-Treatment ACSM5 54988 37 16 20430616 20430616 Missense_Mutation SNP C T 17 70 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Pre-Treatment DNAH3 55567 37 16 20994125 20994125 Nonsense_Mutation SNP G A 35 65 c.7777C>T c.(7777-7779)CAG>TAG p.Q2593*

Pat_40 Pre-Treatment HS3ST4 9951 37 16 26147552 26147552 Missense_Mutation SNP G A 7 19 c.1354G>A c.(1354-1356)GAA>AAA p.E452K

Pat_40 Pre-Treatment IL27 246778 37 16 28515273 28515273 Missense_Mutation SNP G A 4 31 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_40 Pre-Treatment MVP 9961 37 16 29848068 29848068 Missense_Mutation SNP G A 3 43 c.698G>A c.(697-699)CGG>CAG p.R233Q

Pat_40 Pre-Treatment HIRIP3 8479 37 16 30004563 30004563 Missense_Mutation SNP G A 3 42 c.1636C>T c.(1636-1638)CGT>TGT p.R546C

Pat_40 Pre-Treatment TGFB1I1 7041 37 16 31488207 31488207 Missense_Mutation SNP C T 10 12 c.995C>T c.(994-996)CCC>CTC p.P332L

Pat_40 Pre-Treatment ZNF267 10308 37 16 31927606 31927606 Missense_Mutation SNP G A 7 133 c.2036G>A c.(2035-2037)CGG>CAG p.R679Q

Pat_40 Pre-Treatment SALL1 6299 37 16 51172808 51172808 Missense_Mutation SNP G A 17 60 c.3325C>T c.(3325-3327)CCG>TCG p.P1109S

Pat_40 Pre-Treatment E2F4 1874 37 16 67228322 67228322 Missense_Mutation SNP G A 3 37 c.473G>A c.(472-474)CGG>CAG p.R158Q

Pat_40 Pre-Treatment RANBP10 57610 37 16 67762379 67762379 Missense_Mutation SNP G A 11 74 c.1388C>T c.(1387-1389)CCC>CTC p.P463L

Pat_40 Pre-Treatment NFATC3 4775 37 16 68260297 68260297 Nonsense_Mutation SNP C T 8 41 c.3151C>T c.(3151-3153)CAA>TAA p.Q1051*

Pat_40 Pre-Treatment CALB2 794 37 16 71419498 71419498 Missense_Mutation SNP G T 4 52 c.646G>T c.(646-648)GAC>TAC p.D216Y

Pat_40 Pre-Treatment ZFHX3 463 37 16 72992241 72992241 Missense_Mutation SNP C T 4 30 c.1804G>A c.(1804-1806)GCA>ACA p.A602T



Pat_40 Pre-Treatment CHST5 23563 37 16 75563252 75563252 Missense_Mutation SNP G A 18 57 c.1031C>T c.(1030-1032)TCG>TTG p.S344L

Pat_40 Pre-Treatment MLYCD 23417 37 16 83948687 83948687 Missense_Mutation SNP G A 57 190 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_40 Pre-Treatment C17orf97 400566 37 17 263277 263277 Missense_Mutation SNP T A 4 34 c.673T>A c.(673-675)TTC>ATC p.F225I

Pat_40 Pre-Treatment C1QBP 708 37 17 5341507 5341507 Missense_Mutation SNP C T 29 126 c.319G>A c.(319-321)GGA>AGA p.G107R

Pat_40 Pre-Treatment PITPNM3 83394 37 17 6380394 6380394 Missense_Mutation SNP G A 4 30 c.1040C>T c.(1039-1041)ACC>ATC p.T347I

Pat_40 Pre-Treatment PITPNM3 83394 37 17 6381947 6381947 Missense_Mutation SNP C T 3 20 c.697G>A c.(697-699)GTC>ATC p.V233I

Pat_40 Pre-Treatment PLSCR3 57048 37 17 7296563 7296563 Missense_Mutation SNP G A 2 2 c.407C>T c.(406-408)CCG>CTG p.P136L

Pat_40 Pre-Treatment GUCY2D 3000 37 17 7910748 7910748 Missense_Mutation SNP C T 7 112 c.1468C>T c.(1468-1470)CGG>TGG p.R490W

Pat_40 Pre-Treatment ARHGEF15 22899 37 17 8222653 8222653 Missense_Mutation SNP G A 34 170 c.2210G>A c.(2209-2211)GGA>GAA p.G737E

Pat_40 Pre-Treatment MYOCD 93649 37 17 12626312 12626312 Missense_Mutation SNP A T 35 143 c.402A>T c.(400-402)AAA>AAT p.K134N

Pat_40 Pre-Treatment LGALS9 3965 37 17 25975908 25975908 Missense_Mutation SNP G A 45 273 c.968G>A c.(967-969)GGT>GAT p.G323D

Pat_40 Pre-Treatment SARM1 23098 37 17 26686410 26686410 Missense_Mutation SNP C T 8 72 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_40 Pre-Treatment SLFN11 91607 37 17 33687340 33687340 Missense_Mutation SNP C T 15 101 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_40 Pre-Treatment GAS2L2 246176 37 17 34079495 34079495 Missense_Mutation SNP C T 62 130 c.375G>A c.(373-375)ATG>ATA p.M125I

Pat_40 Pre-Treatment PPP1R1B 84152 37 17 37790219 37790219 Missense_Mutation SNP G A 12 77 c.325G>A c.(325-327)GGG>AGG p.G109R

Pat_40 Pre-Treatment DHX40 79665 37 17 57644149 57644149 Missense_Mutation SNP G A 7 37 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_40 Pre-Treatment CYB561 1534 37 17 61512547 61512547 Missense_Mutation SNP G A 4 101 c.463C>T c.(463-465)CGC>TGC p.R155C

Pat_40 Pre-Treatment PSMD12 5718 37 17 65341882 65341882 Missense_Mutation SNP A G 4 76 c.887T>C c.(886-888)TTA>TCA p.L296S

Pat_40 Pre-Treatment SLC39A11 201266 37 17 70943992 70943992 Missense_Mutation SNP G A 5 78 c.329C>T c.(328-330)ACG>ATG p.T110M

Pat_40 Pre-Treatment QRICH2 84074 37 17 74289004 74289004 Missense_Mutation SNP G A 5 128 c.1306C>T c.(1306-1308)CGG>TGG p.R436W

Pat_40 Pre-Treatment TNRC6C 57690 37 17 76083091 76083091 Missense_Mutation SNP C T 31 68 c.3719C>T c.(3718-3720)TCG>TTG p.S1240L

Pat_40 Pre-Treatment AZI1 22994 37 17 79173231 79173231 Missense_Mutation SNP G A 3 19 c.1142C>T c.(1141-1143)TCC>TTC p.S381F

Pat_40 Pre-Treatment TMEM105 284186 37 17 79287596 79287596 Missense_Mutation SNP C T 28 39 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_40 Pre-Treatment C17orf70 80233 37 17 79514375 79514375 Missense_Mutation SNP C T 3 34 c.1733G>A c.(1732-1734)CGG>CAG p.R578Q

Pat_40 Pre-Treatment DUS1L 64118 37 17 80016246 80016246 Missense_Mutation SNP C T 5 56 c.1253G>A c.(1252-1254)CGA>CAA p.R418Q

Pat_40 Pre-Treatment EPB41L3 23136 37 18 5406843 5406843 Missense_Mutation SNP G A 6 92 c.2282C>T c.(2281-2283)ACC>ATC p.T761I

Pat_40 Pre-Treatment L3MBTL4 91133 37 18 6244575 6244575 Missense_Mutation SNP G A 52 150 c.232C>T c.(232-234)CCA>TCA p.P78S

Pat_40 Pre-Treatment LAMA1 284217 37 18 7013833 7013833 Missense_Mutation SNP G A 4 7 c.3344C>T c.(3343-3345)ACC>ATC p.T1115I

Pat_40 Pre-Treatment MIB1 57534 37 18 19429266 19429266 Missense_Mutation SNP G A 58 146 c.2503G>A c.(2503-2505)GGA>AGA p.G835R

Pat_40 Pre-Treatment DSG4 147409 37 18 28968918 28968918 Missense_Mutation SNP G A 65 133 c.454G>A c.(454-456)GAT>AAT p.D152N

Pat_40 Pre-Treatment SMAD7 4092 37 18 46447797 46447797 Missense_Mutation SNP C T 4 75 c.1226G>A c.(1225-1227)CGC>CAC p.R409H

Pat_40 Pre-Treatment SMAD4 4089 37 18 48584806 48584806 Missense_Mutation SNP C A 8 164 c.884C>A c.(883-885)CCG>CAG p.P295Q

Pat_40 Pre-Treatment C18orf26 284254 37 18 52265254 52265254 Missense_Mutation SNP C T 24 149 c.511C>T c.(511-513)CCT>TCT p.P171S

Pat_40 Pre-Treatment CDH20 28316 37 18 59174723 59174723 Missense_Mutation SNP G A 28 38 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_40 Pre-Treatment CD226 10666 37 18 67614158 67614158 Missense_Mutation SNP G A 10 46 c.194C>T c.(193-195)CCT>CTT p.P65L

Pat_40 Pre-Treatment NETO1 81832 37 18 70423284 70423284 Missense_Mutation SNP C T 23 102 c.967G>A c.(967-969)GAA>AAA p.E323K

Pat_40 Pre-Treatment PRSSL1 400668 37 19 685829 685829 Missense_Mutation SNP C T 2 0 c.739G>A c.(739-741)GTG>ATG p.V247M

Pat_40 Pre-Treatment ABCA7 10347 37 19 1061880 1061880 Missense_Mutation SNP G A 3 38 c.5563G>A c.(5563-5565)GGC>AGC p.G1855S

Pat_40 Pre-Treatment S1PR4 8698 37 19 3179545 3179545 Missense_Mutation SNP C T 3 19 c.755C>T c.(754-756)ACG>ATG p.T252M

Pat_40 Pre-Treatment FZR1 51343 37 19 3530838 3530838 Missense_Mutation SNP G A 3 21 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_40 Pre-Treatment CHAF1A 10036 37 19 4428744 4428745 Missense_Mutation DNP CC TT 23 34 c.1461_1462CC>TT1459-1464)TTCCAT>TTTT p.H488Y

Pat_40 Pre-Treatment FUT3 2525 37 19 5844156 5844156 Missense_Mutation SNP C T 11 58 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_40 Pre-Treatment CD70 970 37 19 6586315 6586315 Missense_Mutation SNP G A 4 41 c.298C>T c.(298-300)CGT>TGT p.R100C

Pat_40 Pre-Treatment CD209 30835 37 19 7810698 7810698 Missense_Mutation SNP A G 12 164 c.454T>C c.(454-456)TGG>CGG p.W152R

Pat_40 Pre-Treatment TIMM44 10469 37 19 7993024 7993024 Nonsense_Mutation SNP G A 3 25 c.1066C>T c.(1066-1068)CAG>TAG p.Q356*

Pat_40 Pre-Treatment RAB11B 9230 37 19 8464792 8464792 Missense_Mutation SNP C T 4 59 c.86C>T c.(85-87)TCG>TTG p.S29L

Pat_40 Pre-Treatment MUC16 94025 37 19 9046043 9046043 Missense_Mutation SNP G A 69 114 c.35588C>T c.(35587-35589)CCA>CTA p.P11863L



Pat_40 Pre-Treatment MUC16 94025 37 19 9049653 9049653 Missense_Mutation SNP C T 8 68 c.31978G>A c.(31978-31980)GGG>AGG p.G10660R

Pat_40 Pre-Treatment MUC16 94025 37 19 9056776 9056776 Missense_Mutation SNP G A 11 25 c.30670C>T c.(30670-30672)CCA>TCA p.P10224S

Pat_40 Pre-Treatment MUC16 94025 37 19 9060955 9060955 Missense_Mutation SNP G A 19 90 c.26491C>T c.(26491-26493)CCT>TCT p.P8831S

Pat_40 Pre-Treatment MUC16 94025 37 19 9082516 9082516 Missense_Mutation SNP A T 94 185 c.9299T>A c.(9298-9300)ATT>AAT p.I3100N

Pat_40 Pre-Treatment MUC16 94025 37 19 9087347 9087347 Missense_Mutation SNP G A 33 165 c.4468C>T c.(4468-4470)CCA>TCA p.P1490S

Pat_40 Pre-Treatment ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 16 315 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_40 Pre-Treatment ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 10 317 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_40 Pre-Treatment ZNF443 10224 37 19 12542283 12542283 Missense_Mutation SNP A G 19 262 c.703T>C c.(703-705)TCT>CCT p.S235P

Pat_40 Pre-Treatment OR7C2 26658 37 19 15053205 15053205 Missense_Mutation SNP G A 8 48 c.905G>A c.(904-906)AGA>AAA p.R302K

Pat_40 Pre-Treatment OR10H1 26539 37 19 15918436 15918436 Missense_Mutation SNP G A 25 33 c.412C>T c.(412-414)CCG>TCG p.P138S

Pat_40 Pre-Treatment CPAMD8 27151 37 19 17049247 17049247 Missense_Mutation SNP C T 15 25 c.2944G>A c.(2944-2946)GTC>ATC p.V982I

Pat_40 Pre-Treatment SLC5A5 6528 37 19 17992969 17992969 Missense_Mutation SNP G A 4 100 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_40 Pre-Treatment ZNF14 7561 37 19 19822928 19822928 Missense_Mutation SNP C T 18 102 c.1162G>A c.(1162-1164)GAG>AAG p.E388K

Pat_40 Pre-Treatment ZNF93 81931 37 19 20044933 20044933 Missense_Mutation SNP T G 7 200 c.1169T>G c.(1168-1170)GTT>GGT p.V390G

Pat_40 Pre-Treatment ZNF737 100129842 37 19 20728170 20728170 Missense_Mutation SNP G C 8 171 c.839C>G c.(838-840)ACT>AGT p.T280S

Pat_40 Pre-Treatment ZNF737 100129842 37 19 20728189 20728189 Missense_Mutation SNP T C 6 149 c.820A>G c.(820-822)ACA>GCA p.T274A

Pat_40 Pre-Treatment ZNF85 7639 37 19 21132437 21132437 Missense_Mutation SNP G A 5 100 c.1117G>A c.(1117-1119)GAA>AAA p.E373K

Pat_40 Pre-Treatment ZNF714 148206 37 19 21300738 21300738 Missense_Mutation SNP T C 10 203 c.1271T>C c.(1270-1272)CTC>CCC p.L424P

Pat_40 Pre-Treatment ZNF100 163227 37 19 21909650 21909650 Missense_Mutation SNP C G 10 287 c.1464G>C c.(1462-1464)GAG>GAC p.E488D

Pat_40 Pre-Treatment ZNF208 7757 37 19 22154826 22154826 Missense_Mutation SNP C T 21 151 c.2626G>A c.(2626-2628)GAA>AAA p.E876K

Pat_40 Pre-Treatment ZNF208 7757 37 19 22157163 22157163 Missense_Mutation SNP C T 41 110 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Pre-Treatment ZNF99 7652 37 19 22941372 22941372 Missense_Mutation SNP G A 16 76 c.1066C>T c.(1066-1068)CAT>TAT p.H356Y

Pat_40 Pre-Treatment ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 12 268 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_40 Pre-Treatment ZNF675 171392 37 19 23836431 23836431 Missense_Mutation SNP C T 7 211 c.1304G>A c.(1303-1305)CGA>CAA p.R435Q

Pat_40 Pre-Treatment ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 12 212 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_40 Pre-Treatment ZNF536 9745 37 19 31039065 31039065 Missense_Mutation SNP G A 8 50 c.2539G>A c.(2539-2541)GGA>AGA p.G847R

Pat_40 Pre-Treatment RHPN2 85415 37 19 33470912 33470912 Missense_Mutation SNP G A 8 56 c.2051C>T c.(2050-2052)TCT>TTT p.S684F

Pat_40 Pre-Treatment SLC7A10 56301 37 19 33702192 33702192 Missense_Mutation SNP G A 7 43 c.955C>T c.(955-957)CCT>TCT p.P319S

Pat_40 Pre-Treatment PEPD 5184 37 19 34003584 34003584 Missense_Mutation SNP G A 3 15 c.116C>T c.(115-117)GCT>GTT p.A39V

Pat_40 Pre-Treatment FFAR2 2867 37 19 35940779 35940779 Missense_Mutation SNP G A 3 38 c.163G>A c.(163-165)GAC>AAC p.D55N

Pat_40 Pre-Treatment ZNF420 147923 37 19 37619580 37619580 Missense_Mutation SNP G A 16 98 c.1687G>A c.(1687-1689)GAA>AAA p.E563K

Pat_40 Pre-Treatment ZNF527 84503 37 19 37871191 37871191 Missense_Mutation SNP C T 8 49 c.173C>T c.(172-174)TCT>TTT p.S58F

Pat_40 Pre-Treatment AKT2 208 37 19 40739784 40739784 Missense_Mutation SNP C T 4 66 c.1441G>A c.(1441-1443)GAG>AAG p.E481K

Pat_40 Pre-Treatment PRX 57716 37 19 40900057 40900057 Missense_Mutation SNP G A 10 75 c.4202C>T c.(4201-4203)TCC>TTC p.S1401F

Pat_40 Pre-Treatment ZNF574 64763 37 19 42583483 42583483 Missense_Mutation SNP C T 12 52 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_40 Pre-Treatment PAFAH1B3 5050 37 19 42801403 42801403 Missense_Mutation SNP C T 5 59 c.523G>A c.(523-525)GAC>AAC p.D175N

Pat_40 Pre-Treatment PRR19 284338 37 19 42814720 42814720 Missense_Mutation SNP C T 29 139 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_40 Pre-Treatment BCL3 602 37 19 45260400 45260400 Missense_Mutation SNP C T 2 1 c.646C>T c.(646-648)CGC>TGC p.R216C

Pat_40 Pre-Treatment DMPK 1760 37 19 46283155 46283155 Missense_Mutation SNP G A 5 24 c.163C>T c.(163-165)CGG>TGG p.R55W

Pat_40 Pre-Treatment PNMAL2 57469 37 19 46997818 46997818 Missense_Mutation SNP G A 8 33 c.905C>T c.(904-906)CCG>CTG p.P302L

Pat_40 Pre-Treatment BCAT2 587 37 19 49302959 49302959 Missense_Mutation SNP C T 3 8 c.668G>A c.(667-669)GGC>GAC p.G223D

Pat_40 Pre-Treatment KLK1 3816 37 19 51326967 51326967 Missense_Mutation SNP C T 14 50 c.38G>A c.(37-39)GGG>GAG p.G13E

Pat_40 Pre-Treatment CD33 945 37 19 51729242 51729242 Missense_Mutation SNP C T 5 73 c.602C>T c.(601-603)CCA>CTA p.P201L

Pat_40 Pre-Treatment FPR1 2357 37 19 52249241 52249241 Missense_Mutation SNP G A 51 298 c.1007C>T c.(1006-1008)ACC>ATC p.T336I

Pat_40 Pre-Treatment ZNF350 59348 37 19 52468403 52468403 Missense_Mutation SNP C T 13 74 c.1303G>A c.(1303-1305)GAA>AAA p.E435K

Pat_40 Pre-Treatment ZNF480 147657 37 19 52825082 52825082 Missense_Mutation SNP A C 17 85 c.579A>C c.(577-579)GAA>GAC p.E193D

Pat_40 Pre-Treatment ZNF701 55762 37 19 53086622 53086622 Missense_Mutation SNP C G 4 83 c.1310C>G c.(1309-1311)CCT>CGT p.P437R



Pat_40 Pre-Treatment ZNF611 81856 37 19 53208494 53208494 Missense_Mutation SNP C T 15 513 c.1814G>A c.(1813-1815)CGC>CAC p.R605H

Pat_40 Pre-Treatment ZNF28 7576 37 19 53302941 53302941 Nonstop_Mutation SNP T G 25 261 c.2157A>C c.(2155-2157)TGA>TGC p.*719C

Pat_40 Pre-Treatment NLRP2 55655 37 19 55497572 55497572 Missense_Mutation SNP G A 20 34 c.2255G>A c.(2254-2256)CGA>CAA p.R752Q

Pat_40 Pre-Treatment NLRP2 55655 37 19 55502033 55502033 Missense_Mutation SNP A C 18 64 c.2701A>C c.(2701-2703)ACC>CCC p.T901P

Pat_40 Pre-Treatment NAT14 57106 37 19 55997836 55997836 Missense_Mutation SNP T C 2 0 c.134T>C c.(133-135)CTG>CCG p.L45P

Pat_40 Pre-Treatment NLRP11 204801 37 19 56321318 56321318 Missense_Mutation SNP C T 7 30 c.658G>A c.(658-660)GAT>AAT p.D220N

Pat_40 Pre-Treatment NLRP5 126206 37 19 56539203 56539203 Missense_Mutation SNP C T 5 18 c.1604C>T c.(1603-1605)GCT>GTT p.A535V

Pat_40 Pre-Treatment GALP 85569 37 19 56696603 56696603 Missense_Mutation SNP G A 16 71 c.315G>A c.(313-315)ATG>ATA p.M105I

Pat_40 Pre-Treatment ZNF835 90485 37 19 57175768 57175768 Missense_Mutation SNP G A 3 12 c.865C>T c.(865-867)CGC>TGC p.R289C

Pat_40 Pre-Treatment ZIM3 114026 37 19 57646333 57646333 Missense_Mutation SNP C T 19 127 c.1372G>A c.(1372-1374)GAC>AAC p.D458N

Pat_40 Pre-Treatment DUXA 503835 37 19 57666725 57666725 Nonsense_Mutation SNP G A 8 23 c.454C>T c.(454-456)CGA>TGA p.R152*

Pat_40 Pre-Treatment ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 5 117 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_40 Pre-Treatment TRIM28 10155 37 19 59060116 59060116 Missense_Mutation SNP G A 3 33 c.1333G>A c.(1333-1335)GTG>ATG p.V445M

Pat_40 Pre-Treatment MYT1L 23040 37 2 1926835 1926835 Missense_Mutation SNP C T 20 91 c.706G>A c.(706-708)GAT>AAT p.D236N

Pat_40 Pre-Treatment KCNF1 3754 37 2 11053364 11053364 Missense_Mutation SNP C T 4 26 c.812C>T c.(811-813)ACG>ATG p.T271M

Pat_40 Pre-Treatment NT5C1B 93034 37 2 18758129 18758129 Missense_Mutation SNP C T 21 101 c.1234G>A c.(1234-1236)GGA>AGA p.G412R

Pat_40 Pre-Treatment APOB 338 37 2 21229243 21229243 Missense_Mutation SNP A C 17 67 c.10497T>G c.(10495-10497)GAT>GAG p.D3499E

Pat_40 Pre-Treatment APOB 338 37 2 21231815 21231815 Missense_Mutation SNP G A 22 148 c.7925C>T c.(7924-7926)CCA>CTA p.P2642L

Pat_40 Pre-Treatment EMILIN1 11117 37 2 27306645 27306645 Missense_Mutation SNP C T 4 54 c.2206C>T c.(2206-2208)CGG>TGG p.R736W

Pat_40 Pre-Treatment FOSL2 2355 37 2 28635035 28635035 Missense_Mutation SNP C T 5 27 c.701C>T c.(700-702)TCG>TTG p.S234L

Pat_40 Pre-Treatment C2orf56 55471 37 2 37473259 37473259 Missense_Mutation SNP C T 26 128 c.857C>T c.(856-858)TCT>TTT p.S286F

Pat_40 Pre-Treatment C2orf56 55471 37 2 37473261 37473261 Nonsense_Mutation SNP C T 26 124 c.859C>T c.(859-861)CAA>TAA p.Q287*

Pat_40 Pre-Treatment SPTBN1 6711 37 2 54876239 54876239 Missense_Mutation SNP G A 5 122 c.5114G>A c.(5113-5115)CGG>CAG p.R1705Q

Pat_40 Pre-Treatment ANTXR1 84168 37 2 69304577 69304577 Missense_Mutation SNP C T 45 244 c.599C>T c.(598-600)CCC>CTC p.P200L

Pat_40 Pre-Treatment MPHOSPH10 10199 37 2 71360620 71360620 Missense_Mutation SNP G A 12 55 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_40 Pre-Treatment DYSF 8291 37 2 71901417 71901417 Missense_Mutation SNP G A 25 48 c.5758G>A c.(5758-5760)GAT>AAT p.D1920N

Pat_40 Pre-Treatment WDR54 84058 37 2 74652245 74652245 Missense_Mutation SNP G A 3 33 c.679G>A c.(679-681)GCA>ACA p.A227T

Pat_40 Pre-Treatment C2orf68 388969 37 2 85839056 85839056 Missense_Mutation SNP G A 3 45 c.52C>T c.(52-54)CGG>TGG p.R18W

Pat_40 Pre-Treatment TMEM127 55654 37 2 96919611 96919611 Missense_Mutation SNP C T 3 23 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_40 Pre-Treatment CIAO1 9391 37 2 96936947 96936947 Missense_Mutation SNP C T 12 87 c.878C>T c.(877-879)TCC>TTC p.S293F

Pat_40 Pre-Treatment ANAPC1 64682 37 2 112583383 112583383 Missense_Mutation SNP G A 13 75 c.2675C>T c.(2674-2676)TCC>TTC p.S892F

Pat_40 Pre-Treatment C2orf76 130355 37 2 120069246 120069246 Missense_Mutation SNP C T 12 36 c.256G>A c.(256-258)GAA>AAA p.E86K

Pat_40 Pre-Treatment GLI2 2736 37 2 121708942 121708942 Missense_Mutation SNP G A 22 36 c.378G>A c.(376-378)ATG>ATA p.M126I

Pat_40 Pre-Treatment LIMS2 55679 37 2 128412421 128412421 Missense_Mutation SNP G A 13 69 c.221C>T c.(220-222)CCG>CTG p.P74L

Pat_40 Pre-Treatment NCKAP5 344148 37 2 133541812 133541812 Missense_Mutation SNP C T 21 75 c.2572G>A c.(2572-2574)GAA>AAA p.E858K

Pat_40 Pre-Treatment LCT 3938 37 2 136575471 136575471 Missense_Mutation SNP G A 20 116 c.1147C>T c.(1147-1149)CCT>TCT p.P383S

Pat_40 Pre-Treatment THSD7B 80731 37 2 138434125 138434125 Missense_Mutation SNP C T 5 30 c.4684C>T c.(4684-4686)CCC>TCC p.P1562S

Pat_40 Pre-Treatment LRP1B 53353 37 2 140995735 140995735 Missense_Mutation SNP T C 36 138 c.13546A>G c.(13546-13548)ATA>GTA p.I4516V

Pat_40 Pre-Treatment PABPC1P2 728773 37 2 147345742 147345742 Missense_Mutation SNP G A 3 21 c.202G>A c.(202-204)GCT>ACT p.A68T

Pat_40 Pre-Treatment GALNT13 114805 37 2 155157995 155157995 Missense_Mutation SNP C T 48 214 c.1049C>T c.(1048-1050)CCA>CTA p.P350L

Pat_40 Pre-Treatment KCNJ3 3760 37 2 155711754 155711754 Missense_Mutation SNP G A 7 24 c.1435G>A c.(1435-1437)GGA>AGA p.G479R

Pat_40 Pre-Treatment GPD2 2820 37 2 157369987 157369987 Missense_Mutation SNP G A 3 54 c.640G>A c.(640-642)GGA>AGA p.G214R

Pat_40 Pre-Treatment IFIH1 64135 37 2 163130442 163130442 Missense_Mutation SNP C T 18 32 c.2317G>A c.(2317-2319)GAA>AAA p.E773K

Pat_40 Pre-Treatment SCN1A 6323 37 2 166892572 166892572 Missense_Mutation SNP C T 37 203 c.3382G>A c.(3382-3384)GAA>AAA p.E1128K

Pat_40 Pre-Treatment XIRP2 129446 37 2 168100354 168100354 Missense_Mutation SNP G A 15 90 c.2452G>A c.(2452-2454)GAG>AAG p.E818K

Pat_40 Pre-Treatment B3GALT1 8708 37 2 168726108 168726108 Missense_Mutation SNP C T 14 22 c.559C>T c.(559-561)CTT>TTT p.L187F

Pat_40 Pre-Treatment SPC25 57405 37 2 169745932 169745932 Missense_Mutation SNP C T 24 83 c.98G>A c.(97-99)AGA>AAA p.R33K



Pat_40 Pre-Treatment LRP2 4036 37 2 170070368 170070368 Missense_Mutation SNP T A 8 49 c.5839A>T c.(5839-5841)AAC>TAC p.N1947Y

Pat_40 Pre-Treatment SLC25A12 8604 37 2 172712353 172712353 Missense_Mutation SNP C T 58 374 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_40 Pre-Treatment TTN 7273 37 2 179452825 179452825 Missense_Mutation SNP C T 21 99 c.55605G>A c.(55603-55605)ATG>ATA p.M18535I

Pat_40 Pre-Treatment TTN 7273 37 2 179454489 179454489 Missense_Mutation SNP C T 43 218 c.54259G>A c.(54259-54261)GAA>AAA p.E18087K

Pat_40 Pre-Treatment TTN 7273 37 2 179457199 179457199 Missense_Mutation SNP G A 108 226 c.51829C>T c.(51829-51831)CGT>TGT p.R17277C

Pat_40 Pre-Treatment TTN 7273 37 2 179464431 179464431 Missense_Mutation SNP G A 15 108 c.48493C>T c.(48493-48495)CTC>TTC p.L16165F

Pat_40 Pre-Treatment TTN 7273 37 2 179592468 179592468 Missense_Mutation SNP C T 113 179 c.16105G>A c.(16105-16107)GAA>AAA p.E5369K

Pat_40 Pre-Treatment TTN 7273 37 2 179592569 179592569 Missense_Mutation SNP T C 7 24 c.16004A>G c.(16003-16005)AAA>AGA p.K5335R

Pat_40 Pre-Treatment ZNF804A 91752 37 2 185798364 185798364 Missense_Mutation SNP G A 17 82 c.290G>A c.(289-291)CGA>CAA p.R97Q

Pat_40 Pre-Treatment CALCRL 10203 37 2 188245239 188245239 Nonsense_Mutation SNP C T 128 244 c.363G>A c.(361-363)TGG>TGA p.W121*

Pat_40 Pre-Treatment DNAH7 56171 37 2 196722260 196722260 Missense_Mutation SNP A C 17 74 c.8255T>G c.(8254-8256)CTT>CGT p.L2752R

Pat_40 Pre-Treatment DNAH7 56171 37 2 196729430 196729430 Nonsense_Mutation SNP G A 20 82 c.6949C>T c.(6949-6951)CGA>TGA p.R2317*

Pat_40 Pre-Treatment DNAH7 56171 37 2 196746544 196746544 Missense_Mutation SNP C T 27 163 c.5936G>A c.(5935-5937)GGA>GAA p.G1979E

Pat_40 Pre-Treatment HECW2 57520 37 2 197185066 197185066 Missense_Mutation SNP C T 3 16 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_40 Pre-Treatment BMPR2 659 37 2 203417586 203417586 Missense_Mutation SNP A G 70 80 c.1561A>G c.(1561-1563)ATG>GTG p.M521V

Pat_40 Pre-Treatment ABI2 10152 37 2 204292046 204292046 Missense_Mutation SNP G A 3 54 c.1513G>A c.(1513-1515)GTT>ATT p.V505I

Pat_40 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 8 214 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_40 Pre-Treatment ERBB4 2066 37 2 212587120 212587120 Missense_Mutation SNP G A 13 66 c.881C>T c.(880-882)CCA>CTA p.P294L

Pat_40 Pre-Treatment RQCD1 9125 37 2 219449406 219449406 Missense_Mutation SNP C T 128 233 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_40 Pre-Treatment ZNF142 7701 37 2 219521014 219521014 Missense_Mutation SNP G A 4 59 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_40 Pre-Treatment ECEL1 9427 37 2 233347583 233347583 Missense_Mutation SNP G A 42 189 c.1663C>T c.(1663-1665)CGG>TGG p.R555W

Pat_40 Pre-Treatment GIGYF2 26058 37 2 233655585 233655585 Missense_Mutation SNP T C 22 106 c.890T>C c.(889-891)ATG>ACG p.M297T

Pat_40 Pre-Treatment GPR35 2859 37 2 241569694 241569694 Missense_Mutation SNP G A 4 17 c.325G>A c.(325-327)GCC>ACC p.A109T

Pat_40 Pre-Treatment BOK 666 37 2 242501765 242501765 Missense_Mutation SNP G A 4 48 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_40 Pre-Treatment THAP4 51078 37 2 242573324 242573324 Missense_Mutation SNP G A 24 105 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_40 Pre-Treatment TGM6 343641 37 20 2377248 2377248 Missense_Mutation SNP C T 13 31 c.521C>T c.(520-522)GCC>GTC p.A174V

Pat_40 Pre-Treatment PAK7 57144 37 20 9560919 9560919 Missense_Mutation SNP G A 51 72 c.863C>T c.(862-864)TCA>TTA p.S288L

Pat_40 Pre-Treatment PAK7 57144 37 20 9561263 9561263 Missense_Mutation SNP C T 68 128 c.519G>A c.(517-519)ATG>ATA p.M173I

Pat_40 Pre-Treatment OVOL2 58495 37 20 18022253 18022253 Missense_Mutation SNP T C 3 50 c.436A>G c.(436-438)AGA>GGA p.R146G

Pat_40 Pre-Treatment POLR3F 10621 37 20 18453489 18453489 Nonsense_Mutation SNP C T 38 70 c.184C>T c.(184-186)CAG>TAG p.Q62*

Pat_40 Pre-Treatment THBD 7056 37 20 23028806 23028806 Missense_Mutation SNP C T 4 48 c.1336G>A c.(1336-1338)GAA>AAA p.E446K

Pat_40 Pre-Treatment NINL 22981 37 20 25456929 25456929 Missense_Mutation SNP G A 4 54 c.2998C>T c.(2998-3000)CGG>TGG p.R1000W

Pat_40 Pre-Treatment TPX2 22974 37 20 30382317 30382317 Missense_Mutation SNP G A 47 123 c.1799G>A c.(1798-1800)AGA>AAA p.R600K

Pat_40 Pre-Treatment ASXL1 171023 37 20 31017234 31017234 Missense_Mutation SNP G A 20 71 c.565G>A c.(565-567)GGG>AGG p.G189R

Pat_40 Pre-Treatment C20orf186 149954 37 20 31671216 31671217 Missense_Mutation DNP CC TT 17 130 c.213_214CC>TT 211-216)CCCCCC>CCTTC p.P72S

Pat_40 Pre-Treatment E2F1 1869 37 20 32267679 32267679 Missense_Mutation SNP C T 4 69 c.454G>A c.(454-456)GAC>AAC p.D152N

Pat_40 Pre-Treatment EPB41L1 2036 37 20 34797782 34797782 Nonsense_Mutation SNP C T 4 17 c.2041C>T c.(2041-2043)CGA>TGA p.R681*

Pat_40 Pre-Treatment RIMS4 140730 37 20 43384905 43384905 Missense_Mutation SNP G A 15 47 c.680C>T c.(679-681)ACC>ATC p.T227I

Pat_40 Pre-Treatment PI3 5266 37 20 43803639 43803639 Missense_Mutation SNP G A 3 51 c.76G>A c.(76-78)GGA>AGA p.G26R

Pat_40 Pre-Treatment EEF1A2 1917 37 20 62122040 62122040 Missense_Mutation SNP G A 3 28 c.821C>T c.(820-822)CCG>CTG p.P274L

Pat_40 Pre-Treatment ZGPAT 84619 37 20 62340299 62340299 Missense_Mutation SNP G A 4 30 c.367G>A c.(367-369)GGA>AGA p.G123R

Pat_40 Pre-Treatment USP25 29761 37 21 17214827 17214827 Missense_Mutation SNP G A 32 172 c.2305G>A c.(2305-2307)GAA>AAA p.E769K

Pat_40 Pre-Treatment C21orf59 56683 37 21 33982292 33982292 Missense_Mutation SNP C T 13 54 c.163G>A c.(163-165)GGC>AGC p.G55S

Pat_40 Pre-Treatment IL10RB 3588 37 21 34652102 34652102 Missense_Mutation SNP C T 55 117 c.377C>T c.(376-378)TCT>TTT p.S126F

Pat_40 Pre-Treatment KCNJ15 3772 37 21 39672159 39672159 Missense_Mutation SNP G A 23 109 c.976G>A c.(976-978)GAT>AAT p.D326N

Pat_40 Pre-Treatment DSCAM 1826 37 21 41719737 41719737 Missense_Mutation SNP C T 40 291 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_40 Pre-Treatment RIPK4 54101 37 21 43166796 43166796 Missense_Mutation SNP G A 3 39 c.809C>T c.(808-810)CCG>CTG p.P270L



Pat_40 Pre-Treatment PTTG1IP 754 37 21 46275124 46275124 Splice_Site SNP C T 9 20 c.496_splice c.e5+1 p.G166_splice

Pat_40 Pre-Treatment MICAL3 57553 37 22 18370094 18370094 Missense_Mutation SNP G A 23 10 c.1999C>T c.(1999-2001)CCC>TCC p.P667S

Pat_40 Pre-Treatment PRODH 5625 37 22 18912573 18912573 Missense_Mutation SNP C T 3 27 c.658G>A c.(658-660)GAA>AAA p.E220K

Pat_40 Pre-Treatment CLTCL1 8218 37 22 19170950 19170950 Missense_Mutation SNP A T 15 32 c.4780T>A c.(4780-4782)TTG>ATG p.L1594M

Pat_40 Pre-Treatment ZDHHC8 29801 37 22 20126835 20126835 Nonsense_Mutation SNP C T 4 86 c.223C>T c.(223-225)CGA>TGA p.R75*

Pat_40 Pre-Treatment BCR 613 37 22 23610637 23610637 Missense_Mutation SNP G A 15 6 c.1795G>A c.(1795-1797)GGA>AGA p.G599R

Pat_40 Pre-Treatment NEFH 4744 37 22 29885686 29885686 Missense_Mutation SNP C A 10 102 c.2057C>A c.(2056-2058)GCA>GAA p.A686E

Pat_40 Pre-Treatment PATZ1 23598 37 22 31741521 31741521 Missense_Mutation SNP C T 4 46 c.68G>A c.(67-69)AGC>AAC p.S23N

Pat_40 Pre-Treatment CSF2RB 1439 37 22 37322150 37322150 Missense_Mutation SNP G A 4 80 c.322G>A c.(322-324)GTT>ATT p.V108I

Pat_40 Pre-Treatment SSTR3 6753 37 22 37603517 37603517 Nonsense_Mutation SNP C T 15 12 c.326G>A c.(325-327)TGG>TAG p.W109*

Pat_40 Pre-Treatment TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 12 319 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_40 Pre-Treatment H1F0 3005 37 22 38201896 38201897 Nonsense_Mutation DNP GA AT 15 35 c.345_346GA>AT(343-348)AAGAAG>AAATA p.K116*

Pat_40 Pre-Treatment BAIAP2L2 80115 37 22 38494156 38494156 Missense_Mutation SNP G A 4 46 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_40 Pre-Treatment PARVB 29780 37 22 44495969 44495969 Missense_Mutation SNP C T 14 75 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_40 Pre-Treatment WNT7B 7477 37 22 46345908 46345908 Missense_Mutation SNP C T 31 37 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_40 Pre-Treatment CELSR1 9620 37 22 46792517 46792517 Missense_Mutation SNP G A 13 21 c.5828C>T c.(5827-5829)CCG>CTG p.P1943L

Pat_40 Pre-Treatment PLXNB2 23654 37 22 50715060 50715060 Missense_Mutation SNP G A 14 74 c.5335C>T c.(5335-5337)CGG>TGG p.R1779W

Pat_40 Pre-Treatment SBF1 6305 37 22 50900836 50900836 Missense_Mutation SNP G A 4 108 c.2194C>T c.(2194-2196)CGC>TGC p.R732C

Pat_40 Pre-Treatment MIOX 55586 37 22 50925884 50925884 Missense_Mutation SNP G A 3 52 c.86G>A c.(85-87)CGG>CAG p.R29Q

Pat_40 Pre-Treatment CNTN6 27255 37 3 1367579 1367579 Missense_Mutation SNP G A 12 52 c.1027G>A c.(1027-1029)GGA>AGA p.G343R

Pat_40 Pre-Treatment GHRL 51738 37 3 10331857 10331857 Missense_Mutation SNP G A 3 16 c.8C>T c.(7-9)TCC>TTC p.S3F

Pat_40 Pre-Treatment HRH1 3269 37 3 11301460 11301460 Missense_Mutation SNP G A 4 12 c.737G>A c.(736-738)GGG>GAG p.G246E

Pat_40 Pre-Treatment CAND2 23066 37 3 12858191 12858191 Missense_Mutation SNP T C 20 43 c.1760T>C c.(1759-1761)GTG>GCG p.V587A

Pat_40 Pre-Treatment PLCL2 23228 37 3 17053134 17053134 Missense_Mutation SNP T A 12 22 c.2272T>A c.(2272-2274)TTT>ATT p.F758I

Pat_40 Pre-Treatment LRRC3B 116135 37 3 26751248 26751248 Missense_Mutation SNP C T 21 65 c.85C>T c.(85-87)CAT>TAT p.H29Y

Pat_40 Pre-Treatment SCN5A 6331 37 3 38648165 38648165 Nonsense_Mutation SNP G A 4 6 c.1135C>T c.(1135-1137)CAG>TAG p.Q379*

Pat_40 Pre-Treatment SCN10A 6336 37 3 38793820 38793820 Missense_Mutation SNP G A 3 29 c.1645C>T c.(1645-1647)CTC>TTC p.L549F

Pat_40 Pre-Treatment CTNNB1 1499 37 3 41266137 41266137 Missense_Mutation SNP C T 14 47 c.134C>T c.(133-135)TCT>TTT p.S45F

Pat_40 Pre-Treatment CXCR6 10663 37 3 45988860 45988860 Missense_Mutation SNP G A 8 19 c.887G>A c.(886-888)CGA>CAA p.R296Q

Pat_40 Pre-Treatment CCR3 1232 37 3 46307479 46307479 Missense_Mutation SNP A G 20 60 c.830A>G c.(829-831)AAG>AGG p.K277R

Pat_40 Pre-Treatment SCAP 22937 37 3 47476586 47476586 Missense_Mutation SNP A C 16 43 c.164T>G c.(163-165)GTG>GGG p.V55G

Pat_40 Pre-Treatment PLXNB1 5364 37 3 48459905 48459905 Missense_Mutation SNP A G 6 6 c.3002T>C c.(3001-3003)CTG>CCG p.L1001P

Pat_40 Pre-Treatment PLXNB1 5364 37 3 48461146 48461146 Missense_Mutation SNP G A 6 0 c.2549C>T c.(2548-2550)CCC>CTC p.P850L

Pat_40 Pre-Treatment CELSR3 1951 37 3 48698392 48698392 Missense_Mutation SNP C T 3 11 c.1676G>A c.(1675-1677)CGC>CAC p.R559H

Pat_40 Pre-Treatment LAMB2 3913 37 3 49163916 49163916 Missense_Mutation SNP G A 23 47 c.2033C>T c.(2032-2034)CCT>CTT p.P678L

Pat_40 Pre-Treatment GNAT1 2779 37 3 50229208 50229208 Missense_Mutation SNP A G 3 27 c.50A>G c.(49-51)AAG>AGG p.K17R

Pat_40 Pre-Treatment DOCK3 1795 37 3 51395405 51395405 Missense_Mutation SNP G T 14 93 c.4781G>T c.(4780-4782)GGA>GTA p.G1594V

Pat_40 Pre-Treatment DOCK3 1795 37 3 51418581 51418582 Missense_Mutation DNP CC TT 9 41 c.5684_5685CC>TT c.(5683-5685)TCC>TTT p.S1895F

Pat_40 Pre-Treatment CACNA1D 776 37 3 53781378 53781378 Missense_Mutation SNP C T 24 83 c.3217C>T c.(3217-3219)CGT>TGT p.R1073C

Pat_40 Pre-Treatment CACNA2D3 55799 37 3 54615870 54615870 Missense_Mutation SNP G A 12 41 c.929G>A c.(928-930)GGA>GAA p.G310E

Pat_40 Pre-Treatment PXK 54899 37 3 58410506 58410506 Missense_Mutation SNP C T 79 67 c.1556C>T c.(1555-1557)CCA>CTA p.P519L

Pat_40 Pre-Treatment CNTN3 5067 37 3 74315713 74315713 Missense_Mutation SNP C T 39 617 c.2905G>A c.(2905-2907)GAC>AAC p.D969N

Pat_40 Pre-Treatment PROS1 5627 37 3 93624748 93624748 Missense_Mutation SNP A C 19 63 c.481T>G c.(481-483)TGC>GGC p.C161G

Pat_40 Pre-Treatment CD96 10225 37 3 111325559 111325559 Missense_Mutation SNP C T 19 93 c.1148C>T c.(1147-1149)TCC>TTC p.S383F

Pat_40 Pre-Treatment PLXNA1 5361 37 3 126735849 126735849 Missense_Mutation SNP G A 4 61 c.3176G>A c.(3175-3177)CGG>CAG p.R1059Q

Pat_40 Pre-Treatment MBD4 8930 37 3 129155742 129155742 Missense_Mutation SNP C T 34 120 c.745G>A c.(745-747)GGA>AGA p.G249R

Pat_40 Pre-Treatment PLXND1 23129 37 3 129305046 129305046 Missense_Mutation SNP C T 3 11 c.1690G>A c.(1690-1692)GCC>ACC p.A564T



Pat_40 Pre-Treatment NMNAT3 349565 37 3 139297817 139297817 Missense_Mutation SNP G C 4 36 c.190C>G c.(190-192)CGA>GGA p.R64G

Pat_40 Pre-Treatment AADACL2 344752 37 3 151475240 151475240 Missense_Mutation SNP G A 13 68 c.1064G>A c.(1063-1065)CGA>CAA p.R355Q

Pat_40 Pre-Treatment FNDC3B 64778 37 3 171965431 171965432 Missense_Mutation DNP CC TT 47 250 c.373_374CC>TT c.(373-375)CCC>TTC p.P125F

Pat_40 Pre-Treatment FNDC3B 64778 37 3 172115059 172115059 Missense_Mutation SNP G A 20 47 c.3409G>A c.(3409-3411)GAG>AAG p.E1137K

Pat_40 Pre-Treatment AP2M1 1173 37 3 183899833 183899833 Missense_Mutation SNP G A 4 17 c.961G>A c.(961-963)GAG>AAG p.E321K

Pat_40 Pre-Treatment ABCF3 55324 37 3 183910456 183910456 Missense_Mutation SNP G A 5 11 c.1637G>A c.(1636-1638)CGG>CAG p.R546Q

Pat_40 Pre-Treatment KNG1 3827 37 3 186460082 186460082 Missense_Mutation SNP G A 5 86 c.1897G>A c.(1897-1899)GAA>AAA p.E633K

Pat_40 Pre-Treatment C3orf59 151963 37 3 192516621 192516621 Missense_Mutation SNP G A 8 13 c.1030C>T c.(1030-1032)CCT>TCT p.P344S

Pat_40 Pre-Treatment ZNF721 170960 37 4 435639 435639 Missense_Mutation SNP T C 8 140 c.2617A>G c.(2617-2619)ACC>GCC p.T873A

Pat_40 Pre-Treatment ZNF721 170960 37 4 436514 436514 Missense_Mutation SNP C T 38 173 c.1742G>A c.(1741-1743)GGA>GAA p.G581E

Pat_40 Pre-Treatment ZNF721 170960 37 4 437319 437319 Missense_Mutation SNP C T 8 217 c.937G>A c.(937-939)GCC>ACC p.A313T

Pat_40 Pre-Treatment GAK 2580 37 4 843819 843819 Missense_Mutation SNP C T 2 3 c.3695G>A c.(3694-3696)CGG>CAG p.R1232Q

Pat_40 Pre-Treatment CRMP1 1400 37 4 5843131 5843131 Missense_Mutation SNP C T 54 228 c.715G>A c.(715-717)GCC>ACC p.A239T

Pat_40 Pre-Treatment JAKMIP1 152789 37 4 6066645 6066645 Missense_Mutation SNP C T 20 38 c.1393G>A c.(1393-1395)GAC>AAC p.D465N

Pat_40 Pre-Treatment AFAP1 60312 37 4 7770626 7770626 Missense_Mutation SNP C T 22 58 c.2111G>A c.(2110-2112)AGC>AAC p.S704N

Pat_40 Pre-Treatment BOD1L 259282 37 4 13602199 13602199 Missense_Mutation SNP T C 3 22 c.6325A>G c.(6325-6327)AGA>GGA p.R2109G

Pat_40 Pre-Treatment CPEB2 132864 37 4 15063811 15063811 Missense_Mutation SNP C T 71 252 c.1469C>T c.(1468-1470)TCC>TTC p.S490F

Pat_40 Pre-Treatment RBPJ 3516 37 4 26431526 26431526 Missense_Mutation SNP C T 5 38 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_40 Pre-Treatment GUF1 60558 37 4 44691864 44691864 Missense_Mutation SNP G A 23 108 c.1207G>A c.(1207-1209)GGA>AGA p.G403R

Pat_40 Pre-Treatment REST 5978 37 4 57797744 57797744 Missense_Mutation SNP C T 4 56 c.2720C>T c.(2719-2721)CCT>CTT p.P907L

Pat_40 Pre-Treatment UGT2B28 54490 37 4 70146351 70146351 Missense_Mutation SNP G A 44 203 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_40 Pre-Treatment UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 30 124 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_40 Pre-Treatment ALB 213 37 4 74285291 74285291 Missense_Mutation SNP G A 40 84 c.1720G>A c.(1720-1722)GAT>AAT p.D574N

Pat_40 Pre-Treatment CCDC158 339965 37 4 77292635 77292635 Missense_Mutation SNP G A 4 90 c.1084C>T c.(1084-1086)CGG>TGG p.R362W

Pat_40 Pre-Treatment FRAS1 80144 37 4 79301056 79301056 Missense_Mutation SNP G A 32 47 c.3469G>A c.(3469-3471)GGA>AGA p.G1157R

Pat_40 Pre-Treatment BMP3 651 37 4 81967248 81967248 Missense_Mutation SNP G A 59 95 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Pre-Treatment ADH1B 125 37 4 100232022 100232022 Missense_Mutation SNP C T 36 162 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_40 Pre-Treatment ADH7 131 37 4 100349774 100349774 Missense_Mutation SNP C T 45 183 c.170G>A c.(169-171)GGA>GAA p.G57E

Pat_40 Pre-Treatment EGF 1950 37 4 110883099 110883099 Missense_Mutation SNP C T 76 155 c.1270C>T c.(1270-1272)CCT>TCT p.P424S

Pat_40 Pre-Treatment EGF 1950 37 4 110884429 110884430 Missense_Mutation DNP GG AA 47 102 .1413_1414GG>AA1411-1416)CTGGAT>CTAA p.D472N

Pat_40 Pre-Treatment LARP7 51574 37 4 113568238 113568238 Missense_Mutation SNP C T 34 117 c.601C>T c.(601-603)CCT>TCT p.P201S

Pat_40 Pre-Treatment TBC1D9 23158 37 4 141590792 141590792 Missense_Mutation SNP T C 7 29 c.1433A>G c.(1432-1434)AAA>AGA p.K478R

Pat_40 Pre-Treatment MAB21L2 10586 37 4 151504863 151504863 Missense_Mutation SNP G A 7 24 c.682G>A c.(682-684)GAC>AAC p.D228N

Pat_40 Pre-Treatment TLR2 7097 37 4 154625141 154625141 Missense_Mutation SNP C T 27 23 c.1082C>T c.(1081-1083)TCA>TTA p.S361L

Pat_40 Pre-Treatment RBM46 166863 37 4 155719334 155719334 Missense_Mutation SNP C T 9 95 c.523C>T c.(523-525)CCA>TCA p.P175S

Pat_40 Pre-Treatment GUCY1A3 2982 37 4 156618119 156618119 Missense_Mutation SNP G A 7 42 c.100G>A c.(100-102)GCA>ACA p.A34T

Pat_40 Pre-Treatment GRIA2 2891 37 4 158284078 158284078 Missense_Mutation SNP G A 19 83 c.2534G>A c.(2533-2535)CGA>CAA p.R845Q

Pat_40 Pre-Treatment TLL1 7092 37 4 166963247 166963247 Missense_Mutation SNP C T 43 205 c.1330C>T c.(1330-1332)CGT>TGT p.R444C

Pat_40 Pre-Treatment NEK1 4750 37 4 170506576 170506576 Missense_Mutation SNP C T 4 36 c.731G>A c.(730-732)AGG>AAG p.R244K

Pat_40 Pre-Treatment C4orf41 60684 37 4 184598649 184598649 Missense_Mutation SNP G A 21 152 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_40 Pre-Treatment FAT1 2195 37 4 187541333 187541333 Missense_Mutation SNP G A 21 56 c.6407C>T c.(6406-6408)TCA>TTA p.S2136L

Pat_40 Pre-Treatment ADAMTS16 170690 37 5 5262860 5262860 Missense_Mutation SNP G A 19 74 c.2753G>A c.(2752-2754)GGG>GAG p.G918E

Pat_40 Pre-Treatment FASTKD3 79072 37 5 7859553 7859553 Missense_Mutation SNP C T 8 46 c.1984G>A c.(1984-1986)GAA>AAA p.E662K

Pat_40 Pre-Treatment MTRR 4552 37 5 7892881 7892881 Missense_Mutation SNP A G 91 141 c.1493A>G c.(1492-1494)AAC>AGC p.N498S

Pat_40 Pre-Treatment DNAH5 1767 37 5 13700913 13700913 Nonsense_Mutation SNP C T 67 101 c.13559G>A c.(13558-13560)TGG>TAG p.W4520*

Pat_40 Pre-Treatment PRDM9 56979 37 5 23526999 23526999 Missense_Mutation SNP C T 6 142 c.1802C>T c.(1801-1803)ACA>ATA p.T601I

Pat_40 Pre-Treatment PRDM9 56979 37 5 23527083 23527083 Missense_Mutation SNP G C 6 94 c.1886G>C c.(1885-1887)AGA>ACA p.R629T



Pat_40 Pre-Treatment GOLPH3 64083 37 5 32126541 32126541 Missense_Mutation SNP C G 47 102 c.674G>C c.(673-675)TGG>TCG p.W225S

Pat_40 Pre-Treatment ADAMTS12 81792 37 5 33637805 33637805 Missense_Mutation SNP G A 4 72 c.1765C>T c.(1765-1767)CGC>TGC p.R589C

Pat_40 Pre-Treatment C9 735 37 5 39311479 39311479 Missense_Mutation SNP C T 8 72 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Pre-Treatment ITGA1 3672 37 5 52221138 52221138 Missense_Mutation SNP G A 17 82 c.2434G>A c.(2434-2436)GAA>AAA p.E812K

Pat_40 Pre-Treatment DDX4 54514 37 5 55110910 55110910 Missense_Mutation SNP C T 46 195 c.1897C>T c.(1897-1899)CGT>TGT p.R633C

Pat_40 Pre-Treatment F2RL1 2150 37 5 76128587 76128587 Missense_Mutation SNP G A 25 112 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_40 Pre-Treatment GPR98 84059 37 5 89990494 89990494 Missense_Mutation SNP G A 8 27 c.7921G>A c.(7921-7923)GGA>AGA p.G2641R

Pat_40 Pre-Treatment MCTP1 79772 37 5 94204141 94204141 Missense_Mutation SNP A C 10 60 c.2333T>G c.(2332-2334)TTT>TGT p.F778C

Pat_40 Pre-Treatment WDR36 134430 37 5 110439905 110439905 Missense_Mutation SNP C T 3 56 c.928C>T c.(928-930)CCA>TCA p.P310S

Pat_40 Pre-Treatment EPB41L4A 64097 37 5 111545588 111545588 Splice_Site SNP C T 33 56 c.1178_splice c.e13+1 p.S393_splice

Pat_40 Pre-Treatment FAM170A 340069 37 5 118969746 118969746 Missense_Mutation SNP T G 45 44 c.303T>G c.(301-303)CAT>CAG p.H101Q

Pat_40 Pre-Treatment FTMT 94033 37 5 121188229 121188229 Missense_Mutation SNP G A 15 117 c.571G>A c.(571-573)GAT>AAT p.D191N

Pat_40 Pre-Treatment P4HA2 8974 37 5 131545009 131545009 Missense_Mutation SNP C A 54 105 c.725G>T c.(724-726)CGA>CTA p.R242L

Pat_40 Pre-Treatment KIF3A 11127 37 5 132037886 132037886 Missense_Mutation SNP C T 13 81 c.1696G>A c.(1696-1698)GAA>AAA p.E566K

Pat_40 Pre-Treatment TIFAB 497189 37 5 134785386 134785386 Missense_Mutation SNP C T 24 89 c.244G>A c.(244-246)GGC>AGC p.G82S

Pat_40 Pre-Treatment KLHL3 26249 37 5 136974690 136974691 Missense_Mutation DNP CC TT 13 51 c.1170_1171GG>AA168-1173)GCGGTG>GCAA p.V391M

Pat_40 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139906028 139906028 Missense_Mutation SNP G A 4 107 c.4940G>A c.(4939-4941)CGA>CAA p.R1647Q

Pat_40 Pre-Treatment PCDHA2 56146 37 5 140175006 140175006 Missense_Mutation SNP C T 24 28 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_40 Pre-Treatment PCDHA3 56145 37 5 140182748 140182748 Missense_Mutation SNP G A 20 72 c.1966G>A c.(1966-1968)GAA>AAA p.E656K

Pat_40 Pre-Treatment PCDHA4 56144 37 5 140187721 140187721 Missense_Mutation SNP G A 29 114 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_40 Pre-Treatment PCDHA5 56143 37 5 140202835 140202835 Missense_Mutation SNP C T 17 83 c.1475C>T c.(1474-1476)TCG>TTG p.S492L

Pat_40 Pre-Treatment PCDHA10 56139 37 5 140237555 140237555 Missense_Mutation SNP C T 9 14 c.1922C>T c.(1921-1923)TCG>TTG p.S641L

Pat_40 Pre-Treatment PCDHB6 56130 37 5 140530709 140530709 Missense_Mutation SNP G A 53 79 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Pre-Treatment PCDHB6 56130 37 5 140531786 140531786 Missense_Mutation SNP C T 4 44 c.1948C>T c.(1948-1950)CGC>TGC p.R650C

Pat_40 Pre-Treatment PCDHGB2 56103 37 5 140741165 140741165 Missense_Mutation SNP C T 19 31 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_40 Pre-Treatment PCDHGB3 56102 37 5 140750571 140750571 Missense_Mutation SNP G A 11 23 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_40 Pre-Treatment ARHGAP26 23092 37 5 142311641 142311641 Missense_Mutation SNP C T 26 123 c.1058C>T c.(1057-1059)TCG>TTG p.S353L

Pat_40 Pre-Treatment FBXO38 81545 37 5 147778639 147778639 Missense_Mutation SNP G A 18 76 c.206G>A c.(205-207)CGA>CAA p.R69Q

Pat_40 Pre-Treatment SLC36A2 153201 37 5 150704953 150704953 Missense_Mutation SNP C T 7 41 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Pre-Treatment PWWP2A 114825 37 5 159520269 159520269 Missense_Mutation SNP T C 4 59 c.1388A>G c.(1387-1389)CAG>CGG p.Q463R

Pat_40 Pre-Treatment CCDC99 54908 37 5 169015538 169015538 Nonsense_Mutation SNP C T 22 94 c.118C>T c.(118-120)CAA>TAA p.Q40*

Pat_40 Pre-Treatment CPLX2 10814 37 5 175305922 175305922 Missense_Mutation SNP G A 3 21 c.43G>A c.(43-45)GAC>AAC p.D15N

Pat_40 Pre-Treatment NSD1 64324 37 5 176631253 176631253 Missense_Mutation SNP G A 14 52 c.1196G>A c.(1195-1197)AGG>AAG p.R399K

Pat_40 Pre-Treatment DOK3 79930 37 5 176931802 176931802 Missense_Mutation SNP C T 6 45 c.755G>A c.(754-756)GGC>GAC p.G252D

Pat_40 Pre-Treatment BTNL3 10917 37 5 180424335 180424335 Missense_Mutation SNP G A 7 42 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_40 Pre-Treatment BTNL3 10917 37 5 180432588 180432588 Missense_Mutation SNP C T 50 51 c.1117C>T c.(1117-1119)CCC>TCC p.P373S

Pat_40 Pre-Treatment GNB2L1 10399 37 5 180666075 180666075 Missense_Mutation SNP C T 38 210 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_40 Pre-Treatment EXOC2 55770 37 6 572614 572614 Missense_Mutation SNP G A 17 40 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_40 Pre-Treatment RANBP9 10048 37 6 13634740 13634741 Missense_Mutation DNP CC TT 23 47 .1717_1718GG>AAc.(1717-1719)GGA>AAA p.G573K

Pat_40 Pre-Treatment NUP153 9972 37 6 17675825 17675825 Missense_Mutation SNP C T 10 68 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_40 Pre-Treatment GPLD1 2822 37 6 24445860 24445860 Missense_Mutation SNP C T 29 50 c.1934G>A c.(1933-1935)GGG>GAG p.G645E

Pat_40 Pre-Treatment HIST1H2BC 8347 37 6 26123919 26123919 Missense_Mutation SNP C T 28 132 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_40 Pre-Treatment BTN3A3 10384 37 6 26445976 26445976 Missense_Mutation SNP G A 3 52 c.478G>A c.(478-480)GGA>AGA p.G160R

Pat_40 Pre-Treatment TRIM15 89870 37 6 30131681 30131681 Missense_Mutation SNP C T 3 30 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_40 Pre-Treatment HLA-B 3106 37 6 31322904 31322904 Missense_Mutation SNP A T 28 114 c.992T>A c.(991-993)ATG>AAG p.M331K

Pat_40 Pre-Treatment MSH5 4439 37 6 31727727 31727727 Missense_Mutation SNP C T 8 13 c.1660C>T c.(1660-1662)CTT>TTT p.L554F

Pat_40 Pre-Treatment C6orf27 80737 37 6 31735258 31735259 Missense_Mutation DNP GG AA 6 25 c.1669_1670CC>TT c.(1669-1671)CCT>TTT p.P557F



Pat_40 Pre-Treatment BRD2 6046 37 6 32947723 32947723 Missense_Mutation SNP A T 4 51 c.1960A>T c.(1960-1962)ATC>TTC p.I654F

Pat_40 Pre-Treatment ZNF318 24149 37 6 43323693 43323693 Missense_Mutation SNP G A 10 54 c.1379C>T c.(1378-1380)CCC>CTC p.P460L

Pat_40 Pre-Treatment CAPN11 11131 37 6 44144035 44144035 Missense_Mutation SNP C T 19 106 c.961C>T c.(961-963)CCC>TCC p.P321S

Pat_40 Pre-Treatment RCAN2 10231 37 6 46214583 46214583 Missense_Mutation SNP G A 9 84 c.335C>T c.(334-336)TCG>TTG p.S112L

Pat_40 Pre-Treatment TINAG 27283 37 6 54173703 54173703 Missense_Mutation SNP G A 24 66 c.355G>A c.(355-357)GGT>AGT p.G119S

Pat_40 Pre-Treatment DST 667 37 6 56347614 56347614 Missense_Mutation SNP C T 4 87 c.14912G>A c.(14911-14913)CGA>CAA p.R4971Q

Pat_40 Pre-Treatment BAI3 577 37 6 69665943 69665943 Missense_Mutation SNP C T 13 75 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_40 Pre-Treatment FAM135A 57579 37 6 71238035 71238035 Missense_Mutation SNP C T 28 62 c.3655C>T c.(3655-3657)CCT>TCT p.P1219S

Pat_40 Pre-Treatment FAM135A 57579 37 6 71266500 71266500 Missense_Mutation SNP C T 21 116 c.4276C>T c.(4276-4278)CGC>TGC p.R1426C

Pat_40 Pre-Treatment FILIP1 27145 37 6 76022621 76022621 Missense_Mutation SNP C T 31 55 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_40 Pre-Treatment PRSS35 167681 37 6 84234328 84234328 Missense_Mutation SNP C T 13 32 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_40 Pre-Treatment LAMA4 3910 37 6 112476887 112476887 Missense_Mutation SNP C T 60 139 c.1839G>A c.(1837-1839)ATG>ATA p.M613I

Pat_40 Pre-Treatment ROS1 6098 37 6 117662453 117662453 Missense_Mutation SNP C T 29 106 c.4924G>A c.(4924-4926)GAA>AAA p.E1642K

Pat_40 Pre-Treatment FAM184A 79632 37 6 119295618 119295618 Missense_Mutation SNP C T 40 171 c.2890G>A c.(2890-2892)GAA>AAA p.E964K

Pat_40 Pre-Treatment VNN2 8875 37 6 133078678 133078678 Missense_Mutation SNP C T 12 105 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_40 Pre-Treatment BCLAF1 9774 37 6 136599171 136599171 Missense_Mutation SNP C T 4 39 c.848G>A c.(847-849)CGA>CAA p.R283Q

Pat_40 Pre-Treatment SHPRH 257218 37 6 146276260 146276260 Missense_Mutation SNP G A 18 67 c.199C>T c.(199-201)CAC>TAC p.H67Y

Pat_40 Pre-Treatment ZBTB2 57621 37 6 151687684 151687684 Missense_Mutation SNP C T 14 32 c.517G>A c.(517-519)GAG>AAG p.E173K

Pat_40 Pre-Treatment TULP4 56995 37 6 158923439 158923439 Missense_Mutation SNP C T 16 70 c.2744C>T c.(2743-2745)ACC>ATC p.T915I

Pat_40 Pre-Treatment LPA 4018 37 6 160978522 160978522 Nonsense_Mutation SNP C T 22 104 c.4713G>A c.(4711-4713)TGG>TGA p.W1571*

Pat_40 Pre-Treatment LPA 4018 37 6 161020605 161020605 Missense_Mutation SNP C T 116 339 c.3214G>A c.(3214-3216)GGA>AGA p.G1072R

Pat_40 Pre-Treatment PLG 5340 37 6 161143526 161143526 Missense_Mutation SNP G A 72 213 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_40 Pre-Treatment MAD1L1 8379 37 7 2188787 2188787 Missense_Mutation SNP C T 6 37 c.1073G>A c.(1072-1074)AGC>AAC p.S358N

Pat_40 Pre-Treatment AMZ1 155185 37 7 2740383 2740383 Missense_Mutation SNP C T 23 63 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_40 Pre-Treatment SLC29A4 222962 37 7 5338625 5338625 Missense_Mutation SNP C T 5 56 c.889C>T c.(889-891)CCA>TCA p.P297S

Pat_40 Pre-Treatment HDAC9 9734 37 7 18625110 18625110 Missense_Mutation SNP C T 4 51 c.229C>T c.(229-231)CGG>TGG p.R77W

Pat_40 Pre-Treatment MACC1 346389 37 7 20199595 20199595 Missense_Mutation SNP G A 8 63 c.389C>T c.(388-390)TCC>TTC p.S130F

Pat_40 Pre-Treatment DNAH11 8701 37 7 21747399 21747399 Missense_Mutation SNP C T 23 57 c.6650C>T c.(6649-6651)ACA>ATA p.T2217I

Pat_40 Pre-Treatment FAM188B 84182 37 7 30831178 30831178 Missense_Mutation SNP C T 12 53 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_40 Pre-Treatment CCDC129 223075 37 7 31682490 31682490 Missense_Mutation SNP G A 12 103 c.1506G>A c.(1504-1506)ATG>ATA p.M502I

Pat_40 Pre-Treatment PDE1C 5137 37 7 31877577 31877577 Missense_Mutation SNP C T 89 185 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_40 Pre-Treatment BMPER 168667 37 7 34097762 34097762 Missense_Mutation SNP G A 21 56 c.1019G>A c.(1018-1020)AGT>AAT p.S340N

Pat_40 Pre-Treatment CDK13 8621 37 7 40038988 40038988 Nonsense_Mutation SNP A T 13 66 c.2071A>T c.(2071-2073)AAA>TAA p.K691*

Pat_40 Pre-Treatment ZNF713 349075 37 7 55990859 55990859 Missense_Mutation SNP C T 37 118 c.53C>T c.(52-54)TCA>TTA p.S18L

Pat_40 Pre-Treatment ZNF107 51427 37 7 64167982 64167982 Missense_Mutation SNP C T 20 118 c.1300C>T c.(1300-1302)CAT>TAT p.H434Y

Pat_40 Pre-Treatment SPDYE5 442590 37 7 75130895 75130895 Missense_Mutation SNP C T 26 361 c.770C>T c.(769-771)CCG>CTG p.P257L

Pat_40 Pre-Treatment SPDYE5 442590 37 7 75130970 75130970 Missense_Mutation SNP T C 10 226 c.845T>C c.(844-846)CTG>CCG p.L282P

Pat_40 Pre-Treatment HIP1 3092 37 7 75184825 75184825 Nonsense_Mutation SNP G A 3 24 c.1858C>T c.(1858-1860)CGA>TGA p.R620*

Pat_40 Pre-Treatment FGL2 10875 37 7 76825822 76825822 Missense_Mutation SNP C T 39 197 c.1094G>A c.(1093-1095)CGA>CAA p.R365Q

Pat_40 Pre-Treatment PCLO 27445 37 7 82583350 82583350 Missense_Mutation SNP C T 61 152 c.6919G>A c.(6919-6921)GAA>AAA p.E2307K

Pat_40 Pre-Treatment PCLO 27445 37 7 82585683 82585683 Missense_Mutation SNP C T 14 66 c.4586G>A c.(4585-4587)CGA>CAA p.R1529Q

Pat_40 Pre-Treatment ABCB1 5243 37 7 87175289 87175289 Missense_Mutation SNP G A 58 148 c.1777C>T c.(1777-1779)CGT>TGT p.R593C

Pat_40 Pre-Treatment CYP3A43 64816 37 7 99453321 99453321 Missense_Mutation SNP C A 3 34 c.778C>A c.(778-780)CGC>AGC p.R260S

Pat_40 Pre-Treatment ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 8 193 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_40 Pre-Treatment RELN 5649 37 7 103206794 103206794 Missense_Mutation SNP C T 9 122 c.4813G>A c.(4813-4815)GGA>AGA p.G1605R

Pat_40 Pre-Treatment PPP1R3A 5506 37 7 113519829 113519829 Missense_Mutation SNP C T 30 141 c.1318G>A c.(1318-1320)GAT>AAT p.D440N

Pat_40 Pre-Treatment FOXP2 93986 37 7 114292325 114292325 Missense_Mutation SNP G A 101 84 c.1162G>A c.(1162-1164)GTG>ATG p.V388M



Pat_40 Pre-Treatment CFTR 1080 37 7 117232308 117232308 Missense_Mutation SNP A T 10 73 c.2087A>T c.(2086-2088)AAA>ATA p.K696I

Pat_40 Pre-Treatment SLC13A1 6561 37 7 122759211 122759211 Missense_Mutation SNP A C 19 42 c.1436T>G c.(1435-1437)TTG>TGG p.L479W

Pat_40 Pre-Treatment ZNF800 168850 37 7 127013826 127013826 Missense_Mutation SNP G A 19 109 c.1564C>T c.(1564-1566)CCT>TCT p.P522S

Pat_40 Pre-Treatment TSPAN33 340348 37 7 128806635 128806635 Missense_Mutation SNP G A 84 81 c.476G>A c.(475-477)GGG>GAG p.G159E

Pat_40 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 97 63 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_40 Pre-Treatment KEL 3792 37 7 142640960 142640961 Missense_Mutation DNP CC TT 6 34 .1501_1502GG>AAc.(1501-1503)GGA>AAA p.G501K

Pat_40 Pre-Treatment TAS2R41 259287 37 7 143175722 143175722 Missense_Mutation SNP G A 29 146 c.757G>A c.(757-759)GAT>AAT p.D253N

Pat_40 Pre-Treatment LOC441294 441294 37 7 143270156 143270156 Missense_Mutation SNP C T 14 298 c.1246C>T c.(1246-1248)CTT>TTT p.L416F

Pat_40 Pre-Treatment ZNF777 27153 37 7 149129013 149129013 Missense_Mutation SNP C T 3 31 c.2350G>A c.(2350-2352)GGC>AGC p.G784S

Pat_40 Pre-Treatment REPIN1 29803 37 7 150068497 150068497 Missense_Mutation SNP C T 2 1 c.167C>T c.(166-168)GCC>GTC p.A56V

Pat_40 Pre-Treatment MLL3 58508 37 7 151879283 151879283 Missense_Mutation SNP T A 14 93 c.5662A>T c.(5662-5664)AAC>TAC p.N1888Y

Pat_40 Pre-Treatment MLL3 58508 37 7 151919131 151919131 Missense_Mutation SNP C T 49 270 c.3454G>A c.(3454-3456)GAA>AAA p.E1152K

Pat_40 Pre-Treatment CSMD1 64478 37 8 2824251 2824251 Missense_Mutation SNP G A 5 40 c.8944C>T c.(8944-8946)CCT>TCT p.P2982S

Pat_40 Pre-Treatment CSMD1 64478 37 8 3081309 3081309 Missense_Mutation SNP C T 32 95 c.4429G>A c.(4429-4431)GAA>AAA p.E1477K

Pat_40 Pre-Treatment XPO7 23039 37 8 21857050 21857050 Missense_Mutation SNP T G 56 214 c.2647T>G c.(2647-2649)TAC>GAC p.Y883D

Pat_40 Pre-Treatment LGI3 203190 37 8 22013937 22013937 Missense_Mutation SNP G A 2 1 c.119C>T c.(118-120)CCG>CTG p.P40L

Pat_40 Pre-Treatment TNFRSF10A 8797 37 8 23049398 23049398 Missense_Mutation SNP C T 45 89 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_40 Pre-Treatment ADAM7 8756 37 8 24324428 24324428 Missense_Mutation SNP C T 27 194 c.506C>T c.(505-507)TCC>TTC p.S169F

Pat_40 Pre-Treatment DDHD2 23259 37 8 38092070 38092070 Missense_Mutation SNP C T 28 169 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_40 Pre-Treatment POLB 5423 37 8 42227383 42227383 Nonsense_Mutation SNP C T 10 48 c.790C>T c.(790-792)CAG>TAG p.Q264*

Pat_40 Pre-Treatment SNAI2 6591 37 8 49832783 49832783 Missense_Mutation SNP G C 20 145 c.297C>G c.(295-297)CAC>CAG p.H99Q

Pat_40 Pre-Treatment PXDNL 137902 37 8 52320967 52320967 Missense_Mutation SNP C T 23 16 c.3217G>A c.(3217-3219)GAA>AAA p.E1073K

Pat_40 Pre-Treatment RP1 6101 37 8 55537556 55537557 Nonsense_Mutation DNP AG TA 19 45 c.1114_1115AG>TA c.(1114-1116)AGA>TAA p.R372*

Pat_40 Pre-Treatment RP1 6101 37 8 55539350 55539350 Missense_Mutation SNP G A 34 41 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_40 Pre-Treatment CYP7B1 9420 37 8 65527628 65527628 Missense_Mutation SNP G A 21 161 c.1012C>T c.(1012-1014)CCC>TCC p.P338S

Pat_40 Pre-Treatment CPA6 57094 37 8 68346290 68346290 Missense_Mutation SNP G A 25 299 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_40 Pre-Treatment PREX2 80243 37 8 69028131 69028131 Missense_Mutation SNP C T 53 348 c.3290C>T c.(3289-3291)TCT>TTT p.S1097F

Pat_40 Pre-Treatment HNF4G 3174 37 8 76470899 76470899 Missense_Mutation SNP G A 39 342 c.739G>A c.(739-741)GAT>AAT p.D247N

Pat_40 Pre-Treatment C8orf47 203111 37 8 99102024 99102024 Missense_Mutation SNP G A 7 60 c.779G>A c.(778-780)AGA>AAA p.R260K

Pat_40 Pre-Treatment STK3 6788 37 8 99718703 99718703 Missense_Mutation SNP G A 31 24 c.676C>T c.(676-678)CCA>TCA p.P226S

Pat_40 Pre-Treatment RIMS2 9699 37 8 104987692 104987692 Missense_Mutation SNP G A 12 98 c.2219G>A c.(2218-2220)GGA>GAA p.G740E

Pat_40 Pre-Treatment RIMS2 9699 37 8 105263859 105263859 Missense_Mutation SNP G A 133 131 c.3915G>A c.(3913-3915)ATG>ATA p.M1305I

Pat_40 Pre-Treatment FAM83H 286077 37 8 144808878 144808878 Missense_Mutation SNP G A 3 7 c.2753C>T c.(2752-2754)CCC>CTC p.P918L

Pat_40 Pre-Treatment OPLAH 26873 37 8 145113548 145113548 Missense_Mutation SNP C G 7 18 c.634G>C c.(634-636)GGC>CGC p.G212R

Pat_40 Pre-Treatment GPT 2875 37 8 145730651 145730651 Missense_Mutation SNP C T 3 5 c.518C>T c.(517-519)GCC>GTC p.A173V

Pat_40 Pre-Treatment PTPRD 5789 37 9 8636785 8636785 Missense_Mutation SNP A T 45 41 c.124T>A c.(124-126)TCT>ACT p.S42T

Pat_40 Pre-Treatment MPDZ 8777 37 9 13217180 13217180 Missense_Mutation SNP C A 13 10 c.1200G>T c.(1198-1200)TTG>TTT p.L400F

Pat_40 Pre-Treatment C9orf23 138716 37 9 34611158 34611158 Missense_Mutation SNP G A 4 93 c.136C>T c.(136-138)CGG>TGG p.R46W

Pat_40 Pre-Treatment SHB 6461 37 9 38016038 38016038 Missense_Mutation SNP C T 36 81 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_40 Pre-Treatment LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 6 69 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_40 Pre-Treatment IARS 3376 37 9 95025293 95025293 Missense_Mutation SNP G A 4 53 c.1745C>T c.(1744-1746)CCG>CTG p.P582L

Pat_40 Pre-Treatment WNK2 65268 37 9 96054935 96054935 Missense_Mutation SNP C T 2 2 c.5299C>T c.(5299-5301)CGG>TGG p.R1767W

Pat_40 Pre-Treatment C9orf156 51531 37 9 100672706 100672706 Missense_Mutation SNP C T 3 46 c.602G>A c.(601-603)CGA>CAA p.R201Q

Pat_40 Pre-Treatment STX17 55014 37 9 102730759 102730759 Missense_Mutation SNP T C 4 71 c.713T>C c.(712-714)CTC>CCC p.L238P

Pat_40 Pre-Treatment OR1N1 138883 37 9 125288794 125288794 Missense_Mutation SNP G A 15 36 c.779C>T c.(778-780)CCT>CTT p.P260L

Pat_40 Pre-Treatment SLC2A8 29988 37 9 130167241 130167241 Missense_Mutation SNP C T 15 57 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_40 Pre-Treatment C9orf78 51759 37 9 132594217 132594217 Missense_Mutation SNP G A 28 102 c.302C>T c.(301-303)TCG>TTG p.S101L



Pat_40 Pre-Treatment FIBCD1 84929 37 9 133780759 133780759 Missense_Mutation SNP C T 3 24 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_40 Pre-Treatment RAPGEF1 2889 37 9 134514084 134514084 Missense_Mutation SNP C T 27 87 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_40 Pre-Treatment COL5A1 1289 37 9 137582859 137582859 Missense_Mutation SNP C T 16 40 c.211C>T c.(211-213)CCG>TCG p.P71S

Pat_40 Pre-Treatment SEC16A 9919 37 9 139370230 139370230 Missense_Mutation SNP G A 2 1 c.1838C>T c.(1837-1839)CCG>CTG p.P613L

Pat_40 Pre-Treatment C9orf172 389813 37 9 139740194 139740194 Missense_Mutation SNP G A 2 1 c.1328G>A c.(1327-1329)CGC>CAC p.R443H

Pat_40 Pre-Treatment FBXW5 54461 37 9 139836762 139836762 Missense_Mutation SNP G A 2 3 c.832C>T c.(832-834)CGC>TGC p.R278C

Pat_40 Pre-Treatment TPRN 286262 37 9 140087077 140087077 Missense_Mutation SNP C T 9 15 c.1609G>A c.(1609-1611)GAG>AAG p.E537K

Pat_40 Pre-Treatment TUBB2C 10383 37 9 140137584 140137585 Missense_Mutation DNP CC TT 17 61 c.914_915CC>TT c.(913-915)CCC>CTT p.P305L

Pat_40 Pre-Treatment NLGN4X 57502 37 X 5810998 5810998 Missense_Mutation SNP T A 35 160 c.2311A>T c.(2311-2313)ATC>TTC p.I771F

Pat_40 Pre-Treatment KAL1 3730 37 X 8553380 8553380 Nonsense_Mutation SNP G A 5 101 c.784C>T c.(784-786)CGA>TGA p.R262*

Pat_40 Pre-Treatment TLR7 51284 37 X 12903805 12903805 Missense_Mutation SNP C T 48 144 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_40 Pre-Treatment TCEANC 170082 37 X 13681166 13681166 Missense_Mutation SNP T C 55 207 c.539T>C c.(538-540)CTT>CCT p.L180P

Pat_40 Pre-Treatment KLHL15 80311 37 X 24024498 24024498 Missense_Mutation SNP G A 18 122 c.313C>T c.(313-315)CTT>TTT p.L105F

Pat_40 Pre-Treatment DCAF8L2 347442 37 X 27766412 27766412 Missense_Mutation SNP G A 7 14 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_40 Pre-Treatment MAGEB1 4112 37 X 30269469 30269469 Missense_Mutation SNP G A 20 95 c.859G>A c.(859-861)GAG>AAG p.E287K

Pat_40 Pre-Treatment DMD 1756 37 X 32361316 32361316 Missense_Mutation SNP A T 28 86 c.5674T>A c.(5674-5676)TGC>AGC p.C1892S

Pat_40 Pre-Treatment CXorf22 170063 37 X 35974281 35974281 Missense_Mutation SNP G A 17 43 c.1378G>A c.(1378-1380)GAA>AAA p.E460K

Pat_40 Pre-Treatment FAM47C 442444 37 X 37027156 37027156 Missense_Mutation SNP C G 4 50 c.673C>G c.(673-675)CAG>GAG p.Q225E

Pat_40 Pre-Treatment OTC 5009 37 X 38212016 38212016 Nonsense_Mutation SNP C T 23 72 c.67C>T c.(67-69)CGA>TGA p.R23*

Pat_40 Pre-Treatment MED14 9282 37 X 40518681 40518681 Missense_Mutation SNP C T 15 51 c.3863G>A c.(3862-3864)AGA>AAA p.R1288K

Pat_40 Pre-Treatment RBM10 8241 37 X 47045530 47045530 Missense_Mutation SNP C G 9 46 c.2497C>G c.(2497-2499)CCC>GCC p.P833A

Pat_40 Pre-Treatment HUWE1 10075 37 X 53619528 53619528 Nonsense_Mutation SNP G A 3 33 c.3802C>T c.(3802-3804)CGA>TGA p.R1268*

Pat_40 Pre-Treatment ITIH5L 347365 37 X 54823498 54823498 Missense_Mutation SNP G A 11 71 c.134C>T c.(133-135)ACG>ATG p.T45M

Pat_40 Pre-Treatment TRO 7216 37 X 54949440 54949440 Missense_Mutation SNP C T 16 43 c.475C>T c.(475-477)CAT>TAT p.H159Y

Pat_40 Pre-Treatment SPIN4 139886 37 X 62570220 62570220 Missense_Mutation SNP G A 19 182 c.479C>T c.(478-480)CCT>CTT p.P160L

Pat_40 Pre-Treatment PJA1 64219 37 X 68381748 68381748 Missense_Mutation SNP C T 12 95 c.1334G>A c.(1333-1335)CGA>CAA p.R445Q

Pat_40 Pre-Treatment FOXO4 4303 37 X 70321239 70321239 Missense_Mutation SNP G C 3 50 c.1159G>C c.(1159-1161)GAT>CAT p.D387H

Pat_40 Pre-Treatment ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 8 119 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_40 Pre-Treatment ACRC 93953 37 X 70823950 70823950 Missense_Mutation SNP C T 7 145 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_40 Pre-Treatment ACRC 93953 37 X 70823960 70823961 Missense_Mutation DNP GC AG 6 160 c.833_834GC>AG c.(832-834)AGC>AAG p.S278K

Pat_40 Pre-Treatment ABCB7 22 37 X 74273345 74273345 Missense_Mutation SNP T C 10 20 c.2119A>G c.(2119-2121)ACA>GCA p.T707A

Pat_40 Pre-Treatment MAGEE1 57692 37 X 75648828 75648828 Missense_Mutation SNP G A 4 53 c.505G>A c.(505-507)GGT>AGT p.G169S

Pat_40 Pre-Treatment ATRX 546 37 X 76907828 76907828 Missense_Mutation SNP C T 3 26 c.4333G>A c.(4333-4335)GAA>AAA p.E1445K

Pat_40 Pre-Treatment DACH2 117154 37 X 85403846 85403846 Missense_Mutation SNP C A 18 94 c.222C>A c.(220-222)CAC>CAA p.H74Q

Pat_40 Pre-Treatment RAB40A 142684 37 X 102754855 102754855 Missense_Mutation SNP G A 10 60 c.830C>T c.(829-831)TCT>TTT p.S277F

Pat_40 Pre-Treatment NRK 203447 37 X 105152811 105152811 Missense_Mutation SNP G A 10 48 c.1178G>A c.(1177-1179)AGG>AAG p.R393K

Pat_40 Pre-Treatment COL4A5 1287 37 X 107865120 107865120 Missense_Mutation SNP A T 18 22 c.2765A>T c.(2764-2766)AAA>ATA p.K922I

Pat_40 Pre-Treatment SLC6A14 11254 37 X 115588809 115588809 Missense_Mutation SNP G A 47 210 c.1649G>A c.(1648-1650)AGA>AAA p.R550K

Pat_40 Pre-Treatment KIAA1210 57481 37 X 118223262 118223262 Missense_Mutation SNP G A 3 30 c.1931C>T c.(1930-1932)TCC>TTC p.S644F

Pat_40 Pre-Treatment KIAA1210 57481 37 X 118227657 118227657 Missense_Mutation SNP C T 10 68 c.1456G>A c.(1456-1458)GAA>AAA p.E486K

Pat_40 Pre-Treatment THOC2 57187 37 X 122774460 122774460 Missense_Mutation SNP C T 31 149 c.1675G>A c.(1675-1677)GAA>AAA p.E559K

Pat_40 Pre-Treatment ODZ1 10178 37 X 123514532 123514532 Missense_Mutation SNP C T 114 210 c.8032G>A c.(8032-8034)GAA>AAA p.E2678K

Pat_40 Pre-Treatment USP26 83844 37 X 132159788 132159788 Missense_Mutation SNP C A 9 131 c.2461G>T c.(2461-2463)GAT>TAT p.D821Y

Pat_40 Pre-Treatment USP26 83844 37 X 132159790 132159790 Missense_Mutation SNP C A 9 123 c.2459G>T c.(2458-2460)GGA>GTA p.G820V

Pat_40 Pre-Treatment GPR112 139378 37 X 135430610 135430610 Missense_Mutation SNP C T 34 181 c.4745C>T c.(4744-4746)TCC>TTC p.S1582F

Pat_40 Pre-Treatment ATP11C 286410 37 X 138870439 138870439 Missense_Mutation SNP C T 19 107 c.1441G>A c.(1441-1443)GAT>AAT p.D481N

Pat_40 Pre-Treatment SPANXN2 494119 37 X 142795287 142795287 Missense_Mutation SNP A G 15 164 c.391T>C c.(391-393)TCT>CCT p.S131P



Pat_40 Pre-Treatment SPANXN2 494119 37 X 142795326 142795326 Missense_Mutation SNP A C 8 152 c.352T>G c.(352-354)TCT>GCT p.S118A

Pat_40 Pre-Treatment SPANXN1 494118 37 X 144337239 144337239 Nonsense_Mutation SNP A T 24 50 c.124A>T c.(124-126)AAG>TAG p.K42*

Pat_40 Pre-Treatment MAGEA12 4111 37 X 151900242 151900242 Missense_Mutation SNP C T 38 132 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_40 Pre-Treatment MPP1 4354 37 X 154011765 154011765 Missense_Mutation SNP G A 6 32 c.883C>T c.(883-885)CGC>TGC p.R295C

Pat_40 Pre-Treatment RAB39B 116442 37 X 154490329 154490329 Missense_Mutation SNP G T 25 104 c.401C>A c.(400-402)ACT>AAT p.T134N

Pat_40 Post-Resistance ARHGEF16 27237 37 1 3394445 3394445 Missense_Mutation SNP C G 3 98 c.1480C>G c.(1480-1482)CCA>GCA p.P494A

Pat_40 Post-Resistance CAMTA1 23261 37 1 7721851 7721851 Missense_Mutation SNP G A 3 44 c.730G>A c.(730-732)GTG>ATG p.V244M

Pat_40 Post-Resistance ERRFI1 54206 37 1 8073629 8073629 Missense_Mutation SNP C T 324 181 c.1030G>A c.(1030-1032)GGG>AGG p.G344R

Pat_40 Post-Resistance DFFA 1676 37 1 10532476 10532476 Missense_Mutation SNP C T 51 135 c.40G>A c.(40-42)GAG>AAG p.E14K

Pat_40 Post-Resistance C1orf130 400746 37 1 24932116 24932116 Missense_Mutation SNP G A 22 68 c.187G>A c.(187-189)GAA>AAA p.E63K

Pat_40 Post-Resistance CATSPER4 378807 37 1 26517249 26517249 Missense_Mutation SNP C T 6 33 c.131C>T c.(130-132)CCC>CTC p.P44L

Pat_40 Post-Resistance AHDC1 27245 37 1 27876118 27876118 Missense_Mutation SNP T G 26 77 c.2509A>C c.(2509-2511)ACC>CCC p.T837P

Pat_40 Post-Resistance PHC2 1912 37 1 33820513 33820513 Missense_Mutation SNP C T 4 95 c.1318G>A c.(1318-1320)GTG>ATG p.V440M

Pat_40 Post-Resistance COL8A2 1296 37 1 36563643 36563643 Missense_Mutation SNP G A 3 12 c.1639C>T c.(1639-1641)CCC>TCC p.P547S

Pat_40 Post-Resistance POU3F1 5453 37 1 38511393 38511393 Missense_Mutation SNP C G 4 17 c.1023G>C c.(1021-1023)AAG>AAC p.K341N

Pat_40 Post-Resistance MACF1 23499 37 1 39913514 39913514 Nonsense_Mutation SNP C T 28 163 c.15241C>T c.(15241-15243)CAG>TAG p.Q5081*

Pat_40 Post-Resistance TIE1 7075 37 1 43773118 43773118 Missense_Mutation SNP G A 3 37 c.788G>A c.(787-789)CGT>CAT p.R263H

Pat_40 Post-Resistance TM2D1 83941 37 1 62175095 62175095 Missense_Mutation SNP C T 33 96 c.253G>A c.(253-255)GCA>ACA p.A85T

Pat_40 Post-Resistance IL23R 149233 37 1 67635270 67635270 Missense_Mutation SNP C T 124 117 c.316C>T c.(316-318)CCC>TCC p.P106S

Pat_40 Post-Resistance LRRIQ3 127255 37 1 74540468 74540468 Missense_Mutation SNP A T 29 59 c.874T>A c.(874-876)TAT>AAT p.Y292N

Pat_40 Post-Resistance LHX8 431707 37 1 75626530 75626530 Nonsense_Mutation SNP C T 249 187 c.1021C>T c.(1021-1023)CAG>TAG p.Q341*

Pat_40 Post-Resistance MSH4 4438 37 1 76355016 76355016 Missense_Mutation SNP G A 105 69 c.2188G>A c.(2188-2190)GAA>AAA p.E730K

Pat_40 Post-Resistance LPHN2 23266 37 1 82408790 82408790 Missense_Mutation SNP C T 39 87 c.535C>T c.(535-537)CGT>TGT p.R179C

Pat_40 Post-Resistance HIAT1 64645 37 1 100534099 100534099 Missense_Mutation SNP C T 145 109 c.776C>T c.(775-777)CCG>CTG p.P259L

Pat_40 Post-Resistance COL11A1 1301 37 1 103488381 103488381 Missense_Mutation SNP C T 20 71 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_40 Post-Resistance GSTM5 2949 37 1 110255773 110255773 Missense_Mutation SNP G A 11 83 c.145G>A c.(145-147)GAA>AAA p.E49K

Pat_40 Post-Resistance AMPD1 270 37 1 115229401 115229401 Nonsense_Mutation SNP G A 49 106 c.346C>T c.(346-348)CAG>TAG p.Q116*

Pat_40 Post-Resistance NRAS 4893 37 1 115256530 115256530 Missense_Mutation SNP G T 69 438 c.181C>A c.(181-183)CAA>AAA p.Q61K

Pat_40 Post-Resistance HAO2 51179 37 1 119925542 119925542 Missense_Mutation SNP C T 37 101 c.136C>T c.(136-138)CGC>TGC p.R46C

Pat_40 Post-Resistance NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 7 384 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_40 Post-Resistance ANKRD34A 284615 37 1 145474041 145474041 Missense_Mutation SNP C T 85 302 c.713C>T c.(712-714)CCC>CTC p.P238L

Pat_40 Post-Resistance NBPF16 728936 37 1 148753298 148753298 Missense_Mutation SNP T C 11 302 c.1315T>C c.(1315-1317)TCA>CCA p.S439P

Pat_40 Post-Resistance NBPF16 728936 37 1 148753317 148753317 Missense_Mutation SNP C T 9 409 c.1334C>T c.(1333-1335)TCG>TTG p.S445L

Pat_40 Post-Resistance TCHH 7062 37 1 152084702 152084702 Missense_Mutation SNP G C 3 91 c.991C>G c.(991-993)CAG>GAG p.Q331E

Pat_40 Post-Resistance HRNR 388697 37 1 152192447 152192447 Missense_Mutation SNP C T 51 255 c.1658G>A c.(1657-1659)AGG>AAG p.R553K

Pat_40 Post-Resistance FLG 2312 37 1 152284699 152284699 Missense_Mutation SNP C T 257 97 c.2663G>A c.(2662-2664)GGA>GAA p.G888E

Pat_40 Post-Resistance S100A8 6279 37 1 153363002 153363002 Missense_Mutation SNP C T 330 131 c.10G>A c.(10-12)GAG>AAG p.E4K

Pat_40 Post-Resistance S100A16 140576 37 1 153580138 153580138 Missense_Mutation SNP G A 4 139 c.184C>T c.(184-186)CTC>TTC p.L62F

Pat_40 Post-Resistance NPR1 4881 37 1 153656215 153656215 Splice_Site SNP G A 49 71 c.1400_splice c.e7-1 p.D467_splice

Pat_40 Post-Resistance F5 2153 37 1 169510220 169510220 Missense_Mutation SNP G A 12 598 c.4108C>T c.(4108-4110)CTC>TTC p.L1370F

Pat_40 Post-Resistance F5 2153 37 1 169510259 169510259 Missense_Mutation SNP G T 10 616 c.4069C>A c.(4069-4071)CTT>ATT p.L1357I

Pat_40 Post-Resistance PRRX1 5396 37 1 170633409 170633409 Missense_Mutation SNP G A 4 59 c.50G>A c.(49-51)GGC>GAC p.G17D

Pat_40 Post-Resistance FMO3 2328 37 1 171083391 171083391 Missense_Mutation SNP C T 37 119 c.1072C>T c.(1072-1074)CCT>TCT p.P358S

Pat_40 Post-Resistance TNR 7143 37 1 175363013 175363014 Missense_Mutation DNP CC TT 60 157 .1258_1259GG>AAc.(1258-1260)GGG>AAG p.G420K

Pat_40 Post-Resistance FAM20B 9917 37 1 179041241 179041241 Missense_Mutation SNP G A 3 80 c.1192G>A c.(1192-1194)GTA>ATA p.V398I

Pat_40 Post-Resistance CEP350 9857 37 1 180053225 180053225 Missense_Mutation SNP C T 38 10 c.6197C>T c.(6196-6198)TCA>TTA p.S2066L

Pat_40 Post-Resistance QSOX1 5768 37 1 180165636 180165636 Nonsense_Mutation SNP G T 14 91 c.1708G>T c.(1708-1710)GAG>TAG p.E570*



Pat_40 Post-Resistance CACNA1E 777 37 1 181745324 181745324 Missense_Mutation SNP G A 56 227 c.5227G>A c.(5227-5229)GAG>AAG p.E1743K

Pat_40 Post-Resistance CFHR1 3078 37 1 196801125 196801125 Missense_Mutation SNP G A 136 54 c.989G>A c.(988-990)AGA>AAA p.R330K

Pat_40 Post-Resistance CFHR5 81494 37 1 196964859 196964859 Missense_Mutation SNP C T 116 139 c.620C>T c.(619-621)TCA>TTA p.S207L

Pat_40 Post-Resistance CAMSAP1L1 23271 37 1 200817686 200817686 Missense_Mutation SNP G A 64 137 c.1822G>A c.(1822-1824)GGT>AGT p.G608S

Pat_40 Post-Resistance PPP1R12B 4660 37 1 202531971 202531971 Missense_Mutation SNP C A 108 424 c.2573C>A c.(2572-2574)GCC>GAC p.A858D

Pat_40 Post-Resistance ADIPOR1 51094 37 1 202910727 202910727 Missense_Mutation SNP C T 40 156 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_40 Post-Resistance PLXNA2 5362 37 1 208252741 208252741 Missense_Mutation SNP G A 5 26 c.2450C>T c.(2449-2451)GCC>GTC p.A817V

Pat_40 Post-Resistance LAMB3 3914 37 1 209805978 209805978 Missense_Mutation SNP G A 44 26 c.772C>T c.(772-774)CGC>TGC p.R258C

Pat_40 Post-Resistance CAPN2 824 37 1 223959916 223959916 Missense_Mutation SNP G A 43 161 c.2054G>A c.(2053-2055)GGA>GAA p.G685E

Pat_40 Post-Resistance LEFTY2 7044 37 1 226125308 226125308 Missense_Mutation SNP C T 35 14 c.934G>A c.(934-936)GGG>AGG p.G312R

Pat_40 Post-Resistance CDC42BPA 8476 37 1 227335101 227335101 Missense_Mutation SNP C T 117 344 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_40 Post-Resistance GPR137B 7107 37 1 236306031 236306031 Missense_Mutation SNP G A 3 65 c.109G>A c.(109-111)GTG>ATG p.V37M

Pat_40 Post-Resistance SDCCAG8 10806 37 1 243493952 243493952 Missense_Mutation SNP G A 20 134 c.1179G>A c.(1177-1179)ATG>ATA p.M393I

Pat_40 Post-Resistance SDCCAG8 10806 37 1 243652386 243652386 Nonsense_Mutation SNP C T 3 33 c.2056C>T c.(2056-2058)CAG>TAG p.Q686*

Pat_40 Post-Resistance AKT3 10000 37 1 243736269 243736270 Missense_Mutation DNP CC TT 16 259 c.777_778GG>AA(775-780)TTGGAC>TTAAA p.D260N

Pat_40 Post-Resistance OR2M5 127059 37 1 248308997 248308997 Missense_Mutation SNP C T 128 574 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Post-Resistance OR2M7 391196 37 1 248487323 248487323 Missense_Mutation SNP G A 210 94 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_40 Post-Resistance DIP2C 22982 37 10 460041 460041 Missense_Mutation SNP G A 4 87 c.869C>T c.(868-870)CCG>CTG p.P290L

Pat_40 Post-Resistance BMI1 648 37 10 22618172 22618172 Nonsense_Mutation SNP C T 25 31 c.682C>T c.(682-684)CGA>TGA p.R228*

Pat_40 Post-Resistance KIAA1217 56243 37 10 24762649 24762649 Missense_Mutation SNP G A 4 98 c.1339G>A c.(1339-1341)GAA>AAA p.E447K

Pat_40 Post-Resistance EPC1 80314 37 10 32576138 32576138 Missense_Mutation SNP G A 123 21 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_40 Post-Resistance ANKRD30A 91074 37 10 37430910 37430910 Missense_Mutation SNP C T 5 94 c.917C>T c.(916-918)ACG>ATG p.T306M

Pat_40 Post-Resistance ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 9 111 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_40 Post-Resistance RBP3 5949 37 10 48390358 48390358 Missense_Mutation SNP C T 13 8 c.520G>A c.(520-522)GGA>AGA p.G174R

Pat_40 Post-Resistance A1CF 29974 37 10 52573720 52573720 Missense_Mutation SNP C T 109 31 c.1244G>A c.(1243-1245)GGA>GAA p.G415E

Pat_40 Post-Resistance PCDH15 65217 37 10 55581646 55581646 Missense_Mutation SNP T G 80 98 c.5840A>C c.(5839-5841)CAA>CCA p.Q1947P

Pat_40 Post-Resistance ANK3 288 37 10 61834299 61834299 Missense_Mutation SNP C T 18 27 c.6340G>A c.(6340-6342)GAC>AAC p.D2114N

Pat_40 Post-Resistance SFTPA2 729238 37 10 81318720 81318720 Missense_Mutation SNP T G 90 16 c.214A>C c.(214-216)AAT>CAT p.N72H

Pat_40 Post-Resistance OPN4 94233 37 10 88417853 88417853 Missense_Mutation SNP A G 19 2 c.355A>G c.(355-357)ATG>GTG p.M119V

Pat_40 Post-Resistance KIF20B 9585 37 10 91522528 91522528 Missense_Mutation SNP G A 4 101 c.4925G>A c.(4924-4926)TGT>TAT p.C1642Y

Pat_40 Post-Resistance MYOF 26509 37 10 95159169 95159169 Missense_Mutation SNP C T 12 31 c.1201G>A c.(1201-1203)GTT>ATT p.V401I

Pat_40 Post-Resistance CYP2C19 1557 37 10 96540336 96540336 Missense_Mutation SNP G A 80 111 c.562G>A c.(562-564)GAT>AAT p.D188N

Pat_40 Post-Resistance HPSE2 60495 37 10 100249833 100249833 Missense_Mutation SNP A G 103 125 c.1441T>C c.(1441-1443)TAT>CAT p.Y481H

Pat_40 Post-Resistance CALHM2 51063 37 10 105209250 105209250 Nonsense_Mutation SNP G T 4 49 c.449C>A c.(448-450)TCA>TAA p.S150*

Pat_40 Post-Resistance ACSL5 51703 37 10 114173027 114173027 Missense_Mutation SNP C T 93 68 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_40 Post-Resistance WDR11 55717 37 10 122646253 122646253 Missense_Mutation SNP C T 4 64 c.2026C>T c.(2026-2028)CGG>TGG p.R676W

Pat_40 Post-Resistance FGFR2 2263 37 10 123245021 123245021 Missense_Mutation SNP C T 41 10 c.2083G>A c.(2083-2085)GAG>AAG p.E695K

Pat_40 Post-Resistance DMBT1 1755 37 10 124392709 124392709 Missense_Mutation SNP G A 104 21 c.6013G>A c.(6013-6015)GAT>AAT p.D2005N

Pat_40 Post-Resistance DOCK1 1793 37 10 129172323 129172323 Missense_Mutation SNP C T 8 13 c.3457C>T c.(3457-3459)CTT>TTT p.L1153F

Pat_40 Post-Resistance KNDC1 85442 37 10 135010625 135010625 Missense_Mutation SNP G A 3 33 c.1798G>A c.(1798-1800)GCT>ACT p.A600T

Pat_40 Post-Resistance CYP2E1 1571 37 10 135351354 135351354 Missense_Mutation SNP G A 17 113 c.1255G>A c.(1255-1257)GGA>AGA p.G419R

Pat_40 Post-Resistance CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 4 123 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_40 Post-Resistance MUC2 4583 37 11 1095290 1095290 Missense_Mutation SNP C T 3 57 c.13196C>T c.(13195-13197)ACG>ATG p.T4399M

Pat_40 Post-Resistance OR51G1 79324 37 11 4945065 4945065 Nonsense_Mutation SNP G A 26 43 c.505C>T c.(505-507)CAA>TAA p.Q169*

Pat_40 Post-Resistance OR52A5 390054 37 11 5153391 5153391 Missense_Mutation SNP G A 77 147 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Post-Resistance OR51B4 79339 37 11 5322536 5322536 Missense_Mutation SNP G A 24 44 c.641C>T c.(640-642)TCT>TTT p.S214F

Pat_40 Post-Resistance OR51B2 79345 37 11 5345505 5345505 Missense_Mutation SNP G A 20 23 c.23C>T c.(22-24)GCC>GTC p.A8V



Pat_40 Post-Resistance OR56B1 387748 37 11 5758164 5758164 Missense_Mutation SNP C T 45 79 c.418C>T c.(418-420)CGC>TGC p.R140C

Pat_40 Post-Resistance OR56B1 387748 37 11 5758588 5758588 Missense_Mutation SNP C T 350 372 c.842C>T c.(841-843)CCA>CTA p.P281L

Pat_40 Post-Resistance SWAP70 23075 37 11 9749608 9749608 Missense_Mutation SNP G A 23 68 c.651G>A c.(649-651)ATG>ATA p.M217I

Pat_40 Post-Resistance PLEKHA7 144100 37 11 16838766 16838767 Missense_Mutation DNP CC TT 78 64 .1446_1447GG>AA444-1449)GGGGGC>GGAA p.G483S

Pat_40 Post-Resistance ABCC8 6833 37 11 17419984 17419984 Missense_Mutation SNP C T 15 12 c.3655G>A c.(3655-3657)GAG>AAG p.E1219K

Pat_40 Post-Resistance MRGPRX2 117194 37 11 19077222 19077222 Nonsense_Mutation SNP C T 21 60 c.728G>A c.(727-729)TGG>TAG p.W243*

Pat_40 Post-Resistance RCN1 5954 37 11 32124946 32124946 Missense_Mutation SNP C T 42 80 c.808C>T c.(808-810)CGC>TGC p.R270C

Pat_40 Post-Resistance PTPRJ 5795 37 11 48134314 48134314 Missense_Mutation SNP C T 205 119 c.131C>T c.(130-132)CCT>CTT p.P44L

Pat_40 Post-Resistance OR4C11 219429 37 11 55371068 55371068 Missense_Mutation SNP G A 11 151 c.782C>T c.(781-783)ACC>ATC p.T261I

Pat_40 Post-Resistance OR4C6 219432 37 11 55433089 55433090 Missense_Mutation DNP GG AA 40 119 c.447_448GG>AA445-450)GGGGGA>GGAA p.G150R

Pat_40 Post-Resistance OR5D13 390142 37 11 55541362 55541362 Missense_Mutation SNP C T 81 215 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_40 Post-Resistance OR5I1 10798 37 11 55703012 55703012 Missense_Mutation SNP G A 87 64 c.865C>T c.(865-867)CCG>TCG p.P289S

Pat_40 Post-Resistance OR5M3 219482 37 11 56237733 56237733 Missense_Mutation SNP C T 44 117 c.241G>A c.(241-243)GAA>AAA p.E81K

Pat_40 Post-Resistance FAM111B 374393 37 11 58892997 58892997 Missense_Mutation SNP C T 138 441 c.1427C>T c.(1426-1428)ACT>ATT p.T476I

Pat_40 Post-Resistance GPR44 11251 37 11 60620688 60620688 Missense_Mutation SNP G A 9 40 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_40 Post-Resistance RTN3 10313 37 11 63486769 63486769 Nonsense_Mutation SNP T A 56 28 c.795T>A c.(793-795)TAT>TAA p.Y265*

Pat_40 Post-Resistance C11orf20 25858 37 11 64070987 64070987 Missense_Mutation SNP C T 4 47 c.386C>T c.(385-387)GCG>GTG p.A129V

Pat_40 Post-Resistance CCDC88B 283234 37 11 64118984 64118984 Missense_Mutation SNP G A 2 4 c.2995G>A c.(2995-2997)GGG>AGG p.G999R

Pat_40 Post-Resistance CDC42BPG 55561 37 11 64602851 64602851 Missense_Mutation SNP C T 84 225 c.1921G>A c.(1921-1923)GAA>AAA p.E641K

Pat_40 Post-Resistance LRP5 4041 37 11 68171002 68171002 Missense_Mutation SNP C T 16 86 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_40 Post-Resistance USP35 57558 37 11 77921528 77921528 Missense_Mutation SNP C T 52 124 c.2627C>T c.(2626-2628)GCT>GTT p.A876V

Pat_40 Post-Resistance PCF11 51585 37 11 82876987 82876987 Missense_Mutation SNP G A 11 12 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_40 Post-Resistance TYR 7299 37 11 88924454 88924454 Missense_Mutation SNP G A 181 26 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Post-Resistance GUCY1A2 2977 37 11 106810823 106810823 Missense_Mutation SNP C T 6 134 c.569G>A c.(568-570)CGA>CAA p.R190Q

Pat_40 Post-Resistance C11orf92 399948 37 11 111167004 111167004 Missense_Mutation SNP T A 18 59 c.200A>T c.(199-201)AAG>ATG p.K67M

Pat_40 Post-Resistance USP28 57646 37 11 113704150 113704150 Nonsense_Mutation SNP C A 149 25 c.751G>T c.(751-753)GAA>TAA p.E251*

Pat_40 Post-Resistance PAFAH1B2 5049 37 11 117038252 117038252 Missense_Mutation SNP A G 26 54 c.527A>G c.(526-528)GAC>GGC p.D176G

Pat_40 Post-Resistance PAFAH1B2 5049 37 11 117038293 117038293 Missense_Mutation SNP G A 4 86 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_40 Post-Resistance TECTA 7007 37 11 120989347 120989347 Missense_Mutation SNP G A 4 82 c.1123G>A c.(1123-1125)GTC>ATC p.V375I

Pat_40 Post-Resistance ARHGAP32 9743 37 11 128963533 128963533 Missense_Mutation SNP C T 3 75 c.472G>A c.(472-474)GTG>ATG p.V158M

Pat_40 Post-Resistance KDM5A 5927 37 12 432896 432896 Missense_Mutation SNP G A 12 275 c.2020C>T c.(2020-2022)CGG>TGG p.R674W

Pat_40 Post-Resistance B4GALNT3 283358 37 12 662410 662410 Missense_Mutation SNP G A 34 150 c.1321G>A c.(1321-1323)GAG>AAG p.E441K

Pat_40 Post-Resistance CACNA1C 775 37 12 2797838 2797838 Missense_Mutation SNP G A 9 46 c.6259G>A c.(6259-6261)GGC>AGC p.G2087S

Pat_40 Post-Resistance CD9 928 37 12 6344459 6344459 Missense_Mutation SNP C T 30 192 c.413C>T c.(412-414)CCC>CTC p.P138L

Pat_40 Post-Resistance PLEKHG6 55200 37 12 6421516 6421517 Missense_Mutation DNP GG AA 30 126 c.124_125GG>AA c.(124-126)GGA>AAA p.G42K

Pat_40 Post-Resistance SCNN1A 6337 37 12 6472790 6472790 Missense_Mutation SNP G A 4 10 c.503C>T c.(502-504)ACC>ATC p.T168I

Pat_40 Post-Resistance VAMP1 6843 37 12 6575488 6575488 Missense_Mutation SNP C T 25 90 c.32G>A c.(31-33)GGG>GAG p.G11E

Pat_40 Post-Resistance PRB3 5544 37 12 11420548 11420548 Missense_Mutation SNP C T 49 187 c.635G>A c.(634-636)GGA>GAA p.G212E

Pat_40 Post-Resistance PRB1 5542 37 12 11506835 11506835 Missense_Mutation SNP G A 6 157 c.202C>T c.(202-204)CCT>TCT p.P68S

Pat_40 Post-Resistance SLCO1C1 53919 37 12 20864329 20864329 Nonsense_Mutation SNP T A 64 293 c.414T>A c.(412-414)TAT>TAA p.Y138*

Pat_40 Post-Resistance ABCC9 10060 37 12 22015914 22015914 Missense_Mutation SNP G A 28 97 c.2312C>T c.(2311-2313)ACT>ATT p.T771I

Pat_40 Post-Resistance ADAMTS20 80070 37 12 43846171 43846171 Missense_Mutation SNP C T 79 127 c.1985G>A c.(1984-1986)GGA>GAA p.G662E

Pat_40 Post-Resistance ARID2 196528 37 12 46246081 46246081 Missense_Mutation SNP C T 25 100 c.4175C>T c.(4174-4176)CCA>CTA p.P1392L

Pat_40 Post-Resistance MLL2 8085 37 12 49431867 49431867 Missense_Mutation SNP G T 3 33 c.9272C>A c.(9271-9273)CCA>CAA p.P3091Q

Pat_40 Post-Resistance PRPH 5630 37 12 49691287 49691287 Missense_Mutation SNP C T 5 92 c.1144C>T c.(1144-1146)CTC>TTC p.L382F

Pat_40 Post-Resistance KCNH3 23416 37 12 49951191 49951191 Missense_Mutation SNP C T 4 38 c.2707C>T c.(2707-2709)CGC>TGC p.R903C

Pat_40 Post-Resistance KRT6B 3854 37 12 52841560 52841560 Splice_Site SNP A T 53 185 c.1424_splice c.e7+1 p.R475_splice



Pat_40 Post-Resistance KRT6C 286887 37 12 52863452 52863452 Splice_Site SNP A T 69 282 c.1424_splice c.e7+1 p.R475_splice

Pat_40 Post-Resistance ITGB7 3695 37 12 53588070 53588070 Missense_Mutation SNP G A 28 167 c.1220C>T c.(1219-1221)TCT>TTT p.S407F

Pat_40 Post-Resistance HOXC10 3226 37 12 54379286 54379286 Missense_Mutation SNP C A 31 143 c.243C>A c.(241-243)GAC>GAA p.D81E

Pat_40 Post-Resistance ITGA5 3678 37 12 54802681 54802681 Missense_Mutation SNP G A 50 87 c.641C>T c.(640-642)ACC>ATC p.T214I

Pat_40 Post-Resistance OR10A7 121364 37 12 55615268 55615268 Missense_Mutation SNP C T 15 107 c.460C>T c.(460-462)CCT>TCT p.P154S

Pat_40 Post-Resistance OR6C2 341416 37 12 55846809 55846809 Missense_Mutation SNP G A 55 80 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_40 Post-Resistance ATP5B 506 37 12 57037341 57037341 Missense_Mutation SNP G A 44 160 c.638C>T c.(637-639)ACT>ATT p.T213I

Pat_40 Post-Resistance C12orf26 84190 37 12 82832521 82832521 Missense_Mutation SNP C T 68 210 c.1429C>T c.(1429-1431)CGT>TGT p.R477C

Pat_40 Post-Resistance GALNT4 8693 37 12 89917357 89917358 Missense_Mutation DNP GG AA 255 340 c.969_970CC>TT.(967-972)TACCTT>TATTT p.L324F

Pat_40 Post-Resistance STAB2 55576 37 12 104089415 104089415 Missense_Mutation SNP G A 75 147 c.3463G>A c.(3463-3465)GGC>AGC p.G1155S

Pat_40 Post-Resistance TXNRD1 7296 37 12 104645313 104645313 Missense_Mutation SNP C T 3 48 c.100C>T c.(100-102)CAT>TAT p.H34Y

Pat_40 Post-Resistance APPL2 55198 37 12 105610863 105610863 Missense_Mutation SNP G A 30 79 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_40 Post-Resistance ALKBH2 121642 37 12 109527981 109527981 Missense_Mutation SNP C G 19 97 c.312G>C c.(310-312)AAG>AAC p.K104N

Pat_40 Post-Resistance RPH3A 22895 37 12 113307833 113307833 Missense_Mutation SNP G A 23 21 c.785G>A c.(784-786)CGG>CAG p.R262Q

Pat_40 Post-Resistance MED13L 23389 37 12 116435017 116435017 Missense_Mutation SNP C T 28 104 c.2588G>A c.(2587-2589)AGG>AAG p.R863K

Pat_40 Post-Resistance KSR2 283455 37 12 118016990 118016990 Nonsense_Mutation SNP C T 15 51 c.1172G>A c.(1171-1173)TGG>TAG p.W391*

Pat_40 Post-Resistance KDM2B 84678 37 12 121947645 121947645 Missense_Mutation SNP C T 3 83 c.1372G>A c.(1372-1374)GGG>AGG p.G458R

Pat_40 Post-Resistance RSRC2 65117 37 12 123003404 123003404 Missense_Mutation SNP C T 125 633 c.380G>A c.(379-381)AGA>AAA p.R127K

Pat_40 Post-Resistance DNAH10 196385 37 12 124288369 124288369 Missense_Mutation SNP C T 17 124 c.2422C>T c.(2422-2424)CCA>TCA p.P808S

Pat_40 Post-Resistance ZNF664 144348 37 12 124497079 124497079 Missense_Mutation SNP C A 33 291 c.388C>A c.(388-390)CTT>ATT p.L130I

Pat_40 Post-Resistance FZD10 11211 37 12 130648985 130648985 Missense_Mutation SNP G A 8 28 c.1498G>A c.(1498-1500)GCC>ACC p.A500T

Pat_40 Post-Resistance RIMBP2 23504 37 12 130919401 130919401 Missense_Mutation SNP C T 15 29 c.2080G>A c.(2080-2082)GAG>AAG p.E694K

Pat_40 Post-Resistance ULK1 8408 37 12 132393324 132393324 Missense_Mutation SNP G A 4 80 c.452G>A c.(451-453)GGC>GAC p.G151D

Pat_40 Post-Resistance SACS 26278 37 13 23904499 23904499 Missense_Mutation SNP C T 81 143 c.13516G>A c.(13516-13518)GCT>ACT p.A4506T

Pat_40 Post-Resistance FLT3 2322 37 13 28608541 28608541 Missense_Mutation SNP G A 32 51 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_40 Post-Resistance ALOX5AP 241 37 13 31309800 31309800 Missense_Mutation SNP G A 3 60 c.58G>A c.(58-60)GTG>ATG p.V20M

Pat_40 Post-Resistance TRPC4 7223 37 13 38225576 38225576 Nonsense_Mutation SNP C T 50 80 c.1905G>A c.(1903-1905)TGG>TGA p.W635*

Pat_40 Post-Resistance FREM2 341640 37 13 39420787 39420787 Missense_Mutation SNP A G 89 125 c.6097A>G c.(6097-6099)ACG>GCG p.T2033A

Pat_40 Post-Resistance ELF1 1997 37 13 41515089 41515089 Missense_Mutation SNP A C 42 89 c.1224T>G c.(1222-1224)GAT>GAG p.D408E

Pat_40 Post-Resistance LOC220429 220429 37 13 50466086 50466086 Missense_Mutation SNP T A 10 14 c.1360T>A c.(1360-1362)TAC>AAC p.Y454N

Pat_40 Post-Resistance OLFM4 10562 37 13 53603032 53603032 Missense_Mutation SNP G A 55 84 c.61G>A c.(61-63)GAT>AAT p.D21N

Pat_40 Post-Resistance DCT 1638 37 13 95131305 95131305 Missense_Mutation SNP T C 112 62 c.205A>G c.(205-207)AGG>GGG p.R69G

Pat_40 Post-Resistance DZIP1 22873 37 13 96241429 96241429 Missense_Mutation SNP G A 57 49 c.2006C>T c.(2005-2007)CCC>CTC p.P669L

Pat_40 Post-Resistance SLC10A2 6555 37 13 103705031 103705031 Missense_Mutation SNP G A 45 113 c.524C>T c.(523-525)CCT>CTT p.P175L

Pat_40 Post-Resistance EFNB2 1948 37 13 107145708 107145708 Missense_Mutation SNP A G 53 116 c.682T>C c.(682-684)TTT>CTT p.F228L

Pat_40 Post-Resistance TNFSF13B 10673 37 13 108922751 108922751 Missense_Mutation SNP G A 4 168 c.403G>A c.(403-405)GTT>ATT p.V135I

Pat_40 Post-Resistance OR4L1 122742 37 14 20528889 20528889 Missense_Mutation SNP C T 90 117 c.686C>T c.(685-687)TCA>TTA p.S229L

Pat_40 Post-Resistance METTL3 56339 37 14 21969242 21969242 Missense_Mutation SNP G A 42 108 c.929C>T c.(928-930)TCT>TTT p.S310F

Pat_40 Post-Resistance MYH6 4624 37 14 23863057 23863057 Nonsense_Mutation SNP G A 19 78 c.2746C>T c.(2746-2748)CAG>TAG p.Q916*

Pat_40 Post-Resistance RALGAPA1 253959 37 14 36207819 36207819 Missense_Mutation SNP G A 141 126 c.1487C>T c.(1486-1488)TCC>TTC p.S496F

Pat_40 Post-Resistance NID2 22795 37 14 52520862 52520862 Missense_Mutation SNP C G 24 53 c.945G>C c.(943-945)TTG>TTC p.L315F

Pat_40 Post-Resistance OTX2 5015 37 14 57272108 57272108 Missense_Mutation SNP C T 27 85 c.67G>A c.(67-69)GAC>AAC p.D23N

Pat_40 Post-Resistance GPR135 64582 37 14 59930927 59930927 Missense_Mutation SNP C T 3 32 c.1018G>A c.(1018-1020)GTC>ATC p.V340I

Pat_40 Post-Resistance SIPA1L1 26037 37 14 72128160 72128160 Missense_Mutation SNP C T 19 155 c.2231C>T c.(2230-2232)CCG>CTG p.P744L

Pat_40 Post-Resistance RBM25 58517 37 14 73570138 73570138 Missense_Mutation SNP G A 17 47 c.1106G>A c.(1105-1107)CGG>CAG p.R369Q

Pat_40 Post-Resistance C14orf115 55237 37 14 74825074 74825074 Missense_Mutation SNP C T 78 85 c.1588C>T c.(1588-1590)CGC>TGC p.R530C

Pat_40 Post-Resistance KCNK13 56659 37 14 90651187 90651187 Missense_Mutation SNP A C 6 80 c.1067A>C c.(1066-1068)AAC>ACC p.N356T



Pat_40 Post-Resistance RPS6KA5 9252 37 14 91409424 91409424 Missense_Mutation SNP C T 54 152 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_40 Post-Resistance CCDC88C 440193 37 14 91780280 91780281 Missense_Mutation DNP CC TT 4 47 .1879_1880GG>AAc.(1879-1881)GGG>AAG p.G627K

Pat_40 Post-Resistance BTBD7 55727 37 14 93712382 93712382 Missense_Mutation SNP C T 4 169 c.2372G>A c.(2371-2373)CGT>CAT p.R791H

Pat_40 Post-Resistance PPP2R5C 5527 37 14 102323122 102323122 Nonsense_Mutation SNP G A 38 343 c.194G>A c.(193-195)TGG>TAG p.W65*

Pat_40 Post-Resistance OR4M2 390538 37 15 22368697 22368697 Missense_Mutation SNP G A 204 311 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_40 Post-Resistance TJP1 7082 37 15 30008923 30008923 Missense_Mutation SNP C T 26 83 c.4094G>A c.(4093-4095)AGA>AAA p.R1365K

Pat_40 Post-Resistance RPUSD2 27079 37 15 40866150 40866150 Missense_Mutation SNP C T 34 170 c.1328C>T c.(1327-1329)ACG>ATG p.T443M

Pat_40 Post-Resistance NDUFAF1 51103 37 15 41687083 41687083 Missense_Mutation SNP C A 37 145 c.733G>T c.(733-735)GGG>TGG p.G245W

Pat_40 Post-Resistance MGA 23269 37 15 42035184 42035184 Missense_Mutation SNP C T 5 92 c.5026C>T c.(5026-5028)CCT>TCT p.P1676S

Pat_40 Post-Resistance TGM7 116179 37 15 43584182 43584182 Missense_Mutation SNP C T 24 78 c.553G>A c.(553-555)GGG>AGG p.G185R

Pat_40 Post-Resistance TP53BP1 7158 37 15 43748444 43748444 Missense_Mutation SNP C T 20 44 c.2347G>A c.(2347-2349)GAT>AAT p.D783N

Pat_40 Post-Resistance SLC28A2 9153 37 15 45554220 45554220 Missense_Mutation SNP C T 53 206 c.178C>T c.(178-180)CGG>TGG p.R60W

Pat_40 Post-Resistance NEDD4 4734 37 15 56155202 56155202 Missense_Mutation SNP G A 53 117 c.1840C>T c.(1840-1842)CCA>TCA p.P614S

Pat_40 Post-Resistance RFX7 64864 37 15 56395783 56395783 Missense_Mutation SNP C T 3 49 c.487G>A c.(487-489)GCA>ACA p.A163T

Pat_40 Post-Resistance ALDH1A2 8854 37 15 58284979 58284979 Missense_Mutation SNP C T 89 87 c.722G>A c.(721-723)GGA>GAA p.G241E

Pat_40 Post-Resistance TLN2 83660 37 15 63097925 63097925 Missense_Mutation SNP G A 4 140 c.6604G>A c.(6604-6606)GTG>ATG p.V2202M

Pat_40 Post-Resistance CCDC33 80125 37 15 74588131 74588131 Missense_Mutation SNP G A 49 37 c.1132G>A c.(1132-1134)GCT>ACT p.A378T

Pat_40 Post-Resistance IL16 3603 37 15 81558097 81558097 Missense_Mutation SNP G C 7 51 c.519G>C c.(517-519)AGG>AGC p.R173S

Pat_40 Post-Resistance WHAMM 123720 37 15 83485576 83485576 Missense_Mutation SNP A G 2 9 c.916A>G c.(916-918)ACA>GCA p.T306A

Pat_40 Post-Resistance ADAMTSL3 57188 37 15 84539574 84539574 Nonsense_Mutation SNP C T 43 73 c.823C>T c.(823-825)CAA>TAA p.Q275*

Pat_40 Post-Resistance AGBL1 123624 37 15 86687074 86687074 Missense_Mutation SNP G A 25 42 c.122G>A c.(121-123)AGA>AAA p.R41K

Pat_40 Post-Resistance WDR93 56964 37 15 90245132 90245132 Missense_Mutation SNP C T 17 48 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_40 Post-Resistance TELO2 9894 37 16 1549330 1549330 Missense_Mutation SNP T A 9 30 c.929T>A c.(928-930)CTC>CAC p.L310H

Pat_40 Post-Resistance TXNDC11 51061 37 16 11785884 11785884 Missense_Mutation SNP G A 3 70 c.1243C>T c.(1243-1245)CGT>TGT p.R415C

Pat_40 Post-Resistance ZC3H7A 29066 37 16 11850101 11850101 Missense_Mutation SNP C T 48 216 c.2554G>A c.(2554-2556)GAA>AAA p.E852K

Pat_40 Post-Resistance C16orf88 400506 37 16 19721878 19721878 Missense_Mutation SNP C T 4 140 c.1018G>A c.(1018-1020)GAT>AAT p.D340N

Pat_40 Post-Resistance C16orf88 400506 37 16 19725511 19725511 Missense_Mutation SNP C T 42 126 c.847G>A c.(847-849)GAG>AAG p.E283K

Pat_40 Post-Resistance ACSM5 54988 37 16 20430616 20430616 Missense_Mutation SNP C T 28 73 c.482C>T c.(481-483)TCC>TTC p.S161F

Pat_40 Post-Resistance DNAH3 55567 37 16 20994125 20994125 Nonsense_Mutation SNP G A 96 52 c.7777C>T c.(7777-7779)CAG>TAG p.Q2593*

Pat_40 Post-Resistance HS3ST4 9951 37 16 26147552 26147552 Missense_Mutation SNP G A 8 31 c.1354G>A c.(1354-1356)GAA>AAA p.E452K

Pat_40 Post-Resistance IL27 246778 37 16 28515273 28515273 Missense_Mutation SNP G A 6 34 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_40 Post-Resistance ATP2A1 487 37 16 28900230 28900230 Missense_Mutation SNP G A 10 431 c.1051G>A c.(1051-1053)GAC>AAC p.D351N

Pat_40 Post-Resistance MVP 9961 37 16 29853121 29853121 Missense_Mutation SNP G A 4 67 c.1396G>A c.(1396-1398)GCT>ACT p.A466T

Pat_40 Post-Resistance ASPHD1 253982 37 16 29916256 29916256 Missense_Mutation SNP G A 28 81 c.1033G>A c.(1033-1035)GAC>AAC p.D345N

Pat_40 Post-Resistance TGFB1I1 7041 37 16 31488207 31488207 Missense_Mutation SNP C T 13 8 c.995C>T c.(994-996)CCC>CTC p.P332L

Pat_40 Post-Resistance ZNF267 10308 37 16 31927613 31927613 Missense_Mutation SNP A T 6 270 c.2043A>T c.(2041-2043)AGA>AGT p.R681S

Pat_40 Post-Resistance SALL1 6299 37 16 51172808 51172808 Missense_Mutation SNP G A 27 70 c.3325C>T c.(3325-3327)CCG>TCG p.P1109S

Pat_40 Post-Resistance CETP 1071 37 16 57005960 57005960 Missense_Mutation SNP G A 4 87 c.715G>A c.(715-717)GTC>ATC p.V239I

Pat_40 Post-Resistance TMEM208 29100 37 16 67262984 67262984 Nonsense_Mutation SNP C T 3 60 c.490C>T c.(490-492)CGA>TGA p.R164*

Pat_40 Post-Resistance FHOD1 29109 37 16 67266028 67266028 Missense_Mutation SNP C T 4 93 c.2116G>A c.(2116-2118)GGC>AGC p.G706S

Pat_40 Post-Resistance FAM65A 79567 37 16 67577052 67577052 Missense_Mutation SNP G A 4 26 c.2423G>A c.(2422-2424)AGG>AAG p.R808K

Pat_40 Post-Resistance RANBP10 57610 37 16 67762379 67762379 Missense_Mutation SNP G A 19 50 c.1388C>T c.(1387-1389)CCC>CTC p.P463L

Pat_40 Post-Resistance NFATC3 4775 37 16 68260296 68260297 Nonsense_Mutation DNP CC TT 24 81 c.3150_3151CC>TT3148-3153)TCCCAA>TCTT p.Q1051*

Pat_40 Post-Resistance CHST5 23563 37 16 75563252 75563252 Missense_Mutation SNP G A 59 37 c.1031C>T c.(1030-1032)TCG>TTG p.S344L

Pat_40 Post-Resistance MLYCD 23417 37 16 83948687 83948687 Missense_Mutation SNP G A 81 215 c.1075G>A c.(1075-1077)GAA>AAA p.E359K

Pat_40 Post-Resistance KLHL36 79786 37 16 84691170 84691170 Missense_Mutation SNP G A 4 79 c.757G>A c.(757-759)GTG>ATG p.V253M

Pat_40 Post-Resistance TRPV3 162514 37 17 3422088 3422088 Missense_Mutation SNP C T 3 48 c.1867G>A c.(1867-1869)GGC>AGC p.G623S



Pat_40 Post-Resistance P2RX1 5023 37 17 3801803 3801803 Missense_Mutation SNP C T 3 60 c.1007G>A c.(1006-1008)GGC>GAC p.G336D

Pat_40 Post-Resistance MINK1 50488 37 17 4796834 4796834 Missense_Mutation SNP G A 4 24 c.2506G>A c.(2506-2508)GAC>AAC p.D836N

Pat_40 Post-Resistance C1QBP 708 37 17 5341507 5341507 Missense_Mutation SNP C T 63 224 c.319G>A c.(319-321)GGA>AGA p.G107R

Pat_40 Post-Resistance PITPNM3 83394 37 17 6380394 6380394 Missense_Mutation SNP G A 11 22 c.1040C>T c.(1039-1041)ACC>ATC p.T347I

Pat_40 Post-Resistance DNAH2 146754 37 17 7722666 7722666 Missense_Mutation SNP G A 4 90 c.10955G>A c.(10954-10956)AGC>AAC p.S3652N

Pat_40 Post-Resistance ARHGEF15 22899 37 17 8222653 8222653 Missense_Mutation SNP G A 91 213 c.2210G>A c.(2209-2211)GGA>GAA p.G737E

Pat_40 Post-Resistance MYOCD 93649 37 17 12626312 12626312 Missense_Mutation SNP A T 60 166 c.402A>T c.(400-402)AAA>AAT p.K134N

Pat_40 Post-Resistance RAI1 10743 37 17 17701574 17701574 Missense_Mutation SNP C T 6 2 c.5312C>T c.(5311-5313)ACC>ATC p.T1771I

Pat_40 Post-Resistance LGALS9 3965 37 17 25975908 25975908 Missense_Mutation SNP G A 103 300 c.968G>A c.(967-969)GGT>GAT p.G323D

Pat_40 Post-Resistance SARM1 23098 37 17 26686410 26686410 Missense_Mutation SNP C T 28 141 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_40 Post-Resistance SLFN11 91607 37 17 33687340 33687340 Missense_Mutation SNP C T 26 100 c.1120G>A c.(1120-1122)GGG>AGG p.G374R

Pat_40 Post-Resistance RASL10B 91608 37 17 34062220 34062220 Missense_Mutation SNP G A 3 70 c.17G>A c.(16-18)CGG>CAG p.R6Q

Pat_40 Post-Resistance GAS2L2 246176 37 17 34079495 34079495 Missense_Mutation SNP C T 125 116 c.375G>A c.(373-375)ATG>ATA p.M125I

Pat_40 Post-Resistance GPR179 440435 37 17 36492965 36492965 Missense_Mutation SNP C T 7 12 c.1123G>A c.(1123-1125)GAA>AAA p.E375K

Pat_40 Post-Resistance PPP1R1B 84152 37 17 37790219 37790219 Missense_Mutation SNP G A 33 86 c.325G>A c.(325-327)GGG>AGG p.G109R

Pat_40 Post-Resistance PLCD3 113026 37 17 43190532 43190532 Missense_Mutation SNP C T 3 39 c.2089G>A c.(2089-2091)GCA>ACA p.A697T

Pat_40 Post-Resistance TBKBP1 9755 37 17 45776096 45776096 Missense_Mutation SNP G T 9 41 c.589G>T c.(589-591)GAC>TAC p.D197Y

Pat_40 Post-Resistance DHX40 79665 37 17 57644149 57644149 Missense_Mutation SNP G A 21 107 c.274G>A c.(274-276)GAA>AAA p.E92K

Pat_40 Post-Resistance CYB561 1534 37 17 61513475 61513475 Missense_Mutation SNP G A 5 108 c.241C>T c.(241-243)CGC>TGC p.R81C

Pat_40 Post-Resistance SDK2 54549 37 17 71415426 71415426 Missense_Mutation SNP G A 3 35 c.2065C>T c.(2065-2067)CCC>TCC p.P689S

Pat_40 Post-Resistance TSEN54 283989 37 17 73519416 73519416 Missense_Mutation SNP G A 6 191 c.1313G>A c.(1312-1314)CGG>CAG p.R438Q

Pat_40 Post-Resistance TNRC6C 57690 37 17 76083091 76083091 Missense_Mutation SNP C T 96 80 c.3719C>T c.(3718-3720)TCG>TTG p.S1240L

Pat_40 Post-Resistance TMEM105 284186 37 17 79287596 79287596 Missense_Mutation SNP C T 72 45 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_40 Post-Resistance USP14 9097 37 18 163321 163322 Nonsense_Mutation DNP GG AA 4 16 c.30_31GG>AA .(28-33)TGGGGA>TGAAGp.10_11WG>*R

Pat_40 Post-Resistance L3MBTL4 91133 37 18 6244575 6244575 Missense_Mutation SNP G A 209 185 c.232C>T c.(232-234)CCA>TCA p.P78S

Pat_40 Post-Resistance LAMA1 284217 37 18 7013833 7013833 Missense_Mutation SNP G A 20 17 c.3344C>T c.(3343-3345)ACC>ATC p.T1115I

Pat_40 Post-Resistance MIB1 57534 37 18 19429266 19429266 Missense_Mutation SNP G A 125 163 c.2503G>A c.(2503-2505)GGA>AGA p.G835R

Pat_40 Post-Resistance CABLES1 91768 37 18 20817209 20817209 Missense_Mutation SNP G A 26 101 c.1446G>A c.(1444-1446)ATG>ATA p.M482I

Pat_40 Post-Resistance DSG4 147409 37 18 28968918 28968918 Missense_Mutation SNP G A 72 175 c.454G>A c.(454-456)GAT>AAT p.D152N

Pat_40 Post-Resistance C18orf26 284254 37 18 52265254 52265254 Missense_Mutation SNP C T 43 160 c.511C>T c.(511-513)CCT>TCT p.P171S

Pat_40 Post-Resistance CDH20 28316 37 18 59174723 59174723 Missense_Mutation SNP G A 56 51 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_40 Post-Resistance CD226 10666 37 18 67614158 67614158 Missense_Mutation SNP G A 12 59 c.194C>T c.(193-195)CCT>CTT p.P65L

Pat_40 Post-Resistance NETO1 81832 37 18 70423284 70423284 Missense_Mutation SNP C T 40 155 c.967G>A c.(967-969)GAA>AAA p.E323K

Pat_40 Post-Resistance C19orf26 255057 37 19 1231025 1231025 Missense_Mutation SNP G C 3 8 c.1211C>G c.(1210-1212)CCC>CGC p.P404R

Pat_40 Post-Resistance SLC39A3 29985 37 19 2737177 2737177 Missense_Mutation SNP C T 5 92 c.79G>A c.(79-81)GTG>ATG p.V27M

Pat_40 Post-Resistance GNA11 2767 37 19 3113418 3113418 Missense_Mutation SNP G A 3 37 c.412G>A c.(412-414)GAC>AAC p.D138N

Pat_40 Post-Resistance CHAF1A 10036 37 19 4428744 4428745 Missense_Mutation DNP CC TT 28 58 c.1461_1462CC>TT1459-1464)TTCCAT>TTTT p.H488Y

Pat_40 Post-Resistance LRG1 116844 37 19 4538773 4538773 Missense_Mutation SNP C T 3 74 c.223G>A c.(223-225)GTG>ATG p.V75M

Pat_40 Post-Resistance PTPRS 5802 37 19 5220014 5220014 Missense_Mutation SNP C T 4 165 c.3701G>A c.(3700-3702)CGG>CAG p.R1234Q

Pat_40 Post-Resistance FUT3 2525 37 19 5844156 5844156 Missense_Mutation SNP C T 35 69 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_40 Post-Resistance SLC25A41 284427 37 19 6433610 6433610 Missense_Mutation SNP G A 4 89 c.95C>T c.(94-96)CCC>CTC p.P32L

Pat_40 Post-Resistance MYO1F 4542 37 19 8587588 8587588 Nonsense_Mutation SNP G A 3 67 c.2980C>T c.(2980-2982)CGA>TGA p.R994*

Pat_40 Post-Resistance MUC16 94025 37 19 9045677 9045677 Missense_Mutation SNP G A 4 69 c.35954C>T c.(35953-35955)CCC>CTC p.P11985L

Pat_40 Post-Resistance MUC16 94025 37 19 9046043 9046043 Missense_Mutation SNP G A 115 80 c.35588C>T c.(35587-35589)CCA>CTA p.P11863L

Pat_40 Post-Resistance MUC16 94025 37 19 9049653 9049653 Missense_Mutation SNP C T 15 80 c.31978G>A c.(31978-31980)GGG>AGG p.G10660R

Pat_40 Post-Resistance MUC16 94025 37 19 9056776 9056776 Missense_Mutation SNP G A 55 28 c.30670C>T c.(30670-30672)CCA>TCA p.P10224S

Pat_40 Post-Resistance MUC16 94025 37 19 9060955 9060955 Missense_Mutation SNP G A 28 108 c.26491C>T c.(26491-26493)CCT>TCT p.P8831S



Pat_40 Post-Resistance MUC16 94025 37 19 9063550 9063550 Missense_Mutation SNP C T 9 27 c.23896G>A c.(23896-23898)GAA>AAA p.E7966K

Pat_40 Post-Resistance MUC16 94025 37 19 9082516 9082516 Missense_Mutation SNP A T 221 149 c.9299T>A c.(9298-9300)ATT>AAT p.I3100N

Pat_40 Post-Resistance MUC16 94025 37 19 9087347 9087347 Missense_Mutation SNP G A 94 243 c.4468C>T c.(4468-4470)CCA>TCA p.P1490S

Pat_40 Post-Resistance OR7D2 162998 37 19 9297215 9297215 Missense_Mutation SNP G A 26 73 c.758G>A c.(757-759)GGG>GAG p.G253E

Pat_40 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 13 521 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_40 Post-Resistance ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 9 511 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_40 Post-Resistance ZNF878 729747 37 19 12155282 12155282 Missense_Mutation SNP C T 27 148 c.1075G>A c.(1075-1077)GAG>AAG p.E359K

Pat_40 Post-Resistance ZNF443 10224 37 19 12542142 12542142 Missense_Mutation SNP T C 9 367 c.844A>G c.(844-846)AAA>GAA p.K282E

Pat_40 Post-Resistance OR7C2 26658 37 19 15053205 15053205 Missense_Mutation SNP G A 19 54 c.905G>A c.(904-906)AGA>AAA p.R302K

Pat_40 Post-Resistance SLC1A6 6511 37 19 15061164 15061164 Missense_Mutation SNP G A 33 88 c.1538C>T c.(1537-1539)TCA>TTA p.S513L

Pat_40 Post-Resistance RASAL3 64926 37 19 15572101 15572101 Nonsense_Mutation SNP G A 13 21 c.472C>T c.(472-474)CGA>TGA p.R158*

Pat_40 Post-Resistance OR10H1 26539 37 19 15918436 15918436 Missense_Mutation SNP G A 42 35 c.412C>T c.(412-414)CCG>TCG p.P138S

Pat_40 Post-Resistance CPAMD8 27151 37 19 17049247 17049247 Missense_Mutation SNP C T 31 21 c.2944G>A c.(2944-2946)GTC>ATC p.V982I

Pat_40 Post-Resistance ZNF14 7561 37 19 19822928 19822928 Missense_Mutation SNP C T 39 122 c.1162G>A c.(1162-1164)GAG>AAG p.E388K

Pat_40 Post-Resistance ZNF93 81931 37 19 20045254 20045254 Missense_Mutation SNP C T 14 314 c.1490C>T c.(1489-1491)ACT>ATT p.T497I

Pat_40 Post-Resistance ZNF93 81931 37 19 20045277 20045277 Missense_Mutation SNP G A 10 328 c.1513G>A c.(1513-1515)GGA>AGA p.G505R

Pat_40 Post-Resistance ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 8 221 c.1556T>A c.(1555-1557)ATC>AAC p.I519N

Pat_40 Post-Resistance ZNF429 353088 37 19 21720414 21720414 Missense_Mutation SNP T G 8 225 c.1559T>G c.(1558-1560)CTG>CGG p.L520R

Pat_40 Post-Resistance ZNF208 7757 37 19 22154826 22154826 Missense_Mutation SNP C T 62 197 c.2626G>A c.(2626-2628)GAA>AAA p.E876K

Pat_40 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 13 279 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_40 Post-Resistance ZNF208 7757 37 19 22157163 22157163 Missense_Mutation SNP C T 85 78 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Post-Resistance ZNF99 7652 37 19 22941372 22941372 Missense_Mutation SNP G A 27 73 c.1066C>T c.(1066-1068)CAT>TAT p.H356Y

Pat_40 Post-Resistance ZNF91 7644 37 19 23544724 23544724 Missense_Mutation SNP T C 13 136 c.1057A>G c.(1057-1059)AAA>GAA p.K353E

Pat_40 Post-Resistance ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 15 383 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_40 Post-Resistance ZNF536 9745 37 19 31039065 31039065 Missense_Mutation SNP G A 20 75 c.2539G>A c.(2539-2541)GGA>AGA p.G847R

Pat_40 Post-Resistance RHPN2 85415 37 19 33470912 33470912 Missense_Mutation SNP G A 22 70 c.2051C>T c.(2050-2052)TCT>TTT p.S684F

Pat_40 Post-Resistance SLC7A10 56301 37 19 33702192 33702192 Missense_Mutation SNP G A 20 65 c.955C>T c.(955-957)CCT>TCT p.P319S

Pat_40 Post-Resistance KIRREL2 84063 37 19 36350402 36350402 Missense_Mutation SNP C T 4 50 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_40 Post-Resistance ZNF420 147923 37 19 37619580 37619580 Missense_Mutation SNP G A 35 119 c.1687G>A c.(1687-1689)GAA>AAA p.E563K

Pat_40 Post-Resistance ZNF383 163087 37 19 37726939 37726939 Nonsense_Mutation SNP G A 32 152 c.195G>A c.(193-195)TGG>TGA p.W65*

Pat_40 Post-Resistance ZNF527 84503 37 19 37871191 37871191 Missense_Mutation SNP C T 35 63 c.173C>T c.(172-174)TCT>TTT p.S58F

Pat_40 Post-Resistance SIPA1L3 23094 37 19 38652944 38652944 Missense_Mutation SNP G A 4 55 c.3713G>A c.(3712-3714)AGC>AAC p.S1238N

Pat_40 Post-Resistance MAP3K10 4294 37 19 40698501 40698501 Missense_Mutation SNP G A 4 66 c.563G>A c.(562-564)GGT>GAT p.G188D

Pat_40 Post-Resistance PRX 57716 37 19 40900057 40900057 Missense_Mutation SNP G A 25 65 c.4202C>T c.(4201-4203)TCC>TTC p.S1401F

Pat_40 Post-Resistance LTBP4 8425 37 19 41128336 41128336 Missense_Mutation SNP C T 2 3 c.3449C>T c.(3448-3450)CCT>CTT p.P1150L

Pat_40 Post-Resistance ZNF574 64763 37 19 42583483 42583483 Missense_Mutation SNP C T 14 88 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_40 Post-Resistance PRR19 284338 37 19 42814720 42814720 Missense_Mutation SNP C T 45 164 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_40 Post-Resistance DMPK 1760 37 19 46283155 46283155 Missense_Mutation SNP G A 10 26 c.163C>T c.(163-165)CGG>TGG p.R55W

Pat_40 Post-Resistance SYMPK 8189 37 19 46330823 46330823 Missense_Mutation SNP C T 3 70 c.2126G>A c.(2125-2127)CGC>CAC p.R709H

Pat_40 Post-Resistance PNMAL2 57469 37 19 46997818 46997818 Missense_Mutation SNP G A 14 28 c.905C>T c.(904-906)CCG>CTG p.P302L

Pat_40 Post-Resistance BCAT2 587 37 19 49302959 49302959 Missense_Mutation SNP C T 7 10 c.668G>A c.(667-669)GGC>GAC p.G223D

Pat_40 Post-Resistance PPFIA3 8541 37 19 49649230 49649230 Missense_Mutation SNP G A 5 193 c.2776G>A c.(2776-2778)GAG>AAG p.E926K

Pat_40 Post-Resistance KLK1 3816 37 19 51326967 51326967 Missense_Mutation SNP C T 35 57 c.38G>A c.(37-39)GGG>GAG p.G13E

Pat_40 Post-Resistance KLK3 354 37 19 51359627 51359627 Missense_Mutation SNP G A 5 175 c.178G>A c.(178-180)GTC>ATC p.V60I

Pat_40 Post-Resistance CD33 945 37 19 51729242 51729242 Missense_Mutation SNP C T 18 71 c.602C>T c.(601-603)CCA>CTA p.P201L

Pat_40 Post-Resistance FPR1 2357 37 19 52249241 52249241 Missense_Mutation SNP G A 93 327 c.1007C>T c.(1006-1008)ACC>ATC p.T336I

Pat_40 Post-Resistance ZNF649 65251 37 19 52394619 52394619 Missense_Mutation SNP T C 4 132 c.770A>G c.(769-771)AAA>AGA p.K257R



Pat_40 Post-Resistance ZNF350 59348 37 19 52468403 52468403 Missense_Mutation SNP C T 37 115 c.1303G>A c.(1303-1305)GAA>AAA p.E435K

Pat_40 Post-Resistance ZNF480 147657 37 19 52825082 52825082 Missense_Mutation SNP A C 43 102 c.579A>C c.(577-579)GAA>GAC p.E193D

Pat_40 Post-Resistance LAIR1 3903 37 19 54868145 54868145 Missense_Mutation SNP G A 3 87 c.538C>T c.(538-540)CTC>TTC p.L180F

Pat_40 Post-Resistance LENG8 114823 37 19 54967876 54967876 Missense_Mutation SNP C T 3 14 c.1396C>T c.(1396-1398)CCG>TCG p.P466S

Pat_40 Post-Resistance NLRP2 55655 37 19 55497572 55497572 Missense_Mutation SNP G A 59 33 c.2255G>A c.(2254-2256)CGA>CAA p.R752Q

Pat_40 Post-Resistance NLRP2 55655 37 19 55502033 55502033 Missense_Mutation SNP A C 39 54 c.2701A>C c.(2701-2703)ACC>CCC p.T901P

Pat_40 Post-Resistance NLRP11 204801 37 19 56321318 56321318 Missense_Mutation SNP C T 20 53 c.658G>A c.(658-660)GAT>AAT p.D220N

Pat_40 Post-Resistance NLRP5 126206 37 19 56539203 56539203 Missense_Mutation SNP C T 35 18 c.1604C>T c.(1603-1605)GCT>GTT p.A535V

Pat_40 Post-Resistance GALP 85569 37 19 56696603 56696603 Missense_Mutation SNP G A 37 91 c.315G>A c.(313-315)ATG>ATA p.M105I

Pat_40 Post-Resistance ZIM3 114026 37 19 57646333 57646333 Missense_Mutation SNP C T 45 163 c.1372G>A c.(1372-1374)GAC>AAC p.D458N

Pat_40 Post-Resistance DUXA 503835 37 19 57666725 57666725 Nonsense_Mutation SNP G A 5 6 c.454C>T c.(454-456)CGA>TGA p.R152*

Pat_40 Post-Resistance PXDN 7837 37 2 1647244 1647244 Missense_Mutation SNP C T 4 142 c.3848G>A c.(3847-3849)CGG>CAG p.R1283Q

Pat_40 Post-Resistance MYT1L 23040 37 2 1926835 1926835 Missense_Mutation SNP C T 51 109 c.706G>A c.(706-708)GAT>AAT p.D236N

Pat_40 Post-Resistance COLEC11 78989 37 2 3691415 3691415 Missense_Mutation SNP G A 3 36 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_40 Post-Resistance ITGB1BP1 9270 37 2 9558775 9558775 Missense_Mutation SNP C T 10 723 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_40 Post-Resistance NT5C1B 93034 37 2 18758129 18758129 Missense_Mutation SNP C T 67 124 c.1234G>A c.(1234-1236)GGA>AGA p.G412R

Pat_40 Post-Resistance APOB 338 37 2 21229243 21229243 Missense_Mutation SNP A C 39 91 c.10497T>G c.(10495-10497)GAT>GAG p.D3499E

Pat_40 Post-Resistance APOB 338 37 2 21231815 21231815 Missense_Mutation SNP G A 53 154 c.7925C>T c.(7924-7926)CCA>CTA p.P2642L

Pat_40 Post-Resistance KRTCAP3 200634 37 2 27666104 27666104 Missense_Mutation SNP G A 4 30 c.437G>A c.(436-438)GGG>GAG p.G146E

Pat_40 Post-Resistance HEATR5B 54497 37 2 37276944 37276944 Missense_Mutation SNP G A 4 56 c.2548C>T c.(2548-2550)CGT>TGT p.R850C

Pat_40 Post-Resistance C2orf56 55471 37 2 37473259 37473259 Missense_Mutation SNP C T 87 270 c.857C>T c.(856-858)TCT>TTT p.S286F

Pat_40 Post-Resistance C2orf56 55471 37 2 37473261 37473261 Nonsense_Mutation SNP C T 85 273 c.859C>T c.(859-861)CAA>TAA p.Q287*

Pat_40 Post-Resistance ANTXR1 84168 37 2 69304577 69304577 Missense_Mutation SNP C T 108 309 c.599C>T c.(598-600)CCC>CTC p.P200L

Pat_40 Post-Resistance ATP6V1B1 525 37 2 71190758 71190758 Missense_Mutation SNP G A 4 144 c.1117G>A c.(1117-1119)GTG>ATG p.V373M

Pat_40 Post-Resistance MPHOSPH10 10199 37 2 71360620 71360620 Missense_Mutation SNP G A 25 85 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_40 Post-Resistance DYSF 8291 37 2 71901417 71901417 Missense_Mutation SNP G A 52 49 c.5758G>A c.(5758-5760)GAT>AAT p.D1920N

Pat_40 Post-Resistance KCNIP3 30818 37 2 96048160 96048160 Missense_Mutation SNP G T 4 43 c.591G>T c.(589-591)ATG>ATT p.M197I

Pat_40 Post-Resistance CIAO1 9391 37 2 96936947 96936947 Missense_Mutation SNP C T 51 125 c.878C>T c.(877-879)TCC>TTC p.S293F

Pat_40 Post-Resistance SNRNP200 23020 37 2 96952204 96952204 Missense_Mutation SNP G A 3 81 c.3848C>T c.(3847-3849)CCT>CTT p.P1283L

Pat_40 Post-Resistance INPP4A 3631 37 2 99152605 99152605 Missense_Mutation SNP G T 19 67 c.401G>T c.(400-402)GGC>GTC p.G134V

Pat_40 Post-Resistance MALL 7851 37 2 110873353 110873353 Missense_Mutation SNP G A 2 6 c.17C>T c.(16-18)CCG>CTG p.P6L

Pat_40 Post-Resistance ANAPC1 64682 37 2 112583383 112583383 Missense_Mutation SNP G A 43 85 c.2675C>T c.(2674-2676)TCC>TTC p.S892F

Pat_40 Post-Resistance GLI2 2736 37 2 121708942 121708942 Missense_Mutation SNP G A 61 52 c.378G>A c.(376-378)ATG>ATA p.M126I

Pat_40 Post-Resistance CNTNAP5 129684 37 2 124979303 124979303 Missense_Mutation SNP C T 4 85 c.104C>T c.(103-105)GCA>GTA p.A35V

Pat_40 Post-Resistance LIMS2 55679 37 2 128412421 128412421 Missense_Mutation SNP G A 25 86 c.221C>T c.(220-222)CCG>CTG p.P74L

Pat_40 Post-Resistance NCKAP5 344148 37 2 133541515 133541515 Missense_Mutation SNP C T 7 7 c.2869G>A c.(2869-2871)GAA>AAA p.E957K

Pat_40 Post-Resistance NCKAP5 344148 37 2 133541812 133541812 Missense_Mutation SNP C T 30 56 c.2572G>A c.(2572-2574)GAA>AAA p.E858K

Pat_40 Post-Resistance LCT 3938 37 2 136575471 136575471 Missense_Mutation SNP G A 47 118 c.1147C>T c.(1147-1149)CCT>TCT p.P383S

Pat_40 Post-Resistance THSD7B 80731 37 2 138434125 138434125 Missense_Mutation SNP C T 6 18 c.4684C>T c.(4684-4686)CCC>TCC p.P1562S

Pat_40 Post-Resistance LRP1B 53353 37 2 140995735 140995735 Missense_Mutation SNP T C 68 201 c.13546A>G c.(13546-13548)ATA>GTA p.I4516V

Pat_40 Post-Resistance PABPC1P2 728773 37 2 147345742 147345742 Missense_Mutation SNP G A 3 14 c.202G>A c.(202-204)GCT>ACT p.A68T

Pat_40 Post-Resistance GALNT13 114805 37 2 155157995 155157995 Missense_Mutation SNP C T 67 360 c.1049C>T c.(1048-1050)CCA>CTA p.P350L

Pat_40 Post-Resistance UPP2 151531 37 2 158971625 158971625 Missense_Mutation SNP G A 5 164 c.193G>A c.(193-195)GGT>AGT p.G65S

Pat_40 Post-Resistance IFIH1 64135 37 2 163130442 163130442 Missense_Mutation SNP C T 39 34 c.2317G>A c.(2317-2319)GAA>AAA p.E773K

Pat_40 Post-Resistance SCN1A 6323 37 2 166892572 166892572 Missense_Mutation SNP C T 101 296 c.3382G>A c.(3382-3384)GAA>AAA p.E1128K

Pat_40 Post-Resistance XIRP2 129446 37 2 168100354 168100354 Missense_Mutation SNP G A 56 117 c.2452G>A c.(2452-2454)GAG>AAG p.E818K

Pat_40 Post-Resistance B3GALT1 8708 37 2 168726108 168726108 Missense_Mutation SNP C T 29 21 c.559C>T c.(559-561)CTT>TTT p.L187F



Pat_40 Post-Resistance SPC25 57405 37 2 169745932 169745932 Missense_Mutation SNP C T 45 160 c.98G>A c.(97-99)AGA>AAA p.R33K

Pat_40 Post-Resistance LRP2 4036 37 2 170070368 170070368 Missense_Mutation SNP T A 26 77 c.5839A>T c.(5839-5841)AAC>TAC p.N1947Y

Pat_40 Post-Resistance SLC25A12 8604 37 2 172712353 172712353 Missense_Mutation SNP C T 145 431 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_40 Post-Resistance TTN 7273 37 2 179452825 179452825 Missense_Mutation SNP C T 68 142 c.55605G>A c.(55603-55605)ATG>ATA p.M18535I

Pat_40 Post-Resistance TTN 7273 37 2 179454489 179454489 Missense_Mutation SNP C T 126 259 c.54259G>A c.(54259-54261)GAA>AAA p.E18087K

Pat_40 Post-Resistance TTN 7273 37 2 179457199 179457199 Missense_Mutation SNP G A 207 214 c.51829C>T c.(51829-51831)CGT>TGT p.R17277C

Pat_40 Post-Resistance TTN 7273 37 2 179464431 179464431 Missense_Mutation SNP G A 32 142 c.48493C>T c.(48493-48495)CTC>TTC p.L16165F

Pat_40 Post-Resistance TTN 7273 37 2 179592468 179592468 Missense_Mutation SNP C T 239 198 c.16105G>A c.(16105-16107)GAA>AAA p.E5369K

Pat_40 Post-Resistance TTN 7273 37 2 179592569 179592569 Missense_Mutation SNP T C 14 18 c.16004A>G c.(16003-16005)AAA>AGA p.K5335R

Pat_40 Post-Resistance TTN 7273 37 2 179600590 179600590 Missense_Mutation SNP A T 4 105 c.10851T>A c.(10849-10851)GAT>GAA p.D3617E

Pat_40 Post-Resistance ZNF804A 91752 37 2 185798364 185798364 Missense_Mutation SNP G A 28 84 c.290G>A c.(289-291)CGA>CAA p.R97Q

Pat_40 Post-Resistance CALCRL 10203 37 2 188245239 188245239 Nonsense_Mutation SNP C T 327 322 c.363G>A c.(361-363)TGG>TGA p.W121*

Pat_40 Post-Resistance COL3A1 1281 37 2 189860512 189860512 Missense_Mutation SNP T C 3 4 c.1604T>C c.(1603-1605)ATG>ACG p.M535T

Pat_40 Post-Resistance DNAH7 56171 37 2 196722260 196722260 Missense_Mutation SNP A C 34 77 c.8255T>G c.(8254-8256)CTT>CGT p.L2752R

Pat_40 Post-Resistance DNAH7 56171 37 2 196729430 196729430 Nonsense_Mutation SNP G A 56 136 c.6949C>T c.(6949-6951)CGA>TGA p.R2317*

Pat_40 Post-Resistance DNAH7 56171 37 2 196746544 196746544 Missense_Mutation SNP C T 106 236 c.5936G>A c.(5935-5937)GGA>GAA p.G1979E

Pat_40 Post-Resistance BMPR2 659 37 2 203417586 203417586 Missense_Mutation SNP A G 131 108 c.1561A>G c.(1561-1563)ATG>GTG p.M521V

Pat_40 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 9 379 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_40 Post-Resistance ZDBF2 57683 37 2 207173258 207173258 Missense_Mutation SNP C T 28 143 c.4006C>T c.(4006-4008)CCT>TCT p.P1336S

Pat_40 Post-Resistance ACADL 33 37 2 211085509 211085509 Missense_Mutation SNP C T 10 10 c.95G>A c.(94-96)GGG>GAG p.G32E

Pat_40 Post-Resistance ERBB4 2066 37 2 212587120 212587120 Missense_Mutation SNP G A 43 98 c.881C>T c.(880-882)CCA>CTA p.P294L

Pat_40 Post-Resistance TNS1 7145 37 2 218750535 218750535 Missense_Mutation SNP G A 40 71 c.673C>T c.(673-675)CCA>TCA p.P225S

Pat_40 Post-Resistance RQCD1 9125 37 2 219449406 219449406 Missense_Mutation SNP C T 311 225 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_40 Post-Resistance OBSL1 23363 37 2 220434979 220434980 Missense_Mutation DNP CC TT 5 20 c.975_976GG>AA973-978)GCGGGC>GCAA p.G326S

Pat_40 Post-Resistance COL4A3 1285 37 2 228142267 228142267 Missense_Mutation SNP A G 4 4 c.2123A>G c.(2122-2124)AAG>AGG p.K708R

Pat_40 Post-Resistance ECEL1 9427 37 2 233347583 233347583 Missense_Mutation SNP G A 102 188 c.1663C>T c.(1663-1665)CGG>TGG p.R555W

Pat_40 Post-Resistance GIGYF2 26058 37 2 233655585 233655585 Missense_Mutation SNP T C 76 122 c.890T>C c.(889-891)ATG>ACG p.M297T

Pat_40 Post-Resistance SNED1 25992 37 2 241974013 241974013 Missense_Mutation SNP G A 3 61 c.671G>A c.(670-672)CGT>CAT p.R224H

Pat_40 Post-Resistance BOK 666 37 2 242501765 242501765 Missense_Mutation SNP G A 27 42 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_40 Post-Resistance THAP4 51078 37 2 242573324 242573324 Missense_Mutation SNP G A 30 154 c.248C>T c.(247-249)TCC>TTC p.S83F

Pat_40 Post-Resistance TGM6 343641 37 20 2377248 2377248 Missense_Mutation SNP C T 38 40 c.521C>T c.(520-522)GCC>GTC p.A174V

Pat_40 Post-Resistance VPS16 64601 37 20 2842708 2842708 Missense_Mutation SNP G A 4 56 c.1003G>A c.(1003-1005)GAG>AAG p.E335K

Pat_40 Post-Resistance LRRN4 164312 37 20 6031588 6031588 Missense_Mutation SNP G A 3 56 c.697C>T c.(697-699)CTC>TTC p.L233F

Pat_40 Post-Resistance PAK7 57144 37 20 9560919 9560919 Missense_Mutation SNP G A 110 121 c.863C>T c.(862-864)TCA>TTA p.S288L

Pat_40 Post-Resistance PAK7 57144 37 20 9561263 9561263 Missense_Mutation SNP C T 159 228 c.519G>A c.(517-519)ATG>ATA p.M173I

Pat_40 Post-Resistance POLR3F 10621 37 20 18453489 18453489 Nonsense_Mutation SNP C T 60 65 c.184C>T c.(184-186)CAG>TAG p.Q62*

Pat_40 Post-Resistance TPX2 22974 37 20 30382317 30382317 Missense_Mutation SNP G A 101 209 c.1799G>A c.(1798-1800)AGA>AAA p.R600K

Pat_40 Post-Resistance ASXL1 171023 37 20 31017234 31017234 Missense_Mutation SNP G A 52 78 c.565G>A c.(565-567)GGG>AGG p.G189R

Pat_40 Post-Resistance C20orf186 149954 37 20 31671216 31671217 Missense_Mutation DNP CC TT 62 175 c.213_214CC>TT 211-216)CCCCCC>CCTTC p.P72S

Pat_40 Post-Resistance EPB41L1 2036 37 20 34797782 34797782 Nonsense_Mutation SNP C T 8 18 c.2041C>T c.(2041-2043)CGA>TGA p.R681*

Pat_40 Post-Resistance MYBL2 4605 37 20 42315498 42315498 Missense_Mutation SNP G A 4 83 c.286G>A c.(286-288)GAG>AAG p.E96K

Pat_40 Post-Resistance HNF4A 3172 37 20 43052879 43052879 Missense_Mutation SNP G A 4 64 c.1114G>A c.(1114-1116)GAG>AAG p.E372K

Pat_40 Post-Resistance RIMS4 140730 37 20 43384905 43384905 Missense_Mutation SNP G A 33 46 c.680C>T c.(679-681)ACC>ATC p.T227I

Pat_40 Post-Resistance CASS4 57091 37 20 55026876 55026876 Missense_Mutation SNP G T 27 166 c.644G>T c.(643-645)GGG>GTG p.G215V

Pat_40 Post-Resistance PRPF6 24148 37 20 62659922 62659922 Missense_Mutation SNP G A 5 112 c.2431G>A c.(2431-2433)GGT>AGT p.G811S

Pat_40 Post-Resistance USP25 29761 37 21 17214827 17214827 Missense_Mutation SNP G A 56 234 c.2305G>A c.(2305-2307)GAA>AAA p.E769K

Pat_40 Post-Resistance C21orf59 56683 37 21 33982292 33982292 Missense_Mutation SNP C T 27 101 c.163G>A c.(163-165)GGC>AGC p.G55S



Pat_40 Post-Resistance SYNJ1 8867 37 21 34014274 34014274 Missense_Mutation SNP G A 4 94 c.3637C>T c.(3637-3639)CGC>TGC p.R1213C

Pat_40 Post-Resistance IL10RB 3588 37 21 34652102 34652102 Missense_Mutation SNP C T 150 220 c.377C>T c.(376-378)TCT>TTT p.S126F

Pat_40 Post-Resistance KCNJ15 3772 37 21 39672159 39672159 Missense_Mutation SNP G A 54 112 c.976G>A c.(976-978)GAT>AAT p.D326N

Pat_40 Post-Resistance DSCAM 1826 37 21 41719737 41719737 Missense_Mutation SNP C T 122 393 c.1070G>A c.(1069-1071)GGA>GAA p.G357E

Pat_40 Post-Resistance TRAPPC10 7109 37 21 45518395 45518395 Missense_Mutation SNP C T 37 178 c.3326C>T c.(3325-3327)TCG>TTG p.S1109L

Pat_40 Post-Resistance PTTG1IP 754 37 21 46275124 46275124 Splice_Site SNP C T 23 39 c.496_splice c.e5+1 p.G166_splice

Pat_40 Post-Resistance FTCD 10841 37 21 47570044 47570044 Missense_Mutation SNP G A 3 37 c.895C>T c.(895-897)CGG>TGG p.R299W

Pat_40 Post-Resistance MICAL3 57553 37 22 18370094 18370094 Missense_Mutation SNP G A 37 8 c.1999C>T c.(1999-2001)CCC>TCC p.P667S

Pat_40 Post-Resistance DGCR2 9993 37 22 19050757 19050757 Missense_Mutation SNP G A 3 104 c.583C>T c.(583-585)CGG>TGG p.R195W

Pat_40 Post-Resistance DGCR2 9993 37 22 19055633 19055633 Missense_Mutation SNP G A 4 100 c.308C>T c.(307-309)GCG>GTG p.A103V

Pat_40 Post-Resistance CLTCL1 8218 37 22 19170950 19170950 Missense_Mutation SNP A T 18 46 c.4780T>A c.(4780-4782)TTG>ATG p.L1594M

Pat_40 Post-Resistance BCR 613 37 22 23610637 23610637 Missense_Mutation SNP G A 38 4 c.1795G>A c.(1795-1797)GGA>AGA p.G599R

Pat_40 Post-Resistance VPREB3 29802 37 22 24095239 24095239 Nonsense_Mutation SNP G A 4 109 c.196C>T c.(196-198)CGA>TGA p.R66*

Pat_40 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 17 98 c.1116_1117CA>TG114-1119)TCCAAG>TCTG p.K373E

Pat_40 Post-Resistance CCDC157 550631 37 22 30772567 30772567 Missense_Mutation SNP T C 7 397 c.2092T>C c.(2092-2094)TCT>CCT p.S698P

Pat_40 Post-Resistance SYN3 8224 37 22 32992686 32992686 Missense_Mutation SNP C T 5 99 c.748G>A c.(748-750)GGA>AGA p.G250R

Pat_40 Post-Resistance IFT27 11020 37 22 37159046 37159046 Missense_Mutation SNP C T 3 87 c.364G>A c.(364-366)GGG>AGG p.G122R

Pat_40 Post-Resistance SSTR3 6753 37 22 37603516 37603517 Nonsense_Mutation DNP CC TT 40 9 c.326_327GG>AA c.(325-327)TGG>TAA p.W109*

Pat_40 Post-Resistance TRIOBP 11078 37 22 38120290 38120290 Missense_Mutation SNP G C 8 376 c.1727G>C c.(1726-1728)AGA>ACA p.R576T

Pat_40 Post-Resistance H1F0 3005 37 22 38201896 38201897 Nonsense_Mutation DNP GA AT 22 64 c.345_346GA>AT(343-348)AAGAAG>AAATA p.K116*

Pat_40 Post-Resistance EP300 2033 37 22 41573548 41573548 Missense_Mutation SNP G A 4 115 c.5833G>A c.(5833-5835)GTG>ATG p.V1945M

Pat_40 Post-Resistance ZC3H7B 23264 37 22 41721779 41721779 Missense_Mutation SNP C T 3 60 c.142C>T c.(142-144)CGG>TGG p.R48W

Pat_40 Post-Resistance PARVB 29780 37 22 44495969 44495969 Missense_Mutation SNP C T 35 99 c.239C>T c.(238-240)TCC>TTC p.S80F

Pat_40 Post-Resistance WNT7B 7477 37 22 46345908 46345908 Missense_Mutation SNP C T 48 42 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_40 Post-Resistance CELSR1 9620 37 22 46792517 46792517 Missense_Mutation SNP G A 40 7 c.5828C>T c.(5827-5829)CCG>CTG p.P1943L

Pat_40 Post-Resistance PLXNB2 23654 37 22 50715060 50715060 Missense_Mutation SNP G A 60 42 c.5335C>T c.(5335-5337)CGG>TGG p.R1779W

Pat_40 Post-Resistance CNTN6 27255 37 3 1367579 1367579 Missense_Mutation SNP G A 49 57 c.1027G>A c.(1027-1029)GGA>AGA p.G343R

Pat_40 Post-Resistance HRH1 3269 37 3 11301460 11301460 Missense_Mutation SNP G A 5 13 c.737G>A c.(736-738)GGG>GAG p.G246E

Pat_40 Post-Resistance CAND2 23066 37 3 12858191 12858191 Missense_Mutation SNP T C 24 58 c.1760T>C c.(1759-1761)GTG>GCG p.V587A

Pat_40 Post-Resistance NUP210 23225 37 3 13461569 13461569 Missense_Mutation SNP C T 4 6 c.158G>A c.(157-159)TGC>TAC p.C53Y

Pat_40 Post-Resistance PLCL2 23228 37 3 17053134 17053134 Missense_Mutation SNP T A 25 32 c.2272T>A c.(2272-2274)TTT>ATT p.F758I

Pat_40 Post-Resistance LRRC3B 116135 37 3 26751248 26751248 Missense_Mutation SNP C T 44 84 c.85C>T c.(85-87)CAT>TAT p.H29Y

Pat_40 Post-Resistance DYNC1LI1 51143 37 3 32571119 32571119 Nonsense_Mutation SNP G A 3 55 c.1219C>T c.(1219-1221)CGA>TGA p.R407*

Pat_40 Post-Resistance GLB1 2720 37 3 33087713 33087713 Missense_Mutation SNP G A 4 96 c.967C>T c.(967-969)CCC>TCC p.P323S

Pat_40 Post-Resistance SCN5A 6331 37 3 38648165 38648165 Nonsense_Mutation SNP G A 7 3 c.1135C>T c.(1135-1137)CAG>TAG p.Q379*

Pat_40 Post-Resistance SCN10A 6336 37 3 38793820 38793820 Missense_Mutation SNP G A 19 18 c.1645C>T c.(1645-1647)CTC>TTC p.L549F

Pat_40 Post-Resistance CTNNB1 1499 37 3 41266137 41266137 Missense_Mutation SNP C T 22 64 c.134C>T c.(133-135)TCT>TTT p.S45F

Pat_40 Post-Resistance CXCR6 10663 37 3 45988860 45988860 Missense_Mutation SNP G A 16 28 c.887G>A c.(886-888)CGA>CAA p.R296Q

Pat_40 Post-Resistance CCR3 1232 37 3 46307479 46307479 Missense_Mutation SNP A G 31 47 c.830A>G c.(829-831)AAG>AGG p.K277R

Pat_40 Post-Resistance PTH1R 5745 37 3 46939575 46939575 Nonsense_Mutation SNP C T 4 89 c.436C>T c.(436-438)CGA>TGA p.R146*

Pat_40 Post-Resistance SCAP 22937 37 3 47476586 47476586 Missense_Mutation SNP A C 37 59 c.164T>G c.(163-165)GTG>GGG p.V55G

Pat_40 Post-Resistance PLXNB1 5364 37 3 48459905 48459905 Missense_Mutation SNP A G 10 17 c.3002T>C c.(3001-3003)CTG>CCG p.L1001P

Pat_40 Post-Resistance PLXNB1 5364 37 3 48465923 48465923 Missense_Mutation SNP G A 2 4 c.98C>T c.(97-99)ACG>ATG p.T33M

Pat_40 Post-Resistance LAMB2 3913 37 3 49163916 49163916 Missense_Mutation SNP G A 43 36 c.2033C>T c.(2032-2034)CCT>CTT p.P678L

Pat_40 Post-Resistance DOCK3 1795 37 3 51395405 51395405 Missense_Mutation SNP G T 48 84 c.4781G>T c.(4780-4782)GGA>GTA p.G1594V

Pat_40 Post-Resistance DOCK3 1795 37 3 51418581 51418582 Missense_Mutation DNP CC TT 22 49 c.5684_5685CC>TT c.(5683-5685)TCC>TTT p.S1895F

Pat_40 Post-Resistance ITIH4 3700 37 3 52850994 52850994 Missense_Mutation SNP A G 3 94 c.2377T>C c.(2377-2379)TGG>CGG p.W793R



Pat_40 Post-Resistance TKT 7086 37 3 53263409 53263409 Missense_Mutation SNP G A 9 10 c.1151C>T c.(1150-1152)CCC>CTC p.P384L

Pat_40 Post-Resistance CACNA1D 776 37 3 53781378 53781378 Missense_Mutation SNP C T 71 76 c.3217C>T c.(3217-3219)CGT>TGT p.R1073C

Pat_40 Post-Resistance CACNA2D3 55799 37 3 54615870 54615870 Missense_Mutation SNP G A 26 25 c.929G>A c.(928-930)GGA>GAA p.G310E

Pat_40 Post-Resistance C3orf63 23272 37 3 56680705 56680705 Missense_Mutation SNP A G 32 85 c.2060T>C c.(2059-2061)TTA>TCA p.L687S

Pat_40 Post-Resistance PXK 54899 37 3 58410506 58410506 Missense_Mutation SNP C T 757 32 c.1556C>T c.(1555-1557)CCA>CTA p.P519L

Pat_40 Post-Resistance CNTN3 5067 37 3 74315713 74315713 Missense_Mutation SNP C T 41 876 c.2905G>A c.(2905-2907)GAC>AAC p.D969N

Pat_40 Post-Resistance PROS1 5627 37 3 93624748 93624748 Missense_Mutation SNP A C 25 63 c.481T>G c.(481-483)TGC>GGC p.C161G

Pat_40 Post-Resistance IMPG2 50939 37 3 100962459 100962459 Nonsense_Mutation SNP G A 15 10 c.2716C>T c.(2716-2718)CGA>TGA p.R906*

Pat_40 Post-Resistance CD96 10225 37 3 111325559 111325559 Missense_Mutation SNP C T 88 124 c.1148C>T c.(1147-1149)TCC>TTC p.S383F

Pat_40 Post-Resistance MBD4 8930 37 3 129155742 129155742 Missense_Mutation SNP C T 52 101 c.745G>A c.(745-747)GGA>AGA p.G249R

Pat_40 Post-Resistance NMNAT3 349565 37 3 139297817 139297817 Missense_Mutation SNP G C 15 34 c.190C>G c.(190-192)CGA>GGA p.R64G

Pat_40 Post-Resistance AADACL2 344752 37 3 151475240 151475240 Missense_Mutation SNP G A 56 91 c.1064G>A c.(1063-1065)CGA>CAA p.R355Q

Pat_40 Post-Resistance SLITRK3 22865 37 3 164905945 164905945 Missense_Mutation SNP G A 10 13 c.2674C>T c.(2674-2676)CCT>TCT p.P892S

Pat_40 Post-Resistance FNDC3B 64778 37 3 171965431 171965432 Missense_Mutation DNP CC TT 126 264 c.373_374CC>TT c.(373-375)CCC>TTC p.P125F

Pat_40 Post-Resistance FNDC3B 64778 37 3 172115059 172115059 Missense_Mutation SNP G A 35 66 c.3409G>A c.(3409-3411)GAG>AAG p.E1137K

Pat_40 Post-Resistance KLHL6 89857 37 3 183273180 183273180 Missense_Mutation SNP C T 4 207 c.262G>A c.(262-264)GTG>ATG p.V88M

Pat_40 Post-Resistance ABCF3 55324 37 3 183910456 183910456 Missense_Mutation SNP G A 11 14 c.1637G>A c.(1636-1638)CGG>CAG p.R546Q

Pat_40 Post-Resistance C3orf59 151963 37 3 192516621 192516621 Missense_Mutation SNP G A 13 29 c.1030C>T c.(1030-1032)CCT>TCT p.P344S

Pat_40 Post-Resistance C3orf59 151963 37 3 192517362 192517362 Missense_Mutation SNP C T 4 99 c.289G>A c.(289-291)GTG>ATG p.V97M

Pat_40 Post-Resistance ZNF721 170960 37 4 436514 436514 Missense_Mutation SNP C T 65 302 c.1742G>A c.(1741-1743)GGA>GAA p.G581E

Pat_40 Post-Resistance ZNF721 170960 37 4 436658 436658 Missense_Mutation SNP A T 12 373 c.1598T>A c.(1597-1599)GTA>GAA p.V533E

Pat_40 Post-Resistance PIGG 54872 37 4 502757 502757 Missense_Mutation SNP C T 24 59 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_40 Post-Resistance FAM193A 8603 37 4 2696821 2696821 Missense_Mutation SNP G A 5 177 c.2368G>A c.(2368-2370)GAC>AAC p.D790N

Pat_40 Post-Resistance ADD1 118 37 4 2906492 2906492 Missense_Mutation SNP G T 10 202 c.1163G>T c.(1162-1164)GGC>GTC p.G388V

Pat_40 Post-Resistance HTT 3064 37 4 3208651 3208651 Missense_Mutation SNP C T 4 104 c.6022C>T c.(6022-6024)CGC>TGC p.R2008C

Pat_40 Post-Resistance EVC2 132884 37 4 5624469 5624469 Missense_Mutation SNP G T 4 61 c.2296C>A c.(2296-2298)CGT>AGT p.R766S

Pat_40 Post-Resistance CRMP1 1400 37 4 5843131 5843131 Missense_Mutation SNP C T 98 283 c.715G>A c.(715-717)GCC>ACC p.A239T

Pat_40 Post-Resistance JAKMIP1 152789 37 4 6066645 6066645 Missense_Mutation SNP C T 46 37 c.1393G>A c.(1393-1395)GAC>AAC p.D465N

Pat_40 Post-Resistance WFS1 7466 37 4 6303478 6303478 Nonsense_Mutation SNP C A 66 243 c.1956C>A c.(1954-1956)TAC>TAA p.Y652*

Pat_40 Post-Resistance AFAP1 60312 37 4 7770626 7770626 Missense_Mutation SNP C T 30 97 c.2111G>A c.(2110-2112)AGC>AAC p.S704N

Pat_40 Post-Resistance CPEB2 132864 37 4 15063811 15063811 Missense_Mutation SNP C T 167 518 c.1469C>T c.(1468-1470)TCC>TTC p.S490F

Pat_40 Post-Resistance RBPJ 3516 37 4 26431526 26431526 Missense_Mutation SNP C T 10 33 c.934C>T c.(934-936)CCA>TCA p.P312S

Pat_40 Post-Resistance GUF1 60558 37 4 44691864 44691864 Missense_Mutation SNP G A 44 111 c.1207G>A c.(1207-1209)GGA>AGA p.G403R

Pat_40 Post-Resistance UGT2B28 54490 37 4 70146351 70146351 Missense_Mutation SNP G A 150 338 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_40 Post-Resistance UGT2B28 54490 37 4 70146547 70146547 Missense_Mutation SNP C T 49 177 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_40 Post-Resistance ALB 213 37 4 74285291 74285291 Missense_Mutation SNP G A 81 61 c.1720G>A c.(1720-1722)GAT>AAT p.D574N

Pat_40 Post-Resistance FRAS1 80144 37 4 79301056 79301056 Missense_Mutation SNP G A 43 53 c.3469G>A c.(3469-3471)GGA>AGA p.G1157R

Pat_40 Post-Resistance BMP2K 55589 37 4 79832861 79832861 Missense_Mutation SNP G T 65 256 c.3160G>T c.(3160-3162)GAT>TAT p.D1054Y

Pat_40 Post-Resistance BMP3 651 37 4 81967248 81967248 Missense_Mutation SNP G A 127 93 c.673G>A c.(673-675)GGA>AGA p.G225R

Pat_40 Post-Resistance RASGEF1B 153020 37 4 82378748 82378748 Missense_Mutation SNP T A 25 252 c.205A>T c.(205-207)AGT>TGT p.S69C

Pat_40 Post-Resistance HPSE 10855 37 4 84230632 84230632 Missense_Mutation SNP G A 5 195 c.907C>T c.(907-909)CGG>TGG p.R303W

Pat_40 Post-Resistance ADH1B 125 37 4 100232022 100232022 Missense_Mutation SNP C T 78 250 c.1003G>A c.(1003-1005)GAT>AAT p.D335N

Pat_40 Post-Resistance ADH7 131 37 4 100349774 100349774 Missense_Mutation SNP C T 131 324 c.170G>A c.(169-171)GGA>GAA p.G57E

Pat_40 Post-Resistance CENPE 1062 37 4 104072535 104072535 Splice_Site SNP C T 7 14 c.3238_splice c.e26-1 p.T1080_splice

Pat_40 Post-Resistance EGF 1950 37 4 110883099 110883099 Missense_Mutation SNP C T 218 159 c.1270C>T c.(1270-1272)CCT>TCT p.P424S

Pat_40 Post-Resistance EGF 1950 37 4 110884429 110884430 Missense_Mutation DNP GG AA 109 129 .1413_1414GG>AA1411-1416)CTGGAT>CTAA p.D472N

Pat_40 Post-Resistance LARP7 51574 37 4 113568238 113568238 Missense_Mutation SNP C T 49 182 c.601C>T c.(601-603)CCT>TCT p.P201S



Pat_40 Post-Resistance PHF17 79960 37 4 129773398 129773398 Missense_Mutation SNP A G 14 148 c.671A>G c.(670-672)GAC>GGC p.D224G

Pat_40 Post-Resistance TBC1D9 23158 37 4 141590792 141590792 Missense_Mutation SNP T C 14 43 c.1433A>G c.(1432-1434)AAA>AGA p.K478R

Pat_40 Post-Resistance MAB21L2 10586 37 4 151504863 151504863 Missense_Mutation SNP G A 51 37 c.682G>A c.(682-684)GAC>AAC p.D228N

Pat_40 Post-Resistance TLR2 7097 37 4 154625141 154625141 Missense_Mutation SNP C T 30 34 c.1082C>T c.(1081-1083)TCA>TTA p.S361L

Pat_40 Post-Resistance RBM46 166863 37 4 155719334 155719334 Missense_Mutation SNP C T 47 136 c.523C>T c.(523-525)CCA>TCA p.P175S

Pat_40 Post-Resistance GUCY1A3 2982 37 4 156618119 156618119 Missense_Mutation SNP G A 19 53 c.100G>A c.(100-102)GCA>ACA p.A34T

Pat_40 Post-Resistance GRIA2 2891 37 4 158284078 158284078 Missense_Mutation SNP G A 42 148 c.2534G>A c.(2533-2535)CGA>CAA p.R845Q

Pat_40 Post-Resistance TLL1 7092 37 4 166963247 166963247 Missense_Mutation SNP C T 94 267 c.1330C>T c.(1330-1332)CGT>TGT p.R444C

Pat_40 Post-Resistance DDX60 55601 37 4 169227743 169227743 Nonsense_Mutation SNP C T 42 203 c.393G>A c.(391-393)TGG>TGA p.W131*

Pat_40 Post-Resistance PALLD 23022 37 4 169630191 169630191 Missense_Mutation SNP C A 18 275 c.1514C>A c.(1513-1515)ACC>AAC p.T505N

Pat_40 Post-Resistance NEK1 4750 37 4 170506576 170506576 Missense_Mutation SNP C T 25 48 c.731G>A c.(730-732)AGG>AAG p.R244K

Pat_40 Post-Resistance C4orf41 60684 37 4 184598649 184598649 Missense_Mutation SNP G A 66 192 c.773G>A c.(772-774)AGA>AAA p.R258K

Pat_40 Post-Resistance FAT1 2195 37 4 187541333 187541333 Missense_Mutation SNP G A 35 105 c.6407C>T c.(6406-6408)TCA>TTA p.S2136L

Pat_40 Post-Resistance AHRR 57491 37 5 433016 433016 Missense_Mutation SNP C A 3 5 c.1132C>A c.(1132-1134)CTC>ATC p.L378I

Pat_40 Post-Resistance ADAMTS16 170690 37 5 5262860 5262860 Missense_Mutation SNP G A 41 109 c.2753G>A c.(2752-2754)GGG>GAG p.G918E

Pat_40 Post-Resistance FASTKD3 79072 37 5 7859553 7859553 Missense_Mutation SNP C T 37 73 c.1984G>A c.(1984-1986)GAA>AAA p.E662K

Pat_40 Post-Resistance MTRR 4552 37 5 7892881 7892881 Missense_Mutation SNP A G 286 188 c.1493A>G c.(1492-1494)AAC>AGC p.N498S

Pat_40 Post-Resistance DNAH5 1767 37 5 13700913 13700913 Nonsense_Mutation SNP C T 151 133 c.13559G>A c.(13558-13560)TGG>TAG p.W4520*

Pat_40 Post-Resistance DNAH5 1767 37 5 13823473 13823473 Missense_Mutation SNP C T 18 58 c.6586G>A c.(6586-6588)GAG>AAG p.E2196K

Pat_40 Post-Resistance GOLPH3 64083 37 5 32126541 32126541 Missense_Mutation SNP C G 101 106 c.674G>C c.(673-675)TGG>TCG p.W225S

Pat_40 Post-Resistance C9 735 37 5 39311479 39311479 Missense_Mutation SNP C T 44 85 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Post-Resistance ITGA1 3672 37 5 52221138 52221138 Missense_Mutation SNP G A 38 126 c.2434G>A c.(2434-2436)GAA>AAA p.E812K

Pat_40 Post-Resistance DDX4 54514 37 5 55110910 55110910 Missense_Mutation SNP C T 116 296 c.1897C>T c.(1897-1899)CGT>TGT p.R633C

Pat_40 Post-Resistance F2RL1 2150 37 5 76128587 76128587 Missense_Mutation SNP G A 53 120 c.155G>A c.(154-156)GGA>GAA p.G52E

Pat_40 Post-Resistance GPR98 84059 37 5 89990494 89990494 Missense_Mutation SNP G A 48 37 c.7921G>A c.(7921-7923)GGA>AGA p.G2641R

Pat_40 Post-Resistance MCTP1 79772 37 5 94204141 94204141 Missense_Mutation SNP A C 47 84 c.2333T>G c.(2332-2334)TTT>TGT p.F778C

Pat_40 Post-Resistance EPB41L4A 64097 37 5 111545588 111545588 Splice_Site SNP C T 63 63 c.1178_splice c.e13+1 p.S393_splice

Pat_40 Post-Resistance MCC 4163 37 5 112824014 112824014 Missense_Mutation SNP C T 3 44 c.98G>A c.(97-99)AGC>AAC p.S33N

Pat_40 Post-Resistance FAM170A 340069 37 5 118969746 118969746 Missense_Mutation SNP T G 67 58 c.303T>G c.(301-303)CAT>CAG p.H101Q

Pat_40 Post-Resistance FTMT 94033 37 5 121188229 121188229 Missense_Mutation SNP G A 64 178 c.571G>A c.(571-573)GAT>AAT p.D191N

Pat_40 Post-Resistance P4HA2 8974 37 5 131545009 131545009 Missense_Mutation SNP C A 93 75 c.725G>T c.(724-726)CGA>CTA p.R242L

Pat_40 Post-Resistance KIF3A 11127 37 5 132037886 132037886 Missense_Mutation SNP C T 54 143 c.1696G>A c.(1696-1698)GAA>AAA p.E566K

Pat_40 Post-Resistance TIFAB 497189 37 5 134785386 134785386 Missense_Mutation SNP C T 61 113 c.244G>A c.(244-246)GGC>AGC p.G82S

Pat_40 Post-Resistance KLHL3 26249 37 5 136974690 136974691 Missense_Mutation DNP CC TT 23 65 c.1170_1171GG>AA168-1173)GCGGTG>GCAA p.V391M

Pat_40 Post-Resistance PCDHA2 56146 37 5 140175006 140175006 Missense_Mutation SNP C T 43 24 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_40 Post-Resistance PCDHA3 56145 37 5 140182748 140182748 Missense_Mutation SNP G A 30 75 c.1966G>A c.(1966-1968)GAA>AAA p.E656K

Pat_40 Post-Resistance PCDHA4 56144 37 5 140187721 140187721 Missense_Mutation SNP G A 45 140 c.949G>A c.(949-951)GAA>AAA p.E317K

Pat_40 Post-Resistance PCDHA5 56143 37 5 140202835 140202835 Missense_Mutation SNP C T 39 85 c.1475C>T c.(1474-1476)TCG>TTG p.S492L

Pat_40 Post-Resistance PCDHA10 56139 37 5 140237555 140237555 Missense_Mutation SNP C T 25 15 c.1922C>T c.(1921-1923)TCG>TTG p.S641L

Pat_40 Post-Resistance PCDHB6 56130 37 5 140530709 140530709 Missense_Mutation SNP G A 100 76 c.871G>A c.(871-873)GAA>AAA p.E291K

Pat_40 Post-Resistance PCDHB6 56130 37 5 140531786 140531786 Missense_Mutation SNP C T 9 54 c.1948C>T c.(1948-1950)CGC>TGC p.R650C

Pat_40 Post-Resistance PCDHGB2 56103 37 5 140741165 140741165 Missense_Mutation SNP C T 28 20 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_40 Post-Resistance PCDHGB3 56102 37 5 140750571 140750571 Missense_Mutation SNP G A 36 23 c.610G>A c.(610-612)GAG>AAG p.E204K

Pat_40 Post-Resistance PCDHGA8 9708 37 5 140773695 140773695 Missense_Mutation SNP G A 3 70 c.1315G>A c.(1315-1317)GCT>ACT p.A439T

Pat_40 Post-Resistance PCDHGC5 56097 37 5 140869774 140869774 Missense_Mutation SNP C T 3 61 c.967C>T c.(967-969)CGT>TGT p.R323C

Pat_40 Post-Resistance ARHGAP26 23092 37 5 142311641 142311641 Missense_Mutation SNP C T 50 168 c.1058C>T c.(1057-1059)TCG>TTG p.S353L

Pat_40 Post-Resistance FBXO38 81545 37 5 147778639 147778639 Missense_Mutation SNP G A 89 144 c.206G>A c.(205-207)CGA>CAA p.R69Q



Pat_40 Post-Resistance CSF1R 1436 37 5 149460399 149460399 Missense_Mutation SNP C T 3 27 c.238G>A c.(238-240)GGG>AGG p.G80R

Pat_40 Post-Resistance SLC36A2 153201 37 5 150704953 150704953 Missense_Mutation SNP C T 25 40 c.904G>A c.(904-906)GGA>AGA p.G302R

Pat_40 Post-Resistance SLIT3 6586 37 5 168135006 168135006 Missense_Mutation SNP C T 4 79 c.2819G>A c.(2818-2820)CGC>CAC p.R940H

Pat_40 Post-Resistance CCDC99 54908 37 5 169015538 169015538 Nonsense_Mutation SNP C T 53 179 c.118C>T c.(118-120)CAA>TAA p.Q40*

Pat_40 Post-Resistance DOCK2 1794 37 5 169461444 169461444 Missense_Mutation SNP C T 5 139 c.3509C>T c.(3508-3510)TCG>TTG p.S1170L

Pat_40 Post-Resistance CPLX2 10814 37 5 175305922 175305922 Missense_Mutation SNP G A 12 31 c.43G>A c.(43-45)GAC>AAC p.D15N

Pat_40 Post-Resistance NSD1 64324 37 5 176631253 176631253 Missense_Mutation SNP G A 29 69 c.1196G>A c.(1195-1197)AGG>AAG p.R399K

Pat_40 Post-Resistance DOK3 79930 37 5 176931802 176931802 Missense_Mutation SNP C T 14 35 c.755G>A c.(754-756)GGC>GAC p.G252D

Pat_40 Post-Resistance BTNL8 79908 37 5 180377053 180377053 Missense_Mutation SNP G A 16 66 c.1012G>A c.(1012-1014)GCA>ACA p.A338T

Pat_40 Post-Resistance BTNL3 10917 37 5 180424335 180424335 Missense_Mutation SNP G A 13 50 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_40 Post-Resistance BTNL3 10917 37 5 180432588 180432588 Missense_Mutation SNP C T 89 51 c.1117C>T c.(1117-1119)CCC>TCC p.P373S

Pat_40 Post-Resistance GNB2L1 10399 37 5 180666075 180666075 Missense_Mutation SNP C T 138 270 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_40 Post-Resistance EXOC2 55770 37 6 572614 572614 Missense_Mutation SNP G A 56 65 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_40 Post-Resistance WRNIP1 56897 37 6 2766550 2766550 Missense_Mutation SNP C T 3 52 c.694C>T c.(694-696)CGT>TGT p.R232C

Pat_40 Post-Resistance RANBP9 10048 37 6 13634740 13634741 Missense_Mutation DNP CC TT 66 80 .1717_1718GG>AAc.(1717-1719)GGA>AAA p.G573K

Pat_40 Post-Resistance NUP153 9972 37 6 17675825 17675825 Missense_Mutation SNP C T 33 128 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_40 Post-Resistance CDKAL1 54901 37 6 21201495 21201495 Missense_Mutation SNP G T 8 172 c.1538G>T c.(1537-1539)GGT>GTT p.G513V

Pat_40 Post-Resistance GPLD1 2822 37 6 24445860 24445860 Missense_Mutation SNP C T 50 62 c.1934G>A c.(1933-1935)GGG>GAG p.G645E

Pat_40 Post-Resistance HIST1H2BC 8347 37 6 26123919 26123919 Missense_Mutation SNP C T 219 313 c.214G>A c.(214-216)GAG>AAG p.E72K

Pat_40 Post-Resistance OR5V1 81696 37 6 29323822 29323822 Missense_Mutation SNP T A 27 332 c.151A>T c.(151-153)ACT>TCT p.T51S

Pat_40 Post-Resistance CCHCR1 54535 37 6 31124662 31124662 Missense_Mutation SNP T C 4 149 c.76A>G c.(76-78)AGA>GGA p.R26G

Pat_40 Post-Resistance HLA-B 3106 37 6 31322904 31322904 Missense_Mutation SNP A T 79 145 c.992T>A c.(991-993)ATG>AAG p.M331K

Pat_40 Post-Resistance MSH5 4439 37 6 31727727 31727727 Missense_Mutation SNP C T 15 30 c.1660C>T c.(1660-1662)CTT>TTT p.L554F

Pat_40 Post-Resistance C6orf27 80737 37 6 31735258 31735259 Missense_Mutation DNP GG AA 23 70 c.1669_1670CC>TT c.(1669-1671)CCT>TTT p.P557F

Pat_40 Post-Resistance PBX2 5089 37 6 32157623 32157623 Missense_Mutation SNP C T 7 15 c.70G>A c.(70-72)GAG>AAG p.E24K

Pat_40 Post-Resistance ZNF318 24149 37 6 43323693 43323693 Missense_Mutation SNP G A 28 120 c.1379C>T c.(1378-1380)CCC>CTC p.P460L

Pat_40 Post-Resistance CAPN11 11131 37 6 44144035 44144035 Missense_Mutation SNP C T 76 143 c.961C>T c.(961-963)CCC>TCC p.P321S

Pat_40 Post-Resistance RCAN2 10231 37 6 46214583 46214583 Missense_Mutation SNP G A 36 121 c.335C>T c.(334-336)TCG>TTG p.S112L

Pat_40 Post-Resistance GPR116 221395 37 6 46827142 46827142 Missense_Mutation SNP G A 41 88 c.2498C>T c.(2497-2499)TCC>TTC p.S833F

Pat_40 Post-Resistance GSTA1 2938 37 6 52658965 52658965 Missense_Mutation SNP G C 31 465 c.372C>G c.(370-372)ATC>ATG p.I124M

Pat_40 Post-Resistance TINAG 27283 37 6 54173703 54173703 Missense_Mutation SNP G A 93 86 c.355G>A c.(355-357)GGT>AGT p.G119S

Pat_40 Post-Resistance BAI3 577 37 6 69665943 69665943 Missense_Mutation SNP C T 29 81 c.1223C>T c.(1222-1224)TCG>TTG p.S408L

Pat_40 Post-Resistance FAM135A 57579 37 6 71238035 71238035 Missense_Mutation SNP C T 75 74 c.3655C>T c.(3655-3657)CCT>TCT p.P1219S

Pat_40 Post-Resistance FAM135A 57579 37 6 71266500 71266500 Missense_Mutation SNP C T 81 147 c.4276C>T c.(4276-4278)CGC>TGC p.R1426C

Pat_40 Post-Resistance COL12A1 1303 37 6 75822998 75822998 Missense_Mutation SNP C A 57 266 c.7872G>T c.(7870-7872)AAG>AAT p.K2624N

Pat_40 Post-Resistance FILIP1 27145 37 6 76022621 76022621 Missense_Mutation SNP C T 64 58 c.2927G>A c.(2926-2928)CGA>CAA p.R976Q

Pat_40 Post-Resistance PRSS35 167681 37 6 84234328 84234328 Missense_Mutation SNP C T 46 29 c.1168C>T c.(1168-1170)CGC>TGC p.R390C

Pat_40 Post-Resistance GRIK2 2898 37 6 102503320 102503320 Missense_Mutation SNP C A 35 98 c.2427C>A c.(2425-2427)AGC>AGA p.S809R

Pat_40 Post-Resistance LAMA4 3910 37 6 112476887 112476887 Missense_Mutation SNP C T 168 160 c.1839G>A c.(1837-1839)ATG>ATA p.M613I

Pat_40 Post-Resistance ROS1 6098 37 6 117662453 117662453 Missense_Mutation SNP C T 73 94 c.4924G>A c.(4924-4926)GAA>AAA p.E1642K

Pat_40 Post-Resistance FAM184A 79632 37 6 119295618 119295618 Missense_Mutation SNP C T 102 187 c.2890G>A c.(2890-2892)GAA>AAA p.E964K

Pat_40 Post-Resistance VNN2 8875 37 6 133078678 133078678 Missense_Mutation SNP C T 57 124 c.221G>A c.(220-222)CGA>CAA p.R74Q

Pat_40 Post-Resistance BCLAF1 9774 37 6 136599171 136599171 Missense_Mutation SNP C T 11 54 c.848G>A c.(847-849)CGA>CAA p.R283Q

Pat_40 Post-Resistance MAP7 9053 37 6 136683834 136683834 Missense_Mutation SNP G T 3 22 c.1280C>A c.(1279-1281)CCA>CAA p.P427Q

Pat_40 Post-Resistance SHPRH 257218 37 6 146276260 146276260 Missense_Mutation SNP G A 48 74 c.199C>T c.(199-201)CAC>TAC p.H67Y

Pat_40 Post-Resistance ZBTB2 57621 37 6 151687684 151687684 Missense_Mutation SNP C T 26 27 c.517G>A c.(517-519)GAG>AAG p.E173K

Pat_40 Post-Resistance TULP4 56995 37 6 158923439 158923439 Missense_Mutation SNP C T 28 42 c.2744C>T c.(2743-2745)ACC>ATC p.T915I



Pat_40 Post-Resistance IGF2R 3482 37 6 160455485 160455485 Nonsense_Mutation SNP G T 4 132 c.1246G>T c.(1246-1248)GGA>TGA p.G416*

Pat_40 Post-Resistance IGF2R 3482 37 6 160511078 160511078 Missense_Mutation SNP G A 3 73 c.6598G>A c.(6598-6600)GAT>AAT p.D2200N

Pat_40 Post-Resistance LPA 4018 37 6 160978522 160978522 Nonsense_Mutation SNP C T 56 82 c.4713G>A c.(4711-4713)TGG>TGA p.W1571*

Pat_40 Post-Resistance LPA 4018 37 6 161020605 161020605 Missense_Mutation SNP C T 218 303 c.3214G>A c.(3214-3216)GGA>AGA p.G1072R

Pat_40 Post-Resistance PLG 5340 37 6 161143526 161143526 Missense_Mutation SNP G A 162 226 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_40 Post-Resistance THBS2 7058 37 6 169629684 169629684 Missense_Mutation SNP C T 5 174 c.2242G>A c.(2242-2244)GGT>AGT p.G748S

Pat_40 Post-Resistance AMZ1 155185 37 7 2740383 2740383 Missense_Mutation SNP C T 33 40 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_40 Post-Resistance PHF14 9678 37 7 11209061 11209061 Missense_Mutation SNP G A 6 20 c.2791G>A c.(2791-2793)GAA>AAA p.E931K

Pat_40 Post-Resistance TMEM106B 54664 37 7 12258147 12258147 Missense_Mutation SNP C T 5 190 c.281C>T c.(280-282)ACA>ATA p.T94I

Pat_40 Post-Resistance MACC1 346389 37 7 20199595 20199595 Missense_Mutation SNP G A 33 86 c.389C>T c.(388-390)TCC>TTC p.S130F

Pat_40 Post-Resistance DNAH11 8701 37 7 21747399 21747399 Missense_Mutation SNP C T 61 84 c.6650C>T c.(6649-6651)ACA>ATA p.T2217I

Pat_40 Post-Resistance FAM188B 84182 37 7 30831178 30831178 Missense_Mutation SNP C T 26 43 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_40 Post-Resistance CCDC129 223075 37 7 31682490 31682490 Missense_Mutation SNP G A 35 130 c.1506G>A c.(1504-1506)ATG>ATA p.M502I

Pat_40 Post-Resistance PDE1C 5137 37 7 31877577 31877577 Missense_Mutation SNP C T 202 291 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_40 Post-Resistance BMPER 168667 37 7 34097762 34097762 Missense_Mutation SNP G A 78 108 c.1019G>A c.(1018-1020)AGT>AAT p.S340N

Pat_40 Post-Resistance CDK13 8621 37 7 40038988 40038988 Nonsense_Mutation SNP A T 26 109 c.2071A>T c.(2071-2073)AAA>TAA p.K691*

Pat_40 Post-Resistance ZNF713 349075 37 7 55990859 55990859 Missense_Mutation SNP C T 89 151 c.53C>T c.(52-54)TCA>TTA p.S18L

Pat_40 Post-Resistance ZNF479 90827 37 7 57187788 57187788 Missense_Mutation SNP G A 8 332 c.1334C>T c.(1333-1335)GCC>GTC p.A445V

Pat_40 Post-Resistance ZNF107 51427 37 7 64167982 64167982 Missense_Mutation SNP C T 36 167 c.1300C>T c.(1300-1302)CAT>TAT p.H434Y

Pat_40 Post-Resistance HIP1 3092 37 7 75189170 75189170 Missense_Mutation SNP G T 3 43 c.1241C>A c.(1240-1242)GCA>GAA p.A414E

Pat_40 Post-Resistance FGL2 10875 37 7 76825822 76825822 Missense_Mutation SNP C T 73 337 c.1094G>A c.(1093-1095)CGA>CAA p.R365Q

Pat_40 Post-Resistance PCLO 27445 37 7 82583350 82583350 Missense_Mutation SNP C T 112 148 c.6919G>A c.(6919-6921)GAA>AAA p.E2307K

Pat_40 Post-Resistance PCLO 27445 37 7 82585683 82585683 Missense_Mutation SNP C T 20 58 c.4586G>A c.(4585-4587)CGA>CAA p.R1529Q

Pat_40 Post-Resistance ABCB1 5243 37 7 87160681 87160681 Missense_Mutation SNP C T 68 519 c.2614G>A c.(2614-2616)GGA>AGA p.G872R

Pat_40 Post-Resistance ABCB1 5243 37 7 87175289 87175289 Missense_Mutation SNP G A 136 227 c.1777C>T c.(1777-1779)CGT>TGT p.R593C

Pat_40 Post-Resistance ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 7 157 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_40 Post-Resistance RELN 5649 37 7 103206793 103206794 Missense_Mutation DNP CC TT 45 218 .4813_4814GG>AAc.(4813-4815)GGA>AAA p.G1605K

Pat_40 Post-Resistance PPP1R3A 5506 37 7 113519829 113519829 Missense_Mutation SNP C T 74 258 c.1318G>A c.(1318-1320)GAT>AAT p.D440N

Pat_40 Post-Resistance FOXP2 93986 37 7 114292325 114292325 Missense_Mutation SNP G A 319 30 c.1162G>A c.(1162-1164)GTG>ATG p.V388M

Pat_40 Post-Resistance CFTR 1080 37 7 117232308 117232308 Missense_Mutation SNP A T 18 69 c.2087A>T c.(2086-2088)AAA>ATA p.K696I

Pat_40 Post-Resistance SLC13A1 6561 37 7 122759211 122759211 Missense_Mutation SNP A C 31 106 c.1436T>G c.(1435-1437)TTG>TGG p.L479W

Pat_40 Post-Resistance ZNF800 168850 37 7 127013826 127013826 Missense_Mutation SNP G A 57 260 c.1564C>T c.(1564-1566)CCT>TCT p.P522S

Pat_40 Post-Resistance TSPAN33 340348 37 7 128806635 128806635 Missense_Mutation SNP G A 302 22 c.476G>A c.(475-477)GGG>GAG p.G159E

Pat_40 Post-Resistance DGKI 9162 37 7 137080445 137080445 Splice_Site SNP T A 4 99 c.2982_splice c.e33-1 p.T994_splice

Pat_40 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 311 34 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_40 Post-Resistance KEL 3792 37 7 142640960 142640961 Missense_Mutation DNP CC TT 6 45 .1501_1502GG>AAc.(1501-1503)GGA>AAA p.G501K

Pat_40 Post-Resistance TAS2R41 259287 37 7 143175722 143175722 Missense_Mutation SNP G A 48 230 c.757G>A c.(757-759)GAT>AAT p.D253N

Pat_40 Post-Resistance LOC441294 441294 37 7 143270156 143270156 Missense_Mutation SNP C T 26 326 c.1246C>T c.(1246-1248)CTT>TTT p.L416F

Pat_40 Post-Resistance ZNF282 8427 37 7 148895647 148895647 Missense_Mutation SNP G A 4 100 c.388G>A c.(388-390)GAG>AAG p.E130K

Pat_40 Post-Resistance ZNF777 27153 37 7 149152312 149152312 Missense_Mutation SNP A G 17 107 c.802T>C c.(802-804)TGG>CGG p.W268R

Pat_40 Post-Resistance C7orf29 113763 37 7 150027503 150027503 Missense_Mutation SNP C T 4 178 c.10C>T c.(10-12)CGC>TGC p.R4C

Pat_40 Post-Resistance MLL3 58508 37 7 151879283 151879283 Missense_Mutation SNP T A 56 187 c.5662A>T c.(5662-5664)AAC>TAC p.N1888Y

Pat_40 Post-Resistance MLL3 58508 37 7 151919131 151919131 Missense_Mutation SNP C T 90 446 c.3454G>A c.(3454-3456)GAA>AAA p.E1152K

Pat_40 Post-Resistance CSMD1 64478 37 8 2824251 2824251 Missense_Mutation SNP G A 26 49 c.8944C>T c.(8944-8946)CCT>TCT p.P2982S

Pat_40 Post-Resistance CSMD1 64478 37 8 3081309 3081309 Missense_Mutation SNP C T 52 96 c.4429G>A c.(4429-4431)GAA>AAA p.E1477K

Pat_40 Post-Resistance CSMD1 64478 37 8 3224730 3224730 Missense_Mutation SNP G A 8 18 c.2942C>T c.(2941-2943)TCC>TTC p.S981F

Pat_40 Post-Resistance XPO7 23039 37 8 21857050 21857050 Missense_Mutation SNP T G 96 155 c.2647T>G c.(2647-2649)TAC>GAC p.Y883D



Pat_40 Post-Resistance TNFRSF10A 8797 37 8 23049398 23049398 Missense_Mutation SNP C T 74 122 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_40 Post-Resistance ADAM7 8756 37 8 24324428 24324428 Missense_Mutation SNP C T 99 158 c.506C>T c.(505-507)TCC>TTC p.S169F

Pat_40 Post-Resistance NEFM 4741 37 8 24775836 24775836 Missense_Mutation SNP G A 9 9 c.2468G>A c.(2467-2469)AGG>AAG p.R823K

Pat_40 Post-Resistance DDHD2 23259 37 8 38092070 38092070 Missense_Mutation SNP C T 109 149 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_40 Post-Resistance SNAI2 6591 37 8 49832783 49832783 Missense_Mutation SNP G C 44 257 c.297C>G c.(295-297)CAC>CAG p.H99Q

Pat_40 Post-Resistance PXDNL 137902 37 8 52320967 52320967 Missense_Mutation SNP C T 48 7 c.3217G>A c.(3217-3219)GAA>AAA p.E1073K

Pat_40 Post-Resistance RP1 6101 37 8 55537556 55537557 Nonsense_Mutation DNP AG TA 64 55 c.1114_1115AG>TA c.(1114-1116)AGA>TAA p.R372*

Pat_40 Post-Resistance RP1 6101 37 8 55539350 55539350 Missense_Mutation SNP G A 141 42 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_40 Post-Resistance RP1 6101 37 8 55542726 55542726 Missense_Mutation SNP A G 8 310 c.6284A>G c.(6283-6285)TAC>TGC p.Y2095C

Pat_40 Post-Resistance CYP7B1 9420 37 8 65527628 65527628 Missense_Mutation SNP G A 43 402 c.1012C>T c.(1012-1014)CCC>TCC p.P338S

Pat_40 Post-Resistance VCPIP1 80124 37 8 67579161 67579161 Missense_Mutation SNP C A 4 22 c.33G>T c.(31-33)TTG>TTT p.L11F

Pat_40 Post-Resistance CPA6 57094 37 8 68346290 68346290 Missense_Mutation SNP G A 90 565 c.1024C>T c.(1024-1026)CCC>TCC p.P342S

Pat_40 Post-Resistance PREX2 80243 37 8 69028131 69028131 Missense_Mutation SNP C T 96 553 c.3290C>T c.(3289-3291)TCT>TTT p.S1097F

Pat_40 Post-Resistance RPL7 6129 37 8 74203316 74203316 Missense_Mutation SNP T C 4 178 c.710A>G c.(709-711)GAG>GGG p.E237G

Pat_40 Post-Resistance HNF4G 3174 37 8 76470899 76470899 Missense_Mutation SNP G A 63 543 c.739G>A c.(739-741)GAT>AAT p.D247N

Pat_40 Post-Resistance HEY1 23462 37 8 80677704 80677705 Missense_Mutation DNP CC TT 6 85 c.633_634GG>AA631-636)ACGGAA>ACAAA p.E212K

Pat_40 Post-Resistance C8orf47 203111 37 8 99102024 99102024 Missense_Mutation SNP G A 9 121 c.779G>A c.(778-780)AGA>AAA p.R260K

Pat_40 Post-Resistance STK3 6788 37 8 99718703 99718703 Missense_Mutation SNP G A 93 31 c.676C>T c.(676-678)CCA>TCA p.P226S

Pat_40 Post-Resistance RIMS2 9699 37 8 104987692 104987692 Missense_Mutation SNP G A 30 270 c.2219G>A c.(2218-2220)GGA>GAA p.G740E

Pat_40 Post-Resistance RIMS2 9699 37 8 105263859 105263859 Missense_Mutation SNP G A 315 253 c.3915G>A c.(3913-3915)ATG>ATA p.M1305I

Pat_40 Post-Resistance NRBP2 340371 37 8 144920908 144920908 Missense_Mutation SNP C T 4 54 c.784G>A c.(784-786)GTC>ATC p.V262I

Pat_40 Post-Resistance PTPRD 5789 37 9 8636785 8636785 Missense_Mutation SNP A T 130 14 c.124T>A c.(124-126)TCT>ACT p.S42T

Pat_40 Post-Resistance MPDZ 8777 37 9 13217180 13217180 Missense_Mutation SNP C A 24 4 c.1200G>T c.(1198-1200)TTG>TTT p.L400F

Pat_40 Post-Resistance UNC13B 10497 37 9 35313966 35313966 Missense_Mutation SNP G T 23 207 c.1147G>T c.(1147-1149)GTT>TTT p.V383F

Pat_40 Post-Resistance SHB 6461 37 9 38016038 38016038 Missense_Mutation SNP C T 84 34 c.808G>A c.(808-810)GAG>AAG p.E270K

Pat_40 Post-Resistance LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 8 114 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_40 Post-Resistance CENPP 401541 37 9 95373672 95373672 Missense_Mutation SNP C T 8 17 c.641C>T c.(640-642)CCA>CTA p.P214L

Pat_40 Post-Resistance SNX30 401548 37 9 115567122 115567122 Missense_Mutation SNP C T 5 195 c.223C>T c.(223-225)CTC>TTC p.L75F

Pat_40 Post-Resistance OR1N1 138883 37 9 125288794 125288794 Missense_Mutation SNP G A 64 8 c.779C>T c.(778-780)CCT>CTT p.P260L

Pat_40 Post-Resistance HSPA5 3309 37 9 128003071 128003071 Missense_Mutation SNP C T 3 87 c.238G>A c.(238-240)GCC>ACC p.A80T

Pat_40 Post-Resistance ANGPTL2 23452 37 9 129856164 129856164 Missense_Mutation SNP C T 3 98 c.859G>A c.(859-861)GAC>AAC p.D287N

Pat_40 Post-Resistance SLC2A8 29988 37 9 130167241 130167241 Missense_Mutation SNP C T 15 41 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_40 Post-Resistance LRSAM1 90678 37 9 130241696 130241696 Missense_Mutation SNP G A 3 65 c.815G>A c.(814-816)CGG>CAG p.R272Q

Pat_40 Post-Resistance C9orf78 51759 37 9 132594217 132594217 Missense_Mutation SNP G A 80 102 c.302C>T c.(301-303)TCG>TTG p.S101L

Pat_40 Post-Resistance RAPGEF1 2889 37 9 134514084 134514084 Missense_Mutation SNP C T 60 95 c.538G>A c.(538-540)GAA>AAA p.E180K

Pat_40 Post-Resistance WDR5 11091 37 9 137007527 137007527 Missense_Mutation SNP C T 38 38 c.427C>T c.(427-429)CTT>TTT p.L143F

Pat_40 Post-Resistance COL5A1 1289 37 9 137582859 137582859 Missense_Mutation SNP C T 17 17 c.211C>T c.(211-213)CCG>TCG p.P71S

Pat_40 Post-Resistance NOTCH1 4851 37 9 139413213 139413213 Missense_Mutation SNP C T 3 50 c.929G>A c.(928-930)GGG>GAG p.G310E

Pat_40 Post-Resistance TPRN 286262 37 9 140087077 140087077 Missense_Mutation SNP C T 13 10 c.1609G>A c.(1609-1611)GAG>AAG p.E537K

Pat_40 Post-Resistance TUBB2C 10383 37 9 140137584 140137585 Missense_Mutation DNP CC TT 55 54 c.914_915CC>TT c.(913-915)CCC>CTT p.P305L

Pat_40 Post-Resistance NLGN4X 57502 37 X 5810998 5810998 Missense_Mutation SNP T A 59 205 c.2311A>T c.(2311-2313)ATC>TTC p.I771F

Pat_40 Post-Resistance TLR7 51284 37 X 12903805 12903805 Missense_Mutation SNP C T 159 179 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_40 Post-Resistance TCEANC 170082 37 X 13681166 13681166 Missense_Mutation SNP T C 180 312 c.539T>C c.(538-540)CTT>CCT p.L180P

Pat_40 Post-Resistance KLHL15 80311 37 X 24024498 24024498 Missense_Mutation SNP G A 53 216 c.313C>T c.(313-315)CTT>TTT p.L105F

Pat_40 Post-Resistance DCAF8L2 347442 37 X 27766412 27766412 Missense_Mutation SNP G A 29 33 c.1400G>A c.(1399-1401)AGA>AAA p.R467K

Pat_40 Post-Resistance MAGEB1 4112 37 X 30269469 30269469 Missense_Mutation SNP G A 61 94 c.859G>A c.(859-861)GAG>AAG p.E287K

Pat_40 Post-Resistance DMD 1756 37 X 32361316 32361316 Missense_Mutation SNP A T 58 142 c.5674T>A c.(5674-5676)TGC>AGC p.C1892S



Pat_40 Post-Resistance CXorf22 170063 37 X 35974281 35974281 Missense_Mutation SNP G A 39 59 c.1378G>A c.(1378-1380)GAA>AAA p.E460K

Pat_40 Post-Resistance OTC 5009 37 X 38212016 38212016 Nonsense_Mutation SNP C T 76 93 c.67C>T c.(67-69)CGA>TGA p.R23*

Pat_40 Post-Resistance MED14 9282 37 X 40518681 40518681 Missense_Mutation SNP C T 49 62 c.3863G>A c.(3862-3864)AGA>AAA p.R1288K

Pat_40 Post-Resistance RBM10 8241 37 X 47045530 47045530 Missense_Mutation SNP C G 25 44 c.2497C>G c.(2497-2499)CCC>GCC p.P833A

Pat_40 Post-Resistance LOC100133957 100133957 37 X 47518383 47518384 Missense_Mutation DNP CT AA 26 69 c.59_60CT>AA c.(58-60)CCT>CAA p.P20Q

Pat_40 Post-Resistance ZNF81 347344 37 X 47774499 47774499 Missense_Mutation SNP C T 25 35 c.454C>T c.(454-456)CGC>TGC p.R152C

Pat_40 Post-Resistance CACNA1F 778 37 X 49066097 49066097 Missense_Mutation SNP C T 5 23 c.4846G>A c.(4846-4848)GCC>ACC p.A1616T

Pat_40 Post-Resistance ITIH5L 347365 37 X 54823498 54823498 Missense_Mutation SNP G A 36 52 c.134C>T c.(133-135)ACG>ATG p.T45M

Pat_40 Post-Resistance TRO 7216 37 X 54949440 54949440 Missense_Mutation SNP C T 19 45 c.475C>T c.(475-477)CAT>TAT p.H159Y

Pat_40 Post-Resistance SPIN4 139886 37 X 62570220 62570220 Missense_Mutation SNP G A 78 229 c.479C>T c.(478-480)CCT>CTT p.P160L

Pat_40 Post-Resistance PJA1 64219 37 X 68381748 68381748 Missense_Mutation SNP C T 28 107 c.1334G>A c.(1333-1335)CGA>CAA p.R445Q

Pat_40 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 6 137 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_40 Post-Resistance KIAA2022 340533 37 X 73963813 73963813 Missense_Mutation SNP C T 6 7 c.579G>A c.(577-579)ATG>ATA p.M193I

Pat_40 Post-Resistance ABCB7 22 37 X 74273345 74273345 Missense_Mutation SNP T C 12 8 c.2119A>G c.(2119-2121)ACA>GCA p.T707A

Pat_40 Post-Resistance DACH2 117154 37 X 85403846 85403846 Missense_Mutation SNP C A 30 127 c.222C>A c.(220-222)CAC>CAA p.H74Q

Pat_40 Post-Resistance RAB40A 142684 37 X 102754855 102754855 Missense_Mutation SNP G A 21 54 c.830C>T c.(829-831)TCT>TTT p.S277F

Pat_40 Post-Resistance NRK 203447 37 X 105152811 105152811 Missense_Mutation SNP G A 24 64 c.1178G>A c.(1177-1179)AGG>AAG p.R393K

Pat_40 Post-Resistance COL4A5 1287 37 X 107865120 107865120 Missense_Mutation SNP A T 32 38 c.2765A>T c.(2764-2766)AAA>ATA p.K922I

Pat_40 Post-Resistance SLC6A14 11254 37 X 115588809 115588809 Missense_Mutation SNP G A 170 375 c.1649G>A c.(1648-1650)AGA>AAA p.R550K

Pat_40 Post-Resistance KIAA1210 57481 37 X 118223262 118223262 Missense_Mutation SNP G A 16 39 c.1931C>T c.(1930-1932)TCC>TTC p.S644F

Pat_40 Post-Resistance KIAA1210 57481 37 X 118227657 118227657 Missense_Mutation SNP C T 11 55 c.1456G>A c.(1456-1458)GAA>AAA p.E486K

Pat_40 Post-Resistance THOC2 57187 37 X 122774460 122774460 Missense_Mutation SNP C T 84 212 c.1675G>A c.(1675-1677)GAA>AAA p.E559K

Pat_40 Post-Resistance ODZ1 10178 37 X 123514532 123514532 Missense_Mutation SNP C T 198 210 c.8032G>A c.(8032-8034)GAA>AAA p.E2678K

Pat_40 Post-Resistance USP26 83844 37 X 132159788 132159788 Missense_Mutation SNP C A 28 99 c.2461G>T c.(2461-2463)GAT>TAT p.D821Y

Pat_40 Post-Resistance USP26 83844 37 X 132159790 132159790 Missense_Mutation SNP C A 24 93 c.2459G>T c.(2458-2460)GGA>GTA p.G820V

Pat_40 Post-Resistance GPR112 139378 37 X 135430610 135430610 Missense_Mutation SNP C T 70 172 c.4745C>T c.(4744-4746)TCC>TTC p.S1582F

Pat_40 Post-Resistance ATP11C 286410 37 X 138870439 138870439 Missense_Mutation SNP C T 66 104 c.1441G>A c.(1441-1443)GAT>AAT p.D481N

Pat_40 Post-Resistance MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 8 179 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_40 Post-Resistance MAGEC1 9947 37 X 140994585 140994585 Missense_Mutation SNP A T 9 186 c.1395A>T c.(1393-1395)AGA>AGT p.R465S

Pat_40 Post-Resistance SPANXN1 494118 37 X 144337239 144337239 Nonsense_Mutation SNP A T 57 38 c.124A>T c.(124-126)AAG>TAG p.K42*

Pat_40 Post-Resistance MAGEA12 4111 37 X 151900242 151900242 Missense_Mutation SNP C T 88 124 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_40 Post-Resistance SRPK3 26576 37 X 153049213 153049213 Missense_Mutation SNP G A 3 34 c.781G>A c.(781-783)GGT>AGT p.G261S

Pat_40 Post-Resistance MPP1 4354 37 X 154011765 154011765 Missense_Mutation SNP G A 26 49 c.883C>T c.(883-885)CGC>TGC p.R295C

Pat_40 Post-Resistance RAB39B 116442 37 X 154490329 154490329 Missense_Mutation SNP G T 66 131 c.401C>A c.(400-402)ACT>AAT p.T134N

Pat_41 Pre-Treatment CHD5 26038 37 1 6166767 6166767 Missense_Mutation SNP C T 4 84 c.5651G>A c.(5650-5652)CGC>CAC p.R1884H

Pat_41 Pre-Treatment TAS1R1 80835 37 1 6634701 6634701 Missense_Mutation SNP C T 4 173 c.509C>T c.(508-510)GCG>GTG p.A170V

Pat_41 Pre-Treatment ENO1 2023 37 1 8924017 8924017 Missense_Mutation SNP C T 8 612 c.1000G>A c.(1000-1002)GAG>AAG p.E334K

Pat_41 Pre-Treatment VPS13D 55187 37 1 12368580 12368580 Missense_Mutation SNP G A 5 449 c.6532G>A c.(6532-6534)GCA>ACA p.A2178T

Pat_41 Pre-Treatment EPHA2 1969 37 1 16475418 16475418 Missense_Mutation SNP C T 5 197 c.278G>A c.(277-279)CGT>CAT p.R93H

Pat_41 Pre-Treatment MST1P9 11223 37 1 17085865 17085865 Missense_Mutation SNP A G 3 61 c.956T>C c.(955-957)CTC>CCC p.L319P

Pat_41 Pre-Treatment ALDH4A1 8659 37 1 19201071 19201071 Missense_Mutation SNP C T 4 200 c.1465G>A c.(1465-1467)GTC>ATC p.V489I

Pat_41 Pre-Treatment HSPG2 3339 37 1 22188296 22188296 Missense_Mutation SNP G A 4 58 c.4909C>T c.(4909-4911)CGC>TGC p.R1637C

Pat_41 Pre-Treatment C1orf172 126695 37 1 27277919 27277919 Missense_Mutation SNP C T 5 35 c.953G>A c.(952-954)GGT>GAT p.G318D

Pat_41 Pre-Treatment TFAP2E 339488 37 1 36054105 36054105 Missense_Mutation SNP C T 6 338 c.737C>T c.(736-738)TCG>TTG p.S246L

Pat_41 Pre-Treatment KIAA0754 643314 37 1 39879806 39879806 Missense_Mutation SNP T C 3 43 c.3869T>C c.(3868-3870)CTA>CCA p.L1290P

Pat_41 Pre-Treatment KIAA0754 643314 37 1 39879817 39879817 Missense_Mutation SNP G A 4 37 c.3880G>A c.(3880-3882)GCC>ACC p.A1294T

Pat_41 Pre-Treatment CYP4B1 1580 37 1 47282803 47282803 Missense_Mutation SNP G A 4 121 c.1154G>A c.(1153-1155)CGC>CAC p.R385H



Pat_41 Pre-Treatment ELAVL4 1996 37 1 50610767 50610767 Missense_Mutation SNP G A 4 225 c.148G>A c.(148-150)GTC>ATC p.V50I

Pat_41 Pre-Treatment ZCCHC11 23318 37 1 52991639 52991639 Missense_Mutation SNP G A 5 447 c.314C>T c.(313-315)CCG>CTG p.P105L

Pat_41 Pre-Treatment KANK4 163782 37 1 62737205 62737205 Missense_Mutation SNP G A 4 234 c.1957C>T c.(1957-1959)CGT>TGT p.R653C

Pat_41 Pre-Treatment JAK1 3716 37 1 65312338 65312338 Missense_Mutation SNP C T 4 71 c.1981G>A c.(1981-1983)GTG>ATG p.V661M

Pat_41 Pre-Treatment ST6GALNAC3 256435 37 1 76779652 76779652 Missense_Mutation SNP C T 15 154 c.181C>T c.(181-183)CAC>TAC p.H61Y

Pat_41 Pre-Treatment CELSR2 1952 37 1 109812339 109812339 Missense_Mutation SNP C T 4 191 c.7004C>T c.(7003-7005)TCG>TTG p.S2335L

Pat_41 Pre-Treatment PSMA5 5686 37 1 109957975 109957975 Missense_Mutation SNP G A 6 165 c.107C>T c.(106-108)ACA>ATA p.T36I

Pat_41 Pre-Treatment ECM1 1893 37 1 150484015 150484015 Missense_Mutation SNP A G 4 94 c.791A>G c.(790-792)GAG>GGG p.E264G

Pat_41 Pre-Treatment FLG2 388698 37 1 152324407 152324407 Missense_Mutation SNP C G 7 683 c.5855G>C c.(5854-5856)GGA>GCA p.G1952A

Pat_41 Pre-Treatment INTS3 65123 37 1 153723712 153723713 Missense_Mutation DNP AC TT 5 102 c.726_727AC>TT724-729)GAACGG>GATTG242_243ER>D

Pat_41 Pre-Treatment MUC1 4582 37 1 155159796 155159796 Missense_Mutation SNP G A 4 174 c.883C>T c.(883-885)CGG>TGG p.R295W

Pat_41 Pre-Treatment ISG20L2 81875 37 1 156697269 156697269 Missense_Mutation SNP G A 15 203 c.176C>T c.(175-177)TCA>TTA p.S59L

Pat_41 Pre-Treatment OR10K1 391109 37 1 158435419 158435419 Missense_Mutation SNP T A 10 120 c.68T>A c.(67-69)CTG>CAG p.L23Q

Pat_41 Pre-Treatment SPTA1 6708 37 1 158621161 158621161 Missense_Mutation SNP C T 5 477 c.3473G>A c.(3472-3474)CGG>CAG p.R1158Q

Pat_41 Pre-Treatment DARC 2532 37 1 159175495 159175495 Missense_Mutation SNP G A 6 459 c.266G>A c.(265-267)CGC>CAC p.R89H

Pat_41 Pre-Treatment CRP 1401 37 1 159683792 159683793 Missense_Mutation DNP CC TT 8 157 c.197_198GG>AA c.(196-198)GGG>GAA p.G66E

Pat_41 Pre-Treatment USP21 27005 37 1 161134655 161134655 Missense_Mutation SNP C T 15 266 c.1415C>T c.(1414-1416)TCC>TTC p.S472F

Pat_41 Pre-Treatment PTPRC 5788 37 1 198671552 198671552 Missense_Mutation SNP C T 35 564 c.470C>T c.(469-471)CCT>CTT p.P157L

Pat_41 Pre-Treatment PPP1R12B 4660 37 1 202462390 202462390 Missense_Mutation SNP C T 5 54 c.2090C>T c.(2089-2091)CCA>CTA p.P697L

Pat_41 Pre-Treatment ZC3H11A 9877 37 1 203821508 203821508 Nonsense_Mutation SNP C G 4 90 c.2414C>G c.(2413-2415)TCA>TGA p.S805*

Pat_41 Pre-Treatment SDCCAG8 10806 37 1 243589838 243589838 Missense_Mutation SNP G A 4 190 c.1963G>A c.(1963-1965)GTA>ATA p.V655I

Pat_41 Pre-Treatment DIP2C 22982 37 10 532401 532401 Missense_Mutation SNP G A 4 167 c.155C>T c.(154-156)CCG>CTG p.P52L

Pat_41 Pre-Treatment A1CF 29974 37 10 52603882 52603882 Missense_Mutation SNP C T 14 86 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_41 Pre-Treatment CTNNA3 29119 37 10 68940163 68940163 Missense_Mutation SNP G A 5 185 c.959C>T c.(958-960)ACG>ATG p.T320M

Pat_41 Pre-Treatment TSPAN15 23555 37 10 71244945 71244945 Missense_Mutation SNP G A 5 234 c.331G>A c.(331-333)GTG>ATG p.V111M

Pat_41 Pre-Treatment DLG5 9231 37 10 79579739 79579739 Missense_Mutation SNP G A 5 166 c.3440C>T c.(3439-3441)CCG>CTG p.P1147L

Pat_41 Pre-Treatment MYOF 26509 37 10 95093597 95093597 Missense_Mutation SNP G A 4 100 c.4637C>T c.(4636-4638)CCT>CTT p.P1546L

Pat_41 Pre-Treatment PIPSL 266971 37 10 95719498 95719498 Missense_Mutation SNP G C 3 75 c.1656C>G c.(1654-1656)GAC>GAG p.D552E

Pat_41 Pre-Treatment MMS19 64210 37 10 99238117 99238117 Missense_Mutation SNP G A 4 36 c.292C>T c.(292-294)CGG>TGG p.R98W

Pat_41 Pre-Treatment DNMBP 23268 37 10 101657896 101657896 Missense_Mutation SNP G A 4 222 c.2867C>T c.(2866-2868)GCG>GTG p.A956V

Pat_41 Pre-Treatment POLL 27343 37 10 103339574 103339574 Missense_Mutation SNP C T 3 74 c.1364G>A c.(1363-1365)GGG>GAG p.G455E

Pat_41 Pre-Treatment CUEDC2 79004 37 10 104184887 104184887 Missense_Mutation SNP G T 4 98 c.59C>A c.(58-60)CCG>CAG p.P20Q

Pat_41 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 4 38 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_41 Pre-Treatment TACC2 10579 37 10 123842859 123842859 Missense_Mutation SNP G A 4 200 c.844G>A c.(844-846)GCC>ACC p.A282T

Pat_41 Pre-Treatment CUZD1 50624 37 10 124596466 124596466 Missense_Mutation SNP G A 10 235 c.698C>T c.(697-699)ACT>ATT p.T233I

Pat_41 Pre-Treatment B4GALNT4 338707 37 11 380355 380355 Missense_Mutation SNP G A 4 148 c.2779G>A c.(2779-2781)GGC>AGC p.G927S

Pat_41 Pre-Treatment RNH1 6050 37 11 500626 500626 Missense_Mutation SNP G A 16 92 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_41 Pre-Treatment MUC6 4588 37 11 1019280 1019280 Missense_Mutation SNP G A 3 41 c.4025C>T c.(4024-4026)ACG>ATG p.T1342M

Pat_41 Pre-Treatment MUC6 4588 37 11 1020252 1020252 Missense_Mutation SNP G A 4 60 c.3646C>T c.(3646-3648)CGG>TGG p.R1216W

Pat_41 Pre-Treatment MUC5B 727897 37 11 1271468 1271468 Missense_Mutation SNP C T 7 282 c.14777C>T c.(14776-14778)CCG>CTG p.P4926L

Pat_41 Pre-Treatment MUC5B 727897 37 11 1271471 1271471 Missense_Mutation SNP G C 7 269 c.14780G>C c.(14779-14781)AGC>ACC p.S4927T

Pat_41 Pre-Treatment MUC5B 727897 37 11 1272554 1272554 Missense_Mutation SNP C T 6 307 c.15410C>T c.(15409-15411)ACG>ATG p.T5137M

Pat_41 Pre-Treatment UBQLNL 143630 37 11 5537331 5537331 Missense_Mutation SNP C T 4 148 c.341G>A c.(340-342)CGG>CAG p.R114Q

Pat_41 Pre-Treatment OR52E4 390081 37 11 5905799 5905799 Missense_Mutation SNP G A 11 226 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_41 Pre-Treatment MPPED2 744 37 11 30433088 30433088 Missense_Mutation SNP G A 4 207 c.812C>T c.(811-813)TCG>TTG p.S271L

Pat_41 Pre-Treatment PTPRJ 5795 37 11 48149416 48149416 Missense_Mutation SNP C T 6 367 c.1178C>T c.(1177-1179)TCG>TTG p.S393L

Pat_41 Pre-Treatment MAP4K2 5871 37 11 64566894 64566894 Missense_Mutation SNP G A 9 233 c.1052C>T c.(1051-1053)CCG>CTG p.P351L



Pat_41 Pre-Treatment CHKA 1119 37 11 67842270 67842270 Missense_Mutation SNP C T 4 124 c.544G>A c.(544-546)GTT>ATT p.V182I

Pat_41 Pre-Treatment ATM 472 37 11 108235884 108235884 Missense_Mutation SNP G A 17 220 c.8926G>A c.(8926-8928)GAT>AAT p.D2976N

Pat_41 Pre-Treatment BCL9L 283149 37 11 118772324 118772324 Missense_Mutation SNP G A 4 217 c.2128C>T c.(2128-2130)CGG>TGG p.R710W

Pat_41 Pre-Treatment KIRREL3 84623 37 11 126314916 126314916 Missense_Mutation SNP G A 4 172 c.1210C>T c.(1210-1212)CGT>TGT p.R404C

Pat_41 Pre-Treatment WNK1 65125 37 12 1005396 1005396 Missense_Mutation SNP C T 7 104 c.5743C>T c.(5743-5745)CCT>TCT p.P1915S

Pat_41 Pre-Treatment MRPL51 51258 37 12 6601441 6601441 Missense_Mutation SNP C T 6 343 c.383G>A c.(382-384)CGA>CAA p.R128Q

Pat_41 Pre-Treatment LRRC23 10233 37 12 7022090 7022090 Nonsense_Mutation SNP C T 7 512 c.955C>T c.(955-957)CGA>TGA p.R319*

Pat_41 Pre-Treatment SLCO1B1 10599 37 12 21370086 21370086 Missense_Mutation SNP G A 4 226 c.1531G>A c.(1531-1533)GGT>AGT p.G511S

Pat_41 Pre-Treatment ITPR2 3709 37 12 26553126 26553126 Missense_Mutation SNP C T 5 428 c.7465G>A c.(7465-7467)GTG>ATG p.V2489M

Pat_41 Pre-Treatment DDX11 1663 37 12 31237922 31237922 Missense_Mutation SNP G C 6 43 c.500G>C c.(499-501)AGA>ACA p.R167T

Pat_41 Pre-Treatment DDX11 1663 37 12 31256617 31256617 Missense_Mutation SNP T C 6 168 c.2638T>C c.(2638-2640)TGT>CGT p.C880R

Pat_41 Pre-Treatment SFRS2IP 9169 37 12 46345434 46345434 Missense_Mutation SNP T C 21 268 c.296A>G c.(295-297)AAG>AGG p.K99R

Pat_41 Pre-Treatment KCNH3 23416 37 12 49948198 49948198 Missense_Mutation SNP C T 4 229 c.1997C>T c.(1996-1998)ACG>ATG p.T666M

Pat_41 Pre-Treatment DIP2B 57609 37 12 51128860 51128860 Missense_Mutation SNP C T 5 191 c.4048C>T c.(4048-4050)CGT>TGT p.R1350C

Pat_41 Pre-Treatment NR4A1 3164 37 12 52448795 52448795 Missense_Mutation SNP C T 6 341 c.683C>T c.(682-684)ACG>ATG p.T228M

Pat_41 Pre-Treatment KRT73 319101 37 12 53003040 53003040 Missense_Mutation SNP C T 4 228 c.1357G>A c.(1357-1359)GTG>ATG p.V453M

Pat_41 Pre-Treatment NCKAP1L 3071 37 12 54894338 54894338 Missense_Mutation SNP C T 5 415 c.235C>T c.(235-237)CGT>TGT p.R79C

Pat_41 Pre-Treatment NCKAP1L 3071 37 12 54917676 54917676 Missense_Mutation SNP G A 5 194 c.2092G>A c.(2092-2094)GTG>ATG p.V698M

Pat_41 Pre-Treatment OR6C1 390321 37 12 55714592 55714592 Missense_Mutation SNP C T 15 137 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_41 Pre-Treatment BAZ2A 11176 37 12 56994000 56994000 Missense_Mutation SNP C T 4 38 c.4883G>A c.(4882-4884)GGC>GAC p.G1628D

Pat_41 Pre-Treatment SHMT2 6472 37 12 57627789 57627789 Missense_Mutation SNP C T 5 219 c.1283C>T c.(1282-1284)GCC>GTC p.A428V

Pat_41 Pre-Treatment PPM1H 57460 37 12 63042293 63042293 Missense_Mutation SNP T A 4 209 c.1521A>T c.(1519-1521)TTA>TTT p.L507F

Pat_41 Pre-Treatment C12orf26 84190 37 12 82780698 82780698 Missense_Mutation SNP T A 28 337 c.376T>A c.(376-378)TTT>ATT p.F126I

Pat_41 Pre-Treatment CDK17 5128 37 12 96674618 96674618 Missense_Mutation SNP G A 4 150 c.1502C>T c.(1501-1503)CCG>CTG p.P501L

Pat_41 Pre-Treatment GCN1L1 10985 37 12 120595667 120595667 Missense_Mutation SNP C T 4 67 c.3073G>A c.(3073-3075)GGG>AGG p.G1025R

Pat_41 Pre-Treatment KDM2B 84678 37 12 122016778 122016778 Missense_Mutation SNP C T 4 176 c.200G>A c.(199-201)GGC>GAC p.G67D

Pat_41 Pre-Treatment NCOR2 9612 37 12 124957628 124957628 Missense_Mutation SNP G A 4 151 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_41 Pre-Treatment EP400 57634 37 12 132445261 132445261 Missense_Mutation SNP A C 7 40 c.97A>C c.(97-99)AAC>CAC p.N33H

Pat_41 Pre-Treatment DDX51 317781 37 12 132624223 132624223 Missense_Mutation SNP G A 5 82 c.1931C>T c.(1930-1932)CCT>CTT p.P644L

Pat_41 Pre-Treatment MPHOSPH8 54737 37 13 20221066 20221066 Missense_Mutation SNP G A 6 476 c.853G>A c.(853-855)GAC>AAC p.D285N

Pat_41 Pre-Treatment RASL11A 387496 37 13 27847209 27847209 Missense_Mutation SNP G A 4 218 c.307G>A c.(307-309)GTG>ATG p.V103M

Pat_41 Pre-Treatment SLC25A30 253512 37 13 45980097 45980097 Missense_Mutation SNP C T 4 120 c.228G>A c.(226-228)ATG>ATA p.M76I

Pat_41 Pre-Treatment ATP11A 23250 37 13 113508684 113508684 Missense_Mutation SNP G A 4 96 c.2083G>A c.(2083-2085)GCG>ACG p.A695T

Pat_41 Pre-Treatment MCF2L 23263 37 13 113730403 113730403 Missense_Mutation SNP G C 6 67 c.1603G>C c.(1603-1605)GAA>CAA p.E535Q

Pat_41 Pre-Treatment P704P 641455 37 14 20020008 20020008 Missense_Mutation SNP C G 6 607 c.213G>C c.(211-213)TGG>TGC p.W71C

Pat_41 Pre-Treatment P704P 641455 37 14 20020013 20020013 Missense_Mutation SNP G C 6 550 c.208C>G c.(208-210)CCC>GCC p.P70A

Pat_41 Pre-Treatment MYH6 4624 37 14 23855654 23855654 Missense_Mutation SNP C T 5 294 c.4829G>A c.(4828-4830)CGC>CAC p.R1610H

Pat_41 Pre-Treatment COCH 1690 37 14 31355068 31355068 Missense_Mutation SNP G A 5 245 c.1027G>A c.(1027-1029)GTA>ATA p.V343I

Pat_41 Pre-Treatment STRN3 29966 37 14 31380279 31380279 Missense_Mutation SNP G A 4 230 c.1688C>T c.(1687-1689)CCG>CTG p.P563L

Pat_41 Pre-Treatment HECTD1 25831 37 14 31642515 31642515 Nonsense_Mutation SNP G A 7 446 c.1003C>T c.(1003-1005)CGA>TGA p.R335*

Pat_41 Pre-Treatment C14orf179 112752 37 14 76455273 76455273 Missense_Mutation SNP G A 5 232 c.100G>A c.(100-102)GAG>AAG p.E34K

Pat_41 Pre-Treatment TECPR2 9895 37 14 102900744 102900744 Missense_Mutation SNP C A 4 139 c.1590C>A c.(1588-1590)TTC>TTA p.F530L

Pat_41 Pre-Treatment CDC42BPB 9578 37 14 103447186 103447186 Missense_Mutation SNP G A 4 156 c.1064C>T c.(1063-1065)GCA>GTA p.A355V

Pat_41 Pre-Treatment AKT1 207 37 14 105243030 105243030 Missense_Mutation SNP C T 6 195 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_41 Pre-Treatment AHNAK2 113146 37 14 105420232 105420232 Missense_Mutation SNP G A 4 152 c.1556C>T c.(1555-1557)GCG>GTG p.A519V

Pat_41 Pre-Treatment PACS2 23241 37 14 105836206 105836206 Missense_Mutation SNP C G 3 43 c.770C>G c.(769-771)GCG>GGG p.A257G

Pat_41 Pre-Treatment ADAM6 8755 37 14 106573144 106573144 Splice_Site SNP T A 4 86 c.29299_splice c.e1363-1



Pat_41 Pre-Treatment HERC2 8924 37 15 28377842 28377842 Missense_Mutation SNP C T 4 147 c.12365G>A c.(12364-12366)CGG>CAG p.R4122Q

Pat_41 Pre-Treatment C15orf55 256646 37 15 34642939 34642939 Missense_Mutation SNP A G 8 121 c.760A>G c.(760-762)ACT>GCT p.T254A

Pat_41 Pre-Treatment AQR 9716 37 15 35202473 35202473 Missense_Mutation SNP C T 4 196 c.1526G>A c.(1525-1527)CGA>CAA p.R509Q

Pat_41 Pre-Treatment BUB1B 701 37 15 40477780 40477780 Missense_Mutation SNP C T 4 220 c.995C>T c.(994-996)GCT>GTT p.A332V

Pat_41 Pre-Treatment ULK3 25989 37 15 75134640 75134640 Missense_Mutation SNP A T 13 135 c.224T>A c.(223-225)GTG>GAG p.V75E

Pat_41 Pre-Treatment ADAMTSL3 57188 37 15 84442357 84442357 Missense_Mutation SNP G A 4 162 c.272G>A c.(271-273)TGT>TAT p.C91Y

Pat_41 Pre-Treatment POLG 5428 37 15 89861811 89861811 Missense_Mutation SNP C T 8 248 c.3443G>A c.(3442-3444)CGC>CAC p.R1148H

Pat_41 Pre-Treatment POLG 5428 37 15 89864150 89864150 Missense_Mutation SNP C T 4 148 c.2828G>A c.(2827-2829)CGT>CAT p.R943H

Pat_41 Pre-Treatment NPRL3 8131 37 16 162729 162729 Missense_Mutation SNP G A 4 63 c.439C>T c.(439-441)CGT>TGT p.R147C

Pat_41 Pre-Treatment MSLNL 401827 37 16 830799 830799 Missense_Mutation SNP T G 6 393 c.202A>C c.(202-204)ACC>CCC p.T68P

Pat_41 Pre-Treatment RPUSD1 113000 37 16 836138 836138 Missense_Mutation SNP C T 4 74 c.751G>A c.(751-753)GTG>ATG p.V251M

Pat_41 Pre-Treatment PTX4 390667 37 16 1537647 1537647 Missense_Mutation SNP G A 3 45 c.451C>T c.(451-453)CGC>TGC p.R151C

Pat_41 Pre-Treatment ABCA3 21 37 16 2369709 2369709 Missense_Mutation SNP G A 4 117 c.746C>T c.(745-747)CCG>CTG p.P249L

Pat_41 Pre-Treatment NTN3 4917 37 16 2522489 2522489 Missense_Mutation SNP C T 4 103 c.787C>T c.(787-789)CGG>TGG p.R263W

Pat_41 Pre-Treatment CORO7 79585 37 16 4414276 4414276 Splice_Site SNP C T 3 24 c.1275_splice c.e14+1 p.S425_splice

Pat_41 Pre-Treatment ABAT 18 37 16 8866748 8866748 Missense_Mutation SNP C T 13 105 c.928C>T c.(928-930)CGG>TGG p.R310W

Pat_41 Pre-Treatment UMOD 7369 37 16 20357602 20357602 Missense_Mutation SNP G A 4 195 c.1028C>T c.(1027-1029)TCG>TTG p.S343L

Pat_41 Pre-Treatment RBBP6 5930 37 16 24580584 24580584 Missense_Mutation SNP A T 13 182 c.2573A>T c.(2572-2574)GAG>GTG p.E858V

Pat_41 Pre-Treatment IL4R 3566 37 16 27374931 27374931 Missense_Mutation SNP C T 4 95 c.2258C>T c.(2257-2259)TCG>TTG p.S753L

Pat_41 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 5 249 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_41 Pre-Treatment ZNF267 10308 37 16 31927702 31927702 Missense_Mutation SNP G C 5 253 c.2132G>C c.(2131-2133)AGT>ACT p.S711T

Pat_41 Pre-Treatment SLC6A10P 386757 37 16 32890622 32890622 Missense_Mutation SNP T G 4 73 c.264A>C c.(262-264)AAA>AAC p.K88N

Pat_41 Pre-Treatment ZNF423 23090 37 16 49660102 49660102 Missense_Mutation SNP G A 40 363 c.3556C>T c.(3556-3558)CAC>TAC p.H1186Y

Pat_41 Pre-Treatment NOD2 64127 37 16 50744988 50744988 Missense_Mutation SNP C T 4 186 c.1166C>T c.(1165-1167)ACG>ATG p.T389M

Pat_41 Pre-Treatment NUP93 9688 37 16 56832442 56832442 Missense_Mutation SNP C T 4 145 c.352C>T c.(352-354)CGG>TGG p.R118W

Pat_41 Pre-Treatment NQO1 1728 37 16 69746963 69746963 Missense_Mutation SNP C T 6 650 c.487G>A c.(487-489)GGG>AGG p.G163R

Pat_41 Pre-Treatment WWOX 51741 37 16 78466647 78466647 Missense_Mutation SNP A G 32 490 c.1054A>G c.(1054-1056)ATG>GTG p.M352V

Pat_41 Pre-Treatment PKD1L2 114780 37 16 81181855 81181855 Missense_Mutation SNP G A 4 109 c.4861C>T c.(4861-4863)CGG>TGG p.R1621W

Pat_41 Pre-Treatment GAN 8139 37 16 81399016 81399016 Missense_Mutation SNP C T 5 356 c.1435C>T c.(1435-1437)CGT>TGT p.R479C

Pat_41 Pre-Treatment KLHL36 79786 37 16 84690665 84690665 Missense_Mutation SNP G C 3 90 c.252G>C c.(250-252)CAG>CAC p.Q84H

Pat_41 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 165 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_41 Pre-Treatment SMG6 23293 37 17 2203337 2203337 Missense_Mutation SNP C T 4 141 c.710G>A c.(709-711)AGG>AAG p.R237K

Pat_41 Pre-Treatment ANKFY1 51479 37 17 4074017 4074017 Missense_Mutation SNP C T 4 163 c.3278G>A c.(3277-3279)CGA>CAA p.R1093Q

Pat_41 Pre-Treatment POLR2A 5430 37 17 7401483 7401483 Missense_Mutation SNP G A 4 141 c.1289G>A c.(1288-1290)CGT>CAT p.R430H

Pat_41 Pre-Treatment TP53 7157 37 17 7577139 7577139 Missense_Mutation SNP G C 5 29 c.799C>G c.(799-801)CGG>GGG p.R267G

Pat_41 Pre-Treatment NLK 51701 37 17 26495646 26495646 Missense_Mutation SNP G A 5 209 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_41 Pre-Treatment CORO6 84940 37 17 27943849 27943849 Missense_Mutation SNP C T 8 272 c.875G>A c.(874-876)CGG>CAG p.R292Q

Pat_41 Pre-Treatment MLLT6 4302 37 17 36863766 36863766 Missense_Mutation SNP G A 4 202 c.217G>A c.(217-219)GGG>AGG p.G73R

Pat_41 Pre-Treatment KRT28 162605 37 17 38953286 38953286 Missense_Mutation SNP G A 4 88 c.860C>T c.(859-861)TCG>TTG p.S287L

Pat_41 Pre-Treatment KRTAP4-11 653240 37 17 39274310 39274311 Missense_Mutation DNP CT TC 4 162 c.257_258AG>GA c.(256-258)AAG>AGA p.K86R

Pat_41 Pre-Treatment HOXB3 3213 37 17 46628349 46628349 Missense_Mutation SNP G A 5 461 c.643C>T c.(643-645)CGG>TGG p.R215W

Pat_41 Pre-Treatment LRRC59 55379 37 17 48465438 48465438 Missense_Mutation SNP C T 6 419 c.485G>A c.(484-486)CGG>CAG p.R162Q

Pat_41 Pre-Treatment RNF43 54894 37 17 56435252 56435252 Missense_Mutation SNP C T 4 166 c.1885G>A c.(1885-1887)GCC>ACC p.A629T

Pat_41 Pre-Treatment TNRC6C 57690 37 17 76047011 76047011 Missense_Mutation SNP G A 4 184 c.1868G>A c.(1867-1869)AGT>AAT p.S623N

Pat_41 Pre-Treatment RPTOR 57521 37 17 78933974 78933974 Missense_Mutation SNP G A 5 113 c.3574G>A c.(3574-3576)GTC>ATC p.V1192I

Pat_41 Pre-Treatment EMILIN2 84034 37 18 2885114 2885114 Missense_Mutation SNP G A 11 174 c.410G>A c.(409-411)CGA>CAA p.R137Q

Pat_41 Pre-Treatment DLGAP1 9229 37 18 3879678 3879678 Missense_Mutation SNP G A 15 249 c.391C>T c.(391-393)CGC>TGC p.R131C



Pat_41 Pre-Treatment CEP192 55125 37 18 13055903 13055903 Missense_Mutation SNP C T 10 153 c.3314C>T c.(3313-3315)TCA>TTA p.S1105L

Pat_41 Pre-Treatment ASXL3 80816 37 18 31251776 31251776 Missense_Mutation SNP C T 4 69 c.661C>T c.(661-663)CCC>TCC p.P221S

Pat_41 Pre-Treatment ZBTB7C 201501 37 18 45556097 45556097 Missense_Mutation SNP C T 3 27 c.1394G>A c.(1393-1395)CGC>CAC p.R465H

Pat_41 Pre-Treatment MYO5B 4645 37 18 47500907 47500907 Missense_Mutation SNP G A 5 363 c.1135C>T c.(1135-1137)CGC>TGC p.R379C

Pat_41 Pre-Treatment CTDP1 9150 37 18 77513743 77513743 Missense_Mutation SNP G A 4 70 c.2839G>A c.(2839-2841)GAC>AAC p.D947N

Pat_41 Pre-Treatment ZNF556 80032 37 19 2877321 2877321 Missense_Mutation SNP G A 4 112 c.365G>A c.(364-366)CGT>CAT p.R122H

Pat_41 Pre-Treatment NCLN 56926 37 19 3207456 3207456 Missense_Mutation SNP G A 4 219 c.1621G>A c.(1621-1623)GTG>ATG p.V541M

Pat_41 Pre-Treatment STAP2 55620 37 19 4325471 4325471 Missense_Mutation SNP G A 5 275 c.901C>T c.(901-903)CCC>TCC p.P301S

Pat_41 Pre-Treatment PLIN4 729359 37 19 4511094 4511094 Missense_Mutation SNP C T 4 139 c.2836G>A c.(2836-2838)GCT>ACT p.A946T

Pat_41 Pre-Treatment KIAA1543 57662 37 19 7675610 7675610 Missense_Mutation SNP G A 5 228 c.925G>A c.(925-927)GAG>AAG p.E309K

Pat_41 Pre-Treatment MUC16 94025 37 19 9045743 9045743 Missense_Mutation SNP C T 4 137 c.35888G>A c.(35887-35889)AGT>AAT p.S11963N

Pat_41 Pre-Treatment MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 6 76 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_41 Pre-Treatment ZNF564 163050 37 19 12638407 12638407 Missense_Mutation SNP G A 6 383 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_41 Pre-Treatment FBXW9 84261 37 19 12805466 12805466 Missense_Mutation SNP G A 4 94 c.590C>T c.(589-591)ACG>ATG p.T197M

Pat_41 Pre-Treatment SYDE1 85360 37 19 15224616 15224616 Missense_Mutation SNP G A 6 426 c.2050G>A c.(2050-2052)GAG>AAG p.E684K

Pat_41 Pre-Treatment ILVBL 10994 37 19 15228714 15228714 Nonsense_Mutation SNP C T 14 152 c.1164G>A c.(1162-1164)TGG>TGA p.W388*

Pat_41 Pre-Treatment TMEM38A 79041 37 19 16791303 16791303 Missense_Mutation SNP G A 6 431 c.377G>A c.(376-378)CGA>CAA p.R126Q

Pat_41 Pre-Treatment FAM129C 199786 37 19 17654201 17654201 Missense_Mutation SNP G A 5 321 c.1498G>A c.(1498-1500)GCT>ACT p.A500T

Pat_41 Pre-Treatment ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 7 403 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_41 Pre-Treatment ZNF493 284443 37 19 21606468 21606468 Missense_Mutation SNP C T 4 172 c.623C>T c.(622-624)CCT>CTT p.P208L

Pat_41 Pre-Treatment ZNF91 7644 37 19 23544783 23544783 Missense_Mutation SNP C T 8 537 c.998G>A c.(997-999)CGT>CAT p.R333H

Pat_41 Pre-Treatment HAUS5 23354 37 19 36110393 36110393 Missense_Mutation SNP G A 3 38 c.1247G>A c.(1246-1248)CGG>CAG p.R416Q

Pat_41 Pre-Treatment IL28B 282617 37 19 39735086 39735086 Missense_Mutation SNP G A 3 31 c.229C>T c.(229-231)CCC>TCC p.P77S

Pat_41 Pre-Treatment ZNF780B 163131 37 19 40541297 40541297 Missense_Mutation SNP C T 6 300 c.1469G>A c.(1468-1470)CGA>CAA p.R490Q

Pat_41 Pre-Treatment CCDC97 90324 37 19 41828519 41828519 Missense_Mutation SNP G A 5 310 c.931G>A c.(931-933)GAC>AAC p.D311N

Pat_41 Pre-Treatment PSG3 5671 37 19 43234208 43234208 Missense_Mutation SNP G A 5 425 c.710C>T c.(709-711)CCG>CTG p.P237L

Pat_41 Pre-Treatment PSG5 5673 37 19 43689023 43689023 Missense_Mutation SNP C A 54 757 c.341G>T c.(340-342)CGG>CTG p.R114L

Pat_41 Pre-Treatment SYMPK 8189 37 19 46338422 46338422 Missense_Mutation SNP G A 4 188 c.1307C>T c.(1306-1308)CCC>CTC p.P436L

Pat_41 Pre-Treatment CRX 1406 37 19 48339605 48339605 Missense_Mutation SNP G A 4 144 c.206G>A c.(205-207)CGT>CAT p.R69H

Pat_41 Pre-Treatment PPFIA3 8541 37 19 49637315 49637315 Missense_Mutation SNP G A 5 260 c.1270G>A c.(1270-1272)GAT>AAT p.D424N

Pat_41 Pre-Treatment AP2A1 160 37 19 50270427 50270427 Missense_Mutation SNP C T 4 144 c.37C>T c.(37-39)CTC>TTC p.L13F

Pat_41 Pre-Treatment ZNF649 65251 37 19 52394736 52394736 Missense_Mutation SNP T C 4 233 c.653A>G c.(652-654)AAG>AGG p.K218R

Pat_41 Pre-Treatment ZNF578 147660 37 19 53014551 53014551 Missense_Mutation SNP G A 7 393 c.917G>A c.(916-918)CGT>CAT p.R306H

Pat_41 Pre-Treatment ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 9 264 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_41 Pre-Treatment ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 6 180 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_41 Pre-Treatment LILRA3 11026 37 19 54802193 54802193 Missense_Mutation SNP G A 3 67 c.995C>T c.(994-996)CCG>CTG p.P332L

Pat_41 Pre-Treatment ZBTB45 84878 37 19 59028425 59028425 Nonsense_Mutation SNP G A 5 472 c.616C>T c.(616-618)CGA>TGA p.R206*

Pat_41 Pre-Treatment PDIA6 10130 37 2 10942730 10942730 Missense_Mutation SNP C A 14 226 c.56G>T c.(55-57)GGT>GTT p.G19V

Pat_41 Pre-Treatment KIF3C 3797 37 2 26204170 26204170 Missense_Mutation SNP C T 4 169 c.617G>A c.(616-618)AGC>AAC p.S206N

Pat_41 Pre-Treatment GPR113 165082 37 2 26537309 26537309 Missense_Mutation SNP C T 4 123 c.1105G>A c.(1105-1107)GCC>ACC p.A369T

Pat_41 Pre-Treatment SEMA4F 10505 37 2 74889932 74889932 Missense_Mutation SNP G A 8 293 c.530G>A c.(529-531)CGG>CAG p.R177Q

Pat_41 Pre-Treatment VWA3B 200403 37 2 98866818 98866818 Missense_Mutation SNP A C 18 157 c.2711A>C c.(2710-2712)AAG>ACG p.K904T

Pat_41 Pre-Treatment MAP4K4 9448 37 2 102486786 102486786 Missense_Mutation SNP C T 3 46 c.2426C>T c.(2425-2427)ACG>ATG p.T809M

Pat_41 Pre-Treatment ZC3H6 376940 37 2 113089358 113089358 Missense_Mutation SNP G A 4 213 c.2863G>A c.(2863-2865)GGT>AGT p.G955S

Pat_41 Pre-Treatment POLR1B 84172 37 2 113333019 113333019 Missense_Mutation SNP G A 22 267 c.3121G>A c.(3121-3123)GAA>AAA p.E1041K

Pat_41 Pre-Treatment TMEM177 80775 37 2 120439210 120439210 Missense_Mutation SNP C T 4 124 c.781C>T c.(781-783)CGC>TGC p.R261C

Pat_41 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 6 680 c.287A>G c.(286-288)AAC>AGC p.N96S



Pat_41 Pre-Treatment NEB 4703 37 2 152426597 152426597 Missense_Mutation SNP C T 4 27 c.12325G>A c.(12325-12327)GAT>AAT p.D4109N

Pat_41 Pre-Treatment LY75 4065 37 2 160690699 160690699 Missense_Mutation SNP G A 16 224 c.3697C>T c.(3697-3699)CCA>TCA p.P1233S

Pat_41 Pre-Treatment COL3A1 1281 37 2 189873777 189873777 Missense_Mutation SNP C T 5 322 c.3653C>T c.(3652-3654)CCG>CTG p.P1218L

Pat_41 Pre-Treatment DNAH7 56171 37 2 196801470 196801470 Missense_Mutation SNP C T 4 108 c.3125G>A c.(3124-3126)AGG>AAG p.R1042K

Pat_41 Pre-Treatment FN1 2335 37 2 216236954 216236954 Missense_Mutation SNP G A 12 126 c.6392C>T c.(6391-6393)TCT>TTT p.S2131F

Pat_41 Pre-Treatment NCL 4691 37 2 232319964 232319964 Nonsense_Mutation SNP G A 4 192 c.2071C>T c.(2071-2073)CGA>TGA p.R691*

Pat_41 Pre-Treatment ALPP 250 37 2 233244579 233244579 Missense_Mutation SNP C T 4 127 c.590C>T c.(589-591)CCT>CTT p.P197L

Pat_41 Pre-Treatment COL6A3 1293 37 2 238243521 238243521 Missense_Mutation SNP G A 4 241 c.8977C>T c.(8977-8979)CGT>TGT p.R2993C

Pat_41 Pre-Treatment OR6B2 389090 37 2 240969130 240969131 Missense_Mutation DNP AG GA 4 105 c.716_717CT>TC c.(715-717)TCT>TTC p.S239F

Pat_41 Pre-Treatment SNAP25 6616 37 20 10279933 10279933 Missense_Mutation SNP G A 34 604 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_41 Pre-Treatment GGTLC1 92086 37 20 23966333 23966333 Missense_Mutation SNP C T 5 305 c.502G>A c.(502-504)GTC>ATC p.V168I

Pat_41 Pre-Treatment PTPRT 11122 37 20 40790038 40790038 Missense_Mutation SNP G A 4 227 c.2636C>T c.(2635-2637)ACG>ATG p.T879M

Pat_41 Pre-Treatment LAMA5 3911 37 20 60927114 60927114 Missense_Mutation SNP C T 4 79 c.709G>A c.(709-711)GGA>AGA p.G237R

Pat_41 Pre-Treatment DIDO1 11083 37 20 61542508 61542508 Missense_Mutation SNP C T 4 161 c.457G>A c.(457-459)GAT>AAT p.D153N

Pat_41 Pre-Treatment KRTAP10-7 386675 37 21 46021245 46021245 Missense_Mutation SNP G A 9 703 c.709G>A c.(709-711)GTC>ATC p.V237I

Pat_41 Pre-Treatment MCM3AP 8888 37 21 47703734 47703734 Missense_Mutation SNP G A 4 193 c.1238C>T c.(1237-1239)CCG>CTG p.P413L

Pat_41 Pre-Treatment PI4KA 5297 37 22 21087345 21087345 Missense_Mutation SNP C T 4 87 c.4028G>A c.(4027-4029)CGT>CAT p.R1343H

Pat_41 Pre-Treatment ZNF70 7621 37 22 24086331 24086331 Missense_Mutation SNP C T 4 233 c.997G>A c.(997-999)GAG>AAG p.E333K

Pat_41 Pre-Treatment SLC2A11 66035 37 22 24226594 24226594 Missense_Mutation SNP G A 4 124 c.1268G>A c.(1267-1269)GGC>GAC p.G423D

Pat_41 Pre-Treatment SSTR3 6753 37 22 37602887 37602887 Missense_Mutation SNP C T 4 159 c.956G>A c.(955-957)CGC>CAC p.R319H

Pat_41 Pre-Treatment MGAT3 4248 37 22 39884335 39884335 Missense_Mutation SNP T C 5 308 c.983T>C c.(982-984)CTT>CCT p.L328P

Pat_41 Pre-Treatment MEI1 150365 37 22 42172199 42172199 Missense_Mutation SNP G A 5 130 c.2638G>A c.(2638-2640)GGT>AGT p.G880S

Pat_41 Pre-Treatment ZNF860 344787 37 3 32031962 32031962 Missense_Mutation SNP A G 22 437 c.1391A>G c.(1390-1392)CAT>CGT p.H464R

Pat_41 Pre-Treatment TRANK1 9881 37 3 36871069 36871069 Missense_Mutation SNP C T 5 175 c.7013G>A c.(7012-7014)CGC>CAC p.R2338H

Pat_41 Pre-Treatment MST1R 4486 37 3 49940664 49940664 Missense_Mutation SNP G A 20 205 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_41 Pre-Treatment GNAI2 2771 37 3 50293707 50293707 Missense_Mutation SNP C T 4 171 c.548C>T c.(547-549)ACG>ATG p.T183M

Pat_41 Pre-Treatment GRM2 2912 37 3 51749086 51749086 Missense_Mutation SNP C T 4 127 c.1297C>T c.(1297-1299)CGC>TGC p.R433C

Pat_41 Pre-Treatment TLR9 54106 37 3 52263753 52263753 Missense_Mutation SNP C T 4 116 c.218G>A c.(217-219)CGA>CAA p.R73Q

Pat_41 Pre-Treatment MAGI1 9223 37 3 66023736 66023736 Missense_Mutation SNP C T 5 355 c.248G>A c.(247-249)CGC>CAC p.R83H

Pat_41 Pre-Treatment UBA3 9039 37 3 69112237 69112237 Missense_Mutation SNP G A 5 220 c.589C>T c.(589-591)CCT>TCT p.P197S

Pat_41 Pre-Treatment FAM86D 692099 37 3 75476581 75476581 Missense_Mutation SNP C T 3 48 c.484G>A c.(484-486)GCA>ACA p.A162T

Pat_41 Pre-Treatment ABI3BP 25890 37 3 100489784 100489784 Missense_Mutation SNP C T 4 191 c.2411G>A c.(2410-2412)CGA>CAA p.R804Q

Pat_41 Pre-Treatment PLXND1 23129 37 3 129290536 129290536 Missense_Mutation SNP G A 4 213 c.3229C>T c.(3229-3231)CGC>TGC p.R1077C

Pat_41 Pre-Treatment TMCC1 23023 37 3 129370592 129370592 Missense_Mutation SNP T A 4 156 c.1694A>T c.(1693-1695)CAG>CTG p.Q565L

Pat_41 Pre-Treatment C3orf57 165679 37 3 161064020 161064020 Missense_Mutation SNP C T 9 163 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_41 Pre-Treatment ACTL6A 86 37 3 179291252 179291252 Missense_Mutation SNP G A 4 114 c.373G>A c.(373-375)GCA>ACA p.A125T

Pat_41 Pre-Treatment ALG3 10195 37 3 183961676 183961676 Missense_Mutation SNP G A 3 49 c.835C>T c.(835-837)CTC>TTC p.L279F

Pat_41 Pre-Treatment EIF4G1 1981 37 3 184042681 184042681 Missense_Mutation SNP C T 4 218 c.2635C>T c.(2635-2637)CGC>TGC p.R879C

Pat_41 Pre-Treatment EPHB3 2049 37 3 184298637 184298637 Nonsense_Mutation SNP C T 4 210 c.2509C>T c.(2509-2511)CGA>TGA p.R837*

Pat_41 Pre-Treatment TBC1D14 57533 37 4 7026952 7026952 Missense_Mutation SNP C T 4 126 c.1979C>T c.(1978-1980)ACG>ATG p.T660M

Pat_41 Pre-Treatment SORCS2 57537 37 4 7725544 7725544 Missense_Mutation SNP C T 4 138 c.2545C>T c.(2545-2547)CGC>TGC p.R849C

Pat_41 Pre-Treatment PCDH7 5099 37 4 30726141 30726141 Missense_Mutation SNP G A 4 150 c.3097G>A c.(3097-3099)GCA>ACA p.A1033T

Pat_41 Pre-Treatment LIMCH1 22998 37 4 41684416 41684416 Missense_Mutation SNP G C 8 135 c.2632G>C c.(2632-2634)GGA>CGA p.G878R

Pat_41 Pre-Treatment MUC7 4589 37 4 71346978 71346978 Missense_Mutation SNP T C 6 622 c.517T>C c.(517-519)TCT>CCT p.S173P

Pat_41 Pre-Treatment KIAA1109 84162 37 4 123167965 123167965 Missense_Mutation SNP G A 4 234 c.5312G>A c.(5311-5313)AGA>AAA p.R1771K

Pat_41 Pre-Treatment GAB1 2549 37 4 144387286 144387286 Missense_Mutation SNP G A 5 345 c.1834G>A c.(1834-1836)GGA>AGA p.G612R

Pat_41 Pre-Treatment TIGD4 201798 37 4 153691826 153691826 Missense_Mutation SNP G A 6 388 c.331C>T c.(331-333)CGT>TGT p.R111C



Pat_41 Pre-Treatment ETFDH 2110 37 4 159627981 159627981 Missense_Mutation SNP G A 5 193 c.1669G>A c.(1669-1671)GAG>AAG p.E557K

Pat_41 Pre-Treatment FAT1 2195 37 4 187542860 187542860 Missense_Mutation SNP C T 4 70 c.4880G>A c.(4879-4881)CGA>CAA p.R1627Q

Pat_41 Pre-Treatment ADAMTS16 170690 37 5 5242271 5242271 Missense_Mutation SNP G A 4 104 c.2629G>A c.(2629-2631)GTG>ATG p.V877M

Pat_41 Pre-Treatment MED10 84246 37 5 6372626 6372626 Missense_Mutation SNP G T 4 154 c.398C>A c.(397-399)CCG>CAG p.P133Q

Pat_41 Pre-Treatment PRDM9 56979 37 5 23527083 23527083 Missense_Mutation SNP G C 4 190 c.1886G>C c.(1885-1887)AGA>ACA p.R629T

Pat_41 Pre-Treatment MSH3 4437 37 5 79966006 79966006 Missense_Mutation SNP C T 4 151 c.670C>T c.(670-672)CGG>TGG p.R224W

Pat_41 Pre-Treatment MBLAC2 153364 37 5 89757012 89757012 Missense_Mutation SNP C T 4 81 c.812G>A c.(811-813)CGT>CAT p.R271H

Pat_41 Pre-Treatment GPR98 84059 37 5 90074707 90074707 Missense_Mutation SNP G C 34 418 c.12875G>C c.(12874-12876)AGT>ACT p.S4292T

Pat_41 Pre-Treatment GPR98 84059 37 5 90106705 90106705 Missense_Mutation SNP G A 20 122 c.15628G>A c.(15628-15630)GTA>ATA p.V5210I

Pat_41 Pre-Treatment 3-Mar 115123 37 5 126253769 126253769 Missense_Mutation SNP C T 4 154 c.95G>A c.(94-96)AGC>AAC p.S32N

Pat_41 Pre-Treatment FBN2 2201 37 5 127710438 127710438 Missense_Mutation SNP C G 6 84 c.1978G>C c.(1978-1980)GAT>CAT p.D660H

Pat_41 Pre-Treatment FBN2 2201 37 5 127744405 127744405 Missense_Mutation SNP C T 4 127 c.1040G>A c.(1039-1041)CGT>CAT p.R347H

Pat_41 Pre-Treatment FSTL4 23105 37 5 132652206 132652206 Missense_Mutation SNP A C 6 107 c.548T>G c.(547-549)TTC>TGC p.F183C

Pat_41 Pre-Treatment SPOCK1 6695 37 5 136448165 136448165 Missense_Mutation SNP C A 4 181 c.433G>T c.(433-435)GCC>TCC p.A145S

Pat_41 Pre-Treatment PCDHAC2 56134 37 5 140362082 140362082 Missense_Mutation SNP G C 6 132 c.2647G>C c.(2647-2649)GGC>CGC p.G883R

Pat_41 Pre-Treatment PCDHGA6 56109 37 5 140754753 140754753 Missense_Mutation SNP T C 4 228 c.1103T>C c.(1102-1104)CTT>CCT p.L368P

Pat_41 Pre-Treatment SH3PXD2B 285590 37 5 171833335 171833335 Missense_Mutation SNP G A 26 366 c.178C>T c.(178-180)CCC>TCC p.P60S

Pat_41 Pre-Treatment CCHCR1 54535 37 6 31113476 31113476 Missense_Mutation SNP G A 4 174 c.1423C>T c.(1423-1425)CGG>TGG p.R475W

Pat_41 Pre-Treatment MICB 4277 37 6 31474904 31474904 Missense_Mutation SNP G A 4 128 c.719G>A c.(718-720)CGT>CAT p.R240H

Pat_41 Pre-Treatment TNXB 7148 37 6 32049975 32049975 Nonsense_Mutation SNP G A 4 31 c.3574C>T c.(3574-3576)CAG>TAG p.Q1192*

Pat_41 Pre-Treatment KIFC1 3833 37 6 33372825 33372825 Missense_Mutation SNP G A 4 230 c.953G>A c.(952-954)CGC>CAC p.R318H

Pat_41 Pre-Treatment TCTE1 202500 37 6 44254149 44254149 Missense_Mutation SNP C T 4 166 c.398G>A c.(397-399)CGC>CAC p.R133H

Pat_41 Pre-Treatment BAI3 577 37 6 69772890 69772890 Missense_Mutation SNP G A 5 302 c.2398G>A c.(2398-2400)GAT>AAT p.D800N

Pat_41 Pre-Treatment C6orf165 154313 37 6 88127995 88127995 Missense_Mutation SNP G A 4 182 c.701G>A c.(700-702)CGG>CAG p.R234Q

Pat_41 Pre-Treatment DSE 29940 37 6 116720546 116720546 Missense_Mutation SNP A G 13 144 c.133A>G c.(133-135)ATG>GTG p.M45V

Pat_41 Pre-Treatment EZR 7430 37 6 159188399 159188399 Missense_Mutation SNP G A 5 254 c.1490C>T c.(1489-1491)ACG>ATG p.T497M

Pat_41 Pre-Treatment WTAP 9589 37 6 160164786 160164786 Nonsense_Mutation SNP C T 5 155 c.235C>T c.(235-237)CGA>TGA p.R79*

Pat_41 Pre-Treatment FAM120B 84498 37 6 170626797 170626797 Missense_Mutation SNP A G 4 192 c.319A>G c.(319-321)AAG>GAG p.K107E

Pat_41 Pre-Treatment INTS1 26173 37 7 1542717 1542717 Missense_Mutation SNP G A 4 104 c.169C>T c.(169-171)CGC>TGC p.R57C

Pat_41 Pre-Treatment TTYH3 80727 37 7 2696113 2696113 Missense_Mutation SNP G A 4 168 c.1195G>A c.(1195-1197)GCC>ACC p.A399T

Pat_41 Pre-Treatment USP42 84132 37 7 6193668 6193668 Missense_Mutation SNP C T 4 183 c.2483C>T c.(2482-2484)GCG>GTG p.A828V

Pat_41 Pre-Treatment ZDHHC4 55146 37 7 6628363 6628363 Missense_Mutation SNP C A 4 212 c.857C>A c.(856-858)ACT>AAT p.T286N

Pat_41 Pre-Treatment TMEM195 392636 37 7 15433792 15433793 Missense_Mutation DNP GG AA 8 193 c.621_622CC>TT (619-624)AACCTT>AATTT p.L208F

Pat_41 Pre-Treatment ZMIZ2 83637 37 7 44806206 44806206 Missense_Mutation SNP G A 4 104 c.2599G>A c.(2599-2601)GTG>ATG p.V867M

Pat_41 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 6 118 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_41 Pre-Treatment CCDC146 57639 37 7 76891535 76891535 Nonsense_Mutation SNP C T 5 190 c.1084C>T c.(1084-1086)CGA>TGA p.R362*

Pat_41 Pre-Treatment POT1 25913 37 7 124464120 124464120 Missense_Mutation SNP G A 4 125 c.1801C>T c.(1801-1803)CCG>TCG p.P601S

Pat_41 Pre-Treatment UBE3C 9690 37 7 156963025 156963025 Missense_Mutation SNP C T 9 427 c.223C>T c.(223-225)CGC>TGC p.R75C

Pat_41 Pre-Treatment FBXO25 26260 37 8 413124 413124 Missense_Mutation SNP C T 5 372 c.961C>T c.(961-963)CGG>TGG p.R321W

Pat_41 Pre-Treatment MTMR9 66036 37 8 11172484 11172484 Nonsense_Mutation SNP C T 22 181 c.1024C>T c.(1024-1026)CAG>TAG p.Q342*

Pat_41 Pre-Treatment ADAMDEC1 27299 37 8 24257743 24257743 Missense_Mutation SNP C T 4 155 c.1072C>T c.(1072-1074)CTT>TTT p.L358F

Pat_41 Pre-Treatment PURG 29942 37 8 30889512 30889512 Missense_Mutation SNP C T 15 150 c.787G>A c.(787-789)GAG>AAG p.E263K

Pat_41 Pre-Treatment CHD7 55636 37 8 61764739 61764739 Missense_Mutation SNP C T 5 199 c.5827C>T c.(5827-5829)CGG>TGG p.R1943W

Pat_41 Pre-Treatment SLC10A5 347051 37 8 82607156 82607156 Missense_Mutation SNP C T 7 93 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_41 Pre-Treatment HAS2 3037 37 8 122641376 122641377 Nonsense_Mutation DNP GG AA 47 460 c.204_205CC>TT(202-207)CACCGA>CATTG p.R69*

Pat_41 Pre-Treatment MTSS1 9788 37 8 125601951 125601951 Missense_Mutation SNP C T 5 410 c.295G>A c.(295-297)GCT>ACT p.A99T

Pat_41 Pre-Treatment FAM135B 51059 37 8 139160771 139160771 Missense_Mutation SNP C T 4 197 c.3440G>A c.(3439-3441)GGC>GAC p.G1147D



Pat_41 Pre-Treatment TOP1MT 116447 37 8 144407583 144407583 Missense_Mutation SNP C T 4 121 c.604G>A c.(604-606)GAC>AAC p.D202N

Pat_41 Pre-Treatment TSTA3 7264 37 8 144695735 144695735 Missense_Mutation SNP C T 3 53 c.769G>A c.(769-771)GAG>AAG p.E257K

Pat_41 Pre-Treatment CCL27 10850 37 9 34662059 34662059 Missense_Mutation SNP C T 6 254 c.221G>A c.(220-222)CGC>CAC p.R74H

Pat_41 Pre-Treatment TMEM2 23670 37 9 74319553 74319553 Missense_Mutation SNP G A 4 203 c.3152C>T c.(3151-3153)CCG>CTG p.P1051L

Pat_41 Pre-Treatment FAM75C1 441452 37 9 90536665 90536665 Missense_Mutation SNP G A 7 362 c.1843G>A c.(1843-1845)GTA>ATA p.V615I

Pat_41 Pre-Treatment LPAR1 1902 37 9 113637878 113637878 Missense_Mutation SNP C T 21 197 c.918G>A c.(916-918)ATG>ATA p.M306I

Pat_41 Pre-Treatment TLR4 7099 37 9 120476765 120476765 Missense_Mutation SNP C T 4 152 c.2359C>T c.(2359-2361)CGC>TGC p.R787C

Pat_41 Pre-Treatment OR1N1 138883 37 9 125288851 125288851 Missense_Mutation SNP G A 9 117 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_41 Pre-Treatment ODF2 4957 37 9 131233716 131233716 Missense_Mutation SNP G A 5 247 c.550G>A c.(550-552)GAG>AAG p.E184K

Pat_41 Pre-Treatment GBGT1 26301 37 9 136029595 136029595 Missense_Mutation SNP C T 4 140 c.413G>A c.(412-414)CGT>CAT p.R138H

Pat_41 Pre-Treatment COL5A1 1289 37 9 137591886 137591886 Missense_Mutation SNP G A 4 105 c.409G>A c.(409-411)GTC>ATC p.V137I

Pat_41 Pre-Treatment NELF 26012 37 9 140347597 140347597 Missense_Mutation SNP C T 4 99 c.958G>A c.(958-960)GAG>AAG p.E320K

Pat_41 Pre-Treatment ASB11 140456 37 X 15301701 15301701 Missense_Mutation SNP C T 6 443 c.898G>A c.(898-900)GGT>AGT p.G300S

Pat_41 Pre-Treatment NHS 4810 37 X 17750562 17750562 Missense_Mutation SNP G A 5 292 c.4871G>A c.(4870-4872)CGT>CAT p.R1624H

Pat_41 Pre-Treatment MAP7D2 256714 37 X 20033394 20033394 Missense_Mutation SNP C T 5 306 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_41 Pre-Treatment RPS6KA6 27330 37 X 83402002 83402002 Missense_Mutation SNP A C 19 158 c.405T>G c.(403-405)ATT>ATG p.I135M

Pat_41 Pre-Treatment MCART6 401612 37 X 103349910 103349910 Missense_Mutation SNP C T 5 109 c.31G>A c.(31-33)GAG>AAG p.E11K

Pat_41 Post-Resistance AGRN 375790 37 1 957839 957839 Missense_Mutation SNP G A 5 171 c.460G>A c.(460-462)GAA>AAA p.E154K

Pat_41 Post-Resistance SDF4 51150 37 1 1154193 1154193 Missense_Mutation SNP C T 5 193 c.692G>A c.(691-693)CGG>CAG p.R231Q

Pat_41 Post-Resistance TAS1R3 83756 37 1 1268373 1268373 Missense_Mutation SNP G A 7 43 c.1348G>A c.(1348-1350)GTG>ATG p.V450M

Pat_41 Post-Resistance TAS1R3 83756 37 1 1269318 1269318 Missense_Mutation SNP G A 7 65 c.2033G>A c.(2032-2034)GGG>GAG p.G678E

Pat_41 Post-Resistance CCNL2 81669 37 1 1322823 1322823 Missense_Mutation SNP C T 10 100 c.1351G>A c.(1351-1353)GAC>AAC p.D451N

Pat_41 Post-Resistance MIB2 142678 37 1 1559324 1559324 Missense_Mutation SNP C T 12 33 c.592C>T c.(592-594)CCT>TCT p.P198S

Pat_41 Post-Resistance MIB2 142678 37 1 1562727 1562727 Missense_Mutation SNP G A 9 121 c.1600G>A c.(1600-1602)GGC>AGC p.G534S

Pat_41 Post-Resistance CDK11B 984 37 1 1653122 1653122 Missense_Mutation SNP G A 6 60 c.140C>T c.(139-141)TCC>TTC p.S47F

Pat_41 Post-Resistance TNFRSF14 8764 37 1 2492081 2492081 Missense_Mutation SNP C T 6 52 c.479C>T c.(478-480)ACC>ATC p.T160I

Pat_41 Post-Resistance TP73 7161 37 1 3624249 3624249 Missense_Mutation SNP C T 15 77 c.323C>T c.(322-324)ACC>ATC p.T108I

Pat_41 Post-Resistance LRRC47 57470 37 1 3703477 3703477 Missense_Mutation SNP C T 6 13 c.1013G>A c.(1012-1014)GGG>GAG p.G338E

Pat_41 Post-Resistance KIAA0562 9731 37 1 3755608 3755608 Missense_Mutation SNP C T 18 254 c.811G>A c.(811-813)GAG>AAG p.E271K

Pat_41 Post-Resistance KIAA0562 9731 37 1 3765275 3765275 Missense_Mutation SNP G A 10 84 c.184C>T c.(184-186)CTT>TTT p.L62F

Pat_41 Post-Resistance AJAP1 55966 37 1 4772045 4772045 Missense_Mutation SNP C T 19 253 c.115C>T c.(115-117)CCC>TCC p.P39S

Pat_41 Post-Resistance AJAP1 55966 37 1 4772072 4772072 Missense_Mutation SNP C T 8 123 c.142C>T c.(142-144)CCG>TCG p.P48S

Pat_41 Post-Resistance RPL22 6146 37 1 6253111 6253111 Nonsense_Mutation SNP G A 11 212 c.121C>T c.(121-123)CAG>TAG p.Q41*

Pat_41 Post-Resistance ESPN 83715 37 1 6504683 6504683 Missense_Mutation SNP C T 11 275 c.1133C>T c.(1132-1134)TCC>TTC p.S378F

Pat_41 Post-Resistance TAS1R1 80835 37 1 6635378 6635378 Missense_Mutation SNP G A 13 90 c.1186G>A c.(1186-1188)GTG>ATG p.V396M

Pat_41 Post-Resistance ZBTB48 3104 37 1 6640677 6640677 Missense_Mutation SNP G A 7 91 c.8G>A c.(7-9)GGC>GAC p.G3D

Pat_41 Post-Resistance PHF13 148479 37 1 6680248 6680248 Missense_Mutation SNP C T 4 74 c.527C>T c.(526-528)CCC>CTC p.P176L

Pat_41 Post-Resistance PER3 8863 37 1 7887280 7887280 Missense_Mutation SNP G A 13 115 c.2267G>A c.(2266-2268)GGC>GAC p.G756D

Pat_41 Post-Resistance PER3 8863 37 1 7887297 7887297 Missense_Mutation SNP G A 11 126 c.2284G>A c.(2284-2286)GGA>AGA p.G762R

Pat_41 Post-Resistance PER3 8863 37 1 7887696 7887696 Missense_Mutation SNP C T 13 167 c.2683C>T c.(2683-2685)CCT>TCT p.P895S

Pat_41 Post-Resistance ERRFI1 54206 37 1 8075578 8075578 Nonsense_Mutation SNP C T 16 611 c.102G>A c.(100-102)TGG>TGA p.W34*

Pat_41 Post-Resistance RERE 473 37 1 8420002 8420002 Missense_Mutation SNP G A 6 169 c.3440C>T c.(3439-3441)ACA>ATA p.T1147I

Pat_41 Post-Resistance RERE 473 37 1 8425920 8425920 Missense_Mutation SNP C T 13 235 c.1399G>A c.(1399-1401)GCG>ACG p.A467T

Pat_41 Post-Resistance RERE 473 37 1 8616586 8616586 Nonsense_Mutation SNP G A 13 514 c.673C>T c.(673-675)CGA>TGA p.R225*

Pat_41 Post-Resistance RERE 473 37 1 8674729 8674729 Missense_Mutation SNP G A 16 317 c.413C>T c.(412-414)GCC>GTC p.A138V

Pat_41 Post-Resistance ENO1 2023 37 1 8926451 8926451 Missense_Mutation SNP C T 20 282 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_41 Post-Resistance UBE4B 10277 37 1 10197139 10197139 Missense_Mutation SNP C T 35 143 c.2239C>T c.(2239-2241)CCA>TCA p.P747S



Pat_41 Post-Resistance KIF1B 23095 37 1 10357072 10357072 Missense_Mutation SNP C T 12 143 c.1979C>T c.(1978-1980)ACA>ATA p.T660I

Pat_41 Post-Resistance KIF1B 23095 37 1 10383982 10383982 Missense_Mutation SNP C T 39 296 c.2399C>T c.(2398-2400)TCC>TTC p.S800F

Pat_41 Post-Resistance PGD 5226 37 1 10459183 10459183 Splice_Site SNP G A 7 79 c.8_splice c.e1+1 p.Q3_splice

Pat_41 Post-Resistance PGD 5226 37 1 10460522 10460522 Missense_Mutation SNP G A 17 153 c.157G>A c.(157-159)GTG>ATG p.V53M

Pat_41 Post-Resistance CORT 1325 37 1 10510162 10510162 Missense_Mutation SNP G A 11 209 c.32G>A c.(31-33)GGC>GAC p.G11D

Pat_41 Post-Resistance C1orf127 148345 37 1 11008707 11008707 Nonsense_Mutation SNP C T 12 105 c.1038G>A c.(1036-1038)TGG>TGA p.W346*

Pat_41 Post-Resistance EXOSC10 5394 37 1 11147617 11147617 Missense_Mutation SNP G A 25 497 c.977C>T c.(976-978)ACC>ATC p.T326I

Pat_41 Post-Resistance EXOSC10 5394 37 1 11159836 11159836 Missense_Mutation SNP G T 11 94 c.53C>A c.(52-54)ACC>AAC p.T18N

Pat_41 Post-Resistance MTOR 2475 37 1 11169738 11169738 Missense_Mutation SNP C T 34 171 c.7415G>A c.(7414-7416)GGG>GAG p.G2472E

Pat_41 Post-Resistance ANGPTL7 10218 37 1 11254552 11254552 Missense_Mutation SNP G A 28 457 c.707G>A c.(706-708)AGC>AAC p.S236N

Pat_41 Post-Resistance MTOR 2475 37 1 11264622 11264622 Missense_Mutation SNP C T 33 356 c.3940G>A c.(3940-3942)GCC>ACC p.A1314T

Pat_41 Post-Resistance PTCHD2 57540 37 1 11586751 11586751 Missense_Mutation SNP C T 40 220 c.2657C>T c.(2656-2658)GCT>GTT p.A886V

Pat_41 Post-Resistance PTCHD2 57540 37 1 11591714 11591714 Missense_Mutation SNP G A 6 59 c.3322G>A c.(3322-3324)GCA>ACA p.A1108T

Pat_41 Post-Resistance PTCHD2 57540 37 1 11595687 11595687 Missense_Mutation SNP C T 8 132 c.3802C>T c.(3802-3804)CCC>TCC p.P1268S

Pat_41 Post-Resistance CLCN6 1185 37 1 11894605 11894605 Missense_Mutation SNP G A 14 182 c.1751G>A c.(1750-1752)GGC>GAC p.G584D

Pat_41 Post-Resistance KIAA2013 90231 37 1 11983300 11983300 Missense_Mutation SNP G A 4 27 c.1280C>T c.(1279-1281)TCT>TTT p.S427F

Pat_41 Post-Resistance PLOD1 5351 37 1 12030823 12030823 Missense_Mutation SNP G A 15 120 c.1852G>A c.(1852-1854)GAG>AAG p.E618K

Pat_41 Post-Resistance MFN2 9927 37 1 12061576 12061576 Missense_Mutation SNP C T 9 33 c.935C>T c.(934-936)GCC>GTC p.A312V

Pat_41 Post-Resistance MFN2 9927 37 1 12064581 12064581 Missense_Mutation SNP G A 23 316 c.1303G>A c.(1303-1305)GCC>ACC p.A435T

Pat_41 Post-Resistance TNFRSF8 943 37 1 12202385 12202386 Missense_Mutation DNP AC GT 4 21 c.1585_1586AC>GTc.(1585-1587)ACC>GTC p.T529V

Pat_41 Post-Resistance VPS13D 55187 37 1 12337031 12337031 Missense_Mutation SNP C T 12 15 c.3386C>T c.(3385-3387)TCC>TTC p.S1129F

Pat_41 Post-Resistance VPS13D 55187 37 1 12337883 12337883 Missense_Mutation SNP G A 13 114 c.4238G>A c.(4237-4239)GGA>GAA p.G1413E

Pat_41 Post-Resistance VPS13D 55187 37 1 12439601 12439601 Missense_Mutation SNP G A 18 339 c.11141G>A c.(11140-11142)AGT>AAT p.S3714N

Pat_41 Post-Resistance PRAMEF4 400735 37 1 12943177 12943177 Missense_Mutation SNP C A 15 265 c.39G>T c.(37-39)GAG>GAT p.E13D

Pat_41 Post-Resistance PRAMEF14 729528 37 1 13669128 13669128 Missense_Mutation SNP G A 23 223 c.1058C>T c.(1057-1059)ACC>ATC p.T353I

Pat_41 Post-Resistance PRDM2 7799 37 1 14105534 14105534 Missense_Mutation SNP G A 5 86 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_41 Post-Resistance CELA2A 63036 37 1 15793896 15793896 Missense_Mutation SNP C T 11 119 c.655C>T c.(655-657)CCA>TCA p.P219S

Pat_41 Post-Resistance CELA2B 51032 37 1 15807599 15807599 Missense_Mutation SNP C A 17 263 c.136C>A c.(136-138)CTG>ATG p.L46M

Pat_41 Post-Resistance DNAJC16 23341 37 1 15863277 15863277 Nonsense_Mutation SNP G A 5 173 c.542G>A c.(541-543)TGG>TAG p.W181*

Pat_41 Post-Resistance DNAJC16 23341 37 1 15873296 15873296 Missense_Mutation SNP G A 25 138 c.794G>A c.(793-795)GGC>GAC p.G265D

Pat_41 Post-Resistance DNAJC16 23341 37 1 15894367 15894367 Missense_Mutation SNP C T 45 340 c.2044C>T c.(2044-2046)CCA>TCA p.P682S

Pat_41 Post-Resistance FBLIM1 54751 37 1 16091651 16091651 Missense_Mutation SNP G A 5 16 c.173G>A c.(172-174)GGG>GAG p.G58E

Pat_41 Post-Resistance FBLIM1 54751 37 1 16111082 16111082 Missense_Mutation SNP G A 29 296 c.1048G>A c.(1048-1050)GGC>AGC p.G350S

Pat_41 Post-Resistance SPEN 23013 37 1 16199556 16199556 Missense_Mutation SNP G A 7 144 c.329G>A c.(328-330)GGT>GAT p.G110D

Pat_41 Post-Resistance HSPB7 27129 37 1 16344421 16344421 Missense_Mutation SNP C T 6 50 c.38G>A c.(37-39)AGA>AAA p.R13K

Pat_41 Post-Resistance CLCNKA 1187 37 1 16359707 16359707 Missense_Mutation SNP G A 37 524 c.1972G>A c.(1972-1974)GTG>ATG p.V658M

Pat_41 Post-Resistance NECAP2 55707 37 1 16782376 16782376 Missense_Mutation SNP C T 13 99 c.731C>T c.(730-732)ACC>ATC p.T244I

Pat_41 Post-Resistance CROCC 9696 37 1 17280827 17280827 Missense_Mutation SNP C T 4 77 c.3296C>T c.(3295-3297)GCC>GTC p.A1099V

Pat_41 Post-Resistance MFAP2 4237 37 1 17302186 17302186 Missense_Mutation SNP G A 9 87 c.326C>T c.(325-327)TCC>TTC p.S109F

Pat_41 Post-Resistance ATP13A2 23400 37 1 17318267 17318267 Missense_Mutation SNP G A 22 157 c.2213C>T c.(2212-2214)GCT>GTT p.A738V

Pat_41 Post-Resistance ATP13A2 23400 37 1 17332032 17332032 Missense_Mutation SNP C T 16 85 c.125G>A c.(124-126)GGC>GAC p.G42D

Pat_41 Post-Resistance ATP13A2 23400 37 1 17332252 17332252 Missense_Mutation SNP C T 5 10 c.32G>A c.(31-33)AGC>AAC p.S11N

Pat_41 Post-Resistance PADI2 11240 37 1 17396618 17396618 Missense_Mutation SNP C T 6 98 c.1729G>A c.(1729-1731)GAG>AAG p.E577K

Pat_41 Post-Resistance PADI2 11240 37 1 17402220 17402220 Missense_Mutation SNP C T 7 310 c.1409G>A c.(1408-1410)GGC>GAC p.G470D

Pat_41 Post-Resistance PADI3 51702 37 1 17603144 17603144 Missense_Mutation SNP G A 11 86 c.1438G>A c.(1438-1440)GCC>ACC p.A480T

Pat_41 Post-Resistance PAX7 5081 37 1 19027178 19027178 Missense_Mutation SNP G A 5 138 c.818G>A c.(817-819)CGT>CAT p.R273H

Pat_41 Post-Resistance KIAA0090 23065 37 1 19570460 19570460 Missense_Mutation SNP C T 30 199 c.270G>A c.(268-270)ATG>ATA p.M90I



Pat_41 Post-Resistance AKR7L 246181 37 1 19593943 19593943 Missense_Mutation SNP C T 11 131 c.847G>A c.(847-849)GAC>AAC p.D283N

Pat_41 Post-Resistance CAPZB 832 37 1 19705143 19705143 Missense_Mutation SNP G A 8 68 c.307C>T c.(307-309)CCA>TCA p.P103S

Pat_41 Post-Resistance HTR6 3362 37 1 20005526 20005526 Missense_Mutation SNP G A 4 82 c.988G>A c.(988-990)GCG>ACG p.A330T

Pat_41 Post-Resistance OTUD3 23252 37 1 20216981 20216981 Missense_Mutation SNP G A 20 562 c.325G>A c.(325-327)GAT>AAT p.D109N

Pat_41 Post-Resistance OTUD3 23252 37 1 20220894 20220894 Missense_Mutation SNP G A 23 202 c.404G>A c.(403-405)GGC>GAC p.G135D

Pat_41 Post-Resistance PINK1 65018 37 1 20964533 20964533 Missense_Mutation SNP C T 4 55 c.586C>T c.(586-588)CCA>TCA p.P196S

Pat_41 Post-Resistance PINK1 65018 37 1 20975600 20975600 Missense_Mutation SNP G A 5 18 c.1364G>A c.(1363-1365)GGC>GAC p.G455D

Pat_41 Post-Resistance KIF17 57576 37 1 21014275 21014275 Missense_Mutation SNP G A 16 154 c.1544C>T c.(1543-1545)ACT>ATT p.T515I

Pat_41 Post-Resistance EIF4G3 8672 37 1 21205934 21205934 Missense_Mutation SNP C T 41 737 c.2336G>A c.(2335-2337)GGA>GAA p.G779E

Pat_41 Post-Resistance EIF4G3 8672 37 1 21226436 21226436 Missense_Mutation SNP G A 8 145 c.1585C>T c.(1585-1587)CTT>TTT p.L529F

Pat_41 Post-Resistance NBPF3 84224 37 1 21798133 21798133 Missense_Mutation SNP G A 34 409 c.518G>A c.(517-519)AGA>AAA p.R173K

Pat_41 Post-Resistance LDLRAD2 401944 37 1 22138997 22138997 Missense_Mutation SNP C T 7 79 c.53C>T c.(52-54)GCA>GTA p.A18V

Pat_41 Post-Resistance HSPG2 3339 37 1 22201443 22201444 Missense_Mutation DNP GG AA 30 25 c.3354_3355CC>TT352-3357)GACCCC>GATT p.P1119S

Pat_41 Post-Resistance HSPG2 3339 37 1 22214512 22214512 Missense_Mutation SNP T C 5 77 c.622A>G c.(622-624)AGC>GGC p.S208G

Pat_41 Post-Resistance CDC42 998 37 1 22413183 22413183 Missense_Mutation SNP C T 10 422 c.310C>T c.(310-312)CAC>TAC p.H104Y

Pat_41 Post-Resistance ZBTB40 9923 37 1 22818024 22818024 Missense_Mutation SNP G A 7 157 c.829G>A c.(829-831)GAG>AAG p.E277K

Pat_41 Post-Resistance ZBTB40 9923 37 1 22834619 22834619 Missense_Mutation SNP G A 4 75 c.1486G>A c.(1486-1488)GGA>AGA p.G496R

Pat_41 Post-Resistance EPHB2 2048 37 1 23233205 23233205 Missense_Mutation SNP G A 6 72 c.1891G>A c.(1891-1893)GAG>AAG p.E631K

Pat_41 Post-Resistance ZNF436 80818 37 1 23688598 23688598 Missense_Mutation SNP C T 23 213 c.1277G>A c.(1276-1278)GGT>GAT p.G426D

Pat_41 Post-Resistance ZNF436 80818 37 1 23689360 23689360 Missense_Mutation SNP C T 7 191 c.515G>A c.(514-516)GGA>GAA p.G172E

Pat_41 Post-Resistance E2F2 1870 37 1 23848503 23848503 Missense_Mutation SNP C T 14 184 c.404G>A c.(403-405)GGG>GAG p.G135E

Pat_41 Post-Resistance LYPLA2 11313 37 1 24120984 24120984 Missense_Mutation SNP C T 4 79 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_41 Post-Resistance C1orf130 400746 37 1 24921982 24921982 Missense_Mutation SNP G A 8 121 c.61G>A c.(61-63)GGA>AGA p.G21R

Pat_41 Post-Resistance TMEM57 55219 37 1 25818024 25818024 Missense_Mutation SNP G A 15 121 c.1741G>A c.(1741-1743)GAC>AAC p.D581N

Pat_41 Post-Resistance MAN1C1 57134 37 1 26080020 26080020 Missense_Mutation SNP G A 16 102 c.880G>A c.(880-882)GCG>ACG p.A294T

Pat_41 Post-Resistance MAN1C1 57134 37 1 26104735 26104735 Missense_Mutation SNP C T 6 45 c.1397C>T c.(1396-1398)GCC>GTC p.A466V

Pat_41 Post-Resistance C1orf135 79000 37 1 26161653 26161653 Missense_Mutation SNP G A 20 266 c.905C>T c.(904-906)ACT>ATT p.T302I

Pat_41 Post-Resistance ZNF593 51042 37 1 26497181 26497181 Missense_Mutation SNP G A 8 161 c.379G>A c.(379-381)GTC>ATC p.V127I

Pat_41 Post-Resistance CNKSR1 10256 37 1 26515939 26515939 Missense_Mutation SNP C T 8 91 c.2063C>T c.(2062-2064)TCC>TTC p.S688F

Pat_41 Post-Resistance UBXN11 91544 37 1 26628190 26628190 Missense_Mutation SNP C T 12 78 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_41 Post-Resistance NR0B2 8431 37 1 27238395 27238395 Missense_Mutation SNP G A 16 248 c.715C>T c.(715-717)CCT>TCT p.P239S

Pat_41 Post-Resistance C1orf172 126695 37 1 27277919 27277919 Missense_Mutation SNP C T 21 21 c.953G>A c.(952-954)GGT>GAT p.G318D

Pat_41 Post-Resistance FGR 2268 37 1 27948098 27948098 Missense_Mutation SNP C T 26 190 c.400G>A c.(400-402)GCC>ACC p.A134T

Pat_41 Post-Resistance STX12 23673 37 1 28148833 28148833 Missense_Mutation SNP C T 13 351 c.824C>T c.(823-825)ACG>ATG p.T275M

Pat_41 Post-Resistance PPP1R8 5511 37 1 28167569 28167569 Missense_Mutation SNP C T 10 441 c.316C>T c.(316-318)CCT>TCT p.P106S

Pat_41 Post-Resistance C1orf38 9473 37 1 28212407 28212407 Missense_Mutation SNP C T 19 139 c.1906C>T c.(1906-1908)CTT>TTT p.L636F

Pat_41 Post-Resistance SMPDL3B 27293 37 1 28282459 28282459 Splice_Site SNP G A 5 76 c.872_splice c.e7-1 p.G291_splice

Pat_41 Post-Resistance XKR8 55113 37 1 28293040 28293040 Missense_Mutation SNP G A 6 164 c.517G>A c.(517-519)GGC>AGC p.G173S

Pat_41 Post-Resistance XKR8 55113 37 1 28293258 28293258 Nonsense_Mutation SNP G A 5 46 c.735G>A c.(733-735)TGG>TGA p.W245*

Pat_41 Post-Resistance EYA3 2140 37 1 28362061 28362061 Missense_Mutation SNP G A 25 516 c.355C>T c.(355-357)CCT>TCT p.P119S

Pat_41 Post-Resistance RCC1 1104 37 1 28863271 28863271 Missense_Mutation SNP G A 23 165 c.950G>A c.(949-951)AGC>AAC p.S317N

Pat_41 Post-Resistance EPB41 2035 37 1 29379747 29379747 Missense_Mutation SNP G A 15 189 c.1768G>A c.(1768-1770)GAA>AAA p.E590K

Pat_41 Post-Resistance MECR 51102 37 1 29528490 29528490 Missense_Mutation SNP C T 57 415 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_41 Post-Resistance PTPRU 10076 37 1 29647228 29647228 Missense_Mutation SNP C T 13 132 c.3749C>T c.(3748-3750)ACC>ATC p.T1250I

Pat_41 Post-Resistance LAPTM5 7805 37 1 31206764 31206764 Missense_Mutation SNP C T 9 60 c.700G>A c.(700-702)GTG>ATG p.V234M

Pat_41 Post-Resistance PUM1 9698 37 1 31440139 31440139 Missense_Mutation SNP G A 17 239 c.1664C>T c.(1663-1665)CCT>CTT p.P555L

Pat_41 Post-Resistance PUM1 9698 37 1 31441205 31441205 Missense_Mutation SNP C T 5 190 c.1641G>A c.(1639-1641)ATG>ATA p.M547I



Pat_41 Post-Resistance PUM1 9698 37 1 31454168 31454168 Missense_Mutation SNP G A 5 162 c.1243C>T c.(1243-1245)CCG>TCG p.P415S

Pat_41 Post-Resistance SNRNP40 9410 37 1 31766101 31766101 Missense_Mutation SNP G A 26 155 c.236C>T c.(235-237)TCC>TTC p.S79F

Pat_41 Post-Resistance COL16A1 1307 37 1 32148591 32148591 Missense_Mutation SNP C T 8 61 c.2482G>A c.(2482-2484)GTG>ATG p.V828M

Pat_41 Post-Resistance COL16A1 1307 37 1 32155377 32155377 Missense_Mutation SNP G A 16 109 c.1585C>T c.(1585-1587)CCC>TCC p.P529S

Pat_41 Post-Resistance COL16A1 1307 37 1 32157658 32157658 Missense_Mutation SNP C T 15 169 c.1205G>A c.(1204-1206)GGC>GAC p.G402D

Pat_41 Post-Resistance BAI2 576 37 1 32196445 32196445 Missense_Mutation SNP G A 16 164 c.4336C>T c.(4336-4338)CCT>TCT p.P1446S

Pat_41 Post-Resistance CCDC28B 79140 37 1 32669792 32669792 Missense_Mutation SNP G A 12 146 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_41 Post-Resistance LCK 3932 37 1 32742054 32742054 Missense_Mutation SNP C T 5 49 c.748C>T c.(748-750)CGG>TGG p.R250W

Pat_41 Post-Resistance HDAC1 3065 37 1 32790131 32790131 Missense_Mutation SNP A C 10 446 c.332A>C c.(331-333)CAG>CCG p.Q111P

Pat_41 Post-Resistance KIAA1522 57648 37 1 33236888 33236888 Missense_Mutation SNP G A 7 151 c.1931G>A c.(1930-1932)AGT>AAT p.S644N

Pat_41 Post-Resistance KIAA1522 57648 37 1 33237295 33237295 Missense_Mutation SNP C T 10 89 c.2338C>T c.(2338-2340)CCG>TCG p.P780S

Pat_41 Post-Resistance YARS 8565 37 1 33248080 33248080 Missense_Mutation SNP G A 7 116 c.967C>T c.(967-969)CCA>TCA p.P323S

Pat_41 Post-Resistance ZNF362 149076 37 1 33745785 33745785 Missense_Mutation SNP G A 45 375 c.410G>A c.(409-411)GGC>GAC p.G137D

Pat_41 Post-Resistance ZNF362 149076 37 1 33745887 33745887 Missense_Mutation SNP C T 11 332 c.512C>T c.(511-513)CCT>CTT p.P171L

Pat_41 Post-Resistance PHC2 1912 37 1 33833029 33833029 Missense_Mutation SNP C T 13 261 c.664G>A c.(664-666)GTA>ATA p.V222I

Pat_41 Post-Resistance CSMD2 114784 37 1 34204766 34204766 Nonsense_Mutation SNP C T 3 17 c.2223G>A c.(2221-2223)TGG>TGA p.W741*

Pat_41 Post-Resistance CSMD2 114784 37 1 34401462 34401462 Missense_Mutation SNP C T 34 232 c.491G>A c.(490-492)AGC>AAC p.S164N

Pat_41 Post-Resistance DLGAP3 58512 37 1 35365280 35365280 Missense_Mutation SNP G A 17 225 c.1376C>T c.(1375-1377)ACC>ATC p.T459I

Pat_41 Post-Resistance ZMYM1 79830 37 1 35577723 35577723 Missense_Mutation SNP A G 6 222 c.1138A>G c.(1138-1140)ATT>GTT p.I380V

Pat_41 Post-Resistance ZMYM1 79830 37 1 35578630 35578630 Missense_Mutation SNP C T 5 143 c.1199C>T c.(1198-1200)ACG>ATG p.T400M

Pat_41 Post-Resistance ZMYM4 9202 37 1 35847190 35847190 Missense_Mutation SNP G A 43 423 c.1400G>A c.(1399-1401)TGC>TAC p.C467Y

Pat_41 Post-Resistance NCDN 23154 37 1 36030965 36030965 Missense_Mutation SNP G A 23 83 c.1891G>A c.(1891-1893)GCC>ACC p.A631T

Pat_41 Post-Resistance CLSPN 63967 37 1 36215406 36215406 Missense_Mutation SNP C T 12 65 c.2035G>A c.(2035-2037)GAA>AAA p.E679K

Pat_41 Post-Resistance CLSPN 63967 37 1 36225942 36225942 Splice_Site SNP C T 5 96 c.1579_splice c.e8+1 p.E527_splice

Pat_41 Post-Resistance EIF2C1 26523 37 1 36381006 36381006 Nonsense_Mutation SNP C T 19 430 c.1891C>T c.(1891-1893)CGA>TGA p.R631*

Pat_41 Post-Resistance ADPRHL2 54936 37 1 36557313 36557313 Missense_Mutation SNP G A 5 124 c.403G>A c.(403-405)GTC>ATC p.V135I

Pat_41 Post-Resistance MAP7D1 55700 37 1 36636617 36636617 Missense_Mutation SNP G A 11 234 c.92G>A c.(91-93)GGT>GAT p.G31D

Pat_41 Post-Resistance MACF1 23499 37 1 39696859 39696859 Translation_Start_Site SNP C T 44 693 c.-50C>T c.(-52--48)AACGG>AATGG

Pat_41 Post-Resistance MACF1 23499 37 1 39752983 39752983 Missense_Mutation SNP G A 13 321 c.1549G>A c.(1549-1551)GTC>ATC p.V517I

Pat_41 Post-Resistance MACF1 23499 37 1 39776656 39776656 Missense_Mutation SNP G A 9 218 c.3269G>A c.(3268-3270)AGG>AAG p.R1090K

Pat_41 Post-Resistance MACF1 23499 37 1 39806597 39806597 Missense_Mutation SNP G A 28 138 c.5873G>A c.(5872-5874)AGC>AAC p.S1958N

Pat_41 Post-Resistance MACF1 23499 37 1 39827140 39827140 Missense_Mutation SNP G A 27 381 c.7882G>A c.(7882-7884)GGC>AGC p.G2628S

Pat_41 Post-Resistance KIAA0754 643314 37 1 39879016 39879016 Missense_Mutation SNP A G 3 36 c.3079A>G c.(3079-3081)ACC>GCC p.T1027A

Pat_41 Post-Resistance KIAA0754 643314 37 1 39879250 39879250 Missense_Mutation SNP A G 7 20 c.3313A>G c.(3313-3315)ACC>GCC p.T1105A

Pat_41 Post-Resistance MACF1 23499 37 1 39898297 39898297 Nonsense_Mutation SNP C T 14 107 c.12748C>T c.(12748-12750)CAG>TAG p.Q4250*

Pat_41 Post-Resistance MACF1 23499 37 1 39906787 39906787 Missense_Mutation SNP G A 13 70 c.13889G>A c.(13888-13890)AGC>AAC p.S4630N

Pat_41 Post-Resistance PABPC4 8761 37 1 40035636 40035636 Missense_Mutation SNP G A 19 187 c.542C>T c.(541-543)GCT>GTT p.A181V

Pat_41 Post-Resistance PABPC4 8761 37 1 40041641 40041641 Translation_Start_Site SNP C T 5 27 c.-17G>A c.(-19--15)GGGTG>GGATG

Pat_41 Post-Resistance PPIE 10450 37 1 40207050 40207050 Missense_Mutation SNP G A 30 342 c.143G>A c.(142-144)GGA>GAA p.G48E

Pat_41 Post-Resistance MYCL1 4610 37 1 40366805 40366805 Missense_Mutation SNP G A 4 18 c.302C>T c.(301-303)GCC>GTC p.A101V

Pat_41 Post-Resistance MFSD2A 84879 37 1 40431657 40431657 Missense_Mutation SNP A G 4 135 c.724A>G c.(724-726)ACA>GCA p.T242A

Pat_41 Post-Resistance PPT1 5538 37 1 40542513 40542513 Splice_Site SNP C T 13 175 c.798_splice c.e8+1 p.Q266_splice

Pat_41 Post-Resistance RLF 6018 37 1 40702766 40702766 Missense_Mutation SNP G A 12 327 c.2392G>A c.(2392-2394)GAT>AAT p.D798N

Pat_41 Post-Resistance ZNF684 127396 37 1 41012864 41012864 Missense_Mutation SNP C T 13 141 c.869C>T c.(868-870)TCC>TTC p.S290F

Pat_41 Post-Resistance HIVEP3 59269 37 1 41979218 41979218 Missense_Mutation SNP C T 4 41 c.5674G>A c.(5674-5676)GCA>ACA p.A1892T

Pat_41 Post-Resistance FOXJ3 22887 37 1 42671492 42671492 Missense_Mutation SNP C T 11 163 c.571G>A c.(571-573)GAG>AAG p.E191K

Pat_41 Post-Resistance PPCS 79717 37 1 42925484 42925484 Missense_Mutation SNP G A 11 254 c.823G>A c.(823-825)GAA>AAA p.E275K



Pat_41 Post-Resistance LEPRE1 64175 37 1 43232591 43232591 Missense_Mutation SNP C T 9 181 c.52G>A c.(52-54)GCT>ACT p.A18T

Pat_41 Post-Resistance ERMAP 114625 37 1 43308506 43308506 Missense_Mutation SNP C T 7 60 c.1031C>T c.(1030-1032)TCC>TTC p.S344F

Pat_41 Post-Resistance SLC2A1 6513 37 1 43393347 43393347 Missense_Mutation SNP C T 7 57 c.1207G>A c.(1207-1209)GCC>ACC p.A403T

Pat_41 Post-Resistance EBNA1BP2 10969 37 1 43630345 43630345 Missense_Mutation SNP C T 5 57 c.839G>A c.(838-840)GGC>GAC p.G280D

Pat_41 Post-Resistance WDR65 149465 37 1 43672465 43672465 Nonsense_Mutation SNP G A 13 241 c.1617G>A c.(1615-1617)TGG>TGA p.W539*

Pat_41 Post-Resistance WDR65 149465 37 1 43675684 43675684 Missense_Mutation SNP C T 34 163 c.2026C>T c.(2026-2028)CTT>TTT p.L676F

Pat_41 Post-Resistance TMEM125 128218 37 1 43738856 43738856 Missense_Mutation SNP G A 6 55 c.463G>A c.(463-465)GCT>ACT p.A155T

Pat_41 Post-Resistance MPL 4352 37 1 43805047 43805047 Missense_Mutation SNP G A 5 102 c.497G>A c.(496-498)AGG>AAG p.R166K

Pat_41 Post-Resistance KIAA0467 23334 37 1 43908520 43908520 Missense_Mutation SNP G A 33 174 c.5485G>A c.(5485-5487)GAA>AAA p.E1829K

Pat_41 Post-Resistance KIAA0467 23334 37 1 43908599 43908599 Missense_Mutation SNP G A 7 87 c.5564G>A c.(5563-5565)GGG>GAG p.G1855E

Pat_41 Post-Resistance PTPRF 5792 37 1 44057183 44057183 Missense_Mutation SNP G A 4 32 c.1490G>A c.(1489-1491)GGC>GAC p.G497D

Pat_41 Post-Resistance PTPRF 5792 37 1 44069683 44069683 Missense_Mutation SNP G A 7 123 c.2860G>A c.(2860-2862)GTG>ATG p.V954M

Pat_41 Post-Resistance PTPRF 5792 37 1 44084726 44084726 Missense_Mutation SNP C T 8 128 c.4499C>T c.(4498-4500)TCC>TTC p.S1500F

Pat_41 Post-Resistance SLC6A9 6536 37 1 44474134 44474134 Missense_Mutation SNP C T 9 128 c.700G>A c.(700-702)GAC>AAC p.D234N

Pat_41 Post-Resistance SLC6A9 6536 37 1 44482780 44482780 Missense_Mutation SNP G A 5 77 c.26C>T c.(25-27)GCG>GTG p.A9V

Pat_41 Post-Resistance KLF17 128209 37 1 44596372 44596372 Missense_Mutation SNP C T 8 137 c.1114C>T c.(1114-1116)CCA>TCA p.P372S

Pat_41 Post-Resistance DMAP1 55929 37 1 44684067 44684067 Missense_Mutation SNP C T 14 323 c.478C>T c.(478-480)CTC>TTC p.L160F

Pat_41 Post-Resistance KIF2C 11004 37 1 45206657 45206657 Missense_Mutation SNP G A 6 150 c.143G>A c.(142-144)GGA>GAA p.G48E

Pat_41 Post-Resistance PLK3 1263 37 1 45268722 45268722 Missense_Mutation SNP G A 4 117 c.845G>A c.(844-846)AGC>AAC p.S282N

Pat_41 Post-Resistance PLK3 1263 37 1 45270380 45270380 Missense_Mutation SNP C T 41 634 c.1564C>T c.(1564-1566)CCC>TCC p.P522S

Pat_41 Post-Resistance PTCH2 8643 37 1 45292305 45292305 Missense_Mutation SNP G A 4 21 c.2831C>T c.(2830-2832)GCC>GTC p.A944V

Pat_41 Post-Resistance ZSWIM5 57643 37 1 45501794 45501794 Missense_Mutation SNP T G 6 87 c.2072A>C c.(2071-2073)CAG>CCG p.Q691P

Pat_41 Post-Resistance HPDL 84842 37 1 45793335 45793335 Missense_Mutation SNP G A 4 104 c.515G>A c.(514-516)AGC>AAC p.S172N

Pat_41 Post-Resistance MAST2 23139 37 1 46501709 46501709 Missense_Mutation SNP G A 5 146 c.5368G>A c.(5368-5370)GTT>ATT p.V1790I

Pat_41 Post-Resistance PIK3R3 8503 37 1 46509370 46509370 Missense_Mutation SNP G A 12 266 c.1361C>T c.(1360-1362)GCA>GTA p.A454V

Pat_41 Post-Resistance DMBX1 127343 37 1 46976784 46976784 Missense_Mutation SNP C T 157 170 c.526C>T c.(526-528)CCT>TCT p.P176S

Pat_41 Post-Resistance MOBKL2C 148932 37 1 47075807 47075807 Missense_Mutation SNP A G 7 213 c.488T>C c.(487-489)GTC>GCC p.V163A

Pat_41 Post-Resistance CYP4Z1 199974 37 1 47571916 47571916 Missense_Mutation SNP G A 27 114 c.1184G>A c.(1183-1185)GGA>GAA p.G395E

Pat_41 Post-Resistance FOXE3 2301 37 1 47882381 47882381 Missense_Mutation SNP G A 12 224 c.394G>A c.(394-396)GTG>ATG p.V132M

Pat_41 Post-Resistance SLC5A9 200010 37 1 48699363 48699363 Missense_Mutation SNP G A 11 104 c.1070G>A c.(1069-1071)AGA>AAA p.R357K

Pat_41 Post-Resistance SLC5A9 200010 37 1 48701532 48701532 Missense_Mutation SNP G A 10 153 c.1273G>A c.(1273-1275)GAG>AAG p.E425K

Pat_41 Post-Resistance SPATA6 54558 37 1 48764422 48764422 Missense_Mutation SNP G A 14 203 c.1430C>T c.(1429-1431)GCC>GTC p.A477V

Pat_41 Post-Resistance FAF1 11124 37 1 51204547 51204547 Missense_Mutation SNP G A 9 209 c.539C>T c.(538-540)TCT>TTT p.S180F

Pat_41 Post-Resistance CDKN2C 1031 37 1 51436056 51436056 Missense_Mutation SNP G A 4 61 c.16G>A c.(16-18)GGG>AGG p.G6R

Pat_41 Post-Resistance OSBPL9 114883 37 1 52231608 52231608 Missense_Mutation SNP C T 11 155 c.893C>T c.(892-894)GCT>GTT p.A298V

Pat_41 Post-Resistance RAB3B 5865 37 1 52399097 52399097 Missense_Mutation SNP G A 15 178 c.365C>T c.(364-366)ACC>ATC p.T122I

Pat_41 Post-Resistance KTI12 112970 37 1 52498737 52498737 Missense_Mutation SNP C T 10 43 c.697G>A c.(697-699)GTG>ATG p.V233M

Pat_41 Post-Resistance KTI12 112970 37 1 52498898 52498898 Missense_Mutation SNP G A 13 156 c.536C>T c.(535-537)TCC>TTC p.S179F

Pat_41 Post-Resistance ZFYVE9 9372 37 1 52703852 52703852 Missense_Mutation SNP G A 35 727 c.763G>A c.(763-765)GAC>AAC p.D255N

Pat_41 Post-Resistance FAM159A 348378 37 1 53122521 53122521 Missense_Mutation SNP C T 8 153 c.382C>T c.(382-384)CCA>TCA p.P128S

Pat_41 Post-Resistance ZYG11B 79699 37 1 53237373 53237373 Missense_Mutation SNP G A 31 218 c.878G>A c.(877-879)AGC>AAC p.S293N

Pat_41 Post-Resistance PODN 127435 37 1 53543381 53543381 Missense_Mutation SNP C T 22 373 c.907C>T c.(907-909)CCG>TCG p.P303S

Pat_41 Post-Resistance C1orf123 54987 37 1 53684085 53684085 Splice_Site SNP C T 17 297 c.229_splice c.e4+1 p.E77_splice

Pat_41 Post-Resistance LRP8 7804 37 1 53726227 53726227 Missense_Mutation SNP A T 25 288 c.1965T>A c.(1963-1965)AAT>AAA p.N655K

Pat_41 Post-Resistance CDCP2 200008 37 1 54605260 54605260 Missense_Mutation SNP G A 7 49 c.1283C>T c.(1282-1284)CCC>CTC p.P428L

Pat_41 Post-Resistance C1orf175 374977 37 1 55118771 55118771 Missense_Mutation SNP G A 6 122 c.172G>A c.(172-174)GTT>ATT p.V58I

Pat_41 Post-Resistance USP24 23358 37 1 55561066 55561066 Missense_Mutation SNP T G 4 46 c.5585A>C c.(5584-5586)AAC>ACC p.N1862T



Pat_41 Post-Resistance PRKAA2 5563 37 1 57111134 57111134 Missense_Mutation SNP G A 4 20 c.74G>A c.(73-75)GGC>GAC p.G25D

Pat_41 Post-Resistance C1orf168 199920 37 1 57185911 57185911 Missense_Mutation SNP T C 30 129 c.2066A>G c.(2065-2067)GAA>GGA p.E689G

Pat_41 Post-Resistance C8A 731 37 1 57372418 57372418 Missense_Mutation SNP G A 10 143 c.1175G>A c.(1174-1176)GGA>GAA p.G392E

Pat_41 Post-Resistance DAB1 1600 37 1 57480825 57480825 Missense_Mutation SNP C T 6 118 c.1175G>A c.(1174-1176)GGC>GAC p.G392D

Pat_41 Post-Resistance DAB1 1600 37 1 57491682 57491682 Missense_Mutation SNP G A 12 263 c.758C>T c.(757-759)TCC>TTC p.S253F

Pat_41 Post-Resistance MYSM1 114803 37 1 59142648 59142648 Missense_Mutation SNP C T 11 314 c.1340G>A c.(1339-1341)GGA>GAA p.G447E

Pat_41 Post-Resistance HOOK1 51361 37 1 60325957 60325957 Missense_Mutation SNP G A 38 552 c.1489G>A c.(1489-1491)GAA>AAA p.E497K

Pat_41 Post-Resistance HOOK1 51361 37 1 60330918 60330918 Splice_Site SNP G A 7 72 c.1744_splice c.e19+1 p.V582_splice

Pat_41 Post-Resistance C1orf87 127795 37 1 60505689 60505689 Missense_Mutation SNP G A 9 62 c.647C>T c.(646-648)TCT>TTT p.S216F

Pat_41 Post-Resistance INADL 10207 37 1 62253469 62253469 Missense_Mutation SNP G A 10 142 c.893G>A c.(892-894)GGC>GAC p.G298D

Pat_41 Post-Resistance CACHD1 57685 37 1 65157210 65157210 Missense_Mutation SNP C T 8 168 c.3638C>T c.(3637-3639)GCC>GTC p.A1213V

Pat_41 Post-Resistance DNAJC6 9829 37 1 65860607 65860607 Missense_Mutation SNP C T 15 170 c.1759C>T c.(1759-1761)CCT>TCT p.P587S

Pat_41 Post-Resistance DNAJC6 9829 37 1 65871719 65871719 Missense_Mutation SNP G A 13 132 c.2223G>A c.(2221-2223)ATG>ATA p.M741I

Pat_41 Post-Resistance PDE4B 5142 37 1 66384379 66384379 Nonsense_Mutation SNP G T 8 122 c.142G>T c.(142-144)GGA>TGA p.G48*

Pat_41 Post-Resistance TCTEX1D1 200132 37 1 67236072 67236072 Missense_Mutation SNP C T 50 345 c.122C>T c.(121-123)TCT>TTT p.S41F

Pat_41 Post-Resistance WDR78 79819 37 1 67299760 67299760 Missense_Mutation SNP C T 22 92 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_41 Post-Resistance WDR78 79819 37 1 67299805 67299805 Missense_Mutation SNP G A 11 77 c.1760C>T c.(1759-1761)CCT>CTT p.P587L

Pat_41 Post-Resistance MIER1 57708 37 1 67425406 67425406 Missense_Mutation SNP C T 29 143 c.679C>T c.(679-681)CCA>TCA p.P227S

Pat_41 Post-Resistance SLC35D1 23169 37 1 67470040 67470040 Missense_Mutation SNP C T 9 305 c.1051G>A c.(1051-1053)GGG>AGG p.G351R

Pat_41 Post-Resistance SLC35D1 23169 37 1 67519582 67519582 Missense_Mutation SNP C T 5 58 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_41 Post-Resistance IL23R 149233 37 1 67724160 67724160 Splice_Site SNP G A 4 174 c.1240_splice c.e11-1 p.E414_splice

Pat_41 Post-Resistance SERBP1 26135 37 1 67880913 67880913 Missense_Mutation SNP C T 19 134 c.1106G>A c.(1105-1107)GGC>GAC p.G369D

Pat_41 Post-Resistance DEPDC1 55635 37 1 68947788 68947788 Missense_Mutation SNP G A 10 105 c.1703C>T c.(1702-1704)ACA>ATA p.T568I

Pat_41 Post-Resistance FPGT 8790 37 1 74670431 74670431 Missense_Mutation SNP G A 8 112 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_41 Post-Resistance TNNI3K 51086 37 1 74701803 74701803 Missense_Mutation SNP G A 12 94 c.58G>A c.(58-60)GTC>ATC p.V20I

Pat_41 Post-Resistance C1orf173 127254 37 1 75037060 75037060 Missense_Mutation SNP C T 10 202 c.4334G>A c.(4333-4335)GGA>GAA p.G1445E

Pat_41 Post-Resistance C1orf173 127254 37 1 75037804 75037804 Missense_Mutation SNP G A 25 236 c.3590C>T c.(3589-3591)TCC>TTC p.S1197F

Pat_41 Post-Resistance C1orf173 127254 37 1 75038600 75038600 Missense_Mutation SNP C T 27 181 c.2794G>A c.(2794-2796)GAG>AAG p.E932K

Pat_41 Post-Resistance SLC44A5 204962 37 1 75672389 75672389 Missense_Mutation SNP C T 8 213 c.2063G>A c.(2062-2064)AGA>AAA p.R688K

Pat_41 Post-Resistance MSH4 4438 37 1 76346936 76346936 Missense_Mutation SNP T C 12 181 c.1787T>C c.(1786-1788)GTG>GCG p.V596A

Pat_41 Post-Resistance ST6GALNAC3 256435 37 1 76779652 76779652 Missense_Mutation SNP C T 55 66 c.181C>T c.(181-183)CAC>TAC p.H61Y

Pat_41 Post-Resistance PIGK 10026 37 1 77627084 77627084 Missense_Mutation SNP G A 12 110 c.709C>T c.(709-711)CCT>TCT p.P237S

Pat_41 Post-Resistance FUBP1 8880 37 1 78444637 78444637 Missense_Mutation SNP C T 7 53 c.52G>A c.(52-54)GGT>AGT p.G18S

Pat_41 Post-Resistance GIPC2 54810 37 1 78601393 78601393 Missense_Mutation SNP G A 7 154 c.914G>A c.(913-915)GGA>GAA p.G305E

Pat_41 Post-Resistance IFI44L 10964 37 1 79101047 79101047 Missense_Mutation SNP G A 11 235 c.749G>A c.(748-750)GGA>GAA p.G250E

Pat_41 Post-Resistance ELTD1 64123 37 1 79387426 79387426 Missense_Mutation SNP G A 5 124 c.1129C>T c.(1129-1131)CCT>TCT p.P377S

Pat_41 Post-Resistance LPHN2 23266 37 1 82431862 82431862 Missense_Mutation SNP G A 30 166 c.2087G>A c.(2086-2088)AGG>AAG p.R696K

Pat_41 Post-Resistance CTBS 1486 37 1 85039948 85039948 Missense_Mutation SNP G A 4 18 c.151C>T c.(151-153)CCG>TCG p.P51S

Pat_41 Post-Resistance SSX2IP 117178 37 1 85130099 85130099 Splice_Site SNP C T 6 237 c.673_splice c.e7+1 p.A225_splice

Pat_41 Post-Resistance MCOLN3 55283 37 1 85510881 85510881 Missense_Mutation SNP C T 19 102 c.163G>A c.(163-165)GCT>ACT p.A55T

Pat_41 Post-Resistance DDAH1 23576 37 1 85787205 85787205 Missense_Mutation SNP G A 8 103 c.788C>T c.(787-789)TCT>TTT p.S263F

Pat_41 Post-Resistance COL24A1 255631 37 1 86313446 86313446 Missense_Mutation SNP C T 4 105 c.3364G>A c.(3364-3366)GGA>AGA p.G1122R

Pat_41 Post-Resistance CLCA1 1179 37 1 86965618 86965618 Missense_Mutation SNP G A 49 345 c.2635G>A c.(2635-2637)GAA>AAA p.E879K

Pat_41 Post-Resistance CLCA1 1179 37 1 86965625 86965625 Missense_Mutation SNP C T 55 313 c.2642C>T c.(2641-2643)TCT>TTT p.S881F

Pat_41 Post-Resistance GBP1 2633 37 1 89522803 89522803 Missense_Mutation SNP C T 24 194 c.889G>A c.(889-891)GTG>ATG p.V297M

Pat_41 Post-Resistance GBP2 2634 37 1 89579779 89579779 Missense_Mutation SNP C T 66 248 c.1069G>A c.(1069-1071)GAC>AAC p.D357N

Pat_41 Post-Resistance GBP7 388646 37 1 89613341 89613341 Missense_Mutation SNP G A 25 202 c.1274C>T c.(1273-1275)ACT>ATT p.T425I



Pat_41 Post-Resistance GBP6 163351 37 1 89843986 89843986 Missense_Mutation SNP G A 42 316 c.439G>A c.(439-441)GAG>AAG p.E147K

Pat_41 Post-Resistance LRRC8B 23507 37 1 90049189 90049189 Missense_Mutation SNP G A 8 161 c.980G>A c.(979-981)GGT>GAT p.G327D

Pat_41 Post-Resistance ZNF644 84146 37 1 91403258 91403258 Missense_Mutation SNP G A 25 207 c.3472C>T c.(3472-3474)CCA>TCA p.P1158S

Pat_41 Post-Resistance BTBD8 284697 37 1 92604938 92604938 Missense_Mutation SNP C T 10 211 c.784C>T c.(784-786)CAT>TAT p.H262Y

Pat_41 Post-Resistance BTBD8 284697 37 1 92604954 92604954 Missense_Mutation SNP G A 10 190 c.800G>A c.(799-801)GGA>GAA p.G267E

Pat_41 Post-Resistance MTF2 22823 37 1 93594945 93594945 Missense_Mutation SNP G A 14 223 c.1100G>A c.(1099-1101)GGA>GAA p.G367E

Pat_41 Post-Resistance MTF2 22823 37 1 93594972 93594972 Missense_Mutation SNP G A 19 241 c.1127G>A c.(1126-1128)GGC>GAC p.G376D

Pat_41 Post-Resistance CCDC18 343099 37 1 93646148 93646148 Missense_Mutation SNP G A 7 112 c.61G>A c.(61-63)GCT>ACT p.A21T

Pat_41 Post-Resistance FNBP1L 54874 37 1 93988987 93988987 Missense_Mutation SNP C T 7 65 c.281C>T c.(280-282)GCG>GTG p.A94V

Pat_41 Post-Resistance ABCA4 24 37 1 94502814 94502814 Missense_Mutation SNP G A 13 181 c.3700C>T c.(3700-3702)CCA>TCA p.P1234S

Pat_41 Post-Resistance ARHGAP29 9411 37 1 94640149 94640149 Missense_Mutation SNP G A 10 227 c.3062C>T c.(3061-3063)CCT>CTT p.P1021L

Pat_41 Post-Resistance RWDD3 25950 37 1 95710043 95710043 Missense_Mutation SNP G A 19 184 c.362G>A c.(361-363)GGC>GAC p.G121D

Pat_41 Post-Resistance DPYD 1806 37 1 97658624 97658624 Splice_Site SNP C T 9 173 c.2622_splice c.e20+1 p.K874_splice

Pat_41 Post-Resistance LPPR5 163404 37 1 99380362 99380362 Missense_Mutation SNP C T 7 147 c.913G>A c.(913-915)GAA>AAA p.E305K

Pat_41 Post-Resistance LPPR4 9890 37 1 99764654 99764654 Missense_Mutation SNP G A 22 218 c.602G>A c.(601-603)GGA>GAA p.G201E

Pat_41 Post-Resistance FRRS1 391059 37 1 100203679 100203679 Missense_Mutation SNP C T 20 351 c.722G>A c.(721-723)GGC>GAC p.G241D

Pat_41 Post-Resistance SLC35A3 23443 37 1 100464904 100464904 Missense_Mutation SNP G A 34 192 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_41 Post-Resistance SLC35A3 23443 37 1 100488006 100488006 Missense_Mutation SNP C T 4 123 c.952C>T c.(952-954)CCT>TCT p.P318S

Pat_41 Post-Resistance SASS6 163786 37 1 100584644 100584644 Missense_Mutation SNP G A 4 85 c.599C>T c.(598-600)GCG>GTG p.A200V

Pat_41 Post-Resistance DBT 1629 37 1 100672153 100672153 Missense_Mutation SNP C T 20 481 c.1057G>A c.(1057-1059)GGT>AGT p.G353S

Pat_41 Post-Resistance VAV3 10451 37 1 108247184 108247184 Missense_Mutation SNP C T 16 256 c.1693G>A c.(1693-1695)GTT>ATT p.V565I

Pat_41 Post-Resistance C1orf59 113802 37 1 109192835 109192835 Missense_Mutation SNP C T 17 322 c.754G>A c.(754-756)GCT>ACT p.A252T

Pat_41 Post-Resistance WDR47 22911 37 1 109524409 109524409 Missense_Mutation SNP C T 35 314 c.2344G>A c.(2344-2346)GAT>AAT p.D782N

Pat_41 Post-Resistance KIAA1324 57535 37 1 109704625 109704625 Missense_Mutation SNP G A 6 127 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_41 Post-Resistance CELSR2 1952 37 1 109793887 109793887 Missense_Mutation SNP G A 5 108 c.1186G>A c.(1186-1188)GCC>ACC p.A396T

Pat_41 Post-Resistance CELSR2 1952 37 1 109803751 109803751 Missense_Mutation SNP G A 8 232 c.4046G>A c.(4045-4047)GGC>GAC p.G1349D

Pat_41 Post-Resistance CELSR2 1952 37 1 109804176 109804176 Missense_Mutation SNP G A 7 297 c.4223G>A c.(4222-4224)GGG>GAG p.G1408E

Pat_41 Post-Resistance CELSR2 1952 37 1 109812092 109812092 Missense_Mutation SNP G A 5 61 c.6859G>A c.(6859-6861)GTC>ATC p.V2287I

Pat_41 Post-Resistance CELSR2 1952 37 1 109814127 109814127 Missense_Mutation SNP G A 16 210 c.7796G>A c.(7795-7797)TGC>TAC p.C2599Y

Pat_41 Post-Resistance AMIGO1 57463 37 1 110051098 110051098 Missense_Mutation SNP A C 17 180 c.437T>G c.(436-438)ATC>AGC p.I146S

Pat_41 Post-Resistance GSTM2 2946 37 1 110224435 110224435 Missense_Mutation SNP C T 8 104 c.572C>T c.(571-573)TCC>TTC p.S191F

Pat_41 Post-Resistance EPS8L3 79574 37 1 110301901 110301901 Missense_Mutation SNP G A 31 583 c.364C>T c.(364-366)CCA>TCA p.P122S

Pat_41 Post-Resistance FAM40A 85369 37 1 110584222 110584222 Missense_Mutation SNP G A 15 158 c.715G>A c.(715-717)GCT>ACT p.A239T

Pat_41 Post-Resistance SLC6A17 388662 37 1 110738259 110738259 Missense_Mutation SNP C T 10 191 c.1544C>T c.(1543-1545)TCC>TTC p.S515F

Pat_41 Post-Resistance RBM15 64783 37 1 110884155 110884155 Missense_Mutation SNP G A 6 153 c.2128G>A c.(2128-2130)GAG>AAG p.E710K

Pat_41 Post-Resistance SLC16A4 9122 37 1 110919577 110919577 Missense_Mutation SNP C T 16 78 c.1237G>A c.(1237-1239)GTA>ATA p.V413I

Pat_41 Post-Resistance SLC16A4 9122 37 1 110921759 110921759 Missense_Mutation SNP C T 9 332 c.746G>A c.(745-747)AGC>AAC p.S249N

Pat_41 Post-Resistance KCNA10 3744 37 1 111060116 111060116 Missense_Mutation SNP G A 9 45 c.1294C>T c.(1294-1296)CCA>TCA p.P432S

Pat_41 Post-Resistance KCNA3 3738 37 1 111216162 111216162 Missense_Mutation SNP G A 27 47 c.1270C>T c.(1270-1272)CCC>TCC p.P424S

Pat_41 Post-Resistance C1orf103 55791 37 1 111492639 111492639 Missense_Mutation SNP G A 5 116 c.1703C>T c.(1702-1704)GCT>GTT p.A568V

Pat_41 Post-Resistance C1orf103 55791 37 1 111495306 111495306 Missense_Mutation SNP G A 10 138 c.200C>T c.(199-201)GCT>GTT p.A67V

Pat_41 Post-Resistance CEPT1 10390 37 1 111702080 111702080 Missense_Mutation SNP G A 17 271 c.418G>A c.(418-420)GCA>ACA p.A140T

Pat_41 Post-Resistance CHI3L2 1117 37 1 111778665 111778665 Missense_Mutation SNP C T 32 489 c.625C>T c.(625-627)CTC>TTC p.L209F

Pat_41 Post-Resistance CHIA 27159 37 1 111860652 111860652 Missense_Mutation SNP C T 11 141 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_41 Post-Resistance OVGP1 5016 37 1 111957946 111957946 Missense_Mutation SNP G A 7 112 c.1177C>T c.(1177-1179)CCA>TCA p.P393S

Pat_41 Post-Resistance OVGP1 5016 37 1 111966292 111966292 Missense_Mutation SNP T C 21 173 c.356A>G c.(355-357)AAG>AGG p.K119R

Pat_41 Post-Resistance ATP5F1 515 37 1 112002095 112002095 Missense_Mutation SNP C T 8 176 c.530C>T c.(529-531)GCT>GTT p.A177V



Pat_41 Post-Resistance DDX20 11218 37 1 112308860 112308860 Missense_Mutation SNP G A 5 112 c.1814G>A c.(1813-1815)GGG>GAG p.G605E

Pat_41 Post-Resistance MOV10 4343 37 1 113231577 113231577 Missense_Mutation SNP G A 22 152 c.158G>A c.(157-159)GGC>GAC p.G53D

Pat_41 Post-Resistance MOV10 4343 37 1 113232218 113232218 Missense_Mutation SNP C T 36 394 c.523C>T c.(523-525)CCC>TCC p.P175S

Pat_41 Post-Resistance MOV10 4343 37 1 113232266 113232266 Missense_Mutation SNP G A 11 126 c.571G>A c.(571-573)GGC>AGC p.G191S

Pat_41 Post-Resistance PPM1J 333926 37 1 113253130 113253130 Missense_Mutation SNP G A 10 178 c.1322C>T c.(1321-1323)GCC>GTC p.A441V

Pat_41 Post-Resistance FAM19A3 284467 37 1 113266686 113266686 Missense_Mutation SNP G A 11 78 c.317G>A c.(316-318)GGG>GAG p.G106E

Pat_41 Post-Resistance HIPK1 204851 37 1 114499792 114499792 Missense_Mutation SNP C T 32 278 c.1639C>T c.(1639-1641)CAC>TAC p.H547Y

Pat_41 Post-Resistance HIPK1 204851 37 1 114505028 114505028 Missense_Mutation SNP C T 19 187 c.2071C>T c.(2071-2073)CCA>TCA p.P691S

Pat_41 Post-Resistance HIPK1 204851 37 1 114508860 114508860 Missense_Mutation SNP G A 17 80 c.2347G>A c.(2347-2349)GCC>ACC p.A783T

Pat_41 Post-Resistance TRIM33 51592 37 1 114948110 114948110 Missense_Mutation SNP C T 39 641 c.2690G>A c.(2689-2691)GGA>GAA p.G897E

Pat_41 Post-Resistance AMPD1 270 37 1 115215853 115215853 Missense_Mutation SNP C T 29 206 c.2126G>A c.(2125-2127)GGC>GAC p.G709D

Pat_41 Post-Resistance AMPD1 270 37 1 115216529 115216529 Splice_Site SNP C T 126 238 c.1974_splice c.e14+1 p.K658_splice

Pat_41 Post-Resistance NRAS 4893 37 1 115256529 115256529 Missense_Mutation SNP T C 27 681 c.182A>G c.(181-183)CAA>CGA p.Q61R

Pat_41 Post-Resistance NRAS 4893 37 1 115256538 115256538 Missense_Mutation SNP G A 261 449 c.173C>T c.(172-174)ACA>ATA p.T58I

Pat_41 Post-Resistance CSDE1 7812 37 1 115261250 115261250 Missense_Mutation SNP C T 16 232 c.2333G>A c.(2332-2334)GGA>GAA p.G778E

Pat_41 Post-Resistance CSDE1 7812 37 1 115263285 115263285 Missense_Mutation SNP C T 22 443 c.1927G>A c.(1927-1929)GGG>AGG p.G643R

Pat_41 Post-Resistance VANGL1 81839 37 1 116206309 116206309 Missense_Mutation SNP G A 95 189 c.232G>A c.(232-234)GCC>ACC p.A78T

Pat_41 Post-Resistance VANGL1 81839 37 1 116206471 116206471 Missense_Mutation SNP C T 11 71 c.394C>T c.(394-396)CTT>TTT p.L132F

Pat_41 Post-Resistance VANGL1 81839 37 1 116226583 116226583 Missense_Mutation SNP C T 51 374 c.965C>T c.(964-966)ACT>ATT p.T322I

Pat_41 Post-Resistance IGSF3 3321 37 1 117146321 117146321 Missense_Mutation SNP C T 17 447 c.1549G>A c.(1549-1551)GTG>ATG p.V517M

Pat_41 Post-Resistance IGSF3 3321 37 1 117158986 117158986 Missense_Mutation SNP C T 6 277 c.137G>A c.(136-138)GGC>GAC p.G46D

Pat_41 Post-Resistance CD101 9398 37 1 117556219 117556219 Missense_Mutation SNP G A 65 69 c.1033G>A c.(1033-1035)GCA>ACA p.A345T

Pat_41 Post-Resistance TTF2 8458 37 1 117617599 117617599 Missense_Mutation SNP G T 6 285 c.393G>T c.(391-393)AAG>AAT p.K131N

Pat_41 Post-Resistance TTF2 8458 37 1 117633200 117633200 Missense_Mutation SNP C T 21 199 c.2543C>T c.(2542-2544)TCT>TTT p.S848F

Pat_41 Post-Resistance TRIM45 80263 37 1 117654973 117654973 Missense_Mutation SNP C T 70 112 c.1697G>A c.(1696-1698)GGT>GAT p.G566D

Pat_41 Post-Resistance TRIM45 80263 37 1 117660679 117660679 Missense_Mutation SNP G A 11 338 c.1199C>T c.(1198-1200)GCC>GTC p.A400V

Pat_41 Post-Resistance TRIM45 80263 37 1 117663750 117663750 Missense_Mutation SNP C T 17 148 c.74G>A c.(73-75)GGC>GAC p.G25D

Pat_41 Post-Resistance SPAG17 200162 37 1 118535096 118535096 Missense_Mutation SNP G A 10 303 c.5354C>T c.(5353-5355)TCC>TTC p.S1785F

Pat_41 Post-Resistance SPAG17 200162 37 1 118644362 118644362 Splice_Site SNP C T 6 156 c.634_splice c.e5+1 p.D212_splice

Pat_41 Post-Resistance TBX15 6913 37 1 119427477 119427477 Missense_Mutation SNP C T 7 89 c.1369G>A c.(1369-1371)GAG>AAG p.E457K

Pat_41 Post-Resistance TBX15 6913 37 1 119427938 119427938 Missense_Mutation SNP G A 4 81 c.908C>T c.(907-909)GCC>GTC p.A303V

Pat_41 Post-Resistance WARS2 10352 37 1 119619077 119619077 Missense_Mutation SNP G A 11 204 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_41 Post-Resistance HMGCS2 3158 37 1 120300046 120300046 Missense_Mutation SNP G A 18 157 c.866C>T c.(865-867)CCC>CTC p.P289L

Pat_41 Post-Resistance NOTCH2 4853 37 1 120458965 120458965 Missense_Mutation SNP T C 13 157 c.6380A>G c.(6379-6381)AAG>AGG p.K2127R

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144879561 144879561 Missense_Mutation SNP A G 3 40 c.3889T>C c.(3889-3891)TGT>CGT p.C1297R

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144886128 144886128 Missense_Mutation SNP C T 9 108 c.3106G>A c.(3106-3108)GAA>AAA p.E1036K

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144892575 144892575 Missense_Mutation SNP C T 11 425 c.2830G>A c.(2830-2832)GAT>AAT p.D944N

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144906091 144906091 Missense_Mutation SNP C T 18 261 c.2542G>A c.(2542-2544)GGT>AGT p.G848S

Pat_41 Post-Resistance PDE4DIP 9659 37 1 144917498 144917498 Splice_Site SNP C T 22 791 c.1605_splice c.e12+1 p.Q535_splice

Pat_41 Post-Resistance LIX1L 128077 37 1 145492269 145492269 Missense_Mutation SNP C T 12 352 c.491C>T c.(490-492)GCT>GTT p.A164V

Pat_41 Post-Resistance RBM8A 9939 37 1 145508953 145508953 Missense_Mutation SNP C T 8 77 c.380C>T c.(379-381)GCC>GTC p.A127V

Pat_41 Post-Resistance POLR3C 10623 37 1 145606342 145606342 Missense_Mutation SNP G A 43 243 c.611C>T c.(610-612)TCA>TTA p.S204L

Pat_41 Post-Resistance POLR3C 10623 37 1 145608177 145608177 Missense_Mutation SNP G A 11 247 c.520C>T c.(520-522)CCA>TCA p.P174S

Pat_41 Post-Resistance LOC728989 728989 37 1 146496484 146496484 Splice_Site SNP C T 13 31 c.17_splice c.e2-1 p.D6_splice

Pat_41 Post-Resistance PDIA3P 171423 37 1 146649927 146649927 Missense_Mutation SNP C T 16 234 c.235C>T c.(235-237)CCA>TCA p.P79S

Pat_41 Post-Resistance BCL9 607 37 1 147094189 147094189 Missense_Mutation SNP C T 12 527 c.3020C>T c.(3019-3021)TCT>TTT p.S1007F

Pat_41 Post-Resistance GJA5 2702 37 1 147230524 147230524 Missense_Mutation SNP G A 18 163 c.823C>T c.(823-825)CCT>TCT p.P275S



Pat_41 Post-Resistance NBPF14 25832 37 1 148015766 148015766 Missense_Mutation SNP G A 16 397 c.865C>T c.(865-867)CCT>TCT p.P289S

Pat_41 Post-Resistance LOC200030 200030 37 1 148342473 148342473 Missense_Mutation SNP G A 40 691 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_41 Post-Resistance HIST2H2BF 440689 37 1 149783685 149783685 Missense_Mutation SNP G A 21 254 c.194C>T c.(193-195)TCC>TTC p.S65F

Pat_41 Post-Resistance SV2A 9900 37 1 149885365 149885365 Missense_Mutation SNP C T 6 159 c.28G>A c.(28-30)GCT>ACT p.A10T

Pat_41 Post-Resistance OTUD7B 56957 37 1 149916315 149916315 Missense_Mutation SNP C T 14 210 c.1973G>A c.(1972-1974)GGG>GAG p.G658E

Pat_41 Post-Resistance OTUD7B 56957 37 1 149916928 149916928 Missense_Mutation SNP C T 10 73 c.1360G>A c.(1360-1362)GCT>ACT p.A454T

Pat_41 Post-Resistance VPS45 11311 37 1 150082640 150082640 Missense_Mutation SNP G A 18 92 c.1523G>A c.(1522-1524)GGA>GAA p.G508E

Pat_41 Post-Resistance C1orf51 148523 37 1 150259056 150259056 Missense_Mutation SNP C T 45 231 c.848C>T c.(847-849)CCT>CTT p.P283L

Pat_41 Post-Resistance RPRD2 23248 37 1 150444176 150444176 Missense_Mutation SNP G A 83 424 c.2752G>A c.(2752-2754)GTA>ATA p.V918I

Pat_41 Post-Resistance RPRD2 23248 37 1 150444887 150444887 Missense_Mutation SNP G A 6 64 c.3463G>A c.(3463-3465)GGC>AGC p.G1155S

Pat_41 Post-Resistance TARS2 80222 37 1 150469355 150469355 Missense_Mutation SNP G A 5 70 c.991G>A c.(991-993)GTG>ATG p.V331M

Pat_41 Post-Resistance ECM1 1893 37 1 150482181 150482181 Missense_Mutation SNP C T 18 325 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_41 Post-Resistance MCL1 4170 37 1 150549889 150549889 Missense_Mutation SNP C T 100 653 c.1015G>A c.(1015-1017)GCT>ACT p.A339T

Pat_41 Post-Resistance ANXA9 8416 37 1 150967112 150967112 Missense_Mutation SNP C G 39 291 c.912C>G c.(910-912)GAC>GAG p.D304E

Pat_41 Post-Resistance MLLT11 10962 37 1 151039951 151039951 Missense_Mutation SNP C T 22 460 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_41 Post-Resistance SEMA6C 10500 37 1 151107673 151107673 Missense_Mutation SNP G A 5 91 c.1546C>T c.(1546-1548)CTC>TTC p.L516F

Pat_41 Post-Resistance LYSMD1 388695 37 1 151133381 151133381 Missense_Mutation SNP C T 19 329 c.661G>A c.(661-663)GAG>AAG p.E221K

Pat_41 Post-Resistance PIP5K1A 8394 37 1 151210722 151210722 Missense_Mutation SNP G A 5 153 c.1210G>A c.(1210-1212)GAC>AAC p.D404N

Pat_41 Post-Resistance SELENBP1 8991 37 1 151339246 151339246 Missense_Mutation SNP C T 30 331 c.616G>A c.(616-618)GCT>ACT p.A206T

Pat_41 Post-Resistance SELENBP1 8991 37 1 151341550 151341550 Missense_Mutation SNP G A 5 139 c.290C>T c.(289-291)CCC>CTC p.P97L

Pat_41 Post-Resistance POGZ 23126 37 1 151400683 151400683 Missense_Mutation SNP G A 15 203 c.775C>T c.(775-777)CCC>TCC p.P259S

Pat_41 Post-Resistance CGN 57530 37 1 151508765 151508765 Missense_Mutation SNP G A 16 137 c.3250G>A c.(3250-3252)GAA>AAA p.E1084K

Pat_41 Post-Resistance CGN 57530 37 1 151509224 151509224 Missense_Mutation SNP G A 9 114 c.3325G>A c.(3325-3327)GCT>ACT p.A1109T

Pat_41 Post-Resistance SNX27 81609 37 1 151611384 151611384 Missense_Mutation SNP G A 5 258 c.332G>A c.(331-333)GGG>GAG p.G111E

Pat_41 Post-Resistance SNX27 81609 37 1 151630880 151630880 Missense_Mutation SNP G A 15 158 c.713G>A c.(712-714)GGA>GAA p.G238E

Pat_41 Post-Resistance TDRKH 11022 37 1 151752463 151752463 Missense_Mutation SNP G A 12 158 c.385C>T c.(385-387)CTT>TTT p.L129F

Pat_41 Post-Resistance LINGO4 339398 37 1 151773413 151773413 Missense_Mutation SNP C T 5 114 c.1768G>A c.(1768-1770)GCC>ACC p.A590T

Pat_41 Post-Resistance LINGO4 339398 37 1 151773935 151773935 Nonsense_Mutation SNP G A 4 120 c.1246C>T c.(1246-1248)CGA>TGA p.R416*

Pat_41 Post-Resistance LINGO4 339398 37 1 151774058 151774058 Missense_Mutation SNP G A 5 58 c.1123C>T c.(1123-1125)CAC>TAC p.H375Y

Pat_41 Post-Resistance LINGO4 339398 37 1 151774919 151774919 Missense_Mutation SNP C T 6 31 c.262G>A c.(262-264)GAA>AAA p.E88K

Pat_41 Post-Resistance S100A11 6282 37 1 152005164 152005164 Missense_Mutation SNP C T 7 78 c.292G>A c.(292-294)GCT>ACT p.A98T

Pat_41 Post-Resistance TCHH 7062 37 1 152081093 152081093 Missense_Mutation SNP G A 7 50 c.4600C>T c.(4600-4602)CTC>TTC p.L1534F

Pat_41 Post-Resistance TCHH 7062 37 1 152084165 152084165 Missense_Mutation SNP C T 5 82 c.1528G>A c.(1528-1530)GAG>AAG p.E510K

Pat_41 Post-Resistance RPTN 126638 37 1 152127456 152127456 Missense_Mutation SNP C T 40 335 c.2119G>A c.(2119-2121)GAA>AAA p.E707K

Pat_41 Post-Resistance HRNR 388697 37 1 152187617 152187617 Missense_Mutation SNP C T 15 828 c.6488G>A c.(6487-6489)GGG>GAG p.G2163E

Pat_41 Post-Resistance FLG 2312 37 1 152276792 152276792 Missense_Mutation SNP C T 27 397 c.10570G>A c.(10570-10572)GGA>AGA p.G3524R

Pat_41 Post-Resistance FLG 2312 37 1 152277097 152277097 Missense_Mutation SNP G A 8 299 c.10265C>T c.(10264-10266)TCC>TTC p.S3422F

Pat_41 Post-Resistance FLG 2312 37 1 152283904 152283904 Missense_Mutation SNP G A 9 325 c.3458C>T c.(3457-3459)TCC>TTC p.S1153F

Pat_41 Post-Resistance FLG 2312 37 1 152284948 152284948 Missense_Mutation SNP G A 15 309 c.2414C>T c.(2413-2415)TCC>TTC p.S805F

Pat_41 Post-Resistance FLG 2312 37 1 152285591 152285591 Missense_Mutation SNP C T 33 464 c.1771G>A c.(1771-1773)GCT>ACT p.A591T

Pat_41 Post-Resistance FLG2 388698 37 1 152325436 152325436 Missense_Mutation SNP G A 13 505 c.4826C>T c.(4825-4827)CCA>CTA p.P1609L

Pat_41 Post-Resistance FLG2 388698 37 1 152325865 152325865 Missense_Mutation SNP C T 39 675 c.4397G>A c.(4396-4398)GGA>GAA p.G1466E

Pat_41 Post-Resistance FLG2 388698 37 1 152327749 152327749 Missense_Mutation SNP G A 51 745 c.2513C>T c.(2512-2514)TCT>TTT p.S838F

Pat_41 Post-Resistance FLG2 388698 37 1 152329195 152329195 Missense_Mutation SNP C T 33 114 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_41 Post-Resistance CRNN 49860 37 1 152384655 152384655 Missense_Mutation SNP C T 23 141 c.55G>A c.(55-57)GCA>ACA p.A19T

Pat_41 Post-Resistance KPRP 448834 37 1 152732125 152732125 Missense_Mutation SNP C T 16 233 c.61C>T c.(61-63)CCC>TCC p.P21S

Pat_41 Post-Resistance SPRR1B 6699 37 1 153005056 153005056 Missense_Mutation SNP C T 16 280 c.235C>T c.(235-237)CCA>TCA p.P79S



Pat_41 Post-Resistance SPRR2G 6706 37 1 153122457 153122457 Missense_Mutation SNP C T 12 179 c.130G>A c.(130-132)GAG>AAG p.E44K

Pat_41 Post-Resistance S100A7A 338324 37 1 153391778 153391778 Missense_Mutation SNP G A 7 55 c.299G>A c.(298-300)AGC>AAC p.S100N

Pat_41 Post-Resistance INTS3 65123 37 1 153701196 153701196 Missense_Mutation SNP G A 6 97 c.86G>A c.(85-87)GGA>GAA p.G29E

Pat_41 Post-Resistance INTS3 65123 37 1 153723712 153723713 Missense_Mutation DNP AC TT 50 89 c.726_727AC>TT724-729)GAACGG>GATTG242_243ER>D

Pat_41 Post-Resistance INTS3 65123 37 1 153735307 153735307 Missense_Mutation SNP G T 16 155 c.1620G>T c.(1618-1620)GAG>GAT p.E540D

Pat_41 Post-Resistance GATAD2B 57459 37 1 153788820 153788820 Missense_Mutation SNP C T 16 240 c.1145G>A c.(1144-1146)AGT>AAT p.S382N

Pat_41 Post-Resistance NUP210L 91181 37 1 153994680 153994680 Missense_Mutation SNP G A 16 219 c.4438C>T c.(4438-4440)CAT>TAT p.H1480Y

Pat_41 Post-Resistance NUP210L 91181 37 1 154098842 154098842 Missense_Mutation SNP C T 8 271 c.1283G>A c.(1282-1284)GGT>GAT p.G428D

Pat_41 Post-Resistance NUP210L 91181 37 1 154113906 154113906 Splice_Site SNP C T 20 244 c.566_splice c.e4+1 p.R189_splice

Pat_41 Post-Resistance UBAP2L 9898 37 1 154207702 154207702 Missense_Mutation SNP C T 7 29 c.479C>T c.(478-480)ACC>ATC p.T160I

Pat_41 Post-Resistance HAX1 10456 37 1 154247728 154247728 Missense_Mutation SNP C T 6 105 c.655C>T c.(655-657)CCA>TCA p.P219S

Pat_41 Post-Resistance SHE 126669 37 1 154461626 154461626 Missense_Mutation SNP G A 7 66 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_41 Post-Resistance SHE 126669 37 1 154473961 154473961 Missense_Mutation SNP G A 10 69 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_41 Post-Resistance UBE2Q1 55585 37 1 154524445 154524445 Missense_Mutation SNP G A 7 106 c.977C>T c.(976-978)CCC>CTC p.P326L

Pat_41 Post-Resistance ADAR 103 37 1 154574774 154574774 Missense_Mutation SNP C T 13 57 c.344G>A c.(343-345)GGC>GAC p.G115D

Pat_41 Post-Resistance KCNN3 3782 37 1 154794630 154794630 Missense_Mutation SNP G A 8 104 c.964C>T c.(964-966)CTT>TTT p.L322F

Pat_41 Post-Resistance PBXIP1 57326 37 1 154918265 154918265 Missense_Mutation SNP C T 13 81 c.1885G>A c.(1885-1887)GCT>ACT p.A629T

Pat_41 Post-Resistance PBXIP1 57326 37 1 154919237 154919237 Missense_Mutation SNP C T 5 41 c.913G>A c.(913-915)GGG>AGG p.G305R

Pat_41 Post-Resistance SHC1 6464 37 1 154938680 154938680 Missense_Mutation SNP G A 7 74 c.1210C>T c.(1210-1212)CCA>TCA p.P404S

Pat_41 Post-Resistance FLAD1 80308 37 1 154962075 154962075 Missense_Mutation SNP C T 20 134 c.1157C>T c.(1156-1158)ACC>ATC p.T386I

Pat_41 Post-Resistance ADAM15 8751 37 1 155029544 155029544 Missense_Mutation SNP C T 5 52 c.1115C>T c.(1114-1116)CCA>CTA p.P372L

Pat_41 Post-Resistance TRIM46 80128 37 1 155147944 155147944 Missense_Mutation SNP C T 6 227 c.146C>T c.(145-147)ACC>ATC p.T49I

Pat_41 Post-Resistance THBS3 7059 37 1 155165886 155165886 Missense_Mutation SNP C T 12 235 c.2704G>A c.(2704-2706)GCG>ACG p.A902T

Pat_41 Post-Resistance CLK2 1196 37 1 155233104 155233104 Missense_Mutation SNP T A 9 107 c.1405A>T c.(1405-1407)ACC>TCC p.T469S

Pat_41 Post-Resistance PKLR 5313 37 1 155265054 155265054 Missense_Mutation SNP C T 5 241 c.547G>A c.(547-549)GTG>ATG p.V183M

Pat_41 Post-Resistance ASH1L 55870 37 1 155311810 155311810 Missense_Mutation SNP G A 17 365 c.8392C>T c.(8392-8394)CAC>TAC p.H2798Y

Pat_41 Post-Resistance ASH1L 55870 37 1 155448141 155448141 Missense_Mutation SNP G A 4 79 c.4520C>T c.(4519-4521)TCC>TTC p.S1507F

Pat_41 Post-Resistance ASH1L 55870 37 1 155448984 155448984 Missense_Mutation SNP G A 8 268 c.3677C>T c.(3676-3678)TCT>TTT p.S1226F

Pat_41 Post-Resistance ASH1L 55870 37 1 155450143 155450143 Missense_Mutation SNP C T 5 82 c.2518G>A c.(2518-2520)GAA>AAA p.E840K

Pat_41 Post-Resistance ASH1L 55870 37 1 155491252 155491252 Missense_Mutation SNP C T 15 294 c.59G>A c.(58-60)AGA>AAA p.R20K

Pat_41 Post-Resistance MSTO1 55154 37 1 155582276 155582276 Missense_Mutation SNP G A 19 167 c.881G>A c.(880-882)AGC>AAC p.S294N

Pat_41 Post-Resistance GON4L 54856 37 1 155735525 155735525 Missense_Mutation SNP G A 10 83 c.3739C>T c.(3739-3741)CCC>TCC p.P1247S

Pat_41 Post-Resistance ARHGEF2 9181 37 1 155920227 155920227 Missense_Mutation SNP G A 9 191 c.2750C>T c.(2749-2751)TCT>TTT p.S917F

Pat_41 Post-Resistance ARHGEF2 9181 37 1 155936257 155936257 Missense_Mutation SNP G A 36 251 c.290C>T c.(289-291)GCC>GTC p.A97V

Pat_41 Post-Resistance UBQLN4 56893 37 1 156012620 156012620 Missense_Mutation SNP G A 5 27 c.1211C>T c.(1210-1212)CCC>CTC p.P404L

Pat_41 Post-Resistance LMNA 4000 37 1 156105913 156105913 Splice_Site SNP G A 5 70 c.1157_splice c.e6+1 p.R386_splice

Pat_41 Post-Resistance PAQR6 79957 37 1 156215990 156215990 Missense_Mutation SNP C T 5 124 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_41 Post-Resistance APOA1BP 128240 37 1 156563845 156563845 Missense_Mutation SNP C T 13 320 c.836C>T c.(835-837)CCT>CTT p.P279L

Pat_41 Post-Resistance GPATCH4 54865 37 1 156565333 156565333 Missense_Mutation SNP C T 27 240 c.800G>A c.(799-801)GGG>GAG p.G267E

Pat_41 Post-Resistance ISG20L2 81875 37 1 156697269 156697269 Missense_Mutation SNP G A 24 37 c.176C>T c.(175-177)TCA>TTA p.S59L

Pat_41 Post-Resistance MRPL24 79590 37 1 156707878 156707878 Missense_Mutation SNP G A 4 129 c.328C>T c.(328-330)CCT>TCT p.P110S

Pat_41 Post-Resistance MRPL24 79590 37 1 156708343 156708343 Missense_Mutation SNP C T 13 218 c.154G>A c.(154-156)GAA>AAA p.E52K

Pat_41 Post-Resistance INSRR 3645 37 1 156823618 156823618 Missense_Mutation SNP C T 9 118 c.563G>A c.(562-564)GGT>GAT p.G188D

Pat_41 Post-Resistance NTRK1 4914 37 1 156845344 156845344 Missense_Mutation SNP G A 14 151 c.1387G>A c.(1387-1389)GCC>ACC p.A463T

Pat_41 Post-Resistance C1orf92 149499 37 1 156897544 156897544 Missense_Mutation SNP C T 4 64 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_41 Post-Resistance ETV3 2117 37 1 157103937 157103937 Missense_Mutation SNP G A 9 181 c.367C>T c.(367-369)CCC>TCC p.P123S

Pat_41 Post-Resistance FCRL4 83417 37 1 157556215 157556215 Missense_Mutation SNP G A 11 131 c.878C>T c.(877-879)ACC>ATC p.T293I



Pat_41 Post-Resistance FCRL2 79368 37 1 157718718 157718718 Missense_Mutation SNP G A 13 166 c.1340C>T c.(1339-1341)ACC>ATC p.T447I

Pat_41 Post-Resistance FCRL1 115350 37 1 157771365 157771365 Missense_Mutation SNP G A 5 89 c.889C>T c.(889-891)CCT>TCT p.P297S

Pat_41 Post-Resistance KIRREL 55243 37 1 158059292 158059292 Missense_Mutation SNP G A 6 101 c.1045G>A c.(1045-1047)GTC>ATC p.V349I

Pat_41 Post-Resistance KIRREL 55243 37 1 158061185 158061185 Missense_Mutation SNP C T 7 274 c.1310C>T c.(1309-1311)ACC>ATC p.T437I

Pat_41 Post-Resistance OR10K1 391109 37 1 158435419 158435419 Missense_Mutation SNP T A 19 41 c.68T>A c.(67-69)CTG>CAG p.L23Q

Pat_41 Post-Resistance OR10R2 343406 37 1 158449836 158449836 Missense_Mutation SNP G A 10 124 c.169G>A c.(169-171)GTC>ATC p.V57I

Pat_41 Post-Resistance SPTA1 6708 37 1 158582744 158582744 Missense_Mutation SNP A G 4 84 c.6997T>C c.(6997-6999)TAT>CAT p.Y2333H

Pat_41 Post-Resistance SPTA1 6708 37 1 158651378 158651378 Missense_Mutation SNP G A 29 299 c.470C>T c.(469-471)GCC>GTC p.A157V

Pat_41 Post-Resistance AIM2 9447 37 1 159043148 159043148 Missense_Mutation SNP C T 11 124 c.142G>A c.(142-144)GTA>ATA p.V48I

Pat_41 Post-Resistance DARC 2532 37 1 159176016 159176016 Missense_Mutation SNP G A 4 95 c.787G>A c.(787-789)GAT>AAT p.D263N

Pat_41 Post-Resistance CRP 1401 37 1 159683792 159683793 Missense_Mutation DNP CC TT 69 102 c.197_198GG>AA c.(196-198)GGG>GAA p.G66E

Pat_41 Post-Resistance VSIG8 391123 37 1 159827708 159827708 Missense_Mutation SNP C T 13 67 c.479G>A c.(478-480)GGC>GAC p.G160D

Pat_41 Post-Resistance CCDC19 25790 37 1 159862980 159862980 Missense_Mutation SNP C T 10 120 c.119G>A c.(118-120)GGA>GAA p.G40E

Pat_41 Post-Resistance COPA 1314 37 1 160261641 160261641 Missense_Mutation SNP C T 85 452 c.3226G>A c.(3226-3228)GAG>AAG p.E1076K

Pat_41 Post-Resistance NCSTN 23385 37 1 160328042 160328042 Missense_Mutation SNP C T 7 94 c.2111C>T c.(2110-2112)CCA>CTA p.P704L

Pat_41 Post-Resistance LY9 4063 37 1 160786503 160786503 Missense_Mutation SNP C T 17 99 c.1192C>T c.(1192-1194)CCG>TCG p.P398S

Pat_41 Post-Resistance USF1 7391 37 1 161010461 161010461 Splice_Site SNP C T 6 97 c.620_splice c.e9-1 p.V207_splice

Pat_41 Post-Resistance USF1 7391 37 1 161012650 161012650 Missense_Mutation SNP C T 25 381 c.31G>A c.(31-33)GAA>AAA p.E11K

Pat_41 Post-Resistance ARHGAP30 257106 37 1 161021425 161021425 Missense_Mutation SNP C T 10 64 c.1099G>A c.(1099-1101)GCA>ACA p.A367T

Pat_41 Post-Resistance KLHDC9 126823 37 1 161069216 161069216 Missense_Mutation SNP G A 5 70 c.608G>A c.(607-609)GGT>GAT p.G203D

Pat_41 Post-Resistance PPOX 5498 37 1 161140923 161140923 Missense_Mutation SNP G A 29 275 c.1391G>A c.(1390-1392)CGC>CAC p.R464H

Pat_41 Post-Resistance B4GALT3 8703 37 1 161145700 161145700 Missense_Mutation SNP G A 22 159 c.151C>T c.(151-153)CCT>TCT p.P51S

Pat_41 Post-Resistance B4GALT3 8703 37 1 161145798 161145798 Missense_Mutation SNP G A 16 192 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_41 Post-Resistance NDUFS2 4720 37 1 161183505 161183505 Missense_Mutation SNP C T 16 199 c.1279C>T c.(1279-1281)CCT>TCT p.P427S

Pat_41 Post-Resistance PCP4L1 654790 37 1 161254224 161254224 Missense_Mutation SNP G A 7 41 c.160G>A c.(160-162)GGC>AGC p.G54S

Pat_41 Post-Resistance C1orf192 257177 37 1 161337654 161337654 Missense_Mutation SNP G A 18 290 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_41 Post-Resistance FCGR2A 2212 37 1 161476138 161476138 Missense_Mutation SNP G A 16 285 c.121G>A c.(121-123)GCT>ACT p.A41T

Pat_41 Post-Resistance FCGR2A 2212 37 1 161480714 161480714 Missense_Mutation SNP C T 82 578 c.710C>T c.(709-711)GCC>GTC p.A237V

Pat_41 Post-Resistance FCGR2C 9103 37 1 161569489 161569489 Missense_Mutation SNP G A 14 85 c.868G>A c.(868-870)GCT>ACT p.A290T

Pat_41 Post-Resistance FCGR2B 2213 37 1 161641275 161641275 Missense_Mutation SNP G A 13 164 c.227G>A c.(226-228)AGC>AAC p.S76N

Pat_41 Post-Resistance PBX1 5087 37 1 164776807 164776807 Missense_Mutation SNP G A 62 287 c.730G>A c.(730-732)GCG>ACG p.A244T

Pat_41 Post-Resistance ILDR2 387597 37 1 166904616 166904616 Missense_Mutation SNP G A 5 139 c.802C>T c.(802-804)CCC>TCC p.P268S

Pat_41 Post-Resistance MAEL 84944 37 1 166973459 166973459 Missense_Mutation SNP G A 61 147 c.566G>A c.(565-567)GGG>GAG p.G189E

Pat_41 Post-Resistance POU2F1 5451 37 1 167341226 167341226 Missense_Mutation SNP G A 37 513 c.286G>A c.(286-288)GCC>ACC p.A96T

Pat_41 Post-Resistance ADCY10 55811 37 1 167805716 167805716 Missense_Mutation SNP G A 10 192 c.3140C>T c.(3139-3141)ACA>ATA p.T1047I

Pat_41 Post-Resistance SLC19A2 10560 37 1 169439360 169439360 Missense_Mutation SNP G A 28 194 c.872C>T c.(871-873)TCC>TTC p.S291F

Pat_41 Post-Resistance F5 2153 37 1 169493067 169493067 Missense_Mutation SNP G A 23 402 c.5864C>T c.(5863-5865)GCA>GTA p.A1955V

Pat_41 Post-Resistance F5 2153 37 1 169510897 169510897 Missense_Mutation SNP G A 44 281 c.3431C>T c.(3430-3432)CCC>CTC p.P1144L

Pat_41 Post-Resistance F5 2153 37 1 169511764 169511764 Missense_Mutation SNP C T 11 240 c.2564G>A c.(2563-2565)GGA>GAA p.G855E

Pat_41 Post-Resistance SELE 6401 37 1 169696574 169696574 Missense_Mutation SNP G A 23 100 c.1561C>T c.(1561-1563)CCT>TCT p.P521S

Pat_41 Post-Resistance C1orf112 55732 37 1 169801648 169801648 Splice_Site SNP G A 7 260 c.1539_splice c.e17+1 p.Q513_splice

Pat_41 Post-Resistance SCYL3 57147 37 1 169822897 169822897 Nonsense_Mutation SNP C T 27 465 c.2186G>A c.(2185-2187)TGG>TAG p.W729*

Pat_41 Post-Resistance BAT2L2 23215 37 1 171510135 171510135 Missense_Mutation SNP G A 9 82 c.3524G>A c.(3523-3525)AGA>AAA p.R1175K

Pat_41 Post-Resistance BAT2L2 23215 37 1 171511112 171511112 Missense_Mutation SNP G A 13 153 c.4501G>A c.(4501-4503)GAA>AAA p.E1501K

Pat_41 Post-Resistance BAT2L2 23215 37 1 171527198 171527198 Missense_Mutation SNP C T 14 322 c.5941C>T c.(5941-5943)CCA>TCA p.P1981S

Pat_41 Post-Resistance CENPL 91687 37 1 173769605 173769605 Missense_Mutation SNP G A 10 71 c.1016C>T c.(1015-1017)GCA>GTA p.A339V

Pat_41 Post-Resistance DARS2 55157 37 1 173822936 173822936 Missense_Mutation SNP C T 16 264 c.1567C>T c.(1567-1569)CGT>TGT p.R523C



Pat_41 Post-Resistance SERPINC1 462 37 1 173876629 173876629 Missense_Mutation SNP C T 73 355 c.1177G>A c.(1177-1179)GAC>AAC p.D393N

Pat_41 Post-Resistance SERPINC1 462 37 1 173878981 173878981 Missense_Mutation SNP C T 14 162 c.862G>A c.(862-864)GGC>AGC p.G288S

Pat_41 Post-Resistance RC3H1 149041 37 1 173933204 173933204 Missense_Mutation SNP C T 9 141 c.1738G>A c.(1738-1740)GGT>AGT p.G580S

Pat_41 Post-Resistance RABGAP1L 9910 37 1 174221712 174221712 Missense_Mutation SNP G A 14 132 c.970G>A c.(970-972)GAA>AAA p.E324K

Pat_41 Post-Resistance CACYBP 27101 37 1 174976316 174976316 Missense_Mutation SNP G A 26 223 c.415G>A c.(415-417)GAA>AAA p.E139K

Pat_41 Post-Resistance TNR 7143 37 1 175304895 175304895 Missense_Mutation SNP C T 13 419 c.3583G>A c.(3583-3585)GCT>ACT p.A1195T

Pat_41 Post-Resistance TNR 7143 37 1 175323620 175323620 Missense_Mutation SNP C T 16 145 c.3289G>A c.(3289-3291)GAG>AAG p.E1097K

Pat_41 Post-Resistance PAPPA2 60676 37 1 176525967 176525967 Missense_Mutation SNP C T 10 139 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_41 Post-Resistance PAPPA2 60676 37 1 176563933 176563933 Missense_Mutation SNP C T 39 140 c.1193C>T c.(1192-1194)CCC>CTC p.P398L

Pat_41 Post-Resistance PAPPA2 60676 37 1 176668608 176668608 Missense_Mutation SNP C T 14 111 c.3119C>T c.(3118-3120)CCC>CTC p.P1040L

Pat_41 Post-Resistance ASTN1 460 37 1 176918351 176918351 Missense_Mutation SNP G A 17 253 c.2024C>T c.(2023-2025)CCC>CTC p.P675L

Pat_41 Post-Resistance RASAL2 9462 37 1 178442367 178442367 Missense_Mutation SNP G A 7 142 c.3413G>A c.(3412-3414)AGC>AAC p.S1138N

Pat_41 Post-Resistance ANGPTL1 9068 37 1 178820378 178820378 Nonsense_Mutation SNP C T 25 200 c.1362G>A c.(1360-1362)TGG>TGA p.W454*

Pat_41 Post-Resistance C1orf125 126859 37 1 179347827 179347827 Missense_Mutation SNP G A 18 242 c.430G>A c.(430-432)GCA>ACA p.A144T

Pat_41 Post-Resistance C1orf125 126859 37 1 179363073 179363073 Missense_Mutation SNP G A 44 374 c.899G>A c.(898-900)CGG>CAG p.R300Q

Pat_41 Post-Resistance TDRD5 163589 37 1 179604997 179604997 Missense_Mutation SNP C T 12 212 c.1495C>T c.(1495-1497)CTC>TTC p.L499F

Pat_41 Post-Resistance KIAA1614 57710 37 1 180905430 180905430 Nonsense_Mutation SNP G A 10 90 c.2385G>A c.(2383-2385)TGG>TGA p.W795*

Pat_41 Post-Resistance RNASEL 6041 37 1 182553275 182553275 Missense_Mutation SNP C T 13 200 c.1507G>A c.(1507-1509)GAT>AAT p.D503N

Pat_41 Post-Resistance RGS16 6004 37 1 182569471 182569471 Missense_Mutation SNP C T 5 211 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_41 Post-Resistance RGS8 85397 37 1 182635155 182635155 Missense_Mutation SNP C T 21 180 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_41 Post-Resistance NPL 80896 37 1 182791321 182791321 Missense_Mutation SNP C T 7 73 c.725C>T c.(724-726)GCC>GTC p.A242V

Pat_41 Post-Resistance DHX9 1660 37 1 182821367 182821367 Splice_Site SNP G A 7 119 c.253_splice c.e4-1 p.V85_splice

Pat_41 Post-Resistance SMG7 9887 37 1 183515189 183515189 Missense_Mutation SNP A G 8 203 c.2459A>G c.(2458-2460)TAC>TGC p.Y820C

Pat_41 Post-Resistance SMG7 9887 37 1 183521038 183521038 Missense_Mutation SNP G A 11 188 c.3386G>A c.(3385-3387)GGA>GAA p.G1129E

Pat_41 Post-Resistance RGL1 23179 37 1 183816833 183816833 Missense_Mutation SNP C T 7 114 c.272C>T c.(271-273)ACC>ATC p.T91I

Pat_41 Post-Resistance IVNS1ABP 10625 37 1 185277946 185277946 Missense_Mutation SNP C T 82 520 c.343G>A c.(343-345)GAT>AAT p.D115N

Pat_41 Post-Resistance HMCN1 83872 37 1 185939535 185939535 Missense_Mutation SNP G A 19 310 c.2281G>A c.(2281-2283)GAA>AAA p.E761K

Pat_41 Post-Resistance HMCN1 83872 37 1 185951441 185951441 Missense_Mutation SNP G A 26 372 c.2710G>A c.(2710-2712)GGA>AGA p.G904R

Pat_41 Post-Resistance HMCN1 83872 37 1 185976273 185976273 Missense_Mutation SNP G A 7 76 c.4489G>A c.(4489-4491)GGC>AGC p.G1497S

Pat_41 Post-Resistance HMCN1 83872 37 1 186055459 186055459 Missense_Mutation SNP C T 14 221 c.8966C>T c.(8965-8967)TCT>TTT p.S2989F

Pat_41 Post-Resistance HMCN1 83872 37 1 186059961 186059961 Missense_Mutation SNP G A 20 343 c.9799G>A c.(9799-9801)GTC>ATC p.V3267I

Pat_41 Post-Resistance HMCN1 83872 37 1 186158693 186158693 Missense_Mutation SNP C T 31 210 c.16591C>T c.(16591-16593)CCA>TCA p.P5531S

Pat_41 Post-Resistance PRG4 10216 37 1 186269222 186269222 Splice_Site SNP G A 13 117 c.77_splice c.e3-1 p.D26_splice

Pat_41 Post-Resistance PRG4 10216 37 1 186277079 186277079 Missense_Mutation SNP C T 9 132 c.2228C>T c.(2227-2229)TCC>TTC p.S743F

Pat_41 Post-Resistance PRG4 10216 37 1 186277960 186277960 Missense_Mutation SNP C T 10 39 c.3109C>T c.(3109-3111)CCA>TCA p.P1037S

Pat_41 Post-Resistance CFHR3 10878 37 1 196748402 196748402 Missense_Mutation SNP G A 9 114 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_41 Post-Resistance CFHR2 3080 37 1 196918584 196918584 Splice_Site SNP G A 4 43 c.59_splice c.e2-1 p.A20_splice

Pat_41 Post-Resistance ASPM 259266 37 1 197062351 197062351 Missense_Mutation SNP C T 13 305 c.9125G>A c.(9124-9126)GGA>GAA p.G3042E

Pat_41 Post-Resistance PTPRC 5788 37 1 198665870 198665870 Missense_Mutation SNP C T 25 508 c.124C>T c.(124-126)CCA>TCA p.P42S

Pat_41 Post-Resistance PTPRC 5788 37 1 198671552 198671552 Missense_Mutation SNP C T 157 239 c.470C>T c.(469-471)CCT>CTT p.P157L

Pat_41 Post-Resistance PTPRC 5788 37 1 198719669 198719669 Missense_Mutation SNP G A 8 164 c.3115G>A c.(3115-3117)GAG>AAG p.E1039K

Pat_41 Post-Resistance FAM58B 339521 37 1 200182828 200182828 Missense_Mutation SNP G A 19 108 c.137G>A c.(136-138)GGG>GAG p.G46E

Pat_41 Post-Resistance ZNF281 23528 37 1 200378092 200378092 Missense_Mutation SNP C T 5 146 c.742G>A c.(742-744)GAT>AAT p.D248N

Pat_41 Post-Resistance KIF14 9928 37 1 200561223 200561223 Missense_Mutation SNP A G 30 306 c.2798T>C c.(2797-2799)ATG>ACG p.M933T

Pat_41 Post-Resistance KIF14 9928 37 1 200575908 200575908 Missense_Mutation SNP G A 68 461 c.1573C>T c.(1573-1575)CCT>TCT p.P525S

Pat_41 Post-Resistance C1orf106 55765 37 1 200860739 200860739 Missense_Mutation SNP G A 6 54 c.71G>A c.(70-72)GGA>GAA p.G24E

Pat_41 Post-Resistance KIF21B 23046 37 1 200948781 200948781 Missense_Mutation SNP G A 17 673 c.4042C>T c.(4042-4044)CCC>TCC p.P1348S



Pat_41 Post-Resistance KIF21B 23046 37 1 200973529 200973529 Missense_Mutation SNP G A 4 18 c.955C>T c.(955-957)CAC>TAC p.H319Y

Pat_41 Post-Resistance NAV1 89796 37 1 201778357 201778357 Missense_Mutation SNP G A 29 392 c.4264G>A c.(4264-4266)GTG>ATG p.V1422M

Pat_41 Post-Resistance NAV1 89796 37 1 201781751 201781751 Missense_Mutation SNP C T 23 312 c.5174C>T c.(5173-5175)ACC>ATC p.T1725I

Pat_41 Post-Resistance RNPEP 6051 37 1 201958137 201958137 Missense_Mutation SNP C T 22 280 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_41 Post-Resistance ELF3 1999 37 1 201981217 201981217 Missense_Mutation SNP G A 22 68 c.296G>A c.(295-297)GGC>GAC p.G99D

Pat_41 Post-Resistance LGR6 59352 37 1 202287248 202287248 Missense_Mutation SNP G A 8 64 c.1817G>A c.(1816-1818)GGC>GAC p.G606D

Pat_41 Post-Resistance PPP1R12B 4660 37 1 202462390 202462390 Missense_Mutation SNP C T 11 19 c.2090C>T c.(2089-2091)CCA>CTA p.P697L

Pat_41 Post-Resistance SYT2 127833 37 1 202569487 202569487 Missense_Mutation SNP G A 8 128 c.917C>T c.(916-918)TCA>TTA p.S306L

Pat_41 Post-Resistance CYB5R1 51706 37 1 202935712 202935712 Missense_Mutation SNP G A 15 111 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_41 Post-Resistance CHI3L1 1116 37 1 203148936 203148936 Missense_Mutation SNP C T 20 149 c.964G>A c.(964-966)GGC>AGC p.G322S

Pat_41 Post-Resistance FMOD 2331 37 1 203316579 203316579 Missense_Mutation SNP G A 29 191 c.820C>T c.(820-822)CGG>TGG p.R274W

Pat_41 Post-Resistance FMOD 2331 37 1 203317272 203317272 Missense_Mutation SNP C T 8 76 c.127G>A c.(127-129)GAC>AAC p.D43N

Pat_41 Post-Resistance ATP2B4 493 37 1 203672848 203672848 Missense_Mutation SNP G A 11 133 c.1006G>A c.(1006-1008)GAA>AAA p.E336K

Pat_41 Post-Resistance ATP2B4 493 37 1 203682323 203682323 Missense_Mutation SNP C T 17 496 c.2242C>T c.(2242-2244)CCT>TCT p.P748S

Pat_41 Post-Resistance ATP2B4 493 37 1 203683341 203683341 Missense_Mutation SNP C T 31 406 c.2342C>T c.(2341-2343)GCT>GTT p.A781V

Pat_41 Post-Resistance ATP2B4 493 37 1 203690430 203690430 Missense_Mutation SNP C T 4 113 c.2704C>T c.(2704-2706)CGG>TGG p.R902W

Pat_41 Post-Resistance SOX13 9580 37 1 204083684 204083684 Nonsense_Mutation SNP G A 9 155 c.369G>A c.(367-369)TGG>TGA p.W123*

Pat_41 Post-Resistance PIK3C2B 5287 37 1 204418348 204418348 Missense_Mutation SNP G A 5 31 c.2311C>T c.(2311-2313)CCT>TCT p.P771S

Pat_41 Post-Resistance CDK18 5129 37 1 205492348 205492348 Missense_Mutation SNP C T 5 43 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_41 Post-Resistance MFSD4 148808 37 1 205569545 205569545 Missense_Mutation SNP G A 14 99 c.1501G>A c.(1501-1503)GAC>AAC p.D501N

Pat_41 Post-Resistance SLC45A3 85414 37 1 205628444 205628444 Missense_Mutation SNP G A 11 165 c.1580C>T c.(1579-1581)GCC>GTC p.A527V

Pat_41 Post-Resistance SLC41A1 254428 37 1 205767092 205767092 Missense_Mutation SNP G A 8 106 c.932C>T c.(931-933)GCC>GTC p.A311V

Pat_41 Post-Resistance C1orf116 79098 37 1 207196099 207196099 Missense_Mutation SNP G A 4 53 c.1010C>T c.(1009-1011)TCC>TTC p.S337F

Pat_41 Post-Resistance CD55 1604 37 1 207495876 207495876 Missense_Mutation SNP G A 15 187 c.250G>A c.(250-252)GGC>AGC p.G84S

Pat_41 Post-Resistance CR2 1380 37 1 207642514 207642514 Missense_Mutation SNP C T 31 483 c.754C>T c.(754-756)CCT>TCT p.P252S

Pat_41 Post-Resistance PLXNA2 5362 37 1 208217993 208217993 Missense_Mutation SNP C T 9 66 c.3734G>A c.(3733-3735)GGC>GAC p.G1245D

Pat_41 Post-Resistance PLXNA2 5362 37 1 208390682 208390682 Missense_Mutation SNP G A 18 383 c.586C>T c.(586-588)CCG>TCG p.P196S

Pat_41 Post-Resistance LAMB3 3914 37 1 209797251 209797251 Missense_Mutation SNP C T 15 111 c.2071G>A c.(2071-2073)GGT>AGT p.G691S

Pat_41 Post-Resistance LPGAT1 9926 37 1 211923371 211923371 Missense_Mutation SNP C T 8 138 c.983G>A c.(982-984)GGC>GAC p.G328D

Pat_41 Post-Resistance TMEM206 55248 37 1 212538715 212538715 Missense_Mutation SNP C T 17 268 c.895G>A c.(895-897)GTC>ATC p.V299I

Pat_41 Post-Resistance ANGEL2 90806 37 1 213170601 213170601 Missense_Mutation SNP G A 11 253 c.1379C>T c.(1378-1380)CCT>CTT p.P460L

Pat_41 Post-Resistance ANGEL2 90806 37 1 213188986 213188986 Missense_Mutation SNP C T 12 215 c.28G>A c.(28-30)GGC>AGC p.G10S

Pat_41 Post-Resistance RPS6KC1 26750 37 1 213415575 213415575 Missense_Mutation SNP C T 14 292 c.2756C>T c.(2755-2757)GCT>GTT p.A919V

Pat_41 Post-Resistance CENPF 1063 37 1 214787102 214787102 Missense_Mutation SNP G A 8 107 c.5G>A c.(4-6)AGC>AAC p.S2N

Pat_41 Post-Resistance CENPF 1063 37 1 214794119 214794119 Missense_Mutation SNP C T 37 177 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_41 Post-Resistance CENPF 1063 37 1 214818053 214818053 Missense_Mutation SNP G A 8 91 c.5140G>A c.(5140-5142)GCA>ACA p.A1714T

Pat_41 Post-Resistance CENPF 1063 37 1 214836955 214836955 Missense_Mutation SNP C T 5 146 c.9163C>T c.(9163-9165)CCA>TCA p.P3055S

Pat_41 Post-Resistance USH2A 7399 37 1 216011345 216011345 Missense_Mutation SNP C T 26 334 c.9359G>A c.(9358-9360)GGC>GAC p.G3120D

Pat_41 Post-Resistance USH2A 7399 37 1 216074176 216074176 Missense_Mutation SNP G A 12 186 c.7372C>T c.(7372-7374)CCA>TCA p.P2458S

Pat_41 Post-Resistance USH2A 7399 37 1 216246236 216246236 Missense_Mutation SNP C T 19 450 c.5852G>A c.(5851-5853)GGA>GAA p.G1951E

Pat_41 Post-Resistance USH2A 7399 37 1 216260094 216260094 Missense_Mutation SNP G A 4 134 c.4954C>T c.(4954-4956)CCG>TCG p.P1652S

Pat_41 Post-Resistance USH2A 7399 37 1 216262426 216262426 Missense_Mutation SNP C T 31 207 c.4814G>A c.(4813-4815)GGA>GAA p.G1605E

Pat_41 Post-Resistance USH2A 7399 37 1 216370001 216370001 Nonsense_Mutation SNP C T 5 137 c.4145G>A c.(4144-4146)TGG>TAG p.W1382*

Pat_41 Post-Resistance USH2A 7399 37 1 216380702 216380702 Missense_Mutation SNP G A 33 222 c.3229C>T c.(3229-3231)CCT>TCT p.P1077S

Pat_41 Post-Resistance USH2A 7399 37 1 216498829 216498829 Missense_Mutation SNP G A 73 111 c.961C>T c.(961-963)CCT>TCT p.P321S

Pat_41 Post-Resistance GPATCH2 55105 37 1 217793198 217793198 Missense_Mutation SNP C T 5 181 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_41 Post-Resistance GPATCH2 55105 37 1 217793841 217793841 Nonsense_Mutation SNP C T 8 73 c.57G>A c.(55-57)TGG>TGA p.W19*



Pat_41 Post-Resistance EPRS 2058 37 1 220146740 220146740 Missense_Mutation SNP C T 4 108 c.4084G>A c.(4084-4086)GGA>AGA p.G1362R

Pat_41 Post-Resistance EPRS 2058 37 1 220192341 220192341 Missense_Mutation SNP G A 56 380 c.1430C>T c.(1429-1431)GCT>GTT p.A477V

Pat_41 Post-Resistance MARK1 4139 37 1 220791990 220791990 Nonsense_Mutation SNP C T 36 160 c.802C>T c.(802-804)CGA>TGA p.R268*

Pat_41 Post-Resistance MARK1 4139 37 1 220826621 220826621 Missense_Mutation SNP G A 20 226 c.1915G>A c.(1915-1917)GGT>AGT p.G639S

Pat_41 Post-Resistance HHIPL2 79802 37 1 222711990 222711990 Missense_Mutation SNP C T 8 88 c.1577G>A c.(1576-1578)GGT>GAT p.G526D

Pat_41 Post-Resistance MIA3 375056 37 1 222805585 222805585 Missense_Mutation SNP C T 8 243 c.3248C>T c.(3247-3249)ACC>ATC p.T1083I

Pat_41 Post-Resistance MIA3 375056 37 1 222827755 222827755 Missense_Mutation SNP G A 5 113 c.4402G>A c.(4402-4404)GAA>AAA p.E1468K

Pat_41 Post-Resistance C1orf58 148362 37 1 222895852 222895852 Missense_Mutation SNP G A 4 99 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_41 Post-Resistance DISP1 84976 37 1 223116199 223116199 Missense_Mutation SNP G A 19 254 c.34G>A c.(34-36)GTT>ATT p.V12I

Pat_41 Post-Resistance DISP1 84976 37 1 223165415 223165415 Nonsense_Mutation SNP G A 15 174 c.852G>A c.(850-852)TGG>TGA p.W284*

Pat_41 Post-Resistance DISP1 84976 37 1 223179114 223179114 Missense_Mutation SNP G A 9 146 c.4375G>A c.(4375-4377)GAA>AAA p.E1459K

Pat_41 Post-Resistance C1orf65 164127 37 1 223567494 223567494 Missense_Mutation SNP C T 6 169 c.677C>T c.(676-678)TCC>TTC p.S226F

Pat_41 Post-Resistance CAPN2 824 37 1 223931838 223931838 Missense_Mutation SNP C T 14 135 c.344C>T c.(343-345)ACC>ATC p.T115I

Pat_41 Post-Resistance LBR 3930 37 1 225599038 225599038 Splice_Site SNP C T 19 263 c.1188_splice c.e9+1 p.W396_splice

Pat_41 Post-Resistance ENAH 55740 37 1 225702590 225702590 Missense_Mutation SNP C T 15 142 c.926G>A c.(925-927)GGA>GAA p.G309E

Pat_41 Post-Resistance ENAH 55740 37 1 225754977 225754977 Missense_Mutation SNP C T 50 643 c.145G>A c.(145-147)GTG>ATG p.V49M

Pat_41 Post-Resistance LEFTY1 10637 37 1 226111406 226111406 Missense_Mutation SNP G A 9 165 c.133C>T c.(133-135)CTC>TTC p.L45F

Pat_41 Post-Resistance C1orf55 163859 37 1 226175658 226175658 Missense_Mutation SNP G A 8 113 c.1073C>T c.(1072-1074)GCA>GTA p.A358V

Pat_41 Post-Resistance ACBD3 64746 37 1 226353612 226353612 Missense_Mutation SNP G A 28 129 c.376C>T c.(376-378)CCA>TCA p.P126S

Pat_41 Post-Resistance ITPKB 3707 37 1 226836382 226836382 Missense_Mutation SNP C T 47 188 c.2023G>A c.(2023-2025)GGA>AGA p.G675R

Pat_41 Post-Resistance CDC42BPA 8476 37 1 227221050 227221050 Missense_Mutation SNP T C 4 150 c.3438A>G c.(3436-3438)ATA>ATG p.I1146M

Pat_41 Post-Resistance SNAP47 116841 37 1 227946862 227946862 Missense_Mutation SNP G A 4 116 c.799G>A c.(799-801)GAG>AAG p.E267K

Pat_41 Post-Resistance OBSCN 84033 37 1 228437677 228437677 Missense_Mutation SNP G A 11 193 c.4045G>A c.(4045-4047)GTG>ATG p.V1349M

Pat_41 Post-Resistance OBSCN 84033 37 1 228523926 228523926 Missense_Mutation SNP G A 7 219 c.16492G>A c.(16492-16494)GGG>AGG p.G5498R

Pat_41 Post-Resistance HIST3H3 8290 37 1 228612633 228612633 Missense_Mutation SNP G A 14 198 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_41 Post-Resistance C1orf96 126731 37 1 229461116 229461116 Missense_Mutation SNP C T 7 49 c.679G>A c.(679-681)GAA>AAA p.E227K

Pat_41 Post-Resistance C1orf96 126731 37 1 229478092 229478092 Missense_Mutation SNP C T 3 23 c.121G>A c.(121-123)GAG>AAG p.E41K

Pat_41 Post-Resistance ACTA1 58 37 1 229567578 229567578 Missense_Mutation SNP C T 26 343 c.880G>A c.(880-882)GAC>AAC p.D294N

Pat_41 Post-Resistance NUP133 55746 37 1 229635550 229635550 Missense_Mutation SNP C T 17 144 c.529G>A c.(529-531)GTT>ATT p.V177I

Pat_41 Post-Resistance URB2 9816 37 1 229773334 229773334 Missense_Mutation SNP C T 4 24 c.2974C>T c.(2974-2976)CCC>TCC p.P992S

Pat_41 Post-Resistance PGBD5 79605 37 1 230486717 230486717 Missense_Mutation SNP C T 18 170 c.674G>A c.(673-675)GGC>GAC p.G225D

Pat_41 Post-Resistance CAPN9 10753 37 1 230931004 230931004 Missense_Mutation SNP G A 4 51 c.1966G>A c.(1966-1968)GTC>ATC p.V656I

Pat_41 Post-Resistance C1orf198 84886 37 1 230979617 230979617 Missense_Mutation SNP G A 7 232 c.410C>T c.(409-411)GCC>GTC p.A137V

Pat_41 Post-Resistance TRIM67 440730 37 1 231335990 231335990 Missense_Mutation SNP T C 6 195 c.1360T>C c.(1360-1362)TCC>CCC p.S454P

Pat_41 Post-Resistance GNPAT 8443 37 1 231386830 231386830 Missense_Mutation SNP C T 10 175 c.202C>T c.(202-204)CCA>TCA p.P68S

Pat_41 Post-Resistance SIPA1L2 57568 37 1 232539293 232539293 Missense_Mutation SNP G A 16 77 c.4841C>T c.(4840-4842)ACC>ATC p.T1614I

Pat_41 Post-Resistance SIPA1L2 57568 37 1 232564275 232564275 Missense_Mutation SNP G A 10 238 c.4292C>T c.(4291-4293)ACT>ATT p.T1431I

Pat_41 Post-Resistance SIPA1L2 57568 37 1 232568171 232568171 Missense_Mutation SNP T C 18 148 c.4078A>G c.(4078-4080)AGT>GGT p.S1360G

Pat_41 Post-Resistance KIAA1383 54627 37 1 232942168 232942168 Missense_Mutation SNP C T 12 133 c.1399C>T c.(1399-1401)CCT>TCT p.P467S

Pat_41 Post-Resistance KIAA1383 54627 37 1 232942258 232942258 Missense_Mutation SNP C T 15 60 c.1489C>T c.(1489-1491)CCA>TCA p.P497S

Pat_41 Post-Resistance PCNXL2 80003 37 1 233122245 233122245 Missense_Mutation SNP C T 3 18 c.5833G>A c.(5833-5835)GCG>ACG p.A1945T

Pat_41 Post-Resistance PCNXL2 80003 37 1 233136119 233136119 Missense_Mutation SNP C T 8 304 c.5260G>A c.(5260-5262)GAC>AAC p.D1754N

Pat_41 Post-Resistance KIAA1804 84451 37 1 233507862 233507862 Missense_Mutation SNP C T 28 163 c.1631C>T c.(1630-1632)CCC>CTC p.P544L

Pat_41 Post-Resistance KCNK1 3775 37 1 233750260 233750260 Missense_Mutation SNP C T 5 40 c.343C>T c.(343-345)CTC>TTC p.L115F

Pat_41 Post-Resistance IRF2BP2 359948 37 1 234743275 234743275 Missense_Mutation SNP G A 32 522 c.1372C>T c.(1372-1374)CCG>TCG p.P458S

Pat_41 Post-Resistance ARID4B 51742 37 1 235345619 235345619 Missense_Mutation SNP T C 33 71 c.2615A>G c.(2614-2616)AAG>AGG p.K872R

Pat_41 Post-Resistance ARID4B 51742 37 1 235386549 235386549 Missense_Mutation SNP G A 13 130 c.997C>T c.(997-999)CTT>TTT p.L333F



Pat_41 Post-Resistance LYST 1130 37 1 235866153 235866153 Missense_Mutation SNP G A 31 470 c.10268C>T c.(10267-10269)CCT>CTT p.P3423L

Pat_41 Post-Resistance LYST 1130 37 1 235872510 235872510 Missense_Mutation SNP G A 16 180 c.10024C>T c.(10024-10026)CGG>TGG p.R3342W

Pat_41 Post-Resistance LYST 1130 37 1 235904850 235904850 Missense_Mutation SNP G A 13 115 c.8230C>T c.(8230-8232)CTT>TTT p.L2744F

Pat_41 Post-Resistance LYST 1130 37 1 235922474 235922474 Missense_Mutation SNP G A 5 125 c.6679C>T c.(6679-6681)CCT>TCT p.P2227S

Pat_41 Post-Resistance LYST 1130 37 1 235929378 235929378 Splice_Site SNP C T 15 336 c.6121_splice c.e21+1 p.D2041_splice

Pat_41 Post-Resistance LYST 1130 37 1 235969930 235969930 Missense_Mutation SNP C T 40 606 c.2506G>A c.(2506-2508)GTT>ATT p.V836I

Pat_41 Post-Resistance EDARADD 128178 37 1 236645720 236645720 Missense_Mutation SNP G A 10 212 c.419G>A c.(418-420)AGG>AAG p.R140K

Pat_41 Post-Resistance RYR2 6262 37 1 237777469 237777469 Missense_Mutation SNP G A 4 108 c.5041G>A c.(5041-5043)GAT>AAT p.D1681N

Pat_41 Post-Resistance RYR2 6262 37 1 237780746 237780746 Missense_Mutation SNP C T 30 220 c.5876C>T c.(5875-5877)GCC>GTC p.A1959V

Pat_41 Post-Resistance ZP4 57829 37 1 238048125 238048125 Missense_Mutation SNP G A 27 140 c.1334C>T c.(1333-1335)TCA>TTA p.S445L

Pat_41 Post-Resistance FMN2 56776 37 1 240371090 240371090 Missense_Mutation SNP C T 12 259 c.2978C>T c.(2977-2979)CCC>CTC p.P993L

Pat_41 Post-Resistance FMN2 56776 37 1 240421333 240421333 Splice_Site SNP G A 5 85 c.4153_splice c.e7+1 p.A1385_splice

Pat_41 Post-Resistance FH 2271 37 1 241680504 241680504 Missense_Mutation SNP C T 22 364 c.245G>A c.(244-246)GGA>GAA p.G82E

Pat_41 Post-Resistance MAP1LC3C 440738 37 1 242161877 242161877 Missense_Mutation SNP C T 29 129 c.160G>A c.(160-162)GAC>AAC p.D54N

Pat_41 Post-Resistance CEP170 9859 37 1 243327952 243327952 Missense_Mutation SNP G A 14 120 c.3310C>T c.(3310-3312)CGC>TGC p.R1104C

Pat_41 Post-Resistance C1orf101 257044 37 1 244640891 244640891 Missense_Mutation SNP G A 30 491 c.163G>A c.(163-165)GAA>AAA p.E55K

Pat_41 Post-Resistance C1orf101 257044 37 1 244756696 244756696 Splice_Site SNP G A 8 172 c.2190_splice c.e16-1 p.K730_splice

Pat_41 Post-Resistance HNRNPU 3192 37 1 245023714 245023714 Missense_Mutation SNP C T 19 128 c.940G>A c.(940-942)GAG>AAG p.E314K

Pat_41 Post-Resistance KIF26B 55083 37 1 245766051 245766051 Missense_Mutation SNP C T 5 234 c.1523C>T c.(1522-1524)GCC>GTC p.A508V

Pat_41 Post-Resistance KIF26B 55083 37 1 245862193 245862193 Missense_Mutation SNP C T 6 77 c.6032C>T c.(6031-6033)GCC>GTC p.A2011V

Pat_41 Post-Resistance SMYD3 64754 37 1 246021912 246021912 Missense_Mutation SNP G A 22 186 c.962C>T c.(961-963)CCC>CTC p.P321L

Pat_41 Post-Resistance TFB2M 64216 37 1 246729173 246729173 Missense_Mutation SNP C T 20 213 c.268G>A c.(268-270)GGA>AGA p.G90R

Pat_41 Post-Resistance AHCTF1 25909 37 1 247013349 247013349 Missense_Mutation SNP C T 10 81 c.5959G>A c.(5959-5961)GGA>AGA p.G1987R

Pat_41 Post-Resistance OR13G1 441933 37 1 247835739 247835739 Missense_Mutation SNP G A 8 121 c.605C>T c.(604-606)ACC>ATC p.T202I

Pat_41 Post-Resistance OR6F1 343169 37 1 247875184 247875184 Missense_Mutation SNP G A 7 162 c.874C>T c.(874-876)CTT>TTT p.L292F

Pat_41 Post-Resistance OR2M5 127059 37 1 248308496 248308496 Missense_Mutation SNP G A 17 417 c.47G>A c.(46-48)GGA>GAA p.G16E

Pat_41 Post-Resistance OR2M4 26245 37 1 248402768 248402768 Missense_Mutation SNP G A 15 314 c.538G>A c.(538-540)GAT>AAT p.D180N

Pat_41 Post-Resistance OR2M4 26245 37 1 248402786 248402786 Missense_Mutation SNP C T 15 320 c.556C>T c.(556-558)CCT>TCT p.P186S

Pat_41 Post-Resistance OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 6 163 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_41 Post-Resistance OR2T3 343173 37 1 248636994 248636994 Missense_Mutation SNP G A 4 98 c.343G>A c.(343-345)GCT>ACT p.A115T

Pat_41 Post-Resistance OR2G6 391211 37 1 248685462 248685462 Missense_Mutation SNP G A 13 118 c.515G>A c.(514-516)CGC>CAC p.R172H

Pat_41 Post-Resistance DIP2C 22982 37 10 410400 410400 Missense_Mutation SNP C T 17 108 c.2391G>A c.(2389-2391)ATG>ATA p.M797I

Pat_41 Post-Resistance KLF6 1316 37 10 3827122 3827122 Missense_Mutation SNP C T 8 49 c.85G>A c.(85-87)GAG>AAG p.E29K

Pat_41 Post-Resistance UCN3 114131 37 10 5415733 5415733 Missense_Mutation SNP G A 20 66 c.50G>A c.(49-51)GGC>GAC p.G17D

Pat_41 Post-Resistance NET1 10276 37 10 5495479 5495479 Missense_Mutation SNP C T 40 231 c.724C>T c.(724-726)CCT>TCT p.P242S

Pat_41 Post-Resistance C10orf18 54906 37 10 5803267 5803267 Missense_Mutation SNP C T 14 137 c.7007C>T c.(7006-7008)GCA>GTA p.A2336V

Pat_41 Post-Resistance USP6NL 9712 37 10 11505396 11505396 Missense_Mutation SNP C T 27 136 c.1531G>A c.(1531-1533)GCG>ACG p.A511T

Pat_41 Post-Resistance USP6NL 9712 37 10 11505675 11505675 Missense_Mutation SNP G A 4 26 c.1252C>T c.(1252-1254)CCC>TCC p.P418S

Pat_41 Post-Resistance UPF2 26019 37 10 12071162 12071162 Missense_Mutation SNP C T 9 88 c.727G>A c.(727-729)GTC>ATC p.V243I

Pat_41 Post-Resistance CDC123 8872 37 10 12292309 12292309 Splice_Site SNP G A 9 70 c.985_splice c.e13-1 p.K329_splice

Pat_41 Post-Resistance FAM107B 83641 37 10 14563275 14563275 Missense_Mutation SNP C T 26 55 c.310G>A c.(310-312)GAG>AAG p.E104K

Pat_41 Post-Resistance SUV39H2 79723 37 10 14944497 14944497 Missense_Mutation SNP G A 12 45 c.1039G>A c.(1039-1041)GGT>AGT p.G347S

Pat_41 Post-Resistance DCLRE1C 64421 37 10 14976425 14976425 Missense_Mutation SNP C T 46 322 c.632G>A c.(631-633)GGC>GAC p.G211D

Pat_41 Post-Resistance RSU1 6251 37 10 16737067 16737067 Missense_Mutation SNP C A 4 136 c.686G>T c.(685-687)GGC>GTC p.G229V

Pat_41 Post-Resistance CUBN 8029 37 10 16975248 16975248 Missense_Mutation SNP G A 18 47 c.5962C>T c.(5962-5964)CCC>TCC p.P1988S

Pat_41 Post-Resistance CUBN 8029 37 10 17146516 17146516 Missense_Mutation SNP G A 13 68 c.1319C>T c.(1318-1320)CCC>CTC p.P440L

Pat_41 Post-Resistance TRDMT1 1787 37 10 17210858 17210858 Missense_Mutation SNP G A 19 64 c.233C>T c.(232-234)CCC>CTC p.P78L



Pat_41 Post-Resistance VIM 7431 37 10 17271902 17271902 Missense_Mutation SNP G A 8 31 c.481G>A c.(481-483)GTG>ATG p.V161M

Pat_41 Post-Resistance SLC39A12 221074 37 10 18280107 18280107 Missense_Mutation SNP C T 4 39 c.1297C>T c.(1297-1299)CCA>TCA p.P433S

Pat_41 Post-Resistance CACNB2 783 37 10 18690890 18690890 Missense_Mutation SNP C T 13 50 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_41 Post-Resistance NEBL 10529 37 10 21117503 21117503 Missense_Mutation SNP G A 14 48 c.1732C>T c.(1732-1734)CCT>TCT p.P578S

Pat_41 Post-Resistance ARMC3 219681 37 10 23321789 23321789 Splice_Site SNP G A 11 42 c.2247_splice c.e18-1 p.K749_splice

Pat_41 Post-Resistance KIAA1217 56243 37 10 24762385 24762385 Missense_Mutation SNP C T 10 91 c.1075C>T c.(1075-1077)CCC>TCC p.P359S

Pat_41 Post-Resistance GPR158 57512 37 10 25464869 25464869 Missense_Mutation SNP G A 8 29 c.520G>A c.(520-522)GCG>ACG p.A174T

Pat_41 Post-Resistance MYO3A 53904 37 10 26446321 26446321 Missense_Mutation SNP A G 12 114 c.2876A>G c.(2875-2877)CAG>CGG p.Q959R

Pat_41 Post-Resistance ANKRD26 22852 37 10 27301983 27301983 Missense_Mutation SNP C T 9 65 c.4778G>A c.(4777-4779)AGC>AAC p.S1593N

Pat_41 Post-Resistance ANKRD26 22852 37 10 27389230 27389230 Missense_Mutation SNP C T 4 7 c.26G>A c.(25-27)GGC>GAC p.G9D

Pat_41 Post-Resistance YME1L1 10730 37 10 27400938 27400938 Missense_Mutation SNP C T 17 155 c.2290G>A c.(2290-2292)GTT>ATT p.V764I

Pat_41 Post-Resistance LOC387646 387646 37 10 27539046 27539046 Missense_Mutation SNP G A 3 47 c.347C>T c.(346-348)CCT>CTT p.P116L

Pat_41 Post-Resistance PTCHD3 374308 37 10 27703106 27703106 Missense_Mutation SNP G A 31 141 c.74C>T c.(73-75)ACC>ATC p.T25I

Pat_41 Post-Resistance LYZL1 84569 37 10 29599945 29599945 Missense_Mutation SNP G A 16 234 c.542G>A c.(541-543)GGC>GAC p.G181D

Pat_41 Post-Resistance MTPAP 55149 37 10 30611359 30611359 Missense_Mutation SNP G A 9 89 c.1180C>T c.(1180-1182)CCT>TCT p.P394S

Pat_41 Post-Resistance LYZL2 119180 37 10 30915129 30915129 Missense_Mutation SNP C T 6 75 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_41 Post-Resistance ARHGAP12 94134 37 10 32132425 32132425 Nonsense_Mutation SNP C T 16 108 c.1260G>A c.(1258-1260)TGG>TGA p.W420*

Pat_41 Post-Resistance KIF5B 3799 37 10 32310198 32310198 Missense_Mutation SNP C T 7 67 c.2050G>A c.(2050-2052)GAA>AAA p.E684K

Pat_41 Post-Resistance EPC1 80314 37 10 32560834 32560834 Missense_Mutation SNP C T 5 20 c.2086G>A c.(2086-2088)GGC>AGC p.G696S

Pat_41 Post-Resistance PARD3 56288 37 10 34400110 34400110 Missense_Mutation SNP G A 9 53 c.4058C>T c.(4057-4059)CCC>CTC p.P1353L

Pat_41 Post-Resistance ANKRD30A 91074 37 10 37430948 37430948 Missense_Mutation SNP C G 7 83 c.955C>G c.(955-957)CCA>GCA p.P319A

Pat_41 Post-Resistance ANKRD30A 91074 37 10 37508134 37508134 Missense_Mutation SNP G A 8 188 c.3326G>A c.(3325-3327)AGT>AAT p.S1109N

Pat_41 Post-Resistance ZNF33A 7581 37 10 38344166 38344166 Missense_Mutation SNP C T 17 62 c.1111C>T c.(1111-1113)CTC>TTC p.L371F

Pat_41 Post-Resistance ZNF33B 7582 37 10 43089722 43089722 Missense_Mutation SNP C T 36 121 c.676G>A c.(676-678)GAA>AAA p.E226K

Pat_41 Post-Resistance RASGEF1A 221002 37 10 43694401 43694401 Missense_Mutation SNP C T 10 79 c.1012G>A c.(1012-1014)GCC>ACC p.A338T

Pat_41 Post-Resistance ZNF239 8187 37 10 44052878 44052878 Missense_Mutation SNP C T 13 44 c.650G>A c.(649-651)AGT>AAT p.S217N

Pat_41 Post-Resistance GDF2 2658 37 10 48413825 48413825 Missense_Mutation SNP G A 5 57 c.1043C>T c.(1042-1044)CCC>CTC p.P348L

Pat_41 Post-Resistance ARHGAP22 58504 37 10 49667836 49667836 Missense_Mutation SNP G A 4 95 c.550C>T c.(550-552)CGG>TGG p.R184W

Pat_41 Post-Resistance C10orf71 118461 37 10 50531089 50531089 Missense_Mutation SNP C T 5 17 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_41 Post-Resistance A1CF 29974 37 10 52603882 52603882 Missense_Mutation SNP C T 47 7 c.100G>A c.(100-102)GAA>AAA p.E34K

Pat_41 Post-Resistance DKK1 22943 37 10 54074202 54074202 Missense_Mutation SNP C T 29 68 c.8C>T c.(7-9)GCT>GTT p.A3V

Pat_41 Post-Resistance PCDH15 65217 37 10 55626560 55626560 Missense_Mutation SNP G A 6 95 c.3559C>T c.(3559-3561)CCA>TCA p.P1187S

Pat_41 Post-Resistance ZWINT 11130 37 10 58118627 58118627 Missense_Mutation SNP C T 16 106 c.562G>A c.(562-564)GTG>ATG p.V188M

Pat_41 Post-Resistance BICC1 80114 37 10 60556281 60556281 Missense_Mutation SNP G A 13 16 c.1361G>A c.(1360-1362)GGA>GAA p.G454E

Pat_41 Post-Resistance ANK3 288 37 10 61836191 61836191 Missense_Mutation SNP C T 7 44 c.4448G>A c.(4447-4449)GGA>GAA p.G1483E

Pat_41 Post-Resistance ANK3 288 37 10 61965594 61965594 Missense_Mutation SNP C T 10 91 c.1249G>A c.(1249-1251)GAA>AAA p.E417K

Pat_41 Post-Resistance ARID5B 84159 37 10 63810682 63810682 Missense_Mutation SNP C T 18 205 c.769C>T c.(769-771)CCA>TCA p.P257S

Pat_41 Post-Resistance ADO 84890 37 10 64565459 64565459 Missense_Mutation SNP C T 6 21 c.640C>T c.(640-642)CCG>TCG p.P214S

Pat_41 Post-Resistance EGR2 1959 37 10 64575632 64575632 Missense_Mutation SNP C T 6 16 c.158G>A c.(157-159)GGA>GAA p.G53E

Pat_41 Post-Resistance CTNNA3 29119 37 10 69299332 69299332 Missense_Mutation SNP C T 11 75 c.388G>A c.(388-390)GCT>ACT p.A130T

Pat_41 Post-Resistance DNAJC12 56521 37 10 69583081 69583081 Missense_Mutation SNP G A 4 69 c.148C>T c.(148-150)CCC>TCC p.P50S

Pat_41 Post-Resistance MYPN 84665 37 10 69934232 69934232 Missense_Mutation SNP C T 4 59 c.2383C>T c.(2383-2385)CCA>TCA p.P795S

Pat_41 Post-Resistance DNA2 1763 37 10 70178897 70178897 Missense_Mutation SNP A G 7 51 c.3119T>C c.(3118-3120)TTG>TCG p.L1040S

Pat_41 Post-Resistance DDX50 79009 37 10 70706156 70706156 Missense_Mutation SNP C T 12 108 c.1984C>T c.(1984-1986)CCT>TCT p.P662S

Pat_41 Post-Resistance HKDC1 80201 37 10 70992797 70992797 Missense_Mutation SNP G A 7 37 c.403G>A c.(403-405)GCA>ACA p.A135T

Pat_41 Post-Resistance HKDC1 80201 37 10 71008289 71008289 Missense_Mutation SNP G A 3 19 c.1375G>A c.(1375-1377)GTG>ATG p.V459M

Pat_41 Post-Resistance HK1 3098 37 10 71139668 71139668 Missense_Mutation SNP T C 11 147 c.1082T>C c.(1081-1083)GTG>GCG p.V361A



Pat_41 Post-Resistance HK1 3098 37 10 71151947 71151947 Missense_Mutation SNP G A 19 117 c.2102G>A c.(2101-2103)GGG>GAG p.G701E

Pat_41 Post-Resistance COL13A1 1305 37 10 71677064 71677064 Missense_Mutation SNP G A 3 26 c.971G>A c.(970-972)GGG>GAG p.G324E

Pat_41 Post-Resistance NODAL 4838 37 10 72192822 72192822 Missense_Mutation SNP G A 7 150 c.914C>T c.(913-915)CCC>CTC p.P305L

Pat_41 Post-Resistance DNAJB12 54788 37 10 74104768 74104768 Missense_Mutation SNP C T 42 303 c.353G>A c.(352-354)GGT>GAT p.G118D

Pat_41 Post-Resistance NUDT13 25961 37 10 74884888 74884888 Missense_Mutation SNP C T 14 99 c.478C>T c.(478-480)CTC>TTC p.L160F

Pat_41 Post-Resistance USP54 159195 37 10 75276288 75276288 Missense_Mutation SNP C T 9 105 c.3896G>A c.(3895-3897)AGA>AAA p.R1299K

Pat_41 Post-Resistance MYOZ1 58529 37 10 75393725 75393725 Missense_Mutation SNP C T 24 57 c.601G>A c.(601-603)GAA>AAA p.E201K

Pat_41 Post-Resistance MYOZ1 58529 37 10 75394274 75394274 Missense_Mutation SNP G A 14 99 c.470C>T c.(469-471)GCT>GTT p.A157V

Pat_41 Post-Resistance PLAU 5328 37 10 75674575 75674575 Missense_Mutation SNP C T 9 47 c.871C>T c.(871-873)CCA>TCA p.P291S

Pat_41 Post-Resistance AP3M1 26985 37 10 75889711 75889711 Missense_Mutation SNP G A 17 47 c.623C>T c.(622-624)GCT>GTT p.A208V

Pat_41 Post-Resistance MYST4 23522 37 10 76603178 76603178 Missense_Mutation SNP C T 18 64 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_41 Post-Resistance DUSP13 51207 37 10 76868815 76868815 Missense_Mutation SNP G A 6 58 c.101C>T c.(100-102)TCT>TTT p.S34F

Pat_41 Post-Resistance VDAC2 7417 37 10 76978928 76978928 Nonsense_Mutation SNP G A 7 111 c.258G>A c.(256-258)TGG>TGA p.W86*

Pat_41 Post-Resistance POLR3A 11128 37 10 79753058 79753058 Missense_Mutation SNP C T 8 68 c.2684G>A c.(2683-2685)GGC>GAC p.G895D

Pat_41 Post-Resistance NRG3 10718 37 10 84733566 84733566 Missense_Mutation SNP C T 17 144 c.1307C>T c.(1306-1308)CCT>CTT p.P436L

Pat_41 Post-Resistance OPN4 94233 37 10 88415939 88415939 Missense_Mutation SNP G A 5 53 c.172G>A c.(172-174)GTC>ATC p.V58I

Pat_41 Post-Resistance LIPF 8513 37 10 90429695 90429695 Missense_Mutation SNP C T 35 353 c.524C>T c.(523-525)ACC>ATC p.T175I

Pat_41 Post-Resistance STAMBPL1 57559 37 10 90674416 90674416 Splice_Site SNP G A 19 20 c.903_splice c.e7+1 p.L301_splice

Pat_41 Post-Resistance ANKRD1 27063 37 10 92672669 92672669 Missense_Mutation SNP C T 44 300 c.914G>A c.(913-915)AGC>AAC p.S305N

Pat_41 Post-Resistance BTAF1 9044 37 10 93713506 93713506 Missense_Mutation SNP G A 22 147 c.577G>A c.(577-579)GCT>ACT p.A193T

Pat_41 Post-Resistance BTAF1 9044 37 10 93773718 93773718 Missense_Mutation SNP G A 8 129 c.4516G>A c.(4516-4518)GAA>AAA p.E1506K

Pat_41 Post-Resistance PIPSL 266971 37 10 95719353 95719353 Missense_Mutation SNP G A 3 7 c.1801C>T c.(1801-1803)CCG>TCG p.P601S

Pat_41 Post-Resistance SORBS1 10580 37 10 97158873 97158873 Missense_Mutation SNP C A 8 65 c.1059G>T c.(1057-1059)AAG>AAT p.K353N

Pat_41 Post-Resistance TM9SF3 56889 37 10 98321767 98321767 Missense_Mutation SNP C T 12 118 c.550G>A c.(550-552)GTT>ATT p.V184I

Pat_41 Post-Resistance SLIT1 6585 37 10 98802757 98802757 Missense_Mutation SNP G A 6 41 c.2065C>T c.(2065-2067)CGC>TGC p.R689C

Pat_41 Post-Resistance SLIT1 6585 37 10 98807477 98807477 Missense_Mutation SNP G A 9 102 c.1604C>T c.(1603-1605)CCT>CTT p.P535L

Pat_41 Post-Resistance ZDHHC16 84287 37 10 99216604 99216604 Missense_Mutation SNP C T 12 42 c.1090C>T c.(1090-1092)CCT>TCT p.P364S

Pat_41 Post-Resistance CRTAC1 55118 37 10 99655716 99655716 Missense_Mutation SNP C T 42 84 c.1243G>A c.(1243-1245)GAC>AAC p.D415N

Pat_41 Post-Resistance CWF19L1 55280 37 10 102006574 102006574 Missense_Mutation SNP C T 18 41 c.827G>A c.(826-828)GGA>GAA p.G276E

Pat_41 Post-Resistance BLOC1S2 282991 37 10 102045956 102045956 Missense_Mutation SNP C T 8 53 c.70G>A c.(70-72)GAG>AAG p.E24K

Pat_41 Post-Resistance SCD 6319 37 10 102107962 102107962 Missense_Mutation SNP C T 9 72 c.169C>T c.(169-171)CCC>TCC p.P57S

Pat_41 Post-Resistance WNT8B 7479 37 10 102241690 102241690 Missense_Mutation SNP G A 10 50 c.389G>A c.(388-390)GGA>GAA p.G130E

Pat_41 Post-Resistance NDUFB8 4714 37 10 102289560 102289560 Missense_Mutation SNP C T 12 73 c.49G>A c.(49-51)GCA>ACA p.A17T

Pat_41 Post-Resistance HIF1AN 55662 37 10 102300469 102300469 Nonsense_Mutation SNP G A 9 79 c.507G>A c.(505-507)TGG>TGA p.W169*

Pat_41 Post-Resistance PDZD7 79955 37 10 102778003 102778003 Missense_Mutation SNP C T 3 69 c.1375G>A c.(1375-1377)GGT>AGT p.G459S

Pat_41 Post-Resistance POLL 27343 37 10 103339574 103339574 Missense_Mutation SNP C T 26 0 c.1364G>A c.(1363-1365)GGG>GAG p.G455E

Pat_41 Post-Resistance MGEA5 10724 37 10 103546243 103546243 Missense_Mutation SNP G A 28 92 c.2716C>T c.(2716-2718)CCA>TCA p.P906S

Pat_41 Post-Resistance MGEA5 10724 37 10 103559090 103559090 Missense_Mutation SNP G T 4 85 c.1318C>A c.(1318-1320)CAG>AAG p.Q440K

Pat_41 Post-Resistance KCNIP2 30819 37 10 103588911 103588911 Missense_Mutation SNP G A 12 107 c.269C>T c.(268-270)CCT>CTT p.P90L

Pat_41 Post-Resistance HPS6 79803 37 10 103826571 103826571 Missense_Mutation SNP C T 6 54 c.1340C>T c.(1339-1341)CCC>CTC p.P447L

Pat_41 Post-Resistance PPRC1 23082 37 10 103907092 103907092 Missense_Mutation SNP C T 7 75 c.4343C>T c.(4342-4344)TCT>TTT p.S1448F

Pat_41 Post-Resistance ELOVL3 83401 37 10 103986333 103986333 Missense_Mutation SNP G A 13 89 c.28G>A c.(28-30)GAA>AAA p.E10K

Pat_41 Post-Resistance GBF1 8729 37 10 104111600 104111600 Missense_Mutation SNP G A 8 54 c.415G>A c.(415-417)GTT>ATT p.V139I

Pat_41 Post-Resistance GBF1 8729 37 10 104141903 104141903 Missense_Mutation SNP C T 9 53 c.5390C>T c.(5389-5391)CCC>CTC p.P1797L

Pat_41 Post-Resistance NFKB2 4791 37 10 104156537 104156537 Missense_Mutation SNP G A 7 100 c.200G>A c.(199-201)GGT>GAT p.G67D

Pat_41 Post-Resistance NFKB2 4791 37 10 104158595 104158595 Missense_Mutation SNP C T 3 13 c.1091C>T c.(1090-1092)GCC>GTC p.A364V

Pat_41 Post-Resistance PSD 5662 37 10 104176267 104176267 Missense_Mutation SNP G A 4 20 c.529C>T c.(529-531)CCG>TCG p.P177S



Pat_41 Post-Resistance NT5C2 22978 37 10 104852961 104852961 Missense_Mutation SNP C T 4 132 c.1094G>A c.(1093-1095)GGG>GAG p.G365E

Pat_41 Post-Resistance SORCS3 22986 37 10 106976824 106976824 Missense_Mutation SNP C T 30 106 c.2678C>T c.(2677-2679)GCC>GTC p.A893V

Pat_41 Post-Resistance SORCS1 114815 37 10 108923950 108923950 Missense_Mutation SNP C T 3 40 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_41 Post-Resistance ADD3 120 37 10 111876017 111876017 Missense_Mutation SNP G A 11 117 c.335G>A c.(334-336)AGT>AAT p.S112N

Pat_41 Post-Resistance SMC3 9126 37 10 112350822 112350822 Missense_Mutation SNP C T 33 74 c.1744C>T c.(1744-1746)CCT>TCT p.P582S

Pat_41 Post-Resistance PDCD4 27250 37 10 112641189 112641189 Missense_Mutation SNP G A 11 156 c.242G>A c.(241-243)GGG>GAG p.G81E

Pat_41 Post-Resistance ACSL5 51703 37 10 114168182 114168182 Nonsense_Mutation SNP G A 48 130 c.435G>A c.(433-435)TGG>TGA p.W145*

Pat_41 Post-Resistance ABLIM1 3983 37 10 116196119 116196119 Missense_Mutation SNP G A 5 76 c.2237C>T c.(2236-2238)CCT>CTT p.P746L

Pat_41 Post-Resistance C10orf84 63877 37 10 120095065 120095065 Splice_Site SNP C T 16 42 c.322_splice c.e4+1 p.D108_splice

Pat_41 Post-Resistance FAM45A 404636 37 10 120867497 120867497 Missense_Mutation SNP G A 18 132 c.73G>A c.(73-75)GAA>AAA p.E25K

Pat_41 Post-Resistance SFXN4 119559 37 10 120917556 120917556 Missense_Mutation SNP G A 12 123 c.379C>T c.(379-381)CCA>TCA p.P127S

Pat_41 Post-Resistance GRK5 2869 37 10 121207758 121207758 Missense_Mutation SNP C T 28 87 c.1390C>T c.(1390-1392)CCC>TCC p.P464S

Pat_41 Post-Resistance INPP5F 22876 37 10 121586205 121586205 Missense_Mutation SNP C T 17 105 c.2312C>T c.(2311-2313)GCC>GTC p.A771V

Pat_41 Post-Resistance DMBT1 1755 37 10 124351902 124351902 Missense_Mutation SNP C T 80 172 c.2291C>T c.(2290-2292)ACC>ATC p.T764I

Pat_41 Post-Resistance DMBT1 1755 37 10 124351968 124351968 Missense_Mutation SNP C T 22 147 c.2357C>T c.(2356-2358)GCC>GTC p.A786V

Pat_41 Post-Resistance CUZD1 50624 37 10 124596466 124596466 Missense_Mutation SNP G A 113 37 c.698C>T c.(697-699)ACT>ATT p.T233I

Pat_41 Post-Resistance LHPP 64077 37 10 126172851 126172851 Missense_Mutation SNP T C 6 88 c.269T>C c.(268-270)ATC>ACC p.I90T

Pat_41 Post-Resistance DHX32 55760 37 10 127525392 127525392 Missense_Mutation SNP C T 15 92 c.2096G>A c.(2095-2097)AGT>AAT p.S699N

Pat_41 Post-Resistance DHX32 55760 37 10 127529566 127529566 Splice_Site SNP C T 8 17 c.1544_splice c.e8-1 p.A515_splice

Pat_41 Post-Resistance ADAM12 8038 37 10 127843809 127843809 Missense_Mutation SNP G A 38 349 c.326C>T c.(325-327)GCT>GTT p.A109V

Pat_41 Post-Resistance DOCK1 1793 37 10 129172401 129172401 Missense_Mutation SNP G A 5 24 c.3535G>A c.(3535-3537)GAA>AAA p.E1179K

Pat_41 Post-Resistance DOCK1 1793 37 10 129224261 129224261 Missense_Mutation SNP G A 28 211 c.4837G>A c.(4837-4839)GGC>AGC p.G1613S

Pat_41 Post-Resistance MKI67 4288 37 10 129913827 129913827 Missense_Mutation SNP C T 8 67 c.845G>A c.(844-846)GGG>GAG p.G282E

Pat_41 Post-Resistance STK32C 282974 37 10 134145201 134145201 Missense_Mutation SNP C T 11 63 c.40G>A c.(40-42)GGC>AGC p.G14S

Pat_41 Post-Resistance FRG2B 441581 37 10 135440209 135440209 Missense_Mutation SNP G A 15 401 c.38C>T c.(37-39)TCC>TTC p.S13F

Pat_41 Post-Resistance SCGB1C1 147199 37 11 193798 193798 Missense_Mutation SNP G A 4 49 c.142G>A c.(142-144)GGG>AGG p.G48R

Pat_41 Post-Resistance B4GALNT4 338707 37 11 375477 375477 Missense_Mutation SNP C T 58 312 c.800C>T c.(799-801)CCC>CTC p.P267L

Pat_41 Post-Resistance RNH1 6050 37 11 499857 499857 Missense_Mutation SNP C T 4 96 c.415G>A c.(415-417)GAC>AAC p.D139N

Pat_41 Post-Resistance RNH1 6050 37 11 500626 500626 Missense_Mutation SNP G A 40 69 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_41 Post-Resistance PHRF1 57661 37 11 597524 597524 Missense_Mutation SNP G A 10 60 c.848G>A c.(847-849)AGA>AAA p.R283K

Pat_41 Post-Resistance PHRF1 57661 37 11 607705 607705 Missense_Mutation SNP C T 3 6 c.2249C>T c.(2248-2250)CCC>CTC p.P750L

Pat_41 Post-Resistance CDHR5 53841 37 11 618767 618767 Missense_Mutation SNP C T 5 199 c.1792G>A c.(1792-1794)GGT>AGT p.G598S

Pat_41 Post-Resistance DRD4 1815 37 11 640481 640481 Missense_Mutation SNP C T 12 115 c.1138C>T c.(1138-1140)CGG>TGG p.R380W

Pat_41 Post-Resistance TALDO1 6888 37 11 763505 763505 Missense_Mutation SNP C A 13 150 c.623C>A c.(622-624)CCC>CAC p.P208H

Pat_41 Post-Resistance EFCAB4A 283229 37 11 831296 831296 Splice_Site SNP G A 6 77 c.1025_splice c.e8+1 p.R342_splice

Pat_41 Post-Resistance TSPAN4 7106 37 11 862698 862698 Missense_Mutation SNP G A 6 56 c.212G>A c.(211-213)GGC>GAC p.G71D

Pat_41 Post-Resistance MUC6 4588 37 11 1017910 1017910 Missense_Mutation SNP C T 16 475 c.4891G>A c.(4891-4893)GTC>ATC p.V1631I

Pat_41 Post-Resistance MUC6 4588 37 11 1019409 1019409 Missense_Mutation SNP G A 21 195 c.3896C>T c.(3895-3897)CCC>CTC p.P1299L

Pat_41 Post-Resistance MUC5B 727897 37 11 1247931 1247931 Missense_Mutation SNP C T 4 53 c.2254C>T c.(2254-2256)CCT>TCT p.P752S

Pat_41 Post-Resistance MUC5B 727897 37 11 1271468 1271468 Missense_Mutation SNP C T 5 157 c.14777C>T c.(14776-14778)CCG>CTG p.P4926L

Pat_41 Post-Resistance SYT8 90019 37 11 1857722 1857722 Missense_Mutation SNP G A 3 7 c.626G>A c.(625-627)GGG>GAG p.G209E

Pat_41 Post-Resistance LSP1 4046 37 11 1908085 1908085 Missense_Mutation SNP C T 10 69 c.841C>T c.(841-843)CCG>TCG p.P281S

Pat_41 Post-Resistance ZNF195 7748 37 11 3380555 3380555 Nonsense_Mutation SNP C T 10 160 c.1683G>A c.(1681-1683)TGG>TGA p.W561*

Pat_41 Post-Resistance CHRNA10 57053 37 11 3688647 3688647 Missense_Mutation SNP G A 5 38 c.710C>T c.(709-711)GCC>GTC p.A237V

Pat_41 Post-Resistance NUP98 4928 37 11 3714493 3714493 Missense_Mutation SNP C T 15 261 c.4280G>A c.(4279-4281)AGG>AAG p.R1427K

Pat_41 Post-Resistance NUP98 4928 37 11 3797200 3797200 Missense_Mutation SNP G A 19 306 c.407C>T c.(406-408)ACC>ATC p.T136I

Pat_41 Post-Resistance STIM1 6786 37 11 4104112 4104112 Missense_Mutation SNP G A 9 65 c.1138G>A c.(1138-1140)GCT>ACT p.A380T



Pat_41 Post-Resistance OR52I1 390037 37 11 4616149 4616149 Missense_Mutation SNP C T 23 323 c.881C>T c.(880-882)CCC>CTC p.P294L

Pat_41 Post-Resistance OR52I1 390037 37 11 4616208 4616208 Missense_Mutation SNP C T 13 276 c.940C>T c.(940-942)CAC>TAC p.H314Y

Pat_41 Post-Resistance MMP26 56547 37 11 5011001 5011001 Missense_Mutation SNP G A 10 123 c.223G>A c.(223-225)GCT>ACT p.A75T

Pat_41 Post-Resistance OR51V1 283111 37 11 5221782 5221782 Missense_Mutation SNP C T 12 316 c.149G>A c.(148-150)GGC>GAC p.G50D

Pat_41 Post-Resistance OR51Q1 390061 37 11 5443989 5443989 Missense_Mutation SNP A G 6 213 c.559A>G c.(559-561)ATC>GTC p.I187V

Pat_41 Post-Resistance UBQLN3 50613 37 11 5529393 5529393 Missense_Mutation SNP C T 4 55 c.1396G>A c.(1396-1398)GCA>ACA p.A466T

Pat_41 Post-Resistance OR52E4 390081 37 11 5905799 5905799 Missense_Mutation SNP G A 80 107 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_41 Post-Resistance OR56A4 120793 37 11 6023409 6023409 Missense_Mutation SNP G A 14 45 c.970C>T c.(970-972)CCT>TCT p.P324S

Pat_41 Post-Resistance DNHD1 144132 37 11 6592105 6592105 Missense_Mutation SNP G A 6 170 c.13363G>A c.(13363-13365)GAT>AAT p.D4455N

Pat_41 Post-Resistance ILK 3611 37 11 6629392 6629392 Missense_Mutation SNP C T 18 262 c.206C>T c.(205-207)ACC>ATC p.T69I

Pat_41 Post-Resistance DCHS1 8642 37 11 6643131 6643131 Missense_Mutation SNP G A 4 39 c.9776C>T c.(9775-9777)TCT>TTT p.S3259F

Pat_41 Post-Resistance DCHS1 8642 37 11 6643339 6643339 Missense_Mutation SNP C T 5 91 c.9568G>A c.(9568-9570)GCT>ACT p.A3190T

Pat_41 Post-Resistance OR10A5 144124 37 11 6867203 6867203 Missense_Mutation SNP G A 4 86 c.290G>A c.(289-291)GGC>GAC p.G97D

Pat_41 Post-Resistance OR2D3 120775 37 11 6943121 6943121 Missense_Mutation SNP G A 29 149 c.889G>A c.(889-891)GTG>ATG p.V297M

Pat_41 Post-Resistance NLRP14 338323 37 11 7065164 7065164 Missense_Mutation SNP C T 8 184 c.1907C>T c.(1906-1908)ACT>ATT p.T636I

Pat_41 Post-Resistance PPFIBP2 8495 37 11 7652158 7652158 Missense_Mutation SNP C T 15 247 c.967C>T c.(967-969)CCT>TCT p.P323S

Pat_41 Post-Resistance OR5P3 120066 37 11 7846759 7846759 Missense_Mutation SNP G A 15 240 c.761C>T c.(760-762)ACC>ATC p.T254I

Pat_41 Post-Resistance SCUBE2 57758 37 11 9042672 9042672 Missense_Mutation SNP C T 16 219 c.2920G>A c.(2920-2922)GAG>AAG p.E974K

Pat_41 Post-Resistance SCUBE2 57758 37 11 9055305 9055305 Missense_Mutation SNP C T 4 120 c.1954G>A c.(1954-1956)GAA>AAA p.E652K

Pat_41 Post-Resistance SWAP70 23075 37 11 9769469 9769469 Missense_Mutation SNP G A 21 211 c.1420G>A c.(1420-1422)GCC>ACC p.A474T

Pat_41 Post-Resistance SBF2 81846 37 11 10064425 10064425 Missense_Mutation SNP C T 20 310 c.245G>A c.(244-246)TGC>TAC p.C82Y

Pat_41 Post-Resistance AMPD3 272 37 11 10503679 10503679 Missense_Mutation SNP G A 25 330 c.496G>A c.(496-498)GCG>ACG p.A166T

Pat_41 Post-Resistance USP47 55031 37 11 11963920 11963920 Missense_Mutation SNP G A 27 371 c.2412G>A c.(2410-2412)ATG>ATA p.M804I

Pat_41 Post-Resistance DKK3 27122 37 11 11989941 11989941 Splice_Site SNP C T 9 106 c.528_splice c.e4+1 p.M176_splice

Pat_41 Post-Resistance MICAL2 9645 37 11 12225923 12225923 Missense_Mutation SNP C T 43 273 c.391C>T c.(391-393)CCT>TCT p.P131S

Pat_41 Post-Resistance MICAL2 9645 37 11 12244255 12244255 Missense_Mutation SNP C T 5 108 c.1414C>T c.(1414-1416)CCA>TCA p.P472S

Pat_41 Post-Resistance MICAL2 9645 37 11 12277227 12277227 Missense_Mutation SNP C T 9 105 c.2885C>T c.(2884-2886)GCA>GTA p.A962V

Pat_41 Post-Resistance ARNTL 406 37 11 13395658 13395658 Missense_Mutation SNP G A 21 151 c.1084G>A c.(1084-1086)GCA>ACA p.A362T

Pat_41 Post-Resistance BTBD10 84280 37 11 13410679 13410679 Missense_Mutation SNP G A 5 25 c.1127C>T c.(1126-1128)ACC>ATC p.T376I

Pat_41 Post-Resistance PDE3B 5140 37 11 14825489 14825489 Splice_Site SNP G A 11 67 c.1416_splice c.e5-1 p.S472_splice

Pat_41 Post-Resistance PIK3C2A 5286 37 11 17170266 17170266 Missense_Mutation SNP C T 18 144 c.1396G>A c.(1396-1398)GAT>AAT p.D466N

Pat_41 Post-Resistance ABCC8 6833 37 11 17428954 17428954 Missense_Mutation SNP G A 5 176 c.2867C>T c.(2866-2868)TCT>TTT p.S956F

Pat_41 Post-Resistance ABCC8 6833 37 11 17452463 17452463 Missense_Mutation SNP G A 4 90 c.1715C>T c.(1714-1716)TCG>TTG p.S572L

Pat_41 Post-Resistance USH1C 10083 37 11 17553037 17553037 Missense_Mutation SNP G A 6 78 c.157C>T c.(157-159)CCC>TCC p.P53S

Pat_41 Post-Resistance HPS5 11234 37 11 18309185 18309185 Missense_Mutation SNP G A 5 151 c.2614C>T c.(2614-2616)CCA>TCA p.P872S

Pat_41 Post-Resistance UEVLD 55293 37 11 18566169 18566169 Splice_Site SNP C T 8 452 c.1060_splice c.e9+1 p.V354_splice

Pat_41 Post-Resistance TMEM86A 144110 37 11 18723324 18723324 Missense_Mutation SNP G A 11 68 c.491G>A c.(490-492)GGG>GAG p.G164E

Pat_41 Post-Resistance ZDHHC13 54503 37 11 19197497 19197497 Missense_Mutation SNP G A 29 368 c.1859G>A c.(1858-1860)CGC>CAC p.R620H

Pat_41 Post-Resistance NAV2 89797 37 11 19954803 19954803 Missense_Mutation SNP C T 16 552 c.1082C>T c.(1081-1083)ACC>ATC p.T361I

Pat_41 Post-Resistance NAV2 89797 37 11 20129210 20129210 Missense_Mutation SNP G A 131 645 c.6851G>A c.(6850-6852)GGC>GAC p.G2284D

Pat_41 Post-Resistance SLC6A5 9152 37 11 20648329 20648329 Missense_Mutation SNP G A 11 181 c.1336G>A c.(1336-1338)GCT>ACT p.A446T

Pat_41 Post-Resistance NELL1 4745 37 11 21135228 21135228 Missense_Mutation SNP G A 33 343 c.1394G>A c.(1393-1395)GGA>GAA p.G465E

Pat_41 Post-Resistance ANO5 203859 37 11 22249029 22249029 Missense_Mutation SNP C T 26 225 c.545C>T c.(544-546)CCC>CTC p.P182L

Pat_41 Post-Resistance SLC17A6 57084 37 11 22360113 22360113 Missense_Mutation SNP G A 7 102 c.34G>A c.(34-36)GGA>AGA p.G12R

Pat_41 Post-Resistance FANCF 2188 37 11 22646594 22646594 Missense_Mutation SNP G A 14 195 c.763C>T c.(763-765)CTC>TTC p.L255F

Pat_41 Post-Resistance LUZP2 338645 37 11 24759789 24759789 Missense_Mutation SNP G A 5 57 c.274G>A c.(274-276)GAG>AAG p.E92K

Pat_41 Post-Resistance LGR4 55366 37 11 27389985 27389985 Missense_Mutation SNP G A 9 146 c.2285C>T c.(2284-2286)CCT>CTT p.P762L



Pat_41 Post-Resistance KIF18A 81930 37 11 28080523 28080523 Missense_Mutation SNP G A 78 428 c.1898C>T c.(1897-1899)TCT>TTT p.S633F

Pat_41 Post-Resistance KIF18A 81930 37 11 28116299 28116299 Missense_Mutation SNP C T 66 339 c.374G>A c.(373-375)GGA>GAA p.G125E

Pat_41 Post-Resistance MPPED2 744 37 11 30516958 30516958 Missense_Mutation SNP C T 16 184 c.421G>A c.(421-423)GTG>ATG p.V141M

Pat_41 Post-Resistance IMMP1L 196294 37 11 31484777 31484777 Missense_Mutation SNP G A 17 211 c.47C>T c.(46-48)ACT>ATT p.T16I

Pat_41 Post-Resistance QSER1 79832 37 11 32954948 32954948 Missense_Mutation SNP C T 15 212 c.1757C>T c.(1756-1758)TCT>TTT p.S586F

Pat_41 Post-Resistance DEPDC7 91614 37 11 33047225 33047225 Missense_Mutation SNP C T 15 129 c.94C>T c.(94-96)CCA>TCA p.P32S

Pat_41 Post-Resistance TCP11L1 55346 37 11 33065407 33065407 Missense_Mutation SNP G A 28 559 c.88G>A c.(88-90)GAA>AAA p.E30K

Pat_41 Post-Resistance CSTF3 1479 37 11 33106835 33106835 Missense_Mutation SNP G A 9 79 c.1952C>T c.(1951-1953)ACT>ATT p.T651I

Pat_41 Post-Resistance CSTF3 1479 37 11 33118472 33118472 Missense_Mutation SNP C T 6 86 c.1181G>A c.(1180-1182)GGA>GAA p.G394E

Pat_41 Post-Resistance HIPK3 10114 37 11 33369738 33369738 Nonsense_Mutation SNP G A 5 87 c.2333G>A c.(2332-2334)TGG>TAG p.W778*

Pat_41 Post-Resistance C11orf41 25758 37 11 33564178 33564178 Missense_Mutation SNP C T 16 149 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_41 Post-Resistance ABTB2 25841 37 11 34378509 34378509 Missense_Mutation SNP C T 3 13 c.64G>A c.(64-66)GGT>AGT p.G22S

Pat_41 Post-Resistance SLC1A2 6506 37 11 35282502 35282502 Missense_Mutation SNP G A 11 164 c.1664C>T c.(1663-1665)GCA>GTA p.A555V

Pat_41 Post-Resistance SLC1A2 6506 37 11 35302498 35302498 Missense_Mutation SNP C T 14 50 c.1337G>A c.(1336-1338)GGG>GAG p.G446E

Pat_41 Post-Resistance PAMR1 25891 37 11 35454164 35454164 Nonsense_Mutation SNP C A 3 17 c.1903G>T c.(1903-1905)GAG>TAG p.E635*

Pat_41 Post-Resistance COMMD9 29099 37 11 36302296 36302296 Missense_Mutation SNP G A 21 179 c.143C>T c.(142-144)TCC>TTC p.S48F

Pat_41 Post-Resistance RAG1 5896 37 11 36595272 36595272 Missense_Mutation SNP C T 9 58 c.418C>T c.(418-420)CTT>TTT p.L140F

Pat_41 Post-Resistance RAG1 5896 37 11 36597564 36597564 Missense_Mutation SNP G A 8 100 c.2710G>A c.(2710-2712)GAG>AAG p.E904K

Pat_41 Post-Resistance RAG2 5897 37 11 36614172 36614172 Missense_Mutation SNP G A 11 57 c.1547C>T c.(1546-1548)CCT>CTT p.P516L

Pat_41 Post-Resistance LRRC4C 57689 37 11 40136126 40136126 Missense_Mutation SNP C T 9 151 c.1717G>A c.(1717-1719)GAT>AAT p.D573N

Pat_41 Post-Resistance TTC17 55761 37 11 43513648 43513648 Missense_Mutation SNP G A 24 321 c.3229G>A c.(3229-3231)GCA>ACA p.A1077T

Pat_41 Post-Resistance SLC35C1 55343 37 11 45827888 45827888 Splice_Site SNP G A 5 41 c.535_splice c.e1+1 p.G179_splice

Pat_41 Post-Resistance CREB3L1 90993 37 11 46338979 46338979 Missense_Mutation SNP G A 13 103 c.1199G>A c.(1198-1200)GGC>GAC p.G400D

Pat_41 Post-Resistance AMBRA1 55626 37 11 46563502 46563502 Missense_Mutation SNP G A 42 194 c.2065C>T c.(2065-2067)CTC>TTC p.L689F

Pat_41 Post-Resistance AMBRA1 55626 37 11 46564479 46564479 Missense_Mutation SNP C T 45 237 c.1088G>A c.(1087-1089)GGC>GAC p.G363D

Pat_41 Post-Resistance AMBRA1 55626 37 11 46564888 46564888 Missense_Mutation SNP C T 7 148 c.679G>A c.(679-681)GCC>ACC p.A227T

Pat_41 Post-Resistance CKAP5 9793 37 11 46829663 46829663 Missense_Mutation SNP G A 9 143 c.896C>T c.(895-897)GCC>GTC p.A299V

Pat_41 Post-Resistance MADD 8567 37 11 47303271 47303271 Missense_Mutation SNP G A 13 105 c.1436G>A c.(1435-1437)GGC>GAC p.G479D

Pat_41 Post-Resistance MYBPC3 4607 37 11 47353709 47353709 Missense_Mutation SNP G A 4 68 c.3728C>T c.(3727-3729)CCC>CTC p.P1243L

Pat_41 Post-Resistance MYBPC3 4607 37 11 47353809 47353809 Missense_Mutation SNP G A 9 86 c.3628C>T c.(3628-3630)CCC>TCC p.P1210S

Pat_41 Post-Resistance SLC39A13 91252 37 11 47435155 47435155 Missense_Mutation SNP G A 17 88 c.653G>A c.(652-654)GGC>GAC p.G218D

Pat_41 Post-Resistance PSMC3 5702 37 11 47440466 47440466 Missense_Mutation SNP C T 5 68 c.1240G>A c.(1240-1242)GAG>AAG p.E414K

Pat_41 Post-Resistance PSMC3 5702 37 11 47445695 47445695 Missense_Mutation SNP G A 14 262 c.493C>T c.(493-495)CCC>TCC p.P165S

Pat_41 Post-Resistance AGBL2 79841 37 11 47711872 47711872 Missense_Mutation SNP G A 14 135 c.1387C>T c.(1387-1389)CCT>TCT p.P463S

Pat_41 Post-Resistance FNBP4 23360 37 11 47786906 47786906 Missense_Mutation SNP C T 16 264 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_41 Post-Resistance NUP160 23279 37 11 47869834 47869834 Missense_Mutation SNP C T 6 128 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_41 Post-Resistance FOLH1 2346 37 11 49204764 49204764 Missense_Mutation SNP G A 17 145 c.857C>T c.(856-858)GCT>GTT p.A286V

Pat_41 Post-Resistance OR4C13 283092 37 11 49974380 49974380 Missense_Mutation SNP C A 4 120 c.406C>A c.(406-408)CAG>AAG p.Q136K

Pat_41 Post-Resistance OR4C11 219429 37 11 55371495 55371495 Missense_Mutation SNP C T 12 69 c.355G>A c.(355-357)GAT>AAT p.D119N

Pat_41 Post-Resistance OR8H2 390151 37 11 55872874 55872874 Missense_Mutation SNP C T 28 358 c.356C>T c.(355-357)GCC>GTC p.A119V

Pat_41 Post-Resistance OR8K3 219473 37 11 56086182 56086182 Missense_Mutation SNP G A 7 190 c.400G>A c.(400-402)GTA>ATA p.V134I

Pat_41 Post-Resistance OR5M11 219487 37 11 56310081 56310081 Missense_Mutation SNP G A 10 113 c.653C>T c.(652-654)GCC>GTC p.A218V

Pat_41 Post-Resistance TNKS1BP1 85456 37 11 57076871 57076871 Missense_Mutation SNP C T 18 214 c.3314G>A c.(3313-3315)GGG>GAG p.G1105E

Pat_41 Post-Resistance TNKS1BP1 85456 37 11 57088045 57088045 Missense_Mutation SNP C T 7 43 c.236G>A c.(235-237)AGG>AAG p.R79K

Pat_41 Post-Resistance SLC43A1 8501 37 11 57259305 57259305 Missense_Mutation SNP G A 7 63 c.902C>T c.(901-903)TCC>TTC p.S301F

Pat_41 Post-Resistance UBE2L6 9246 37 11 57322020 57322020 Missense_Mutation SNP A G 11 423 c.200T>C c.(199-201)ATG>ACG p.M67T

Pat_41 Post-Resistance CLP1 10978 37 11 57428648 57428648 Missense_Mutation SNP C T 22 279 c.1018C>T c.(1018-1020)CCT>TCT p.P340S



Pat_41 Post-Resistance ZDHHC5 25921 37 11 57463461 57463461 Missense_Mutation SNP G A 23 88 c.955G>A c.(955-957)GAC>AAC p.D319N

Pat_41 Post-Resistance CTNND1 1500 37 11 57571197 57571197 Missense_Mutation SNP G A 6 88 c.1525G>A c.(1525-1527)GAG>AAG p.E509K

Pat_41 Post-Resistance OR6Q1 219952 37 11 57799031 57799031 Missense_Mutation SNP G A 10 187 c.607G>A c.(607-609)GAT>AAT p.D203N

Pat_41 Post-Resistance OR5B2 390190 37 11 58190191 58190191 Missense_Mutation SNP C T 17 119 c.544G>A c.(544-546)GTC>ATC p.V182I

Pat_41 Post-Resistance FAM111A 63901 37 11 58920286 58920286 Missense_Mutation SNP C T 10 405 c.1145C>T c.(1144-1146)ACT>ATT p.T382I

Pat_41 Post-Resistance MPEG1 219972 37 11 58979621 58979621 Missense_Mutation SNP C T 4 72 c.718G>A c.(718-720)GCT>ACT p.A240T

Pat_41 Post-Resistance OR5A2 219981 37 11 59189969 59189969 Missense_Mutation SNP C T 7 78 c.458G>A c.(457-459)GGA>GAA p.G153E

Pat_41 Post-Resistance ZP1 22917 37 11 60637136 60637136 Missense_Mutation SNP G A 10 113 c.445G>A c.(445-447)GCA>ACA p.A149T

Pat_41 Post-Resistance ZP1 22917 37 11 60641136 60641136 Missense_Mutation SNP C T 21 180 c.1460C>T c.(1459-1461)ACC>ATC p.T487I

Pat_41 Post-Resistance TMEM109 79073 37 11 60689264 60689264 Missense_Mutation SNP G A 19 167 c.359G>A c.(358-360)GGC>GAC p.G120D

Pat_41 Post-Resistance CD5 921 37 11 60889344 60889344 Missense_Mutation SNP G T 9 116 c.1067G>T c.(1066-1068)AGA>ATA p.R356I

Pat_41 Post-Resistance C11orf9 745 37 11 61536761 61536761 Missense_Mutation SNP G A 5 23 c.428G>A c.(427-429)GGC>GAC p.G143D

Pat_41 Post-Resistance C11orf9 745 37 11 61553601 61553601 Missense_Mutation SNP C T 5 114 c.3442C>T c.(3442-3444)CGC>TGC p.R1148C

Pat_41 Post-Resistance AHNAK 79026 37 11 62287166 62287166 Missense_Mutation SNP G A 13 84 c.14723C>T c.(14722-14724)TCG>TTG p.S4908L

Pat_41 Post-Resistance AHNAK 79026 37 11 62287578 62287578 Missense_Mutation SNP C T 67 408 c.14311G>A c.(14311-14313)GTT>ATT p.V4771I

Pat_41 Post-Resistance AHNAK 79026 37 11 62294080 62294080 Missense_Mutation SNP T G 9 395 c.7809A>C c.(7807-7809)AAA>AAC p.K2603N

Pat_41 Post-Resistance AHNAK 79026 37 11 62294327 62294327 Missense_Mutation SNP G A 62 433 c.7562C>T c.(7561-7563)CCT>CTT p.P2521L

Pat_41 Post-Resistance AHNAK 79026 37 11 62294675 62294675 Missense_Mutation SNP T C 4 53 c.7214A>G c.(7213-7215)GAT>GGT p.D2405G

Pat_41 Post-Resistance AHNAK 79026 37 11 62295483 62295483 Missense_Mutation SNP C T 10 510 c.6406G>A c.(6406-6408)GAT>AAT p.D2136N

Pat_41 Post-Resistance AHNAK 79026 37 11 62300864 62300864 Missense_Mutation SNP C T 5 128 c.1025G>A c.(1024-1026)GGC>GAC p.G342D

Pat_41 Post-Resistance AHNAK 79026 37 11 62300970 62300970 Missense_Mutation SNP G A 9 132 c.919C>T c.(919-921)CCC>TCC p.P307S

Pat_41 Post-Resistance ROM1 6094 37 11 62380819 62380819 Nonsense_Mutation SNP G A 5 13 c.66G>A c.(64-66)TGG>TGA p.W22*

Pat_41 Post-Resistance GANAB 23193 37 11 62400135 62400135 Missense_Mutation SNP G A 47 489 c.898C>T c.(898-900)CCT>TCT p.P300S

Pat_41 Post-Resistance GANAB 23193 37 11 62402383 62402383 Missense_Mutation SNP C T 17 244 c.470G>A c.(469-471)CGC>CAC p.R157H

Pat_41 Post-Resistance INTS5 80789 37 11 62414839 62414839 Missense_Mutation SNP C T 11 153 c.2713G>A c.(2713-2715)GAG>AAG p.E905K

Pat_41 Post-Resistance POLR2G 5436 37 11 62532658 62532658 Missense_Mutation SNP G A 14 276 c.287G>A c.(286-288)GGA>GAA p.G96E

Pat_41 Post-Resistance TAF6L 10629 37 11 62545577 62545577 Missense_Mutation SNP G A 7 100 c.362G>A c.(361-363)GGC>GAC p.G121D

Pat_41 Post-Resistance SLC3A2 6520 37 11 62655947 62655947 Nonsense_Mutation SNP C T 8 193 c.1675C>T c.(1675-1677)CAG>TAG p.Q559*

Pat_41 Post-Resistance SLC22A8 9376 37 11 62762217 62762217 Missense_Mutation SNP C T 5 64 c.1013G>A c.(1012-1014)GGT>GAT p.G338D

Pat_41 Post-Resistance SLC22A25 387601 37 11 62985134 62985134 Missense_Mutation SNP G A 8 86 c.580C>T c.(580-582)CCC>TCC p.P194S

Pat_41 Post-Resistance RARRES3 5920 37 11 63312342 63312342 Missense_Mutation SNP G A 26 436 c.368G>A c.(367-369)GGC>GAC p.G123D

Pat_41 Post-Resistance ATL3 25923 37 11 63396870 63396870 Missense_Mutation SNP G A 9 105 c.1547C>T c.(1546-1548)TCT>TTT p.S516F

Pat_41 Post-Resistance ATL3 25923 37 11 63400536 63400536 Missense_Mutation SNP C T 13 133 c.1069G>A c.(1069-1071)GCC>ACC p.A357T

Pat_41 Post-Resistance RTN3 10313 37 11 63517562 63517562 Missense_Mutation SNP G A 5 25 c.2630G>A c.(2629-2631)AGT>AAT p.S877N

Pat_41 Post-Resistance C11orf84 144097 37 11 63586454 63586454 Missense_Mutation SNP G A 3 41 c.914G>A c.(913-915)CGG>CAG p.R305Q

Pat_41 Post-Resistance MARK2 2011 37 11 63672516 63672516 Splice_Site SNP G A 34 182 c.1934_splice c.e16+1 p.R645_splice

Pat_41 Post-Resistance RCOR2 283248 37 11 63681590 63681590 Missense_Mutation SNP C T 6 99 c.727G>A c.(727-729)GTC>ATC p.V243I

Pat_41 Post-Resistance PLCB3 5331 37 11 64025948 64025948 Missense_Mutation SNP G A 5 26 c.1016G>A c.(1015-1017)GGG>GAG p.G339E

Pat_41 Post-Resistance PLCB3 5331 37 11 64029423 64029423 Splice_Site SNP G A 17 190 c.1914_splice c.e17-1 p.E638_splice

Pat_41 Post-Resistance PRDX5 25824 37 11 64087243 64087243 Missense_Mutation SNP G A 21 265 c.209G>A c.(208-210)GGG>GAG p.G70E

Pat_41 Post-Resistance NRXN2 9379 37 11 64453251 64453251 Missense_Mutation SNP G A 17 258 c.1019C>T c.(1018-1020)TCC>TTC p.S340F

Pat_41 Post-Resistance SF1 7536 37 11 64543988 64543988 Nonsense_Mutation SNP G A 7 132 c.142C>T c.(142-144)CAA>TAA p.Q48*

Pat_41 Post-Resistance SF1 7536 37 11 64544006 64544006 Missense_Mutation SNP G A 11 143 c.124C>T c.(124-126)CCT>TCT p.P42S

Pat_41 Post-Resistance CDC42BPG 55561 37 11 64600104 64600104 Missense_Mutation SNP C A 4 122 c.2977G>T c.(2977-2979)GGG>TGG p.G993W

Pat_41 Post-Resistance CDC42BPG 55561 37 11 64609299 64609299 Missense_Mutation SNP C T 5 69 c.238G>A c.(238-240)GGA>AGA p.G80R

Pat_41 Post-Resistance EHD1 10938 37 11 64645605 64645605 Missense_Mutation SNP C T 7 48 c.332G>A c.(331-333)GGC>GAC p.G111D

Pat_41 Post-Resistance ATG2A 23130 37 11 64668527 64668527 Missense_Mutation SNP G A 4 21 c.4157C>T c.(4156-4158)CCC>CTC p.P1386L



Pat_41 Post-Resistance SAC3D1 29901 37 11 64811748 64811748 Missense_Mutation SNP C T 7 143 c.626C>T c.(625-627)GCC>GTC p.A209V

Pat_41 Post-Resistance CDCA5 113130 37 11 64847030 64847030 Missense_Mutation SNP G A 7 35 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_41 Post-Resistance C11orf2 738 37 11 64875941 64875941 Missense_Mutation SNP G A 4 22 c.998G>A c.(997-999)GGT>GAT p.G333D

Pat_41 Post-Resistance SLC25A45 283130 37 11 65144006 65144006 Missense_Mutation SNP C T 8 286 c.739G>A c.(739-741)GTG>ATG p.V247M

Pat_41 Post-Resistance SLC25A45 283130 37 11 65144292 65144292 Missense_Mutation SNP G A 47 608 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_41 Post-Resistance SIPA1 6494 37 11 65417614 65417614 Missense_Mutation SNP C T 11 166 c.2854C>T c.(2854-2856)CCC>TCC p.P952S

Pat_41 Post-Resistance SIPA1 6494 37 11 65417939 65417939 Missense_Mutation SNP G A 5 44 c.2971G>A c.(2971-2973)GAC>AAC p.D991N

Pat_41 Post-Resistance RELA 5970 37 11 65423216 65423216 Missense_Mutation SNP G A 5 93 c.976C>T c.(976-978)CCT>TCT p.P326S

Pat_41 Post-Resistance KAT5 10524 37 11 65482350 65482350 Missense_Mutation SNP C T 8 152 c.899C>T c.(898-900)TCC>TTC p.S300F

Pat_41 Post-Resistance DKFZp761E198 91056 37 11 65545809 65545809 Missense_Mutation SNP G A 3 36 c.1984C>T c.(1984-1986)CGC>TGC p.R662C

Pat_41 Post-Resistance SF3B2 10992 37 11 65826355 65826355 Missense_Mutation SNP G A 4 66 c.1021G>A c.(1021-1023)GGG>AGG p.G341R

Pat_41 Post-Resistance PACS1 55690 37 11 65988665 65988665 Missense_Mutation SNP G A 17 226 c.1240G>A c.(1240-1242)GAG>AAG p.E414K

Pat_41 Post-Resistance TMEM151A 256472 37 11 66061887 66061887 Missense_Mutation SNP C T 3 20 c.170C>T c.(169-171)GCC>GTC p.A57V

Pat_41 Post-Resistance CD248 57124 37 11 66083718 66083718 Missense_Mutation SNP C T 4 50 c.781G>A c.(781-783)GGC>AGC p.G261S

Pat_41 Post-Resistance B3GNT1 11041 37 11 66114284 66114284 Missense_Mutation SNP C T 18 234 c.733G>A c.(733-735)GAT>AAT p.D245N

Pat_41 Post-Resistance PELI3 246330 37 11 66235712 66235712 Missense_Mutation SNP G A 24 171 c.113G>A c.(112-114)GGC>GAC p.G38D

Pat_41 Post-Resistance DPP3 10072 37 11 66272120 66272120 Missense_Mutation SNP C T 32 128 c.1916C>T c.(1915-1917)GCC>GTC p.A639V

Pat_41 Post-Resistance CCDC87 55231 37 11 66360360 66360360 Missense_Mutation SNP G A 8 37 c.127C>T c.(127-129)CGG>TGG p.R43W

Pat_41 Post-Resistance RBM4 5936 37 11 66411212 66411212 Missense_Mutation SNP C T 15 79 c.704C>T c.(703-705)GCA>GTA p.A235V

Pat_41 Post-Resistance SPTBN2 6712 37 11 66454493 66454493 Nonsense_Mutation SNP G A 28 162 c.6868C>T c.(6868-6870)CGA>TGA p.R2290*

Pat_41 Post-Resistance C11orf80 79703 37 11 66555658 66555658 Missense_Mutation SNP C T 15 182 c.551C>T c.(550-552)TCT>TTT p.S184F

Pat_41 Post-Resistance C11orf80 79703 37 11 66571561 66571561 Missense_Mutation SNP G A 28 467 c.938G>A c.(937-939)GGC>GAC p.G313D

Pat_41 Post-Resistance RCE1 9986 37 11 66613400 66613400 Missense_Mutation SNP C T 9 203 c.824C>T c.(823-825)GCC>GTC p.A275V

Pat_41 Post-Resistance PC 5091 37 11 66617225 66617225 Missense_Mutation SNP C T 5 110 c.3004G>A c.(3004-3006)GTG>ATG p.V1002M

Pat_41 Post-Resistance ADRBK1 156 37 11 67046932 67046932 Missense_Mutation SNP C T 6 110 c.308C>T c.(307-309)GCC>GTC p.A103V

Pat_41 Post-Resistance RAD9A 5883 37 11 67160165 67160165 Missense_Mutation SNP C T 30 214 c.146C>T c.(145-147)GCC>GTC p.A49V

Pat_41 Post-Resistance PITPNM1 9600 37 11 67267787 67267787 Missense_Mutation SNP G A 47 246 c.746C>T c.(745-747)GCT>GTT p.A249V

Pat_41 Post-Resistance C11orf24 53838 37 11 68029831 68029831 Missense_Mutation SNP G A 11 144 c.632C>T c.(631-633)GCC>GTC p.A211V

Pat_41 Post-Resistance LRP5 4041 37 11 68174207 68174207 Missense_Mutation SNP G A 7 41 c.2017G>A c.(2017-2019)GGC>AGC p.G673S

Pat_41 Post-Resistance SAPS3 55291 37 11 68367812 68367812 Missense_Mutation SNP C T 6 275 c.2042C>T c.(2041-2043)CCC>CTC p.P681L

Pat_41 Post-Resistance IGHMBP2 3508 37 11 68675720 68675720 Missense_Mutation SNP C T 21 164 c.364C>T c.(364-366)CAC>TAC p.H122Y

Pat_41 Post-Resistance TPCN2 219931 37 11 68825148 68825148 Missense_Mutation SNP C T 14 137 c.532C>T c.(532-534)CTC>TTC p.L178F

Pat_41 Post-Resistance ANO1 55107 37 11 70028704 70028704 Missense_Mutation SNP A G 5 89 c.2500A>G c.(2500-2502)ACC>GCC p.T834A

Pat_41 Post-Resistance PPFIA1 8500 37 11 70194417 70194417 Missense_Mutation SNP C T 50 470 c.2054C>T c.(2053-2055)CCT>CTT p.P685L

Pat_41 Post-Resistance SHANK2 22941 37 11 70331537 70331537 Missense_Mutation SNP C T 5 79 c.4861G>A c.(4861-4863)GCA>ACA p.A1621T

Pat_41 Post-Resistance SHANK2 22941 37 11 70332164 70332164 Missense_Mutation SNP G A 18 73 c.4234C>T c.(4234-4236)CCT>TCT p.P1412S

Pat_41 Post-Resistance SHANK2 22941 37 11 70505982 70505982 Missense_Mutation SNP C T 7 64 c.2012G>A c.(2011-2013)GGT>GAT p.G671D

Pat_41 Post-Resistance NADSYN1 55191 37 11 71169538 71169538 Missense_Mutation SNP G A 30 136 c.211G>A c.(211-213)GCG>ACG p.A71T

Pat_41 Post-Resistance NUMA1 4926 37 11 71715350 71715350 Missense_Mutation SNP G A 12 105 c.6044C>T c.(6043-6045)ACT>ATT p.T2015I

Pat_41 Post-Resistance NUMA1 4926 37 11 71715858 71715858 Missense_Mutation SNP G A 4 20 c.5834C>T c.(5833-5835)TCC>TTC p.S1945F

Pat_41 Post-Resistance INPPL1 3636 37 11 71948415 71948415 Missense_Mutation SNP G A 12 121 c.3127G>A c.(3127-3129)GAG>AAG p.E1043K

Pat_41 Post-Resistance CLPB 81570 37 11 72084016 72084016 Missense_Mutation SNP C A 13 292 c.689G>T c.(688-690)TGG>TTG p.W230L

Pat_41 Post-Resistance ARAP1 116985 37 11 72407682 72407682 Missense_Mutation SNP C T 8 68 c.3184G>A c.(3184-3186)GAG>AAG p.E1062K

Pat_41 Post-Resistance ARHGEF17 9828 37 11 73022621 73022621 Missense_Mutation SNP C T 10 127 c.2938C>T c.(2938-2940)CCC>TCC p.P980S

Pat_41 Post-Resistance C2CD3 26005 37 11 73811664 73811664 Missense_Mutation SNP C T 7 85 c.2638G>A c.(2638-2640)GTA>ATA p.V880I

Pat_41 Post-Resistance PGM2L1 283209 37 11 74054003 74054003 Missense_Mutation SNP C T 24 422 c.1369G>A c.(1369-1371)GTT>ATT p.V457I

Pat_41 Post-Resistance GDPD5 81544 37 11 75160621 75160621 Missense_Mutation SNP G A 7 23 c.509C>T c.(508-510)GCA>GTA p.A170V



Pat_41 Post-Resistance MAP6 4135 37 11 75298411 75298411 Missense_Mutation SNP G A 10 90 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_41 Post-Resistance UVRAG 7405 37 11 75827011 75827011 Missense_Mutation SNP C T 7 162 c.1349C>T c.(1348-1350)ACC>ATC p.T450I

Pat_41 Post-Resistance PRKRIR 5612 37 11 76063133 76063133 Missense_Mutation SNP G A 15 233 c.1061C>T c.(1060-1062)GCT>GTT p.A354V

Pat_41 Post-Resistance C11orf30 56946 37 11 76183846 76183846 Missense_Mutation SNP C T 20 371 c.1070C>T c.(1069-1071)TCC>TTC p.S357F

Pat_41 Post-Resistance LRRC32 2615 37 11 76370955 76370955 Missense_Mutation SNP G A 5 20 c.1682C>T c.(1681-1683)ACC>ATC p.T561I

Pat_41 Post-Resistance AQP11 282679 37 11 77301255 77301255 Missense_Mutation SNP C T 5 103 c.218C>T c.(217-219)GCG>GTG p.A73V

Pat_41 Post-Resistance RSF1 51773 37 11 77413346 77413346 Missense_Mutation SNP C T 5 86 c.928G>A c.(928-930)GAA>AAA p.E310K

Pat_41 Post-Resistance USP35 57558 37 11 77911777 77911777 Missense_Mutation SNP G A 4 46 c.1120G>A c.(1120-1122)GCG>ACG p.A374T

Pat_41 Post-Resistance GAB2 9846 37 11 77937766 77937766 Missense_Mutation SNP C T 5 70 c.952G>A c.(952-954)GCC>ACC p.A318T

Pat_41 Post-Resistance C11orf82 220042 37 11 82644551 82644551 Missense_Mutation SNP C T 23 166 c.2171C>T c.(2170-2172)TCT>TTT p.S724F

Pat_41 Post-Resistance PCF11 51585 37 11 82882888 82882888 Missense_Mutation SNP C T 15 189 c.3689C>T c.(3688-3690)GCT>GTT p.A1230V

Pat_41 Post-Resistance DLG2 1740 37 11 83252779 83252779 Missense_Mutation SNP C T 18 158 c.1748G>A c.(1747-1749)AGA>AAA p.R583K

Pat_41 Post-Resistance CREBZF 58487 37 11 85375129 85375129 Missense_Mutation SNP C T 31 571 c.791G>A c.(790-792)AGT>AAT p.S264N

Pat_41 Post-Resistance CCDC83 220047 37 11 85610046 85610046 Nonsense_Mutation SNP G A 14 128 c.660G>A c.(658-660)TGG>TGA p.W220*

Pat_41 Post-Resistance PICALM 8301 37 11 85712202 85712202 Splice_Site SNP C T 9 323 c.894_splice c.e10-1 p.R298_splice

Pat_41 Post-Resistance PRSS23 11098 37 11 86519167 86519167 Missense_Mutation SNP C T 8 167 c.482C>T c.(481-483)ACC>ATC p.T161I

Pat_41 Post-Resistance FZD4 8322 37 11 86663026 86663026 Missense_Mutation SNP G A 4 41 c.772C>T c.(772-774)CTC>TTC p.L258F

Pat_41 Post-Resistance TYR 7299 37 11 89028403 89028403 Missense_Mutation SNP G A 10 87 c.1459G>A c.(1459-1461)GTC>ATC p.V487I

Pat_41 Post-Resistance NOX4 50507 37 11 89075338 89075338 Missense_Mutation SNP C T 24 168 c.1241G>A c.(1240-1242)GGA>GAA p.G414E

Pat_41 Post-Resistance FAT3 120114 37 11 92087958 92087958 Missense_Mutation SNP C T 9 145 c.2680C>T c.(2680-2682)CGG>TGG p.R894W

Pat_41 Post-Resistance FAT3 120114 37 11 92088525 92088525 Missense_Mutation SNP A G 15 137 c.3247A>G c.(3247-3249)AGG>GGG p.R1083G

Pat_41 Post-Resistance FAT3 120114 37 11 92531452 92531452 Missense_Mutation SNP A G 3 70 c.5273A>G c.(5272-5274)CAG>CGG p.Q1758R

Pat_41 Post-Resistance FAT3 120114 37 11 92616434 92616434 Missense_Mutation SNP C T 24 254 c.12812C>T c.(12811-12813)CCC>CTC p.P4271L

Pat_41 Post-Resistance FAT3 120114 37 11 92624253 92624253 Nonsense_Mutation SNP G T 3 55 c.13648G>T c.(13648-13650)GAG>TAG p.E4550*

Pat_41 Post-Resistance MRE11A 4361 37 11 94209570 94209570 Splice_Site SNP C T 10 107 c.545_splice c.e7-1 p.G182_splice

Pat_41 Post-Resistance KDM4D 55693 37 11 94731499 94731499 Missense_Mutation SNP G A 11 70 c.963G>A c.(961-963)ATG>ATA p.M321I

Pat_41 Post-Resistance SFRS2B 10929 37 11 94800803 94800803 Missense_Mutation SNP G A 5 4 c.413G>A c.(412-414)GGT>GAT p.G138D

Pat_41 Post-Resistance SESN3 143686 37 11 94923022 94923022 Missense_Mutation SNP G A 16 229 c.446C>T c.(445-447)CCA>CTA p.P149L

Pat_41 Post-Resistance FAM76B 143684 37 11 95509103 95509103 Missense_Mutation SNP T C 8 82 c.913A>G c.(913-915)ACT>GCT p.T305A

Pat_41 Post-Resistance FAM76B 143684 37 11 95512806 95512806 Missense_Mutation SNP C A 11 269 c.657G>T c.(655-657)AAG>AAT p.K219N

Pat_41 Post-Resistance JRKL 8690 37 11 96125326 96125326 Missense_Mutation SNP G A 9 191 c.1513G>A c.(1513-1515)GTA>ATA p.V505I

Pat_41 Post-Resistance CNTN5 53942 37 11 100126494 100126494 Missense_Mutation SNP C T 22 163 c.2008C>T c.(2008-2010)CCC>TCC p.P670S

Pat_41 Post-Resistance CNTN5 53942 37 11 100179193 100179193 Missense_Mutation SNP G A 9 59 c.2723G>A c.(2722-2724)GGA>GAA p.G908E

Pat_41 Post-Resistance PGR 5241 37 11 100922221 100922221 Missense_Mutation SNP C T 17 202 c.2291G>A c.(2290-2292)GGA>GAA p.G764E

Pat_41 Post-Resistance YAP1 10413 37 11 102076672 102076672 Missense_Mutation SNP C T 13 178 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_41 Post-Resistance BIRC3 330 37 11 102195460 102195460 Missense_Mutation SNP G A 6 194 c.220G>A c.(220-222)GAT>AAT p.D74N

Pat_41 Post-Resistance MMP8 4317 37 11 102593314 102593314 Missense_Mutation SNP C T 25 294 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_41 Post-Resistance MMP13 4322 37 11 102820942 102820942 Missense_Mutation SNP C T 11 446 c.814G>A c.(814-816)GAC>AAC p.D272N

Pat_41 Post-Resistance DYNC2H1 79659 37 11 103006658 103006658 Missense_Mutation SNP C T 10 67 c.2555C>T c.(2554-2556)GCT>GTT p.A852V

Pat_41 Post-Resistance DYNC2H1 79659 37 11 103070077 103070077 Missense_Mutation SNP G A 17 143 c.7960G>A c.(7960-7962)GCA>ACA p.A2654T

Pat_41 Post-Resistance PDGFD 80310 37 11 103797716 103797716 Missense_Mutation SNP C T 10 89 c.911G>A c.(910-912)GGA>GAA p.G304E

Pat_41 Post-Resistance CASP5 838 37 11 104878026 104878026 Missense_Mutation SNP C T 15 89 c.217G>A c.(217-219)GAA>AAA p.E73K

Pat_41 Post-Resistance CASP1 834 37 11 104897633 104897633 Missense_Mutation SNP C T 17 223 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_41 Post-Resistance CARD16 114769 37 11 104915346 104915346 Missense_Mutation SNP G A 90 596 c.47C>T c.(46-48)TCC>TTC p.S16F

Pat_41 Post-Resistance GRIA4 2893 37 11 105797547 105797547 Missense_Mutation SNP C T 6 287 c.1928C>T c.(1927-1929)GCT>GTT p.A643V

Pat_41 Post-Resistance AASDHPPT 60496 37 11 105961310 105961310 Missense_Mutation SNP C T 10 196 c.436C>T c.(436-438)CAT>TAT p.H146Y

Pat_41 Post-Resistance GUCY1A2 2977 37 11 106647210 106647210 Missense_Mutation SNP C T 3 39 c.1791G>A c.(1789-1791)ATG>ATA p.M597I



Pat_41 Post-Resistance CWF19L2 143884 37 11 107205636 107205636 Missense_Mutation SNP C T 17 149 c.2410G>A c.(2410-2412)GAT>AAT p.D804N

Pat_41 Post-Resistance SLC35F2 54733 37 11 107686665 107686665 Missense_Mutation SNP C T 12 107 c.137G>A c.(136-138)GGT>GAT p.G46D

Pat_41 Post-Resistance NPAT 4863 37 11 108032511 108032511 Missense_Mutation SNP G A 4 32 c.3302C>T c.(3301-3303)CCC>CTC p.P1101L

Pat_41 Post-Resistance ATM 472 37 11 108235884 108235884 Missense_Mutation SNP G A 56 102 c.8926G>A c.(8926-8928)GAT>AAT p.D2976N

Pat_41 Post-Resistance EXPH5 23086 37 11 108383046 108383046 Missense_Mutation SNP C T 7 88 c.3188G>A c.(3187-3189)GGG>GAG p.G1063E

Pat_41 Post-Resistance RDX 5962 37 11 110135599 110135599 Missense_Mutation SNP C T 16 156 c.97G>A c.(97-99)GTG>ATG p.V33M

Pat_41 Post-Resistance BTG4 54766 37 11 111365997 111365997 Missense_Mutation SNP G A 12 202 c.553C>T c.(553-555)CCC>TCC p.P185S

Pat_41 Post-Resistance C11orf88 399949 37 11 111407547 111407547 Missense_Mutation SNP G A 21 136 c.505G>A c.(505-507)GAC>AAC p.D169N

Pat_41 Post-Resistance FDXACB1 91893 37 11 111745660 111745660 Missense_Mutation SNP C T 4 122 c.1861G>A c.(1861-1863)GTT>ATT p.V621I

Pat_41 Post-Resistance DLAT 1737 37 11 111914190 111914190 Missense_Mutation SNP G A 31 509 c.1130G>A c.(1129-1131)GGG>GAG p.G377E

Pat_41 Post-Resistance DLAT 1737 37 11 111930682 111930682 Missense_Mutation SNP C T 10 48 c.1570C>T c.(1570-1572)CCT>TCT p.P524S

Pat_41 Post-Resistance PIH1D2 120379 37 11 111941916 111941916 Missense_Mutation SNP C T 21 396 c.393G>A c.(391-393)ATG>ATA p.M131I

Pat_41 Post-Resistance TMPRSS5 80975 37 11 113569713 113569713 Missense_Mutation SNP G A 4 20 c.242C>T c.(241-243)TCC>TTC p.S81F

Pat_41 Post-Resistance USP28 57646 37 11 113699951 113699951 Missense_Mutation SNP G A 6 188 c.1027C>T c.(1027-1029)CCC>TCC p.P343S

Pat_41 Post-Resistance HTR3B 9177 37 11 113780103 113780103 Missense_Mutation SNP G A 11 142 c.139G>A c.(139-141)GTG>ATG p.V47M

Pat_41 Post-Resistance ZBTB16 7704 37 11 114121087 114121087 Missense_Mutation SNP C T 16 169 c.1832C>T c.(1831-1833)TCC>TTC p.S611F

Pat_41 Post-Resistance FAM55A 120400 37 11 114401213 114401213 Missense_Mutation SNP C T 9 88 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_41 Post-Resistance CADM1 23705 37 11 115099967 115099967 Missense_Mutation SNP G A 8 223 c.587C>T c.(586-588)TCA>TTA p.S196L

Pat_41 Post-Resistance BUD13 84811 37 11 116628632 116628632 Missense_Mutation SNP C T 15 96 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_41 Post-Resistance BUD13 84811 37 11 116640903 116640903 Missense_Mutation SNP G A 39 123 c.179C>T c.(178-180)GCT>GTT p.A60V

Pat_41 Post-Resistance SIK3 23387 37 11 116718272 116718272 Missense_Mutation SNP C T 19 407 c.3554G>A c.(3553-3555)AGC>AAC p.S1185N

Pat_41 Post-Resistance SIK3 23387 37 11 116728588 116728588 Missense_Mutation SNP C T 6 142 c.3275G>A c.(3274-3276)GGG>GAG p.G1092E

Pat_41 Post-Resistance SIK3 23387 37 11 116730309 116730309 Missense_Mutation SNP A T 16 90 c.2119T>A c.(2119-2121)TCT>ACT p.S707T

Pat_41 Post-Resistance SIK3 23387 37 11 116744298 116744298 Missense_Mutation SNP G A 10 57 c.1462C>T c.(1462-1464)CTT>TTT p.L488F

Pat_41 Post-Resistance SIDT2 51092 37 11 117062698 117062698 Missense_Mutation SNP G A 11 220 c.1840G>A c.(1840-1842)GCC>ACC p.A614T

Pat_41 Post-Resistance PCSK7 9159 37 11 117089857 117089857 Nonsense_Mutation SNP C T 4 49 c.1347G>A c.(1345-1347)TGG>TGA p.W449*

Pat_41 Post-Resistance PCSK7 9159 37 11 117100259 117100259 Missense_Mutation SNP G A 17 113 c.302C>T c.(301-303)CCT>CTT p.P101L

Pat_41 Post-Resistance RNF214 257160 37 11 117109585 117109585 Missense_Mutation SNP G A 4 79 c.376G>A c.(376-378)GAG>AAG p.E126K

Pat_41 Post-Resistance BACE1 23621 37 11 117162498 117162498 Missense_Mutation SNP C T 5 207 c.872G>A c.(871-873)GGC>GAC p.G291D

Pat_41 Post-Resistance CEP164 22897 37 11 117263215 117263215 Missense_Mutation SNP G A 6 34 c.2365G>A c.(2365-2367)GTC>ATC p.V789I

Pat_41 Post-Resistance CEP164 22897 37 11 117280574 117280574 Missense_Mutation SNP C T 5 159 c.3989C>T c.(3988-3990)ACG>ATG p.T1330M

Pat_41 Post-Resistance CEP164 22897 37 11 117282626 117282626 Missense_Mutation SNP C T 9 51 c.4279C>T c.(4279-4281)CCC>TCC p.P1427S

Pat_41 Post-Resistance DSCAML1 57453 37 11 117306485 117306485 Missense_Mutation SNP C T 7 176 c.4931G>A c.(4930-4932)GGT>GAT p.G1644D

Pat_41 Post-Resistance TMPRSS13 84000 37 11 117789142 117789142 Missense_Mutation SNP C T 8 86 c.433G>A c.(433-435)GCC>ACC p.A145T

Pat_41 Post-Resistance AMICA1 120425 37 11 118081393 118081393 Missense_Mutation SNP C T 16 273 c.233G>A c.(232-234)AGT>AAT p.S78N

Pat_41 Post-Resistance CD3D 915 37 11 118211164 118211164 Missense_Mutation SNP G A 23 109 c.200C>T c.(199-201)CCA>CTA p.P67L

Pat_41 Post-Resistance UBE4A 9354 37 11 118263519 118263519 Missense_Mutation SNP C T 59 285 c.2983C>T c.(2983-2985)CCC>TCC p.P995S

Pat_41 Post-Resistance MLL 4297 37 11 118344806 118344806 Missense_Mutation SNP C T 8 43 c.2932C>T c.(2932-2934)CCA>TCA p.P978S

Pat_41 Post-Resistance MLL 4297 37 11 118348697 118348697 Missense_Mutation SNP C T 48 669 c.3350C>T c.(3349-3351)GCT>GTT p.A1117V

Pat_41 Post-Resistance MLL 4297 37 11 118373572 118373572 Missense_Mutation SNP C T 17 162 c.6956C>T c.(6955-6957)TCT>TTT p.S2319F

Pat_41 Post-Resistance IFT46 56912 37 11 118425302 118425302 Missense_Mutation SNP C T 23 114 c.355G>A c.(355-357)GTC>ATC p.V119I

Pat_41 Post-Resistance VPS11 55823 37 11 118938614 118938614 Missense_Mutation SNP C T 3 30 c.80C>T c.(79-81)GCC>GTC p.A27V

Pat_41 Post-Resistance NLRX1 79671 37 11 119043648 119043648 Missense_Mutation SNP C T 7 148 c.179C>T c.(178-180)GCT>GTT p.A60V

Pat_41 Post-Resistance NLRX1 79671 37 11 119045592 119045592 Missense_Mutation SNP G A 4 90 c.1280G>A c.(1279-1281)CGA>CAA p.R427Q

Pat_41 Post-Resistance MCAM 4162 37 11 119182805 119182805 Missense_Mutation SNP G A 9 72 c.1100C>T c.(1099-1101)GCA>GTA p.A367V

Pat_41 Post-Resistance RNF26 79102 37 11 119206316 119206316 Missense_Mutation SNP C T 8 58 c.484C>T c.(484-486)CTC>TTC p.L162F

Pat_41 Post-Resistance TRIM29 23650 37 11 119996552 119996552 Missense_Mutation SNP G A 13 101 c.1180C>T c.(1180-1182)CCC>TCC p.P394S



Pat_41 Post-Resistance TECTA 7007 37 11 121008283 121008283 Missense_Mutation SNP C T 15 72 c.3095C>T c.(3094-3096)ACG>ATG p.T1032M

Pat_41 Post-Resistance TECTA 7007 37 11 121016279 121016279 Missense_Mutation SNP C T 43 520 c.3559C>T c.(3559-3561)CTC>TTC p.L1187F

Pat_41 Post-Resistance SC5DL 6309 37 11 121175190 121175190 Missense_Mutation SNP G A 27 163 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_41 Post-Resistance BLID 414899 37 11 121986317 121986317 Missense_Mutation SNP G A 15 127 c.314C>T c.(313-315)GCT>GTT p.A105V

Pat_41 Post-Resistance UBASH3B 84959 37 11 122671960 122671960 Nonsense_Mutation SNP G A 98 543 c.1515G>A c.(1513-1515)TGG>TGA p.W505*

Pat_41 Post-Resistance UBASH3B 84959 37 11 122677152 122677152 Missense_Mutation SNP G A 16 139 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_41 Post-Resistance HSPA8 3312 37 11 122931842 122931842 Missense_Mutation SNP G A 9 154 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_41 Post-Resistance GRAMD1B 57476 37 11 123465538 123465538 Missense_Mutation SNP G A 17 112 c.436G>A c.(436-438)GAA>AAA p.E146K

Pat_41 Post-Resistance OR6M1 390261 37 11 123676504 123676504 Missense_Mutation SNP G A 12 60 c.554C>T c.(553-555)GCC>GTC p.A185V

Pat_41 Post-Resistance OR10G4 390264 37 11 123886700 123886700 Missense_Mutation SNP G A 49 462 c.419G>A c.(418-420)TGT>TAT p.C140Y

Pat_41 Post-Resistance OR8D2 283160 37 11 124190047 124190047 Missense_Mutation SNP C T 15 287 c.47G>A c.(46-48)GGC>GAC p.G16D

Pat_41 Post-Resistance ROBO4 54538 37 11 124761435 124761435 Missense_Mutation SNP G A 18 87 c.1708C>T c.(1708-1710)CCC>TCC p.P570S

Pat_41 Post-Resistance PKNOX2 63876 37 11 125280141 125280141 Missense_Mutation SNP C T 36 231 c.638C>T c.(637-639)CCC>CTC p.P213L

Pat_41 Post-Resistance DCPS 28960 37 11 126208245 126208245 Missense_Mutation SNP C T 22 148 c.587C>T c.(586-588)CCC>CTC p.P196L

Pat_41 Post-Resistance KIRREL3 84623 37 11 126299174 126299174 Missense_Mutation SNP C T 13 53 c.1706G>A c.(1705-1707)GGT>GAT p.G569D

Pat_41 Post-Resistance FLI1 2313 37 11 128680431 128680431 Missense_Mutation SNP G A 11 34 c.907G>A c.(907-909)GAG>AAG p.E303K

Pat_41 Post-Resistance FLI1 2313 37 11 128680488 128680488 Missense_Mutation SNP G A 5 53 c.964G>A c.(964-966)GGC>AGC p.G322S

Pat_41 Post-Resistance KCNJ5 3762 37 11 128781857 128781857 Missense_Mutation SNP T G 14 137 c.689T>G c.(688-690)GTG>GGG p.V230G

Pat_41 Post-Resistance ARHGAP32 9743 37 11 128844534 128844534 Missense_Mutation SNP C T 13 161 c.2516G>A c.(2515-2517)GGT>GAT p.G839D

Pat_41 Post-Resistance TMEM45B 120224 37 11 129727230 129727230 Missense_Mutation SNP C T 21 230 c.593C>T c.(592-594)CCT>CTT p.P198L

Pat_41 Post-Resistance NFRKB 4798 37 11 129744763 129744763 Missense_Mutation SNP C T 12 202 c.1903G>A c.(1903-1905)GAT>AAT p.D635N

Pat_41 Post-Resistance NFRKB 4798 37 11 129754679 129754679 Missense_Mutation SNP C T 6 125 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_41 Post-Resistance APLP2 334 37 11 129990604 129990604 Missense_Mutation SNP G A 4 86 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_41 Post-Resistance SNX19 399979 37 11 130775944 130775944 Missense_Mutation SNP G A 6 106 c.2347C>T c.(2347-2349)CCA>TCA p.P783S

Pat_41 Post-Resistance JAM3 83700 37 11 134019041 134019041 Missense_Mutation SNP G A 20 116 c.1033G>A c.(1033-1035)GGC>AGC p.G345S

Pat_41 Post-Resistance THYN1 29087 37 11 134122734 134122734 Missense_Mutation SNP C T 12 131 c.43G>A c.(43-45)GAC>AAC p.D15N

Pat_41 Post-Resistance GLB1L2 89944 37 11 134239737 134239737 Missense_Mutation SNP G A 7 179 c.1066G>A c.(1066-1068)GCC>ACC p.A356T

Pat_41 Post-Resistance GLB1L2 89944 37 11 134240951 134240951 Missense_Mutation SNP G A 14 189 c.1265G>A c.(1264-1266)GGG>GAG p.G422E

Pat_41 Post-Resistance IQSEC3 440073 37 12 266719 266719 Missense_Mutation SNP G A 42 303 c.1393G>A c.(1393-1395)GAA>AAA p.E465K

Pat_41 Post-Resistance SLC6A12 6539 37 12 318973 318973 Nonsense_Mutation SNP C T 19 349 c.180G>A c.(178-180)TGG>TGA p.W60*

Pat_41 Post-Resistance KDM5A 5927 37 12 463271 463271 Missense_Mutation SNP C T 10 202 c.1000G>A c.(1000-1002)GAC>AAC p.D334N

Pat_41 Post-Resistance B4GALNT3 283358 37 12 665987 665987 Missense_Mutation SNP G A 4 73 c.2335G>A c.(2335-2337)GGT>AGT p.G779S

Pat_41 Post-Resistance WNK1 65125 37 12 988967 988967 Missense_Mutation SNP G A 9 219 c.2602G>A c.(2602-2604)GGC>AGC p.G868S

Pat_41 Post-Resistance WNK1 65125 37 12 992952 992952 Missense_Mutation SNP G A 33 164 c.3676G>A c.(3676-3678)GAG>AAG p.E1226K

Pat_41 Post-Resistance WNK1 65125 37 12 993365 993365 Missense_Mutation SNP G A 22 379 c.3800G>A c.(3799-3801)CGA>CAA p.R1267Q

Pat_41 Post-Resistance WNK1 65125 37 12 1005396 1005396 Missense_Mutation SNP C T 28 44 c.5743C>T c.(5743-5745)CCT>TCT p.P1915S

Pat_41 Post-Resistance ADIPOR2 79602 37 12 1889700 1889700 Missense_Mutation SNP G A 9 173 c.547G>A c.(547-549)GTC>ATC p.V183I

Pat_41 Post-Resistance LRTM2 654429 37 12 1940232 1940232 Missense_Mutation SNP C T 7 226 c.199C>T c.(199-201)CCC>TCC p.P67S

Pat_41 Post-Resistance FOXM1 2305 37 12 2983554 2983554 Missense_Mutation SNP C T 13 140 c.91G>A c.(91-93)GAA>AAA p.E31K

Pat_41 Post-Resistance TULP3 7289 37 12 3048509 3048509 Missense_Mutation SNP G A 23 447 c.1228G>A c.(1228-1230)GCA>ACA p.A410T

Pat_41 Post-Resistance C12orf4 57102 37 12 4634694 4634694 Nonsense_Mutation SNP G A 26 363 c.562C>T c.(562-564)CAA>TAA p.Q188*

Pat_41 Post-Resistance KCNA5 3741 37 12 5154839 5154839 Missense_Mutation SNP C T 13 146 c.1526C>T c.(1525-1527)GCC>GTC p.A509V

Pat_41 Post-Resistance ANO2 57101 37 12 5848527 5848527 Nonsense_Mutation SNP G A 7 22 c.1378C>T c.(1378-1380)CGA>TGA p.R460*

Pat_41 Post-Resistance VWF 7450 37 12 6204741 6204741 Missense_Mutation SNP G A 5 151 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_41 Post-Resistance CD9 928 37 12 6309670 6309670 Missense_Mutation SNP C T 8 152 c.5C>T c.(4-6)CCG>CTG p.P2L

Pat_41 Post-Resistance SCNN1A 6337 37 12 6472649 6472649 Missense_Mutation SNP G A 4 66 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_41 Post-Resistance LTBR 4055 37 12 6497621 6497621 Missense_Mutation SNP C T 6 187 c.725C>T c.(724-726)ACC>ATC p.T242I



Pat_41 Post-Resistance NCAPD2 9918 37 12 6639978 6639978 Missense_Mutation SNP C T 13 135 c.3959C>T c.(3958-3960)TCC>TTC p.S1320F

Pat_41 Post-Resistance CHD4 1108 37 12 6708980 6708980 Missense_Mutation SNP G A 19 171 c.1441C>T c.(1441-1443)CCA>TCA p.P481S

Pat_41 Post-Resistance CHD4 1108 37 12 6710674 6710674 Missense_Mutation SNP G A 33 614 c.580C>T c.(580-582)CCC>TCC p.P194S

Pat_41 Post-Resistance CHD4 1108 37 12 6710932 6710932 Missense_Mutation SNP C T 16 292 c.439G>A c.(439-441)GAG>AAG p.E147K

Pat_41 Post-Resistance LPAR5 57121 37 12 6729382 6729382 Missense_Mutation SNP C T 5 30 c.1033G>A c.(1033-1035)GAT>AAT p.D345N

Pat_41 Post-Resistance LPAR5 57121 37 12 6729589 6729589 Missense_Mutation SNP G A 4 28 c.826C>T c.(826-828)CGC>TGC p.R276C

Pat_41 Post-Resistance C12orf53 196500 37 12 6806564 6806564 Missense_Mutation SNP G A 13 99 c.412C>T c.(412-414)CTC>TTC p.L138F

Pat_41 Post-Resistance COPS7A 50813 37 12 6839618 6839618 Missense_Mutation SNP G A 5 263 c.581G>A c.(580-582)CGT>CAT p.R194H

Pat_41 Post-Resistance LAG3 3902 37 12 6882474 6882474 Missense_Mutation SNP G A 8 123 c.175G>A c.(175-177)GCA>ACA p.A59T

Pat_41 Post-Resistance GNB3 2784 37 12 6952852 6952852 Missense_Mutation SNP G A 8 95 c.487G>A c.(487-489)GAC>AAC p.D163N

Pat_41 Post-Resistance USP5 8078 37 12 6961416 6961416 Missense_Mutation SNP G A 4 59 c.73G>A c.(73-75)GTC>ATC p.V25I

Pat_41 Post-Resistance USP5 8078 37 12 6968699 6968699 Missense_Mutation SNP C T 23 185 c.1124C>T c.(1123-1125)ACC>ATC p.T375I

Pat_41 Post-Resistance USP5 8078 37 12 6971706 6971706 Nonsense_Mutation SNP G A 14 199 c.1746G>A c.(1744-1746)TGG>TGA p.W582*

Pat_41 Post-Resistance PTPN6 5777 37 12 7064827 7064827 Missense_Mutation SNP T C 6 152 c.752T>C c.(751-753)TTG>TCG p.L251S

Pat_41 Post-Resistance PHB2 11331 37 12 7076922 7076922 Missense_Mutation SNP C T 53 178 c.628G>A c.(628-630)GCC>ACC p.A210T

Pat_41 Post-Resistance C1R 715 37 12 7244047 7244047 Splice_Site SNP C T 4 11 c.231_splice c.e2+1 p.K77_splice

Pat_41 Post-Resistance CD163L1 283316 37 12 7527238 7527238 Missense_Mutation SNP G A 8 117 c.3209C>T c.(3208-3210)GCC>GTC p.A1070V

Pat_41 Post-Resistance C3AR1 719 37 12 8212427 8212427 Missense_Mutation SNP C T 14 245 c.355G>A c.(355-357)GAT>AAT p.D119N

Pat_41 Post-Resistance A2ML1 144568 37 12 9009850 9009850 Missense_Mutation SNP C T 26 258 c.2939C>T c.(2938-2940)CCC>CTC p.P980L

Pat_41 Post-Resistance A2ML1 144568 37 12 9016534 9016534 Missense_Mutation SNP C T 12 87 c.3647C>T c.(3646-3648)GCG>GTG p.A1216V

Pat_41 Post-Resistance DDX12 440081 37 12 9572580 9572580 Missense_Mutation SNP C T 9 48 c.2369G>A c.(2368-2370)GGC>GAC p.G790D

Pat_41 Post-Resistance DDX12 440081 37 12 9572644 9572644 Missense_Mutation SNP C T 7 63 c.2305G>A c.(2305-2307)GCC>ACC p.A769T

Pat_41 Post-Resistance CLEC2D 29121 37 12 9822341 9822341 Missense_Mutation SNP G A 22 224 c.11G>A c.(10-12)AGT>AAT p.S4N

Pat_41 Post-Resistance KLRC3 3823 37 12 10588566 10588566 Missense_Mutation SNP G A 22 392 c.20C>T c.(19-21)ACC>ATC p.T7I

Pat_41 Post-Resistance STYK1 55359 37 12 10787209 10787209 Missense_Mutation SNP C T 13 192 c.9G>A c.(7-9)ATG>ATA p.M3I

Pat_41 Post-Resistance CSDA 8531 37 12 10853922 10853922 Missense_Mutation SNP G A 13 152 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_41 Post-Resistance PRH1 5554 37 12 11036753 11036753 Missense_Mutation SNP C T 4 91 c.64G>A c.(64-66)GAT>AAT p.D22N

Pat_41 Post-Resistance TAS2R50 259296 37 12 11138991 11138991 Missense_Mutation SNP C T 67 314 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_41 Post-Resistance PRB3 5544 37 12 11420846 11420846 Missense_Mutation SNP G A 12 258 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_41 Post-Resistance PRB1 5542 37 12 11506618 11506618 Missense_Mutation SNP C T 9 219 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_41 Post-Resistance BCL2L14 79370 37 12 12240209 12240209 Missense_Mutation SNP C T 49 174 c.496C>T c.(496-498)CCA>TCA p.P166S

Pat_41 Post-Resistance LRP6 4040 37 12 12303821 12303821 Nonsense_Mutation SNP C T 35 492 c.2943G>A c.(2941-2943)TGG>TGA p.W981*

Pat_41 Post-Resistance LRP6 4040 37 12 12312002 12312002 Missense_Mutation SNP C T 11 120 c.2552G>A c.(2551-2553)AGC>AAC p.S851N

Pat_41 Post-Resistance LRP6 4040 37 12 12312776 12312776 Missense_Mutation SNP G A 8 296 c.2402C>T c.(2401-2403)GCT>GTT p.A801V

Pat_41 Post-Resistance MANSC1 54682 37 12 12491408 12491408 Missense_Mutation SNP C T 38 252 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_41 Post-Resistance GPR19 2842 37 12 12815333 12815333 Missense_Mutation SNP G A 9 342 c.50C>T c.(49-51)CCT>CTT p.P17L

Pat_41 Post-Resistance GRIN2B 2904 37 12 13906731 13906731 Missense_Mutation SNP G T 12 174 c.530C>A c.(529-531)CCT>CAT p.P177H

Pat_41 Post-Resistance ATF7IP 55729 37 12 14577424 14577424 Missense_Mutation SNP G A 35 228 c.575G>A c.(574-576)GGT>GAT p.G192D

Pat_41 Post-Resistance PLBD1 79887 37 12 14659170 14659170 Missense_Mutation SNP G A 4 96 c.1405C>T c.(1405-1407)CCC>TCC p.P469S

Pat_41 Post-Resistance AEBP2 121536 37 12 19646756 19646756 Missense_Mutation SNP C T 13 88 c.1010C>T c.(1009-1011)GCC>GTC p.A337V

Pat_41 Post-Resistance SLCO1C1 53919 37 12 20874932 20874932 Missense_Mutation SNP G A 9 83 c.970G>A c.(970-972)GAC>AAC p.D324N

Pat_41 Post-Resistance SLCO1A2 6579 37 12 21422693 21422693 Missense_Mutation SNP T C 17 96 c.1802A>G c.(1801-1803)TAC>TGC p.Y601C

Pat_41 Post-Resistance ABCC9 10060 37 12 21965085 21965085 Missense_Mutation SNP A T 15 143 c.4109T>A c.(4108-4110)ATT>AAT p.I1370N

Pat_41 Post-Resistance CMAS 55907 37 12 22218169 22218169 Missense_Mutation SNP G A 20 260 c.1229G>A c.(1228-1230)GGC>GAC p.G410D

Pat_41 Post-Resistance ST8SIA1 6489 37 12 22354896 22354896 Missense_Mutation SNP G A 5 149 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_41 Post-Resistance KIAA0528 9847 37 12 22622643 22622643 Missense_Mutation SNP C T 8 144 c.2533G>A c.(2533-2535)GCC>ACC p.A845T

Pat_41 Post-Resistance KIAA0528 9847 37 12 22688216 22688216 Nonsense_Mutation SNP C T 32 185 c.153G>A c.(151-153)TGG>TGA p.W51*



Pat_41 Post-Resistance LRMP 4033 37 12 25257380 25257380 Missense_Mutation SNP G A 7 149 c.1132G>A c.(1132-1134)GAA>AAA p.E378K

Pat_41 Post-Resistance CASC1 55259 37 12 25300020 25300020 Missense_Mutation SNP C T 6 220 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_41 Post-Resistance SSPN 8082 37 12 26383863 26383863 Missense_Mutation SNP C T 28 394 c.586C>T c.(586-588)CTC>TTC p.L196F

Pat_41 Post-Resistance SSPN 8082 37 12 26383956 26383956 Missense_Mutation SNP G A 17 105 c.679G>A c.(679-681)GGT>AGT p.G227S

Pat_41 Post-Resistance ITPR2 3709 37 12 26492338 26492338 Missense_Mutation SNP G A 9 185 c.8098C>T c.(8098-8100)CCA>TCA p.P2700S

Pat_41 Post-Resistance FAR2 55711 37 12 29462124 29462124 Nonsense_Mutation SNP G A 33 346 c.729G>A c.(727-729)TGG>TGA p.W243*

Pat_41 Post-Resistance ERGIC2 51290 37 12 29519860 29519860 Missense_Mutation SNP C T 14 111 c.283G>A c.(283-285)GAT>AAT p.D95N

Pat_41 Post-Resistance TMTC1 83857 37 12 29669397 29669397 Missense_Mutation SNP C T 21 120 c.1868G>A c.(1867-1869)GGT>GAT p.G623D

Pat_41 Post-Resistance DENND5B 160518 37 12 31551174 31551174 Missense_Mutation SNP G A 4 50 c.3191C>T c.(3190-3192)CCC>CTC p.P1064L

Pat_41 Post-Resistance DENND5B 160518 37 12 31632982 31632982 Missense_Mutation SNP C T 10 134 c.445G>A c.(445-447)GCT>ACT p.A149T

Pat_41 Post-Resistance CPNE8 144402 37 12 39047769 39047769 Missense_Mutation SNP G A 18 82 c.1610C>T c.(1609-1611)TCC>TTC p.S537F

Pat_41 Post-Resistance CPNE8 144402 37 12 39233743 39233743 Missense_Mutation SNP G A 7 49 c.305C>T c.(304-306)TCA>TTA p.S102L

Pat_41 Post-Resistance KIF21A 55605 37 12 39716617 39716617 Missense_Mutation SNP G A 44 508 c.3524C>T c.(3523-3525)ACT>ATT p.T1175I

Pat_41 Post-Resistance ABCD2 225 37 12 40012802 40012802 Missense_Mutation SNP G A 8 255 c.616C>T c.(616-618)CCT>TCT p.P206S

Pat_41 Post-Resistance PDZRN4 29951 37 12 41966971 41966971 Missense_Mutation SNP C T 14 281 c.1793C>T c.(1792-1794)ACC>ATC p.T598I

Pat_41 Post-Resistance PPHLN1 51535 37 12 42778756 42778756 Missense_Mutation SNP G A 19 231 c.526G>A c.(526-528)GGT>AGT p.G176S

Pat_41 Post-Resistance PPHLN1 51535 37 12 42836476 42836476 Missense_Mutation SNP C T 33 686 c.1058C>T c.(1057-1059)CCT>CTT p.P353L

Pat_41 Post-Resistance ADAMTS20 80070 37 12 43824267 43824267 Missense_Mutation SNP G A 12 128 c.3269C>T c.(3268-3270)ACC>ATC p.T1090I

Pat_41 Post-Resistance PUS7L 83448 37 12 44148787 44148787 Missense_Mutation SNP C T 10 77 c.262G>A c.(262-264)GTT>ATT p.V88I

Pat_41 Post-Resistance SFRS2IP 9169 37 12 46321186 46321186 Missense_Mutation SNP C A 14 239 c.2298G>T c.(2296-2298)AAG>AAT p.K766N

Pat_41 Post-Resistance SFRS2IP 9169 37 12 46345434 46345434 Missense_Mutation SNP T C 141 161 c.296A>G c.(295-297)AAG>AGG p.K99R

Pat_41 Post-Resistance SLC38A2 54407 37 12 46760858 46760858 Splice_Site SNP C T 26 110 c.481_splice c.e6+1 p.A161_splice

Pat_41 Post-Resistance SLC38A2 54407 37 12 46764585 46764585 Missense_Mutation SNP C T 6 93 c.172G>A c.(172-174)GGG>AGG p.G58R

Pat_41 Post-Resistance AMIGO2 347902 37 12 47472676 47472676 Missense_Mutation SNP G A 12 158 c.110C>T c.(109-111)GCC>GTC p.A37V

Pat_41 Post-Resistance RPAP3 79657 37 12 48063889 48063889 Splice_Site SNP C T 18 349 c.1526_splice c.e13+1 p.Q509_splice

Pat_41 Post-Resistance COL2A1 1280 37 12 48389081 48389081 Missense_Mutation SNP C T 22 132 c.719G>A c.(718-720)GGT>GAT p.G240D

Pat_41 Post-Resistance COL2A1 1280 37 12 48389699 48389699 Missense_Mutation SNP G A 4 59 c.613C>T c.(613-615)CCC>TCC p.P205S

Pat_41 Post-Resistance COL2A1 1280 37 12 48393815 48393815 Missense_Mutation SNP C T 13 128 c.179G>A c.(178-180)GGG>GAG p.G60E

Pat_41 Post-Resistance PFKM 5213 37 12 48529077 48529077 Missense_Mutation SNP G A 16 133 c.847G>A c.(847-849)GTG>ATG p.V283M

Pat_41 Post-Resistance ZNF641 121274 37 12 48736877 48736877 Missense_Mutation SNP G A 12 278 c.1196C>T c.(1195-1197)CCC>CTC p.P399L

Pat_41 Post-Resistance ZNF641 121274 37 12 48737394 48737394 Missense_Mutation SNP C T 4 45 c.679G>A c.(679-681)GAT>AAT p.D227N

Pat_41 Post-Resistance LALBA 3906 37 12 48963721 48963721 Missense_Mutation SNP G A 4 65 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_41 Post-Resistance CCNT1 904 37 12 49099637 49099637 Missense_Mutation SNP C G 27 141 c.286G>C c.(286-288)GAG>CAG p.E96Q

Pat_41 Post-Resistance ADCY6 112 37 12 49170302 49170302 Missense_Mutation SNP A G 5 190 c.1444T>C c.(1444-1446)TGC>CGC p.C482R

Pat_41 Post-Resistance CCDC65 85478 37 12 49312652 49312652 Missense_Mutation SNP C T 11 105 c.992C>T c.(991-993)GCC>GTC p.A331V

Pat_41 Post-Resistance PRKAG1 5571 37 12 49399244 49399244 Splice_Site SNP C T 12 61 c.250_splice c.e4+1 p.G84_splice

Pat_41 Post-Resistance MLL2 8085 37 12 49431087 49431087 Missense_Mutation SNP G A 4 46 c.10052C>T c.(10051-10053)TCC>TTC p.S3351F

Pat_41 Post-Resistance RHEBL1 121268 37 12 49462827 49462827 Missense_Mutation SNP C T 48 356 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_41 Post-Resistance LMBR1L 55716 37 12 49496286 49496286 Missense_Mutation SNP G A 15 235 c.734C>T c.(733-735)GCC>GTC p.A245V

Pat_41 Post-Resistance TUBA1C 84790 37 12 49663372 49663372 Missense_Mutation SNP G A 24 290 c.128G>A c.(127-129)GGG>GAG p.G43E

Pat_41 Post-Resistance PRPH 5630 37 12 49690690 49690690 Missense_Mutation SNP G A 3 26 c.721G>A c.(721-723)GTG>ATG p.V241M

Pat_41 Post-Resistance TROAP 10024 37 12 49719410 49719410 Missense_Mutation SNP G A 6 129 c.464G>A c.(463-465)GGA>GAA p.G155E

Pat_41 Post-Resistance SPATS2 65244 37 12 49918587 49918587 Missense_Mutation SNP C T 49 236 c.1234C>T c.(1234-1236)CTT>TTT p.L412F

Pat_41 Post-Resistance FAM186B 84070 37 12 49994386 49994386 Missense_Mutation SNP G A 7 110 c.1037C>T c.(1036-1038)ACC>ATC p.T346I

Pat_41 Post-Resistance NCKAP5L 57701 37 12 50189167 50189167 Missense_Mutation SNP C T 7 38 c.2476G>A c.(2476-2478)GTG>ATG p.V826M

Pat_41 Post-Resistance AQP5 362 37 12 50356024 50356024 Missense_Mutation SNP C T 4 34 c.224C>T c.(223-225)GCC>GTC p.A75V

Pat_41 Post-Resistance AQP5 362 37 12 50357426 50357426 Missense_Mutation SNP G A 6 115 c.515G>A c.(514-516)GGC>GAC p.G172D



Pat_41 Post-Resistance RACGAP1 29127 37 12 50385802 50385802 Missense_Mutation SNP G A 23 282 c.1693C>T c.(1693-1695)CCA>TCA p.P565S

Pat_41 Post-Resistance ACCN2 41 37 12 50472758 50472758 Missense_Mutation SNP C T 27 115 c.1046C>T c.(1045-1047)GCT>GTT p.A349V

Pat_41 Post-Resistance LIMA1 51474 37 12 50571778 50571778 Missense_Mutation SNP C T 9 151 c.1349G>A c.(1348-1350)GGC>GAC p.G450D

Pat_41 Post-Resistance LIMA1 51474 37 12 50625483 50625483 Missense_Mutation SNP C T 13 131 c.130G>A c.(130-132)GCA>ACA p.A44T

Pat_41 Post-Resistance DIP2B 57609 37 12 51100366 51100366 Missense_Mutation SNP G A 25 427 c.2452G>A c.(2452-2454)GTT>ATT p.V818I

Pat_41 Post-Resistance ATF1 466 37 12 51189692 51189692 Missense_Mutation SNP G A 4 53 c.94G>A c.(94-96)GTA>ATA p.V32I

Pat_41 Post-Resistance SLC11A2 4891 37 12 51393137 51393137 Missense_Mutation SNP C T 7 181 c.598G>A c.(598-600)GAC>AAC p.D200N

Pat_41 Post-Resistance LETMD1 25875 37 12 51442260 51442260 Missense_Mutation SNP C T 7 152 c.121C>T c.(121-123)CGG>TGG p.R41W

Pat_41 Post-Resistance TFCP2 7024 37 12 51510112 51510112 Missense_Mutation SNP C T 21 143 c.443G>A c.(442-444)AGA>AAA p.R148K

Pat_41 Post-Resistance TFCP2 7024 37 12 51510129 51510129 Nonsense_Mutation SNP C T 16 202 c.426G>A c.(424-426)TGG>TGA p.W142*

Pat_41 Post-Resistance POU6F1 5463 37 12 51586239 51586239 Missense_Mutation SNP G A 8 152 c.265C>T c.(265-267)CCC>TCC p.P89S

Pat_41 Post-Resistance SCN8A 6334 37 12 52056803 52056803 Missense_Mutation SNP A G 9 141 c.202A>G c.(202-204)ATC>GTC p.I68V

Pat_41 Post-Resistance SCN8A 6334 37 12 52093499 52093499 Nonsense_Mutation SNP G A 10 73 c.852G>A c.(850-852)TGG>TGA p.W284*

Pat_41 Post-Resistance NR4A1 3164 37 12 52435692 52435692 Missense_Mutation SNP G A 4 27 c.16G>A c.(16-18)GCC>ACC p.A6T

Pat_41 Post-Resistance NR4A1 3164 37 12 52448711 52448711 Missense_Mutation SNP C T 10 187 c.599C>T c.(598-600)CCC>CTC p.P200L

Pat_41 Post-Resistance NR4A1 3164 37 12 52451006 52451006 Missense_Mutation SNP G A 9 59 c.1324G>A c.(1324-1326)GCC>ACC p.A442T

Pat_41 Post-Resistance KRT80 144501 37 12 52566100 52566100 Nonsense_Mutation SNP G A 5 113 c.1060C>T c.(1060-1062)CAG>TAG p.Q354*

Pat_41 Post-Resistance KRT81 3887 37 12 52681471 52681471 Missense_Mutation SNP C T 10 63 c.935G>A c.(934-936)GGG>GAG p.G312E

Pat_41 Post-Resistance KRT86 3892 37 12 52695765 52695765 Missense_Mutation SNP C T 14 66 c.65C>T c.(64-66)CCC>CTC p.P22L

Pat_41 Post-Resistance KRT83 3889 37 12 52712989 52712989 Missense_Mutation SNP C T 27 416 c.544G>A c.(544-546)GCC>ACC p.A182T

Pat_41 Post-Resistance KRT83 3889 37 12 52714836 52714836 Missense_Mutation SNP G A 8 231 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_41 Post-Resistance KRT84 3890 37 12 52776824 52776824 Missense_Mutation SNP C T 17 301 c.781G>A c.(781-783)GCC>ACC p.A261T

Pat_41 Post-Resistance KRT75 9119 37 12 52818464 52818464 Missense_Mutation SNP C T 5 83 c.1493G>A c.(1492-1494)GGG>GAG p.G498E

Pat_41 Post-Resistance KRT5 3852 37 12 52913627 52913627 Missense_Mutation SNP G A 7 89 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_41 Post-Resistance KRT72 140807 37 12 52986179 52986179 Splice_Site SNP C T 6 67 c.798_splice c.e4+1 p.G266_splice

Pat_41 Post-Resistance KRT73 319101 37 12 53004580 53004580 Missense_Mutation SNP G A 8 85 c.1150C>T c.(1150-1152)CGG>TGG p.R384W

Pat_41 Post-Resistance TENC1 23371 37 12 53451359 53451359 Missense_Mutation SNP G A 59 514 c.854G>A c.(853-855)AGC>AAC p.S285N

Pat_41 Post-Resistance TENC1 23371 37 12 53454959 53454959 Missense_Mutation SNP G A 15 184 c.3269G>A c.(3268-3270)GGC>GAC p.G1090D

Pat_41 Post-Resistance ESPL1 9700 37 12 53666582 53666582 Missense_Mutation SNP C T 6 91 c.1447C>T c.(1447-1449)CTC>TTC p.L483F

Pat_41 Post-Resistance ESPL1 9700 37 12 53680497 53680497 Missense_Mutation SNP C T 6 26 c.3977C>T c.(3976-3978)GCT>GTT p.A1326V

Pat_41 Post-Resistance SP1 6667 37 12 53776440 53776440 Missense_Mutation SNP C T 14 142 c.709C>T c.(709-711)CCC>TCC p.P237S

Pat_41 Post-Resistance MAP3K12 7786 37 12 53876945 53876945 Missense_Mutation SNP G A 5 106 c.1543C>T c.(1543-1545)CTC>TTC p.L515F

Pat_41 Post-Resistance ATF7 11016 37 12 53911103 53911103 Missense_Mutation SNP G A 3 23 c.1303C>T c.(1303-1305)CCA>TCA p.P435S

Pat_41 Post-Resistance ATF7 11016 37 12 53926943 53926943 Splice_Site SNP C T 4 68 c.693_splice c.e6+1 p.S231_splice

Pat_41 Post-Resistance HNRNPA1 3178 37 12 54677677 54677677 Missense_Mutation SNP G A 17 232 c.989G>A c.(988-990)GGA>GAA p.G330E

Pat_41 Post-Resistance ZNF385A 25946 37 12 54767846 54767846 Missense_Mutation SNP C T 10 50 c.272G>A c.(271-273)AGA>AAA p.R91K

Pat_41 Post-Resistance ITGA5 3678 37 12 54793695 54793695 Missense_Mutation SNP G A 12 157 c.2680C>T c.(2680-2682)CGG>TGG p.R894W

Pat_41 Post-Resistance ITGA5 3678 37 12 54797521 54797521 Missense_Mutation SNP C T 6 72 c.1664G>A c.(1663-1665)GGA>GAA p.G555E

Pat_41 Post-Resistance OR6C1 390321 37 12 55714592 55714592 Missense_Mutation SNP C T 28 34 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_41 Post-Resistance OR6C3 254786 37 12 55725953 55725953 Missense_Mutation SNP C T 32 366 c.469C>T c.(469-471)CTT>TTT p.L157F

Pat_41 Post-Resistance OR6C3 254786 37 12 55726266 55726266 Missense_Mutation SNP C T 6 41 c.782C>T c.(781-783)GCA>GTA p.A261V

Pat_41 Post-Resistance OR6C65 403282 37 12 55794818 55794818 Missense_Mutation SNP C T 28 435 c.506C>T c.(505-507)TCC>TTC p.S169F

Pat_41 Post-Resistance OR10P1 121130 37 12 56030910 56030910 Missense_Mutation SNP C T 11 113 c.235C>T c.(235-237)CCC>TCC p.P79S

Pat_41 Post-Resistance DNAJC14 85406 37 12 56216410 56216410 Missense_Mutation SNP C T 15 270 c.1741G>A c.(1741-1743)GGC>AGC p.G581S

Pat_41 Post-Resistance SUOX 6821 37 12 56398807 56398807 Missense_Mutation SNP C T 22 182 c.1634C>T c.(1633-1635)CCA>CTA p.P545L

Pat_41 Post-Resistance ESYT1 23344 37 12 56522413 56522413 Missense_Mutation SNP G A 7 29 c.310G>A c.(310-312)GCA>ACA p.A104T

Pat_41 Post-Resistance ESYT1 23344 37 12 56526022 56526022 Missense_Mutation SNP C T 43 551 c.890C>T c.(889-891)TCC>TTC p.S297F



Pat_41 Post-Resistance SMARCC2 6601 37 12 56572780 56572780 Splice_Site SNP C T 9 77 c.1141_splice c.e12+1 p.D381_splice

Pat_41 Post-Resistance SLC39A5 283375 37 12 56629058 56629058 Missense_Mutation SNP C T 15 84 c.752C>T c.(751-753)GCC>GTC p.A251V

Pat_41 Post-Resistance ANKRD52 283373 37 12 56648691 56648691 Missense_Mutation SNP C T 15 168 c.508G>A c.(508-510)GAC>AAC p.D170N

Pat_41 Post-Resistance PAN2 9924 37 12 56721357 56721357 Missense_Mutation SNP C T 13 158 c.710G>A c.(709-711)GGA>GAA p.G237E

Pat_41 Post-Resistance GLS2 27165 37 12 56872924 56872924 Missense_Mutation SNP C T 4 116 c.446G>A c.(445-447)CGA>CAA p.R149Q

Pat_41 Post-Resistance BAZ2A 11176 37 12 56996577 56996577 Missense_Mutation SNP C T 5 63 c.3350G>A c.(3349-3351)GGT>GAT p.G1117D

Pat_41 Post-Resistance ATP5B 506 37 12 57036294 57036294 Missense_Mutation SNP G A 24 151 c.1022C>T c.(1021-1023)ACT>ATT p.T341I

Pat_41 Post-Resistance STAT6 6778 37 12 57496686 57496686 Missense_Mutation SNP C T 19 100 c.1231G>A c.(1231-1233)GTG>ATG p.V411M

Pat_41 Post-Resistance LRP1 4035 37 12 57574222 57574222 Missense_Mutation SNP G A 13 130 c.5346G>A c.(5344-5346)ATG>ATA p.M1782I

Pat_41 Post-Resistance LRP1 4035 37 12 57593076 57593076 Missense_Mutation SNP C T 45 313 c.9758C>T c.(9757-9759)TCC>TTC p.S3253F

Pat_41 Post-Resistance LRP1 4035 37 12 57594589 57594589 Missense_Mutation SNP G A 26 170 c.10216G>A c.(10216-10218)GCC>ACC p.A3406T

Pat_41 Post-Resistance SHMT2 6472 37 12 57626991 57626991 Missense_Mutation SNP G A 6 91 c.886G>A c.(886-888)GTG>ATG p.V296M

Pat_41 Post-Resistance GLI1 2735 37 12 57861780 57861780 Missense_Mutation SNP C T 6 48 c.1081C>T c.(1081-1083)CCG>TCG p.P361S

Pat_41 Post-Resistance KIF5A 3798 37 12 57944134 57944134 Missense_Mutation SNP G A 9 130 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_41 Post-Resistance DTX3 196403 37 12 58002510 58002510 Missense_Mutation SNP G A 5 79 c.958G>A c.(958-960)GGA>AGA p.G320R

Pat_41 Post-Resistance AGAP2 116986 37 12 58129185 58129185 Nonsense_Mutation SNP C T 11 62 c.1194G>A c.(1192-1194)TGG>TGA p.W398*

Pat_41 Post-Resistance TSPAN31 6302 37 12 58139615 58139615 Missense_Mutation SNP G A 49 191 c.151G>A c.(151-153)GCT>ACT p.A51T

Pat_41 Post-Resistance CDK4 1019 37 12 58144505 58144505 Missense_Mutation SNP G A 10 264 c.566C>T c.(565-567)TCC>TTC p.S189F

Pat_41 Post-Resistance 9-Mar 92979 37 12 58151912 58151912 Missense_Mutation SNP G A 25 126 c.535G>A c.(535-537)GTC>ATC p.V179I

Pat_41 Post-Resistance XRCC6BP1 91419 37 12 58350489 58350489 Missense_Mutation SNP C T 6 145 c.557C>T c.(556-558)GCC>GTC p.A186V

Pat_41 Post-Resistance LRIG3 121227 37 12 59274444 59274444 Missense_Mutation SNP C T 18 151 c.1720G>A c.(1720-1722)GCC>ACC p.A574T

Pat_41 Post-Resistance SLC16A7 9194 37 12 60098595 60098595 Missense_Mutation SNP C T 4 39 c.13C>T c.(13-15)CCA>TCA p.P5S

Pat_41 Post-Resistance USP15 9958 37 12 62777862 62777862 Missense_Mutation SNP G A 7 129 c.1252G>A c.(1252-1254)GTT>ATT p.V418I

Pat_41 Post-Resistance USP15 9958 37 12 62783460 62783460 Missense_Mutation SNP G A 7 384 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_41 Post-Resistance MON2 23041 37 12 62946851 62946851 Missense_Mutation SNP C T 27 325 c.3107C>T c.(3106-3108)CCC>CTC p.P1036L

Pat_41 Post-Resistance PPM1H 57460 37 12 63114045 63114045 Missense_Mutation SNP C T 24 126 c.979G>A c.(979-981)GGA>AGA p.G327R

Pat_41 Post-Resistance PPM1H 57460 37 12 63195703 63195703 Missense_Mutation SNP C T 6 55 c.649G>A c.(649-651)GGG>AGG p.G217R

Pat_41 Post-Resistance SRGAP1 57522 37 12 64472840 64472840 Missense_Mutation SNP C T 20 212 c.1267C>T c.(1267-1269)CCC>TCC p.P423S

Pat_41 Post-Resistance TBK1 29110 37 12 64858132 64858132 Missense_Mutation SNP G A 8 91 c.247G>A c.(247-249)GTA>ATA p.V83I

Pat_41 Post-Resistance TBK1 29110 37 12 64875671 64875671 Missense_Mutation SNP G A 17 215 c.862G>A c.(862-864)GAT>AAT p.D288N

Pat_41 Post-Resistance LEMD3 23592 37 12 65609824 65609824 Splice_Site SNP G A 16 141 c.1627_splice c.e3+1 p.G543_splice

Pat_41 Post-Resistance LEMD3 23592 37 12 65639671 65639671 Missense_Mutation SNP G A 7 253 c.2524G>A c.(2524-2526)GAA>AAA p.E842K

Pat_41 Post-Resistance MSRB3 253827 37 12 65857031 65857031 Missense_Mutation SNP G A 15 124 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_41 Post-Resistance TMBIM4 51643 37 12 66546107 66546107 Missense_Mutation SNP C T 13 200 c.256G>A c.(256-258)GCG>ACG p.A86T

Pat_41 Post-Resistance GRIP1 23426 37 12 66773093 66773093 Missense_Mutation SNP C T 36 487 c.2432G>A c.(2431-2433)AGT>AAT p.S811N

Pat_41 Post-Resistance CAND1 55832 37 12 67698469 67698469 Missense_Mutation SNP G A 7 80 c.1378G>A c.(1378-1380)GAG>AAG p.E460K

Pat_41 Post-Resistance CAND1 55832 37 12 67705555 67705555 Missense_Mutation SNP C T 70 317 c.3443C>T c.(3442-3444)CCA>CTA p.P1148L

Pat_41 Post-Resistance DYRK2 8445 37 12 68050997 68050997 Missense_Mutation SNP C T 21 178 c.310C>T c.(310-312)CTC>TTC p.L104F

Pat_41 Post-Resistance NUP107 57122 37 12 69128526 69128526 Missense_Mutation SNP G A 8 90 c.2301G>A c.(2299-2301)ATG>ATA p.M767I

Pat_41 Post-Resistance LYZ 4069 37 12 69746066 69746066 Missense_Mutation SNP G A 22 231 c.368G>A c.(367-369)GGC>GAC p.G123D

Pat_41 Post-Resistance RAB3IP 117177 37 12 70189072 70189072 Missense_Mutation SNP G A 4 76 c.884G>A c.(883-885)GGC>GAC p.G295D

Pat_41 Post-Resistance CNOT2 4848 37 12 70724165 70724165 Missense_Mutation SNP G A 7 290 c.485G>A c.(484-486)GGG>GAG p.G162E

Pat_41 Post-Resistance PTPRR 5801 37 12 71139697 71139697 Missense_Mutation SNP A G 6 90 c.908T>C c.(907-909)GTG>GCG p.V303A

Pat_41 Post-Resistance TPH2 121278 37 12 72372795 72372795 Missense_Mutation SNP G A 30 326 c.869G>A c.(868-870)GGA>GAA p.G290E

Pat_41 Post-Resistance TRHDE 29953 37 12 72771880 72771880 Missense_Mutation SNP C T 32 165 c.1159C>T c.(1159-1161)CCC>TCC p.P387S

Pat_41 Post-Resistance PHLDA1 22822 37 12 76424788 76424788 Missense_Mutation SNP C T 18 138 c.734G>A c.(733-735)CGC>CAC p.R245H

Pat_41 Post-Resistance BBS10 79738 37 12 76740260 76740260 Missense_Mutation SNP G A 8 321 c.1505C>T c.(1504-1506)ACA>ATA p.T502I



Pat_41 Post-Resistance ZDHHC17 23390 37 12 77220718 77220718 Missense_Mutation SNP C T 22 125 c.928C>T c.(928-930)CCT>TCT p.P310S

Pat_41 Post-Resistance NAV3 89795 37 12 78571464 78571464 Missense_Mutation SNP C T 6 131 c.5362C>T c.(5362-5364)CGG>TGG p.R1788W

Pat_41 Post-Resistance PPP1R12A 4659 37 12 80199528 80199528 Missense_Mutation SNP G A 4 55 c.1844C>T c.(1843-1845)GCT>GTT p.A615V

Pat_41 Post-Resistance PPFIA2 8499 37 12 81688815 81688815 Splice_Site SNP C T 12 87 c.2725_splice c.e24-1 p.L909_splice

Pat_41 Post-Resistance C12orf26 84190 37 12 82780698 82780698 Missense_Mutation SNP T A 153 177 c.376T>A c.(376-378)TTT>ATT p.F126I

Pat_41 Post-Resistance RASSF9 9182 37 12 86199624 86199624 Missense_Mutation SNP G A 13 205 c.164C>T c.(163-165)GCT>GTT p.A55V

Pat_41 Post-Resistance GALNT4 8693 37 12 89917699 89917699 Missense_Mutation SNP C T 55 224 c.628G>A c.(628-630)GCC>ACC p.A210T

Pat_41 Post-Resistance ATP2B1 490 37 12 89995107 89995107 Missense_Mutation SNP C T 18 245 c.3164G>A c.(3163-3165)GGC>GAC p.G1055D

Pat_41 Post-Resistance ATP2B1 490 37 12 90010785 90010785 Missense_Mutation SNP C T 5 138 c.1861G>A c.(1861-1863)GCA>ACA p.A621T

Pat_41 Post-Resistance ATP2B1 490 37 12 90024380 90024380 Missense_Mutation SNP G A 11 178 c.830C>T c.(829-831)GCT>GTT p.A277V

Pat_41 Post-Resistance ATP2B1 490 37 12 90028936 90028936 Missense_Mutation SNP C T 26 346 c.499G>A c.(499-501)GTG>ATG p.V167M

Pat_41 Post-Resistance KERA 11081 37 12 91449398 91449398 Missense_Mutation SNP C T 16 166 c.661G>A c.(661-663)GAC>AAC p.D221N

Pat_41 Post-Resistance DCN 1634 37 12 91546915 91546915 Missense_Mutation SNP C T 16 270 c.704G>A c.(703-705)AGA>AAA p.R235K

Pat_41 Post-Resistance EEA1 8411 37 12 93171859 93171859 Missense_Mutation SNP C T 36 403 c.3751G>A c.(3751-3753)GGC>AGC p.G1251S

Pat_41 Post-Resistance NUDT4 11163 37 12 93789271 93789271 Missense_Mutation SNP G A 7 115 c.217G>A c.(217-219)GTC>ATC p.V73I

Pat_41 Post-Resistance PLXNC1 10154 37 12 94543726 94543726 Missense_Mutation SNP G A 3 4 c.979G>A c.(979-981)GCG>ACG p.A327T

Pat_41 Post-Resistance PLXNC1 10154 37 12 94603365 94603365 Splice_Site SNP G A 8 298 c.1440_splice c.e5-1 p.R480_splice

Pat_41 Post-Resistance LTA4H 4048 37 12 96397692 96397692 Missense_Mutation SNP G A 8 92 c.1537C>T c.(1537-1539)CTT>TTT p.L513F

Pat_41 Post-Resistance ELK3 2004 37 12 96617354 96617354 Missense_Mutation SNP G A 15 221 c.10G>A c.(10-12)GCA>ACA p.A4T

Pat_41 Post-Resistance TMPO 7112 37 12 98921775 98921775 Missense_Mutation SNP C T 17 201 c.391C>T c.(391-393)CCT>TCT p.P131S

Pat_41 Post-Resistance APAF1 317 37 12 99071301 99071301 Missense_Mutation SNP C T 12 192 c.1892C>T c.(1891-1893)GCT>GTT p.A631V

Pat_41 Post-Resistance ANKS1B 56899 37 12 100377906 100377906 Missense_Mutation SNP G A 14 142 c.110C>T c.(109-111)CCC>CTC p.P37L

Pat_41 Post-Resistance UHRF1BP1L 23074 37 12 100491142 100491142 Splice_Site SNP C T 4 85 c.669_splice c.e6+1 p.R223_splice

Pat_41 Post-Resistance UTP20 27340 37 12 101764222 101764222 Missense_Mutation SNP C T 23 243 c.6568C>T c.(6568-6570)CTT>TTT p.L2190F

Pat_41 Post-Resistance MYBPC1 4604 37 12 102054971 102054971 Missense_Mutation SNP G A 9 78 c.1888G>A c.(1888-1890)GAG>AAG p.E630K

Pat_41 Post-Resistance GNPTAB 79158 37 12 102158533 102158533 Missense_Mutation SNP C T 18 123 c.2162G>A c.(2161-2163)GGA>GAA p.G721E

Pat_41 Post-Resistance GNPTAB 79158 37 12 102158638 102158638 Missense_Mutation SNP G A 4 31 c.2057C>T c.(2056-2058)ACA>ATA p.T686I

Pat_41 Post-Resistance CCDC53 51019 37 12 102433677 102433677 Missense_Mutation SNP C T 34 472 c.404G>A c.(403-405)AGA>AAA p.R135K

Pat_41 Post-Resistance C12orf48 55010 37 12 102572470 102572470 Missense_Mutation SNP C T 16 62 c.1106C>T c.(1105-1107)ACC>ATC p.T369I

Pat_41 Post-Resistance IGF1 3479 37 12 102813330 102813330 Missense_Mutation SNP G A 14 178 c.359C>T c.(358-360)TCT>TTT p.S120F

Pat_41 Post-Resistance STAB2 55576 37 12 104138951 104138951 Missense_Mutation SNP C T 14 114 c.6032C>T c.(6031-6033)CCC>CTC p.P2011L

Pat_41 Post-Resistance HSP90B1 7184 37 12 104336961 104336961 Missense_Mutation SNP G A 7 88 c.1754G>A c.(1753-1755)GGG>GAG p.G585E

Pat_41 Post-Resistance TDG 6996 37 12 104373816 104373816 Missense_Mutation SNP C T 6 83 c.374C>T c.(373-375)CCC>CTC p.P125L

Pat_41 Post-Resistance KIAA1033 23325 37 12 105512246 105512246 Missense_Mutation SNP G A 45 226 c.458G>A c.(457-459)AGG>AAG p.R153K

Pat_41 Post-Resistance NUAK1 9891 37 12 106532346 106532346 Missense_Mutation SNP C T 3 21 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_41 Post-Resistance CKAP4 10970 37 12 106633769 106633769 Missense_Mutation SNP C T 12 212 c.842G>A c.(841-843)GGG>GAG p.G281E

Pat_41 Post-Resistance TCP11L2 255394 37 12 106740111 106740111 Missense_Mutation SNP C T 3 38 c.1363C>T c.(1363-1365)CCT>TCT p.P455S

Pat_41 Post-Resistance POLR3B 55703 37 12 106889833 106889833 Missense_Mutation SNP G A 8 546 c.2714G>A c.(2713-2715)GGT>GAT p.G905D

Pat_41 Post-Resistance RFX4 5992 37 12 107126012 107126012 Missense_Mutation SNP G A 10 212 c.1456G>A c.(1456-1458)GGA>AGA p.G486R

Pat_41 Post-Resistance RFX4 5992 37 12 107141349 107141349 Missense_Mutation SNP C T 12 195 c.1768C>T c.(1768-1770)CCA>TCA p.P590S

Pat_41 Post-Resistance SART3 9733 37 12 108932789 108932789 Missense_Mutation SNP C T 5 238 c.983G>A c.(982-984)CGC>CAC p.R328H

Pat_41 Post-Resistance ISCU 23479 37 12 108959182 108959182 Missense_Mutation SNP C T 16 165 c.314C>T c.(313-315)GCC>GTC p.A105V

Pat_41 Post-Resistance USP30 84749 37 12 109523716 109523716 Missense_Mutation SNP G A 4 42 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_41 Post-Resistance ACACB 32 37 12 109677720 109677720 Missense_Mutation SNP C T 11 182 c.4748C>T c.(4747-4749)ACC>ATC p.T1583I

Pat_41 Post-Resistance TCHP 84260 37 12 110352355 110352355 Missense_Mutation SNP G A 11 40 c.1243G>A c.(1243-1245)GTG>ATG p.V415M

Pat_41 Post-Resistance ANAPC7 51434 37 12 110826391 110826391 Missense_Mutation SNP C T 16 167 c.548G>A c.(547-549)GGT>GAT p.G183D

Pat_41 Post-Resistance RAD9B 144715 37 12 110957645 110957645 Missense_Mutation SNP A G 6 71 c.814A>G c.(814-816)ATT>GTT p.I272V



Pat_41 Post-Resistance ACAD10 80724 37 12 112187060 112187060 Missense_Mutation SNP G A 21 77 c.2728G>A c.(2728-2730)GCC>ACC p.A910T

Pat_41 Post-Resistance ALDH2 217 37 12 112236000 112236000 Missense_Mutation SNP C T 18 146 c.1202C>T c.(1201-1203)ACT>ATT p.T401I

Pat_41 Post-Resistance TRAFD1 10906 37 12 112589871 112589871 Missense_Mutation SNP C T 20 329 c.1546C>T c.(1546-1548)CCT>TCT p.P516S

Pat_41 Post-Resistance TPCN1 53373 37 12 113724826 113724826 Missense_Mutation SNP G A 7 165 c.1561G>A c.(1561-1563)GGA>AGA p.G521R

Pat_41 Post-Resistance TPCN1 53373 37 12 113733789 113733789 Missense_Mutation SNP G A 5 14 c.2359G>A c.(2359-2361)GAG>AAG p.E787K

Pat_41 Post-Resistance SLC24A6 80024 37 12 113748104 113748104 Missense_Mutation SNP C T 13 160 c.1192G>A c.(1192-1194)GGC>AGC p.G398S

Pat_41 Post-Resistance RBM19 9904 37 12 114390340 114390340 Missense_Mutation SNP C T 31 146 c.977G>A c.(976-978)AGA>AAA p.R326K

Pat_41 Post-Resistance MED13L 23389 37 12 116424196 116424196 Missense_Mutation SNP C T 13 85 c.4213G>A c.(4213-4215)GAG>AAG p.E1405K

Pat_41 Post-Resistance FBXW8 26259 37 12 117426562 117426562 Missense_Mutation SNP C T 21 327 c.1127C>T c.(1126-1128)TCC>TTC p.S376F

Pat_41 Post-Resistance TESC 54997 37 12 117494657 117494657 Missense_Mutation SNP G A 10 205 c.322C>T c.(322-324)CTC>TTC p.L108F

Pat_41 Post-Resistance FBXO21 23014 37 12 117604702 117604702 Splice_Site SNP C T 12 189 c.1193_splice c.e8+1 p.R398_splice

Pat_41 Post-Resistance NOS1 4842 37 12 117672499 117672499 Missense_Mutation SNP C T 4 40 c.3106G>A c.(3106-3108)GAC>AAC p.D1036N

Pat_41 Post-Resistance WSB2 55884 37 12 118474207 118474207 Missense_Mutation SNP C T 42 236 c.769G>A c.(769-771)GCT>ACT p.A257T

Pat_41 Post-Resistance CCDC60 160777 37 12 119909831 119909831 Missense_Mutation SNP G A 4 119 c.203G>A c.(202-204)GGA>GAA p.G68E

Pat_41 Post-Resistance CCDC64 92558 37 12 120499613 120499613 Missense_Mutation SNP G A 9 49 c.745G>A c.(745-747)GAG>AAG p.E249K

Pat_41 Post-Resistance GCN1L1 10985 37 12 120580442 120580442 Missense_Mutation SNP C T 5 109 c.5698G>A c.(5698-5700)GTG>ATG p.V1900M

Pat_41 Post-Resistance GCN1L1 10985 37 12 120580635 120580635 Missense_Mutation SNP G A 32 148 c.5606C>T c.(5605-5607)TCC>TTC p.S1869F

Pat_41 Post-Resistance GCN1L1 10985 37 12 120582137 120582137 Missense_Mutation SNP C T 13 114 c.5468G>A c.(5467-5469)GGC>GAC p.G1823D

Pat_41 Post-Resistance GCN1L1 10985 37 12 120597757 120597757 Missense_Mutation SNP G A 12 117 c.2621C>T c.(2620-2622)ACC>ATC p.T874I

Pat_41 Post-Resistance GCN1L1 10985 37 12 120599745 120599745 Missense_Mutation SNP C T 12 94 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_41 Post-Resistance RNF10 9921 37 12 120995259 120995259 Missense_Mutation SNP G A 7 203 c.820G>A c.(820-822)GAT>AAT p.D274N

Pat_41 Post-Resistance POP5 51367 37 12 121017705 121017705 Missense_Mutation SNP G A 13 127 c.185C>T c.(184-186)ACT>ATT p.T62I

Pat_41 Post-Resistance ACADS 35 37 12 121177223 121177223 Missense_Mutation SNP G A 4 37 c.1211G>A c.(1210-1212)GGG>GAG p.G404E

Pat_41 Post-Resistance OASL 8638 37 12 121458612 121458612 Missense_Mutation SNP C T 40 52 c.1297G>A c.(1297-1299)GAG>AAG p.E433K

Pat_41 Post-Resistance P2RX7 5027 37 12 121603916 121603916 Missense_Mutation SNP C T 35 384 c.670C>T c.(670-672)CCA>TCA p.P224S

Pat_41 Post-Resistance CAMKK2 10645 37 12 121691153 121691153 Missense_Mutation SNP G A 12 110 c.1030C>T c.(1030-1032)CTC>TTC p.L344F

Pat_41 Post-Resistance CAMKK2 10645 37 12 121712148 121712148 Missense_Mutation SNP C T 19 69 c.182G>A c.(181-183)GGC>GAC p.G61D

Pat_41 Post-Resistance ANAPC5 51433 37 12 121783808 121783808 Missense_Mutation SNP C T 11 78 c.424G>A c.(424-426)GCC>ACC p.A142T

Pat_41 Post-Resistance KDM2B 84678 37 12 121881913 121881913 Missense_Mutation SNP C T 8 136 c.2353G>A c.(2353-2355)GTG>ATG p.V785M

Pat_41 Post-Resistance HPD 3242 37 12 122287697 122287697 Splice_Site SNP C T 5 53 c.415_splice c.e8-1 p.Y139_splice

Pat_41 Post-Resistance HPD 3242 37 12 122294229 122294229 Splice_Site SNP C T 10 157 c.324_splice c.e6+1 p.Q108_splice

Pat_41 Post-Resistance PSMD9 5715 37 12 122326772 122326772 Missense_Mutation SNP G A 4 4 c.10G>A c.(10-12)GAG>AAG p.E4K

Pat_41 Post-Resistance VPS33A 65082 37 12 122727031 122727031 Missense_Mutation SNP C T 5 102 c.994G>A c.(994-996)GGG>AGG p.G332R

Pat_41 Post-Resistance ZCCHC8 55596 37 12 122958637 122958637 Missense_Mutation SNP C T 8 62 c.1531G>A c.(1531-1533)GAT>AAT p.D511N

Pat_41 Post-Resistance ABCB9 23457 37 12 123444595 123444595 Missense_Mutation SNP C T 10 104 c.188G>A c.(187-189)GGA>GAA p.G63E

Pat_41 Post-Resistance SBNO1 55206 37 12 123810879 123810879 Nonsense_Mutation SNP C T 32 198 c.1695G>A c.(1693-1695)TGG>TGA p.W565*

Pat_41 Post-Resistance EIF2B1 1967 37 12 124111643 124111643 Missense_Mutation SNP C T 37 286 c.430G>A c.(430-432)GCC>ACC p.A144T

Pat_41 Post-Resistance DNAH10 196385 37 12 124289517 124289517 Missense_Mutation SNP C T 8 112 c.2563C>T c.(2563-2565)CCC>TCC p.P855S

Pat_41 Post-Resistance DNAH10 196385 37 12 124352080 124352080 Missense_Mutation SNP G A 4 48 c.6880G>A c.(6880-6882)GAA>AAA p.E2294K

Pat_41 Post-Resistance CCDC92 80212 37 12 124427987 124427987 Missense_Mutation SNP C T 26 292 c.88G>A c.(88-90)GCA>ACA p.A30T

Pat_41 Post-Resistance NCOR2 9612 37 12 124941668 124941668 Missense_Mutation SNP C T 16 30 c.746G>A c.(745-747)GGG>GAG p.G249E

Pat_41 Post-Resistance NCOR2 9612 37 12 124950813 124950813 Missense_Mutation SNP G A 4 95 c.611C>T c.(610-612)GCT>GTT p.A204V

Pat_41 Post-Resistance NCOR2 9612 37 12 124970986 124970986 Splice_Site SNP C T 4 31 c.233_splice c.e2+1 p.R78_splice

Pat_41 Post-Resistance DHX37 57647 37 12 125457048 125457048 Splice_Site SNP C T 22 283 c.1077_splice c.e7+1 p.K359_splice

Pat_41 Post-Resistance TMEM132B 114795 37 12 125834801 125834801 Missense_Mutation SNP G A 59 412 c.856G>A c.(856-858)GTA>ATA p.V286I

Pat_41 Post-Resistance SFRS8 6433 37 12 132237821 132237821 Missense_Mutation SNP C T 15 251 c.1235C>T c.(1234-1236)GCC>GTC p.A412V

Pat_41 Post-Resistance SFRS8 6433 37 12 132237830 132237830 Missense_Mutation SNP C T 23 215 c.1244C>T c.(1243-1245)CCT>CTT p.P415L



Pat_41 Post-Resistance DDX51 317781 37 12 132624223 132624223 Missense_Mutation SNP G A 23 21 c.1931C>T c.(1930-1932)CCT>CTT p.P644L

Pat_41 Post-Resistance POLE 5426 37 12 133219913 133219913 Missense_Mutation SNP C T 10 97 c.4448G>A c.(4447-4449)AGT>AAT p.S1483N

Pat_41 Post-Resistance POLE 5426 37 12 133226345 133226345 Missense_Mutation SNP C T 6 95 c.3713G>A c.(3712-3714)AGC>AAC p.S1238N

Pat_41 Post-Resistance POLE 5426 37 12 133235987 133235987 Missense_Mutation SNP C T 13 86 c.3169G>A c.(3169-3171)GCA>ACA p.A1057T

Pat_41 Post-Resistance POLE 5426 37 12 133238271 133238271 Splice_Site SNP C T 11 153 c.2707_splice c.e24-1 p.E903_splice

Pat_41 Post-Resistance PGAM5 192111 37 12 133294030 133294030 Missense_Mutation SNP G A 4 47 c.376G>A c.(376-378)GAG>AAG p.E126K

Pat_41 Post-Resistance ANKLE2 23141 37 12 133324818 133324818 Missense_Mutation SNP G A 5 112 c.947C>T c.(946-948)GCT>GTT p.A316V

Pat_41 Post-Resistance GOLGA3 2802 37 12 133359063 133359063 Missense_Mutation SNP C T 6 59 c.3284G>A c.(3283-3285)GGC>GAC p.G1095D

Pat_41 Post-Resistance TUBA3C 7278 37 13 19751504 19751504 Missense_Mutation SNP C T 14 190 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_41 Post-Resistance PSPC1 55269 37 13 20356848 20356848 Missense_Mutation SNP G A 7 88 c.50C>T c.(49-51)GCC>GTC p.A17V

Pat_41 Post-Resistance ZMYM5 9205 37 13 20411908 20411908 Missense_Mutation SNP G A 5 115 c.926C>T c.(925-927)TCC>TTC p.S309F

Pat_41 Post-Resistance ZMYM5 9205 37 13 20426275 20426275 Missense_Mutation SNP G A 115 605 c.46C>T c.(46-48)CCT>TCT p.P16S

Pat_41 Post-Resistance ZMYM2 7750 37 13 20577074 20577074 Missense_Mutation SNP C T 21 278 c.932C>T c.(931-933)CCT>CTT p.P311L

Pat_41 Post-Resistance XPO4 64328 37 13 21476858 21476858 Missense_Mutation SNP C T 6 26 c.20G>A c.(19-21)GGG>GAG p.G7E

Pat_41 Post-Resistance SGCG 6445 37 13 23894876 23894876 Missense_Mutation SNP C T 4 122 c.679C>T c.(679-681)CTT>TTT p.L227F

Pat_41 Post-Resistance SACS 26278 37 13 23905090 23905090 Missense_Mutation SNP C T 9 259 c.12925G>A c.(12925-12927)GAA>AAA p.E4309K

Pat_41 Post-Resistance SACS 26278 37 13 23905651 23905651 Missense_Mutation SNP C T 10 398 c.12364G>A c.(12364-12366)GCT>ACT p.A4122T

Pat_41 Post-Resistance SACS 26278 37 13 23909083 23909083 Missense_Mutation SNP C T 11 250 c.8932G>A c.(8932-8934)GTG>ATG p.V2978M

Pat_41 Post-Resistance SACS 26278 37 13 23910426 23910426 Missense_Mutation SNP C T 8 237 c.7589G>A c.(7588-7590)AGC>AAC p.S2530N

Pat_41 Post-Resistance SACS 26278 37 13 23911068 23911068 Missense_Mutation SNP G A 11 516 c.6947C>T c.(6946-6948)ACC>ATC p.T2316I

Pat_41 Post-Resistance MIPEP 4285 37 13 24411810 24411810 Missense_Mutation SNP G A 26 474 c.1424C>T c.(1423-1425)CCC>CTC p.P475L

Pat_41 Post-Resistance PARP4 143 37 13 25023855 25023855 Splice_Site SNP C T 7 149 c.3114_splice c.e25+1 p.Q1038_splice

Pat_41 Post-Resistance ATP12A 479 37 13 25265219 25265219 Missense_Mutation SNP C T 18 83 c.899C>T c.(898-900)GCC>GTC p.A300V

Pat_41 Post-Resistance CENPJ 55835 37 13 25479958 25479958 Missense_Mutation SNP G A 21 280 c.2218C>T c.(2218-2220)CCT>TCT p.P740S

Pat_41 Post-Resistance PABPC3 5042 37 13 25670469 25670469 Missense_Mutation SNP G A 15 270 c.133G>A c.(133-135)GAC>AAC p.D45N

Pat_41 Post-Resistance FAM123A 219287 37 13 25744127 25744127 Missense_Mutation SNP C T 4 90 c.1631G>A c.(1630-1632)GGC>GAC p.G544D

Pat_41 Post-Resistance FAM123A 219287 37 13 25744190 25744191 Missense_Mutation DNP CC TT 7 189 .1567_1568GG>AAc.(1567-1569)GGC>AAC p.G523N

Pat_41 Post-Resistance ATP8A2 51761 37 13 26116129 26116129 Missense_Mutation SNP G A 34 239 c.724G>A c.(724-726)GGG>AGG p.G242R

Pat_41 Post-Resistance RNF6 6049 37 13 26789003 26789003 Missense_Mutation SNP C T 8 240 c.1016G>A c.(1015-1017)AGA>AAA p.R339K

Pat_41 Post-Resistance CDK8 1024 37 13 26974611 26974611 Missense_Mutation SNP G A 23 627 c.955G>A c.(955-957)GAC>AAC p.D319N

Pat_41 Post-Resistance LNX2 222484 37 13 28127475 28127475 Missense_Mutation SNP G A 29 381 c.1648C>T c.(1648-1650)CTT>TTT p.L550F

Pat_41 Post-Resistance POLR1D 51082 37 13 28222587 28222587 Missense_Mutation SNP G A 7 77 c.98G>A c.(97-99)GGT>GAT p.G33D

Pat_41 Post-Resistance CDX2 1045 37 13 28537367 28537367 Missense_Mutation SNP C T 7 149 c.827G>A c.(826-828)AGA>AAA p.R276K

Pat_41 Post-Resistance FLT3 2322 37 13 28592707 28592707 Missense_Mutation SNP G A 17 327 c.2438C>T c.(2437-2439)GCC>GTC p.A813V

Pat_41 Post-Resistance FLT3 2322 37 13 28623803 28623803 Missense_Mutation SNP G A 12 348 c.851C>T c.(850-852)ACC>ATC p.T284I

Pat_41 Post-Resistance FLT1 2321 37 13 28877396 28877396 Missense_Mutation SNP A G 22 379 c.3925T>C c.(3925-3927)TAC>CAC p.Y1309H

Pat_41 Post-Resistance MTUS2 23281 37 13 29600285 29600285 Missense_Mutation SNP C T 6 124 c.1480C>T c.(1480-1482)CCT>TCT p.P494S

Pat_41 Post-Resistance MTUS2 23281 37 13 29600633 29600633 Missense_Mutation SNP C T 6 115 c.1828C>T c.(1828-1830)CCT>TCT p.P610S

Pat_41 Post-Resistance USPL1 10208 37 13 31205029 31205029 Missense_Mutation SNP G A 20 160 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_41 Post-Resistance USPL1 10208 37 13 31205454 31205454 Nonsense_Mutation SNP G A 23 629 c.711G>A c.(709-711)TGG>TGA p.W237*

Pat_41 Post-Resistance USPL1 10208 37 13 31231754 31231754 Missense_Mutation SNP C T 19 268 c.1540C>T c.(1540-1542)CTT>TTT p.L514F

Pat_41 Post-Resistance HSPH1 10808 37 13 31719741 31719741 Missense_Mutation SNP C T 6 199 c.1543G>A c.(1543-1545)GAG>AAG p.E515K

Pat_41 Post-Resistance HSPH1 10808 37 13 31722586 31722586 Missense_Mutation SNP C T 18 412 c.1169G>A c.(1168-1170)AGA>AAA p.R390K

Pat_41 Post-Resistance B3GALTL 145173 37 13 31848749 31848749 Missense_Mutation SNP C T 10 307 c.764C>T c.(763-765)TCT>TTT p.S255F

Pat_41 Post-Resistance FRY 10129 37 13 32768380 32768380 Missense_Mutation SNP C T 15 313 c.3692C>T c.(3691-3693)TCC>TTC p.S1231F

Pat_41 Post-Resistance FRY 10129 37 13 32808710 32808710 Splice_Site SNP G A 31 267 c.5528_splice c.e42-1 p.G1843_splice

Pat_41 Post-Resistance BRCA2 675 37 13 32944629 32944629 Missense_Mutation SNP C T 15 331 c.8422C>T c.(8422-8424)CTT>TTT p.L2808F



Pat_41 Post-Resistance BRCA2 675 37 13 32950872 32950872 Missense_Mutation SNP G A 7 251 c.8698G>A c.(8698-8700)GAT>AAT p.D2900N

Pat_41 Post-Resistance PDS5B 23047 37 13 33225940 33225940 Splice_Site SNP G A 7 62 c.109_splice c.e3-1 p.M37_splice

Pat_41 Post-Resistance KL 9365 37 13 33629252 33629252 Missense_Mutation SNP C T 14 333 c.1399C>T c.(1399-1401)CAC>TAC p.H467Y

Pat_41 Post-Resistance STARD13 90627 37 13 33685998 33685998 Missense_Mutation SNP G A 5 131 c.2524C>T c.(2524-2526)CCA>TCA p.P842S

Pat_41 Post-Resistance RFC3 5983 37 13 34404101 34404101 Missense_Mutation SNP C T 25 463 c.520C>T c.(520-522)CCT>TCT p.P174S

Pat_41 Post-Resistance MAB21L1 4081 37 13 36049687 36049687 Missense_Mutation SNP G A 9 280 c.589C>T c.(589-591)CCC>TCC p.P197S

Pat_41 Post-Resistance NBEA 26960 37 13 36141093 36141093 Missense_Mutation SNP C T 7 363 c.6974C>T c.(6973-6975)ACC>ATC p.T2325I

Pat_41 Post-Resistance DCLK1 9201 37 13 36445414 36445414 Missense_Mutation SNP G A 37 186 c.887C>T c.(886-888)ACC>ATC p.T296I

Pat_41 Post-Resistance DCLK1 9201 37 13 36686043 36686043 Missense_Mutation SNP C T 12 222 c.686G>A c.(685-687)GGA>GAA p.G229E

Pat_41 Post-Resistance CCNA1 8900 37 13 37011860 37011860 Missense_Mutation SNP C T 14 74 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_41 Post-Resistance CCNA1 8900 37 13 37016395 37016395 Missense_Mutation SNP C T 33 284 c.1300C>T c.(1300-1302)CCC>TCC p.P434S

Pat_41 Post-Resistance SMAD9 4093 37 13 37453675 37453675 Missense_Mutation SNP G A 10 57 c.152C>T c.(151-153)GCC>GTC p.A51V

Pat_41 Post-Resistance TRPC4 7223 37 13 38211071 38211071 Missense_Mutation SNP G A 8 130 c.2903C>T c.(2902-2904)ACC>ATC p.T968I

Pat_41 Post-Resistance FREM2 341640 37 13 39265781 39265781 Missense_Mutation SNP G A 20 305 c.4300G>A c.(4300-4302)GGT>AGT p.G1434S

Pat_41 Post-Resistance FREM2 341640 37 13 39425180 39425180 Missense_Mutation SNP C T 14 186 c.6677C>T c.(6676-6678)TCT>TTT p.S2226F

Pat_41 Post-Resistance COG6 57511 37 13 40273640 40273640 Missense_Mutation SNP G A 9 191 c.1169G>A c.(1168-1170)GGT>GAT p.G390D

Pat_41 Post-Resistance SLC25A15 10166 37 13 41373452 41373452 Splice_Site SNP G A 13 156 c.314_splice c.e3+1 p.S105_splice

Pat_41 Post-Resistance KBTBD6 89890 37 13 41704716 41704716 Nonsense_Mutation SNP C T 20 150 c.1932G>A c.(1930-1932)TGG>TGA p.W644*

Pat_41 Post-Resistance KIAA0564 23078 37 13 42144619 42144619 Missense_Mutation SNP C T 42 174 c.5594G>A c.(5593-5595)GGT>GAT p.G1865D

Pat_41 Post-Resistance KIAA0564 23078 37 13 42357951 42357951 Missense_Mutation SNP G A 9 183 c.2257C>T c.(2257-2259)CTT>TTT p.L753F

Pat_41 Post-Resistance KIAA0564 23078 37 13 42361635 42361635 Missense_Mutation SNP G A 11 187 c.2108C>T c.(2107-2109)GCA>GTA p.A703V

Pat_41 Post-Resistance KIAA0564 23078 37 13 42460141 42460141 Missense_Mutation SNP G A 4 47 c.890C>T c.(889-891)GCC>GTC p.A297V

Pat_41 Post-Resistance DGKH 160851 37 13 42740744 42740744 Missense_Mutation SNP G A 14 187 c.1052G>A c.(1051-1053)CGT>CAT p.R351H

Pat_41 Post-Resistance DGKH 160851 37 13 42783164 42783164 Missense_Mutation SNP G A 19 168 c.2671G>A c.(2671-2673)GCA>ACA p.A891T

Pat_41 Post-Resistance TNFSF11 8600 37 13 43155355 43155355 Missense_Mutation SNP G A 11 123 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_41 Post-Resistance SERP2 387923 37 13 44953819 44953819 Missense_Mutation SNP G A 10 371 c.127G>A c.(127-129)GCA>ACA p.A43T

Pat_41 Post-Resistance NUFIP1 26747 37 13 45563534 45563534 Missense_Mutation SNP C T 5 54 c.38G>A c.(37-39)GGG>GAG p.G13E

Pat_41 Post-Resistance TPT1 7178 37 13 45914846 45914846 Splice_Site SNP C T 5 110 c.102_splice c.e2+1 p.K34_splice

Pat_41 Post-Resistance TPT1 7178 37 13 45914851 45914851 Missense_Mutation SNP C T 5 115 c.98G>A c.(97-99)GGG>GAG p.G33E

Pat_41 Post-Resistance TPT1 7178 37 13 45914861 45914861 Missense_Mutation SNP C T 5 128 c.88G>A c.(88-90)GAG>AAG p.E30K

Pat_41 Post-Resistance COG3 83548 37 13 46039337 46039337 Missense_Mutation SNP C T 10 65 c.166C>T c.(166-168)CCA>TCA p.P56S

Pat_41 Post-Resistance ZC3H13 23091 37 13 46542124 46542124 Missense_Mutation SNP G A 56 357 c.3836C>T c.(3835-3837)TCT>TTT p.S1279F

Pat_41 Post-Resistance ZC3H13 23091 37 13 46543375 46543375 Missense_Mutation SNP G A 6 73 c.3304C>T c.(3304-3306)CCT>TCT p.P1102S

Pat_41 Post-Resistance LCP1 3936 37 13 46705015 46705015 Missense_Mutation SNP C T 42 201 c.1685G>A c.(1684-1686)GGT>GAT p.G562D

Pat_41 Post-Resistance C13orf18 80183 37 13 46946234 46946234 Missense_Mutation SNP C T 10 67 c.377G>A c.(376-378)AGC>AAC p.S126N

Pat_41 Post-Resistance ITM2B 9445 37 13 48828005 48828005 Missense_Mutation SNP G A 28 258 c.179G>A c.(178-180)GGA>GAA p.G60E

Pat_41 Post-Resistance LPAR6 10161 37 13 48986036 48986036 Missense_Mutation SNP G A 3 35 c.524C>T c.(523-525)GCC>GTC p.A175V

Pat_41 Post-Resistance RCBTB2 1102 37 13 49084793 49084793 Missense_Mutation SNP G A 20 381 c.898C>T c.(898-900)CCT>TCT p.P300S

Pat_41 Post-Resistance FNDC3A 22862 37 13 49705348 49705348 Missense_Mutation SNP G A 30 471 c.328G>A c.(328-330)GTT>ATT p.V110I

Pat_41 Post-Resistance FNDC3A 22862 37 13 49771876 49771876 Missense_Mutation SNP G A 19 129 c.2356G>A c.(2356-2358)GGA>AGA p.G786R

Pat_41 Post-Resistance CAB39L 81617 37 13 49885120 49885120 Missense_Mutation SNP C T 19 354 c.844G>A c.(844-846)GCC>ACC p.A282T

Pat_41 Post-Resistance PHF11 51131 37 13 50102755 50102755 Missense_Mutation SNP G A 7 96 c.950G>A c.(949-951)AGA>AAA p.R317K

Pat_41 Post-Resistance ATP7B 540 37 13 52513243 52513243 Missense_Mutation SNP C T 14 269 c.3643G>A c.(3643-3645)GAC>AAC p.D1215N

Pat_41 Post-Resistance UTP14C 9724 37 13 52602995 52602995 Missense_Mutation SNP G A 8 96 c.55G>A c.(55-57)GTG>ATG p.V19M

Pat_41 Post-Resistance UTP14C 9724 37 13 52604220 52604220 Missense_Mutation SNP C T 6 66 c.1280C>T c.(1279-1281)TCC>TTC p.S427F

Pat_41 Post-Resistance NEK5 341676 37 13 52646166 52646166 Missense_Mutation SNP C T 8 70 c.1838G>A c.(1837-1839)GGC>GAC p.G613D

Pat_41 Post-Resistance LECT1 11061 37 13 53282696 53282696 Missense_Mutation SNP G A 8 86 c.764C>T c.(763-765)GCC>GTC p.A255V



Pat_41 Post-Resistance PCDH8 5100 37 13 53422450 53422450 Missense_Mutation SNP G A 9 164 c.122C>T c.(121-123)GCC>GTC p.A41V

Pat_41 Post-Resistance PCDH20 64881 37 13 61987784 61987784 Missense_Mutation SNP C T 6 39 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_41 Post-Resistance DACH1 1602 37 13 72049847 72049847 Missense_Mutation SNP C T 36 634 c.2005G>A c.(2005-2007)GTC>ATC p.V669I

Pat_41 Post-Resistance KLF5 688 37 13 73636627 73636627 Missense_Mutation SNP C T 10 184 c.890C>T c.(889-891)GCC>GTC p.A297V

Pat_41 Post-Resistance TBC1D4 9882 37 13 75861071 75861071 Missense_Mutation SNP C T 13 178 c.3754G>A c.(3754-3756)GAA>AAA p.E1252K

Pat_41 Post-Resistance TBC1D4 9882 37 13 75915639 75915639 Missense_Mutation SNP C T 6 98 c.1493G>A c.(1492-1494)AGA>AAA p.R498K

Pat_41 Post-Resistance LMO7 4008 37 13 76379781 76379781 Missense_Mutation SNP C T 32 601 c.382C>T c.(382-384)CCA>TCA p.P128S

Pat_41 Post-Resistance LMO7 4008 37 13 76395650 76395650 Missense_Mutation SNP C T 6 161 c.1846C>T c.(1846-1848)CGG>TGG p.R616W

Pat_41 Post-Resistance LMO7 4008 37 13 76430682 76430682 Missense_Mutation SNP G A 6 315 c.4003G>A c.(4003-4005)GAG>AAG p.E1335K

Pat_41 Post-Resistance MYCBP2 23077 37 13 77656037 77656037 Missense_Mutation SNP C T 6 390 c.11014G>A c.(11014-11016)GAT>AAT p.D3672N

Pat_41 Post-Resistance MYCBP2 23077 37 13 77672108 77672108 Missense_Mutation SNP G A 8 66 c.9067C>T c.(9067-9069)CTT>TTT p.L3023F

Pat_41 Post-Resistance MYCBP2 23077 37 13 77739436 77739436 Missense_Mutation SNP C T 15 88 c.6317G>A c.(6316-6318)GGA>GAA p.G2106E

Pat_41 Post-Resistance MYCBP2 23077 37 13 77825286 77825286 Missense_Mutation SNP C T 7 113 c.2267G>A c.(2266-2268)GGG>GAG p.G756E

Pat_41 Post-Resistance SCEL 8796 37 13 78163334 78163334 Missense_Mutation SNP C T 21 238 c.601C>T c.(601-603)CCT>TCT p.P201S

Pat_41 Post-Resistance SLITRK6 84189 37 13 86368273 86368273 Missense_Mutation SNP G A 6 124 c.2371C>T c.(2371-2373)CCT>TCT p.P791S

Pat_41 Post-Resistance SLITRK5 26050 37 13 88328385 88328385 Missense_Mutation SNP G A 8 270 c.742G>A c.(742-744)GAT>AAT p.D248N

Pat_41 Post-Resistance SLITRK5 26050 37 13 88328767 88328767 Missense_Mutation SNP C T 21 137 c.1124C>T c.(1123-1125)CCC>CTC p.P375L

Pat_41 Post-Resistance ABCC4 10257 37 13 95673857 95673857 Missense_Mutation SNP G A 34 242 c.3950C>T c.(3949-3951)ACC>ATC p.T1317I

Pat_41 Post-Resistance ABCC4 10257 37 13 95725537 95725537 Missense_Mutation SNP C T 25 164 c.2939G>A c.(2938-2940)GGT>GAT p.G980D

Pat_41 Post-Resistance UGGT2 55757 37 13 96536846 96536846 Missense_Mutation SNP G A 9 174 c.3127C>T c.(3127-3129)CCT>TCT p.P1043S

Pat_41 Post-Resistance UGGT2 55757 37 13 96638618 96638618 Missense_Mutation SNP C T 25 131 c.1000G>A c.(1000-1002)GAC>AAC p.D334N

Pat_41 Post-Resistance OXGR1 27199 37 13 97639130 97639130 Missense_Mutation SNP G A 15 230 c.884C>T c.(883-885)ACC>ATC p.T295I

Pat_41 Post-Resistance OXGR1 27199 37 13 97639230 97639230 Missense_Mutation SNP C T 10 126 c.784G>A c.(784-786)GTC>ATC p.V262I

Pat_41 Post-Resistance FARP1 10160 37 13 99092246 99092246 Missense_Mutation SNP C T 20 387 c.2465C>T c.(2464-2466)CCC>CTC p.P822L

Pat_41 Post-Resistance DOCK9 23348 37 13 99535386 99535386 Splice_Site SNP C T 5 24 c.2473_splice c.e23-1 p.D825_splice

Pat_41 Post-Resistance DOCK9 23348 37 13 99537337 99537337 Missense_Mutation SNP G A 7 113 c.2273C>T c.(2272-2274)TCC>TTC p.S758F

Pat_41 Post-Resistance DOCK9 23348 37 13 99554091 99554091 Missense_Mutation SNP G A 4 33 c.1447C>T c.(1447-1449)CTT>TTT p.L483F

Pat_41 Post-Resistance DOCK9 23348 37 13 99567691 99567691 Missense_Mutation SNP C T 3 59 c.787G>A c.(787-789)GCA>ACA p.A263T

Pat_41 Post-Resistance ZIC2 7546 37 13 100634962 100634962 Missense_Mutation SNP G A 6 38 c.644G>A c.(643-645)GGC>GAC p.G215D

Pat_41 Post-Resistance TMTC4 84899 37 13 101277863 101277863 Missense_Mutation SNP C T 5 168 c.1705G>A c.(1705-1707)GCA>ACA p.A569T

Pat_41 Post-Resistance TMTC4 84899 37 13 101287166 101287166 Missense_Mutation SNP C T 5 202 c.1342G>A c.(1342-1344)GGA>AGA p.G448R

Pat_41 Post-Resistance TMTC4 84899 37 13 101289856 101289856 Missense_Mutation SNP G A 29 219 c.878C>T c.(877-879)ACG>ATG p.T293M

Pat_41 Post-Resistance TPP2 7174 37 13 103309439 103309439 Missense_Mutation SNP C T 9 179 c.2986C>T c.(2986-2988)CCA>TCA p.P996S

Pat_41 Post-Resistance C13orf39 196541 37 13 103339383 103339383 Missense_Mutation SNP C T 10 119 c.307G>A c.(307-309)GAG>AAG p.E103K

Pat_41 Post-Resistance SLC10A2 6555 37 13 103718402 103718402 Nonsense_Mutation SNP C T 19 136 c.198G>A c.(196-198)TGG>TGA p.W66*

Pat_41 Post-Resistance FAM155A 728215 37 13 108518842 108518842 Missense_Mutation SNP C T 18 355 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_41 Post-Resistance COL4A1 1282 37 13 110833727 110833727 Missense_Mutation SNP C T 5 20 c.2105G>A c.(2104-2106)GGC>GAC p.G702D

Pat_41 Post-Resistance COL4A1 1282 37 13 110847454 110847454 Missense_Mutation SNP C T 4 87 c.1297G>A c.(1297-1299)GAA>AAA p.E433K

Pat_41 Post-Resistance COL4A1 1282 37 13 110863993 110863993 Splice_Site SNP C T 4 135 c.468_splice c.e8+1 p.K156_splice

Pat_41 Post-Resistance ING1 3621 37 13 111368182 111368182 Missense_Mutation SNP G A 5 35 c.392G>A c.(391-393)AGC>AAC p.S131N

Pat_41 Post-Resistance MCF2L 23263 37 13 113730403 113730403 Missense_Mutation SNP G C 29 28 c.1603G>C c.(1603-1605)GAA>CAA p.E535Q

Pat_41 Post-Resistance CUL4A 8451 37 13 113907510 113907510 Splice_Site SNP G A 6 109 c.1752_splice c.e17+1 p.E584_splice

Pat_41 Post-Resistance FAM70B 348013 37 13 114507949 114507949 Missense_Mutation SNP G A 4 47 c.761G>A c.(760-762)CGC>CAC p.R254H

Pat_41 Post-Resistance GAS6 2621 37 13 114531521 114531521 Missense_Mutation SNP G A 24 92 c.1307C>T c.(1306-1308)CCT>CTT p.P436L

Pat_41 Post-Resistance POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 13 248 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_41 Post-Resistance P704P 641455 37 14 20020008 20020008 Missense_Mutation SNP C G 9 531 c.213G>C c.(211-213)TGG>TGC p.W71C

Pat_41 Post-Resistance OR4K13 390433 37 14 20502229 20502229 Missense_Mutation SNP G A 8 140 c.689C>T c.(688-690)GCT>GTT p.A230V



Pat_41 Post-Resistance OR4K13 390433 37 14 20502748 20502748 Missense_Mutation SNP G A 7 104 c.170C>T c.(169-171)ACA>ATA p.T57I

Pat_41 Post-Resistance TEP1 7011 37 14 20839657 20839657 Missense_Mutation SNP G A 21 361 c.7211C>T c.(7210-7212)TCT>TTT p.S2404F

Pat_41 Post-Resistance TEP1 7011 37 14 20859138 20859138 Missense_Mutation SNP C T 42 187 c.2215G>A c.(2215-2217)GGC>AGC p.G739S

Pat_41 Post-Resistance TEP1 7011 37 14 20859195 20859195 Missense_Mutation SNP C T 11 171 c.2158G>A c.(2158-2160)GAC>AAC p.D720N

Pat_41 Post-Resistance TEP1 7011 37 14 20876360 20876360 Missense_Mutation SNP T C 6 205 c.239A>G c.(238-240)CAG>CGG p.Q80R

Pat_41 Post-Resistance TEP1 7011 37 14 20876416 20876416 Missense_Mutation SNP C T 26 88 c.183G>A c.(181-183)ATG>ATA p.M61I

Pat_41 Post-Resistance APEX1 328 37 14 20924902 20924902 Missense_Mutation SNP C T 6 191 c.322C>T c.(322-324)CTT>TTT p.L108F

Pat_41 Post-Resistance PNP 4860 37 14 20942959 20942959 Missense_Mutation SNP C T 3 52 c.313C>T c.(313-315)CTT>TTT p.L105F

Pat_41 Post-Resistance RNASE9 390443 37 14 21024667 21024667 Missense_Mutation SNP G A 12 45 c.562C>T c.(562-564)CCA>TCA p.P188S

Pat_41 Post-Resistance RNASE4 6038 37 14 21167940 21167940 Missense_Mutation SNP G A 37 462 c.410G>A c.(409-411)GGT>GAT p.G137D

Pat_41 Post-Resistance METT11D1 64745 37 14 21458680 21458680 Missense_Mutation SNP G A 14 187 c.287G>A c.(286-288)AGC>AAC p.S96N

Pat_41 Post-Resistance METT11D1 64745 37 14 21464991 21464991 Missense_Mutation SNP C T 6 177 c.1313C>T c.(1312-1314)CCT>CTT p.P438L

Pat_41 Post-Resistance TPPP2 122664 37 14 21500117 21500117 Missense_Mutation SNP G A 9 195 c.394G>A c.(394-396)GAG>AAG p.E132K

Pat_41 Post-Resistance FLJ10357 55701 37 14 21548928 21548928 Missense_Mutation SNP G A 10 88 c.2483G>A c.(2482-2484)AGC>AAC p.S828N

Pat_41 Post-Resistance TOX4 9878 37 14 21960997 21960997 Missense_Mutation SNP G A 21 305 c.1222G>A c.(1222-1224)GCT>ACT p.A408T

Pat_41 Post-Resistance OR4E2 26686 37 14 22133916 22133916 Missense_Mutation SNP C T 6 123 c.620C>T c.(619-621)TCC>TTC p.S207F

Pat_41 Post-Resistance SLC7A7 9056 37 14 23243585 23243585 Missense_Mutation SNP G A 20 291 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_41 Post-Resistance PSMB11 122706 37 14 23511780 23511780 Missense_Mutation SNP G A 7 179 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_41 Post-Resistance ACIN1 22985 37 14 23530758 23530758 Missense_Mutation SNP G A 4 50 c.3347C>T c.(3346-3348)CCC>CTC p.P1116L

Pat_41 Post-Resistance ACIN1 22985 37 14 23547399 23547399 Missense_Mutation SNP G A 42 553 c.2258C>T c.(2257-2259)ACC>ATC p.T753I

Pat_41 Post-Resistance ACIN1 22985 37 14 23549793 23549793 Missense_Mutation SNP C T 11 205 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_41 Post-Resistance EFS 10278 37 14 23829034 23829034 Missense_Mutation SNP G A 5 115 c.653C>T c.(652-654)GCT>GTT p.A218V

Pat_41 Post-Resistance MYH6 4624 37 14 23858711 23858711 Missense_Mutation SNP G A 5 65 c.3869C>T c.(3868-3870)GCC>GTC p.A1290V

Pat_41 Post-Resistance THTPA 79178 37 14 24026265 24026265 Missense_Mutation SNP G A 10 209 c.299G>A c.(298-300)GGC>GAC p.G100D

Pat_41 Post-Resistance DHRS4L1 728635 37 14 24507086 24507086 Missense_Mutation SNP G A 6 17 c.263G>A c.(262-264)TGC>TAC p.C88Y

Pat_41 Post-Resistance LRRC16B 90668 37 14 24534948 24534948 Missense_Mutation SNP G A 21 227 c.3514G>A c.(3514-3516)GGG>AGG p.G1172R

Pat_41 Post-Resistance DCAF11 80344 37 14 24586528 24586528 Missense_Mutation SNP G A 20 115 c.337G>A c.(337-339)GTG>ATG p.V113M

Pat_41 Post-Resistance DCAF11 80344 37 14 24592252 24592252 Nonsense_Mutation SNP G A 5 230 c.1472G>A c.(1471-1473)TGG>TAG p.W491*

Pat_41 Post-Resistance FAM158A 51016 37 14 24610461 24610461 Missense_Mutation SNP G A 48 223 c.53C>T c.(52-54)GCT>GTT p.A18V

Pat_41 Post-Resistance RNF31 55072 37 14 24619482 24619482 Missense_Mutation SNP G A 10 64 c.1022G>A c.(1021-1023)GGA>GAA p.G341E

Pat_41 Post-Resistance REC8 9985 37 14 24648087 24648087 Missense_Mutation SNP G A 20 224 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_41 Post-Resistance IPO4 79711 37 14 24651230 24651230 Missense_Mutation SNP G A 6 75 c.2738C>T c.(2737-2739)CCC>CTC p.P913L

Pat_41 Post-Resistance IPO4 79711 37 14 24652682 24652682 Missense_Mutation SNP C T 7 30 c.2101G>A c.(2101-2103)GAA>AAA p.E701K

Pat_41 Post-Resistance IPO4 79711 37 14 24655388 24655388 Missense_Mutation SNP C T 24 291 c.1006G>A c.(1006-1008)GTT>ATT p.V336I

Pat_41 Post-Resistance TGM1 7051 37 14 24731474 24731474 Missense_Mutation SNP G A 13 158 c.85C>T c.(85-87)CCA>TCA p.P29S

Pat_41 Post-Resistance RABGGTA 5875 37 14 24735669 24735669 Missense_Mutation SNP G A 17 202 c.1522C>T c.(1522-1524)CCC>TCC p.P508S

Pat_41 Post-Resistance CIDEB 27141 37 14 24776591 24776591 Missense_Mutation SNP C T 15 174 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_41 Post-Resistance LTB4R2 56413 37 14 24780820 24780820 Missense_Mutation SNP G A 6 98 c.1043G>A c.(1042-1044)GGC>GAC p.G348D

Pat_41 Post-Resistance NYNRIN 57523 37 14 24884569 24884569 Missense_Mutation SNP G A 13 78 c.3614G>A c.(3613-3615)GGG>GAG p.G1205E

Pat_41 Post-Resistance GZMB 3002 37 14 25101204 25101204 Missense_Mutation SNP C T 18 205 c.460G>A c.(460-462)GGA>AGA p.G154R

Pat_41 Post-Resistance NOVA1 4857 37 14 26918111 26918111 Missense_Mutation SNP G A 35 298 c.578C>T c.(577-579)ACT>ATT p.T193I

Pat_41 Post-Resistance SCFD1 23256 37 14 31119857 31119857 Splice_Site SNP G A 9 132 c.755_splice c.e9+1 p.S252_splice

Pat_41 Post-Resistance SCFD1 23256 37 14 31169453 31169453 Missense_Mutation SNP G A 32 199 c.1399G>A c.(1399-1401)GCA>ACA p.A467T

Pat_41 Post-Resistance HEATR5A 25938 37 14 31787492 31787492 Missense_Mutation SNP C T 25 425 c.3097G>A c.(3097-3099)GCA>ACA p.A1033T

Pat_41 Post-Resistance AKAP6 9472 37 14 33004938 33004938 Missense_Mutation SNP G A 12 132 c.503G>A c.(502-504)GGT>GAT p.G168D

Pat_41 Post-Resistance AKAP6 9472 37 14 33204888 33204888 Missense_Mutation SNP G A 4 76 c.3172G>A c.(3172-3174)GAC>AAC p.D1058N

Pat_41 Post-Resistance AKAP6 9472 37 14 33293569 33293569 Missense_Mutation SNP G A 14 83 c.6550G>A c.(6550-6552)GAA>AAA p.E2184K



Pat_41 Post-Resistance NPAS3 64067 37 14 33684482 33684482 Missense_Mutation SNP C T 29 257 c.235C>T c.(235-237)CCT>TCT p.P79S

Pat_41 Post-Resistance EGLN3 112399 37 14 34419841 34419841 Missense_Mutation SNP C T 6 51 c.118G>A c.(118-120)GGC>AGC p.G40S

Pat_41 Post-Resistance BAZ1A 11177 37 14 35331464 35331464 Missense_Mutation SNP G A 96 387 c.178C>T c.(178-180)CCT>TCT p.P60S

Pat_41 Post-Resistance FAM177A1 283635 37 14 35522625 35522625 Missense_Mutation SNP G A 40 286 c.238G>A c.(238-240)GAG>AAG p.E80K

Pat_41 Post-Resistance RALGAPA1 253959 37 14 36230200 36230200 Missense_Mutation SNP C T 4 20 c.382G>A c.(382-384)GGT>AGT p.G128S

Pat_41 Post-Resistance NKX2-1 7080 37 14 36987148 36987148 Missense_Mutation SNP T C 5 2 c.451A>G c.(451-453)AAG>GAG p.K151E

Pat_41 Post-Resistance PAX9 5083 37 14 37132609 37132609 Missense_Mutation SNP C T 6 47 c.512C>T c.(511-513)GCC>GTC p.A171V

Pat_41 Post-Resistance SLC25A21 89874 37 14 37180638 37180638 Nonsense_Mutation SNP C T 5 88 c.488G>A c.(487-489)TGG>TAG p.W163*

Pat_41 Post-Resistance CTAGE5 4253 37 14 39819370 39819370 Missense_Mutation SNP C T 76 407 c.2317C>T c.(2317-2319)CCC>TCC p.P773S

Pat_41 Post-Resistance FAM179B 23116 37 14 45496510 45496510 Missense_Mutation SNP G A 30 356 c.3337G>A c.(3337-3339)GGA>AGA p.G1113R

Pat_41 Post-Resistance FANCM 57697 37 14 45636294 45636294 Missense_Mutation SNP C T 6 230 c.1930C>T c.(1930-1932)CAT>TAT p.H644Y

Pat_41 Post-Resistance C14orf106 55320 37 14 45679592 45679592 Missense_Mutation SNP G A 11 85 c.3143C>T c.(3142-3144)TCT>TTT p.S1048F

Pat_41 Post-Resistance MDGA2 161357 37 14 47342764 47342764 Missense_Mutation SNP G A 6 245 c.2417C>T c.(2416-2418)CCC>CTC p.P806L

Pat_41 Post-Resistance RPL36AL 6166 37 14 50085540 50085540 Missense_Mutation SNP C T 7 317 c.283G>A c.(283-285)GGA>AGA p.G95R

Pat_41 Post-Resistance C14orf138 79609 37 14 50582884 50582884 Missense_Mutation SNP C T 11 291 c.280G>A c.(280-282)GTC>ATC p.V94I

Pat_41 Post-Resistance SOS2 6655 37 14 50585072 50585072 Missense_Mutation SNP G A 5 162 c.3989C>T c.(3988-3990)ACT>ATT p.T1330I

Pat_41 Post-Resistance NIN 51199 37 14 51224387 51224387 Missense_Mutation SNP C T 14 251 c.3361G>A c.(3361-3363)GAA>AAA p.E1121K

Pat_41 Post-Resistance NIN 51199 37 14 51228576 51228576 Missense_Mutation SNP C T 13 306 c.1828G>A c.(1828-1830)GTC>ATC p.V610I

Pat_41 Post-Resistance TRIM9 114088 37 14 51492006 51492006 Missense_Mutation SNP G A 43 616 c.895C>T c.(895-897)CGC>TGC p.R299C

Pat_41 Post-Resistance FRMD6 122786 37 14 52174941 52174941 Missense_Mutation SNP G A 5 107 c.704G>A c.(703-705)AGA>AAA p.R235K

Pat_41 Post-Resistance PTGER2 5732 37 14 52781508 52781508 Missense_Mutation SNP G A 9 57 c.242G>A c.(241-243)GGG>GAG p.G81E

Pat_41 Post-Resistance GNPNAT1 64841 37 14 53250203 53250203 Missense_Mutation SNP C T 11 115 c.155G>A c.(154-156)GGT>GAT p.G52D

Pat_41 Post-Resistance DDHD1 80821 37 14 53529728 53529728 Missense_Mutation SNP G A 33 372 c.1699C>T c.(1699-1701)CCT>TCT p.P567S

Pat_41 Post-Resistance BMP4 652 37 14 54417499 54417499 Missense_Mutation SNP G A 8 56 c.478C>T c.(478-480)CTC>TTC p.L160F

Pat_41 Post-Resistance SAMD4A 23034 37 14 55255652 55255652 Missense_Mutation SNP C T 14 160 c.2144C>T c.(2143-2145)TCC>TTC p.S715F

Pat_41 Post-Resistance WDHD1 11169 37 14 55477026 55477026 Splice_Site SNP C T 20 287 c.341_splice c.e4+1 p.S114_splice

Pat_41 Post-Resistance WDHD1 11169 37 14 55480289 55480289 Missense_Mutation SNP C T 17 237 c.103G>A c.(103-105)GGT>AGT p.G35S

Pat_41 Post-Resistance KIAA0831 22863 37 14 55847290 55847290 Splice_Site SNP C T 12 232 c.995_splice c.e7+1 p.S332_splice

Pat_41 Post-Resistance NAA30 122830 37 14 57857757 57857757 Missense_Mutation SNP C T 4 6 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_41 Post-Resistance C14orf105 55195 37 14 57948309 57948309 Nonsense_Mutation SNP G A 19 285 c.463C>T c.(463-465)CAA>TAA p.Q155*

Pat_41 Post-Resistance C14orf105 55195 37 14 57960247 57960247 Missense_Mutation SNP G A 21 251 c.187C>T c.(187-189)CCT>TCT p.P63S

Pat_41 Post-Resistance ARID4A 5926 37 14 58814531 58814531 Missense_Mutation SNP C T 13 184 c.1339C>T c.(1339-1341)CCT>TCT p.P447S

Pat_41 Post-Resistance C14orf135 64430 37 14 60581747 60581747 Missense_Mutation SNP C T 9 98 c.223C>T c.(223-225)CCA>TCA p.P75S

Pat_41 Post-Resistance C14orf39 317761 37 14 60936330 60936330 Missense_Mutation SNP G A 23 240 c.596C>T c.(595-597)GCC>GTC p.A199V

Pat_41 Post-Resistance SIX1 6495 37 14 61113141 61113141 Missense_Mutation SNP C T 9 164 c.715G>A c.(715-717)GGC>AGC p.G239S

Pat_41 Post-Resistance MNAT1 4331 37 14 61285492 61285492 Missense_Mutation SNP C T 12 220 c.614C>T c.(613-615)TCT>TTT p.S205F

Pat_41 Post-Resistance TRMT5 57570 37 14 61442231 61442231 Missense_Mutation SNP G A 14 221 c.1406C>T c.(1405-1407)CCT>CTT p.P469L

Pat_41 Post-Resistance TRMT5 57570 37 14 61446390 61446390 Missense_Mutation SNP G A 21 400 c.226C>T c.(226-228)CCT>TCT p.P76S

Pat_41 Post-Resistance SLC38A6 145389 37 14 61517308 61517308 Missense_Mutation SNP G A 16 176 c.1004G>A c.(1003-1005)TGC>TAC p.C335Y

Pat_41 Post-Resistance PRKCH 5583 37 14 61920000 61920000 Missense_Mutation SNP G A 33 215 c.889G>A c.(889-891)GTA>ATA p.V297I

Pat_41 Post-Resistance GPHB5 122876 37 14 63784554 63784554 Missense_Mutation SNP C T 4 44 c.10G>A c.(10-12)GCA>ACA p.A4T

Pat_41 Post-Resistance SYNE2 23224 37 14 64518670 64518670 Missense_Mutation SNP C T 27 215 c.8039C>T c.(8038-8040)TCT>TTT p.S2680F

Pat_41 Post-Resistance SYNE2 23224 37 14 64560166 64560166 Missense_Mutation SNP C T 68 504 c.12076C>T c.(12076-12078)CCA>TCA p.P4026S

Pat_41 Post-Resistance SYNE2 23224 37 14 64676163 64676163 Missense_Mutation SNP G A 13 56 c.18407G>A c.(18406-18408)CGC>CAC p.R6136H

Pat_41 Post-Resistance MTHFD1 4522 37 14 64894107 64894107 Missense_Mutation SNP G A 19 178 c.1180G>A c.(1180-1182)GTG>ATG p.V394M

Pat_41 Post-Resistance HSPA2 3306 37 14 65009020 65009020 Missense_Mutation SNP G A 7 95 c.1453G>A c.(1453-1455)GCC>ACC p.A485T

Pat_41 Post-Resistance C14orf50 145376 37 14 65019531 65019531 Splice_Site SNP G A 16 153 c.135_splice c.e3-1 p.R45_splice



Pat_41 Post-Resistance C14orf50 145376 37 14 65054832 65054832 Missense_Mutation SNP G A 5 180 c.901G>A c.(901-903)GCA>ACA p.A301T

Pat_41 Post-Resistance PLEKHG3 26030 37 14 65208274 65208274 Missense_Mutation SNP G A 4 105 c.2039G>A c.(2038-2040)AGC>AAC p.S680N

Pat_41 Post-Resistance SPTB 6710 37 14 65234389 65234389 Missense_Mutation SNP G A 6 151 c.6211C>T c.(6211-6213)CCC>TCC p.P2071S

Pat_41 Post-Resistance SPTB 6710 37 14 65263411 65263411 Missense_Mutation SNP G A 7 80 c.1205C>T c.(1204-1206)GCT>GTT p.A402V

Pat_41 Post-Resistance GPHN 10243 37 14 67626201 67626201 Missense_Mutation SNP C T 31 321 c.1807C>T c.(1807-1809)CCA>TCA p.P603S

Pat_41 Post-Resistance GPHN 10243 37 14 67647637 67647637 Missense_Mutation SNP G A 9 187 c.2194G>A c.(2194-2196)GTC>ATC p.V732I

Pat_41 Post-Resistance RDH12 145226 37 14 68195941 68195941 Missense_Mutation SNP G A 93 368 c.692G>A c.(691-693)GGC>GAC p.G231D

Pat_41 Post-Resistance ZFYVE26 23503 37 14 68233124 68233124 Missense_Mutation SNP T C 11 262 c.5831A>G c.(5830-5832)CAC>CGC p.H1944R

Pat_41 Post-Resistance ZFYVE26 23503 37 14 68256267 68256267 Missense_Mutation SNP G A 16 251 c.2804C>T c.(2803-2805)ACC>ATC p.T935I

Pat_41 Post-Resistance ZFYVE26 23503 37 14 68273324 68273324 Missense_Mutation SNP C T 14 147 c.955G>A c.(955-957)GCT>ACT p.A319T

Pat_41 Post-Resistance RAD51L1 5890 37 14 68331819 68331819 Missense_Mutation SNP G A 7 165 c.415G>A c.(415-417)GTG>ATG p.V139M

Pat_41 Post-Resistance ZFP36L1 677 37 14 69256443 69256443 Missense_Mutation SNP G A 14 153 c.824C>T c.(823-825)ACC>ATC p.T275I

Pat_41 Post-Resistance GALNTL1 57452 37 14 69787567 69787567 Missense_Mutation SNP G A 5 143 c.317G>A c.(316-318)CGG>CAG p.R106Q

Pat_41 Post-Resistance ADAM21 8747 37 14 70924713 70924713 Missense_Mutation SNP C T 5 137 c.497C>T c.(496-498)ACA>ATA p.T166I

Pat_41 Post-Resistance MAP3K9 4293 37 14 71227752 71227752 Missense_Mutation SNP G A 28 345 c.968C>T c.(967-969)GCC>GTC p.A323V

Pat_41 Post-Resistance PCNX 22990 37 14 71443928 71443928 Missense_Mutation SNP G A 20 157 c.874G>A c.(874-876)GCT>ACT p.A292T

Pat_41 Post-Resistance PCNX 22990 37 14 71492934 71492934 Missense_Mutation SNP C T 4 109 c.3284C>T c.(3283-3285)ACC>ATC p.T1095I

Pat_41 Post-Resistance PCNX 22990 37 14 71575321 71575321 Missense_Mutation SNP G A 8 237 c.6302G>A c.(6301-6303)GGC>GAC p.G2101D

Pat_41 Post-Resistance SIPA1L1 26037 37 14 72172002 72172002 Missense_Mutation SNP G A 45 261 c.3773G>A c.(3772-3774)GGG>GAG p.G1258E

Pat_41 Post-Resistance SIPA1L1 26037 37 14 72176117 72176117 Missense_Mutation SNP G A 26 224 c.4007G>A c.(4006-4008)AGC>AAC p.S1336N

Pat_41 Post-Resistance SIPA1L1 26037 37 14 72176140 72176140 Missense_Mutation SNP G A 41 136 c.4030G>A c.(4030-4032)GGG>AGG p.G1344R

Pat_41 Post-Resistance RGS6 9628 37 14 72936756 72936756 Nonsense_Mutation SNP G A 18 169 c.501G>A c.(499-501)TGG>TGA p.W167*

Pat_41 Post-Resistance ZFYVE1 53349 37 14 73437604 73437604 Missense_Mutation SNP G A 10 75 c.2320C>T c.(2320-2322)CCC>TCC p.P774S

Pat_41 Post-Resistance ZFYVE1 53349 37 14 73440794 73440794 Missense_Mutation SNP G A 14 200 c.2095C>T c.(2095-2097)CCA>TCA p.P699S

Pat_41 Post-Resistance RBM25 58517 37 14 73576052 73576052 Missense_Mutation SNP G A 11 168 c.1544G>A c.(1543-1545)GGA>GAA p.G515E

Pat_41 Post-Resistance ACOT1 641371 37 14 74008335 74008335 Missense_Mutation SNP C T 28 240 c.596C>T c.(595-597)ACC>ATC p.T199I

Pat_41 Post-Resistance C14orf43 91748 37 14 74196600 74196600 Missense_Mutation SNP G A 10 122 c.1838C>T c.(1837-1839)ACC>ATC p.T613I

Pat_41 Post-Resistance FAM161B 145483 37 14 74404361 74404361 Missense_Mutation SNP C T 14 298 c.1609G>A c.(1609-1611)GAG>AAG p.E537K

Pat_41 Post-Resistance VSX2 338917 37 14 74726396 74726396 Missense_Mutation SNP C T 12 188 c.671C>T c.(670-672)GCC>GTC p.A224V

Pat_41 Post-Resistance YLPM1 56252 37 14 75230492 75230492 Nonsense_Mutation SNP G A 5 122 c.300G>A c.(298-300)TGG>TGA p.W100*

Pat_41 Post-Resistance YLPM1 56252 37 14 75283760 75283760 Missense_Mutation SNP G A 3 64 c.5812G>A c.(5812-5814)GTT>ATT p.V1938I

Pat_41 Post-Resistance PROX2 283571 37 14 75329567 75329567 Missense_Mutation SNP G A 16 81 c.971C>T c.(970-972)CCC>CTC p.P324L

Pat_41 Post-Resistance DLST 1743 37 14 75360128 75360128 Splice_Site SNP G A 10 195 c.672_splice c.e9+1 p.R224_splice

Pat_41 Post-Resistance EIF2B2 8892 37 14 75470313 75470313 Missense_Mutation SNP C T 7 185 c.344C>T c.(343-345)TCC>TTC p.S115F

Pat_41 Post-Resistance NEK9 91754 37 14 75558055 75558055 Missense_Mutation SNP C T 10 136 c.2360G>A c.(2359-2361)GGA>GAA p.G787E

Pat_41 Post-Resistance BATF 10538 37 14 76013009 76013009 Missense_Mutation SNP C T 7 16 c.373C>T c.(373-375)CCC>TCC p.P125S

Pat_41 Post-Resistance FLVCR2 55640 37 14 76112793 76112793 Missense_Mutation SNP C T 6 123 c.1559C>T c.(1558-1560)GCT>GTT p.A520V

Pat_41 Post-Resistance C14orf118 55668 37 14 76642970 76642970 Missense_Mutation SNP C T 14 223 c.989C>T c.(988-990)ACC>ATC p.T330I

Pat_41 Post-Resistance KIAA1737 85457 37 14 77580174 77580174 Missense_Mutation SNP G A 10 84 c.713G>A c.(712-714)GGA>GAA p.G238E

Pat_41 Post-Resistance SPTLC2 9517 37 14 78021671 78021671 Missense_Mutation SNP G A 25 374 c.1148C>T c.(1147-1149)GCT>GTT p.A383V

Pat_41 Post-Resistance C14orf156 81892 37 14 78177234 78177234 Missense_Mutation SNP C T 8 293 c.151C>T c.(151-153)CCT>TCT p.P51S

Pat_41 Post-Resistance SNW1 22938 37 14 78189609 78189609 Missense_Mutation SNP C T 22 229 c.1045G>A c.(1045-1047)GCA>ACA p.A349T

Pat_41 Post-Resistance NRXN3 9369 37 14 79432716 79432716 Missense_Mutation SNP G A 17 397 c.1625G>A c.(1624-1626)GGC>GAC p.G542D

Pat_41 Post-Resistance STON2 85439 37 14 81837504 81837504 Nonsense_Mutation SNP C T 7 170 c.399G>A c.(397-399)TGG>TGA p.W133*

Pat_41 Post-Resistance GALC 2581 37 14 88407853 88407853 Missense_Mutation SNP C T 11 445 c.1720G>A c.(1720-1722)GGA>AGA p.G574R

Pat_41 Post-Resistance GALC 2581 37 14 88454487 88454487 Splice_Site SNP C T 28 221 c.328_splice c.e3+1 p.D110_splice

Pat_41 Post-Resistance PTPN21 11099 37 14 88946585 88946585 Missense_Mutation SNP G A 10 87 c.1190C>T c.(1189-1191)GCA>GTA p.A397V



Pat_41 Post-Resistance TDP1 55775 37 14 90450989 90450989 Nonsense_Mutation SNP G A 18 319 c.1014G>A c.(1012-1014)TGG>TGA p.W338*

Pat_41 Post-Resistance C14orf102 55051 37 14 90778814 90778814 Missense_Mutation SNP C T 8 266 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_41 Post-Resistance C14orf102 55051 37 14 90778817 90778817 Missense_Mutation SNP C T 20 248 c.478G>A c.(478-480)GGA>AGA p.G160R

Pat_41 Post-Resistance CATSPERB 79820 37 14 92126274 92126274 Missense_Mutation SNP G A 15 133 c.1339C>T c.(1339-1341)CAT>TAT p.H447Y

Pat_41 Post-Resistance TC2N 123036 37 14 92258724 92258724 Missense_Mutation SNP G A 16 262 c.1034C>T c.(1033-1035)CCT>CTT p.P345L

Pat_41 Post-Resistance FBLN5 10516 37 14 92347741 92347741 Missense_Mutation SNP C T 16 218 c.884G>A c.(883-885)AGG>AAG p.R295K

Pat_41 Post-Resistance TRIP11 9321 37 14 92480721 92480721 Missense_Mutation SNP C T 8 99 c.1024G>A c.(1024-1026)GAA>AAA p.E342K

Pat_41 Post-Resistance ATXN3 4287 37 14 92530756 92530756 Missense_Mutation SNP C T 20 265 c.994G>A c.(994-996)GAT>AAT p.D332N

Pat_41 Post-Resistance SLC24A4 123041 37 14 92953035 92953035 Missense_Mutation SNP G A 4 132 c.1397G>A c.(1396-1398)GGG>GAG p.G466E

Pat_41 Post-Resistance RIN3 79890 37 14 93142951 93142951 Missense_Mutation SNP G A 5 66 c.2467G>A c.(2467-2469)GGT>AGT p.G823S

Pat_41 Post-Resistance UBR7 55148 37 14 93686745 93686745 Missense_Mutation SNP G A 26 304 c.1111G>A c.(1111-1113)GAA>AAA p.E371K

Pat_41 Post-Resistance KIAA1409 57578 37 14 94069654 94069654 Missense_Mutation SNP G A 31 175 c.3113G>A c.(3112-3114)CGC>CAC p.R1038H

Pat_41 Post-Resistance KIAA1409 57578 37 14 94120289 94120289 Missense_Mutation SNP G A 26 487 c.5852G>A c.(5851-5853)GGG>GAG p.G1951E

Pat_41 Post-Resistance ASB2 51676 37 14 94420818 94420818 Missense_Mutation SNP G A 7 82 c.179C>T c.(178-180)CCC>CTC p.P60L

Pat_41 Post-Resistance DDX24 57062 37 14 94528586 94528586 Missense_Mutation SNP C T 6 248 c.1100G>A c.(1099-1101)GGA>GAA p.G367E

Pat_41 Post-Resistance PPP4R4 57718 37 14 94733334 94733334 Missense_Mutation SNP G A 18 149 c.2417G>A c.(2416-2418)GGG>GAG p.G806E

Pat_41 Post-Resistance SERPINA6 866 37 14 94770892 94770892 Missense_Mutation SNP C T 23 106 c.1081G>A c.(1081-1083)GCT>ACT p.A361T

Pat_41 Post-Resistance SERPINA6 866 37 14 94780820 94780820 Missense_Mutation SNP C T 7 104 c.166G>A c.(166-168)GCC>ACC p.A56T

Pat_41 Post-Resistance SERPINA11 256394 37 14 94915078 94915078 Missense_Mutation SNP C T 10 101 c.34G>A c.(34-36)GGG>AGG p.G12R

Pat_41 Post-Resistance DICER1 23405 37 14 95570047 95570047 Missense_Mutation SNP G A 45 177 c.3686C>T c.(3685-3687)CCC>CTC p.P1229L

Pat_41 Post-Resistance DICER1 23405 37 14 95570392 95570392 Missense_Mutation SNP G A 6 59 c.3341C>T c.(3340-3342)TCT>TTT p.S1114F

Pat_41 Post-Resistance TCL1A 8115 37 14 96178636 96178636 Missense_Mutation SNP G A 13 130 c.218C>T c.(217-219)CCT>CTT p.P73L

Pat_41 Post-Resistance ATG2B 55102 37 14 96781490 96781490 Splice_Site SNP C T 6 107 c.3642_splice c.e23+1 p.Q1214_splice

Pat_41 Post-Resistance C14orf129 51527 37 14 96848664 96848664 Missense_Mutation SNP G A 8 345 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_41 Post-Resistance AK7 122481 37 14 96924474 96924474 Missense_Mutation SNP G A 6 60 c.1282G>A c.(1282-1284)GAA>AAA p.E428K

Pat_41 Post-Resistance PAPOLA 10914 37 14 96994315 96994315 Missense_Mutation SNP T C 28 422 c.467T>C c.(466-468)GTT>GCT p.V156A

Pat_41 Post-Resistance SETD3 84193 37 14 99880270 99880270 Missense_Mutation SNP G A 9 146 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_41 Post-Resistance C14orf68 283600 37 14 100795750 100795750 Nonsense_Mutation SNP G A 19 219 c.695G>A c.(694-696)TGG>TAG p.W232*

Pat_41 Post-Resistance DYNC1H1 1778 37 14 102469268 102469268 Missense_Mutation SNP G A 4 92 c.4849G>A c.(4849-4851)GAA>AAA p.E1617K

Pat_41 Post-Resistance DYNC1H1 1778 37 14 102481607 102481607 Missense_Mutation SNP G A 6 49 c.7180G>A c.(7180-7182)GCA>ACA p.A2394T

Pat_41 Post-Resistance HSP90AA1 3320 37 14 102548063 102548063 Missense_Mutation SNP C T 35 388 c.2185G>A c.(2185-2187)GAA>AAA p.E729K

Pat_41 Post-Resistance TECPR2 9895 37 14 102901274 102901274 Missense_Mutation SNP G A 5 96 c.2120G>A c.(2119-2121)GGT>GAT p.G707D

Pat_41 Post-Resistance TRAF3 7187 37 14 103371855 103371855 Missense_Mutation SNP G A 15 234 c.1441G>A c.(1441-1443)GAA>AAA p.E481K

Pat_41 Post-Resistance CDC42BPB 9578 37 14 103404464 103404464 Missense_Mutation SNP G A 32 204 c.4981C>T c.(4981-4983)CCA>TCA p.P1661S

Pat_41 Post-Resistance BAG5 9529 37 14 104027231 104027231 Missense_Mutation SNP G A 19 343 c.271C>T c.(271-273)CGG>TGG p.R91W

Pat_41 Post-Resistance KLC1 3831 37 14 104038036 104038036 Missense_Mutation SNP C T 16 225 c.200C>T c.(199-201)CCT>CTT p.P67L

Pat_41 Post-Resistance ZFYVE21 79038 37 14 104195517 104195517 Missense_Mutation SNP G A 13 54 c.524G>A c.(523-525)GGA>GAA p.G175E

Pat_41 Post-Resistance AHNAK2 113146 37 14 105405604 105405604 Missense_Mutation SNP G A 4 87 c.16184C>T c.(16183-16185)TCC>TTC p.S5395F

Pat_41 Post-Resistance AHNAK2 113146 37 14 105411634 105411634 Missense_Mutation SNP G A 25 125 c.10154C>T c.(10153-10155)GCT>GTT p.A3385V

Pat_41 Post-Resistance AHNAK2 113146 37 14 105414474 105414474 Missense_Mutation SNP C T 10 176 c.7314G>A c.(7312-7314)ATG>ATA p.M2438I

Pat_41 Post-Resistance AHNAK2 113146 37 14 105414536 105414536 Missense_Mutation SNP C T 9 154 c.7252G>A c.(7252-7254)GGC>AGC p.G2418S

Pat_41 Post-Resistance AHNAK2 113146 37 14 105414764 105414764 Missense_Mutation SNP C T 24 277 c.7024G>A c.(7024-7026)GAT>AAT p.D2342N

Pat_41 Post-Resistance AHNAK2 113146 37 14 105417320 105417320 Missense_Mutation SNP C T 78 422 c.4468G>A c.(4468-4470)GAC>AAC p.D1490N

Pat_41 Post-Resistance CDCA4 55038 37 14 105478184 105478184 Missense_Mutation SNP G A 27 148 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_41 Post-Resistance NUDT14 256281 37 14 105643073 105643073 Missense_Mutation SNP C T 6 185 c.226G>A c.(226-228)GGG>AGG p.G76R

Pat_41 Post-Resistance PACS2 23241 37 14 105846131 105846131 Missense_Mutation SNP C T 25 135 c.1015C>T c.(1015-1017)CAC>TAC p.H339Y

Pat_41 Post-Resistance OR4M2 390538 37 15 22368615 22368615 Missense_Mutation SNP C T 17 233 c.40C>T c.(40-42)CTC>TTC p.L14F



Pat_41 Post-Resistance TUBGCP5 114791 37 15 22848242 22848242 Missense_Mutation SNP C T 7 73 c.832C>T c.(832-834)CTT>TTT p.L278F

Pat_41 Post-Resistance SNRPN 6638 37 15 25221514 25221514 Missense_Mutation SNP G A 8 209 c.218G>A c.(217-219)CGT>CAT p.R73H

Pat_41 Post-Resistance SNRPN 6638 37 15 25222934 25222934 Missense_Mutation SNP C T 7 133 c.430C>T c.(430-432)CCA>TCA p.P144S

Pat_41 Post-Resistance ATP10A 57194 37 15 25981245 25981245 Missense_Mutation SNP C T 12 160 c.698G>A c.(697-699)TGC>TAC p.C233Y

Pat_41 Post-Resistance OCA2 4948 37 15 28202856 28202856 Nonsense_Mutation SNP C T 9 70 c.1662G>A c.(1660-1662)TGG>TGA p.W554*

Pat_41 Post-Resistance HERC2 8924 37 15 28422190 28422190 Missense_Mutation SNP G A 8 90 c.9338C>T c.(9337-9339)GCC>GTC p.A3113V

Pat_41 Post-Resistance HERC2 8924 37 15 28474855 28474855 Missense_Mutation SNP C T 8 436 c.4948G>A c.(4948-4950)GAT>AAT p.D1650N

Pat_41 Post-Resistance APBA2 321 37 15 29346358 29346358 Missense_Mutation SNP C T 39 178 c.271C>T c.(271-273)CCT>TCT p.P91S

Pat_41 Post-Resistance APBA2 321 37 15 29346562 29346562 Missense_Mutation SNP G A 7 75 c.475G>A c.(475-477)GAC>AAC p.D159N

Pat_41 Post-Resistance TJP1 7082 37 15 30012903 30012903 Missense_Mutation SNP C T 11 90 c.2422G>A c.(2422-2424)GCT>ACT p.A808T

Pat_41 Post-Resistance MTMR10 54893 37 15 31234238 31234238 Missense_Mutation SNP G A 22 352 c.1769C>T c.(1768-1770)GCC>GTC p.A590V

Pat_41 Post-Resistance ARHGAP11A 9824 37 15 32908495 32908495 Missense_Mutation SNP G A 10 48 c.83G>A c.(82-84)GGG>GAG p.G28E

Pat_41 Post-Resistance RYR3 6263 37 15 33842432 33842432 Missense_Mutation SNP C T 5 48 c.887C>T c.(886-888)GCC>GTC p.A296V

Pat_41 Post-Resistance RYR3 6263 37 15 33855095 33855095 Missense_Mutation SNP C T 6 63 c.1030C>T c.(1030-1032)CCA>TCA p.P344S

Pat_41 Post-Resistance RYR3 6263 37 15 33916169 33916169 Missense_Mutation SNP C T 72 282 c.2519C>T c.(2518-2520)ACC>ATC p.T840I

Pat_41 Post-Resistance RYR3 6263 37 15 33916180 33916180 Missense_Mutation SNP C T 43 350 c.2530C>T c.(2530-2532)CTC>TTC p.L844F

Pat_41 Post-Resistance RYR3 6263 37 15 34133026 34133026 Missense_Mutation SNP G A 15 84 c.12979G>A c.(12979-12981)GCA>ACA p.A4327T

Pat_41 Post-Resistance TMEM85 51234 37 15 34520009 34520009 Missense_Mutation SNP C T 9 147 c.317C>T c.(316-318)GCC>GTC p.A106V

Pat_41 Post-Resistance SLC12A6 9990 37 15 34533510 34533510 Missense_Mutation SNP G A 5 179 c.2191C>T c.(2191-2193)CGT>TGT p.R731C

Pat_41 Post-Resistance C15orf55 256646 37 15 34642915 34642915 Missense_Mutation SNP C T 4 113 c.736C>T c.(736-738)CGT>TGT p.R246C

Pat_41 Post-Resistance C15orf55 256646 37 15 34642939 34642939 Missense_Mutation SNP A G 65 78 c.760A>G c.(760-762)ACT>GCT p.T254A

Pat_41 Post-Resistance C15orf55 256646 37 15 34647827 34647827 Missense_Mutation SNP C T 8 53 c.1534C>T c.(1534-1536)CCT>TCT p.P512S

Pat_41 Post-Resistance C15orf55 256646 37 15 34648920 34648920 Missense_Mutation SNP C T 12 35 c.2627C>T c.(2626-2628)TCC>TTC p.S876F

Pat_41 Post-Resistance FAM98B 283742 37 15 38757556 38757556 Missense_Mutation SNP G A 4 110 c.304G>A c.(304-306)GAT>AAT p.D102N

Pat_41 Post-Resistance EIF2AK4 440275 37 15 40265849 40265849 Missense_Mutation SNP G A 36 316 c.1717G>A c.(1717-1719)GCT>ACT p.A573T

Pat_41 Post-Resistance BUB1B 701 37 15 40494795 40494795 Missense_Mutation SNP C T 22 456 c.1634C>T c.(1633-1635)CCT>CTT p.P545L

Pat_41 Post-Resistance BUB1B 701 37 15 40498511 40498511 Missense_Mutation SNP C T 6 119 c.1861C>T c.(1861-1863)CCT>TCT p.P621S

Pat_41 Post-Resistance BUB1B 701 37 15 40505561 40505561 Missense_Mutation SNP C T 13 128 c.2564C>T c.(2563-2565)ACC>ATC p.T855I

Pat_41 Post-Resistance PAK6 56924 37 15 40558338 40558338 Missense_Mutation SNP G A 7 32 c.500G>A c.(499-501)CGG>CAG p.R167Q

Pat_41 Post-Resistance DISP2 85455 37 15 40659601 40659601 Missense_Mutation SNP G A 15 515 c.1288G>A c.(1288-1290)GTG>ATG p.V430M

Pat_41 Post-Resistance DISP2 85455 37 15 40662506 40662506 Missense_Mutation SNP G A 6 113 c.4193G>A c.(4192-4194)GGC>GAC p.G1398D

Pat_41 Post-Resistance CHST14 113189 37 15 40764301 40764301 Missense_Mutation SNP G A 5 103 c.889G>A c.(889-891)GGC>AGC p.G297S

Pat_41 Post-Resistance CASC5 57082 37 15 40916810 40916810 Missense_Mutation SNP C T 8 118 c.4426C>T c.(4426-4428)CCT>TCT p.P1476S

Pat_41 Post-Resistance EXD1 161829 37 15 41476314 41476314 Missense_Mutation SNP C T 16 171 c.1360G>A c.(1360-1362)GAA>AAA p.E454K

Pat_41 Post-Resistance EXD1 161829 37 15 41487977 41487977 Missense_Mutation SNP G A 7 63 c.542C>T c.(541-543)ACA>ATA p.T181I

Pat_41 Post-Resistance RTF1 23168 37 15 41763531 41763531 Missense_Mutation SNP G A 7 205 c.1187G>A c.(1186-1188)AGC>AAC p.S396N

Pat_41 Post-Resistance RPAP1 26015 37 15 41814373 41814373 Missense_Mutation SNP G A 7 53 c.2818C>T c.(2818-2820)CTC>TTC p.L940F

Pat_41 Post-Resistance RPAP1 26015 37 15 41822178 41822178 Splice_Site SNP C T 5 45 c.944_splice c.e8-1 p.A315_splice

Pat_41 Post-Resistance TYRO3 7301 37 15 41861190 41861190 Missense_Mutation SNP C T 10 116 c.1222C>T c.(1222-1224)CCA>TCA p.P408S

Pat_41 Post-Resistance MGA 23269 37 15 42003155 42003155 Missense_Mutation SNP G A 71 425 c.2692G>A c.(2692-2694)GCA>ACA p.A898T

Pat_41 Post-Resistance MAPKBP1 23005 37 15 42105184 42105184 Missense_Mutation SNP C T 16 216 c.704C>T c.(703-705)ACT>ATT p.T235I

Pat_41 Post-Resistance JMJD7-PLA2G4B 8681 37 15 42136691 42136691 Missense_Mutation SNP C T 16 97 c.902C>T c.(901-903)GCC>GTC p.A301V

Pat_41 Post-Resistance SPTBN5 51332 37 15 42166131 42166131 Missense_Mutation SNP C T 9 54 c.4697G>A c.(4696-4698)TGC>TAC p.C1566Y

Pat_41 Post-Resistance PLA2G4E 123745 37 15 42278083 42278083 Missense_Mutation SNP G A 5 22 c.2069C>T c.(2068-2070)GCC>GTC p.A690V

Pat_41 Post-Resistance TMEM87A 25963 37 15 42523457 42523457 Missense_Mutation SNP G A 22 113 c.1064C>T c.(1063-1065)GCC>GTC p.A355V

Pat_41 Post-Resistance TMEM87A 25963 37 15 42556401 42556401 Missense_Mutation SNP C T 6 39 c.292G>A c.(292-294)GCA>ACA p.A98T

Pat_41 Post-Resistance ZFP106 64397 37 15 42730815 42730815 Missense_Mutation SNP G A 3 68 c.4526C>T c.(4525-4527)TCT>TTT p.S1509F



Pat_41 Post-Resistance ZFP106 64397 37 15 42742210 42742210 Missense_Mutation SNP C T 11 145 c.2191G>A c.(2191-2193)GAT>AAT p.D731N

Pat_41 Post-Resistance CDAN1 146059 37 15 43028515 43028515 Missense_Mutation SNP G A 5 37 c.554C>T c.(553-555)CCC>CTC p.P185L

Pat_41 Post-Resistance UBR1 197131 37 15 43347061 43347061 Missense_Mutation SNP C T 20 139 c.1318G>A c.(1318-1320)GTC>ATC p.V440I

Pat_41 Post-Resistance UBR1 197131 37 15 43351996 43351996 Missense_Mutation SNP G A 22 114 c.889C>T c.(889-891)CCA>TCA p.P297S

Pat_41 Post-Resistance UBR1 197131 37 15 43367242 43367242 Missense_Mutation SNP C T 78 330 c.463G>A c.(463-465)GAG>AAG p.E155K

Pat_41 Post-Resistance TP53BP1 7158 37 15 43739659 43739659 Missense_Mutation SNP G A 5 77 c.2726C>T c.(2725-2727)CCT>CTT p.P909L

Pat_41 Post-Resistance STRC 161497 37 15 43892271 43892271 Missense_Mutation SNP G A 4 97 c.5126C>T c.(5125-5127)ACC>ATC p.T1709I

Pat_41 Post-Resistance PDIA3 2923 37 15 44038801 44038801 Missense_Mutation SNP G A 11 76 c.64G>A c.(64-66)GCC>ACC p.A22T

Pat_41 Post-Resistance PDIA3 2923 37 15 44058135 44058135 Missense_Mutation SNP G A 15 119 c.770G>A c.(769-771)GGC>GAC p.G257D

Pat_41 Post-Resistance SERINC4 619189 37 15 44089112 44089112 Missense_Mutation SNP C T 36 303 c.139G>A c.(139-141)GCT>ACT p.A47T

Pat_41 Post-Resistance C15orf63 25764 37 15 44092969 44092969 Missense_Mutation SNP C T 4 45 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_41 Post-Resistance MFAP1 4236 37 15 44097432 44097432 Missense_Mutation SNP G A 5 143 c.1180C>T c.(1180-1182)CTT>TTT p.L394F

Pat_41 Post-Resistance SPG11 80208 37 15 44865859 44865859 Nonsense_Mutation SNP G A 5 55 c.6091C>T c.(6091-6093)CGA>TGA p.R2031*

Pat_41 Post-Resistance SPG11 80208 37 15 44951346 44951346 Missense_Mutation SNP C T 9 305 c.598G>A c.(598-600)GTG>ATG p.V200M

Pat_41 Post-Resistance DUOX2 50506 37 15 45404102 45404102 Missense_Mutation SNP G A 5 58 c.377C>T c.(376-378)GCC>GTC p.A126V

Pat_41 Post-Resistance DUOX1 53905 37 15 45448032 45448032 Missense_Mutation SNP G A 15 259 c.3607G>A c.(3607-3609)GCC>ACC p.A1203T

Pat_41 Post-Resistance MYEF2 50804 37 15 48450388 48450388 Missense_Mutation SNP G A 6 145 c.905C>T c.(904-906)CCT>CTT p.P302L

Pat_41 Post-Resistance SLC12A1 6557 37 15 48539187 48539187 Missense_Mutation SNP C T 8 626 c.1534C>T c.(1534-1536)CTT>TTT p.L512F

Pat_41 Post-Resistance FBN1 2200 37 15 48714178 48714178 Missense_Mutation SNP C T 26 117 c.7541G>A c.(7540-7542)GGA>GAA p.G2514E

Pat_41 Post-Resistance FBN1 2200 37 15 48808499 48808499 Missense_Mutation SNP G A 8 163 c.1208C>T c.(1207-1209)CCC>CTC p.P403L

Pat_41 Post-Resistance CEP152 22995 37 15 49030589 49030589 Missense_Mutation SNP C T 35 449 c.4822G>A c.(4822-4824)GCT>ACT p.A1608T

Pat_41 Post-Resistance CEP152 22995 37 15 49054863 49054863 Missense_Mutation SNP C T 6 73 c.2287G>A c.(2287-2289)GAA>AAA p.E763K

Pat_41 Post-Resistance SHC4 399694 37 15 49127160 49127160 Missense_Mutation SNP G A 4 32 c.1543C>T c.(1543-1545)CCA>TCA p.P515S

Pat_41 Post-Resistance SECISBP2L 9728 37 15 49301504 49301504 Missense_Mutation SNP G A 35 279 c.1936C>T c.(1936-1938)CCT>TCT p.P646S

Pat_41 Post-Resistance SPPL2A 84888 37 15 51039816 51039816 Missense_Mutation SNP C T 11 179 c.460G>A c.(460-462)GAT>AAT p.D154N

Pat_41 Post-Resistance AP4E1 23431 37 15 51223077 51223077 Missense_Mutation SNP C T 13 162 c.778C>T c.(778-780)CCA>TCA p.P260S

Pat_41 Post-Resistance AP4E1 23431 37 15 51250845 51250845 Missense_Mutation SNP A G 57 195 c.1705A>G c.(1705-1707)AAT>GAT p.N569D

Pat_41 Post-Resistance CYP19A1 1588 37 15 51503123 51503123 Missense_Mutation SNP C T 14 175 c.1394G>A c.(1393-1395)GGA>GAA p.G465E

Pat_41 Post-Resistance CYP19A1 1588 37 15 51504669 51504669 Missense_Mutation SNP C T 8 223 c.1111G>A c.(1111-1113)GAC>AAC p.D371N

Pat_41 Post-Resistance GLDN 342035 37 15 51693888 51693888 Missense_Mutation SNP G A 5 82 c.1126G>A c.(1126-1128)GTT>ATT p.V376I

Pat_41 Post-Resistance TMOD2 29767 37 15 52090395 52090395 Missense_Mutation SNP C T 3 36 c.734C>T c.(733-735)GCT>GTT p.A245V

Pat_41 Post-Resistance TMOD2 29767 37 15 52100629 52100629 Missense_Mutation SNP G A 8 200 c.1034G>A c.(1033-1035)AGA>AAA p.R345K

Pat_41 Post-Resistance MYO5C 55930 37 15 52506800 52506800 Missense_Mutation SNP C T 6 45 c.4042G>A c.(4042-4044)GCC>ACC p.A1348T

Pat_41 Post-Resistance MYO5C 55930 37 15 52521391 52521391 Missense_Mutation SNP C T 31 232 c.3146G>A c.(3145-3147)GGG>GAG p.G1049E

Pat_41 Post-Resistance ONECUT1 3175 37 15 53081177 53081177 Missense_Mutation SNP G A 4 106 c.905C>T c.(904-906)ACC>ATC p.T302I

Pat_41 Post-Resistance UNC13C 440279 37 15 54542591 54542591 Missense_Mutation SNP G A 15 118 c.3397G>A c.(3397-3399)GTG>ATG p.V1133M

Pat_41 Post-Resistance PYGO1 26108 37 15 55838474 55838474 Missense_Mutation SNP G A 11 560 c.1007C>T c.(1006-1008)TCT>TTT p.S336F

Pat_41 Post-Resistance ZNF280D 54816 37 15 56961124 56961124 Missense_Mutation SNP C T 19 297 c.1442G>A c.(1441-1443)AGG>AAG p.R481K

Pat_41 Post-Resistance ALDH1A2 8854 37 15 58302858 58302858 Missense_Mutation SNP G A 29 112 c.482C>T c.(481-483)ACC>ATC p.T161I

Pat_41 Post-Resistance CCNB2 9133 37 15 59406644 59406644 Missense_Mutation SNP G A 15 74 c.269G>A c.(268-270)GGT>GAT p.G90D

Pat_41 Post-Resistance NARG2 79664 37 15 60770197 60770197 Translation_Start_Site SNP C T 11 195 c.-20G>A c.(-22--18)GAGTG>GAATG

Pat_41 Post-Resistance VPS13C 54832 37 15 62242617 62242617 Splice_Site SNP C T 34 202 c.4537_splice c.e41-1 p.A1513_splice

Pat_41 Post-Resistance VPS13C 54832 37 15 62253795 62253795 Missense_Mutation SNP G A 13 78 c.3901C>T c.(3901-3903)CTT>TTT p.L1301F

Pat_41 Post-Resistance VPS13C 54832 37 15 62259578 62259578 Missense_Mutation SNP C T 4 110 c.2980G>A c.(2980-2982)GAG>AAG p.E994K

Pat_41 Post-Resistance TLN2 83660 37 15 62967473 62967473 Missense_Mutation SNP C T 18 172 c.910C>T c.(910-912)CTC>TTC p.L304F

Pat_41 Post-Resistance TLN2 83660 37 15 63131181 63131181 Splice_Site SNP G A 10 225 c.7500_splice c.e55+1 p.Q2500_splice

Pat_41 Post-Resistance HERC1 8925 37 15 63904493 63904493 Missense_Mutation SNP G A 3 42 c.14357C>T c.(14356-14358)ACT>ATT p.T4786I



Pat_41 Post-Resistance HERC1 8925 37 15 63986511 63986511 Missense_Mutation SNP C T 6 29 c.5480G>A c.(5479-5481)GGG>GAG p.G1827E

Pat_41 Post-Resistance HERC1 8925 37 15 64041612 64041612 Missense_Mutation SNP C T 114 507 c.2173G>A c.(2173-2175)GCT>ACT p.A725T

Pat_41 Post-Resistance DAPK2 23604 37 15 64204397 64204397 Splice_Site SNP C T 36 170 c.859_splice c.e10-1 p.P287_splice

Pat_41 Post-Resistance DAPK2 23604 37 15 64218255 64218255 Nonsense_Mutation SNP G A 28 148 c.697C>T c.(697-699)CAG>TAG p.Q233*

Pat_41 Post-Resistance ZNF609 23060 37 15 64915161 64915161 Missense_Mutation SNP G A 10 88 c.883G>A c.(883-885)GCT>ACT p.A295T

Pat_41 Post-Resistance ZNF609 23060 37 15 64973514 64973514 Missense_Mutation SNP C T 36 592 c.4169C>T c.(4168-4170)TCT>TTT p.S1390F

Pat_41 Post-Resistance PIF1 80119 37 15 65112045 65112045 Splice_Site SNP C T 6 34 c.1333_splice c.e8+1 p.G445_splice

Pat_41 Post-Resistance SPG21 51324 37 15 65262548 65262548 Missense_Mutation SNP C T 20 154 c.465G>A c.(463-465)ATG>ATA p.M155I

Pat_41 Post-Resistance OSTBETA 123264 37 15 65345356 65345356 Missense_Mutation SNP G A 8 22 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_41 Post-Resistance CLPX 10845 37 15 65447338 65447338 Missense_Mutation SNP C T 25 99 c.1393G>A c.(1393-1395)GAA>AAA p.E465K

Pat_41 Post-Resistance IGDCC4 57722 37 15 65686851 65686851 Missense_Mutation SNP G A 4 118 c.1612C>T c.(1612-1614)CCC>TCC p.P538S

Pat_41 Post-Resistance IGDCC4 57722 37 15 65703556 65703556 Missense_Mutation SNP C T 7 90 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_41 Post-Resistance C15orf44 81556 37 15 65899703 65899703 Missense_Mutation SNP C T 19 89 c.16G>A c.(16-18)GTA>ATA p.V6I

Pat_41 Post-Resistance DENND4A 10260 37 15 65989644 65989644 Nonsense_Mutation SNP G A 24 121 c.2779C>T c.(2779-2781)CAA>TAA p.Q927*

Pat_41 Post-Resistance MEGF11 84465 37 15 66210399 66210399 Missense_Mutation SNP G A 12 82 c.1991C>T c.(1990-1992)GCC>GTC p.A664V

Pat_41 Post-Resistance MAP2K1 5604 37 15 66727463 66727463 Missense_Mutation SNP T A 24 320 c.179T>A c.(178-180)GTG>GAG p.V60E

Pat_41 Post-Resistance SMAD3 4088 37 15 67358595 67358595 Missense_Mutation SNP G A 5 49 c.103G>A c.(103-105)GTC>ATC p.V35I

Pat_41 Post-Resistance IQCH 64799 37 15 67649682 67649682 Splice_Site SNP G A 6 166 c.638_splice c.e7-1 p.A213_splice

Pat_41 Post-Resistance PIAS1 8554 37 15 68466133 68466133 Missense_Mutation SNP G A 12 82 c.1072G>A c.(1072-1074)GAC>AAC p.D358N

Pat_41 Post-Resistance FEM1B 10116 37 15 68583233 68583233 Missense_Mutation SNP C T 28 382 c.1537C>T c.(1537-1539)CTT>TTT p.L513F

Pat_41 Post-Resistance CORO2B 10391 37 15 69006908 69006908 Missense_Mutation SNP C T 32 173 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_41 Post-Resistance CORO2B 10391 37 15 69006925 69006925 Missense_Mutation SNP G A 16 251 c.793G>A c.(793-795)GAG>AAG p.E265K

Pat_41 Post-Resistance TLE3 7090 37 15 70351756 70351756 Missense_Mutation SNP G A 14 33 c.758C>T c.(757-759)TCC>TTC p.S253F

Pat_41 Post-Resistance THSD4 79875 37 15 71535088 71535088 Missense_Mutation SNP C T 14 143 c.565C>T c.(565-567)CTC>TTC p.L189F

Pat_41 Post-Resistance THSD4 79875 37 15 72037505 72037505 Missense_Mutation SNP G A 38 379 c.1967G>A c.(1966-1968)AGT>AAT p.S656N

Pat_41 Post-Resistance THSD4 79875 37 15 72050323 72050323 Missense_Mutation SNP G A 17 99 c.2498G>A c.(2497-2499)GGC>GAC p.G833D

Pat_41 Post-Resistance MYO9A 4649 37 15 72154922 72154922 Missense_Mutation SNP C T 20 226 c.6010G>A c.(6010-6012)GCC>ACC p.A2004T

Pat_41 Post-Resistance MYO9A 4649 37 15 72190435 72190435 Missense_Mutation SNP C T 8 124 c.4409G>A c.(4408-4410)GGA>GAA p.G1470E

Pat_41 Post-Resistance MYO9A 4649 37 15 72193596 72193596 Nonsense_Mutation SNP C T 14 139 c.3086G>A c.(3085-3087)TGG>TAG p.W1029*

Pat_41 Post-Resistance MYO9A 4649 37 15 72227775 72227775 Missense_Mutation SNP C T 18 169 c.2429G>A c.(2428-2430)AGA>AAA p.R810K

Pat_41 Post-Resistance MYO9A 4649 37 15 72338085 72338085 Missense_Mutation SNP C T 10 131 c.820G>A c.(820-822)GGA>AGA p.G274R

Pat_41 Post-Resistance PKM2 5315 37 15 72511407 72511407 Missense_Mutation SNP G A 14 201 c.32C>T c.(31-33)GCC>GTC p.A11V

Pat_41 Post-Resistance PARP6 56965 37 15 72552862 72552862 Missense_Mutation SNP G A 22 292 c.713C>T c.(712-714)CCT>CTT p.P238L

Pat_41 Post-Resistance ADPGK 83440 37 15 73064173 73064173 Missense_Mutation SNP C T 10 105 c.473G>A c.(472-474)GGA>GAA p.G158E

Pat_41 Post-Resistance NEO1 4756 37 15 73590859 73590859 Missense_Mutation SNP C T 21 192 c.4072C>T c.(4072-4074)CCA>TCA p.P1358S

Pat_41 Post-Resistance CD276 80381 37 15 74001997 74001997 Missense_Mutation SNP G A 4 112 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_41 Post-Resistance PML 5371 37 15 74336714 74336714 Missense_Mutation SNP C T 17 51 c.2014C>T c.(2014-2016)CCT>TCT p.P672S

Pat_41 Post-Resistance STRA6 64220 37 15 74483219 74483219 Missense_Mutation SNP C T 6 93 c.889G>A c.(889-891)GTG>ATG p.V297M

Pat_41 Post-Resistance SEMA7A 8482 37 15 74703085 74703085 Nonsense_Mutation SNP C T 3 37 c.1881G>A c.(1879-1881)TGG>TGA p.W627*

Pat_41 Post-Resistance ARID3B 10620 37 15 74836480 74836480 Missense_Mutation SNP C T 4 101 c.203C>T c.(202-204)CCC>CTC p.P68L

Pat_41 Post-Resistance ULK3 25989 37 15 75134640 75134640 Missense_Mutation SNP A T 29 48 c.224T>A c.(223-225)GTG>GAG p.V75E

Pat_41 Post-Resistance NEIL1 79661 37 15 75641568 75641568 Missense_Mutation SNP C T 13 73 c.322C>T c.(322-324)CCC>TCC p.P108S

Pat_41 Post-Resistance MAN2C1 4123 37 15 75649222 75649222 Missense_Mutation SNP C T 16 132 c.2569G>A c.(2569-2571)GAT>AAT p.D857N

Pat_41 Post-Resistance CSPG4 1464 37 15 75968751 75968751 Missense_Mutation SNP C T 8 113 c.6109G>A c.(6109-6111)GCC>ACC p.A2037T

Pat_41 Post-Resistance CSPG4 1464 37 15 75970054 75970054 Nonsense_Mutation SNP C T 48 270 c.5124G>A c.(5122-5124)TGG>TGA p.W1708*

Pat_41 Post-Resistance C15orf27 123591 37 15 76467899 76467899 Splice_Site SNP G A 5 64 c.653_splice c.e8-1 p.A218_splice

Pat_41 Post-Resistance ETFA 2108 37 15 76576148 76576148 Missense_Mutation SNP C T 5 84 c.683G>A c.(682-684)GGA>GAA p.G228E



Pat_41 Post-Resistance RCN2 5955 37 15 77239805 77239805 Missense_Mutation SNP G A 10 195 c.605G>A c.(604-606)GGT>GAT p.G202D

Pat_41 Post-Resistance HMG20A 10363 37 15 77750772 77750772 Missense_Mutation SNP C T 22 118 c.23C>T c.(22-24)TCC>TTC p.S8F

Pat_41 Post-Resistance LINGO1 84894 37 15 77907294 77907294 Missense_Mutation SNP C T 3 32 c.955G>A c.(955-957)GTG>ATG p.V319M

Pat_41 Post-Resistance TBC1D2B 23102 37 15 78305252 78305252 Missense_Mutation SNP G A 10 68 c.2183C>T c.(2182-2184)ACC>ATC p.T728I

Pat_41 Post-Resistance ACSBG1 23205 37 15 78486346 78486346 Missense_Mutation SNP G A 4 102 c.470C>T c.(469-471)GCC>GTC p.A157V

Pat_41 Post-Resistance MORF4L1 10933 37 15 79177389 79177389 Missense_Mutation SNP G A 8 160 c.236G>A c.(235-237)GGA>GAA p.G79E

Pat_41 Post-Resistance FAH 2184 37 15 80452789 80452789 Missense_Mutation SNP C T 26 147 c.352C>T c.(352-354)CCA>TCA p.P118S

Pat_41 Post-Resistance KIAA1199 57214 37 15 81234254 81234254 Missense_Mutation SNP G A 5 75 c.3472G>A c.(3472-3474)GGC>AGC p.G1158S

Pat_41 Post-Resistance C15orf26 161502 37 15 81440695 81440695 Missense_Mutation SNP G A 10 224 c.727G>A c.(727-729)GAG>AAG p.E243K

Pat_41 Post-Resistance IL16 3603 37 15 81582852 81582852 Missense_Mutation SNP G A 5 68 c.1391G>A c.(1390-1392)GGA>GAA p.G464E

Pat_41 Post-Resistance IL16 3603 37 15 81592083 81592083 Missense_Mutation SNP C T 6 120 c.2416C>T c.(2416-2418)CCA>TCA p.P806S

Pat_41 Post-Resistance IL16 3603 37 15 81593774 81593774 Missense_Mutation SNP C T 5 89 c.3239C>T c.(3238-3240)TCC>TTC p.S1080F

Pat_41 Post-Resistance IL16 3603 37 15 81601023 81601023 Missense_Mutation SNP C T 13 120 c.3883C>T c.(3883-3885)CTC>TTC p.L1295F

Pat_41 Post-Resistance STARD5 80765 37 15 81614753 81614753 Missense_Mutation SNP G A 22 271 c.278C>T c.(277-279)ACT>ATT p.T93I

Pat_41 Post-Resistance FAM154B 283726 37 15 82555224 82555224 Missense_Mutation SNP G A 5 9 c.4G>A c.(4-6)GGA>AGA p.G2R

Pat_41 Post-Resistance FAM154B 283726 37 15 82574472 82574472 Missense_Mutation SNP C T 7 101 c.266C>T c.(265-267)GCT>GTT p.A89V

Pat_41 Post-Resistance BTBD1 53339 37 15 83718861 83718861 Missense_Mutation SNP C T 16 185 c.628G>A c.(628-630)GCA>ACA p.A210T

Pat_41 Post-Resistance ZNF592 9640 37 15 85326544 85326544 Missense_Mutation SNP G A 5 81 c.638G>A c.(637-639)GGG>GAG p.G213E

Pat_41 Post-Resistance ALPK3 57538 37 15 85407795 85407795 Missense_Mutation SNP C T 7 67 c.5228C>T c.(5227-5229)CCG>CTG p.P1743L

Pat_41 Post-Resistance PDE8A 5151 37 15 85666332 85666332 Missense_Mutation SNP G A 25 202 c.1993G>A c.(1993-1995)GTC>ATC p.V665I

Pat_41 Post-Resistance AKAP13 11214 37 15 86123382 86123382 Missense_Mutation SNP G A 48 194 c.2083G>A c.(2083-2085)GCA>ACA p.A695T

Pat_41 Post-Resistance AKAP13 11214 37 15 86125252 86125252 Missense_Mutation SNP C T 5 150 c.3953C>T c.(3952-3954)GCC>GTC p.A1318V

Pat_41 Post-Resistance AKAP13 11214 37 15 86198921 86198921 Missense_Mutation SNP G A 12 108 c.4648G>A c.(4648-4650)GTC>ATC p.V1550I

Pat_41 Post-Resistance KLHL25 64410 37 15 86312573 86312573 Missense_Mutation SNP C T 8 81 c.469G>A c.(469-471)GAC>AAC p.D157N

Pat_41 Post-Resistance NTRK3 4916 37 15 88472468 88472468 Missense_Mutation SNP C T 17 180 c.2087G>A c.(2086-2088)GGG>GAG p.G696E

Pat_41 Post-Resistance DET1 55070 37 15 89056328 89056328 Missense_Mutation SNP C T 8 43 c.1507G>A c.(1507-1509)GCG>ACG p.A503T

Pat_41 Post-Resistance AEN 64782 37 15 89169838 89169838 Missense_Mutation SNP C T 13 416 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_41 Post-Resistance FANCI 55215 37 15 89804815 89804815 Splice_Site SNP G A 22 256 c.289_splice c.e5-1 p.A97_splice

Pat_41 Post-Resistance FANCI 55215 37 15 89820021 89820021 Missense_Mutation SNP G A 4 136 c.1192G>A c.(1192-1194)GTT>ATT p.V398I

Pat_41 Post-Resistance C15orf42 90381 37 15 90161420 90161420 Missense_Mutation SNP G A 11 448 c.2998G>A c.(2998-3000)GAG>AAG p.E1000K

Pat_41 Post-Resistance C15orf42 90381 37 15 90167155 90167155 Missense_Mutation SNP G A 14 184 c.3614G>A c.(3613-3615)GGG>GAG p.G1205E

Pat_41 Post-Resistance C15orf42 90381 37 15 90168430 90168430 Missense_Mutation SNP C T 5 80 c.4889C>T c.(4888-4890)TCC>TTC p.S1630F

Pat_41 Post-Resistance ANPEP 290 37 15 90348690 90348690 Missense_Mutation SNP C T 4 41 c.619G>A c.(619-621)GTG>ATG p.V207M

Pat_41 Post-Resistance IDH2 3418 37 15 90631606 90631606 Missense_Mutation SNP C T 8 201 c.663G>A c.(661-663)ATG>ATA p.M221I

Pat_41 Post-Resistance IQGAP1 8826 37 15 90984917 90984917 Splice_Site SNP G A 4 96 c.828_splice c.e8+1 p.R276_splice

Pat_41 Post-Resistance IQGAP1 8826 37 15 90996028 90996028 Missense_Mutation SNP T A 17 264 c.1184T>A c.(1183-1185)ATT>AAT p.I395N

Pat_41 Post-Resistance UNC45A 55898 37 15 91491911 91491911 Missense_Mutation SNP G A 5 112 c.1765G>A c.(1765-1767)GTG>ATG p.V589M

Pat_41 Post-Resistance SV2B 9899 37 15 91803625 91803625 Missense_Mutation SNP G A 14 117 c.994G>A c.(994-996)GAG>AAG p.E332K

Pat_41 Post-Resistance CHD2 1106 37 15 93528792 93528792 Missense_Mutation SNP C T 7 149 c.3302C>T c.(3301-3303)TCT>TTT p.S1101F

Pat_41 Post-Resistance CHD2 1106 37 15 93558139 93558139 Missense_Mutation SNP G A 12 170 c.4906G>A c.(4906-4908)GAT>AAT p.D1636N

Pat_41 Post-Resistance IGF1R 3480 37 15 99459931 99459931 Missense_Mutation SNP G A 9 87 c.2027G>A c.(2026-2028)GGC>GAC p.G676D

Pat_41 Post-Resistance IGF1R 3480 37 15 99478132 99478132 Missense_Mutation SNP G A 16 93 c.3036G>A c.(3034-3036)ATG>ATA p.M1012I

Pat_41 Post-Resistance SYNM 23336 37 15 99670421 99670421 Missense_Mutation SNP G A 6 44 c.1856G>A c.(1855-1857)AGG>AAG p.R619K

Pat_41 Post-Resistance SYNM 23336 37 15 99672538 99672538 Missense_Mutation SNP G A 44 215 c.3973G>A c.(3973-3975)GTT>ATT p.V1325I

Pat_41 Post-Resistance ADAMTS17 170691 37 15 100636666 100636666 Missense_Mutation SNP C A 23 206 c.2032G>T c.(2032-2034)GGC>TGC p.G678C

Pat_41 Post-Resistance ALDH1A3 220 37 15 101434188 101434188 Nonsense_Mutation SNP G A 9 268 c.567G>A c.(565-567)TGG>TGA p.W189*

Pat_41 Post-Resistance LRRK1 79705 37 15 101552327 101552327 Missense_Mutation SNP C T 14 192 c.1396C>T c.(1396-1398)CCC>TCC p.P466S



Pat_41 Post-Resistance LRRK1 79705 37 15 101566179 101566179 Missense_Mutation SNP C T 19 108 c.2242C>T c.(2242-2244)CCA>TCA p.P748S

Pat_41 Post-Resistance LRRK1 79705 37 15 101606055 101606055 Missense_Mutation SNP C T 5 92 c.5413C>T c.(5413-5415)CCA>TCA p.P1805S

Pat_41 Post-Resistance NPRL3 8131 37 16 142724 142724 Splice_Site SNP C T 14 84 c.1032_splice c.e11-1 p.L344_splice

Pat_41 Post-Resistance TMEM8A 58986 37 16 427422 427422 Missense_Mutation SNP C T 4 53 c.463G>A c.(463-465)GTG>ATG p.V155M

Pat_41 Post-Resistance PIGQ 9091 37 16 633095 633095 Missense_Mutation SNP G A 4 66 c.1744G>A c.(1744-1746)GGG>AGG p.G582R

Pat_41 Post-Resistance WDR90 197335 37 16 700070 700070 Missense_Mutation SNP G A 20 411 c.182G>A c.(181-183)AGC>AAC p.S61N

Pat_41 Post-Resistance WDR90 197335 37 16 708906 708906 Missense_Mutation SNP G A 5 184 c.2906G>A c.(2905-2907)GGC>GAC p.G969D

Pat_41 Post-Resistance WDR90 197335 37 16 716059 716059 Missense_Mutation SNP C T 5 195 c.4544C>T c.(4543-4545)ACG>ATG p.T1515M

Pat_41 Post-Resistance CCDC78 124093 37 16 773876 773876 Missense_Mutation SNP C T 3 12 c.1114G>A c.(1114-1116)GGG>AGG p.G372R

Pat_41 Post-Resistance MSLN 10232 37 16 816980 816980 Missense_Mutation SNP C T 5 62 c.1493C>T c.(1492-1494)TCC>TTC p.S498F

Pat_41 Post-Resistance PRR25 388199 37 16 855624 855624 Missense_Mutation SNP G A 4 34 c.182G>A c.(181-183)AGC>AAC p.S61N

Pat_41 Post-Resistance C1QTNF8 390664 37 16 1144721 1144721 Missense_Mutation SNP G A 9 56 c.202C>T c.(202-204)CTC>TTC p.L68F

Pat_41 Post-Resistance BAIAP3 8938 37 16 1397964 1397964 Missense_Mutation SNP G A 23 244 c.3200G>A c.(3199-3201)AGG>AAG p.R1067K

Pat_41 Post-Resistance MAPK8IP3 23162 37 16 1797255 1797255 Missense_Mutation SNP G A 6 102 c.970G>A c.(970-972)GAG>AAG p.E324K

Pat_41 Post-Resistance EME2 197342 37 16 1825622 1825622 Missense_Mutation SNP C T 7 106 c.869C>T c.(868-870)TCT>TTT p.S290F

Pat_41 Post-Resistance EME2 197342 37 16 1826204 1826204 Missense_Mutation SNP G A 9 166 c.1300G>A c.(1300-1302)GCC>ACC p.A434T

Pat_41 Post-Resistance NUBP2 10101 37 16 1837746 1837746 Missense_Mutation SNP C T 19 120 c.403C>T c.(403-405)CCG>TCG p.P135S

Pat_41 Post-Resistance HAGH 3029 37 16 1872338 1872338 Missense_Mutation SNP C T 15 197 c.277G>A c.(277-279)GTG>ATG p.V93M

Pat_41 Post-Resistance C16orf73 254528 37 16 1891834 1891834 Missense_Mutation SNP C T 8 105 c.1021G>A c.(1021-1023)GTT>ATT p.V341I

Pat_41 Post-Resistance RPL3L 6123 37 16 1995618 1995618 Missense_Mutation SNP G A 5 121 c.1049C>T c.(1048-1050)TCC>TTC p.S350F

Pat_41 Post-Resistance SLC9A3R2 9351 37 16 2087564 2087564 Missense_Mutation SNP C T 7 43 c.818C>T c.(817-819)TCC>TTC p.S273F

Pat_41 Post-Resistance SLC9A3R2 9351 37 16 2087952 2087952 Nonsense_Mutation SNP G A 4 45 c.981G>A c.(979-981)TGG>TGA p.W327*

Pat_41 Post-Resistance MLST8 64223 37 16 2258289 2258289 Missense_Mutation SNP G A 26 383 c.652G>A c.(652-654)GCC>ACC p.A218T

Pat_41 Post-Resistance RNPS1 10921 37 16 2305604 2305604 Missense_Mutation SNP G A 4 118 c.800C>T c.(799-801)CCC>CTC p.P267L

Pat_41 Post-Resistance TBC1D24 57465 37 16 2548309 2548309 Missense_Mutation SNP G A 4 32 c.1054G>A c.(1054-1056)GAC>AAC p.D352N

Pat_41 Post-Resistance SRRM2 23524 37 16 2816014 2816014 Missense_Mutation SNP G A 10 62 c.5485G>A c.(5485-5487)GAA>AAA p.E1829K

Pat_41 Post-Resistance SRRM2 23524 37 16 2819233 2819233 Nonsense_Mutation SNP C T 25 211 c.7969C>T c.(7969-7971)CAG>TAG p.Q2657*

Pat_41 Post-Resistance TCEB2 6923 37 16 2822016 2822016 Missense_Mutation SNP C T 11 62 c.332G>A c.(331-333)AGT>AAT p.S111N

Pat_41 Post-Resistance PRSS22 64063 37 16 2906134 2906134 Missense_Mutation SNP C T 7 99 c.230G>A c.(229-231)GGT>GAT p.G77D

Pat_41 Post-Resistance FLYWCH1 84256 37 16 2983538 2983538 Nonsense_Mutation SNP C T 4 48 c.1204C>T c.(1204-1206)CAG>TAG p.Q402*

Pat_41 Post-Resistance PAQR4 124222 37 16 3021518 3021518 Missense_Mutation SNP G A 35 148 c.391G>A c.(391-393)GCC>ACC p.A131T

Pat_41 Post-Resistance CCDC64B 146439 37 16 3079737 3079737 Missense_Mutation SNP C T 3 4 c.766G>A c.(766-768)GAA>AAA p.E256K

Pat_41 Post-Resistance ZNF205 7755 37 16 3165426 3165426 Missense_Mutation SNP C T 30 102 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_41 Post-Resistance OR1F1 4992 37 16 3254437 3254437 Missense_Mutation SNP G A 16 285 c.191G>A c.(190-192)AGC>AAC p.S64N

Pat_41 Post-Resistance ZNF200 7752 37 16 3283734 3283734 Missense_Mutation SNP G A 24 258 c.22C>T c.(22-24)CCT>TCT p.P8S

Pat_41 Post-Resistance TIGD7 91151 37 16 3350395 3350395 Missense_Mutation SNP C T 18 225 c.220G>A c.(220-222)GGA>AGA p.G74R

Pat_41 Post-Resistance ZNF174 7727 37 16 3454425 3454425 Splice_Site SNP G A 14 225 c.403_splice c.e2-1 p.V135_splice

Pat_41 Post-Resistance NAT15 79903 37 16 3533585 3533585 Missense_Mutation SNP C T 4 62 c.560C>T c.(559-561)CCC>CTC p.P187L

Pat_41 Post-Resistance NLRC3 197358 37 16 3614586 3614586 Missense_Mutation SNP G A 10 73 c.352C>T c.(352-354)CCC>TCC p.P118S

Pat_41 Post-Resistance CREBBP 1387 37 16 3781408 3781408 Missense_Mutation SNP C T 3 25 c.4957G>A c.(4957-4959)GAC>AAC p.D1653N

Pat_41 Post-Resistance CREBBP 1387 37 16 3820797 3820797 Missense_Mutation SNP G A 7 82 c.2654C>T c.(2653-2655)CCC>CTC p.P885L

Pat_41 Post-Resistance CREBBP 1387 37 16 3843581 3843581 Missense_Mutation SNP G A 8 134 c.1022C>T c.(1021-1023)GCA>GTA p.A341V

Pat_41 Post-Resistance ADCY9 115 37 16 4016216 4016216 Missense_Mutation SNP C T 14 306 c.3622G>A c.(3622-3624)GTG>ATG p.V1208M

Pat_41 Post-Resistance GLIS2 84662 37 16 4382336 4382336 Missense_Mutation SNP G A 3 47 c.55G>A c.(55-57)GCG>ACG p.A19T

Pat_41 Post-Resistance NMRAL1 57407 37 16 4511851 4511851 Missense_Mutation SNP C T 22 285 c.830G>A c.(829-831)AGA>AAA p.R277K

Pat_41 Post-Resistance HMOX2 3163 37 16 4557882 4557882 Missense_Mutation SNP G A 5 34 c.373G>A c.(373-375)GTG>ATG p.V125M

Pat_41 Post-Resistance MGRN1 23295 37 16 4731713 4731713 Missense_Mutation SNP G A 15 85 c.1294G>A c.(1294-1296)GCT>ACT p.A432T



Pat_41 Post-Resistance MGRN1 23295 37 16 4733883 4733883 Missense_Mutation SNP G A 5 60 c.1568G>A c.(1567-1569)AGC>AAC p.S523N

Pat_41 Post-Resistance ANKS3 124401 37 16 4755113 4755113 Missense_Mutation SNP G A 17 140 c.851C>T c.(850-852)GCC>GTC p.A284V

Pat_41 Post-Resistance ANKS3 124401 37 16 4776659 4776659 Splice_Site SNP C T 7 97 c.491_splice c.e5+1 p.R164_splice

Pat_41 Post-Resistance ANKS3 124401 37 16 4776766 4776766 Missense_Mutation SNP C T 19 74 c.385G>A c.(385-387)GAA>AAA p.E129K

Pat_41 Post-Resistance GLYR1 84656 37 16 4861639 4861639 Missense_Mutation SNP C T 9 72 c.1447G>A c.(1447-1449)GAC>AAC p.D483N

Pat_41 Post-Resistance UBN1 29855 37 16 4925341 4925341 Missense_Mutation SNP C T 5 156 c.2930C>T c.(2929-2931)TCC>TTC p.S977F

Pat_41 Post-Resistance PPL 5493 37 16 4934980 4934980 Missense_Mutation SNP C T 4 18 c.3676G>A c.(3676-3678)GTG>ATG p.V1226M

Pat_41 Post-Resistance PPL 5493 37 16 4937225 4937225 Missense_Mutation SNP C T 7 267 c.2518G>A c.(2518-2520)GCA>ACA p.A840T

Pat_41 Post-Resistance A2BP1 54715 37 16 7568356 7568356 Missense_Mutation SNP G A 44 356 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_41 Post-Resistance ABAT 18 37 16 8866748 8866748 Missense_Mutation SNP C T 49 48 c.928C>T c.(928-930)CGG>TGG p.R310W

Pat_41 Post-Resistance USP7 7874 37 16 8998314 8998314 Missense_Mutation SNP G A 10 91 c.1682C>T c.(1681-1683)GCC>GTC p.A561V

Pat_41 Post-Resistance GRIN2A 2903 37 16 10032359 10032359 Missense_Mutation SNP G A 7 148 c.464C>T c.(463-465)GCC>GTC p.A155V

Pat_41 Post-Resistance ATF7IP2 80063 37 16 10524713 10524713 Missense_Mutation SNP C T 3 64 c.236C>T c.(235-237)TCT>TTT p.S79F

Pat_41 Post-Resistance NUBP1 4682 37 16 10851733 10851733 Missense_Mutation SNP T C 104 124 c.455T>C c.(454-456)ATG>ACG p.M152T

Pat_41 Post-Resistance CIITA 4261 37 16 10989537 10989537 Missense_Mutation SNP G A 8 157 c.211G>A c.(211-213)GAC>AAC p.D71N

Pat_41 Post-Resistance CIITA 4261 37 16 10997657 10997657 Missense_Mutation SNP C T 34 202 c.842C>T c.(841-843)CCA>CTA p.P281L

Pat_41 Post-Resistance CIITA 4261 37 16 11001028 11001028 Missense_Mutation SNP C T 4 9 c.1679C>T c.(1678-1680)GCC>GTC p.A560V

Pat_41 Post-Resistance CLEC16A 23274 37 16 11096938 11096938 Missense_Mutation SNP C T 3 39 c.1079C>T c.(1078-1080)CCC>CTC p.P360L

Pat_41 Post-Resistance CLEC16A 23274 37 16 11260257 11260257 Missense_Mutation SNP C T 5 90 c.2654C>T c.(2653-2655)GCC>GTC p.A885V

Pat_41 Post-Resistance GSPT1 2935 37 16 11981536 11981536 Missense_Mutation SNP G A 16 253 c.434C>T c.(433-435)GCC>GTC p.A145V

Pat_41 Post-Resistance ERCC4 2072 37 16 14029291 14029291 Missense_Mutation SNP C T 4 78 c.1502C>T c.(1501-1503)CCT>CTT p.P501L

Pat_41 Post-Resistance ERCC4 2072 37 16 14031696 14031696 Missense_Mutation SNP G A 11 132 c.1885G>A c.(1885-1887)GCT>ACT p.A629T

Pat_41 Post-Resistance MKL2 57496 37 16 14354874 14354874 Missense_Mutation SNP C T 36 365 c.2873C>T c.(2872-2874)CCC>CTC p.P958L

Pat_41 Post-Resistance KIAA0430 9665 37 16 15711297 15711297 Missense_Mutation SNP G A 22 44 c.2816C>T c.(2815-2817)CCC>CTC p.P939L

Pat_41 Post-Resistance NDE1 54820 37 16 15771806 15771806 Missense_Mutation SNP G A 15 222 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_41 Post-Resistance NDE1 54820 37 16 15790678 15790678 Missense_Mutation SNP G A 17 113 c.908G>A c.(907-909)AGA>AAA p.R303K

Pat_41 Post-Resistance ABCC1 4363 37 16 16110374 16110374 Missense_Mutation SNP C T 25 440 c.511C>T c.(511-513)CGT>TGT p.R171C

Pat_41 Post-Resistance ABCC1 4363 37 16 16208623 16208623 Missense_Mutation SNP G A 11 95 c.3080G>A c.(3079-3081)GGG>GAG p.G1027E

Pat_41 Post-Resistance XYLT1 64131 37 16 17353093 17353093 Missense_Mutation SNP C T 18 300 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_41 Post-Resistance TMC7 79905 37 16 19047075 19047075 Missense_Mutation SNP G A 9 300 c.935G>A c.(934-936)GGC>GAC p.G312D

Pat_41 Post-Resistance SYT17 51760 37 16 19191802 19191802 Missense_Mutation SNP G A 11 163 c.272G>A c.(271-273)GGA>GAA p.G91E

Pat_41 Post-Resistance TMC5 79838 37 16 19483534 19483534 Missense_Mutation SNP C T 6 88 c.1907C>T c.(1906-1908)GCC>GTC p.A636V

Pat_41 Post-Resistance C16orf62 57020 37 16 19621688 19621688 Missense_Mutation SNP G A 13 153 c.974G>A c.(973-975)GGG>GAG p.G325E

Pat_41 Post-Resistance IQCK 124152 37 16 19775207 19775207 Missense_Mutation SNP C T 18 300 c.512C>T c.(511-513)ACT>ATT p.T171I

Pat_41 Post-Resistance UMOD 7369 37 16 20357498 20357498 Missense_Mutation SNP C T 6 67 c.1132G>A c.(1132-1134)GTG>ATG p.V378M

Pat_41 Post-Resistance ERI2 112479 37 16 20814927 20814927 Missense_Mutation SNP G A 5 90 c.89C>T c.(88-90)TCC>TTC p.S30F

Pat_41 Post-Resistance DCUN1D3 123879 37 16 20873643 20873643 Missense_Mutation SNP C T 14 306 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_41 Post-Resistance DNAH3 55567 37 16 20944756 20944756 Missense_Mutation SNP C T 6 104 c.12071G>A c.(12070-12072)GGT>GAT p.G4024D

Pat_41 Post-Resistance DNAH3 55567 37 16 21038385 21038385 Missense_Mutation SNP G A 22 163 c.5504C>T c.(5503-5505)GCC>GTC p.A1835V

Pat_41 Post-Resistance ZP2 7783 37 16 21221037 21221037 Missense_Mutation SNP C T 11 146 c.245G>A c.(244-246)GGT>GAT p.G82D

Pat_41 Post-Resistance ANKS4B 257629 37 16 21261140 21261140 Missense_Mutation SNP G A 27 93 c.253G>A c.(253-255)GTC>ATC p.V85I

Pat_41 Post-Resistance OTOA 146183 37 16 21771817 21771817 Missense_Mutation SNP C T 7 106 c.3376C>T c.(3376-3378)CTT>TTT p.L1126F

Pat_41 Post-Resistance PDZD9 255762 37 16 21995620 21995620 Missense_Mutation SNP C T 126 653 c.577G>A c.(577-579)GGT>AGT p.G193S

Pat_41 Post-Resistance SCNN1B 6338 37 16 23360152 23360152 Missense_Mutation SNP G A 7 61 c.232G>A c.(232-234)GAG>AAG p.E78K

Pat_41 Post-Resistance SCNN1B 6338 37 16 23388525 23388525 Missense_Mutation SNP G A 6 77 c.1310G>A c.(1309-1311)AGA>AAA p.R437K

Pat_41 Post-Resistance EARS2 124454 37 16 23568562 23568562 Missense_Mutation SNP C T 9 39 c.103G>A c.(103-105)GTT>ATT p.V35I

Pat_41 Post-Resistance PLK1 5347 37 16 23692258 23692258 Missense_Mutation SNP G A 23 248 c.601G>A c.(601-603)GTC>ATC p.V201I



Pat_41 Post-Resistance RBBP6 5930 37 16 24574823 24574823 Splice_Site SNP G A 20 178 c.1465_splice c.e12+1 p.G489_splice

Pat_41 Post-Resistance RBBP6 5930 37 16 24578789 24578789 Missense_Mutation SNP G A 6 306 c.1915G>A c.(1915-1917)GAA>AAA p.E639K

Pat_41 Post-Resistance RBBP6 5930 37 16 24580584 24580584 Missense_Mutation SNP A T 69 66 c.2573A>T c.(2572-2574)GAG>GTG p.E858V

Pat_41 Post-Resistance RBBP6 5930 37 16 24581717 24581717 Missense_Mutation SNP G A 6 100 c.3706G>A c.(3706-3708)GAG>AAG p.E1236K

Pat_41 Post-Resistance TNRC6A 27327 37 16 24801456 24801456 Missense_Mutation SNP G A 5 71 c.1493G>A c.(1492-1494)GGT>GAT p.G498D

Pat_41 Post-Resistance TNRC6A 27327 37 16 24802535 24802535 Missense_Mutation SNP G A 5 83 c.2572G>A c.(2572-2574)GGA>AGA p.G858R

Pat_41 Post-Resistance TNRC6A 27327 37 16 24809245 24809245 Missense_Mutation SNP C T 6 118 c.3652C>T c.(3652-3654)CCA>TCA p.P1218S

Pat_41 Post-Resistance TNRC6A 27327 37 16 24828149 24828149 Missense_Mutation SNP G A 26 285 c.4844G>A c.(4843-4845)GGT>GAT p.G1615D

Pat_41 Post-Resistance TNRC6A 27327 37 16 24834914 24834914 Missense_Mutation SNP C T 24 346 c.5675C>T c.(5674-5676)TCC>TTC p.S1892F

Pat_41 Post-Resistance AQP8 343 37 16 25228522 25228522 Missense_Mutation SNP G A 8 422 c.16G>A c.(16-18)GCC>ACC p.A6T

Pat_41 Post-Resistance AQP8 343 37 16 25238444 25238444 Missense_Mutation SNP G A 11 137 c.658G>A c.(658-660)GTG>ATG p.V220M

Pat_41 Post-Resistance ZKSCAN2 342357 37 16 25258673 25258673 Missense_Mutation SNP C T 4 106 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_41 Post-Resistance C16orf82 162083 37 16 27078584 27078584 Missense_Mutation SNP G A 3 22 c.268G>A c.(268-270)GGG>AGG p.G90R

Pat_41 Post-Resistance JMJD5 79831 37 16 27230300 27230300 Missense_Mutation SNP G A 7 285 c.862G>A c.(862-864)GAC>AAC p.D288N

Pat_41 Post-Resistance IL21R 50615 37 16 27460078 27460078 Missense_Mutation SNP G A 12 105 c.1091G>A c.(1090-1092)AGT>AAT p.S364N

Pat_41 Post-Resistance GTF3C1 2975 37 16 27506155 27506155 Missense_Mutation SNP C T 5 132 c.2707G>A c.(2707-2709)GCT>ACT p.A903T

Pat_41 Post-Resistance KIAA0556 23247 37 16 27772814 27772814 Missense_Mutation SNP G A 8 147 c.3712G>A c.(3712-3714)GGC>AGC p.G1238S

Pat_41 Post-Resistance ATXN2L 11273 37 16 28836973 28836973 Missense_Mutation SNP G A 33 503 c.365G>A c.(364-366)AGA>AAA p.R122K

Pat_41 Post-Resistance ATXN2L 11273 37 16 28843565 28843565 Missense_Mutation SNP C T 9 135 c.1361C>T c.(1360-1362)GCC>GTC p.A454V

Pat_41 Post-Resistance ATXN2L 11273 37 16 28844809 28844809 Missense_Mutation SNP A G 13 104 c.2005A>G c.(2005-2007)ACA>GCA p.T669A

Pat_41 Post-Resistance TUFM 7284 37 16 28856355 28856355 Missense_Mutation SNP G A 4 80 c.436C>T c.(436-438)CCC>TCC p.P146S

Pat_41 Post-Resistance SH2B1 25970 37 16 28884792 28884792 Missense_Mutation SNP C T 20 76 c.1922C>T c.(1921-1923)CCC>CTC p.P641L

Pat_41 Post-Resistance RABEP2 79874 37 16 28925906 28925906 Missense_Mutation SNP C T 5 28 c.545G>A c.(544-546)AGA>AAA p.R182K

Pat_41 Post-Resistance CD19 930 37 16 28948978 28948978 Missense_Mutation SNP C T 14 122 c.1406C>T c.(1405-1407)ACC>ATC p.T469I

Pat_41 Post-Resistance C16orf53 79447 37 16 29830875 29830875 Splice_Site SNP G A 89 498 c.566_splice c.e3-1 p.G189_splice

Pat_41 Post-Resistance MVP 9961 37 16 29848044 29848044 Missense_Mutation SNP C T 5 140 c.674C>T c.(673-675)ACA>ATA p.T225I

Pat_41 Post-Resistance SEZ6L2 26470 37 16 29884904 29884904 Missense_Mutation SNP C T 16 90 c.2251G>A c.(2251-2253)GAC>AAC p.D751N

Pat_41 Post-Resistance TAOK2 9344 37 16 29994887 29994887 Missense_Mutation SNP C T 20 756 c.1324C>T c.(1324-1326)CCT>TCT p.P442S

Pat_41 Post-Resistance ITGAL 3683 37 16 30500468 30500468 Missense_Mutation SNP C T 12 84 c.1072C>T c.(1072-1074)CTC>TTC p.L358F

Pat_41 Post-Resistance ZNF747 65988 37 16 30544408 30544408 Missense_Mutation SNP G A 6 83 c.548C>T c.(547-549)ACC>ATC p.T183I

Pat_41 Post-Resistance ZNF785 146540 37 16 30593963 30593963 Missense_Mutation SNP G A 18 187 c.1136C>T c.(1135-1137)TCA>TTA p.S379L

Pat_41 Post-Resistance SRCAP 10847 37 16 30749754 30749754 Missense_Mutation SNP G A 21 148 c.8393G>A c.(8392-8394)GGG>GAG p.G2798E

Pat_41 Post-Resistance ORAI3 93129 37 16 30964596 30964596 Missense_Mutation SNP G A 10 150 c.319G>A c.(319-321)GCT>ACT p.A107T

Pat_41 Post-Resistance SETD1A 9739 37 16 30975478 30975478 Missense_Mutation SNP G A 27 216 c.703G>A c.(703-705)GGC>AGC p.G235S

Pat_41 Post-Resistance ZNF646 9726 37 16 31092837 31092837 Missense_Mutation SNP G A 33 255 c.5192G>A c.(5191-5193)CGC>CAC p.R1731H

Pat_41 Post-Resistance BCKDK 10295 37 16 31120731 31120731 Missense_Mutation SNP G A 5 37 c.187G>A c.(187-189)GCG>ACG p.A63T

Pat_41 Post-Resistance PRSS36 146547 37 16 31152070 31152070 Missense_Mutation SNP G A 9 105 c.1910C>T c.(1909-1911)TCT>TTT p.S637F

Pat_41 Post-Resistance ITGAX 3687 37 16 31374356 31374356 Missense_Mutation SNP C T 15 73 c.1460C>T c.(1459-1461)ACC>ATC p.T487I

Pat_41 Post-Resistance ITGAX 3687 37 16 31383814 31383814 Missense_Mutation SNP G A 6 23 c.2276G>A c.(2275-2277)AGA>AAA p.R759K

Pat_41 Post-Resistance SLC6A10P 386757 37 16 32890984 32890984 Missense_Mutation SNP G A 7 80 c.70C>T c.(70-72)CTC>TTC p.L24F

Pat_41 Post-Resistance SHCBP1 79801 37 16 46652201 46652201 Missense_Mutation SNP C T 9 63 c.187G>A c.(187-189)GGA>AGA p.G63R

Pat_41 Post-Resistance VPS35 55737 37 16 46712869 46712869 Missense_Mutation SNP C T 18 395 c.706G>A c.(706-708)GAA>AAA p.E236K

Pat_41 Post-Resistance ORC6L 23594 37 16 46724994 46724994 Missense_Mutation SNP G A 17 177 c.157G>A c.(157-159)GAC>AAC p.D53N

Pat_41 Post-Resistance ITFG1 81533 37 16 47462714 47462714 Splice_Site SNP C T 20 310 c.655_splice c.e6+1 p.D219_splice

Pat_41 Post-Resistance PHKB 5257 37 16 47581441 47581441 Missense_Mutation SNP G A 16 138 c.692G>A c.(691-693)AGC>AAC p.S231N

Pat_41 Post-Resistance ABCC12 94160 37 16 48121981 48121981 Missense_Mutation SNP C T 6 92 c.3491G>A c.(3490-3492)GGA>GAA p.G1164E

Pat_41 Post-Resistance ZNF423 23090 37 16 49660102 49660102 Missense_Mutation SNP G A 159 282 c.3556C>T c.(3556-3558)CAC>TAC p.H1186Y



Pat_41 Post-Resistance ZNF423 23090 37 16 49672465 49672465 Missense_Mutation SNP C T 4 49 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_41 Post-Resistance ZNF423 23090 37 16 49856580 49856580 Splice_Site SNP C T 10 174 c.16_splice c.e2+1 p.V6_splice

Pat_41 Post-Resistance HEATR3 55027 37 16 50104158 50104158 Missense_Mutation SNP G A 23 168 c.469G>A c.(469-471)GAG>AAG p.E157K

Pat_41 Post-Resistance BRD7 29117 37 16 50367507 50367507 Missense_Mutation SNP G A 41 674 c.989C>T c.(988-990)ACC>ATC p.T330I

Pat_41 Post-Resistance NKD1 85407 37 16 50583351 50583351 Missense_Mutation SNP G A 5 54 c.77G>A c.(76-78)AGC>AAC p.S26N

Pat_41 Post-Resistance CYLD 1540 37 16 50813809 50813809 Missense_Mutation SNP C T 4 82 c.1372C>T c.(1372-1374)CCA>TCA p.P458S

Pat_41 Post-Resistance CYLD 1540 37 16 50818352 50818352 Missense_Mutation SNP C T 8 108 c.1939C>T c.(1939-1941)CCT>TCT p.P647S

Pat_41 Post-Resistance TOX3 27324 37 16 52484245 52484245 Missense_Mutation SNP C T 8 168 c.622G>A c.(622-624)GCC>ACC p.A208T

Pat_41 Post-Resistance CHD9 80205 37 16 53358307 53358307 Missense_Mutation SNP A G 10 171 c.8194A>G c.(8194-8196)ACA>GCA p.T2732A

Pat_41 Post-Resistance IRX5 10265 37 16 54966409 54966409 Splice_Site SNP G A 9 134 c.250_splice c.e2-1 p.G84_splice

Pat_41 Post-Resistance NLRC5 84166 37 16 57111875 57111875 Missense_Mutation SNP G A 7 55 c.5024G>A c.(5023-5025)GGG>GAG p.G1675E

Pat_41 Post-Resistance RSPRY1 89970 37 16 57238692 57238692 Missense_Mutation SNP G A 19 389 c.122G>A c.(121-123)GGT>GAT p.G41D

Pat_41 Post-Resistance ARL2BP 23568 37 16 57284322 57284322 Splice_Site SNP G A 7 206 c.294_splice c.e5-1 p.Q98_splice

Pat_41 Post-Resistance CCDC102A 92922 37 16 57546774 57546774 Missense_Mutation SNP C T 7 144 c.1532G>A c.(1531-1533)AGG>AAG p.R511K

Pat_41 Post-Resistance CCDC135 84229 37 16 57732829 57732829 Missense_Mutation SNP G A 10 529 c.271G>A c.(271-273)GAG>AAG p.E91K

Pat_41 Post-Resistance CCDC135 84229 37 16 57738809 57738809 Missense_Mutation SNP G A 10 69 c.721G>A c.(721-723)GTG>ATG p.V241M

Pat_41 Post-Resistance KIFC3 3801 37 16 57794222 57794222 Missense_Mutation SNP C T 4 71 c.2339G>A c.(2338-2340)GGG>GAG p.G780E

Pat_41 Post-Resistance KIFC3 3801 37 16 57796052 57796052 Missense_Mutation SNP C T 4 93 c.1748G>A c.(1747-1749)AGG>AAG p.R583K

Pat_41 Post-Resistance CNGB1 1258 37 16 57994760 57994760 Missense_Mutation SNP G A 4 54 c.518C>T c.(517-519)CCC>CTC p.P173L

Pat_41 Post-Resistance CNGB1 1258 37 16 57996888 57996889 Missense_Mutation DNP TC CT 9 93 c.370_371GA>AG c.(370-372)GAC>AGC p.D124S

Pat_41 Post-Resistance CNOT1 23019 37 16 58576436 58576436 Missense_Mutation SNP C T 51 679 c.4471G>A c.(4471-4473)GCA>ACA p.A1491T

Pat_41 Post-Resistance CNOT1 23019 37 16 58576463 58576463 Missense_Mutation SNP G A 82 492 c.4444C>T c.(4444-4446)CCA>TCA p.P1482S

Pat_41 Post-Resistance SLC38A7 55238 37 16 58709939 58709939 Missense_Mutation SNP G A 8 68 c.788C>T c.(787-789)CCC>CTC p.P263L

Pat_41 Post-Resistance GOT2 2806 37 16 58757759 58757759 Missense_Mutation SNP C T 11 117 c.137G>A c.(136-138)GGA>GAA p.G46E

Pat_41 Post-Resistance CDH8 1006 37 16 61687646 61687646 Missense_Mutation SNP C T 6 48 c.2266G>A c.(2266-2268)GCT>ACT p.A756T

Pat_41 Post-Resistance CDH11 1009 37 16 64981616 64981616 Missense_Mutation SNP C T 20 140 c.2281G>A c.(2281-2283)GCC>ACC p.A761T

Pat_41 Post-Resistance CDH11 1009 37 16 65025839 65025839 Splice_Site SNP C T 8 175 c.644_splice c.e6-1 p.G215_splice

Pat_41 Post-Resistance CDH5 1003 37 16 66436942 66436942 Missense_Mutation SNP C T 3 21 c.2225C>T c.(2224-2226)TCC>TTC p.S742F

Pat_41 Post-Resistance CMTM1 113540 37 16 66612897 66612897 Missense_Mutation SNP C T 5 111 c.503C>T c.(502-504)CCC>CTC p.P168L

Pat_41 Post-Resistance CMTM4 146223 37 16 66657389 66657389 Missense_Mutation SNP C T 5 57 c.380G>A c.(379-381)GGA>GAA p.G127E

Pat_41 Post-Resistance DYNC1LI2 1783 37 16 66776499 66776499 Missense_Mutation SNP G A 32 136 c.371C>T c.(370-372)TCT>TTT p.S124F

Pat_41 Post-Resistance C16orf70 80262 37 16 67174447 67174447 Missense_Mutation SNP G A 7 255 c.829G>A c.(829-831)GTT>ATT p.V277I

Pat_41 Post-Resistance KCTD19 146212 37 16 67325617 67325617 Missense_Mutation SNP C T 10 169 c.2342G>A c.(2341-2343)AGC>AAC p.S781N

Pat_41 Post-Resistance TPPP3 51673 37 16 67424120 67424120 Missense_Mutation SNP G A 14 47 c.488C>T c.(487-489)GCC>GTC p.A163V

Pat_41 Post-Resistance FAM65A 79567 37 16 67576319 67576319 Missense_Mutation SNP C T 52 688 c.1690C>T c.(1690-1692)CCC>TCC p.P564S

Pat_41 Post-Resistance FAM65A 79567 37 16 67576449 67576449 Missense_Mutation SNP C T 53 708 c.1820C>T c.(1819-1821)CCT>CTT p.P607L

Pat_41 Post-Resistance FAM65A 79567 37 16 67579764 67579764 Splice_Site SNP G A 5 58 c.3447_splice c.e19+1 p.R1149_splice

Pat_41 Post-Resistance RLTPR 146206 37 16 67685847 67685847 Missense_Mutation SNP G A 23 209 c.2612G>A c.(2611-2613)GGG>GAG p.G871E

Pat_41 Post-Resistance RANBP10 57610 37 16 67778202 67778202 Missense_Mutation SNP C T 8 141 c.557G>A c.(556-558)GGC>GAC p.G186D

Pat_41 Post-Resistance NRN1L 123904 37 16 67918850 67918850 Missense_Mutation SNP C T 14 91 c.44C>T c.(43-45)CCC>CTC p.P15L

Pat_41 Post-Resistance PSMB10 5699 37 16 67969912 67969912 Missense_Mutation SNP G A 5 72 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_41 Post-Resistance PSMB10 5699 37 16 67970375 67970375 Missense_Mutation SNP C T 5 56 c.70G>A c.(70-72)GAA>AAA p.E24K

Pat_41 Post-Resistance SLC12A4 6560 37 16 67980907 67980907 Missense_Mutation SNP G A 4 53 c.2174C>T c.(2173-2175)ACC>ATC p.T725I

Pat_41 Post-Resistance DDX28 55794 37 16 68055722 68055722 Missense_Mutation SNP C T 4 77 c.1384G>A c.(1384-1386)GAC>AAC p.D462N

Pat_41 Post-Resistance NFATC3 4775 37 16 68200898 68200898 Missense_Mutation SNP C T 22 347 c.1754C>T c.(1753-1755)GCC>GTC p.A585V

Pat_41 Post-Resistance ESRP2 80004 37 16 68267964 68267964 Missense_Mutation SNP G A 13 62 c.374C>T c.(373-375)CCC>CTC p.P125L

Pat_41 Post-Resistance ESRP2 80004 37 16 68267998 68267998 Missense_Mutation SNP C T 5 32 c.340G>A c.(340-342)GTG>ATG p.V114M



Pat_41 Post-Resistance SLC7A6 9057 37 16 68331224 68331224 Missense_Mutation SNP C T 4 89 c.1541C>T c.(1540-1542)ACT>ATT p.T514I

Pat_41 Post-Resistance SLC7A6OS 84138 37 16 68344687 68344687 Missense_Mutation SNP C T 22 151 c.143G>A c.(142-144)AGA>AAA p.R48K

Pat_41 Post-Resistance PRMT7 54496 37 16 68373735 68373735 Missense_Mutation SNP G A 31 128 c.791G>A c.(790-792)AGC>AAC p.S264N

Pat_41 Post-Resistance CIRH1A 84916 37 16 69184788 69184788 Missense_Mutation SNP G A 34 157 c.983G>A c.(982-984)CGA>CAA p.R328Q

Pat_41 Post-Resistance TMED6 146456 37 16 69381804 69381804 Missense_Mutation SNP G A 116 337 c.376C>T c.(376-378)CAC>TAC p.H126Y

Pat_41 Post-Resistance CYB5B 80777 37 16 69482030 69482030 Missense_Mutation SNP C T 22 330 c.316C>T c.(316-318)CCT>TCT p.P106S

Pat_41 Post-Resistance NFAT5 10725 37 16 69726828 69726828 Missense_Mutation SNP G A 26 176 c.3046G>A c.(3046-3048)GAC>AAC p.D1016N

Pat_41 Post-Resistance WWP2 11060 37 16 69832662 69832662 Missense_Mutation SNP C T 9 326 c.148C>T c.(148-150)CCC>TCC p.P50S

Pat_41 Post-Resistance CLEC18A 348174 37 16 69988328 69988328 Missense_Mutation SNP C T 5 41 c.308C>T c.(307-309)ACC>ATC p.T103I

Pat_41 Post-Resistance PDPR 55066 37 16 70177414 70177414 Missense_Mutation SNP C T 7 120 c.1607C>T c.(1606-1608)TCC>TTC p.S536F

Pat_41 Post-Resistance DDX19A 55308 37 16 70400544 70400544 Missense_Mutation SNP G A 8 91 c.800G>A c.(799-801)TGC>TAC p.C267Y

Pat_41 Post-Resistance ST3GAL2 6483 37 16 70422372 70422372 Missense_Mutation SNP C T 25 322 c.611G>A c.(610-612)AGT>AAT p.S204N

Pat_41 Post-Resistance FUK 197258 37 16 70500038 70500038 Nonsense_Mutation SNP C T 6 182 c.289C>T c.(289-291)CGA>TGA p.R97*

Pat_41 Post-Resistance FUK 197258 37 16 70501825 70501825 Missense_Mutation SNP G A 23 166 c.619G>A c.(619-621)GCA>ACA p.A207T

Pat_41 Post-Resistance SF3B3 23450 37 16 70562835 70562835 Missense_Mutation SNP G A 6 180 c.130G>A c.(130-132)GAC>AAC p.D44N

Pat_41 Post-Resistance VAC14 55697 37 16 70778362 70778362 Missense_Mutation SNP G A 9 88 c.1492C>T c.(1492-1494)CCC>TCC p.P498S

Pat_41 Post-Resistance HYDIN 54768 37 16 70841859 70841859 Missense_Mutation SNP C T 21 166 c.14987G>A c.(14986-14988)GGT>GAT p.G4996D

Pat_41 Post-Resistance HYDIN 54768 37 16 70908211 70908211 Missense_Mutation SNP C T 12 413 c.10942G>A c.(10942-10944)GCA>ACA p.A3648T

Pat_41 Post-Resistance CALB2 794 37 16 71406125 71406125 Missense_Mutation SNP C T 5 88 c.164C>T c.(163-165)TCT>TTT p.S55F

Pat_41 Post-Resistance ZNF19 7567 37 16 71512186 71512186 Nonsense_Mutation SNP C T 15 95 c.219G>A c.(217-219)TGG>TGA p.W73*

Pat_41 Post-Resistance AP1G1 164 37 16 71779145 71779145 Missense_Mutation SNP C T 6 111 c.1901G>A c.(1900-1902)GGA>GAA p.G634E

Pat_41 Post-Resistance AP1G1 164 37 16 71783825 71783825 Missense_Mutation SNP C T 34 610 c.1469G>A c.(1468-1470)GGC>GAC p.G490D

Pat_41 Post-Resistance ZNF821 55565 37 16 71898940 71898940 Missense_Mutation SNP C T 23 468 c.178G>A c.(178-180)GGT>AGT p.G60S

Pat_41 Post-Resistance KIAA0174 9798 37 16 71950374 71950374 Missense_Mutation SNP C T 13 170 c.137C>T c.(136-138)GCC>GTC p.A46V

Pat_41 Post-Resistance ZFHX3 463 37 16 72827214 72827214 Missense_Mutation SNP G A 14 252 c.9367C>T c.(9367-9369)CCT>TCT p.P3123S

Pat_41 Post-Resistance ZFHX3 463 37 16 72827669 72827669 Missense_Mutation SNP G A 10 115 c.8912C>T c.(8911-8913)CCC>CTC p.P2971L

Pat_41 Post-Resistance ZFHX3 463 37 16 72845508 72845508 Missense_Mutation SNP C T 4 60 c.3832G>A c.(3832-3834)GCA>ACA p.A1278T

Pat_41 Post-Resistance CLEC18B 497190 37 16 74443750 74443750 Missense_Mutation SNP C T 4 135 c.1238G>A c.(1237-1239)GGG>GAG p.G413E

Pat_41 Post-Resistance GLG1 2734 37 16 74528714 74528714 Missense_Mutation SNP C T 12 190 c.994G>A c.(994-996)GGC>AGC p.G332S

Pat_41 Post-Resistance LDHD 197257 37 16 75148802 75148802 Missense_Mutation SNP G A 8 59 c.392C>T c.(391-393)TCT>TTT p.S131F

Pat_41 Post-Resistance BCAR1 9564 37 16 75269059 75269059 Missense_Mutation SNP C T 15 20 c.1738G>A c.(1738-1740)GTG>ATG p.V580M

Pat_41 Post-Resistance ADAT1 23536 37 16 75646733 75646733 Missense_Mutation SNP G A 7 116 c.451C>T c.(451-453)CTT>TTT p.L151F

Pat_41 Post-Resistance ADAMTS18 170692 37 16 77393255 77393255 Missense_Mutation SNP G A 9 134 c.1282C>T c.(1282-1284)CTT>TTT p.L428F

Pat_41 Post-Resistance WWOX 51741 37 16 78466647 78466647 Missense_Mutation SNP A G 265 258 c.1054A>G c.(1054-1056)ATG>GTG p.M352V

Pat_41 Post-Resistance CDYL2 124359 37 16 80718975 80718975 Missense_Mutation SNP G A 45 137 c.76C>T c.(76-78)CTT>TTT p.L26F

Pat_41 Post-Resistance C16orf46 123775 37 16 81095064 81095064 Missense_Mutation SNP C T 4 102 c.890G>A c.(889-891)CGC>CAC p.R297H

Pat_41 Post-Resistance PKD1L2 114780 37 16 81134798 81134798 Missense_Mutation SNP C T 6 52 c.7310G>A c.(7309-7311)AGC>AAC p.S2437N

Pat_41 Post-Resistance PKD1L2 114780 37 16 81209334 81209334 Missense_Mutation SNP G A 10 75 c.2459C>T c.(2458-2460)CCT>CTT p.P820L

Pat_41 Post-Resistance BCMO1 53630 37 16 81272557 81272557 Missense_Mutation SNP C T 5 68 c.44C>T c.(43-45)CCT>CTT p.P15L

Pat_41 Post-Resistance GAN 8139 37 16 81398963 81398963 Missense_Mutation SNP C T 14 185 c.1382C>T c.(1381-1383)GCG>GTG p.A461V

Pat_41 Post-Resistance PLCG2 5336 37 16 81979856 81979856 Missense_Mutation SNP G A 11 91 c.3558G>A c.(3556-3558)ATG>ATA p.M1186I

Pat_41 Post-Resistance SDR42E1 93517 37 16 82033150 82033150 Nonsense_Mutation SNP G A 33 134 c.748C>T c.(748-750)CAG>TAG p.Q250*

Pat_41 Post-Resistance CDH13 1012 37 16 82892060 82892060 Missense_Mutation SNP G A 15 50 c.139G>A c.(139-141)GAC>AAC p.D47N

Pat_41 Post-Resistance HSDL1 83693 37 16 84163634 84163634 Missense_Mutation SNP C T 24 67 c.623G>A c.(622-624)TGC>TAC p.C208Y

Pat_41 Post-Resistance LRRC50 123872 37 16 84203504 84203504 Missense_Mutation SNP C T 5 60 c.1070C>T c.(1069-1071)GCC>GTC p.A357V

Pat_41 Post-Resistance LRRC50 123872 37 16 84205881 84205881 Missense_Mutation SNP C T 4 32 c.1544C>T c.(1543-1545)GCT>GTT p.A515V

Pat_41 Post-Resistance CRISPLD2 83716 37 16 84879430 84879430 Nonsense_Mutation SNP G A 15 68 c.279G>A c.(277-279)TGG>TGA p.W93*



Pat_41 Post-Resistance ZDHHC7 55625 37 16 85010020 85010020 Missense_Mutation SNP G A 14 30 c.856C>T c.(856-858)CCC>TCC p.P286S

Pat_41 Post-Resistance IRF8 3394 37 16 85952185 85952185 Missense_Mutation SNP C T 4 14 c.764C>T c.(763-765)GCC>GTC p.A255V

Pat_41 Post-Resistance MTHFSD 64779 37 16 86575392 86575392 Missense_Mutation SNP C T 4 57 c.592G>A c.(592-594)GAC>AAC p.D198N

Pat_41 Post-Resistance FBXO31 79791 37 16 87380785 87380785 Missense_Mutation SNP C T 28 288 c.484G>A c.(484-486)GTG>ATG p.V162M

Pat_41 Post-Resistance ZCCHC14 23174 37 16 87448055 87448055 Missense_Mutation SNP C T 16 96 c.1157G>A c.(1156-1158)GGG>GAG p.G386E

Pat_41 Post-Resistance GALNS 2588 37 16 88902257 88902257 Missense_Mutation SNP C T 5 31 c.634G>A c.(634-636)GAA>AAA p.E212K

Pat_41 Post-Resistance PRDM7 11105 37 16 90126753 90126753 Missense_Mutation SNP C T 9 56 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_41 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 9 127 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_41 Post-Resistance RNMTL1 55178 37 17 694896 694896 Missense_Mutation SNP G A 5 141 c.850G>A c.(850-852)GTC>ATC p.V284I

Pat_41 Post-Resistance RNMTL1 55178 37 17 694905 694905 Missense_Mutation SNP G A 19 131 c.859G>A c.(859-861)GCT>ACT p.A287T

Pat_41 Post-Resistance INPP5K 51763 37 17 1399391 1399391 Missense_Mutation SNP C T 24 115 c.1253G>A c.(1252-1254)AGT>AAT p.S418N

Pat_41 Post-Resistance INPP5K 51763 37 17 1411456 1411456 Missense_Mutation SNP C T 65 460 c.619G>A c.(619-621)GAA>AAA p.E207K

Pat_41 Post-Resistance PITPNA 5306 37 17 1442186 1442186 Missense_Mutation SNP C T 21 77 c.433G>A c.(433-435)GAT>AAT p.D145N

Pat_41 Post-Resistance PRPF8 10594 37 17 1557147 1557147 Missense_Mutation SNP C T 38 183 c.6151G>A c.(6151-6153)GGC>AGC p.G2051S

Pat_41 Post-Resistance OR1A2 26189 37 17 3101255 3101255 Missense_Mutation SNP C T 15 96 c.443C>T c.(442-444)TCT>TTT p.S148F

Pat_41 Post-Resistance OR1E2 8388 37 17 3336178 3336178 Missense_Mutation SNP G A 8 46 c.958C>T c.(958-960)CCC>TCC p.P320S

Pat_41 Post-Resistance TRPV1 7442 37 17 3483784 3483784 Missense_Mutation SNP G A 7 216 c.1514C>T c.(1513-1515)ACC>ATC p.T505I

Pat_41 Post-Resistance ITGAE 3682 37 17 3643153 3643153 Missense_Mutation SNP C T 12 91 c.2468G>A c.(2467-2469)TGC>TAC p.C823Y

Pat_41 Post-Resistance ZZEF1 23140 37 17 3984678 3984678 Missense_Mutation SNP C T 45 161 c.2821G>A c.(2821-2823)GCT>ACT p.A941T

Pat_41 Post-Resistance MYBBP1A 10514 37 17 4446207 4446207 Splice_Site SNP C T 6 27 c.2892_splice c.e20+1 p.Q964_splice

Pat_41 Post-Resistance MYBBP1A 10514 37 17 4449005 4449005 Missense_Mutation SNP A G 2 2 c.1973T>C c.(1972-1974)CTG>CCG p.L658P

Pat_41 Post-Resistance SMTNL2 342527 37 17 4495686 4495686 Missense_Mutation SNP G A 12 85 c.430G>A c.(430-432)GAG>AAG p.E144K

Pat_41 Post-Resistance VMO1 284013 37 17 4688820 4688820 Missense_Mutation SNP C T 9 59 c.446G>A c.(445-447)GGC>GAC p.G149D

Pat_41 Post-Resistance CHRNE 1145 37 17 4805992 4805992 Missense_Mutation SNP C T 19 137 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_41 Post-Resistance SLC25A11 8402 37 17 4842369 4842369 Missense_Mutation SNP C A 4 104 c.234G>T c.(232-234)AGG>AGT p.R78S

Pat_41 Post-Resistance KIF1C 10749 37 17 4907332 4907332 Missense_Mutation SNP G A 12 126 c.904G>A c.(904-906)GAC>AAC p.D302N

Pat_41 Post-Resistance KIF1C 10749 37 17 4923900 4923900 Missense_Mutation SNP G A 7 63 c.1864G>A c.(1864-1866)GTC>ATC p.V622I

Pat_41 Post-Resistance ZNF232 7775 37 17 5009466 5009466 Missense_Mutation SNP G A 26 139 c.907C>T c.(907-909)CCC>TCC p.P303S

Pat_41 Post-Resistance NUP88 4927 37 17 5319903 5319903 Missense_Mutation SNP C T 13 55 c.397G>A c.(397-399)GTA>ATA p.V133I

Pat_41 Post-Resistance KIAA0753 9851 37 17 6499486 6499486 Missense_Mutation SNP C T 39 231 c.2350G>A c.(2350-2352)GAG>AAG p.E784K

Pat_41 Post-Resistance KIAA0753 9851 37 17 6531482 6531482 Missense_Mutation SNP C T 7 31 c.673G>A c.(673-675)GAA>AAA p.E225K

Pat_41 Post-Resistance ALOX12 239 37 17 6908616 6908616 Missense_Mutation SNP C T 40 404 c.1202C>T c.(1201-1203)ACC>ATC p.T401I

Pat_41 Post-Resistance SLC16A13 201232 37 17 6939775 6939775 Missense_Mutation SNP C T 4 38 c.74C>T c.(73-75)GCG>GTG p.A25V

Pat_41 Post-Resistance DLG4 1742 37 17 7111554 7111554 Missense_Mutation SNP T C 11 86 c.164A>G c.(163-165)TAC>TGC p.Y55C

Pat_41 Post-Resistance YBX2 51087 37 17 7193698 7193698 Missense_Mutation SNP G A 4 32 c.616C>T c.(616-618)CCT>TCT p.P206S

Pat_41 Post-Resistance NEURL4 84461 37 17 7228960 7228960 Missense_Mutation SNP C T 10 80 c.1366G>A c.(1366-1368)GGA>AGA p.G456R

Pat_41 Post-Resistance TMEM95 339168 37 17 7259219 7259219 Missense_Mutation SNP C T 11 42 c.289C>T c.(289-291)CCT>TCT p.P97S

Pat_41 Post-Resistance NLGN2 57555 37 17 7315493 7315493 Missense_Mutation SNP C T 11 88 c.475C>T c.(475-477)CGT>TGT p.R159C

Pat_41 Post-Resistance C17orf74 201243 37 17 7329740 7329740 Missense_Mutation SNP C T 9 8 c.430C>T c.(430-432)CGG>TGG p.R144W

Pat_41 Post-Resistance C17orf74 201243 37 17 7330495 7330495 Nonsense_Mutation SNP G A 9 24 c.1185G>A c.(1183-1185)TGG>TGA p.W395*

Pat_41 Post-Resistance CHRNB1 1140 37 17 7350188 7350188 Missense_Mutation SNP G A 9 86 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_41 Post-Resistance ZBTB4 57659 37 17 7369423 7369423 Missense_Mutation SNP G A 3 40 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_41 Post-Resistance TP53 7157 37 17 7577139 7577139 Missense_Mutation SNP G C 10 2 c.799C>G c.(799-801)CGG>GGG p.R267G

Pat_41 Post-Resistance EFNB3 1949 37 17 7611403 7611403 Missense_Mutation SNP G A 28 86 c.250G>A c.(250-252)GTA>ATA p.V84I

Pat_41 Post-Resistance LSMD1 84316 37 17 7760087 7760087 Missense_Mutation SNP C T 15 137 c.340G>A c.(340-342)GTG>ATG p.V114M

Pat_41 Post-Resistance GUCY2D 3000 37 17 7915632 7915632 Nonsense_Mutation SNP G A 5 56 c.1920G>A c.(1918-1920)TGG>TGA p.W640*

Pat_41 Post-Resistance PFAS 5198 37 17 8160203 8160203 Missense_Mutation SNP G A 17 115 c.997G>A c.(997-999)GAT>AAT p.D333N



Pat_41 Post-Resistance MYH10 4628 37 17 8396255 8396255 Missense_Mutation SNP C T 9 19 c.4204G>A c.(4204-4206)GAG>AAG p.E1402K

Pat_41 Post-Resistance MFSD6L 162387 37 17 8702098 8702098 Missense_Mutation SNP C T 12 103 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_41 Post-Resistance GLP2R 9340 37 17 9757914 9757914 Missense_Mutation SNP C T 42 96 c.607C>T c.(607-609)CTT>TTT p.L203F

Pat_41 Post-Resistance MYH13 8735 37 17 10216655 10216655 Missense_Mutation SNP G A 13 152 c.4001C>T c.(4000-4002)GCG>GTG p.A1334V

Pat_41 Post-Resistance MYH8 4626 37 17 10318659 10318659 Missense_Mutation SNP C T 22 119 c.691G>A c.(691-693)GAG>AAG p.E231K

Pat_41 Post-Resistance MYH1 4619 37 17 10408209 10408209 Missense_Mutation SNP G A 9 41 c.2609C>T c.(2608-2610)ACC>ATC p.T870I

Pat_41 Post-Resistance MYH1 4619 37 17 10408751 10408751 Missense_Mutation SNP C T 11 78 c.2252G>A c.(2251-2253)GGG>GAG p.G751E

Pat_41 Post-Resistance MYH3 4621 37 17 10535165 10535165 Missense_Mutation SNP C T 26 43 c.5125G>A c.(5125-5127)GAC>AAC p.D1709N

Pat_41 Post-Resistance DNAH9 1770 37 17 11666845 11666845 Missense_Mutation SNP C T 15 85 c.7084C>T c.(7084-7086)CCT>TCT p.P2362S

Pat_41 Post-Resistance DNAH9 1770 37 17 11774922 11774922 Missense_Mutation SNP G A 17 125 c.10061G>A c.(10060-10062)GGA>GAA p.G3354E

Pat_41 Post-Resistance ZNF18 7566 37 17 11895783 11895783 Missense_Mutation SNP C T 6 114 c.364G>A c.(364-366)GAC>AAC p.D122N

Pat_41 Post-Resistance TRPV2 51393 37 17 16325966 16325966 Missense_Mutation SNP G A 5 53 c.388G>A c.(388-390)GGA>AGA p.G130R

Pat_41 Post-Resistance ZNF624 57547 37 17 16527271 16527271 Missense_Mutation SNP C T 4 25 c.929G>A c.(928-930)GGG>GAG p.G310E

Pat_41 Post-Resistance FLCN 201163 37 17 17117006 17117006 Missense_Mutation SNP G A 4 122 c.1703C>T c.(1702-1704)ACG>ATG p.T568M

Pat_41 Post-Resistance RASD1 51655 37 17 17399332 17399332 Missense_Mutation SNP G A 20 92 c.164C>T c.(163-165)CCT>CTT p.P55L

Pat_41 Post-Resistance SREBF1 6720 37 17 17722535 17722535 Missense_Mutation SNP C T 12 79 c.860G>A c.(859-861)GGC>GAC p.G287D

Pat_41 Post-Resistance TOM1L2 146691 37 17 17786143 17786143 Missense_Mutation SNP G A 18 71 c.536C>T c.(535-537)CCC>CTC p.P179L

Pat_41 Post-Resistance FLII 2314 37 17 18157489 18157489 Missense_Mutation SNP G A 14 3 c.583C>T c.(583-585)CCA>TCA p.P195S

Pat_41 Post-Resistance SMCR7 125170 37 17 18166111 18166111 Missense_Mutation SNP C T 6 49 c.77C>T c.(76-78)GCC>GTC p.A26V

Pat_41 Post-Resistance KCNJ12 3768 37 17 21319175 21319175 Missense_Mutation SNP C T 4 109 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_41 Post-Resistance NLK 51701 37 17 26495580 26495580 Missense_Mutation SNP G A 21 190 c.944G>A c.(943-945)AGC>AAC p.S315N

Pat_41 Post-Resistance IFT20 90410 37 17 26658936 26658936 Missense_Mutation SNP C T 19 90 c.76G>A c.(76-78)GTT>ATT p.V26I

Pat_41 Post-Resistance PIGS 94005 37 17 26898185 26898185 Missense_Mutation SNP G A 5 48 c.56C>T c.(55-57)GCC>GTC p.A19V

Pat_41 Post-Resistance SPAG5 10615 37 17 26904721 26904721 Missense_Mutation SNP C T 9 40 c.3578G>A c.(3577-3579)AGC>AAC p.S1193N

Pat_41 Post-Resistance KIAA0100 9703 37 17 26961666 26961666 Missense_Mutation SNP G A 34 67 c.2939C>T c.(2938-2940)TCC>TTC p.S980F

Pat_41 Post-Resistance TRAF4 9618 37 17 27076479 27076479 Missense_Mutation SNP G A 4 39 c.1297G>A c.(1297-1299)GGC>AGC p.G433S

Pat_41 Post-Resistance SEZ6 124925 37 17 27286811 27286811 Missense_Mutation SNP C T 16 17 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_41 Post-Resistance NUFIP2 57532 37 17 27613053 27613053 Nonsense_Mutation SNP C T 18 89 c.1959G>A c.(1957-1959)TGG>TGA p.W653*

Pat_41 Post-Resistance GIT1 28964 37 17 27902114 27902114 Missense_Mutation SNP C T 4 73 c.2056G>A c.(2056-2058)GCC>ACC p.A686T

Pat_41 Post-Resistance GIT1 28964 37 17 27905368 27905368 Missense_Mutation SNP C T 7 65 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_41 Post-Resistance CPD 1362 37 17 28788905 28788905 Missense_Mutation SNP G A 9 111 c.3641G>A c.(3640-3642)GGA>GAA p.G1214E

Pat_41 Post-Resistance C17orf79 55352 37 17 30183833 30183833 Missense_Mutation SNP C T 37 575 c.151G>A c.(151-153)GCT>ACT p.A51T

Pat_41 Post-Resistance CCL1 6346 37 17 32690113 32690113 Missense_Mutation SNP C T 12 97 c.68G>A c.(67-69)AGC>AAC p.S23N

Pat_41 Post-Resistance FNDC8 54752 37 17 33456546 33456546 Missense_Mutation SNP C T 15 60 c.691C>T c.(691-693)CGT>TGT p.R231C

Pat_41 Post-Resistance NLE1 54475 37 17 33464882 33464882 Missense_Mutation SNP G A 9 41 c.488C>T c.(487-489)TCC>TTC p.S163F

Pat_41 Post-Resistance UNC45B 146862 37 17 33513459 33513459 Missense_Mutation SNP G A 9 35 c.2677G>A c.(2677-2679)GAG>AAG p.E893K

Pat_41 Post-Resistance PEX12 5193 37 17 33904063 33904063 Missense_Mutation SNP G A 18 153 c.674C>T c.(673-675)GCC>GTC p.A225V

Pat_41 Post-Resistance PEX12 5193 37 17 33904112 33904112 Nonsense_Mutation SNP G A 40 237 c.625C>T c.(625-627)CAA>TAA p.Q209*

Pat_41 Post-Resistance RASL10B 91608 37 17 34067433 34067433 Nonsense_Mutation SNP G A 12 28 c.222G>A c.(220-222)TGG>TGA p.W74*

Pat_41 Post-Resistance ACACA 31 37 17 35518748 35518748 Missense_Mutation SNP C T 20 212 c.5185G>A c.(5185-5187)GAA>AAA p.E1729K

Pat_41 Post-Resistance C17orf78 284099 37 17 35736233 35736233 Missense_Mutation SNP G A 7 158 c.304G>A c.(304-306)GCT>ACT p.A102T

Pat_41 Post-Resistance GPR179 440435 37 17 36491997 36491997 Missense_Mutation SNP C T 21 112 c.1258G>A c.(1258-1260)GAA>AAA p.E420K

Pat_41 Post-Resistance FBXO47 494188 37 17 37118187 37118187 Missense_Mutation SNP G A 9 95 c.295C>T c.(295-297)CTT>TTT p.L99F

Pat_41 Post-Resistance TCAP 8557 37 17 37821691 37821691 Missense_Mutation SNP G A 5 47 c.79G>A c.(79-81)GAT>AAT p.D27N

Pat_41 Post-Resistance IKZF3 22806 37 17 37944619 37944619 Missense_Mutation SNP G A 4 47 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_41 Post-Resistance ORMDL3 94103 37 17 38080447 38080447 Missense_Mutation SNP C T 24 153 c.10G>A c.(10-12)GGC>AGC p.G4S

Pat_41 Post-Resistance MED24 9862 37 17 38183655 38183655 Missense_Mutation SNP G A 5 27 c.1511C>T c.(1510-1512)GCC>GTC p.A504V



Pat_41 Post-Resistance KRT39 390792 37 17 39122976 39122976 Nonsense_Mutation SNP G A 12 155 c.133C>T c.(133-135)CAA>TAA p.Q45*

Pat_41 Post-Resistance KRTAP1-5 83895 37 17 39183247 39183247 Missense_Mutation SNP C T 9 68 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_41 Post-Resistance KRTAP4-9 100132386 37 17 39262049 39262049 Missense_Mutation SNP C T 6 45 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_41 Post-Resistance KRTAP4-5 85289 37 17 39305892 39305892 Missense_Mutation SNP G A 4 101 c.128C>T c.(127-129)CCC>CTC p.P43L

Pat_41 Post-Resistance KRTAP4-3 85290 37 17 39323934 39323934 Missense_Mutation SNP C T 4 31 c.491G>A c.(490-492)TGC>TAC p.C164Y

Pat_41 Post-Resistance KRT31 3881 37 17 39550386 39550386 Missense_Mutation SNP C T 4 92 c.1133G>A c.(1132-1134)TGC>TAC p.C378Y

Pat_41 Post-Resistance KRT37 8688 37 17 39580664 39580664 Missense_Mutation SNP C T 5 65 c.112G>A c.(112-114)GCC>ACC p.A38T

Pat_41 Post-Resistance KRT32 3882 37 17 39616408 39616408 Missense_Mutation SNP C T 5 42 c.1301G>A c.(1300-1302)CGC>CAC p.R434H

Pat_41 Post-Resistance KRT32 3882 37 17 39619212 39619212 Missense_Mutation SNP C T 4 100 c.1087G>A c.(1087-1089)GCC>ACC p.A363T

Pat_41 Post-Resistance SC65 10609 37 17 39963047 39963047 Splice_Site SNP C T 4 20 c.1146_splice c.e6+1 p.E382_splice

Pat_41 Post-Resistance DHX58 79132 37 17 40262862 40262862 Missense_Mutation SNP C T 15 150 c.440G>A c.(439-441)AGC>AAC p.S147N

Pat_41 Post-Resistance KAT2A 2648 37 17 40273054 40273054 Missense_Mutation SNP C T 3 13 c.269G>A c.(268-270)AGG>AAG p.R90K

Pat_41 Post-Resistance RAB5C 5878 37 17 40278824 40278824 Missense_Mutation SNP C T 18 269 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_41 Post-Resistance KCNH4 23415 37 17 40318534 40318534 Missense_Mutation SNP C T 13 94 c.1621G>A c.(1621-1623)GCT>ACT p.A541T

Pat_41 Post-Resistance FAM134C 162427 37 17 40761296 40761296 Missense_Mutation SNP C T 6 18 c.47G>A c.(46-48)GGG>GAG p.G16E

Pat_41 Post-Resistance TUBG2 27175 37 17 40818461 40818461 Missense_Mutation SNP G A 26 85 c.1117G>A c.(1117-1119)GTC>ATC p.V373I

Pat_41 Post-Resistance CNTNAP1 8506 37 17 40845338 40845338 Missense_Mutation SNP C T 13 71 c.2776C>T c.(2776-2778)CCC>TCC p.P926S

Pat_41 Post-Resistance DHX8 1659 37 17 41585294 41585294 Missense_Mutation SNP C T 23 71 c.2227C>T c.(2227-2229)CCA>TCA p.P743S

Pat_41 Post-Resistance MPP2 4355 37 17 41955302 41955302 Missense_Mutation SNP C T 14 48 c.1667G>A c.(1666-1668)GGC>GAC p.G556D

Pat_41 Post-Resistance FZD2 2535 37 17 42635786 42635786 Missense_Mutation SNP G A 5 62 c.730G>A c.(730-732)GCG>ACG p.A244T

Pat_41 Post-Resistance GFAP 2670 37 17 42992644 42992644 Missense_Mutation SNP C T 9 47 c.211G>A c.(211-213)GCA>ACA p.A71T

Pat_41 Post-Resistance MAPT 4137 37 17 44061231 44061231 Missense_Mutation SNP C T 8 44 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_41 Post-Resistance MAPT 4137 37 17 44073905 44073905 Missense_Mutation SNP C T 8 18 c.1648C>T c.(1648-1650)CCC>TCC p.P550S

Pat_41 Post-Resistance NSF 4905 37 17 44803982 44803982 Splice_Site SNP G A 22 256 c.1828_splice c.e16+1 p.D610_splice

Pat_41 Post-Resistance C17orf57 124989 37 17 45452260 45452260 Missense_Mutation SNP C T 13 35 c.1300C>T c.(1300-1302)CCA>TCA p.P434S

Pat_41 Post-Resistance KPNB1 3837 37 17 45735929 45735929 Missense_Mutation SNP G A 9 74 c.539G>A c.(538-540)GGG>GAG p.G180E

Pat_41 Post-Resistance KPNB1 3837 37 17 45757887 45757887 Missense_Mutation SNP G A 5 186 c.2482G>A c.(2482-2484)GCA>ACA p.A828T

Pat_41 Post-Resistance TBX21 30009 37 17 45820554 45820554 Missense_Mutation SNP C T 5 43 c.764C>T c.(763-765)ACC>ATC p.T255I

Pat_41 Post-Resistance COPZ2 51226 37 17 46105876 46105876 Missense_Mutation SNP C T 8 20 c.547G>A c.(547-549)GCA>ACA p.A183T

Pat_41 Post-Resistance HOXB2 3212 37 17 46620540 46620540 Missense_Mutation SNP C T 13 58 c.961G>A c.(961-963)GGC>AGC p.G321S

Pat_41 Post-Resistance HOXB3 3213 37 17 46627886 46627886 Missense_Mutation SNP G A 4 6 c.1106C>T c.(1105-1107)TCC>TTC p.S369F

Pat_41 Post-Resistance CALCOCO2 10241 37 17 46933509 46933509 Missense_Mutation SNP C T 9 54 c.968C>T c.(967-969)GCT>GTT p.A323V

Pat_41 Post-Resistance IGF2BP1 10642 37 17 47118754 47118754 Missense_Mutation SNP C T 14 30 c.833C>T c.(832-834)CCC>CTC p.P278L

Pat_41 Post-Resistance ZNF652 22834 37 17 47394681 47394681 Missense_Mutation SNP C T 12 83 c.407G>A c.(406-408)GGT>GAT p.G136D

Pat_41 Post-Resistance COL1A1 1277 37 17 48276792 48276792 Missense_Mutation SNP G A 6 11 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_41 Post-Resistance RSAD1 55316 37 17 48557041 48557041 Missense_Mutation SNP C T 5 74 c.187C>T c.(187-189)CCT>TCT p.P63S

Pat_41 Post-Resistance MYCBPAP 84073 37 17 48606386 48606386 Missense_Mutation SNP C T 8 99 c.2690C>T c.(2689-2691)CCC>CTC p.P897L

Pat_41 Post-Resistance EPN3 55040 37 17 48618939 48618939 Missense_Mutation SNP C T 12 35 c.1469C>T c.(1468-1470)GCC>GTC p.A490V

Pat_41 Post-Resistance ABCC3 8714 37 17 48752818 48752818 Missense_Mutation SNP G A 5 44 c.2695G>A c.(2695-2697)GTC>ATC p.V899I

Pat_41 Post-Resistance ANKRD40 91369 37 17 48777117 48777117 Missense_Mutation SNP C T 16 37 c.421G>A c.(421-423)GCC>ACC p.A141T

Pat_41 Post-Resistance WFIKKN2 124857 37 17 48918031 48918031 Missense_Mutation SNP G A 7 32 c.1382G>A c.(1381-1383)AGC>AAC p.S461N

Pat_41 Post-Resistance SPAG9 9043 37 17 49118995 49118995 Missense_Mutation SNP G A 10 123 c.608C>T c.(607-609)TCA>TTA p.S203L

Pat_41 Post-Resistance NME1-NME2 654364 37 17 49231736 49231736 Missense_Mutation SNP T C 4 97 c.2T>C c.(1-3)ATG>ACG p.M1T

Pat_41 Post-Resistance STXBP4 252983 37 17 53150348 53150348 Missense_Mutation SNP G A 34 87 c.1099G>A c.(1099-1101)GAA>AAA p.E367K

Pat_41 Post-Resistance PRR11 55771 37 17 57270974 57270974 Missense_Mutation SNP C T 9 72 c.524C>T c.(523-525)CCC>CTC p.P175L

Pat_41 Post-Resistance PTRH2 51651 37 17 57774879 57774879 Missense_Mutation SNP C T 8 67 c.461G>A c.(460-462)GGC>GAC p.G154D

Pat_41 Post-Resistance RPS6KB1 6198 37 17 57990133 57990133 Missense_Mutation SNP C T 23 284 c.280C>T c.(280-282)CTT>TTT p.L94F



Pat_41 Post-Resistance RPS6KB1 6198 37 17 58013613 58013613 Missense_Mutation SNP G A 17 102 c.1016G>A c.(1015-1017)GGT>GAT p.G339D

Pat_41 Post-Resistance RPS6KB1 6198 37 17 58018279 58018279 Missense_Mutation SNP G A 18 127 c.1202G>A c.(1201-1203)AGT>AAT p.S401N

Pat_41 Post-Resistance RNFT1 51136 37 17 58040217 58040217 Missense_Mutation SNP C T 20 120 c.485G>A c.(484-486)AGC>AAC p.S162N

Pat_41 Post-Resistance PPM1D 8493 37 17 58740647 58740647 Missense_Mutation SNP C T 21 48 c.1552C>T c.(1552-1554)CCT>TCT p.P518S

Pat_41 Post-Resistance BCAS3 54828 37 17 59445709 59445709 Missense_Mutation SNP C T 19 165 c.2492C>T c.(2491-2493)ACC>ATC p.T831I

Pat_41 Post-Resistance C17orf82 388407 37 17 59489518 59489518 Missense_Mutation SNP C T 3 4 c.182C>T c.(181-183)CCC>CTC p.P61L

Pat_41 Post-Resistance INTS2 57508 37 17 59989332 59989332 Missense_Mutation SNP G A 16 134 c.773C>T c.(772-774)CCT>CTT p.P258L

Pat_41 Post-Resistance METTL2A 339175 37 17 60526017 60526017 Missense_Mutation SNP G A 17 199 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_41 Post-Resistance DCAF7 10238 37 17 61662613 61662613 Missense_Mutation SNP C T 32 138 c.779C>T c.(778-780)GCC>GTC p.A260V

Pat_41 Post-Resistance ERN1 2081 37 17 62142568 62142568 Splice_Site SNP C T 5 18 c.921_splice c.e9+1 p.V307_splice

Pat_41 Post-Resistance SMURF2 64750 37 17 62589560 62589560 Missense_Mutation SNP C T 42 123 c.332G>A c.(331-333)GGT>GAT p.G111D

Pat_41 Post-Resistance PLEKHM1P 440456 37 17 62793381 62793381 Splice_Site SNP C T 5 14 c.1068_splice c.e7+1 p.P356_splice

Pat_41 Post-Resistance LRRC37A3 374819 37 17 62855682 62855682 Missense_Mutation SNP G A 6 248 c.4582C>T c.(4582-4584)CTC>TTC p.L1528F

Pat_41 Post-Resistance AXIN2 8313 37 17 63554534 63554534 Missense_Mutation SNP C T 15 56 c.205G>A c.(205-207)GCA>ACA p.A69T

Pat_41 Post-Resistance CACNG4 27092 37 17 65027112 65027112 Missense_Mutation SNP C T 17 113 c.976C>T c.(976-978)CCT>TCT p.P326S

Pat_41 Post-Resistance CACNG1 786 37 17 65040852 65040852 Missense_Mutation SNP G A 7 167 c.76G>A c.(76-78)GCC>ACC p.A26T

Pat_41 Post-Resistance PITPNC1 26207 37 17 65688789 65688789 Missense_Mutation SNP C T 21 320 c.784C>T c.(784-786)CCC>TCC p.P262S

Pat_41 Post-Resistance NOL11 25926 37 17 65733697 65733697 Missense_Mutation SNP C T 29 312 c.1292C>T c.(1291-1293)ACT>ATT p.T431I

Pat_41 Post-Resistance BPTF 2186 37 17 65909084 65909084 Missense_Mutation SNP G A 5 93 c.5084G>A c.(5083-5085)AGA>AAA p.R1695K

Pat_41 Post-Resistance ARSG 22901 37 17 66381213 66381213 Missense_Mutation SNP C T 24 302 c.991C>T c.(991-993)CCA>TCA p.P331S

Pat_41 Post-Resistance WIPI1 55062 37 17 66430733 66430733 Missense_Mutation SNP C T 8 94 c.656G>A c.(655-657)GGG>GAG p.G219E

Pat_41 Post-Resistance PRKAR1A 5573 37 17 66525098 66525098 Missense_Mutation SNP G A 17 240 c.857G>A c.(856-858)GGA>GAA p.G286E

Pat_41 Post-Resistance ABCA9 10350 37 17 67012509 67012509 Missense_Mutation SNP C T 32 248 c.2924G>A c.(2923-2925)TGT>TAT p.C975Y

Pat_41 Post-Resistance ABCA10 10349 37 17 67145193 67145193 Missense_Mutation SNP G A 23 343 c.4514C>T c.(4513-4515)TCT>TTT p.S1505F

Pat_41 Post-Resistance MAP2K6 5608 37 17 67515454 67515454 Missense_Mutation SNP C T 5 194 c.247C>T c.(247-249)CGG>TGG p.R83W

Pat_41 Post-Resistance DNAI2 64446 37 17 72306255 72306255 Missense_Mutation SNP C T 3 37 c.1447C>T c.(1447-1449)CCT>TCT p.P483S

Pat_41 Post-Resistance GPRC5C 55890 37 17 72443045 72443045 Missense_Mutation SNP G A 9 99 c.1204G>A c.(1204-1206)GGC>AGC p.G402S

Pat_41 Post-Resistance RAB37 326624 37 17 72667766 72667766 Missense_Mutation SNP G A 7 96 c.41G>A c.(40-42)GGC>GAC p.G14D

Pat_41 Post-Resistance TMEM104 54868 37 17 72832612 72832612 Missense_Mutation SNP G A 3 64 c.1277G>A c.(1276-1278)GGG>GAG p.G426E

Pat_41 Post-Resistance GRIN2C 2905 37 17 72840518 72840518 Missense_Mutation SNP C T 23 93 c.2480G>A c.(2479-2481)GGG>GAG p.G827E

Pat_41 Post-Resistance FDXR 2232 37 17 72861921 72861921 Missense_Mutation SNP C T 11 64 c.529G>A c.(529-531)GAC>AAC p.D177N

Pat_41 Post-Resistance OTOP2 92736 37 17 72926818 72926818 Missense_Mutation SNP C T 11 134 c.1088C>T c.(1087-1089)CCC>CTC p.P363L

Pat_41 Post-Resistance SLC16A5 9121 37 17 73089912 73089912 Missense_Mutation SNP G A 28 219 c.181G>A c.(181-183)GCT>ACT p.A61T

Pat_41 Post-Resistance SLC16A5 9121 37 17 73094133 73094133 Missense_Mutation SNP G A 10 108 c.200G>A c.(199-201)GGG>GAG p.G67E

Pat_41 Post-Resistance GGA3 23163 37 17 73242797 73242797 Missense_Mutation SNP C T 9 129 c.121G>A c.(121-123)GAA>AAA p.E41K

Pat_41 Post-Resistance LLGL2 3993 37 17 73566246 73566246 Missense_Mutation SNP C T 3 5 c.1784C>T c.(1783-1785)GCC>GTC p.A595V

Pat_41 Post-Resistance RECQL5 9400 37 17 73625116 73625116 Missense_Mutation SNP C T 4 42 c.2387G>A c.(2386-2388)GGA>GAA p.G796E

Pat_41 Post-Resistance UNK 85451 37 17 73780812 73780812 Missense_Mutation SNP G A 21 162 c.79G>A c.(79-81)GAC>AAC p.D27N

Pat_41 Post-Resistance UNC13D 201294 37 17 73827364 73827364 Missense_Mutation SNP C T 9 80 c.2513G>A c.(2512-2514)AGC>AAC p.S838N

Pat_41 Post-Resistance TRIM47 91107 37 17 73871127 73871127 Missense_Mutation SNP C T 25 158 c.1354G>A c.(1354-1356)GTG>ATG p.V452M

Pat_41 Post-Resistance FBF1 85302 37 17 73910115 73910115 Missense_Mutation SNP T C 4 18 c.2963A>G c.(2962-2964)TAC>TGC p.Y988C

Pat_41 Post-Resistance FBF1 85302 37 17 73926110 73926110 Missense_Mutation SNP C T 3 21 c.205G>A c.(205-207)GCA>ACA p.A69T

Pat_41 Post-Resistance EVPL 2125 37 17 74008108 74008108 Missense_Mutation SNP C A 3 35 c.2436G>T c.(2434-2436)CAG>CAT p.Q812H

Pat_41 Post-Resistance EXOC7 23265 37 17 74080606 74080606 Missense_Mutation SNP C T 6 74 c.1921G>A c.(1921-1923)GGA>AGA p.G641R

Pat_41 Post-Resistance EXOC7 23265 37 17 74097787 74097787 Missense_Mutation SNP C T 22 301 c.284G>A c.(283-285)AGT>AAT p.S95N

Pat_41 Post-Resistance FOXJ1 2302 37 17 74134153 74134153 Missense_Mutation SNP G A 4 101 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_41 Post-Resistance RNF157 114804 37 17 74150376 74150376 Missense_Mutation SNP G A 7 284 c.1798C>T c.(1798-1800)CCC>TCC p.P600S



Pat_41 Post-Resistance FAM100B 283991 37 17 74266309 74266309 Missense_Mutation SNP C T 20 189 c.218C>T c.(217-219)CCC>CTC p.P73L

Pat_41 Post-Resistance QRICH2 84074 37 17 74271977 74271977 Missense_Mutation SNP C T 15 58 c.4907G>A c.(4906-4908)AGG>AAG p.R1636K

Pat_41 Post-Resistance QRICH2 84074 37 17 74287704 74287704 Missense_Mutation SNP C T 19 185 c.2606G>A c.(2605-2607)GGT>GAT p.G869D

Pat_41 Post-Resistance UBE2O 63893 37 17 74393939 74393939 Missense_Mutation SNP C T 23 221 c.2056G>A c.(2056-2058)GTC>ATC p.V686I

Pat_41 Post-Resistance RHBDF2 79651 37 17 74467899 74467899 Missense_Mutation SNP C T 5 23 c.2387G>A c.(2386-2388)AGC>AAC p.S796N

Pat_41 Post-Resistance TNRC6C 57690 37 17 76045785 76045785 Missense_Mutation SNP G A 50 404 c.642G>A c.(640-642)ATG>ATA p.M214I

Pat_41 Post-Resistance TMC8 147138 37 17 76134118 76134118 Nonsense_Mutation SNP G A 5 108 c.1382G>A c.(1381-1383)TGG>TAG p.W461*

Pat_41 Post-Resistance SOCS3 9021 37 17 76354629 76354629 Missense_Mutation SNP G A 6 173 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_41 Post-Resistance DNAH17 8632 37 17 76447667 76447667 Missense_Mutation SNP G A 60 252 c.1618C>T c.(1618-1620)CCA>TCA p.P540S

Pat_41 Post-Resistance DNAH17 8632 37 17 76459036 76459036 Missense_Mutation SNP C T 18 72 c.64G>A c.(64-66)GAG>AAG p.E22K

Pat_41 Post-Resistance USP36 57602 37 17 76799789 76799789 Missense_Mutation SNP G A 3 36 c.2488C>T c.(2488-2490)CCA>TCA p.P830S

Pat_41 Post-Resistance USP36 57602 37 17 76809938 76809938 Nonsense_Mutation SNP C T 16 136 c.1182G>A c.(1180-1182)TGG>TGA p.W394*

Pat_41 Post-Resistance CANT1 124583 37 17 76993359 76993359 Missense_Mutation SNP C T 45 300 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_41 Post-Resistance ENPP7 339221 37 17 77709013 77709013 Missense_Mutation SNP G A 8 102 c.571G>A c.(571-573)GTC>ATC p.V191I

Pat_41 Post-Resistance CBX4 8535 37 17 77807985 77807985 Missense_Mutation SNP C T 4 31 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_41 Post-Resistance CCDC40 55036 37 17 78023713 78023713 Missense_Mutation SNP G A 7 67 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_41 Post-Resistance CCDC40 55036 37 17 78023718 78023718 Missense_Mutation SNP G A 8 70 c.869G>A c.(868-870)AGA>AAA p.R290K

Pat_41 Post-Resistance RPTOR 57521 37 17 78865520 78865520 Missense_Mutation SNP G A 25 465 c.1984G>A c.(1984-1986)GAG>AAG p.E662K

Pat_41 Post-Resistance RPTOR 57521 37 17 78897397 78897397 Missense_Mutation SNP C T 3 46 c.2732C>T c.(2731-2733)CCC>CTC p.P911L

Pat_41 Post-Resistance BAIAP2 10458 37 17 79082309 79082309 Missense_Mutation SNP G A 9 102 c.1535G>A c.(1534-1536)AGG>AAG p.R512K

Pat_41 Post-Resistance AZI1 22994 37 17 79176097 79176097 Missense_Mutation SNP G A 12 136 c.731C>T c.(730-732)ACT>ATT p.T244I

Pat_41 Post-Resistance TMEM105 284186 37 17 79287501 79287501 Missense_Mutation SNP C T 6 182 c.340G>A c.(340-342)GTG>ATG p.V114M

Pat_41 Post-Resistance ACTG1 71 37 17 79478405 79478405 Missense_Mutation SNP G A 11 294 c.611C>T c.(610-612)GCC>GTC p.A204V

Pat_41 Post-Resistance HGS 9146 37 17 79660976 79660976 Missense_Mutation SNP G A 7 67 c.917G>A c.(916-918)AGC>AAC p.S306N

Pat_41 Post-Resistance HGS 9146 37 17 79661961 79661962 Missense_Mutation DNP GG AA 12 212 c.983_984GG>AA c.(982-984)CGG>CAA p.R328Q

Pat_41 Post-Resistance P4HB 5034 37 17 79804397 79804397 Missense_Mutation SNP C T 6 120 c.964G>A c.(964-966)GAG>AAG p.E322K

Pat_41 Post-Resistance THOC4 10189 37 17 79846247 79846247 Missense_Mutation SNP C T 5 48 c.650G>A c.(649-651)GGT>GAT p.G217D

Pat_41 Post-Resistance ANAPC11 51529 37 17 79852387 79852387 Missense_Mutation SNP G A 29 276 c.34G>A c.(34-36)GCC>ACC p.A12T

Pat_41 Post-Resistance PYCR1 5831 37 17 79892993 79892993 Missense_Mutation SNP C T 6 54 c.349G>A c.(349-351)GTC>ATC p.V117I

Pat_41 Post-Resistance GPS1 2873 37 17 80012628 80012628 Missense_Mutation SNP C T 15 74 c.563C>T c.(562-564)GCC>GTC p.A188V

Pat_41 Post-Resistance SECTM1 6398 37 17 80282536 80282536 Missense_Mutation SNP C T 5 82 c.325G>A c.(325-327)GAC>AAC p.D109N

Pat_41 Post-Resistance HEXDC 284004 37 17 80395080 80395080 Missense_Mutation SNP C T 13 400 c.740C>T c.(739-741)CCG>CTG p.P247L

Pat_41 Post-Resistance HEXDC 284004 37 17 80397523 80397523 Missense_Mutation SNP G A 40 233 c.916G>A c.(916-918)GTG>ATG p.V306M

Pat_41 Post-Resistance NARF 26502 37 17 80441612 80441612 Missense_Mutation SNP G A 8 199 c.790G>A c.(790-792)GAG>AAG p.E264K

Pat_41 Post-Resistance FN3KRP 79672 37 17 80674738 80674738 Missense_Mutation SNP G A 9 151 c.107G>A c.(106-108)GGA>GAA p.G36E

Pat_41 Post-Resistance METRNL 284207 37 17 81043197 81043197 Missense_Mutation SNP C T 9 189 c.554C>T c.(553-555)TCT>TTT p.S185F

Pat_41 Post-Resistance METRNL 284207 37 17 81052055 81052055 Missense_Mutation SNP C T 13 242 c.671C>T c.(670-672)GCC>GTC p.A224V

Pat_41 Post-Resistance CLUL1 27098 37 18 627217 627217 Missense_Mutation SNP G A 37 432 c.544G>A c.(544-546)GAT>AAT p.D182N

Pat_41 Post-Resistance METTL4 64863 37 18 2554742 2554742 Missense_Mutation SNP C T 5 48 c.755G>A c.(754-756)GGA>GAA p.G252E

Pat_41 Post-Resistance NDC80 10403 37 18 2577833 2577833 Missense_Mutation SNP G A 25 230 c.268G>A c.(268-270)GCA>ACA p.A90T

Pat_41 Post-Resistance EMILIN2 84034 37 18 2885114 2885114 Missense_Mutation SNP G A 60 48 c.410G>A c.(409-411)CGA>CAA p.R137Q

Pat_41 Post-Resistance EMILIN2 84034 37 18 2891675 2891675 Missense_Mutation SNP G A 8 92 c.1550G>A c.(1549-1551)AGT>AAT p.S517N

Pat_41 Post-Resistance MYOM1 8736 37 18 3168976 3168976 Missense_Mutation SNP C T 6 44 c.1178G>A c.(1177-1179)GGT>GAT p.G393D

Pat_41 Post-Resistance DLGAP1 9229 37 18 3879678 3879678 Missense_Mutation SNP G A 114 177 c.391C>T c.(391-393)CGC>TGC p.R131C

Pat_41 Post-Resistance EPB41L3 23136 37 18 5433986 5433986 Missense_Mutation SNP C T 42 398 c.740G>A c.(739-741)AGC>AAC p.S247N

Pat_41 Post-Resistance ARHGAP28 79822 37 18 6868197 6868197 Missense_Mutation SNP C T 28 178 c.244C>T c.(244-246)CCG>TCG p.P82S

Pat_41 Post-Resistance LAMA1 284217 37 18 6943402 6943402 Splice_Site SNP C T 5 106 c.8845_splice c.e62-1 p.V2949_splice



Pat_41 Post-Resistance LAMA1 284217 37 18 6950780 6950780 Splice_Site SNP C T 10 214 c.8397_splice c.e58+1 p.T2799_splice

Pat_41 Post-Resistance KIAA0802 23255 37 18 8819025 8819025 Missense_Mutation SNP T C 6 141 c.2924T>C c.(2923-2925)GTT>GCT p.V975A

Pat_41 Post-Resistance ANKRD12 23253 37 18 9256993 9256993 Missense_Mutation SNP C T 4 135 c.3728C>T c.(3727-3729)TCC>TTC p.S1243F

Pat_41 Post-Resistance VAPA 9218 37 18 9950446 9950446 Missense_Mutation SNP C T 16 203 c.472C>T c.(472-474)CCT>TCT p.P158S

Pat_41 Post-Resistance CEP192 55125 37 18 13049213 13049213 Missense_Mutation SNP C T 22 135 c.2423C>T c.(2422-2424)ACT>ATT p.T808I

Pat_41 Post-Resistance CEP192 55125 37 18 13052932 13052932 Missense_Mutation SNP C T 72 417 c.3032C>T c.(3031-3033)TCC>TTC p.S1011F

Pat_41 Post-Resistance CEP192 55125 37 18 13055903 13055903 Missense_Mutation SNP C T 29 41 c.3314C>T c.(3313-3315)TCA>TTA p.S1105L

Pat_41 Post-Resistance C18orf19 125228 37 18 13681685 13681685 Missense_Mutation SNP C T 12 160 c.392G>A c.(391-393)AGA>AAA p.R131K

Pat_41 Post-Resistance RNMT 8731 37 18 13741509 13741509 Missense_Mutation SNP G A 12 289 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_41 Post-Resistance POTEC 388468 37 18 14542790 14542790 Missense_Mutation SNP G A 7 178 c.356C>T c.(355-357)GCT>GTT p.A119V

Pat_41 Post-Resistance ANKRD30B 374860 37 18 14752654 14752654 Missense_Mutation SNP G A 12 46 c.311G>A c.(310-312)GGC>GAC p.G104D

Pat_41 Post-Resistance ROCK1 6093 37 18 18622532 18622532 Missense_Mutation SNP G A 39 249 c.814C>T c.(814-816)CTT>TTT p.L272F

Pat_41 Post-Resistance CTAGE1 64693 37 18 19996309 19996309 Missense_Mutation SNP C T 5 276 c.1466G>A c.(1465-1467)GGT>GAT p.G489D

Pat_41 Post-Resistance CTAGE1 64693 37 18 19996346 19996346 Missense_Mutation SNP G A 5 166 c.1429C>T c.(1429-1431)CCA>TCA p.P477S

Pat_41 Post-Resistance CABLES1 91768 37 18 20774501 20774501 Missense_Mutation SNP G A 12 166 c.1007G>A c.(1006-1008)GGC>GAC p.G336D

Pat_41 Post-Resistance RIOK3 8780 37 18 21056969 21056969 Splice_Site SNP G A 11 148 c.1174_splice c.e10-1 p.L392_splice

Pat_41 Post-Resistance NPC1 4864 37 18 21118549 21118549 Missense_Mutation SNP G A 17 260 c.2998C>T c.(2998-3000)CCC>TCC p.P1000S

Pat_41 Post-Resistance NPC1 4864 37 18 21136332 21136332 Missense_Mutation SNP G A 5 40 c.1201C>T c.(1201-1203)CCT>TCT p.P401S

Pat_41 Post-Resistance NPC1 4864 37 18 21153480 21153480 Missense_Mutation SNP C T 38 446 c.116G>A c.(115-117)AGG>AAG p.R39K

Pat_41 Post-Resistance TTC39C 125488 37 18 21649143 21649143 Missense_Mutation SNP C T 16 340 c.368C>T c.(367-369)CCC>CTC p.P123L

Pat_41 Post-Resistance ZNF521 25925 37 18 22805060 22805060 Missense_Mutation SNP G A 9 159 c.2822C>T c.(2821-2823)TCC>TTC p.S941F

Pat_41 Post-Resistance ZNF521 25925 37 18 22806363 22806363 Missense_Mutation SNP C T 13 149 c.1519G>A c.(1519-1521)GCT>ACT p.A507T

Pat_41 Post-Resistance KCTD1 284252 37 18 24081090 24081090 Missense_Mutation SNP C T 9 158 c.110G>A c.(109-111)GGC>GAC p.G37D

Pat_41 Post-Resistance CDH2 1000 37 18 25589790 25589790 Missense_Mutation SNP G A 13 147 c.593C>T c.(592-594)ACT>ATT p.T198I

Pat_41 Post-Resistance DSC2 1824 37 18 28659833 28659833 Missense_Mutation SNP G A 26 158 c.1643C>T c.(1642-1644)ACA>ATA p.T548I

Pat_41 Post-Resistance DSC2 1824 37 18 28669488 28669488 Missense_Mutation SNP G A 6 91 c.544C>T c.(544-546)CCT>TCT p.P182S

Pat_41 Post-Resistance DSG1 1828 37 18 28910000 28910000 Splice_Site SNP G A 15 142 c.517_splice c.e5+1 p.N173_splice

Pat_41 Post-Resistance DSG3 1830 37 18 29027850 29027850 Missense_Mutation SNP C T 5 80 c.10C>T c.(10-12)CTC>TTC p.L4F

Pat_41 Post-Resistance TTR 7276 37 18 29178567 29178567 Missense_Mutation SNP T C 20 340 c.373T>C c.(373-375)TAC>CAC p.Y125H

Pat_41 Post-Resistance RNF138 51444 37 18 29706735 29706735 Missense_Mutation SNP G A 27 177 c.641G>A c.(640-642)AGA>AAA p.R214K

Pat_41 Post-Resistance ASXL3 80816 37 18 31251776 31251776 Missense_Mutation SNP C T 21 29 c.661C>T c.(661-663)CCC>TCC p.P221S

Pat_41 Post-Resistance ASXL3 80816 37 18 31325625 31325625 Missense_Mutation SNP C T 3 28 c.5813C>T c.(5812-5814)GCC>GTC p.A1938V

Pat_41 Post-Resistance DTNA 1837 37 18 32345951 32345951 Missense_Mutation SNP C T 18 194 c.94C>T c.(94-96)CTC>TTC p.L32F

Pat_41 Post-Resistance ZNF24 7572 37 18 32917477 32917477 Missense_Mutation SNP C T 12 212 c.826G>A c.(826-828)GAG>AAG p.E276K

Pat_41 Post-Resistance GALNT1 2589 37 18 33271108 33271108 Missense_Mutation SNP G A 7 184 c.1111G>A c.(1111-1113)GAA>AAA p.E371K

Pat_41 Post-Resistance MOCOS 55034 37 18 33780034 33780034 Missense_Mutation SNP C T 14 132 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_41 Post-Resistance SLC14A1 6563 37 18 43328362 43328362 Missense_Mutation SNP G A 34 370 c.968G>A c.(967-969)GGA>GAA p.G323E

Pat_41 Post-Resistance KIAA1632 57724 37 18 43534415 43534415 Missense_Mutation SNP C T 34 267 c.953G>A c.(952-954)TGC>TAC p.C318Y

Pat_41 Post-Resistance HDHD2 84064 37 18 44656699 44656699 Missense_Mutation SNP C T 32 180 c.311G>A c.(310-312)GGA>GAA p.G104E

Pat_41 Post-Resistance MYO5B 4645 37 18 47379941 47379941 Missense_Mutation SNP C T 15 95 c.4099G>A c.(4099-4101)GCC>ACC p.A1367T

Pat_41 Post-Resistance CCDC11 220136 37 18 47769387 47769387 Missense_Mutation SNP C T 17 285 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_41 Post-Resistance MBD1 4152 37 18 47799063 47799063 Missense_Mutation SNP C T 23 623 c.1762G>A c.(1762-1764)GCA>ACA p.A588T

Pat_41 Post-Resistance CXXC1 30827 37 18 47810355 47810355 Missense_Mutation SNP C T 11 190 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_41 Post-Resistance CXXC1 30827 37 18 47811184 47811184 Missense_Mutation SNP G A 7 131 c.938C>T c.(937-939)TCC>TTC p.S313F

Pat_41 Post-Resistance MAPK4 5596 37 18 48190423 48190423 Missense_Mutation SNP G A 8 177 c.95G>A c.(94-96)GGT>GAT p.G32D

Pat_41 Post-Resistance MAPK4 5596 37 18 48248397 48248397 Missense_Mutation SNP C T 5 42 c.781C>T c.(781-783)CCT>TCT p.P261S

Pat_41 Post-Resistance MRO 83876 37 18 48327762 48327762 Missense_Mutation SNP G A 55 191 c.542C>T c.(541-543)TCC>TTC p.S181F



Pat_41 Post-Resistance DCC 1630 37 18 50592443 50592443 Missense_Mutation SNP G A 17 236 c.1168G>A c.(1168-1170)GTG>ATG p.V390M

Pat_41 Post-Resistance DCC 1630 37 18 51025758 51025758 Missense_Mutation SNP C T 17 335 c.3989C>T c.(3988-3990)ACC>ATC p.T1330I

Pat_41 Post-Resistance C18orf54 162681 37 18 51888064 51888064 Missense_Mutation SNP G A 8 121 c.335G>A c.(334-336)AGA>AAA p.R112K

Pat_41 Post-Resistance TCF4 6925 37 18 53131311 53131311 Missense_Mutation SNP G A 27 343 c.203C>T c.(202-204)TCC>TTC p.S68F

Pat_41 Post-Resistance TXNL1 9352 37 18 54281660 54281660 Missense_Mutation SNP C T 7 162 c.730G>A c.(730-732)GTA>ATA p.V244I

Pat_41 Post-Resistance WDR7 23335 37 18 54363622 54363622 Missense_Mutation SNP G A 16 250 c.1507G>A c.(1507-1509)GAA>AAA p.E503K

Pat_41 Post-Resistance WDR7 23335 37 18 54398829 54398829 Splice_Site SNP G A 7 118 c.1989_splice c.e14+1 p.K663_splice

Pat_41 Post-Resistance WDR7 23335 37 18 54448804 54448804 Missense_Mutation SNP G A 9 91 c.3107G>A c.(3106-3108)AGA>AAA p.R1036K

Pat_41 Post-Resistance NARS 4677 37 18 55287847 55287847 Missense_Mutation SNP G A 33 217 c.47C>T c.(46-48)GCC>GTC p.A16V

Pat_41 Post-Resistance ALPK2 115701 37 18 56204126 56204126 Missense_Mutation SNP T C 18 362 c.3293A>G c.(3292-3294)AAT>AGT p.N1098S

Pat_41 Post-Resistance ALPK2 115701 37 18 56205078 56205078 Missense_Mutation SNP G A 4 127 c.2341C>T c.(2341-2343)CCC>TCC p.P781S

Pat_41 Post-Resistance ALPK2 115701 37 18 56247083 56247083 Missense_Mutation SNP C T 18 256 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_41 Post-Resistance ZNF532 55205 37 18 56585646 56585646 Nonsense_Mutation SNP C T 14 85 c.127C>T c.(127-129)CAG>TAG p.Q43*

Pat_41 Post-Resistance ZNF532 55205 37 18 56586991 56586991 Missense_Mutation SNP G A 6 54 c.1472G>A c.(1471-1473)AGC>AAC p.S491N

Pat_41 Post-Resistance ZNF532 55205 37 18 56606750 56606750 Missense_Mutation SNP G A 18 304 c.2602G>A c.(2602-2604)GTC>ATC p.V868I

Pat_41 Post-Resistance LMAN1 3998 37 18 57026292 57026292 Missense_Mutation SNP C T 11 160 c.185G>A c.(184-186)GGG>GAG p.G62E

Pat_41 Post-Resistance CCBE1 147372 37 18 57134012 57134012 Missense_Mutation SNP C T 28 415 c.512G>A c.(511-513)GGG>GAG p.G171E

Pat_41 Post-Resistance MC4R 4160 37 18 58038721 58038721 Missense_Mutation SNP G A 9 199 c.862C>T c.(862-864)CTC>TTC p.L288F

Pat_41 Post-Resistance CDH20 28316 37 18 59167622 59167622 Missense_Mutation SNP C T 13 207 c.548C>T c.(547-549)TCC>TTC p.S183F

Pat_41 Post-Resistance ZCCHC2 54877 37 18 60227835 60227835 Missense_Mutation SNP C T 13 233 c.1508C>T c.(1507-1509)GCC>GTC p.A503V

Pat_41 Post-Resistance SERPINB13 5275 37 18 61256932 61256932 Missense_Mutation SNP G A 8 61 c.208G>A c.(208-210)GCT>ACT p.A70T

Pat_41 Post-Resistance SERPINB13 5275 37 18 61262408 61262408 Missense_Mutation SNP G A 20 176 c.761G>A c.(760-762)GGC>GAC p.G254D

Pat_41 Post-Resistance CDH7 1005 37 18 63526179 63526179 Missense_Mutation SNP G A 7 84 c.1391G>A c.(1390-1392)GGA>GAA p.G464E

Pat_41 Post-Resistance CDH19 28513 37 18 64172386 64172386 Missense_Mutation SNP C T 23 316 c.1982G>A c.(1981-1983)AGT>AAT p.S661N

Pat_41 Post-Resistance DSEL 92126 37 18 65181334 65181334 Missense_Mutation SNP C T 11 81 c.542G>A c.(541-543)GGC>GAC p.G181D

Pat_41 Post-Resistance TMX3 54495 37 18 66351458 66351458 Missense_Mutation SNP C T 11 111 c.817G>A c.(817-819)GTT>ATT p.V273I

Pat_41 Post-Resistance NETO1 81832 37 18 70532440 70532440 Missense_Mutation SNP G A 4 23 c.65C>T c.(64-66)GCA>GTA p.A22V

Pat_41 Post-Resistance ZNF407 55628 37 18 72343232 72343232 Missense_Mutation SNP C T 11 76 c.257C>T c.(256-258)TCT>TTT p.S86F

Pat_41 Post-Resistance ZNF407 55628 37 18 72589198 72589198 Nonsense_Mutation SNP G A 13 41 c.4923G>A c.(4921-4923)TGG>TGA p.W1641*

Pat_41 Post-Resistance ZNF236 7776 37 18 74625807 74625807 Missense_Mutation SNP G A 20 65 c.3008G>A c.(3007-3009)GGC>GAC p.G1003D

Pat_41 Post-Resistance SALL3 27164 37 18 76753535 76753535 Missense_Mutation SNP G A 3 20 c.1544G>A c.(1543-1545)AGC>AAC p.S515N

Pat_41 Post-Resistance ADNP2 22850 37 18 77891008 77891008 Missense_Mutation SNP G A 10 20 c.131G>A c.(130-132)GGA>GAA p.G44E

Pat_41 Post-Resistance PPAP2C 8612 37 19 282238 282238 Missense_Mutation SNP C T 20 44 c.613G>A c.(613-615)GCC>ACC p.A205T

Pat_41 Post-Resistance PALM 5064 37 19 746516 746516 Missense_Mutation SNP G A 3 23 c.866G>A c.(865-867)GGG>GAG p.G289E

Pat_41 Post-Resistance LPPR3 79948 37 19 814885 814885 Splice_Site SNP C T 15 64 c.599_splice c.e5+1 p.R200_splice

Pat_41 Post-Resistance UQCR11 10975 37 19 1599554 1599554 Missense_Mutation SNP G T 3 58 c.56C>A c.(55-57)CCG>CAG p.P19Q

Pat_41 Post-Resistance ATP8B3 148229 37 19 1795962 1795962 Missense_Mutation SNP C T 9 23 c.1967G>A c.(1966-1968)TGC>TAC p.C656Y

Pat_41 Post-Resistance MKNK2 2872 37 19 2039752 2039752 Missense_Mutation SNP C T 5 16 c.1258G>A c.(1258-1260)GGG>AGG p.G420R

Pat_41 Post-Resistance ZNF554 115196 37 19 2834596 2834596 Missense_Mutation SNP G A 8 78 c.1363G>A c.(1363-1365)GAG>AAG p.E455K

Pat_41 Post-Resistance PIP5K1C 23396 37 19 3644084 3644084 Splice_Site SNP C T 18 68 c.1510_splice c.e12+1 p.G504_splice

Pat_41 Post-Resistance CHAF1A 10036 37 19 4433262 4433262 Missense_Mutation SNP G A 4 106 c.2399G>A c.(2398-2400)CGG>CAG p.R800Q

Pat_41 Post-Resistance PLIN5 440503 37 19 4523680 4523680 Missense_Mutation SNP C T 24 180 c.1252G>A c.(1252-1254)GCC>ACC p.A418T

Pat_41 Post-Resistance C19orf10 56005 37 19 4660005 4660005 Missense_Mutation SNP G A 11 97 c.380C>T c.(379-381)GCA>GTA p.A127V

Pat_41 Post-Resistance FEM1A 55527 37 19 4792581 4792581 Missense_Mutation SNP C T 7 72 c.715C>T c.(715-717)CCC>TCC p.P239S

Pat_41 Post-Resistance PTPRS 5802 37 19 5231452 5231452 Missense_Mutation SNP G A 4 57 c.2024C>T c.(2023-2025)CCC>CTC p.P675L

Pat_41 Post-Resistance SAFB2 9667 37 19 5587339 5587339 Missense_Mutation SNP C T 8 21 c.2777G>A c.(2776-2778)GGA>GAA p.G926E

Pat_41 Post-Resistance ACER1 125981 37 19 6309807 6309807 Missense_Mutation SNP A G 12 29 c.389T>C c.(388-390)GTC>GCC p.V130A



Pat_41 Post-Resistance CLPP 8192 37 19 6362493 6362493 Missense_Mutation SNP C T 14 91 c.307C>T c.(307-309)CTC>TTC p.L103F

Pat_41 Post-Resistance C3 718 37 19 6719238 6719238 Missense_Mutation SNP C T 8 156 c.251G>A c.(250-252)GGC>GAC p.G84D

Pat_41 Post-Resistance TRIP10 9322 37 19 6746515 6746515 Missense_Mutation SNP G A 4 133 c.1205G>A c.(1204-1206)CGG>CAG p.R402Q

Pat_41 Post-Resistance INSR 3643 37 19 7184645 7184645 Missense_Mutation SNP C T 3 21 c.656G>A c.(655-657)TGC>TAC p.C219Y

Pat_41 Post-Resistance PNPLA6 10908 37 19 7600838 7600838 Missense_Mutation SNP G A 5 14 c.191G>A c.(190-192)GGG>GAG p.G64E

Pat_41 Post-Resistance CD209 30835 37 19 7810835 7810835 Missense_Mutation SNP T C 6 105 c.317A>G c.(316-318)CAG>CGG p.Q106R

Pat_41 Post-Resistance FBN3 84467 37 19 8159329 8159329 Splice_Site SNP C T 4 22 c.5905_splice c.e46+1 p.D1969_splice

Pat_41 Post-Resistance FBN3 84467 37 19 8203338 8203338 Missense_Mutation SNP C T 3 30 c.976G>A c.(976-978)GCA>ACA p.A326T

Pat_41 Post-Resistance 2-Mar 51257 37 19 8491579 8491579 Missense_Mutation SNP C T 3 41 c.263C>T c.(262-264)GCC>GTC p.A88V

Pat_41 Post-Resistance HNRNPM 4670 37 19 8539129 8539129 Splice_Site SNP G A 5 119 c.1120_splice c.e12+1 p.E374_splice

Pat_41 Post-Resistance OR2Z1 284383 37 19 8841526 8841526 Missense_Mutation SNP C T 22 45 c.136C>T c.(136-138)CTC>TTC p.L46F

Pat_41 Post-Resistance OR2Z1 284383 37 19 8842192 8842192 Missense_Mutation SNP C T 4 64 c.802C>T c.(802-804)CCA>TCA p.P268S

Pat_41 Post-Resistance MUC16 94025 37 19 9009710 9009710 Missense_Mutation SNP C T 21 127 c.39016G>A c.(39016-39018)GCT>ACT p.A13006T

Pat_41 Post-Resistance MUC16 94025 37 19 9061564 9061564 Missense_Mutation SNP C T 12 48 c.25882G>A c.(25882-25884)GCC>ACC p.A8628T

Pat_41 Post-Resistance MUC16 94025 37 19 9065791 9065791 Missense_Mutation SNP C T 6 119 c.21655G>A c.(21655-21657)GAG>AAG p.E7219K

Pat_41 Post-Resistance MUC16 94025 37 19 9069555 9069555 Missense_Mutation SNP C T 5 34 c.17891G>A c.(17890-17892)GGC>GAC p.G5964D

Pat_41 Post-Resistance MUC16 94025 37 19 9082631 9082631 Missense_Mutation SNP C T 12 50 c.9184G>A c.(9184-9186)GCA>ACA p.A3062T

Pat_41 Post-Resistance MUC16 94025 37 19 9083483 9083483 Missense_Mutation SNP C T 3 15 c.8332G>A c.(8332-8334)GCT>ACT p.A2778T

Pat_41 Post-Resistance MUC16 94025 37 19 9084835 9084835 Missense_Mutation SNP G A 27 7 c.6980C>T c.(6979-6981)TCC>TTC p.S2327F

Pat_41 Post-Resistance MUC16 94025 37 19 9084874 9084874 Missense_Mutation SNP C T 9 28 c.6941G>A c.(6940-6942)GGA>GAA p.G2314E

Pat_41 Post-Resistance MUC16 94025 37 19 9091478 9091478 Missense_Mutation SNP G A 16 97 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_41 Post-Resistance ZNF317 57693 37 19 9271786 9271786 Missense_Mutation SNP C T 3 32 c.1465C>T c.(1465-1467)CGG>TGG p.R489W

Pat_41 Post-Resistance ZNF559 84527 37 19 9453635 9453635 Missense_Mutation SNP C T 25 52 c.1508C>T c.(1507-1509)ACT>ATT p.T503I

Pat_41 Post-Resistance ZNF560 147741 37 19 9578040 9578040 Missense_Mutation SNP G A 10 60 c.1583C>T c.(1582-1584)TCT>TTT p.S528F

Pat_41 Post-Resistance ZNF560 147741 37 19 9578698 9578698 Missense_Mutation SNP C T 29 74 c.925G>A c.(925-927)GCA>ACA p.A309T

Pat_41 Post-Resistance ZNF846 162993 37 19 9874060 9874060 Missense_Mutation SNP C T 20 323 c.40G>A c.(40-42)GCT>ACT p.A14T

Pat_41 Post-Resistance COL5A3 50509 37 19 10100032 10100032 Missense_Mutation SNP C T 4 13 c.2057G>A c.(2056-2058)GGA>GAA p.G686E

Pat_41 Post-Resistance TYK2 7297 37 19 10478786 10478786 Missense_Mutation SNP G A 5 31 c.410C>T c.(409-411)ACA>ATA p.T137I

Pat_41 Post-Resistance CDC37 11140 37 19 10504024 10504024 Missense_Mutation SNP C T 10 72 c.820G>A c.(820-822)GCC>ACC p.A274T

Pat_41 Post-Resistance PDE4A 5141 37 19 10574509 10574509 Missense_Mutation SNP C T 63 164 c.1784C>T c.(1783-1785)CCC>CTC p.P595L

Pat_41 Post-Resistance ILF3 3609 37 19 10782072 10782072 Missense_Mutation SNP G A 67 155 c.272G>A c.(271-273)GGA>GAA p.G91E

Pat_41 Post-Resistance TMED1 11018 37 19 10945621 10945621 Missense_Mutation SNP C T 22 262 c.454G>A c.(454-456)GAG>AAG p.E152K

Pat_41 Post-Resistance SMARCA4 6597 37 19 11141409 11141409 Missense_Mutation SNP C T 11 26 c.3386C>T c.(3385-3387)ACC>ATC p.T1129I

Pat_41 Post-Resistance TSPAN16 26526 37 19 11422815 11422815 Missense_Mutation SNP G A 5 12 c.604G>A c.(604-606)GGC>AGC p.G202S

Pat_41 Post-Resistance RGL3 57139 37 19 11527509 11527509 Splice_Site SNP C T 9 87 c.371_splice c.e3+1 p.G124_splice

Pat_41 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 7 304 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_41 Post-Resistance ZNF763 284390 37 19 12087898 12087898 Missense_Mutation SNP G A 16 161 c.49G>A c.(49-51)GAG>AAG p.E17K

Pat_41 Post-Resistance ZNF563 147837 37 19 12429458 12429458 Missense_Mutation SNP G A 17 116 c.1381C>T c.(1381-1383)CCC>TCC p.P461S

Pat_41 Post-Resistance ZNF791 163049 37 19 12739658 12739658 Missense_Mutation SNP C T 8 133 c.1315C>T c.(1315-1317)CCT>TCT p.P439S

Pat_41 Post-Resistance MAST1 22983 37 19 12962965 12962965 Missense_Mutation SNP G A 26 81 c.913G>A c.(913-915)GCG>ACG p.A305T

Pat_41 Post-Resistance CALR 811 37 19 13049584 13049584 Missense_Mutation SNP G A 4 13 c.91G>A c.(91-93)GAC>AAC p.D31N

Pat_41 Post-Resistance NACC1 112939 37 19 13249071 13249071 Missense_Mutation SNP G A 36 172 c.1435G>A c.(1435-1437)GTC>ATC p.V479I

Pat_41 Post-Resistance CACNA1A 773 37 19 13394121 13394121 Missense_Mutation SNP G T 4 52 c.3785C>A c.(3784-3786)GCC>GAC p.A1262D

Pat_41 Post-Resistance ZSWIM4 65249 37 19 13928045 13928045 Missense_Mutation SNP G A 25 80 c.1196G>A c.(1195-1197)GGC>GAC p.G399D

Pat_41 Post-Resistance ZSWIM4 65249 37 19 13936397 13936397 Missense_Mutation SNP C T 11 131 c.1898C>T c.(1897-1899)TCC>TTC p.S633F

Pat_41 Post-Resistance NANOS3 342977 37 19 13988237 13988237 Missense_Mutation SNP G A 4 130 c.175G>A c.(175-177)GGA>AGA p.G59R

Pat_41 Post-Resistance C19orf57 79173 37 19 14000681 14000681 Missense_Mutation SNP C T 6 76 c.988G>A c.(988-990)GGA>AGA p.G330R



Pat_41 Post-Resistance CC2D1A 54862 37 19 14029357 14029357 Missense_Mutation SNP C T 5 170 c.914C>T c.(913-915)CCC>CTC p.P305L

Pat_41 Post-Resistance CC2D1A 54862 37 19 14031688 14031688 Missense_Mutation SNP C T 14 232 c.1594C>T c.(1594-1596)CCT>TCT p.P532S

Pat_41 Post-Resistance CC2D1A 54862 37 19 14040256 14040256 Splice_Site SNP G A 14 307 c.2583_splice c.e25+1 p.K861_splice

Pat_41 Post-Resistance RFX1 5989 37 19 14094327 14094327 Missense_Mutation SNP C T 5 62 c.400G>A c.(400-402)GTG>ATG p.V134M

Pat_41 Post-Resistance IL27RA 9466 37 19 14150325 14150325 Missense_Mutation SNP C T 20 414 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_41 Post-Resistance IL27RA 9466 37 19 14150354 14150354 Missense_Mutation SNP G A 16 460 c.253G>A c.(253-255)GCC>ACC p.A85T

Pat_41 Post-Resistance IL27RA 9466 37 19 14157140 14157140 Missense_Mutation SNP G A 14 278 c.943G>A c.(943-945)GTC>ATC p.V315I

Pat_41 Post-Resistance IL27RA 9466 37 19 14157257 14157257 Missense_Mutation SNP C T 20 206 c.968C>T c.(967-969)CCC>CTC p.P323L

Pat_41 Post-Resistance DNAJB1 3337 37 19 14627750 14627750 Missense_Mutation SNP C T 12 276 c.320G>A c.(319-321)GGT>GAT p.G107D

Pat_41 Post-Resistance EMR2 30817 37 19 14854260 14854260 Missense_Mutation SNP G A 33 633 c.2435C>T c.(2434-2436)GCT>GTT p.A812V

Pat_41 Post-Resistance OR7C1 26664 37 19 14910029 14910029 Missense_Mutation SNP C T 10 243 c.920G>A c.(919-921)AGG>AAG p.R307K

Pat_41 Post-Resistance SYDE1 85360 37 19 15224542 15224542 Missense_Mutation SNP G A 7 170 c.1976G>A c.(1975-1977)GGG>GAG p.G659E

Pat_41 Post-Resistance ILVBL 10994 37 19 15228714 15228714 Nonsense_Mutation SNP C T 55 105 c.1164G>A c.(1162-1164)TGG>TGA p.W388*

Pat_41 Post-Resistance NOTCH3 4854 37 19 15297975 15297975 Missense_Mutation SNP C T 7 63 c.1781G>A c.(1780-1782)GGC>GAC p.G594D

Pat_41 Post-Resistance AKAP8L 26993 37 19 15512311 15512311 Missense_Mutation SNP C T 13 65 c.466G>A c.(466-468)GCC>ACC p.A156T

Pat_41 Post-Resistance RASAL3 64926 37 19 15569407 15569407 Missense_Mutation SNP C T 3 38 c.722G>A c.(721-723)GGT>GAT p.G241D

Pat_41 Post-Resistance CYP4F12 66002 37 19 15807283 15807283 Missense_Mutation SNP G A 18 365 c.1358G>A c.(1357-1359)AGG>AAG p.R453K

Pat_41 Post-Resistance OR10H2 26538 37 19 15839353 15839353 Missense_Mutation SNP C T 6 117 c.500C>T c.(499-501)ACT>ATT p.T167I

Pat_41 Post-Resistance OR10H5 284433 37 19 15905699 15905699 Missense_Mutation SNP G A 8 59 c.841G>A c.(841-843)GTC>ATC p.V281I

Pat_41 Post-Resistance CYP4F2 8529 37 19 16000439 16000439 Missense_Mutation SNP C T 24 202 c.712G>A c.(712-714)GAG>AAG p.E238K

Pat_41 Post-Resistance TPM4 7171 37 19 16204358 16204358 Missense_Mutation SNP G A 13 159 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_41 Post-Resistance CIB3 117286 37 19 16280518 16280518 Missense_Mutation SNP G A 9 63 c.121C>T c.(121-123)CTC>TTC p.L41F

Pat_41 Post-Resistance AP1M1 8907 37 19 16319915 16319915 Missense_Mutation SNP C T 13 153 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_41 Post-Resistance EPS15L1 58513 37 19 16496996 16496996 Missense_Mutation SNP G A 5 75 c.2150C>T c.(2149-2151)TCC>TTC p.S717F

Pat_41 Post-Resistance CHERP 10523 37 19 16632398 16632398 Missense_Mutation SNP C T 7 38 c.2048G>A c.(2047-2049)AGC>AAC p.S683N

Pat_41 Post-Resistance CHERP 10523 37 19 16638953 16638953 Missense_Mutation SNP G A 7 135 c.1243C>T c.(1243-1245)CCA>TCA p.P415S

Pat_41 Post-Resistance CHERP 10523 37 19 16639054 16639054 Missense_Mutation SNP G A 5 92 c.1142C>T c.(1141-1143)CCT>CTT p.P381L

Pat_41 Post-Resistance SLC35E1 79939 37 19 16664575 16664575 Missense_Mutation SNP C T 26 441 c.1148G>A c.(1147-1149)GGC>GAC p.G383D

Pat_41 Post-Resistance CPAMD8 27151 37 19 17015321 17015321 Missense_Mutation SNP C T 15 103 c.4210G>A c.(4210-4212)GAC>AAC p.D1404N

Pat_41 Post-Resistance CPAMD8 27151 37 19 17115144 17115144 Nonsense_Mutation SNP C T 17 66 c.753G>A c.(751-753)TGG>TGA p.W251*

Pat_41 Post-Resistance USHBP1 83878 37 19 17367318 17367318 Missense_Mutation SNP C T 4 130 c.1432G>A c.(1432-1434)GAG>AAG p.E478K

Pat_41 Post-Resistance SLC27A1 376497 37 19 17597766 17597766 Missense_Mutation SNP G A 3 22 c.562G>A c.(562-564)GCG>ACG p.A188T

Pat_41 Post-Resistance SLC27A1 376497 37 19 17608082 17608082 Missense_Mutation SNP G A 4 109 c.1015G>A c.(1015-1017)GAG>AAG p.E339K

Pat_41 Post-Resistance JAK3 3718 37 19 17949128 17949128 Nonsense_Mutation SNP G A 7 252 c.1513C>T c.(1513-1515)CAA>TAA p.Q505*

Pat_41 Post-Resistance SLC5A5 6528 37 19 17986872 17986872 Missense_Mutation SNP G A 9 179 c.655G>A c.(655-657)GTG>ATG p.V219M

Pat_41 Post-Resistance SLC5A5 6528 37 19 17988645 17988645 Missense_Mutation SNP C T 18 198 c.812C>T c.(811-813)GCT>GTT p.A271V

Pat_41 Post-Resistance ARRDC2 27106 37 19 18120711 18120711 Missense_Mutation SNP G A 6 75 c.712G>A c.(712-714)GCA>ACA p.A238T

Pat_41 Post-Resistance ARRDC2 27106 37 19 18120741 18120741 Missense_Mutation SNP G A 4 55 c.742G>A c.(742-744)GTG>ATG p.V248M

Pat_41 Post-Resistance ARRDC2 27106 37 19 18121024 18121024 Missense_Mutation SNP G A 7 190 c.869G>A c.(868-870)GGA>GAA p.G290E

Pat_41 Post-Resistance MAST3 23031 37 19 18246595 18246595 Missense_Mutation SNP C T 3 22 c.1829C>T c.(1828-1830)GCC>GTC p.A610V

Pat_41 Post-Resistance MAST3 23031 37 19 18260483 18260483 Missense_Mutation SNP G A 4 138 c.3877G>A c.(3877-3879)GTG>ATG p.V1293M

Pat_41 Post-Resistance MPV17L2 84769 37 19 18304706 18304706 Missense_Mutation SNP C T 36 237 c.220C>T c.(220-222)CCC>TCC p.P74S

Pat_41 Post-Resistance LRRC25 126364 37 19 18507019 18507019 Missense_Mutation SNP G A 9 222 c.755C>T c.(754-756)GCC>GTC p.A252V

Pat_41 Post-Resistance FKBP8 23770 37 19 18648560 18648560 Missense_Mutation SNP C T 20 153 c.793G>A c.(793-795)GCA>ACA p.A265T

Pat_41 Post-Resistance CRTC1 23373 37 19 18888085 18888085 Missense_Mutation SNP C T 49 612 c.1798C>T c.(1798-1800)CTC>TTC p.L600F

Pat_41 Post-Resistance SFRS14 10147 37 19 19115455 19115455 Nonsense_Mutation SNP C T 7 102 c.2451G>A c.(2449-2451)TGG>TGA p.W817*

Pat_41 Post-Resistance SFRS14 10147 37 19 19135659 19135659 Missense_Mutation SNP C T 17 174 c.1498G>A c.(1498-1500)GAA>AAA p.E500K



Pat_41 Post-Resistance GATAD2A 54815 37 19 19576357 19576357 Missense_Mutation SNP C T 4 44 c.203C>T c.(202-204)GCC>GTC p.A68V

Pat_41 Post-Resistance GATAD2A 54815 37 19 19603465 19603465 Missense_Mutation SNP G A 9 194 c.478G>A c.(478-480)GTG>ATG p.V160M

Pat_41 Post-Resistance GMIP 51291 37 19 19751151 19751151 Missense_Mutation SNP C T 26 136 c.383G>A c.(382-384)AGC>AAC p.S128N

Pat_41 Post-Resistance ZNF253 56242 37 19 19989407 19989407 Missense_Mutation SNP G A 7 196 c.121G>A c.(121-123)GTC>ATC p.V41I

Pat_41 Post-Resistance ZNF93 81931 37 19 20044608 20044608 Missense_Mutation SNP G A 7 261 c.844G>A c.(844-846)GAG>AAG p.E282K

Pat_41 Post-Resistance ZNF93 81931 37 19 20045277 20045277 Missense_Mutation SNP G A 8 311 c.1513G>A c.(1513-1515)GGA>AGA p.G505R

Pat_41 Post-Resistance ZNF93 81931 37 19 20045454 20045454 Missense_Mutation SNP C T 4 87 c.1690C>T c.(1690-1692)CCT>TCT p.P564S

Pat_41 Post-Resistance ZNF90 7643 37 19 20229964 20229964 Missense_Mutation SNP C A 6 154 c.1601C>A c.(1600-1602)GCG>GAG p.A534E

Pat_41 Post-Resistance ZNF737 100129842 37 19 20728179 20728179 Missense_Mutation SNP A T 6 210 c.830T>A c.(829-831)ATA>AAA p.I277K

Pat_41 Post-Resistance ZNF626 199777 37 19 20807706 20807706 Missense_Mutation SNP T G 5 228 c.977A>C c.(976-978)TAT>TCT p.Y326S

Pat_41 Post-Resistance ZNF714 148206 37 19 21300738 21300738 Missense_Mutation SNP T C 16 239 c.1271T>C c.(1270-1272)CTC>CCC p.L424P

Pat_41 Post-Resistance ZNF493 284443 37 19 21605856 21605856 Missense_Mutation SNP G A 25 310 c.11G>A c.(10-12)TGT>TAT p.C4Y

Pat_41 Post-Resistance ZNF493 284443 37 19 21606876 21606876 Missense_Mutation SNP G A 5 147 c.1031G>A c.(1030-1032)CGA>CAA p.R344Q

Pat_41 Post-Resistance ZNF493 284443 37 19 21606988 21606988 Missense_Mutation SNP A G 7 126 c.1143A>G c.(1141-1143)ATA>ATG p.I381M

Pat_41 Post-Resistance ZNF43 7594 37 19 21991191 21991191 Missense_Mutation SNP A T 6 237 c.1648T>A c.(1648-1650)TTC>ATC p.F550I

Pat_41 Post-Resistance ZNF208 7757 37 19 22155626 22155626 Missense_Mutation SNP G A 12 243 c.1910C>T c.(1909-1911)ACT>ATT p.T637I

Pat_41 Post-Resistance ZNF208 7757 37 19 22155891 22155891 Missense_Mutation SNP C T 12 265 c.1645G>A c.(1645-1647)GTC>ATC p.V549I

Pat_41 Post-Resistance ZNF208 7757 37 19 22155975 22155975 Missense_Mutation SNP C T 32 209 c.1561G>A c.(1561-1563)GTC>ATC p.V521I

Pat_41 Post-Resistance ZNF208 7757 37 19 22156034 22156034 Missense_Mutation SNP C T 7 123 c.1502G>A c.(1501-1503)AGA>AAA p.R501K

Pat_41 Post-Resistance ZNF208 7757 37 19 22170068 22170068 Missense_Mutation SNP C T 10 159 c.176G>A c.(175-177)GGA>GAA p.G59E

Pat_41 Post-Resistance ZNF98 148198 37 19 22574676 22574676 Missense_Mutation SNP A C 7 110 c.1361T>G c.(1360-1362)ATA>AGA p.I454R

Pat_41 Post-Resistance ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 5 150 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_41 Post-Resistance ZNF91 7644 37 19 23544073 23544073 Missense_Mutation SNP C T 5 82 c.1708G>A c.(1708-1710)GGA>AGA p.G570R

Pat_41 Post-Resistance ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A T 7 102 c.1385T>A c.(1384-1386)ATC>AAC p.I462N

Pat_41 Post-Resistance ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 13 212 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_41 Post-Resistance ZNF681 148213 37 19 23927181 23927181 Missense_Mutation SNP C T 22 395 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_41 Post-Resistance ZNF536 9745 37 19 31025778 31025778 Missense_Mutation SNP C T 55 287 c.2195C>T c.(2194-2196)TCT>TTT p.S732F

Pat_41 Post-Resistance ZNF507 22847 37 19 32844671 32844671 Missense_Mutation SNP G A 41 619 c.935G>A c.(934-936)AGT>AAT p.S312N

Pat_41 Post-Resistance DPY19L3 147991 37 19 32923625 32923625 Missense_Mutation SNP G A 7 138 c.241G>A c.(241-243)GTG>ATG p.V81M

Pat_41 Post-Resistance RHPN2 85415 37 19 33502637 33502637 Missense_Mutation SNP C T 10 118 c.541G>A c.(541-543)GTC>ATC p.V181I

Pat_41 Post-Resistance WDR88 126248 37 19 33639799 33639799 Missense_Mutation SNP C T 4 66 c.662C>T c.(661-663)ACC>ATC p.T221I

Pat_41 Post-Resistance CHST8 64377 37 19 34180267 34180267 Missense_Mutation SNP C T 10 177 c.100C>T c.(100-102)CCT>TCT p.P34S

Pat_41 Post-Resistance KCTD15 79047 37 19 34297820 34297820 Nonsense_Mutation SNP C T 6 163 c.295C>T c.(295-297)CAA>TAA p.Q99*

Pat_41 Post-Resistance KCTD15 79047 37 19 34297905 34297905 Missense_Mutation SNP A T 6 138 c.380A>T c.(379-381)GAC>GTC p.D127V

Pat_41 Post-Resistance KIAA0355 9710 37 19 34832863 34832863 Missense_Mutation SNP C T 7 119 c.2024C>T c.(2023-2025)GCC>GTC p.A675V

Pat_41 Post-Resistance KIAA0355 9710 37 19 34832977 34832977 Missense_Mutation SNP C T 22 207 c.2138C>T c.(2137-2139)CCC>CTC p.P713L

Pat_41 Post-Resistance KIAA0355 9710 37 19 34833273 34833273 Missense_Mutation SNP G A 47 313 c.2434G>A c.(2434-2436)GGA>AGA p.G812R

Pat_41 Post-Resistance PDCD2L 84306 37 19 34900385 34900385 Missense_Mutation SNP G A 17 126 c.656G>A c.(655-657)GGC>GAC p.G219D

Pat_41 Post-Resistance UBA2 10054 37 19 34942921 34942921 Missense_Mutation SNP C T 8 65 c.907C>T c.(907-909)CCC>TCC p.P303S

Pat_41 Post-Resistance ZNF599 148103 37 19 35250222 35250222 Missense_Mutation SNP G A 15 223 c.1484C>T c.(1483-1485)ACT>ATT p.T495I

Pat_41 Post-Resistance ZNF30 90075 37 19 35435233 35435233 Missense_Mutation SNP C T 9 154 c.1363C>T c.(1363-1365)CCC>TCC p.P455S

Pat_41 Post-Resistance GRAMD1A 57655 37 19 35505283 35505283 Missense_Mutation SNP G A 6 86 c.1061G>A c.(1060-1062)GGG>GAG p.G354E

Pat_41 Post-Resistance USF2 7392 37 19 35760507 35760507 Missense_Mutation SNP G A 6 45 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_41 Post-Resistance CD22 933 37 19 35828853 35828853 Missense_Mutation SNP G A 7 97 c.914G>A c.(913-915)GGG>GAG p.G305E

Pat_41 Post-Resistance SBSN 374897 37 19 36015792 36015792 Missense_Mutation SNP C T 4 55 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_41 Post-Resistance ETV2 2116 37 19 36133387 36133387 Missense_Mutation SNP G A 16 79 c.25G>A c.(25-27)GCA>ACA p.A9T

Pat_41 Post-Resistance ARHGAP33 115703 37 19 36276138 36276138 Missense_Mutation SNP G A 5 50 c.1769G>A c.(1768-1770)AGC>AAC p.S590N



Pat_41 Post-Resistance ARHGAP33 115703 37 19 36278765 36278765 Missense_Mutation SNP C T 4 49 c.2815C>T c.(2815-2817)CCC>TCC p.P939S

Pat_41 Post-Resistance NPHS1 4868 37 19 36317527 36317527 Nonsense_Mutation SNP C T 6 105 c.3615G>A c.(3613-3615)TGG>TGA p.W1205*

Pat_41 Post-Resistance NPHS1 4868 37 19 36333362 36333362 Missense_Mutation SNP C T 18 170 c.2425G>A c.(2425-2427)GCC>ACC p.A809T

Pat_41 Post-Resistance ZFP82 284406 37 19 36884856 36884856 Missense_Mutation SNP C T 13 92 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_41 Post-Resistance ZNF260 339324 37 19 37005543 37005543 Missense_Mutation SNP C T 6 142 c.598G>A c.(598-600)GCT>ACT p.A200T

Pat_41 Post-Resistance ZNF461 92283 37 19 37129761 37129761 Missense_Mutation SNP G A 23 174 c.1486C>T c.(1486-1488)CCC>TCC p.P496S

Pat_41 Post-Resistance ZNF790 388536 37 19 37310041 37310041 Missense_Mutation SNP G A 8 107 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_41 Post-Resistance ZNF345 25850 37 19 37368684 37368684 Missense_Mutation SNP G A 8 192 c.952G>A c.(952-954)GAG>AAG p.E318K

Pat_41 Post-Resistance ZNF571 51276 37 19 38074980 38074980 Missense_Mutation SNP C T 22 349 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_41 Post-Resistance ZNF607 84775 37 19 38190232 38190232 Missense_Mutation SNP C T 16 60 c.800G>A c.(799-801)GGC>GAC p.G267D

Pat_41 Post-Resistance ZNF573 126231 37 19 38262270 38262270 Missense_Mutation SNP C T 13 266 c.136G>A c.(136-138)GAC>AAC p.D46N

Pat_41 Post-Resistance YIF1B 90522 37 19 38798276 38798276 Missense_Mutation SNP G A 12 147 c.656C>T c.(655-657)ACC>ATC p.T219I

Pat_41 Post-Resistance FAM98C 147965 37 19 38899394 38899394 Missense_Mutation SNP C T 15 105 c.922C>T c.(922-924)CTT>TTT p.L308F

Pat_41 Post-Resistance RYR1 6261 37 19 38934424 38934424 Missense_Mutation SNP G A 8 153 c.412G>A c.(412-414)GAG>AAG p.E138K

Pat_41 Post-Resistance RYR1 6261 37 19 38958349 38958349 Missense_Mutation SNP C T 12 153 c.3278C>T c.(3277-3279)GCA>GTA p.A1093V

Pat_41 Post-Resistance RYR1 6261 37 19 38985033 38985033 Missense_Mutation SNP G A 4 60 c.6316G>A c.(6316-6318)GCC>ACC p.A2106T

Pat_41 Post-Resistance RYR1 6261 37 19 38997495 38997495 Missense_Mutation SNP C T 16 64 c.8719C>T c.(8719-8721)CCC>TCC p.P2907S

Pat_41 Post-Resistance EIF3K 27335 37 19 39123287 39123287 Nonsense_Mutation SNP G A 12 67 c.468G>A c.(466-468)TGG>TGA p.W156*

Pat_41 Post-Resistance ACTN4 81 37 19 39219729 39219729 Missense_Mutation SNP G A 15 282 c.2512G>A c.(2512-2514)GAG>AAG p.E838K

Pat_41 Post-Resistance ECH1 1891 37 19 39306955 39306955 Missense_Mutation SNP C T 7 72 c.700G>A c.(700-702)GCT>ACT p.A234T

Pat_41 Post-Resistance RINL 126432 37 19 39362299 39362299 Missense_Mutation SNP C T 12 170 c.97G>A c.(97-99)GAT>AAT p.D33N

Pat_41 Post-Resistance SIRT2 22933 37 19 39384083 39384083 Missense_Mutation SNP C T 10 90 c.197G>A c.(196-198)GGG>GAG p.G66E

Pat_41 Post-Resistance NFKBIB 4793 37 19 39395761 39395761 Splice_Site SNP G A 13 194 c.285_splice c.e2+1 p.Q95_splice

Pat_41 Post-Resistance PAPL 390928 37 19 39590911 39590911 Missense_Mutation SNP G A 14 211 c.550G>A c.(550-552)GAT>AAT p.D184N

Pat_41 Post-Resistance IL28B 282617 37 19 39735086 39735086 Missense_Mutation SNP G A 18 21 c.229C>T c.(229-231)CCC>TCC p.P77S

Pat_41 Post-Resistance IL29 282618 37 19 39787066 39787066 Missense_Mutation SNP C T 38 198 c.5C>T c.(4-6)GCT>GTT p.A2V

Pat_41 Post-Resistance PLEKHG2 64857 37 19 39908303 39908303 Missense_Mutation SNP C T 6 69 c.853C>T c.(853-855)CGC>TGC p.R285C

Pat_41 Post-Resistance PLEKHG2 64857 37 19 39914454 39914454 Missense_Mutation SNP G A 4 55 c.2681G>A c.(2680-2682)GGT>GAT p.G894D

Pat_41 Post-Resistance TIMM50 92609 37 19 39978722 39978722 Missense_Mutation SNP G A 16 330 c.1027G>A c.(1027-1029)GAC>AAC p.D343N

Pat_41 Post-Resistance FCGBP 8857 37 19 40357760 40357760 Missense_Mutation SNP C T 10 57 c.15553G>A c.(15553-15555)GTA>ATA p.V5185I

Pat_41 Post-Resistance FCGBP 8857 37 19 40384065 40384065 Missense_Mutation SNP C T 6 170 c.9545G>A c.(9544-9546)GGC>GAC p.G3182D

Pat_41 Post-Resistance FCGBP 8857 37 19 40423988 40423988 Missense_Mutation SNP C T 11 108 c.2215G>A c.(2215-2217)GCC>ACC p.A739T

Pat_41 Post-Resistance ZNF546 339327 37 19 40520195 40520195 Missense_Mutation SNP C T 12 95 c.1018C>T c.(1018-1020)CTT>TTT p.L340F

Pat_41 Post-Resistance ZNF780A 284323 37 19 40581774 40581774 Missense_Mutation SNP G A 5 249 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_41 Post-Resistance C19orf47 126526 37 19 40832322 40832322 Missense_Mutation SNP C T 7 96 c.622G>A c.(622-624)GAG>AAG p.E208K

Pat_41 Post-Resistance PLD3 23646 37 19 40882551 40882551 Missense_Mutation SNP C T 35 191 c.1055C>T c.(1054-1056)GCC>GTC p.A352V

Pat_41 Post-Resistance HIPK4 147746 37 19 40886664 40886664 Missense_Mutation SNP G A 7 72 c.1234C>T c.(1234-1236)CCC>TCC p.P412S

Pat_41 Post-Resistance HIPK4 147746 37 19 40886789 40886789 Missense_Mutation SNP C T 14 155 c.1109G>A c.(1108-1110)CGC>CAC p.R370H

Pat_41 Post-Resistance HIPK4 147746 37 19 40889961 40889961 Missense_Mutation SNP G A 16 86 c.551C>T c.(550-552)CCT>CTT p.P184L

Pat_41 Post-Resistance SPTBN4 57731 37 19 41076387 41076387 Missense_Mutation SNP A G 6 79 c.7072A>G c.(7072-7074)AAC>GAC p.N2358D

Pat_41 Post-Resistance ITPKC 80271 37 19 41243624 41243624 Missense_Mutation SNP G A 21 221 c.1798G>A c.(1798-1800)GAA>AAA p.E600K

Pat_41 Post-Resistance CYP2A6 1548 37 19 41350653 41350653 Missense_Mutation SNP C T 12 160 c.1186G>A c.(1186-1188)GGC>AGC p.G396S

Pat_41 Post-Resistance CYP2A7 1549 37 19 41383877 41383877 Missense_Mutation SNP C T 12 101 c.853G>A c.(853-855)GAG>AAG p.E285K

Pat_41 Post-Resistance CYP2A7 1549 37 19 41386092 41386092 Missense_Mutation SNP G A 9 62 c.551C>T c.(550-552)TCC>TTC p.S184F

Pat_41 Post-Resistance CYP2B6 1555 37 19 41510291 41510291 Missense_Mutation SNP G A 6 49 c.424G>A c.(424-426)GTG>ATG p.V142M

Pat_41 Post-Resistance CYP2A13 1553 37 19 41595951 41595951 Splice_Site SNP G A 4 45 c.344_splice c.e3-1 p.G115_splice

Pat_41 Post-Resistance CYP2S1 29785 37 19 41703762 41703762 Missense_Mutation SNP G A 7 16 c.422G>A c.(421-423)GGG>GAG p.G141E



Pat_41 Post-Resistance CYP2S1 29785 37 19 41707216 41707216 Missense_Mutation SNP G A 20 349 c.915G>A c.(913-915)ATG>ATA p.M305I

Pat_41 Post-Resistance AXL 558 37 19 41765687 41765687 Missense_Mutation SNP C T 9 79 c.2563C>T c.(2563-2565)CTC>TTC p.L855F

Pat_41 Post-Resistance B9D2 80776 37 19 41869415 41869415 Missense_Mutation SNP C T 8 122 c.10G>A c.(10-12)GTG>ATG p.V4M

Pat_41 Post-Resistance BCKDHA 593 37 19 41884272 41884272 Missense_Mutation SNP G A 7 107 c.58G>A c.(58-60)GAG>AAG p.E20K

Pat_41 Post-Resistance CEACAM5 1048 37 19 42224059 42224059 Missense_Mutation SNP C T 17 231 c.1703C>T c.(1702-1704)GCC>GTC p.A568V

Pat_41 Post-Resistance ATP1A3 478 37 19 42474550 42474550 Missense_Mutation SNP C T 5 73 c.2408G>A c.(2407-2409)GGC>GAC p.G803D

Pat_41 Post-Resistance GRIK5 2901 37 19 42510015 42510015 Missense_Mutation SNP C T 3 40 c.2123G>A c.(2122-2124)GGC>GAC p.G708D

Pat_41 Post-Resistance GRIK5 2901 37 19 42510823 42510823 Missense_Mutation SNP C T 3 52 c.2011G>A c.(2011-2013)GCC>ACC p.A671T

Pat_41 Post-Resistance ZNF574 64763 37 19 42583899 42583899 Missense_Mutation SNP G A 4 55 c.1141G>A c.(1141-1143)GCC>ACC p.A381T

Pat_41 Post-Resistance POU2F2 5452 37 19 42598025 42598025 Missense_Mutation SNP C T 15 295 c.1154G>A c.(1153-1155)GGG>GAG p.G385E

Pat_41 Post-Resistance POU2F2 5452 37 19 42600332 42600332 Missense_Mutation SNP C T 5 64 c.565G>A c.(565-567)GAG>AAG p.E189K

Pat_41 Post-Resistance ZNF526 116115 37 19 42728907 42728907 Missense_Mutation SNP C T 8 109 c.352C>T c.(352-354)CTC>TTC p.L118F

Pat_41 Post-Resistance ERF 2077 37 19 42754672 42754672 Missense_Mutation SNP C T 7 56 c.68G>A c.(67-69)GGC>GAC p.G23D

Pat_41 Post-Resistance CIC 23152 37 19 42795519 42795519 Missense_Mutation SNP C T 7 102 c.2599C>T c.(2599-2601)CCA>TCA p.P867S

Pat_41 Post-Resistance TMEM145 284339 37 19 42821922 42821922 Missense_Mutation SNP G A 14 101 c.962G>A c.(961-963)GGA>GAA p.G321E

Pat_41 Post-Resistance TMEM145 284339 37 19 42824573 42824573 Missense_Mutation SNP C T 7 50 c.1178C>T c.(1177-1179)GCC>GTC p.A393V

Pat_41 Post-Resistance CEACAM8 1088 37 19 43087426 43087426 Missense_Mutation SNP C T 18 138 c.1022G>A c.(1021-1023)GGA>GAA p.G341E

Pat_41 Post-Resistance PSG5 5673 37 19 43679396 43679396 Missense_Mutation SNP C T 25 198 c.935G>A c.(934-936)AGC>AAC p.S312N

Pat_41 Post-Resistance PSG5 5673 37 19 43689023 43689023 Missense_Mutation SNP C A 287 317 c.341G>T c.(340-342)CGG>CTG p.R114L

Pat_41 Post-Resistance XRCC1 7515 37 19 44050783 44050783 Missense_Mutation SNP G A 14 250 c.1390C>T c.(1390-1392)CTC>TTC p.L464F

Pat_41 Post-Resistance KCNN4 3783 37 19 44273891 44273891 Missense_Mutation SNP C T 19 316 c.910G>A c.(910-912)GAT>AAT p.D304N

Pat_41 Post-Resistance LYPD5 284348 37 19 44303051 44303051 Missense_Mutation SNP G A 4 10 c.283C>T c.(283-285)CCA>TCA p.P95S

Pat_41 Post-Resistance ZNF283 284349 37 19 44351576 44351576 Missense_Mutation SNP G A 18 226 c.823G>A c.(823-825)GGA>AGA p.G275R

Pat_41 Post-Resistance ZNF404 342908 37 19 44376924 44376924 Missense_Mutation SNP C T 4 26 c.1433G>A c.(1432-1434)GGT>GAT p.G478D

Pat_41 Post-Resistance ZNF45 7596 37 19 44418989 44418989 Missense_Mutation SNP G A 26 474 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_41 Post-Resistance ZNF222 7673 37 19 44536302 44536302 Missense_Mutation SNP G A 21 441 c.475G>A c.(475-477)GCC>ACC p.A159T

Pat_41 Post-Resistance ZNF222 7673 37 19 44537091 44537091 Missense_Mutation SNP G A 20 100 c.1264G>A c.(1264-1266)GAA>AAA p.E422K

Pat_41 Post-Resistance ZNF225 7768 37 19 44636500 44636500 Missense_Mutation SNP G A 19 133 c.1733G>A c.(1732-1734)AGC>AAC p.S578N

Pat_41 Post-Resistance ZNF226 7769 37 19 44681461 44681461 Nonsense_Mutation SNP G A 22 166 c.2046G>A c.(2044-2046)TGG>TGA p.W682*

Pat_41 Post-Resistance CEACAM20 125931 37 19 45017289 45017289 Missense_Mutation SNP C T 4 110 c.1369G>A c.(1369-1371)GCT>ACT p.A457T

Pat_41 Post-Resistance CEACAM20 125931 37 19 45021256 45021256 Missense_Mutation SNP C T 6 144 c.1060G>A c.(1060-1062)GAG>AAG p.E354K

Pat_41 Post-Resistance CBLC 23624 37 19 45284568 45284568 Missense_Mutation SNP G A 9 226 c.605G>A c.(604-606)TGC>TAC p.C202Y

Pat_41 Post-Resistance CBLC 23624 37 19 45295727 45295727 Missense_Mutation SNP C T 7 93 c.1093C>T c.(1093-1095)CCG>TCG p.P365S

Pat_41 Post-Resistance BCAM 4059 37 19 45322748 45322748 Splice_Site SNP G A 16 106 c.1618_splice c.e12+1 p.V540_splice

Pat_41 Post-Resistance CKM 1158 37 19 45815178 45815178 Missense_Mutation SNP G A 13 111 c.482C>T c.(481-483)GCT>GTT p.A161V

Pat_41 Post-Resistance CKM 1158 37 19 45818854 45818854 Missense_Mutation SNP C T 8 63 c.350G>A c.(349-351)GGT>GAT p.G117D

Pat_41 Post-Resistance KLC3 147700 37 19 45850774 45850774 Missense_Mutation SNP G A 4 101 c.559G>A c.(559-561)GGT>AGT p.G187S

Pat_41 Post-Resistance KLC3 147700 37 19 45852840 45852840 Missense_Mutation SNP G A 13 67 c.1123G>A c.(1123-1125)GCC>ACC p.A375T

Pat_41 Post-Resistance PPP1R13L 10848 37 19 45889405 45889405 Missense_Mutation SNP G A 3 14 c.1849C>T c.(1849-1851)CCG>TCG p.P617S

Pat_41 Post-Resistance CD3EAP 10849 37 19 45912202 45912202 Missense_Mutation SNP C T 9 187 c.976C>T c.(976-978)CCT>TCT p.P326S

Pat_41 Post-Resistance GPR4 2828 37 19 46094106 46094106 Missense_Mutation SNP C T 12 123 c.1019G>A c.(1018-1020)GGC>GAC p.G340D

Pat_41 Post-Resistance EML2 24139 37 19 46119804 46119804 Missense_Mutation SNP A G 4 94 c.1424T>C c.(1423-1425)CTG>CCG p.L475P

Pat_41 Post-Resistance SYMPK 8189 37 19 46324653 46324653 Missense_Mutation SNP G A 10 93 c.2882C>T c.(2881-2883)TCC>TTC p.S961F

Pat_41 Post-Resistance SYMPK 8189 37 19 46332303 46332303 Missense_Mutation SNP C T 15 80 c.1910G>A c.(1909-1911)GGC>GAC p.G637D

Pat_41 Post-Resistance SYMPK 8189 37 19 46338461 46338461 Missense_Mutation SNP G A 8 145 c.1268C>T c.(1267-1269)CCC>CTC p.P423L

Pat_41 Post-Resistance SYMPK 8189 37 19 46347405 46347405 Missense_Mutation SNP C T 10 250 c.730G>A c.(730-732)GTG>ATG p.V244M

Pat_41 Post-Resistance FOXA3 3171 37 19 46375649 46375649 Missense_Mutation SNP C T 20 367 c.386C>T c.(385-387)GCC>GTC p.A129V



Pat_41 Post-Resistance NOVA2 4858 37 19 46443231 46443231 Missense_Mutation SNP C T 12 91 c.1369G>A c.(1369-1371)GTC>ATC p.V457I

Pat_41 Post-Resistance PPP5C 5536 37 19 46850457 46850457 Missense_Mutation SNP C T 4 22 c.104C>T c.(103-105)GCC>GTC p.A35V

Pat_41 Post-Resistance CCDC8 83987 37 19 46915017 46915018 Missense_Mutation DNP CC GG 7 223 .1050_1051GG>C048-1053)GAGGAG>GACC350_351EE>D

Pat_41 Post-Resistance STRN4 29888 37 19 47236348 47236348 Missense_Mutation SNP G A 4 45 c.685C>T c.(685-687)CTC>TTC p.L229F

Pat_41 Post-Resistance GRLF1 2909 37 19 47422582 47422582 Missense_Mutation SNP C T 4 58 c.650C>T c.(649-651)GCC>GTC p.A217V

Pat_41 Post-Resistance BBC3 27113 37 19 47725147 47725147 Missense_Mutation SNP G A 5 62 c.494C>T c.(493-495)CCC>CTC p.P165L

Pat_41 Post-Resistance C5AR1 728 37 19 47823581 47823581 Missense_Mutation SNP C T 11 113 c.547C>T c.(547-549)CCA>TCA p.P183S

Pat_41 Post-Resistance DHX34 9704 37 19 47879317 47879317 Missense_Mutation SNP C T 10 76 c.2444C>T c.(2443-2445)CCC>CTC p.P815L

Pat_41 Post-Resistance SLC8A2 6543 37 19 47941153 47941153 Missense_Mutation SNP C T 9 197 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_41 Post-Resistance EHD2 30846 37 19 48221837 48221837 Missense_Mutation SNP C T 6 35 c.476C>T c.(475-477)TCG>TTG p.S159L

Pat_41 Post-Resistance EHD2 30846 37 19 48229413 48229413 Nonsense_Mutation SNP C T 4 28 c.847C>T c.(847-849)CAG>TAG p.Q283*

Pat_41 Post-Resistance GLTSCR2 29997 37 19 48253530 48253530 Missense_Mutation SNP C T 10 69 c.385C>T c.(385-387)CCT>TCT p.P129S

Pat_41 Post-Resistance PLA2G4C 8605 37 19 48556253 48556253 Splice_Site SNP C T 5 148 c.1580_splice c.e16+1 p.G527_splice

Pat_41 Post-Resistance CARD8 22900 37 19 48725012 48725012 Missense_Mutation SNP G A 9 102 c.818C>T c.(817-819)TCT>TTT p.S273F

Pat_41 Post-Resistance KDELR1 10945 37 19 48892866 48892866 Missense_Mutation SNP C T 8 109 c.295G>A c.(295-297)GTC>ATC p.V99I

Pat_41 Post-Resistance SPHK2 56848 37 19 49132000 49132000 Missense_Mutation SNP G A 16 290 c.935G>A c.(934-936)GGT>GAT p.G312D

Pat_41 Post-Resistance CA11 770 37 19 49143086 49143086 Missense_Mutation SNP G A 17 340 c.526C>T c.(526-528)CGC>TGC p.R176C

Pat_41 Post-Resistance FUT1 2523 37 19 49254351 49254351 Missense_Mutation SNP C T 11 97 c.188G>A c.(187-189)GGC>GAC p.G63D

Pat_41 Post-Resistance HRC 3270 37 19 49657944 49657944 Missense_Mutation SNP C T 10 118 c.551G>A c.(550-552)GGC>GAC p.G184D

Pat_41 Post-Resistance TRPM4 54795 37 19 49671229 49671229 Missense_Mutation SNP G A 13 296 c.323G>A c.(322-324)CGC>CAC p.R108H

Pat_41 Post-Resistance TRPM4 54795 37 19 49671238 49671238 Missense_Mutation SNP G A 5 276 c.332G>A c.(331-333)GGC>GAC p.G111D

Pat_41 Post-Resistance TRPM4 54795 37 19 49684701 49684701 Missense_Mutation SNP G A 10 120 c.1246G>A c.(1246-1248)GGG>AGG p.G416R

Pat_41 Post-Resistance TRPM4 54795 37 19 49691902 49691902 Missense_Mutation SNP C T 10 83 c.1748C>T c.(1747-1749)TCC>TTC p.S583F

Pat_41 Post-Resistance PIH1D1 55011 37 19 49952756 49952756 Missense_Mutation SNP C T 13 168 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_41 Post-Resistance RPL13A 23521 37 19 49993768 49993768 Missense_Mutation SNP C T 6 169 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_41 Post-Resistance PRR12 57479 37 19 50098041 50098041 Missense_Mutation SNP C T 7 38 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_41 Post-Resistance NR1H2 7376 37 19 50880894 50880894 Missense_Mutation SNP C T 31 217 c.32C>T c.(31-33)ACC>ATC p.T11I

Pat_41 Post-Resistance NR1H2 7376 37 19 50882377 50882377 Missense_Mutation SNP C T 13 205 c.869C>T c.(868-870)CCT>CTT p.P290L

Pat_41 Post-Resistance GPR32 2854 37 19 51274188 51274188 Missense_Mutation SNP G A 5 74 c.331G>A c.(331-333)GAG>AAG p.E111K

Pat_41 Post-Resistance KLK10 5655 37 19 51519411 51519411 Missense_Mutation SNP G A 3 25 c.271C>T c.(271-273)CCA>TCA p.P91S

Pat_41 Post-Resistance SIGLEC7 27036 37 19 51656411 51656411 Missense_Mutation SNP C T 16 149 c.1313C>T c.(1312-1314)GCA>GTA p.A438V

Pat_41 Post-Resistance C19orf75 284369 37 19 51770758 51770758 Missense_Mutation SNP C T 11 143 c.542C>T c.(541-543)GCC>GTC p.A181V

Pat_41 Post-Resistance SIGLEC8 27181 37 19 51957998 51957998 Missense_Mutation SNP G A 6 222 c.1088C>T c.(1087-1089)GCA>GTA p.A363V

Pat_41 Post-Resistance ZNF175 7728 37 19 52090251 52090251 Missense_Mutation SNP C T 6 166 c.667C>T c.(667-669)CTT>TTT p.L223F

Pat_41 Post-Resistance ZNF649 65251 37 19 52394077 52394077 Missense_Mutation SNP C T 34 314 c.1312G>A c.(1312-1314)GCT>ACT p.A438T

Pat_41 Post-Resistance ZNF649 65251 37 19 52394413 52394413 Missense_Mutation SNP C T 9 152 c.976G>A c.(976-978)GGC>AGC p.G326S

Pat_41 Post-Resistance ZNF649 65251 37 19 52394703 52394703 Missense_Mutation SNP C T 6 160 c.686G>A c.(685-687)AGA>AAA p.R229K

Pat_41 Post-Resistance ZNF649 65251 37 19 52399808 52399808 Missense_Mutation SNP C T 18 211 c.155G>A c.(154-156)GGC>GAC p.G52D

Pat_41 Post-Resistance ZNF350 59348 37 19 52468819 52468819 Missense_Mutation SNP C T 8 157 c.887G>A c.(886-888)GGA>GAA p.G296E

Pat_41 Post-Resistance ZNF615 284370 37 19 52497574 52497574 Missense_Mutation SNP C T 26 205 c.755G>A c.(754-756)AGA>AAA p.R252K

Pat_41 Post-Resistance ZNF880 400713 37 19 52876433 52876433 Nonsense_Mutation SNP C T 14 229 c.82C>T c.(82-84)CAG>TAG p.Q28*

Pat_41 Post-Resistance ZNF880 400713 37 19 52887427 52887427 Missense_Mutation SNP A T 3 42 c.594A>T c.(592-594)AGA>AGT p.R198S

Pat_41 Post-Resistance ZNF528 84436 37 19 52919495 52919495 Missense_Mutation SNP C T 7 106 c.1390C>T c.(1390-1392)CCT>TCT p.P464S

Pat_41 Post-Resistance ZNF534 147658 37 19 52942391 52942391 Missense_Mutation SNP A C 4 92 c.1717A>C c.(1717-1719)AGT>CGT p.S573R

Pat_41 Post-Resistance ZNF808 388558 37 19 53057109 53057109 Missense_Mutation SNP C T 29 432 c.940C>T c.(940-942)CCT>TCT p.P314S

Pat_41 Post-Resistance ZNF808 388558 37 19 53058514 53058514 Missense_Mutation SNP G A 35 576 c.2345G>A c.(2344-2346)CGT>CAT p.R782H

Pat_41 Post-Resistance ZNF701 55762 37 19 53086538 53086538 Missense_Mutation SNP G C 5 144 c.1226G>C c.(1225-1227)CGT>CCT p.R409P



Pat_41 Post-Resistance ZNF83 55769 37 19 53116509 53116509 Missense_Mutation SNP C T 8 147 c.1309G>A c.(1309-1311)GTC>ATC p.V437I

Pat_41 Post-Resistance ZNF347 84671 37 19 53644931 53644931 Missense_Mutation SNP C T 13 218 c.1150G>A c.(1150-1152)GCT>ACT p.A384T

Pat_41 Post-Resistance ZNF347 84671 37 19 53645156 53645156 Missense_Mutation SNP C T 49 358 c.925G>A c.(925-927)GTG>ATG p.V309M

Pat_41 Post-Resistance ZNF347 84671 37 19 53645558 53645558 Missense_Mutation SNP C T 8 84 c.523G>A c.(523-525)GCA>ACA p.A175T

Pat_41 Post-Resistance ZNF665 79788 37 19 53668095 53668095 Missense_Mutation SNP C T 57 323 c.1648G>A c.(1648-1650)GTC>ATC p.V550I

Pat_41 Post-Resistance ZNF665 79788 37 19 53669192 53669192 Missense_Mutation SNP C T 27 247 c.551G>A c.(550-552)GGC>GAC p.G184D

Pat_41 Post-Resistance BIRC8 112401 37 19 53793477 53793477 Missense_Mutation SNP G A 7 53 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_41 Post-Resistance ZNF845 91664 37 19 53856669 53856669 Missense_Mutation SNP C T 5 255 c.2741C>T c.(2740-2742)CCT>CTT p.P914L

Pat_41 Post-Resistance ZNF845 91664 37 19 53856702 53856702 Missense_Mutation SNP G A 9 243 c.2774G>A c.(2773-2775)CGT>CAT p.R925H

Pat_41 Post-Resistance ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 8 131 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_41 Post-Resistance ZNF761 388561 37 19 53958365 53958365 Missense_Mutation SNP C T 7 189 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_41 Post-Resistance ZNF761 388561 37 19 53959854 53959854 Missense_Mutation SNP A C 10 286 c.2093A>C c.(2092-2094)AAC>ACC p.N698T

Pat_41 Post-Resistance ZNF813 126017 37 19 53994037 53994037 Missense_Mutation SNP C T 28 199 c.551C>T c.(550-552)CCC>CTC p.P184L

Pat_41 Post-Resistance ZNF813 126017 37 19 53995104 53995105 Missense_Mutation DNP CA TG 6 122 c.1618_1619CA>TGc.(1618-1620)CAT>TGT p.H540C

Pat_41 Post-Resistance NLRP12 91662 37 19 54313193 54313193 Missense_Mutation SNP G A 11 44 c.1720C>T c.(1720-1722)CAC>TAC p.H574Y

Pat_41 Post-Resistance MYADM 91663 37 19 54377265 54377265 Missense_Mutation SNP G A 3 25 c.482G>A c.(481-483)CGG>CAG p.R161Q

Pat_41 Post-Resistance PRKCG 5582 37 19 54404004 54404004 Splice_Site SNP G A 59 488 c.1575_splice c.e14+1 p.E525_splice

Pat_41 Post-Resistance CNOT3 4849 37 19 54656680 54656680 Missense_Mutation SNP G A 46 382 c.1981G>A c.(1981-1983)GAA>AAA p.E661K

Pat_41 Post-Resistance LILRB3 11025 37 19 54726003 54726003 Splice_Site SNP C T 4 53 c.356_splice c.e4-1 p.G119_splice

Pat_41 Post-Resistance LILRA3 11026 37 19 54803139 54803139 Missense_Mutation SNP C T 12 49 c.538G>A c.(538-540)GCC>ACC p.A180T

Pat_41 Post-Resistance LENG8 114823 37 19 54963881 54963881 Missense_Mutation SNP T C 10 315 c.265T>C c.(265-267)TGG>CGG p.W89R

Pat_41 Post-Resistance LILRB4 11006 37 19 55177346 55177346 Missense_Mutation SNP C T 3 63 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_41 Post-Resistance KIR2DL4 3805 37 19 55316292 55316292 Missense_Mutation SNP G A 4 43 c.121G>A c.(121-123)GTG>ATG p.V41M

Pat_41 Post-Resistance RDH13 112724 37 19 55558826 55558826 Missense_Mutation SNP G A 6 20 c.689C>T c.(688-690)CCC>CTC p.P230L

Pat_41 Post-Resistance BRSK1 84446 37 19 55805413 55805413 Missense_Mutation SNP C T 14 398 c.487C>T c.(487-489)CTT>TTT p.L163F

Pat_41 Post-Resistance SBK2 646643 37 19 56041138 56041138 Missense_Mutation SNP C T 7 85 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_41 Post-Resistance ZNF524 147807 37 19 56113672 56113672 Missense_Mutation SNP C T 3 10 c.194C>T c.(193-195)CCA>CTA p.P65L

Pat_41 Post-Resistance NLRP11 204801 37 19 56320832 56320832 Missense_Mutation SNP C T 40 168 c.1144G>A c.(1144-1146)GCT>ACT p.A382T

Pat_41 Post-Resistance ZNF582 147948 37 19 56896420 56896420 Nonsense_Mutation SNP C T 20 444 c.366G>A c.(364-366)TGG>TGA p.W122*

Pat_41 Post-Resistance ZNF583 147949 37 19 56934484 56934484 Missense_Mutation SNP G A 18 231 c.457G>A c.(457-459)GTT>ATT p.V153I

Pat_41 Post-Resistance ZNF471 57573 37 19 57037178 57037178 Missense_Mutation SNP G A 7 96 c.1742G>A c.(1741-1743)AGT>AAT p.S581N

Pat_41 Post-Resistance ZNF71 58491 37 19 57133428 57133428 Missense_Mutation SNP T C 7 179 c.773T>C c.(772-774)ATC>ACC p.I258T

Pat_41 Post-Resistance ZNF71 58491 37 19 57133431 57133431 Missense_Mutation SNP T A 7 181 c.776T>A c.(775-777)GTG>GAG p.V259E

Pat_41 Post-Resistance PEG3 5178 37 19 57328186 57328186 Missense_Mutation SNP C T 12 273 c.1624G>A c.(1624-1626)GAA>AAA p.E542K

Pat_41 Post-Resistance AURKC 6795 37 19 57743435 57743435 Missense_Mutation SNP C T 3 48 c.139C>T c.(139-141)CGT>TGT p.R47C

Pat_41 Post-Resistance ZNF304 57343 37 19 57868567 57868567 Missense_Mutation SNP G A 16 140 c.1330G>A c.(1330-1332)GCA>ACA p.A444T

Pat_41 Post-Resistance ZNF17 7565 37 19 57931018 57931018 Missense_Mutation SNP C T 7 81 c.158C>T c.(157-159)GCC>GTC p.A53V

Pat_41 Post-Resistance ZNF419 79744 37 19 58004332 58004332 Missense_Mutation SNP C T 4 51 c.407C>T c.(406-408)CCC>CTC p.P136L

Pat_41 Post-Resistance ZNF416 55659 37 19 58084370 58084370 Missense_Mutation SNP C T 23 110 c.902G>A c.(901-903)GGT>GAT p.G301D

Pat_41 Post-Resistance ZNF134 7693 37 19 58132739 58132739 Missense_Mutation SNP C T 16 715 c.1252C>T c.(1252-1254)CAC>TAC p.H418Y

Pat_41 Post-Resistance ZSCAN4 201516 37 19 58187859 58187859 Missense_Mutation SNP G A 13 91 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_41 Post-Resistance ZNF551 90233 37 19 58196637 58196637 Missense_Mutation SNP C T 11 141 c.41C>T c.(40-42)ACC>ATC p.T14I

Pat_41 Post-Resistance ZNF671 79891 37 19 58234633 58234633 Missense_Mutation SNP G A 23 215 c.214C>T c.(214-216)CTT>TTT p.L72F

Pat_41 Post-Resistance ZNF776 284309 37 19 58265369 58265369 Missense_Mutation SNP C T 10 325 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_41 Post-Resistance ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 5 192 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_41 Post-Resistance ZNF586 54807 37 19 58290602 58290602 Missense_Mutation SNP C T 20 181 c.647C>T c.(646-648)GCT>GTT p.A216V

Pat_41 Post-Resistance ZNF418 147686 37 19 58437684 58437684 Missense_Mutation SNP C T 41 217 c.1865G>A c.(1864-1866)AGC>AAC p.S622N



Pat_41 Post-Resistance ZNF418 147686 37 19 58438011 58438011 Missense_Mutation SNP C T 23 296 c.1538G>A c.(1537-1539)AGT>AAT p.S513N

Pat_41 Post-Resistance ZNF544 27300 37 19 58772991 58772991 Missense_Mutation SNP C T 4 72 c.1019C>T c.(1018-1020)TCT>TTT p.S340F

Pat_41 Post-Resistance ZSCAN22 342945 37 19 58850304 58850304 Missense_Mutation SNP G A 10 195 c.1088G>A c.(1087-1089)CGC>CAC p.R363H

Pat_41 Post-Resistance ZBTB45 84878 37 19 59028301 59028301 Missense_Mutation SNP G A 14 293 c.740C>T c.(739-741)GCT>GTT p.A247V

Pat_41 Post-Resistance TRIM28 10155 37 19 59059749 59059749 Missense_Mutation SNP C T 17 67 c.1190C>T c.(1189-1191)GCC>GTC p.A397V

Pat_41 Post-Resistance UBE2M 9040 37 19 59067682 59067682 Splice_Site SNP C T 36 171 c.411_splice c.e5+1 p.L137_splice

Pat_41 Post-Resistance SH3YL1 26751 37 2 231169 231169 Missense_Mutation SNP C T 4 13 c.556G>A c.(556-558)GCT>ACT p.A186T

Pat_41 Post-Resistance TPO 7173 37 2 1507750 1507750 Missense_Mutation SNP C T 12 70 c.2417C>T c.(2416-2418)CCC>CTC p.P806L

Pat_41 Post-Resistance PXDN 7837 37 2 1670036 1670036 Missense_Mutation SNP G A 5 83 c.1241C>T c.(1240-1242)GCG>GTG p.A414V

Pat_41 Post-Resistance CMPK2 129607 37 2 7001358 7001358 Nonsense_Mutation SNP C A 4 125 c.949G>T c.(949-951)GAA>TAA p.E317*

Pat_41 Post-Resistance KIDINS220 57498 37 2 8888060 8888060 Missense_Mutation SNP G A 11 221 c.3485C>T c.(3484-3486)CCA>CTA p.P1162L

Pat_41 Post-Resistance KIDINS220 57498 37 2 8926455 8926455 Missense_Mutation SNP C T 31 320 c.1820G>A c.(1819-1821)AGT>AAT p.S607N

Pat_41 Post-Resistance ASAP2 8853 37 2 9484745 9484745 Missense_Mutation SNP C T 15 209 c.934C>T c.(934-936)CTC>TTC p.L312F

Pat_41 Post-Resistance IAH1 285148 37 2 9621510 9621510 Nonsense_Mutation SNP C T 4 118 c.379C>T c.(379-381)CGA>TGA p.R127*

Pat_41 Post-Resistance TAF1B 9014 37 2 10008460 10008460 Missense_Mutation SNP G A 7 136 c.455G>A c.(454-456)AGT>AAT p.S152N

Pat_41 Post-Resistance PDIA6 10130 37 2 10942730 10942730 Missense_Mutation SNP C A 71 120 c.56G>T c.(55-57)GGT>GTT p.G19V

Pat_41 Post-Resistance E2F6 1876 37 2 11587752 11587752 Splice_Site SNP C T 8 236 c.799_splice c.e6+1 p.E267_splice

Pat_41 Post-Resistance GREB1 9687 37 2 11702678 11702678 Missense_Mutation SNP C T 14 185 c.247C>T c.(247-249)CCT>TCT p.P83S

Pat_41 Post-Resistance GREB1 9687 37 2 11720832 11720832 Missense_Mutation SNP C T 13 436 c.775C>T c.(775-777)CCA>TCA p.P259S

Pat_41 Post-Resistance GREB1 9687 37 2 11728961 11728961 Missense_Mutation SNP G A 57 282 c.1249G>A c.(1249-1251)GTC>ATC p.V417I

Pat_41 Post-Resistance GREB1 9687 37 2 11735461 11735461 Missense_Mutation SNP G A 9 101 c.1781G>A c.(1780-1782)GGG>GAG p.G594E

Pat_41 Post-Resistance GREB1 9687 37 2 11756826 11756826 Missense_Mutation SNP C T 9 148 c.3392C>T c.(3391-3393)TCC>TTC p.S1131F

Pat_41 Post-Resistance FAM84A 151354 37 2 14774290 14774290 Missense_Mutation SNP C T 4 30 c.187C>T c.(187-189)CCC>TCC p.P63S

Pat_41 Post-Resistance NBAS 51594 37 2 15378686 15378686 Missense_Mutation SNP G A 8 49 c.5849C>T c.(5848-5850)ACC>ATC p.T1950I

Pat_41 Post-Resistance NBAS 51594 37 2 15470778 15470778 Missense_Mutation SNP C T 24 256 c.4291G>A c.(4291-4293)GCC>ACC p.A1431T

Pat_41 Post-Resistance MYCN 4613 37 2 16086074 16086074 Missense_Mutation SNP C T 10 174 c.1250C>T c.(1249-1251)GCC>GTC p.A417V

Pat_41 Post-Resistance RAD51AP2 729475 37 2 17699318 17699318 Missense_Mutation SNP C T 9 134 c.365G>A c.(364-366)AGT>AAT p.S122N

Pat_41 Post-Resistance SMC6 79677 37 2 17847700 17847700 Missense_Mutation SNP G A 5 59 c.3148C>T c.(3148-3150)CCT>TCT p.P1050S

Pat_41 Post-Resistance OSR1 130497 37 2 19552052 19552052 Missense_Mutation SNP G A 4 61 c.785C>T c.(784-786)TCC>TTC p.S262F

Pat_41 Post-Resistance PUM2 23369 37 2 20460228 20460228 Splice_Site SNP C T 7 150 c.2226_splice c.e14-1 p.R742_splice

Pat_41 Post-Resistance PUM2 23369 37 2 20512172 20512172 Missense_Mutation SNP G A 13 123 c.173C>T c.(172-174)TCC>TTC p.S58F

Pat_41 Post-Resistance APOB 338 37 2 21225030 21225030 Missense_Mutation SNP G A 13 76 c.13264C>T c.(13264-13266)CAT>TAT p.H4422Y

Pat_41 Post-Resistance APOB 338 37 2 21236115 21236115 Missense_Mutation SNP G A 56 460 c.4133C>T c.(4132-4134)ACC>ATC p.T1378I

Pat_41 Post-Resistance APOB 338 37 2 21237399 21237399 Missense_Mutation SNP G A 17 64 c.3763C>T c.(3763-3765)CTC>TTC p.L1255F

Pat_41 Post-Resistance APOB 338 37 2 21252786 21252786 Missense_Mutation SNP G A 23 257 c.1454C>T c.(1453-1455)ACC>ATC p.T485I

Pat_41 Post-Resistance ATAD2B 54454 37 2 23985186 23985186 Missense_Mutation SNP G A 7 82 c.3287C>T c.(3286-3288)CCT>CTT p.P1096L

Pat_41 Post-Resistance ATAD2B 54454 37 2 24021016 24021016 Missense_Mutation SNP G A 3 12 c.2632C>T c.(2632-2634)CCT>TCT p.P878S

Pat_41 Post-Resistance ATAD2B 54454 37 2 24051809 24051809 Missense_Mutation SNP C T 7 113 c.1729G>A c.(1729-1731)GCA>ACA p.A577T

Pat_41 Post-Resistance ITSN2 50618 37 2 24432880 24432880 Missense_Mutation SNP G A 10 128 c.4280C>T c.(4279-4281)ACC>ATC p.T1427I

Pat_41 Post-Resistance NCOA1 8648 37 2 24881548 24881548 Missense_Mutation SNP T C 18 195 c.2T>C c.(1-3)ATG>ACG p.M1T

Pat_41 Post-Resistance NCOA1 8648 37 2 24951236 24951236 Missense_Mutation SNP G A 21 102 c.2777G>A c.(2776-2778)AGA>AAA p.R926K

Pat_41 Post-Resistance NCOA1 8648 37 2 24974860 24974860 Missense_Mutation SNP C T 4 102 c.3716C>T c.(3715-3717)CCC>CTC p.P1239L

Pat_41 Post-Resistance ADCY3 109 37 2 25064427 25064427 Missense_Mutation SNP C T 3 27 c.1066G>A c.(1066-1068)GCT>ACT p.A356T

Pat_41 Post-Resistance DNAJC27 51277 37 2 25170549 25170549 Missense_Mutation SNP C T 21 202 c.758G>A c.(757-759)GGC>GAC p.G253D

Pat_41 Post-Resistance DNMT3A 1788 37 2 25463208 25463208 Missense_Mutation SNP C T 18 219 c.2285G>A c.(2284-2286)GGC>GAC p.G762D

Pat_41 Post-Resistance ASXL2 55252 37 2 25964976 25964976 Nonsense_Mutation SNP G T 5 272 c.4230C>A c.(4228-4230)TGC>TGA p.C1410*

Pat_41 Post-Resistance ASXL2 55252 37 2 25982365 25982365 Missense_Mutation SNP C T 19 312 c.925G>A c.(925-927)GAG>AAG p.E309K



Pat_41 Post-Resistance ASXL2 55252 37 2 25990505 25990505 Missense_Mutation SNP G A 5 93 c.722C>T c.(721-723)ACT>ATT p.T241I

Pat_41 Post-Resistance ASXL2 55252 37 2 25994346 25994346 Missense_Mutation SNP G A 17 180 c.467C>T c.(466-468)TCT>TTT p.S156F

Pat_41 Post-Resistance KIF3C 3797 37 2 26204432 26204432 Missense_Mutation SNP C T 19 198 c.355G>A c.(355-357)GTC>ATC p.V119I

Pat_41 Post-Resistance HADHB 3032 37 2 26507065 26507065 Missense_Mutation SNP C T 12 243 c.1142C>T c.(1141-1143)GCT>GTT p.A381V

Pat_41 Post-Resistance GPR113 165082 37 2 26534851 26534851 Missense_Mutation SNP G A 3 48 c.1745C>T c.(1744-1746)ACT>ATT p.T582I

Pat_41 Post-Resistance OTOF 9381 37 2 26725265 26725265 Missense_Mutation SNP G A 14 53 c.613C>T c.(613-615)CTT>TTT p.L205F

Pat_41 Post-Resistance DPYSL5 56896 37 2 27157511 27157511 Nonsense_Mutation SNP C T 46 574 c.856C>T c.(856-858)CAG>TAG p.Q286*

Pat_41 Post-Resistance TMEM214 54867 37 2 27259431 27259431 Missense_Mutation SNP G A 12 215 c.797G>A c.(796-798)GGT>GAT p.G266D

Pat_41 Post-Resistance PREB 10113 37 2 27354608 27354608 Missense_Mutation SNP G A 20 301 c.1091C>T c.(1090-1092)TCC>TTC p.S364F

Pat_41 Post-Resistance CAD 790 37 2 27444165 27444165 Missense_Mutation SNP C T 7 94 c.302C>T c.(301-303)ACC>ATC p.T101I

Pat_41 Post-Resistance CAD 790 37 2 27447329 27447329 Missense_Mutation SNP G A 10 114 c.1225G>A c.(1225-1227)GCT>ACT p.A409T

Pat_41 Post-Resistance CAD 790 37 2 27465599 27465599 Missense_Mutation SNP C T 24 202 c.6334C>T c.(6334-6336)CCA>TCA p.P2112S

Pat_41 Post-Resistance SNX17 9784 37 2 27598548 27598548 Missense_Mutation SNP G A 8 113 c.950G>A c.(949-951)CGC>CAC p.R317H

Pat_41 Post-Resistance NRBP1 29959 37 2 27664656 27664656 Missense_Mutation SNP G A 45 253 c.1585G>A c.(1585-1587)GCC>ACC p.A529T

Pat_41 Post-Resistance IFT172 26160 37 2 27677269 27677269 Missense_Mutation SNP G A 7 220 c.3482C>T c.(3481-3483)GCT>GTT p.A1161V

Pat_41 Post-Resistance FNDC4 64838 37 2 27716802 27716802 Missense_Mutation SNP C T 14 204 c.449G>A c.(448-450)AGC>AAC p.S150N

Pat_41 Post-Resistance GCKR 2646 37 2 27746206 27746206 Missense_Mutation SNP C T 8 49 c.1778C>T c.(1777-1779)GCA>GTA p.A593V

Pat_41 Post-Resistance C2orf16 84226 37 2 27804067 27804067 Missense_Mutation SNP G A 21 209 c.4628G>A c.(4627-4629)AGC>AAC p.S1543N

Pat_41 Post-Resistance C2orf16 84226 37 2 27804870 27804870 Missense_Mutation SNP G A 27 199 c.5431G>A c.(5431-5433)GAG>AAG p.E1811K

Pat_41 Post-Resistance ZNF512 84450 37 2 27822521 27822521 Missense_Mutation SNP C T 8 73 c.349C>T c.(349-351)CCT>TCT p.P117S

Pat_41 Post-Resistance SUPT7L 9913 37 2 27878382 27878382 Missense_Mutation SNP C T 7 108 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_41 Post-Resistance PLB1 151056 37 2 28801018 28801018 Missense_Mutation SNP A G 4 96 c.1478A>G c.(1477-1479)AAT>AGT p.N493S

Pat_41 Post-Resistance PLB1 151056 37 2 28825688 28825688 Missense_Mutation SNP G A 19 182 c.2674G>A c.(2674-2676)GTG>ATG p.V892M

Pat_41 Post-Resistance PLB1 151056 37 2 28841216 28841216 Missense_Mutation SNP C T 67 492 c.3265C>T c.(3265-3267)CTC>TTC p.L1089F

Pat_41 Post-Resistance CLIP4 79745 37 2 29344297 29344297 Missense_Mutation SNP C T 12 146 c.43C>T c.(43-45)CCT>TCT p.P15S

Pat_41 Post-Resistance CLIP4 79745 37 2 29354184 29354184 Missense_Mutation SNP C T 8 179 c.194C>T c.(193-195)ACT>ATT p.T65I

Pat_41 Post-Resistance ALK 238 37 2 29416599 29416599 Missense_Mutation SNP C T 17 216 c.4354G>A c.(4354-4356)GCT>ACT p.A1452T

Pat_41 Post-Resistance ALK 238 37 2 29446380 29446380 Missense_Mutation SNP G A 15 74 c.3187C>T c.(3187-3189)CAC>TAC p.H1063Y

Pat_41 Post-Resistance ALK 238 37 2 29917868 29917868 Missense_Mutation SNP C T 12 176 c.800G>A c.(799-801)AGC>AAC p.S267N

Pat_41 Post-Resistance MEMO1 51072 37 2 32108531 32108531 Missense_Mutation SNP C T 45 374 c.581G>A c.(580-582)GGT>GAT p.G194D

Pat_41 Post-Resistance NLRC4 58484 37 2 32474873 32474873 Missense_Mutation SNP G A 6 81 c.2060C>T c.(2059-2061)GCC>GTC p.A687V

Pat_41 Post-Resistance NLRC4 58484 37 2 32475537 32475537 Missense_Mutation SNP C T 13 169 c.1396G>A c.(1396-1398)GAG>AAG p.E466K

Pat_41 Post-Resistance BIRC6 57448 37 2 32641130 32641130 Missense_Mutation SNP C T 21 69 c.2771C>T c.(2770-2772)GCC>GTC p.A924V

Pat_41 Post-Resistance BIRC6 57448 37 2 32715153 32715153 Missense_Mutation SNP C T 33 574 c.8141C>T c.(8140-8142)ACT>ATT p.T2714I

Pat_41 Post-Resistance LTBP1 4052 37 2 33246023 33246023 Nonsense_Mutation SNP C T 45 567 c.613C>T c.(613-615)CAA>TAA p.Q205*

Pat_41 Post-Resistance LTBP1 4052 37 2 33335776 33335776 Missense_Mutation SNP C T 7 234 c.991C>T c.(991-993)CCT>TCT p.P331S

Pat_41 Post-Resistance LTBP1 4052 37 2 33359917 33359917 Missense_Mutation SNP C T 13 143 c.1091C>T c.(1090-1092)ACC>ATC p.T364I

Pat_41 Post-Resistance FAM98A 25940 37 2 33810177 33810177 Missense_Mutation SNP C T 38 202 c.1223G>A c.(1222-1224)GGC>GAC p.G408D

Pat_41 Post-Resistance FAM98A 25940 37 2 33817276 33817276 Missense_Mutation SNP T G 24 363 c.208A>C c.(208-210)AGT>CGT p.S70R

Pat_41 Post-Resistance VIT 5212 37 2 36982107 36982107 Missense_Mutation SNP G A 9 292 c.319G>A c.(319-321)GTT>ATT p.V107I

Pat_41 Post-Resistance CEBPZ 10153 37 2 37443458 37443458 Splice_Site SNP C T 8 105 c.2311_splice c.e7+1 p.E771_splice

Pat_41 Post-Resistance CDC42EP3 10602 37 2 37873007 37873007 Missense_Mutation SNP G A 9 133 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_41 Post-Resistance CDC42EP3 10602 37 2 37873370 37873370 Missense_Mutation SNP G A 7 100 c.361C>T c.(361-363)CCC>TCC p.P121S

Pat_41 Post-Resistance SOS1 6654 37 2 39213279 39213279 Missense_Mutation SNP G T 22 189 c.3688C>A c.(3688-3690)CCA>ACA p.P1230T

Pat_41 Post-Resistance SOS1 6654 37 2 39224083 39224083 Missense_Mutation SNP G A 13 272 c.3061C>T c.(3061-3063)CCT>TCT p.P1021S

Pat_41 Post-Resistance MAP4K3 8491 37 2 39553381 39553381 Missense_Mutation SNP C T 29 488 c.568G>A c.(568-570)GGT>AGT p.G190S

Pat_41 Post-Resistance SLC8A1 6546 37 2 40392083 40392083 Missense_Mutation SNP C T 26 257 c.2080G>A c.(2080-2082)GAG>AAG p.E694K



Pat_41 Post-Resistance SLC8A1 6546 37 2 40656072 40656072 Missense_Mutation SNP G A 24 253 c.1349C>T c.(1348-1350)ACA>ATA p.T450I

Pat_41 Post-Resistance EML4 27436 37 2 42508017 42508017 Missense_Mutation SNP G A 20 95 c.695G>A c.(694-696)CGC>CAC p.R232H

Pat_41 Post-Resistance LOC728819 728819 37 2 43902939 43902939 Missense_Mutation SNP C T 24 426 c.523G>A c.(523-525)GAC>AAC p.D175N

Pat_41 Post-Resistance PLEKHH2 130271 37 2 43939514 43939514 Missense_Mutation SNP C T 4 115 c.2452C>T c.(2452-2454)CTC>TTC p.L818F

Pat_41 Post-Resistance LRPPRC 10128 37 2 44176749 44176749 Missense_Mutation SNP C T 19 141 c.1727G>A c.(1726-1728)GGA>GAA p.G576E

Pat_41 Post-Resistance PPM1B 5495 37 2 44428835 44428835 Missense_Mutation SNP C T 9 337 c.497C>T c.(496-498)ACC>ATC p.T166I

Pat_41 Post-Resistance SLC3A1 6519 37 2 44541007 44541007 Missense_Mutation SNP G A 7 177 c.1534G>A c.(1534-1536)GAC>AAC p.D512N

Pat_41 Post-Resistance PREPL 9581 37 2 44553948 44553948 Missense_Mutation SNP G A 4 111 c.1649C>T c.(1648-1650)CCA>CTA p.P550L

Pat_41 Post-Resistance PRKCE 5581 37 2 46378189 46378189 Missense_Mutation SNP G A 5 60 c.1741G>A c.(1741-1743)GAG>AAG p.E581K

Pat_41 Post-Resistance RHOQ 23433 37 2 46770261 46770261 Missense_Mutation SNP C T 25 261 c.76C>T c.(76-78)CTC>TTC p.L26F

Pat_41 Post-Resistance MSH2 4436 37 2 47643505 47643505 Missense_Mutation SNP G T 18 260 c.1013G>T c.(1012-1014)GGA>GTA p.G338V

Pat_41 Post-Resistance KCNK12 56660 37 2 47748459 47748459 Missense_Mutation SNP G A 4 24 c.880C>T c.(880-882)CTC>TTC p.L294F

Pat_41 Post-Resistance MSH6 2956 37 2 48018065 48018065 Splice_Site SNP G A 24 168 c.261_splice c.e2-1 p.S87_splice

Pat_41 Post-Resistance FOXN2 3344 37 2 48600496 48600496 Missense_Mutation SNP G A 31 130 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_41 Post-Resistance KLRAQ1 129285 37 2 48688296 48688296 Missense_Mutation SNP C T 4 88 c.619C>T c.(619-621)CTT>TTT p.L207F

Pat_41 Post-Resistance STON1-GTF2A1L 286749 37 2 48808655 48808655 Missense_Mutation SNP G A 6 91 c.883G>A c.(883-885)GGA>AGA p.G295R

Pat_41 Post-Resistance LHCGR 3973 37 2 48915873 48915873 Missense_Mutation SNP C T 20 222 c.1063G>A c.(1063-1065)GAT>AAT p.D355N

Pat_41 Post-Resistance FSHR 2492 37 2 49191017 49191017 Missense_Mutation SNP C T 18 464 c.943G>A c.(943-945)GCA>ACA p.A315T

Pat_41 Post-Resistance CHAC2 494143 37 2 53995144 53995144 Missense_Mutation SNP G A 16 140 c.121G>A c.(121-123)GGG>AGG p.G41R

Pat_41 Post-Resistance ERLEC1 27248 37 2 54040096 54040096 Missense_Mutation SNP G A 5 175 c.1112G>A c.(1111-1113)AGT>AAT p.S371N

Pat_41 Post-Resistance SPTBN1 6711 37 2 54858180 54858180 Missense_Mutation SNP C T 17 220 c.2996C>T c.(2995-2997)ACC>ATC p.T999I

Pat_41 Post-Resistance SPTBN1 6711 37 2 54880977 54880977 Nonsense_Mutation SNP C T 8 63 c.5809C>T c.(5809-5811)CAG>TAG p.Q1937*

Pat_41 Post-Resistance CCDC88A 55704 37 2 55518866 55518866 Missense_Mutation SNP C T 9 160 c.5594G>A c.(5593-5595)AGG>AAG p.R1865K

Pat_41 Post-Resistance CCDC88A 55704 37 2 55522765 55522765 Missense_Mutation SNP G A 13 384 c.5516C>T c.(5515-5517)GCT>GTT p.A1839V

Pat_41 Post-Resistance CCDC88A 55704 37 2 55522802 55522802 Missense_Mutation SNP C T 23 475 c.5479G>A c.(5479-5481)GAC>AAC p.D1827N

Pat_41 Post-Resistance PAPOLG 64895 37 2 61014666 61014666 Nonsense_Mutation SNP G A 29 118 c.1307G>A c.(1306-1308)TGG>TAG p.W436*

Pat_41 Post-Resistance PAPOLG 64895 37 2 61022111 61022111 Missense_Mutation SNP G A 7 245 c.2068G>A c.(2068-2070)GGA>AGA p.G690R

Pat_41 Post-Resistance REL 5966 37 2 61149357 61149357 Missense_Mutation SNP G A 16 166 c.1547G>A c.(1546-1548)AGC>AAC p.S516N

Pat_41 Post-Resistance PUS10 150962 37 2 61175236 61175236 Missense_Mutation SNP C T 41 464 c.1393G>A c.(1393-1395)GAG>AAG p.E465K

Pat_41 Post-Resistance USP34 9736 37 2 61524004 61524004 Nonsense_Mutation SNP C T 34 512 c.4185G>A c.(4183-4185)TGG>TGA p.W1395*

Pat_41 Post-Resistance B3GNT2 10678 37 2 62449597 62449597 Missense_Mutation SNP C T 43 784 c.242C>T c.(241-243)ACG>ATG p.T81M

Pat_41 Post-Resistance B3GNT2 10678 37 2 62449728 62449728 Missense_Mutation SNP T C 33 371 c.373T>C c.(373-375)TGC>CGC p.C125R

Pat_41 Post-Resistance EHBP1 23301 37 2 63176236 63176236 Missense_Mutation SNP C T 8 110 c.2360C>T c.(2359-2361)TCT>TTT p.S787F

Pat_41 Post-Resistance C2orf86 51057 37 2 63660953 63660953 Missense_Mutation SNP G A 30 131 c.751C>T c.(751-753)CCT>TCT p.P251S

Pat_41 Post-Resistance UGP2 7360 37 2 64114737 64114737 Missense_Mutation SNP C T 33 425 c.1273C>T c.(1273-1275)CCT>TCT p.P425S

Pat_41 Post-Resistance AFTPH 54812 37 2 64800203 64800203 Splice_Site SNP G A 14 203 c.2394_splice c.e5+1 p.Q798_splice

Pat_41 Post-Resistance WDR92 116143 37 2 68384458 68384458 Missense_Mutation SNP C T 21 146 c.118G>A c.(118-120)GCA>ACA p.A40T

Pat_41 Post-Resistance PNO1 56902 37 2 68385656 68385656 Missense_Mutation SNP A T 11 152 c.352A>T c.(352-354)ATC>TTC p.I118F

Pat_41 Post-Resistance PNO1 56902 37 2 68389753 68389753 Missense_Mutation SNP C T 15 426 c.578C>T c.(577-579)ACC>ATC p.T193I

Pat_41 Post-Resistance ARHGAP25 9938 37 2 69049701 69049701 Missense_Mutation SNP C T 9 165 c.1427C>T c.(1426-1428)GCT>GTT p.A476V

Pat_41 Post-Resistance PCBP1 5093 37 2 70315398 70315398 Nonsense_Mutation SNP C T 33 119 c.523C>T c.(523-525)CAA>TAA p.Q175*

Pat_41 Post-Resistance TIA1 7072 37 2 70442564 70442564 Missense_Mutation SNP C T 11 198 c.827G>A c.(826-828)GGT>GAT p.G276D

Pat_41 Post-Resistance CLEC4F 165530 37 2 71044113 71044113 Nonsense_Mutation SNP G A 38 256 c.400C>T c.(400-402)CAG>TAG p.Q134*

Pat_41 Post-Resistance TEX261 113419 37 2 71221839 71221839 Missense_Mutation SNP C T 6 39 c.49G>A c.(49-51)GCC>ACC p.A17T

Pat_41 Post-Resistance MPHOSPH10 10199 37 2 71360278 71360278 Missense_Mutation SNP G A 6 73 c.340G>A c.(340-342)GAA>AAA p.E114K

Pat_41 Post-Resistance MPHOSPH10 10199 37 2 71368380 71368380 Missense_Mutation SNP C T 6 211 c.1327C>T c.(1327-1329)CGT>TGT p.R443C

Pat_41 Post-Resistance ZNF638 27332 37 2 71576166 71576166 Missense_Mutation SNP C T 16 109 c.82C>T c.(82-84)CCA>TCA p.P28S



Pat_41 Post-Resistance ZNF638 27332 37 2 71623280 71623280 Missense_Mutation SNP G A 11 141 c.2387G>A c.(2386-2388)GGA>GAA p.G796E

Pat_41 Post-Resistance ZNF638 27332 37 2 71627260 71627260 Missense_Mutation SNP C T 4 123 c.2606C>T c.(2605-2607)ACC>ATC p.T869I

Pat_41 Post-Resistance RAB11FIP5 26056 37 2 73315638 73315638 Missense_Mutation SNP C T 19 66 c.1108G>A c.(1108-1110)GCT>ACT p.A370T

Pat_41 Post-Resistance CCT7 10574 37 2 73467624 73467624 Missense_Mutation SNP C T 5 110 c.220C>T c.(220-222)CCT>TCT p.P74S

Pat_41 Post-Resistance FBXO41 150726 37 2 73490957 73490957 Missense_Mutation SNP C T 7 40 c.2107G>A c.(2107-2109)GGC>AGC p.G703S

Pat_41 Post-Resistance ALMS1 7840 37 2 73762077 73762077 Splice_Site SNP G A 49 489 c.9910_splice c.e14+1 p.G3304_splice

Pat_41 Post-Resistance ALMS1 7840 37 2 73800181 73800181 Missense_Mutation SNP G A 15 102 c.11180G>A c.(11179-11181)GGT>GAT p.G3727D

Pat_41 Post-Resistance DUSP11 8446 37 2 73989876 73989876 Missense_Mutation SNP G A 15 187 c.1046C>T c.(1045-1047)GCC>GTC p.A349V

Pat_41 Post-Resistance ACTG2 72 37 2 74136264 74136264 Missense_Mutation SNP C T 23 311 c.449C>T c.(448-450)ACA>ATA p.T150I

Pat_41 Post-Resistance TET3 200424 37 2 74275025 74275025 Missense_Mutation SNP G A 5 21 c.1576G>A c.(1576-1578)GAA>AAA p.E526K

Pat_41 Post-Resistance SLC4A5 57835 37 2 74542125 74542125 Missense_Mutation SNP C T 18 333 c.26G>A c.(25-27)GGG>GAG p.G9E

Pat_41 Post-Resistance DCTN1 1639 37 2 74590452 74590452 Missense_Mutation SNP G A 5 38 c.3314C>T c.(3313-3315)TCC>TTC p.S1105F

Pat_41 Post-Resistance DCTN1 1639 37 2 74597318 74597318 Missense_Mutation SNP C T 11 70 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_41 Post-Resistance RTKN 6242 37 2 74656046 74656046 Missense_Mutation SNP G A 8 160 c.779C>T c.(778-780)GCT>GTT p.A260V

Pat_41 Post-Resistance INO80B 83444 37 2 74683256 74683256 Missense_Mutation SNP C T 7 94 c.397C>T c.(397-399)CCA>TCA p.P133S

Pat_41 Post-Resistance LOXL3 84695 37 2 74761253 74761253 Missense_Mutation SNP C T 27 102 c.2050G>A c.(2050-2052)GTG>ATG p.V684M

Pat_41 Post-Resistance LOXL3 84695 37 2 74762821 74762821 Missense_Mutation SNP G A 7 46 c.1310C>T c.(1309-1311)CCT>CTT p.P437L

Pat_41 Post-Resistance DOK1 1796 37 2 74784033 74784033 Missense_Mutation SNP C T 28 488 c.1238C>T c.(1237-1239)CCC>CTC p.P413L

Pat_41 Post-Resistance HK2 3099 37 2 75094799 75094799 Missense_Mutation SNP C T 57 656 c.263C>T c.(262-264)ACC>ATC p.T88I

Pat_41 Post-Resistance TGOLN2 10618 37 2 85553665 85553665 Missense_Mutation SNP G A 32 245 c.1190C>T c.(1189-1191)GCT>GTT p.A397V

Pat_41 Post-Resistance RETSAT 54884 37 2 85577249 85577249 Missense_Mutation SNP G A 25 188 c.713C>T c.(712-714)TCC>TTC p.S238F

Pat_41 Post-Resistance USP39 10713 37 2 85850775 85850775 Missense_Mutation SNP G A 44 650 c.440G>A c.(439-441)GGT>GAT p.G147D

Pat_41 Post-Resistance POLR1A 25885 37 2 86297328 86297328 Missense_Mutation SNP G A 13 96 c.1679C>T c.(1678-1680)TCC>TTC p.S560F

Pat_41 Post-Resistance KDM3A 55818 37 2 86701976 86701976 Missense_Mutation SNP G A 50 362 c.1802G>A c.(1801-1803)GGC>GAC p.G601D

Pat_41 Post-Resistance KDM3A 55818 37 2 86707369 86707369 Missense_Mutation SNP G A 11 82 c.2396G>A c.(2395-2397)GGT>GAT p.G799D

Pat_41 Post-Resistance VPS24 51652 37 2 86756464 86756464 Missense_Mutation SNP C T 21 232 c.163G>A c.(163-165)GGC>AGC p.G55S

Pat_41 Post-Resistance VPS24 51652 37 2 86790432 86790432 Missense_Mutation SNP C T 50 553 c.40G>A c.(40-42)GAA>AAA p.E14K

Pat_41 Post-Resistance RNF103 7844 37 2 86831817 86831817 Missense_Mutation SNP C T 9 89 c.1207G>A c.(1207-1209)GCT>ACT p.A403T

Pat_41 Post-Resistance TEKT4 150483 37 2 95540645 95540645 Missense_Mutation SNP G A 5 15 c.838G>A c.(838-840)GAC>AAC p.D280N

Pat_41 Post-Resistance ZNF514 84874 37 2 95818919 95818919 Missense_Mutation SNP C T 21 209 c.80G>A c.(79-81)AGG>AAG p.R27K

Pat_41 Post-Resistance FAHD2A 51011 37 2 96071313 96071313 Missense_Mutation SNP G A 6 98 c.7G>A c.(7-9)GTG>ATG p.V3M

Pat_41 Post-Resistance FER1L5 90342 37 2 97370253 97370253 Missense_Mutation SNP C T 19 243 c.6106C>T c.(6106-6108)CCC>TCC p.P2036S

Pat_41 Post-Resistance SEMA4C 54910 37 2 97527532 97527532 Missense_Mutation SNP G A 10 65 c.1543C>T c.(1543-1545)CCC>TCC p.P515S

Pat_41 Post-Resistance VWA3B 200403 37 2 98866818 98866818 Missense_Mutation SNP A C 68 89 c.2711A>C c.(2710-2712)AAG>ACG p.K904T

Pat_41 Post-Resistance UNC50 25972 37 2 99232764 99232764 Missense_Mutation SNP C T 36 205 c.496C>T c.(496-498)CCA>TCA p.P166S

Pat_41 Post-Resistance MGAT4A 11320 37 2 99291564 99291564 Missense_Mutation SNP G A 12 143 c.337C>T c.(337-339)CCT>TCT p.P113S

Pat_41 Post-Resistance TSGA10 80705 37 2 99651772 99651772 Missense_Mutation SNP C T 16 107 c.1535G>A c.(1534-1536)AGG>AAG p.R512K

Pat_41 Post-Resistance EIF5B 9669 37 2 99980878 99980878 Missense_Mutation SNP G A 23 372 c.1282G>A c.(1282-1284)GCT>ACT p.A428T

Pat_41 Post-Resistance EIF5B 9669 37 2 99995860 99995860 Missense_Mutation SNP C T 9 121 c.2030C>T c.(2029-2031)GCT>GTT p.A677V

Pat_41 Post-Resistance REV1 51455 37 2 100065967 100065967 Splice_Site SNP C T 4 63 c.182_splice c.e4-1 p.D61_splice

Pat_41 Post-Resistance CREG2 200407 37 2 102000094 102000094 Missense_Mutation SNP G A 9 75 c.512C>T c.(511-513)CCT>CTT p.P171L

Pat_41 Post-Resistance IL1RL2 8808 37 2 102851396 102851396 Missense_Mutation SNP G A 18 145 c.1337G>A c.(1336-1338)AGG>AAG p.R446K

Pat_41 Post-Resistance IL18RAP 8807 37 2 103063647 103063647 Missense_Mutation SNP G A 14 522 c.1190G>A c.(1189-1191)AGC>AAC p.S397N

Pat_41 Post-Resistance SLC9A2 6549 37 2 103274281 103274281 Missense_Mutation SNP G A 46 433 c.548G>A c.(547-549)GGC>GAC p.G183D

Pat_41 Post-Resistance SLC9A2 6549 37 2 103324775 103324775 Missense_Mutation SNP G A 50 257 c.2266G>A c.(2266-2268)GGC>AGC p.G756S

Pat_41 Post-Resistance TMEM182 130827 37 2 103379073 103379073 Missense_Mutation SNP G A 22 192 c.160G>A c.(160-162)GGG>AGG p.G54R

Pat_41 Post-Resistance C2orf49 79074 37 2 105959681 105959681 Splice_Site SNP G A 8 38 c.642_splice c.e3+1 p.M214_splice



Pat_41 Post-Resistance UXS1 80146 37 2 106739425 106739425 Splice_Site SNP C T 9 195 c.744_splice c.e9+1 p.Q248_splice

Pat_41 Post-Resistance RGPD3 653489 37 2 107041181 107041181 Missense_Mutation SNP C T 103 424 c.3242G>A c.(3241-3243)GGC>GAC p.G1081D

Pat_41 Post-Resistance ST6GAL2 84620 37 2 107459547 107459547 Missense_Mutation SNP C T 4 24 c.887G>A c.(886-888)TGC>TAC p.C296Y

Pat_41 Post-Resistance ST6GAL2 84620 37 2 107460014 107460014 Nonsense_Mutation SNP C T 22 219 c.420G>A c.(418-420)TGG>TGA p.W140*

Pat_41 Post-Resistance RGPD4 285190 37 2 108488208 108488208 Missense_Mutation SNP G A 54 420 c.3748G>A c.(3748-3750)GAT>AAT p.D1250N

Pat_41 Post-Resistance RGPD4 285190 37 2 108488274 108488274 Missense_Mutation SNP C T 38 426 c.3814C>T c.(3814-3816)CCA>TCA p.P1272S

Pat_41 Post-Resistance SULT1C3 442038 37 2 108875240 108875240 Missense_Mutation SNP G A 18 172 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_41 Post-Resistance GCC2 9648 37 2 109086800 109086800 Missense_Mutation SNP G A 7 39 c.1015G>A c.(1015-1017)GAT>AAT p.D339N

Pat_41 Post-Resistance GCC2 9648 37 2 109087679 109087679 Missense_Mutation SNP G A 15 186 c.1894G>A c.(1894-1896)GAG>AAG p.E632K

Pat_41 Post-Resistance RANBP2 5903 37 2 109383056 109383056 Missense_Mutation SNP G A 32 506 c.6061G>A c.(6061-6063)GAA>AAA p.E2021K

Pat_41 Post-Resistance RANBP2 5903 37 2 109384545 109384545 Missense_Mutation SNP G A 14 599 c.7550G>A c.(7549-7551)GGT>GAT p.G2517D

Pat_41 Post-Resistance RANBP2 5903 37 2 109399254 109399254 Missense_Mutation SNP G A 22 306 c.9305G>A c.(9304-9306)GGA>GAA p.G3102E

Pat_41 Post-Resistance CCDC138 165055 37 2 109404537 109404537 Missense_Mutation SNP C T 8 70 c.143C>T c.(142-144)ACC>ATC p.T48I

Pat_41 Post-Resistance NPHP1 4867 37 2 110926131 110926131 Splice_Site SNP C T 3 54 c.523_splice c.e6-1 p.K175_splice

Pat_41 Post-Resistance ANAPC1 64682 37 2 112615898 112615898 Missense_Mutation SNP G A 6 129 c.1343C>T c.(1342-1344)TCC>TTC p.S448F

Pat_41 Post-Resistance MERTK 10461 37 2 112751934 112751934 Missense_Mutation SNP G A 25 245 c.1403G>A c.(1402-1404)GGA>GAA p.G468E

Pat_41 Post-Resistance TMEM87B 84910 37 2 112843588 112843588 Missense_Mutation SNP G A 5 53 c.845G>A c.(844-846)GGC>GAC p.G282D

Pat_41 Post-Resistance POLR1B 84172 37 2 113305001 113305001 Missense_Mutation SNP G A 12 242 c.349G>A c.(349-351)GAT>AAT p.D117N

Pat_41 Post-Resistance POLR1B 84172 37 2 113316891 113316891 Missense_Mutation SNP C T 82 461 c.1352C>T c.(1351-1353)TCT>TTT p.S451F

Pat_41 Post-Resistance POLR1B 84172 37 2 113333019 113333019 Missense_Mutation SNP G A 82 161 c.3121G>A c.(3121-3123)GAA>AAA p.E1041K

Pat_41 Post-Resistance PSD4 23550 37 2 113942976 113942976 Missense_Mutation SNP G A 24 96 c.1208G>A c.(1207-1209)GGT>GAT p.G403D

Pat_41 Post-Resistance PSD4 23550 37 2 113955140 113955140 Splice_Site SNP G A 4 91 c.2387_splice c.e13-1 p.T796_splice

Pat_41 Post-Resistance DPP10 57628 37 2 116599842 116599842 Missense_Mutation SNP G A 5 125 c.2312G>A c.(2311-2313)AGC>AAC p.S771N

Pat_41 Post-Resistance DDX18 8886 37 2 118583129 118583129 Missense_Mutation SNP C T 51 180 c.1475C>T c.(1474-1476)CCT>CTT p.P492L

Pat_41 Post-Resistance MARCO 8685 37 2 119739968 119739968 Missense_Mutation SNP G A 9 101 c.1045G>A c.(1045-1047)GGA>AGA p.G349R

Pat_41 Post-Resistance TMEM37 140738 37 2 120194496 120194496 Missense_Mutation SNP G A 3 42 c.53G>A c.(52-54)CGC>CAC p.R18H

Pat_41 Post-Resistance TMEM37 140738 37 2 120194946 120194946 Missense_Mutation SNP C T 29 422 c.503C>T c.(502-504)GCC>GTC p.A168V

Pat_41 Post-Resistance SCTR 6344 37 2 120252123 120252123 Missense_Mutation SNP G A 10 115 c.74C>T c.(73-75)ACT>ATT p.T25I

Pat_41 Post-Resistance TMEM177 80775 37 2 120438577 120438577 Missense_Mutation SNP C T 12 222 c.148C>T c.(148-150)CCT>TCT p.P50S

Pat_41 Post-Resistance PTPN4 5775 37 2 120643453 120643453 Missense_Mutation SNP G A 11 192 c.670G>A c.(670-672)GCA>ACA p.A224T

Pat_41 Post-Resistance EPB41L5 57669 37 2 120776715 120776715 Missense_Mutation SNP G A 70 615 c.55G>A c.(55-57)GAG>AAG p.E19K

Pat_41 Post-Resistance EPB41L5 57669 37 2 120776841 120776841 Splice_Site SNP G A 23 304 c.180_splice c.e2+1 p.P60_splice

Pat_41 Post-Resistance GLI2 2736 37 2 121747352 121747352 Missense_Mutation SNP G A 8 69 c.3862G>A c.(3862-3864)GTG>ATG p.V1288M

Pat_41 Post-Resistance TFCP2L1 29842 37 2 122006620 122006620 Missense_Mutation SNP G A 4 34 c.335C>T c.(334-336)ACG>ATG p.T112M

Pat_41 Post-Resistance TFCP2L1 29842 37 2 122038726 122038726 Missense_Mutation SNP G A 23 156 c.184C>T c.(184-186)CAT>TAT p.H62Y

Pat_41 Post-Resistance MKI67IP 84365 37 2 122485887 122485887 Missense_Mutation SNP G A 9 70 c.670C>T c.(670-672)CCT>TCT p.P224S

Pat_41 Post-Resistance CNTNAP5 129684 37 2 124999929 124999929 Missense_Mutation SNP G A 8 108 c.340G>A c.(340-342)GGA>AGA p.G114R

Pat_41 Post-Resistance GYPC 2995 37 2 127453576 127453576 Missense_Mutation SNP G A 47 335 c.245G>A c.(244-246)CGC>CAC p.R82H

Pat_41 Post-Resistance BIN1 274 37 2 127864485 127864485 Missense_Mutation SNP C T 4 76 c.35G>A c.(34-36)GGA>GAA p.G12E

Pat_41 Post-Resistance CYP27C1 339761 37 2 127957069 127957069 Missense_Mutation SNP C T 15 48 c.435G>A c.(433-435)ATG>ATA p.M145I

Pat_41 Post-Resistance ERCC3 2071 37 2 128044527 128044527 Missense_Mutation SNP C T 18 193 c.1094G>A c.(1093-1095)GGC>GAC p.G365D

Pat_41 Post-Resistance IWS1 55677 37 2 128250895 128250895 Missense_Mutation SNP G A 4 132 c.1891C>T c.(1891-1893)CTC>TTC p.L631F

Pat_41 Post-Resistance MYO7B 4648 37 2 128384589 128384589 Nonsense_Mutation SNP C T 6 37 c.4177C>T c.(4177-4179)CGA>TGA p.R1393*

Pat_41 Post-Resistance WDR33 55339 37 2 128477840 128477840 Missense_Mutation SNP G A 21 172 c.1759C>T c.(1759-1761)CCT>TCT p.P587S

Pat_41 Post-Resistance RAB6C 84084 37 2 130738091 130738091 Nonsense_Mutation SNP C T 42 440 c.403C>T c.(403-405)CAA>TAA p.Q135*

Pat_41 Post-Resistance POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 12 299 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_41 Post-Resistance ARHGEF4 50649 37 2 131798881 131798881 Missense_Mutation SNP C T 33 251 c.1183C>T c.(1183-1185)CTC>TTC p.L395F



Pat_41 Post-Resistance PLEKHB2 55041 37 2 131888310 131888310 Missense_Mutation SNP C T 5 74 c.310C>T c.(310-312)CTC>TTC p.L104F

Pat_41 Post-Resistance TUBA3D 113457 37 2 132237838 132237838 Missense_Mutation SNP C T 12 302 c.572C>T c.(571-573)ACC>ATC p.T191I

Pat_41 Post-Resistance GPR39 2863 37 2 133174850 133174850 Missense_Mutation SNP G A 15 171 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_41 Post-Resistance LYPD1 116372 37 2 133426065 133426065 Missense_Mutation SNP A G 7 69 c.98T>C c.(97-99)CTG>CCG p.L33P

Pat_41 Post-Resistance NCKAP5 344148 37 2 133486419 133486419 Nonsense_Mutation SNP C T 30 308 c.5550G>A c.(5548-5550)TGG>TGA p.W1850*

Pat_41 Post-Resistance YSK4 80122 37 2 135738500 135738500 Missense_Mutation SNP C T 12 72 c.3811G>A c.(3811-3813)GAC>AAC p.D1271N

Pat_41 Post-Resistance RAB3GAP1 22930 37 2 135809891 135809891 Missense_Mutation SNP G A 9 40 c.14G>A c.(13-15)AGT>AAT p.S5N

Pat_41 Post-Resistance DARS 1615 37 2 136668717 136668717 Missense_Mutation SNP C T 8 106 c.1406G>A c.(1405-1407)GGA>GAA p.G469E

Pat_41 Post-Resistance THSD7B 80731 37 2 137852567 137852567 Missense_Mutation SNP C T 9 37 c.982C>T c.(982-984)CCA>TCA p.P328S

Pat_41 Post-Resistance ACVR2A 92 37 2 148677894 148677894 Missense_Mutation SNP C T 12 148 c.1058C>T c.(1057-1059)GCA>GTA p.A353V

Pat_41 Post-Resistance MBD5 55777 37 2 149247133 149247133 Missense_Mutation SNP G A 14 146 c.3233G>A c.(3232-3234)GGT>GAT p.G1078D

Pat_41 Post-Resistance EPC2 26122 37 2 149520303 149520303 Missense_Mutation SNP G A 6 47 c.880G>A c.(880-882)GAG>AAG p.E294K

Pat_41 Post-Resistance RIF1 55183 37 2 152273165 152273165 Missense_Mutation SNP C T 42 698 c.371C>T c.(370-372)TCT>TTT p.S124F

Pat_41 Post-Resistance RIF1 55183 37 2 152322461 152322461 Missense_Mutation SNP G A 4 82 c.6427G>A c.(6427-6429)GCA>ACA p.A2143T

Pat_41 Post-Resistance NEB 4703 37 2 152409277 152409277 Missense_Mutation SNP G A 7 62 c.14642C>T c.(14641-14643)GCT>GTT p.A4881V

Pat_41 Post-Resistance NEB 4703 37 2 152426597 152426597 Missense_Mutation SNP C T 12 24 c.12325G>A c.(12325-12327)GAT>AAT p.D4109N

Pat_41 Post-Resistance CACNB4 785 37 2 152739806 152739806 Missense_Mutation SNP C T 23 349 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_41 Post-Resistance PRPF40A 55660 37 2 153535943 153535943 Missense_Mutation SNP G A 4 10 c.581C>T c.(580-582)TCT>TTT p.S194F

Pat_41 Post-Resistance GPD2 2820 37 2 157414034 157414034 Missense_Mutation SNP G A 10 145 c.1105G>A c.(1105-1107)GAA>AAA p.E369K

Pat_41 Post-Resistance ACVR1 90 37 2 158617440 158617440 Missense_Mutation SNP C T 6 99 c.1216G>A c.(1216-1218)GCC>ACC p.A406T

Pat_41 Post-Resistance DAPL1 92196 37 2 159663569 159663569 Missense_Mutation SNP C T 7 135 c.149C>T c.(148-150)GCC>GTC p.A50V

Pat_41 Post-Resistance TANC1 85461 37 2 160053240 160053240 Missense_Mutation SNP C T 7 177 c.3101C>T c.(3100-3102)ACC>ATC p.T1034I

Pat_41 Post-Resistance TANC1 85461 37 2 160076253 160076253 Missense_Mutation SNP G A 14 98 c.3553G>A c.(3553-3555)GCT>ACT p.A1185T

Pat_41 Post-Resistance WDSUB1 151525 37 2 160139436 160139436 Missense_Mutation SNP G A 5 140 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_41 Post-Resistance 7-Mar 64844 37 2 160599612 160599612 Missense_Mutation SNP C T 9 254 c.194C>T c.(193-195)GCA>GTA p.A65V

Pat_41 Post-Resistance LY75 4065 37 2 160663489 160663489 Missense_Mutation SNP G A 12 204 c.4985C>T c.(4984-4986)CCT>CTT p.P1662L

Pat_41 Post-Resistance LY75 4065 37 2 160690699 160690699 Missense_Mutation SNP G A 99 156 c.3697C>T c.(3697-3699)CCA>TCA p.P1233S

Pat_41 Post-Resistance ITGB6 3694 37 2 160958260 160958260 Missense_Mutation SNP G A 5 90 c.2354C>T c.(2353-2355)TCC>TTC p.S785F

Pat_41 Post-Resistance IFIH1 64135 37 2 163133374 163133374 Missense_Mutation SNP C T 16 251 c.2127G>A c.(2125-2127)ATG>ATA p.M709I

Pat_41 Post-Resistance IFIH1 64135 37 2 163137899 163137899 Missense_Mutation SNP G A 18 225 c.1463C>T c.(1462-1464)ACA>ATA p.T488I

Pat_41 Post-Resistance COBLL1 22837 37 2 165550903 165550903 Missense_Mutation SNP C T 7 109 c.3314G>A c.(3313-3315)AGT>AAT p.S1105N

Pat_41 Post-Resistance SLC38A11 151258 37 2 165765269 165765269 Missense_Mutation SNP C T 9 215 c.808G>A c.(808-810)GTG>ATG p.V270M

Pat_41 Post-Resistance SCN3A 6328 37 2 165994501 165994501 Missense_Mutation SNP G A 19 250 c.2279C>T c.(2278-2280)CCA>CTA p.P760L

Pat_41 Post-Resistance SCN3A 6328 37 2 165996042 165996042 Missense_Mutation SNP G A 13 196 c.2096C>T c.(2095-2097)TCC>TTC p.S699F

Pat_41 Post-Resistance SCN2A 6326 37 2 166170192 166170192 Missense_Mutation SNP G A 25 160 c.1097G>A c.(1096-1098)AGC>AAC p.S366N

Pat_41 Post-Resistance SCN2A 6326 37 2 166179958 166179958 Missense_Mutation SNP C T 11 83 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_41 Post-Resistance SCN2A 6326 37 2 166245950 166245950 Missense_Mutation SNP G C 6 125 c.5634G>C c.(5632-5634)CAG>CAC p.Q1878H

Pat_41 Post-Resistance CSRNP3 80034 37 2 166535401 166535401 Missense_Mutation SNP G A 26 164 c.896G>A c.(895-897)AGT>AAT p.S299N

Pat_41 Post-Resistance SCN1A 6323 37 2 166915152 166915152 Missense_Mutation SNP G A 15 116 c.311C>T c.(310-312)GCC>GTC p.A104V

Pat_41 Post-Resistance SCN9A 6335 37 2 167056222 167056222 Missense_Mutation SNP C T 30 280 c.4894G>A c.(4894-4896)GCG>ACG p.A1632T

Pat_41 Post-Resistance NOSTRIN 115677 37 2 169711956 169711956 Missense_Mutation SNP C T 4 46 c.950C>T c.(949-951)TCA>TTA p.S317L

Pat_41 Post-Resistance ABCB11 8647 37 2 169874631 169874631 Missense_Mutation SNP G A 5 122 c.5C>T c.(4-6)TCT>TTT p.S2F

Pat_41 Post-Resistance LRP2 4036 37 2 170026233 170026233 Missense_Mutation SNP C T 30 399 c.11476G>A c.(11476-11478)GCG>ACG p.A3826T

Pat_41 Post-Resistance LRP2 4036 37 2 170096163 170096163 Missense_Mutation SNP C T 16 149 c.4168G>A c.(4168-4170)GAC>AAC p.D1390N

Pat_41 Post-Resistance UBR3 130507 37 2 170843250 170843250 Missense_Mutation SNP C T 18 268 c.3730C>T c.(3730-3732)CCC>TCC p.P1244S

Pat_41 Post-Resistance MYO3B 140469 37 2 171356256 171356256 Missense_Mutation SNP G A 11 136 c.3227G>A c.(3226-3228)GGA>GAA p.G1076E

Pat_41 Post-Resistance MYO3B 140469 37 2 171356268 171356268 Missense_Mutation SNP A G 15 120 c.3239A>G c.(3238-3240)TAC>TGC p.Y1080C



Pat_41 Post-Resistance MAP1D 254042 37 2 172926384 172926384 Splice_Site SNP G A 22 352 c.198_splice c.e2+1 p.K66_splice

Pat_41 Post-Resistance MAP1D 254042 37 2 172935770 172935770 Missense_Mutation SNP C T 5 32 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_41 Post-Resistance DLX2 1746 37 2 172965299 172965299 Missense_Mutation SNP G A 9 104 c.959C>T c.(958-960)GCC>GTC p.A320V

Pat_41 Post-Resistance SP3 6670 37 2 174820032 174820032 Missense_Mutation SNP G A 14 106 c.1208C>T c.(1207-1209)TCT>TTT p.S403F

Pat_41 Post-Resistance GPR155 151556 37 2 175311340 175311340 Missense_Mutation SNP G A 10 139 c.2012C>T c.(2011-2013)GCT>GTT p.A671V

Pat_41 Post-Resistance GPR155 151556 37 2 175333744 175333744 Missense_Mutation SNP C T 5 253 c.1078G>A c.(1078-1080)GTT>ATT p.V360I

Pat_41 Post-Resistance MTX2 10651 37 2 177188121 177188121 Missense_Mutation SNP C T 10 242 c.137C>T c.(136-138)GCC>GTC p.A46V

Pat_41 Post-Resistance RBM45 129831 37 2 178977382 178977382 Missense_Mutation SNP C T 9 80 c.109C>T c.(109-111)CCT>TCT p.P37S

Pat_41 Post-Resistance OSBPL6 114880 37 2 179213954 179213954 Missense_Mutation SNP C T 50 545 c.991C>T c.(991-993)CCT>TCT p.P331S

Pat_41 Post-Resistance DFNB59 494513 37 2 179323262 179323262 Missense_Mutation SNP C T 7 98 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_41 Post-Resistance TTN 7273 37 2 179396353 179396353 Missense_Mutation SNP G A 5 57 c.97285C>T c.(97285-97287)CTC>TTC p.L32429F

Pat_41 Post-Resistance TTN 7273 37 2 179399496 179399496 Missense_Mutation SNP G A 4 50 c.94142C>T c.(94141-94143)ACC>ATC p.T31381I

Pat_41 Post-Resistance TTN 7273 37 2 179404897 179404897 Missense_Mutation SNP G A 58 578 c.90292C>T c.(90292-90294)CCT>TCT p.P30098S

Pat_41 Post-Resistance TTN 7273 37 2 179425690 179425690 Missense_Mutation SNP G A 5 110 c.77465C>T c.(77464-77466)TCC>TTC p.S25822F

Pat_41 Post-Resistance TTN 7273 37 2 179431165 179431165 Missense_Mutation SNP G A 12 273 c.71990C>T c.(71989-71991)GCC>GTC p.A23997V

Pat_41 Post-Resistance TTN 7273 37 2 179441092 179441092 Missense_Mutation SNP G A 10 44 c.62063C>T c.(62062-62064)TCT>TTT p.S20688F

Pat_41 Post-Resistance TTN 7273 37 2 179482973 179482973 Missense_Mutation SNP C T 47 460 c.39508G>A c.(39508-39510)GTT>ATT p.V13170I

Pat_41 Post-Resistance TTN 7273 37 2 179495564 179495564 Nonsense_Mutation SNP C T 7 210 c.36417G>A c.(36415-36417)TGG>TGA p.W12139*

Pat_41 Post-Resistance TTN 7273 37 2 179516255 179516255 Missense_Mutation SNP C T 5 42 c.32170G>A c.(32170-32172)GTG>ATG p.V10724M

Pat_41 Post-Resistance TTN 7273 37 2 179544687 179544687 Missense_Mutation SNP C T 10 56 c.29782G>A c.(29782-29784)GAG>AAG p.E9928K

Pat_41 Post-Resistance TTN 7273 37 2 179575875 179575875 Missense_Mutation SNP G A 28 188 c.24356C>T c.(24355-24357)ACT>ATT p.T8119I

Pat_41 Post-Resistance TTN 7273 37 2 179578665 179578665 Missense_Mutation SNP G A 5 94 c.22988C>T c.(22987-22989)CCT>CTT p.P7663L

Pat_41 Post-Resistance TTN 7273 37 2 179586661 179586661 Missense_Mutation SNP C T 29 156 c.18997G>A c.(18997-18999)GTA>ATA p.V6333I

Pat_41 Post-Resistance TTN 7273 37 2 179594477 179594477 Missense_Mutation SNP G A 20 205 c.14771C>T c.(14770-14772)GCC>GTC p.A4924V

Pat_41 Post-Resistance TTN 7273 37 2 179611780 179611780 Missense_Mutation SNP C T 13 137 c.15347G>A c.(15346-15348)AGA>AAA p.R5116K

Pat_41 Post-Resistance TTN 7273 37 2 179638404 179638404 Missense_Mutation SNP G A 29 171 c.7379C>T c.(7378-7380)ACC>ATC p.T2460I

Pat_41 Post-Resistance TTN 7273 37 2 179643629 179643629 Missense_Mutation SNP G A 17 104 c.4180C>T c.(4180-4182)CCC>TCC p.P1394S

Pat_41 Post-Resistance TTN 7273 37 2 179644795 179644795 Missense_Mutation SNP C T 4 69 c.3661G>A c.(3661-3663)GAA>AAA p.E1221K

Pat_41 Post-Resistance ITGA4 3676 37 2 182359509 182359509 Nonsense_Mutation SNP C T 68 305 c.1309C>T c.(1309-1311)CAA>TAA p.Q437*

Pat_41 Post-Resistance NCKAP1 10787 37 2 183792864 183792864 Missense_Mutation SNP C T 28 181 c.3161G>A c.(3160-3162)CGT>CAT p.R1054H

Pat_41 Post-Resistance NCKAP1 10787 37 2 183817944 183817944 Missense_Mutation SNP C T 21 121 c.2269G>A c.(2269-2271)GTG>ATG p.V757M

Pat_41 Post-Resistance ITGAV 3685 37 2 187519436 187519436 Splice_Site SNP G A 4 107 c.1564_splice c.e16+1 p.N522_splice

Pat_41 Post-Resistance FAM171B 165215 37 2 187627083 187627083 Missense_Mutation SNP G A 15 118 c.2014G>A c.(2014-2016)GCC>ACC p.A672T

Pat_41 Post-Resistance COL3A1 1281 37 2 189849566 189849566 Missense_Mutation SNP G A 11 314 c.160G>A c.(160-162)GTC>ATC p.V54I

Pat_41 Post-Resistance COL3A1 1281 37 2 189868140 189868140 Missense_Mutation SNP C T 8 84 c.2557C>T c.(2557-2559)CCT>TCT p.P853S

Pat_41 Post-Resistance SLC40A1 30061 37 2 190436512 190436512 Missense_Mutation SNP G A 38 335 c.443C>T c.(442-444)ACT>ATT p.T148I

Pat_41 Post-Resistance ASNSD1 54529 37 2 190532629 190532629 Missense_Mutation SNP G A 54 315 c.1604G>A c.(1603-1605)GGT>GAT p.G535D

Pat_41 Post-Resistance ANKAR 150709 37 2 190593096 190593096 Missense_Mutation SNP G A 19 83 c.2768G>A c.(2767-2769)AGC>AAC p.S923N

Pat_41 Post-Resistance INPP1 3628 37 2 191235635 191235635 Missense_Mutation SNP C T 8 446 c.707C>T c.(706-708)ACC>ATC p.T236I

Pat_41 Post-Resistance STAT1 6772 37 2 191844559 191844559 Missense_Mutation SNP G A 13 53 c.1666C>T c.(1666-1668)CTT>TTT p.L556F

Pat_41 Post-Resistance MYO1B 4430 37 2 192256880 192256880 Missense_Mutation SNP G A 7 160 c.2029G>A c.(2029-2031)GAA>AAA p.E677K

Pat_41 Post-Resistance OBFC2A 64859 37 2 192548984 192548984 Missense_Mutation SNP T C 32 319 c.407T>C c.(406-408)ATG>ACG p.M136T

Pat_41 Post-Resistance SDPR 8436 37 2 192711237 192711237 Missense_Mutation SNP C T 4 78 c.415G>A c.(415-417)GTG>ATG p.V139M

Pat_41 Post-Resistance TMEFF2 23671 37 2 192863893 192863893 Missense_Mutation SNP G A 21 107 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_41 Post-Resistance DNAH7 56171 37 2 196726664 196726664 Missense_Mutation SNP G A 10 79 c.7513C>T c.(7513-7515)CCT>TCT p.P2505S

Pat_41 Post-Resistance DNAH7 56171 37 2 196851812 196851812 Missense_Mutation SNP C T 7 96 c.1732G>A c.(1732-1734)GAT>AAT p.D578N

Pat_41 Post-Resistance DNAH7 56171 37 2 196889208 196889208 Missense_Mutation SNP G A 4 27 c.688C>T c.(688-690)CCT>TCT p.P230S



Pat_41 Post-Resistance GTF3C3 9330 37 2 197645291 197645291 Missense_Mutation SNP G A 15 239 c.1210C>T c.(1210-1212)CCA>TCA p.P404S

Pat_41 Post-Resistance GTF3C3 9330 37 2 197654056 197654056 Nonsense_Mutation SNP C T 5 76 c.765G>A c.(763-765)TGG>TGA p.W255*

Pat_41 Post-Resistance MOBKL3 25843 37 2 198404858 198404858 Missense_Mutation SNP G A 10 120 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_41 Post-Resistance RFTN2 130132 37 2 198436751 198436751 Missense_Mutation SNP G A 8 112 c.1487C>T c.(1486-1488)ACT>ATT p.T496I

Pat_41 Post-Resistance MARS2 92935 37 2 198571186 198571186 Missense_Mutation SNP G A 53 585 c.1057G>A c.(1057-1059)GGC>AGC p.G353S

Pat_41 Post-Resistance PLCL1 5334 37 2 198948668 198948668 Missense_Mutation SNP G A 6 33 c.427G>A c.(427-429)GCT>ACT p.A143T

Pat_41 Post-Resistance SGOL2 151246 37 2 201434502 201434502 Missense_Mutation SNP C T 26 185 c.590C>T c.(589-591)CCT>CTT p.P197L

Pat_41 Post-Resistance SGOL2 151246 37 2 201436499 201436499 Missense_Mutation SNP C T 27 607 c.1430C>T c.(1429-1431)ACT>ATT p.T477I

Pat_41 Post-Resistance AOX1 316 37 2 201485445 201485445 Missense_Mutation SNP G A 16 156 c.1777G>A c.(1777-1779)GCC>ACC p.A593T

Pat_41 Post-Resistance AOX1 316 37 2 201499601 201499601 Missense_Mutation SNP A G 4 107 c.2309A>G c.(2308-2310)GAT>GGT p.D770G

Pat_41 Post-Resistance ORC2L 4999 37 2 201802656 201802656 Missense_Mutation SNP G A 20 102 c.487C>T c.(487-489)CCT>TCT p.P163S

Pat_41 Post-Resistance CASP10 843 37 2 202072858 202072858 Missense_Mutation SNP C T 16 70 c.874C>T c.(874-876)CAC>TAC p.H292Y

Pat_41 Post-Resistance TRAK2 66008 37 2 202264105 202264105 Missense_Mutation SNP C T 6 134 c.475G>A c.(475-477)GAT>AAT p.D159N

Pat_41 Post-Resistance TRAK2 66008 37 2 202265811 202265811 Missense_Mutation SNP C T 21 258 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_41 Post-Resistance MPP4 58538 37 2 202545629 202545629 Nonsense_Mutation SNP C T 3 43 c.861G>A c.(859-861)TGG>TGA p.W287*

Pat_41 Post-Resistance ALS2 57679 37 2 202574734 202574734 Missense_Mutation SNP C T 16 192 c.4150G>A c.(4150-4152)GGC>AGC p.G1384S

Pat_41 Post-Resistance ALS2 57679 37 2 202591410 202591410 Nonsense_Mutation SNP C T 4 88 c.3159G>A c.(3157-3159)TGG>TGA p.W1053*

Pat_41 Post-Resistance ALS2 57679 37 2 202611318 202611318 Missense_Mutation SNP T G 8 384 c.1969A>C c.(1969-1971)AAG>CAG p.K657Q

Pat_41 Post-Resistance CDK15 65061 37 2 202687532 202687532 Missense_Mutation SNP C T 24 223 c.449C>T c.(448-450)GCT>GTT p.A150V

Pat_41 Post-Resistance CDK15 65061 37 2 202700468 202700468 Missense_Mutation SNP C T 20 188 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_41 Post-Resistance FZD7 8324 37 2 202899702 202899702 Missense_Mutation SNP C T 31 169 c.332C>T c.(331-333)ACC>ATC p.T111I

Pat_41 Post-Resistance FZD7 8324 37 2 202899716 202899716 Missense_Mutation SNP G A 5 189 c.346G>A c.(346-348)GCC>ACC p.A116T

Pat_41 Post-Resistance FZD7 8324 37 2 202899836 202899836 Missense_Mutation SNP G A 9 55 c.466G>A c.(466-468)GCG>ACG p.A156T

Pat_41 Post-Resistance BMPR2 659 37 2 203420052 203420052 Missense_Mutation SNP C T 31 117 c.1664C>T c.(1663-1665)TCT>TTT p.S555F

Pat_41 Post-Resistance FAM117B 150864 37 2 203624030 203624030 Missense_Mutation SNP G A 5 123 c.1405G>A c.(1405-1407)GAA>AAA p.E469K

Pat_41 Post-Resistance ALS2CR8 79800 37 2 203846332 203846332 Missense_Mutation SNP G A 21 111 c.1613G>A c.(1612-1614)GGT>GAT p.G538D

Pat_41 Post-Resistance ALS2CR8 79800 37 2 203846937 203846937 Missense_Mutation SNP G A 12 128 c.1832G>A c.(1831-1833)GGT>GAT p.G611D

Pat_41 Post-Resistance RAPH1 65059 37 2 204305305 204305305 Missense_Mutation SNP G A 30 134 c.2608C>T c.(2608-2610)CCA>TCA p.P870S

Pat_41 Post-Resistance RAPH1 65059 37 2 204305682 204305682 Missense_Mutation SNP G A 21 240 c.2231C>T c.(2230-2232)CCT>CTT p.P744L

Pat_41 Post-Resistance PARD3B 117583 37 2 205989104 205989104 Missense_Mutation SNP C T 24 183 c.1219C>T c.(1219-1221)CCC>TCC p.P407S

Pat_41 Post-Resistance NRP2 8828 37 2 206607930 206607930 Missense_Mutation SNP C T 38 485 c.1295C>T c.(1294-1296)GCT>GTT p.A432V

Pat_41 Post-Resistance GPR1 2825 37 2 207041418 207041418 Missense_Mutation SNP G A 12 101 c.554C>T c.(553-555)ACT>ATT p.T185I

Pat_41 Post-Resistance LOC200726 200726 37 2 207509225 207509225 Missense_Mutation SNP G A 10 62 c.265G>A c.(265-267)GCA>ACA p.A89T

Pat_41 Post-Resistance PIKFYVE 200576 37 2 209191008 209191008 Missense_Mutation SNP G A 5 77 c.3473G>A c.(3472-3474)AGA>AAA p.R1158K

Pat_41 Post-Resistance PTH2R 5746 37 2 209358014 209358014 Nonsense_Mutation SNP G A 10 95 c.1283G>A c.(1282-1284)TGG>TAG p.W428*

Pat_41 Post-Resistance MAP2 4133 37 2 210558884 210558884 Missense_Mutation SNP C T 4 35 c.1990C>T c.(1990-1992)CCA>TCA p.P664S

Pat_41 Post-Resistance MAP2 4133 37 2 210574835 210574835 Missense_Mutation SNP G A 8 131 c.4930G>A c.(4930-4932)GTC>ATC p.V1644I

Pat_41 Post-Resistance C2orf67 151050 37 2 211018438 211018438 Missense_Mutation SNP G A 37 286 c.869C>T c.(868-870)ACT>ATT p.T290I

Pat_41 Post-Resistance CPS1 1373 37 2 211464095 211464095 Splice_Site SNP G A 6 155 c.1360_splice c.e14-1 p.E454_splice

Pat_41 Post-Resistance CPS1 1373 37 2 211476989 211476989 Missense_Mutation SNP G A 18 265 c.2540G>A c.(2539-2541)AGC>AAC p.S847N

Pat_41 Post-Resistance SPAG16 79582 37 2 215274959 215274959 Missense_Mutation SNP G A 23 286 c.1816G>A c.(1816-1818)GCA>ACA p.A606T

Pat_41 Post-Resistance BARD1 580 37 2 215674215 215674215 Missense_Mutation SNP C T 3 13 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_41 Post-Resistance FN1 2335 37 2 216236805 216236805 Missense_Mutation SNP G A 19 106 c.6541C>T c.(6541-6543)CCC>TCC p.P2181S

Pat_41 Post-Resistance FN1 2335 37 2 216236954 216236954 Missense_Mutation SNP G A 53 85 c.6392C>T c.(6391-6393)TCT>TTT p.S2131F

Pat_41 Post-Resistance FN1 2335 37 2 216257783 216257783 Missense_Mutation SNP C T 8 108 c.3940G>A c.(3940-3942)GAT>AAT p.D1314N

Pat_41 Post-Resistance PNKD 25953 37 2 219206769 219206769 Missense_Mutation SNP G A 9 79 c.683G>A c.(682-684)GGC>GAC p.G228D

Pat_41 Post-Resistance SLC11A1 6556 37 2 219257753 219257753 Missense_Mutation SNP G A 11 131 c.1214G>A c.(1213-1215)CGC>CAC p.R405H



Pat_41 Post-Resistance USP37 57695 37 2 219328071 219328071 Missense_Mutation SNP C T 23 90 c.2485G>A c.(2485-2487)GAA>AAA p.E829K

Pat_41 Post-Resistance USP37 57695 37 2 219423307 219423307 Missense_Mutation SNP C T 39 221 c.70G>A c.(70-72)GAA>AAA p.E24K

Pat_41 Post-Resistance ZNF142 7701 37 2 219507247 219507247 Missense_Mutation SNP G A 9 93 c.3992C>T c.(3991-3993)TCC>TTC p.S1331F

Pat_41 Post-Resistance STK36 27148 37 2 219559006 219559006 Missense_Mutation SNP G A 47 238 c.2356G>A c.(2356-2358)GAC>AAC p.D786N

Pat_41 Post-Resistance STK36 27148 37 2 219563988 219563988 Missense_Mutation SNP G A 27 69 c.3721G>A c.(3721-3723)GCA>ACA p.A1241T

Pat_41 Post-Resistance TTLL4 9654 37 2 219602830 219602830 Missense_Mutation SNP G A 18 117 c.431G>A c.(430-432)AGC>AAC p.S144N

Pat_41 Post-Resistance TTLL4 9654 37 2 219603268 219603268 Missense_Mutation SNP C T 22 432 c.869C>T c.(868-870)GCT>GTT p.A290V

Pat_41 Post-Resistance PRKAG3 53632 37 2 219691750 219691750 Nonsense_Mutation SNP G A 53 296 c.1069C>T c.(1069-1071)CGA>TGA p.R357*

Pat_41 Post-Resistance WNT10A 80326 37 2 219747031 219747031 Missense_Mutation SNP G A 8 144 c.262G>A c.(262-264)GGC>AGC p.G88S

Pat_41 Post-Resistance CCDC108 255101 37 2 219895848 219895848 Missense_Mutation SNP C T 6 6 c.995G>A c.(994-996)AGC>AAC p.S332N

Pat_41 Post-Resistance ABCB6 10058 37 2 220075486 220075486 Missense_Mutation SNP C T 4 131 c.2203G>A c.(2203-2205)GTC>ATC p.V735I

Pat_41 Post-Resistance ATG9A 79065 37 2 220087033 220087033 Missense_Mutation SNP G A 5 194 c.1988C>T c.(1987-1989)GCG>GTG p.A663V

Pat_41 Post-Resistance ANKZF1 55139 37 2 220095062 220095062 Missense_Mutation SNP G A 7 60 c.83G>A c.(82-84)GGC>GAC p.G28D

Pat_41 Post-Resistance PTPRN 5798 37 2 220155547 220155547 Splice_Site SNP C T 9 129 c.2794_splice c.e21+1 p.G932_splice

Pat_41 Post-Resistance PTPRN 5798 37 2 220164831 220164831 Missense_Mutation SNP G A 12 65 c.1312C>T c.(1312-1314)CCC>TCC p.P438S

Pat_41 Post-Resistance SPEG 10290 37 2 220338478 220338478 Missense_Mutation SNP G A 47 269 c.4300G>A c.(4300-4302)GCC>ACC p.A1434T

Pat_41 Post-Resistance SPEG 10290 37 2 220350095 220350095 Missense_Mutation SNP G A 3 69 c.7637G>A c.(7636-7638)CGC>CAC p.R2546H

Pat_41 Post-Resistance SPEG 10290 37 2 220356934 220356934 Missense_Mutation SNP C T 6 81 c.9563C>T c.(9562-9564)TCC>TTC p.S3188F

Pat_41 Post-Resistance ACCN4 55515 37 2 220380015 220380015 Missense_Mutation SNP G A 18 91 c.950G>A c.(949-951)AGC>AAC p.S317N

Pat_41 Post-Resistance OBSL1 23363 37 2 220421305 220421305 Missense_Mutation SNP G A 4 66 c.4207C>T c.(4207-4209)CCC>TCC p.P1403S

Pat_41 Post-Resistance MRPL44 65080 37 2 224824261 224824261 Missense_Mutation SNP C T 41 327 c.190C>T c.(190-192)CCG>TCG p.P64S

Pat_41 Post-Resistance SERPINE2 5270 37 2 224866547 224866547 Missense_Mutation SNP G A 21 207 c.71C>T c.(70-72)CCT>CTT p.P24L

Pat_41 Post-Resistance DOCK10 55619 37 2 225659648 225659648 Missense_Mutation SNP G A 24 390 c.5102C>T c.(5101-5103)ACC>ATC p.T1701I

Pat_41 Post-Resistance DOCK10 55619 37 2 225706558 225706558 Missense_Mutation SNP G A 38 395 c.2624C>T c.(2623-2625)TCT>TTT p.S875F

Pat_41 Post-Resistance IRS1 3667 37 2 227661668 227661668 Missense_Mutation SNP C T 4 59 c.1787G>A c.(1786-1788)GGG>GAG p.G596E

Pat_41 Post-Resistance COL4A4 1286 37 2 227953439 227953439 Missense_Mutation SNP C T 7 32 c.1553G>A c.(1552-1554)GGG>GAG p.G518E

Pat_41 Post-Resistance COL4A4 1286 37 2 227983386 227983386 Missense_Mutation SNP C T 5 112 c.464G>A c.(463-465)GGA>GAA p.G155E

Pat_41 Post-Resistance COL4A3 1285 37 2 228110679 228110679 Missense_Mutation SNP G A 9 163 c.334G>A c.(334-336)GGC>AGC p.G112S

Pat_41 Post-Resistance COL4A3 1285 37 2 228175595 228175595 Missense_Mutation SNP G A 10 140 c.4859G>A c.(4858-4860)GGA>GAA p.G1620E

Pat_41 Post-Resistance AGFG1 3267 37 2 228384668 228384668 Missense_Mutation SNP G A 17 58 c.266G>A c.(265-267)TGT>TAT p.C89Y

Pat_41 Post-Resistance AGFG1 3267 37 2 228398316 228398316 Missense_Mutation SNP C T 17 253 c.866C>T c.(865-867)CCC>CTC p.P289L

Pat_41 Post-Resistance SLC19A3 80704 37 2 228563653 228563653 Missense_Mutation SNP C T 17 99 c.778G>A c.(778-780)GAC>AAC p.D260N

Pat_41 Post-Resistance SLC19A3 80704 37 2 228563779 228563779 Missense_Mutation SNP C T 3 14 c.652G>A c.(652-654)GAG>AAG p.E218K

Pat_41 Post-Resistance WDR69 164781 37 2 228750112 228750112 Missense_Mutation SNP C T 6 170 c.86C>T c.(85-87)TCC>TTC p.S29F

Pat_41 Post-Resistance TRIP12 9320 37 2 230643186 230643186 Missense_Mutation SNP C T 15 290 c.5102G>A c.(5101-5103)GGA>GAA p.G1701E

Pat_41 Post-Resistance TRIP12 9320 37 2 230656612 230656612 Missense_Mutation SNP G A 32 484 c.4160C>T c.(4159-4161)GCT>GTT p.A1387V

Pat_41 Post-Resistance SP110 3431 37 2 231076211 231076211 Missense_Mutation SNP G A 8 76 c.725C>T c.(724-726)CCC>CTC p.P242L

Pat_41 Post-Resistance SP100 6672 37 2 231282365 231282365 Missense_Mutation SNP G A 62 352 c.92G>A c.(91-93)AGC>AAC p.S31N

Pat_41 Post-Resistance ITM2C 81618 37 2 231740489 231740489 Missense_Mutation SNP G A 37 427 c.416G>A c.(415-417)GGT>GAT p.G139D

Pat_41 Post-Resistance ARMC9 80210 37 2 232137775 232137775 Nonsense_Mutation SNP C T 35 194 c.1318C>T c.(1318-1320)CAG>TAG p.Q440*

Pat_41 Post-Resistance C2orf52 151477 37 2 232373844 232373844 Missense_Mutation SNP C T 27 214 c.247G>A c.(247-249)GGG>AGG p.G83R

Pat_41 Post-Resistance C2orf52 151477 37 2 232373910 232373910 Nonsense_Mutation SNP G A 71 314 c.181C>T c.(181-183)CAG>TAG p.Q61*

Pat_41 Post-Resistance DIS3L2 129563 37 2 233001350 233001350 Missense_Mutation SNP G A 15 285 c.871G>A c.(871-873)GCA>ACA p.A291T

Pat_41 Post-Resistance CHRND 1144 37 2 233399032 233399032 Missense_Mutation SNP G A 5 78 c.1351G>A c.(1351-1353)GAC>AAC p.D451N

Pat_41 Post-Resistance GIGYF2 26058 37 2 233709136 233709136 Missense_Mutation SNP C T 11 147 c.3157C>T c.(3157-3159)CCT>TCT p.P1053S

Pat_41 Post-Resistance NGEF 25791 37 2 233839419 233839419 Missense_Mutation SNP C T 10 134 c.182G>A c.(181-183)AGA>AAA p.R61K

Pat_41 Post-Resistance DGKD 8527 37 2 234375787 234375787 Missense_Mutation SNP C T 16 276 c.3362C>T c.(3361-3363)ACC>ATC p.T1121I



Pat_41 Post-Resistance USP40 55230 37 2 234465553 234465553 Missense_Mutation SNP G A 5 110 c.494C>T c.(493-495)ACC>ATC p.T165I

Pat_41 Post-Resistance UGT1A6 54578 37 2 234602384 234602384 Missense_Mutation SNP C T 67 320 c.734C>T c.(733-735)ACC>ATC p.T245I

Pat_41 Post-Resistance UGT1A4 54657 37 2 234627602 234627602 Missense_Mutation SNP G A 5 53 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_41 Post-Resistance UGT1A1 54658 37 2 234669559 234669559 Missense_Mutation SNP G A 25 265 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_41 Post-Resistance HJURP 55355 37 2 234750429 234750429 Missense_Mutation SNP C T 4 35 c.997G>A c.(997-999)GGG>AGG p.G333R

Pat_41 Post-Resistance COL6A3 1293 37 2 238234284 238234284 Missense_Mutation SNP C T 21 192 c.9412G>A c.(9412-9414)GCA>ACA p.A3138T

Pat_41 Post-Resistance COL6A3 1293 37 2 238253297 238253297 Missense_Mutation SNP G A 7 76 c.7364C>T c.(7363-7365)ACC>ATC p.T2455I

Pat_41 Post-Resistance COL6A3 1293 37 2 238280506 238280506 Missense_Mutation SNP G A 13 113 c.4154C>T c.(4153-4155)CCC>CTC p.P1385L

Pat_41 Post-Resistance LRRFIP1 9208 37 2 238668762 238668762 Missense_Mutation SNP C T 9 102 c.803C>T c.(802-804)ACC>ATC p.T268I

Pat_41 Post-Resistance ASB1 51665 37 2 239353257 239353257 Missense_Mutation SNP G A 10 89 c.769G>A c.(769-771)GTA>ATA p.V257I

Pat_41 Post-Resistance ANKMY1 51281 37 2 241421640 241421640 Missense_Mutation SNP G A 15 31 c.2578C>T c.(2578-2580)CCC>TCC p.P860S

Pat_41 Post-Resistance SNED1 25992 37 2 242021733 242021733 Missense_Mutation SNP G A 13 129 c.4075G>A c.(4075-4077)GAG>AAG p.E1359K

Pat_41 Post-Resistance PASK 23178 37 2 242065707 242065707 Missense_Mutation SNP G A 7 95 c.2623C>T c.(2623-2625)CCC>TCC p.P875S

Pat_41 Post-Resistance ANO7 50636 37 2 242138798 242138798 Missense_Mutation SNP G A 18 41 c.539G>A c.(538-540)TGC>TAC p.C180Y

Pat_41 Post-Resistance ANO7 50636 37 2 242162649 242162649 Nonsense_Mutation SNP G A 28 248 c.2532G>A c.(2530-2532)TGG>TGA p.W844*

Pat_41 Post-Resistance HDLBP 3069 37 2 242169102 242169102 Missense_Mutation SNP C T 5 12 c.3721G>A c.(3721-3723)GCT>ACT p.A1241T

Pat_41 Post-Resistance 2-Sep 4735 37 2 242275509 242275509 Missense_Mutation SNP G A 9 55 c.337G>A c.(337-339)GAT>AAT p.D113N

Pat_41 Post-Resistance FARP2 9855 37 2 242402876 242402876 Missense_Mutation SNP G A 6 81 c.1804G>A c.(1804-1806)GCA>ACA p.A602T

Pat_41 Post-Resistance THAP4 51078 37 2 242573291 242573291 Missense_Mutation SNP G A 28 87 c.281C>T c.(280-282)GCT>GTT p.A94V

Pat_41 Post-Resistance PDCD1 5133 37 2 242794415 242794415 Missense_Mutation SNP C T 13 10 c.527G>A c.(526-528)GGC>GAC p.G176D

Pat_41 Post-Resistance DEFB129 140881 37 20 210243 210243 Missense_Mutation SNP C T 6 209 c.383C>T c.(382-384)GCC>GTC p.A128V

Pat_41 Post-Resistance PSMF1 9491 37 20 1099469 1099469 Missense_Mutation SNP G A 10 98 c.53G>A c.(52-54)AGG>AAG p.R18K

Pat_41 Post-Resistance PSMF1 9491 37 20 1145117 1145117 Missense_Mutation SNP C T 9 187 c.761C>T c.(760-762)CCC>CTC p.P254L

Pat_41 Post-Resistance SNPH 9751 37 20 1285635 1285635 Missense_Mutation SNP A G 18 206 c.422A>G c.(421-423)GAG>GGG p.E141G

Pat_41 Post-Resistance SIRPG 55423 37 20 1616139 1616139 Nonsense_Mutation SNP C T 10 187 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_41 Post-Resistance SIRPG 55423 37 20 1616227 1616227 Missense_Mutation SNP A G 18 33 c.767T>C c.(766-768)GTT>GCT p.V256A

Pat_41 Post-Resistance SIRPA 140885 37 20 1895915 1895915 Missense_Mutation SNP G A 9 89 c.250G>A c.(250-252)GAA>AAA p.E84K

Pat_41 Post-Resistance TMC2 117532 37 20 2591183 2591183 Missense_Mutation SNP C T 6 129 c.1532C>T c.(1531-1533)GCA>GTA p.A511V

Pat_41 Post-Resistance IDH3B 3420 37 20 2641366 2641366 Missense_Mutation SNP C T 33 143 c.508G>A c.(508-510)GAG>AAG p.E170K

Pat_41 Post-Resistance VPS16 64601 37 20 2845854 2845854 Missense_Mutation SNP G A 24 153 c.2065G>A c.(2065-2067)GGC>AGC p.G689S

Pat_41 Post-Resistance C20orf194 25943 37 20 3245087 3245087 Missense_Mutation SNP C T 8 78 c.2870G>A c.(2869-2871)GGC>GAC p.G957D

Pat_41 Post-Resistance C20orf194 25943 37 20 3297413 3297413 Missense_Mutation SNP G A 18 133 c.1496C>T c.(1495-1497)TCC>TTC p.S499F

Pat_41 Post-Resistance ATRN 8455 37 20 3543933 3543933 Missense_Mutation SNP G A 43 315 c.1709G>A c.(1708-1710)GGA>GAA p.G570E

Pat_41 Post-Resistance C20orf27 54976 37 20 3735088 3735088 Missense_Mutation SNP C T 15 200 c.380G>A c.(379-381)GGC>GAC p.G127D

Pat_41 Post-Resistance CENPB 1059 37 20 3765656 3765656 Missense_Mutation SNP G A 16 102 c.1475C>T c.(1474-1476)GCC>GTC p.A492V

Pat_41 Post-Resistance CDC25B 994 37 20 3785265 3785265 Missense_Mutation SNP C T 25 423 c.1540C>T c.(1540-1542)CTC>TTC p.L514F

Pat_41 Post-Resistance CDS2 8760 37 20 5155911 5155911 Missense_Mutation SNP G A 14 327 c.277G>A c.(277-279)GTT>ATT p.V93I

Pat_41 Post-Resistance MCM8 84515 37 20 5974160 5974160 Missense_Mutation SNP G A 8 137 c.2249G>A c.(2248-2250)GGA>GAA p.G750E

Pat_41 Post-Resistance BMP2 650 37 20 6759129 6759129 Missense_Mutation SNP G A 9 142 c.584G>A c.(583-585)AGG>AAG p.R195K

Pat_41 Post-Resistance PLCB4 5332 37 20 9351932 9351932 Missense_Mutation SNP C T 32 188 c.575C>T c.(574-576)CCC>CTC p.P192L

Pat_41 Post-Resistance PLCB4 5332 37 20 9374316 9374316 Missense_Mutation SNP G A 8 67 c.1405G>A c.(1405-1407)GTT>ATT p.V469I

Pat_41 Post-Resistance PAK7 57144 37 20 9543635 9543635 Missense_Mutation SNP C T 15 464 c.1519G>A c.(1519-1521)GTT>ATT p.V507I

Pat_41 Post-Resistance SNAP25 6616 37 20 10279933 10279933 Missense_Mutation SNP G A 190 280 c.425G>A c.(424-426)CGA>CAA p.R142Q

Pat_41 Post-Resistance JAG1 182 37 20 10637056 10637056 Missense_Mutation SNP C T 9 151 c.745G>A c.(745-747)GGT>AGT p.G249S

Pat_41 Post-Resistance SPTLC3 55304 37 20 13098233 13098233 Missense_Mutation SNP C T 27 151 c.1013C>T c.(1012-1014)GCT>GTT p.A338V

Pat_41 Post-Resistance TASP1 55617 37 20 13398114 13398114 Missense_Mutation SNP G A 21 140 c.1151C>T c.(1150-1152)GCC>GTC p.A384V

Pat_41 Post-Resistance TASP1 55617 37 20 13605867 13605867 Missense_Mutation SNP C T 20 289 c.178G>A c.(178-180)GAG>AAG p.E60K



Pat_41 Post-Resistance FLRT3 23767 37 20 14306531 14306531 Missense_Mutation SNP G A 7 148 c.1622C>T c.(1621-1623)ACC>ATC p.T541I

Pat_41 Post-Resistance MACROD2 140733 37 20 15967795 15967795 Missense_Mutation SNP G A 9 81 c.1145G>A c.(1144-1146)GGT>GAT p.G382D

Pat_41 Post-Resistance KIF16B 55614 37 20 16359631 16359631 Missense_Mutation SNP C T 6 100 c.3016G>A c.(3016-3018)GAG>AAG p.E1006K

Pat_41 Post-Resistance RRBP1 6238 37 20 17614165 17614165 Missense_Mutation SNP C T 5 64 c.8G>A c.(7-9)AGC>AAC p.S3N

Pat_41 Post-Resistance SNX5 27131 37 20 17932164 17932164 Missense_Mutation SNP C T 17 216 c.589G>A c.(589-591)GTC>ATC p.V197I

Pat_41 Post-Resistance OVOL2 58495 37 20 18022295 18022295 Missense_Mutation SNP G A 5 103 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_41 Post-Resistance C20orf26 26074 37 20 20150016 20150016 Missense_Mutation SNP C T 10 320 c.1297C>T c.(1297-1299)CTC>TTC p.L433F

Pat_41 Post-Resistance CST5 1473 37 20 23856908 23856908 Missense_Mutation SNP C T 5 41 c.346G>A c.(346-348)GAA>AAA p.E116K

Pat_41 Post-Resistance C20orf3 57136 37 20 24964612 24964612 Missense_Mutation SNP C T 8 149 c.139G>A c.(139-141)GCT>ACT p.A47T

Pat_41 Post-Resistance PYGB 5834 37 20 25249831 25249831 Missense_Mutation SNP G A 10 81 c.412G>A c.(412-414)GGG>AGG p.G138R

Pat_41 Post-Resistance PYGB 5834 37 20 25261584 25261584 Splice_Site SNP G A 20 222 c.1240_splice c.e11-1 p.H414_splice

Pat_41 Post-Resistance NINL 22981 37 20 25443114 25443114 Missense_Mutation SNP C T 7 304 c.3487G>A c.(3487-3489)GCT>ACT p.A1163T

Pat_41 Post-Resistance NINL 22981 37 20 25478877 25478877 Missense_Mutation SNP C T 7 56 c.1138G>A c.(1138-1140)GCC>ACC p.A380T

Pat_41 Post-Resistance DEFB123 245936 37 20 30037835 30037835 Missense_Mutation SNP G A 14 201 c.62G>A c.(61-63)GGC>GAC p.G21D

Pat_41 Post-Resistance BCL2L1 598 37 20 30309813 30309813 Missense_Mutation SNP C T 5 259 c.209G>A c.(208-210)GGC>GAC p.G70D

Pat_41 Post-Resistance TPX2 22974 37 20 30366746 30366746 Missense_Mutation SNP C T 7 171 c.1013C>T c.(1012-1014)ACC>ATC p.T338I

Pat_41 Post-Resistance MYLK2 85366 37 20 30409498 30409498 Missense_Mutation SNP C T 40 321 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_41 Post-Resistance C20orf160 140706 37 20 30610479 30610479 Missense_Mutation SNP C T 10 249 c.950C>T c.(949-951)TCC>TTC p.S317F

Pat_41 Post-Resistance TM9SF4 9777 37 20 30729625 30729625 Missense_Mutation SNP G A 8 308 c.455G>A c.(454-456)AGC>AAC p.S152N

Pat_41 Post-Resistance KIF3B 9371 37 20 30915391 30915391 Missense_Mutation SNP C T 21 254 c.1895C>T c.(1894-1896)GCC>GTC p.A632V

Pat_41 Post-Resistance ASXL1 171023 37 20 31023022 31023022 Missense_Mutation SNP C T 37 430 c.2507C>T c.(2506-2508)ACT>ATT p.T836I

Pat_41 Post-Resistance ASXL1 171023 37 20 31023360 31023360 Missense_Mutation SNP G A 8 119 c.2845G>A c.(2845-2847)GGT>AGT p.G949S

Pat_41 Post-Resistance DNMT3B 1789 37 20 31380463 31380463 Missense_Mutation SNP C T 27 151 c.953C>T c.(952-954)CCC>CTC p.P318L

Pat_41 Post-Resistance CDK5RAP1 51654 37 20 31954712 31954712 Missense_Mutation SNP C T 6 268 c.1537G>A c.(1537-1539)GCC>ACC p.A513T

Pat_41 Post-Resistance CHMP4B 128866 37 20 32436417 32436417 Missense_Mutation SNP C T 16 90 c.335C>T c.(334-336)GCC>GTC p.A112V

Pat_41 Post-Resistance CHMP4B 128866 37 20 32439907 32439907 Missense_Mutation SNP G A 18 110 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_41 Post-Resistance AHCY 191 37 20 32880221 32880221 Missense_Mutation SNP C T 6 119 c.388G>A c.(388-390)GAC>AAC p.D130N

Pat_41 Post-Resistance NCOA6 23054 37 20 33330006 33330006 Missense_Mutation SNP G A 15 77 c.4054C>T c.(4054-4056)CCT>TCT p.P1352S

Pat_41 Post-Resistance MYH7B 57644 37 20 33575479 33575479 Splice_Site SNP G A 8 229 c.1392_splice c.e15+1 p.Q464_splice

Pat_41 Post-Resistance MYH7B 57644 37 20 33575943 33575943 Nonsense_Mutation SNP C T 9 217 c.1591C>T c.(1591-1593)CAG>TAG p.Q531*

Pat_41 Post-Resistance MYH7B 57644 37 20 33584554 33584554 Missense_Mutation SNP C T 5 70 c.3385C>T c.(3385-3387)CTC>TTC p.L1129F

Pat_41 Post-Resistance CEP250 11190 37 20 34060642 34060642 Missense_Mutation SNP C T 45 230 c.1195C>T c.(1195-1197)CGC>TGC p.R399C

Pat_41 Post-Resistance SPAG4 6676 37 20 34205157 34205157 Missense_Mutation SNP T C 4 35 c.404T>C c.(403-405)TTT>TCT p.F135S

Pat_41 Post-Resistance NFS1 9054 37 20 34278370 34278370 Missense_Mutation SNP G A 20 394 c.526C>T c.(526-528)CTC>TTC p.L176F

Pat_41 Post-Resistance RBM39 9584 37 20 34313043 34313043 Missense_Mutation SNP C T 13 366 c.451G>A c.(451-453)GAT>AAT p.D151N

Pat_41 Post-Resistance PHF20 51230 37 20 34526750 34526750 Missense_Mutation SNP C T 10 45 c.2432C>T c.(2431-2433)ACT>ATT p.T811I

Pat_41 Post-Resistance C20orf152 140894 37 20 34599169 34599169 Missense_Mutation SNP G A 9 132 c.1259G>A c.(1258-1260)GGA>GAA p.G420E

Pat_41 Post-Resistance EPB41L1 2036 37 20 34763533 34763533 Missense_Mutation SNP C T 5 88 c.238C>T c.(238-240)CCC>TCC p.P80S

Pat_41 Post-Resistance DLGAP4 22839 37 20 35060295 35060295 Missense_Mutation SNP C T 7 30 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_41 Post-Resistance SLA2 84174 37 20 35242722 35242722 Nonsense_Mutation SNP C T 9 290 c.651G>A c.(649-651)TGG>TGA p.W217*

Pat_41 Post-Resistance SAMHD1 25939 37 20 35547790 35547790 Missense_Mutation SNP C T 13 205 c.829G>A c.(829-831)GAA>AAA p.E277K

Pat_41 Post-Resistance RBL1 5933 37 20 35695224 35695224 Missense_Mutation SNP G A 13 224 c.749C>T c.(748-750)GCT>GTT p.A250V

Pat_41 Post-Resistance C20orf132 140699 37 20 35749312 35749312 Missense_Mutation SNP G A 4 95 c.2134C>T c.(2134-2136)CTC>TTC p.L712F

Pat_41 Post-Resistance C20orf132 140699 37 20 35776234 35776234 Missense_Mutation SNP C T 12 38 c.1183G>A c.(1183-1185)GCT>ACT p.A395T

Pat_41 Post-Resistance KIAA0406 9675 37 20 36625327 36625327 Missense_Mutation SNP C T 15 162 c.2822G>A c.(2821-2823)GGT>GAT p.G941D

Pat_41 Post-Resistance KIAA0406 9675 37 20 36631125 36631125 Missense_Mutation SNP C T 32 231 c.2557G>A c.(2557-2559)GAG>AAG p.E853K

Pat_41 Post-Resistance RPRD1B 58490 37 20 36685990 36685990 Missense_Mutation SNP G A 8 138 c.472G>A c.(472-474)GAT>AAT p.D158N



Pat_41 Post-Resistance TGM2 7052 37 20 36775133 36775133 Missense_Mutation SNP G A 10 117 c.845C>T c.(844-846)GCC>GTC p.A282V

Pat_41 Post-Resistance KIAA1755 85449 37 20 36841505 36841505 Missense_Mutation SNP C T 4 35 c.3542G>A c.(3541-3543)GGG>GAG p.G1181E

Pat_41 Post-Resistance KIAA1755 85449 37 20 36845824 36845824 Missense_Mutation SNP G A 3 20 c.2732C>T c.(2731-2733)GCT>GTT p.A911V

Pat_41 Post-Resistance LBP 3929 37 20 36975013 36975013 Missense_Mutation SNP G A 11 98 c.94G>A c.(94-96)GCC>ACC p.A32T

Pat_41 Post-Resistance RALGAPB 57148 37 20 37153503 37153503 Missense_Mutation SNP C T 66 418 c.1702C>T c.(1702-1704)CCT>TCT p.P568S

Pat_41 Post-Resistance ACTR5 79913 37 20 37394896 37394896 Missense_Mutation SNP G A 12 158 c.1309G>A c.(1309-1311)GCA>ACA p.A437T

Pat_41 Post-Resistance ACTR5 79913 37 20 37396174 37396174 Missense_Mutation SNP C T 18 232 c.1501C>T c.(1501-1503)CCT>TCT p.P501S

Pat_41 Post-Resistance DHX35 60625 37 20 37634870 37634870 Missense_Mutation SNP C T 40 722 c.1093C>T c.(1093-1095)CTC>TTC p.L365F

Pat_41 Post-Resistance DHX35 60625 37 20 37647476 37647476 Missense_Mutation SNP C T 42 681 c.1432C>T c.(1432-1434)CCG>TCG p.P478S

Pat_41 Post-Resistance PLCG1 5335 37 20 39794436 39794436 Missense_Mutation SNP C T 6 131 c.1769C>T c.(1768-1770)ACC>ATC p.T590I

Pat_41 Post-Resistance ZHX3 23051 37 20 39831193 39831193 Nonsense_Mutation SNP C T 8 485 c.2364G>A c.(2362-2364)TGG>TGA p.W788*

Pat_41 Post-Resistance ZHX3 23051 37 20 39832329 39832329 Missense_Mutation SNP G A 15 449 c.1228C>T c.(1228-1230)CTT>TTT p.L410F

Pat_41 Post-Resistance LPIN3 64900 37 20 39986971 39986971 Missense_Mutation SNP G A 9 78 c.2287G>A c.(2287-2289)GCC>ACC p.A763T

Pat_41 Post-Resistance EMILIN3 90187 37 20 39990030 39990030 Missense_Mutation SNP G A 5 55 c.2179C>T c.(2179-2181)CAT>TAT p.H727Y

Pat_41 Post-Resistance CHD6 84181 37 20 40116325 40116325 Missense_Mutation SNP C T 10 112 c.1981G>A c.(1981-1983)GAT>AAT p.D661N

Pat_41 Post-Resistance PTPRT 11122 37 20 40733309 40733309 Missense_Mutation SNP C T 22 273 c.3440G>A c.(3439-3441)GGC>GAC p.G1147D

Pat_41 Post-Resistance PTPRT 11122 37 20 41101188 41101188 Missense_Mutation SNP G A 8 82 c.1168C>T c.(1168-1170)CCA>TCA p.P390S

Pat_41 Post-Resistance PTPRT 11122 37 20 41306536 41306536 Missense_Mutation SNP G A 5 94 c.1123C>T c.(1123-1125)CCT>TCT p.P375S

Pat_41 Post-Resistance SFRS6 6431 37 20 42089549 42089549 Missense_Mutation SNP G A 12 231 c.881G>A c.(880-882)AGA>AAA p.R294K

Pat_41 Post-Resistance SGK2 10110 37 20 42195097 42195097 Missense_Mutation SNP C T 29 267 c.142C>T c.(142-144)CTC>TTC p.L48F

Pat_41 Post-Resistance SGK2 10110 37 20 42195107 42195107 Missense_Mutation SNP C T 14 277 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_41 Post-Resistance SGK2 10110 37 20 42199281 42199281 Missense_Mutation SNP C T 15 189 c.565C>T c.(565-567)CGC>TGC p.R189C

Pat_41 Post-Resistance MYBL2 4605 37 20 42344713 42344713 Missense_Mutation SNP C T 15 279 c.2089C>T c.(2089-2091)CTC>TTC p.L697F

Pat_41 Post-Resistance JPH2 57158 37 20 42744483 42744483 Missense_Mutation SNP C T 3 21 c.1832G>A c.(1831-1833)GGC>GAC p.G611D

Pat_41 Post-Resistance GDAP1L1 78997 37 20 42907898 42907898 Missense_Mutation SNP G T 7 160 c.1062G>T c.(1060-1062)ATG>ATT p.M354I

Pat_41 Post-Resistance SERINC3 10955 37 20 43150567 43150567 Missense_Mutation SNP G A 13 112 c.26C>T c.(25-27)TCC>TTC p.S9F

Pat_41 Post-Resistance ADA 100 37 20 43257697 43257697 Missense_Mutation SNP G A 9 314 c.209C>T c.(208-210)CCT>CTT p.P70L

Pat_41 Post-Resistance RIMS4 140730 37 20 43384893 43384893 Missense_Mutation SNP C T 10 107 c.692G>A c.(691-693)GGC>GAC p.G231D

Pat_41 Post-Resistance PABPC1L 80336 37 20 43559221 43559221 Missense_Mutation SNP G A 10 395 c.1093G>A c.(1093-1095)GTG>ATG p.V365M

Pat_41 Post-Resistance WFDC3 140686 37 20 44418584 44418584 Missense_Mutation SNP C T 10 202 c.31G>A c.(31-33)GCA>ACA p.A11T

Pat_41 Post-Resistance TNNC2 7125 37 20 44452716 44452716 Missense_Mutation SNP G A 33 354 c.365C>T c.(364-366)GCC>GTC p.A122V

Pat_41 Post-Resistance ZSWIM3 140831 37 20 44506821 44506821 Missense_Mutation SNP G A 8 142 c.1624G>A c.(1624-1626)GTT>ATT p.V542I

Pat_41 Post-Resistance NEURL2 140825 37 20 44519150 44519150 Missense_Mutation SNP C T 16 217 c.481G>A c.(481-483)GGC>AGC p.G161S

Pat_41 Post-Resistance PCIF1 63935 37 20 44575921 44575921 Missense_Mutation SNP C T 25 262 c.1727C>T c.(1726-1728)CCG>CTG p.P576L

Pat_41 Post-Resistance ZNF335 63925 37 20 44596415 44596415 Missense_Mutation SNP C T 8 212 c.772G>A c.(772-774)GCC>ACC p.A258T

Pat_41 Post-Resistance CD40 958 37 20 44756812 44756812 Missense_Mutation SNP C T 11 201 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_41 Post-Resistance ELMO2 63916 37 20 45003204 45003204 Missense_Mutation SNP C T 11 201 c.1141G>A c.(1141-1143)GCT>ACT p.A381T

Pat_41 Post-Resistance ZNF334 55713 37 20 45130777 45130777 Missense_Mutation SNP C T 7 346 c.1201G>A c.(1201-1203)GGG>AGG p.G401R

Pat_41 Post-Resistance SLC2A10 81031 37 20 45354285 45354285 Missense_Mutation SNP G A 18 92 c.610G>A c.(610-612)GGT>AGT p.G204S

Pat_41 Post-Resistance EYA2 2139 37 20 45618758 45618758 Missense_Mutation SNP G A 7 93 c.109G>A c.(109-111)GGC>AGC p.G37S

Pat_41 Post-Resistance ZMYND8 23613 37 20 45905538 45905538 Missense_Mutation SNP C T 6 110 c.940G>A c.(940-942)GCC>ACC p.A314T

Pat_41 Post-Resistance ZMYND8 23613 37 20 45976600 45976600 Missense_Mutation SNP C T 18 485 c.25G>A c.(25-27)GAT>AAT p.D9N

Pat_41 Post-Resistance NCOA3 8202 37 20 46271001 46271001 Missense_Mutation SNP C T 12 285 c.3125C>T c.(3124-3126)TCC>TTC p.S1042F

Pat_41 Post-Resistance PREX1 57580 37 20 47256399 47256399 Missense_Mutation SNP C T 6 359 c.3809G>A c.(3808-3810)GGC>GAC p.G1270D

Pat_41 Post-Resistance PREX1 57580 37 20 47317290 47317290 Splice_Site SNP C T 13 286 c.917_splice c.e7+1 p.R306_splice

Pat_41 Post-Resistance ARFGEF2 10564 37 20 47630164 47630164 Missense_Mutation SNP G A 15 134 c.3982G>A c.(3982-3984)GGC>AGC p.G1328S

Pat_41 Post-Resistance CSE1L 1434 37 20 47682952 47682952 Nonsense_Mutation SNP G A 15 366 c.381G>A c.(379-381)TGG>TGA p.W127*



Pat_41 Post-Resistance CSE1L 1434 37 20 47691980 47691980 Missense_Mutation SNP C T 21 213 c.1258C>T c.(1258-1260)CCA>TCA p.P420S

Pat_41 Post-Resistance DDX27 55661 37 20 47839962 47839962 Missense_Mutation SNP C T 12 295 c.551C>T c.(550-552)ACC>ATC p.T184I

Pat_41 Post-Resistance ZNFX1 57169 37 20 47864502 47864502 Missense_Mutation SNP C T 28 199 c.5059G>A c.(5059-5061)GAG>AAG p.E1687K

Pat_41 Post-Resistance PTPN1 5770 37 20 49196374 49196374 Nonsense_Mutation SNP G A 5 160 c.999G>A c.(997-999)TGG>TGA p.W333*

Pat_41 Post-Resistance FAM65C 140876 37 20 49214229 49214229 Missense_Mutation SNP C T 4 38 c.1666G>A c.(1666-1668)GAG>AAG p.E556K

Pat_41 Post-Resistance ZFP64 55734 37 20 50776736 50776736 Missense_Mutation SNP G A 36 283 c.689C>T c.(688-690)CCC>CTC p.P230L

Pat_41 Post-Resistance ZNF217 7764 37 20 52193402 52193402 Missense_Mutation SNP G A 7 213 c.1901C>T c.(1900-1902)ACT>ATT p.T634I

Pat_41 Post-Resistance ZNF217 7764 37 20 52198432 52198432 Missense_Mutation SNP C T 5 247 c.934G>A c.(934-936)GAA>AAA p.E312K

Pat_41 Post-Resistance ZNF217 7764 37 20 52199177 52199177 Missense_Mutation SNP C T 16 261 c.189G>A c.(187-189)ATG>ATA p.M63I

Pat_41 Post-Resistance CYP24A1 1591 37 20 52775661 52775661 Missense_Mutation SNP G A 28 230 c.992C>T c.(991-993)ACA>ATA p.T331I

Pat_41 Post-Resistance CBLN4 140689 37 20 54579029 54579029 Missense_Mutation SNP C T 7 83 c.199G>A c.(199-201)GCC>ACC p.A67T

Pat_41 Post-Resistance MC3R 4159 37 20 54823949 54823949 Missense_Mutation SNP G A 40 289 c.50G>A c.(49-51)GGC>GAC p.G17D

Pat_41 Post-Resistance CSTF1 1477 37 20 54978748 54978748 Missense_Mutation SNP G A 32 684 c.1261G>A c.(1261-1263)GCG>ACG p.A421T

Pat_41 Post-Resistance C20orf43 51507 37 20 55093268 55093268 Missense_Mutation SNP C T 11 310 c.868C>T c.(868-870)CGC>TGC p.R290C

Pat_41 Post-Resistance SPO11 23626 37 20 55909080 55909080 Nonsense_Mutation SNP C T 12 246 c.439C>T c.(439-441)CAG>TAG p.Q147*

Pat_41 Post-Resistance RAE1 8480 37 20 55931523 55931523 Missense_Mutation SNP G A 6 106 c.217G>A c.(217-219)GAC>AAC p.D73N

Pat_41 Post-Resistance CTCFL 140690 37 20 56078514 56078514 Nonsense_Mutation SNP C T 16 298 c.1818G>A c.(1816-1818)TGG>TGA p.W606*

Pat_41 Post-Resistance CTCFL 140690 37 20 56078519 56078519 Missense_Mutation SNP C T 7 309 c.1813G>A c.(1813-1815)GGA>AGA p.G605R

Pat_41 Post-Resistance CTCFL 140690 37 20 56099144 56099144 Missense_Mutation SNP C T 24 610 c.118G>A c.(118-120)GAC>AAC p.D40N

Pat_41 Post-Resistance ZBP1 81030 37 20 56185397 56185397 Missense_Mutation SNP C T 8 259 c.901G>A c.(901-903)GCT>ACT p.A301T

Pat_41 Post-Resistance PMEPA1 56937 37 20 56227483 56227483 Missense_Mutation SNP G A 4 57 c.490C>T c.(490-492)CCC>TCC p.P164S

Pat_41 Post-Resistance STX16 8675 37 20 57227168 57227168 Missense_Mutation SNP C T 31 144 c.106C>T c.(106-108)CCT>TCT p.P36S

Pat_41 Post-Resistance GNAS 2778 37 20 57478605 57478605 Nonsense_Mutation SNP C T 10 203 c.2206C>T c.(2206-2208)CAG>TAG p.Q736*

Pat_41 Post-Resistance TH1L 51497 37 20 57564660 57564660 Missense_Mutation SNP G A 11 435 c.649G>A c.(649-651)GAA>AAA p.E217K

Pat_41 Post-Resistance ZNF831 128611 37 20 57767386 57767386 Missense_Mutation SNP G A 3 39 c.1312G>A c.(1312-1314)GGC>AGC p.G438S

Pat_41 Post-Resistance EDN3 1908 37 20 57876763 57876763 Nonsense_Mutation SNP G A 21 289 c.351G>A c.(349-351)TGG>TGA p.W117*

Pat_41 Post-Resistance PPP1R3D 5509 37 20 58514517 58514517 Missense_Mutation SNP G A 9 111 c.470C>T c.(469-471)CCC>CTC p.P157L

Pat_41 Post-Resistance CDH4 1002 37 20 60504676 60504676 Missense_Mutation SNP C T 14 68 c.2015C>T c.(2014-2016)GCC>GTC p.A672V

Pat_41 Post-Resistance C20orf200 253868 37 20 61143493 61143493 Missense_Mutation SNP G A 7 107 c.355C>T c.(355-357)CCG>TCG p.P119S

Pat_41 Post-Resistance C20orf200 253868 37 20 61143684 61143684 Missense_Mutation SNP C T 8 124 c.164G>A c.(163-165)AGG>AAG p.R55K

Pat_41 Post-Resistance SLCO4A1 28231 37 20 61292419 61292419 Missense_Mutation SNP C T 5 186 c.1013C>T c.(1012-1014)TCC>TTC p.S338F

Pat_41 Post-Resistance DIDO1 11083 37 20 61511454 61511454 Missense_Mutation SNP C T 5 245 c.5854G>A c.(5854-5856)GCG>ACG p.A1952T

Pat_41 Post-Resistance SLC17A9 63910 37 20 61595601 61595601 Missense_Mutation SNP C T 28 465 c.844C>T c.(844-846)CCT>TCT p.P282S

Pat_41 Post-Resistance ARFGAP1 55738 37 20 61907923 61907923 Missense_Mutation SNP G A 8 98 c.262G>A c.(262-264)GAG>AAG p.E88K

Pat_41 Post-Resistance EEF1A2 1917 37 20 62129076 62129076 Missense_Mutation SNP C T 14 255 c.41G>A c.(40-42)GGC>GAC p.G14D

Pat_41 Post-Resistance TPD52L2 7165 37 20 62507201 62507201 Nonsense_Mutation SNP G A 12 274 c.347G>A c.(346-348)TGG>TAG p.W116*

Pat_41 Post-Resistance UCKL1 54963 37 20 62571373 62571373 Missense_Mutation SNP C T 4 98 c.1603G>A c.(1603-1605)GTC>ATC p.V535I

Pat_41 Post-Resistance ZNF512B 57473 37 20 62597849 62597849 Missense_Mutation SNP C T 54 693 c.679G>A c.(679-681)GCC>ACC p.A227T

Pat_41 Post-Resistance TCEA2 6919 37 20 62698350 62698350 Missense_Mutation SNP T C 7 60 c.218T>C c.(217-219)ATC>ACC p.I73T

Pat_41 Post-Resistance OPRL1 4987 37 20 62729860 62729860 Missense_Mutation SNP G A 4 41 c.821G>A c.(820-822)GGC>GAC p.G274D

Pat_41 Post-Resistance MYT1 4661 37 20 62839670 62839670 Missense_Mutation SNP C T 4 114 c.1121C>T c.(1120-1122)ACC>ATC p.T374I

Pat_41 Post-Resistance PCMTD2 55251 37 20 62891376 62891376 Missense_Mutation SNP G A 5 190 c.58G>A c.(58-60)GAA>AAA p.E20K

Pat_41 Post-Resistance TPTE 7179 37 21 10910378 10910378 Missense_Mutation SNP C T 7 431 c.1378G>A c.(1378-1380)GAC>AAC p.D460N

Pat_41 Post-Resistance TPTE 7179 37 21 10933860 10933860 Missense_Mutation SNP C T 15 695 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_41 Post-Resistance LIPI 149998 37 21 15537681 15537681 Missense_Mutation SNP C T 20 129 c.827G>A c.(826-828)AGA>AAA p.R276K

Pat_41 Post-Resistance RNF160 26046 37 21 30304959 30304959 Missense_Mutation SNP C T 22 335 c.5041G>A c.(5041-5043)GTA>ATA p.V1681I

Pat_41 Post-Resistance C21orf7 56911 37 21 30458185 30458185 Missense_Mutation SNP G A 16 304 c.4G>A c.(4-6)GTT>ATT p.V2I



Pat_41 Post-Resistance BACH1 571 37 21 30714988 30714988 Missense_Mutation SNP C T 25 190 c.2045C>T c.(2044-2046)CCC>CTC p.P682L

Pat_41 Post-Resistance GRIK1 2897 37 21 30959845 30959845 Missense_Mutation SNP G A 12 44 c.1634C>T c.(1633-1635)TCC>TTC p.S545F

Pat_41 Post-Resistance KRTAP19-4 337971 37 21 31869256 31869256 Missense_Mutation SNP C T 14 419 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_41 Post-Resistance SFRS15 57466 37 21 33064678 33064678 Missense_Mutation SNP G A 8 210 c.1598C>T c.(1597-1599)CCA>CTA p.P533L

Pat_41 Post-Resistance C21orf63 59271 37 21 33825767 33825767 Missense_Mutation SNP C T 4 24 c.308C>T c.(307-309)GCC>GTC p.A103V

Pat_41 Post-Resistance SYNJ1 8867 37 21 34018840 34018840 Missense_Mutation SNP C T 9 195 c.3227G>A c.(3226-3228)GGC>GAC p.G1076D

Pat_41 Post-Resistance GCFC1 94104 37 21 34117134 34117134 Missense_Mutation SNP G A 8 263 c.2159C>T c.(2158-2160)TCA>TTA p.S720L

Pat_41 Post-Resistance GCFC1 94104 37 21 34117208 34117208 Missense_Mutation SNP C T 12 102 c.2085G>A c.(2083-2085)ATG>ATA p.M695I

Pat_41 Post-Resistance GCFC1 94104 37 21 34134467 34134467 Missense_Mutation SNP G A 25 295 c.811C>T c.(811-813)CGC>TGC p.R271C

Pat_41 Post-Resistance GART 2618 37 21 34892715 34892715 Missense_Mutation SNP G A 38 169 c.1658C>T c.(1657-1659)GCT>GTT p.A553V

Pat_41 Post-Resistance GART 2618 37 21 34900841 34900841 Missense_Mutation SNP C T 43 223 c.881G>A c.(880-882)GGT>GAT p.G294D

Pat_41 Post-Resistance DONSON 29980 37 21 34954276 34954276 Missense_Mutation SNP C T 7 163 c.1132G>A c.(1132-1134)GAC>AAC p.D378N

Pat_41 Post-Resistance DONSON 29980 37 21 34958319 34958319 Missense_Mutation SNP T C 16 216 c.571A>G c.(571-573)AGG>GGG p.R191G

Pat_41 Post-Resistance CRYZL1 9946 37 21 34974587 34974587 Missense_Mutation SNP C T 8 259 c.530G>A c.(529-531)TGC>TAC p.C177Y

Pat_41 Post-Resistance ITSN1 6453 37 21 35127655 35127655 Missense_Mutation SNP G A 11 140 c.677G>A c.(676-678)AGG>AAG p.R226K

Pat_41 Post-Resistance ITSN1 6453 37 21 35183468 35183468 Missense_Mutation SNP G A 40 309 c.2509G>A c.(2509-2511)GCA>ACA p.A837T

Pat_41 Post-Resistance ITSN1 6453 37 21 35255878 35255878 Missense_Mutation SNP G A 10 235 c.4579G>A c.(4579-4581)GTA>ATA p.V1527I

Pat_41 Post-Resistance SETD4 54093 37 21 37418152 37418152 Missense_Mutation SNP G A 19 262 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_41 Post-Resistance DOPEY2 9980 37 21 37600023 37600023 Missense_Mutation SNP G A 6 86 c.1513G>A c.(1513-1515)GTG>ATG p.V505M

Pat_41 Post-Resistance MORC3 23515 37 21 37713822 37713822 Missense_Mutation SNP C T 14 185 c.734C>T c.(733-735)CCT>CTT p.P245L

Pat_41 Post-Resistance CHAF1B 8208 37 21 37785376 37785376 Missense_Mutation SNP C T 5 121 c.1256C>T c.(1255-1257)ACC>ATC p.T419I

Pat_41 Post-Resistance DSCR6 53820 37 21 38390460 38390460 Missense_Mutation SNP C T 10 129 c.526C>T c.(526-528)CCT>TCT p.P176S

Pat_41 Post-Resistance TTC3 7267 37 21 38525381 38525381 Nonsense_Mutation SNP G A 18 300 c.2544G>A c.(2542-2544)TGG>TGA p.W848*

Pat_41 Post-Resistance TTC3 7267 37 21 38538301 38538301 Missense_Mutation SNP C T 16 170 c.3785C>T c.(3784-3786)TCT>TTT p.S1262F

Pat_41 Post-Resistance TTC3 7267 37 21 38538357 38538357 Missense_Mutation SNP C T 17 223 c.3841C>T c.(3841-3843)CCA>TCA p.P1281S

Pat_41 Post-Resistance DSCR3 10311 37 21 38610871 38610871 Missense_Mutation SNP G A 28 430 c.241C>T c.(241-243)CCG>TCG p.P81S

Pat_41 Post-Resistance KCNJ6 3763 37 21 38997688 38997688 Missense_Mutation SNP C T 13 91 c.1045G>A c.(1045-1047)GTT>ATT p.V349I

Pat_41 Post-Resistance ERG 2078 37 21 39755693 39755693 Missense_Mutation SNP G A 8 126 c.1093C>T c.(1093-1095)CCC>TCC p.P365S

Pat_41 Post-Resistance BRWD1 54014 37 21 40571024 40571024 Missense_Mutation SNP G A 26 291 c.5318C>T c.(5317-5319)GCT>GTT p.A1773V

Pat_41 Post-Resistance BRWD1 54014 37 21 40597076 40597076 Missense_Mutation SNP C T 34 543 c.3256G>A c.(3256-3258)GTG>ATG p.V1086M

Pat_41 Post-Resistance DSCAM 1826 37 21 41427723 41427723 Missense_Mutation SNP G A 67 345 c.4964C>T c.(4963-4965)ACC>ATC p.T1655I

Pat_41 Post-Resistance DSCAM 1826 37 21 41648185 41648185 Missense_Mutation SNP G A 5 73 c.2195C>T c.(2194-2196)CCC>CTC p.P732L

Pat_41 Post-Resistance MX2 4600 37 21 42748852 42748852 Missense_Mutation SNP C T 5 173 c.19C>T c.(19-21)CCT>TCT p.P7S

Pat_41 Post-Resistance MX1 4599 37 21 42817957 42817957 Missense_Mutation SNP G A 9 133 c.1162G>A c.(1162-1164)GCT>ACT p.A388T

Pat_41 Post-Resistance RIPK4 54101 37 21 43187057 43187057 Missense_Mutation SNP C T 4 114 c.145G>A c.(145-147)GCC>ACC p.A49T

Pat_41 Post-Resistance PRDM15 63977 37 21 43222894 43222894 Missense_Mutation SNP G A 48 288 c.4019C>T c.(4018-4020)TCC>TTC p.S1340F

Pat_41 Post-Resistance PRDM15 63977 37 21 43274852 43274852 Missense_Mutation SNP G A 4 78 c.1459C>T c.(1459-1461)CGG>TGG p.R487W

Pat_41 Post-Resistance PRDM15 63977 37 21 43279771 43279771 Missense_Mutation SNP G A 4 93 c.961C>T c.(961-963)CAC>TAC p.H321Y

Pat_41 Post-Resistance C2CD2 25966 37 21 43309243 43309243 Missense_Mutation SNP G A 4 69 c.2081C>T c.(2080-2082)CCC>CTC p.P694L

Pat_41 Post-Resistance ZNF295 49854 37 21 43413526 43413526 Missense_Mutation SNP C T 4 114 c.679G>A c.(679-681)GAT>AAT p.D227N

Pat_41 Post-Resistance ZNF295 49854 37 21 43413639 43413639 Missense_Mutation SNP G A 37 457 c.566C>T c.(565-567)CCA>CTA p.P189L

Pat_41 Post-Resistance TMPRSS3 64699 37 21 43795859 43795859 Missense_Mutation SNP G A 9 186 c.1313C>T c.(1312-1314)ACC>ATC p.T438I

Pat_41 Post-Resistance SLC37A1 54020 37 21 43955661 43955661 Splice_Site SNP G A 31 161 c.350_splice c.e6+1 p.S117_splice

Pat_41 Post-Resistance WDR4 10785 37 21 44270239 44270239 Nonsense_Mutation SNP G A 4 57 c.1159C>T c.(1159-1161)CAG>TAG p.Q387*

Pat_41 Post-Resistance SIK1 150094 37 21 44838403 44838403 Missense_Mutation SNP G A 8 67 c.1481C>T c.(1480-1482)TCC>TTC p.S494F

Pat_41 Post-Resistance SIK1 150094 37 21 44845286 44845286 Splice_Site SNP C T 10 134 c.273_splice c.e3+1 p.Q91_splice

Pat_41 Post-Resistance TRAPPC10 7109 37 21 45494238 45494238 Missense_Mutation SNP G A 13 221 c.1072G>A c.(1072-1074)GTG>ATG p.V358M



Pat_41 Post-Resistance PWP2 5822 37 21 45547828 45547828 Missense_Mutation SNP C T 12 154 c.2156C>T c.(2155-2157)GCC>GTC p.A719V

Pat_41 Post-Resistance C21orf33 8209 37 21 45555968 45555968 Missense_Mutation SNP G A 5 42 c.221G>A c.(220-222)GGG>GAG p.G74E

Pat_41 Post-Resistance AIRE 326 37 21 45716315 45716315 Missense_Mutation SNP C T 5 123 c.1553C>T c.(1552-1554)TCC>TTC p.S518F

Pat_41 Post-Resistance KRTAP10-4 386672 37 21 45993670 45993670 Missense_Mutation SNP G A 25 218 c.35G>A c.(34-36)AGC>AAC p.S12N

Pat_41 Post-Resistance KRTAP10-4 386672 37 21 45993688 45993688 Missense_Mutation SNP G A 27 142 c.53G>A c.(52-54)GGT>GAT p.G18D

Pat_41 Post-Resistance KRTAP10-4 386672 37 21 45994705 45994705 Missense_Mutation SNP C T 7 327 c.1070C>T c.(1069-1071)CCC>CTC p.P357L

Pat_41 Post-Resistance KRTAP10-6 386674 37 21 46011464 46011464 Missense_Mutation SNP G A 13 246 c.902C>T c.(901-903)TCC>TTC p.S301F

Pat_41 Post-Resistance PTTG1IP 754 37 21 46281144 46281144 Missense_Mutation SNP C T 13 88 c.211G>A c.(211-213)GTT>ATT p.V71I

Pat_41 Post-Resistance ADARB1 104 37 21 46624559 46624559 Missense_Mutation SNP A G 5 167 c.1775A>G c.(1774-1776)CAC>CGC p.H592R

Pat_41 Post-Resistance POFUT2 23275 37 21 46689858 46689858 Missense_Mutation SNP C T 6 128 c.908G>A c.(907-909)AGA>AAA p.R303K

Pat_41 Post-Resistance COL6A1 1291 37 21 47410909 47410909 Missense_Mutation SNP C T 3 41 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_41 Post-Resistance MCM3AP 8888 37 21 47656826 47656826 Missense_Mutation SNP G A 13 210 c.5701C>T c.(5701-5703)CCC>TCC p.P1901S

Pat_41 Post-Resistance C21orf58 54058 37 21 47731445 47731445 Missense_Mutation SNP G A 9 35 c.646C>T c.(646-648)CCT>TCT p.P216S

Pat_41 Post-Resistance PCNT 5116 37 21 47773939 47773939 Missense_Mutation SNP G A 4 55 c.1718G>A c.(1717-1719)GGA>GAA p.G573E

Pat_41 Post-Resistance PCNT 5116 37 21 47776987 47776987 Missense_Mutation SNP G A 5 68 c.2035G>A c.(2035-2037)GTG>ATG p.V679M

Pat_41 Post-Resistance PCNT 5116 37 21 47809325 47809325 Missense_Mutation SNP G A 3 24 c.3819G>A c.(3817-3819)ATG>ATA p.M1273I

Pat_41 Post-Resistance DIP2A 23181 37 21 47969737 47969737 Missense_Mutation SNP C T 72 452 c.2576C>T c.(2575-2577)GCT>GTT p.A859V

Pat_41 Post-Resistance S100B 6285 37 21 48019416 48019416 Missense_Mutation SNP C T 16 161 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_41 Post-Resistance PRMT2 3275 37 21 48068433 48068433 Nonsense_Mutation SNP C T 24 164 c.391C>T c.(391-393)CAG>TAG p.Q131*

Pat_41 Post-Resistance OR11H1 81061 37 22 16449638 16449638 Missense_Mutation SNP C T 12 397 c.167G>A c.(166-168)GGG>GAG p.G56E

Pat_41 Post-Resistance GAB4 128954 37 22 17449205 17449205 Missense_Mutation SNP C T 10 186 c.1006G>A c.(1006-1008)GGA>AGA p.G336R

Pat_41 Post-Resistance CECR2 27443 37 22 18028668 18028668 Missense_Mutation SNP C T 5 89 c.3625C>T c.(3625-3627)CCC>TCC p.P1209S

Pat_41 Post-Resistance MICAL3 57553 37 22 18273773 18273773 Missense_Mutation SNP C T 8 59 c.5815G>A c.(5815-5817)GCA>ACA p.A1939T

Pat_41 Post-Resistance MICAL3 57553 37 22 18387479 18387479 Missense_Mutation SNP G A 66 425 c.391C>T c.(391-393)CCA>TCA p.P131S

Pat_41 Post-Resistance HIRA 7290 37 22 19394767 19394767 Missense_Mutation SNP C T 17 229 c.242G>A c.(241-243)AGT>AAT p.S81N

Pat_41 Post-Resistance DGCR8 54487 37 22 20079038 20079038 Missense_Mutation SNP G A 44 491 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_41 Post-Resistance DGCR8 54487 37 22 20080365 20080365 Missense_Mutation SNP C T 7 272 c.1640C>T c.(1639-1641)ACC>ATC p.T547I

Pat_41 Post-Resistance ZDHHC8 29801 37 22 20127387 20127387 Missense_Mutation SNP G A 5 34 c.529G>A c.(529-531)GGG>AGG p.G177R

Pat_41 Post-Resistance ZDHHC8 29801 37 22 20127394 20127394 Missense_Mutation SNP G A 3 38 c.536G>A c.(535-537)GGA>GAA p.G179E

Pat_41 Post-Resistance DGCR6L 85359 37 22 20302927 20302927 Missense_Mutation SNP C T 6 106 c.445G>A c.(445-447)GTG>ATG p.V149M

Pat_41 Post-Resistance PI4KA 5297 37 22 21081565 21081565 Missense_Mutation SNP G A 8 75 c.4720C>T c.(4720-4722)CCT>TCT p.P1574S

Pat_41 Post-Resistance PI4KA 5297 37 22 21115619 21115619 Missense_Mutation SNP C T 8 120 c.2590G>A c.(2590-2592)GAT>AAT p.D864N

Pat_41 Post-Resistance SERPIND1 3053 37 22 21133718 21133718 Missense_Mutation SNP C T 6 17 c.118C>T c.(118-120)CCC>TCC p.P40S

Pat_41 Post-Resistance SNAP29 9342 37 22 21235390 21235390 Missense_Mutation SNP G A 7 99 c.488G>A c.(487-489)AGC>AAC p.S163N

Pat_41 Post-Resistance CCDC116 164592 37 22 21988818 21988818 Missense_Mutation SNP G A 5 31 c.580G>A c.(580-582)GAG>AAG p.E194K

Pat_41 Post-Resistance RGL4 266747 37 22 24035981 24035981 Missense_Mutation SNP G T 5 161 c.732G>T c.(730-732)TTG>TTT p.L244F

Pat_41 Post-Resistance SLC2A11 66035 37 22 24226914 24226914 Missense_Mutation SNP C T 9 103 c.1369C>T c.(1369-1371)CCT>TCT p.P457S

Pat_41 Post-Resistance CABIN1 23523 37 22 24432610 24432610 Missense_Mutation SNP C T 6 247 c.77C>T c.(76-78)ACC>ATC p.T26I

Pat_41 Post-Resistance CABIN1 23523 37 22 24463064 24463064 Missense_Mutation SNP G A 18 89 c.2164G>A c.(2164-2166)GAC>AAC p.D722N

Pat_41 Post-Resistance CYTSA 23384 37 22 24718563 24718563 Missense_Mutation SNP G A 8 36 c.1615G>A c.(1615-1617)GAA>AAA p.E539K

Pat_41 Post-Resistance MYO18B 84700 37 22 26239830 26239830 Missense_Mutation SNP G A 3 19 c.3337G>A c.(3337-3339)GAT>AAT p.D1113N

Pat_41 Post-Resistance MYO18B 84700 37 22 26423258 26423258 Missense_Mutation SNP G A 10 231 c.7318G>A c.(7318-7320)GAC>AAC p.D2440N

Pat_41 Post-Resistance HPS4 89781 37 22 26861420 26861420 Splice_Site SNP C T 10 141 c.803_splice c.e10+1 p.R268_splice

Pat_41 Post-Resistance HPS4 89781 37 22 26861434 26861434 Missense_Mutation SNP C T 16 180 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_41 Post-Resistance SRRD 402055 37 22 26884440 26884440 Missense_Mutation SNP C T 16 182 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_41 Post-Resistance CCDC117 150275 37 22 29169756 29169756 Missense_Mutation SNP G A 16 181 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_41 Post-Resistance ZNRF3 84133 37 22 29445419 29445419 Missense_Mutation SNP G A 5 105 c.950G>A c.(949-951)CGC>CAC p.R317H



Pat_41 Post-Resistance NF2 4771 37 22 30054177 30054177 Splice_Site SNP G A 9 125 c.600_splice c.e7-1 p.R200_splice

Pat_41 Post-Resistance ASCC2 84164 37 22 30189353 30189353 Missense_Mutation SNP G A 9 57 c.1915C>T c.(1915-1917)CGC>TGC p.R639C

Pat_41 Post-Resistance SF3A1 10291 37 22 30731676 30731676 Nonsense_Mutation SNP G A 16 222 c.2173C>T c.(2173-2175)CAG>TAG p.Q725*

Pat_41 Post-Resistance SF3A1 10291 37 22 30738296 30738296 Missense_Mutation SNP C T 6 31 c.770G>A c.(769-771)AGG>AAG p.R257K

Pat_41 Post-Resistance SF3A1 10291 37 22 30741179 30741179 Missense_Mutation SNP C T 11 113 c.394G>A c.(394-396)GTC>ATC p.V132I

Pat_41 Post-Resistance CCDC157 550631 37 22 30762185 30762185 Missense_Mutation SNP C T 14 272 c.196C>T c.(196-198)CCC>TCC p.P66S

Pat_41 Post-Resistance MORC2 22880 37 22 31330977 31330977 Missense_Mutation SNP C T 6 24 c.1798G>A c.(1798-1800)GCC>ACC p.A600T

Pat_41 Post-Resistance INPP5J 27124 37 22 31529938 31529938 Missense_Mutation SNP G A 8 87 c.2554G>A c.(2554-2556)GAC>AAC p.D852N

Pat_41 Post-Resistance PATZ1 23598 37 22 31723196 31723196 Missense_Mutation SNP G A 8 108 c.1745C>T c.(1744-1746)GCC>GTC p.A582V

Pat_41 Post-Resistance EIF4ENIF1 56478 37 22 31843443 31843443 Missense_Mutation SNP C T 17 165 c.1957G>A c.(1957-1959)GTG>ATG p.V653M

Pat_41 Post-Resistance SFI1 9814 37 22 31924693 31924693 Missense_Mutation SNP C T 15 61 c.110C>T c.(109-111)GCA>GTA p.A37V

Pat_41 Post-Resistance SFI1 9814 37 22 31957301 31957301 Nonsense_Mutation SNP C T 9 135 c.688C>T c.(688-690)CGA>TGA p.R230*

Pat_41 Post-Resistance C22orf28 51493 37 22 32789949 32789949 Missense_Mutation SNP G A 16 207 c.1220C>T c.(1219-1221)ACC>ATC p.T407I

Pat_41 Post-Resistance FBXO7 25793 37 22 32880106 32880106 Missense_Mutation SNP C T 22 276 c.640C>T c.(640-642)CCT>TCT p.P214S

Pat_41 Post-Resistance LARGE 9215 37 22 34046631 34046631 Missense_Mutation SNP G A 8 91 c.130C>T c.(130-132)CCG>TCG p.P44S

Pat_41 Post-Resistance RASD2 23551 37 22 35948051 35948051 Missense_Mutation SNP G A 16 93 c.773G>A c.(772-774)CGT>CAT p.R258H

Pat_41 Post-Resistance MB 4151 37 22 36006948 36006948 Missense_Mutation SNP G A 4 47 c.301C>T c.(301-303)CCC>TCC p.P101S

Pat_41 Post-Resistance APOL2 23780 37 22 36629202 36629202 Missense_Mutation SNP G A 44 268 c.7C>T c.(7-9)CCA>TCA p.P3S

Pat_41 Post-Resistance MYH9 4627 37 22 36684330 36684330 Missense_Mutation SNP C T 9 148 c.4900G>A c.(4900-4902)GAC>AAC p.D1634N

Pat_41 Post-Resistance IL2RB 3560 37 22 37535186 37535186 Missense_Mutation SNP G A 8 91 c.359C>T c.(358-360)GCC>GTC p.A120V

Pat_41 Post-Resistance CYTH4 27128 37 22 37705337 37705337 Missense_Mutation SNP G A 18 258 c.781G>A c.(781-783)GAC>AAC p.D261N

Pat_41 Post-Resistance TRIOBP 11078 37 22 38120212 38120212 Missense_Mutation SNP C G 6 356 c.1649C>G c.(1648-1650)ACA>AGA p.T550R

Pat_41 Post-Resistance TRIOBP 11078 37 22 38120290 38120290 Missense_Mutation SNP G C 6 235 c.1727G>C c.(1726-1728)AGA>ACA p.R576T

Pat_41 Post-Resistance TRIOBP 11078 37 22 38120296 38120296 Missense_Mutation SNP C T 11 252 c.1733C>T c.(1732-1734)TCC>TTC p.S578F

Pat_41 Post-Resistance TRIOBP 11078 37 22 38121418 38121418 Missense_Mutation SNP C T 36 361 c.2855C>T c.(2854-2856)CCC>CTC p.P952L

Pat_41 Post-Resistance GALR3 8484 37 22 38219532 38219532 Missense_Mutation SNP C T 4 50 c.119C>T c.(118-120)GCA>GTA p.A40V

Pat_41 Post-Resistance PICK1 9463 37 22 38468589 38468589 Missense_Mutation SNP G A 19 153 c.662G>A c.(661-663)GGC>GAC p.G221D

Pat_41 Post-Resistance KCNJ4 3761 37 22 38824159 38824159 Translation_Start_Site SNP C T 12 125 c.-21G>A c.(-23--19)AGGTG>AGATG

Pat_41 Post-Resistance APOBEC3B 9582 37 22 39385461 39385461 Splice_Site SNP G A 7 60 c.570_splice c.e5-1 p.R190_splice

Pat_41 Post-Resistance PDGFB 5155 37 22 39621852 39621852 Missense_Mutation SNP G A 5 50 c.602C>T c.(601-603)GCC>GTC p.A201V

Pat_41 Post-Resistance CACNA1I 8911 37 22 40061886 40061886 Missense_Mutation SNP C T 30 231 c.3979C>T c.(3979-3981)CTC>TTC p.L1327F

Pat_41 Post-Resistance CACNA1I 8911 37 22 40061913 40061913 Missense_Mutation SNP C A 5 222 c.4006C>A c.(4006-4008)CTG>ATG p.L1336M

Pat_41 Post-Resistance TNRC6B 23112 37 22 40711366 40711366 Nonsense_Mutation SNP G A 12 163 c.4758G>A c.(4756-4758)TGG>TGA p.W1586*

Pat_41 Post-Resistance ADSL 158 37 22 40760884 40760884 Missense_Mutation SNP G A 6 185 c.1192G>A c.(1192-1194)GAT>AAT p.D398N

Pat_41 Post-Resistance MKL1 57591 37 22 40815348 40815348 Missense_Mutation SNP G A 7 77 c.1094C>T c.(1093-1095)CCT>CTT p.P365L

Pat_41 Post-Resistance XRCC6 2547 37 22 42049664 42049664 Missense_Mutation SNP G A 25 134 c.1261G>A c.(1261-1263)GAT>AAT p.D421N

Pat_41 Post-Resistance CENPM 79019 37 22 42343100 42343100 Translation_Start_Site SNP G A 3 30 c.-19C>T c.(-21--17)AACGG>AATGG

Pat_41 Post-Resistance 3-Sep 55964 37 22 42390326 42390326 Missense_Mutation SNP C T 7 168 c.898C>T c.(898-900)CTT>TTT p.L300F

Pat_41 Post-Resistance TCF20 6942 37 22 42607342 42607342 Missense_Mutation SNP C T 8 123 c.3970G>A c.(3970-3972)GAT>AAT p.D1324N

Pat_41 Post-Resistance ARFGAP3 26286 37 22 43195130 43195130 Missense_Mutation SNP G A 18 303 c.1448C>T c.(1447-1449)CCC>CTC p.P483L

Pat_41 Post-Resistance ARFGAP3 26286 37 22 43230267 43230267 Missense_Mutation SNP G A 48 459 c.458C>T c.(457-459)GCC>GTC p.A153V

Pat_41 Post-Resistance EFCAB6 64800 37 22 43986065 43986065 Missense_Mutation SNP G A 11 148 c.2921C>T c.(2920-2922)ACC>ATC p.T974I

Pat_41 Post-Resistance PHF21B 112885 37 22 45309824 45309824 Nonsense_Mutation SNP G A 18 244 c.709C>T c.(709-711)CAA>TAA p.Q237*

Pat_41 Post-Resistance GTSE1 51512 37 22 46704322 46704322 Missense_Mutation SNP C T 27 314 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_41 Post-Resistance GTSE1 51512 37 22 46725279 46725279 Missense_Mutation SNP G A 20 301 c.1951G>A c.(1951-1953)GAA>AAA p.E651K

Pat_41 Post-Resistance CELSR1 9620 37 22 46835245 46835245 Missense_Mutation SNP C T 4 132 c.4247G>A c.(4246-4248)GGC>GAC p.G1416D

Pat_41 Post-Resistance CELSR1 9620 37 22 46931300 46931300 Missense_Mutation SNP C T 3 44 c.1768G>A c.(1768-1770)GTG>ATG p.V590M



Pat_41 Post-Resistance CELSR1 9620 37 22 46931672 46931672 Missense_Mutation SNP C T 6 110 c.1396G>A c.(1396-1398)GTC>ATC p.V466I

Pat_41 Post-Resistance TBC1D22A 25771 37 22 47287172 47287172 Missense_Mutation SNP C T 11 63 c.719C>T c.(718-720)CCC>CTC p.P240L

Pat_41 Post-Resistance BRD1 23774 37 22 50170699 50170699 Missense_Mutation SNP G A 5 98 c.2711C>T c.(2710-2712)GCG>GTG p.A904V

Pat_41 Post-Resistance BRD1 23774 37 22 50217766 50217766 Missense_Mutation SNP G A 7 74 c.200C>T c.(199-201)GCT>GTT p.A67V

Pat_41 Post-Resistance ALG12 79087 37 22 50307401 50307401 Missense_Mutation SNP C T 7 111 c.13G>A c.(13-15)GGG>AGG p.G5R

Pat_41 Post-Resistance CRELD2 79174 37 22 50320917 50320917 Missense_Mutation SNP G A 25 287 c.1024G>A c.(1024-1026)GAA>AAA p.E342K

Pat_41 Post-Resistance SELO 83642 37 22 50649175 50649175 Missense_Mutation SNP G A 6 85 c.1186G>A c.(1186-1188)GAA>AAA p.E396K

Pat_41 Post-Resistance TUBGCP6 85378 37 22 50660114 50660114 Missense_Mutation SNP C T 4 98 c.2674G>A c.(2674-2676)GAC>AAC p.D892N

Pat_41 Post-Resistance TUBGCP6 85378 37 22 50682668 50682668 Missense_Mutation SNP G A 18 170 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_41 Post-Resistance MAPK11 5600 37 22 50703885 50703885 Missense_Mutation SNP C T 9 112 c.880G>A c.(880-882)GAC>AAC p.D294N

Pat_41 Post-Resistance MAPK11 5600 37 22 50705022 50705022 Missense_Mutation SNP C T 5 87 c.629G>A c.(628-630)GGC>GAC p.G210D

Pat_41 Post-Resistance PLXNB2 23654 37 22 50716313 50716313 Missense_Mutation SNP C T 5 98 c.5017G>A c.(5017-5019)GAA>AAA p.E1673K

Pat_41 Post-Resistance PLXNB2 23654 37 22 50717332 50717332 Missense_Mutation SNP G A 3 55 c.4498C>T c.(4498-4500)CGT>TGT p.R1500C

Pat_41 Post-Resistance PLXNB2 23654 37 22 50721230 50721230 Missense_Mutation SNP C T 7 50 c.2897G>A c.(2896-2898)GGG>GAG p.G966E

Pat_41 Post-Resistance SAPS2 9701 37 22 50876607 50876607 Missense_Mutation SNP G A 12 180 c.1844G>A c.(1843-1845)AGC>AAC p.S615N

Pat_41 Post-Resistance SBF1 6305 37 22 50899024 50899024 Missense_Mutation SNP C T 20 191 c.3085G>A c.(3085-3087)GGC>AGC p.G1029S

Pat_41 Post-Resistance SBF1 6305 37 22 50900531 50900531 Missense_Mutation SNP G A 18 111 c.2414C>T c.(2413-2415)GCC>GTC p.A805V

Pat_41 Post-Resistance MIOX 55586 37 22 50928211 50928211 Missense_Mutation SNP C T 14 250 c.784C>T c.(784-786)CCG>TCG p.P262S

Pat_41 Post-Resistance ODF3B 440836 37 22 50968920 50968920 Missense_Mutation SNP C T 3 16 c.751G>A c.(751-753)GCG>ACG p.A251T

Pat_41 Post-Resistance CPT1B 1375 37 22 51014526 51014526 Missense_Mutation SNP C T 7 117 c.715G>A c.(715-717)GAA>AAA p.E239K

Pat_41 Post-Resistance CPT1B 1375 37 22 51015819 51015819 Missense_Mutation SNP G A 7 94 c.215C>T c.(214-216)TCC>TTC p.S72F

Pat_41 Post-Resistance ITPR1 3708 37 3 4702715 4702715 Missense_Mutation SNP G A 6 44 c.1195G>A c.(1195-1197)GTT>ATT p.V399I

Pat_41 Post-Resistance ITPR1 3708 37 3 4704808 4704808 Missense_Mutation SNP G A 9 68 c.1472G>A c.(1471-1473)GGT>GAT p.G491D

Pat_41 Post-Resistance ITPR1 3708 37 3 4723047 4723047 Splice_Site SNP G A 13 61 c.3080_splice c.e26-1 p.G1027_splice

Pat_41 Post-Resistance BHLHE40 8553 37 3 5024833 5024833 Missense_Mutation SNP G A 34 174 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_41 Post-Resistance SETD5 55209 37 3 9482218 9482218 Nonsense_Mutation SNP C T 6 72 c.646C>T c.(646-648)CAG>TAG p.Q216*

Pat_41 Post-Resistance TADA3 10474 37 3 9832961 9832961 Missense_Mutation SNP G A 11 72 c.190C>T c.(190-192)CTT>TTT p.L64F

Pat_41 Post-Resistance CIDEC 63924 37 3 9911976 9911976 Missense_Mutation SNP G A 13 80 c.238C>T c.(238-240)CCC>TCC p.P80S

Pat_41 Post-Resistance JAGN1 84522 37 3 9934738 9934738 Missense_Mutation SNP C T 6 26 c.229C>T c.(229-231)CCG>TCG p.P77S

Pat_41 Post-Resistance PRRT3 285368 37 3 9990915 9990915 Missense_Mutation SNP C A 7 64 c.885G>T c.(883-885)GAG>GAT p.E295D

Pat_41 Post-Resistance TATDN2 9797 37 3 10312178 10312178 Missense_Mutation SNP G A 11 97 c.1312G>A c.(1312-1314)GAG>AAG p.E438K

Pat_41 Post-Resistance ATP2B2 491 37 3 10387112 10387112 Missense_Mutation SNP C T 10 34 c.2659G>A c.(2659-2661)GTG>ATG p.V887M

Pat_41 Post-Resistance TSEN2 80746 37 3 12560606 12560606 Missense_Mutation SNP C T 6 87 c.1009C>T c.(1009-1011)CCC>TCC p.P337S

Pat_41 Post-Resistance TSEN2 80746 37 3 12573097 12573097 Missense_Mutation SNP C T 6 61 c.1277C>T c.(1276-1278)CCC>CTC p.P426L

Pat_41 Post-Resistance NUP210 23225 37 3 13383264 13383264 Missense_Mutation SNP G A 8 78 c.3212C>T c.(3211-3213)GCC>GTC p.A1071V

Pat_41 Post-Resistance NUP210 23225 37 3 13429877 13429877 Missense_Mutation SNP C T 5 27 c.610G>A c.(610-612)GAC>AAC p.D204N

Pat_41 Post-Resistance RFTN1 23180 37 3 16419321 16419321 Missense_Mutation SNP C T 17 39 c.730G>A c.(730-732)GGA>AGA p.G244R

Pat_41 Post-Resistance KCNH8 131096 37 3 19389238 19389238 Missense_Mutation SNP G A 8 78 c.592G>A c.(592-594)GCA>ACA p.A198T

Pat_41 Post-Resistance RAB5A 5868 37 3 19992545 19992545 Missense_Mutation SNP C T 5 148 c.155C>T c.(154-156)ACC>ATC p.T52I

Pat_41 Post-Resistance SGOL1 151648 37 3 20216343 20216343 Missense_Mutation SNP C T 32 109 c.680G>A c.(679-681)GGA>GAA p.G227E

Pat_41 Post-Resistance UBE2E1 7324 37 3 23930708 23930708 Missense_Mutation SNP G A 20 113 c.442G>A c.(442-444)GTC>ATC p.V148I

Pat_41 Post-Resistance NKIRAS1 28512 37 3 23942517 23942517 Missense_Mutation SNP C T 14 205 c.118G>A c.(118-120)GAA>AAA p.E40K

Pat_41 Post-Resistance NR1D2 9975 37 3 23996028 23996028 Missense_Mutation SNP G A 23 122 c.17G>A c.(16-18)GGA>GAA p.G6E

Pat_41 Post-Resistance SLC4A7 9497 37 3 27444754 27444754 Missense_Mutation SNP C T 32 121 c.2170G>A c.(2170-2172)GAA>AAA p.E724K

Pat_41 Post-Resistance ZNF860 344787 37 3 32032046 32032046 Missense_Mutation SNP G A 26 334 c.1475G>A c.(1474-1476)CGT>CAT p.R492H

Pat_41 Post-Resistance CMTM7 112616 37 3 32493951 32493951 Missense_Mutation SNP T C 22 193 c.500T>C c.(499-501)GTA>GCA p.V167A

Pat_41 Post-Resistance DYNC1LI1 51143 37 3 32576067 32576067 Nonsense_Mutation SNP G A 6 61 c.904C>T c.(904-906)CAG>TAG p.Q302*



Pat_41 Post-Resistance UBP1 7342 37 3 33458275 33458275 Missense_Mutation SNP G A 38 148 c.317C>T c.(316-318)CCT>CTT p.P106L

Pat_41 Post-Resistance UBP1 7342 37 3 33467192 33467192 Missense_Mutation SNP C T 7 53 c.155G>A c.(154-156)AGC>AAC p.S52N

Pat_41 Post-Resistance UBP1 7342 37 3 33467217 33467217 Missense_Mutation SNP G A 25 51 c.130C>T c.(130-132)CCC>TCC p.P44S

Pat_41 Post-Resistance PDCD6IP 10015 37 3 33887037 33887037 Missense_Mutation SNP C T 6 195 c.1598C>T c.(1597-1599)GCC>GTC p.A533V

Pat_41 Post-Resistance MLH1 4292 37 3 37045965 37045965 Missense_Mutation SNP G A 93 81 c.380G>A c.(379-381)AGA>AAA p.R127K

Pat_41 Post-Resistance MLH1 4292 37 3 37081748 37081748 Nonsense_Mutation SNP C T 33 128 c.1630C>T c.(1630-1632)CAA>TAA p.Q544*

Pat_41 Post-Resistance ACAA1 30 37 3 38168066 38168066 Missense_Mutation SNP C T 10 62 c.752G>A c.(751-753)AGC>AAC p.S251N

Pat_41 Post-Resistance ACAA1 30 37 3 38173086 38173086 Splice_Site SNP C T 6 76 c.446_splice c.e5+1 p.G149_splice

Pat_41 Post-Resistance SLC22A13 9390 37 3 38316202 38316202 Missense_Mutation SNP C T 10 71 c.590C>T c.(589-591)GCT>GTT p.A197V

Pat_41 Post-Resistance SCN5A 6331 37 3 38595943 38595943 Missense_Mutation SNP A G 6 103 c.4640T>C c.(4639-4641)GTG>GCG p.V1547A

Pat_41 Post-Resistance SCN5A 6331 37 3 38627264 38627264 Missense_Mutation SNP G A 8 114 c.2705C>T c.(2704-2706)ACC>ATC p.T902I

Pat_41 Post-Resistance SCN10A 6336 37 3 38738979 38738979 Missense_Mutation SNP G A 9 194 c.5732C>T c.(5731-5733)ACT>ATT p.T1911I

Pat_41 Post-Resistance WDR48 57599 37 3 39104625 39104625 Missense_Mutation SNP C T 30 170 c.133C>T c.(133-135)CTT>TTT p.L45F

Pat_41 Post-Resistance GORASP1 64689 37 3 39139810 39139810 Missense_Mutation SNP C T 20 132 c.1240G>A c.(1240-1242)GAA>AAA p.E414K

Pat_41 Post-Resistance CSRNP1 64651 37 3 39184674 39184674 Missense_Mutation SNP C T 20 43 c.1642G>A c.(1642-1644)GCC>ACC p.A548T

Pat_41 Post-Resistance ZNF619 285267 37 3 40528516 40528516 Missense_Mutation SNP C T 10 92 c.635C>T c.(634-636)ACC>ATC p.T212I

Pat_41 Post-Resistance CTNNB1 1499 37 3 41266201 41266201 Nonsense_Mutation SNP G A 4 72 c.198G>A c.(196-198)TGG>TGA p.W66*

Pat_41 Post-Resistance ULK4 54986 37 3 41977324 41977324 Missense_Mutation SNP C T 7 109 c.347G>A c.(346-348)GGC>GAC p.G116D

Pat_41 Post-Resistance NKTR 4820 37 3 42672739 42672739 Missense_Mutation SNP G A 3 50 c.481G>A c.(481-483)GCA>ACA p.A161T

Pat_41 Post-Resistance HHATL 57467 37 3 42739750 42739750 Missense_Mutation SNP C T 31 97 c.577G>A c.(577-579)GAG>AAG p.E193K

Pat_41 Post-Resistance CCDC13 152206 37 3 42781266 42781266 Missense_Mutation SNP G A 27 63 c.1024C>T c.(1024-1026)CTT>TTT p.L342F

Pat_41 Post-Resistance C3orf39 84892 37 3 43122413 43122413 Missense_Mutation SNP C T 16 44 c.511G>A c.(511-513)GAC>AAC p.D171N

Pat_41 Post-Resistance ZNF445 353274 37 3 44488854 44488854 Missense_Mutation SNP G A 15 28 c.2309C>T c.(2308-2310)GCC>GTC p.A770V

Pat_41 Post-Resistance ZNF445 353274 37 3 44489930 44489930 Missense_Mutation SNP T G 6 55 c.1233A>C c.(1231-1233)GAA>GAC p.E411D

Pat_41 Post-Resistance ZNF167 55888 37 3 44612067 44612067 Missense_Mutation SNP C T 8 94 c.1465C>T c.(1465-1467)CAT>TAT p.H489Y

Pat_41 Post-Resistance ZNF501 115560 37 3 44775975 44775975 Missense_Mutation SNP C T 7 121 c.62C>T c.(61-63)CCT>CTT p.P21L

Pat_41 Post-Resistance KIF15 56992 37 3 44803231 44803231 Translation_Start_Site SNP C T 3 8 c.-126C>T .(-128--124)AACGT>AATGT

Pat_41 Post-Resistance KIF15 56992 37 3 44822385 44822385 Missense_Mutation SNP C T 22 211 c.332C>T c.(331-333)ACT>ATT p.T111I

Pat_41 Post-Resistance KIF15 56992 37 3 44839050 44839050 Missense_Mutation SNP G A 21 57 c.857G>A c.(856-858)GGT>GAT p.G286D

Pat_41 Post-Resistance CDCP1 64866 37 3 45153724 45153724 Missense_Mutation SNP G A 61 155 c.506C>T c.(505-507)GCC>GTC p.A169V

Pat_41 Post-Resistance LARS2 23395 37 3 45458999 45458999 Missense_Mutation SNP C T 25 163 c.389C>T c.(388-390)GCT>GTT p.A130V

Pat_41 Post-Resistance LIMD1 8994 37 3 45636997 45636997 Missense_Mutation SNP C T 19 41 c.626C>T c.(625-627)CCT>CTT p.P209L

Pat_41 Post-Resistance FYCO1 79443 37 3 45996748 45996748 Missense_Mutation SNP C T 37 302 c.3937G>A c.(3937-3939)GCT>ACT p.A1313T

Pat_41 Post-Resistance CCR2 729230 37 3 46399356 46399356 Missense_Mutation SNP G A 15 373 c.338G>A c.(337-339)TGC>TAC p.C113Y

Pat_41 Post-Resistance PTH1R 5745 37 3 46939953 46939953 Missense_Mutation SNP C T 15 52 c.629C>T c.(628-630)GCC>GTC p.A210V

Pat_41 Post-Resistance SETD2 29072 37 3 47125676 47125676 Missense_Mutation SNP C T 18 143 c.5594G>A c.(5593-5595)AGC>AAC p.S1865N

Pat_41 Post-Resistance SETD2 29072 37 3 47144843 47144843 Missense_Mutation SNP G A 59 164 c.4910C>T c.(4909-4911)ACC>ATC p.T1637I

Pat_41 Post-Resistance SETD2 29072 37 3 47163062 47163062 Missense_Mutation SNP C T 21 128 c.3064G>A c.(3064-3066)GAC>AAC p.D1022N

Pat_41 Post-Resistance KLHL18 23276 37 3 47382136 47382136 Missense_Mutation SNP C T 6 176 c.1196C>T c.(1195-1197)TCC>TTC p.S399F

Pat_41 Post-Resistance PTPN23 25930 37 3 47453591 47453591 Missense_Mutation SNP C T 6 58 c.4081C>T c.(4081-4083)CCC>TCC p.P1361S

Pat_41 Post-Resistance ZNF589 51385 37 3 48310166 48310166 Missense_Mutation SNP G A 14 128 c.985G>A c.(985-987)GAG>AAG p.E329K

Pat_41 Post-Resistance COL7A1 1294 37 3 48623653 48623653 Missense_Mutation SNP C T 22 177 c.3577G>A c.(3577-3579)GCT>ACT p.A1193T

Pat_41 Post-Resistance CELSR3 1951 37 3 48677720 48677720 Missense_Mutation SNP C T 4 70 c.9298G>A c.(9298-9300)GGG>AGG p.G3100R

Pat_41 Post-Resistance QARS 5859 37 3 49137393 49137393 Splice_Site SNP C T 17 85 c.1295_splice c.e14+1 p.W432_splice

Pat_41 Post-Resistance QARS 5859 37 3 49141139 49141139 Missense_Mutation SNP C T 6 17 c.376G>A c.(376-378)GTG>ATG p.V126M

Pat_41 Post-Resistance LAMB2 3913 37 3 49160681 49160681 Missense_Mutation SNP C T 22 165 c.4108G>A c.(4108-4110)GCA>ACA p.A1370T

Pat_41 Post-Resistance KLHDC8B 200942 37 3 49212225 49212225 Missense_Mutation SNP G A 3 24 c.592G>A c.(592-594)GAG>AAG p.E198K



Pat_41 Post-Resistance LOC646498 646498 37 3 49227385 49227385 Missense_Mutation SNP A G 13 232 c.37T>C c.(37-39)TCC>CCC p.S13P

Pat_41 Post-Resistance DAG1 1605 37 3 49568864 49568864 Missense_Mutation SNP C T 5 104 c.920C>T c.(919-921)CCC>CTC p.P307L

Pat_41 Post-Resistance APEH 327 37 3 49718663 49718663 Missense_Mutation SNP G A 12 45 c.1429G>A c.(1429-1431)GTG>ATG p.V477M

Pat_41 Post-Resistance RNF123 63891 37 3 49740160 49740160 Missense_Mutation SNP C T 37 281 c.1724C>T c.(1723-1725)TCC>TTC p.S575F

Pat_41 Post-Resistance AMIGO3 386724 37 3 49756430 49756430 Missense_Mutation SNP G A 26 89 c.469C>T c.(469-471)CGC>TGC p.R157C

Pat_41 Post-Resistance MST1R 4486 37 3 49924853 49924853 Missense_Mutation SNP C T 20 85 c.4090G>A c.(4090-4092)GGC>AGC p.G1364S

Pat_41 Post-Resistance MST1R 4486 37 3 49940664 49940664 Missense_Mutation SNP G A 57 16 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_41 Post-Resistance MON1A 84315 37 3 49949136 49949136 Missense_Mutation SNP C T 13 54 c.727G>A c.(727-729)GAT>AAT p.D243N

Pat_41 Post-Resistance SEMA3F 6405 37 3 50211674 50211674 Missense_Mutation SNP G A 11 29 c.347G>A c.(346-348)GGG>GAG p.G116E

Pat_41 Post-Resistance SEMA3B 7869 37 3 50311816 50311816 Missense_Mutation SNP C T 16 149 c.1160C>T c.(1159-1161)ACC>ATC p.T387I

Pat_41 Post-Resistance CACNA2D2 9254 37 3 50403578 50403578 Missense_Mutation SNP C T 12 88 c.2747G>A c.(2746-2748)AGT>AAT p.S916N

Pat_41 Post-Resistance MAPKAPK3 7867 37 3 50677846 50677846 Missense_Mutation SNP A C 24 185 c.269A>C c.(268-270)CAG>CCG p.Q90P

Pat_41 Post-Resistance DOCK3 1795 37 3 51127763 51127763 Missense_Mutation SNP G A 4 6 c.694G>A c.(694-696)GAT>AAT p.D232N

Pat_41 Post-Resistance RBM15B 29890 37 3 51430158 51430158 Missense_Mutation SNP G A 20 91 c.1328G>A c.(1327-1329)AGC>AAC p.S443N

Pat_41 Post-Resistance RBM15B 29890 37 3 51430191 51430191 Missense_Mutation SNP G A 23 41 c.1361G>A c.(1360-1362)AGC>AAC p.S454N

Pat_41 Post-Resistance VPRBP 9730 37 3 51457803 51457803 Missense_Mutation SNP G A 11 52 c.2621C>T c.(2620-2622)GCT>GTT p.A874V

Pat_41 Post-Resistance GRM2 2912 37 3 51747282 51747282 Missense_Mutation SNP G A 9 36 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_41 Post-Resistance GRM2 2912 37 3 51749819 51749819 Missense_Mutation SNP C T 8 19 c.2030C>T c.(2029-2031)GCC>GTC p.A677V

Pat_41 Post-Resistance IQCF3 401067 37 3 51864522 51864522 Missense_Mutation SNP C T 3 18 c.170C>T c.(169-171)GCC>GTC p.A57V

Pat_41 Post-Resistance PCBP4 57060 37 3 51993271 51993271 Missense_Mutation SNP G A 5 28 c.674C>T c.(673-675)CCC>CTC p.P225L

Pat_41 Post-Resistance POC1A 25886 37 3 52172229 52172229 Missense_Mutation SNP C T 6 80 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_41 Post-Resistance ALAS1 211 37 3 52238853 52238853 Missense_Mutation SNP C T 7 112 c.722C>T c.(721-723)ACC>ATC p.T241I

Pat_41 Post-Resistance TLR9 54106 37 3 52257056 52257056 Missense_Mutation SNP G A 4 132 c.1276C>T c.(1276-1278)CGC>TGC p.R426C

Pat_41 Post-Resistance DNAH1 25981 37 3 52426949 52426949 Missense_Mutation SNP C T 27 162 c.10382C>T c.(10381-10383)TCC>TTC p.S3461F

Pat_41 Post-Resistance STAB1 23166 37 3 52543996 52543996 Missense_Mutation SNP G A 4 66 c.2458G>A c.(2458-2460)GGG>AGG p.G820R

Pat_41 Post-Resistance STAB1 23166 37 3 52548421 52548421 Missense_Mutation SNP C T 12 90 c.3587C>T c.(3586-3588)GCC>GTC p.A1196V

Pat_41 Post-Resistance STAB1 23166 37 3 52554689 52554689 Missense_Mutation SNP C T 13 143 c.5681C>T c.(5680-5682)CCC>CTC p.P1894L

Pat_41 Post-Resistance PBRM1 55193 37 3 52597379 52597379 Missense_Mutation SNP C T 8 46 c.4006G>A c.(4006-4008)GTC>ATC p.V1336I

Pat_41 Post-Resistance PBRM1 55193 37 3 52620524 52620524 Missense_Mutation SNP C T 18 129 c.3304G>A c.(3304-3306)GCA>ACA p.A1102T

Pat_41 Post-Resistance GLT8D1 55830 37 3 52729233 52729233 Missense_Mutation SNP C T 5 259 c.898G>A c.(898-900)GAT>AAT p.D300N

Pat_41 Post-Resistance ITIH4 3700 37 3 52855115 52855115 Missense_Mutation SNP G A 17 172 c.1571C>T c.(1570-1572)TCC>TTC p.S524F

Pat_41 Post-Resistance CACNA2D3 55799 37 3 54798245 54798245 Missense_Mutation SNP G A 17 549 c.1247G>A c.(1246-1248)GGA>GAA p.G416E

Pat_41 Post-Resistance LRTM1 57408 37 3 54952686 54952686 Missense_Mutation SNP C T 5 199 c.838G>A c.(838-840)GCC>ACC p.A280T

Pat_41 Post-Resistance CACNA2D3 55799 37 3 55107555 55107555 Missense_Mutation SNP C T 33 170 c.3071C>T c.(3070-3072)CCC>CTC p.P1024L

Pat_41 Post-Resistance CCDC66 285331 37 3 56650082 56650082 Splice_Site SNP G A 10 382 c.1843_splice c.e13+1 p.D615_splice

Pat_41 Post-Resistance C3orf63 23272 37 3 56667301 56667301 Missense_Mutation SNP G A 23 378 c.3335C>T c.(3334-3336)ACT>ATT p.T1112I

Pat_41 Post-Resistance IL17RD 54756 37 3 57132071 57132071 Missense_Mutation SNP C T 7 65 c.1660G>A c.(1660-1662)GAC>AAC p.D554N

Pat_41 Post-Resistance APPL1 26060 37 3 57303657 57303657 Missense_Mutation SNP G A 29 368 c.2072G>A c.(2071-2073)AGC>AAC p.S691N

Pat_41 Post-Resistance FLNB 2317 37 3 58083621 58083621 Missense_Mutation SNP G A 5 119 c.1064G>A c.(1063-1065)AGT>AAT p.S355N

Pat_41 Post-Resistance FLNB 2317 37 3 58104698 58104698 Missense_Mutation SNP C T 22 252 c.2845C>T c.(2845-2847)CTC>TTC p.L949F

Pat_41 Post-Resistance FLNB 2317 37 3 58110221 58110221 Missense_Mutation SNP C T 6 129 c.3887C>T c.(3886-3888)CCC>CTC p.P1296L

Pat_41 Post-Resistance PXK 54899 37 3 58398639 58398639 Missense_Mutation SNP G A 18 388 c.1477G>A c.(1477-1479)GCC>ACC p.A493T

Pat_41 Post-Resistance CADPS 8618 37 3 62739376 62739376 Missense_Mutation SNP C T 16 108 c.628G>A c.(628-630)GTC>ATC p.V210I

Pat_41 Post-Resistance ATXN7 6314 37 3 63973979 63973979 Missense_Mutation SNP C T 5 142 c.1340C>T c.(1339-1341)CCT>CTT p.P447L

Pat_41 Post-Resistance PSMD6 9861 37 3 63999166 63999166 Missense_Mutation SNP G A 32 330 c.944C>T c.(943-945)ACC>ATC p.T315I

Pat_41 Post-Resistance ADAMTS9 56999 37 3 64589614 64589614 Missense_Mutation SNP G A 26 247 c.3731C>T c.(3730-3732)GCC>GTC p.A1244V

Pat_41 Post-Resistance ADAMTS9 56999 37 3 64601700 64601700 Missense_Mutation SNP C T 25 492 c.2960G>A c.(2959-2961)AGC>AAC p.S987N



Pat_41 Post-Resistance MAGI1 9223 37 3 65377002 65377002 Missense_Mutation SNP C T 11 100 c.2231G>A c.(2230-2232)AGT>AAT p.S744N

Pat_41 Post-Resistance LMOD3 56203 37 3 69168233 69168233 Missense_Mutation SNP C T 19 196 c.1273G>A c.(1273-1275)GGG>AGG p.G425R

Pat_41 Post-Resistance FRMD4B 23150 37 3 69362662 69362662 Missense_Mutation SNP C T 5 28 c.169G>A c.(169-171)GAA>AAA p.E57K

Pat_41 Post-Resistance FOXP1 27086 37 3 71021743 71021743 Missense_Mutation SNP C T 10 463 c.1615G>A c.(1615-1617)GTA>ATA p.V539I

Pat_41 Post-Resistance SHQ1 55164 37 3 72799569 72799569 Missense_Mutation SNP C T 6 121 c.1600G>A c.(1600-1602)GTG>ATG p.V534M

Pat_41 Post-Resistance FLJ10213 55096 37 3 73111963 73111963 Missense_Mutation SNP G A 104 535 c.731G>A c.(730-732)AGC>AAC p.S244N

Pat_41 Post-Resistance PDZRN3 23024 37 3 73432809 73432809 Missense_Mutation SNP C T 6 156 c.2908G>A c.(2908-2910)GGG>AGG p.G970R

Pat_41 Post-Resistance ROBO2 6092 37 3 77526715 77526715 Missense_Mutation SNP G A 6 76 c.539G>A c.(538-540)AGA>AAA p.R180K

Pat_41 Post-Resistance ROBO1 6091 37 3 78663797 78663797 Splice_Site SNP C T 4 96 c.4435_splice c.e28+1 p.D1479_splice

Pat_41 Post-Resistance ROBO1 6091 37 3 78667175 78667175 Missense_Mutation SNP G A 6 89 c.3892C>T c.(3892-3894)CCT>TCT p.P1298S

Pat_41 Post-Resistance ROBO1 6091 37 3 78680405 78680405 Missense_Mutation SNP C T 5 92 c.3532G>A c.(3532-3534)GGT>AGT p.G1178S

Pat_41 Post-Resistance POU1F1 5449 37 3 87309106 87309106 Missense_Mutation SNP C T 5 168 c.814G>A c.(814-816)GTG>ATG p.V272M

Pat_41 Post-Resistance HTR1F 3355 37 3 88040911 88040911 Missense_Mutation SNP C T 9 76 c.1012C>T c.(1012-1014)CTC>TTC p.L338F

Pat_41 Post-Resistance PROS1 5627 37 3 93619768 93619768 Missense_Mutation SNP C T 3 22 c.607G>A c.(607-609)GAT>AAT p.D203N

Pat_41 Post-Resistance ARL13B 200894 37 3 93772088 93772088 Missense_Mutation SNP C T 10 125 c.1268C>T c.(1267-1269)GCT>GTT p.A423V

Pat_41 Post-Resistance DHFRL1 200895 37 3 93780286 93780286 Missense_Mutation SNP G A 27 268 c.70C>T c.(70-72)CCC>TCC p.P24S

Pat_41 Post-Resistance EPHA6 285220 37 3 97356825 97356825 Missense_Mutation SNP G A 13 186 c.2683G>A c.(2683-2685)GCT>ACT p.A895T

Pat_41 Post-Resistance ST3GAL6 10402 37 3 98507174 98507174 Missense_Mutation SNP C T 20 138 c.623C>T c.(622-624)ACT>ATT p.T208I

Pat_41 Post-Resistance DCBLD2 131566 37 3 98518310 98518310 Missense_Mutation SNP G A 70 417 c.2234C>T c.(2233-2235)CCA>CTA p.P745L

Pat_41 Post-Resistance C3orf26 84319 37 3 99891191 99891191 Missense_Mutation SNP G A 9 119 c.611G>A c.(610-612)CGT>CAT p.R204H

Pat_41 Post-Resistance TBC1D23 55773 37 3 100018107 100018107 Missense_Mutation SNP G A 9 151 c.1024G>A c.(1024-1026)GAT>AAT p.D342N

Pat_41 Post-Resistance NIT2 56954 37 3 100067673 100067673 Missense_Mutation SNP G A 7 56 c.532G>A c.(532-534)GCT>ACT p.A178T

Pat_41 Post-Resistance NIT2 56954 37 3 100073671 100073671 Missense_Mutation SNP G A 13 139 c.739G>A c.(739-741)GAC>AAC p.D247N

Pat_41 Post-Resistance ABI3BP 25890 37 3 100621470 100621470 Missense_Mutation SNP G A 4 68 c.341C>T c.(340-342)TCA>TTA p.S114L

Pat_41 Post-Resistance SENP7 57337 37 3 101044800 101044800 Missense_Mutation SNP C T 56 338 c.3140G>A c.(3139-3141)GGC>GAC p.G1047D

Pat_41 Post-Resistance SENP7 57337 37 3 101177827 101177827 Missense_Mutation SNP G A 25 458 c.256C>T c.(256-258)CCT>TCT p.P86S

Pat_41 Post-Resistance CEP97 79598 37 3 101443551 101443551 Missense_Mutation SNP C T 5 141 c.31C>T c.(31-33)CCT>TCT p.P11S

Pat_41 Post-Resistance NFKBIZ 64332 37 3 101571756 101571756 Missense_Mutation SNP G A 17 267 c.487G>A c.(487-489)GGG>AGG p.G163R

Pat_41 Post-Resistance ALCAM 214 37 3 105252457 105252457 Missense_Mutation SNP G A 11 183 c.470G>A c.(469-471)TGC>TAC p.C157Y

Pat_41 Post-Resistance CBLB 868 37 3 105378031 105378031 Missense_Mutation SNP C T 10 115 c.2732G>A c.(2731-2733)CGC>CAC p.R911H

Pat_41 Post-Resistance CBLB 868 37 3 105459350 105459350 Missense_Mutation SNP C T 6 235 c.971G>A c.(970-972)AGC>AAC p.S324N

Pat_41 Post-Resistance MYH15 22989 37 3 108103629 108103629 Missense_Mutation SNP C T 11 101 c.5596G>A c.(5596-5598)GCA>ACA p.A1866T

Pat_41 Post-Resistance MYH15 22989 37 3 108129642 108129642 Missense_Mutation SNP C T 4 50 c.4343G>A c.(4342-4344)CGC>CAC p.R1448H

Pat_41 Post-Resistance KIAA1524 57650 37 3 108288376 108288376 Missense_Mutation SNP G A 10 86 c.973C>T c.(973-975)CCA>TCA p.P325S

Pat_41 Post-Resistance CD96 10225 37 3 111325595 111325595 Missense_Mutation SNP C T 13 347 c.1184C>T c.(1183-1185)ACC>ATC p.T395I

Pat_41 Post-Resistance TAGLN3 29114 37 3 111719686 111719686 Missense_Mutation SNP C T 6 243 c.248C>T c.(247-249)TCA>TTA p.S83L

Pat_41 Post-Resistance SLC9A10 285335 37 3 111918221 111918221 Missense_Mutation SNP C T 5 104 c.2470G>A c.(2470-2472)GCT>ACT p.A824T

Pat_41 Post-Resistance SLC9A10 285335 37 3 111988919 111988919 Missense_Mutation SNP C T 9 112 c.619G>A c.(619-621)GAG>AAG p.E207K

Pat_41 Post-Resistance SLC9A10 285335 37 3 111999631 111999631 Splice_Site SNP C T 5 83 c.89_splice c.e3-1 p.A30_splice

Pat_41 Post-Resistance CCDC80 151887 37 3 112349098 112349098 Missense_Mutation SNP C T 26 311 c.1897G>A c.(1897-1899)GCT>ACT p.A633T

Pat_41 Post-Resistance CCDC80 151887 37 3 112356931 112356931 Missense_Mutation SNP G A 36 340 c.1822C>T c.(1822-1824)CCC>TCC p.P608S

Pat_41 Post-Resistance BOC 91653 37 3 112969573 112969573 Missense_Mutation SNP C T 5 85 c.269C>T c.(268-270)ACC>ATC p.T90I

Pat_41 Post-Resistance CCDC52 152185 37 3 113172702 113172702 Missense_Mutation SNP G A 4 138 c.1753C>T c.(1753-1755)CCT>TCT p.P585S

Pat_41 Post-Resistance CCDC52 152185 37 3 113212965 113212965 Nonsense_Mutation SNP G A 7 132 c.316C>T c.(316-318)CAA>TAA p.Q106*

Pat_41 Post-Resistance KIAA2018 205717 37 3 113375055 113375055 Missense_Mutation SNP G T 6 189 c.5474C>A c.(5473-5475)GCC>GAC p.A1825D

Pat_41 Post-Resistance KIAA2018 205717 37 3 113375784 113375784 Missense_Mutation SNP G A 7 73 c.4745C>T c.(4744-4746)CCT>CTT p.P1582L

Pat_41 Post-Resistance KIAA2018 205717 37 3 113379561 113379561 Missense_Mutation SNP C T 14 82 c.968G>A c.(967-969)AGC>AAC p.S323N



Pat_41 Post-Resistance KIAA1407 57577 37 3 113775306 113775306 Missense_Mutation SNP A G 15 237 c.8T>C c.(7-9)CTG>CCG p.L3P

Pat_41 Post-Resistance IGSF11 152404 37 3 118621687 118621687 Missense_Mutation SNP G A 27 386 c.976C>T c.(976-978)CCA>TCA p.P326S

Pat_41 Post-Resistance ARHGAP31 57514 37 3 119132904 119132904 Missense_Mutation SNP C T 9 51 c.2128C>T c.(2128-2130)CCA>TCA p.P710S

Pat_41 Post-Resistance TMEM39A 55254 37 3 119180854 119180854 Missense_Mutation SNP G A 11 118 c.68C>T c.(67-69)ACT>ATT p.T23I

Pat_41 Post-Resistance GTF2E1 2960 37 3 120495464 120495464 Missense_Mutation SNP G A 6 139 c.845G>A c.(844-846)AGA>AAA p.R282K

Pat_41 Post-Resistance GTF2E1 2960 37 3 120499893 120499893 Missense_Mutation SNP G A 4 57 c.896G>A c.(895-897)GGC>GAC p.G299D

Pat_41 Post-Resistance HCLS1 3059 37 3 121353262 121353262 Missense_Mutation SNP G A 10 48 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_41 Post-Resistance GOLGB1 2804 37 3 121415064 121415064 Missense_Mutation SNP C T 6 58 c.4291G>A c.(4291-4293)GAA>AAA p.E1431K

Pat_41 Post-Resistance CASR 846 37 3 121976185 121976185 Missense_Mutation SNP G A 5 147 c.443G>A c.(442-444)GGC>GAC p.G148D

Pat_41 Post-Resistance DTX3L 151636 37 3 122283428 122283428 Missense_Mutation SNP G A 19 176 c.155G>A c.(154-156)GGC>GAC p.G52D

Pat_41 Post-Resistance PARP14 54625 37 3 122437289 122437289 Missense_Mutation SNP G A 25 211 c.4291G>A c.(4291-4293)GTG>ATG p.V1431M

Pat_41 Post-Resistance ADCY5 111 37 3 123022988 123022988 Missense_Mutation SNP G A 6 103 c.2485C>T c.(2485-2487)CGG>TGG p.R829W

Pat_41 Post-Resistance ADCY5 111 37 3 123166400 123166400 Nonsense_Mutation SNP C T 3 24 c.993G>A c.(991-993)TGG>TGA p.W331*

Pat_41 Post-Resistance KALRN 8997 37 3 124196182 124196182 Splice_Site SNP G A 8 161 c.4185_splice c.e27+1 p.D1395_splice

Pat_41 Post-Resistance KALRN 8997 37 3 124351368 124351368 Missense_Mutation SNP C T 8 107 c.5278C>T c.(5278-5280)CCC>TCC p.P1760S

Pat_41 Post-Resistance KALRN 8997 37 3 124438283 124438283 Missense_Mutation SNP G A 20 237 c.8927G>A c.(8926-8928)AGC>AAC p.S2976N

Pat_41 Post-Resistance ITGB5 3693 37 3 124560267 124560267 Missense_Mutation SNP C T 5 114 c.743G>A c.(742-744)GGG>GAG p.G248E

Pat_41 Post-Resistance HEG1 57493 37 3 124731685 124731685 Missense_Mutation SNP C T 11 112 c.2738G>A c.(2737-2739)GGA>GAA p.G913E

Pat_41 Post-Resistance SLC12A8 84561 37 3 124826453 124826453 Missense_Mutation SNP G A 9 118 c.1577C>T c.(1576-1578)GCC>GTC p.A526V

Pat_41 Post-Resistance ZNF148 7707 37 3 124951726 124951726 Missense_Mutation SNP C T 44 234 c.1844G>A c.(1843-1845)AGA>AAA p.R615K

Pat_41 Post-Resistance CCDC37 348807 37 3 126139060 126139060 Missense_Mutation SNP G A 5 95 c.1070G>A c.(1069-1071)GGC>GAC p.G357D

Pat_41 Post-Resistance CCDC37 348807 37 3 126142406 126142406 Missense_Mutation SNP T G 9 87 c.1205T>G c.(1204-1206)CTG>CGG p.L402R

Pat_41 Post-Resistance PLXNA1 5361 37 3 126749146 126749146 Missense_Mutation SNP G A 9 205 c.5053G>A c.(5053-5055)GGC>AGC p.G1685S

Pat_41 Post-Resistance RUVBL1 8607 37 3 127842528 127842528 Missense_Mutation SNP G A 10 136 c.40C>T c.(40-42)CGC>TGC p.R14C

Pat_41 Post-Resistance EEFSEC 60678 37 3 128060472 128060472 Missense_Mutation SNP G A 5 26 c.1183G>A c.(1183-1185)GAC>AAC p.D395N

Pat_41 Post-Resistance RAB7A 7879 37 3 128525231 128525231 Missense_Mutation SNP G A 7 318 c.197G>A c.(196-198)GGA>GAA p.G66E

Pat_41 Post-Resistance ACAD9 28976 37 3 128622923 128622923 Missense_Mutation SNP C T 10 201 c.977C>T c.(976-978)GCC>GTC p.A326V

Pat_41 Post-Resistance CNBP 7555 37 3 128890366 128890366 Missense_Mutation SNP G A 12 132 c.140C>T c.(139-141)TCC>TTC p.S47F

Pat_41 Post-Resistance COPG 22820 37 3 128973582 128973582 Missense_Mutation SNP C T 7 90 c.395C>T c.(394-396)ACT>ATT p.T132I

Pat_41 Post-Resistance COPG 22820 37 3 128987397 128987397 Missense_Mutation SNP T C 5 240 c.1708T>C c.(1708-1710)TCA>CCA p.S570P

Pat_41 Post-Resistance COPG 22820 37 3 128996146 128996146 Missense_Mutation SNP G A 6 406 c.2504G>A c.(2503-2505)CGG>CAG p.R835Q

Pat_41 Post-Resistance MBD4 8930 37 3 129151389 129151389 Missense_Mutation SNP C T 20 531 c.1622G>A c.(1621-1623)GGC>GAC p.G541D

Pat_41 Post-Resistance IFT122 55764 37 3 129218874 129218874 Missense_Mutation SNP G A 10 220 c.2338G>A c.(2338-2340)GCC>ACC p.A780T

Pat_41 Post-Resistance IFT122 55764 37 3 129231201 129231201 Missense_Mutation SNP C T 17 515 c.2933C>T c.(2932-2934)TCC>TTC p.S978F

Pat_41 Post-Resistance RHO 6010 37 3 129251376 129251376 Missense_Mutation SNP G A 8 88 c.697G>A c.(697-699)GCC>ACC p.A233T

Pat_41 Post-Resistance PLXND1 23129 37 3 129278518 129278518 Missense_Mutation SNP C T 6 231 c.5242G>A c.(5242-5244)GCT>ACT p.A1748T

Pat_41 Post-Resistance PLXND1 23129 37 3 129290547 129290547 Missense_Mutation SNP G A 24 243 c.3218C>T c.(3217-3219)GCC>GTC p.A1073V

Pat_41 Post-Resistance PLXND1 23129 37 3 129304838 129304838 Missense_Mutation SNP A G 155 273 c.1808T>C c.(1807-1809)ATG>ACG p.M603T

Pat_41 Post-Resistance COL6A6 131873 37 3 130282226 130282226 Missense_Mutation SNP G A 8 44 c.379G>A c.(379-381)GAC>AAC p.D127N

Pat_41 Post-Resistance COL6A6 131873 37 3 130300551 130300551 Missense_Mutation SNP G A 6 89 c.3694G>A c.(3694-3696)GGC>AGC p.G1232S

Pat_41 Post-Resistance PIK3R4 30849 37 3 130452517 130452517 Missense_Mutation SNP G A 13 211 c.1325C>T c.(1324-1326)ACC>ATC p.T442I

Pat_41 Post-Resistance ATP2C1 27032 37 3 130686196 130686196 Missense_Mutation SNP C T 5 201 c.1241C>T c.(1240-1242)GCT>GTT p.A414V

Pat_41 Post-Resistance DNAJC13 23317 37 3 132226150 132226150 Missense_Mutation SNP G A 9 244 c.5068G>A c.(5068-5070)GAG>AAG p.E1690K

Pat_41 Post-Resistance NPHP3 27031 37 3 132403444 132403444 Missense_Mutation SNP G A 6 113 c.3524C>T c.(3523-3525)TCT>TTT p.S1175F

Pat_41 Post-Resistance NPHP3 27031 37 3 132407549 132407549 Missense_Mutation SNP G A 23 446 c.3070C>T c.(3070-3072)CCA>TCA p.P1024S

Pat_41 Post-Resistance NPHP3 27031 37 3 132420320 132420320 Missense_Mutation SNP C T 4 121 c.1582G>A c.(1582-1584)GTG>ATG p.V528M

Pat_41 Post-Resistance NPHP3 27031 37 3 132424642 132424642 Missense_Mutation SNP C T 5 128 c.1292G>A c.(1291-1293)GGA>GAA p.G431E



Pat_41 Post-Resistance NPHP3 27031 37 3 132427061 132427061 Missense_Mutation SNP G A 9 206 c.1159C>T c.(1159-1161)CCT>TCT p.P387S

Pat_41 Post-Resistance BFSP2 8419 37 3 133119157 133119157 Missense_Mutation SNP C T 16 81 c.230C>T c.(229-231)GCC>GTC p.A77V

Pat_41 Post-Resistance BFSP2 8419 37 3 133191402 133191402 Missense_Mutation SNP G A 3 31 c.1237G>A c.(1237-1239)GAG>AAG p.E413K

Pat_41 Post-Resistance CDV3 55573 37 3 133305512 133305512 Missense_Mutation SNP G A 7 222 c.572G>A c.(571-573)AGT>AAT p.S191N

Pat_41 Post-Resistance SRPRB 58477 37 3 133526666 133526666 Missense_Mutation SNP G A 41 359 c.326G>A c.(325-327)AGG>AAG p.R109K

Pat_41 Post-Resistance SLCO2A1 6578 37 3 133664028 133664028 Missense_Mutation SNP C T 26 528 c.1372G>A c.(1372-1374)GTC>ATC p.V458I

Pat_41 Post-Resistance AMOTL2 51421 37 3 134077483 134077483 Missense_Mutation SNP C T 8 80 c.2354G>A c.(2353-2355)AGC>AAC p.S785N

Pat_41 Post-Resistance EPHB1 2047 37 3 134670736 134670736 Missense_Mutation SNP C T 18 388 c.647C>T c.(646-648)ACA>ATA p.T216I

Pat_41 Post-Resistance MSL2 55167 37 3 135870860 135870860 Missense_Mutation SNP G A 5 166 c.863C>T c.(862-864)CCT>CTT p.P288L

Pat_41 Post-Resistance MSL2 55167 37 3 135913882 135913882 Missense_Mutation SNP G A 49 467 c.74C>T c.(73-75)CCC>CTC p.P25L

Pat_41 Post-Resistance PCCB 5096 37 3 136019912 136019912 Missense_Mutation SNP G A 10 212 c.925G>A c.(925-927)GAA>AAA p.E309K

Pat_41 Post-Resistance STAG1 10274 37 3 136096591 136096591 Missense_Mutation SNP C T 20 261 c.2281G>A c.(2281-2283)GAT>AAT p.D761N

Pat_41 Post-Resistance IL20RB 53833 37 3 136710799 136710799 Missense_Mutation SNP G A 16 110 c.551G>A c.(550-552)AGG>AAG p.R184K

Pat_41 Post-Resistance DZIP1L 199221 37 3 137822620 137822620 Missense_Mutation SNP C T 6 97 c.194G>A c.(193-195)TGC>TAC p.C65Y

Pat_41 Post-Resistance ESYT3 83850 37 3 138187543 138187543 Missense_Mutation SNP G A 20 273 c.1355G>A c.(1354-1356)AGT>AAT p.S452N

Pat_41 Post-Resistance ESYT3 83850 37 3 138188347 138188347 Splice_Site SNP G A 7 152 c.1503_splice c.e15+1 p.K501_splice

Pat_41 Post-Resistance CEP70 80321 37 3 138213904 138213904 Missense_Mutation SNP C T 7 44 c.1747G>A c.(1747-1749)GAT>AAT p.D583N

Pat_41 Post-Resistance FAIM 55179 37 3 138351772 138351772 Missense_Mutation SNP G A 15 178 c.391G>A c.(391-393)GGT>AGT p.G131S

Pat_41 Post-Resistance FAIM 55179 37 3 138351839 138351839 Missense_Mutation SNP C T 11 210 c.458C>T c.(457-459)GCT>GTT p.A153V

Pat_41 Post-Resistance PIK3CB 5291 37 3 138374254 138374254 Missense_Mutation SNP C T 22 207 c.3190G>A c.(3190-3192)GTT>ATT p.V1064I

Pat_41 Post-Resistance PRR23B 389151 37 3 138738911 138738911 Missense_Mutation SNP C T 5 60 c.593G>A c.(592-594)TGT>TAT p.C198Y

Pat_41 Post-Resistance NMNAT3 349565 37 3 139280028 139280028 Missense_Mutation SNP G A 5 66 c.583C>T c.(583-585)CCT>TCT p.P195S

Pat_41 Post-Resistance SLC25A36 55186 37 3 140675386 140675386 Missense_Mutation SNP G A 6 71 c.59G>A c.(58-60)GGA>GAA p.G20E

Pat_41 Post-Resistance ZBTB38 253461 37 3 141163769 141163769 Missense_Mutation SNP G A 5 97 c.2539G>A c.(2539-2541)GCC>ACC p.A847T

Pat_41 Post-Resistance GRK7 131890 37 3 141535653 141535653 Missense_Mutation SNP C T 26 342 c.1423C>T c.(1423-1425)CCT>TCT p.P475S

Pat_41 Post-Resistance XRN1 54464 37 3 142051319 142051319 Missense_Mutation SNP G A 10 84 c.4117C>T c.(4117-4119)CAT>TAT p.H1373Y

Pat_41 Post-Resistance XRN1 54464 37 3 142151675 142151675 Missense_Mutation SNP G A 17 186 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_41 Post-Resistance ATR 545 37 3 142185236 142185236 Missense_Mutation SNP G A 18 246 c.6827C>T c.(6826-6828)ACC>ATC p.T2276I

Pat_41 Post-Resistance ATR 545 37 3 142215363 142215363 Splice_Site SNP C T 17 281 c.5739_splice c.e34-1 p.R1913_splice

Pat_41 Post-Resistance PCOLCE2 26577 37 3 142539878 142539878 Missense_Mutation SNP C T 26 182 c.959G>A c.(958-960)GGC>GAC p.G320D

Pat_41 Post-Resistance SLC9A9 285195 37 3 143185984 143185984 Missense_Mutation SNP G A 13 212 c.1364C>T c.(1363-1365)TCT>TTT p.S455F

Pat_41 Post-Resistance PLOD2 5352 37 3 145788906 145788906 Missense_Mutation SNP G A 4 129 c.1981C>T c.(1981-1983)CGT>TGT p.R661C

Pat_41 Post-Resistance PLOD2 5352 37 3 145789114 145789114 Missense_Mutation SNP C T 22 239 c.1882G>A c.(1882-1884)GAG>AAG p.E628K

Pat_41 Post-Resistance ZIC4 84107 37 3 147113714 147113714 Missense_Mutation SNP G A 27 140 c.613C>T c.(613-615)CCT>TCT p.P205S

Pat_41 Post-Resistance CPA3 1359 37 3 148583288 148583288 Missense_Mutation SNP G A 5 105 c.97G>A c.(97-99)GAT>AAT p.D33N

Pat_41 Post-Resistance HPS3 84343 37 3 148889920 148889920 Missense_Mutation SNP G A 16 197 c.2926G>A c.(2926-2928)GAT>AAT p.D976N

Pat_41 Post-Resistance CP 1356 37 3 148924006 148924006 Missense_Mutation SNP G A 8 204 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_41 Post-Resistance TM4SF4 7104 37 3 149205491 149205491 Missense_Mutation SNP G A 21 110 c.350G>A c.(349-351)GGT>GAT p.G117D

Pat_41 Post-Resistance EIF2A 83939 37 3 150285708 150285708 Missense_Mutation SNP G A 8 206 c.569G>A c.(568-570)GGA>GAA p.G190E

Pat_41 Post-Resistance FAM194A 131831 37 3 150404085 150404085 Missense_Mutation SNP C T 8 164 c.610G>A c.(610-612)GAA>AAA p.E204K

Pat_41 Post-Resistance SIAH2 6478 37 3 150480554 150480554 Missense_Mutation SNP G A 4 21 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_41 Post-Resistance CLRN1 7401 37 3 150645781 150645781 Missense_Mutation SNP G A 17 125 c.641C>T c.(640-642)CCT>CTT p.P214L

Pat_41 Post-Resistance MED12L 116931 37 3 150845669 150845669 Missense_Mutation SNP C T 5 105 c.454C>T c.(454-456)CCA>TCA p.P152S

Pat_41 Post-Resistance MED12L 116931 37 3 150845718 150845718 Missense_Mutation SNP C T 7 116 c.503C>T c.(502-504)TCT>TTT p.S168F

Pat_41 Post-Resistance MED12L 116931 37 3 150911329 150911329 Missense_Mutation SNP G A 11 177 c.2021G>A c.(2020-2022)GGC>GAC p.G674D

Pat_41 Post-Resistance MED12L 116931 37 3 151105767 151105767 Missense_Mutation SNP C T 5 160 c.5153C>T c.(5152-5154)CCC>CTC p.P1718L

Pat_41 Post-Resistance MED12L 116931 37 3 151129190 151129190 Missense_Mutation SNP C T 17 379 c.5930C>T c.(5929-5931)TCC>TTC p.S1977F



Pat_41 Post-Resistance IGSF10 285313 37 3 151161217 151161217 Missense_Mutation SNP C T 5 68 c.5518G>A c.(5518-5520)GCA>ACA p.A1840T

Pat_41 Post-Resistance IGSF10 285313 37 3 151163246 151163246 Missense_Mutation SNP G A 10 280 c.4523C>T c.(4522-4524)TCC>TTC p.S1508F

Pat_41 Post-Resistance IGSF10 285313 37 3 151171274 151171274 Missense_Mutation SNP C T 11 117 c.613G>A c.(613-615)GTC>ATC p.V205I

Pat_41 Post-Resistance PLCH1 23007 37 3 155203205 155203205 Missense_Mutation SNP C T 21 108 c.2938G>A c.(2938-2940)GCT>ACT p.A980T

Pat_41 Post-Resistance PTX3 5806 37 3 157160721 157160721 Missense_Mutation SNP G A 9 66 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_41 Post-Resistance IL12A 3592 37 3 159710853 159710853 Missense_Mutation SNP G A 46 100 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_41 Post-Resistance SMC4 10051 37 3 160120605 160120605 Missense_Mutation SNP G A 23 80 c.460G>A c.(460-462)GAC>AAC p.D154N

Pat_41 Post-Resistance C3orf57 165679 37 3 161064020 161064020 Missense_Mutation SNP C T 83 17 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_41 Post-Resistance SI 6476 37 3 164792327 164792327 Missense_Mutation SNP G A 11 31 c.247C>T c.(247-249)CCA>TCA p.P83S

Pat_41 Post-Resistance MECOM 2122 37 3 168833693 168833693 Missense_Mutation SNP C T 11 93 c.1403G>A c.(1402-1404)GGA>GAA p.G468E

Pat_41 Post-Resistance SLC7A14 57709 37 3 170198641 170198641 Missense_Mutation SNP G A 12 75 c.1430C>T c.(1429-1431)GCC>GTC p.A477V

Pat_41 Post-Resistance TNIK 23043 37 3 170846532 170846532 Missense_Mutation SNP G A 6 97 c.1744C>T c.(1744-1746)CCC>TCC p.P582S

Pat_41 Post-Resistance NLGN1 22871 37 3 173525539 173525539 Missense_Mutation SNP C T 28 99 c.563C>T c.(562-564)ACT>ATT p.T188I

Pat_41 Post-Resistance TBL1XR1 79718 37 3 176769495 176769495 Missense_Mutation SNP C T 9 35 c.224G>A c.(223-225)GGT>GAT p.G75D

Pat_41 Post-Resistance MRPL47 57129 37 3 179322315 179322315 Missense_Mutation SNP C T 22 130 c.98G>A c.(97-99)GGG>GAG p.G33E

Pat_41 Post-Resistance NDUFB5 4711 37 3 179336299 179336299 Missense_Mutation SNP G A 9 44 c.439G>A c.(439-441)GCT>ACT p.A147T

Pat_41 Post-Resistance FXR1 8087 37 3 180685964 180685964 Missense_Mutation SNP C T 18 87 c.1324C>T c.(1324-1326)CCA>TCA p.P442S

Pat_41 Post-Resistance KLHL24 54800 37 3 183368160 183368160 Missense_Mutation SNP G A 4 63 c.16G>A c.(16-18)GGA>AGA p.G6R

Pat_41 Post-Resistance DVL3 1857 37 3 183882109 183882109 Missense_Mutation SNP C T 13 115 c.286C>T c.(286-288)CCA>TCA p.P96S

Pat_41 Post-Resistance FAM131A 131408 37 3 184059806 184059806 Missense_Mutation SNP C T 17 144 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_41 Post-Resistance FAM131A 131408 37 3 184062559 184062559 Missense_Mutation SNP C T 14 102 c.809C>T c.(808-810)GCC>GTC p.A270V

Pat_41 Post-Resistance CLCN2 1181 37 3 184076859 184076859 Missense_Mutation SNP G A 6 41 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_41 Post-Resistance EPHB3 2049 37 3 184297322 184297322 Missense_Mutation SNP C T 16 54 c.1859C>T c.(1858-1860)GCT>GTT p.A620V

Pat_41 Post-Resistance MAP3K13 9175 37 3 185167687 185167687 Splice_Site SNP G A 32 217 c.1011_splice c.e7-1 p.W337_splice

Pat_41 Post-Resistance DGKG 1608 37 3 185993402 185993402 Missense_Mutation SNP G A 19 51 c.844C>T c.(844-846)CCA>TCA p.P282S

Pat_41 Post-Resistance FETUB 26998 37 3 186360306 186360306 Missense_Mutation SNP G A 5 91 c.383G>A c.(382-384)AGA>AAA p.R128K

Pat_41 Post-Resistance EIF4A2 1974 37 3 186502795 186502795 Missense_Mutation SNP G A 8 213 c.253G>A c.(253-255)GCC>ACC p.A85T

Pat_41 Post-Resistance CLDN1 9076 37 3 190039851 190039851 Missense_Mutation SNP C T 31 80 c.145G>A c.(145-147)GGG>AGG p.G49R

Pat_41 Post-Resistance FGF12 2257 37 3 192125817 192125817 Missense_Mutation SNP G A 8 233 c.196C>T c.(196-198)CCA>TCA p.P66S

Pat_41 Post-Resistance ATP13A4 84239 37 3 193210705 193210705 Splice_Site SNP C T 27 163 c.533_splice c.e5+1 p.R178_splice

Pat_41 Post-Resistance GP5 2814 37 3 194118947 194118947 Missense_Mutation SNP G A 5 41 c.65C>T c.(64-66)CCG>CTG p.P22L

Pat_41 Post-Resistance ATP13A3 79572 37 3 194162080 194162080 Missense_Mutation SNP C T 14 210 c.1670G>A c.(1669-1671)GGT>GAT p.G557D

Pat_41 Post-Resistance MUC20 200958 37 3 195452822 195452822 Missense_Mutation SNP G A 4 90 c.835G>A c.(835-837)GTG>ATG p.V279M

Pat_41 Post-Resistance TFRC 7037 37 3 195778890 195778890 Missense_Mutation SNP C T 10 95 c.2206G>A c.(2206-2208)GCT>ACT p.A736T

Pat_41 Post-Resistance RNF168 165918 37 3 196210677 196210677 Missense_Mutation SNP C T 15 233 c.644G>A c.(643-645)AGT>AAT p.S215N

Pat_41 Post-Resistance LRRC33 375387 37 3 196387643 196387643 Missense_Mutation SNP G A 9 128 c.1129G>A c.(1129-1131)GCG>ACG p.A377T

Pat_41 Post-Resistance LRRC33 375387 37 3 196388160 196388160 Missense_Mutation SNP C T 20 101 c.1646C>T c.(1645-1647)ACC>ATC p.T549I

Pat_41 Post-Resistance LRRC33 375387 37 3 196388457 196388457 Missense_Mutation SNP T C 15 177 c.1943T>C c.(1942-1944)CTG>CCG p.L648P

Pat_41 Post-Resistance SENP5 205564 37 3 196612242 196612242 Missense_Mutation SNP C T 8 76 c.190C>T c.(190-192)CTT>TTT p.L64F

Pat_41 Post-Resistance SENP5 205564 37 3 196613553 196613553 Missense_Mutation SNP G A 9 92 c.1501G>A c.(1501-1503)GTC>ATC p.V501I

Pat_41 Post-Resistance KIAA0226 9711 37 3 197402064 197402064 Missense_Mutation SNP C T 8 89 c.2744G>A c.(2743-2745)TGT>TAT p.C915Y

Pat_41 Post-Resistance KIAA0226 9711 37 3 197408178 197408178 Missense_Mutation SNP T C 18 249 c.2252A>G c.(2251-2253)CAC>CGC p.H751R

Pat_41 Post-Resistance KIAA0226 9711 37 3 197409434 197409434 Missense_Mutation SNP G A 6 162 c.2033C>T c.(2032-2034)GCT>GTT p.A678V

Pat_41 Post-Resistance LRCH3 84859 37 3 197562680 197562680 Missense_Mutation SNP G A 25 386 c.1238G>A c.(1237-1239)CGA>CAA p.R413Q

Pat_41 Post-Resistance ZNF595 152687 37 4 86829 86829 Missense_Mutation SNP C T 15 199 c.1435C>T c.(1435-1437)CCC>TCC p.P479S

Pat_41 Post-Resistance ZNF141 7700 37 4 367245 367245 Missense_Mutation SNP C A 8 331 c.1019C>A c.(1018-1020)ACA>AAA p.T340K

Pat_41 Post-Resistance ABCA11P 79963 37 4 420613 420613 Missense_Mutation SNP G A 11 125 c.293C>T c.(292-294)ACT>ATT p.T98I



Pat_41 Post-Resistance ZNF721 170960 37 4 437330 437330 Missense_Mutation SNP A T 9 374 c.926T>A c.(925-927)GTA>GAA p.V309E

Pat_41 Post-Resistance PIGG 54872 37 4 514955 514955 Missense_Mutation SNP C T 8 112 c.1225C>T c.(1225-1227)CTC>TTC p.L409F

Pat_41 Post-Resistance PIGG 54872 37 4 524535 524535 Splice_Site SNP G A 10 215 c.2571_splice c.e11+1 p.Q857_splice

Pat_41 Post-Resistance MFSD7 84179 37 4 678282 678282 Missense_Mutation SNP C T 8 134 c.833G>A c.(832-834)GGC>GAC p.G278D

Pat_41 Post-Resistance GAK 2580 37 4 871402 871402 Splice_Site SNP C T 11 92 c.1856_splice c.e16+1 p.R619_splice

Pat_41 Post-Resistance DGKQ 1609 37 4 956927 956927 Missense_Mutation SNP C T 3 12 c.1886G>A c.(1885-1887)GGG>GAG p.G629E

Pat_41 Post-Resistance SLC26A1 10861 37 4 982930 982930 Missense_Mutation SNP C A 6 8 c.1797G>T c.(1795-1797)AGG>AGT p.R599S

Pat_41 Post-Resistance LETM1 3954 37 4 1843078 1843078 Missense_Mutation SNP C T 4 54 c.590G>A c.(589-591)AGG>AAG p.R197K

Pat_41 Post-Resistance POLN 353497 37 4 2082718 2082718 Missense_Mutation SNP G A 13 355 c.2354C>T c.(2353-2355)ACT>ATT p.T785I

Pat_41 Post-Resistance HAUS3 79441 37 4 2242433 2242433 Missense_Mutation SNP G A 9 186 c.241C>T c.(241-243)CTT>TTT p.L81F

Pat_41 Post-Resistance ADD1 118 37 4 2930165 2930165 Missense_Mutation SNP C T 9 248 c.2129C>T c.(2128-2130)TCT>TTT p.S710F

Pat_41 Post-Resistance HTT 3064 37 4 3123027 3123027 Nonsense_Mutation SNP C T 8 214 c.1147C>T c.(1147-1149)CAG>TAG p.Q383*

Pat_41 Post-Resistance HTT 3064 37 4 3123111 3123111 Missense_Mutation SNP G A 13 140 c.1231G>A c.(1231-1233)GAG>AAG p.E411K

Pat_41 Post-Resistance HTT 3064 37 4 3137689 3137689 Missense_Mutation SNP A G 4 128 c.2698A>G c.(2698-2700)ACA>GCA p.T900A

Pat_41 Post-Resistance HTT 3064 37 4 3189471 3189471 Missense_Mutation SNP C T 7 213 c.5089C>T c.(5089-5091)CGT>TGT p.R1697C

Pat_41 Post-Resistance HTT 3064 37 4 3221987 3221987 Nonsense_Mutation SNP C T 20 187 c.7327C>T c.(7327-7329)CAG>TAG p.Q2443*

Pat_41 Post-Resistance HTT 3064 37 4 3225190 3225190 Missense_Mutation SNP G A 7 144 c.7534G>A c.(7534-7536)GTG>ATG p.V2512M

Pat_41 Post-Resistance DOK7 285489 37 4 3495224 3495224 Missense_Mutation SNP C T 7 29 c.1511C>T c.(1510-1512)CCT>CTT p.P504L

Pat_41 Post-Resistance OTOP1 133060 37 4 4214714 4214714 Missense_Mutation SNP C T 12 172 c.421G>A c.(421-423)GCA>ACA p.A141T

Pat_41 Post-Resistance ZBTB49 166793 37 4 4304317 4304317 Missense_Mutation SNP G A 40 385 c.754G>A c.(754-756)GTA>ATA p.V252I

Pat_41 Post-Resistance ZBTB49 166793 37 4 4317446 4317446 Splice_Site SNP G A 6 61 c.1459_splice c.e6+1 p.G487_splice

Pat_41 Post-Resistance CYTL1 54360 37 4 5018664 5018664 Missense_Mutation SNP C T 7 498 c.226G>A c.(226-228)GAC>AAC p.D76N

Pat_41 Post-Resistance EVC2 132884 37 4 5624502 5624502 Nonsense_Mutation SNP G A 4 83 c.2263C>T c.(2263-2265)CAG>TAG p.Q755*

Pat_41 Post-Resistance EVC 2121 37 4 5754687 5754687 Missense_Mutation SNP C T 4 41 c.1223C>T c.(1222-1224)GCT>GTT p.A408V

Pat_41 Post-Resistance EVC 2121 37 4 5798859 5798859 Missense_Mutation SNP G A 7 139 c.1997G>A c.(1996-1998)GGG>GAG p.G666E

Pat_41 Post-Resistance MAN2B2 23324 37 4 6598927 6598927 Missense_Mutation SNP G A 11 211 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_41 Post-Resistance KIAA0232 9778 37 4 6863389 6863389 Missense_Mutation SNP G A 37 172 c.1280G>A c.(1279-1281)AGA>AAA p.R427K

Pat_41 Post-Resistance KIAA0232 9778 37 4 6863529 6863529 Missense_Mutation SNP C T 13 186 c.1420C>T c.(1420-1422)CCT>TCT p.P474S

Pat_41 Post-Resistance CCDC96 257236 37 4 7043644 7043644 Missense_Mutation SNP G A 23 283 c.1022C>T c.(1021-1023)GCC>GTC p.A341V

Pat_41 Post-Resistance SH3TC1 54436 37 4 8220014 8220014 Missense_Mutation SNP C T 10 74 c.856C>T c.(856-858)CCC>TCC p.P286S

Pat_41 Post-Resistance HS3ST1 9957 37 4 11400774 11400774 Missense_Mutation SNP G A 35 327 c.856C>T c.(856-858)CAC>TAC p.H286Y

Pat_41 Post-Resistance HS3ST1 9957 37 4 11401460 11401460 Missense_Mutation SNP G A 6 47 c.170C>T c.(169-171)ACC>ATC p.T57I

Pat_41 Post-Resistance RAB28 9364 37 4 13383114 13383114 Splice_Site SNP C T 7 140 c.495_splice c.e5+1 p.S165_splice

Pat_41 Post-Resistance BOD1L 259282 37 4 13604302 13604302 Missense_Mutation SNP C T 17 150 c.4222G>A c.(4222-4224)GAC>AAC p.D1408N

Pat_41 Post-Resistance BOD1L 259282 37 4 13617083 13617083 Missense_Mutation SNP C T 12 148 c.412G>A c.(412-414)GTT>ATT p.V138I

Pat_41 Post-Resistance CC2D2A 57545 37 4 15587859 15587859 Missense_Mutation SNP G A 27 451 c.4055G>A c.(4054-4056)AGC>AAC p.S1352N

Pat_41 Post-Resistance MED28 80306 37 4 17616332 17616332 Missense_Mutation SNP G A 5 39 c.55G>A c.(55-57)GCC>ACC p.A19T

Pat_41 Post-Resistance NCAPG 64151 37 4 17841784 17841784 Missense_Mutation SNP G A 16 178 c.2719G>A c.(2719-2721)GCA>ACA p.A907T

Pat_41 Post-Resistance SLIT2 9353 37 4 20569002 20569002 Missense_Mutation SNP G A 22 267 c.2843G>A c.(2842-2844)GGT>GAT p.G948D

Pat_41 Post-Resistance GPR125 166647 37 4 22390103 22390103 Missense_Mutation SNP C T 8 142 c.3191G>A c.(3190-3192)GGA>GAA p.G1064E

Pat_41 Post-Resistance GPR125 166647 37 4 22394222 22394222 Missense_Mutation SNP G A 12 140 c.2573C>T c.(2572-2574)GCT>GTT p.A858V

Pat_41 Post-Resistance PPARGC1A 10891 37 4 23833375 23833375 Splice_Site SNP C T 14 180 c.235_splice c.e3-1 p.K79_splice

Pat_41 Post-Resistance LGI2 55203 37 4 25005407 25005407 Missense_Mutation SNP G A 47 610 c.1304C>T c.(1303-1305)TCC>TTC p.S435F

Pat_41 Post-Resistance PCDH7 5099 37 4 30725308 30725308 Missense_Mutation SNP C T 24 211 c.2264C>T c.(2263-2265)CCT>CTT p.P755L

Pat_41 Post-Resistance PCDH7 5099 37 4 30921959 30921959 Missense_Mutation SNP G A 14 171 c.3359G>A c.(3358-3360)GGC>GAC p.G1120D

Pat_41 Post-Resistance PCDH7 5099 37 4 31144257 31144257 Missense_Mutation SNP G A 6 149 c.3530G>A c.(3529-3531)AGC>AAC p.S1177N

Pat_41 Post-Resistance TBC1D1 23216 37 4 38046089 38046089 Missense_Mutation SNP C T 9 144 c.1520C>T c.(1519-1521)TCT>TTT p.S507F



Pat_41 Post-Resistance TLR10 81793 37 4 38776620 38776620 Missense_Mutation SNP G A 6 165 c.592C>T c.(592-594)CCA>TCA p.P198S

Pat_41 Post-Resistance FAM114A1 92689 37 4 38880025 38880025 Missense_Mutation SNP C T 8 220 c.326C>T c.(325-327)CCC>CTC p.P109L

Pat_41 Post-Resistance KLHL5 51088 37 4 39109203 39109203 Missense_Mutation SNP G A 11 219 c.1678G>A c.(1678-1680)GAA>AAA p.E560K

Pat_41 Post-Resistance WDR19 57728 37 4 39184184 39184184 Splice_Site SNP G A 7 68 c.6_splice c.e1+1 p.K2_splice

Pat_41 Post-Resistance WDR19 57728 37 4 39217532 39217532 Missense_Mutation SNP G A 9 113 c.1033G>A c.(1033-1035)GTT>ATT p.V345I

Pat_41 Post-Resistance WDR19 57728 37 4 39233548 39233548 Missense_Mutation SNP G A 26 345 c.2114G>A c.(2113-2115)GGC>GAC p.G705D

Pat_41 Post-Resistance WDR19 57728 37 4 39269615 39269615 Missense_Mutation SNP G A 7 26 c.3262G>A c.(3262-3264)GAT>AAT p.D1088N

Pat_41 Post-Resistance RFC1 5981 37 4 39306496 39306496 Missense_Mutation SNP C T 113 642 c.2051G>A c.(2050-2052)AGC>AAC p.S684N

Pat_41 Post-Resistance UGDH 7358 37 4 39512134 39512134 Missense_Mutation SNP C T 31 125 c.502G>A c.(502-504)GCC>ACC p.A168T

Pat_41 Post-Resistance LIMCH1 22998 37 4 41664924 41664924 Missense_Mutation SNP G A 4 112 c.2059G>A c.(2059-2061)GAT>AAT p.D687N

Pat_41 Post-Resistance LIMCH1 22998 37 4 41684416 41684416 Missense_Mutation SNP G C 53 62 c.2632G>C c.(2632-2634)GGA>CGA p.G878R

Pat_41 Post-Resistance SLC30A9 10463 37 4 41992727 41992727 Missense_Mutation SNP G A 3 37 c.59G>A c.(58-60)CGG>CAG p.R20Q

Pat_41 Post-Resistance SHISA3 152573 37 4 42403227 42403227 Missense_Mutation SNP C T 18 230 c.476C>T c.(475-477)TCC>TTC p.S159F

Pat_41 Post-Resistance GABRG1 2565 37 4 46043100 46043100 Missense_Mutation SNP G A 10 139 c.1303C>T c.(1303-1305)CGC>TGC p.R435C

Pat_41 Post-Resistance GABRG1 2565 37 4 46060350 46060350 Missense_Mutation SNP C T 5 96 c.800G>A c.(799-801)AGC>AAC p.S267N

Pat_41 Post-Resistance ATP10D 57205 37 4 47538510 47538510 Missense_Mutation SNP C T 80 334 c.1072C>T c.(1072-1074)CCT>TCT p.P358S

Pat_41 Post-Resistance ATP10D 57205 37 4 47560009 47560009 Missense_Mutation SNP C T 6 65 c.2153C>T c.(2152-2154)GCC>GTC p.A718V

Pat_41 Post-Resistance NFXL1 152518 37 4 47850221 47850221 Missense_Mutation SNP C T 26 247 c.2695G>A c.(2695-2697)GTT>ATT p.V899I

Pat_41 Post-Resistance NIPAL1 152519 37 4 48027108 48027108 Missense_Mutation SNP C T 15 194 c.70C>T c.(70-72)CCA>TCA p.P24S

Pat_41 Post-Resistance NIPAL1 152519 37 4 48037013 48037013 Missense_Mutation SNP G A 12 181 c.577G>A c.(577-579)GAA>AAA p.E193K

Pat_41 Post-Resistance FRYL 285527 37 4 48503750 48503750 Missense_Mutation SNP C T 15 269 c.8482G>A c.(8482-8484)GAA>AAA p.E2828K

Pat_41 Post-Resistance FRYL 285527 37 4 48523199 48523199 Missense_Mutation SNP G A 5 112 c.7555C>T c.(7555-7557)CCA>TCA p.P2519S

Pat_41 Post-Resistance FRYL 285527 37 4 48537729 48537729 Missense_Mutation SNP T C 14 151 c.6509A>G c.(6508-6510)TAC>TGC p.Y2170C

Pat_41 Post-Resistance OCIAD1 54940 37 4 48859335 48859335 Missense_Mutation SNP C T 10 146 c.653C>T c.(652-654)ACT>ATT p.T218I

Pat_41 Post-Resistance CWH43 80157 37 4 49032865 49032865 Missense_Mutation SNP G A 9 108 c.1396G>A c.(1396-1398)GAG>AAG p.E466K

Pat_41 Post-Resistance LRRC66 339977 37 4 52861488 52861488 Missense_Mutation SNP C T 16 170 c.1700G>A c.(1699-1701)GGC>GAC p.G567D

Pat_41 Post-Resistance LRRC66 339977 37 4 52861713 52861713 Missense_Mutation SNP C T 34 137 c.1475G>A c.(1474-1476)GGG>GAG p.G492E

Pat_41 Post-Resistance LNX1 84708 37 4 54344908 54344908 Missense_Mutation SNP G A 5 51 c.1487C>T c.(1486-1488)CCC>CTC p.P496L

Pat_41 Post-Resistance LNX1 84708 37 4 54362405 54362405 Missense_Mutation SNP T C 15 76 c.1135A>G c.(1135-1137)AGC>GGC p.S379G

Pat_41 Post-Resistance PDGFRA 5156 37 4 55127445 55127445 Missense_Mutation SNP G A 51 471 c.233G>A c.(232-234)AGC>AAC p.S78N

Pat_41 Post-Resistance KIAA1211 57482 37 4 57173741 57173741 Missense_Mutation SNP C T 30 104 c.161C>T c.(160-162)CCC>CTC p.P54L

Pat_41 Post-Resistance KIAA1211 57482 37 4 57181769 57181769 Missense_Mutation SNP G A 7 259 c.2101G>A c.(2101-2103)GGC>AGC p.G701S

Pat_41 Post-Resistance KIAA1211 57482 37 4 57193878 57193878 Missense_Mutation SNP G A 50 537 c.3610G>A c.(3610-3612)GAT>AAT p.D1204N

Pat_41 Post-Resistance PPAT 5471 37 4 57267627 57267627 Missense_Mutation SNP G A 14 73 c.755C>T c.(754-756)CCT>CTT p.P252L

Pat_41 Post-Resistance PAICS 10606 37 4 57312960 57312960 Missense_Mutation SNP C T 4 25 c.314C>T c.(313-315)ACT>ATT p.T105I

Pat_41 Post-Resistance C4orf14 84273 37 4 57830661 57830661 Missense_Mutation SNP C T 23 276 c.1796G>A c.(1795-1797)GGA>GAA p.G599E

Pat_41 Post-Resistance UBA6 55236 37 4 68490716 68490716 Missense_Mutation SNP C T 4 108 c.2708G>A c.(2707-2709)GGC>GAC p.G903D

Pat_41 Post-Resistance UGT2B7 7364 37 4 69968562 69968562 Missense_Mutation SNP G A 18 451 c.908G>A c.(907-909)GGT>GAT p.G303D

Pat_41 Post-Resistance STATH 6779 37 4 70866607 70866607 Missense_Mutation SNP C T 28 415 c.130C>T c.(130-132)CCA>TCA p.P44S

Pat_41 Post-Resistance MUC7 4589 37 4 71347018 71347018 Missense_Mutation SNP C A 10 598 c.557C>A c.(556-558)CCA>CAA p.P186Q

Pat_41 Post-Resistance AMBN 258 37 4 71472004 71472004 Missense_Mutation SNP G A 3 38 c.901G>A c.(901-903)GAC>AAC p.D301N

Pat_41 Post-Resistance ENAM 10117 37 4 71509592 71509592 Missense_Mutation SNP C T 10 90 c.2449C>T c.(2449-2451)CTT>TTT p.L817F

Pat_41 Post-Resistance GRSF1 2926 37 4 71698066 71698066 Missense_Mutation SNP G A 13 192 c.772C>T c.(772-774)CCT>TCT p.P258S

Pat_41 Post-Resistance GC 2638 37 4 72618237 72618237 Missense_Mutation SNP C T 24 84 c.1393G>A c.(1393-1395)GAG>AAG p.E465K

Pat_41 Post-Resistance ADAMTS3 9508 37 4 73433114 73433114 Missense_Mutation SNP C T 8 91 c.74G>A c.(73-75)GGT>GAT p.G25D

Pat_41 Post-Resistance ANKRD17 26057 37 4 73956714 73956714 Missense_Mutation SNP G A 30 228 c.6631C>T c.(6631-6633)CCT>TCT p.P2211S

Pat_41 Post-Resistance EREG 2069 37 4 75246757 75246757 Missense_Mutation SNP G A 26 295 c.181G>A c.(181-183)GCT>ACT p.A61T



Pat_41 Post-Resistance USO1 8615 37 4 76714968 76714968 Missense_Mutation SNP G A 8 131 c.1366G>A c.(1366-1368)GAA>AAA p.E456K

Pat_41 Post-Resistance USO1 8615 37 4 76733470 76733470 Missense_Mutation SNP C T 4 20 c.2741C>T c.(2740-2742)GCC>GTC p.A914V

Pat_41 Post-Resistance PPEF2 5470 37 4 76797517 76797517 Missense_Mutation SNP C T 8 47 c.1243G>A c.(1243-1245)GAG>AAG p.E415K

Pat_41 Post-Resistance SDAD1 55153 37 4 76882236 76882236 Missense_Mutation SNP G A 13 224 c.1301C>T c.(1300-1302)ACT>ATT p.T434I

Pat_41 Post-Resistance SDAD1 55153 37 4 76903090 76903090 Missense_Mutation SNP G A 23 108 c.191C>T c.(190-192)GCA>GTA p.A64V

Pat_41 Post-Resistance STBD1 8987 37 4 77231062 77231062 Missense_Mutation SNP G A 13 171 c.986G>A c.(985-987)GGG>GAG p.G329E

Pat_41 Post-Resistance FRAS1 80144 37 4 79202565 79202565 Missense_Mutation SNP C T 4 46 c.1085C>T c.(1084-1086)GCT>GTT p.A362V

Pat_41 Post-Resistance FRAS1 80144 37 4 79240129 79240129 Missense_Mutation SNP G A 12 403 c.2126G>A c.(2125-2127)GGC>GAC p.G709D

Pat_41 Post-Resistance BMP2K 55589 37 4 79763592 79763592 Missense_Mutation SNP C T 7 156 c.457C>T c.(457-459)CCA>TCA p.P153S

Pat_41 Post-Resistance BMP2K 55589 37 4 79786842 79786842 Missense_Mutation SNP C T 16 266 c.1199C>T c.(1198-1200)GCT>GTT p.A400V

Pat_41 Post-Resistance NAA11 84779 37 4 80246532 80246532 Missense_Mutation SNP C T 12 35 c.500G>A c.(499-501)GGC>GAC p.G167D

Pat_41 Post-Resistance GK2 2712 37 4 80327742 80327742 Missense_Mutation SNP C T 7 81 c.1613G>A c.(1612-1614)AGT>AAT p.S538N

Pat_41 Post-Resistance SEC31A 22872 37 4 83800048 83800048 Missense_Mutation SNP C T 10 73 c.237G>A c.(235-237)ATG>ATA p.M79I

Pat_41 Post-Resistance FAM175A 84142 37 4 84383770 84383770 Missense_Mutation SNP C T 37 390 c.1082G>A c.(1081-1083)CGG>CAG p.R361Q

Pat_41 Post-Resistance WDFY3 23001 37 4 85598446 85598446 Missense_Mutation SNP C T 7 97 c.10363G>A c.(10363-10365)GAA>AAA p.E3455K

Pat_41 Post-Resistance WDFY3 23001 37 4 85612927 85612927 Missense_Mutation SNP G A 5 27 c.9061C>T c.(9061-9063)CCT>TCT p.P3021S

Pat_41 Post-Resistance WDFY3 23001 37 4 85630100 85630100 Missense_Mutation SNP G A 14 177 c.8179C>T c.(8179-8181)CCT>TCT p.P2727S

Pat_41 Post-Resistance WDFY3 23001 37 4 85687151 85687151 Missense_Mutation SNP C T 30 339 c.5000G>A c.(4999-5001)GGT>GAT p.G1667D

Pat_41 Post-Resistance WDFY3 23001 37 4 85715759 85715759 Nonsense_Mutation SNP G A 37 520 c.3400C>T c.(3400-3402)CAA>TAA p.Q1134*

Pat_41 Post-Resistance WDFY3 23001 37 4 85729487 85729487 Missense_Mutation SNP C T 21 268 c.2429G>A c.(2428-2430)AGG>AAG p.R810K

Pat_41 Post-Resistance AFF1 4299 37 4 87968735 87968735 Nonsense_Mutation SNP C T 15 188 c.1027C>T c.(1027-1029)CAG>TAG p.Q343*

Pat_41 Post-Resistance AFF1 4299 37 4 88036399 88036399 Missense_Mutation SNP G A 3 18 c.2393G>A c.(2392-2394)AGC>AAC p.S798N

Pat_41 Post-Resistance AFF1 4299 37 4 88048794 88048794 Splice_Site SNP G A 10 133 c.2883_splice c.e15-1 p.K961_splice

Pat_41 Post-Resistance HSD17B13 345275 37 4 88235098 88235098 Missense_Mutation SNP G A 17 166 c.572C>T c.(571-573)GCC>GTC p.A191V

Pat_41 Post-Resistance HSD17B11 51170 37 4 88261676 88261676 Missense_Mutation SNP G A 5 57 c.778C>T c.(778-780)CCA>TCA p.P260S

Pat_41 Post-Resistance HSD17B11 51170 37 4 88293907 88293907 Missense_Mutation SNP C T 8 239 c.511G>A c.(511-513)GCT>ACT p.A171T

Pat_41 Post-Resistance DMP1 1758 37 4 88584093 88584093 Missense_Mutation SNP G A 43 449 c.1163G>A c.(1162-1164)AGC>AAC p.S388N

Pat_41 Post-Resistance MEPE 56955 37 4 88767513 88767513 Missense_Mutation SNP C T 23 430 c.1493C>T c.(1492-1494)TCC>TTC p.S498F

Pat_41 Post-Resistance HERC6 55008 37 4 89363442 89363442 Missense_Mutation SNP G A 9 57 c.2899G>A c.(2899-2901)GTA>ATA p.V967I

Pat_41 Post-Resistance HERC5 51191 37 4 89407357 89407357 Missense_Mutation SNP G A 43 253 c.1829G>A c.(1828-1830)AGG>AAG p.R610K

Pat_41 Post-Resistance TIGD2 166815 37 4 90034868 90034868 Missense_Mutation SNP C T 4 125 c.743C>T c.(742-744)ACA>ATA p.T248I

Pat_41 Post-Resistance SMARCAD1 56916 37 4 95173991 95173991 Missense_Mutation SNP G A 11 142 c.1114G>A c.(1114-1116)GAG>AAG p.E372K

Pat_41 Post-Resistance ADH7 131 37 4 100341758 100341758 Missense_Mutation SNP C T 4 124 c.793G>A c.(793-795)GTG>ATG p.V265M

Pat_41 Post-Resistance PPP3CA 5530 37 4 101953423 101953423 Splice_Site SNP C T 5 76 c.1339_splice c.e12+1 p.A447_splice

Pat_41 Post-Resistance BANK1 55024 37 4 102783822 102783822 Splice_Site SNP G A 4 66 c.763_splice c.e4+1 p.E255_splice

Pat_41 Post-Resistance BANK1 55024 37 4 102981511 102981511 Nonsense_Mutation SNP C T 15 188 c.2113C>T c.(2113-2115)CAG>TAG p.Q705*

Pat_41 Post-Resistance NFKB1 4790 37 4 103534660 103534660 Missense_Mutation SNP G A 7 91 c.2668G>A c.(2668-2670)GCA>ACA p.A890T

Pat_41 Post-Resistance NFKB1 4790 37 4 103537695 103537695 Missense_Mutation SNP C T 8 118 c.2851C>T c.(2851-2853)CTC>TTC p.L951F

Pat_41 Post-Resistance INTS12 57117 37 4 106621110 106621110 Missense_Mutation SNP C T 19 359 c.53G>A c.(52-54)GGT>GAT p.G18D

Pat_41 Post-Resistance GSTCD 79807 37 4 106647965 106647965 Missense_Mutation SNP G A 20 242 c.1124G>A c.(1123-1125)AGA>AAA p.R375K

Pat_41 Post-Resistance PAPSS1 9061 37 4 108574760 108574760 Nonsense_Mutation SNP C T 8 119 c.1124G>A c.(1123-1125)TGG>TAG p.W375*

Pat_41 Post-Resistance GAR1 54433 37 4 110737478 110737478 Missense_Mutation SNP G A 26 142 c.158G>A c.(157-159)GGT>GAT p.G53D

Pat_41 Post-Resistance ENPEP 2028 37 4 111463931 111463931 Missense_Mutation SNP C T 17 206 c.1832C>T c.(1831-1833)CCT>CTT p.P611L

Pat_41 Post-Resistance C4orf21 55345 37 4 113508775 113508775 Nonsense_Mutation SNP C T 4 97 c.3438G>A c.(3436-3438)TGG>TGA p.W1146*

Pat_41 Post-Resistance C4orf21 55345 37 4 113539521 113539521 Nonsense_Mutation SNP C T 15 295 c.1677G>A c.(1675-1677)TGG>TGA p.W559*

Pat_41 Post-Resistance LARP7 51574 37 4 113567786 113567786 Missense_Mutation SNP G A 3 25 c.346G>A c.(346-348)GGG>AGG p.G116R

Pat_41 Post-Resistance LARP7 51574 37 4 113575292 113575292 Missense_Mutation SNP G A 7 163 c.1645G>A c.(1645-1647)GAA>AAA p.E549K



Pat_41 Post-Resistance ANK2 287 37 4 114274530 114274530 Missense_Mutation SNP G A 8 101 c.4756G>A c.(4756-4758)GGA>AGA p.G1586R

Pat_41 Post-Resistance ANK2 287 37 4 114278005 114278005 Missense_Mutation SNP C T 8 96 c.8231C>T c.(8230-8232)GCT>GTT p.A2744V

Pat_41 Post-Resistance ANK2 287 37 4 114278824 114278824 Missense_Mutation SNP C T 26 268 c.9050C>T c.(9049-9051)CCT>CTT p.P3017L

Pat_41 Post-Resistance CAMK2D 817 37 4 114378559 114378559 Nonsense_Mutation SNP C T 17 417 c.1365G>A c.(1363-1365)TGG>TGA p.W455*

Pat_41 Post-Resistance PRSS12 8492 37 4 119259448 119259448 Missense_Mutation SNP C T 13 154 c.524G>A c.(523-525)GGC>GAC p.G175D

Pat_41 Post-Resistance SEC24D 9871 37 4 119678893 119678893 Missense_Mutation SNP C T 5 65 c.1404G>A c.(1402-1404)ATG>ATA p.M468I

Pat_41 Post-Resistance SEC24D 9871 37 4 119686070 119686070 Missense_Mutation SNP G A 20 90 c.1183C>T c.(1183-1185)CCA>TCA p.P395S

Pat_41 Post-Resistance SEC24D 9871 37 4 119736851 119736851 Missense_Mutation SNP G A 22 60 c.428C>T c.(427-429)CCC>CTC p.P143L

Pat_41 Post-Resistance MYOZ2 51778 37 4 120107252 120107252 Missense_Mutation SNP C T 15 161 c.692C>T c.(691-693)TCC>TTC p.S231F

Pat_41 Post-Resistance PDE5A 8654 37 4 120474796 120474796 Nonsense_Mutation SNP C T 8 114 c.1305G>A c.(1303-1305)TGG>TGA p.W435*

Pat_41 Post-Resistance QRFPR 84109 37 4 122254103 122254103 Missense_Mutation SNP G A 20 116 c.670C>T c.(670-672)CTC>TTC p.L224F

Pat_41 Post-Resistance TRPC3 7222 37 4 122833127 122833127 Missense_Mutation SNP G A 24 305 c.1463C>T c.(1462-1464)CCC>CTC p.P488L

Pat_41 Post-Resistance KIAA1109 84162 37 4 123264711 123264711 Missense_Mutation SNP G A 14 170 c.12499G>A c.(12499-12501)GCA>ACA p.A4167T

Pat_41 Post-Resistance KIAA1109 84162 37 4 123277779 123277779 Missense_Mutation SNP C T 24 314 c.14504C>T c.(14503-14505)GCC>GTC p.A4835V

Pat_41 Post-Resistance ADAD1 132612 37 4 123333760 123333760 Missense_Mutation SNP G A 10 222 c.1045G>A c.(1045-1047)GCA>ACA p.A349T

Pat_41 Post-Resistance SPATA5 166378 37 4 123977570 123977570 Missense_Mutation SNP G A 7 67 c.2108G>A c.(2107-2109)GGT>GAT p.G703D

Pat_41 Post-Resistance ANKRD50 57182 37 4 125631177 125631177 Missense_Mutation SNP T G 5 170 c.490A>C c.(490-492)AAC>CAC p.N164H

Pat_41 Post-Resistance FAT4 79633 37 4 126373138 126373138 Missense_Mutation SNP C T 16 90 c.10967C>T c.(10966-10968)ACC>ATC p.T3656I

Pat_41 Post-Resistance FAT4 79633 37 4 126373635 126373635 Missense_Mutation SNP G A 4 59 c.11464G>A c.(11464-11466)GCT>ACT p.A3822T

Pat_41 Post-Resistance FAT4 79633 37 4 126373893 126373893 Missense_Mutation SNP C T 18 110 c.11722C>T c.(11722-11724)CCT>TCT p.P3908S

Pat_41 Post-Resistance HSPA4L 22824 37 4 128719766 128719766 Missense_Mutation SNP C T 20 185 c.331C>T c.(331-333)CCT>TCT p.P111S

Pat_41 Post-Resistance SCLT1 132320 37 4 129924948 129924948 Missense_Mutation SNP G A 12 480 c.374C>T c.(373-375)GCA>GTA p.A125V

Pat_41 Post-Resistance C4orf49 84709 37 4 140188063 140188063 Missense_Mutation SNP G A 29 334 c.413C>T c.(412-414)GCC>GTC p.A138V

Pat_41 Post-Resistance CLGN 1047 37 4 141317301 141317301 Missense_Mutation SNP G A 23 789 c.943C>T c.(943-945)CTT>TTT p.L315F

Pat_41 Post-Resistance TBC1D9 23158 37 4 141590810 141590810 Missense_Mutation SNP G A 16 203 c.1415C>T c.(1414-1416)CCC>CTC p.P472L

Pat_41 Post-Resistance TBC1D9 23158 37 4 141590867 141590867 Missense_Mutation SNP C T 6 190 c.1358G>A c.(1357-1359)GGC>GAC p.G453D

Pat_41 Post-Resistance INPP4B 8821 37 4 143324156 143324156 Missense_Mutation SNP G A 13 216 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_41 Post-Resistance USP38 84640 37 4 144133521 144133521 Nonsense_Mutation SNP G A 29 246 c.1548G>A c.(1546-1548)TGG>TGA p.W516*

Pat_41 Post-Resistance USP38 84640 37 4 144135257 144135257 Missense_Mutation SNP C T 10 80 c.2128C>T c.(2128-2130)CCA>TCA p.P710S

Pat_41 Post-Resistance HHIP 64399 37 4 145627791 145627791 Missense_Mutation SNP C T 4 65 c.940C>T c.(940-942)CCT>TCT p.P314S

Pat_41 Post-Resistance HHIP 64399 37 4 145628315 145628315 Missense_Mutation SNP G A 16 67 c.1060G>A c.(1060-1062)GGA>AGA p.G354R

Pat_41 Post-Resistance MMAA 166785 37 4 146560602 146560602 Missense_Mutation SNP C T 5 88 c.311C>T c.(310-312)GCC>GTC p.A104V

Pat_41 Post-Resistance ZNF827 152485 37 4 146744579 146744579 Missense_Mutation SNP G A 15 177 c.2378C>T c.(2377-2379)GCT>GTT p.A793V

Pat_41 Post-Resistance TTC29 83894 37 4 147824811 147824811 Nonsense_Mutation SNP C T 5 22 c.471G>A c.(469-471)TGG>TGA p.W157*

Pat_41 Post-Resistance PRMT10 90826 37 4 148582127 148582127 Missense_Mutation SNP G A 32 145 c.1016C>T c.(1015-1017)GCT>GTT p.A339V

Pat_41 Post-Resistance LRBA 987 37 4 151242487 151242487 Missense_Mutation SNP C T 10 106 c.7519G>A c.(7519-7521)GAT>AAT p.D2507N

Pat_41 Post-Resistance LRBA 987 37 4 151773974 151773974 Missense_Mutation SNP C T 11 80 c.2888G>A c.(2887-2889)AGG>AAG p.R963K

Pat_41 Post-Resistance LRBA 987 37 4 151837635 151837635 Missense_Mutation SNP C T 18 59 c.812G>A c.(811-813)GGA>GAA p.G271E

Pat_41 Post-Resistance SH3D19 152503 37 4 152069099 152069099 Missense_Mutation SNP C T 4 70 c.1217G>A c.(1216-1218)GGA>GAA p.G406E

Pat_41 Post-Resistance PET112L 5188 37 4 152638156 152638156 Missense_Mutation SNP G A 44 248 c.512C>T c.(511-513)GCA>GTA p.A171V

Pat_41 Post-Resistance PET112L 5188 37 4 152679997 152679997 Missense_Mutation SNP G A 19 370 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_41 Post-Resistance FHDC1 85462 37 4 153874667 153874667 Missense_Mutation SNP C T 19 178 c.515C>T c.(514-516)GCA>GTA p.A172V

Pat_41 Post-Resistance FHDC1 85462 37 4 153896179 153896179 Missense_Mutation SNP C T 4 37 c.1736C>T c.(1735-1737)GCC>GTC p.A579V

Pat_41 Post-Resistance FHDC1 85462 37 4 153896457 153896457 Missense_Mutation SNP G A 7 37 c.2014G>A c.(2014-2016)GAG>AAG p.E672K

Pat_41 Post-Resistance MND1 84057 37 4 154318389 154318389 Missense_Mutation SNP G A 5 82 c.370G>A c.(370-372)GCA>ACA p.A124T

Pat_41 Post-Resistance KIAA0922 23240 37 4 154555385 154555385 Missense_Mutation SNP G A 25 417 c.4367G>A c.(4366-4368)AGC>AAC p.S1456N

Pat_41 Post-Resistance KIAA0922 23240 37 4 154557691 154557691 Missense_Mutation SNP C T 26 206 c.4793C>T c.(4792-4794)CCA>CTA p.P1598L



Pat_41 Post-Resistance DCHS2 54798 37 4 155254493 155254493 Missense_Mutation SNP C T 26 185 c.1370G>A c.(1369-1371)AGC>AAC p.S457N

Pat_41 Post-Resistance DCHS2 54798 37 4 155305552 155305552 Missense_Mutation SNP C T 12 64 c.202G>A c.(202-204)GAA>AAA p.E68K

Pat_41 Post-Resistance FGB 2244 37 4 155488861 155488861 Missense_Mutation SNP G A 18 216 c.607G>A c.(607-609)GAA>AAA p.E203K

Pat_41 Post-Resistance FGA 2243 37 4 155507724 155507724 Missense_Mutation SNP G A 8 72 c.857C>T c.(856-858)CCC>CTC p.P286L

Pat_41 Post-Resistance FGG 2266 37 4 155528006 155528006 Missense_Mutation SNP T A 9 308 c.980A>T c.(979-981)GAC>GTC p.D327V

Pat_41 Post-Resistance CTSO 1519 37 4 156864349 156864349 Missense_Mutation SNP C T 24 343 c.203G>A c.(202-204)GGA>GAA p.G68E

Pat_41 Post-Resistance GLRB 2743 37 4 158057829 158057829 Missense_Mutation SNP G A 11 139 c.506G>A c.(505-507)GGA>GAA p.G169E

Pat_41 Post-Resistance GRIA2 2891 37 4 158281249 158281249 Missense_Mutation SNP G A 13 149 c.2245G>A c.(2245-2247)GAT>AAT p.D749N

Pat_41 Post-Resistance RXFP1 59350 37 4 159569708 159569708 Missense_Mutation SNP G A 15 68 c.1814G>A c.(1813-1815)AGT>AAT p.S605N

Pat_41 Post-Resistance ETFDH 2110 37 4 159606330 159606330 Missense_Mutation SNP G A 28 269 c.565G>A c.(565-567)GCC>ACC p.A189T

Pat_41 Post-Resistance PPID 5481 37 4 159638217 159638217 Missense_Mutation SNP C T 17 343 c.469G>A c.(469-471)GGA>AGA p.G157R

Pat_41 Post-Resistance C4orf45 152940 37 4 159836345 159836345 Missense_Mutation SNP G A 6 34 c.523C>T c.(523-525)CCG>TCG p.P175S

Pat_41 Post-Resistance RAPGEF2 9693 37 4 160225608 160225608 Missense_Mutation SNP C T 36 261 c.175C>T c.(175-177)CTT>TTT p.L59F

Pat_41 Post-Resistance GK3P 2713 37 4 166200742 166200742 Missense_Mutation SNP C T 20 80 c.56G>A c.(55-57)GGC>GAC p.G19D

Pat_41 Post-Resistance KLHL2 11275 37 4 166235280 166235280 Missense_Mutation SNP G A 34 310 c.1571G>A c.(1570-1572)AGA>AAA p.R524K

Pat_41 Post-Resistance ANXA10 11199 37 4 169049259 169049259 Missense_Mutation SNP C T 5 161 c.43C>T c.(43-45)CCC>TCC p.P15S

Pat_41 Post-Resistance ANXA10 11199 37 4 169105717 169105717 Missense_Mutation SNP G A 7 120 c.791G>A c.(790-792)GGT>GAT p.G264D

Pat_41 Post-Resistance PALLD 23022 37 4 169589448 169589448 Missense_Mutation SNP C T 14 131 c.1016C>T c.(1015-1017)ACA>ATA p.T339I

Pat_41 Post-Resistance SH3RF1 57630 37 4 170042042 170042042 Nonsense_Mutation SNP C T 17 123 c.1445G>A c.(1444-1446)TGG>TAG p.W482*

Pat_41 Post-Resistance GALNTL6 442117 37 4 173803945 173803945 Missense_Mutation SNP C T 9 244 c.928C>T c.(928-930)CCT>TCT p.P310S

Pat_41 Post-Resistance HMGB2 3148 37 4 174254268 174254268 Missense_Mutation SNP C T 12 138 c.248G>A c.(247-249)GGT>GAT p.G83D

Pat_41 Post-Resistance SAP30 8819 37 4 174294545 174294545 Missense_Mutation SNP G A 5 41 c.320G>A c.(319-321)AGG>AAG p.R107K

Pat_41 Post-Resistance HAND2 9464 37 4 174448483 174448483 Missense_Mutation SNP G A 31 154 c.599C>T c.(598-600)ACC>ATC p.T200I

Pat_41 Post-Resistance MORF4 10934 37 4 174537275 174537275 Missense_Mutation SNP G A 7 295 c.520C>T c.(520-522)CAT>TAT p.H174Y

Pat_41 Post-Resistance KIAA1712 80817 37 4 175225510 175225510 Missense_Mutation SNP C T 7 124 c.497C>T c.(496-498)ACC>ATC p.T166I

Pat_41 Post-Resistance GPM6A 2823 37 4 176622841 176622841 Missense_Mutation SNP C T 15 535 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_41 Post-Resistance WDR17 116966 37 4 177098240 177098240 Missense_Mutation SNP C T 12 260 c.3598C>T c.(3598-3600)CCT>TCT p.P1200S

Pat_41 Post-Resistance ODZ3 55714 37 4 183696262 183696262 Missense_Mutation SNP G A 8 118 c.5260G>A c.(5260-5262)GAG>AAG p.E1754K

Pat_41 Post-Resistance IRF2 3660 37 4 185309964 185309964 Missense_Mutation SNP C T 11 114 c.998G>A c.(997-999)AGC>AAC p.S333N

Pat_41 Post-Resistance IRF2 3660 37 4 185339698 185339698 Missense_Mutation SNP G A 14 161 c.352C>T c.(352-354)CCT>TCT p.P118S

Pat_41 Post-Resistance HELT 391723 37 4 185941613 185941613 Missense_Mutation SNP C T 5 32 c.671C>T c.(670-672)TCG>TTG p.S224L

Pat_41 Post-Resistance LRP2BP 55805 37 4 186291963 186291963 Missense_Mutation SNP G A 28 119 c.809C>T c.(808-810)GCT>GTT p.A270V

Pat_41 Post-Resistance UFSP2 55325 37 4 186336886 186336886 Missense_Mutation SNP C T 14 219 c.469G>A c.(469-471)GCT>ACT p.A157T

Pat_41 Post-Resistance SORBS2 8470 37 4 186545621 186545621 Missense_Mutation SNP G A 15 150 c.950C>T c.(949-951)TCC>TTC p.S317F

Pat_41 Post-Resistance FAT1 2195 37 4 187540874 187540874 Missense_Mutation SNP G A 14 140 c.6866C>T c.(6865-6867)GCG>GTG p.A2289V

Pat_41 Post-Resistance FAT1 2195 37 4 187541709 187541709 Missense_Mutation SNP G A 38 382 c.6031C>T c.(6031-6033)CCT>TCT p.P2011S

Pat_41 Post-Resistance FAT1 2195 37 4 187584680 187584680 Missense_Mutation SNP G A 18 145 c.3353C>T c.(3352-3354)CCT>CTT p.P1118L

Pat_41 Post-Resistance SDHA 6389 37 5 230999 230999 Missense_Mutation SNP G A 9 336 c.779G>A c.(778-780)GGG>GAG p.G260E

Pat_41 Post-Resistance AHRR 57491 37 5 424037 424037 Missense_Mutation SNP C T 10 158 c.665C>T c.(664-666)ACC>ATC p.T222I

Pat_41 Post-Resistance AHRR 57491 37 5 434254 434254 Missense_Mutation SNP C T 5 206 c.1465C>T c.(1465-1467)CCC>TCC p.P489S

Pat_41 Post-Resistance SLC9A3 6550 37 5 484708 484708 Missense_Mutation SNP G A 10 104 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_41 Post-Resistance SLC9A3 6550 37 5 492022 492022 Missense_Mutation SNP C T 4 50 c.376G>A c.(376-378)GAC>AAC p.D126N

Pat_41 Post-Resistance CEP72 55722 37 5 644435 644435 Missense_Mutation SNP G A 10 236 c.1561G>A c.(1561-1563)GAT>AAT p.D521N

Pat_41 Post-Resistance TPPP 11076 37 5 665227 665227 Missense_Mutation SNP C T 5 91 c.650G>A c.(649-651)GGG>GAG p.G217E

Pat_41 Post-Resistance TERT 7015 37 5 1278860 1278860 Missense_Mutation SNP C T 22 299 c.2182G>A c.(2182-2184)GTC>ATC p.V728I

Pat_41 Post-Resistance IRX4 50805 37 5 1879867 1879867 Missense_Mutation SNP C T 11 83 c.487G>A c.(487-489)GAG>AAG p.E163K

Pat_41 Post-Resistance IRX2 153572 37 5 2749547 2749547 Missense_Mutation SNP C T 3 21 c.604G>A c.(604-606)GAG>AAG p.E202K



Pat_41 Post-Resistance ADAMTS16 170690 37 5 5190184 5190184 Missense_Mutation SNP C T 24 117 c.1148C>T c.(1147-1149)GCC>GTC p.A383V

Pat_41 Post-Resistance NSUN2 54888 37 5 6607428 6607428 Missense_Mutation SNP G A 25 164 c.1393C>T c.(1393-1395)CCC>TCC p.P465S

Pat_41 Post-Resistance CMBL 134147 37 5 10288642 10288642 Splice_Site SNP C T 8 48 c.216_splice c.e3-1 p.T72_splice

Pat_41 Post-Resistance 6-Mar 10299 37 5 10394222 10394222 Nonsense_Mutation SNP G A 9 96 c.795G>A c.(793-795)TGG>TGA p.W265*

Pat_41 Post-Resistance CTNND2 1501 37 5 10981913 10981913 Missense_Mutation SNP G A 22 392 c.3389C>T c.(3388-3390)GCG>GTG p.A1130V

Pat_41 Post-Resistance TRIO 7204 37 5 14291188 14291188 Missense_Mutation SNP G A 25 141 c.904G>A c.(904-906)GCG>ACG p.A302T

Pat_41 Post-Resistance TRIO 7204 37 5 14480082 14480082 Missense_Mutation SNP C T 7 189 c.6298C>T c.(6298-6300)CCA>TCA p.P2100S

Pat_41 Post-Resistance TRIO 7204 37 5 14482853 14482853 Missense_Mutation SNP C T 15 273 c.6628C>T c.(6628-6630)CCG>TCG p.P2210S

Pat_41 Post-Resistance FAM105A 54491 37 5 14609067 14609067 Missense_Mutation SNP C T 29 194 c.838C>T c.(838-840)CCT>TCT p.P280S

Pat_41 Post-Resistance ANKH 56172 37 5 14758707 14758707 Missense_Mutation SNP G A 11 148 c.314C>T c.(313-315)GCT>GTT p.A105V

Pat_41 Post-Resistance ZNF622 90441 37 5 16465521 16465521 Missense_Mutation SNP T A 5 169 c.254A>T c.(253-255)CAC>CTC p.H85L

Pat_41 Post-Resistance FAM134B 54463 37 5 16475203 16475203 Missense_Mutation SNP C T 14 212 c.1141G>A c.(1141-1143)GAC>AAC p.D381N

Pat_41 Post-Resistance CDH6 1004 37 5 31302272 31302272 Missense_Mutation SNP G A 10 65 c.866G>A c.(865-867)AGA>AAA p.R289K

Pat_41 Post-Resistance ZFR 51663 37 5 32397416 32397416 Missense_Mutation SNP C T 19 177 c.1742G>A c.(1741-1743)CGG>CAG p.R581Q

Pat_41 Post-Resistance ADAMTS12 81792 37 5 33546283 33546283 Missense_Mutation SNP C T 5 47 c.4327G>A c.(4327-4329)GTT>ATT p.V1443I

Pat_41 Post-Resistance ADAMTS12 81792 37 5 33577237 33577237 Missense_Mutation SNP C T 8 256 c.2894G>A c.(2893-2895)CGG>CAG p.R965Q

Pat_41 Post-Resistance TTC23L 153657 37 5 34869071 34869071 Missense_Mutation SNP C T 3 49 c.902C>T c.(901-903)GCG>GTG p.A301V

Pat_41 Post-Resistance AGXT2 64902 37 5 35039589 35039589 Missense_Mutation SNP C T 18 63 c.202G>A c.(202-204)GAA>AAA p.E68K

Pat_41 Post-Resistance PRLR 5618 37 5 35066060 35066060 Missense_Mutation SNP G A 15 91 c.1000C>T c.(1000-1002)CCA>TCA p.P334S

Pat_41 Post-Resistance PRLR 5618 37 5 35066123 35066123 Missense_Mutation SNP C T 9 104 c.937G>A c.(937-939)GAG>AAG p.E313K

Pat_41 Post-Resistance SPEF2 79925 37 5 35793295 35793295 Missense_Mutation SNP C T 8 185 c.4589C>T c.(4588-4590)TCC>TTC p.S1530F

Pat_41 Post-Resistance SLC1A3 6507 37 5 36671250 36671250 Missense_Mutation SNP C T 5 131 c.439C>T c.(439-441)CCT>TCT p.P147S

Pat_41 Post-Resistance NIPBL 25836 37 5 36985800 36985800 Missense_Mutation SNP G A 6 97 c.2518G>A c.(2518-2520)GTT>ATT p.V840I

Pat_41 Post-Resistance NIPBL 25836 37 5 37045695 37045695 Missense_Mutation SNP G A 73 343 c.6494G>A c.(6493-6495)AGC>AAC p.S2165N

Pat_41 Post-Resistance C5orf42 65250 37 5 37187861 37187861 Missense_Mutation SNP C T 7 82 c.3895G>A c.(3895-3897)GCA>ACA p.A1299T

Pat_41 Post-Resistance WDR70 55100 37 5 37438051 37438051 Missense_Mutation SNP C T 17 65 c.520C>T c.(520-522)CAT>TAT p.H174Y

Pat_41 Post-Resistance LIFR 3977 37 5 38484947 38484947 Missense_Mutation SNP G A 5 129 c.2521C>T c.(2521-2523)CTC>TTC p.L841F

Pat_41 Post-Resistance LIFR 3977 37 5 38510653 38510653 Missense_Mutation SNP G A 13 117 c.904C>T c.(904-906)CGT>TGT p.R302C

Pat_41 Post-Resistance RICTOR 253260 37 5 38942952 38942952 Missense_Mutation SNP C T 11 100 c.5035G>A c.(5035-5037)GAT>AAT p.D1679N

Pat_41 Post-Resistance PTGER4 5734 37 5 40691880 40691880 Splice_Site SNP G A 6 146 c.868_splice c.e3-1 p.V290_splice

Pat_41 Post-Resistance OXCT1 5019 37 5 41842795 41842795 Missense_Mutation SNP G A 15 393 c.653C>T c.(652-654)GCA>GTA p.A218V

Pat_41 Post-Resistance ZNF131 7690 37 5 43175095 43175095 Missense_Mutation SNP G A 15 148 c.1732G>A c.(1732-1734)GAG>AAG p.E578K

Pat_41 Post-Resistance HMGCS1 3157 37 5 43294962 43294962 Missense_Mutation SNP C T 8 100 c.907G>A c.(907-909)GAT>AAT p.D303N

Pat_41 Post-Resistance PARP8 79668 37 5 50059055 50059055 Missense_Mutation SNP G A 6 103 c.497G>A c.(496-498)GGG>GAG p.G166E

Pat_41 Post-Resistance PELO 53918 37 5 52096686 52096686 Missense_Mutation SNP C T 8 97 c.458C>T c.(457-459)ACT>ATT p.T153I

Pat_41 Post-Resistance ITGA2 3673 37 5 52340912 52340912 Missense_Mutation SNP G A 7 171 c.377G>A c.(376-378)GGA>GAA p.G126E

Pat_41 Post-Resistance ITGA2 3673 37 5 52358731 52358731 Missense_Mutation SNP G A 4 86 c.1574G>A c.(1573-1575)GGA>GAA p.G525E

Pat_41 Post-Resistance ITGA2 3673 37 5 52367835 52367835 Missense_Mutation SNP G A 4 101 c.2303G>A c.(2302-2304)AGC>AAC p.S768N

Pat_41 Post-Resistance HSPB3 8988 37 5 53751731 53751731 Missense_Mutation SNP C T 4 92 c.112C>T c.(112-114)CCT>TCT p.P38S

Pat_41 Post-Resistance SNX18 112574 37 5 53839089 53839089 Missense_Mutation SNP G A 18 287 c.1702G>A c.(1702-1704)GAT>AAT p.D568N

Pat_41 Post-Resistance DHX29 54505 37 5 54562988 54562988 Missense_Mutation SNP C T 17 187 c.3503G>A c.(3502-3504)AGA>AAA p.R1168K

Pat_41 Post-Resistance DHX29 54505 37 5 54563554 54563554 Missense_Mutation SNP C T 45 359 c.3391G>A c.(3391-3393)GCG>ACG p.A1131T

Pat_41 Post-Resistance DHX29 54505 37 5 54570732 54570732 Missense_Mutation SNP A C 24 290 c.2534T>G c.(2533-2535)ATC>AGC p.I845S

Pat_41 Post-Resistance DHX29 54505 37 5 54593151 54593151 Missense_Mutation SNP C T 8 196 c.337G>A c.(337-339)GGA>AGA p.G113R

Pat_41 Post-Resistance SLC38A9 153129 37 5 54948533 54948533 Missense_Mutation SNP C T 14 78 c.776G>A c.(775-777)GGG>GAG p.G259E

Pat_41 Post-Resistance IL6ST 3572 37 5 55237200 55237200 Missense_Mutation SNP C T 46 314 c.2467G>A c.(2467-2469)GAA>AAA p.E823K

Pat_41 Post-Resistance MAP3K1 4214 37 5 56184123 56184123 Missense_Mutation SNP C T 12 145 c.4328C>T c.(4327-4329)GCT>GTT p.A1443V



Pat_41 Post-Resistance C5orf43 643155 37 5 60455907 60455907 Missense_Mutation SNP G A 14 176 c.92C>T c.(91-93)ACT>ATT p.T31I

Pat_41 Post-Resistance PPWD1 23398 37 5 64867940 64867940 Missense_Mutation SNP G A 9 154 c.796G>A c.(796-798)GAA>AAA p.E266K

Pat_41 Post-Resistance C5orf44 80006 37 5 64933539 64933539 Missense_Mutation SNP G A 3 58 c.232G>A c.(232-234)GAG>AAG p.E78K

Pat_41 Post-Resistance SGTB 54557 37 5 65016567 65016567 Missense_Mutation SNP G A 9 289 c.68C>T c.(67-69)ACT>ATT p.T23I

Pat_41 Post-Resistance ERBB2IP 55914 37 5 65346625 65346625 Missense_Mutation SNP A T 10 199 c.1918A>T c.(1918-1920)ACA>TCA p.T640S

Pat_41 Post-Resistance SFRS12 140890 37 5 65458045 65458045 Missense_Mutation SNP C T 6 171 c.172C>T c.(172-174)CCT>TCT p.P58S

Pat_41 Post-Resistance SFRS12 140890 37 5 65458097 65458097 Missense_Mutation SNP C T 3 41 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_41 Post-Resistance CDK7 1022 37 5 68568800 68568800 Missense_Mutation SNP G A 12 171 c.796G>A c.(796-798)GAC>AAC p.D266N

Pat_41 Post-Resistance RAD17 5884 37 5 68682092 68682092 Missense_Mutation SNP C T 14 171 c.817C>T c.(817-819)CCC>TCC p.P273S

Pat_41 Post-Resistance RAD17 5884 37 5 68689015 68689015 Missense_Mutation SNP T C 13 214 c.1256T>C c.(1255-1257)TTG>TCG p.L419S

Pat_41 Post-Resistance MARVELD2 153562 37 5 68715289 68715289 Missense_Mutation SNP C T 17 63 c.77C>T c.(76-78)ACC>ATC p.T26I

Pat_41 Post-Resistance GTF2H2C 728340 37 5 68875685 68875685 Missense_Mutation SNP C T 7 378 c.751C>T c.(751-753)CGT>TGT p.R251C

Pat_41 Post-Resistance BDP1 55814 37 5 70819765 70819765 Splice_Site SNP G A 22 268 c.5388_splice c.e25-1 p.S1796_splice

Pat_41 Post-Resistance MAP1B 4131 37 5 71495073 71495073 Missense_Mutation SNP C T 5 71 c.5891C>T c.(5890-5892)ACC>ATC p.T1964I

Pat_41 Post-Resistance TNPO1 3842 37 5 72189277 72189277 Missense_Mutation SNP G A 11 91 c.1970G>A c.(1969-1971)AGT>AAT p.S657N

Pat_41 Post-Resistance BTF3 689 37 5 72801044 72801044 Missense_Mutation SNP C T 14 159 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_41 Post-Resistance RGNEF 64283 37 5 73136341 73136341 Missense_Mutation SNP G A 17 134 c.1183G>A c.(1183-1185)GGA>AGA p.G395R

Pat_41 Post-Resistance HMGCR 3156 37 5 74639678 74639678 Missense_Mutation SNP G A 10 143 c.166G>A c.(166-168)GAT>AAT p.D56N

Pat_41 Post-Resistance COL4A3BP 10087 37 5 74677889 74677889 Missense_Mutation SNP G A 4 88 c.1502C>T c.(1501-1503)GCT>GTT p.A501V

Pat_41 Post-Resistance COL4A3BP 10087 37 5 74721224 74721224 Missense_Mutation SNP G A 34 208 c.557C>T c.(556-558)GCT>GTT p.A186V

Pat_41 Post-Resistance POLK 51426 37 5 74842834 74842834 Splice_Site SNP G A 14 222 c.-12_splice c.e2-1

Pat_41 Post-Resistance POLK 51426 37 5 74879196 74879196 Missense_Mutation SNP A G 21 204 c.1013A>G c.(1012-1014)AAT>AGT p.N338S

Pat_41 Post-Resistance IQGAP2 10788 37 5 75906892 75906892 Missense_Mutation SNP C T 10 99 c.1405C>T c.(1405-1407)CCT>TCT p.P469S

Pat_41 Post-Resistance IQGAP2 10788 37 5 75970386 75970386 Missense_Mutation SNP G A 7 80 c.3379G>A c.(3379-3381)GGA>AGA p.G1127R

Pat_41 Post-Resistance F2RL1 2150 37 5 76129178 76129178 Missense_Mutation SNP G A 4 84 c.746G>A c.(745-747)GGG>GAG p.G249E

Pat_41 Post-Resistance AGGF1 55109 37 5 76355529 76355529 Missense_Mutation SNP G A 4 137 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_41 Post-Resistance AP3B1 8546 37 5 77423912 77423912 Missense_Mutation SNP G A 7 183 c.1910C>T c.(1909-1911)TCT>TTT p.S637F

Pat_41 Post-Resistance BHMT 635 37 5 78416243 78416243 Missense_Mutation SNP C T 20 82 c.356C>T c.(355-357)GCA>GTA p.A119V

Pat_41 Post-Resistance CMYA5 202333 37 5 79031151 79031151 Missense_Mutation SNP G A 7 61 c.6563G>A c.(6562-6564)GGA>GAA p.G2188E

Pat_41 Post-Resistance CMYA5 202333 37 5 79032029 79032029 Missense_Mutation SNP G A 9 59 c.7441G>A c.(7441-7443)GCC>ACC p.A2481T

Pat_41 Post-Resistance MTX3 345778 37 5 79279605 79279605 Missense_Mutation SNP G A 12 174 c.841C>T c.(841-843)CTT>TTT p.L281F

Pat_41 Post-Resistance SERINC5 256987 37 5 79473176 79473176 Missense_Mutation SNP C T 14 150 c.418G>A c.(418-420)GGA>AGA p.G140R

Pat_41 Post-Resistance ZFYVE16 9765 37 5 79733583 79733583 Missense_Mutation SNP C T 14 206 c.1079C>T c.(1078-1080)TCC>TTC p.S360F

Pat_41 Post-Resistance ANKRD34B 340120 37 5 79854305 79854305 Missense_Mutation SNP C T 7 47 c.1534G>A c.(1534-1536)GTA>ATA p.V512I

Pat_41 Post-Resistance RASGRF2 5924 37 5 80381703 80381703 Missense_Mutation SNP C T 10 124 c.1244C>T c.(1243-1245)GCC>GTC p.A415V

Pat_41 Post-Resistance ACOT12 134526 37 5 80643708 80643708 Missense_Mutation SNP C T 38 548 c.538G>A c.(538-540)GGC>AGC p.G180S

Pat_41 Post-Resistance SSBP2 23635 37 5 80738527 80738527 Missense_Mutation SNP C T 19 124 c.794G>A c.(793-795)GGT>GAT p.G265D

Pat_41 Post-Resistance ATP6AP1L 92270 37 5 81608459 81608459 Missense_Mutation SNP C T 31 417 c.161C>T c.(160-162)TCC>TTC p.S54F

Pat_41 Post-Resistance VCAN 1462 37 5 82816521 82816521 Missense_Mutation SNP C T 21 157 c.2396C>T c.(2395-2397)ACT>ATT p.T799I

Pat_41 Post-Resistance VCAN 1462 37 5 82834788 82834788 Missense_Mutation SNP C T 7 109 c.5966C>T c.(5965-5967)CCC>CTC p.P1989L

Pat_41 Post-Resistance LYSMD3 116068 37 5 89814746 89814746 Missense_Mutation SNP C T 24 208 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_41 Post-Resistance GPR98 84059 37 5 89938716 89938716 Missense_Mutation SNP C T 39 205 c.2411C>T c.(2410-2412)TCC>TTC p.S804F

Pat_41 Post-Resistance GPR98 84059 37 5 90001249 90001249 Missense_Mutation SNP G A 54 419 c.8419G>A c.(8419-8421)GCT>ACT p.A2807T

Pat_41 Post-Resistance GPR98 84059 37 5 90059198 90059198 Missense_Mutation SNP G A 5 52 c.12197G>A c.(12196-12198)GGA>GAA p.G4066E

Pat_41 Post-Resistance GPR98 84059 37 5 90074707 90074707 Missense_Mutation SNP G C 155 316 c.12875G>C c.(12874-12876)AGT>ACT p.S4292T

Pat_41 Post-Resistance GPR98 84059 37 5 90079082 90079082 Missense_Mutation SNP C T 7 78 c.13373C>T c.(13372-13374)ACC>ATC p.T4458I

Pat_41 Post-Resistance GPR98 84059 37 5 90106705 90106705 Missense_Mutation SNP G A 45 86 c.15628G>A c.(15628-15630)GTA>ATA p.V5210I



Pat_41 Post-Resistance GPR98 84059 37 5 90398082 90398082 Nonsense_Mutation SNP G A 6 65 c.18357G>A c.(18355-18357)TGG>TGA p.W6119*

Pat_41 Post-Resistance C5orf36 285600 37 5 93856004 93856004 Missense_Mutation SNP C T 18 209 c.919G>A c.(919-921)GTT>ATT p.V307I

Pat_41 Post-Resistance ELL2 22936 37 5 95226932 95226932 Missense_Mutation SNP C T 16 140 c.1636G>A c.(1636-1638)GAT>AAT p.D546N

Pat_41 Post-Resistance ELL2 22936 37 5 95234357 95234357 Missense_Mutation SNP G A 7 183 c.1112C>T c.(1111-1113)GCC>GTC p.A371V

Pat_41 Post-Resistance ERAP1 51752 37 5 96139274 96139274 Missense_Mutation SNP G A 14 85 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_41 Post-Resistance LNPEP 4012 37 5 96315082 96315082 Missense_Mutation SNP G A 6 93 c.260G>A c.(259-261)GGC>GAC p.G87D

Pat_41 Post-Resistance CHD1 1105 37 5 98205478 98205478 Missense_Mutation SNP A G 7 55 c.4087T>C c.(4087-4089)TCT>CCT p.S1363P

Pat_41 Post-Resistance CHD1 1105 37 5 98234106 98234106 Missense_Mutation SNP G A 4 92 c.1219C>T c.(1219-1221)CCT>TCT p.P407S

Pat_41 Post-Resistance PPIP5K2 23262 37 5 102508940 102508940 Missense_Mutation SNP C T 25 140 c.2368C>T c.(2368-2370)CTT>TTT p.L790F

Pat_41 Post-Resistance NUDT12 83594 37 5 102894955 102894955 Missense_Mutation SNP C T 7 92 c.421G>A c.(421-423)GCT>ACT p.A141T

Pat_41 Post-Resistance FBXL17 64839 37 5 107700632 107700632 Missense_Mutation SNP G A 18 223 c.1181C>T c.(1180-1182)TCT>TTT p.S394F

Pat_41 Post-Resistance FER 2241 37 5 108168579 108168579 Missense_Mutation SNP G A 24 346 c.316G>A c.(316-318)GAC>AAC p.D106N

Pat_41 Post-Resistance PJA2 9867 37 5 108698712 108698712 Missense_Mutation SNP G A 6 267 c.1481C>T c.(1480-1482)TCC>TTC p.S494F

Pat_41 Post-Resistance PJA2 9867 37 5 108714877 108714877 Missense_Mutation SNP G A 6 221 c.311C>T c.(310-312)ACT>ATT p.T104I

Pat_41 Post-Resistance CAMK4 814 37 5 110560343 110560343 Splice_Site SNP G A 8 18 c.161_splice c.e2+1 p.R54_splice

Pat_41 Post-Resistance APC 324 37 5 112173495 112173495 Missense_Mutation SNP C T 3 56 c.2204C>T c.(2203-2205)GCG>GTG p.A735V

Pat_41 Post-Resistance YTHDC2 64848 37 5 112849752 112849752 Missense_Mutation SNP G A 8 47 c.160G>A c.(160-162)GAG>AAG p.E54K

Pat_41 Post-Resistance KCNN2 3781 37 5 113831790 113831790 Missense_Mutation SNP G A 22 240 c.1651G>A c.(1651-1653)GTC>ATC p.V551I

Pat_41 Post-Resistance PGGT1B 5229 37 5 114572085 114572085 Splice_Site SNP A G 12 253 c.612_splice c.e5+1 p.M204_splice

Pat_41 Post-Resistance PGGT1B 5229 37 5 114572154 114572154 Missense_Mutation SNP C T 19 190 c.545G>A c.(544-546)TGC>TAC p.C182Y

Pat_41 Post-Resistance TMED7-TICAM2 100302736 37 5 114916389 114916389 Missense_Mutation SNP G A 20 119 c.565C>T c.(565-567)CTC>TTC p.L189F

Pat_41 Post-Resistance CDO1 1036 37 5 115151991 115151991 Missense_Mutation SNP G A 16 184 c.104C>T c.(103-105)GCC>GTC p.A35V

Pat_41 Post-Resistance SEMA6A 57556 37 5 115783136 115783136 Missense_Mutation SNP G A 23 263 c.2266C>T c.(2266-2268)CCC>TCC p.P756S

Pat_41 Post-Resistance DTWD2 285605 37 5 118274985 118274985 Missense_Mutation SNP C T 8 75 c.310G>A c.(310-312)GAA>AAA p.E104K

Pat_41 Post-Resistance DMXL1 1657 37 5 118484967 118484967 Missense_Mutation SNP G A 5 87 c.3445G>A c.(3445-3447)GAC>AAC p.D1149N

Pat_41 Post-Resistance DMXL1 1657 37 5 118485163 118485163 Missense_Mutation SNP C T 39 199 c.3641C>T c.(3640-3642)CCT>CTT p.P1214L

Pat_41 Post-Resistance DMXL1 1657 37 5 118582832 118582832 Missense_Mutation SNP G A 17 166 c.9002G>A c.(9001-9003)GGA>GAA p.G3001E

Pat_41 Post-Resistance HSD17B4 3295 37 5 118860969 118860969 Missense_Mutation SNP C T 5 191 c.1562C>T c.(1561-1563)GCT>GTT p.A521V

Pat_41 Post-Resistance PRR16 51334 37 5 120022208 120022208 Missense_Mutation SNP C T 4 74 c.719C>T c.(718-720)CCA>CTA p.P240L

Pat_41 Post-Resistance SNX2 6643 37 5 122131019 122131019 Missense_Mutation SNP C T 16 221 c.167C>T c.(166-168)TCC>TTC p.S56F

Pat_41 Post-Resistance CEP120 153241 37 5 122682380 122682380 Missense_Mutation SNP G A 21 276 c.2794C>T c.(2794-2796)CCC>TCC p.P932S

Pat_41 Post-Resistance CEP120 153241 37 5 122725741 122725741 Missense_Mutation SNP G A 8 144 c.1132C>T c.(1132-1134)CCA>TCA p.P378S

Pat_41 Post-Resistance LMNB1 4001 37 5 126145924 126145924 Missense_Mutation SNP C T 15 206 c.695C>T c.(694-696)TCT>TTT p.S232F

Pat_41 Post-Resistance 3-Mar 115123 37 5 126253836 126253836 Missense_Mutation SNP G A 9 86 c.28C>T c.(28-30)CCC>TCC p.P10S

Pat_41 Post-Resistance PRRC1 133619 37 5 126859233 126859233 Missense_Mutation SNP G A 6 140 c.62G>A c.(61-63)GGG>GAG p.G21E

Pat_41 Post-Resistance SLC12A2 6558 37 5 127520164 127520164 Missense_Mutation SNP G A 12 72 c.3406G>A c.(3406-3408)GAT>AAT p.D1136N

Pat_41 Post-Resistance FBN2 2201 37 5 127710438 127710438 Missense_Mutation SNP C G 20 41 c.1978G>C c.(1978-1980)GAT>CAT p.D660H

Pat_41 Post-Resistance ADAMTS19 171019 37 5 129015481 129015481 Missense_Mutation SNP C T 5 208 c.2513C>T c.(2512-2514)TCT>TTT p.S838F

Pat_41 Post-Resistance ADAMTS19 171019 37 5 129070718 129070718 Missense_Mutation SNP G A 22 222 c.3388G>A c.(3388-3390)GAA>AAA p.E1130K

Pat_41 Post-Resistance CHSY3 337876 37 5 129519976 129519976 Missense_Mutation SNP G A 23 195 c.1141G>A c.(1141-1143)GAC>AAC p.D381N

Pat_41 Post-Resistance CHSY3 337876 37 5 129520694 129520694 Missense_Mutation SNP A G 6 64 c.1859A>G c.(1858-1860)AAA>AGA p.K620R

Pat_41 Post-Resistance CHSY3 337876 37 5 129520885 129520885 Missense_Mutation SNP G A 4 46 c.2050G>A c.(2050-2052)GCA>ACA p.A684T

Pat_41 Post-Resistance RAPGEF6 51735 37 5 130769267 130769267 Missense_Mutation SNP C T 30 161 c.3830G>A c.(3829-3831)AGC>AAC p.S1277N

Pat_41 Post-Resistance FNIP1 96459 37 5 131046307 131046307 Missense_Mutation SNP G A 7 71 c.670C>T c.(670-672)CCG>TCG p.P224S

Pat_41 Post-Resistance IL3 3562 37 5 131398222 131398222 Missense_Mutation SNP C A 35 444 c.298C>A c.(298-300)CTC>ATC p.L100I

Pat_41 Post-Resistance SLC22A5 6584 37 5 131722845 131722845 Splice_Site SNP T C 38 629 c.951_splice c.e5+2 p.E317_splice

Pat_41 Post-Resistance SLC22A5 6584 37 5 131724664 131724664 Missense_Mutation SNP C T 10 202 c.1003C>T c.(1003-1005)CTT>TTT p.L335F



Pat_41 Post-Resistance C5orf56 441108 37 5 131796323 131796323 Missense_Mutation SNP C T 27 261 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_41 Post-Resistance IRF1 3659 37 5 131821384 131821384 Missense_Mutation SNP C T 16 172 c.692G>A c.(691-693)GGG>GAG p.G231E

Pat_41 Post-Resistance IL4 3565 37 5 132009806 132009806 Missense_Mutation SNP G A 13 428 c.64G>A c.(64-66)GTC>ATC p.V22I

Pat_41 Post-Resistance 8-Sep 23176 37 5 132099397 132099397 Splice_Site SNP C T 40 301 c.534_splice c.e4+1 p.K178_splice

Pat_41 Post-Resistance AFF4 27125 37 5 132232233 132232233 Missense_Mutation SNP C T 16 80 c.2089G>A c.(2089-2091)GAA>AAA p.E697K

Pat_41 Post-Resistance FSTL4 23105 37 5 132560976 132560976 Missense_Mutation SNP G A 18 279 c.1178C>T c.(1177-1179)GCC>GTC p.A393V

Pat_41 Post-Resistance FSTL4 23105 37 5 132652206 132652206 Missense_Mutation SNP A C 23 48 c.548T>G c.(547-549)TTC>TGC p.F183C

Pat_41 Post-Resistance CDKL3 51265 37 5 133634380 133634380 Missense_Mutation SNP C T 16 156 c.1741G>A c.(1741-1743)GGG>AGG p.G581R

Pat_41 Post-Resistance PHF15 23338 37 5 133895530 133895530 Missense_Mutation SNP C T 11 73 c.322C>T c.(322-324)CCA>TCA p.P108S

Pat_41 Post-Resistance SEC24A 10802 37 5 134059317 134059317 Missense_Mutation SNP C T 36 223 c.3124C>T c.(3124-3126)CTT>TTT p.L1042F

Pat_41 Post-Resistance CAMLG 819 37 5 134086557 134086557 Missense_Mutation SNP G A 8 159 c.808G>A c.(808-810)GTC>ATC p.V270I

Pat_41 Post-Resistance DDX46 9879 37 5 134131783 134131783 Missense_Mutation SNP G A 24 109 c.1897G>A c.(1897-1899)GAT>AAT p.D633N

Pat_41 Post-Resistance PITX1 5307 37 5 134366967 134366967 Missense_Mutation SNP C T 4 44 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_41 Post-Resistance NEUROG1 4762 37 5 134870695 134870695 Missense_Mutation SNP G A 6 55 c.686C>T c.(685-687)ACA>ATA p.T229I

Pat_41 Post-Resistance LOC153328 153328 37 5 135188482 135188482 Missense_Mutation SNP G T 3 30 c.393G>T c.(391-393)TTG>TTT p.L131F

Pat_41 Post-Resistance PKD2L2 27039 37 5 137228247 137228247 Missense_Mutation SNP C T 17 218 c.212C>T c.(211-213)CCT>CTT p.P71L

Pat_41 Post-Resistance BRD8 10902 37 5 137500585 137500585 Missense_Mutation SNP G A 9 114 c.1549C>T c.(1549-1551)CCA>TCA p.P517S

Pat_41 Post-Resistance KIF20A 10112 37 5 137518302 137518302 Missense_Mutation SNP C T 8 85 c.542C>T c.(541-543)CCC>CTC p.P181L

Pat_41 Post-Resistance CDC23 8697 37 5 137528045 137528045 Missense_Mutation SNP C T 6 144 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_41 Post-Resistance CDC23 8697 37 5 137528052 137528052 Missense_Mutation SNP C T 5 148 c.1192G>A c.(1192-1194)GAC>AAC p.D398N

Pat_41 Post-Resistance FAM53C 51307 37 5 137681153 137681153 Missense_Mutation SNP C T 10 166 c.776C>T c.(775-777)CCC>CTC p.P259L

Pat_41 Post-Resistance REEP2 51308 37 5 137781166 137781166 Missense_Mutation SNP C T 7 128 c.569C>T c.(568-570)CCT>CTT p.P190L

Pat_41 Post-Resistance CTNNA1 1495 37 5 138260240 138260240 Missense_Mutation SNP C T 12 91 c.1588C>T c.(1588-1590)CTC>TTC p.L530F

Pat_41 Post-Resistance SIL1 64374 37 5 138386626 138386626 Splice_Site SNP C T 19 108 c.353_splice c.e3+1 p.R118_splice

Pat_41 Post-Resistance TMEM173 340061 37 5 138858040 138858040 Missense_Mutation SNP C T 67 473 c.574G>A c.(574-576)GGT>AGT p.G192S

Pat_41 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139864709 139864709 Missense_Mutation SNP C T 10 180 c.1874C>T c.(1873-1875)GCC>GTC p.A625V

Pat_41 Post-ResistanceANKHD1-EIF4EBP3 404734 37 5 139909283 139909283 Missense_Mutation SNP G A 21 273 c.6752G>A c.(6751-6753)GGT>GAT p.G2251D

Pat_41 Post-Resistance APBB3 10307 37 5 139940050 139940050 Missense_Mutation SNP G A 4 98 c.1087C>T c.(1087-1089)CCT>TCT p.P363S

Pat_41 Post-Resistance APBB3 10307 37 5 139940065 139940065 Missense_Mutation SNP G A 4 68 c.1072C>T c.(1072-1074)CCA>TCA p.P358S

Pat_41 Post-Resistance IK 3550 37 5 140037215 140037215 Missense_Mutation SNP C T 30 159 c.878C>T c.(877-879)ACC>ATC p.T293I

Pat_41 Post-Resistance WDR55 54853 37 5 140044597 140044597 Missense_Mutation SNP G A 5 40 c.100G>A c.(100-102)GAC>AAC p.D34N

Pat_41 Post-Resistance DND1 373863 37 5 140050913 140050913 Missense_Mutation SNP C T 18 154 c.1027G>A c.(1027-1029)GCT>ACT p.A343T

Pat_41 Post-Resistance HARS 3035 37 5 140056370 140056370 Missense_Mutation SNP C T 5 218 c.1063G>A c.(1063-1065)GGC>AGC p.G355S

Pat_41 Post-Resistance HARS2 23438 37 5 140076166 140076166 Missense_Mutation SNP G A 5 141 c.793G>A c.(793-795)GCT>ACT p.A265T

Pat_41 Post-Resistance PCDHA12 56137 37 5 140256900 140256900 Missense_Mutation SNP G A 8 212 c.1843G>A c.(1843-1845)GCG>ACG p.A615T

Pat_41 Post-Resistance PCDHAC2 56134 37 5 140362082 140362082 Missense_Mutation SNP G C 70 74 c.2647G>C c.(2647-2649)GGC>CGC p.G883R

Pat_41 Post-Resistance PCDHB4 56131 37 5 140502320 140502320 Missense_Mutation SNP G A 19 136 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_41 Post-Resistance PCDHB7 56129 37 5 140553110 140553110 Missense_Mutation SNP G A 9 70 c.694G>A c.(694-696)GTT>ATT p.V232I

Pat_41 Post-Resistance PCDHB7 56129 37 5 140553204 140553204 Missense_Mutation SNP C T 17 75 c.788C>T c.(787-789)TCC>TTC p.S263F

Pat_41 Post-Resistance PCDHB8 56128 37 5 140558060 140558060 Missense_Mutation SNP C T 11 190 c.445C>T c.(445-447)CCT>TCT p.P149S

Pat_41 Post-Resistance PCDHB9 56127 37 5 140568333 140568333 Missense_Mutation SNP G A 18 395 c.1442G>A c.(1441-1443)GGC>GAC p.G481D

Pat_41 Post-Resistance PCDHB12 56124 37 5 140589471 140589471 Missense_Mutation SNP C T 10 62 c.992C>T c.(991-993)TCT>TTT p.S331F

Pat_41 Post-Resistance SLC25A2 83884 37 5 140682748 140682748 Missense_Mutation SNP G A 8 130 c.685C>T c.(685-687)CCA>TCA p.P229S

Pat_41 Post-Resistance PCDHGA1 56114 37 5 140711560 140711560 Missense_Mutation SNP C T 11 100 c.1309C>T c.(1309-1311)CAC>TAC p.H437Y

Pat_41 Post-Resistance PCDHGA2 56113 37 5 140720640 140720640 Missense_Mutation SNP C T 49 265 c.2102C>T c.(2101-2103)TCC>TTC p.S701F

Pat_41 Post-Resistance PCDHGA3 56112 37 5 140724288 140724288 Missense_Mutation SNP G A 12 122 c.688G>A c.(688-690)GTG>ATG p.V230M

Pat_41 Post-Resistance PCDHGA3 56112 37 5 140725009 140725009 Missense_Mutation SNP C T 20 159 c.1409C>T c.(1408-1410)TCC>TTC p.S470F



Pat_41 Post-Resistance PCDHGB2 56103 37 5 140740664 140740664 Missense_Mutation SNP C T 6 47 c.962C>T c.(961-963)GCA>GTA p.A321V

Pat_41 Post-Resistance PCDHGB4 8641 37 5 140768607 140768607 Missense_Mutation SNP G A 5 95 c.1156G>A c.(1156-1158)GGT>AGT p.G386S

Pat_41 Post-Resistance PCDHGA10 56106 37 5 140794520 140794520 Missense_Mutation SNP C T 46 252 c.1778C>T c.(1777-1779)ACC>ATC p.T593I

Pat_41 Post-Resistance PCDHGB7 56099 37 5 140799446 140799446 Missense_Mutation SNP G A 23 134 c.2020G>A c.(2020-2022)GAT>AAT p.D674N

Pat_41 Post-Resistance PCDHGB8P 56120 37 5 140807703 140807703 Missense_Mutation SNP G A 5 66 c.1492G>A c.(1492-1494)GGG>AGG p.G498R

Pat_41 Post-Resistance PCDHGC4 56098 37 5 140865107 140865107 Missense_Mutation SNP A G 15 221 c.367A>G c.(367-369)ATC>GTC p.I123V

Pat_41 Post-Resistance PCDHGC5 56097 37 5 140869495 140869495 Missense_Mutation SNP G A 26 225 c.688G>A c.(688-690)GTC>ATC p.V230I

Pat_41 Post-Resistance PCDH1 5097 37 5 141244410 141244410 Missense_Mutation SNP C T 50 258 c.1486G>A c.(1486-1488)GTG>ATG p.V496M

Pat_41 Post-Resistance PCDH12 51294 37 5 141335744 141335744 Missense_Mutation SNP G A 11 119 c.1673C>T c.(1672-1674)GCC>GTC p.A558V

Pat_41 Post-Resistance PCDH12 51294 37 5 141335892 141335892 Missense_Mutation SNP C T 19 106 c.1525G>A c.(1525-1527)GCT>ACT p.A509T

Pat_41 Post-Resistance PCDH12 51294 37 5 141336072 141336072 Nonsense_Mutation SNP G A 9 219 c.1345C>T c.(1345-1347)CAG>TAG p.Q449*

Pat_41 Post-Resistance GNPDA1 10007 37 5 141385892 141385892 Splice_Site SNP C T 14 78 c.227_splice c.e3-1 p.G76_splice

Pat_41 Post-Resistance NR3C1 2908 37 5 142779602 142779602 Missense_Mutation SNP G A 20 342 c.803C>T c.(802-804)CCC>CTC p.P268L

Pat_41 Post-Resistance YIPF5 81555 37 5 143545124 143545124 Missense_Mutation SNP G A 55 339 c.155C>T c.(154-156)CCT>CTT p.P52L

Pat_41 Post-Resistance KCTD16 57528 37 5 143853291 143853291 Missense_Mutation SNP G A 14 162 c.901G>A c.(901-903)GGG>AGG p.G301R

Pat_41 Post-Resistance LARS 51520 37 5 145512537 145512537 Missense_Mutation SNP C T 16 148 c.2320G>A c.(2320-2322)GTG>ATG p.V774M

Pat_41 Post-Resistance LARS 51520 37 5 145522435 145522435 Missense_Mutation SNP C T 4 61 c.2090G>A c.(2089-2091)AGT>AAT p.S697N

Pat_41 Post-Resistance LARS 51520 37 5 145547779 145547779 Missense_Mutation SNP G A 18 103 c.344C>T c.(343-345)CCT>CTT p.P115L

Pat_41 Post-Resistance TCERG1 10915 37 5 145849152 145849152 Missense_Mutation SNP C T 48 657 c.1244C>T c.(1243-1245)CCC>CTC p.P415L

Pat_41 Post-Resistance GPR151 134391 37 5 145894924 145894924 Missense_Mutation SNP C T 7 122 c.753G>A c.(751-753)ATG>ATA p.M251I

Pat_41 Post-Resistance SH3TC2 79628 37 5 148421162 148421162 Missense_Mutation SNP G A 16 176 c.548C>T c.(547-549)GCC>GTC p.A183V

Pat_41 Post-Resistance ABLIM3 22885 37 5 148624443 148624443 Splice_Site SNP G A 21 234 c.1352_splice c.e16-1 p.G451_splice

Pat_41 Post-Resistance CSNK1A1 1452 37 5 148929726 148929726 Missense_Mutation SNP C T 19 274 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_41 Post-Resistance PPARGC1B 133522 37 5 149206399 149206399 Missense_Mutation SNP C T 14 167 c.416C>T c.(415-417)GCC>GTC p.A139V

Pat_41 Post-Resistance PPARGC1B 133522 37 5 149212247 149212247 Missense_Mutation SNP C T 28 440 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_41 Post-Resistance PPARGC1B 133522 37 5 149216308 149216308 Missense_Mutation SNP C T 13 293 c.2290C>T c.(2290-2292)CTC>TTC p.L764F

Pat_41 Post-Resistance CSF1R 1436 37 5 149433666 149433666 Missense_Mutation SNP G A 26 102 c.2885C>T c.(2884-2886)CCC>CTC p.P962L

Pat_41 Post-Resistance CSF1R 1436 37 5 149449526 149449526 Missense_Mutation SNP C T 5 123 c.1420G>A c.(1420-1422)GTT>ATT p.V474I

Pat_41 Post-Resistance PDGFRB 5159 37 5 149515324 149515324 Missense_Mutation SNP G A 5 39 c.158C>T c.(157-159)ACC>ATC p.T53I

Pat_41 Post-Resistance CAMK2A 815 37 5 149602774 149602774 Missense_Mutation SNP G A 8 68 c.1211C>T c.(1210-1212)TCC>TTC p.S404F

Pat_41 Post-Resistance ARSI 340075 37 5 149677591 149677591 Missense_Mutation SNP C T 7 122 c.896G>A c.(895-897)GGT>GAT p.G299D

Pat_41 Post-Resistance TCOF1 6949 37 5 149755468 149755468 Missense_Mutation SNP C T 4 39 c.1889C>T c.(1888-1890)GCT>GTT p.A630V

Pat_41 Post-Resistance TCOF1 6949 37 5 149758876 149758876 Missense_Mutation SNP G A 12 110 c.2563G>A c.(2563-2565)GCT>ACT p.A855T

Pat_41 Post-Resistance RBM22 55696 37 5 150075153 150075153 Missense_Mutation SNP G A 16 173 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_41 Post-Resistance RBM22 55696 37 5 150075165 150075165 Missense_Mutation SNP C T 17 134 c.649G>A c.(649-651)GCT>ACT p.A217T

Pat_41 Post-Resistance GPX3 2878 37 5 150406470 150406470 Missense_Mutation SNP C T 23 135 c.251C>T c.(250-252)GCA>GTA p.A84V

Pat_41 Post-Resistance ANXA6 309 37 5 150496699 150496699 Missense_Mutation SNP C T 9 71 c.1561G>A c.(1561-1563)GAA>AAA p.E521K

Pat_41 Post-Resistance ANXA6 309 37 5 150516883 150516883 Splice_Site SNP C T 10 35 c.319_splice c.e6-1 p.G107_splice

Pat_41 Post-Resistance FAT2 2196 37 5 150886780 150886780 Missense_Mutation SNP G A 22 208 c.12452C>T c.(12451-12453)GCT>GTT p.A4151V

Pat_41 Post-Resistance FAT2 2196 37 5 150900978 150900978 Missense_Mutation SNP G A 12 157 c.11176C>T c.(11176-11178)CCC>TCC p.P3726S

Pat_41 Post-Resistance FAT2 2196 37 5 150923484 150923484 Nonsense_Mutation SNP G A 3 40 c.7204C>T c.(7204-7206)CAG>TAG p.Q2402*

Pat_41 Post-Resistance FAT2 2196 37 5 150947235 150947235 Missense_Mutation SNP G A 7 91 c.1258C>T c.(1258-1260)CTC>TTC p.L420F

Pat_41 Post-Resistance G3BP1 10146 37 5 151166204 151166204 Missense_Mutation SNP C T 59 374 c.23C>T c.(22-24)CCC>CTC p.P8L

Pat_41 Post-Resistance GRIA1 2890 37 5 153078544 153078544 Missense_Mutation SNP C T 9 112 c.1363C>T c.(1363-1365)CGT>TGT p.R455C

Pat_41 Post-Resistance FAM114A2 10827 37 5 153382525 153382525 Missense_Mutation SNP C T 10 129 c.998G>A c.(997-999)AGA>AAA p.R333K

Pat_41 Post-Resistance FAM114A2 10827 37 5 153409129 153409129 Missense_Mutation SNP C T 9 42 c.415G>A c.(415-417)GCC>ACC p.A139T

Pat_41 Post-Resistance GALNT10 55568 37 5 153789203 153789203 Nonsense_Mutation SNP C T 11 121 c.1267C>T c.(1267-1269)CAG>TAG p.Q423*



Pat_41 Post-Resistance LARP1 23367 37 5 154183836 154183836 Missense_Mutation SNP C T 7 364 c.2515C>T c.(2515-2517)CGT>TGT p.R839C

Pat_41 Post-Resistance GEMIN5 25929 37 5 154282236 154282236 Missense_Mutation SNP C T 42 176 c.2729G>A c.(2728-2730)GGA>GAA p.G910E

Pat_41 Post-Resistance KIF4B 285643 37 5 154393943 154393943 Missense_Mutation SNP G A 17 363 c.524G>A c.(523-525)GGA>GAA p.G175E

Pat_41 Post-Resistance KIF4B 285643 37 5 154396685 154396685 Missense_Mutation SNP C T 10 68 c.3266C>T c.(3265-3267)TCC>TTC p.S1089F

Pat_41 Post-Resistance PPP1R2P3 153743 37 5 156278129 156278129 Missense_Mutation SNP G A 13 153 c.556G>A c.(556-558)GAA>AAA p.E186K

Pat_41 Post-Resistance HAVCR1 26762 37 5 156479456 156479456 Missense_Mutation SNP G A 42 628 c.589C>T c.(589-591)CCA>TCA p.P197S

Pat_41 Post-Resistance CYFIP2 26999 37 5 156760384 156760384 Missense_Mutation SNP C T 38 609 c.2315C>T c.(2314-2316)TCT>TTT p.S772F

Pat_41 Post-Resistance ADAM19 8728 37 5 156991397 156991397 Missense_Mutation SNP C T 4 127 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_41 Post-Resistance SOX30 11063 37 5 157078471 157078471 Missense_Mutation SNP C T 13 238 c.616G>A c.(616-618)GCC>ACC p.A206T

Pat_41 Post-Resistance RNF145 153830 37 5 158630538 158630538 Missense_Mutation SNP C T 38 223 c.88G>A c.(88-90)GAT>AAT p.D30N

Pat_41 Post-Resistance CCNJL 79616 37 5 159680569 159680569 Missense_Mutation SNP C T 9 76 c.1124G>A c.(1123-1125)GGC>GAC p.G375D

Pat_41 Post-Resistance ATP10B 23120 37 5 159996596 159996596 Missense_Mutation SNP G A 12 200 c.3845C>T c.(3844-3846)CCC>CTC p.P1282L

Pat_41 Post-Resistance GABRG2 2566 37 5 161569169 161569169 Splice_Site SNP G T 26 402 c.770_splice c.e7-1 p.G257_splice

Pat_41 Post-Resistance ODZ2 57451 37 5 167420131 167420131 Missense_Mutation SNP C T 14 107 c.1130C>T c.(1129-1131)GCC>GTC p.A377V

Pat_41 Post-Resistance ODZ2 57451 37 5 167645925 167645925 Missense_Mutation SNP C T 18 219 c.5002C>T c.(5002-5004)CTT>TTT p.L1668F

Pat_41 Post-Resistance ODZ2 57451 37 5 167655066 167655066 Missense_Mutation SNP C G 5 64 c.5424C>G c.(5422-5424)AAC>AAG p.N1808K

Pat_41 Post-Resistance WWC1 23286 37 5 167881036 167881036 Missense_Mutation SNP G T 12 89 c.2589G>T c.(2587-2589)GAG>GAT p.E863D

Pat_41 Post-Resistance WWC1 23286 37 5 167882439 167882439 Missense_Mutation SNP C T 19 220 c.2737C>T c.(2737-2739)CCG>TCG p.P913S

Pat_41 Post-Resistance SLIT3 6586 37 5 168127629 168127629 Missense_Mutation SNP C T 7 130 c.2900G>A c.(2899-2901)GGA>GAA p.G967E

Pat_41 Post-Resistance DOCK2 1794 37 5 169502991 169502991 Missense_Mutation SNP G A 12 150 c.4769G>A c.(4768-4770)AGG>AAG p.R1590K

Pat_41 Post-Resistance TLX3 30012 37 5 170737360 170737360 Missense_Mutation SNP G A 3 38 c.628G>A c.(628-630)GTC>ATC p.V210I

Pat_41 Post-Resistance FGF18 8817 37 5 170863256 170863256 Missense_Mutation SNP G A 6 29 c.229G>A c.(229-231)GGC>AGC p.G77S

Pat_41 Post-Resistance STK10 6793 37 5 171554401 171554401 Missense_Mutation SNP C T 21 84 c.346G>A c.(346-348)GGA>AGA p.G116R

Pat_41 Post-Resistance SH3PXD2B 285590 37 5 171773171 171773171 Missense_Mutation SNP C T 16 251 c.1157G>A c.(1156-1158)GGC>GAC p.G386D

Pat_41 Post-Resistance SH3PXD2B 285590 37 5 171833335 171833335 Missense_Mutation SNP G A 145 199 c.178C>T c.(178-180)CCC>TCC p.P60S

Pat_41 Post-Resistance C5orf41 153222 37 5 172535810 172535810 Missense_Mutation SNP G A 14 178 c.1406G>A c.(1405-1407)GGC>GAC p.G469D

Pat_41 Post-Resistance CPEB4 80315 37 5 173317682 173317682 Missense_Mutation SNP G A 9 184 c.946G>A c.(946-948)GAT>AAT p.D316N

Pat_41 Post-Resistance KIAA1191 57179 37 5 175774742 175774742 Missense_Mutation SNP G A 5 132 c.779C>T c.(778-780)GCC>GTC p.A260V

Pat_41 Post-Resistance HIGD2A 192286 37 5 175816374 175816374 Missense_Mutation SNP C T 18 260 c.197C>T c.(196-198)TCC>TTC p.S66F

Pat_41 Post-Resistance GPRIN1 114787 37 5 176026667 176026667 Missense_Mutation SNP G A 23 80 c.169C>T c.(169-171)CCC>TCC p.P57S

Pat_41 Post-Resistance HK3 3101 37 5 176317706 176317706 Missense_Mutation SNP C T 63 263 c.560G>A c.(559-561)GGT>GAT p.G187D

Pat_41 Post-Resistance UIMC1 51720 37 5 176332440 176332440 Missense_Mutation SNP G A 12 138 c.2003C>T c.(2002-2004)TCT>TTT p.S668F

Pat_41 Post-Resistance NSD1 64324 37 5 176639013 176639013 Missense_Mutation SNP G A 5 157 c.3613G>A c.(3613-3615)GAG>AAG p.E1205K

Pat_41 Post-Resistance NSD1 64324 37 5 176721018 176721018 Missense_Mutation SNP G A 20 63 c.6649G>A c.(6649-6651)GAG>AAG p.E2217K

Pat_41 Post-Resistance FAM153A 285596 37 5 177164096 177164096 Missense_Mutation SNP C T 7 89 c.349G>A c.(349-351)GAG>AAG p.E117K

Pat_41 Post-Resistance N4BP3 23138 37 5 177546868 177546868 Missense_Mutation SNP G A 32 183 c.284G>A c.(283-285)GGT>GAT p.G95D

Pat_41 Post-Resistance C5orf45 51149 37 5 179268973 179268973 Missense_Mutation SNP C T 15 333 c.383G>A c.(382-384)AGC>AAC p.S128N

Pat_41 Post-Resistance BTNL8 79908 37 5 180338356 180338356 Missense_Mutation SNP C T 17 638 c.415C>T c.(415-417)CTC>TTC p.L139F

Pat_41 Post-Resistance BTNL9 153579 37 5 180483007 180483007 Missense_Mutation SNP G A 13 256 c.947G>A c.(946-948)GGC>GAC p.G316D

Pat_41 Post-Resistance TRIM41 90933 37 5 180661740 180661740 Missense_Mutation SNP C T 8 94 c.1858C>T c.(1858-1860)CTC>TTC p.L620F

Pat_41 Post-Resistance TRIM52 84851 37 5 180687240 180687240 Missense_Mutation SNP C T 9 158 c.575G>A c.(574-576)CGT>CAT p.R192H

Pat_41 Post-Resistance TRIM52 84851 37 5 180687601 180687601 Missense_Mutation SNP C T 20 143 c.214G>A c.(214-216)GTG>ATG p.V72M

Pat_41 Post-Resistance EXOC2 55770 37 6 553885 553885 Missense_Mutation SNP C T 29 174 c.2090G>A c.(2089-2091)GGA>GAA p.G697E

Pat_41 Post-Resistance EXOC2 55770 37 6 592521 592521 Nonsense_Mutation SNP C T 8 173 c.1140G>A c.(1138-1140)TGG>TGA p.W380*

Pat_41 Post-Resistance EXOC2 55770 37 6 637749 637749 Missense_Mutation SNP C T 18 312 c.70G>A c.(70-72)GTC>ATC p.V24I

Pat_41 Post-Resistance FOXF2 2295 37 6 1390673 1390673 Missense_Mutation SNP G A 22 121 c.491G>A c.(490-492)GGC>GAC p.G164D

Pat_41 Post-Resistance MYLK4 340156 37 6 2679604 2679604 Missense_Mutation SNP G A 39 601 c.797C>T c.(796-798)ACC>ATC p.T266I



Pat_41 Post-Resistance SERPINB1 1992 37 6 2836113 2836113 Missense_Mutation SNP C T 4 116 c.712G>A c.(712-714)GAC>AAC p.D238N

Pat_41 Post-Resistance SERPINB1 1992 37 6 2836377 2836377 Missense_Mutation SNP C T 9 461 c.532G>A c.(532-534)GAA>AAA p.E178K

Pat_41 Post-Resistance SERPINB9 5272 37 6 2892117 2892117 Missense_Mutation SNP C T 7 119 c.673G>A c.(673-675)GAG>AAG p.E225K

Pat_41 Post-Resistance SERPINB6 5269 37 6 2948668 2948668 Missense_Mutation SNP G A 13 68 c.995C>T c.(994-996)GCC>GTC p.A332V

Pat_41 Post-Resistance SLC22A23 63027 37 6 3273552 3273552 Missense_Mutation SNP G A 9 186 c.1798C>T c.(1798-1800)CAC>TAC p.H600Y

Pat_41 Post-Resistance C6orf146 222826 37 6 4074813 4074813 Missense_Mutation SNP C T 8 176 c.143G>A c.(142-144)GGT>GAT p.G48D

Pat_41 Post-Resistance LY86 9450 37 6 6654829 6654829 Missense_Mutation SNP C T 24 127 c.458C>T c.(457-459)GCC>GTC p.A153V

Pat_41 Post-Resistance RIOK1 83732 37 6 7413164 7413164 Missense_Mutation SNP G A 6 132 c.1432G>A c.(1432-1434)GGA>AGA p.G478R

Pat_41 Post-Resistance DSP 1832 37 6 7585744 7585744 Missense_Mutation SNP C T 13 59 c.8249C>T c.(8248-8250)GCC>GTC p.A2750V

Pat_41 Post-Resistance DSP 1832 37 6 7586038 7586038 Missense_Mutation SNP G A 13 131 c.8543G>A c.(8542-8544)GGA>GAA p.G2848E

Pat_41 Post-Resistance SNRNP48 154007 37 6 7606305 7606305 Missense_Mutation SNP C T 12 345 c.848C>T c.(847-849)TCT>TTT p.S283F

Pat_41 Post-Resistance HIVEP1 3096 37 6 12122729 12122729 Missense_Mutation SNP G A 8 202 c.2701G>A c.(2701-2703)GCC>ACC p.A901T

Pat_41 Post-Resistance HIVEP1 3096 37 6 12131064 12131064 Missense_Mutation SNP G A 12 193 c.6274G>A c.(6274-6276)GAA>AAA p.E2092K

Pat_41 Post-Resistance HIVEP1 3096 37 6 12162014 12162014 Missense_Mutation SNP C T 23 196 c.6830C>T c.(6829-6831)GCC>GTC p.A2277V

Pat_41 Post-Resistance TBC1D7 51256 37 6 13321219 13321219 Missense_Mutation SNP G A 41 674 c.302C>T c.(301-303)GCC>GTC p.A101V

Pat_41 Post-Resistance C6orf114 85411 37 6 13470469 13470469 Missense_Mutation SNP G A 13 85 c.44C>T c.(43-45)GCC>GTC p.A15V

Pat_41 Post-Resistance RNF182 221687 37 6 13977756 13977756 Missense_Mutation SNP G A 4 82 c.406G>A c.(406-408)GTG>ATG p.V136M

Pat_41 Post-Resistance JARID2 3720 37 6 15487685 15487685 Missense_Mutation SNP C T 26 171 c.818C>T c.(817-819)GCC>GTC p.A273V

Pat_41 Post-Resistance DTNBP1 84062 37 6 15533578 15533578 Missense_Mutation SNP G A 13 298 c.560C>T c.(559-561)ACC>ATC p.T187I

Pat_41 Post-Resistance ATXN1 6310 37 6 16307041 16307041 Missense_Mutation SNP C T 14 208 c.1967G>A c.(1966-1968)GGC>GAC p.G656D

Pat_41 Post-Resistance NUP153 9972 37 6 17626279 17626279 Missense_Mutation SNP G A 6 120 c.3661C>T c.(3661-3663)CCA>TCA p.P1221S

Pat_41 Post-Resistance NUP153 9972 37 6 17629443 17629443 Missense_Mutation SNP G A 5 50 c.2987C>T c.(2986-2988)ACT>ATT p.T996I

Pat_41 Post-Resistance KDM1B 221656 37 6 18197453 18197453 Missense_Mutation SNP G A 4 38 c.526G>A c.(526-528)GAC>AAC p.D176N

Pat_41 Post-Resistance CDKAL1 54901 37 6 20546595 20546595 Missense_Mutation SNP C T 20 320 c.14C>T c.(13-15)TCC>TTC p.S5F

Pat_41 Post-Resistance KIAA0319 9856 37 6 24596114 24596114 Missense_Mutation SNP C T 47 509 c.788G>A c.(787-789)AGC>AAC p.S263N

Pat_41 Post-Resistance TRIM38 10475 37 6 25967132 25967132 Missense_Mutation SNP C T 15 293 c.382C>T c.(382-384)CTT>TTT p.L128F

Pat_41 Post-Resistance HIST1H1A 3024 37 6 26017440 26017440 Missense_Mutation SNP G A 9 186 c.521C>T c.(520-522)ACT>ATT p.T174I

Pat_41 Post-Resistance HIST1H3D 8351 37 6 26197156 26197156 Missense_Mutation SNP G A 30 411 c.323C>T c.(322-324)ACC>ATC p.T108I

Pat_41 Post-Resistance PRSS16 10279 37 6 27220684 27220684 Missense_Mutation SNP G A 32 388 c.1106G>A c.(1105-1107)GGT>GAT p.G369D

Pat_41 Post-Resistance ZNF391 346157 37 6 27369215 27369215 Missense_Mutation SNP A G 19 106 c.1066A>G c.(1066-1068)ACT>GCT p.T356A

Pat_41 Post-Resistance HIST1H2AK 8330 37 6 27806095 27806095 Missense_Mutation SNP C T 13 229 c.23G>A c.(22-24)GGC>GAC p.G8D

Pat_41 Post-Resistance HIST1H1B 3009 37 6 27834956 27834956 Missense_Mutation SNP C T 23 109 c.352G>A c.(352-354)GAA>AAA p.E118K

Pat_41 Post-Resistance PGBD1 84547 37 6 28251930 28251930 Missense_Mutation SNP G A 25 419 c.340G>A c.(340-342)GAG>AAG p.E114K

Pat_41 Post-Resistance PGBD1 84547 37 6 28269811 28269811 Missense_Mutation SNP C T 12 146 c.2180C>T c.(2179-2181)TCC>TTC p.S727F

Pat_41 Post-Resistance ZNF323 64288 37 6 28297458 28297458 Missense_Mutation SNP C T 42 235 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_41 Post-Resistance ZKSCAN3 80317 37 6 28333227 28333227 Missense_Mutation SNP G A 5 149 c.782G>A c.(781-783)AGG>AAG p.R261K

Pat_41 Post-Resistance ZNF311 282890 37 6 28963251 28963251 Missense_Mutation SNP C T 13 106 c.1528G>A c.(1528-1530)GAT>AAT p.D510N

Pat_41 Post-Resistance OR2H1 26716 37 6 29430081 29430081 Missense_Mutation SNP G A 30 390 c.535G>A c.(535-537)GTC>ATC p.V179I

Pat_41 Post-Resistance GABBR1 2550 37 6 29577084 29577084 Missense_Mutation SNP G A 24 61 c.1781C>T c.(1780-1782)TCC>TTC p.S594F

Pat_41 Post-Resistance GABBR1 2550 37 6 29588918 29588918 Missense_Mutation SNP A G 13 191 c.1283T>C c.(1282-1284)GTC>GCC p.V428A

Pat_41 Post-Resistance GABBR1 2550 37 6 29595301 29595301 Missense_Mutation SNP G A 4 57 c.619C>T c.(619-621)CCG>TCG p.P207S

Pat_41 Post-Resistance HLA-G 3135 37 6 29795664 29795664 Missense_Mutation SNP G A 10 87 c.43G>A c.(43-45)GGG>AGG p.G15R

Pat_41 Post-Resistance HLA-H 3136 37 6 29856286 29856286 Missense_Mutation SNP C T 15 124 c.281C>T c.(280-282)CCC>CTC p.P94L

Pat_41 Post-Resistance TRIM10 10107 37 6 30122087 30122087 Missense_Mutation SNP C T 5 47 c.1105G>A c.(1105-1107)GTG>ATG p.V369M

Pat_41 Post-Resistance TRIM15 89870 37 6 30131822 30131822 Missense_Mutation SNP G A 12 111 c.361G>A c.(361-363)GAG>AAG p.E121K

Pat_41 Post-Resistance TRIM39 56658 37 6 30307703 30307703 Missense_Mutation SNP G A 9 99 c.799G>A c.(799-801)GAA>AAA p.E267K

Pat_41 Post-Resistance TRIM39 56658 37 6 30308331 30308331 Missense_Mutation SNP G A 14 239 c.943G>A c.(943-945)GAA>AAA p.E315K



Pat_41 Post-Resistance TRIM39 56658 37 6 30309749 30309749 Missense_Mutation SNP C T 14 130 c.1270C>T c.(1270-1272)CCT>TCT p.P424S

Pat_41 Post-Resistance C6orf136 221545 37 6 30617539 30617539 Missense_Mutation SNP G A 40 259 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_41 Post-Resistance DHX16 8449 37 6 30640513 30640513 Missense_Mutation SNP G A 11 117 c.106C>T c.(106-108)CGC>TGC p.R36C

Pat_41 Post-Resistance MDC1 9656 37 6 30672593 30672593 Missense_Mutation SNP T A 14 235 c.4367A>T c.(4366-4368)CAG>CTG p.Q1456L

Pat_41 Post-Resistance MDC1 9656 37 6 30681789 30681789 Missense_Mutation SNP G A 5 90 c.308C>T c.(307-309)CCT>CTT p.P103L

Pat_41 Post-Resistance DDR1 780 37 6 30856724 30856724 Missense_Mutation SNP T C 6 253 c.125T>C c.(124-126)ATC>ACC p.I42T

Pat_41 Post-Resistance DDR1 780 37 6 30860155 30860155 Missense_Mutation SNP C T 5 49 c.935C>T c.(934-936)GCC>GTC p.A312V

Pat_41 Post-Resistance GTF2H4 2968 37 6 30879272 30879272 Missense_Mutation SNP G A 11 264 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_41 Post-Resistance VARS2 57176 37 6 30892294 30892294 Missense_Mutation SNP C T 4 56 c.2630C>T c.(2629-2631)GCC>GTC p.A877V

Pat_41 Post-Resistance C6orf15 29113 37 6 31079240 31079240 Missense_Mutation SNP C T 9 49 c.896G>A c.(895-897)GGA>GAA p.G299E

Pat_41 Post-Resistance CCHCR1 54535 37 6 31118537 31118537 Missense_Mutation SNP C T 24 298 c.799G>A c.(799-801)GAA>AAA p.E267K

Pat_41 Post-Resistance TCF19 6941 37 6 31129226 31129226 Missense_Mutation SNP A G 9 232 c.241A>G c.(241-243)ACT>GCT p.T81A

Pat_41 Post-Resistance MICB 4277 37 6 31474987 31474987 Missense_Mutation SNP G A 8 81 c.802G>A c.(802-804)GTG>ATG p.V268M

Pat_41 Post-Resistance MICB 4277 37 6 31475045 31475045 Missense_Mutation SNP G A 4 106 c.860G>A c.(859-861)AGC>AAC p.S287N

Pat_41 Post-Resistance LTA 4049 37 6 31540715 31540715 Missense_Mutation SNP G A 6 89 c.110G>A c.(109-111)GGT>GAT p.G37D

Pat_41 Post-Resistance LTA 4049 37 6 31540721 31540721 Missense_Mutation SNP G A 8 116 c.116G>A c.(115-117)GGC>GAC p.G39D

Pat_41 Post-Resistance BAT2 7916 37 6 31596016 31596016 Missense_Mutation SNP G A 10 66 c.1765G>A c.(1765-1767)GTG>ATG p.V589M

Pat_41 Post-Resistance BAT2 7916 37 6 31599025 31599025 Missense_Mutation SNP C T 20 77 c.2575C>T c.(2575-2577)CCA>TCA p.P859S

Pat_41 Post-Resistance BAT3 7917 37 6 31615534 31615534 Missense_Mutation SNP C T 21 319 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_41 Post-Resistance C6orf47 57827 37 6 31627214 31627214 Missense_Mutation SNP C T 13 177 c.511G>A c.(511-513)GGC>AGC p.G171S

Pat_41 Post-Resistance BAT5 7920 37 6 31668790 31668790 Missense_Mutation SNP G A 7 175 c.272C>T c.(271-273)TCC>TTC p.S91F

Pat_41 Post-Resistance LY6G6F 259215 37 6 31678132 31678132 Missense_Mutation SNP C T 40 540 c.806C>T c.(805-807)GCC>GTC p.A269V

Pat_41 Post-Resistance DDAH2 23564 37 6 31695340 31695340 Missense_Mutation SNP C T 19 403 c.721G>A c.(721-723)GAT>AAT p.D241N

Pat_41 Post-Resistance DDAH2 23564 37 6 31695400 31695400 Missense_Mutation SNP G A 48 208 c.661C>T c.(661-663)CTC>TTC p.L221F

Pat_41 Post-Resistance VARS 7407 37 6 31760581 31760581 Missense_Mutation SNP C T 6 94 c.614G>A c.(613-615)GGA>GAA p.G205E

Pat_41 Post-Resistance HSPA1A 3303 37 6 31785170 31785170 Missense_Mutation SNP C T 5 32 c.1637C>T c.(1636-1638)GCC>GTC p.A546V

Pat_41 Post-Resistance NEU1 4758 37 6 31829962 31829962 Missense_Mutation SNP G A 9 93 c.166C>T c.(166-168)CCG>TCG p.P56S

Pat_41 Post-Resistance SLC44A4 80736 37 6 31832501 31832501 Missense_Mutation SNP C T 9 96 c.1939G>A c.(1939-1941)GGG>AGG p.G647R

Pat_41 Post-Resistance CFB 629 37 6 31917040 31917040 Missense_Mutation SNP G T 9 112 c.1189G>T c.(1189-1191)GAC>TAC p.D397Y

Pat_41 Post-Resistance RDBP 7936 37 6 31922602 31922602 Missense_Mutation SNP C T 41 266 c.472G>A c.(472-474)GCT>ACT p.A158T

Pat_41 Post-Resistance TNXB 7148 37 6 32032682 32032682 Missense_Mutation SNP C T 4 71 c.6757G>A c.(6757-6759)GAG>AAG p.E2253K

Pat_41 Post-Resistance TNXB 7148 37 6 32036433 32036433 Missense_Mutation SNP G A 6 94 c.5954C>T c.(5953-5955)CCC>CTC p.P1985L

Pat_41 Post-Resistance TNXB 7148 37 6 32049975 32049975 Nonsense_Mutation SNP G A 15 16 c.3574C>T c.(3574-3576)CAG>TAG p.Q1192*

Pat_41 Post-Resistance TNXB 7148 37 6 32063792 32063792 Missense_Mutation SNP C T 16 107 c.1838G>A c.(1837-1839)AGT>AAT p.S613N

Pat_41 Post-Resistance GPSM3 63940 37 6 32159259 32159259 Missense_Mutation SNP G A 5 115 c.367C>T c.(367-369)CGG>TGG p.R123W

Pat_41 Post-Resistance TAP2 6891 37 6 32784671 32784671 Missense_Mutation SNP C T 7 180 c.1991G>A c.(1990-1992)GGA>GAA p.G664E

Pat_41 Post-Resistance PSMB8 5696 37 6 32809307 32809307 Splice_Site SNP C T 8 200 c.742_splice c.e5+1 p.M248_splice

Pat_41 Post-Resistance PSMB8 5696 37 6 32809940 32809940 Missense_Mutation SNP C T 14 209 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_41 Post-Resistance HLA-DPA1 3113 37 6 33036530 33036530 Missense_Mutation SNP G A 21 166 c.680C>T c.(679-681)GCC>GTC p.A227V

Pat_41 Post-Resistance COL11A2 1302 37 6 33131493 33131493 Missense_Mutation SNP C T 25 69 c.5173G>A c.(5173-5175)GGA>AGA p.G1725R

Pat_41 Post-Resistance COL11A2 1302 37 6 33144527 33144527 Missense_Mutation SNP C T 12 35 c.2086G>A c.(2086-2088)GAA>AAA p.E696K

Pat_41 Post-Resistance RXRB 6257 37 6 33165539 33165539 Missense_Mutation SNP C T 3 66 c.820G>A c.(820-822)GCG>ACG p.A274T

Pat_41 Post-Resistance RXRB 6257 37 6 33166147 33166147 Missense_Mutation SNP G A 37 290 c.578C>T c.(577-579)CCC>CTC p.P193L

Pat_41 Post-Resistance SLC39A7 7922 37 6 33169260 33169260 Missense_Mutation SNP G A 12 245 c.238G>A c.(238-240)GAC>AAC p.D80N

Pat_41 Post-Resistance VPS52 6293 37 6 33236299 33236299 Missense_Mutation SNP C T 7 168 c.676G>A c.(676-678)GTG>ATG p.V226M

Pat_41 Post-Resistance TAPBP 6892 37 6 33271992 33271992 Missense_Mutation SNP G A 7 106 c.1213C>T c.(1213-1215)CTT>TTT p.L405F

Pat_41 Post-Resistance DAXX 1616 37 6 33288156 33288156 Splice_Site SNP C T 12 129 c.1251_splice c.e4+1 p.E417_splice



Pat_41 Post-Resistance DAXX 1616 37 6 33288677 33288677 Missense_Mutation SNP G A 16 137 c.875C>T c.(874-876)GCT>GTT p.A292V

Pat_41 Post-Resistance PHF1 5252 37 6 33381232 33381232 Missense_Mutation SNP G A 6 76 c.485G>A c.(484-486)GGT>GAT p.G162D

Pat_41 Post-Resistance ITPR3 3710 37 6 33643499 33643499 Missense_Mutation SNP G A 5 180 c.3148G>A c.(3148-3150)GAG>AAG p.E1050K

Pat_41 Post-Resistance ITPR3 3710 37 6 33648444 33648444 Missense_Mutation SNP G A 17 215 c.4463G>A c.(4462-4464)AGC>AAC p.S1488N

Pat_41 Post-Resistance ITPR3 3710 37 6 33653298 33653298 Missense_Mutation SNP C T 6 18 c.5470C>T c.(5470-5472)CCC>TCC p.P1824S

Pat_41 Post-Resistance LEMD2 221496 37 6 33756811 33756811 Missense_Mutation SNP C T 11 62 c.83G>A c.(82-84)CGG>CAG p.R28Q

Pat_41 Post-Resistance PACSIN1 29993 37 6 34497237 34497237 Missense_Mutation SNP G A 7 131 c.520G>A c.(520-522)GAG>AAG p.E174K

Pat_41 Post-Resistance UHRF1BP1 54887 37 6 34826973 34826973 Missense_Mutation SNP G A 4 48 c.2840G>A c.(2839-2841)AGG>AAG p.R947K

Pat_41 Post-Resistance UHRF1BP1 54887 37 6 34850779 34850779 Splice_Site SNP G A 4 50 c.4570_splice c.e22-1

Pat_41 Post-Resistance TCP11 6954 37 6 35087097 35087097 Missense_Mutation SNP C T 31 141 c.1226G>A c.(1225-1227)GGC>GAC p.G409D

Pat_41 Post-Resistance TCP11 6954 37 6 35088424 35088424 Splice_Site SNP C T 4 35 c.755_splice c.e7-1 p.S252_splice

Pat_41 Post-Resistance SCUBE3 222663 37 6 35209404 35209404 Missense_Mutation SNP T C 11 229 c.1280T>C c.(1279-1281)CTG>CCG p.L427P

Pat_41 Post-Resistance DEF6 50619 37 6 35289140 35289140 Missense_Mutation SNP G A 7 101 c.1849G>A c.(1849-1851)GCT>ACT p.A617T

Pat_41 Post-Resistance FANCE 2178 37 6 35427148 35427148 Missense_Mutation SNP C T 10 246 c.1154C>T c.(1153-1155)ACT>ATT p.T385I

Pat_41 Post-Resistance FKBP5 2289 37 6 35558986 35558986 Missense_Mutation SNP C T 18 103 c.677G>A c.(676-678)GGA>GAA p.G226E

Pat_41 Post-Resistance LHFPL5 222662 37 6 35773572 35773572 Missense_Mutation SNP C T 27 393 c.125C>T c.(124-126)GCC>GTC p.A42V

Pat_41 Post-Resistance SRPK1 6732 37 6 35837616 35837616 Missense_Mutation SNP C T 61 422 c.1054G>A c.(1054-1056)GCA>ACA p.A352T

Pat_41 Post-Resistance SLC26A8 116369 37 6 35980092 35980092 Nonsense_Mutation SNP C T 29 115 c.246G>A c.(244-246)TGG>TGA p.W82*

Pat_41 Post-Resistance MAPK14 1432 37 6 36040661 36040661 Missense_Mutation SNP C T 15 105 c.317C>T c.(316-318)ACC>ATC p.T106I

Pat_41 Post-Resistance MAPK13 5603 37 6 36106190 36106190 Missense_Mutation SNP C T 4 109 c.731C>T c.(730-732)ACG>ATG p.T244M

Pat_41 Post-Resistance BRPF3 27154 37 6 36178288 36178288 Missense_Mutation SNP G A 12 83 c.2162G>A c.(2161-2163)CGC>CAC p.R721H

Pat_41 Post-Resistance BRPF3 27154 37 6 36181732 36181732 Missense_Mutation SNP C T 20 103 c.2558C>T c.(2557-2559)CCC>CTC p.P853L

Pat_41 Post-Resistance PNPLA1 285848 37 6 36270015 36270015 Missense_Mutation SNP C T 28 251 c.1153C>T c.(1153-1155)CCT>TCT p.P385S

Pat_41 Post-Resistance STK38 11329 37 6 36483240 36483240 Missense_Mutation SNP C T 17 156 c.544G>A c.(544-546)GAC>AAC p.D182N

Pat_41 Post-Resistance CDKN1A 1026 37 6 36652012 36652012 Missense_Mutation SNP C T 20 122 c.134C>T c.(133-135)GCC>GTC p.A45V

Pat_41 Post-Resistance PI16 221476 37 6 36931691 36931691 Missense_Mutation SNP C T 5 55 c.1363C>T c.(1363-1365)CCT>TCT p.P455S

Pat_41 Post-Resistance TBC1D22B 55633 37 6 37249996 37249996 Nonsense_Mutation SNP C T 8 217 c.457C>T c.(457-459)CAA>TAA p.Q153*

Pat_41 Post-Resistance FTSJD2 23070 37 6 37443943 37443943 Missense_Mutation SNP C T 27 237 c.2078C>T c.(2077-2079)CCT>CTT p.P693L

Pat_41 Post-Resistance BTBD9 114781 37 6 38142775 38142775 Missense_Mutation SNP G A 6 337 c.1825C>T c.(1825-1827)CGG>TGG p.R609W

Pat_41 Post-Resistance DNAH8 1769 37 6 38879353 38879353 Missense_Mutation SNP A G 3 77 c.9199A>G c.(9199-9201)ATG>GTG p.M3067V

Pat_41 Post-Resistance DNAH8 1769 37 6 38881726 38881726 Missense_Mutation SNP G A 6 60 c.9310G>A c.(9310-9312)GAA>AAA p.E3104K

Pat_41 Post-Resistance DNAH8 1769 37 6 38885845 38885845 Missense_Mutation SNP G A 19 166 c.9802G>A c.(9802-9804)GCT>ACT p.A3268T

Pat_41 Post-Resistance DNAH8 1769 37 6 38941554 38941554 Missense_Mutation SNP G A 12 106 c.11992G>A c.(11992-11994)GAG>AAG p.E3998K

Pat_41 Post-Resistance DNAH8 1769 37 6 38998080 38998080 Missense_Mutation SNP C T 16 180 c.13385C>T c.(13384-13386)ACC>ATC p.T4462I

Pat_41 Post-Resistance DNAH8 1769 37 6 38998148 38998148 Missense_Mutation SNP C T 17 135 c.13453C>T c.(13453-13455)CTT>TTT p.L4485F

Pat_41 Post-Resistance GLP1R 2740 37 6 39046128 39046128 Missense_Mutation SNP G A 9 221 c.854G>A c.(853-855)GGC>GAC p.G285D

Pat_41 Post-Resistance GLP1R 2740 37 6 39046924 39046924 Missense_Mutation SNP G A 9 360 c.991G>A c.(991-993)GTG>ATG p.V331M

Pat_41 Post-Resistance KCNK16 83795 37 6 39285729 39285729 Splice_Site SNP C T 5 30 c.329_splice c.e3-1 p.G110_splice

Pat_41 Post-Resistance DAAM2 23500 37 6 39843120 39843120 Missense_Mutation SNP G A 30 418 c.1177G>A c.(1177-1179)GGC>AGC p.G393S

Pat_41 Post-Resistance MOCS1 4337 37 6 39893527 39893527 Missense_Mutation SNP C T 15 100 c.313G>A c.(313-315)GAG>AAG p.E105K

Pat_41 Post-Resistance NFYA 4800 37 6 41062193 41062193 Missense_Mutation SNP G A 14 223 c.947G>A c.(946-948)GGA>GAA p.G316E

Pat_41 Post-Resistance TRERF1 55809 37 6 42237117 42237117 Missense_Mutation SNP G A 7 113 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_41 Post-Resistance PRPH2 5961 37 6 42672326 42672326 Missense_Mutation SNP C T 14 221 c.605G>A c.(604-606)GGG>GAG p.G202E

Pat_41 Post-Resistance KIAA0240 23506 37 6 42833126 42833126 Missense_Mutation SNP G A 68 421 c.3182G>A c.(3181-3183)GGT>GAT p.G1061D

Pat_41 Post-Resistance CUL7 9820 37 6 43014327 43014327 Nonsense_Mutation SNP G A 4 91 c.2410C>T c.(2410-2412)CAG>TAG p.Q804*

Pat_41 Post-Resistance CUL7 9820 37 6 43019191 43019191 Missense_Mutation SNP G A 27 139 c.748C>T c.(748-750)CTC>TTC p.L250F

Pat_41 Post-Resistance PTK7 5754 37 6 43096754 43096754 Missense_Mutation SNP C T 14 125 c.119C>T c.(118-120)TCC>TTC p.S40F



Pat_41 Post-Resistance PTK7 5754 37 6 43111196 43111196 Missense_Mutation SNP C T 26 147 c.2089C>T c.(2089-2091)CCC>TCC p.P697S

Pat_41 Post-Resistance PTK7 5754 37 6 43126554 43126554 Splice_Site SNP G A 4 27 c.2722_splice c.e18-1 p.V908_splice

Pat_41 Post-Resistance CUL9 23113 37 6 43171173 43171173 Missense_Mutation SNP G A 17 227 c.3868G>A c.(3868-3870)GTT>ATT p.V1290I

Pat_41 Post-Resistance TTBK1 84630 37 6 43220597 43220597 Missense_Mutation SNP G A 16 240 c.229G>A c.(229-231)GAG>AAG p.E77K

Pat_41 Post-Resistance TTBK1 84630 37 6 43226906 43226906 Missense_Mutation SNP G A 17 135 c.1147G>A c.(1147-1149)GGC>AGC p.G383S

Pat_41 Post-Resistance ZNF318 24149 37 6 43307112 43307112 Missense_Mutation SNP G A 25 70 c.4624C>T c.(4624-4626)CTC>TTC p.L1542F

Pat_41 Post-Resistance ZNF318 24149 37 6 43307505 43307505 Missense_Mutation SNP C T 21 87 c.4231G>A c.(4231-4233)GGA>AGA p.G1411R

Pat_41 Post-Resistance ZNF318 24149 37 6 43316061 43316061 Splice_Site SNP C T 22 127 c.3072_splice c.e6+1 p.K1024_splice

Pat_41 Post-Resistance ABCC10 89845 37 6 43400078 43400078 Nonsense_Mutation SNP G A 12 57 c.360G>A c.(358-360)TGG>TGA p.W120*

Pat_41 Post-Resistance YIPF3 25844 37 6 43483384 43483384 Missense_Mutation SNP A C 8 175 c.344T>G c.(343-345)ATC>AGC p.I115S

Pat_41 Post-Resistance POLH 5429 37 6 43572476 43572476 Splice_Site SNP G A 9 189 c.1008_splice c.e8+1 p.Q336_splice

Pat_41 Post-Resistance HSP90AB1 3326 37 6 44221050 44221050 Missense_Mutation SNP G A 48 783 c.2000G>A c.(1999-2001)GGC>GAC p.G667D

Pat_41 Post-Resistance AARS2 57505 37 6 44274997 44274997 Missense_Mutation SNP C T 6 83 c.1029G>A c.(1027-1029)ATG>ATA p.M343I

Pat_41 Post-Resistance ENPP4 22875 37 6 46111307 46111307 Missense_Mutation SNP G A 25 457 c.1292G>A c.(1291-1293)AGA>AAA p.R431K

Pat_41 Post-Resistance ENPP5 59084 37 6 46135583 46135583 Nonsense_Mutation SNP C T 14 255 c.417G>A c.(415-417)TGG>TGA p.W139*

Pat_41 Post-Resistance TDRD6 221400 37 6 46657517 46657517 Missense_Mutation SNP G A 24 281 c.1652G>A c.(1651-1653)GGT>GAT p.G551D

Pat_41 Post-Resistance PLA2G7 7941 37 6 46684800 46684800 Missense_Mutation SNP G A 19 327 c.143C>T c.(142-144)GCT>GTT p.A48V

Pat_41 Post-Resistance GPR116 221395 37 6 46826579 46826579 Missense_Mutation SNP C T 4 91 c.3061G>A c.(3061-3063)GGC>AGC p.G1021S

Pat_41 Post-Resistance GPR116 221395 37 6 46826769 46826769 Nonsense_Mutation SNP C T 11 218 c.2871G>A c.(2869-2871)TGG>TGA p.W957*

Pat_41 Post-Resistance GPR116 221395 37 6 46836787 46836787 Missense_Mutation SNP C T 5 73 c.1454G>A c.(1453-1455)GGA>GAA p.G485E

Pat_41 Post-Resistance TNFRSF21 27242 37 6 47253680 47253680 Missense_Mutation SNP C T 13 44 c.748G>A c.(748-750)GGC>AGC p.G250S

Pat_41 Post-Resistance GPR111 222611 37 6 47646772 47646772 Missense_Mutation SNP C T 20 107 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_41 Post-Resistance CRISP2 7180 37 6 49667525 49667525 Missense_Mutation SNP C T 12 155 c.263G>A c.(262-264)CGC>CAC p.R88H

Pat_41 Post-Resistance TFAP2D 83741 37 6 50740386 50740386 Missense_Mutation SNP G A 11 229 c.1168G>A c.(1168-1170)GCA>ACA p.A390T

Pat_41 Post-Resistance PKHD1 5314 37 6 51612717 51612717 Missense_Mutation SNP G A 9 159 c.9697C>T c.(9697-9699)CCC>TCC p.P3233S

Pat_41 Post-Resistance PKHD1 5314 37 6 51875247 51875247 Missense_Mutation SNP C T 9 171 c.5611G>A c.(5611-5613)GAA>AAA p.E1871K

Pat_41 Post-Resistance PKHD1 5314 37 6 51889519 51889519 Missense_Mutation SNP C T 13 51 c.5089G>A c.(5089-5091)GGT>AGT p.G1697S

Pat_41 Post-Resistance PKHD1 5314 37 6 51913308 51913308 Missense_Mutation SNP G A 35 297 c.2389C>T c.(2389-2391)CCT>TCT p.P797S

Pat_41 Post-Resistance PKHD1 5314 37 6 51923254 51923254 Missense_Mutation SNP C T 22 282 c.1379G>A c.(1378-1380)GGG>GAG p.G460E

Pat_41 Post-Resistance PKHD1 5314 37 6 51924779 51924779 Missense_Mutation SNP C T 29 194 c.1180G>A c.(1180-1182)GCA>ACA p.A394T

Pat_41 Post-Resistance MCM3 4172 37 6 52141130 52141130 Missense_Mutation SNP C T 11 124 c.1310G>A c.(1309-1311)GGC>GAC p.G437D

Pat_41 Post-Resistance EFHC1 114327 37 6 52319001 52319001 Missense_Mutation SNP G A 21 349 c.832G>A c.(832-834)GTC>ATC p.V278I

Pat_41 Post-Resistance TRAM2 9697 37 6 52372379 52372379 Missense_Mutation SNP C T 9 116 c.598G>A c.(598-600)GTG>ATG p.V200M

Pat_41 Post-Resistance GSTA3 2940 37 6 52768479 52768479 Missense_Mutation SNP C T 20 153 c.134G>A c.(133-135)AGA>AAA p.R45K

Pat_41 Post-Resistance ICK 22858 37 6 52905955 52905955 Missense_Mutation SNP C T 10 285 c.80G>A c.(79-81)GGG>GAG p.G27E

Pat_41 Post-Resistance HMGCLL1 54511 37 6 55304335 55304335 Missense_Mutation SNP G A 20 247 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_41 Post-Resistance DST 667 37 6 56323951 56323951 Missense_Mutation SNP G A 7 85 c.16880C>T c.(16879-16881)TCC>TTC p.S5627F

Pat_41 Post-Resistance DST 667 37 6 56366452 56366452 Missense_Mutation SNP C T 21 176 c.13249G>A c.(13249-13251)GAA>AAA p.E4417K

Pat_41 Post-Resistance DST 667 37 6 56425130 56425130 Missense_Mutation SNP G A 7 56 c.8045C>T c.(8044-8046)CCT>CTT p.P2682L

Pat_41 Post-Resistance KIAA1586 57691 37 6 56917809 56917809 Missense_Mutation SNP G T 10 307 c.512G>T c.(511-513)GGA>GTA p.G171V

Pat_41 Post-Resistance PHF3 23469 37 6 64390030 64390030 Missense_Mutation SNP C T 21 390 c.374C>T c.(373-375)TCT>TTT p.S125F

Pat_41 Post-Resistance PHF3 23469 37 6 64422708 64422708 Missense_Mutation SNP G A 6 138 c.5224G>A c.(5224-5226)GAT>AAT p.D1742N

Pat_41 Post-Resistance COL19A1 1310 37 6 70873248 70873248 Missense_Mutation SNP G A 9 85 c.2360G>A c.(2359-2361)AGA>AAA p.R787K

Pat_41 Post-Resistance COL19A1 1310 37 6 70873263 70873263 Missense_Mutation SNP G A 5 85 c.2375G>A c.(2374-2376)GGT>GAT p.G792D

Pat_41 Post-Resistance COL19A1 1310 37 6 70897807 70897807 Missense_Mutation SNP G A 8 99 c.2885G>A c.(2884-2886)GGC>GAC p.G962D

Pat_41 Post-Resistance COL9A1 1297 37 6 70944555 70944555 Missense_Mutation SNP G A 5 54 c.2201C>T c.(2200-2202)CCC>CTC p.P734L

Pat_41 Post-Resistance COL9A1 1297 37 6 70980033 70980033 Missense_Mutation SNP C T 5 126 c.1181G>A c.(1180-1182)GGC>GAC p.G394D



Pat_41 Post-Resistance SMAP1 60682 37 6 71567732 71567732 Missense_Mutation SNP G A 10 128 c.1069G>A c.(1069-1071)GGA>AGA p.G357R

Pat_41 Post-Resistance RIMS1 22999 37 6 73043413 73043413 Missense_Mutation SNP G A 4 25 c.4241G>A c.(4240-4242)AGC>AAC p.S1414N

Pat_41 Post-Resistance KCNQ5 56479 37 6 73821047 73821047 Missense_Mutation SNP G A 9 74 c.1046G>A c.(1045-1047)GGT>GAT p.G349D

Pat_41 Post-Resistance COL12A1 1303 37 6 75838026 75838026 Missense_Mutation SNP C T 19 269 c.6326G>A c.(6325-6327)GGA>GAA p.G2109E

Pat_41 Post-Resistance COL12A1 1303 37 6 75893101 75893101 Missense_Mutation SNP G A 61 302 c.1556C>T c.(1555-1557)ACT>ATT p.T519I

Pat_41 Post-Resistance FILIP1 27145 37 6 76024752 76024752 Nonsense_Mutation SNP G A 21 264 c.796C>T c.(796-798)CAG>TAG p.Q266*

Pat_41 Post-Resistance SENP6 26054 37 6 76425110 76425110 Missense_Mutation SNP C T 19 391 c.3139C>T c.(3139-3141)CTC>TTC p.L1047F

Pat_41 Post-Resistance MYO6 4646 37 6 76538267 76538267 Missense_Mutation SNP G A 8 188 c.198G>A c.(196-198)ATG>ATA p.M66I

Pat_41 Post-Resistance MYO6 4646 37 6 76572354 76572354 Missense_Mutation SNP G A 17 94 c.1588G>A c.(1588-1590)GAT>AAT p.D530N

Pat_41 Post-Resistance MYO6 4646 37 6 76618239 76618239 Missense_Mutation SNP G A 14 182 c.3307G>A c.(3307-3309)GAA>AAA p.E1103K

Pat_41 Post-Resistance HMGN3 9324 37 6 79924715 79924715 Missense_Mutation SNP C T 15 98 c.40G>A c.(40-42)GAT>AAT p.D14N

Pat_41 Post-Resistance BCKDHB 594 37 6 80878691 80878691 Missense_Mutation SNP G A 7 57 c.577G>A c.(577-579)GCT>ACT p.A193T

Pat_41 Post-Resistance IBTK 25998 37 6 82912293 82912293 Missense_Mutation SNP G A 30 272 c.2681C>T c.(2680-2682)TCT>TTT p.S894F

Pat_41 Post-Resistance TPBG 7162 37 6 83075178 83075178 Missense_Mutation SNP C T 37 221 c.500C>T c.(499-501)GCC>GTC p.A167V

Pat_41 Post-Resistance RWDD2A 112611 37 6 83905771 83905771 Missense_Mutation SNP C T 5 79 c.659C>T c.(658-660)TCC>TTC p.S220F

Pat_41 Post-Resistance SNAP91 9892 37 6 84290226 84290226 Missense_Mutation SNP C T 52 110 c.2242G>A c.(2242-2244)GCA>ACA p.A748T

Pat_41 Post-Resistance ZNF292 23036 37 6 87970656 87970656 Missense_Mutation SNP G A 3 24 c.7309G>A c.(7309-7311)GAA>AAA p.E2437K

Pat_41 Post-Resistance GJB7 375519 37 6 87994516 87994516 Missense_Mutation SNP C T 10 158 c.115G>A c.(115-117)GCA>ACA p.A39T

Pat_41 Post-Resistance C6orf165 154313 37 6 88173913 88173913 Missense_Mutation SNP G A 15 46 c.1814G>A c.(1813-1815)AGC>AAC p.S605N

Pat_41 Post-Resistance SLC35A1 10559 37 6 88187175 88187175 Missense_Mutation SNP G A 5 107 c.112G>A c.(112-114)GAC>AAC p.D38N

Pat_41 Post-Resistance UBE2J1 51465 37 6 90053466 90053466 Missense_Mutation SNP C T 3 37 c.41G>A c.(40-42)CGT>CAT p.R14H

Pat_41 Post-Resistance MDN1 23195 37 6 90359807 90359807 Missense_Mutation SNP C T 52 107 c.16142G>A c.(16141-16143)CGC>CAC p.R5381H

Pat_41 Post-Resistance MDN1 23195 37 6 90359833 90359833 Nonsense_Mutation SNP C T 20 104 c.16116G>A c.(16114-16116)TGG>TGA p.W5372*

Pat_41 Post-Resistance MDN1 23195 37 6 90365584 90365584 Missense_Mutation SNP G A 13 79 c.15389C>T c.(15388-15390)GCC>GTC p.A5130V

Pat_41 Post-Resistance EPHA7 2045 37 6 93964405 93964405 Missense_Mutation SNP G A 7 250 c.2492C>T c.(2491-2493)TCT>TTT p.S831F

Pat_41 Post-Resistance FUT9 10690 37 6 96651915 96651915 Missense_Mutation SNP C T 8 29 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_41 Post-Resistance C6orf167 253714 37 6 97677017 97677017 Missense_Mutation SNP C T 7 52 c.1792G>A c.(1792-1794)GCT>ACT p.A598T

Pat_41 Post-Resistance USP45 85015 37 6 99912955 99912955 Splice_Site SNP C T 7 42 c.1164_splice c.e12+1 p.R388_splice

Pat_41 Post-Resistance SIM1 6492 37 6 100838517 100838517 Missense_Mutation SNP G A 32 78 c.2021C>T c.(2020-2022)GCT>GTT p.A674V

Pat_41 Post-Resistance SIM1 6492 37 6 100895230 100895230 Nonsense_Mutation SNP C T 9 51 c.912G>A c.(910-912)TGG>TGA p.W304*

Pat_41 Post-Resistance AIM1 202 37 6 107006431 107006431 Missense_Mutation SNP C T 4 111 c.4562C>T c.(4561-4563)GCA>GTA p.A1521V

Pat_41 Post-Resistance QRSL1 55278 37 6 107100368 107100368 Missense_Mutation SNP G A 26 94 c.760G>A c.(760-762)GAC>AAC p.D254N

Pat_41 Post-Resistance SOBP 55084 37 6 107955643 107955643 Missense_Mutation SNP C T 6 52 c.1595C>T c.(1594-1596)CCC>CTC p.P532L

Pat_41 Post-Resistance SESN1 27244 37 6 109323539 109323539 Missense_Mutation SNP C T 23 65 c.110G>A c.(109-111)GGC>GAC p.G37D

Pat_41 Post-Resistance SLC22A16 85413 37 6 110777942 110777942 Missense_Mutation SNP C T 27 209 c.332G>A c.(331-333)AGT>AAT p.S111N

Pat_41 Post-Resistance CDK19 23097 37 6 110942440 110942440 Missense_Mutation SNP C T 8 45 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_41 Post-Resistance REV3L 5980 37 6 111670513 111670513 Missense_Mutation SNP C T 30 113 c.7327G>A c.(7327-7329)GCT>ACT p.A2443T

Pat_41 Post-Resistance REV3L 5980 37 6 111710320 111710320 Missense_Mutation SNP G A 48 144 c.851C>T c.(850-852)CCT>CTT p.P284L

Pat_41 Post-Resistance TRAF3IP2 10758 37 6 111912557 111912557 Missense_Mutation SNP G A 7 30 c.733C>T c.(733-735)CCA>TCA p.P245S

Pat_41 Post-Resistance LAMA4 3910 37 6 112476148 112476148 Missense_Mutation SNP G A 4 85 c.1961C>T c.(1960-1962)GCG>GTG p.A654V

Pat_41 Post-Resistance DSE 29940 37 6 116720546 116720546 Missense_Mutation SNP A G 52 6 c.133A>G c.(133-135)ATG>GTG p.M45V

Pat_41 Post-Resistance RWDD1 51389 37 6 116910006 116910006 Missense_Mutation SNP C T 15 73 c.272C>T c.(271-273)GCT>GTT p.A91V

Pat_41 Post-Resistance RWDD1 51389 37 6 116914232 116914232 Missense_Mutation SNP C T 12 99 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_41 Post-Resistance RFX6 222546 37 6 117250125 117250125 Missense_Mutation SNP C T 23 136 c.2602C>T c.(2602-2604)CCA>TCA p.P868S

Pat_41 Post-Resistance C6orf170 221322 37 6 121544399 121544399 Missense_Mutation SNP C T 18 63 c.2464G>A c.(2464-2466)GTC>ATC p.V822I

Pat_41 Post-Resistance GJA1 2697 37 6 121768171 121768171 Missense_Mutation SNP G T 4 43 c.178G>T c.(178-180)GGT>TGT p.G60C

Pat_41 Post-Resistance HSF2 3298 37 6 122743976 122743976 Missense_Mutation SNP G A 6 91 c.944G>A c.(943-945)GGC>GAC p.G315D



Pat_41 Post-Resistance NCOA7 135112 37 6 126242132 126242132 Missense_Mutation SNP G A 21 107 c.2288G>A c.(2287-2289)AGC>AAC p.S763N

Pat_41 Post-Resistance ARHGAP18 93663 37 6 129905244 129905244 Missense_Mutation SNP T C 4 72 c.1727A>G c.(1726-1728)CAG>CGG p.Q576R

Pat_41 Post-Resistance EPB41L2 2037 37 6 131206241 131206241 Missense_Mutation SNP C T 12 221 c.1828G>A c.(1828-1830)GGA>AGA p.G610R

Pat_41 Post-Resistance EPB41L2 2037 37 6 131215562 131215562 Missense_Mutation SNP G A 6 228 c.1409C>T c.(1408-1410)ACC>ATC p.T470I

Pat_41 Post-Resistance AKAP7 9465 37 6 131602750 131602750 Missense_Mutation SNP G A 12 55 c.199G>A c.(199-201)GCT>ACT p.A67T

Pat_41 Post-Resistance MED23 9439 37 6 131926429 131926429 Missense_Mutation SNP G A 7 78 c.1564C>T c.(1564-1566)CCC>TCC p.P522S

Pat_41 Post-Resistance MED23 9439 37 6 131929121 131929121 Missense_Mutation SNP C T 9 90 c.1168G>A c.(1168-1170)GCT>ACT p.A390T

Pat_41 Post-Resistance ENPP3 5169 37 6 132047335 132047335 Nonsense_Mutation SNP C T 15 121 c.1948C>T c.(1948-1950)CAG>TAG p.Q650*

Pat_41 Post-Resistance TAAR2 9287 37 6 132938716 132938716 Missense_Mutation SNP C T 6 79 c.629G>A c.(628-630)GGG>GAG p.G210E

Pat_41 Post-Resistance VNN1 8876 37 6 133005556 133005556 Missense_Mutation SNP G A 13 157 c.1277C>T c.(1276-1278)TCC>TTC p.S426F

Pat_41 Post-Resistance EYA4 2070 37 6 133849899 133849899 Missense_Mutation SNP G A 21 418 c.1876G>A c.(1876-1878)GAC>AAC p.D626N

Pat_41 Post-Resistance TCF21 6943 37 6 134210849 134210849 Missense_Mutation SNP C T 28 159 c.314C>T c.(313-315)ACC>ATC p.T105I

Pat_41 Post-Resistance HBS1L 10767 37 6 135318631 135318631 Missense_Mutation SNP C T 15 132 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_41 Post-Resistance MYB 4602 37 6 135515596 135515596 Missense_Mutation SNP C T 7 60 c.946C>T c.(946-948)CCA>TCA p.P316S

Pat_41 Post-Resistance BCLAF1 9774 37 6 136582453 136582453 Missense_Mutation SNP C T 19 148 c.2707G>A c.(2707-2709)GAG>AAG p.E903K

Pat_41 Post-Resistance MAP7 9053 37 6 136742895 136742895 Missense_Mutation SNP C T 9 86 c.110G>A c.(109-111)AGC>AAC p.S37N

Pat_41 Post-Resistance MAP3K5 4217 37 6 136935302 136935302 Missense_Mutation SNP G A 5 60 c.2273C>T c.(2272-2274)CCT>CTT p.P758L

Pat_41 Post-Resistance IL22RA2 116379 37 6 137476092 137476092 Missense_Mutation SNP G A 18 122 c.458C>T c.(457-459)ACT>ATT p.T153I

Pat_41 Post-Resistance IL22RA2 116379 37 6 137477929 137477929 Missense_Mutation SNP G A 22 136 c.260C>T c.(259-261)TCT>TTT p.S87F

Pat_41 Post-Resistance OLIG3 167826 37 6 137814884 137814884 Missense_Mutation SNP C T 6 29 c.424G>A c.(424-426)GAG>AAG p.E142K

Pat_41 Post-Resistance TNFAIP3 7128 37 6 138196877 138196877 Missense_Mutation SNP C T 10 193 c.539C>T c.(538-540)CCC>CTC p.P180L

Pat_41 Post-Resistance KIAA1244 57221 37 6 138584656 138584656 Missense_Mutation SNP C T 3 27 c.2036C>T c.(2035-2037)TCC>TTC p.S679F

Pat_41 Post-Resistance GPR126 57211 37 6 142688820 142688820 Missense_Mutation SNP C T 4 63 c.218C>T c.(217-219)GCC>GTC p.A73V

Pat_41 Post-Resistance HIVEP2 3097 37 6 143089518 143089518 Splice_Site SNP C T 29 245 c.5342_splice c.e6+1 p.G1781_splice

Pat_41 Post-Resistance HIVEP2 3097 37 6 143094096 143094096 Missense_Mutation SNP C T 17 148 c.1780G>A c.(1780-1782)GCG>ACG p.A594T

Pat_41 Post-Resistance AIG1 51390 37 6 143458050 143458050 Missense_Mutation SNP G A 15 140 c.220G>A c.(220-222)GAG>AAG p.E74K

Pat_41 Post-Resistance PHACTR2 9749 37 6 144081633 144081633 Missense_Mutation SNP C T 6 2 c.517C>T c.(517-519)CCT>TCT p.P173S

Pat_41 Post-Resistance PHACTR2 9749 37 6 144081723 144081723 Nonsense_Mutation SNP C T 30 91 c.607C>T c.(607-609)CAG>TAG p.Q203*

Pat_41 Post-Resistance SHPRH 257218 37 6 146275869 146275869 Missense_Mutation SNP C T 19 63 c.590G>A c.(589-591)AGA>AAA p.R197K

Pat_41 Post-Resistance SHPRH 257218 37 6 146276256 146276256 Missense_Mutation SNP C T 11 61 c.203G>A c.(202-204)AGA>AAA p.R68K

Pat_41 Post-Resistance SASH1 23328 37 6 148711373 148711373 Missense_Mutation SNP G A 3 13 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_41 Post-Resistance PCMT1 5110 37 6 150117584 150117584 Missense_Mutation SNP C T 30 118 c.626C>T c.(625-627)GCC>GTC p.A209V

Pat_41 Post-Resistance AKAP12 9590 37 6 151670613 151670613 Missense_Mutation SNP G A 27 101 c.1087G>A c.(1087-1089)GAA>AAA p.E363K

Pat_41 Post-Resistance RMND1 55005 37 6 151766870 151766870 Missense_Mutation SNP C T 4 58 c.77G>A c.(76-78)GGT>GAT p.G26D

Pat_41 Post-Resistance SYNE1 23345 37 6 152497620 152497620 Missense_Mutation SNP C T 25 232 c.23536G>A c.(23536-23538)GCC>ACC p.A7846T

Pat_41 Post-Resistance SYNE1 23345 37 6 152542003 152542003 Missense_Mutation SNP C T 28 213 c.21835G>A c.(21835-21837)GTT>ATT p.V7279I

Pat_41 Post-Resistance SYNE1 23345 37 6 152651401 152651401 Missense_Mutation SNP C T 12 27 c.14419G>A c.(14419-14421)GAA>AAA p.E4807K

Pat_41 Post-Resistance SYNE1 23345 37 6 152725448 152725448 Missense_Mutation SNP G A 16 93 c.6725C>T c.(6724-6726)TCT>TTT p.S2242F

Pat_41 Post-Resistance TFB1M 51106 37 6 155581535 155581535 Splice_Site SNP C T 22 85 c.667_splice c.e6-1 p.V223_splice

Pat_41 Post-Resistance ARID1B 57492 37 6 157502166 157502166 Missense_Mutation SNP C T 9 42 c.3145C>T c.(3145-3147)CCA>TCA p.P1049S

Pat_41 Post-Resistance ARID1B 57492 37 6 157502238 157502238 Missense_Mutation SNP C T 12 58 c.3217C>T c.(3217-3219)CCT>TCT p.P1073S

Pat_41 Post-Resistance ARID1B 57492 37 6 157519985 157519985 Missense_Mutation SNP C T 13 31 c.4000C>T c.(4000-4002)CCC>TCC p.P1334S

Pat_41 Post-Resistance ARID1B 57492 37 6 157527697 157527697 Missense_Mutation SNP C T 36 313 c.5368C>T c.(5368-5370)CGT>TGT p.R1790C

Pat_41 Post-Resistance SERAC1 84947 37 6 158571497 158571497 Missense_Mutation SNP C T 4 37 c.253G>A c.(253-255)GGA>AGA p.G85R

Pat_41 Post-Resistance TMEM181 57583 37 6 159029496 159029496 Splice_Site SNP G A 25 207 c.1215_splice c.e9+1 p.Q405_splice

Pat_41 Post-Resistance SYTL3 94120 37 6 159184350 159184350 Missense_Mutation SNP C T 9 102 c.1532C>T c.(1531-1533)CCA>CTA p.P511L

Pat_41 Post-Resistance ACAT2 39 37 6 160197211 160197211 Missense_Mutation SNP C T 11 99 c.664C>T c.(664-666)CCT>TCT p.P222S



Pat_41 Post-Resistance PNLDC1 154197 37 6 160240050 160240050 Missense_Mutation SNP G A 6 97 c.1297G>A c.(1297-1299)GTC>ATC p.V433I

Pat_41 Post-Resistance IGF2R 3482 37 6 160484638 160484638 Missense_Mutation SNP C T 4 34 c.3862C>T c.(3862-3864)CCG>TCG p.P1288S

Pat_41 Post-Resistance LPA 4018 37 6 160999554 160999554 Splice_Site SNP C T 23 67 c.4471_splice c.e28+1 p.A1491_splice

Pat_41 Post-Resistance TTLL2 83887 37 6 167754397 167754397 Missense_Mutation SNP G A 22 177 c.1009G>A c.(1009-1011)GAC>AAC p.D337N

Pat_41 Post-Resistance KIF25 3834 37 6 168430266 168430266 Missense_Mutation SNP A C 3 94 c.1A>C c.(1-3)ATG>CTG p.M1L

Pat_41 Post-Resistance THBS2 7058 37 6 169640546 169640546 Splice_Site SNP C T 10 87 c.1032_splice c.e7+1 p.K344_splice

Pat_41 Post-Resistance WDR27 253769 37 6 170060792 170060792 Missense_Mutation SNP T C 6 74 c.1096A>G c.(1096-1098)AAC>GAC p.N366D

Pat_41 Post-Resistance TBP 6908 37 6 170870889 170870889 Missense_Mutation SNP C T 7 310 c.65C>T c.(64-66)ACT>ATT p.T22I

Pat_41 Post-Resistance TBP 6908 37 6 170880559 170880559 Missense_Mutation SNP C T 12 63 c.907C>T c.(907-909)CTT>TTT p.L303F

Pat_41 Post-Resistance PDCD2 5134 37 6 170887992 170887992 Missense_Mutation SNP C T 14 112 c.829G>A c.(829-831)GAT>AAT p.D277N

Pat_41 Post-Resistance FAM20C 56975 37 7 195733 195733 Splice_Site SNP G A 8 147 c.784_splice c.e2+1 p.A262_splice

Pat_41 Post-Resistance C7orf50 84310 37 7 1037352 1037352 Missense_Mutation SNP G A 20 81 c.494C>T c.(493-495)GCC>GTC p.A165V

Pat_41 Post-Resistance INTS1 26173 37 7 1512800 1512800 Missense_Mutation SNP C T 15 76 c.5978G>A c.(5977-5979)AGT>AAT p.S1993N

Pat_41 Post-Resistance TMEM184A 202915 37 7 1586805 1586805 Missense_Mutation SNP G A 3 38 c.1025C>T c.(1024-1026)CCC>CTC p.P342L

Pat_41 Post-Resistance MAD1L1 8379 37 7 2054240 2054240 Missense_Mutation SNP T C 13 68 c.1256A>G c.(1255-1257)GAC>GGC p.D419G

Pat_41 Post-Resistance EIF3B 8662 37 7 2409142 2409142 Missense_Mutation SNP C T 20 323 c.1439C>T c.(1438-1440)GCC>GTC p.A480V

Pat_41 Post-Resistance TTYH3 80727 37 7 2686850 2686850 Missense_Mutation SNP G T 3 38 c.368G>T c.(367-369)CGC>CTC p.R123L

Pat_41 Post-Resistance TTYH3 80727 37 7 2698650 2698650 Splice_Site SNP G A 11 277 c.1500_splice c.e13+1 p.S500_splice

Pat_41 Post-Resistance CARD11 84433 37 7 2962947 2962947 Missense_Mutation SNP G A 4 97 c.1961C>T c.(1960-1962)ACC>ATC p.T654I

Pat_41 Post-Resistance CARD11 84433 37 7 2979526 2979526 Missense_Mutation SNP C T 10 215 c.721G>A c.(721-723)GAG>AAG p.E241K

Pat_41 Post-Resistance SDK1 221935 37 7 4185505 4185505 Nonsense_Mutation SNP G A 13 84 c.4380G>A c.(4378-4380)TGG>TGA p.W1460*

Pat_41 Post-Resistance KIAA0415 9907 37 7 4825967 4825967 Missense_Mutation SNP G A 5 177 c.1219G>A c.(1219-1221)GCC>ACC p.A407T

Pat_41 Post-Resistance RADIL 55698 37 7 4856943 4856943 Missense_Mutation SNP C T 5 89 c.1655G>A c.(1654-1656)AGC>AAC p.S552N

Pat_41 Post-Resistance TNRC18 84629 37 7 5355635 5355635 Missense_Mutation SNP T C 15 72 c.6814A>G c.(6814-6816)ATC>GTC p.I2272V

Pat_41 Post-Resistance RNF216 54476 37 7 5662589 5662589 Missense_Mutation SNP G A 18 249 c.2503C>T c.(2503-2505)CCC>TCC p.P835S

Pat_41 Post-Resistance PMS2 5395 37 7 6042224 6042224 Missense_Mutation SNP T C 93 563 c.397A>G c.(397-399)ACT>GCT p.T133A

Pat_41 Post-Resistance PMS2 5395 37 7 6043405 6043405 Missense_Mutation SNP G A 23 146 c.269C>T c.(268-270)TCT>TTT p.S90F

Pat_41 Post-Resistance PMS2 5395 37 7 6045630 6045630 Missense_Mutation SNP T G 14 546 c.56A>C c.(55-57)GAT>GCT p.D19A

Pat_41 Post-Resistance USP42 84132 37 7 6189806 6189806 Missense_Mutation SNP C T 7 47 c.1979C>T c.(1978-1980)GCT>GTT p.A660V

Pat_41 Post-Resistance USP42 84132 37 7 6193634 6193634 Missense_Mutation SNP G A 4 109 c.2449G>A c.(2449-2451)GAC>AAC p.D817N

Pat_41 Post-Resistance USP42 84132 37 7 6196570 6196570 Missense_Mutation SNP G A 5 31 c.3827G>A c.(3826-3828)GGC>GAC p.G1276D

Pat_41 Post-Resistance C7orf70 84792 37 7 6370391 6370391 Missense_Mutation SNP C T 6 108 c.395G>A c.(394-396)GGA>GAA p.G132E

Pat_41 Post-Resistance DAGLB 221955 37 7 6449592 6449592 Missense_Mutation SNP C T 15 356 c.1895G>A c.(1894-1896)GGT>GAT p.G632D

Pat_41 Post-Resistance DAGLB 221955 37 7 6474499 6474499 Missense_Mutation SNP C T 30 428 c.572G>A c.(571-573)AGC>AAC p.S191N

Pat_41 Post-Resistance MIOS 54468 37 7 7613064 7613064 Missense_Mutation SNP C T 14 432 c.958C>T c.(958-960)CCT>TCT p.P320S

Pat_41 Post-Resistance ICA1 3382 37 7 8167583 8167583 Missense_Mutation SNP G A 6 160 c.1250C>T c.(1249-1251)CCC>CTC p.P417L

Pat_41 Post-Resistance PHF14 9678 37 7 11076259 11076259 Missense_Mutation SNP G A 14 100 c.1817G>A c.(1816-1818)GGA>GAA p.G606E

Pat_41 Post-Resistance PHF14 9678 37 7 11101648 11101648 Missense_Mutation SNP G A 5 41 c.2590G>A c.(2590-2592)GCT>ACT p.A864T

Pat_41 Post-Resistance THSD7A 221981 37 7 11418814 11418814 Missense_Mutation SNP G A 42 168 c.4684C>T c.(4684-4686)CCC>TCC p.P1562S

Pat_41 Post-Resistance THSD7A 221981 37 7 11676199 11676199 Missense_Mutation SNP C T 6 100 c.580G>A c.(580-582)GAT>AAT p.D194N

Pat_41 Post-Resistance TMEM195 392636 37 7 15433792 15433793 Missense_Mutation DNP GG AA 109 141 c.621_622CC>TT (619-624)AACCTT>AATTT p.L208F

Pat_41 Post-Resistance ANKMY2 57037 37 7 16642096 16642096 Nonsense_Mutation SNP C T 37 215 c.1050G>A c.(1048-1050)TGG>TGA p.W350*

Pat_41 Post-Resistance AHR 196 37 7 17382575 17382575 Missense_Mutation SNP C T 30 155 c.2434C>T c.(2434-2436)CCA>TCA p.P812S

Pat_41 Post-Resistance HDAC9 9734 37 7 18706005 18706005 Missense_Mutation SNP G A 5 53 c.1628G>A c.(1627-1629)GGG>GAG p.G543E

Pat_41 Post-Resistance ITGB8 3696 37 7 20406758 20406758 Missense_Mutation SNP G A 13 231 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_41 Post-Resistance DNAH11 8701 37 7 21744166 21744166 Missense_Mutation SNP A T 4 116 c.6409A>T c.(6409-6411)AGG>TGG p.R2137W

Pat_41 Post-Resistance DNAH11 8701 37 7 21788281 21788281 Missense_Mutation SNP C T 13 95 c.8615C>T c.(8614-8616)TCC>TTC p.S2872F



Pat_41 Post-Resistance DNAH11 8701 37 7 21920430 21920430 Nonsense_Mutation SNP G A 11 86 c.12327G>A c.(12325-12327)TGG>TGA p.W4109*

Pat_41 Post-Resistance RAPGEF5 9771 37 7 22194192 22194192 Missense_Mutation SNP G A 7 217 c.1208C>T c.(1207-1209)TCC>TTC p.S403F

Pat_41 Post-Resistance NUPL2 11097 37 7 23240257 23240257 Missense_Mutation SNP C T 26 371 c.1165C>T c.(1165-1167)CCC>TCC p.P389S

Pat_41 Post-Resistance NUPL2 11097 37 7 23240312 23240312 Missense_Mutation SNP C T 8 102 c.1220C>T c.(1219-1221)ACT>ATT p.T407I

Pat_41 Post-Resistance IGF2BP3 10643 37 7 23352079 23352079 Missense_Mutation SNP C T 7 67 c.1642G>A c.(1642-1644)GTT>ATT p.V548I

Pat_41 Post-Resistance IGF2BP3 10643 37 7 23357275 23357275 Missense_Mutation SNP G A 19 338 c.1378C>T c.(1378-1380)CCA>TCA p.P460S

Pat_41 Post-Resistance CLK2P 1197 37 7 23624917 23624917 Missense_Mutation SNP C T 20 200 c.580G>A c.(580-582)GAT>AAT p.D194N

Pat_41 Post-Resistance C7orf46 340277 37 7 23731120 23731120 Missense_Mutation SNP C A 35 302 c.542C>A c.(541-543)CCA>CAA p.P181Q

Pat_41 Post-Resistance C7orf46 340277 37 7 23737882 23737882 Missense_Mutation SNP G A 7 383 c.709G>A c.(709-711)GCA>ACA p.A237T

Pat_41 Post-Resistance C7orf46 340277 37 7 23740488 23740488 Splice_Site SNP G A 17 219 c.828_splice c.e6+1 p.R276_splice

Pat_41 Post-Resistance OSBPL3 26031 37 7 24901388 24901388 Missense_Mutation SNP C T 7 139 c.871G>A c.(871-873)GTC>ATC p.V291I

Pat_41 Post-Resistance CBX3 11335 37 7 26251312 26251312 Missense_Mutation SNP C T 8 251 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_41 Post-Resistance SKAP2 8935 37 7 26765179 26765179 Missense_Mutation SNP C T 4 88 c.664G>A c.(664-666)GAA>AAA p.E222K

Pat_41 Post-Resistance HOXA1 3198 37 7 27135161 27135161 Missense_Mutation SNP G A 12 170 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_41 Post-Resistance HOXA2 3199 37 7 27142064 27142064 Missense_Mutation SNP G A 20 385 c.56C>T c.(55-57)GCT>GTT p.A19V

Pat_41 Post-Resistance HOXA6 3203 37 7 27185506 27185506 Missense_Mutation SNP C T 16 160 c.473G>A c.(472-474)GGC>GAC p.G158D

Pat_41 Post-Resistance HIBADH 11112 37 7 27565940 27565940 Missense_Mutation SNP G A 7 62 c.904C>T c.(904-906)CTT>TTT p.L302F

Pat_41 Post-Resistance CREB5 9586 37 7 28547246 28547246 Missense_Mutation SNP C T 12 467 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_41 Post-Resistance CPVL 54504 37 7 29070228 29070228 Missense_Mutation SNP C T 45 570 c.1285G>A c.(1285-1287)GCT>ACT p.A429T

Pat_41 Post-Resistance CHN2 1124 37 7 29539497 29539497 Missense_Mutation SNP G A 5 239 c.754G>A c.(754-756)GTA>ATA p.V252I

Pat_41 Post-Resistance WIPF3 644150 37 7 29928987 29928987 Missense_Mutation SNP C T 7 126 c.1315C>T c.(1315-1317)CCA>TCA p.P439S

Pat_41 Post-Resistance AQP1 358 37 7 30951784 30951784 Missense_Mutation SNP G A 7 161 c.260G>A c.(259-261)TGC>TAC p.C87Y

Pat_41 Post-Resistance PDE1C 5137 37 7 31904613 31904613 Missense_Mutation SNP C T 12 131 c.693G>A c.(691-693)ATG>ATA p.M231I

Pat_41 Post-Resistance FKBP9 11328 37 7 33020054 33020054 Missense_Mutation SNP C T 31 348 c.782C>T c.(781-783)TCC>TTC p.S261F

Pat_41 Post-Resistance EEPD1 80820 37 7 36194114 36194114 Missense_Mutation SNP G A 28 195 c.181G>A c.(181-183)GCA>ACA p.A61T

Pat_41 Post-Resistance EEPD1 80820 37 7 36194759 36194759 Missense_Mutation SNP G A 8 100 c.826G>A c.(826-828)GCC>ACC p.A276T

Pat_41 Post-Resistance ANLN 54443 37 7 36438964 36438964 Missense_Mutation SNP C T 7 157 c.449C>T c.(448-450)GCA>GTA p.A150V

Pat_41 Post-Resistance ANLN 54443 37 7 36450314 36450314 Splice_Site SNP G A 26 401 c.1287_splice c.e6+1 p.Q429_splice

Pat_41 Post-Resistance ELMO1 9844 37 7 37252945 37252945 Missense_Mutation SNP C T 10 237 c.949G>A c.(949-951)GAC>AAC p.D317N

Pat_41 Post-Resistance STARD3NL 83930 37 7 38256888 38256888 Missense_Mutation SNP G A 5 131 c.535G>A c.(535-537)GAA>AAA p.E179K

Pat_41 Post-Resistance POU6F2 11281 37 7 39243911 39243911 Missense_Mutation SNP C T 21 126 c.268C>T c.(268-270)CCA>TCA p.P90S

Pat_41 Post-Resistance RALA 5898 37 7 39730128 39730128 Missense_Mutation SNP G A 7 155 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_41 Post-Resistance C7orf10 79783 37 7 40789033 40789033 Missense_Mutation SNP G A 8 222 c.1090G>A c.(1090-1092)GTA>ATA p.V364I

Pat_41 Post-Resistance C7orf10 79783 37 7 40899963 40899963 Missense_Mutation SNP C T 41 478 c.1202C>T c.(1201-1203)CCC>CTC p.P401L

Pat_41 Post-Resistance GLI3 2737 37 7 42063207 42063207 Missense_Mutation SNP C T 5 77 c.1357G>A c.(1357-1359)GAA>AAA p.E453K

Pat_41 Post-Resistance GLI3 2737 37 7 42065985 42065985 Missense_Mutation SNP G A 4 58 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_41 Post-Resistance C7orf25 79020 37 7 42949470 42949470 Missense_Mutation SNP G A 7 106 c.1030C>T c.(1030-1032)CGT>TGT p.R344C

Pat_41 Post-Resistance C7orf25 79020 37 7 42950138 42950138 Missense_Mutation SNP C T 17 218 c.362G>A c.(361-363)GGC>GAC p.G121D

Pat_41 Post-Resistance POLD2 5425 37 7 44157597 44157597 Missense_Mutation SNP G A 32 197 c.287C>T c.(286-288)ACT>ATT p.T96I

Pat_41 Post-Resistance TMED4 222068 37 7 44620754 44620754 Missense_Mutation SNP G A 10 149 c.472C>T c.(472-474)CTC>TTC p.L158F

Pat_41 Post-Resistance ZMIZ2 83637 37 7 44806248 44806248 Missense_Mutation SNP G A 4 53 c.2641G>A c.(2641-2643)GAA>AAA p.E881K

Pat_41 Post-Resistance PURB 5814 37 7 44924157 44924157 Missense_Mutation SNP G A 18 233 c.791C>T c.(790-792)GCC>GTC p.A264V

Pat_41 Post-Resistance MYO1G 64005 37 7 45009350 45009350 Missense_Mutation SNP G A 9 246 c.1457C>T c.(1456-1458)ACC>ATC p.T486I

Pat_41 Post-Resistance ADCY1 107 37 7 45614510 45614510 Missense_Mutation SNP G A 4 76 c.368G>A c.(367-369)GGC>GAC p.G123D

Pat_41 Post-Resistance PKD1L1 168507 37 7 47894505 47894505 Missense_Mutation SNP C T 45 513 c.4834G>A c.(4834-4836)GCA>ACA p.A1612T

Pat_41 Post-Resistance ABCA13 154664 37 7 48287983 48287983 Missense_Mutation SNP C T 51 417 c.1807C>T c.(1807-1809)CCC>TCC p.P603S

Pat_41 Post-Resistance GRB10 2887 37 7 50673084 50673084 Missense_Mutation SNP G A 11 124 c.1292C>T c.(1291-1293)TCC>TTC p.S431F



Pat_41 Post-Resistance COBL 23242 37 7 51096946 51096946 Missense_Mutation SNP G A 9 82 c.1847C>T c.(1846-1848)TCT>TTT p.S616F

Pat_41 Post-Resistance EGFR 1956 37 7 55220293 55220293 Missense_Mutation SNP C T 78 153 c.683C>T c.(682-684)CCC>CTC p.P228L

Pat_41 Post-Resistance ZNF479 90827 37 7 57187686 57187686 Missense_Mutation SNP G A 17 181 c.1436C>T c.(1435-1437)ACC>ATC p.T479I

Pat_41 Post-Resistance ZNF716 441234 37 7 57529068 57529068 Missense_Mutation SNP T C 6 242 c.901T>C c.(901-903)TGT>CGT p.C301R

Pat_41 Post-Resistance ZNF679 168417 37 7 63727184 63727184 Nonsense_Mutation SNP G A 5 112 c.1173G>A c.(1171-1173)TGG>TGA p.W391*

Pat_41 Post-Resistance ASL 435 37 7 65552326 65552326 Missense_Mutation SNP C T 9 146 c.608C>T c.(607-609)GCC>GTC p.A203V

Pat_41 Post-Resistance POM121 9883 37 7 72413675 72413675 Missense_Mutation SNP G A 15 36 c.3143G>A c.(3142-3144)GGC>GAC p.G1048D

Pat_41 Post-Resistance NCF1B 654816 37 7 72639965 72639965 Missense_Mutation SNP G A 7 243 c.196G>A c.(196-198)GGC>AGC p.G66S

Pat_41 Post-Resistance BAZ1B 9031 37 7 72892541 72892541 Missense_Mutation SNP G A 12 194 c.1250C>T c.(1249-1251)TCC>TTC p.S417F

Pat_41 Post-Resistance STX1A 6804 37 7 73118149 73118149 Missense_Mutation SNP G A 13 68 c.476C>T c.(475-477)ACC>ATC p.T159I

Pat_41 Post-Resistance CLIP2 7461 37 7 73752811 73752811 Missense_Mutation SNP C T 6 49 c.155C>T c.(154-156)TCC>TTC p.S52F

Pat_41 Post-Resistance GTF2IRD1 9569 37 7 73973250 73973250 Missense_Mutation SNP C T 4 95 c.2212C>T c.(2212-2214)CCC>TCC p.P738S

Pat_41 Post-Resistance TRIM74 378108 37 7 75034352 75034352 Nonsense_Mutation SNP G A 8 93 c.726G>A c.(724-726)TGG>TGA p.W242*

Pat_41 Post-Resistance POR 5447 37 7 75612839 75612839 Missense_Mutation SNP C T 17 118 c.832C>T c.(832-834)CCC>TCC p.P278S

Pat_41 Post-Resistance UPK3B 80761 37 7 76140051 76140051 Missense_Mutation SNP C A 3 24 c.82C>A c.(82-84)CTG>ATG p.L28M

Pat_41 Post-Resistance UPK3B 80761 37 7 76143388 76143388 Missense_Mutation SNP G A 6 184 c.751G>A c.(751-753)GCG>ACG p.A251T

Pat_41 Post-Resistance MAGI2 9863 37 7 77764430 77764430 Missense_Mutation SNP C T 32 220 c.2939G>A c.(2938-2940)GGC>GAC p.G980D

Pat_41 Post-Resistance GNAI1 2770 37 7 79833051 79833051 Missense_Mutation SNP C T 21 216 c.493C>T c.(493-495)CCA>TCA p.P165S

Pat_41 Post-Resistance SEMA3C 10512 37 7 80387731 80387731 Missense_Mutation SNP G A 20 327 c.1559C>T c.(1558-1560)GCC>GTC p.A520V

Pat_41 Post-Resistance PCLO 27445 37 7 82451814 82451814 Missense_Mutation SNP G A 15 519 c.14788C>T c.(14788-14790)CCA>TCA p.P4930S

Pat_41 Post-Resistance PCLO 27445 37 7 82579001 82579001 Missense_Mutation SNP C T 21 230 c.10903G>A c.(10903-10905)GCC>ACC p.A3635T

Pat_41 Post-Resistance SEMA3E 9723 37 7 83014750 83014750 Splice_Site SNP C T 44 434 c.1736_splice c.e16-1 p.G579_splice

Pat_41 Post-Resistance DMTF1 9988 37 7 86824069 86824069 Missense_Mutation SNP C T 27 256 c.2098C>T c.(2098-2100)CCT>TCT p.P700S

Pat_41 Post-Resistance C7orf23 79161 37 7 86827279 86827279 Missense_Mutation SNP C T 59 515 c.212G>A c.(211-213)AGT>AAT p.S71N

Pat_41 Post-Resistance C7orf23 79161 37 7 86827362 86827362 Splice_Site SNP C T 21 278 c.130_splice c.e3-1 p.V44_splice

Pat_41 Post-Resistance CROT 54677 37 7 87011233 87011233 Missense_Mutation SNP C T 6 138 c.986C>T c.(985-987)CCT>CTT p.P329L

Pat_41 Post-Resistance ABCB1 5243 37 7 87183123 87183123 Missense_Mutation SNP G A 20 332 c.953C>T c.(952-954)ACC>ATC p.T318I

Pat_41 Post-Resistance ABCB1 5243 37 7 87225093 87225093 Missense_Mutation SNP C T 9 245 c.106G>A c.(106-108)GTA>ATA p.V36I

Pat_41 Post-Resistance DBF4 10926 37 7 87514318 87514318 Missense_Mutation SNP G A 11 115 c.244G>A c.(244-246)GAT>AAT p.D82N

Pat_41 Post-Resistance ADAM22 53616 37 7 87704955 87704955 Missense_Mutation SNP C T 11 260 c.338C>T c.(337-339)TCT>TTT p.S113F

Pat_41 Post-Resistance ADAM22 53616 37 7 87785270 87785270 Missense_Mutation SNP G A 8 421 c.1856G>A c.(1855-1857)GGT>GAT p.G619D

Pat_41 Post-Resistance SRI 6717 37 7 87838663 87838663 Missense_Mutation SNP C T 8 215 c.502G>A c.(502-504)GCT>ACT p.A168T

Pat_41 Post-Resistance C7orf63 79846 37 7 89903303 89903303 Missense_Mutation SNP C T 6 76 c.863C>T c.(862-864)GCT>GTT p.A288V

Pat_41 Post-Resistance GTPBP10 85865 37 7 90014364 90014364 Missense_Mutation SNP C T 27 473 c.1060C>T c.(1060-1062)CTT>TTT p.L354F

Pat_41 Post-Resistance CLDN12 9069 37 7 90042445 90042445 Missense_Mutation SNP T A 31 361 c.455T>A c.(454-456)ATC>AAC p.I152N

Pat_41 Post-Resistance AKAP9 10142 37 7 91668009 91668009 Missense_Mutation SNP C T 34 364 c.4615C>T c.(4615-4617)CCA>TCA p.P1539S

Pat_41 Post-Resistance AKAP9 10142 37 7 91674387 91674387 Missense_Mutation SNP C T 14 393 c.5228C>T c.(5227-5229)GCA>GTA p.A1743V

Pat_41 Post-Resistance AKAP9 10142 37 7 91690647 91690647 Missense_Mutation SNP C T 26 305 c.5675C>T c.(5674-5676)TCC>TTC p.S1892F

Pat_41 Post-Resistance AKAP9 10142 37 7 91736646 91736646 Missense_Mutation SNP G A 12 344 c.11456G>A c.(11455-11457)GGG>GAG p.G3819E

Pat_41 Post-Resistance PEX1 5189 37 7 92147353 92147353 Missense_Mutation SNP G A 8 95 c.476C>T c.(475-477)GCA>GTA p.A159V

Pat_41 Post-Resistance SAMD9 54809 37 7 92731132 92731132 Nonsense_Mutation SNP G A 22 444 c.4279C>T c.(4279-4281)CAG>TAG p.Q1427*

Pat_41 Post-Resistance SAMD9 54809 37 7 92733004 92733004 Missense_Mutation SNP C T 30 247 c.2407G>A c.(2407-2409)GAA>AAA p.E803K

Pat_41 Post-Resistance SAMD9L 219285 37 7 92762127 92762127 Missense_Mutation SNP G A 6 321 c.3158C>T c.(3157-3159)ACT>ATT p.T1053I

Pat_41 Post-Resistance CCDC132 55610 37 7 92935281 92935281 Missense_Mutation SNP G A 32 443 c.1594G>A c.(1594-1596)GAT>AAT p.D532N

Pat_41 Post-Resistance CCDC132 55610 37 7 92940543 92940543 Missense_Mutation SNP C T 64 568 c.1814C>T c.(1813-1815)CCT>CTT p.P605L

Pat_41 Post-Resistance CALCR 799 37 7 93090240 93090240 Missense_Mutation SNP C T 15 300 c.643G>A c.(643-645)GTA>ATA p.V215I

Pat_41 Post-Resistance BET1 10282 37 7 93628543 93628543 Missense_Mutation SNP C T 21 179 c.83G>A c.(82-84)TGT>TAT p.C28Y



Pat_41 Post-Resistance COL1A2 1278 37 7 94037541 94037541 Missense_Mutation SNP G A 4 119 c.686G>A c.(685-687)GGC>GAC p.G229D

Pat_41 Post-Resistance PON1 5444 37 7 94944760 94944760 Missense_Mutation SNP G A 11 193 c.244C>T c.(244-246)CCT>TCT p.P82S

Pat_41 Post-Resistance ASB4 51666 37 7 95115471 95115471 Splice_Site SNP G A 21 272 c.187_splice c.e1+1 p.G63_splice

Pat_41 Post-Resistance LMTK2 22853 37 7 97822521 97822521 Missense_Mutation SNP G A 21 307 c.2744G>A c.(2743-2745)GGG>GAG p.G915E

Pat_41 Post-Resistance LMTK2 22853 37 7 97822571 97822571 Missense_Mutation SNP G A 19 309 c.2794G>A c.(2794-2796)GAA>AAA p.E932K

Pat_41 Post-Resistance TECPR1 25851 37 7 97851059 97851059 Missense_Mutation SNP C T 9 152 c.3071G>A c.(3070-3072)TGC>TAC p.C1024Y

Pat_41 Post-Resistance TECPR1 25851 37 7 97862970 97862970 Missense_Mutation SNP C T 5 161 c.1435G>A c.(1435-1437)GCC>ACC p.A479T

Pat_41 Post-Resistance TRRAP 8295 37 7 98515090 98515090 Missense_Mutation SNP G A 10 165 c.2410G>A c.(2410-2412)GAC>AAC p.D804N

Pat_41 Post-Resistance TRRAP 8295 37 7 98527726 98527726 Missense_Mutation SNP C T 5 206 c.3290C>T c.(3289-3291)GCT>GTT p.A1097V

Pat_41 Post-Resistance TRRAP 8295 37 7 98564710 98564710 Missense_Mutation SNP C T 10 179 c.7202C>T c.(7201-7203)ACT>ATT p.T2401I

Pat_41 Post-Resistance TRRAP 8295 37 7 98606051 98606051 Missense_Mutation SNP C T 15 564 c.10763C>T c.(10762-10764)CCC>CTC p.P3588L

Pat_41 Post-Resistance SMURF1 57154 37 7 98643330 98643330 Missense_Mutation SNP C T 19 239 c.1325G>A c.(1324-1326)GGT>GAT p.G442D

Pat_41 Post-Resistance SMURF1 57154 37 7 98645402 98645402 Missense_Mutation SNP C T 11 368 c.1135G>A c.(1135-1137)GTC>ATC p.V379I

Pat_41 Post-Resistance SMURF1 57154 37 7 98654839 98654839 Missense_Mutation SNP C T 30 684 c.392G>A c.(391-393)GGC>GAC p.G131D

Pat_41 Post-Resistance ARPC1A 10552 37 7 98946500 98946500 Missense_Mutation SNP C T 27 384 c.418C>T c.(418-420)CCG>TCG p.P140S

Pat_41 Post-Resistance ARPC1A 10552 37 7 98956034 98956034 Missense_Mutation SNP C T 7 274 c.785C>T c.(784-786)GCT>GTT p.A262V

Pat_41 Post-Resistance PTCD1 26024 37 7 99030947 99030947 Missense_Mutation SNP C T 37 541 c.548G>A c.(547-549)TGC>TAC p.C183Y

Pat_41 Post-Resistance ZNF789 285989 37 7 99077329 99077329 Missense_Mutation SNP G A 12 235 c.70G>A c.(70-72)GAG>AAG p.E24K

Pat_41 Post-Resistance CYP3A5 1577 37 7 99247830 99247830 Missense_Mutation SNP C T 54 481 c.1279G>A c.(1279-1281)GAT>AAT p.D427N

Pat_41 Post-Resistance CYP3A5 1577 37 7 99261613 99261613 Missense_Mutation SNP C T 19 166 c.776G>A c.(775-777)AGT>AAT p.S259N

Pat_41 Post-Resistance CYP3A7 1551 37 7 99314831 99314831 Missense_Mutation SNP C T 12 386 c.490G>A c.(490-492)GCA>ACA p.A164T

Pat_41 Post-Resistance CYP3A43 64816 37 7 99445199 99445199 Missense_Mutation SNP C T 11 237 c.407C>T c.(406-408)GCT>GTT p.A136V

Pat_41 Post-Resistance CYP3A43 64816 37 7 99447177 99447177 Missense_Mutation SNP G A 6 275 c.530G>A c.(529-531)GGG>GAG p.G177E

Pat_41 Post-Resistance GJC3 349149 37 7 99527119 99527119 Missense_Mutation SNP C T 6 209 c.125G>A c.(124-126)GGA>GAA p.G42E

Pat_41 Post-Resistance GJC3 349149 37 7 99527156 99527156 Missense_Mutation SNP C T 13 91 c.88G>A c.(88-90)GGA>AGA p.G30R

Pat_41 Post-Resistance AZGP1 563 37 7 99569368 99569368 Splice_Site SNP C T 11 332 c.337_splice c.e2+1 p.G113_splice

Pat_41 Post-Resistance ZKSCAN1 7586 37 7 99631096 99631096 Missense_Mutation SNP C T 4 43 c.968C>T c.(967-969)ACC>ATC p.T323I

Pat_41 Post-Resistance MCM7 4176 37 7 99696317 99696317 Missense_Mutation SNP G A 15 167 c.604C>T c.(604-606)CCT>TCT p.P202S

Pat_41 Post-Resistance AP4M1 9179 37 7 99699520 99699520 Missense_Mutation SNP G A 11 152 c.76G>A c.(76-78)GGC>AGC p.G26S

Pat_41 Post-Resistance AP4M1 9179 37 7 99701032 99701032 Missense_Mutation SNP G A 10 219 c.352G>A c.(352-354)GAC>AAC p.D118N

Pat_41 Post-Resistance GPC2 221914 37 7 99773257 99773257 Missense_Mutation SNP C T 3 58 c.586G>A c.(586-588)GCC>ACC p.A196T

Pat_41 Post-Resistance STAG3 10734 37 7 99798462 99798462 Missense_Mutation SNP C T 12 208 c.1931C>T c.(1930-1932)GCT>GTT p.A644V

Pat_41 Post-Resistance STAG3 10734 37 7 99808640 99808640 Missense_Mutation SNP C T 5 177 c.3245C>T c.(3244-3246)GCC>GTC p.A1082V

Pat_41 Post-Resistance MEPCE 56257 37 7 100028425 100028425 Missense_Mutation SNP C T 28 738 c.784C>T c.(784-786)CGG>TGG p.R262W

Pat_41 Post-Resistance TSC22D4 81628 37 7 100074905 100074905 Missense_Mutation SNP C T 10 207 c.757G>A c.(757-759)GGG>AGG p.G253R

Pat_41 Post-Resistance AGFG2 3268 37 7 100153284 100153284 Missense_Mutation SNP G A 6 224 c.803G>A c.(802-804)GGC>GAC p.G268D

Pat_41 Post-Resistance LRCH4 4034 37 7 100180040 100180040 Missense_Mutation SNP C T 9 112 c.263G>A c.(262-264)TGC>TAC p.C88Y

Pat_41 Post-Resistance TFR2 7036 37 7 100230916 100230916 Missense_Mutation SNP C T 10 123 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_41 Post-Resistance GIGYF1 64599 37 7 100284410 100284410 Missense_Mutation SNP G A 5 41 c.556C>T c.(556-558)CCA>TCA p.P186S

Pat_41 Post-Resistance ZAN 7455 37 7 100350706 100350706 Missense_Mutation SNP C T 13 371 c.2978C>T c.(2977-2979)CCC>CTC p.P993L

Pat_41 Post-Resistance SLC12A9 56996 37 7 100457825 100457825 Missense_Mutation SNP G A 11 61 c.1189G>A c.(1189-1191)GCT>ACT p.A397T

Pat_41 Post-Resistance MUC17 140453 37 7 100679202 100679202 Missense_Mutation SNP C T 30 605 c.4505C>T c.(4504-4506)ACC>ATC p.T1502I

Pat_41 Post-Resistance MUC17 140453 37 7 100680999 100680999 Missense_Mutation SNP G A 30 712 c.6302G>A c.(6301-6303)AGT>AAT p.S2101N

Pat_41 Post-Resistance MUC17 140453 37 7 100682754 100682754 Missense_Mutation SNP C T 13 806 c.8057C>T c.(8056-8058)ACT>ATT p.T2686I

Pat_41 Post-Resistance MUC17 140453 37 7 100683071 100683071 Missense_Mutation SNP C T 27 750 c.8374C>T c.(8374-8376)CCT>TCT p.P2792S

Pat_41 Post-Resistance MUC17 140453 37 7 100683423 100683423 Missense_Mutation SNP C T 27 764 c.8726C>T c.(8725-8727)TCT>TTT p.S2909F

Pat_41 Post-Resistance MUC17 140453 37 7 100695189 100695189 Missense_Mutation SNP C T 16 396 c.13049C>T c.(13048-13050)TCC>TTC p.S4350F



Pat_41 Post-Resistance TRIM56 81844 37 7 100732323 100732323 Missense_Mutation SNP G A 10 254 c.1730G>A c.(1729-1731)GGC>GAC p.G577D

Pat_41 Post-Resistance PLOD3 8985 37 7 100855182 100855182 Missense_Mutation SNP C T 4 46 c.1177G>A c.(1177-1179)GCC>ACC p.A393T

Pat_41 Post-Resistance ZNHIT1 10467 37 7 100866973 100866973 Missense_Mutation SNP G A 7 139 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_41 Post-Resistance CUX1 1523 37 7 101843453 101843453 Splice_Site SNP G A 5 78 c.2062_splice c.e17+1 p.A688_splice

Pat_41 Post-Resistance LRWD1 222229 37 7 102106607 102106607 Missense_Mutation SNP G A 9 214 c.322G>A c.(322-324)GAC>AAC p.D108N

Pat_41 Post-Resistance FBXL13 222235 37 7 102553582 102553582 Missense_Mutation SNP C T 6 197 c.959G>A c.(958-960)GGG>GAG p.G320E

Pat_41 Post-Resistance DPY19L2P2 349152 37 7 102825941 102825941 Missense_Mutation SNP C T 42 264 c.1054G>A c.(1054-1056)GCT>ACT p.A352T

Pat_41 Post-Resistance PMPCB 9512 37 7 102939942 102939942 Missense_Mutation SNP G A 15 328 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_41 Post-Resistance SLC26A5 375611 37 7 103018221 103018221 Missense_Mutation SNP G A 44 283 c.1811C>T c.(1810-1812)GCT>GTT p.A604V

Pat_41 Post-Resistance RELN 5649 37 7 103393659 103393659 Missense_Mutation SNP G A 8 335 c.547C>T c.(547-549)CCA>TCA p.P183S

Pat_41 Post-Resistance ORC5L 5001 37 7 103807252 103807252 Missense_Mutation SNP G A 10 277 c.958C>T c.(958-960)CCA>TCA p.P320S

Pat_41 Post-Resistance LHFPL3 375612 37 7 103969607 103969607 Missense_Mutation SNP C T 8 134 c.380C>T c.(379-381)ACC>ATC p.T127I

Pat_41 Post-Resistance MLL5 55904 37 7 104742023 104742023 Missense_Mutation SNP C T 7 163 c.1874C>T c.(1873-1875)GCT>GTT p.A625V

Pat_41 Post-Resistance MLL5 55904 37 7 104753127 104753127 Nonsense_Mutation SNP C T 15 589 c.4924C>T c.(4924-4926)CAA>TAA p.Q1642*

Pat_41 Post-Resistance PUS7 54517 37 7 105143011 105143011 Missense_Mutation SNP C T 7 107 c.586G>A c.(586-588)GTT>ATT p.V196I

Pat_41 Post-Resistance PUS7 54517 37 7 105146464 105146464 Missense_Mutation SNP C T 9 278 c.523G>A c.(523-525)GAA>AAA p.E175K

Pat_41 Post-Resistance SYPL1 6856 37 7 105752618 105752618 Missense_Mutation SNP C T 5 101 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_41 Post-Resistance PIK3CG 5294 37 7 106508716 106508716 Missense_Mutation SNP C T 40 449 c.710C>T c.(709-711)CCC>CTC p.P237L

Pat_41 Post-Resistance PIK3CG 5294 37 7 106509321 106509321 Missense_Mutation SNP C T 5 207 c.1315C>T c.(1315-1317)CCA>TCA p.P439S

Pat_41 Post-Resistance COG5 10466 37 7 107188745 107188745 Missense_Mutation SNP C T 23 734 c.418G>A c.(418-420)GCT>ACT p.A140T

Pat_41 Post-Resistance DUS4L 11062 37 7 107215727 107215727 Missense_Mutation SNP C T 6 203 c.451C>T c.(451-453)CCT>TCT p.P151S

Pat_41 Post-Resistance SLC26A4 5172 37 7 107314726 107314726 Missense_Mutation SNP C T 16 462 c.533C>T c.(532-534)ACT>ATT p.T178I

Pat_41 Post-Resistance SLC26A4 5172 37 7 107315403 107315403 Missense_Mutation SNP G A 47 443 c.614G>A c.(613-615)GGC>GAC p.G205D

Pat_41 Post-Resistance CBLL1 79872 37 7 107398769 107398769 Missense_Mutation SNP C T 25 623 c.622C>T c.(622-624)CCT>TCT p.P208S

Pat_41 Post-Resistance CBLL1 79872 37 7 107399240 107399240 Missense_Mutation SNP C T 21 774 c.1093C>T c.(1093-1095)CCT>TCT p.P365S

Pat_41 Post-Resistance SLC26A3 1811 37 7 107423462 107423462 Missense_Mutation SNP C T 81 491 c.1196G>A c.(1195-1197)AGA>AAA p.R399K

Pat_41 Post-Resistance SLC26A3 1811 37 7 107432319 107432319 Missense_Mutation SNP G A 25 390 c.338C>T c.(337-339)GCC>GTC p.A113V

Pat_41 Post-Resistance LAMB1 3912 37 7 107615483 107615483 Missense_Mutation SNP C T 22 277 c.1430G>A c.(1429-1431)GGT>GAT p.G477D

Pat_41 Post-Resistance LAMB4 22798 37 7 107696131 107696131 Missense_Mutation SNP G A 6 93 c.3701C>T c.(3700-3702)CCT>CTT p.P1234L

Pat_41 Post-Resistance THAP5 168451 37 7 108205072 108205072 Missense_Mutation SNP G A 34 353 c.751C>T c.(751-753)CCA>TCA p.P251S

Pat_41 Post-Resistance DNAJB9 4189 37 7 108213565 108213565 Missense_Mutation SNP G A 15 269 c.440G>A c.(439-441)GGT>GAT p.G147D

Pat_41 Post-Resistance LRRN3 54674 37 7 110764299 110764299 Missense_Mutation SNP G A 6 160 c.1471G>A c.(1471-1473)GGG>AGG p.G491R

Pat_41 Post-Resistance DOCK4 9732 37 7 111379221 111379221 Missense_Mutation SNP G A 18 295 c.5174C>T c.(5173-5175)GCC>GTC p.A1725V

Pat_41 Post-Resistance DOCK4 9732 37 7 111381153 111381153 Missense_Mutation SNP C T 8 461 c.5010G>A c.(5008-5010)ATG>ATA p.M1670I

Pat_41 Post-Resistance DOCK4 9732 37 7 111484938 111484938 Missense_Mutation SNP C T 33 206 c.2617G>A c.(2617-2619)GAG>AAG p.E873K

Pat_41 Post-Resistance DOCK4 9732 37 7 111617186 111617186 Splice_Site SNP C T 8 124 c.701_splice c.e8+1 p.S234_splice

Pat_41 Post-Resistance IFRD1 3475 37 7 112102181 112102181 Nonsense_Mutation SNP G A 7 443 c.744G>A c.(742-744)TGG>TGA p.W248*

Pat_41 Post-Resistance TFEC 22797 37 7 115594691 115594691 Missense_Mutation SNP C T 12 112 c.388G>A c.(388-390)GAC>AAC p.D130N

Pat_41 Post-Resistance WNT2 7472 37 7 116955306 116955306 Missense_Mutation SNP G A 10 204 c.407C>T c.(406-408)TCC>TTC p.S136F

Pat_41 Post-Resistance CFTR 1080 37 7 117254688 117254688 Missense_Mutation SNP G A 14 461 c.3389G>A c.(3388-3390)GGT>GAT p.G1130D

Pat_41 Post-Resistance CTTNBP2 83992 37 7 117432428 117432428 Missense_Mutation SNP G T 4 97 c.822C>A c.(820-822)GAC>GAA p.D274E

Pat_41 Post-Resistance ANKRD7 56311 37 7 117876878 117876878 Missense_Mutation SNP C T 30 469 c.610C>T c.(610-612)CCA>TCA p.P204S

Pat_41 Post-Resistance KCND2 3751 37 7 119914895 119914895 Missense_Mutation SNP C T 74 476 c.209C>T c.(208-210)TCT>TTT p.S70F

Pat_41 Post-Resistance KCND2 3751 37 7 119915042 119915042 Missense_Mutation SNP T C 31 580 c.356T>C c.(355-357)CTG>CCG p.L119P

Pat_41 Post-Resistance ING3 54556 37 7 120608117 120608117 Missense_Mutation SNP C T 5 124 c.686C>T c.(685-687)GCT>GTT p.A229V

Pat_41 Post-Resistance C7orf58 79974 37 7 120935675 120935675 Missense_Mutation SNP G A 14 350 c.3050G>A c.(3049-3051)AGC>AAC p.S1017N

Pat_41 Post-Resistance PTPRZ1 5803 37 7 121653814 121653814 Missense_Mutation SNP G A 48 260 c.4714G>A c.(4714-4716)GAC>AAC p.D1572N



Pat_41 Post-Resistance PTPRZ1 5803 37 7 121653847 121653847 Missense_Mutation SNP G A 31 542 c.4747G>A c.(4747-4749)GCA>ACA p.A1583T

Pat_41 Post-Resistance PTPRZ1 5803 37 7 121691519 121691519 Missense_Mutation SNP C T 19 391 c.6122C>T c.(6121-6123)TCT>TTT p.S2041F

Pat_41 Post-Resistance AASS 10157 37 7 121726122 121726122 Missense_Mutation SNP C T 9 437 c.2128G>A c.(2128-2130)GAG>AAG p.E710K

Pat_41 Post-Resistance FEZF1 389549 37 7 121942272 121942272 Missense_Mutation SNP G A 34 269 c.1207C>T c.(1207-1209)CCC>TCC p.P403S

Pat_41 Post-Resistance TAS2R16 50833 37 7 122635189 122635189 Missense_Mutation SNP G A 48 336 c.500C>T c.(499-501)ACT>ATT p.T167I

Pat_41 Post-Resistance IQUB 154865 37 7 123097539 123097539 Missense_Mutation SNP C T 28 776 c.2089G>A c.(2089-2091)GTC>ATC p.V697I

Pat_41 Post-Resistance IQUB 154865 37 7 123142718 123142718 Missense_Mutation SNP G A 5 205 c.956C>T c.(955-957)ACT>ATT p.T319I

Pat_41 Post-Resistance LMOD2 442721 37 7 123302785 123302785 Missense_Mutation SNP G A 10 266 c.1145G>A c.(1144-1146)AGA>AAA p.R382K

Pat_41 Post-Resistance SPAM1 6677 37 7 123593991 123593991 Missense_Mutation SNP C T 9 345 c.367C>T c.(367-369)CAT>TAT p.H123Y

Pat_41 Post-Resistance SPAM1 6677 37 7 123595115 123595115 Missense_Mutation SNP G A 57 455 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_41 Post-Resistance POT1 25913 37 7 124503616 124503616 Missense_Mutation SNP C T 8 163 c.334G>A c.(334-336)GCC>ACC p.A112T

Pat_41 Post-Resistance GRM8 2918 37 7 126882871 126882871 Missense_Mutation SNP C T 13 217 c.388G>A c.(388-390)GAT>AAT p.D130N

Pat_41 Post-Resistance ZNF800 168850 37 7 127013448 127013448 Missense_Mutation SNP G A 4 89 c.1942C>T c.(1942-1944)CCT>TCT p.P648S

Pat_41 Post-Resistance PAX4 5078 37 7 127253864 127253864 Missense_Mutation SNP C T 20 166 c.484G>A c.(484-486)GGC>AGC p.G162S

Pat_41 Post-Resistance SND1 27044 37 7 127569307 127569307 Missense_Mutation SNP G A 44 299 c.1594G>A c.(1594-1596)GAA>AAA p.E532K

Pat_41 Post-Resistance RBM28 55131 37 7 127955018 127955018 Missense_Mutation SNP G A 8 251 c.1844C>T c.(1843-1845)CCT>CTT p.P615L

Pat_41 Post-Resistance IMPDH1 3614 37 7 128040569 128040569 Missense_Mutation SNP C T 6 86 c.349G>A c.(349-351)GAC>AAC p.D117N

Pat_41 Post-Resistance CALU 813 37 7 128398946 128398946 Missense_Mutation SNP G A 8 526 c.437G>A c.(436-438)GGA>GAA p.G146E

Pat_41 Post-Resistance OPN1SW 611 37 7 128415045 128415045 Nonsense_Mutation SNP C T 14 193 c.516G>A c.(514-516)TGG>TGA p.W172*

Pat_41 Post-Resistance FLNC 2318 37 7 128480646 128480646 Missense_Mutation SNP G A 24 450 c.1594G>A c.(1594-1596)GTG>ATG p.V532M

Pat_41 Post-Resistance FLNC 2318 37 7 128481563 128481563 Missense_Mutation SNP C T 17 397 c.2063C>T c.(2062-2064)GCT>GTT p.A688V

Pat_41 Post-Resistance FLNC 2318 37 7 128483512 128483512 Missense_Mutation SNP G A 6 115 c.2692G>A c.(2692-2694)GGC>AGC p.G898S

Pat_41 Post-Resistance FLNC 2318 37 7 128496677 128496677 Missense_Mutation SNP G A 5 106 c.7357G>A c.(7357-7359)GAG>AAG p.E2453K

Pat_41 Post-Resistance IRF5 3663 37 7 128586043 128586043 Missense_Mutation SNP C T 5 160 c.340C>T c.(340-342)CCC>TCC p.P114S

Pat_41 Post-Resistance TNPO3 23534 37 7 128694821 128694821 Missense_Mutation SNP C T 7 93 c.4G>A c.(4-6)GAA>AAA p.E2K

Pat_41 Post-Resistance SMO 6608 37 7 128851543 128851543 Missense_Mutation SNP C T 9 221 c.1868C>T c.(1867-1869)ACC>ATC p.T623I

Pat_41 Post-Resistance AHCYL2 23382 37 7 129066405 129066405 Splice_Site SNP G A 8 89 c.1829_splice c.e16+1 p.R610_splice

Pat_41 Post-Resistance ZC3HC1 51530 37 7 129658530 129658530 Nonsense_Mutation SNP G A 53 380 c.1483C>T c.(1483-1485)CAG>TAG p.Q495*

Pat_41 Post-Resistance KLHDC10 23008 37 7 129769366 129769366 Missense_Mutation SNP C T 16 237 c.1069C>T c.(1069-1071)CCA>TCA p.P357S

Pat_41 Post-Resistance TMEM209 84928 37 7 129841722 129841722 Missense_Mutation SNP C T 4 136 c.541G>A c.(541-543)GTG>ATG p.V181M

Pat_41 Post-Resistance CPA4 51200 37 7 129944382 129944382 Missense_Mutation SNP G A 8 448 c.449G>A c.(448-450)GGA>GAA p.G150E

Pat_41 Post-Resistance CPA1 1357 37 7 130023625 130023625 Missense_Mutation SNP C T 6 296 c.686C>T c.(685-687)ACG>ATG p.T229M

Pat_41 Post-Resistance PLXNA4 91584 37 7 132193067 132193067 Missense_Mutation SNP G A 11 56 c.386C>T c.(385-387)GCC>GTC p.A129V

Pat_41 Post-Resistance AKR1B10 57016 37 7 134225822 134225822 Missense_Mutation SNP C T 9 106 c.932C>T c.(931-933)CCC>CTC p.P311L

Pat_41 Post-Resistance AKR1B15 441282 37 7 134256425 134256425 Missense_Mutation SNP G A 12 362 c.505G>A c.(505-507)GCC>ACC p.A169T

Pat_41 Post-Resistance BPGM 669 37 7 134346389 134346389 Nonsense_Mutation SNP C T 6 168 c.130C>T c.(130-132)CAA>TAA p.Q44*

Pat_41 Post-Resistance CNOT4 4850 37 7 135047690 135047690 Missense_Mutation SNP G A 30 723 c.2089C>T c.(2089-2091)CCC>TCC p.P697S

Pat_41 Post-Resistance SLC13A4 26266 37 7 135368912 135368912 Missense_Mutation SNP G A 21 157 c.1703C>T c.(1702-1704)GCC>GTC p.A568V

Pat_41 Post-Resistance LUZP6 767558 37 7 135614697 135614697 Missense_Mutation SNP C T 73 556 c.334G>A c.(334-336)GCA>ACA p.A112T

Pat_41 Post-Resistance DGKI 9162 37 7 137271908 137271908 Missense_Mutation SNP G A 7 279 c.1360C>T c.(1360-1362)CCT>TCT p.P454S

Pat_41 Post-Resistance AKR1D1 6718 37 7 137791435 137791435 Missense_Mutation SNP C T 19 357 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_41 Post-Resistance ATP6V0A4 50617 37 7 138432246 138432246 Missense_Mutation SNP C T 5 112 c.1244G>A c.(1243-1245)GGA>GAA p.G415E

Pat_41 Post-Resistance ATP6V0A4 50617 37 7 138437504 138437504 Missense_Mutation SNP C T 10 219 c.895G>A c.(895-897)GTG>ATG p.V299M

Pat_41 Post-Resistance KIAA1549 57670 37 7 138603546 138603546 Missense_Mutation SNP C T 4 56 c.826G>A c.(826-828)GGT>AGT p.G276S

Pat_41 Post-Resistance ZC3HAV1 56829 37 7 138768753 138768753 Missense_Mutation SNP C T 6 131 c.470G>A c.(469-471)GGT>GAT p.G157D

Pat_41 Post-Resistance UBN2 254048 37 7 138969256 138969256 Missense_Mutation SNP C T 10 258 c.3605C>T c.(3604-3606)CCA>CTA p.P1202L

Pat_41 Post-Resistance LUC7L2 51631 37 7 139030283 139030283 Missense_Mutation SNP C T 11 176 c.175C>T c.(175-177)CTT>TTT p.L59F



Pat_41 Post-Resistance LUC7L2 51631 37 7 139102364 139102364 Missense_Mutation SNP G A 12 489 c.890G>A c.(889-891)CGG>CAG p.R297Q

Pat_41 Post-Resistance JHDM1D 80853 37 7 139796441 139796441 Missense_Mutation SNP C T 23 339 c.2288G>A c.(2287-2289)AGA>AAA p.R763K

Pat_41 Post-Resistance JHDM1D 80853 37 7 139810984 139810984 Missense_Mutation SNP G A 7 116 c.1339C>T c.(1339-1341)CTT>TTT p.L447F

Pat_41 Post-Resistance BRAF 673 37 7 140439683 140439683 Missense_Mutation SNP G A 5 95 c.2056C>T c.(2056-2058)CCA>TCA p.P686S

Pat_41 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 260 18 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_41 Post-Resistance BRAF 673 37 7 140476715 140476715 Missense_Mutation SNP A G 11 373 c.1691T>C c.(1690-1692)ATG>ACG p.M564T

Pat_41 Post-Resistance MRPS33 51650 37 7 140710402 140710402 Missense_Mutation SNP A G 22 633 c.32T>C c.(31-33)ATG>ACG p.M11T

Pat_41 Post-Resistance WEE2 494551 37 7 141414144 141414144 Missense_Mutation SNP C T 6 96 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_41 Post-Resistance WEE2 494551 37 7 141422958 141422958 Missense_Mutation SNP C T 9 339 c.905C>T c.(904-906)TCT>TTT p.S302F

Pat_41 Post-Resistance WEE2 494551 37 7 141427132 141427132 Missense_Mutation SNP G A 37 440 c.1421G>A c.(1420-1422)AGA>AAA p.R474K

Pat_41 Post-Resistance TAS2R4 50832 37 7 141478958 141478958 Missense_Mutation SNP G A 7 121 c.670G>A c.(670-672)GCT>ACT p.A224T

Pat_41 Post-Resistance PRSS37 136242 37 7 141540827 141540827 Missense_Mutation SNP C T 62 432 c.23G>A c.(22-24)GGT>GAT p.G8D

Pat_41 Post-Resistance MGAM 8972 37 7 141805680 141805680 Missense_Mutation SNP A G 7 382 c.5563A>G c.(5563-5565)AGC>GGC p.S1855G

Pat_41 Post-Resistance TRY6 154754 37 7 142480022 142480022 Missense_Mutation SNP C T 36 570 c.154C>T c.(154-156)CTC>TTC p.L52F

Pat_41 Post-Resistance TRY6 154754 37 7 142481270 142481270 Missense_Mutation SNP C T 30 324 c.344C>T c.(343-345)ACA>ATA p.T115I

Pat_41 Post-Resistance EPHB6 2051 37 7 142568053 142568053 Nonsense_Mutation SNP G A 9 408 c.2694G>A c.(2692-2694)TGG>TGA p.W898*

Pat_41 Post-Resistance TRPV6 55503 37 7 142573566 142573566 Missense_Mutation SNP G A 21 220 c.854C>T c.(853-855)TCC>TTC p.S285F

Pat_41 Post-Resistance C7orf34 135927 37 7 142636707 142636707 Missense_Mutation SNP G A 5 95 c.64G>A c.(64-66)GTG>ATG p.V22M

Pat_41 Post-Resistance OR6V1 346517 37 7 142749823 142749823 Missense_Mutation SNP G A 10 215 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_41 Post-Resistance OR6V1 346517 37 7 142750170 142750170 Missense_Mutation SNP C G 36 257 c.733C>G c.(733-735)CTG>GTG p.L245V

Pat_41 Post-Resistance TAS2R39 259285 37 7 142880944 142880944 Missense_Mutation SNP C T 5 239 c.433C>T c.(433-435)CCC>TCC p.P145S

Pat_41 Post-Resistance TAS2R40 259286 37 7 142920027 142920027 Missense_Mutation SNP G A 16 361 c.856G>A c.(856-858)GCT>ACT p.A286T

Pat_41 Post-Resistance GSTK1 373156 37 7 142965883 142965883 Missense_Mutation SNP G A 11 169 c.634G>A c.(634-636)GAG>AAG p.E212K

Pat_41 Post-Resistance CLCN1 1180 37 7 143036392 143036392 Missense_Mutation SNP G A 23 407 c.1448G>A c.(1447-1449)GGC>GAC p.G483D

Pat_41 Post-Resistance FAM131B 9715 37 7 143056055 143056055 Missense_Mutation SNP C T 7 140 c.247G>A c.(247-249)GCC>ACC p.A83T

Pat_41 Post-Resistance ZYX 7791 37 7 143085929 143085929 Missense_Mutation SNP G A 8 220 c.1384G>A c.(1384-1386)GCC>ACC p.A462T

Pat_41 Post-Resistance FAM115C 285966 37 7 143421678 143421678 Missense_Mutation SNP C T 4 23 c.2393C>T c.(2392-2394)GCC>GTC p.A798V

Pat_41 Post-Resistance FAM115A 9747 37 7 143573641 143573641 Missense_Mutation SNP G A 9 155 c.61C>T c.(61-63)CCC>TCC p.P21S

Pat_41 Post-Resistance OR2F2 135948 37 7 143632797 143632797 Missense_Mutation SNP G A 8 192 c.472G>A c.(472-474)GTG>ATG p.V158M

Pat_41 Post-Resistance OR2F1 26211 37 7 143657961 143657961 Missense_Mutation SNP G A 15 214 c.898G>A c.(898-900)GCC>ACC p.A300T

Pat_41 Post-Resistance ARHGEF5 7984 37 7 144075960 144075960 Splice_Site SNP G A 14 347 c.4636_splice c.e14+1 p.G1546_splice

Pat_41 Post-Resistance CUL1 8454 37 7 148427162 148427162 Translation_Start_Site SNP C A 16 423 c.-52C>A c.(-54--50)AGCTG>AGATG

Pat_41 Post-Resistance CUL1 8454 37 7 148454172 148454172 Missense_Mutation SNP C T 16 531 c.413C>T c.(412-414)GCC>GTC p.A138V

Pat_41 Post-Resistance EZH2 2146 37 7 148512598 148512598 Missense_Mutation SNP C T 18 456 c.1531G>A c.(1531-1533)GAC>AAC p.D511N

Pat_41 Post-Resistance EZH2 2146 37 7 148544387 148544387 Missense_Mutation SNP C T 72 734 c.4G>A c.(4-6)GGC>AGC p.G2S

Pat_41 Post-Resistance ZNF425 155054 37 7 148802082 148802082 Missense_Mutation SNP C T 9 94 c.881G>A c.(880-882)TGT>TAT p.C294Y

Pat_41 Post-Resistance ZNF425 155054 37 7 148809285 148809285 Missense_Mutation SNP C T 16 296 c.248G>A c.(247-249)AGC>AAC p.S83N

Pat_41 Post-Resistance ZNF425 155054 37 7 148815350 148815350 Missense_Mutation SNP C T 32 349 c.109G>A c.(109-111)GAG>AAG p.E37K

Pat_41 Post-Resistance ZNF398 57541 37 7 148851154 148851154 Missense_Mutation SNP G A 7 257 c.142G>A c.(142-144)GCC>ACC p.A48T

Pat_41 Post-Resistance ZNF777 27153 37 7 149133753 149133753 Missense_Mutation SNP G A 5 157 c.1252C>T c.(1252-1254)CCA>TCA p.P418S

Pat_41 Post-Resistance ZNF862 643641 37 7 149556569 149556569 Nonsense_Mutation SNP G A 8 58 c.1176G>A c.(1174-1176)TGG>TGA p.W392*

Pat_41 Post-Resistance ZNF775 285971 37 7 150094991 150094992 Missense_Mutation DNP CC TT 6 130 c.1422_1423CC>TT420-1425)TACCCG>TATT p.P475S

Pat_41 Post-Resistance GIMAP8 155038 37 7 150167948 150167948 Missense_Mutation SNP G A 12 184 c.668G>A c.(667-669)GGA>GAA p.G223E

Pat_41 Post-Resistance GIMAP4 55303 37 7 150269490 150269490 Missense_Mutation SNP C T 14 138 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_41 Post-Resistance GIMAP1 170575 37 7 150417432 150417432 Missense_Mutation SNP G A 9 117 c.340G>A c.(340-342)GCG>ACG p.A114T

Pat_41 Post-Resistance NOS3 4846 37 7 150703991 150703991 Missense_Mutation SNP G A 22 217 c.1835G>A c.(1834-1836)CGC>CAC p.R612H

Pat_41 Post-Resistance ACCN3 9311 37 7 150747649 150747649 Missense_Mutation SNP G A 19 193 c.767G>A c.(766-768)GGG>GAG p.G256E



Pat_41 Post-Resistance SLC4A2 6522 37 7 150761690 150761690 Missense_Mutation SNP C T 33 285 c.295C>T c.(295-297)CCC>TCC p.P99S

Pat_41 Post-Resistance SLC4A2 6522 37 7 150763962 150763962 Missense_Mutation SNP G A 6 66 c.848G>A c.(847-849)GGG>GAG p.G283E

Pat_41 Post-Resistance ABCF2 10061 37 7 150921903 150921903 Missense_Mutation SNP T C 7 217 c.326A>G c.(325-327)AAC>AGC p.N109S

Pat_41 Post-Resistance SMARCD3 6604 37 7 150939647 150939647 Missense_Mutation SNP G A 11 381 c.499C>T c.(499-501)CCT>TCT p.P167S

Pat_41 Post-Resistance RHEB 6009 37 7 151181827 151181827 Missense_Mutation SNP C T 9 398 c.188G>A c.(187-189)GGG>GAG p.G63E

Pat_41 Post-Resistance MLL3 58508 37 7 151851351 151851351 Splice_Site SNP C T 16 145 c.12139_splice c.e47+1 p.S4047_splice

Pat_41 Post-Resistance MLL3 58508 37 7 151879505 151879505 Missense_Mutation SNP G A 32 759 c.5440C>T c.(5440-5442)CCT>TCT p.P1814S

Pat_41 Post-Resistance MLL3 58508 37 7 151884799 151884799 Splice_Site SNP C T 6 279 c.4793_splice c.e32+1 p.R1598_splice

Pat_41 Post-Resistance DPP6 1804 37 7 154595584 154595584 Missense_Mutation SNP G A 9 182 c.1418G>A c.(1417-1419)AGC>AAC p.S473N

Pat_41 Post-Resistance INSIG1 3638 37 7 155093396 155093396 Missense_Mutation SNP G A 18 426 c.533G>A c.(532-534)AGT>AAT p.S178N

Pat_41 Post-Resistance RBM33 155435 37 7 155473567 155473567 Missense_Mutation SNP G A 19 128 c.532G>A c.(532-534)GAC>AAC p.D178N

Pat_41 Post-Resistance NOM1 64434 37 7 156746904 156746904 Missense_Mutation SNP C T 10 199 c.1220C>T c.(1219-1221)GCC>GTC p.A407V

Pat_41 Post-Resistance NOM1 64434 37 7 156754844 156754844 Splice_Site SNP G A 17 555 c.1633_splice c.e5-1 p.I545_splice

Pat_41 Post-Resistance UBE3C 9690 37 7 157000567 157000567 Missense_Mutation SNP A G 9 142 c.1747A>G c.(1747-1749)ACT>GCT p.T583A

Pat_41 Post-Resistance UBE3C 9690 37 7 157049658 157049658 Missense_Mutation SNP G A 7 312 c.3001G>A c.(3001-3003)GAA>AAA p.E1001K

Pat_41 Post-Resistance NCAPG2 54892 37 7 158457348 158457348 Missense_Mutation SNP G A 15 121 c.1574C>T c.(1573-1575)TCT>TTT p.S525F

Pat_41 Post-Resistance ZNF596 169270 37 8 195811 195811 Missense_Mutation SNP C T 5 31 c.964C>T c.(964-966)CTT>TTT p.L322F

Pat_41 Post-Resistance ARHGEF10 9639 37 8 1851528 1851528 Missense_Mutation SNP G A 7 187 c.1732G>A c.(1732-1734)GAG>AAG p.E578K

Pat_41 Post-Resistance ARHGEF10 9639 37 8 1853773 1853773 Missense_Mutation SNP G A 21 351 c.1858G>A c.(1858-1860)GAT>AAT p.D620N

Pat_41 Post-Resistance MYOM2 9172 37 8 2005865 2005865 Missense_Mutation SNP C T 6 157 c.527C>T c.(526-528)ACC>ATC p.T176I

Pat_41 Post-Resistance MYOM2 9172 37 8 2089063 2089063 Splice_Site SNP G A 16 215 c.3965_splice c.e34-1 p.A1322_splice

Pat_41 Post-Resistance CSMD1 64478 37 8 2830795 2830795 Missense_Mutation SNP G A 26 603 c.8770C>T c.(8770-8772)CCG>TCG p.P2924S

Pat_41 Post-Resistance CSMD1 64478 37 8 3165912 3165912 Missense_Mutation SNP C T 7 132 c.3748G>A c.(3748-3750)GCC>ACC p.A1250T

Pat_41 Post-Resistance CSMD1 64478 37 8 3889615 3889615 Missense_Mutation SNP G A 8 52 c.422C>T c.(421-423)CCT>CTT p.P141L

Pat_41 Post-Resistance MCPH1 79648 37 8 6302747 6302747 Missense_Mutation SNP G A 10 124 c.1504G>A c.(1504-1506)GCC>ACC p.A502T

Pat_41 Post-Resistance SGK223 157285 37 8 8176743 8176743 Missense_Mutation SNP C T 11 144 c.3142G>A c.(3142-3144)GAC>AAC p.D1048N

Pat_41 Post-Resistance SGK223 157285 37 8 8234750 8234750 Missense_Mutation SNP C T 10 30 c.1169G>A c.(1168-1170)GGG>GAG p.G390E

Pat_41 Post-Resistance TNKS 8658 37 8 9623824 9623824 Missense_Mutation SNP C T 43 246 c.3629C>T c.(3628-3630)GCC>GTC p.A1210V

Pat_41 Post-Resistance RP1L1 94137 37 8 10466636 10466636 Missense_Mutation SNP G A 6 55 c.4972C>T c.(4972-4974)CCC>TCC p.P1658S

Pat_41 Post-Resistance RP1L1 94137 37 8 10468205 10468205 Missense_Mutation SNP G A 12 124 c.3403C>T c.(3403-3405)CCT>TCT p.P1135S

Pat_41 Post-Resistance MTMR9 66036 37 8 11172484 11172484 Nonsense_Mutation SNP C T 124 101 c.1024C>T c.(1024-1026)CAG>TAG p.Q342*

Pat_41 Post-Resistance AMAC1L2 83650 37 8 11189118 11189118 Missense_Mutation SNP G A 23 427 c.503G>A c.(502-504)GGA>GAA p.G168E

Pat_41 Post-Resistance FAM167A 83648 37 8 11301799 11301799 Missense_Mutation SNP G A 9 106 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_41 Post-Resistance BLK 640 37 8 11400822 11400822 Missense_Mutation SNP C T 5 101 c.89C>T c.(88-90)GCC>GTC p.A30V

Pat_41 Post-Resistance GATA4 2626 37 8 11614533 11614533 Missense_Mutation SNP C T 19 353 c.1087C>T c.(1087-1089)CCC>TCC p.P363S

Pat_41 Post-Resistance FDFT1 2222 37 8 11660420 11660420 Missense_Mutation SNP G A 10 94 c.79G>A c.(79-81)GTG>ATG p.V27M

Pat_41 Post-Resistance USP17L2 377630 37 8 11994816 11994816 Missense_Mutation SNP G A 15 181 c.1454C>T c.(1453-1455)TCC>TTC p.S485F

Pat_41 Post-Resistance TUSC3 7991 37 8 15605895 15605895 Missense_Mutation SNP G A 13 191 c.949G>A c.(949-951)GTG>ATG p.V317M

Pat_41 Post-Resistance EFHA2 286097 37 8 16962981 16962981 Missense_Mutation SNP G A 4 54 c.1145G>A c.(1144-1146)GGA>GAA p.G382E

Pat_41 Post-Resistance SLC7A2 6542 37 8 17415833 17415833 Missense_Mutation SNP G A 13 112 c.1225G>A c.(1225-1227)GCG>ACG p.A409T

Pat_41 Post-Resistance PDGFRL 5157 37 8 17486196 17486196 Missense_Mutation SNP C T 15 178 c.706C>T c.(706-708)CCT>TCT p.P236S

Pat_41 Post-Resistance MTUS1 57509 37 8 17581330 17581330 Missense_Mutation SNP G A 8 329 c.2300C>T c.(2299-2301)TCC>TTC p.S767F

Pat_41 Post-Resistance PCM1 5108 37 8 17804812 17804812 Missense_Mutation SNP G A 26 447 c.901G>A c.(901-903)GCT>ACT p.A301T

Pat_41 Post-Resistance PCM1 5108 37 8 17814921 17814921 Missense_Mutation SNP C T 8 258 c.1795C>T c.(1795-1797)CCT>TCT p.P599S

Pat_41 Post-Resistance ASAH1 427 37 8 17918954 17918954 Nonsense_Mutation SNP C T 19 217 c.717G>A c.(715-717)TGG>TGA p.W239*

Pat_41 Post-Resistance NAT2 10 37 8 18257965 18257965 Missense_Mutation SNP G A 20 85 c.452G>A c.(451-453)TGC>TAC p.C151Y

Pat_41 Post-Resistance LZTS1 11178 37 8 20107711 20107711 Missense_Mutation SNP C T 13 170 c.1313G>A c.(1312-1314)GGC>GAC p.G438D



Pat_41 Post-Resistance DOK2 9046 37 8 21768189 21768189 Missense_Mutation SNP C T 12 81 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_41 Post-Resistance EPB49 2039 37 8 21927705 21927705 Missense_Mutation SNP G A 16 344 c.464G>A c.(463-465)GGC>GAC p.G155D

Pat_41 Post-Resistance HR 55806 37 8 21980040 21980040 Missense_Mutation SNP G A 7 54 c.2087C>T c.(2086-2088)GCC>GTC p.A696V

Pat_41 Post-Resistance HR 55806 37 8 21984894 21984894 Missense_Mutation SNP C T 13 96 c.1061G>A c.(1060-1062)GGA>GAA p.G354E

Pat_41 Post-Resistance POLR3D 661 37 8 22105687 22105687 Missense_Mutation SNP G A 4 78 c.382G>A c.(382-384)GAT>AAT p.D128N

Pat_41 Post-Resistance PPP3CC 5533 37 8 22385005 22385005 Nonsense_Mutation SNP G A 32 378 c.1044G>A c.(1042-1044)TGG>TGA p.W348*

Pat_41 Post-Resistance SORBS3 10174 37 8 22424218 22424218 Missense_Mutation SNP G A 6 117 c.1135G>A c.(1135-1137)GAG>AAG p.E379K

Pat_41 Post-Resistance EGR3 1960 37 8 22550325 22550325 Missense_Mutation SNP G A 7 214 c.133C>T c.(133-135)CAT>TAT p.H45Y

Pat_41 Post-Resistance RHOBTB2 23221 37 8 22868064 22868064 Missense_Mutation SNP A G 12 436 c.1634A>G c.(1633-1635)TAC>TGC p.Y545C

Pat_41 Post-Resistance CHMP7 91782 37 8 23106878 23106878 Missense_Mutation SNP C T 4 71 c.455C>T c.(454-456)GCT>GTT p.A152V

Pat_41 Post-Resistance LOXL2 4017 37 8 23156381 23156381 Missense_Mutation SNP C T 12 185 c.2213G>A c.(2212-2214)GGC>GAC p.G738D

Pat_41 Post-Resistance LOXL2 4017 37 8 23225765 23225765 Missense_Mutation SNP G A 15 112 c.100C>T c.(100-102)CCC>TCC p.P34S

Pat_41 Post-Resistance SLC25A37 51312 37 8 23429241 23429241 Missense_Mutation SNP G A 10 108 c.890G>A c.(889-891)GGC>GAC p.G297D

Pat_41 Post-Resistance ADAM28 10863 37 8 24209561 24209561 Missense_Mutation SNP C T 6 161 c.2240C>T c.(2239-2241)TCT>TTT p.S747F

Pat_41 Post-Resistance NEFL 4747 37 8 24811169 24811169 Missense_Mutation SNP C T 9 247 c.1310G>A c.(1309-1311)CGC>CAC p.R437H

Pat_41 Post-Resistance DOCK5 80005 37 8 25174634 25174634 Missense_Mutation SNP G A 34 650 c.1430G>A c.(1429-1431)GGC>GAC p.G477D

Pat_41 Post-Resistance PPP2R2A 5520 37 8 26218626 26218626 Missense_Mutation SNP G A 21 354 c.596G>A c.(595-597)CGG>CAG p.R199Q

Pat_41 Post-Resistance PNMA2 10687 37 8 26365578 26365578 Missense_Mutation SNP C T 4 72 c.694G>A c.(694-696)GAG>AAG p.E232K

Pat_41 Post-Resistance DPYSL2 1808 37 8 26484171 26484171 Missense_Mutation SNP C T 31 208 c.517C>T c.(517-519)CGC>TGC p.R173C

Pat_41 Post-Resistance DPYSL2 1808 37 8 26509827 26509827 Missense_Mutation SNP G A 13 140 c.1336G>A c.(1336-1338)GTC>ATC p.V446I

Pat_41 Post-Resistance DPYSL2 1808 37 8 26510899 26510899 Missense_Mutation SNP G A 31 402 c.1613G>A c.(1612-1614)GGA>GAA p.G538E

Pat_41 Post-Resistance CLU 1191 37 8 27463878 27463878 Missense_Mutation SNP C T 6 129 c.410G>A c.(409-411)GGC>GAC p.G137D

Pat_41 Post-Resistance SCARA3 51435 37 8 27509117 27509117 Missense_Mutation SNP G A 19 180 c.199G>A c.(199-201)GTG>ATG p.V67M

Pat_41 Post-Resistance ESCO2 157570 37 8 27634013 27634013 Missense_Mutation SNP C T 11 108 c.188C>T c.(187-189)ACT>ATT p.T63I

Pat_41 Post-Resistance ZNF395 55893 37 8 28217209 28217209 Missense_Mutation SNP C T 15 61 c.373G>A c.(373-375)GCA>ACA p.A125T

Pat_41 Post-Resistance FZD3 7976 37 8 28384768 28384768 Nonsense_Mutation SNP G A 16 269 c.491G>A c.(490-492)TGG>TAG p.W164*

Pat_41 Post-Resistance INTS9 55756 37 8 28635392 28635392 Missense_Mutation SNP G A 11 105 c.1349C>T c.(1348-1350)ACC>ATC p.T450I

Pat_41 Post-Resistance TMEM66 51669 37 8 29931557 29931557 Missense_Mutation SNP G A 7 192 c.118C>T c.(118-120)CGG>TGG p.R40W

Pat_41 Post-Resistance RBPMS 11030 37 8 30361818 30361818 Missense_Mutation SNP C T 27 478 c.262C>T c.(262-264)CCT>TCT p.P88S

Pat_41 Post-Resistance TEX15 56154 37 8 30706455 30706455 Missense_Mutation SNP G A 5 157 c.79C>T c.(79-81)CTT>TTT p.L27F

Pat_41 Post-Resistance PURG 29942 37 8 30889512 30889512 Missense_Mutation SNP C T 38 63 c.787G>A c.(787-789)GAG>AAG p.E263K

Pat_41 Post-Resistance ERLIN2 11160 37 8 37607115 37607115 Missense_Mutation SNP G A 32 244 c.463G>A c.(463-465)GAC>AAC p.D155N

Pat_41 Post-Resistance GPR124 25960 37 8 37690531 37690531 Nonsense_Mutation SNP G A 24 472 c.1101G>A c.(1099-1101)TGG>TGA p.W367*

Pat_41 Post-Resistance GPR124 25960 37 8 37698647 37698647 Missense_Mutation SNP C T 15 301 c.2791C>T c.(2791-2793)CCT>TCT p.P931S

Pat_41 Post-Resistance RAB11FIP1 80223 37 8 37730678 37730678 Missense_Mutation SNP C T 7 89 c.1642G>A c.(1642-1644)GCG>ACG p.A548T

Pat_41 Post-Resistance ASH2L 9070 37 8 37978591 37978591 Nonsense_Mutation SNP G A 14 256 c.1089G>A c.(1087-1089)TGG>TGA p.W363*

Pat_41 Post-Resistance BAG4 9530 37 8 38067931 38067931 Missense_Mutation SNP G A 5 68 c.1294G>A c.(1294-1296)GAC>AAC p.D432N

Pat_41 Post-Resistance PPAPDC1B 84513 37 8 38125418 38125418 Missense_Mutation SNP C T 11 281 c.335G>A c.(334-336)GGG>GAG p.G112E

Pat_41 Post-Resistance WHSC1L1 54904 37 8 38148031 38148031 Missense_Mutation SNP G A 27 499 c.3080C>T c.(3079-3081)GCT>GTT p.A1027V

Pat_41 Post-Resistance FGFR1 2260 37 8 38272147 38272147 Missense_Mutation SNP C T 13 209 c.1978G>A c.(1978-1980)GGC>AGC p.G660S

Pat_41 Post-Resistance RNF5P1 286140 37 8 38458435 38458435 Missense_Mutation SNP G A 6 63 c.284C>T c.(283-285)CCC>CTC p.P95L

Pat_41 Post-Resistance HTRA4 203100 37 8 38831861 38831861 Missense_Mutation SNP C T 6 69 c.79C>T c.(79-81)CTC>TTC p.L27F

Pat_41 Post-Resistance HTRA4 203100 37 8 38840022 38840022 Missense_Mutation SNP G A 8 179 c.1120G>A c.(1120-1122)GCG>ACG p.A374T

Pat_41 Post-Resistance ADAM32 203102 37 8 39044437 39044437 Missense_Mutation SNP G A 13 138 c.925G>A c.(925-927)GAG>AAG p.E309K

Pat_41 Post-Resistance AGPAT6 137964 37 8 41467272 41467272 Missense_Mutation SNP C T 16 271 c.334C>T c.(334-336)CTC>TTC p.L112F

Pat_41 Post-Resistance AP3M2 10947 37 8 42015612 42015612 Missense_Mutation SNP G A 32 218 c.427G>A c.(427-429)GTT>ATT p.V143I

Pat_41 Post-Resistance PLAT 5327 37 8 42046545 42046545 Nonsense_Mutation SNP G A 42 485 c.160C>T c.(160-162)CAG>TAG p.Q54*



Pat_41 Post-Resistance SLC20A2 6575 37 8 42297133 42297133 Missense_Mutation SNP C T 4 133 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_41 Post-Resistance CHRNB3 1142 37 8 42587433 42587433 Missense_Mutation SNP A G 47 366 c.983A>G c.(982-984)TAC>TGC p.Y328C

Pat_41 Post-Resistance RNF170 81790 37 8 42711321 42711321 Missense_Mutation SNP G A 9 216 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_41 Post-Resistance FNTA 2339 37 8 42940318 42940318 Missense_Mutation SNP G A 4 69 c.1033G>A c.(1033-1035)GCT>ACT p.A345T

Pat_41 Post-Resistance KIAA0146 23514 37 8 48614415 48614415 Missense_Mutation SNP G A 28 464 c.1906G>A c.(1906-1908)GAC>AAC p.D636N

Pat_41 Post-Resistance KIAA0146 23514 37 8 48625377 48625377 Missense_Mutation SNP G A 15 251 c.2131G>A c.(2131-2133)GCA>ACA p.A711T

Pat_41 Post-Resistance KIAA0146 23514 37 8 48626086 48626086 Missense_Mutation SNP C T 18 247 c.2224C>T c.(2224-2226)CTT>TTT p.L742F

Pat_41 Post-Resistance KIAA0146 23514 37 8 48626174 48626174 Missense_Mutation SNP C T 9 164 c.2312C>T c.(2311-2313)ACA>ATA p.T771I

Pat_41 Post-Resistance PRKDC 5591 37 8 48690356 48690356 Missense_Mutation SNP C T 11 191 c.11933G>A c.(11932-11934)GGC>GAC p.G3978D

Pat_41 Post-Resistance PRKDC 5591 37 8 48866432 48866432 Missense_Mutation SNP G A 5 21 c.556C>T c.(556-558)CCT>TCT p.P186S

Pat_41 Post-Resistance RB1CC1 9821 37 8 53568656 53568656 Missense_Mutation SNP C T 9 109 c.3733G>A c.(3733-3735)GCC>ACC p.A1245T

Pat_41 Post-Resistance LYPLA1 10434 37 8 54963590 54963590 Missense_Mutation SNP C T 11 606 c.621G>A c.(619-621)ATG>ATA p.M207I

Pat_41 Post-Resistance LYPLA1 10434 37 8 54974859 54974859 Missense_Mutation SNP C T 10 163 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_41 Post-Resistance MRPL15 29088 37 8 55049973 55049973 Missense_Mutation SNP G A 22 134 c.409G>A c.(409-411)GGT>AGT p.G137S

Pat_41 Post-Resistance MRPL15 29088 37 8 55055224 55055224 Missense_Mutation SNP G A 4 105 c.431G>A c.(430-432)GGT>GAT p.G144D

Pat_41 Post-Resistance RP1 6101 37 8 55541286 55541286 Missense_Mutation SNP G A 27 235 c.4844G>A c.(4843-4845)GGC>GAC p.G1615D

Pat_41 Post-Resistance TGS1 96764 37 8 56698347 56698347 Missense_Mutation SNP G A 13 204 c.236G>A c.(235-237)GGC>GAC p.G79D

Pat_41 Post-Resistance PLAG1 5324 37 8 57078812 57078812 Missense_Mutation SNP G A 53 453 c.1493C>T c.(1492-1494)GCT>GTT p.A498V

Pat_41 Post-Resistance PLAG1 5324 37 8 57079254 57079254 Missense_Mutation SNP G A 13 359 c.1051C>T c.(1051-1053)CCA>TCA p.P351S

Pat_41 Post-Resistance SDR16C5 195814 37 8 57221564 57221564 Missense_Mutation SNP G A 6 139 c.488C>T c.(487-489)GCT>GTT p.A163V

Pat_41 Post-Resistance SDR16C5 195814 37 8 57228653 57228653 Missense_Mutation SNP C T 7 283 c.254G>A c.(253-255)CGG>CAG p.R85Q

Pat_41 Post-Resistance IMPAD1 54928 37 8 57878851 57878851 Missense_Mutation SNP G A 10 198 c.707C>T c.(706-708)ACC>ATC p.T236I

Pat_41 Post-Resistance CYP7A1 1581 37 8 59411012 59411012 Missense_Mutation SNP G A 30 547 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_41 Post-Resistance NSMAF 8439 37 8 59500237 59500237 Missense_Mutation SNP C A 10 205 c.2235G>T c.(2233-2235)GAG>GAT p.E745D

Pat_41 Post-Resistance GGH 8836 37 8 63936638 63936638 Splice_Site SNP C T 10 109 c.606_splice c.e6+1 p.K202_splice

Pat_41 Post-Resistance GGH 8836 37 8 63939739 63939739 Splice_Site SNP C T 8 182 c.360_splice c.e4+1 p.Q120_splice

Pat_41 Post-Resistance YTHDF3 253943 37 8 64100128 64100128 Missense_Mutation SNP G A 26 40 c.1559G>A c.(1558-1560)CGC>CAC p.R520H

Pat_41 Post-Resistance DNAJC5B 85479 37 8 67012241 67012241 Missense_Mutation SNP C T 14 105 c.575C>T c.(574-576)TCT>TTT p.S192F

Pat_41 Post-Resistance TRIM55 84675 37 8 67040644 67040644 Missense_Mutation SNP G A 13 362 c.274G>A c.(274-276)GTA>ATA p.V92I

Pat_41 Post-Resistance VCPIP1 80124 37 8 67578206 67578206 Missense_Mutation SNP C T 19 190 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_41 Post-Resistance CSPP1 79848 37 8 68015300 68015300 Missense_Mutation SNP C T 6 208 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_41 Post-Resistance CSPP1 79848 37 8 68031010 68031010 Missense_Mutation SNP G A 13 210 c.1741G>A c.(1741-1743)GCT>ACT p.A581T

Pat_41 Post-Resistance CSPP1 79848 37 8 68107721 68107721 Missense_Mutation SNP G A 21 244 c.3664G>A c.(3664-3666)GAA>AAA p.E1222K

Pat_41 Post-Resistance ARFGEF1 10565 37 8 68130264 68130264 Missense_Mutation SNP G A 14 309 c.4448C>T c.(4447-4449)GCT>GTT p.A1483V

Pat_41 Post-Resistance ARFGEF1 10565 37 8 68130312 68130312 Missense_Mutation SNP G A 37 232 c.4400C>T c.(4399-4401)ACT>ATT p.T1467I

Pat_41 Post-Resistance ARFGEF1 10565 37 8 68179613 68179613 Nonsense_Mutation SNP C T 20 333 c.1637G>A c.(1636-1638)TGG>TAG p.W546*

Pat_41 Post-Resistance CPA6 57094 37 8 68340293 68340293 Missense_Mutation SNP G A 8 192 c.1115C>T c.(1114-1116)TCC>TTC p.S372F

Pat_41 Post-Resistance SULF1 23213 37 8 70476235 70476235 Missense_Mutation SNP G A 21 250 c.25G>A c.(25-27)GTT>ATT p.V9I

Pat_41 Post-Resistance SULF1 23213 37 8 70501307 70501307 Missense_Mutation SNP C T 6 149 c.665C>T c.(664-666)GCT>GTT p.A222V

Pat_41 Post-Resistance SLCO5A1 81796 37 8 70617279 70617279 Missense_Mutation SNP G A 16 285 c.1609C>T c.(1609-1611)CCT>TCT p.P537S

Pat_41 Post-Resistance PRDM14 63978 37 8 70981642 70981642 Missense_Mutation SNP G A 9 138 c.454C>T c.(454-456)CCG>TCG p.P152S

Pat_41 Post-Resistance PRDM14 63978 37 8 70981662 70981662 Missense_Mutation SNP C T 8 138 c.434G>A c.(433-435)GGA>GAA p.G145E

Pat_41 Post-Resistance LACTB2 51110 37 8 71550135 71550135 Missense_Mutation SNP C T 11 79 c.827G>A c.(826-828)AGC>AAC p.S276N

Pat_41 Post-Resistance XKR9 389668 37 8 71646393 71646393 Missense_Mutation SNP C T 6 62 c.856C>T c.(856-858)CCA>TCA p.P286S

Pat_41 Post-Resistance EYA1 2138 37 8 72123426 72123426 Missense_Mutation SNP C T 12 344 c.1663G>A c.(1663-1665)GGA>AGA p.G555R

Pat_41 Post-Resistance TRPA1 8989 37 8 72973868 72973868 Missense_Mutation SNP C T 24 314 c.936G>A c.(934-936)ATG>ATA p.M312I

Pat_41 Post-Resistance TRPA1 8989 37 8 72973983 72973983 Missense_Mutation SNP G A 6 162 c.821C>T c.(820-822)ACA>ATA p.T274I



Pat_41 Post-Resistance KCNB2 9312 37 8 73480201 73480201 Missense_Mutation SNP G A 7 80 c.232G>A c.(232-234)GAC>AAC p.D78N

Pat_41 Post-Resistance RPL7 6129 37 8 74204077 74204077 Missense_Mutation SNP C T 15 217 c.359G>A c.(358-360)GGA>GAA p.G120E

Pat_41 Post-Resistance STAU2 27067 37 8 74600967 74600967 Missense_Mutation SNP C T 48 387 c.196G>A c.(196-198)GCC>ACC p.A66T

Pat_41 Post-Resistance TMEM70 54968 37 8 74891055 74891055 Missense_Mutation SNP G A 25 237 c.275G>A c.(274-276)GGA>GAA p.G92E

Pat_41 Post-Resistance ZFHX4 79776 37 8 77618080 77618080 Missense_Mutation SNP C T 10 158 c.1757C>T c.(1756-1758)GCC>GTC p.A586V

Pat_41 Post-Resistance ZFHX4 79776 37 8 77763770 77763770 Missense_Mutation SNP C T 7 92 c.4478C>T c.(4477-4479)TCT>TTT p.S1493F

Pat_41 Post-Resistance ZFHX4 79776 37 8 77766995 77766995 Missense_Mutation SNP C T 4 46 c.7703C>T c.(7702-7704)ACC>ATC p.T2568I

Pat_41 Post-Resistance ZNF704 619279 37 8 81577201 81577201 Missense_Mutation SNP G A 14 236 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_41 Post-Resistance PAG1 55824 37 8 81897456 81897456 Missense_Mutation SNP G A 24 126 c.431C>T c.(430-432)ACC>ATC p.T144I

Pat_41 Post-Resistance FABP12 646486 37 8 82441810 82441810 Missense_Mutation SNP C T 9 74 c.109G>A c.(109-111)GCA>ACA p.A37T

Pat_41 Post-Resistance SLC10A5 347051 37 8 82607156 82607156 Missense_Mutation SNP C T 24 29 c.52G>A c.(52-54)GAA>AAA p.E18K

Pat_41 Post-Resistance CA1 759 37 8 86244782 86244782 Splice_Site SNP C T 6 142 c.451_splice c.e7-1 p.V151_splice

Pat_41 Post-Resistance WWP1 11059 37 8 87437514 87437514 Missense_Mutation SNP C T 7 170 c.1124C>T c.(1123-1125)ACC>ATC p.T375I

Pat_41 Post-Resistance CNGB3 54714 37 8 87656054 87656054 Missense_Mutation SNP G A 18 296 c.1103C>T c.(1102-1104)GCC>GTC p.A368V

Pat_41 Post-Resistance DCAF4L2 138009 37 8 88885197 88885197 Missense_Mutation SNP C T 6 104 c.1003G>A c.(1003-1005)GAC>AAC p.D335N

Pat_41 Post-Resistance DCAF4L2 138009 37 8 88885309 88885309 Nonsense_Mutation SNP C T 13 258 c.891G>A c.(889-891)TGG>TGA p.W297*

Pat_41 Post-Resistance MMP16 4325 37 8 89209469 89209469 Missense_Mutation SNP C T 14 211 c.199G>A c.(199-201)GAG>AAG p.E67K

Pat_41 Post-Resistance TMEM55A 55529 37 8 92052878 92052878 Missense_Mutation SNP G A 9 159 c.100C>T c.(100-102)CCC>TCC p.P34S

Pat_41 Post-Resistance SLC26A7 115111 37 8 92330549 92330549 Missense_Mutation SNP G A 9 280 c.583G>A c.(583-585)GTC>ATC p.V195I

Pat_41 Post-Resistance RUNX1T1 862 37 8 92982981 92982981 Missense_Mutation SNP C T 10 120 c.1444G>A c.(1444-1446)GAG>AAG p.E482K

Pat_41 Post-Resistance RUNX1T1 862 37 8 92983014 92983014 Missense_Mutation SNP C T 5 117 c.1411G>A c.(1411-1413)GCG>ACG p.A471T

Pat_41 Post-Resistance RBM12B 389677 37 8 94746603 94746603 Missense_Mutation SNP G A 19 185 c.2036C>T c.(2035-2037)CCA>CTA p.P679L

Pat_41 Post-Resistance RBM12B 389677 37 8 94747366 94747366 Missense_Mutation SNP G A 14 278 c.1273C>T c.(1273-1275)CTT>TTT p.L425F

Pat_41 Post-Resistance TMEM67 91147 37 8 94798514 94798514 Missense_Mutation SNP G A 14 238 c.1352G>A c.(1351-1353)CGA>CAA p.R451Q

Pat_41 Post-Resistance TMEM67 91147 37 8 94798541 94798541 Missense_Mutation SNP G A 18 200 c.1379G>A c.(1378-1380)AGA>AAA p.R460K

Pat_41 Post-Resistance KIAA1429 25962 37 8 95523736 95523736 Missense_Mutation SNP C T 10 202 c.3067G>A c.(3067-3069)GGT>AGT p.G1023S

Pat_41 Post-Resistance KIAA1429 25962 37 8 95547100 95547100 Missense_Mutation SNP G A 15 145 c.451C>T c.(451-453)CCA>TCA p.P151S

Pat_41 Post-Resistance INTS8 55656 37 8 95853759 95853759 Missense_Mutation SNP G A 34 405 c.1058G>A c.(1057-1059)AGT>AAT p.S353N

Pat_41 Post-Resistance MTERFD1 51001 37 8 97258116 97258116 Missense_Mutation SNP C T 14 292 c.869G>A c.(868-870)AGT>AAT p.S290N

Pat_41 Post-Resistance PGCP 10404 37 8 98155400 98155400 Missense_Mutation SNP C T 9 127 c.1408C>T c.(1408-1410)CCT>TCT p.P470S

Pat_41 Post-Resistance HRSP12 10247 37 8 99118553 99118553 Missense_Mutation SNP G A 10 207 c.173C>T c.(172-174)GCT>GTT p.A58V

Pat_41 Post-Resistance POP1 10940 37 8 99148764 99148764 Missense_Mutation SNP G A 65 523 c.1066G>A c.(1066-1068)GCT>ACT p.A356T

Pat_41 Post-Resistance STK3 6788 37 8 99761557 99761557 Missense_Mutation SNP C T 8 390 c.298G>A c.(298-300)GAG>AAG p.E100K

Pat_41 Post-Resistance VPS13B 157680 37 8 100494001 100494001 Missense_Mutation SNP C T 14 131 c.3841C>T c.(3841-3843)CCA>TCA p.P1281S

Pat_41 Post-Resistance VPS13B 157680 37 8 100871565 100871565 Missense_Mutation SNP G T 9 108 c.10976G>T c.(10975-10977)AGC>ATC p.S3659I

Pat_41 Post-Resistance VPS13B 157680 37 8 100871666 100871666 Missense_Mutation SNP G A 16 82 c.11077G>A c.(11077-11079)GTC>ATC p.V3693I

Pat_41 Post-Resistance RGS22 26166 37 8 101074878 101074878 Nonsense_Mutation SNP C T 5 86 c.1455G>A c.(1453-1455)TGG>TGA p.W485*

Pat_41 Post-Resistance FBXO43 286151 37 8 101153190 101153190 Missense_Mutation SNP G A 14 238 c.1292C>T c.(1291-1293)ACC>ATC p.T431I

Pat_41 Post-Resistance RNF19A 25897 37 8 101271296 101271296 Missense_Mutation SNP C T 11 420 c.2005G>A c.(2005-2007)GCA>ACA p.A669T

Pat_41 Post-Resistance PABPC1 26986 37 8 101724600 101724600 Missense_Mutation SNP G A 16 687 c.962C>T c.(961-963)ACT>ATT p.T321I

Pat_41 Post-Resistance ZNF706 51123 37 8 102213926 102213926 Missense_Mutation SNP G A 6 174 c.44C>T c.(43-45)GCC>GTC p.A15V

Pat_41 Post-Resistance GRHL2 79977 37 8 102555642 102555642 Missense_Mutation SNP G A 28 143 c.194G>A c.(193-195)GGC>GAC p.G65D

Pat_41 Post-Resistance NCALD 83988 37 8 102731503 102731503 Missense_Mutation SNP C T 8 307 c.355G>A c.(355-357)GCA>ACA p.A119T

Pat_41 Post-Resistance RRM2B 50484 37 8 103236342 103236342 Missense_Mutation SNP G A 13 169 c.482C>T c.(481-483)ACC>ATC p.T161I

Pat_41 Post-Resistance UBR5 51366 37 8 103279234 103279234 Missense_Mutation SNP C T 17 166 c.7363G>A c.(7363-7365)GAA>AAA p.E2455K

Pat_41 Post-Resistance UBR5 51366 37 8 103297454 103297454 Missense_Mutation SNP C T 11 206 c.5597G>A c.(5596-5598)GGA>GAA p.G1866E

Pat_41 Post-Resistance UBR5 51366 37 8 103326043 103326043 Missense_Mutation SNP G A 11 191 c.1996C>T c.(1996-1998)CCT>TCT p.P666S



Pat_41 Post-Resistance ATP6V1C1 528 37 8 104053185 104053185 Missense_Mutation SNP C T 15 338 c.121C>T c.(121-123)CCT>TCT p.P41S

Pat_41 Post-Resistance FZD6 8323 37 8 104340583 104340583 Missense_Mutation SNP G A 12 198 c.1480G>A c.(1480-1482)GTT>ATT p.V494I

Pat_41 Post-Resistance SLC25A32 81034 37 8 104419914 104419914 Missense_Mutation SNP C T 13 365 c.253G>A c.(253-255)GTA>ATA p.V85I

Pat_41 Post-Resistance DCAF13 25879 37 8 104453777 104453777 Missense_Mutation SNP G A 25 324 c.1637G>A c.(1636-1638)CGA>CAA p.R546Q

Pat_41 Post-Resistance RIMS2 9699 37 8 105026742 105026742 Missense_Mutation SNP C T 11 206 c.2453C>T c.(2452-2454)CCT>CTT p.P818L

Pat_41 Post-Resistance LRP12 29967 37 8 105503247 105503247 Missense_Mutation SNP C T 9 153 c.2234G>A c.(2233-2235)GGA>GAA p.G745E

Pat_41 Post-Resistance LRP12 29967 37 8 105510163 105510163 Missense_Mutation SNP G A 25 600 c.617C>T c.(616-618)CCT>CTT p.P206L

Pat_41 Post-Resistance ZFPM2 23414 37 8 106456570 106456570 Missense_Mutation SNP G A 13 73 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_41 Post-Resistance PKHD1L1 93035 37 8 110425717 110425717 Missense_Mutation SNP G A 6 42 c.2303G>A c.(2302-2304)AGC>AAC p.S768N

Pat_41 Post-Resistance PKHD1L1 93035 37 8 110457317 110457317 Missense_Mutation SNP C T 16 223 c.5219C>T c.(5218-5220)ACC>ATC p.T1740I

Pat_41 Post-Resistance PKHD1L1 93035 37 8 110477106 110477106 Missense_Mutation SNP G A 9 50 c.8045G>A c.(8044-8046)GGA>GAA p.G2682E

Pat_41 Post-Resistance EBAG9 9166 37 8 110569213 110569213 Missense_Mutation SNP G A 14 70 c.371G>A c.(370-372)AGC>AAC p.S124N

Pat_41 Post-Resistance TRPS1 7227 37 8 116426877 116426877 Missense_Mutation SNP G A 17 266 c.3220C>T c.(3220-3222)CCT>TCT p.P1074S

Pat_41 Post-Resistance TRPS1 7227 37 8 116427012 116427012 Missense_Mutation SNP G A 4 109 c.3085C>T c.(3085-3087)CAC>TAC p.H1029Y

Pat_41 Post-Resistance EIF3H 8667 37 8 117668154 117668154 Nonsense_Mutation SNP C T 23 229 c.648G>A c.(646-648)TGG>TGA p.W216*

Pat_41 Post-Resistance EIF3H 8667 37 8 117738276 117738276 Missense_Mutation SNP C T 9 299 c.268G>A c.(268-270)GAT>AAT p.D90N

Pat_41 Post-Resistance RAD21 5885 37 8 117864201 117864201 Missense_Mutation SNP C T 33 434 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_41 Post-Resistance SLC30A8 169026 37 8 118159291 118159291 Missense_Mutation SNP C T 30 269 c.170C>T c.(169-171)TCC>TTC p.S57F

Pat_41 Post-Resistance SLC30A8 169026 37 8 118183402 118183402 Missense_Mutation SNP C T 9 471 c.959C>T c.(958-960)GCT>GTT p.A320V

Pat_41 Post-Resistance EXT1 2131 37 8 119122876 119122876 Missense_Mutation SNP G A 9 123 c.410C>T c.(409-411)GCC>GTC p.A137V

Pat_41 Post-Resistance ENPP2 5168 37 8 120650688 120650688 Missense_Mutation SNP C T 27 497 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_41 Post-Resistance TAF2 6873 37 8 120795872 120795872 Missense_Mutation SNP C T 19 92 c.1861G>A c.(1861-1863)GCT>ACT p.A621T

Pat_41 Post-Resistance TAF2 6873 37 8 120809305 120809305 Missense_Mutation SNP G A 13 144 c.1016C>T c.(1015-1017)ACA>ATA p.T339I

Pat_41 Post-Resistance DSCC1 79075 37 8 120854069 120854069 Missense_Mutation SNP G A 27 178 c.889C>T c.(889-891)CCT>TCT p.P297S

Pat_41 Post-Resistance COL14A1 7373 37 8 121219269 121219269 Missense_Mutation SNP C T 4 76 c.1127C>T c.(1126-1128)GCC>GTC p.A376V

Pat_41 Post-Resistance MTBP 27085 37 8 121458681 121458681 Missense_Mutation SNP G A 9 303 c.127G>A c.(127-129)GCA>ACA p.A43T

Pat_41 Post-Resistance MTBP 27085 37 8 121535549 121535549 Nonsense_Mutation SNP G A 18 477 c.2688G>A c.(2686-2688)TGG>TGA p.W896*

Pat_41 Post-Resistance HAS2 3037 37 8 122626858 122626858 Missense_Mutation SNP C T 66 455 c.1150G>A c.(1150-1152)GGA>AGA p.G384R

Pat_41 Post-Resistance HAS2 3037 37 8 122641376 122641377 Nonsense_Mutation DNP GG AA 131 148 c.204_205CC>TT(202-207)CACCGA>CATTG p.R69*

Pat_41 Post-Resistance HAS2 3037 37 8 122641581 122641581 Splice_Site SNP C T 6 163 c.1_splice c.e2-1 p.M1_splice

Pat_41 Post-Resistance ZHX2 22882 37 8 123965971 123965971 Missense_Mutation SNP G A 11 157 c.2221G>A c.(2221-2223)GAC>AAC p.D741N

Pat_41 Post-Resistance WDR67 93594 37 8 124113180 124113180 Missense_Mutation SNP C T 13 191 c.965C>T c.(964-966)GCA>GTA p.A322V

Pat_41 Post-Resistance FAM91A1 157769 37 8 124799566 124799566 Missense_Mutation SNP T A 20 402 c.1144T>A c.(1144-1146)TTT>ATT p.F382I

Pat_41 Post-Resistance RNF139 11236 37 8 125498239 125498239 Missense_Mutation SNP G A 23 193 c.349G>A c.(349-351)GAG>AAG p.E117K

Pat_41 Post-Resistance RNF139 11236 37 8 125499364 125499364 Missense_Mutation SNP G A 7 367 c.1474G>A c.(1474-1476)GGA>AGA p.G492R

Pat_41 Post-Resistance NDUFB9 4715 37 8 125559341 125559341 Missense_Mutation SNP G A 12 374 c.395G>A c.(394-396)AGC>AAC p.S132N

Pat_41 Post-Resistance ZNF572 137209 37 8 125988797 125988797 Missense_Mutation SNP G A 19 134 c.287G>A c.(286-288)GGA>GAA p.G96E

Pat_41 Post-Resistance ZNF572 137209 37 8 125989117 125989117 Missense_Mutation SNP C T 18 272 c.607C>T c.(607-609)CTT>TTT p.L203F

Pat_41 Post-Resistance KIAA0196 9897 37 8 126085397 126085397 Missense_Mutation SNP G A 27 171 c.1148C>T c.(1147-1149)TCA>TTA p.S383L

Pat_41 Post-Resistance MYC 4609 37 8 128751046 128751046 Missense_Mutation SNP G A 10 90 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_41 Post-Resistance FAM49B 51571 37 8 130864442 130864442 Missense_Mutation SNP G A 17 199 c.599C>T c.(598-600)ACC>ATC p.T200I

Pat_41 Post-Resistance ASAP1 50807 37 8 131070323 131070323 Splice_Site SNP C T 7 125 c.3193_splice c.e28-1 p.G1065_splice

Pat_41 Post-Resistance ADCY8 114 37 8 131880179 131880179 Missense_Mutation SNP C T 28 126 c.2123G>A c.(2122-2124)AGG>AAG p.R708K

Pat_41 Post-Resistance EFR3A 23167 37 8 132971875 132971875 Missense_Mutation SNP G A 6 152 c.820G>A c.(820-822)GTT>ATT p.V274I

Pat_41 Post-Resistance EFR3A 23167 37 8 133014911 133014911 Missense_Mutation SNP G T 10 108 c.2268G>T c.(2266-2268)CAG>CAT p.Q756H

Pat_41 Post-Resistance PHF20L1 51105 37 8 133827045 133827045 Missense_Mutation SNP C T 18 365 c.1094C>T c.(1093-1095)CCC>CTC p.P365L

Pat_41 Post-Resistance TG 7038 37 8 134125739 134125739 Missense_Mutation SNP G A 14 134 c.7646G>A c.(7645-7647)GGC>GAC p.G2549D



Pat_41 Post-Resistance WISP1 8840 37 8 134237642 134237642 Missense_Mutation SNP G A 49 346 c.620G>A c.(619-621)GGT>GAT p.G207D

Pat_41 Post-Resistance ST3GAL1 6482 37 8 134477115 134477115 Missense_Mutation SNP C T 24 348 c.589G>A c.(589-591)GAG>AAG p.E197K

Pat_41 Post-Resistance ZFAT 57623 37 8 135577626 135577626 Missense_Mutation SNP C T 16 190 c.2926G>A c.(2926-2928)GCC>ACC p.A976T

Pat_41 Post-Resistance COL22A1 169044 37 8 139606439 139606439 Missense_Mutation SNP C T 4 69 c.4436G>A c.(4435-4437)AGA>AAA p.R1479K

Pat_41 Post-Resistance COL22A1 169044 37 8 139703116 139703116 Missense_Mutation SNP C T 5 61 c.2756G>A c.(2755-2757)GGT>GAT p.G919D

Pat_41 Post-Resistance TRAPPC9 83696 37 8 141461088 141461088 Missense_Mutation SNP G A 12 120 c.385C>T c.(385-387)CGC>TGC p.R129C

Pat_41 Post-Resistance PTK2 5747 37 8 141712714 141712714 Nonsense_Mutation SNP C T 20 387 c.2322G>A c.(2320-2322)TGG>TGA p.W774*

Pat_41 Post-Resistance DENND3 22898 37 8 142146714 142146714 Translation_Start_Site SNP G A 4 25 c.-31G>A c.(-33--29)CGGTG>CGATG

Pat_41 Post-Resistance DENND3 22898 37 8 142176489 142176489 Splice_Site SNP G A 4 109 c.1513_splice c.e12+1 p.V505_splice

Pat_41 Post-Resistance TSNARE1 203062 37 8 143425575 143425575 Missense_Mutation SNP C T 15 241 c.497G>A c.(496-498)CGC>CAC p.R166H

Pat_41 Post-Resistance TSNARE1 203062 37 8 143427211 143427211 Missense_Mutation SNP G A 8 204 c.131C>T c.(130-132)CCC>CTC p.P44L

Pat_41 Post-Resistance BAI1 575 37 8 143603435 143603435 Missense_Mutation SNP G T 3 53 c.3134G>T c.(3133-3135)CGG>CTG p.R1045L

Pat_41 Post-Resistance GML 2765 37 8 143921857 143921857 Missense_Mutation SNP C T 5 87 c.4C>T c.(4-6)CTC>TTC p.L2F

Pat_41 Post-Resistance CYP11B1 1584 37 8 143961144 143961144 Missense_Mutation SNP G A 9 38 c.86C>T c.(85-87)GCC>GTC p.A29V

Pat_41 Post-Resistance GLI4 2738 37 8 144358607 144358607 Missense_Mutation SNP C T 8 145 c.764C>T c.(763-765)ACG>ATG p.T255M

Pat_41 Post-Resistance FAM83H 286077 37 8 144808356 144808356 Missense_Mutation SNP G A 3 46 c.3275C>T c.(3274-3276)GCC>GTC p.A1092V

Pat_41 Post-Resistance EPPK1 83481 37 8 144943070 144943070 Missense_Mutation SNP C T 15 60 c.4352G>A c.(4351-4353)AGG>AAG p.R1451K

Pat_41 Post-Resistance PLEC 5339 37 8 144990973 144990973 Missense_Mutation SNP C T 6 147 c.13427G>A c.(13426-13428)GGC>GAC p.G4476D

Pat_41 Post-Resistance PLEC 5339 37 8 144997775 144997775 Missense_Mutation SNP G A 9 53 c.6733C>T c.(6733-6735)CGG>TGG p.R2245W

Pat_41 Post-Resistance PLEC 5339 37 8 145012819 145012819 Missense_Mutation SNP C T 16 311 c.565G>A c.(565-567)GTC>ATC p.V189I

Pat_41 Post-Resistance GRINA 2907 37 8 145065764 145065764 Missense_Mutation SNP C T 7 196 c.373C>T c.(373-375)CCT>TCT p.P125S

Pat_41 Post-Resistance OPLAH 26873 37 8 145111352 145111352 Missense_Mutation SNP C T 4 26 c.1919G>A c.(1918-1920)GGC>GAC p.G640D

Pat_41 Post-Resistance OPLAH 26873 37 8 145111358 145111358 Missense_Mutation SNP C T 3 24 c.1913G>A c.(1912-1914)GGC>GAC p.G638D

Pat_41 Post-Resistance GPAA1 8733 37 8 145139502 145139502 Missense_Mutation SNP G A 12 136 c.1000G>A c.(1000-1002)GCA>ACA p.A334T

Pat_41 Post-Resistance SHARPIN 81858 37 8 145154251 145154251 Missense_Mutation SNP G A 6 113 c.851C>T c.(850-852)GCC>GTC p.A284V

Pat_41 Post-Resistance HEATR7A 727957 37 8 145245825 145245825 Missense_Mutation SNP G A 5 36 c.701G>A c.(700-702)AGT>AAT p.S234N

Pat_41 Post-Resistance HEATR7A 727957 37 8 145247237 145247237 Missense_Mutation SNP C T 4 27 c.881C>T c.(880-882)GCT>GTT p.A294V

Pat_41 Post-Resistance HSF1 3297 37 8 145537564 145537564 Missense_Mutation SNP G A 13 257 c.1304G>A c.(1303-1305)AGC>AAC p.S435N

Pat_41 Post-Resistance DGAT1 8694 37 8 145541660 145541660 Missense_Mutation SNP C T 16 100 c.772G>A c.(772-774)GCC>ACC p.A258T

Pat_41 Post-Resistance FBXL6 26233 37 8 145580576 145580576 Splice_Site SNP C T 5 61 c.772_splice c.e5-1 p.V258_splice

Pat_41 Post-Resistance ADCK5 203054 37 8 145616060 145616060 Missense_Mutation SNP G A 15 153 c.347G>A c.(346-348)AGC>AAC p.S116N

Pat_41 Post-Resistance CPSF1 29894 37 8 145623961 145623961 Missense_Mutation SNP C T 22 260 c.1706G>A c.(1705-1707)GGC>GAC p.G569D

Pat_41 Post-Resistance CPSF1 29894 37 8 145624695 145624695 Missense_Mutation SNP C T 9 151 c.1363G>A c.(1363-1365)GGA>AGA p.G455R

Pat_41 Post-Resistance NFKBIL2 4796 37 8 145661985 145661985 Missense_Mutation SNP G A 6 38 c.1970C>T c.(1969-1971)GCC>GTC p.A657V

Pat_41 Post-Resistance NFKBIL2 4796 37 8 145665547 145665547 Missense_Mutation SNP G A 6 122 c.1337C>T c.(1336-1338)CCC>CTC p.P446L

Pat_41 Post-Resistance GPT 2875 37 8 145730175 145730175 Missense_Mutation SNP C T 42 617 c.274C>T c.(274-276)CCT>TCT p.P92S

Pat_41 Post-Resistance LRRC14 9684 37 8 145746452 145746452 Missense_Mutation SNP G A 15 104 c.1072G>A c.(1072-1074)GGT>AGT p.G358S

Pat_41 Post-Resistance ZNF34 80778 37 8 146003512 146003512 Missense_Mutation SNP G A 4 89 c.134C>T c.(133-135)TCC>TTC p.S45F

Pat_41 Post-Resistance ZNF7 7553 37 8 146067688 146067688 Missense_Mutation SNP G A 7 134 c.1196G>A c.(1195-1197)AGC>AAC p.S399N

Pat_41 Post-Resistance ZNF7 7553 37 8 146068449 146068449 Nonsense_Mutation SNP C T 9 165 c.1957C>T c.(1957-1959)CAG>TAG p.Q653*

Pat_41 Post-Resistance ZNF250 58500 37 8 146107292 146107292 Missense_Mutation SNP C T 11 222 c.1291G>A c.(1291-1293)GCC>ACC p.A431T

Pat_41 Post-Resistance FOXD4 2298 37 9 117939 117939 Missense_Mutation SNP C T 7 62 c.181G>A c.(181-183)GGC>AGC p.G61S

Pat_41 Post-Resistance DOCK8 81704 37 9 428399 428399 Missense_Mutation SNP G A 11 85 c.4376G>A c.(4375-4377)GGA>GAA p.G1459E

Pat_41 Post-Resistance KANK1 23189 37 9 711024 711024 Nonsense_Mutation SNP G A 12 74 c.258G>A c.(256-258)TGG>TGA p.W86*

Pat_41 Post-Resistance KANK1 23189 37 9 738385 738385 Missense_Mutation SNP C T 34 82 c.3434C>T c.(3433-3435)GCC>GTC p.A1145V

Pat_41 Post-Resistance KIAA0020 9933 37 9 2837362 2837362 Missense_Mutation SNP G A 3 34 c.122C>T c.(121-123)GCT>GTT p.A41V

Pat_41 Post-Resistance RFX3 5991 37 9 3346713 3346713 Missense_Mutation SNP C T 18 170 c.169G>A c.(169-171)GTG>ATG p.V57M



Pat_41 Post-Resistance RCL1 10171 37 9 4844622 4844622 Missense_Mutation SNP G A 33 135 c.808G>A c.(808-810)GTA>ATA p.V270I

Pat_41 Post-Resistance ERMP1 79956 37 9 5810154 5810154 Missense_Mutation SNP G A 22 211 c.1405C>T c.(1405-1407)CTC>TTC p.L469F

Pat_41 Post-Resistance KIAA2026 158358 37 9 6007224 6007224 Missense_Mutation SNP C T 24 151 c.564G>A c.(562-564)ATG>ATA p.M188I

Pat_41 Post-Resistance KDM4C 23081 37 9 7103728 7103728 Missense_Mutation SNP C T 27 81 c.2468C>T c.(2467-2469)GCC>GTC p.A823V

Pat_41 Post-Resistance PTPRD 5789 37 9 8500931 8500931 Missense_Mutation SNP C T 47 195 c.1951G>A c.(1951-1953)GCA>ACA p.A651T

Pat_41 Post-Resistance MPDZ 8777 37 9 13221445 13221445 Missense_Mutation SNP C T 9 91 c.802G>A c.(802-804)GGA>AGA p.G268R

Pat_41 Post-Resistance C9orf93 203238 37 9 15678820 15678820 Missense_Mutation SNP G A 3 13 c.1141G>A c.(1141-1143)GTA>ATA p.V381I

Pat_41 Post-Resistance DENND4C 55667 37 9 19360267 19360267 Missense_Mutation SNP C T 23 151 c.4331C>T c.(4330-4332)CCT>CTT p.P1444L

Pat_41 Post-Resistance ACER2 340485 37 9 19450551 19450551 Missense_Mutation SNP C T 25 54 c.745C>T c.(745-747)CCC>TCC p.P249S

Pat_41 Post-Resistance SLC24A2 25769 37 9 19786422 19786422 Missense_Mutation SNP G A 4 50 c.443C>T c.(442-444)GCC>GTC p.A148V

Pat_41 Post-Resistance MLLT3 4300 37 9 20363517 20363517 Missense_Mutation SNP C T 11 63 c.1288G>A c.(1288-1290)GAA>AAA p.E430K

Pat_41 Post-Resistance IFNA16 3449 37 9 21216814 21216814 Nonsense_Mutation SNP C T 69 480 c.491G>A c.(490-492)TGG>TAG p.W164*

Pat_41 Post-Resistance DMRTA1 63951 37 9 22451101 22451101 Nonsense_Mutation SNP C T 13 88 c.706C>T c.(706-708)CAA>TAA p.Q236*

Pat_41 Post-Resistance C9orf72 203228 37 9 27562426 27562426 Missense_Mutation SNP C T 24 160 c.553G>A c.(553-555)GAA>AAA p.E185K

Pat_41 Post-Resistance C9orf72 203228 37 9 27566773 27566773 Missense_Mutation SNP G A 36 81 c.346C>T c.(346-348)CTT>TTT p.L116F

Pat_41 Post-Resistance NOL6 65083 37 9 33469208 33469208 Missense_Mutation SNP C T 12 57 c.859G>A c.(859-861)GAT>AAT p.D287N

Pat_41 Post-Resistance UBAP2 55833 37 9 33922537 33922537 Missense_Mutation SNP G A 4 21 c.3325C>T c.(3325-3327)CCT>TCT p.P1109S

Pat_41 Post-Resistance DCAF12 25853 37 9 34093419 34093419 Missense_Mutation SNP G A 4 69 c.889C>T c.(889-891)CGT>TGT p.R297C

Pat_41 Post-Resistance IL11RA 3590 37 9 34657458 34657458 Missense_Mutation SNP C T 6 50 c.520C>T c.(520-522)CCC>TCC p.P174S

Pat_41 Post-Resistance C9orf131 138724 37 9 35043155 35043155 Missense_Mutation SNP C T 5 54 c.529C>T c.(529-531)CCT>TCT p.P177S

Pat_41 Post-Resistance C9orf131 138724 37 9 35043738 35043738 Missense_Mutation SNP C T 14 78 c.1112C>T c.(1111-1113)ACC>ATC p.T371I

Pat_41 Post-Resistance C9orf131 138724 37 9 35044205 35044205 Missense_Mutation SNP C T 54 200 c.1579C>T c.(1579-1581)CCA>TCA p.P527S

Pat_41 Post-Resistance C9orf131 138724 37 9 35044316 35044316 Missense_Mutation SNP C T 19 145 c.1690C>T c.(1690-1692)CCA>TCA p.P564S

Pat_41 Post-Resistance CD72 971 37 9 35611800 35611800 Splice_Site SNP C T 24 56 c.950_splice c.e7+1 p.R317_splice

Pat_41 Post-Resistance CA9 768 37 9 35680970 35680970 Missense_Mutation SNP C T 9 134 c.1328C>T c.(1327-1329)ACC>ATC p.T443I

Pat_41 Post-Resistance NPR2 4882 37 9 35800146 35800146 Missense_Mutation SNP G A 11 147 c.1115G>A c.(1114-1116)AGA>AAA p.R372K

Pat_41 Post-Resistance CLTA 1211 37 9 36199075 36199075 Missense_Mutation SNP G A 39 105 c.355G>A c.(355-357)GAA>AAA p.E119K

Pat_41 Post-Resistance POLR1E 64425 37 9 37503099 37503099 Missense_Mutation SNP C T 6 30 c.1346C>T c.(1345-1347)GCC>GTC p.A449V

Pat_41 Post-Resistance PIP5K1B 8395 37 9 71532542 71532542 Missense_Mutation SNP G A 31 121 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_41 Post-Resistance VPS13A 23230 37 9 79952399 79952399 Nonsense_Mutation SNP G A 15 136 c.6324G>A c.(6322-6324)TGG>TGA p.W2108*

Pat_41 Post-Resistance CEP78 84131 37 9 80861630 80861630 Missense_Mutation SNP C T 15 69 c.824C>T c.(823-825)GCT>GTT p.A275V

Pat_41 Post-Resistance TLE4 7091 37 9 82333666 82333666 Missense_Mutation SNP G A 9 45 c.1445G>A c.(1444-1446)GGT>GAT p.G482D

Pat_41 Post-Resistance RASEF 158158 37 9 85605342 85605342 Missense_Mutation SNP C T 6 195 c.2081G>A c.(2080-2082)GGT>GAT p.G694D

Pat_41 Post-Resistance UBQLN1 29979 37 9 86297946 86297946 Missense_Mutation SNP G A 14 132 c.368C>T c.(367-369)GCT>GTT p.A123V

Pat_41 Post-Resistance GKAP1 80318 37 9 86383767 86383767 Missense_Mutation SNP C T 5 55 c.704G>A c.(703-705)GGA>GAA p.G235E

Pat_41 Post-Resistance KIF27 55582 37 9 86452059 86452059 Missense_Mutation SNP G A 8 73 c.4063C>T c.(4063-4065)CCT>TCT p.P1355S

Pat_41 Post-Resistance C9orf64 84267 37 9 86571229 86571229 Missense_Mutation SNP C T 11 27 c.187G>A c.(187-189)GCC>ACC p.A63T

Pat_41 Post-Resistance RMI1 80010 37 9 86616913 86616913 Missense_Mutation SNP C T 7 33 c.1012C>T c.(1012-1014)CCA>TCA p.P338S

Pat_41 Post-Resistance DAPK1 1612 37 9 90263777 90263777 Missense_Mutation SNP C T 21 170 c.1411C>T c.(1411-1413)CCC>TCC p.P471S

Pat_41 Post-Resistance CTSL3 392360 37 9 90401723 90401723 Missense_Mutation SNP G A 18 58 c.575G>A c.(574-576)GGT>GAT p.G192D

Pat_41 Post-Resistance SECISBP2 79048 37 9 91943656 91943656 Missense_Mutation SNP C T 7 104 c.656C>T c.(655-657)ACC>ATC p.T219I

Pat_41 Post-Resistance SEMA4D 10507 37 9 92003963 92003963 Splice_Site SNP C T 10 29 c.775_splice c.e12-1 p.G259_splice

Pat_41 Post-Resistance SYK 6850 37 9 93640016 93640016 Missense_Mutation SNP G A 5 89 c.1345G>A c.(1345-1347)GAG>AAG p.E449K

Pat_41 Post-Resistance ROR2 4920 37 9 94486207 94486207 Missense_Mutation SNP G A 6 53 c.2569C>T c.(2569-2571)CCC>TCC p.P857S

Pat_41 Post-Resistance ROR2 4920 37 9 94519784 94519784 Missense_Mutation SNP G A 3 40 c.233C>T c.(232-234)ACG>ATG p.T78M

Pat_41 Post-Resistance SPTLC1 10558 37 9 94797091 94797091 Splice_Site SNP C T 19 112 c.1328_splice c.e14+1 p.S443_splice

Pat_41 Post-Resistance WNK2 65268 37 9 95993352 95993352 Missense_Mutation SNP C T 72 142 c.1037C>T c.(1036-1038)GCC>GTC p.A346V



Pat_41 Post-Resistance ZNF169 169841 37 9 97054659 97054659 Missense_Mutation SNP A G 31 103 c.70A>G c.(70-72)ACC>GCC p.T24A

Pat_41 Post-Resistance C9orf3 84909 37 9 97522426 97522426 Missense_Mutation SNP C T 7 321 c.361C>T c.(361-363)CAT>TAT p.H121Y

Pat_41 Post-Resistance PTCH1 5727 37 9 98209459 98209459 Missense_Mutation SNP G A 8 17 c.4079C>T c.(4078-4080)TCC>TTC p.S1360F

Pat_41 Post-Resistance CDC14B 8555 37 9 99327738 99327738 Missense_Mutation SNP C T 23 203 c.188G>A c.(187-189)AGC>AAC p.S63N

Pat_41 Post-Resistance TDRD7 23424 37 9 100190809 100190809 Missense_Mutation SNP G A 18 58 c.62G>A c.(61-63)GGA>GAA p.G21E

Pat_41 Post-Resistance TDRD7 23424 37 9 100222550 100222550 Missense_Mutation SNP G A 5 50 c.946G>A c.(946-948)GTA>ATA p.V316I

Pat_41 Post-Resistance TBC1D2 55357 37 9 100963810 100963810 Missense_Mutation SNP C T 11 87 c.2408G>A c.(2407-2409)AGC>AAC p.S803N

Pat_41 Post-Resistance ANKS6 203286 37 9 101552434 101552434 Missense_Mutation SNP C T 22 85 c.814G>A c.(814-816)GAC>AAC p.D272N

Pat_41 Post-Resistance STX17 55014 37 9 102730902 102730902 Missense_Mutation SNP C T 6 91 c.856C>T c.(856-858)CTC>TTC p.L286F

Pat_41 Post-Resistance LPPR1 54886 37 9 104075216 104075216 Missense_Mutation SNP T A 275 37 c.773T>A c.(772-774)ATT>AAT p.I258N

Pat_41 Post-Resistance MRPL50 54534 37 9 104153098 104153098 Missense_Mutation SNP C T 10 56 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_41 Post-Resistance SMC2 10592 37 9 106901489 106901489 Missense_Mutation SNP G A 9 74 c.3487G>A c.(3487-3489)GAT>AAT p.D1163N

Pat_41 Post-Resistance OR13C9 286362 37 9 107380046 107380046 Missense_Mutation SNP C T 14 131 c.440G>A c.(439-441)GGG>GAG p.G147E

Pat_41 Post-Resistance ABCA1 19 37 9 107562184 107562184 Missense_Mutation SNP T C 3 99 c.4859A>G c.(4858-4860)AAG>AGG p.K1620R

Pat_41 Post-Resistance ZNF462 58499 37 9 109765657 109765657 Missense_Mutation SNP G A 9 45 c.7139G>A c.(7138-7140)AGC>AAC p.S2380N

Pat_41 Post-Resistance CTNNAL1 8727 37 9 111706289 111706289 Missense_Mutation SNP C T 5 140 c.1894G>A c.(1894-1896)GCA>ACA p.A632T

Pat_41 Post-Resistance C9orf5 23731 37 9 111822716 111822716 Missense_Mutation SNP C T 29 69 c.1640G>A c.(1639-1641)GGA>GAA p.G547E

Pat_41 Post-Resistance SVEP1 79987 37 9 113192285 113192285 Splice_Site SNP C T 20 67 c.5531_splice c.e34-1 p.A1844_splice

Pat_41 Post-Resistance LPAR1 1902 37 9 113637878 113637878 Missense_Mutation SNP C T 92 22 c.918G>A c.(916-918)ATG>ATA p.M306I

Pat_41 Post-Resistance KIAA0368 23392 37 9 114134762 114134762 Missense_Mutation SNP G A 20 139 c.5009C>T c.(5008-5010)TCC>TTC p.S1670F

Pat_41 Post-Resistance UGCG 7357 37 9 114695126 114695126 Missense_Mutation SNP C T 28 85 c.1034C>T c.(1033-1035)TCA>TTA p.S345L

Pat_41 Post-Resistance ALAD 210 37 9 116155769 116155769 Missense_Mutation SNP G A 6 66 c.71C>T c.(70-72)ACC>ATC p.T24I

Pat_41 Post-Resistance C9orf43 257169 37 9 116185634 116185634 Missense_Mutation SNP G A 20 48 c.512G>A c.(511-513)GGA>GAA p.G171E

Pat_41 Post-Resistance RGS3 5998 37 9 116224012 116224012 Missense_Mutation SNP C T 9 93 c.106C>T c.(106-108)CCC>TCC p.P36S

Pat_41 Post-Resistance AMBP 259 37 9 116838957 116838957 Missense_Mutation SNP C T 20 80 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_41 Post-Resistance COL27A1 85301 37 9 116967403 116967403 Missense_Mutation SNP C T 10 90 c.2146C>T c.(2146-2148)CCG>TCG p.P716S

Pat_41 Post-Resistance COL27A1 85301 37 9 116999979 116999979 Missense_Mutation SNP G A 6 53 c.2711G>A c.(2710-2712)GGG>GAG p.G904E

Pat_41 Post-Resistance COL27A1 85301 37 9 117062942 117062942 Missense_Mutation SNP G A 7 20 c.4676G>A c.(4675-4677)GGC>GAC p.G1559D

Pat_41 Post-Resistance AKNA 80709 37 9 117106084 117106084 Splice_Site SNP C T 5 40 c.3662_splice c.e18-1 p.G1221_splice

Pat_41 Post-Resistance DFNB31 25861 37 9 117166342 117166342 Missense_Mutation SNP G A 5 32 c.2252C>T c.(2251-2253)TCC>TTC p.S751F

Pat_41 Post-Resistance ASTN2 23245 37 9 119413883 119413883 Missense_Mutation SNP C T 10 83 c.2996G>A c.(2995-2997)AGC>AAC p.S999N

Pat_41 Post-Resistance TRIM32 22954 37 9 119460041 119460041 Missense_Mutation SNP C T 9 51 c.20C>T c.(19-21)TCT>TTT p.S7F

Pat_41 Post-Resistance C5 727 37 9 123739097 123739097 Missense_Mutation SNP C T 9 121 c.3745G>A c.(3745-3747)GAA>AAA p.E1249K

Pat_41 Post-Resistance C5 727 37 9 123770685 123770685 Splice_Site SNP C T 40 90 c.2348_splice c.e18+1 p.R783_splice

Pat_41 Post-Resistance C5 727 37 9 123777506 123777506 Missense_Mutation SNP C T 3 63 c.2030G>A c.(2029-2031)AGA>AAA p.R677K

Pat_41 Post-Resistance C5 727 37 9 123778579 123778579 Missense_Mutation SNP C T 25 130 c.1949G>A c.(1948-1950)GGA>GAA p.G650E

Pat_41 Post-Resistance CEP110 11064 37 9 123920340 123920340 Missense_Mutation SNP G A 4 44 c.4717G>A c.(4717-4719)GTG>ATG p.V1573M

Pat_41 Post-Resistance OR1J1 347168 37 9 125239683 125239683 Missense_Mutation SNP G A 12 22 c.523C>T c.(523-525)CCT>TCT p.P175S

Pat_41 Post-Resistance OR1N1 138883 37 9 125288851 125288851 Missense_Mutation SNP G A 50 10 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_41 Post-Resistance OR1L3 26735 37 9 125437417 125437417 Missense_Mutation SNP G A 4 135 c.9G>A c.(7-9)ATG>ATA p.M3I

Pat_41 Post-Resistance OR1L4 254973 37 9 125486969 125486969 Missense_Mutation SNP G A 21 237 c.701G>A c.(700-702)GGG>GAG p.G234E

Pat_41 Post-Resistance OR5C1 392391 37 9 125551815 125551815 Missense_Mutation SNP C T 4 54 c.604C>T c.(604-606)CTT>TTT p.L202F

Pat_41 Post-Resistance SCAI 286205 37 9 127733699 127733699 Missense_Mutation SNP T C 12 81 c.1624A>G c.(1624-1626)ACA>GCA p.T542A

Pat_41 Post-Resistance HSPA5 3309 37 9 128003049 128003049 Missense_Mutation SNP T C 22 130 c.260A>G c.(259-261)AAC>AGC p.N87S

Pat_41 Post-Resistance RALGPS1 9649 37 9 129728169 129728169 Missense_Mutation SNP C T 15 125 c.104C>T c.(103-105)GCC>GTC p.A35V

Pat_41 Post-Resistance LRSAM1 90678 37 9 130236172 130236172 Missense_Mutation SNP C T 4 61 c.712C>T c.(712-714)CCC>TCC p.P238S

Pat_41 Post-Resistance FAM129B 64855 37 9 130286123 130286123 Missense_Mutation SNP T A 33 69 c.424A>T c.(424-426)ACC>TCC p.T142S



Pat_41 Post-Resistance ST6GALNAC6 30815 37 9 130652997 130652997 Missense_Mutation SNP G A 15 69 c.623C>T c.(622-624)CCC>CTC p.P208L

Pat_41 Post-Resistance ST6GALNAC4 27090 37 9 130672239 130672239 Missense_Mutation SNP C T 4 33 c.710G>A c.(709-711)AGC>AAC p.S237N

Pat_41 Post-Resistance DPM2 8818 37 9 130699801 130699801 Missense_Mutation SNP G A 4 20 c.5C>T c.(4-6)GCC>GTC p.A2V

Pat_41 Post-Resistance PTGES2 80142 37 9 130885987 130885987 Missense_Mutation SNP G A 5 57 c.680C>T c.(679-681)GCC>GTC p.A227V

Pat_41 Post-Resistance CIZ1 25792 37 9 130931372 130931372 Missense_Mutation SNP C T 8 184 c.2254G>A c.(2254-2256)GAT>AAT p.D752N

Pat_41 Post-Resistance GOLGA2 2801 37 9 131022360 131022360 Missense_Mutation SNP C T 10 40 c.1786G>A c.(1786-1788)GAA>AAA p.E596K

Pat_41 Post-Resistance CERCAM 51148 37 9 131191057 131191057 Missense_Mutation SNP C T 14 78 c.908C>T c.(907-909)GCC>GTC p.A303V

Pat_41 Post-Resistance DOLK 22845 37 9 131708828 131708828 Missense_Mutation SNP G A 4 48 c.755C>T c.(754-756)ACC>ATC p.T252I

Pat_41 Post-Resistance CRAT 1384 37 9 131860302 131860302 Missense_Mutation SNP G A 26 103 c.1454C>T c.(1453-1455)TCC>TTC p.S485F

Pat_41 Post-Resistance LAMC3 10319 37 9 133917032 133917032 Missense_Mutation SNP C T 10 33 c.1292C>T c.(1291-1293)ACT>ATT p.T431I

Pat_41 Post-Resistance NUP214 8021 37 9 134073823 134073823 Missense_Mutation SNP C T 24 111 c.4942C>T c.(4942-4944)CCT>TCT p.P1648S

Pat_41 Post-Resistance BAT2L1 84726 37 9 134353234 134353234 Missense_Mutation SNP C T 3 22 c.4510C>T c.(4510-4512)CCC>TCC p.P1504S

Pat_41 Post-Resistance BAT2L1 84726 37 9 134362594 134362594 Missense_Mutation SNP C T 7 42 c.5897C>T c.(5896-5898)TCT>TTT p.S1966F

Pat_41 Post-Resistance RAPGEF1 2889 37 9 134458071 134458071 Missense_Mutation SNP T C 6 104 c.2875A>G c.(2875-2877)ACA>GCA p.T959A

Pat_41 Post-Resistance SETX 23064 37 9 135202229 135202229 Missense_Mutation SNP G A 7 127 c.4756C>T c.(4756-4758)CCT>TCT p.P1586S

Pat_41 Post-Resistance MED22 6837 37 9 136211178 136211178 Missense_Mutation SNP C T 7 44 c.215G>A c.(214-216)GGC>GAC p.G72D

Pat_41 Post-Resistance SURF1 6834 37 9 136221547 136221547 Missense_Mutation SNP C A 20 311 c.290G>T c.(289-291)AGA>ATA p.R97I

Pat_41 Post-Resistance SARDH 1757 37 9 136568051 136568051 Missense_Mutation SNP G A 5 42 c.1655C>T c.(1654-1656)CCC>CTC p.P552L

Pat_41 Post-Resistance SARDH 1757 37 9 136597637 136597637 Missense_Mutation SNP C T 66 178 c.418G>A c.(418-420)GAG>AAG p.E140K

Pat_41 Post-Resistance BRD3 8019 37 9 136913400 136913400 Missense_Mutation SNP C A 6 25 c.891G>T c.(889-891)GAG>GAT p.E297D

Pat_41 Post-Resistance BRD3 8019 37 9 136913488 136913488 Missense_Mutation SNP G A 6 34 c.803C>T c.(802-804)TCA>TTA p.S268L

Pat_41 Post-Resistance WDR5 11091 37 9 137005070 137005070 Missense_Mutation SNP C T 15 54 c.71C>T c.(70-72)ACT>ATT p.T24I

Pat_41 Post-Resistance COL5A1 1289 37 9 137693854 137693854 Splice_Site SNP G A 4 47 c.3006_splice c.e38+1 p.Q1002_splice

Pat_41 Post-Resistance KCNT1 57582 37 9 138651556 138651556 Missense_Mutation SNP G A 9 27 c.886G>A c.(886-888)GGC>AGC p.G296S

Pat_41 Post-Resistance CAMSAP1 157922 37 9 138712831 138712831 Missense_Mutation SNP G A 3 7 c.3676C>T c.(3676-3678)CCT>TCT p.P1226S

Pat_41 Post-Resistance CAMSAP1 157922 37 9 138716676 138716676 Missense_Mutation SNP C T 6 19 c.1274G>A c.(1273-1275)AGA>AAA p.R425K

Pat_41 Post-Resistance SEC16A 9919 37 9 139369229 139369229 Missense_Mutation SNP C T 4 92 c.2839G>A c.(2839-2841)GCA>ACA p.A947T

Pat_41 Post-Resistance SEC16A 9919 37 9 139370783 139370783 Missense_Mutation SNP G A 11 36 c.1285C>T c.(1285-1287)CCA>TCA p.P429S

Pat_41 Post-Resistance NOTCH1 4851 37 9 139391956 139391956 Missense_Mutation SNP C T 3 30 c.6235G>A c.(6235-6237)GTG>ATG p.V2079M

Pat_41 Post-Resistance MAMDC4 158056 37 9 139752008 139752008 Missense_Mutation SNP C T 20 44 c.2296C>T c.(2296-2298)CCA>TCA p.P766S

Pat_41 Post-Resistance NPDC1 56654 37 9 139934304 139934304 Missense_Mutation SNP C T 7 49 c.898G>A c.(898-900)GAG>AAG p.E300K

Pat_41 Post-Resistance DPP7 29952 37 9 140006162 140006162 Missense_Mutation SNP C T 9 47 c.1252G>A c.(1252-1254)GAC>AAC p.D418N

Pat_41 Post-Resistance ANAPC2 29882 37 9 140077608 140077608 Missense_Mutation SNP C T 7 98 c.1255G>A c.(1255-1257)GTG>ATG p.V419M

Pat_41 Post-Resistance PNPLA7 375775 37 9 140358901 140358901 Missense_Mutation SNP G A 18 87 c.2972C>T c.(2971-2973)ACG>ATG p.T991M

Pat_41 Post-Resistance ARRDC1 92714 37 9 140508073 140508073 Missense_Mutation SNP C T 38 41 c.287C>T c.(286-288)GCA>GTA p.A96V

Pat_41 Post-Resistance ARRDC1 92714 37 9 140509416 140509416 Missense_Mutation SNP C T 5 73 c.1201C>T c.(1201-1203)CTT>TTT p.L401F

Pat_41 Post-Resistance CACNA1B 774 37 9 140777284 140777284 Missense_Mutation SNP C T 15 172 c.479C>T c.(478-480)TCT>TTT p.S160F

Pat_41 Post-Resistance CSF2RA 1438 37 X 1424364 1424364 Missense_Mutation SNP C T 37 165 c.1069C>T c.(1069-1071)CCG>TCG p.P357S

Pat_41 Post-Resistance SLC25A6 293 37 X 1508422 1508422 Missense_Mutation SNP C T 75 306 c.310G>A c.(310-312)GAC>AAC p.D104N

Pat_41 Post-Resistance ZBED1 9189 37 X 2407863 2407863 Nonsense_Mutation SNP G A 22 104 c.898C>T c.(898-900)CAG>TAG p.Q300*

Pat_41 Post-Resistance CD99 4267 37 X 2641376 2641376 Missense_Mutation SNP G A 13 234 c.332G>A c.(331-333)GGA>GAA p.G111E

Pat_41 Post-Resistance ARSH 347527 37 X 2931166 2931166 Missense_Mutation SNP C T 11 220 c.293C>T c.(292-294)ACT>ATT p.T98I

Pat_41 Post-Resistance ARSF 416 37 X 3021821 3021821 Missense_Mutation SNP G A 24 184 c.1121G>A c.(1120-1122)GGC>GAC p.G374D

Pat_41 Post-Resistance ARSF 416 37 X 3030389 3030389 Missense_Mutation SNP C T 12 138 c.1565C>T c.(1564-1566)GCC>GTC p.A522V

Pat_41 Post-Resistance MXRA5 25878 37 X 3238810 3238810 Missense_Mutation SNP G A 19 353 c.4916C>T c.(4915-4917)CCT>CTT p.P1639L

Pat_41 Post-Resistance MXRA5 25878 37 X 3238838 3238838 Missense_Mutation SNP A G 28 235 c.4888T>C c.(4888-4890)TCC>CCC p.S1630P

Pat_41 Post-Resistance SHROOM2 357 37 X 9862532 9862532 Missense_Mutation SNP G A 15 112 c.584G>A c.(583-585)AGC>AAC p.S195N



Pat_41 Post-Resistance SHROOM2 357 37 X 9863421 9863421 Nonsense_Mutation SNP G A 3 12 c.1473G>A c.(1471-1473)TGG>TGA p.W491*

Pat_41 Post-Resistance WWC3 55841 37 X 10085264 10085264 Missense_Mutation SNP G A 16 129 c.1165G>A c.(1165-1167)GTC>ATC p.V389I

Pat_41 Post-Resistance WWC3 55841 37 X 10085394 10085394 Missense_Mutation SNP G A 4 81 c.1295G>A c.(1294-1296)GGC>GAC p.G432D

Pat_41 Post-Resistance AMELX 265 37 X 11316809 11316809 Missense_Mutation SNP C T 38 507 c.286C>T c.(286-288)CCC>TCC p.P96S

Pat_41 Post-Resistance MSL3 10943 37 X 11793181 11793181 Missense_Mutation SNP C T 25 144 c.1549C>T c.(1549-1551)CCC>TCC p.P517S

Pat_41 Post-Resistance ATXN3L 92552 37 X 13337953 13337953 Missense_Mutation SNP G A 30 291 c.101C>T c.(100-102)GCC>GTC p.A34V

Pat_41 Post-Resistance OFD1 8481 37 X 13756972 13756972 Missense_Mutation SNP C T 7 235 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_41 Post-Resistance GLRA2 2742 37 X 14708949 14708949 Missense_Mutation SNP C T 14 206 c.1048C>T c.(1048-1050)CGC>TGC p.R350C

Pat_41 Post-Resistance PIR 8544 37 X 15477779 15477779 Splice_Site SNP C T 49 786 c.273_splice c.e4+1 p.Q91_splice

Pat_41 Post-Resistance ACE2 59272 37 X 15582271 15582271 Missense_Mutation SNP G A 34 402 c.2185C>T c.(2185-2187)CCA>TCA p.P729S

Pat_41 Post-Resistance ACE2 59272 37 X 15589806 15589806 Missense_Mutation SNP G A 43 236 c.1778C>T c.(1777-1779)ACC>ATC p.T593I

Pat_41 Post-Resistance ZRSR2 8233 37 X 15840977 15840977 Missense_Mutation SNP G A 14 143 c.1061G>A c.(1060-1062)GGC>GAC p.G354D

Pat_41 Post-Resistance NHS 4810 37 X 17739693 17739693 Missense_Mutation SNP G A 18 240 c.985G>A c.(985-987)GAG>AAG p.E329K

Pat_41 Post-Resistance NHS 4810 37 X 17745815 17745815 Missense_Mutation SNP G A 23 261 c.3526G>A c.(3526-3528)GAC>AAC p.D1176N

Pat_41 Post-Resistance NHS 4810 37 X 17750444 17750444 Missense_Mutation SNP G A 14 158 c.4753G>A c.(4753-4755)GCC>ACC p.A1585T

Pat_41 Post-Resistance RAI2 10742 37 X 17819827 17819827 Missense_Mutation SNP G A 7 81 c.304C>T c.(304-306)CCA>TCA p.P102S

Pat_41 Post-Resistance SCML2 10389 37 X 18343086 18343086 Missense_Mutation SNP A G 6 157 c.103T>C c.(103-105)TGG>CGG p.W35R

Pat_41 Post-Resistance CDKL5 6792 37 X 18622915 18622915 Missense_Mutation SNP G A 74 365 c.1871G>A c.(1870-1872)GGC>GAC p.G624D

Pat_41 Post-Resistance GPR64 10149 37 X 19054078 19054078 Missense_Mutation SNP G A 31 293 c.244C>T c.(244-246)CTC>TTC p.L82F

Pat_41 Post-Resistance CXorf23 256643 37 X 19954004 19954004 Nonsense_Mutation SNP G A 32 446 c.1786C>T c.(1786-1788)CAG>TAG p.Q596*

Pat_41 Post-Resistance RPS6KA3 6197 37 X 20206014 20206014 Missense_Mutation SNP C T 15 399 c.706G>A c.(706-708)GCT>ACT p.A236T

Pat_41 Post-Resistance CNKSR2 22866 37 X 21450862 21450862 Missense_Mutation SNP C T 38 420 c.361C>T c.(361-363)CCA>TCA p.P121S

Pat_41 Post-Resistance PHEX 5251 37 X 22132611 22132611 Nonsense_Mutation SNP G A 8 239 c.1209G>A c.(1207-1209)TGG>TGA p.W403*

Pat_41 Post-Resistance ZFX 7543 37 X 24226463 24226463 Missense_Mutation SNP C T 15 138 c.1069C>T c.(1069-1071)CCG>TCG p.P357S

Pat_41 Post-Resistance ZFX 7543 37 X 24229398 24229398 Missense_Mutation SNP C T 10 309 c.2323C>T c.(2323-2325)CCT>TCT p.P775S

Pat_41 Post-Resistance FAM48B2 170067 37 X 24330676 24330676 Nonsense_Mutation SNP G A 7 157 c.757C>T c.(757-759)CAG>TAG p.Q253*

Pat_41 Post-Resistance POLA1 5422 37 X 24735451 24735451 Missense_Mutation SNP G A 8 128 c.733G>A c.(733-735)GGG>AGG p.G245R

Pat_41 Post-Resistance POLA1 5422 37 X 24760138 24760138 Missense_Mutation SNP G A 16 264 c.2348G>A c.(2347-2349)GGA>GAA p.G783E

Pat_41 Post-Resistance MAGEB6 158809 37 X 26212043 26212043 Missense_Mutation SNP G A 4 59 c.80G>A c.(79-81)GGT>GAT p.G27D

Pat_41 Post-Resistance DCAF8L1 139425 37 X 27998457 27998457 Missense_Mutation SNP T C 5 108 c.995A>G c.(994-996)GAT>GGT p.D332G

Pat_41 Post-Resistance CXorf21 80231 37 X 30578037 30578037 Missense_Mutation SNP A G 5 142 c.436T>C c.(436-438)TCT>CCT p.S146P

Pat_41 Post-Resistance CXorf21 80231 37 X 30578411 30578411 Missense_Mutation SNP G A 8 73 c.62C>T c.(61-63)GCC>GTC p.A21V

Pat_41 Post-Resistance DMD 1756 37 X 32383153 32383153 Nonsense_Mutation SNP C T 11 191 c.5009G>A c.(5008-5010)TGG>TAG p.W1670*

Pat_41 Post-Resistance CXorf59 286464 37 X 36156093 36156093 Missense_Mutation SNP G A 7 88 c.1064G>A c.(1063-1065)AGA>AAA p.R355K

Pat_41 Post-Resistance FAM47C 442444 37 X 37027907 37027907 Missense_Mutation SNP G A 7 109 c.1424G>A c.(1423-1425)TGC>TAC p.C475Y

Pat_41 Post-Resistance FAM47C 442444 37 X 37028134 37028134 Missense_Mutation SNP C T 7 175 c.1651C>T c.(1651-1653)CCT>TCT p.P551S

Pat_41 Post-Resistance FAM47C 442444 37 X 37028662 37028662 Missense_Mutation SNP T C 6 90 c.2179T>C c.(2179-2181)TGC>CGC p.C727R

Pat_41 Post-Resistance FAM47C 442444 37 X 37028708 37028708 Missense_Mutation SNP C T 6 111 c.2225C>T c.(2224-2226)CCT>CTT p.P742L

Pat_41 Post-Resistance LANCL3 347404 37 X 37431196 37431196 Missense_Mutation SNP G A 5 6 c.73G>A c.(73-75)GAG>AAG p.E25K

Pat_41 Post-Resistance BCOR 54880 37 X 39934241 39934241 Missense_Mutation SNP G A 8 72 c.358C>T c.(358-360)CCA>TCA p.P120S

Pat_41 Post-Resistance ATP6AP2 10159 37 X 40450564 40450564 Missense_Mutation SNP G A 14 195 c.247G>A c.(247-249)GTG>ATG p.V83M

Pat_41 Post-Resistance USP9X 8239 37 X 41002601 41002601 Missense_Mutation SNP C T 4 60 c.1219C>T c.(1219-1221)CCA>TCA p.P407S

Pat_41 Post-Resistance USP9X 8239 37 X 41027288 41027288 Missense_Mutation SNP C T 53 298 c.2453C>T c.(2452-2454)TCT>TTT p.S818F

Pat_41 Post-Resistance DDX3X 1654 37 X 41203334 41203334 Missense_Mutation SNP G A 4 65 c.817G>A c.(817-819)GCA>ACA p.A273T

Pat_41 Post-Resistance DDX3X 1654 37 X 41205761 41205761 Missense_Mutation SNP G A 7 339 c.1501G>A c.(1501-1503)GCA>ACA p.A501T

Pat_41 Post-Resistance GPR34 2857 37 X 41555440 41555440 Missense_Mutation SNP G A 12 110 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_41 Post-Resistance MAOA 4128 37 X 43603621 43603621 Missense_Mutation SNP C T 4 103 c.1445C>T c.(1444-1446)CCA>CTA p.P482L



Pat_41 Post-Resistance SLC9A7 84679 37 X 46532013 46532013 Missense_Mutation SNP C T 10 189 c.653G>A c.(652-654)GGG>GAG p.G218E

Pat_41 Post-Resistance RP2 6102 37 X 46713343 46713343 Missense_Mutation SNP C T 7 112 c.535C>T c.(535-537)CCT>TCT p.P179S

Pat_41 Post-Resistance ZNF157 7712 37 X 47271863 47271863 Missense_Mutation SNP G A 8 107 c.391G>A c.(391-393)GAT>AAT p.D131N

Pat_41 Post-Resistance ZNF41 7592 37 X 47307520 47307520 Missense_Mutation SNP G A 11 98 c.1775C>T c.(1774-1776)CCC>CTC p.P592L

Pat_41 Post-Resistance CFP 5199 37 X 47486897 47486897 Missense_Mutation SNP C T 4 57 c.547G>A c.(547-549)GCC>ACC p.A183T

Pat_41 Post-Resistance ELK1 2002 37 X 47497422 47497422 Missense_Mutation SNP C T 5 50 c.814G>A c.(814-816)GCC>ACC p.A272T

Pat_41 Post-Resistance SLC38A5 92745 37 X 48326126 48326126 Missense_Mutation SNP G A 3 32 c.100C>T c.(100-102)CCT>TCT p.P34S

Pat_41 Post-Resistance FTSJ1 24140 37 X 48340040 48340040 Missense_Mutation SNP G A 5 73 c.592G>A c.(592-594)GGC>AGC p.G198S

Pat_41 Post-Resistance TBC1D25 4943 37 X 48419014 48419014 Missense_Mutation SNP C T 8 95 c.1718C>T c.(1717-1719)CCC>CTC p.P573L

Pat_41 Post-Resistance WDR13 64743 37 X 48460595 48460595 Splice_Site SNP G A 4 105 c.1154_splice c.e8+1 p.R385_splice

Pat_41 Post-Resistance WAS 7454 37 X 48542276 48542276 Missense_Mutation SNP G A 4 76 c.34G>A c.(34-36)GGC>AGC p.G12S

Pat_41 Post-Resistance SUV39H1 6839 37 X 48559067 48559067 Missense_Mutation SNP G A 15 102 c.751G>A c.(751-753)GAT>AAT p.D251N

Pat_41 Post-Resistance PQBP1 10084 37 X 48759548 48759548 Missense_Mutation SNP G A 12 89 c.331G>A c.(331-333)GAC>AAC p.D111N

Pat_41 Post-Resistance CCDC120 90060 37 X 48920089 48920089 Missense_Mutation SNP G A 3 11 c.140G>A c.(139-141)AGC>AAC p.S47N

Pat_41 Post-Resistance PRICKLE3 4007 37 X 49035625 49035625 Missense_Mutation SNP G A 4 71 c.539C>T c.(538-540)ACC>ATC p.T180I

Pat_41 Post-Resistance SYP 6855 37 X 49048118 49048118 Missense_Mutation SNP G A 5 13 c.718C>T c.(718-720)CCC>TCC p.P240S

Pat_41 Post-Resistance FOXP3 50943 37 X 49113934 49113934 Missense_Mutation SNP G T 7 26 c.404C>A c.(403-405)ACC>AAC p.T135N

Pat_41 Post-Resistance PPP1R3F 89801 37 X 49142746 49142746 Missense_Mutation SNP C T 3 46 c.1594C>T c.(1594-1596)CGC>TGC p.R532C

Pat_41 Post-Resistance GAGE2A 729447 37 X 49355903 49355903 Missense_Mutation SNP G A 41 620 c.185G>A c.(184-186)GGA>GAA p.G62E

Pat_41 Post-Resistance CCNB3 85417 37 X 50053127 50053127 Missense_Mutation SNP C T 5 71 c.1958C>T c.(1957-1959)TCC>TTC p.S653F

Pat_41 Post-Resistance MAGED1 9500 37 X 51639671 51639671 Missense_Mutation SNP G A 4 57 c.920G>A c.(919-921)GGC>GAC p.G307D

Pat_41 Post-Resistance XAGE5 170627 37 X 52841618 52841618 Missense_Mutation SNP C T 71 388 c.28C>T c.(28-30)CCA>TCA p.P10S

Pat_41 Post-Resistance KDM5C 8242 37 X 53222411 53222411 Missense_Mutation SNP C T 3 63 c.4421G>A c.(4420-4422)CGA>CAA p.R1474Q

Pat_41 Post-Resistance KDM5C 8242 37 X 53228300 53228300 Missense_Mutation SNP G A 36 182 c.2102C>T c.(2101-2103)CCA>CTA p.P701L

Pat_41 Post-Resistance SMC1A 8243 37 X 53407569 53407569 Missense_Mutation SNP G A 5 50 c.3590C>T c.(3589-3591)GCC>GTC p.A1197V

Pat_41 Post-Resistance SMC1A 8243 37 X 53432762 53432762 Nonsense_Mutation SNP G A 10 42 c.1672C>T c.(1672-1674)CAG>TAG p.Q558*

Pat_41 Post-Resistance RIBC1 158787 37 X 53455500 53455500 Nonsense_Mutation SNP C T 20 53 c.469C>T c.(469-471)CAG>TAG p.Q157*

Pat_41 Post-Resistance HUWE1 10075 37 X 53561490 53561490 Missense_Mutation SNP G A 27 141 c.12818C>T c.(12817-12819)TCC>TTC p.S4273F

Pat_41 Post-Resistance HUWE1 10075 37 X 53566717 53566717 Missense_Mutation SNP G A 18 51 c.11533C>T c.(11533-11535)CCC>TCC p.P3845S

Pat_41 Post-Resistance FAM120C 54954 37 X 54117836 54117836 Missense_Mutation SNP C T 4 113 c.2336G>A c.(2335-2337)GGC>GAC p.G779D

Pat_41 Post-Resistance WNK3 65267 37 X 54224765 54224765 Missense_Mutation SNP G A 5 35 c.5224C>T c.(5224-5226)CCT>TCT p.P1742S

Pat_41 Post-Resistance WNK3 65267 37 X 54334405 54334405 Missense_Mutation SNP G A 26 267 c.1039C>T c.(1039-1041)CCT>TCT p.P347S

Pat_41 Post-Resistance GNL3L 54552 37 X 54578319 54578319 Missense_Mutation SNP G A 18 105 c.1093G>A c.(1093-1095)GCA>ACA p.A365T

Pat_41 Post-Resistance ITIH5L 347365 37 X 54785182 54785182 Missense_Mutation SNP G A 4 33 c.1325C>T c.(1324-1326)TCC>TTC p.S442F

Pat_41 Post-Resistance FAAH2 158584 37 X 57407425 57407425 Missense_Mutation SNP C T 7 112 c.959C>T c.(958-960)TCC>TTC p.S320F

Pat_41 Post-Resistance MTMR8 55613 37 X 63557195 63557195 Missense_Mutation SNP C T 8 89 c.1054G>A c.(1054-1056)GCT>ACT p.A352T

Pat_41 Post-Resistance LAS1L 81887 37 X 64744016 64744016 Missense_Mutation SNP G A 6 58 c.1220C>T c.(1219-1221)CCA>CTA p.P407L

Pat_41 Post-Resistance MSN 4478 37 X 64949432 64949432 Missense_Mutation SNP G A 16 122 c.325G>A c.(325-327)GGC>AGC p.G109S

Pat_41 Post-Resistance VSIG4 11326 37 X 65253510 65253510 Missense_Mutation SNP G A 13 133 c.218C>T c.(217-219)TCT>TTT p.S73F

Pat_41 Post-Resistance OPHN1 4983 37 X 67430060 67430060 Missense_Mutation SNP G T 5 58 c.767C>A c.(766-768)GCT>GAT p.A256D

Pat_41 Post-Resistance PJA1 64219 37 X 68381658 68381658 Missense_Mutation SNP C T 49 368 c.1424G>A c.(1423-1425)GGG>GAG p.G475E

Pat_41 Post-Resistance PJA1 64219 37 X 68382516 68382516 Missense_Mutation SNP C T 4 17 c.566G>A c.(565-567)AGA>AAA p.R189K

Pat_41 Post-Resistance KIF4A 24137 37 X 69510387 69510387 Missense_Mutation SNP G A 13 47 c.79G>A c.(79-81)GGC>AGC p.G27S

Pat_41 Post-Resistance KIF4A 24137 37 X 69563595 69563595 Missense_Mutation SNP C T 9 124 c.1309C>T c.(1309-1311)CTC>TTC p.L437F

Pat_41 Post-Resistance DLG3 1741 37 X 69719025 69719025 Splice_Site SNP G A 7 54 c.1871_splice c.e15-1 p.I624_splice

Pat_41 Post-Resistance FOXO4 4303 37 X 70321153 70321153 Missense_Mutation SNP G A 4 28 c.1073G>A c.(1072-1074)GGG>GAG p.G358E

Pat_41 Post-Resistance CXorf65 158830 37 X 70324618 70324618 Splice_Site SNP C T 10 199 c.319_splice c.e4+1 p.V107_splice



Pat_41 Post-Resistance MED12 9968 37 X 70356132 70356132 Missense_Mutation SNP G A 8 83 c.5027G>A c.(5026-5028)GGT>GAT p.G1676D

Pat_41 Post-Resistance NLGN3 54413 37 X 70389546 70389546 Missense_Mutation SNP G A 8 37 c.2086G>A c.(2086-2088)GCC>ACC p.A696T

Pat_41 Post-Resistance ZMYM3 9203 37 X 70467360 70467360 Missense_Mutation SNP C T 5 42 c.2149G>A c.(2149-2151)GCT>ACT p.A717T

Pat_41 Post-Resistance ITGB1BP2 26548 37 X 70524453 70524453 Missense_Mutation SNP G A 4 57 c.815G>A c.(814-816)GGG>GAG p.G272E

Pat_41 Post-Resistance TAF1 6872 37 X 70618504 70618504 Missense_Mutation SNP C T 4 63 c.3700C>T c.(3700-3702)CTT>TTT p.L1234F

Pat_41 Post-Resistance TAF1 6872 37 X 70679537 70679537 Missense_Mutation SNP G A 30 199 c.5197G>A c.(5197-5199)GAA>AAA p.E1733K

Pat_41 Post-Resistance OGT 8473 37 X 70767761 70767761 Missense_Mutation SNP G A 21 395 c.536G>A c.(535-537)TGT>TAT p.C179Y

Pat_41 Post-Resistance OGT 8473 37 X 70775894 70775894 Missense_Mutation SNP G A 27 350 c.1015G>A c.(1015-1017)GAA>AAA p.E339K

Pat_41 Post-Resistance ACRC 93953 37 X 70823920 70823920 Missense_Mutation SNP C T 17 156 c.793C>T c.(793-795)CCC>TCC p.P265S

Pat_41 Post-Resistance ACRC 93953 37 X 70823950 70823950 Missense_Mutation SNP C T 5 202 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_41 Post-Resistance ACRC 93953 37 X 70823960 70823961 Missense_Mutation DNP GC AG 7 226 c.833_834GC>AG c.(832-834)AGC>AAG p.S278K

Pat_41 Post-Resistance ACRC 93953 37 X 70830569 70830569 Missense_Mutation SNP G A 16 50 c.1650G>A c.(1648-1650)ATG>ATA p.M550I

Pat_41 Post-Resistance CXCR3 2833 37 X 70837269 70837269 Missense_Mutation SNP G A 3 45 c.53C>T c.(52-54)GCC>GTC p.A18V

Pat_41 Post-Resistance ERCC6L 54821 37 X 71425492 71425492 Missense_Mutation SNP C T 24 139 c.3125G>A c.(3124-3126)AGC>AAC p.S1042N

Pat_41 Post-Resistance RPS4X 6191 37 X 71492601 71492601 Missense_Mutation SNP G A 15 150 c.712C>T c.(712-714)CTT>TTT p.L238F

Pat_41 Post-Resistance PHKA1 5255 37 X 71840649 71840649 Missense_Mutation SNP C T 13 122 c.2063G>A c.(2062-2064)CGG>CAG p.R688Q

Pat_41 Post-Resistance MAGEE1 57692 37 X 75649929 75649929 Missense_Mutation SNP G A 5 42 c.1606G>A c.(1606-1608)GCA>ACA p.A536T

Pat_41 Post-Resistance PGAM4 441531 37 X 77224618 77224618 Missense_Mutation SNP G A 13 110 c.518C>T c.(517-519)CCC>CTC p.P173L

Pat_41 Post-Resistance LPAR4 2846 37 X 78011400 78011400 Missense_Mutation SNP C T 11 222 c.1034C>T c.(1033-1035)TCC>TTC p.S345F

Pat_41 Post-Resistance LPAR4 2846 37 X 78011423 78011423 Missense_Mutation SNP G A 19 177 c.1057G>A c.(1057-1059)GTG>ATG p.V353M

Pat_41 Post-Resistance BRWD3 254065 37 X 79999541 79999541 Missense_Mutation SNP G A 20 76 c.803C>T c.(802-804)ACT>ATT p.T268I

Pat_41 Post-Resistance SH3BGRL 6451 37 X 80532622 80532622 Missense_Mutation SNP G A 21 85 c.185G>A c.(184-186)GGT>GAT p.G62D

Pat_41 Post-Resistance RPS6KA6 27330 37 X 83402002 83402002 Missense_Mutation SNP A C 159 24 c.405T>G c.(403-405)ATT>ATG p.I135M

Pat_41 Post-Resistance HDX 139324 37 X 83723587 83723587 Missense_Mutation SNP C T 10 148 c.1144G>A c.(1144-1146)GCA>ACA p.A382T

Pat_41 Post-Resistance POF1B 79983 37 X 84600891 84600891 Missense_Mutation SNP C T 89 501 c.698G>A c.(697-699)AGT>AAT p.S233N

Pat_41 Post-Resistance DACH2 117154 37 X 85969707 85969707 Missense_Mutation SNP G A 36 162 c.1088G>A c.(1087-1089)GGT>GAT p.G363D

Pat_41 Post-Resistance RPA4 29935 37 X 96139881 96139881 Missense_Mutation SNP G A 16 220 c.572G>A c.(571-573)GGG>GAG p.G191E

Pat_41 Post-Resistance PCDH19 57526 37 X 99551804 99551804 Missense_Mutation SNP G A 11 181 c.2918C>T c.(2917-2919)CCC>CTC p.P973L

Pat_41 Post-Resistance NOX1 27035 37 X 100117507 100117507 Missense_Mutation SNP G A 24 578 c.545C>T c.(544-546)ACA>ATA p.T182I

Pat_41 Post-Resistance CENPI 2491 37 X 100403022 100403022 Missense_Mutation SNP C T 6 309 c.1966C>T c.(1966-1968)CCC>TCC p.P656S

Pat_41 Post-Resistance DRP2 1821 37 X 100513423 100513423 Missense_Mutation SNP C T 3 14 c.2516C>T c.(2515-2517)GCC>GTC p.A839V

Pat_41 Post-Resistance TAF7L 54457 37 X 100533088 100533088 Missense_Mutation SNP C T 5 220 c.784G>A c.(784-786)GAA>AAA p.E262K

Pat_41 Post-Resistance BTK 695 37 X 100611144 100611144 Missense_Mutation SNP C T 20 202 c.1462G>A c.(1462-1464)GAG>AAG p.E488K

Pat_41 Post-Resistance ARMCX2 9823 37 X 100911455 100911455 Missense_Mutation SNP G A 7 73 c.1120C>T c.(1120-1122)CCC>TCC p.P374S

Pat_41 Post-Resistance ARMCX2 9823 37 X 100912304 100912304 Missense_Mutation SNP C T 6 55 c.271G>A c.(271-273)GAC>AAC p.D91N

Pat_41 Post-Resistance ZMAT1 84460 37 X 101138643 101138643 Missense_Mutation SNP C T 4 130 c.1243G>A c.(1243-1245)GTC>ATC p.V415I

Pat_41 Post-Resistance ARMCX5 64860 37 X 101857806 101857806 Missense_Mutation SNP G A 14 77 c.737G>A c.(736-738)GGA>GAA p.G246E

Pat_41 Post-Resistance ARMCX5 64860 37 X 101858195 101858195 Missense_Mutation SNP G A 40 188 c.1126G>A c.(1126-1128)GTG>ATG p.V376M

Pat_41 Post-Resistance GPRASP1 9737 37 X 101911416 101911416 Missense_Mutation SNP G A 14 113 c.2575G>A c.(2575-2577)GGA>AGA p.G859R

Pat_41 Post-Resistance GPRASP2 114928 37 X 101969910 101969910 Missense_Mutation SNP C T 9 173 c.113C>T c.(112-114)CCC>CTC p.P38L

Pat_41 Post-Resistance BHLHB9 80823 37 X 102004992 102004992 Missense_Mutation SNP G A 12 113 c.1069G>A c.(1069-1071)GCC>ACC p.A357T

Pat_41 Post-Resistance BHLHB9 80823 37 X 102005388 102005388 Missense_Mutation SNP G A 33 403 c.1465G>A c.(1465-1467)GCA>ACA p.A489T

Pat_41 Post-Resistance TCEAL5 340543 37 X 102528993 102528993 Missense_Mutation SNP C T 6 116 c.499G>A c.(499-501)GGT>AGT p.G167S

Pat_41 Post-Resistance GLRA4 441509 37 X 102978793 102978793 Missense_Mutation SNP G A 13 71 c.568C>T c.(568-570)CTT>TTT p.L190F

Pat_41 Post-Resistance MCART6 401612 37 X 103349910 103349910 Missense_Mutation SNP C T 70 3 c.31G>A c.(31-33)GAG>AAG p.E11K

Pat_41 Post-Resistance MUM1L1 139221 37 X 105449736 105449736 Missense_Mutation SNP G A 8 101 c.311G>A c.(310-312)AGT>AAT p.S104N

Pat_41 Post-Resistance TBC1D8B 54885 37 X 106066546 106066546 Missense_Mutation SNP G A 33 188 c.677G>A c.(676-678)GGA>GAA p.G226E



Pat_41 Post-Resistance RBM41 55285 37 X 106358597 106358597 Missense_Mutation SNP C T 29 303 c.508G>A c.(508-510)GCT>ACT p.A170T

Pat_41 Post-Resistance NUP62CL 54830 37 X 106391040 106391040 Splice_Site SNP C T 34 183 c.531_splice c.e8-1 p.I177_splice

Pat_41 Post-Resistance PSMD10 5716 37 X 107331203 107331203 Missense_Mutation SNP C T 55 531 c.340G>A c.(340-342)GCT>ACT p.A114T

Pat_41 Post-Resistance COL4A6 1288 37 X 107418412 107418412 Missense_Mutation SNP G A 16 365 c.2867C>T c.(2866-2868)CCT>CTT p.P956L

Pat_41 Post-Resistance COL4A6 1288 37 X 107430395 107430395 Missense_Mutation SNP G T 25 475 c.1885C>A c.(1885-1887)CCC>ACC p.P629T

Pat_41 Post-Resistance COL4A5 1287 37 X 107924124 107924124 Missense_Mutation SNP G A 21 409 c.4025G>A c.(4024-4026)GGA>GAA p.G1342E

Pat_41 Post-Resistance IRS4 8471 37 X 107979483 107979483 Missense_Mutation SNP G A 13 80 c.92C>T c.(91-93)ACC>ATC p.T31I

Pat_41 Post-Resistance GUCY2F 2986 37 X 108625390 108625390 Missense_Mutation SNP C T 100 443 c.3107G>A c.(3106-3108)AGT>AAT p.S1036N

Pat_41 Post-Resistance ACSL4 2182 37 X 108926546 108926546 Missense_Mutation SNP C T 38 417 c.170G>A c.(169-171)AGT>AAT p.S57N

Pat_41 Post-Resistance RGAG1 57529 37 X 109695158 109695158 Missense_Mutation SNP C T 12 265 c.1313C>T c.(1312-1314)ACC>ATC p.T438I

Pat_41 Post-Resistance CHRDL1 91851 37 X 109964741 109964741 Missense_Mutation SNP C T 13 284 c.319G>A c.(319-321)GTG>ATG p.V107M

Pat_41 Post-Resistance ALG13 79868 37 X 110970674 110970674 Splice_Site SNP G A 6 25 c.2090_splice c.e17+1 p.R697_splice

Pat_41 Post-Resistance LHFPL1 340596 37 X 111914526 111914526 Nonsense_Mutation SNP G C 24 354 c.93C>G c.(91-93)TAC>TAG p.Y31*

Pat_41 Post-Resistance PLS3 5358 37 X 114856629 114856629 Missense_Mutation SNP C T 51 234 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_41 Post-Resistance AGTR2 186 37 X 115303837 115303838 Missense_Mutation DNP AC GT 12 226 c.304_305AC>GT c.(304-306)ACC>GTC p.T102V

Pat_41 Post-Resistance KLHL13 90293 37 X 117043960 117043960 Missense_Mutation SNP G A 45 280 c.670C>T c.(670-672)CCT>TCT p.P224S

Pat_41 Post-Resistance WDR44 54521 37 X 117577637 117577637 Nonsense_Mutation SNP G A 37 155 c.2499G>A c.(2497-2499)TGG>TGA p.W833*

Pat_41 Post-Resistance DOCK11 139818 37 X 117700109 117700109 Missense_Mutation SNP G A 27 141 c.835G>A c.(835-837)GTT>ATT p.V279I

Pat_41 Post-Resistance DOCK11 139818 37 X 117707929 117707929 Missense_Mutation SNP C T 9 171 c.1337C>T c.(1336-1338)CCC>CTC p.P446L

Pat_41 Post-Resistance DOCK11 139818 37 X 117809980 117809980 Missense_Mutation SNP G A 3 29 c.5281G>A c.(5281-5283)GGC>AGC p.G1761S

Pat_41 Post-Resistance LONRF3 79836 37 X 118148200 118148200 Missense_Mutation SNP G A 50 422 c.2005G>A c.(2005-2007)GGA>AGA p.G669R

Pat_41 Post-Resistance ATP1B4 23439 37 X 119500562 119500562 Nonsense_Mutation SNP G A 6 115 c.246G>A c.(244-246)TGG>TGA p.W82*

Pat_41 Post-Resistance C1GALT1C1 29071 37 X 119760514 119760514 Missense_Mutation SNP C T 9 64 c.508G>A c.(508-510)GGC>AGC p.G170S

Pat_41 Post-Resistance GRIA3 2892 37 X 122598771 122598771 Missense_Mutation SNP C T 18 243 c.2132C>T c.(2131-2133)CCA>CTA p.P711L

Pat_41 Post-Resistance STAG2 10735 37 X 123229247 123229247 Missense_Mutation SNP G A 7 269 c.3620G>A c.(3619-3621)AGA>AAA p.R1207K

Pat_41 Post-Resistance ODZ1 10178 37 X 123517525 123517525 Missense_Mutation SNP T C 17 262 c.7235A>G c.(7234-7236)TAC>TGC p.Y2412C

Pat_41 Post-Resistance ODZ1 10178 37 X 123556304 123556304 Missense_Mutation SNP G A 6 172 c.4268C>T c.(4267-4269)TCC>TTC p.S1423F

Pat_41 Post-Resistance ODZ1 10178 37 X 123838968 123838968 Missense_Mutation SNP C T 55 455 c.910G>A c.(910-912)GCC>ACC p.A304T

Pat_41 Post-Resistance DCAF12L2 340578 37 X 125298880 125298880 Missense_Mutation SNP G A 10 68 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_41 Post-Resistance ACTRT1 139741 37 X 127185299 127185299 Missense_Mutation SNP G A 17 215 c.887C>T c.(886-888)GCA>GTA p.A296V

Pat_41 Post-Resistance ACTRT1 139741 37 X 127185414 127185414 Missense_Mutation SNP C T 25 277 c.772G>A c.(772-774)GTG>ATG p.V258M

Pat_41 Post-Resistance SMARCA1 6594 37 X 128614788 128614788 Missense_Mutation SNP G A 15 54 c.2332C>T c.(2332-2334)CCA>TCA p.P778S

Pat_41 Post-Resistance ZDHHC9 51114 37 X 128975782 128975782 Missense_Mutation SNP C T 45 206 c.140G>A c.(139-141)GGG>GAG p.G47E

Pat_41 Post-Resistance ELF4 2000 37 X 129201460 129201460 Missense_Mutation SNP G A 4 107 c.1228C>T c.(1228-1230)CCC>TCC p.P410S

Pat_41 Post-Resistance SLC25A14 9016 37 X 129499537 129499537 Missense_Mutation SNP G A 52 165 c.742G>A c.(742-744)GCT>ACT p.A248T

Pat_41 Post-Resistance RBMX2 51634 37 X 129546445 129546445 Missense_Mutation SNP G A 13 148 c.592G>A c.(592-594)GAT>AAT p.D198N

Pat_41 Post-Resistance ENOX2 10495 37 X 129803996 129803996 Missense_Mutation SNP G A 15 237 c.724C>T c.(724-726)CCC>TCC p.P242S

Pat_41 Post-Resistance IGSF1 3547 37 X 130417206 130417206 Missense_Mutation SNP G A 6 117 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_41 Post-Resistance TFDP3 51270 37 X 132352019 132352019 Missense_Mutation SNP G A 22 145 c.269C>T c.(268-270)TCC>TTC p.S90F

Pat_41 Post-Resistance FAM127B 26071 37 X 134185895 134185895 Missense_Mutation SNP G A 5 104 c.244C>T c.(244-246)CCC>TCC p.P82S

Pat_41 Post-Resistance FAM127B 26071 37 X 134186057 134186057 Missense_Mutation SNP G A 15 280 c.82C>T c.(82-84)CCC>TCC p.P28S

Pat_41 Post-Resistance BRS3 680 37 X 135574292 135574292 Missense_Mutation SNP T A 40 471 c.958T>A c.(958-960)TTC>ATC p.F320I

Pat_41 Post-Resistance ARHGEF6 9459 37 X 135814317 135814317 Missense_Mutation SNP G A 3 46 c.676C>T c.(676-678)CCA>TCA p.P226S

Pat_41 Post-Resistance GPR101 83550 37 X 136112666 136112666 Missense_Mutation SNP G A 25 112 c.1168C>T c.(1168-1170)CCC>TCC p.P390S

Pat_41 Post-Resistance GPR101 83550 37 X 136112783 136112783 Missense_Mutation SNP C T 31 220 c.1051G>A c.(1051-1053)GAT>AAT p.D351N

Pat_41 Post-Resistance ZIC3 7547 37 X 136649563 136649563 Missense_Mutation SNP C T 5 61 c.713C>T c.(712-714)GCC>GTC p.A238V

Pat_41 Post-Resistance CDR1 1038 37 X 139866528 139866528 Missense_Mutation SNP C T 10 365 c.4G>A c.(4-6)GCT>ACT p.A2T



Pat_41 Post-Resistance MAGEC1 9947 37 X 140995972 140995972 Missense_Mutation SNP C T 12 359 c.2782C>T c.(2782-2784)CCT>TCT p.P928S

Pat_41 Post-Resistance FMR1NB 158521 37 X 147106459 147106459 Missense_Mutation SNP A G 18 147 c.707A>G c.(706-708)AAG>AGG p.K236R

Pat_41 Post-Resistance AFF2 2334 37 X 147744131 147744131 Nonsense_Mutation SNP C T 36 254 c.883C>T c.(883-885)CAG>TAG p.Q295*

Pat_41 Post-Resistance AFF2 2334 37 X 148044294 148044294 Missense_Mutation SNP C T 4 95 c.2740C>T c.(2740-2742)CCT>TCT p.P914S

Pat_41 Post-Resistance IDS 3423 37 X 148564719 148564719 Missense_Mutation SNP A G 3 122 c.1211T>C c.(1210-1212)GTG>GCG p.V404A

Pat_41 Post-Resistance CXorf40A 91966 37 X 148628300 148628300 Missense_Mutation SNP G A 4 41 c.269G>A c.(268-270)GGG>GAG p.G90E

Pat_41 Post-Resistance CXorf40B 541578 37 X 149102028 149102028 Missense_Mutation SNP G A 7 39 c.65C>T c.(64-66)ACT>ATT p.T22I

Pat_41 Post-Resistance HMGB3 3149 37 X 150156340 150156340 Missense_Mutation SNP G A 4 51 c.556G>A c.(556-558)GAA>AAA p.E186K

Pat_41 Post-Resistance PNMA5 114824 37 X 152158908 152158908 Missense_Mutation SNP G A 7 111 c.1235C>T c.(1234-1236)CCC>CTC p.P412L

Pat_41 Post-Resistance MAGEA1 4100 37 X 152482965 152482965 Missense_Mutation SNP G A 4 71 c.46C>T c.(46-48)CTT>TTT p.L16F

Pat_41 Post-Resistance ZNF275 10838 37 X 152612435 152612435 Missense_Mutation SNP G A 6 86 c.292G>A c.(292-294)GAA>AAA p.E98K

Pat_41 Post-Resistance BGN 633 37 X 152772563 152772563 Missense_Mutation SNP C T 6 16 c.829C>T c.(829-831)CCC>TCC p.P277S

Pat_41 Post-Resistance BGN 633 37 X 152773823 152773823 Missense_Mutation SNP C T 4 132 c.1027C>T c.(1027-1029)CCC>TCC p.P343S

Pat_41 Post-Resistance ATP2B3 492 37 X 152823634 152823634 Missense_Mutation SNP C T 6 216 c.2498C>T c.(2497-2499)ACC>ATC p.T833I

Pat_41 Post-Resistance ATP2B3 492 37 X 152845520 152845520 Missense_Mutation SNP G A 92 344 c.3427G>A c.(3427-3429)GCC>ACC p.A1143T

Pat_41 Post-Resistance DUSP9 1852 37 X 152915026 152915026 Missense_Mutation SNP C T 55 316 c.713C>T c.(712-714)CCC>CTC p.P238L

Pat_41 Post-Resistance PLXNB3 5365 37 X 153035389 153035389 Missense_Mutation SNP G A 5 33 c.1624G>A c.(1624-1626)GGC>AGC p.G542S

Pat_41 Post-Resistance PLXNB3 5365 37 X 153040816 153040816 Missense_Mutation SNP C T 6 62 c.4292C>T c.(4291-4293)GCG>GTG p.A1431V

Pat_41 Post-Resistance PLXNB3 5365 37 X 153041597 153041597 Missense_Mutation SNP G A 5 33 c.4657G>A c.(4657-4659)GAG>AAG p.E1553K

Pat_41 Post-Resistance PLXNB3 5365 37 X 153043904 153043904 Missense_Mutation SNP C T 4 71 c.5528C>T c.(5527-5529)TCT>TTT p.S1843F

Pat_41 Post-Resistance SRPK3 26576 37 X 153050556 153050556 Missense_Mutation SNP G A 5 75 c.1447G>A c.(1447-1449)GAG>AAG p.E483K

Pat_41 Post-Resistance L1CAM 3897 37 X 153130159 153130159 Missense_Mutation SNP C T 9 164 c.3047G>A c.(3046-3048)GGG>GAG p.G1016E

Pat_41 Post-Resistance L1CAM 3897 37 X 153130447 153130447 Missense_Mutation SNP C T 9 176 c.2875G>A c.(2875-2877)GAT>AAT p.D959N

Pat_41 Post-Resistance L1CAM 3897 37 X 153134326 153134326 Missense_Mutation SNP G A 45 446 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_41 Post-Resistance ARHGAP4 393 37 X 153186600 153186600 Missense_Mutation SNP C T 3 11 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_41 Post-Resistance HCFC1 3054 37 X 153220945 153220945 Missense_Mutation SNP C T 5 81 c.2905G>A c.(2905-2907)GTG>ATG p.V969M

Pat_41 Post-Resistance HCFC1 3054 37 X 153224816 153224816 Missense_Mutation SNP C T 11 446 c.1571G>A c.(1570-1572)CGG>CAG p.R524Q

Pat_41 Post-Resistance TMEM187 8269 37 X 153247619 153247619 Missense_Mutation SNP G A 16 289 c.106G>A c.(106-108)GGC>AGC p.G36S

Pat_41 Post-Resistance MECP2 4204 37 X 153296025 153296025 Missense_Mutation SNP C T 17 129 c.1254G>A c.(1252-1254)ATG>ATA p.M418I

Pat_41 Post-Resistance OPN1LW 5956 37 X 153421817 153421817 Missense_Mutation SNP G A 32 226 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_41 Post-Resistance TKTL1 8277 37 X 153557940 153557940 Missense_Mutation SNP G A 31 267 c.1693G>A c.(1693-1695)GGA>AGA p.G565R

Pat_41 Post-Resistance FLNA 2316 37 X 153581793 153581793 Missense_Mutation SNP C T 6 102 c.5893G>A c.(5893-5895)GTC>ATC p.V1965I

Pat_41 Post-Resistance FLNA 2316 37 X 153594823 153594823 Missense_Mutation SNP C T 9 45 c.1081G>A c.(1081-1083)GCT>ACT p.A361T

Pat_41 Post-Resistance RPL10 6134 37 X 153627728 153627728 Missense_Mutation SNP G A 22 414 c.73G>A c.(73-75)GGT>AGT p.G25S

Pat_41 Post-Resistance RPL10 6134 37 X 153631631 153631631 Missense_Mutation SNP G A 9 236 c.295G>A c.(295-297)GAC>AAC p.D99N

Pat_41 Post-Resistance PLXNA3 55558 37 X 153690615 153690615 Missense_Mutation SNP G A 10 97 c.1282G>A c.(1282-1284)GTC>ATC p.V428I

Pat_41 Post-Resistance CTAG2 30848 37 X 153880816 153880816 Missense_Mutation SNP C T 5 113 c.359G>A c.(358-360)GGG>GAG p.G120E

Pat_41 Post-Resistance MPP1 4354 37 X 154014612 154014612 Missense_Mutation SNP C T 11 770 c.544G>A c.(544-546)GCG>ACG p.A182T

Pat_41 Post-Resistance F8 2157 37 X 154176005 154176005 Missense_Mutation SNP C T 27 287 c.2081G>A c.(2080-2082)GGA>GAA p.G694E

Pat_41 Post-Resistance F8 2157 37 X 154225280 154225280 Missense_Mutation SNP G A 27 533 c.356C>T c.(355-357)GCT>GTT p.A119V

Pat_41 Post-Resistance F8 2157 37 X 154225304 154225304 Missense_Mutation SNP G A 21 599 c.332C>T c.(331-333)GCT>GTT p.A111V

Pat_41 Post-Resistance SPRY3 10251 37 X 155003630 155003630 Missense_Mutation SNP G A 15 194 c.97G>A c.(97-99)GCC>ACC p.A33T

Pat_44 Pre-Treatment CAMTA1 23261 37 1 7805007 7805007 Missense_Mutation SNP C T 21 32 c.4295C>T c.(4294-4296)ACC>ATC p.T1432I

Pat_44 Pre-Treatment PRAMEF4 400735 37 1 12942930 12942930 Missense_Mutation SNP G A 4 32 c.286C>T c.(286-288)CGT>TGT p.R96C

Pat_44 Pre-Treatment UBR4 23352 37 1 19439223 19439223 Missense_Mutation SNP G A 89 210 c.11596C>T c.(11596-11598)CAC>TAC p.H3866Y

Pat_44 Pre-Treatment EPHA10 284656 37 1 38185631 38185631 Missense_Mutation SNP C T 16 25 c.2512G>A c.(2512-2514)GAG>AAG p.E838K

Pat_44 Pre-Treatment PTCH2 8643 37 1 45296644 45296644 Missense_Mutation SNP G A 4 9 c.689C>T c.(688-690)TCC>TTC p.S230F



Pat_44 Pre-Treatment DAB1 1600 37 1 57480934 57480934 Missense_Mutation SNP T C 16 31 c.1066A>G c.(1066-1068)ACT>GCT p.T356A

Pat_44 Pre-Treatment FNDC7 163479 37 1 109270469 109270469 Missense_Mutation SNP C T 28 90 c.1151C>T c.(1150-1152)TCC>TTC p.S384F

Pat_44 Pre-Treatment FAM40A 85369 37 1 110590491 110590491 Missense_Mutation SNP C T 2 1 c.1661C>T c.(1660-1662)CCC>CTC p.P554L

Pat_44 Pre-Treatment DENND2C 163259 37 1 115143490 115143490 Missense_Mutation SNP G A 11 11 c.1907C>T c.(1906-1908)CCT>CTT p.P636L

Pat_44 Pre-Treatment OTUD7B 56957 37 1 149915985 149915985 Missense_Mutation SNP G A 3 8 c.2303C>T c.(2302-2304)CCC>CTC p.P768L

Pat_44 Pre-Treatment FLG2 388698 37 1 152325707 152325707 Missense_Mutation SNP C T 73 185 c.4555G>A c.(4555-4557)GGA>AGA p.G1519R

Pat_44 Pre-Treatment FCRL3 115352 37 1 157665283 157665283 Missense_Mutation SNP C T 8 23 c.1247G>A c.(1246-1248)CGA>CAA p.R416Q

Pat_44 Pre-Treatment KIRREL 55243 37 1 158064813 158064813 Missense_Mutation SNP C T 5 13 c.2177C>T c.(2176-2178)CCC>CTC p.P726L

Pat_44 Pre-Treatment CD1C 911 37 1 158261127 158261127 Missense_Mutation SNP C T 10 23 c.265C>T c.(265-267)CGT>TGT p.R89C

Pat_44 Pre-Treatment LY9 4063 37 1 160769588 160769588 Missense_Mutation SNP G A 5 26 c.170G>A c.(169-171)GGG>GAG p.G57E

Pat_44 Pre-Treatment C1orf112 55732 37 1 169806207 169806207 Missense_Mutation SNP G A 11 49 c.1679G>A c.(1678-1680)AGG>AAG p.R560K

Pat_44 Pre-Treatment TNR 7143 37 1 175375790 175375790 Missense_Mutation SNP G A 15 38 c.61C>T c.(61-63)CTT>TTT p.L21F

Pat_44 Pre-Treatment FAM163A 148753 37 1 179782945 179782945 Missense_Mutation SNP T C 6 18 c.125T>C c.(124-126)GTT>GCT p.V42A

Pat_44 Pre-Treatment RNASEL 6041 37 1 182555806 182555806 Missense_Mutation SNP C T 23 32 c.136G>A c.(136-138)GAA>AAA p.E46K

Pat_44 Pre-Treatment SLC30A10 55532 37 1 220088927 220088927 Missense_Mutation SNP C T 8 39 c.1322G>A c.(1321-1323)GGA>GAA p.G441E

Pat_44 Pre-Treatment ZNF695 57116 37 1 247150500 247150500 Missense_Mutation SNP A T 4 32 c.1317T>A c.(1315-1317)GAT>GAA p.D439E

Pat_44 Pre-Treatment PRKCQ 5588 37 10 6470194 6470194 Missense_Mutation SNP G A 4 36 c.2096C>T c.(2095-2097)CCC>CTC p.P699L

Pat_44 Pre-Treatment PLXDC2 84898 37 10 20335828 20335828 Nonsense_Mutation SNP C T 9 65 c.355C>T c.(355-357)CGA>TGA p.R119*

Pat_44 Pre-Treatment PLXDC2 84898 37 10 20506391 20506391 Missense_Mutation SNP G A 10 6 c.1159G>A c.(1159-1161)GAA>AAA p.E387K

Pat_44 Pre-Treatment NEBL 10529 37 10 21120192 21120192 Missense_Mutation SNP C T 5 15 c.1604G>A c.(1603-1605)GGA>GAA p.G535E

Pat_44 Pre-Treatment ANKRD30A 91074 37 10 37431050 37431050 Missense_Mutation SNP G C 4 12 c.1057G>C c.(1057-1059)GCA>CCA p.A353P

Pat_44 Pre-Treatment SGMS1 259230 37 10 52103400 52103400 Nonsense_Mutation SNP G A 2 1 c.475C>T c.(475-477)CGA>TGA p.R159*

Pat_44 Pre-Treatment PTEN 5728 37 10 89690846 89690846 Missense_Mutation SNP G C 15 29 c.253G>C c.(253-255)GTT>CTT p.V85L

Pat_44 Pre-Treatment LIPN 643418 37 10 90521203 90521203 Missense_Mutation SNP G A 18 20 c.41G>A c.(40-42)GGA>GAA p.G14E

Pat_44 Pre-Treatment CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 4 30 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_44 Pre-Treatment C11orf49 79096 37 11 47185766 47185766 Missense_Mutation SNP C T 2 0 c.944C>T c.(943-945)CCG>CTG p.P315L

Pat_44 Pre-Treatment MED17 9440 37 11 93523785 93523785 Missense_Mutation SNP G A 23 39 c.463G>A c.(463-465)GGA>AGA p.G155R

Pat_44 Pre-Treatment OR8D1 283159 37 11 124180013 124180013 Missense_Mutation SNP G A 4 3 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_44 Pre-Treatment C3AR1 719 37 12 8211934 8211934 Missense_Mutation SNP A G 6 8 c.848T>C c.(847-849)CTG>CCG p.L283P

Pat_44 Pre-Treatment PRB2 653247 37 12 11546795 11546795 Missense_Mutation SNP G A 4 21 c.217C>T c.(217-219)CCT>TCT p.P73S

Pat_44 Pre-Treatment RERG 85004 37 12 15262420 15262420 Missense_Mutation SNP C T 111 227 c.224G>A c.(223-225)CGA>CAA p.R75Q

Pat_44 Pre-Treatment PKP2 5318 37 12 33021868 33021868 Missense_Mutation SNP C T 17 37 c.1163G>A c.(1162-1164)CGG>CAG p.R388Q

Pat_44 Pre-Treatment KIF21A 55605 37 12 39760186 39760186 Missense_Mutation SNP C T 7 29 c.869G>A c.(868-870)AGG>AAG p.R290K

Pat_44 Pre-Treatment KRT83 3889 37 12 52710275 52710275 Missense_Mutation SNP C T 10 16 c.1018G>A c.(1018-1020)GAG>AAG p.E340K

Pat_44 Pre-Treatment ARHGAP9 64333 37 12 57870685 57870685 Missense_Mutation SNP C T 12 11 c.1145G>A c.(1144-1146)CGA>CAA p.R382Q

Pat_44 Pre-Treatment CAND1 55832 37 12 67699646 67699646 Missense_Mutation SNP C T 26 40 c.2198C>T c.(2197-2199)TCC>TTC p.S733F

Pat_44 Pre-Treatment TMCC3 57458 37 12 94975900 94975900 Missense_Mutation SNP G A 12 25 c.493C>T c.(493-495)CGC>TGC p.R165C

Pat_44 Pre-Treatment ACTR6 64431 37 12 100601549 100601549 Missense_Mutation SNP G A 3 22 c.364G>A c.(364-366)GTA>ATA p.V122I

Pat_44 Pre-Treatment TMEM132D 121256 37 12 129559291 129559291 Missense_Mutation SNP C T 21 27 c.2429G>A c.(2428-2430)AGA>AAA p.R810K

Pat_44 Pre-Treatment FZD10 11211 37 12 130648391 130648391 Missense_Mutation SNP G A 4 16 c.904G>A c.(904-906)GAG>AAG p.E302K

Pat_44 Pre-Treatment SUGT1 10910 37 13 53236839 53236839 Splice_Site SNP T C 19 27 c.478_splice c.e7+2 p.G160_splice

Pat_44 Pre-Treatment P704P 641455 37 14 20019914 20019914 Missense_Mutation SNP A G 9 84 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_44 Pre-Treatment OR4E2 26686 37 14 22133489 22133489 Missense_Mutation SNP A C 26 86 c.193A>C c.(193-195)AAT>CAT p.N65H

Pat_44 Pre-Treatment KIAA1409 57578 37 14 94088434 94088434 Missense_Mutation SNP G A 21 44 c.4390G>A c.(4390-4392)GAA>AAA p.E1464K

Pat_44 Pre-Treatment EVL 51466 37 14 100589879 100589879 Missense_Mutation SNP C T 8 9 c.356C>T c.(355-357)CCC>CTC p.P119L

Pat_44 Pre-Treatment AHNAK2 113146 37 14 105418834 105418834 Missense_Mutation SNP G A 70 252 c.2954C>T c.(2953-2955)TCC>TTC p.S985F

Pat_44 Pre-Treatment OR4M2 390538 37 15 22369141 22369141 Missense_Mutation SNP G T 11 40 c.566G>T c.(565-567)TGT>TTT p.C189F



Pat_44 Pre-Treatment DUOX2 50506 37 15 45396472 45396472 Missense_Mutation SNP G T 2 0 c.2426C>A c.(2425-2427)GCC>GAC p.A809D

Pat_44 Pre-Treatment CILP 8483 37 15 65496872 65496872 Missense_Mutation SNP G A 3 16 c.653C>T c.(652-654)GCC>GTC p.A218V

Pat_44 Pre-Treatment C15orf39 56905 37 15 75498897 75498897 Missense_Mutation SNP G A 9 22 c.508G>A c.(508-510)GCT>ACT p.A170T

Pat_44 Pre-Treatment ADAMTSL3 57188 37 15 84373159 84373159 Missense_Mutation SNP C T 6 29 c.88C>T c.(88-90)CCT>TCT p.P30S

Pat_44 Pre-Treatment ADAMTSL3 57188 37 15 84651288 84651288 Missense_Mutation SNP C T 8 48 c.2908C>T c.(2908-2910)CAT>TAT p.H970Y

Pat_44 Pre-Treatment RGMA 56963 37 15 93588419 93588419 Missense_Mutation SNP C T 2 2 c.1162G>A c.(1162-1164)GTG>ATG p.V388M

Pat_44 Pre-Treatment OR1F1 4992 37 16 3254951 3254951 Nonsense_Mutation SNP G A 8 16 c.705G>A c.(703-705)TGG>TGA p.W235*

Pat_44 Pre-Treatment A2BP1 54715 37 16 7568201 7568201 Missense_Mutation SNP C T 11 74 c.80C>T c.(79-81)TCG>TTG p.S27L

Pat_44 Pre-Treatment TMC5 79838 37 16 19451548 19451548 Missense_Mutation SNP C T 4 25 c.188C>T c.(187-189)CCA>CTA p.P63L

Pat_44 Pre-Treatment SEZ6L2 26470 37 16 29907064 29907064 Missense_Mutation SNP G A 5 16 c.629C>T c.(628-630)CCT>CTT p.P210L

Pat_44 Pre-Treatment NUDT21 11051 37 16 56473646 56473646 Nonsense_Mutation SNP G A 24 96 c.394C>T c.(394-396)CAG>TAG p.Q132*

Pat_44 Pre-Treatment NDRG4 65009 37 16 58538102 58538102 Missense_Mutation SNP G A 11 38 c.172G>A c.(172-174)GAG>AAG p.E58K

Pat_44 Pre-Treatment ADAT1 23536 37 16 75646166 75646166 Missense_Mutation SNP C T 9 18 c.1018G>A c.(1018-1020)GCC>ACC p.A340T

Pat_44 Pre-Treatment VAT1L 57687 37 16 77822748 77822748 Missense_Mutation SNP C T 2 2 c.169C>T c.(169-171)CGG>TGG p.R57W

Pat_44 Pre-Treatment PKD1L2 114780 37 16 81232607 81232607 Missense_Mutation SNP C A 7 11 c.1203G>T c.(1201-1203)AAG>AAT p.K401N

Pat_44 Pre-Treatment KIAA0182 23199 37 16 85667541 85667541 Missense_Mutation SNP C T 3 21 c.29C>T c.(28-30)TCC>TTC p.S10F

Pat_44 Pre-Treatment PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 5 49 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_44 Pre-Treatment PRDM7 11105 37 16 90126912 90126912 Missense_Mutation SNP G T 6 48 c.1070C>A c.(1069-1071)TCT>TAT p.S357Y

Pat_44 Pre-Treatment DNAH2 146754 37 17 7704907 7704907 Missense_Mutation SNP G A 21 120 c.8711G>A c.(8710-8712)CGC>CAC p.R2904H

Pat_44 Pre-Treatment PER1 5187 37 17 8047057 8047057 Missense_Mutation SNP G A 3 14 c.2599C>T c.(2599-2601)CCC>TCC p.P867S

Pat_44 Pre-Treatment MYH4 4622 37 17 10358351 10358351 Missense_Mutation SNP C T 10 23 c.2342G>A c.(2341-2343)CGA>CAA p.R781Q

Pat_44 Pre-Treatment TMEM98 26022 37 17 31263453 31263453 Missense_Mutation SNP G T 4 26 c.401G>T c.(400-402)CGG>CTG p.R134L

Pat_44 Pre-Treatment KRTAP3-3 85293 37 17 39150276 39150276 Missense_Mutation SNP G A 8 115 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_44 Pre-Treatment KRTAP3-2 83897 37 17 39156032 39156032 Missense_Mutation SNP G A 20 115 c.74C>T c.(73-75)TCC>TTC p.S25F

Pat_44 Pre-Treatment KRTAP4-4 84616 37 17 39316759 39316759 Missense_Mutation SNP T C 10 113 c.185A>G c.(184-186)CAC>CGC p.H62R

Pat_44 Pre-Treatment FZD2 2535 37 17 42636236 42636236 Missense_Mutation SNP G A 13 25 c.1180G>A c.(1180-1182)GAC>AAC p.D394N

Pat_44 Pre-Treatment SPATA20 64847 37 17 48625781 48625781 Missense_Mutation SNP A G 6 12 c.215A>G c.(214-216)TAC>TGC p.Y72C

Pat_44 Pre-Treatment KIF2B 84643 37 17 51900764 51900764 Missense_Mutation SNP C A 3 17 c.370C>A c.(370-372)CAA>AAA p.Q124K

Pat_44 Pre-Treatment MRC2 9902 37 17 60741911 60741911 Missense_Mutation SNP C T 4 20 c.121C>T c.(121-123)CCC>TCC p.P41S

Pat_44 Pre-Treatment ZBTB7C 201501 37 18 45567019 45567019 Missense_Mutation SNP C T 2 2 c.460G>A c.(460-462)GAA>AAA p.E154K

Pat_44 Pre-Treatment SERPINB4 6318 37 18 61305069 61305069 Missense_Mutation SNP C T 4 22 c.1057G>A c.(1057-1059)GAA>AAA p.E353K

Pat_44 Pre-Treatment ZNF556 80032 37 19 2877745 2877745 Missense_Mutation SNP C G 5 11 c.789C>G c.(787-789)CAC>CAG p.H263Q

Pat_44 Pre-Treatment 2-Mar 51257 37 19 8495569 8495569 Missense_Mutation SNP G A 24 48 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_44 Pre-Treatment MUC16 94025 37 19 9071943 9071943 Missense_Mutation SNP G A 31 77 c.15503C>T c.(15502-15504)TCA>TTA p.S5168L

Pat_44 Pre-Treatment MUC16 94025 37 19 9076723 9076723 Missense_Mutation SNP T C 10 22 c.10723A>G c.(10723-10725)ACT>GCT p.T3575A

Pat_44 Pre-Treatment ZNF878 729747 37 19 12155757 12155757 Missense_Mutation SNP C A 12 64 c.600G>T c.(598-600)AGG>AGT p.R200S

Pat_44 Pre-Treatment ZNF799 90576 37 19 12501446 12501446 Missense_Mutation SNP T C 5 6 c.1766A>G c.(1765-1767)GAA>GGA p.E589G

Pat_44 Pre-Treatment ANO8 57719 37 19 17439459 17439459 Missense_Mutation SNP C T 2 2 c.1738G>A c.(1738-1740)GGC>AGC p.G580S

Pat_44 Pre-Treatment ZNF93 81931 37 19 20044933 20044933 Missense_Mutation SNP T G 6 35 c.1169T>G c.(1168-1170)GTT>GGT p.V390G

Pat_44 Pre-Treatment ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 7 40 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_44 Pre-Treatment ZNF257 113835 37 19 22271366 22271366 Missense_Mutation SNP A C 3 15 c.814A>C c.(814-816)ATT>CTT p.I272L

Pat_44 Pre-Treatment ZNF675 171392 37 19 23836350 23836350 Missense_Mutation SNP A T 6 14 c.1385T>A c.(1384-1386)ATC>AAC p.I462N

Pat_44 Pre-Treatment ZNF540 163255 37 19 38090627 38090627 Missense_Mutation SNP A G 3 33 c.110A>G c.(109-111)GAG>GGG p.E37G

Pat_44 Pre-Treatment RYR1 6261 37 19 38990289 38990289 Missense_Mutation SNP G A 4 21 c.7042G>A c.(7042-7044)GAG>AAG p.E2348K

Pat_44 Pre-Treatment ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 6 47 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_44 Pre-Treatment PSG4 5672 37 19 43697536 43697536 Nonsense_Mutation SNP C T 17 14 c.1248G>A c.(1246-1248)TGG>TGA p.W416*

Pat_44 Pre-Treatment BCL3 602 37 19 45262002 45262002 Missense_Mutation SNP A G 2 5 c.1081A>G c.(1081-1083)AAG>GAG p.K361E



Pat_44 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 4 33 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_44 Pre-Treatment NAPSB 256236 37 19 50837578 50837578 Missense_Mutation SNP C T 12 16 c.238G>A c.(238-240)GAT>AAT p.D80N

Pat_44 Pre-Treatment NR1H2 7376 37 19 50882034 50882034 Missense_Mutation SNP C T 12 58 c.731C>T c.(730-732)TCC>TTC p.S244F

Pat_44 Pre-Treatment ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 4 17 c.737G>A c.(736-738)AGG>AAG p.R246K

Pat_44 Pre-Treatment LILRA6 79168 37 19 54745739 54745739 Missense_Mutation SNP G A 10 86 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_44 Pre-Treatment LILRA1 11024 37 19 55107864 55107864 Missense_Mutation SNP C T 20 55 c.1169C>T c.(1168-1170)GCC>GTC p.A390V

Pat_44 Pre-Treatment RDH13 112724 37 19 55560029 55560029 Missense_Mutation SNP A C 19 27 c.443T>G c.(442-444)CTG>CGG p.L148R

Pat_44 Pre-Treatment TNNI3 7137 37 19 55666144 55666144 Missense_Mutation SNP C T 3 15 c.337G>A c.(337-339)GAC>AAC p.D113N

Pat_44 Pre-Treatment KIF3C 3797 37 2 26177197 26177197 Missense_Mutation SNP T C 5 6 c.1828A>G c.(1828-1830)ATC>GTC p.I610V

Pat_44 Pre-Treatment C2orf16 84226 37 2 27804477 27804477 Missense_Mutation SNP G A 7 61 c.5038G>A c.(5038-5040)GGT>AGT p.G1680S

Pat_44 Pre-Treatment NRXN1 9378 37 2 50850687 50850687 Missense_Mutation SNP G A 6 32 c.998C>T c.(997-999)CCC>CTC p.P333L

Pat_44 Pre-Treatment PTCD3 55037 37 2 86333474 86333474 Missense_Mutation SNP G A 6 55 c.104G>A c.(103-105)AGA>AAA p.R35K

Pat_44 Pre-Treatment MGAT4A 11320 37 2 99279513 99279513 Missense_Mutation SNP C T 8 18 c.533G>A c.(532-534)GGA>GAA p.G178E

Pat_44 Pre-Treatment PSD4 23550 37 2 113955150 113955150 Missense_Mutation SNP G A 3 18 c.2396G>A c.(2395-2397)GGC>GAC p.G799D

Pat_44 Pre-Treatment POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 6 64 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_44 Pre-Treatment LRP1B 53353 37 2 141143575 141143575 Missense_Mutation SNP T G 12 8 c.10418A>C c.(10417-10419)AAA>ACA p.K3473T

Pat_44 Pre-Treatment ACVR1C 130399 37 2 158443750 158443750 Missense_Mutation SNP C T 39 41 c.253G>A c.(253-255)GAA>AAA p.E85K

Pat_44 Pre-Treatment BAZ2B 29994 37 2 160295582 160295582 Missense_Mutation SNP C T 4 6 c.838G>A c.(838-840)GAA>AAA p.E280K

Pat_44 Pre-Treatment SCN1A 6323 37 2 166848048 166848048 Missense_Mutation SNP T G 10 23 c.5704A>C c.(5704-5706)AAA>CAA p.K1902Q

Pat_44 Pre-Treatment TTN 7273 37 2 179437213 179437213 Missense_Mutation SNP G A 4 3 c.65942C>T c.(65941-65943)TCA>TTA p.S21981L

Pat_44 Pre-Treatment TTN 7273 37 2 179472521 179472521 Missense_Mutation SNP C T 25 57 c.45289G>A c.(45289-45291)GAA>AAA p.E15097K

Pat_44 Pre-Treatment TTN 7273 37 2 179483347 179483347 Missense_Mutation SNP C T 6 36 c.39226G>A c.(39226-39228)GGA>AGA p.G13076R

Pat_44 Pre-Treatment TTN 7273 37 2 179633436 179633436 Missense_Mutation SNP C T 13 31 c.9127G>A c.(9127-9129)GGA>AGA p.G3043R

Pat_44 Pre-Treatment COL5A2 1290 37 2 189943814 189943814 Missense_Mutation SNP C T 6 17 c.980G>A c.(979-981)GGT>GAT p.G327D

Pat_44 Pre-Treatment FZD7 8324 37 2 202899662 202899662 Missense_Mutation SNP C T 4 34 c.292C>T c.(292-294)CTC>TTC p.L98F

Pat_44 Pre-Treatment NOP58 51602 37 2 203139870 203139870 Missense_Mutation SNP G A 3 10 c.80G>A c.(79-81)AGT>AAT p.S27N

Pat_44 Pre-Treatment WNT10A 80326 37 2 219754939 219754939 Missense_Mutation SNP G A 6 10 c.610G>A c.(610-612)GGC>AGC p.G204S

Pat_44 Pre-Treatment DES 1674 37 2 220285045 220285045 Missense_Mutation SNP T C 3 8 c.712T>C c.(712-714)TTC>CTC p.F238L

Pat_44 Pre-Treatment INPP5D 3635 37 2 233990491 233990491 Missense_Mutation SNP G A 7 15 c.386G>A c.(385-387)AGA>AAA p.R129K

Pat_44 Pre-Treatment TGM3 7053 37 20 2291763 2291763 Nonsense_Mutation SNP G A 6 45 c.528G>A c.(526-528)TGG>TGA p.W176*

Pat_44 Pre-Treatment MYH7B 57644 37 20 33586367 33586367 Missense_Mutation SNP C T 3 13 c.4054C>T c.(4054-4056)CGT>TGT p.R1352C

Pat_44 Pre-Treatment DLGAP4 22839 37 20 35155384 35155384 Missense_Mutation SNP A G 4 23 c.2920A>G c.(2920-2922)AGC>GGC p.S974G

Pat_44 Pre-Treatment KCNB1 3745 37 20 47990401 47990401 Missense_Mutation SNP G A 7 14 c.1696C>T c.(1696-1698)CCC>TCC p.P566S

Pat_44 Pre-Treatment RTEL1 51750 37 20 62305428 62305428 Missense_Mutation SNP G A 3 14 c.901G>A c.(901-903)GCG>ACG p.A301T

Pat_44 Pre-Treatment ADARB1 104 37 21 46604892 46604892 Missense_Mutation SNP T A 12 36 c.1571T>A c.(1570-1572)ATA>AAA p.I524K

Pat_44 Pre-Treatment TXNRD2 10587 37 22 19864642 19864642 Missense_Mutation SNP C T 3 9 c.1561G>A c.(1561-1563)GGC>AGC p.G521S

Pat_44 Pre-Treatment EP300 2033 37 22 41551082 41551082 Missense_Mutation SNP C T 29 69 c.3226C>T c.(3226-3228)CGT>TGT p.R1076C

Pat_44 Pre-Treatment CPT1B 1375 37 22 51012763 51012763 Splice_Site SNP C T 3 12 c.970_splice c.e8+1 p.D324_splice

Pat_44 Pre-Treatment THUMPD3 25917 37 3 9406849 9406849 Missense_Mutation SNP G C 2 10 c.97G>C c.(97-99)GAA>CAA p.E33Q

Pat_44 Pre-Treatment IRAK2 3656 37 3 10242054 10242054 Nonsense_Mutation SNP G A 7 48 c.279G>A c.(277-279)TGG>TGA p.W93*

Pat_44 Pre-Treatment GHRL 51738 37 3 10331851 10331851 Missense_Mutation SNP C T 6 8 c.14G>A c.(13-15)GGG>GAG p.G5E

Pat_44 Pre-Treatment ARPP21 10777 37 3 35729262 35729262 Missense_Mutation SNP C T 3 7 c.293C>T c.(292-294)TCC>TTC p.S98F

Pat_44 Pre-Treatment UBA7 7318 37 3 49849440 49849440 Missense_Mutation SNP C T 12 21 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_44 Pre-Treatment PRICKLE2 166336 37 3 64084864 64084864 Missense_Mutation SNP G A 5 27 c.2398C>T c.(2398-2400)CGC>TGC p.R800C

Pat_44 Pre-Treatment ADAMTS9 56999 37 3 64527257 64527257 Missense_Mutation SNP T A 23 47 c.5237A>T c.(5236-5238)AAA>ATA p.K1746I

Pat_44 Pre-Treatment CADM2 253559 37 3 85935366 85935367 Missense_Mutation DNP GG AA 5 22 c.391_392GG>AA c.(391-393)GGA>AAA p.G131K

Pat_44 Pre-Treatment NEK11 79858 37 3 130889665 130889665 Missense_Mutation SNP C A 16 78 c.1333C>A c.(1333-1335)CCT>ACT p.P445T



Pat_44 Pre-Treatment IGSF10 285313 37 3 151161504 151161504 Missense_Mutation SNP G A 4 17 c.5231C>T c.(5230-5232)CCT>CTT p.P1744L

Pat_44 Pre-Treatment UBXN7 26043 37 3 196083689 196083689 Missense_Mutation SNP C T 6 7 c.1337G>A c.(1336-1338)GGA>GAA p.G446E

Pat_44 Pre-Treatment CPLX1 10815 37 4 786295 786295 Missense_Mutation SNP C T 2 1 c.133G>A c.(133-135)GAG>AAG p.E45K

Pat_44 Pre-Treatment SLC10A4 201780 37 4 48485582 48485582 Missense_Mutation SNP G A 2 1 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_44 Pre-Treatment ALB 213 37 4 74276060 74276060 Missense_Mutation SNP C T 7 41 c.647C>T c.(646-648)TCG>TTG p.S216L

Pat_44 Pre-Treatment AIMP1 9255 37 4 107258144 107258144 Missense_Mutation SNP C T 23 33 c.722C>T c.(721-723)CCT>CTT p.P241L

Pat_44 Pre-Treatment DCHS2 54798 37 4 155191120 155191120 Missense_Mutation SNP T G 5 20 c.5144A>C c.(5143-5145)CAG>CCG p.Q1715P

Pat_44 Pre-Treatment ADAMTS16 170690 37 5 5318284 5318284 Missense_Mutation SNP C A 2 0 c.3449C>A c.(3448-3450)TCC>TAC p.S1150Y

Pat_44 Pre-Treatment PRDM9 56979 37 5 23527167 23527167 Missense_Mutation SNP G C 4 31 c.1970G>C c.(1969-1971)AGA>ACA p.R657T

Pat_44 Pre-Treatment ANKRD34B 340120 37 5 79854737 79854737 Missense_Mutation SNP G A 3 2 c.1102C>T c.(1102-1104)CAC>TAC p.H368Y

Pat_44 Pre-Treatment SEC24A 10802 37 5 134011777 134011777 Missense_Mutation SNP C T 8 16 c.1216C>T c.(1216-1218)CCT>TCT p.P406S

Pat_44 Pre-Treatment PCDHB7 56129 37 5 140554361 140554361 Missense_Mutation SNP G A 5 14 c.1945G>A c.(1945-1947)GAG>AAG p.E649K

Pat_44 Pre-Treatment PCDHB16 57717 37 5 140563942 140563942 Missense_Mutation SNP C T 37 35 c.1808C>T c.(1807-1809)TCG>TTG p.S603L

Pat_44 Pre-Treatment F13A1 2162 37 6 6222398 6222398 Missense_Mutation SNP C T 8 26 c.980G>A c.(979-981)CGA>CAA p.R327Q

Pat_44 Pre-Treatment SCAND3 114821 37 6 28543412 28543412 Missense_Mutation SNP G A 7 27 c.1070C>T c.(1069-1071)TCA>TTA p.S357L

Pat_44 Pre-Treatment HLA-DRB1 3123 37 6 32549440 32549440 Nonsense_Mutation SNP C T 15 73 c.546G>A c.(544-546)TGG>TGA p.W182*

Pat_44 Pre-Treatment BRD2 6046 37 6 32945615 32945615 Missense_Mutation SNP C T 15 17 c.1411C>T c.(1411-1413)CCT>TCT p.P471S

Pat_44 Pre-Treatment DNAH8 1769 37 6 38980336 38980336 Missense_Mutation SNP G A 11 50 c.12986G>A c.(12985-12987)AGA>AAA p.R4329K

Pat_44 Pre-Treatment CUL7 9820 37 6 43018716 43018716 Missense_Mutation SNP G A 44 109 c.1223C>T c.(1222-1224)CCT>CTT p.P408L

Pat_44 Pre-Treatment ENPP5 59084 37 6 46129128 46129128 Missense_Mutation SNP G A 4 18 c.1369C>T c.(1369-1371)CAC>TAC p.H457Y

Pat_44 Pre-Treatment ENPP5 59084 37 6 46133259 46133259 Missense_Mutation SNP G A 7 18 c.871C>T c.(871-873)CCT>TCT p.P291S

Pat_44 Pre-Treatment CRISP1 167 37 6 49819748 49819748 Missense_Mutation SNP C T 5 26 c.161G>A c.(160-162)AGA>AAA p.R54K

Pat_44 Pre-Treatment TRMT11 60487 37 6 126317137 126317137 Missense_Mutation SNP C T 10 24 c.163C>T c.(163-165)CCC>TCC p.P55S

Pat_44 Pre-Treatment ENPP1 5167 37 6 132206128 132206128 Missense_Mutation SNP G A 6 13 c.2369G>A c.(2368-2370)GGT>GAT p.G790D

Pat_44 Pre-Treatment NOX3 50508 37 6 155732380 155732380 Missense_Mutation SNP G A 6 26 c.1423C>T c.(1423-1425)CAT>TAT p.H475Y

Pat_44 Pre-Treatment SDK1 221935 37 7 4152925 4152925 Nonsense_Mutation SNP C T 6 62 c.3439C>T c.(3439-3441)CGA>TGA p.R1147*

Pat_44 Pre-Treatment DGKB 1607 37 7 14758205 14758205 Missense_Mutation SNP G A 7 33 c.428C>T c.(427-429)TCT>TTT p.S143F

Pat_44 Pre-Treatment DNAH11 8701 37 7 21906088 21906088 Missense_Mutation SNP G A 25 55 c.11518G>A c.(11518-11520)GCA>ACA p.A3840T

Pat_44 Pre-Treatment ZNF92 168374 37 7 64863839 64863840 Missense_Mutation DNP CC AT 9 85 c.812_813CC>AT c.(811-813)ACC>AAT p.T271N

Pat_44 Pre-Treatment PCLO 27445 37 7 82595241 82595241 Missense_Mutation SNP C T 4 10 c.3863G>A c.(3862-3864)GGG>GAG p.G1288E

Pat_44 Pre-Treatment NPTX2 4885 37 7 98249123 98249123 Missense_Mutation SNP G A 4 10 c.595G>A c.(595-597)GAG>AAG p.E199K

Pat_44 Pre-Treatment NPTX2 4885 37 7 98257909 98257909 Missense_Mutation SNP G A 3 2 c.1264G>A c.(1264-1266)GAG>AAG p.E422K

Pat_44 Pre-Treatment GIGYF1 64599 37 7 100282236 100282236 Missense_Mutation SNP G A 17 27 c.1466C>T c.(1465-1467)CCC>CTC p.P489L

Pat_44 Pre-Treatment MUC17 140453 37 7 100677456 100677456 Missense_Mutation SNP G A 94 280 c.2759G>A c.(2758-2760)GGG>GAG p.G920E

Pat_44 Pre-Treatment MUC17 140453 37 7 100684305 100684305 Missense_Mutation SNP C T 92 186 c.9608C>T c.(9607-9609)TCA>TTA p.S3203L

Pat_44 Pre-Treatment FOXP2 93986 37 7 114284742 114284742 Missense_Mutation SNP C T 5 16 c.992C>T c.(991-993)TCG>TTG p.S331L

Pat_44 Pre-Treatment SLC35B4 84912 37 7 133981162 133981162 Missense_Mutation SNP G A 4 30 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_44 Pre-Treatment KIAA1549 57670 37 7 138556030 138556030 Missense_Mutation SNP G A 5 21 c.4424C>T c.(4423-4425)CCC>CTC p.P1475L

Pat_44 Pre-Treatment UBN2 254048 37 7 138957074 138957074 Missense_Mutation SNP C T 3 16 c.1603C>T c.(1603-1605)CGT>TGT p.R535C

Pat_44 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 12 29 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_44 Pre-Treatment TMEM176A 55365 37 7 150499363 150499363 Missense_Mutation SNP G A 8 17 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_44 Pre-Treatment MLL3 58508 37 7 151896402 151896402 Missense_Mutation SNP A C 12 26 c.4235T>G c.(4234-4236)CTT>CGT p.L1412R

Pat_44 Pre-Treatment RP1L1 94137 37 8 10466059 10466059 Missense_Mutation SNP C T 6 32 c.5549G>A c.(5548-5550)GGT>GAT p.G1850D

Pat_44 Pre-Treatment HR 55806 37 8 21978651 21978651 Missense_Mutation SNP G A 30 53 c.2294C>T c.(2293-2295)ACC>ATC p.T765I

Pat_44 Pre-Treatment ADAM28 10863 37 8 24181463 24181463 Nonsense_Mutation SNP G A 11 10 c.837G>A c.(835-837)TGG>TGA p.W279*

Pat_44 Pre-Treatment CA8 767 37 8 61144872 61144872 Missense_Mutation SNP C T 63 245 c.484G>A c.(484-486)GGA>AGA p.G162R

Pat_44 Pre-Treatment PREX2 80243 37 8 68965372 68965372 Nonsense_Mutation SNP G A 15 69 c.984G>A c.(982-984)TGG>TGA p.W328*



Pat_44 Pre-Treatment C8orf34 116328 37 8 69699772 69699772 Splice_Site SNP G A 4 36 c.1291_splice c.e12+1 p.R431_splice

Pat_44 Pre-Treatment NACAP1 83955 37 8 102381492 102381492 Missense_Mutation SNP A G 12 62 c.355A>G c.(355-357)ACA>GCA p.T119A

Pat_44 Pre-Treatment ZFPM2 23414 37 8 106811077 106811077 Missense_Mutation SNP G A 103 57 c.865G>A c.(865-867)GAC>AAC p.D289N

Pat_44 Pre-Treatment CSMD3 114788 37 8 113697683 113697683 Nonsense_Mutation SNP G A 117 59 c.2434C>T c.(2434-2436)CAG>TAG p.Q812*

Pat_44 Pre-Treatment MAPK15 225689 37 8 144801568 144801568 Missense_Mutation SNP C T 4 36 c.637C>T c.(637-639)CGG>TGG p.R213W

Pat_44 Pre-Treatment RFX3 5991 37 9 3257189 3257189 Missense_Mutation SNP G A 9 6 c.1616C>T c.(1615-1617)TCC>TTC p.S539F

Pat_44 Pre-Treatment PTPRD 5789 37 9 8319881 8319881 Nonsense_Mutation SNP G A 14 18 c.5620C>T c.(5620-5622)CAG>TAG p.Q1874*

Pat_44 Pre-Treatment LINGO2 158038 37 9 27950023 27950023 Missense_Mutation SNP A C 13 15 c.647T>G c.(646-648)ATG>AGG p.M216R

Pat_44 Pre-Treatment C9orf79 286234 37 9 90498092 90498092 Missense_Mutation SNP G A 2 1 c.286G>A c.(286-288)GGG>AGG p.G96R

Pat_44 Pre-Treatment RBM18 92400 37 9 125023747 125023747 Missense_Mutation SNP G A 3 7 c.25C>T c.(25-27)CCC>TCC p.P9S

Pat_44 Pre-Treatment ZER1 10444 37 9 131513520 131513520 Missense_Mutation SNP C T 11 8 c.1066G>A c.(1066-1068)GTG>ATG p.V356M

Pat_44 Pre-Treatment RNF208 727800 37 9 140115622 140115622 Missense_Mutation SNP C T 3 7 c.43G>A c.(43-45)GGC>AGC p.G15S

Pat_44 Pre-Treatment SPANXN5 494197 37 X 52825650 52825650 Missense_Mutation SNP C T 10 3 c.97G>A c.(97-99)GAC>AAC p.D33N

Pat_44 Pre-Treatment TEX11 56159 37 X 69825324 69825324 Missense_Mutation SNP C T 15 10 c.2039G>A c.(2038-2040)CGG>CAG p.R680Q

Pat_44 Pre-Treatment ACRC 93953 37 X 70823916 70823916 Missense_Mutation SNP A T 7 19 c.789A>T c.(787-789)GAA>GAT p.E263D

Pat_44 Pre-Treatment ACRC 93953 37 X 70823918 70823918 Missense_Mutation SNP C T 7 18 c.791C>T c.(790-792)GCT>GTT p.A264V

Pat_44 Pre-Treatment CYLC1 1538 37 X 83128420 83128420 Missense_Mutation SNP C T 4 6 c.704C>T c.(703-705)TCA>TTA p.S235L

Pat_44 Pre-Treatment SATL1 340562 37 X 84363364 84363364 Missense_Mutation SNP C T 4 35 c.611G>A c.(610-612)AGC>AAC p.S204N

Pat_44 Pre-Treatment SRPX2 27286 37 X 99921932 99921932 Splice_Site SNP T A 2 6 c.961_splice c.e8+2 p.P321_splice

Pat_44 Pre-Treatment GPRASP2 114928 37 X 101969946 101969946 Missense_Mutation SNP C T 3 17 c.149C>T c.(148-150)CCC>CTC p.P50L

Pat_44 Pre-Treatment SPANXN2 494119 37 X 142795358 142795358 Missense_Mutation SNP C T 28 20 c.320G>A c.(319-321)GGA>GAA p.G107E

Pat_44 Pre-Treatment GPR50 9248 37 X 150348653 150348653 Missense_Mutation SNP C T 17 32 c.598C>T c.(598-600)CCT>TCT p.P200S

Pat_44 Pre-Treatment MAGEA1 4100 37 X 152482755 152482755 Missense_Mutation SNP C T 8 7 c.256G>A c.(256-258)GAG>AAG p.E86K

Pat_44 Pre-Treatment ZFY 7544 37 Y 2844779 2844779 Missense_Mutation SNP G A 2 0 c.997G>A c.(997-999)GCA>ACA p.A333T

Pat_44 Post-Resistance DVL1 1855 37 1 1271820 1271820 Missense_Mutation SNP G A 4 38 c.1715C>T c.(1714-1716)GCT>GTT p.A572V

Pat_44 Post-Resistance RNF207 388591 37 1 6272420 6272420 Missense_Mutation SNP G A 4 100 c.1426G>A c.(1426-1428)GTG>ATG p.V476M

Pat_44 Post-Resistance TNFRSF9 3604 37 1 7997775 7997775 Missense_Mutation SNP G A 4 160 c.388C>T c.(388-390)CGT>TGT p.R130C

Pat_44 Post-Resistance H6PD 9563 37 1 9324162 9324162 Missense_Mutation SNP C T 3 43 c.1610C>T c.(1609-1611)GCC>GTC p.A537V

Pat_44 Post-Resistance CLSTN1 22883 37 1 9815188 9815188 Missense_Mutation SNP C T 4 120 c.424G>A c.(424-426)GTG>ATG p.V142M

Pat_44 Post-Resistance TARDBP 23435 37 1 11073983 11073983 Missense_Mutation SNP G T 4 174 c.199G>T c.(199-201)GGC>TGC p.G67C

Pat_44 Post-Resistance TAS1R2 80834 37 1 19175984 19175984 Missense_Mutation SNP G A 4 116 c.1318C>T c.(1318-1320)CCG>TCG p.P440S

Pat_44 Post-Resistance EPHA8 2046 37 1 22924331 22924331 Missense_Mutation SNP G A 5 116 c.2093G>A c.(2092-2094)CGC>CAC p.R698H

Pat_44 Post-Resistance CCDC21 64793 37 1 26582163 26582163 Missense_Mutation SNP G A 4 138 c.710G>A c.(709-711)CGG>CAG p.R237Q

Pat_44 Post-Resistance WDTC1 23038 37 1 27621115 27621115 Missense_Mutation SNP G A 4 62 c.868G>A c.(868-870)GAA>AAA p.E290K

Pat_44 Post-Resistance TMEM222 84065 37 1 27660733 27660733 Missense_Mutation SNP C T 4 153 c.500C>T c.(499-501)ACG>ATG p.T167M

Pat_44 Post-Resistance TMEM200B 399474 37 1 29447653 29447653 Missense_Mutation SNP C T 3 41 c.688G>A c.(688-690)GGG>AGG p.G230R

Pat_44 Post-Resistance COL16A1 1307 37 1 32122645 32122645 Missense_Mutation SNP C T 4 228 c.4045G>A c.(4045-4047)GCT>ACT p.A1349T

Pat_44 Post-Resistance PABPC4 8761 37 1 40030188 40030188 Missense_Mutation SNP G A 4 191 c.1360C>T c.(1360-1362)CGC>TGC p.R454C

Pat_44 Post-Resistance ZNF684 127396 37 1 41007374 41007374 Missense_Mutation SNP G A 4 53 c.230G>A c.(229-231)AGC>AAC p.S77N

Pat_44 Post-Resistance KIAA0467 23334 37 1 43909271 43909271 Missense_Mutation SNP C T 3 32 c.5932C>T c.(5932-5934)CGC>TGC p.R1978C

Pat_44 Post-Resistance ZSWIM5 57643 37 1 45484542 45484542 Missense_Mutation SNP G A 4 71 c.3142C>T c.(3142-3144)CTC>TTC p.L1048F

Pat_44 Post-Resistance C1orf175 374977 37 1 55172183 55172183 Missense_Mutation SNP C T 4 172 c.3640C>T c.(3640-3642)CTC>TTC p.L1214F

Pat_44 Post-Resistance INADL 10207 37 1 62594540 62594540 Missense_Mutation SNP G A 5 351 c.5194G>A c.(5194-5196)GGG>AGG p.G1732R

Pat_44 Post-Resistance SGIP1 84251 37 1 67145406 67145406 Missense_Mutation SNP G A 5 279 c.785G>A c.(784-786)CGA>CAA p.R262Q

Pat_44 Post-Resistance IL12RB2 3595 37 1 67793971 67793971 Nonsense_Mutation SNP G T 6 392 c.568G>T c.(568-570)GAA>TAA p.E190*

Pat_44 Post-Resistance LPHN2 23266 37 1 82409013 82409013 Missense_Mutation SNP C T 4 166 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_44 Post-Resistance DPYD 1806 37 1 98187146 98187146 Missense_Mutation SNP G A 4 193 c.403C>T c.(403-405)CTT>TTT p.L135F



Pat_44 Post-Resistance AP4B1 10717 37 1 114438057 114438057 Missense_Mutation SNP G A 4 132 c.1850C>T c.(1849-1851)GCC>GTC p.A617V

Pat_44 Post-Resistance AMPD1 270 37 1 115231293 115231293 Missense_Mutation SNP C T 5 229 c.104G>A c.(103-105)CGT>CAT p.R35H

Pat_44 Post-Resistance NOTCH2NL 388677 37 1 145281653 145281653 Missense_Mutation SNP G A 5 297 c.583G>A c.(583-585)GGC>AGC p.G195S

Pat_44 Post-Resistance TCHH 7062 37 1 152082220 152082220 Missense_Mutation SNP G C 3 54 c.3473C>G c.(3472-3474)CCG>CGG p.P1158R

Pat_44 Post-Resistance CRNN 49860 37 1 152382873 152382873 Missense_Mutation SNP C T 5 269 c.685G>A c.(685-687)GGA>AGA p.G229R

Pat_44 Post-Resistance KPRP 448834 37 1 152732734 152732734 Missense_Mutation SNP C T 4 196 c.670C>T c.(670-672)CGG>TGG p.R224W

Pat_44 Post-Resistance HCN3 57657 37 1 155253804 155253804 Missense_Mutation SNP C T 4 176 c.748C>T c.(748-750)CGC>TGC p.R250C

Pat_44 Post-Resistance IGSF9 57549 37 1 159906306 159906306 Missense_Mutation SNP C T 4 144 c.556G>A c.(556-558)GTG>ATG p.V186M

Pat_44 Post-Resistance PBX1 5087 37 1 164781327 164781327 Missense_Mutation SNP C T 4 131 c.938C>T c.(937-939)GCT>GTT p.A313V

Pat_44 Post-Resistance F5 2153 37 1 169510571 169510571 Missense_Mutation SNP G A 6 313 c.3757C>T c.(3757-3759)CTC>TTC p.L1253F

Pat_44 Post-Resistance MYOC 4653 37 1 171605481 171605481 Missense_Mutation SNP C T 4 134 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_44 Post-Resistance ZBTB37 84614 37 1 173839887 173839887 Missense_Mutation SNP G A 5 141 c.524G>A c.(523-525)CGA>CAA p.R175Q

Pat_44 Post-Resistance HMCN1 83872 37 1 185984537 185984537 Missense_Mutation SNP C T 4 130 c.4877C>T c.(4876-4878)ACT>ATT p.T1626I

Pat_44 Post-Resistance PRG4 10216 37 1 186276274 186276274 Missense_Mutation SNP G T 6 84 c.1423G>T c.(1423-1425)GCA>TCA p.A475S

Pat_44 Post-Resistance CFHR4 10877 37 1 196871608 196871608 Missense_Mutation SNP G A 4 222 c.119G>A c.(118-120)CGT>CAT p.R40H

Pat_44 Post-Resistance KIF14 9928 37 1 200574423 200574423 Missense_Mutation SNP C G 4 103 c.1734G>C c.(1732-1734)ATG>ATC p.M578I

Pat_44 Post-Resistance CAMSAP1L1 23271 37 1 200816783 200816783 Missense_Mutation SNP C T 4 89 c.1241C>T c.(1240-1242)TCT>TTT p.S414F

Pat_44 Post-Resistance KIF21B 23046 37 1 200943915 200943915 Missense_Mutation SNP C T 4 167 c.4741G>A c.(4741-4743)GGT>AGT p.G1581S

Pat_44 Post-Resistance KIF21B 23046 37 1 200954057 200954057 Missense_Mutation SNP G A 6 182 c.3733C>T c.(3733-3735)CGG>TGG p.R1245W

Pat_44 Post-Resistance CACNA1S 779 37 1 201047107 201047107 Missense_Mutation SNP C T 4 148 c.1519G>A c.(1519-1521)GGT>AGT p.G507S

Pat_44 Post-Resistance LGR6 59352 37 1 202205106 202205106 Missense_Mutation SNP C T 3 62 c.413C>T c.(412-414)CCG>CTG p.P138L

Pat_44 Post-Resistance PPP1R12B 4660 37 1 202411616 202411616 Missense_Mutation SNP G A 4 108 c.1583G>A c.(1582-1584)CGG>CAG p.R528Q

Pat_44 Post-Resistance PPP1R12B 4660 37 1 202532031 202532031 Missense_Mutation SNP G A 5 177 c.2633G>A c.(2632-2634)AGC>AAC p.S878N

Pat_44 Post-Resistance ADIPOR1 51094 37 1 202920072 202920072 Missense_Mutation SNP C T 4 237 c.127G>A c.(127-129)GCC>ACC p.A43T

Pat_44 Post-Resistance CR1L 1379 37 1 207874932 207874932 Missense_Mutation SNP G A 6 281 c.1297G>A c.(1297-1299)GGA>AGA p.G433R

Pat_44 Post-Resistance USH2A 7399 37 1 216595602 216595602 Missense_Mutation SNP G A 4 106 c.77C>T c.(76-78)GCT>GTT p.A26V

Pat_44 Post-Resistance C1orf55 163859 37 1 226175973 226175973 Missense_Mutation SNP C T 6 291 c.758G>A c.(757-759)AGC>AAC p.S253N

Pat_44 Post-Resistance GJC2 57165 37 1 228346178 228346178 Missense_Mutation SNP G A 4 153 c.719G>A c.(718-720)CGA>CAA p.R240Q

Pat_44 Post-Resistance OBSCN 84033 37 1 228553829 228553829 Missense_Mutation SNP C T 4 117 c.19118C>T c.(19117-19119)ACG>ATG p.T6373M

Pat_44 Post-Resistance HIST3H3 8290 37 1 228612899 228612899 Missense_Mutation SNP C T 4 147 c.128G>A c.(127-129)CGG>CAG p.R43Q

Pat_44 Post-Resistance GALNT2 2590 37 1 230379054 230379054 Missense_Mutation SNP C T 5 189 c.610C>T c.(610-612)CTC>TTC p.L204F

Pat_44 Post-Resistance EDARADD 128178 37 1 236645918 236645918 Missense_Mutation SNP G A 4 153 c.617G>A c.(616-618)CGG>CAG p.R206Q

Pat_44 Post-Resistance CEP170 9859 37 1 243388551 243388551 Missense_Mutation SNP C T 4 51 c.32G>A c.(31-33)AGT>AAT p.S11N

Pat_44 Post-Resistance C1orf100 200159 37 1 244538721 244538721 Missense_Mutation SNP G A 4 125 c.104G>A c.(103-105)GGG>GAG p.G35E

Pat_44 Post-Resistance KIF26B 55083 37 1 245704194 245704194 Missense_Mutation SNP C T 4 107 c.1292C>T c.(1291-1293)GCC>GTC p.A431V

Pat_44 Post-Resistance OR2G2 81470 37 1 247752034 247752034 Missense_Mutation SNP C T 6 363 c.373C>T c.(373-375)CGC>TGC p.R125C

Pat_44 Post-Resistance OR2T4 127074 37 1 248524908 248524908 Missense_Mutation SNP G A 6 114 c.26G>A c.(25-27)AGC>AAC p.S9N

Pat_44 Post-Resistance OR2T4 127074 37 1 248524937 248524937 Missense_Mutation SNP A T 8 128 c.55A>T c.(55-57)ATG>TTG p.M19L

Pat_44 Post-Resistance PGBD2 267002 37 1 249212035 249212035 Missense_Mutation SNP G A 4 102 c.1252G>A c.(1252-1254)GTG>ATG p.V418M

Pat_44 Post-Resistance C10orf18 54906 37 10 5788743 5788743 Missense_Mutation SNP G A 4 178 c.3359G>A c.(3358-3360)GGC>GAC p.G1120D

Pat_44 Post-Resistance PRKCQ 5588 37 10 6539181 6539181 Splice_Site SNP C T 4 186 c.574_splice c.e6+1 p.Q192_splice

Pat_44 Post-Resistance ECHDC3 79746 37 10 11791562 11791562 Missense_Mutation SNP C T 4 146 c.361C>T c.(361-363)CAT>TAT p.H121Y

Pat_44 Post-Resistance BEND7 222389 37 10 13541865 13541865 Missense_Mutation SNP G A 4 53 c.205C>T c.(205-207)CCG>TCG p.P69S

Pat_44 Post-Resistance ANKRD26 22852 37 10 27368041 27368041 Missense_Mutation SNP C T 4 122 c.790G>A c.(790-792)GAA>AAA p.E264K

Pat_44 Post-Resistance MKX 283078 37 10 27964213 27964213 Missense_Mutation SNP G A 5 198 c.1004C>T c.(1003-1005)TCG>TTG p.S335L

Pat_44 Post-Resistance SVIL 6840 37 10 29782322 29782322 Splice_Site SNP T A 4 74 c.3842_splice c.e21-1 p.V1281_splice

Pat_44 Post-Resistance KIAA1462 57608 37 10 30317428 30317428 Missense_Mutation SNP C T 5 153 c.1649G>A c.(1648-1650)AGC>AAC p.S550N



Pat_44 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 11 86 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_44 Post-Resistance ATOH7 220202 37 10 69991119 69991119 Missense_Mutation SNP G A 4 48 c.316C>T c.(316-318)CGG>TGG p.R106W

Pat_44 Post-Resistance DNA2 1763 37 10 70182463 70182463 Missense_Mutation SNP C T 3 47 c.2651G>A c.(2650-2652)CGT>CAT p.R884H

Pat_44 Post-Resistance DDX21 9188 37 10 70737388 70737388 Missense_Mutation SNP G A 4 108 c.1846G>A c.(1846-1848)GCC>ACC p.A616T

Pat_44 Post-Resistance SUPV3L1 6832 37 10 70956825 70956825 Missense_Mutation SNP G A 4 209 c.1009G>A c.(1009-1011)GGG>AGG p.G337R

Pat_44 Post-Resistance GRID1 2894 37 10 87379700 87379700 Missense_Mutation SNP C T 4 147 c.2284G>A c.(2284-2286)GGC>AGC p.G762S

Pat_44 Post-Resistance CYP2C8 1558 37 10 96818190 96818190 Nonsense_Mutation SNP G A 5 147 c.721C>T c.(721-723)CGA>TGA p.R241*

Pat_44 Post-Resistance PSD 5662 37 10 104163019 104163019 Missense_Mutation SNP G A 3 29 c.3013C>T c.(3013-3015)CGG>TGG p.R1005W

Pat_44 Post-Resistance MKI67 4288 37 10 129910469 129910469 Nonsense_Mutation SNP G A 4 172 c.1897C>T c.(1897-1899)CGA>TGA p.R633*

Pat_44 Post-Resistance KNDC1 85442 37 10 135027499 135027499 Missense_Mutation SNP C T 4 129 c.4550C>T c.(4549-4551)TCG>TTG p.S1517L

Pat_44 Post-Resistance PHRF1 57661 37 11 607537 607537 Missense_Mutation SNP G A 4 168 c.2081G>A c.(2080-2082)CGG>CAG p.R694Q

Pat_44 Post-Resistance CDHR5 53841 37 11 619577 619577 Missense_Mutation SNP G A 4 57 c.1190C>T c.(1189-1191)TCG>TTG p.S397L

Pat_44 Post-Resistance OR51B4 79339 37 11 5322800 5322800 Missense_Mutation SNP G A 6 305 c.377C>T c.(376-378)CCA>CTA p.P126L

Pat_44 Post-Resistance SPTY2D1 144108 37 11 18637412 18637412 Missense_Mutation SNP C T 6 130 c.409G>A c.(409-411)GCA>ACA p.A137T

Pat_44 Post-Resistance MRGPRX2 117194 37 11 19077579 19077579 Missense_Mutation SNP C T 4 203 c.371G>A c.(370-372)AGC>AAC p.S124N

Pat_44 Post-Resistance PRDM11 56981 37 11 45246079 45246079 Missense_Mutation SNP G A 5 187 c.1156G>A c.(1156-1158)GGT>AGT p.G386S

Pat_44 Post-Resistance F2 2147 37 11 46745005 46745005 Missense_Mutation SNP G A 4 102 c.496G>A c.(496-498)GGA>AGA p.G166R

Pat_44 Post-Resistance MYBPC3 4607 37 11 47356686 47356686 Missense_Mutation SNP C T 4 44 c.2812G>A c.(2812-2814)GCC>ACC p.A938T

Pat_44 Post-Resistance CNTF 1270 37 11 58391958 58391958 Missense_Mutation SNP G A 4 88 c.566G>A c.(565-567)CGT>CAT p.R189H

Pat_44 Post-Resistance DAK 26007 37 11 61113919 61113919 Missense_Mutation SNP G A 4 184 c.1672G>A c.(1672-1674)GGG>AGG p.G558R

Pat_44 Post-Resistance STIP1 10963 37 11 63965415 63965415 Missense_Mutation SNP G A 4 213 c.992G>A c.(991-993)CGA>CAA p.R331Q

Pat_44 Post-Resistance RPS6KB2 6199 37 11 67198881 67198881 Missense_Mutation SNP G A 4 192 c.352G>A c.(352-354)GCT>ACT p.A118T

Pat_44 Post-Resistance SUV420H1 51111 37 11 67925969 67925969 Missense_Mutation SNP C T 3 36 c.1844G>A c.(1843-1845)CGA>CAA p.R615Q

Pat_44 Post-Resistance CREBZF 58487 37 11 85375234 85375234 Missense_Mutation SNP A T 6 239 c.686T>A c.(685-687)GTG>GAG p.V229E

Pat_44 Post-Resistance FAT3 120114 37 11 92088309 92088309 Missense_Mutation SNP C T 3 64 c.3031C>T c.(3031-3033)CGG>TGG p.R1011W

Pat_44 Post-Resistance MMP27 64066 37 11 102573794 102573794 Missense_Mutation SNP C T 4 169 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_44 Post-Resistance DYNC2H1 79659 37 11 103049787 103049787 Missense_Mutation SNP A G 3 128 c.6172A>G c.(6172-6174)ATT>GTT p.I2058V

Pat_44 Post-Resistance CASP1 834 37 11 104904952 104904952 Missense_Mutation SNP G A 5 226 c.257C>T c.(256-258)ACG>ATG p.T86M

Pat_44 Post-Resistance POU2AF1 5450 37 11 111228204 111228204 Missense_Mutation SNP G A 4 89 c.422C>T c.(421-423)ACC>ATC p.T141I

Pat_44 Post-Resistance BACE1 23621 37 11 117167631 117167631 Missense_Mutation SNP G A 5 172 c.308C>T c.(307-309)GCT>GTT p.A103V

Pat_44 Post-Resistance CDON 50937 37 11 125864887 125864887 Missense_Mutation SNP G A 4 143 c.2423C>T c.(2422-2424)TCA>TTA p.S808L

Pat_44 Post-Resistance ERC1 23085 37 12 1137358 1137358 Missense_Mutation SNP C T 5 206 c.289C>T c.(289-291)CGT>TGT p.R97C

Pat_44 Post-Resistance TAPBPL 55080 37 12 6567939 6567939 Missense_Mutation SNP G A 4 61 c.1033G>A c.(1033-1035)GCC>ACC p.A345T

Pat_44 Post-Resistance PZP 5858 37 12 9345287 9345287 Missense_Mutation SNP C T 4 114 c.1303G>A c.(1303-1305)GAA>AAA p.E435K

Pat_44 Post-Resistance PRB4 5545 37 12 11461682 11461682 Missense_Mutation SNP C G 7 501 c.235G>C c.(235-237)GAA>CAA p.E79Q

Pat_44 Post-Resistance SLCO1B1 10599 37 12 21377737 21377737 Missense_Mutation SNP G A 5 224 c.1829G>A c.(1828-1830)CGT>CAT p.R610H

Pat_44 Post-Resistance CAPRIN2 65981 37 12 30886568 30886568 Missense_Mutation SNP G A 4 153 c.887C>T c.(886-888)ACG>ATG p.T296M

Pat_44 Post-Resistance ABCD2 225 37 12 39980088 39980088 Missense_Mutation SNP G C 3 153 c.1658C>G c.(1657-1659)TCT>TGT p.S553C

Pat_44 Post-Resistance SLC2A13 114134 37 12 40265629 40265629 Missense_Mutation SNP C T 4 178 c.1169G>A c.(1168-1170)CGC>CAC p.R390H

Pat_44 Post-Resistance PPHLN1 51535 37 12 42729721 42729721 Missense_Mutation SNP G A 5 193 c.17G>A c.(16-18)CGA>CAA p.R6Q

Pat_44 Post-Resistance ADAMTS20 80070 37 12 43769235 43769235 Missense_Mutation SNP C T 4 125 c.5393G>A c.(5392-5394)GGA>GAA p.G1798E

Pat_44 Post-Resistance KRT5 3852 37 12 52913972 52913972 Missense_Mutation SNP G A 4 156 c.109C>T c.(109-111)CGG>TGG p.R37W

Pat_44 Post-Resistance EIF4B 1975 37 12 53410370 53410370 Missense_Mutation SNP G A 4 106 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_44 Post-Resistance ATF7 11016 37 12 53910973 53910973 Missense_Mutation SNP G A 4 201 c.1433C>T c.(1432-1434)CCG>CTG p.P478L

Pat_44 Post-Resistance OR6C70 390327 37 12 55863565 55863565 Missense_Mutation SNP G A 4 132 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_44 Post-Resistance ITGA7 3679 37 12 56094174 56094174 Missense_Mutation SNP G A 4 155 c.674C>T c.(673-675)ACG>ATG p.T225M

Pat_44 Post-Resistance LRP1 4035 37 12 57591091 57591091 Missense_Mutation SNP C T 6 433 c.9086C>T c.(9085-9087)CCG>CTG p.P3029L



Pat_44 Post-Resistance KIF5A 3798 37 12 57963893 57963893 Missense_Mutation SNP G A 3 27 c.1241G>A c.(1240-1242)CGG>CAG p.R414Q

Pat_44 Post-Resistance PPFIA2 8499 37 12 81741473 81741473 Missense_Mutation SNP C T 4 198 c.2071G>A c.(2071-2073)GAA>AAA p.E691K

Pat_44 Post-Resistance KERA 11081 37 12 91445232 91445232 Missense_Mutation SNP C T 4 93 c.950G>A c.(949-951)AGT>AAT p.S317N

Pat_44 Post-Resistance UBE3B 89910 37 12 109959040 109959040 Missense_Mutation SNP G A 4 211 c.2164G>A c.(2164-2166)GAA>AAA p.E722K

Pat_44 Post-Resistance ABCB9 23457 37 12 123430679 123430679 Missense_Mutation SNP C T 4 95 c.1144G>A c.(1144-1146)GCC>ACC p.A382T

Pat_44 Post-Resistance CDK2AP1 8099 37 12 123749848 123749848 Missense_Mutation SNP G A 4 110 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_44 Post-Resistance NCOR2 9612 37 12 124821355 124821355 Missense_Mutation SNP C T 5 90 c.6089G>A c.(6088-6090)CGG>CAG p.R2030Q

Pat_44 Post-Resistance MMP17 4326 37 12 132335520 132335520 Missense_Mutation SNP G A 4 64 c.1513G>A c.(1513-1515)GAG>AAG p.E505K

Pat_44 Post-Resistance CHFR 55743 37 12 133438077 133438077 Missense_Mutation SNP G A 4 96 c.763C>T c.(763-765)CCC>TCC p.P255S

Pat_44 Post-Resistance KIAA0564 23078 37 13 42439903 42439903 Missense_Mutation SNP C T 4 131 c.1394G>A c.(1393-1395)GGA>GAA p.G465E

Pat_44 Post-Resistance CPB2 1361 37 13 46632333 46632333 Missense_Mutation SNP C T 4 210 c.980G>A c.(979-981)AGC>AAC p.S327N

Pat_44 Post-Resistance ATP7B 540 37 13 52515217 52515217 Missense_Mutation SNP C T 4 142 c.3556G>A c.(3556-3558)GGT>AGT p.G1186S

Pat_44 Post-Resistance ATP11A 23250 37 13 113473681 113473681 Missense_Mutation SNP G A 6 221 c.634G>A c.(634-636)GCC>ACC p.A212T

Pat_44 Post-Resistance ATP11A 23250 37 13 113485726 113485726 Missense_Mutation SNP C A 4 155 c.1259C>A c.(1258-1260)ACG>AAG p.T420K

Pat_44 Post-Resistance OR4M1 441670 37 14 20248846 20248846 Missense_Mutation SNP G A 6 454 c.365G>A c.(364-366)CGC>CAC p.R122H

Pat_44 Post-Resistance OR10G2 26534 37 14 22102815 22102815 Missense_Mutation SNP G A 4 112 c.184C>T c.(184-186)CGC>TGC p.R62C

Pat_44 Post-Resistance REC8 9985 37 14 24647390 24647390 Nonsense_Mutation SNP C T 5 124 c.958C>T c.(958-960)CAG>TAG p.Q320*

Pat_44 Post-Resistance MDP1 145553 37 14 24684770 24684770 Missense_Mutation SNP G A 6 463 c.197C>T c.(196-198)GCG>GTG p.A66V

Pat_44 Post-Resistance TGM1 7051 37 14 24727849 24727849 Missense_Mutation SNP G A 4 137 c.1190C>T c.(1189-1191)ACT>ATT p.T397I

Pat_44 Post-Resistance NID2 22795 37 14 52481816 52481816 Missense_Mutation SNP C T 4 38 c.3206G>A c.(3205-3207)AGA>AAA p.R1069K

Pat_44 Post-Resistance KIAA0831 22863 37 14 55836558 55836558 Missense_Mutation SNP C T 4 101 c.1258G>A c.(1258-1260)GGA>AGA p.G420R

Pat_44 Post-Resistance C14orf37 145407 37 14 58471800 58471800 Missense_Mutation SNP C T 4 148 c.2222G>A c.(2221-2223)CGA>CAA p.R741Q

Pat_44 Post-Resistance KIAA0586 9786 37 14 58949374 58949374 Missense_Mutation SNP G A 4 159 c.2860G>A c.(2860-2862)GGT>AGT p.G954S

Pat_44 Post-Resistance RTN1 6252 37 14 60072171 60072171 Missense_Mutation SNP G A 4 105 c.2027C>T c.(2026-2028)ACG>ATG p.T676M

Pat_44 Post-Resistance SPTB 6710 37 14 65237808 65237808 Missense_Mutation SNP C T 5 347 c.5593G>A c.(5593-5595)GCA>ACA p.A1865T

Pat_44 Post-Resistance YLPM1 56252 37 14 75265245 75265245 Missense_Mutation SNP G A 4 103 c.3245G>A c.(3244-3246)GGG>GAG p.G1082E

Pat_44 Post-Resistance GPR65 8477 37 14 88477274 88477274 Missense_Mutation SNP G A 4 144 c.83G>A c.(82-84)AGC>AAC p.S28N

Pat_44 Post-Resistance BCL11B 64919 37 14 99641023 99641023 Missense_Mutation SNP G A 3 16 c.2150C>T c.(2149-2151)GCG>GTG p.A717V

Pat_44 Post-Resistance BCL11B 64919 37 14 99723849 99723849 Missense_Mutation SNP G A 4 171 c.386C>T c.(385-387)TCA>TTA p.S129L

Pat_44 Post-Resistance RAGE 5891 37 14 102695832 102695832 Missense_Mutation SNP C T 4 130 c.1144G>A c.(1144-1146)GTG>ATG p.V382M

Pat_44 Post-Resistance RYR3 6263 37 15 34018665 34018665 Missense_Mutation SNP G A 3 17 c.6991G>A c.(6991-6993)GGG>AGG p.G2331R

Pat_44 Post-Resistance RASGRP1 10125 37 15 38791042 38791042 Missense_Mutation SNP C T 4 198 c.1826G>A c.(1825-1827)GGG>GAG p.G609E

Pat_44 Post-Resistance THBS1 7057 37 15 39882090 39882090 Missense_Mutation SNP G A 4 92 c.2011G>A c.(2011-2013)GAC>AAC p.D671N

Pat_44 Post-Resistance MGA 23269 37 15 41961330 41961330 Missense_Mutation SNP G A 4 189 c.238G>A c.(238-240)GAT>AAT p.D80N

Pat_44 Post-Resistance EHD4 30844 37 15 42192955 42192955 Missense_Mutation SNP G A 4 65 c.1514C>T c.(1513-1515)GCG>GTG p.A505V

Pat_44 Post-Resistance VPS39 23339 37 15 42461978 42461978 Missense_Mutation SNP G A 4 127 c.1210C>T c.(1210-1212)CTC>TTC p.L404F

Pat_44 Post-Resistance MYO1E 4643 37 15 59487726 59487726 Missense_Mutation SNP G A 4 210 c.1739C>T c.(1738-1740)ACG>ATG p.T580M

Pat_44 Post-Resistance TLN2 83660 37 15 62942372 62942372 Missense_Mutation SNP C T 4 162 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_44 Post-Resistance TLN2 83660 37 15 62991013 62991013 Missense_Mutation SNP G A 4 137 c.1534G>A c.(1534-1536)GCC>ACC p.A512T

Pat_44 Post-Resistance USP3 9960 37 15 63848880 63848880 Missense_Mutation SNP C T 3 26 c.383C>T c.(382-384)GCT>GTT p.A128V

Pat_44 Post-Resistance C15orf59 388135 37 15 74032707 74032707 Missense_Mutation SNP C T 4 74 c.433G>A c.(433-435)GGC>AGC p.G145S

Pat_44 Post-Resistance CLK3 1198 37 15 74912408 74912408 Missense_Mutation SNP C T 4 194 c.655C>T c.(655-657)CGG>TGG p.R219W

Pat_44 Post-Resistance CYP1A1 1543 37 15 75014747 75014747 Missense_Mutation SNP C T 4 102 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_44 Post-Resistance DET1 55070 37 15 89070848 89070848 Missense_Mutation SNP G C 4 115 c.1253C>G c.(1252-1254)GCA>GGA p.A418G

Pat_44 Post-Resistance AP3S2 10239 37 15 90451601 90451601 Missense_Mutation SNP C T 4 88 c.212G>A c.(211-213)CGC>CAC p.R71H

Pat_44 Post-Resistance C16orf59 80178 37 16 2512205 2512205 Missense_Mutation SNP G A 4 149 c.715G>A c.(715-717)GCC>ACC p.A239T

Pat_44 Post-Resistance THOC6 79228 37 16 3075788 3075788 Missense_Mutation SNP C T 4 78 c.119C>T c.(118-120)GCG>GTG p.A40V



Pat_44 Post-Resistance ZSCAN10 84891 37 16 3140123 3140123 Missense_Mutation SNP C T 4 48 c.1147G>A c.(1147-1149)GGC>AGC p.G383S

Pat_44 Post-Resistance DNAJA3 9093 37 16 4496917 4496917 Missense_Mutation SNP G A 4 84 c.1027G>A c.(1027-1029)GGC>AGC p.G343S

Pat_44 Post-Resistance ABCC6P1 653190 37 16 18597216 18597216 Missense_Mutation SNP C T 5 130 c.580C>T c.(580-582)CGG>TGG p.R194W

Pat_44 Post-Resistance COQ7 10229 37 16 19083411 19083411 Missense_Mutation SNP G A 4 171 c.235G>A c.(235-237)GTC>ATC p.V79I

Pat_44 Post-Resistance UMOD 7369 37 16 20355365 20355365 Missense_Mutation SNP C T 4 61 c.1312G>A c.(1312-1314)GCC>ACC p.A438T

Pat_44 Post-Resistance ACSM1 116285 37 16 20682922 20682922 Missense_Mutation SNP C T 4 91 c.683G>A c.(682-684)GGG>GAG p.G228E

Pat_44 Post-Resistance SULT1A1 6817 37 16 28618125 28618125 Missense_Mutation SNP C T 4 230 c.551G>A c.(550-552)CGC>CAC p.R184H

Pat_44 Post-Resistance ZNF629 23361 37 16 30794877 30794877 Missense_Mutation SNP C T 4 110 c.772G>A c.(772-774)GGC>AGC p.G258S

Pat_44 Post-Resistance TRIM72 493829 37 16 31230631 31230631 Missense_Mutation SNP G A 4 200 c.508G>A c.(508-510)GGG>AGG p.G170R

Pat_44 Post-Resistance ORC6L 23594 37 16 46729982 46729982 Missense_Mutation SNP G A 4 111 c.616G>A c.(616-618)GAA>AAA p.E206K

Pat_44 Post-Resistance ABCC12 94160 37 16 48145704 48145704 Nonsense_Mutation SNP G A 4 214 c.2107C>T c.(2107-2109)CGA>TGA p.R703*

Pat_44 Post-Resistance CNOT1 23019 37 16 58554896 58554896 Missense_Mutation SNP G A 5 214 c.7097C>T c.(7096-7098)GCC>GTC p.A2366V

Pat_44 Post-Resistance CDH8 1006 37 16 61687612 61687612 Missense_Mutation SNP G A 5 87 c.2300C>T c.(2299-2301)TCA>TTA p.S767L

Pat_44 Post-Resistance CDH11 1009 37 16 64981667 64981667 Missense_Mutation SNP C T 4 112 c.2230G>A c.(2230-2232)GGT>AGT p.G744S

Pat_44 Post-Resistance RLTPR 146206 37 16 67690199 67690199 Missense_Mutation SNP G A 4 212 c.3811G>A c.(3811-3813)GCT>ACT p.A1271T

Pat_44 Post-Resistance TAT 6898 37 16 71602163 71602163 Nonsense_Mutation SNP G A 4 63 c.1249C>T c.(1249-1251)CGA>TGA p.R417*

Pat_44 Post-Resistance PMFBP1 83449 37 16 72173243 72173243 Missense_Mutation SNP G A 5 112 c.863C>T c.(862-864)ACA>ATA p.T288I

Pat_44 Post-Resistance PSMD7 5713 37 16 74336162 74336162 Missense_Mutation SNP C T 4 200 c.410C>T c.(409-411)GCG>GTG p.A137V

Pat_44 Post-Resistance HSD17B2 3294 37 16 82131796 82131796 Missense_Mutation SNP C T 4 185 c.919C>T c.(919-921)CTC>TTC p.L307F

Pat_44 Post-Resistance PRDM7 11105 37 16 90126823 90126823 Missense_Mutation SNP T G 7 135 c.1159A>C c.(1159-1161)ATG>CTG p.M387L

Pat_44 Post-Resistance FAM101B 359845 37 17 293163 293163 Missense_Mutation SNP C T 4 96 c.227G>A c.(226-228)CGC>CAC p.R76H

Pat_44 Post-Resistance SERPINF2 5345 37 17 1657484 1657484 Missense_Mutation SNP G A 6 228 c.1132G>A c.(1132-1134)GTG>ATG p.V378M

Pat_44 Post-Resistance OR3A4 390756 37 17 3214529 3214529 Missense_Mutation SNP G A 4 203 c.925G>A c.(925-927)GAT>AAT p.D309N

Pat_44 Post-Resistance ATP2A3 489 37 17 3850810 3850810 Missense_Mutation SNP G A 4 123 c.970C>T c.(970-972)CGG>TGG p.R324W

Pat_44 Post-Resistance ATP2A3 489 37 17 3854563 3854563 Missense_Mutation SNP C T 5 59 c.445G>A c.(445-447)GAC>AAC p.D149N

Pat_44 Post-Resistance DHX33 56919 37 17 5358585 5358585 Missense_Mutation SNP G A 4 178 c.1042C>T c.(1042-1044)CGC>TGC p.R348C

Pat_44 Post-Resistance C17orf81 23587 37 17 7156274 7156274 Missense_Mutation SNP G A 4 167 c.193G>A c.(193-195)GAG>AAG p.E65K

Pat_44 Post-Resistance SAT2 112483 37 17 7530306 7530306 Missense_Mutation SNP G A 4 135 c.259C>T c.(259-261)CGC>TGC p.R87C

Pat_44 Post-Resistance MYH4 4622 37 17 10363399 10363399 Missense_Mutation SNP G A 6 433 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_44 Post-Resistance TEKT3 64518 37 17 15234435 15234435 Nonsense_Mutation SNP C T 4 93 c.468G>A c.(466-468)TGG>TGA p.W156*

Pat_44 Post-Resistance KCNJ12 3768 37 17 21318691 21318691 Missense_Mutation SNP G A 4 109 c.37G>A c.(37-39)GTG>ATG p.V13M

Pat_44 Post-Resistance TAOK1 57551 37 17 27869789 27869789 Missense_Mutation SNP G A 4 120 c.2755G>A c.(2755-2757)GGA>AGA p.G919R

Pat_44 Post-Resistance ACCN1 40 37 17 31439018 31439018 Missense_Mutation SNP G A 4 171 c.623C>T c.(622-624)ACG>ATG p.T208M

Pat_44 Post-Resistance SLFN13 146857 37 17 33769098 33769098 Missense_Mutation SNP G A 4 169 c.1406C>T c.(1405-1407)ACC>ATC p.T469I

Pat_44 Post-Resistance MYO19 80179 37 17 34854231 34854231 Missense_Mutation SNP C T 4 170 c.2636G>A c.(2635-2637)AGC>AAC p.S879N

Pat_44 Post-Resistance ACACA 31 37 17 35508300 35508300 Missense_Mutation SNP C T 4 62 c.5383G>A c.(5383-5385)GAG>AAG p.E1795K

Pat_44 Post-Resistance KRT40 125115 37 17 39140251 39140251 Missense_Mutation SNP G A 7 371 c.275C>T c.(274-276)ACG>ATG p.T92M

Pat_44 Post-Resistance STAT3 6774 37 17 40485716 40485716 Missense_Mutation SNP C T 4 131 c.1024G>A c.(1024-1026)GGC>AGC p.G342S

Pat_44 Post-Resistance AOC2 314 37 17 40997683 40997683 Missense_Mutation SNP G A 5 210 c.1040G>A c.(1039-1041)CGG>CAG p.R347Q

Pat_44 Post-Resistance AOC3 8639 37 17 41003382 41003382 Missense_Mutation SNP G A 5 328 c.22G>A c.(22-24)GTG>ATG p.V8M

Pat_44 Post-Resistance BRCA1 672 37 17 41201142 41201142 Missense_Mutation SNP C T 4 65 c.5402G>A c.(5401-5403)GGC>GAC p.G1801D

Pat_44 Post-Resistance BRCA1 672 37 17 41209094 41209094 Missense_Mutation SNP C T 4 240 c.5252G>A c.(5251-5253)CGA>CAA p.R1751Q

Pat_44 Post-Resistance SLC4A1 6521 37 17 42336626 42336626 Missense_Mutation SNP G A 4 46 c.781C>T c.(781-783)CCT>TCT p.P261S

Pat_44 Post-Resistance DBF4B 80174 37 17 42807343 42807343 Missense_Mutation SNP G A 4 134 c.296G>A c.(295-297)AGC>AAC p.S99N

Pat_44 Post-Resistance OSBPL7 114881 37 17 45885746 45885746 Missense_Mutation SNP C T 4 135 c.2440G>A c.(2440-2442)GGG>AGG p.G814R

Pat_44 Post-Resistance ACSF2 80221 37 17 48551148 48551148 Missense_Mutation SNP C T 5 250 c.1598C>T c.(1597-1599)CCG>CTG p.P533L

Pat_44 Post-Resistance RGS9 8787 37 17 63221522 63221522 Missense_Mutation SNP C T 4 135 c.1810C>T c.(1810-1812)CCT>TCT p.P604S



Pat_44 Post-Resistance USH1G 124590 37 17 72916242 72916242 Missense_Mutation SNP G A 4 49 c.689C>T c.(688-690)ACC>ATC p.T230I

Pat_44 Post-Resistance CASKIN2 57513 37 17 73498246 73498246 Missense_Mutation SNP G A 4 157 c.2909C>T c.(2908-2910)CCG>CTG p.P970L

Pat_44 Post-Resistance PRPSAP1 5635 37 17 74307751 74307751 Missense_Mutation SNP C T 4 165 c.1030G>A c.(1030-1032)GTT>ATT p.V344I

Pat_44 Post-Resistance SPHK1 8877 37 17 74383333 74383333 Missense_Mutation SNP C T 4 25 c.821C>T c.(820-822)GCT>GTT p.A274V

Pat_44 Post-Resistance RHBDF2 79651 37 17 74472931 74472931 Missense_Mutation SNP C T 2 2 c.1183G>A c.(1183-1185)GAG>AAG p.E395K

Pat_44 Post-Resistance MGAT5B 146664 37 17 74922744 74922744 Missense_Mutation SNP C T 4 139 c.1256C>T c.(1255-1257)ACG>ATG p.T419M

Pat_44 Post-Resistance RNF213 57674 37 17 78353466 78353466 Missense_Mutation SNP C T 4 237 c.7811C>T c.(7810-7812)CCG>CTG p.P2604L

Pat_44 Post-Resistance RPTOR 57521 37 17 78867626 78867626 Missense_Mutation SNP C T 4 164 c.2362C>T c.(2362-2364)CGC>TGC p.R788C

Pat_44 Post-Resistance AZI1 22994 37 17 79163585 79163585 Missense_Mutation SNP G A 5 232 c.3236C>T c.(3235-3237)ACG>ATG p.T1079M

Pat_44 Post-Resistance SIRT7 51547 37 17 79872523 79872523 Missense_Mutation SNP G A 4 141 c.536C>T c.(535-537)CCG>CTG p.P179L

Pat_44 Post-Resistance UTS2R 2837 37 17 80332865 80332865 Missense_Mutation SNP G A 4 13 c.665G>A c.(664-666)GGG>GAG p.G222E

Pat_44 Post-Resistance L3MBTL4 91133 37 18 6093472 6093472 Missense_Mutation SNP C T 4 191 c.1255G>A c.(1255-1257)GAT>AAT p.D419N

Pat_44 Post-Resistance LAMA1 284217 37 18 7023295 7023295 Missense_Mutation SNP G A 5 130 c.2569C>T c.(2569-2571)CCC>TCC p.P857S

Pat_44 Post-Resistance RAB12 201475 37 18 8633230 8633230 Missense_Mutation SNP T A 5 162 c.331T>A c.(331-333)TAT>AAT p.Y111N

Pat_44 Post-Resistance ANKRD12 23253 37 18 9258637 9258637 Missense_Mutation SNP G A 5 117 c.5372G>A c.(5371-5373)CGT>CAT p.R1791H

Pat_44 Post-Resistance FAM38B 63895 37 18 10675247 10675247 Missense_Mutation SNP G A 4 87 c.1652C>T c.(1651-1653)CCT>CTT p.P551L

Pat_44 Post-Resistance MPPE1 65258 37 18 11886734 11886734 Missense_Mutation SNP G A 3 65 c.722C>T c.(721-723)ACG>ATG p.T241M

Pat_44 Post-Resistance C18orf1 753 37 18 13621212 13621212 Missense_Mutation SNP C T 4 118 c.278C>T c.(277-279)ACG>ATG p.T93M

Pat_44 Post-Resistance DTNA 1837 37 18 32345949 32345949 Missense_Mutation SNP G A 4 174 c.92G>A c.(91-93)CGA>CAA p.R31Q

Pat_44 Post-Resistance DTNA 1837 37 18 32374168 32374168 Nonsense_Mutation SNP C T 5 273 c.316C>T c.(316-318)CAG>TAG p.Q106*

Pat_44 Post-Resistance MYO5B 4645 37 18 47462691 47462691 Missense_Mutation SNP T C 2 10 c.1934A>G c.(1933-1935)GAG>GGG p.E645G

Pat_44 Post-Resistance MBD2 8932 37 18 51731393 51731393 Missense_Mutation SNP C T 5 284 c.677G>A c.(676-678)CGA>CAA p.R226Q

Pat_44 Post-Resistance FECH 2235 37 18 55238716 55238716 Missense_Mutation SNP C T 4 228 c.371G>A c.(370-372)CGC>CAC p.R124H

Pat_44 Post-Resistance KIAA1468 57614 37 18 59854865 59854865 Missense_Mutation SNP G A 4 164 c.127G>A c.(127-129)GCC>ACC p.A43T

Pat_44 Post-Resistance RTTN 25914 37 18 67755290 67755290 Missense_Mutation SNP C T 5 180 c.4237G>A c.(4237-4239)GGG>AGG p.G1413R

Pat_44 Post-Resistance ZNF407 55628 37 18 72347621 72347621 Missense_Mutation SNP G A 6 257 c.4646G>A c.(4645-4647)AGC>AAC p.S1549N

Pat_44 Post-Resistance NFATC1 4772 37 18 77211046 77211046 Missense_Mutation SNP G A 7 322 c.1682G>A c.(1681-1683)CGG>CAG p.R561Q

Pat_44 Post-Resistance SHC2 25759 37 19 440898 440898 Missense_Mutation SNP C T 4 196 c.503G>A c.(502-504)CGC>CAC p.R168H

Pat_44 Post-Resistance HCN2 610 37 19 613374 613374 Missense_Mutation SNP A C 3 83 c.1711A>C c.(1711-1713)ATC>CTC p.I571L

Pat_44 Post-Resistance C19orf22 91300 37 19 900092 900092 Missense_Mutation SNP C T 4 90 c.530G>A c.(529-531)CGA>CAA p.R177Q

Pat_44 Post-Resistance MUM1 84939 37 19 1360146 1360146 Missense_Mutation SNP G A 4 70 c.226G>A c.(226-228)GAG>AAG p.E76K

Pat_44 Post-Resistance TCF3 6929 37 19 1622133 1622133 Missense_Mutation SNP G A 4 17 c.742C>T c.(742-744)CCC>TCC p.P248S

Pat_44 Post-Resistance S1PR4 8698 37 19 3179824 3179824 Missense_Mutation SNP A T 4 69 c.1034A>T c.(1033-1035)CAC>CTC p.H345L

Pat_44 Post-Resistance ATCAY 85300 37 19 3907767 3907767 Missense_Mutation SNP G A 4 130 c.394G>A c.(394-396)GGG>AGG p.G132R

Pat_44 Post-Resistance ZNF557 79230 37 19 7083178 7083178 Missense_Mutation SNP G A 5 141 c.695G>A c.(694-696)AGT>AAT p.S232N

Pat_44 Post-Resistance MUC16 94025 37 19 9060720 9060720 Missense_Mutation SNP G A 4 191 c.26726C>T c.(26725-26727)CCT>CTT p.P8909L

Pat_44 Post-Resistance ZNF177 7730 37 19 9492142 9492142 Missense_Mutation SNP G A 5 296 c.655G>A c.(655-657)GAT>AAT p.D219N

Pat_44 Post-Resistance ZNF878 729747 37 19 12155693 12155693 Missense_Mutation SNP G C 6 446 c.664C>G c.(664-666)CAG>GAG p.Q222E

Pat_44 Post-Resistance BEST2 54831 37 19 12866976 12866976 Missense_Mutation SNP G A 5 285 c.970G>A c.(970-972)GAG>AAG p.E324K

Pat_44 Post-Resistance NFIX 4784 37 19 13136063 13136063 Missense_Mutation SNP G A 5 131 c.280G>A c.(280-282)GAG>AAG p.E94K

Pat_44 Post-Resistance CASP14 23581 37 19 15164697 15164697 Missense_Mutation SNP G A 4 131 c.331G>A c.(331-333)GCC>ACC p.A111T

Pat_44 Post-Resistance WIZ 58525 37 19 15535181 15535181 Missense_Mutation SNP G A 4 119 c.2560C>T c.(2560-2562)CGC>TGC p.R854C

Pat_44 Post-Resistance IL12RB1 3594 37 19 18197581 18197581 Missense_Mutation SNP G A 3 29 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_44 Post-Resistance ZNF626 199777 37 19 20808006 20808006 Missense_Mutation SNP T C 10 200 c.677A>G c.(676-678)GAG>GGG p.E226G

Pat_44 Post-Resistance ZNF99 7652 37 19 22939400 22939400 Missense_Mutation SNP G C 7 160 c.2771C>G c.(2770-2772)GCT>GGT p.A924G

Pat_44 Post-Resistance MLL4 9757 37 19 36212330 36212330 Missense_Mutation SNP G A 3 40 c.2081G>A c.(2080-2082)CGG>CAG p.R694Q

Pat_44 Post-Resistance COX7A1 1346 37 19 36642623 36642623 Missense_Mutation SNP G A 3 26 c.50C>T c.(49-51)ACC>ATC p.T17I



Pat_44 Post-Resistance RYR1 6261 37 19 39019018 39019018 Missense_Mutation SNP G A 4 216 c.10897G>A c.(10897-10899)GTG>ATG p.V3633M

Pat_44 Post-Resistance AKT2 208 37 19 40741933 40741933 Missense_Mutation SNP G A 4 122 c.1039C>T c.(1039-1041)CGC>TGC p.R347C

Pat_44 Post-Resistance SPTBN4 57731 37 19 41007935 41007935 Missense_Mutation SNP G A 4 114 c.892G>A c.(892-894)GGG>AGG p.G298R

Pat_44 Post-Resistance ERF 2077 37 19 42753743 42753743 Missense_Mutation SNP G A 4 144 c.521C>T c.(520-522)TCG>TTG p.S174L

Pat_44 Post-Resistance TEX101 83639 37 19 43922496 43922496 Missense_Mutation SNP G A 4 194 c.697G>A c.(697-699)GGG>AGG p.G233R

Pat_44 Post-Resistance CD3EAP 10849 37 19 45912475 45912475 Missense_Mutation SNP G A 4 40 c.1249G>A c.(1249-1251)GCT>ACT p.A417T

Pat_44 Post-Resistance ERCC1 2067 37 19 45917271 45917271 Missense_Mutation SNP C T 5 100 c.724G>A c.(724-726)GTG>ATG p.V242M

Pat_44 Post-Resistance SYMPK 8189 37 19 46345703 46345703 Missense_Mutation SNP G A 4 202 c.892C>T c.(892-894)CGT>TGT p.R298C

Pat_44 Post-Resistance GYS1 2997 37 19 49484803 49484803 Missense_Mutation SNP C T 4 64 c.1153G>A c.(1153-1155)GTG>ATG p.V385M

Pat_44 Post-Resistance HRC 3270 37 19 49656843 49656843 Missense_Mutation SNP C T 3 21 c.1652G>A c.(1651-1653)AGG>AAG p.R551K

Pat_44 Post-Resistance KLK3 354 37 19 51359603 51359603 Missense_Mutation SNP G A 7 236 c.154G>A c.(154-156)GGT>AGT p.G52S

Pat_44 Post-Resistance FPR2 2358 37 19 52272221 52272221 Missense_Mutation SNP G A 5 272 c.310G>A c.(310-312)GTG>ATG p.V104M

Pat_44 Post-Resistance ZNF649 65251 37 19 52394769 52394769 Missense_Mutation SNP A C 4 80 c.620T>G c.(619-621)GTG>GGG p.V207G

Pat_44 Post-Resistance ZNF534 147658 37 19 52942191 52942191 Missense_Mutation SNP T C 3 66 c.1517T>C c.(1516-1518)CTT>CCT p.L506P

Pat_44 Post-Resistance ZNF534 147658 37 19 52942308 52942308 Missense_Mutation SNP G A 4 76 c.1634G>A c.(1633-1635)CGT>CAT p.R545H

Pat_44 Post-Resistance LILRA3 11026 37 19 54802530 54802530 Missense_Mutation SNP G A 5 126 c.911C>T c.(910-912)TCC>TTC p.S304F

Pat_44 Post-Resistance LILRA2 11027 37 19 55085974 55085974 Missense_Mutation SNP G A 4 132 c.277G>A c.(277-279)GGG>AGG p.G93R

Pat_44 Post-Resistance ZNF776 284309 37 19 58265928 58265928 Missense_Mutation SNP G A 7 153 c.1430G>A c.(1429-1431)CGA>CAA p.R477Q

Pat_44 Post-Resistance CHMP2A 27243 37 19 59063796 59063796 Missense_Mutation SNP G A 4 95 c.178C>T c.(178-180)CGC>TGC p.R60C

Pat_44 Post-Resistance RNF144A 9781 37 2 7164576 7164576 Missense_Mutation SNP G A 4 113 c.586G>A c.(586-588)GAA>AAA p.E196K

Pat_44 Post-Resistance LAPTM4A 9741 37 2 20240746 20240746 Missense_Mutation SNP C A 6 222 c.138G>T c.(136-138)TTG>TTT p.L46F

Pat_44 Post-Resistance ITSN2 50618 37 2 24480820 24480820 Missense_Mutation SNP C T 5 213 c.2825G>A c.(2824-2826)GGA>GAA p.G942E

Pat_44 Post-Resistance CENPA 1058 37 2 27015046 27015046 Missense_Mutation SNP G A 4 51 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_44 Post-Resistance LCLAT1 253558 37 2 30682522 30682522 Nonsense_Mutation SNP G A 5 389 c.44G>A c.(43-45)TGG>TAG p.W15*

Pat_44 Post-Resistance BIRC6 57448 37 2 32756472 32756472 Missense_Mutation SNP G A 4 144 c.12145G>A c.(12145-12147)GGT>AGT p.G4049S

Pat_44 Post-Resistance ABCG8 64241 37 2 44079980 44079980 Missense_Mutation SNP C T 4 181 c.937C>T c.(937-939)CGC>TGC p.R313C

Pat_44 Post-Resistance USP34 9736 37 2 61441818 61441818 Missense_Mutation SNP G A 4 120 c.8059C>T c.(8059-8061)CTT>TTT p.L2687F

Pat_44 Post-Resistance USP34 9736 37 2 61493200 61493200 Missense_Mutation SNP C T 4 180 c.5536G>A c.(5536-5538)GAT>AAT p.D1846N

Pat_44 Post-Resistance GFPT1 2673 37 2 69565679 69565679 Missense_Mutation SNP C T 4 188 c.1168G>A c.(1168-1170)GAG>AAG p.E390K

Pat_44 Post-Resistance DYSF 8291 37 2 71795377 71795377 Missense_Mutation SNP G A 8 636 c.2719G>A c.(2719-2721)GTC>ATC p.V907I

Pat_44 Post-Resistance SFXN5 94097 37 2 73228695 73228695 Missense_Mutation SNP G A 4 78 c.370C>T c.(370-372)CTC>TTC p.L124F

Pat_44 Post-Resistance IMMT 10989 37 2 86393643 86393643 Missense_Mutation SNP C T 5 142 c.780G>A c.(778-780)ATG>ATA p.M260I

Pat_44 Post-Resistance KIAA1310 55683 37 2 97267994 97267994 Missense_Mutation SNP G A 5 34 c.2341C>T c.(2341-2343)CCT>TCT p.P781S

Pat_44 Post-Resistance ZC3H6 376940 37 2 113082075 113082075 Missense_Mutation SNP G A 4 45 c.1687G>A c.(1687-1689)GTA>ATA p.V563I

Pat_44 Post-Resistance POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 14 269 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_44 Post-Resistance PTPN18 26469 37 2 131128815 131128815 Missense_Mutation SNP C T 4 116 c.968C>T c.(967-969)CCC>CTC p.P323L

Pat_44 Post-Resistance GPR39 2863 37 2 133175270 133175270 Missense_Mutation SNP G A 5 121 c.655G>A c.(655-657)GTG>ATG p.V219M

Pat_44 Post-Resistance NCKAP5 344148 37 2 133486432 133486432 Missense_Mutation SNP G A 6 293 c.5537C>T c.(5536-5538)CCG>CTG p.P1846L

Pat_44 Post-Resistance MCM6 4175 37 2 136615478 136615478 Missense_Mutation SNP C T 4 142 c.1459G>A c.(1459-1461)GCA>ACA p.A487T

Pat_44 Post-Resistance EPC2 26122 37 2 149528439 149528439 Missense_Mutation SNP C T 5 224 c.1309C>T c.(1309-1311)CTT>TTT p.L437F

Pat_44 Post-Resistance NEB 4703 37 2 152581387 152581387 Missense_Mutation SNP G A 4 107 c.491C>T c.(490-492)TCG>TTG p.S164L

Pat_44 Post-Resistance BAZ2B 29994 37 2 160269014 160269014 Missense_Mutation SNP G A 4 100 c.2509C>T c.(2509-2511)CGT>TGT p.R837C

Pat_44 Post-Resistance RBMS1 5937 37 2 161135124 161135124 Missense_Mutation SNP G A 4 77 c.997C>T c.(997-999)CCC>TCC p.P333S

Pat_44 Post-Resistance GCA 25801 37 2 163215596 163215596 Missense_Mutation SNP G A 5 274 c.497G>A c.(496-498)CGT>CAT p.R166H

Pat_44 Post-Resistance ABCB11 8647 37 2 169780296 169780296 Missense_Mutation SNP G A 4 160 c.3802C>T c.(3802-3804)CGG>TGG p.R1268W

Pat_44 Post-Resistance TTN 7273 37 2 179481213 179481213 Nonsense_Mutation SNP C T 6 456 c.40601G>A c.(40600-40602)TGG>TAG p.W13534*

Pat_44 Post-Resistance TTN 7273 37 2 179599451 179599451 Missense_Mutation SNP G A 5 348 c.11468C>T c.(11467-11469)ACT>ATT p.T3823I



Pat_44 Post-Resistance SESTD1 91404 37 2 180011158 180011158 Missense_Mutation SNP G A 4 159 c.608C>T c.(607-609)TCG>TTG p.S203L

Pat_44 Post-Resistance COL3A1 1281 37 2 189876393 189876393 Nonsense_Mutation SNP C T 4 210 c.4294C>T c.(4294-4296)CGA>TGA p.R1432*

Pat_44 Post-Resistance COL5A2 1290 37 2 189921752 189921752 Missense_Mutation SNP C T 4 156 c.2338G>A c.(2338-2340)GGT>AGT p.G780S

Pat_44 Post-Resistance STAT4 6775 37 2 191940952 191940952 Splice_Site SNP C T 4 167 c.372_splice c.e4+1 p.Q124_splice

Pat_44 Post-Resistance SATB2 23314 37 2 200213711 200213711 Missense_Mutation SNP C T 4 158 c.886G>A c.(886-888)GGT>AGT p.G296S

Pat_44 Post-Resistance ZDBF2 57683 37 2 207171443 207171443 Missense_Mutation SNP C T 4 109 c.2191C>T c.(2191-2193)CTT>TTT p.L731F

Pat_44 Post-Resistance ADAM23 8745 37 2 207431970 207431970 Missense_Mutation SNP C T 5 178 c.1418C>T c.(1417-1419)TCA>TTA p.S473L

Pat_44 Post-Resistance PLCD4 84812 37 2 219499249 219499249 Missense_Mutation SNP G A 4 153 c.1792G>A c.(1792-1794)GGC>AGC p.G598S

Pat_44 Post-Resistance ZNF142 7701 37 2 219508114 219508114 Missense_Mutation SNP G A 4 121 c.3125C>T c.(3124-3126)ACC>ATC p.T1042I

Pat_44 Post-Resistance STK36 27148 37 2 219559039 219559039 Missense_Mutation SNP G A 4 242 c.2389G>A c.(2389-2391)GTC>ATC p.V797I

Pat_44 Post-Resistance ABCB6 10058 37 2 220075504 220075504 Missense_Mutation SNP C T 4 82 c.2185G>A c.(2185-2187)GGC>AGC p.G729S

Pat_44 Post-Resistance SP100 6672 37 2 231405602 231405602 Missense_Mutation SNP G A 6 296 c.2222G>A c.(2221-2223)AGT>AAT p.S741N

Pat_44 Post-Resistance NGEF 25791 37 2 233757690 233757690 Missense_Mutation SNP G A 4 164 c.1060C>T c.(1060-1062)CGT>TGT p.R354C

Pat_44 Post-Resistance PPP1R7 5510 37 2 242122110 242122110 Missense_Mutation SNP G A 4 76 c.955G>A c.(955-957)GGA>AGA p.G319R

Pat_44 Post-Resistance SIRPG 55423 37 20 1616242 1616242 Missense_Mutation SNP G A 3 61 c.752C>T c.(751-753)CCA>CTA p.P251L

Pat_44 Post-Resistance ATRN 8455 37 20 3571942 3571942 Missense_Mutation SNP G A 5 257 c.3311G>A c.(3310-3312)GGG>GAG p.G1104E

Pat_44 Post-Resistance ATRN 8455 37 20 3575197 3575197 Missense_Mutation SNP G A 4 182 c.3394G>A c.(3394-3396)GTC>ATC p.V1132I

Pat_44 Post-Resistance PCSK2 5126 37 20 17339005 17339005 Nonsense_Mutation SNP C T 4 158 c.316C>T c.(316-318)CGA>TGA p.R106*

Pat_44 Post-Resistance CBFA2T2 9139 37 20 32217661 32217661 Missense_Mutation SNP C T 4 60 c.1196C>T c.(1195-1197)ACG>ATG p.T399M

Pat_44 Post-Resistance GSS 2937 37 20 33530388 33530388 Missense_Mutation SNP G A 4 101 c.394C>T c.(394-396)CGC>TGC p.R132C

Pat_44 Post-Resistance PROCR 10544 37 20 33764184 33764184 Missense_Mutation SNP G A 4 238 c.536G>A c.(535-537)CGG>CAG p.R179Q

Pat_44 Post-Resistance CHD6 84181 37 20 40143496 40143496 Missense_Mutation SNP G A 4 100 c.650C>T c.(649-651)ACG>ATG p.T217M

Pat_44 Post-Resistance DDX27 55661 37 20 47860213 47860213 Missense_Mutation SNP G A 4 121 c.2345G>A c.(2344-2346)CGA>CAA p.R782Q

Pat_44 Post-Resistance PTPN1 5770 37 20 49196301 49196301 Missense_Mutation SNP C T 4 159 c.926C>T c.(925-927)CCT>CTT p.P309L

Pat_44 Post-Resistance FAM65C 140876 37 20 49212784 49212784 Missense_Mutation SNP G A 6 190 c.1795C>T c.(1795-1797)CCC>TCC p.P599S

Pat_44 Post-Resistance CYP24A1 1591 37 20 52779318 52779318 Missense_Mutation SNP G A 4 85 c.928C>T c.(928-930)CGG>TGG p.R310W

Pat_44 Post-Resistance STX16 8675 37 20 57244455 57244455 Missense_Mutation SNP G A 3 35 c.502G>A c.(502-504)GCC>ACC p.A168T

Pat_44 Post-Resistance TCFL5 10732 37 20 61492676 61492676 Missense_Mutation SNP G A 3 17 c.347C>T c.(346-348)GCC>GTC p.A116V

Pat_44 Post-Resistance KCNQ2 3785 37 20 62046309 62046309 Missense_Mutation SNP C T 5 136 c.1472G>A c.(1471-1473)CGG>CAG p.R491Q

Pat_44 Post-Resistance RGS19 10287 37 20 62705333 62705333 Missense_Mutation SNP G A 4 169 c.527C>T c.(526-528)ACG>ATG p.T176M

Pat_44 Post-Resistance MRPL39 54148 37 21 26958036 26958036 Missense_Mutation SNP C T 4 153 c.1000G>A c.(1000-1002)GAA>AAA p.E334K

Pat_44 Post-Resistance BACH1 571 37 21 30714987 30714987 Missense_Mutation SNP C T 4 145 c.2044C>T c.(2044-2046)CCC>TCC p.P682S

Pat_44 Post-Resistance KCNJ6 3763 37 21 39087081 39087081 Missense_Mutation SNP G A 4 129 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_44 Post-Resistance TRAPPC10 7109 37 21 45523267 45523267 Missense_Mutation SNP C T 3 33 c.3635C>T c.(3634-3636)TCG>TTG p.S1212L

Pat_44 Post-Resistance KRTAP10-1 386677 37 21 45959208 45959208 Missense_Mutation SNP C T 4 67 c.826G>A c.(826-828)GCG>ACG p.A276T

Pat_44 Post-Resistance KRTAP10-3 386682 37 21 45978063 45978063 Missense_Mutation SNP G A 4 149 c.536C>T c.(535-537)GCC>GTC p.A179V

Pat_44 Post-Resistance KRTAP10-4 386672 37 21 45994249 45994249 Missense_Mutation SNP C T 4 100 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_44 Post-Resistance HIRA 7290 37 22 19385557 19385557 Missense_Mutation SNP C T 4 76 c.451G>A c.(451-453)GTG>ATG p.V151M

Pat_44 Post-Resistance PPIL2 23759 37 22 22029404 22029404 Missense_Mutation SNP G A 4 134 c.295G>A c.(295-297)GGG>AGG p.G99R

Pat_44 Post-Resistance DUSP18 150290 37 22 31059759 31059759 Missense_Mutation SNP G A 4 106 c.232C>T c.(232-234)CGT>TGT p.R78C

Pat_44 Post-Resistance LIMK2 3985 37 22 31663886 31663886 Missense_Mutation SNP G A 4 116 c.1253G>A c.(1252-1254)CGC>CAC p.R418H

Pat_44 Post-Resistance SFI1 9814 37 22 32009138 32009138 Missense_Mutation SNP G A 5 32 c.2501G>A c.(2500-2502)AGG>AAG p.R834K

Pat_44 Post-Resistance SSTR3 6753 37 22 37603625 37603625 Missense_Mutation SNP G A 4 144 c.218C>T c.(217-219)ACG>ATG p.T73M

Pat_44 Post-Resistance ELFN2 114794 37 22 37771192 37771192 Missense_Mutation SNP C T 3 50 c.383G>A c.(382-384)CGC>CAC p.R128H

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120290 38120290 Missense_Mutation SNP G C 10 445 c.1727G>C c.(1726-1728)AGA>ACA p.R576T

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120359 38120359 Missense_Mutation SNP C G 9 474 c.1796C>G c.(1795-1797)ACA>AGA p.T599R

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120596 38120596 Missense_Mutation SNP T A 4 99 c.2033T>A c.(2032-2034)CTA>CAA p.L678Q



Pat_44 Post-Resistance ADSL 158 37 22 40760954 40760954 Missense_Mutation SNP A G 5 243 c.1262A>G c.(1261-1263)AAT>AGT p.N421S

Pat_44 Post-Resistance SCUBE1 80274 37 22 43625140 43625140 Missense_Mutation SNP G A 4 85 c.1022C>T c.(1021-1023)CCG>CTG p.P341L

Pat_44 Post-Resistance MPPED1 758 37 22 43898598 43898598 Missense_Mutation SNP G A 6 200 c.823G>A c.(823-825)GTC>ATC p.V275I

Pat_44 Post-Resistance RIBC2 26150 37 22 45813680 45813680 Missense_Mutation SNP G A 4 109 c.395G>A c.(394-396)CGG>CAG p.R132Q

Pat_44 Post-Resistance TRABD 80305 37 22 50636361 50636361 Missense_Mutation SNP G A 4 135 c.781G>A c.(781-783)GTC>ATC p.V261I

Pat_44 Post-Resistance TUBGCP6 85378 37 22 50659166 50659166 Missense_Mutation SNP T C 5 104 c.3622A>G c.(3622-3624)ACC>GCC p.T1208A

Pat_44 Post-Resistance MAPK12 6300 37 22 50694090 50694090 Missense_Mutation SNP G A 5 185 c.725C>T c.(724-726)ACG>ATG p.T242M

Pat_44 Post-Resistance LMF2 91289 37 22 50942257 50942257 Missense_Mutation SNP G A 4 148 c.1795C>T c.(1795-1797)CTC>TTC p.L599F

Pat_44 Post-Resistance CHL1 10752 37 3 391214 391214 Missense_Mutation SNP G A 6 338 c.973G>A c.(973-975)GTT>ATT p.V325I

Pat_44 Post-Resistance SRGAP3 9901 37 3 9036109 9036109 Missense_Mutation SNP G A 4 203 c.2326C>T c.(2326-2328)CGC>TGC p.R776C

Pat_44 Post-Resistance CPNE9 151835 37 3 9746653 9746653 Missense_Mutation SNP G A 4 42 c.235G>A c.(235-237)GAA>AAA p.E79K

Pat_44 Post-Resistance CRELD1 78987 37 3 9982711 9982711 Splice_Site SNP G A 4 88 c.637_splice c.e6+1 p.A213_splice

Pat_44 Post-Resistance KCNH8 131096 37 3 19190216 19190216 Missense_Mutation SNP C T 4 236 c.5C>T c.(4-6)CCG>CTG p.P2L

Pat_44 Post-Resistance OXSM 54995 37 3 25832705 25832705 Missense_Mutation SNP G A 4 216 c.194G>A c.(193-195)CGT>CAT p.R65H

Pat_44 Post-Resistance DCLK3 85443 37 3 36779024 36779024 Missense_Mutation SNP C T 4 158 c.1127G>A c.(1126-1128)CGC>CAC p.R376H

Pat_44 Post-Resistance ITGA9 3680 37 3 37523026 37523026 Missense_Mutation SNP C T 5 112 c.472C>T c.(472-474)CCC>TCC p.P158S

Pat_44 Post-Resistance DLEC1 9940 37 3 38139274 38139274 Missense_Mutation SNP G T 4 62 c.2605G>T c.(2605-2607)GGT>TGT p.G869C

Pat_44 Post-Resistance LTF 4057 37 3 46480833 46480833 Missense_Mutation SNP C T 4 194 c.1862G>A c.(1861-1863)CGG>CAG p.R621Q

Pat_44 Post-Resistance PLXNB1 5364 37 3 48457802 48457802 Missense_Mutation SNP C T 4 172 c.3433G>A c.(3433-3435)GTG>ATG p.V1145M

Pat_44 Post-Resistance COL7A1 1294 37 3 48615945 48615945 Missense_Mutation SNP G A 3 20 c.5428C>T c.(5428-5430)CTT>TTT p.L1810F

Pat_44 Post-Resistance BSN 8927 37 3 49693768 49693768 Missense_Mutation SNP G A 4 187 c.6779G>A c.(6778-6780)CGC>CAC p.R2260H

Pat_44 Post-Resistance GMPPB 29925 37 3 49760087 49760087 Missense_Mutation SNP G A 4 66 c.503C>T c.(502-504)TCC>TTC p.S168F

Pat_44 Post-Resistance C3orf54 389119 37 3 49842317 49842317 Missense_Mutation SNP C T 5 196 c.761C>T c.(760-762)CCT>CTT p.P254L

Pat_44 Post-Resistance CAMKV 79012 37 3 49898933 49898933 Missense_Mutation SNP C T 4 78 c.380G>A c.(379-381)CGG>CAG p.R127Q

Pat_44 Post-Resistance MST1R 4486 37 3 49936581 49936581 Missense_Mutation SNP G A 4 155 c.1346C>T c.(1345-1347)ACT>ATT p.T449I

Pat_44 Post-Resistance SEMA3F 6405 37 3 50219837 50219837 Splice_Site SNP G A 4 207 c.763_splice c.e8+1 p.D255_splice

Pat_44 Post-Resistance RAD54L2 23132 37 3 51667774 51667774 Missense_Mutation SNP C T 4 96 c.1007C>T c.(1006-1008)CCG>CTG p.P336L

Pat_44 Post-Resistance STAB1 23166 37 3 52536244 52536244 Missense_Mutation SNP G A 4 82 c.487G>A c.(487-489)GTG>ATG p.V163M

Pat_44 Post-Resistance PRKCD 5580 37 3 53226233 53226233 Missense_Mutation SNP C T 4 94 c.1982C>T c.(1981-1983)GCT>GTT p.A661V

Pat_44 Post-Resistance CCDC66 285331 37 3 56627639 56627639 Missense_Mutation SNP G C 3 76 c.1189G>C c.(1189-1191)GAC>CAC p.D397H

Pat_44 Post-Resistance SLMAP 7871 37 3 57847758 57847758 Missense_Mutation SNP C T 6 168 c.911C>T c.(910-912)GCC>GTC p.A304V

Pat_44 Post-Resistance CADPS 8618 37 3 62570894 62570894 Nonsense_Mutation SNP G A 4 213 c.1543C>T c.(1543-1545)CGA>TGA p.R515*

Pat_44 Post-Resistance ADAMTS9 56999 37 3 64527080 64527080 Missense_Mutation SNP G A 4 218 c.5303C>T c.(5302-5304)GCG>GTG p.A1768V

Pat_44 Post-Resistance TMF1 7110 37 3 69097282 69097282 Missense_Mutation SNP C T 5 184 c.574G>A c.(574-576)GTA>ATA p.V192I

Pat_44 Post-Resistance FOXP1 27086 37 3 71015123 71015123 Missense_Mutation SNP G A 6 374 c.1807C>T c.(1807-1809)CGG>TGG p.R603W

Pat_44 Post-Resistance CLDND1 56650 37 3 98235555 98235555 Missense_Mutation SNP G A 5 140 c.710C>T c.(709-711)GCT>GTT p.A237V

Pat_44 Post-Resistance IMPG2 50939 37 3 100976394 100976394 Missense_Mutation SNP C A 5 235 c.1132G>T c.(1132-1134)GAT>TAT p.D378Y

Pat_44 Post-Resistance SEMA5B 54437 37 3 122680068 122680068 Missense_Mutation SNP C T 5 95 c.43G>A c.(43-45)GTC>ATC p.V15I

Pat_44 Post-Resistance ADCY5 111 37 3 123003523 123003523 Missense_Mutation SNP C T 6 364 c.3718G>A c.(3718-3720)GTG>ATG p.V1240M

Pat_44 Post-Resistance MUC13 56667 37 3 124646640 124646640 Missense_Mutation SNP G A 6 228 c.250C>T c.(250-252)CCT>TCT p.P84S

Pat_44 Post-Resistance COPG 22820 37 3 128976643 128976643 Missense_Mutation SNP G A 5 311 c.811G>A c.(811-813)GCC>ACC p.A271T

Pat_44 Post-Resistance PLS1 5357 37 3 142413338 142413338 Missense_Mutation SNP G A 4 207 c.1205G>A c.(1204-1206)CGG>CAG p.R402Q

Pat_44 Post-Resistance TM4SF18 116441 37 3 149051160 149051160 Missense_Mutation SNP G A 6 84 c.10C>T c.(10-12)CGG>TGG p.R4W

Pat_44 Post-Resistance GPR160 26996 37 3 169802385 169802385 Nonsense_Mutation SNP C T 4 119 c.625C>T c.(625-627)CAG>TAG p.Q209*

Pat_44 Post-Resistance NDUFB5 4711 37 3 179322646 179322646 Missense_Mutation SNP G A 4 31 c.43G>A c.(43-45)GTG>ATG p.V15M

Pat_44 Post-Resistance PEX5L 51555 37 3 179529629 179529629 Missense_Mutation SNP C T 5 212 c.1114G>A c.(1114-1116)GAG>AAG p.E372K

Pat_44 Post-Resistance MCF2L2 23101 37 3 183029470 183029470 Missense_Mutation SNP G A 6 311 c.844C>T c.(844-846)CTC>TTC p.L282F



Pat_44 Post-Resistance EIF4G1 1981 37 3 184039630 184039630 Missense_Mutation SNP G A 6 439 c.1258G>A c.(1258-1260)GAG>AAG p.E420K

Pat_44 Post-Resistance EHHADH 1962 37 3 184922411 184922411 Missense_Mutation SNP G A 4 194 c.703C>T c.(703-705)CGT>TGT p.R235C

Pat_44 Post-Resistance MUC4 4585 37 3 195511778 195511778 Missense_Mutation SNP G C 5 9 c.6673C>G c.(6673-6675)CTT>GTT p.L2225V

Pat_44 Post-Resistance PIGX 54965 37 3 196449387 196449387 Missense_Mutation SNP C T 6 296 c.155C>T c.(154-156)CCG>CTG p.P52L

Pat_44 Post-Resistance HTT 3064 37 4 3208355 3208355 Missense_Mutation SNP G A 4 96 c.5857G>A c.(5857-5859)GGC>AGC p.G1953S

Pat_44 Post-Resistance CCDC96 257236 37 4 7043201 7043201 Missense_Mutation SNP G A 4 159 c.1465C>T c.(1465-1467)CGG>TGG p.R489W

Pat_44 Post-Resistance GPR78 27201 37 4 8589002 8589002 Missense_Mutation SNP A G 4 204 c.1004A>G c.(1003-1005)CAG>CGG p.Q335R

Pat_44 Post-Resistance SLIT2 9353 37 4 20597399 20597399 Missense_Mutation SNP G A 5 363 c.3262G>A c.(3262-3264)GGA>AGA p.G1088R

Pat_44 Post-Resistance FRYL 285527 37 4 48542805 48542805 Missense_Mutation SNP G A 4 157 c.5860C>T c.(5860-5862)CGG>TGG p.R1954W

Pat_44 Post-Resistance KDR 3791 37 4 55955042 55955042 Missense_Mutation SNP G A 4 67 c.3503C>T c.(3502-3504)GCT>GTT p.A1168V

Pat_44 Post-Resistance UGT2B4 7363 37 4 70346495 70346495 Missense_Mutation SNP C T 6 452 c.1444G>A c.(1444-1446)GAC>AAC p.D482N

Pat_44 Post-Resistance AFM 173 37 4 74350000 74350000 Missense_Mutation SNP G A 4 155 c.163G>A c.(163-165)GTT>ATT p.V55I

Pat_44 Post-Resistance BTC 685 37 4 75681097 75681097 Missense_Mutation SNP C T 5 208 c.253G>A c.(253-255)GTG>ATG p.V85M

Pat_44 Post-Resistance PRDM8 56978 37 4 81124579 81124579 Missense_Mutation SNP G A 3 38 c.1963G>A c.(1963-1965)GAG>AAG p.E655K

Pat_44 Post-Resistance HPSE 10855 37 4 84227444 84227444 Missense_Mutation SNP G A 4 161 c.1118C>T c.(1117-1119)GCC>GTC p.A373V

Pat_44 Post-Resistance PDHA2 5161 37 4 96761395 96761395 Missense_Mutation SNP G A 4 62 c.94G>A c.(94-96)GCT>ACT p.A32T

Pat_44 Post-Resistance SPRY1 10252 37 4 124323405 124323405 Missense_Mutation SNP C T 4 163 c.659C>T c.(658-660)ACC>ATC p.T220I

Pat_44 Post-Resistance PLK4 10733 37 4 128807661 128807661 Missense_Mutation SNP C T 4 123 c.1136C>T c.(1135-1137)TCT>TTT p.S379F

Pat_44 Post-Resistance HHIP 64399 37 4 145655991 145655991 Missense_Mutation SNP C T 4 129 c.1859C>T c.(1858-1860)ACG>ATG p.T620M

Pat_44 Post-Resistance NR3C2 4306 37 4 149356701 149356701 Missense_Mutation SNP C T 4 92 c.1312G>A c.(1312-1314)GGC>AGC p.G438S

Pat_44 Post-Resistance MAP9 79884 37 4 156281477 156281477 Missense_Mutation SNP G A 4 104 c.893C>T c.(892-894)GCA>GTA p.A298V

Pat_44 Post-Resistance PALLD 23022 37 4 169846223 169846223 Missense_Mutation SNP G A 4 117 c.3352G>A c.(3352-3354)GTT>ATT p.V1118I

Pat_44 Post-Resistance CLCN3 1182 37 4 170613332 170613332 Missense_Mutation SNP C T 4 219 c.797C>T c.(796-798)ACC>ATC p.T266I

Pat_44 Post-Resistance FAT1 2195 37 4 187540997 187540997 Missense_Mutation SNP G A 4 161 c.6743C>T c.(6742-6744)CCG>CTG p.P2248L

Pat_44 Post-Resistance CEP72 55722 37 5 637644 637644 Missense_Mutation SNP C T 4 96 c.917C>T c.(916-918)ACC>ATC p.T306I

Pat_44 Post-Resistance NKD2 85409 37 5 1038460 1038460 Missense_Mutation SNP A C 2 3 c.1328A>C c.(1327-1329)CAC>CCC p.H443P

Pat_44 Post-Resistance ADAMTS16 170690 37 5 5303769 5303769 Missense_Mutation SNP C A 4 68 c.3076C>A c.(3076-3078)CCC>ACC p.P1026T

Pat_44 Post-Resistance SEMA5A 9037 37 5 9063104 9063104 Missense_Mutation SNP G A 4 139 c.2413C>T c.(2413-2415)CGG>TGG p.R805W

Pat_44 Post-Resistance CTNND2 1501 37 5 11018111 11018111 Missense_Mutation SNP C T 4 145 c.3059G>A c.(3058-3060)CGA>CAA p.R1020Q

Pat_44 Post-Resistance CTNND2 1501 37 5 11023077 11023077 Nonsense_Mutation SNP G A 4 81 c.2803C>T c.(2803-2805)CGA>TGA p.R935*

Pat_44 Post-Resistance DNAH5 1767 37 5 13737439 13737439 Missense_Mutation SNP C T 4 165 c.11377G>A c.(11377-11379)GAG>AAG p.E3793K

Pat_44 Post-Resistance PDZD2 23037 37 5 32058041 32058041 Missense_Mutation SNP C T 4 203 c.2032C>T c.(2032-2034)CTC>TTC p.L678F

Pat_44 Post-Resistance C9 735 37 5 39342204 39342204 Missense_Mutation SNP G A 4 188 c.172C>T c.(172-174)CTC>TTC p.L58F

Pat_44 Post-Resistance GZMA 3001 37 5 54403740 54403740 Missense_Mutation SNP G A 4 181 c.334G>A c.(334-336)GAA>AAA p.E112K

Pat_44 Post-Resistance RGNEF 64283 37 5 73193828 73193828 Missense_Mutation SNP G A 3 32 c.3883G>A c.(3883-3885)GCC>ACC p.A1295T

Pat_44 Post-Resistance IQGAP2 10788 37 5 75998398 75998398 Missense_Mutation SNP G A 4 110 c.4597G>A c.(4597-4599)GTG>ATG p.V1533M

Pat_44 Post-Resistance ARSB 411 37 5 78076321 78076321 Missense_Mutation SNP G A 4 133 c.1501C>T c.(1501-1503)CGC>TGC p.R501C

Pat_44 Post-Resistance DMGDH 29958 37 5 78338269 78338269 Nonsense_Mutation SNP G A 4 163 c.1030C>T c.(1030-1032)CGA>TGA p.R344*

Pat_44 Post-Resistance THBS4 7060 37 5 79374926 79374926 Missense_Mutation SNP C T 4 140 c.2356C>T c.(2356-2358)CAT>TAT p.H786Y

Pat_44 Post-Resistance PCSK1 5122 37 5 95759156 95759156 Missense_Mutation SNP G A 5 111 c.404C>T c.(403-405)ACC>ATC p.T135I

Pat_44 Post-Resistance PRRC1 133619 37 5 126860489 126860489 Missense_Mutation SNP C T 6 405 c.370C>T c.(370-372)CCC>TCC p.P124S

Pat_44 Post-Resistance PCDHA8 56140 37 5 140221559 140221559 Missense_Mutation SNP G A 4 102 c.653G>A c.(652-654)GGC>GAC p.G218D

Pat_44 Post-Resistance WWC1 23286 37 5 167882478 167882478 Missense_Mutation SNP C T 7 242 c.2776C>T c.(2776-2778)CGC>TGC p.R926C

Pat_44 Post-Resistance STK10 6793 37 5 171520450 171520450 Missense_Mutation SNP G A 4 119 c.1520C>T c.(1519-1521)TCG>TTG p.S507L

Pat_44 Post-Resistance CPEB4 80315 37 5 173370044 173370044 Missense_Mutation SNP G A 5 207 c.1274G>A c.(1273-1275)CGA>CAA p.R425Q

Pat_44 Post-Resistance FGFR4 2264 37 5 176519689 176519689 Missense_Mutation SNP C T 4 144 c.961C>T c.(961-963)CGG>TGG p.R321W

Pat_44 Post-Resistance NHP2 55651 37 5 177577981 177577981 Missense_Mutation SNP C G 4 238 c.244G>C c.(244-246)GCA>CCA p.A82P



Pat_44 Post-Resistance COL23A1 91522 37 5 177683382 177683382 Missense_Mutation SNP C T 3 28 c.854G>A c.(853-855)CGA>CAA p.R285Q

Pat_44 Post-Resistance C5orf45 51149 37 5 179264450 179264450 Nonsense_Mutation SNP G A 5 283 c.973C>T c.(973-975)CGA>TGA p.R325*

Pat_44 Post-Resistance MYLK4 340156 37 6 2678592 2678592 Missense_Mutation SNP G A 4 190 c.902C>T c.(901-903)TCG>TTG p.S301L

Pat_44 Post-Resistance GCM2 9247 37 6 10877576 10877576 Missense_Mutation SNP C T 3 85 c.140G>A c.(139-141)CGC>CAC p.R47H

Pat_44 Post-Resistance HIST1H2AD 3013 37 6 26199413 26199413 Missense_Mutation SNP G A 3 31 c.59C>T c.(58-60)TCG>TTG p.S20L

Pat_44 Post-Resistance BTN1A1 696 37 6 26508798 26508798 Missense_Mutation SNP G A 5 299 c.977G>A c.(976-978)CGA>CAA p.R326Q

Pat_44 Post-Resistance MDC1 9656 37 6 30672288 30672288 Missense_Mutation SNP C A 5 153 c.4672G>T c.(4672-4674)GGC>TGC p.G1558C

Pat_44 Post-Resistance BAT1 7919 37 6 31498907 31498907 Nonsense_Mutation SNP G A 4 139 c.1045C>T c.(1045-1047)CGA>TGA p.R349*

Pat_44 Post-Resistance SKIV2L 6499 37 6 31929327 31929327 Missense_Mutation SNP G A 4 106 c.793G>A c.(793-795)GCG>ACG p.A265T

Pat_44 Post-Resistance SKIV2L 6499 37 6 31932075 31932075 Missense_Mutation SNP C T 4 94 c.1927C>T c.(1927-1929)CTC>TTC p.L643F

Pat_44 Post-Resistance EGFL8 80864 37 6 32134938 32134938 Missense_Mutation SNP G A 4 162 c.505G>A c.(505-507)GGC>AGC p.G169S

Pat_44 Post-Resistance HLA-DMA 3108 37 6 32918577 32918577 Missense_Mutation SNP G A 5 200 c.92C>T c.(91-93)CCT>CTT p.P31L

Pat_44 Post-Resistance TEAD3 7005 37 6 35454289 35454289 Missense_Mutation SNP G A 4 100 c.151C>T c.(151-153)CCG>TCG p.P51S

Pat_44 Post-Resistance KCNK17 89822 37 6 39267504 39267504 Missense_Mutation SNP G A 4 154 c.698C>T c.(697-699)CCC>CTC p.P233L

Pat_44 Post-Resistance UNC5CL 222643 37 6 40999485 40999485 Missense_Mutation SNP C T 4 182 c.1054G>A c.(1054-1056)GAT>AAT p.D352N

Pat_44 Post-Resistance TREM2 54209 37 6 41129150 41129150 Missense_Mutation SNP C T 4 128 c.242G>A c.(241-243)AGC>AAC p.S81N

Pat_44 Post-Resistance PEX6 5190 37 6 42932612 42932612 Nonsense_Mutation SNP G A 4 156 c.2722C>T c.(2722-2724)CAG>TAG p.Q908*

Pat_44 Post-Resistance TTBK1 84630 37 6 43221397 43221397 Missense_Mutation SNP C A 4 28 c.422C>A c.(421-423)TCC>TAC p.S141Y

Pat_44 Post-Resistance TCTE1 202500 37 6 44253853 44253853 Missense_Mutation SNP C T 4 194 c.694G>A c.(694-696)GAT>AAT p.D232N

Pat_44 Post-Resistance MUT 4594 37 6 49426989 49426989 Missense_Mutation SNP G A 4 63 c.191C>T c.(190-192)CCG>CTG p.P64L

Pat_44 Post-Resistance GSTA3 2940 37 6 52762685 52762685 Missense_Mutation SNP C T 5 180 c.484G>A c.(484-486)GAA>AAA p.E162K

Pat_44 Post-Resistance GCM1 8521 37 6 52998936 52998936 Missense_Mutation SNP C T 8 270 c.262G>A c.(262-264)GCA>ACA p.A88T

Pat_44 Post-Resistance FAM83B 222584 37 6 54805208 54805208 Missense_Mutation SNP G A 8 355 c.1439G>A c.(1438-1440)CGA>CAA p.R480Q

Pat_44 Post-Resistance RIMS1 22999 37 6 73110297 73110297 Missense_Mutation SNP G A 4 234 c.4960G>A c.(4960-4962)GGA>AGA p.G1654R

Pat_44 Post-Resistance COL12A1 1303 37 6 75844499 75844499 Missense_Mutation SNP C T 5 208 c.5467G>A c.(5467-5469)GTA>ATA p.V1823I

Pat_44 Post-Resistance RRAGD 58528 37 6 90089954 90089954 Missense_Mutation SNP G T 5 271 c.577C>A c.(577-579)CAA>AAA p.Q193K

Pat_44 Post-Resistance BEND3 57673 37 6 107390255 107390255 Missense_Mutation SNP G A 5 207 c.2140C>T c.(2140-2142)CCG>TCG p.P714S

Pat_44 Post-Resistance REV3L 5980 37 6 111680156 111680156 Missense_Mutation SNP G A 5 239 c.6941C>T c.(6940-6942)CCG>CTG p.P2314L

Pat_44 Post-Resistance DSE 29940 37 6 116720742 116720742 Missense_Mutation SNP C T 5 98 c.329C>T c.(328-330)GCA>GTA p.A110V

Pat_44 Post-Resistance EYA4 2070 37 6 133802609 133802609 Missense_Mutation SNP G A 4 193 c.979G>A c.(979-981)GAT>AAT p.D327N

Pat_44 Post-Resistance MAP7 9053 37 6 136677864 136677864 Missense_Mutation SNP C T 4 105 c.1981G>A c.(1981-1983)GTT>ATT p.V661I

Pat_44 Post-Resistance PLAGL1 5325 37 6 144263033 144263033 Missense_Mutation SNP G C 3 53 c.920C>G c.(919-921)TCT>TGT p.S307C

Pat_44 Post-Resistance GRM1 2911 37 6 146350780 146350780 Missense_Mutation SNP G A 4 128 c.127G>A c.(127-129)GGA>AGA p.G43R

Pat_44 Post-Resistance GRM1 2911 37 6 146755453 146755453 Missense_Mutation SNP G A 4 141 c.3106G>A c.(3106-3108)GGA>AGA p.G1036R

Pat_44 Post-Resistance SASH1 23328 37 6 148711291 148711291 Missense_Mutation SNP G A 5 340 c.178G>A c.(178-180)GAT>AAT p.D60N

Pat_44 Post-Resistance NUP43 348995 37 6 150057610 150057610 Missense_Mutation SNP C T 4 86 c.787G>A c.(787-789)GAA>AAA p.E263K

Pat_44 Post-Resistance MTHFD1L 25902 37 6 151281429 151281429 Missense_Mutation SNP G A 4 230 c.1822G>A c.(1822-1824)GTG>ATG p.V608M

Pat_44 Post-Resistance TIAM2 26230 37 6 155458470 155458470 Missense_Mutation SNP G A 6 341 c.1354G>A c.(1354-1356)GAT>AAT p.D452N

Pat_44 Post-Resistance SERAC1 84947 37 6 158535847 158535847 Missense_Mutation SNP G A 5 271 c.1658C>T c.(1657-1659)TCG>TTG p.S553L

Pat_44 Post-Resistance RSPH3 83861 37 6 159398793 159398793 Missense_Mutation SNP G A 5 226 c.1460C>T c.(1459-1461)CCT>CTT p.P487L

Pat_44 Post-Resistance GPER 2852 37 7 1131797 1131797 Missense_Mutation SNP G A 5 134 c.433G>A c.(433-435)GTC>ATC p.V145I

Pat_44 Post-Resistance SCIN 85477 37 7 12664737 12664737 Missense_Mutation SNP G A 4 42 c.862G>A c.(862-864)GGG>AGG p.G288R

Pat_44 Post-Resistance ABCB5 340273 37 7 20766690 20766690 Missense_Mutation SNP C T 4 151 c.1318C>T c.(1318-1320)CGT>TGT p.R440C

Pat_44 Post-Resistance DNAH11 8701 37 7 21603969 21603969 Missense_Mutation SNP G A 3 78 c.1148G>A c.(1147-1149)CGG>CAG p.R383Q

Pat_44 Post-Resistance TRA2A 29896 37 7 23556103 23556103 Missense_Mutation SNP C T 4 160 c.215G>A c.(214-216)AGA>AAA p.R72K

Pat_44 Post-Resistance DPY19L2P1 554236 37 7 35144260 35144260 Missense_Mutation SNP C T 4 79 c.848G>A c.(847-849)CGA>CAA p.R283Q

Pat_44 Post-Resistance IGFBP1 3484 37 7 45930257 45930257 Missense_Mutation SNP G A 4 103 c.460G>A c.(460-462)GCC>ACC p.A154T



Pat_44 Post-Resistance PKD1L1 168507 37 7 47969091 47969091 Missense_Mutation SNP G A 4 56 c.770C>T c.(769-771)ACC>ATC p.T257I

Pat_44 Post-Resistance ZNF735 730291 37 7 63680322 63680322 Missense_Mutation SNP A C 4 176 c.893A>C c.(892-894)AAA>ACA p.K298T

Pat_44 Post-Resistance C7orf42 55069 37 7 66410200 66410200 Missense_Mutation SNP G A 5 258 c.397G>A c.(397-399)GTC>ATC p.V133I

Pat_44 Post-Resistance FKBP6 8468 37 7 72744261 72744261 Missense_Mutation SNP C T 4 187 c.374C>T c.(373-375)CCC>CTC p.P125L

Pat_44 Post-Resistance FKBP6 8468 37 7 72744270 72744270 Missense_Mutation SNP C T 4 206 c.383C>T c.(382-384)CCC>CTC p.P128L

Pat_44 Post-Resistance POR 5447 37 7 75612905 75612905 Missense_Mutation SNP G A 6 317 c.898G>A c.(898-900)GAG>AAG p.E300K

Pat_44 Post-Resistance DTX2 113878 37 7 76132897 76132897 Missense_Mutation SNP G A 4 53 c.1544G>A c.(1543-1545)GGT>GAT p.G515D

Pat_44 Post-Resistance ABCB1 5243 37 7 87160669 87160669 Missense_Mutation SNP T C 5 282 c.2626A>G c.(2626-2628)ATG>GTG p.M876V

Pat_44 Post-Resistance STEAP4 79689 37 7 87912078 87912078 Missense_Mutation SNP G A 4 166 c.862C>T c.(862-864)CTT>TTT p.L288F

Pat_44 Post-Resistance DYNC1I1 1780 37 7 95614264 95614264 Missense_Mutation SNP G A 4 232 c.769G>A c.(769-771)GGC>AGC p.G257S

Pat_44 Post-Resistance BRI3 25798 37 7 97920521 97920521 Missense_Mutation SNP G A 4 71 c.344G>A c.(343-345)CGA>CAA p.R115Q

Pat_44 Post-Resistance PILRA 29992 37 7 99995510 99995510 Missense_Mutation SNP C T 4 206 c.682C>T c.(682-684)CGG>TGG p.R228W

Pat_44 Post-Resistance ZAN 7455 37 7 100361687 100361687 Missense_Mutation SNP G A 4 125 c.4135G>A c.(4135-4137)GAC>AAC p.D1379N

Pat_44 Post-Resistance EPHB4 2050 37 7 100404041 100404041 Splice_Site SNP C T 4 129 c.2484_splice c.e14+1 p.D828_splice

Pat_44 Post-Resistance PSMC2 5701 37 7 103008167 103008167 Missense_Mutation SNP C T 4 102 c.1055C>T c.(1054-1056)ACC>ATC p.T352I

Pat_44 Post-Resistance CDHR3 222256 37 7 105645010 105645010 Missense_Mutation SNP C T 4 97 c.929C>T c.(928-930)ACC>ATC p.T310I

Pat_44 Post-Resistance LAMB4 22798 37 7 107732813 107732813 Missense_Mutation SNP C G 4 126 c.1519G>C c.(1519-1521)GAC>CAC p.D507H

Pat_44 Post-Resistance SPAM1 6677 37 7 123595094 123595094 Missense_Mutation SNP C T 6 349 c.998C>T c.(997-999)GCT>GTT p.A333V

Pat_44 Post-Resistance IRF5 3663 37 7 128588332 128588332 Missense_Mutation SNP G A 4 97 c.1219G>A c.(1219-1221)GAA>AAA p.E407K

Pat_44 Post-Resistance PLXNA4 91584 37 7 131831448 131831448 Missense_Mutation SNP G A 5 297 c.4876C>T c.(4876-4878)CGG>TGG p.R1626W

Pat_44 Post-Resistance TRIM24 8805 37 7 138223473 138223473 Missense_Mutation SNP G T 4 192 c.1068G>T c.(1066-1068)TTG>TTT p.L356F

Pat_44 Post-Resistance TRIM24 8805 37 7 138269680 138269680 Missense_Mutation SNP G A 4 115 c.3137G>A c.(3136-3138)CGC>CAC p.R1046H

Pat_44 Post-Resistance KIAA1549 57670 37 7 138603918 138603918 Missense_Mutation SNP C T 6 406 c.454G>A c.(454-456)GTC>ATC p.V152I

Pat_44 Post-Resistance PRSS1 5644 37 7 142460762 142460762 Missense_Mutation SNP G A 4 95 c.635G>A c.(634-636)GGA>GAA p.G212E

Pat_44 Post-Resistance OR6V1 346517 37 7 142749903 142749903 Missense_Mutation SNP C T 4 160 c.466C>T c.(466-468)CCC>TCC p.P156S

Pat_44 Post-Resistance ZYX 7791 37 7 143085594 143085594 Missense_Mutation SNP G A 4 103 c.1157G>A c.(1156-1158)CGA>CAA p.R386Q

Pat_44 Post-Resistance ZNF786 136051 37 7 148767871 148767871 Missense_Mutation SNP C T 4 121 c.1993G>A c.(1993-1995)GAG>AAG p.E665K

Pat_44 Post-Resistance WDR86 349136 37 7 151082210 151082210 Missense_Mutation SNP G A 3 55 c.826C>T c.(826-828)CGC>TGC p.R276C

Pat_44 Post-Resistance DLGAP2 9228 37 8 1497104 1497104 Missense_Mutation SNP C T 4 78 c.245C>T c.(244-246)CCG>CTG p.P82L

Pat_44 Post-Resistance FGF20 26281 37 8 16850642 16850642 Missense_Mutation SNP G A 5 129 c.575C>T c.(574-576)CCT>CTT p.P192L

Pat_44 Post-Resistance XPO7 23039 37 8 21848421 21848421 Missense_Mutation SNP G A 6 462 c.2032G>A c.(2032-2034)GTG>ATG p.V678M

Pat_44 Post-Resistance LGI3 203190 37 8 22005857 22005857 Missense_Mutation SNP G A 4 43 c.1463C>T c.(1462-1464)TCC>TTC p.S488F

Pat_44 Post-Resistance BMP1 649 37 8 22067071 22067071 Missense_Mutation SNP G A 4 234 c.2689G>A c.(2689-2691)GAG>AAG p.E897K

Pat_44 Post-Resistance RHOBTB2 23221 37 8 22864257 22864257 Missense_Mutation SNP G A 4 72 c.499G>A c.(499-501)GAA>AAA p.E167K

Pat_44 Post-Resistance PTK2B 2185 37 8 27311809 27311809 Splice_Site SNP G A 3 29 c.2733_splice c.e34+1 p.K911_splice

Pat_44 Post-Resistance GPR124 25960 37 8 37690527 37690527 Splice_Site SNP G A 7 362 c.1098_splice c.e9-1 p.R366_splice

Pat_44 Post-Resistance JPH1 56704 37 8 75157194 75157194 Missense_Mutation SNP G A 5 182 c.1475C>T c.(1474-1476)GCG>GTG p.A492V

Pat_44 Post-Resistance WWP1 11059 37 8 87473549 87473549 Missense_Mutation SNP G A 5 198 c.2596G>A c.(2596-2598)GGA>AGA p.G866R

Pat_44 Post-Resistance RBM12B 389677 37 8 94748493 94748493 Missense_Mutation SNP G A 4 89 c.146C>T c.(145-147)ACA>ATA p.T49I

Pat_44 Post-Resistance TMEM67 91147 37 8 94777638 94777638 Missense_Mutation SNP G A 4 146 c.511G>A c.(511-513)GTC>ATC p.V171I

Pat_44 Post-Resistance GRHL2 79977 37 8 102505011 102505011 Missense_Mutation SNP C T 4 154 c.14C>T c.(13-15)TCG>TTG p.S5L

Pat_44 Post-Resistance CSMD3 114788 37 8 113668416 113668416 Missense_Mutation SNP G A 4 116 c.2971C>T c.(2971-2973)CGT>TGT p.R991C

Pat_44 Post-Resistance CSMD3 114788 37 8 113668487 113668487 Missense_Mutation SNP C T 4 126 c.2900G>A c.(2899-2901)GGC>GAC p.G967D

Pat_44 Post-Resistance COLEC10 10584 37 8 120079546 120079546 Missense_Mutation SNP G A 4 94 c.26G>A c.(25-27)CGA>CAA p.R9Q

Pat_44 Post-Resistance OC90 729330 37 8 133062080 133062080 Nonsense_Mutation SNP G A 5 232 c.37C>T c.(37-39)CAG>TAG p.Q13*

Pat_44 Post-Resistance TG 7038 37 8 133900673 133900673 Missense_Mutation SNP G A 3 39 c.2621G>A c.(2620-2622)GGC>GAC p.G874D

Pat_44 Post-Resistance NDRG1 10397 37 8 134260140 134260140 Missense_Mutation SNP C T 4 244 c.785G>A c.(784-786)AGC>AAC p.S262N



Pat_44 Post-Resistance BAI1 575 37 8 143602201 143602201 Missense_Mutation SNP G A 4 83 c.2939G>A c.(2938-2940)CGT>CAT p.R980H

Pat_44 Post-Resistance EPPK1 83481 37 8 144940844 144940844 Missense_Mutation SNP G A 5 282 c.6578C>T c.(6577-6579)ACG>ATG p.T2193M

Pat_44 Post-Resistance EPPK1 83481 37 8 144943152 144943152 Missense_Mutation SNP C T 4 143 c.4270G>A c.(4270-4272)GAC>AAC p.D1424N

Pat_44 Post-Resistance KIAA2026 158358 37 9 5922299 5922299 Missense_Mutation SNP C T 5 133 c.3697G>A c.(3697-3699)GGT>AGT p.G1233S

Pat_44 Post-Resistance UHRF2 115426 37 9 6506075 6506075 Missense_Mutation SNP C T 4 148 c.2305C>T c.(2305-2307)CCT>TCT p.P769S

Pat_44 Post-Resistance GLDC 2731 37 9 6554754 6554754 Missense_Mutation SNP C T 3 49 c.2230G>A c.(2230-2232)GGG>AGG p.G744R

Pat_44 Post-Resistance OR2S2 56656 37 9 35957483 35957483 Missense_Mutation SNP C T 5 147 c.613G>A c.(613-615)GTG>ATG p.V205M

Pat_44 Post-Resistance PAX5 5079 37 9 36923376 36923376 Missense_Mutation SNP G A 4 168 c.886C>T c.(886-888)CCG>TCG p.P296S

Pat_44 Post-Resistance RG9MTD3 158234 37 9 37769975 37769975 Missense_Mutation SNP C T 5 412 c.611C>T c.(610-612)CCC>CTC p.P204L

Pat_44 Post-Resistance VPS13A 23230 37 9 79996953 79996953 Missense_Mutation SNP G A 4 107 c.9139G>A c.(9139-9141)GTT>ATT p.V3047I

Pat_44 Post-Resistance DAPK1 1612 37 9 90322028 90322028 Missense_Mutation SNP G A 4 112 c.4042G>A c.(4042-4044)GGG>AGG p.G1348R

Pat_44 Post-Resistance SEMA4D 10507 37 9 92020266 92020266 Missense_Mutation SNP C T 4 84 c.106G>A c.(106-108)GAG>AAG p.E36K

Pat_44 Post-Resistance CDC14B 8555 37 9 99296754 99296754 Missense_Mutation SNP C T 4 160 c.698G>A c.(697-699)AGA>AAA p.R233K

Pat_44 Post-Resistance NCBP1 4686 37 9 100426677 100426677 Missense_Mutation SNP C T 4 206 c.1853C>T c.(1852-1854)GCC>GTC p.A618V

Pat_44 Post-Resistance TBC1D2 55357 37 9 100963825 100963825 Missense_Mutation SNP G A 4 188 c.2393C>T c.(2392-2394)GCG>GTG p.A798V

Pat_44 Post-Resistance ZNF462 58499 37 9 109746677 109746677 Missense_Mutation SNP G A 4 145 c.7043G>A c.(7042-7044)CGG>CAG p.R2348Q

Pat_44 Post-Resistance RAD23B 5887 37 9 110073982 110073982 Missense_Mutation SNP C T 4 119 c.517C>T c.(517-519)CGG>TGG p.R173W

Pat_44 Post-Resistance ZNF483 158399 37 9 114304755 114304755 Missense_Mutation SNP C A 4 49 c.1540C>A c.(1540-1542)CAG>AAG p.Q514K

Pat_44 Post-Resistance ORM1 5004 37 9 117086085 117086085 Missense_Mutation SNP G A 4 82 c.257G>A c.(256-258)CGA>CAA p.R86Q

Pat_44 Post-Resistance ASTN2 23245 37 9 119903655 119903655 Missense_Mutation SNP G A 4 108 c.1118C>T c.(1117-1119)CCC>CTC p.P373L

Pat_44 Post-Resistance C5 727 37 9 123724984 123724984 Missense_Mutation SNP G A 5 422 c.4469C>T c.(4468-4470)CCT>CTT p.P1490L

Pat_44 Post-Resistance SCAI 286205 37 9 127733949 127733949 Splice_Site SNP C T 6 428 c.1573_splice c.e16+1 p.D525_splice

Pat_44 Post-Resistance CDK9 1025 37 9 130550841 130550841 Missense_Mutation SNP C T 2 2 c.623C>T c.(622-624)CCC>CTC p.P208L

Pat_44 Post-Resistance CIZ1 25792 37 9 130938655 130938655 Missense_Mutation SNP G A 4 193 c.1918C>T c.(1918-1920)CGG>TGG p.R640W

Pat_44 Post-Resistance CAMSAP1 157922 37 9 138703415 138703415 Missense_Mutation SNP G A 4 23 c.4549C>T c.(4549-4551)CGT>TGT p.R1517C

Pat_44 Post-Resistance CTPS2 56474 37 X 16716382 16716382 Missense_Mutation SNP C T 6 282 c.415G>A c.(415-417)GAG>AAG p.E139K

Pat_44 Post-Resistance YY2 404281 37 X 21875236 21875236 Missense_Mutation SNP G A 5 187 c.634G>A c.(634-636)GAG>AAG p.E212K

Pat_44 Post-Resistance DCAF8L1 139425 37 X 27998611 27998611 Missense_Mutation SNP G A 3 64 c.841C>T c.(841-843)CGT>TGT p.R281C

Pat_44 Post-Resistance OTUD5 55593 37 X 48792014 48792014 Missense_Mutation SNP G A 4 67 c.880C>T c.(880-882)CGT>TGT p.R294C

Pat_44 Post-Resistance PFKFB1 5207 37 X 54982667 54982667 Missense_Mutation SNP C T 3 66 c.557G>A c.(556-558)CGG>CAG p.R186Q

Pat_44 Post-Resistance RAB40A 142684 37 X 102755651 102755651 Missense_Mutation SNP C A 4 89 c.34G>T c.(34-36)GAC>TAC p.D12Y

Pat_44 Post-Resistance RAB40A 142684 37 X 102755657 102755657 Missense_Mutation SNP C T 4 78 c.28G>A c.(28-30)GCC>ACC p.A10T

Pat_44 Post-Resistance VGLL1 51442 37 X 135630918 135630918 Missense_Mutation SNP G A 7 170 c.385G>A c.(385-387)GAG>AAG p.E129K

Pat_44 Post-Resistance MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 5 120 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_44 Post-Resistance MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 7 287 c.1733A>T c.(1732-1734)CAC>CTC p.H578L

Pat_44 Post-Resistance SPANXN2 494119 37 X 142795287 142795287 Missense_Mutation SNP A G 12 112 c.391T>C c.(391-393)TCT>CCT p.S131P

Pat_44 Post-Resistance MTM1 4534 37 X 149839923 149839923 Missense_Mutation SNP G A 4 54 c.1667G>A c.(1666-1668)CGT>CAT p.R556H

Pat_44 Post-Resistance SLC6A8 6535 37 X 152959631 152959631 Missense_Mutation SNP C T 4 75 c.1301C>T c.(1300-1302)CCG>CTG p.P434L

Pat_44 Post-Resistance USP9Y 8287 37 Y 14922709 14922709 Missense_Mutation SNP G A 4 66 c.4195G>A c.(4195-4197)GAA>AAA p.E1399K

Pat_45 Pre-Treatment AGRN 375790 37 1 957741 957741 Missense_Mutation SNP C T 5 93 c.362C>T c.(361-363)CCC>CTC p.P121L

Pat_45 Pre-Treatment NADK 65220 37 1 1688674 1688674 Missense_Mutation SNP C A 43 71 c.339G>T c.(337-339)ATG>ATT p.M113I

Pat_45 Pre-Treatment ENO1 2023 37 1 8930542 8930542 Missense_Mutation SNP T C 18 64 c.209A>G c.(208-210)AAT>AGT p.N70S

Pat_45 Pre-Treatment MTOR 2475 37 1 11186732 11186732 Missense_Mutation SNP G A 4 94 c.6473C>T c.(6472-6474)CCG>CTG p.P2158L

Pat_45 Pre-Treatment LOC440563 440563 37 1 13183290 13183290 Missense_Mutation SNP C T 60 287 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_45 Pre-Treatment FBLIM1 54751 37 1 16091650 16091650 Missense_Mutation SNP G A 3 17 c.172G>A c.(172-174)GGG>AGG p.G58R

Pat_45 Pre-Treatment SPEN 23013 37 1 16260971 16260971 Missense_Mutation SNP G A 4 73 c.8236G>A c.(8236-8238)GTT>ATT p.V2746I

Pat_45 Pre-Treatment ZBTB17 7709 37 1 16271646 16271646 Missense_Mutation SNP T C 2 8 c.713A>G c.(712-714)GAG>GGG p.E238G



Pat_45 Pre-Treatment CLCNKB 1188 37 1 16372118 16372118 Missense_Mutation SNP C A 3 37 c.166C>A c.(166-168)CTC>ATC p.L56I

Pat_45 Pre-Treatment EPHA2 1969 37 1 16458313 16458313 Missense_Mutation SNP T C 3 42 c.2378A>G c.(2377-2379)AAG>AGG p.K793R

Pat_45 Pre-Treatment FBXO42 54455 37 1 16577955 16577955 Missense_Mutation SNP G A 3 23 c.1364C>T c.(1363-1365)TCT>TTT p.S455F

Pat_45 Pre-Treatment PADI2 11240 37 1 17420088 17420088 Missense_Mutation SNP C T 4 108 c.503G>A c.(502-504)CGT>CAT p.R168H

Pat_45 Pre-Treatment PADI1 29943 37 1 17550188 17550188 Missense_Mutation SNP G A 3 30 c.346G>A c.(346-348)GAT>AAT p.D116N

Pat_45 Pre-Treatment UBR4 23352 37 1 19404519 19404519 Missense_Mutation SNP G A 11 87 c.15275C>T c.(15274-15276)TCT>TTT p.S5092F

Pat_45 Pre-Treatment UBR4 23352 37 1 19474509 19474509 Missense_Mutation SNP C T 4 117 c.7607G>A c.(7606-7608)CGC>CAC p.R2536H

Pat_45 Pre-Treatment UBR4 23352 37 1 19504038 19504038 Missense_Mutation SNP G A 6 244 c.2554C>T c.(2554-2556)CCG>TCG p.P852S

Pat_45 Pre-Treatment RNF186 54546 37 1 20141465 20141465 Missense_Mutation SNP G A 4 62 c.130C>T c.(130-132)CGG>TGG p.R44W

Pat_45 Pre-Treatment C1orf63 57035 37 1 25573127 25573127 Missense_Mutation SNP G A 3 36 c.328C>T c.(328-330)CGG>TGG p.R110W

Pat_45 Pre-Treatment LDLRAP1 26119 37 1 25889602 25889602 Missense_Mutation SNP G A 4 125 c.574G>A c.(574-576)GTC>ATC p.V192I

Pat_45 Pre-Treatment SESN2 83667 37 1 28598946 28598946 Missense_Mutation SNP G A 4 88 c.506G>A c.(505-507)CGG>CAG p.R169Q

Pat_45 Pre-Treatment ZSCAN20 7579 37 1 33959999 33959999 Nonsense_Mutation SNP G A 4 104 c.2055G>A c.(2053-2055)TGG>TGA p.W685*

Pat_45 Pre-Treatment CSMD2 114784 37 1 34006125 34006125 Missense_Mutation SNP G A 4 71 c.9199C>T c.(9199-9201)CCT>TCT p.P3067S

Pat_45 Pre-Treatment EIF2C1 26523 37 1 36358825 36358825 Missense_Mutation SNP C T 10 97 c.458C>T c.(457-459)CCC>CTC p.P153L

Pat_45 Pre-Treatment KIAA0754 643314 37 1 39879817 39879817 Missense_Mutation SNP G A 3 11 c.3880G>A c.(3880-3882)GCC>ACC p.A1294T

Pat_45 Pre-Treatment ZNF691 51058 37 1 43317387 43317387 Missense_Mutation SNP G A 5 153 c.839G>A c.(838-840)CGG>CAG p.R280Q

Pat_45 Pre-Treatment FAM151A 338094 37 1 55076117 55076117 Missense_Mutation SNP C T 4 97 c.1052G>A c.(1051-1053)GGC>GAC p.G351D

Pat_45 Pre-Treatment USP24 23358 37 1 55567369 55567369 Missense_Mutation SNP G A 4 67 c.4553C>T c.(4552-4554)CCC>CTC p.P1518L

Pat_45 Pre-Treatment USP24 23358 37 1 55590162 55590162 Missense_Mutation SNP C T 4 38 c.3620G>A c.(3619-3621)CGA>CAA p.R1207Q

Pat_45 Pre-Treatment LRRC8D 55144 37 1 90401185 90401185 Missense_Mutation SNP C T 42 156 c.2558C>T c.(2557-2559)CCC>CTC p.P853L

Pat_45 Pre-Treatment C1orf146 388649 37 1 92707815 92707815 Missense_Mutation SNP G A 36 190 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_45 Pre-Treatment CDC14A 8556 37 1 100964760 100964760 Missense_Mutation SNP G A 4 123 c.1697G>A c.(1696-1698)CGA>CAA p.R566Q

Pat_45 Pre-Treatment SORT1 6272 37 1 109869773 109869773 Missense_Mutation SNP C T 15 104 c.1484G>A c.(1483-1485)GGG>GAG p.G495E

Pat_45 Pre-Treatment RBM15 64783 37 1 110882755 110882755 Missense_Mutation SNP G A 4 107 c.728G>A c.(727-729)CGG>CAG p.R243Q

Pat_45 Pre-Treatment PTGFRN 5738 37 1 117527332 117527332 Missense_Mutation SNP C T 4 62 c.2198C>T c.(2197-2199)GCG>GTG p.A733V

Pat_45 Pre-Treatment NBPF10 100132406 37 1 145360576 145360576 Missense_Mutation SNP T A 11 81 c.9426T>A c.(9424-9426)GAT>GAA p.D3142E

Pat_45 Pre-Treatment ANKRD35 148741 37 1 145560154 145560154 Missense_Mutation SNP G A 4 61 c.640G>A c.(640-642)GCT>ACT p.A214T

Pat_45 Pre-Treatment CTSS 1520 37 1 150730438 150730438 Missense_Mutation SNP G A 3 60 c.145C>T c.(145-147)CGT>TGT p.R49C

Pat_45 Pre-Treatment ZNF687 57592 37 1 151260469 151260469 Missense_Mutation SNP C T 4 86 c.1702C>T c.(1702-1704)CGC>TGC p.R568C

Pat_45 Pre-Treatment CRNN 49860 37 1 152382821 152382821 Missense_Mutation SNP C T 4 125 c.737G>A c.(736-738)AGC>AAC p.S246N

Pat_45 Pre-Treatment DENND4B 9909 37 1 153912212 153912212 Missense_Mutation SNP G A 3 47 c.1672C>T c.(1672-1674)CGC>TGC p.R558C

Pat_45 Pre-Treatment C1orf43 25912 37 1 154180096 154180096 Nonsense_Mutation SNP G A 4 103 c.595C>T c.(595-597)CGA>TGA p.R199*

Pat_45 Pre-Treatment HAX1 10456 37 1 154247935 154247935 Missense_Mutation SNP G A 6 272 c.730G>A c.(730-732)GAA>AAA p.E244K

Pat_45 Pre-Treatment GON4L 54856 37 1 155764858 155764858 Missense_Mutation SNP C T 4 151 c.1730G>A c.(1729-1731)CGG>CAG p.R577Q

Pat_45 Pre-Treatment INSRR 3645 37 1 156816443 156816443 Missense_Mutation SNP C T 4 46 c.1678G>A c.(1678-1680)GTG>ATG p.V560M

Pat_45 Pre-Treatment FCRL5 83416 37 1 157512843 157512843 Missense_Mutation SNP G A 4 70 c.929C>T c.(928-930)ACC>ATC p.T310I

Pat_45 Pre-Treatment FCRL1 115350 37 1 157776892 157776892 Missense_Mutation SNP C T 33 86 c.52G>A c.(52-54)GAG>AAG p.E18K

Pat_45 Pre-Treatment OR10T2 128360 37 1 158368742 158368742 Missense_Mutation SNP G A 3 44 c.515C>T c.(514-516)CCC>CTC p.P172L

Pat_45 Pre-Treatment CRP 1401 37 1 159683787 159683787 Missense_Mutation SNP C T 19 107 c.203G>A c.(202-204)AGT>AAT p.S68N

Pat_45 Pre-Treatment ARHGAP30 257106 37 1 161021356 161021356 Nonsense_Mutation SNP G A 4 103 c.1168C>T c.(1168-1170)CGA>TGA p.R390*

Pat_45 Pre-Treatment RGS5 8490 37 1 163122354 163122354 Missense_Mutation SNP C T 225 307 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_45 Pre-Treatment DUSP27 92235 37 1 167096607 167096607 Missense_Mutation SNP C T 4 113 c.2239C>T c.(2239-2241)CGC>TGC p.R747C

Pat_45 Pre-Treatment RC3H1 149041 37 1 173907863 173907864 Missense_Mutation DNP GG AA 8 156 c.3397_3398CC>TT c.(3397-3399)CCT>TTT p.P1133F

Pat_45 Pre-Treatment TNN 63923 37 1 175087853 175087853 Missense_Mutation SNP G A 4 93 c.2543G>A c.(2542-2544)AGC>AAC p.S848N

Pat_45 Pre-Treatment ASTN1 460 37 1 176853559 176853559 Missense_Mutation SNP G A 5 104 c.3142C>T c.(3142-3144)CCA>TCA p.P1048S

Pat_45 Pre-Treatment CACNA1E 777 37 1 181690901 181690901 Missense_Mutation SNP C T 4 90 c.1964C>T c.(1963-1965)ACG>ATG p.T655M



Pat_45 Pre-Treatment RNASEL 6041 37 1 182555277 182555277 Missense_Mutation SNP G A 4 81 c.665C>T c.(664-666)ACG>ATG p.T222M

Pat_45 Pre-Treatment FAM129A 116496 37 1 184777287 184777287 Missense_Mutation SNP C T 6 157 c.1256G>A c.(1255-1257)CGC>CAC p.R419H

Pat_45 Pre-Treatment DENND1B 163486 37 1 197479988 197479988 Missense_Mutation SNP G A 4 98 c.1870C>T c.(1870-1872)CCT>TCT p.P624S

Pat_45 Pre-Treatment SHISA4 149345 37 1 201860675 201860675 Missense_Mutation SNP C T 53 63 c.526C>T c.(526-528)CCC>TCC p.P176S

Pat_45 Pre-Treatment MDM4 4194 37 1 204515928 204515928 Missense_Mutation SNP A G 3 92 c.826A>G c.(826-828)ATT>GTT p.I276V

Pat_45 Pre-Treatment DSTYK 25778 37 1 205156710 205156710 Missense_Mutation SNP T C 14 70 c.490A>G c.(490-492)AGC>GGC p.S164G

Pat_45 Pre-Treatment CR1 1378 37 1 207758068 207758068 Missense_Mutation SNP G A 25 152 c.4027G>A c.(4027-4029)GGA>AGA p.G1343R

Pat_45 Pre-Treatment RCOR3 55758 37 1 211487015 211487015 Missense_Mutation SNP C T 17 128 c.1393C>T c.(1393-1395)CGT>TGT p.R465C

Pat_45 Pre-Treatment TMEM63A 9725 37 1 226044656 226044656 Missense_Mutation SNP G A 4 51 c.1439C>T c.(1438-1440)CCC>CTC p.P480L

Pat_45 Pre-Treatment LEFTY2 7044 37 1 226128594 226128594 Nonsense_Mutation SNP G A 9 32 c.247C>T c.(247-249)CGA>TGA p.R83*

Pat_45 Pre-Treatment TRIM67 440730 37 1 231335945 231335945 Missense_Mutation SNP G A 5 209 c.1315G>A c.(1315-1317)GGA>AGA p.G439R

Pat_45 Pre-Treatment NID1 4811 37 1 236157029 236157029 Missense_Mutation SNP C T 6 23 c.2671G>A c.(2671-2673)GGC>AGC p.G891S

Pat_45 Pre-Treatment OR2G6 391211 37 1 248684984 248684984 Missense_Mutation SNP C T 59 117 c.37C>T c.(37-39)CTT>TTT p.L13F

Pat_45 Pre-Treatment DIP2C 22982 37 10 518453 518453 Missense_Mutation SNP G A 4 88 c.194C>T c.(193-195)CCT>CTT p.P65L

Pat_45 Pre-Treatment TUBAL3 79861 37 10 5437346 5437346 Missense_Mutation SNP G A 34 94 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_45 Pre-Treatment C10orf18 54906 37 10 5781863 5781863 Missense_Mutation SNP G A 4 108 c.1730G>A c.(1729-1731)CGA>CAA p.R577Q

Pat_45 Pre-Treatment KIAA1217 56243 37 10 24820827 24820827 Missense_Mutation SNP C T 4 62 c.3151C>T c.(3151-3153)CCT>TCT p.P1051S

Pat_45 Pre-Treatment ARHGAP22 58504 37 10 49658349 49658349 Missense_Mutation SNP G A 2 4 c.1823C>T c.(1822-1824)GCC>GTC p.A608V

Pat_45 Pre-Treatment RHOBTB1 9886 37 10 62671193 62671193 Nonsense_Mutation SNP G T 6 128 c.108C>A c.(106-108)TGC>TGA p.C36*

Pat_45 Pre-Treatment ARID5B 84159 37 10 63851728 63851728 Missense_Mutation SNP C T 5 100 c.2506C>T c.(2506-2508)CAT>TAT p.H836Y

Pat_45 Pre-Treatment CYP2C18 1562 37 10 96447632 96447632 Missense_Mutation SNP G A 33 86 c.274G>A c.(274-276)GAG>AAG p.E92K

Pat_45 Pre-Treatment CYP2C8 1558 37 10 96802652 96802652 Missense_Mutation SNP G A 31 64 c.1144C>T c.(1144-1146)CCC>TCC p.P382S

Pat_45 Pre-Treatment C10orf2 56652 37 10 102747987 102747987 Missense_Mutation SNP G A 4 60 c.20G>A c.(19-21)AGT>AAT p.S7N

Pat_45 Pre-Treatment TRIM8 81603 37 10 104416597 104416597 Missense_Mutation SNP C T 4 96 c.1142C>T c.(1141-1143)ACG>ATG p.T381M

Pat_45 Pre-Treatment GSTO1 9446 37 10 106014944 106014944 Missense_Mutation SNP C T 3 70 c.58C>T c.(58-60)CCG>TCG p.P20S

Pat_45 Pre-Treatment CCDC147 159686 37 10 106118145 106118145 Missense_Mutation SNP T C 27 48 c.56T>C c.(55-57)ATG>ACG p.M19T

Pat_45 Pre-Treatment TDRD1 56165 37 10 115985820 115985820 Missense_Mutation SNP G T 4 133 c.3020G>T c.(3019-3021)TGG>TTG p.W1007L

Pat_45 Pre-Treatment GPR26 2849 37 10 125434408 125434408 Missense_Mutation SNP G A 4 15 c.743G>A c.(742-744)GGG>GAG p.G248E

Pat_45 Pre-Treatment PKP3 11187 37 11 397603 397603 Missense_Mutation SNP G A 4 55 c.1009G>A c.(1009-1011)GTG>ATG p.V337M

Pat_45 Pre-Treatment SYT8 90019 37 11 1856367 1856367 Missense_Mutation SNP C T 3 33 c.74C>T c.(73-75)CCG>CTG p.P25L

Pat_45 Pre-Treatment OSBPL5 114879 37 11 3128545 3128545 Missense_Mutation SNP G A 3 51 c.1007C>T c.(1006-1008)CCG>CTG p.P336L

Pat_45 Pre-Treatment NUP98 4928 37 11 3792977 3792977 Splice_Site SNP C T 4 88 c.784_splice c.e7+1 p.S262_splice

Pat_45 Pre-Treatment OR52B2 255725 37 11 6191508 6191508 Missense_Mutation SNP G A 21 31 c.49C>T c.(49-51)CCT>TCT p.P17S

Pat_45 Pre-Treatment SMPD1 6609 37 11 6415448 6415448 Missense_Mutation SNP G A 4 102 c.1507G>A c.(1507-1509)GAT>AAT p.D503N

Pat_45 Pre-Treatment TRIM3 10612 37 11 6478003 6478003 Missense_Mutation SNP G A 4 50 c.953C>T c.(952-954)ACG>ATG p.T318M

Pat_45 Pre-Treatment MICAL2 9645 37 11 12183950 12183950 Missense_Mutation SNP C T 4 101 c.248C>T c.(247-249)TCG>TTG p.S83L

Pat_45 Pre-Treatment ABCC8 6833 37 11 17482154 17482154 Missense_Mutation SNP G A 4 58 c.892C>T c.(892-894)CGC>TGC p.R298C

Pat_45 Pre-Treatment IGSF22 283284 37 11 18737158 18737158 Nonsense_Mutation SNP C T 4 109 c.1352G>A c.(1351-1353)TGG>TAG p.W451*

Pat_45 Pre-Treatment GAS2 2620 37 11 22696432 22696432 Missense_Mutation SNP G A 12 68 c.17G>A c.(16-18)AGC>AAC p.S6N

Pat_45 Pre-Treatment SLC5A12 159963 37 11 26743146 26743146 Missense_Mutation SNP C T 3 50 c.116G>A c.(115-117)CGA>CAA p.R39Q

Pat_45 Pre-Treatment CAPRIN1 4076 37 11 34107903 34107903 Missense_Mutation SNP G A 4 131 c.1174G>A c.(1174-1176)GCA>ACA p.A392T

Pat_45 Pre-Treatment CAT 847 37 11 34478267 34478267 Missense_Mutation SNP G A 5 219 c.959G>A c.(958-960)CGG>CAG p.R320Q

Pat_45 Pre-Treatment SLC35C1 55343 37 11 45832791 45832791 Missense_Mutation SNP T C 2 4 c.1000T>C c.(1000-1002)TCC>CCC p.S334P

Pat_45 Pre-Treatment PTPRJ 5795 37 11 48185942 48185942 Missense_Mutation SNP G A 4 49 c.3730G>A c.(3730-3732)GGA>AGA p.G1244R

Pat_45 Pre-Treatment OR5M1 390168 37 11 56380431 56380432 Missense_Mutation DNP GG AA 7 57 c.547_548CC>TT c.(547-549)CCT>TTT p.P183F

Pat_45 Pre-Treatment OR9G9 504191 37 11 56468324 56468324 Missense_Mutation SNP A T 6 150 c.461A>T c.(460-462)AAC>ATC p.N154I

Pat_45 Pre-Treatment SSRP1 6749 37 11 57099626 57099626 Missense_Mutation SNP C T 4 123 c.1001G>A c.(1000-1002)GGG>GAG p.G334E



Pat_45 Pre-Treatment CTNND1 1500 37 11 57564344 57564344 Missense_Mutation SNP C T 35 161 c.836C>T c.(835-837)CCT>CTT p.P279L

Pat_45 Pre-Treatment OR5B17 219965 37 11 58126271 58126271 Missense_Mutation SNP G A 9 53 c.272C>T c.(271-273)TCC>TTC p.S91F

Pat_45 Pre-Treatment MTA2 9219 37 11 62366009 62366009 Missense_Mutation SNP G A 7 413 c.293C>T c.(292-294)CCA>CTA p.P98L

Pat_45 Pre-Treatment UBXN1 51035 37 11 62444096 62444096 Missense_Mutation SNP G A 2 3 c.860C>T c.(859-861)GCT>GTT p.A287V

Pat_45 Pre-Treatment DPF2 5977 37 11 65108977 65108977 Nonsense_Mutation SNP C T 4 110 c.409C>T c.(409-411)CGA>TGA p.R137*

Pat_45 Pre-Treatment RBM14 10432 37 11 66393948 66393948 Missense_Mutation SNP C T 4 98 c.1819C>T c.(1819-1821)CGT>TGT p.R607C

Pat_45 Pre-Treatment SYT12 91683 37 11 66807334 66807334 Missense_Mutation SNP G A 3 61 c.281G>A c.(280-282)CGC>CAC p.R94H

Pat_45 Pre-Treatment ACY3 91703 37 11 67410203 67410203 Missense_Mutation SNP C T 4 90 c.952G>A c.(952-954)GCT>ACT p.A318T

Pat_45 Pre-Treatment CHKA 1119 37 11 67842213 67842213 Missense_Mutation SNP G A 32 114 c.601C>T c.(601-603)CCC>TCC p.P201S

Pat_45 Pre-Treatment ARHGEF17 9828 37 11 73076914 73076914 Missense_Mutation SNP G A 3 43 c.5917G>A c.(5917-5919)GTC>ATC p.V1973I

Pat_45 Pre-Treatment RELT 84957 37 11 73101611 73101611 Missense_Mutation SNP C T 22 85 c.61C>T c.(61-63)CTC>TTC p.L21F

Pat_45 Pre-Treatment RELT 84957 37 11 73106179 73106179 Missense_Mutation SNP C T 4 71 c.1094C>T c.(1093-1095)TCT>TTT p.S365F

Pat_45 Pre-Treatment ARRB1 408 37 11 74994459 74994459 Missense_Mutation SNP G A 6 29 c.226C>T c.(226-228)CGC>TGC p.R76C

Pat_45 Pre-Treatment HEPHL1 341208 37 11 93800692 93800692 Missense_Mutation SNP C T 18 125 c.839C>T c.(838-840)CCG>CTG p.P280L

Pat_45 Pre-Treatment HTR3A 3359 37 11 113853870 113853870 Missense_Mutation SNP C T 4 96 c.421C>T c.(421-423)CCG>TCG p.P141S

Pat_45 Pre-Treatment IL10RA 3587 37 11 117860281 117860281 Missense_Mutation SNP G A 4 62 c.313G>A c.(313-315)GGC>AGC p.G105S

Pat_45 Pre-Treatment C2CD2L 9854 37 11 118983554 118983554 Nonsense_Mutation SNP C T 4 107 c.1357C>T c.(1357-1359)CAG>TAG p.Q453*

Pat_45 Pre-Treatment C11orf63 79864 37 11 122756805 122756805 Missense_Mutation SNP G A 5 235 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_45 Pre-Treatment VWA5A 4013 37 11 124015943 124015943 Splice_Site SNP G A 4 81 c.2155_splice c.e18-1 p.L719_splice

Pat_45 Pre-Treatment OR8B2 26595 37 11 124252879 124252879 Missense_Mutation SNP C T 14 50 c.361G>A c.(361-363)GAT>AAT p.D121N

Pat_45 Pre-Treatment VSIG2 23584 37 11 124621425 124621425 Missense_Mutation SNP C T 3 48 c.113G>A c.(112-114)GGG>GAG p.G38E

Pat_45 Pre-Treatment CCDC15 80071 37 11 124857870 124857870 Missense_Mutation SNP A G 6 264 c.1748A>G c.(1747-1749)CAG>CGG p.Q583R

Pat_45 Pre-Treatment WNK1 65125 37 12 970285 970285 Missense_Mutation SNP G A 5 205 c.1727G>A c.(1726-1728)CGG>CAG p.R576Q

Pat_45 Pre-Treatment WNK1 65125 37 12 970384 970384 Missense_Mutation SNP C T 4 104 c.1826C>T c.(1825-1827)GCT>GTT p.A609V

Pat_45 Pre-Treatment CACNA2D4 93589 37 12 1910248 1910249 Missense_Mutation DNP GG TT 25 28 c.2828_2829CC>AAc.(2827-2829)CCC>CAA p.P943Q

Pat_45 Pre-Treatment PRB1 5542 37 12 11506208 11506208 Missense_Mutation SNP G A 59 73 c.829C>T c.(829-831)CCT>TCT p.P277S

Pat_45 Pre-Treatment PRB2 653247 37 12 11546195 11546195 Missense_Mutation SNP T G 4 62 c.817A>C c.(817-819)AAA>CAA p.K273Q

Pat_45 Pre-Treatment PLEKHA5 54477 37 12 19514631 19514631 Missense_Mutation SNP T A 4 85 c.3101T>A c.(3100-3102)GTT>GAT p.V1034D

Pat_45 Pre-Treatment PDE3A 5139 37 12 20807046 20807046 Missense_Mutation SNP G A 4 56 c.3091G>A c.(3091-3093)GAT>AAT p.D1031N

Pat_45 Pre-Treatment SLCO1B3 28234 37 12 21030726 21030726 Missense_Mutation SNP A G 8 113 c.991A>G c.(991-993)AGC>GGC p.S331G

Pat_45 Pre-Treatment PKP2 5318 37 12 32955384 32955384 Missense_Mutation SNP G A 135 133 c.2252C>T c.(2251-2253)TCG>TTG p.S751L

Pat_45 Pre-Treatment PKP2 5318 37 12 33021871 33021871 Missense_Mutation SNP G A 4 136 c.1160C>T c.(1159-1161)GCT>GTT p.A387V

Pat_45 Pre-Treatment FAM113B 91523 37 12 47629951 47629951 Missense_Mutation SNP G A 4 117 c.1105G>A c.(1105-1107)GTC>ATC p.V369I

Pat_45 Pre-Treatment COL2A1 1280 37 12 48376648 48376648 Missense_Mutation SNP C T 3 61 c.2176G>A c.(2176-2178)GGC>AGC p.G726S

Pat_45 Pre-Treatment SPATS2 65244 37 12 49893916 49893916 Missense_Mutation SNP G A 4 58 c.767G>A c.(766-768)CGA>CAA p.R256Q

Pat_45 Pre-Treatment SPATS2 65244 37 12 49919815 49919815 Missense_Mutation SNP G A 3 68 c.1415G>A c.(1414-1416)AGT>AAT p.S472N

Pat_45 Pre-Treatment POU6F1 5463 37 12 51586223 51586223 Missense_Mutation SNP G A 25 49 c.281C>T c.(280-282)CCC>CTC p.P94L

Pat_45 Pre-Treatment SCN8A 6334 37 12 52056612 52056612 Missense_Mutation SNP G A 5 168 c.11G>A c.(10-12)CGG>CAG p.R4Q

Pat_45 Pre-Treatment SMARCC2 6601 37 12 56558236 56558236 Missense_Mutation SNP G A 4 99 c.3419C>T c.(3418-3420)GCG>GTG p.A1140V

Pat_45 Pre-Treatment SMARCC2 6601 37 12 56574800 56574800 Missense_Mutation SNP G A 4 93 c.1042C>T c.(1042-1044)CCA>TCA p.P348S

Pat_45 Pre-Treatment PAN2 9924 37 12 56712197 56712197 Missense_Mutation SNP G A 4 82 c.3398C>T c.(3397-3399)ACC>ATC p.T1133I

Pat_45 Pre-Treatment TIMELESS 8914 37 12 56824014 56824014 Missense_Mutation SNP G A 4 65 c.961C>T c.(961-963)CGT>TGT p.R321C

Pat_45 Pre-Treatment NT5DC3 51559 37 12 104187760 104187760 Missense_Mutation SNP C T 5 185 c.769G>A c.(769-771)GTC>ATC p.V257I

Pat_45 Pre-Treatment NUAK1 9891 37 12 106461685 106461685 Missense_Mutation SNP C T 3 78 c.881G>A c.(880-882)CGG>CAG p.R294Q

Pat_45 Pre-Treatment SART3 9733 37 12 108920304 108920304 Missense_Mutation SNP C T 4 84 c.1942G>A c.(1942-1944)GAG>AAG p.E648K

Pat_45 Pre-Treatment DAO 1610 37 12 109278786 109278786 Missense_Mutation SNP C T 3 56 c.4C>T c.(4-6)CGT>TGT p.R2C

Pat_45 Pre-Treatment ACACB 32 37 12 109623454 109623454 Missense_Mutation SNP T G 24 28 c.1889T>G c.(1888-1890)GTG>GGG p.V630G



Pat_45 Pre-Treatment ATP2A2 488 37 12 110784091 110784091 Missense_Mutation SNP C T 3 34 c.2945C>T c.(2944-2946)ACG>ATG p.T982M

Pat_45 Pre-Treatment IQCD 115811 37 12 113645722 113645722 Missense_Mutation SNP C T 4 120 c.250G>A c.(250-252)GGG>AGG p.G84R

Pat_45 Pre-Treatment ACADS 35 37 12 121174813 121174813 Missense_Mutation SNP C T 2 4 c.235C>T c.(235-237)CTT>TTT p.L79F

Pat_45 Pre-Treatment KDM2B 84678 37 12 121880476 121880476 Missense_Mutation SNP C T 2 3 c.2768G>A c.(2767-2769)GGG>GAG p.G923E

Pat_45 Pre-Treatment VPS33A 65082 37 12 122745944 122745944 Missense_Mutation SNP C T 4 120 c.347G>A c.(346-348)CGC>CAC p.R116H

Pat_45 Pre-Treatment VPS37B 79720 37 12 123355437 123355437 Missense_Mutation SNP C T 4 109 c.283G>A c.(283-285)GAC>AAC p.D95N

Pat_45 Pre-Treatment DHX37 57647 37 12 125455913 125455913 Missense_Mutation SNP C T 4 32 c.1126G>A c.(1126-1128)GAG>AAG p.E376K

Pat_45 Pre-Treatment MTIF3 219402 37 13 28014482 28014482 Missense_Mutation SNP G A 4 111 c.104C>T c.(103-105)GCA>GTA p.A35V

Pat_45 Pre-Treatment POLR1D 51082 37 13 28239855 28239855 Missense_Mutation SNP G T 27 43 c.134G>T c.(133-135)AGA>ATA p.R45I

Pat_45 Pre-Treatment STARD13 90627 37 13 33704351 33704351 Missense_Mutation SNP G A 24 56 c.463C>T c.(463-465)CGT>TGT p.R155C

Pat_45 Pre-Treatment FREM2 341640 37 13 39264041 39264041 Missense_Mutation SNP G A 4 83 c.2560G>A c.(2560-2562)GTG>ATG p.V854M

Pat_45 Pre-Treatment NEK5 341676 37 13 52639613 52639613 Missense_Mutation SNP G A 4 123 c.2057C>T c.(2056-2058)TCT>TTT p.S686F

Pat_45 Pre-Treatment DCT 1638 37 13 95131376 95131376 Missense_Mutation SNP C T 10 57 c.134G>A c.(133-135)GGT>GAT p.G45D

Pat_45 Pre-Treatment GPR18 2841 37 13 99907672 99907672 Missense_Mutation SNP G A 4 112 c.455C>T c.(454-456)ACG>ATG p.T152M

Pat_45 Pre-Treatment SLC10A2 6555 37 13 103703661 103703661 Missense_Mutation SNP G A 43 71 c.707C>T c.(706-708)GCG>GTG p.A236V

Pat_45 Pre-Treatment MYO16 23026 37 13 109793674 109793675 Missense_Mutation DNP GG AA 10 14 .5048_5049GG>AAc.(5047-5049)AGG>AAA p.R1683K

Pat_45 Pre-Treatment COL4A1 1282 37 13 110839513 110839513 Missense_Mutation SNP G A 5 221 c.1700C>T c.(1699-1701)CCG>CTG p.P567L

Pat_45 Pre-Treatment OR4K14 122740 37 14 20483294 20483294 Missense_Mutation SNP G A 28 84 c.59C>T c.(58-60)TCA>TTA p.S20L

Pat_45 Pre-Treatment RNASE11 122651 37 14 21052064 21052064 Missense_Mutation SNP C T 4 110 c.570G>A c.(568-570)ATG>ATA p.M190I

Pat_45 Pre-Treatment ACIN1 22985 37 14 23530699 23530699 Missense_Mutation SNP G A 5 187 c.3406C>T c.(3406-3408)CGG>TGG p.R1136W

Pat_45 Pre-Treatment FSCB 84075 37 14 44975115 44975115 Missense_Mutation SNP G T 32 72 c.1076C>A c.(1075-1077)CCT>CAT p.P359H

Pat_45 Pre-Treatment POLE2 5427 37 14 50140840 50140840 Splice_Site SNP C T 10 655 c.417_splice c.e5+1 p.Q139_splice

Pat_45 Pre-Treatment POLE2 5427 37 14 50140909 50140909 Missense_Mutation SNP G A 133 300 c.349C>T c.(349-351)CCA>TCA p.P117S

Pat_45 Pre-Treatment DACT1 51339 37 14 59113551 59113551 Missense_Mutation SNP C T 4 113 c.2210C>T c.(2209-2211)ACC>ATC p.T737I

Pat_45 Pre-Treatment GPHB5 122876 37 14 63779784 63779784 Missense_Mutation SNP C T 3 15 c.250G>A c.(250-252)GTA>ATA p.V84I

Pat_45 Pre-Treatment SYNE2 23224 37 14 64586214 64586214 Missense_Mutation SNP G A 4 131 c.12910G>A c.(12910-12912)GAT>AAT p.D4304N

Pat_45 Pre-Treatment SMOC1 64093 37 14 70490077 70490077 Missense_Mutation SNP C T 5 219 c.1204C>T c.(1204-1206)CGG>TGG p.R402W

Pat_45 Pre-Treatment TMEM63C 57156 37 14 77715198 77715198 Missense_Mutation SNP C T 14 65 c.1853C>T c.(1852-1854)CCC>CTC p.P618L

Pat_45 Pre-Treatment C14orf102 55051 37 14 90778814 90778814 Missense_Mutation SNP C T 5 198 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_45 Pre-Treatment CATSPERB 79820 37 14 92157893 92157893 Missense_Mutation SNP T A 66 130 c.838A>T c.(838-840)AGG>TGG p.R280W

Pat_45 Pre-Treatment MOAP1 64112 37 14 93650424 93650424 Missense_Mutation SNP A C 7 242 c.164T>G c.(163-165)ATG>AGG p.M55R

Pat_45 Pre-Treatment ATG2B 55102 37 14 96752132 96752132 Missense_Mutation SNP C T 4 135 c.6197G>A c.(6196-6198)CGG>CAG p.R2066Q

Pat_45 Pre-Treatment MARK3 4140 37 14 103932728 103932728 Missense_Mutation SNP C T 4 118 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_45 Pre-Treatment AHNAK2 113146 37 14 105413426 105413426 Missense_Mutation SNP C T 4 135 c.8362G>A c.(8362-8364)GCA>ACA p.A2788T

Pat_45 Pre-Treatment C15orf2 23742 37 15 24922887 24922887 Missense_Mutation SNP C T 17 62 c.1873C>T c.(1873-1875)CCA>TCA p.P625S

Pat_45 Pre-Treatment BMF 90427 37 15 40396431 40396431 Nonsense_Mutation SNP G A 6 407 c.403C>T c.(403-405)CGA>TGA p.R135*

Pat_45 Pre-Treatment BAHD1 22893 37 15 40756213 40756213 Missense_Mutation SNP G A 3 36 c.1969G>A c.(1969-1971)GAG>AAG p.E657K

Pat_45 Pre-Treatment SPTBN5 51332 37 15 42155949 42155949 Missense_Mutation SNP C T 4 127 c.6997G>A c.(6997-6999)GTG>ATG p.V2333M

Pat_45 Pre-Treatment SPG11 80208 37 15 44892732 44892732 Missense_Mutation SNP G A 8 323 c.3619C>T c.(3619-3621)CGG>TGG p.R1207W

Pat_45 Pre-Treatment SQRDL 58472 37 15 45983208 45983208 Missense_Mutation SNP T A 62 151 c.1333T>A c.(1333-1335)TTT>ATT p.F445I

Pat_45 Pre-Treatment C15orf33 196951 37 15 49800512 49800512 Nonsense_Mutation SNP C T 18 86 c.908G>A c.(907-909)TGG>TAG p.W303*

Pat_45 Pre-Treatment CYP19A1 1588 37 15 51520084 51520084 Nonsense_Mutation SNP G A 60 138 c.343C>T c.(343-345)CGA>TGA p.R115*

Pat_45 Pre-Treatment FAM81A 145773 37 15 59784573 59784573 Missense_Mutation SNP G A 3 52 c.398G>A c.(397-399)CGA>CAA p.R133Q

Pat_45 Pre-Treatment VPS13C 54832 37 15 62160902 62160902 Missense_Mutation SNP G A 4 93 c.10819C>T c.(10819-10821)CGT>TGT p.R3607C

Pat_45 Pre-Treatment USP3 9960 37 15 63862770 63862771 Missense_Mutation DNP GT AA 50 170 c.900_901GT>AA(898-903)AAGTGT>AAAAG p.C301S

Pat_45 Pre-Treatment PIAS1 8554 37 15 68466136 68466136 Missense_Mutation SNP G A 4 71 c.1075G>A c.(1075-1077)GCA>ACA p.A359T

Pat_45 Pre-Treatment PARP6 56965 37 15 72543226 72543226 Missense_Mutation SNP G A 3 51 c.1378C>T c.(1378-1380)CGG>TGG p.R460W



Pat_45 Pre-Treatment CYP1A1 1543 37 15 75014865 75014865 Missense_Mutation SNP C T 4 71 c.574G>A c.(574-576)GTA>ATA p.V192I

Pat_45 Pre-Treatment SNX33 257364 37 15 75949506 75949506 Missense_Mutation SNP C T 5 183 c.1675C>T c.(1675-1677)CGG>TGG p.R559W

Pat_45 Pre-Treatment LOC645752 645752 37 15 78211546 78211546 Missense_Mutation SNP G A 39 71 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_45 Pre-Treatment KIAA1024 23251 37 15 79755620 79755620 Missense_Mutation SNP G A 4 69 c.2510G>A c.(2509-2511)CGG>CAG p.R837Q

Pat_45 Pre-Treatment TM6SF1 53346 37 15 83776476 83776476 Missense_Mutation SNP C T 4 14 c.44C>T c.(43-45)TCG>TTG p.S15L

Pat_45 Pre-Treatment BNC1 646 37 15 83932330 83932330 Missense_Mutation SNP C T 23 43 c.1673G>A c.(1672-1674)AGA>AAA p.R558K

Pat_45 Pre-Treatment ADAMTSL3 57188 37 15 84566671 84566671 Missense_Mutation SNP G A 39 83 c.1529G>A c.(1528-1530)GGA>GAA p.G510E

Pat_45 Pre-Treatment ACAN 176 37 15 89400555 89400555 Missense_Mutation SNP C T 6 31 c.4739C>T c.(4738-4740)GCT>GTT p.A1580V

Pat_45 Pre-Treatment MFGE8 4240 37 15 89444955 89444955 Missense_Mutation SNP G A 12 41 c.697C>T c.(697-699)CCC>TCC p.P233S

Pat_45 Pre-Treatment TTLL13 440307 37 15 90802123 90802123 Missense_Mutation SNP G A 4 131 c.1316G>A c.(1315-1317)CGG>CAG p.R439Q

Pat_45 Pre-Treatment WASH3P 374666 37 15 102515299 102515299 Missense_Mutation SNP G A 3 20 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_45 Pre-Treatment MRPL28 10573 37 16 420112 420112 Missense_Mutation SNP C T 2 4 c.107G>A c.(106-108)CGG>CAG p.R36Q

Pat_45 Pre-Treatment SOLH 6650 37 16 597460 597460 Missense_Mutation SNP G A 2 0 c.622G>A c.(622-624)GGT>AGT p.G208S

Pat_45 Pre-Treatment NDUFB10 4716 37 16 2011166 2011166 Missense_Mutation SNP G A 4 44 c.143G>A c.(142-144)CGG>CAG p.R48Q

Pat_45 Pre-Treatment PKD1 5310 37 16 2167572 2167572 Missense_Mutation SNP G T 2 0 c.1303C>A c.(1303-1305)CAG>AAG p.Q435K

Pat_45 Pre-Treatment ZNF205 7755 37 16 3165844 3165844 Missense_Mutation SNP C T 4 20 c.286C>T c.(286-288)CGG>TGG p.R96W

Pat_45 Pre-Treatment CLUAP1 23059 37 16 3554783 3554783 Missense_Mutation SNP C T 4 137 c.86C>T c.(85-87)ACA>ATA p.T29I

Pat_45 Pre-Treatment CLUAP1 23059 37 16 3562394 3562394 Missense_Mutation SNP G T 4 84 c.411G>T c.(409-411)TTG>TTT p.L137F

Pat_45 Pre-Treatment KIAA0430 9665 37 16 15729949 15729949 Missense_Mutation SNP G A 6 301 c.395C>T c.(394-396)CCG>CTG p.P132L

Pat_45 Pre-Treatment GTF3C1 2975 37 16 27475716 27475716 Missense_Mutation SNP C T 3 87 c.5797G>A c.(5797-5799)GGT>AGT p.G1933S

Pat_45 Pre-Treatment SETD1A 9739 37 16 30976033 30976033 Missense_Mutation SNP T C 3 71 c.970T>C c.(970-972)TCC>CCC p.S324P

Pat_45 Pre-Treatment NUP93 9688 37 16 56782307 56782307 Missense_Mutation SNP C T 3 45 c.148C>T c.(148-150)CGC>TGC p.R50C

Pat_45 Pre-Treatment NLRC5 84166 37 16 57088981 57088981 Missense_Mutation SNP G A 5 82 c.3634G>A c.(3634-3636)GAG>AAG p.E1212K

Pat_45 Pre-Treatment CDH8 1006 37 16 61858972 61858972 Missense_Mutation SNP G A 5 110 c.779C>T c.(778-780)ACG>ATG p.T260M

Pat_45 Pre-Treatment CES2 8824 37 16 66973139 66973139 Missense_Mutation SNP G A 4 104 c.493G>A c.(493-495)GCA>ACA p.A165T

Pat_45 Pre-Treatment LRRC50 123872 37 16 84182710 84182710 Missense_Mutation SNP G A 4 133 c.223G>A c.(223-225)GCA>ACA p.A75T

Pat_45 Pre-Treatment ABR 29 37 17 1028606 1028606 Missense_Mutation SNP G A 4 47 c.158C>T c.(157-159)TCG>TTG p.S53L

Pat_45 Pre-Treatment PAFAH1B1 5048 37 17 2577437 2577437 Missense_Mutation SNP G A 4 121 c.755G>A c.(754-756)TGT>TAT p.C252Y

Pat_45 Pre-Treatment OR3A1 4994 37 17 3195798 3195798 Nonsense_Mutation SNP G A 3 55 c.79C>T c.(79-81)CAG>TAG p.Q27*

Pat_45 Pre-Treatment OR3A3 8392 37 17 3324354 3324354 Missense_Mutation SNP G A 4 137 c.493G>A c.(493-495)GCA>ACA p.A165T

Pat_45 Pre-Treatment C17orf74 201243 37 17 7329824 7329824 Nonsense_Mutation SNP C T 4 97 c.514C>T c.(514-516)CGA>TGA p.R172*

Pat_45 Pre-Treatment MYH10 4628 37 17 8424195 8424195 Splice_Site SNP C T 4 82 c.2180_splice c.e17+1 p.R727_splice

Pat_45 Pre-Treatment MYH8 4626 37 17 10307736 10307736 Missense_Mutation SNP C T 4 83 c.2599G>A c.(2599-2601)GCC>ACC p.A867T

Pat_45 Pre-Treatment ELAC2 60528 37 17 12899865 12899865 Missense_Mutation SNP G A 3 60 c.1658C>T c.(1657-1659)ACG>ATG p.T553M

Pat_45 Pre-Treatment EVI2B 2124 37 17 29631910 29631910 Missense_Mutation SNP C T 4 79 c.718G>A c.(718-720)GGT>AGT p.G240S

Pat_45 Pre-Treatment AP2B1 163 37 17 33977594 33977594 Missense_Mutation SNP C T 4 84 c.1582C>T c.(1582-1584)CGC>TGC p.R528C

Pat_45 Pre-Treatment GGNBP2 79893 37 17 34945798 34945798 Missense_Mutation SNP G A 5 188 c.2051G>A c.(2050-2052)AGG>AAG p.R684K

Pat_45 Pre-Treatment SMARCE1 6605 37 17 38787103 38787103 Missense_Mutation SNP C T 3 72 c.890G>A c.(889-891)CGC>CAC p.R297H

Pat_45 Pre-Treatment KRT23 25984 37 17 39092582 39092582 Missense_Mutation SNP C T 4 118 c.274G>A c.(274-276)GCC>ACC p.A92T

Pat_45 Pre-Treatment KRT33A 3883 37 17 39502820 39502820 Missense_Mutation SNP G A 4 81 c.977C>T c.(976-978)GCG>GTG p.A326V

Pat_45 Pre-Treatment JUP 3728 37 17 39681184 39681184 Missense_Mutation SNP C T 49 55 c.1060G>A c.(1060-1062)GAT>AAT p.D354N

Pat_45 Pre-Treatment KCNH4 23415 37 17 40323967 40323967 Missense_Mutation SNP A G 2 4 c.1034T>C c.(1033-1035)CTG>CCG p.L345P

Pat_45 Pre-Treatment KCNH4 23415 37 17 40330137 40330137 Missense_Mutation SNP C T 29 45 c.566G>A c.(565-567)GGA>GAA p.G189E

Pat_45 Pre-Treatment BRCA1 672 37 17 41228590 41228590 Nonsense_Mutation SNP G A 4 112 c.4399C>T c.(4399-4401)CAG>TAG p.Q1467*

Pat_45 Pre-Treatment CDC27 996 37 17 45219248 45219248 Missense_Mutation SNP C T 11 354 c.1522G>A c.(1522-1524)GCC>ACC p.A508T

Pat_45 Pre-Treatment KPNB1 3837 37 17 45755440 45755440 Missense_Mutation SNP C T 5 203 c.2132C>T c.(2131-2133)CCG>CTG p.P711L

Pat_45 Pre-Treatment CBX1 10951 37 17 46153428 46153428 Missense_Mutation SNP G A 3 49 c.253C>T c.(253-255)CGC>TGC p.R85C



Pat_45 Pre-Treatment B4GALNT2 124872 37 17 47247085 47247085 Missense_Mutation SNP G A 3 19 c.1696G>A c.(1696-1698)GCA>ACA p.A566T

Pat_45 Pre-Treatment CA4 762 37 17 58234829 58234829 Missense_Mutation SNP G A 3 57 c.310G>A c.(310-312)GGA>AGA p.G104R

Pat_45 Pre-Treatment DDX42 11325 37 17 61886234 61886234 Missense_Mutation SNP G A 6 254 c.1078G>A c.(1078-1080)GTA>ATA p.V360I

Pat_45 Pre-Treatment HELZ 9931 37 17 65214908 65214908 Nonsense_Mutation SNP T A 3 87 c.13A>T c.(13-15)AGA>TGA p.R5*

Pat_45 Pre-Treatment NUP85 79902 37 17 73208149 73208149 Missense_Mutation SNP A G 3 110 c.353A>G c.(352-354)CAG>CGG p.Q118R

Pat_45 Pre-Treatment EVPL 2125 37 17 74005546 74005546 Missense_Mutation SNP G A 3 51 c.3740C>T c.(3739-3741)ACG>ATG p.T1247M

Pat_45 Pre-Treatment EVPL 2125 37 17 74019694 74019694 Missense_Mutation SNP C G 2 4 c.240G>C c.(238-240)CAG>CAC p.Q80H

Pat_45 Pre-Treatment CARD14 79092 37 17 78163634 78163634 Missense_Mutation SNP G A 3 23 c.926G>A c.(925-927)CGG>CAG p.R309Q

Pat_45 Pre-Treatment FLJ35220 284131 37 17 78402411 78402411 Nonsense_Mutation SNP C T 2 2 c.730C>T c.(730-732)CGA>TGA p.R244*

Pat_45 Pre-Treatment DLGAP1 9229 37 18 3582121 3582121 Missense_Mutation SNP C T 4 110 c.1717G>A c.(1717-1719)GGA>AGA p.G573R

Pat_45 Pre-Treatment CABLES1 91768 37 18 20815983 20815983 Missense_Mutation SNP G A 3 93 c.1310G>A c.(1309-1311)CGG>CAG p.R437Q

Pat_45 Pre-Treatment KIAA1012 22878 37 18 29447422 29447422 Missense_Mutation SNP T G 27 83 c.2406A>C c.(2404-2406)GAA>GAC p.E802D

Pat_45 Pre-Treatment DTNA 1837 37 18 32335949 32335949 Missense_Mutation SNP A C 4 78 c.9A>C c.(7-9)GAA>GAC p.E3D

Pat_45 Pre-Treatment SLC14A2 8170 37 18 43219790 43219790 Missense_Mutation SNP C T 3 65 c.923C>T c.(922-924)GCT>GTT p.A308V

Pat_45 Pre-Treatment PSTPIP2 9050 37 18 43579439 43579439 Missense_Mutation SNP C T 4 131 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_45 Pre-Treatment MYO5B 4645 37 18 47432958 47432958 Nonsense_Mutation SNP G A 17 36 c.2245C>T c.(2245-2247)CGA>TGA p.R749*

Pat_45 Pre-Treatment ALPK2 115701 37 18 56247145 56247145 Missense_Mutation SNP C G 9 36 c.863G>C c.(862-864)AGT>ACT p.S288T

Pat_45 Pre-Treatment CDH7 1005 37 18 63511183 63511183 Missense_Mutation SNP G A 23 95 c.1117G>A c.(1117-1119)GAG>AAG p.E373K

Pat_45 Pre-Treatment CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 18 48 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_45 Pre-Treatment NETO1 81832 37 18 70450954 70450954 Missense_Mutation SNP C T 33 175 c.827G>A c.(826-828)CGA>CAA p.R276Q

Pat_45 Pre-Treatment CNDP2 55748 37 18 72185827 72185827 Missense_Mutation SNP G A 4 103 c.1162G>A c.(1162-1164)GAC>AAC p.D388N

Pat_45 Pre-Treatment BTBD2 55643 37 19 1997440 1997440 Missense_Mutation SNP C T 4 112 c.430G>A c.(430-432)GCC>ACC p.A144T

Pat_45 Pre-Treatment PIP5K1C 23396 37 19 3642933 3642933 Missense_Mutation SNP G A 6 89 c.1654C>T c.(1654-1656)CGC>TGC p.R552C

Pat_45 Pre-Treatment CHAF1A 10036 37 19 4409310 4409310 Missense_Mutation SNP C T 16 68 c.514C>T c.(514-516)CCT>TCT p.P172S

Pat_45 Pre-Treatment TNFSF14 8740 37 19 6669966 6669966 Missense_Mutation SNP C T 33 173 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_45 Pre-Treatment INSR 3643 37 19 7122913 7122913 Missense_Mutation SNP G A 2 2 c.3346C>T c.(3346-3348)CGT>TGT p.R1116C

Pat_45 Pre-Treatment CLEC4G 339390 37 19 7794279 7794279 Nonsense_Mutation SNP C T 6 4 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_45 Pre-Treatment KANK3 256949 37 19 8389972 8389972 Missense_Mutation SNP C T 3 18 c.1945G>A c.(1945-1947)GAG>AAG p.E649K

Pat_45 Pre-Treatment MUC16 94025 37 19 9068846 9068846 Missense_Mutation SNP C T 25 66 c.18600G>A c.(18598-18600)ATG>ATA p.M6200I

Pat_45 Pre-Treatment ZNF426 79088 37 19 9639255 9639255 Missense_Mutation SNP C T 5 203 c.1466G>A c.(1465-1467)AGT>AAT p.S489N

Pat_45 Pre-Treatment ZNF625 90589 37 19 12256929 12256929 Missense_Mutation SNP G A 30 43 c.104C>T c.(103-105)TCA>TTA p.S35L

Pat_45 Pre-Treatment IL27RA 9466 37 19 14161617 14161617 Missense_Mutation SNP C T 3 38 c.1450C>T c.(1450-1452)CCC>TCC p.P484S

Pat_45 Pre-Treatment CD97 976 37 19 14517213 14517213 Missense_Mutation SNP G A 2 1 c.1892G>A c.(1891-1893)AGC>AAC p.S631N

Pat_45 Pre-Treatment LOC100130932 100130932 37 19 14600293 14600293 Missense_Mutation SNP C T 4 95 c.94C>T c.(94-96)CGG>TGG p.R32W

Pat_45 Pre-Treatment C19orf44 84167 37 19 16612191 16612191 Missense_Mutation SNP G T 4 84 c.588G>T c.(586-588)TTG>TTT p.L196F

Pat_45 Pre-Treatment NWD1 284434 37 19 16902281 16902281 Missense_Mutation SNP G A 3 12 c.3061G>A c.(3061-3063)GAT>AAT p.D1021N

Pat_45 Pre-Treatment NWD1 284434 37 19 16908590 16908590 Missense_Mutation SNP C T 5 159 c.3352C>T c.(3352-3354)CGC>TGC p.R1118C

Pat_45 Pre-Treatment GLT25D1 79709 37 19 17671237 17671237 Missense_Mutation SNP T C 3 82 c.452T>C c.(451-453)CTG>CCG p.L151P

Pat_45 Pre-Treatment MAP1S 55201 37 19 17837868 17837868 Missense_Mutation SNP G A 2 3 c.1675G>A c.(1675-1677)GCA>ACA p.A559T

Pat_45 Pre-Treatment PDE4C 5143 37 19 18322645 18322645 Missense_Mutation SNP C T 13 68 c.1715G>A c.(1714-1716)GGA>GAA p.G572E

Pat_45 Pre-Treatment LOC284441 284441 37 19 20369281 20369281 Missense_Mutation SNP G A 51 175 c.74G>A c.(73-75)CGA>CAA p.R25Q

Pat_45 Pre-Treatment ZNF493 284443 37 19 21606988 21606988 Missense_Mutation SNP A G 5 204 c.1143A>G c.(1141-1143)ATA>ATG p.I381M

Pat_45 Pre-Treatment ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 4 184 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_45 Pre-Treatment RGS9BP 388531 37 19 33167684 33167684 Missense_Mutation SNP G A 2 3 c.515G>A c.(514-516)CGC>CAC p.R172H

Pat_45 Pre-Treatment GRAMD1A 57655 37 19 35500079 35500079 Missense_Mutation SNP G A 4 111 c.65G>A c.(64-66)CGG>CAG p.R22Q

Pat_45 Pre-Treatment ZNF568 374900 37 19 37441709 37441709 Missense_Mutation SNP C T 10 52 c.1654C>T c.(1654-1656)CAT>TAT p.H552Y

Pat_45 Pre-Treatment RYR1 6261 37 19 38942437 38942437 Missense_Mutation SNP G A 3 52 c.1156G>A c.(1156-1158)GCA>ACA p.A386T



Pat_45 Pre-Treatment GMFG 9535 37 19 39819654 39819654 Missense_Mutation SNP C T 4 103 c.343G>A c.(343-345)GCA>ACA p.A115T

Pat_45 Pre-Treatment BLVRB 645 37 19 40964341 40964341 Missense_Mutation SNP G A 4 14 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_45 Pre-Treatment NUMBL 9253 37 19 41188842 41188842 Missense_Mutation SNP C T 4 108 c.281G>A c.(280-282)CGG>CAG p.R94Q

Pat_45 Pre-Treatment CYP2S1 29785 37 19 41704369 41704369 Missense_Mutation SNP C T 4 91 c.496C>T c.(496-498)CGC>TGC p.R166C

Pat_45 Pre-Treatment ARHGEF1 9138 37 19 42408220 42408220 Missense_Mutation SNP G A 4 72 c.1951G>A c.(1951-1953)GAG>AAG p.E651K

Pat_45 Pre-Treatment ZNF223 7766 37 19 44570909 44570909 Missense_Mutation SNP C T 32 143 c.928C>T c.(928-930)CAC>TAC p.H310Y

Pat_45 Pre-Treatment APOC2 344 37 19 45451740 45451740 Missense_Mutation SNP G A 3 81 c.5G>A c.(4-6)GGC>GAC p.G2D

Pat_45 Pre-Treatment MARK4 57787 37 19 45790890 45790890 Missense_Mutation SNP C T 4 23 c.1462C>T c.(1462-1464)CCA>TCA p.P488S

Pat_45 Pre-Treatment GRLF1 2909 37 19 47424681 47424681 Missense_Mutation SNP G A 5 221 c.2749G>A c.(2749-2751)GGA>AGA p.G917R

Pat_45 Pre-Treatment DHX34 9704 37 19 47856634 47856634 Missense_Mutation SNP G A 4 116 c.347G>A c.(346-348)CGG>CAG p.R116Q

Pat_45 Pre-Treatment GLTSCR1 29998 37 19 48183493 48183493 Missense_Mutation SNP G A 2 0 c.1066G>A c.(1066-1068)GCG>ACG p.A356T

Pat_45 Pre-Treatment IZUMO1 284359 37 19 49248955 49248955 Missense_Mutation SNP C T 31 148 c.162G>A c.(160-162)ATG>ATA p.M54I

Pat_45 Pre-Treatment GYS1 2997 37 19 49494681 49494681 Missense_Mutation SNP C T 5 274 c.178G>A c.(178-180)GAC>AAC p.D60N

Pat_45 Pre-Treatment PRR12 57479 37 19 50105048 50105048 Missense_Mutation SNP C T 6 23 c.4646C>T c.(4645-4647)GCC>GTC p.A1549V

Pat_45 Pre-Treatment SIGLEC11 114132 37 19 50462331 50462331 Missense_Mutation SNP G A 3 40 c.1061C>T c.(1060-1062)CCT>CTT p.P354L

Pat_45 Pre-Treatment MYBPC2 4606 37 19 50962555 50962555 Missense_Mutation SNP G A 3 24 c.2783G>A c.(2782-2784)CGC>CAC p.R928H

Pat_45 Pre-Treatment KLK15 55554 37 19 51329900 51329900 Missense_Mutation SNP C T 3 69 c.595G>A c.(595-597)GGC>AGC p.G199S

Pat_45 Pre-Treatment HAS1 3036 37 19 52220383 52220383 Missense_Mutation SNP C T 26 76 c.766G>A c.(766-768)GAG>AAG p.E256K

Pat_45 Pre-Treatment ZNF616 90317 37 19 52618799 52618799 Missense_Mutation SNP G A 5 247 c.1618C>T c.(1618-1620)CGG>TGG p.R540W

Pat_45 Pre-Treatment ZNF160 90338 37 19 53589523 53589524 Missense_Mutation DNP GG AA 23 63 c.6_7CC>TT c.(4-9)GCCCTT>GCTTTT p.L3F

Pat_45 Pre-Treatment DPRX 503834 37 19 54140183 54140183 Missense_Mutation SNP G A 5 157 c.517G>A c.(517-519)GCT>ACT p.A173T

Pat_45 Pre-Treatment CACNG7 59284 37 19 54418696 54418696 Missense_Mutation SNP G A 4 94 c.361G>A c.(361-363)GGC>AGC p.G121S

Pat_45 Pre-Treatment RPS9 6203 37 19 54711307 54711307 Missense_Mutation SNP G A 4 85 c.449G>A c.(448-450)CGC>CAC p.R150H

Pat_45 Pre-Treatment LILRA1 11024 37 19 55106729 55106729 Missense_Mutation SNP C T 25 104 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_45 Pre-Treatment LILRB1 10859 37 19 55146735 55146735 Missense_Mutation SNP G A 16 57 c.1585G>A c.(1585-1587)GAA>AAA p.E529K

Pat_45 Pre-Treatment KIR2DS4 3809 37 19 55354347 55354347 Missense_Mutation SNP C T 107 181 c.689C>T c.(688-690)TCA>TTA p.S230L

Pat_45 Pre-Treatment BRSK1 84446 37 19 55800943 55800943 Missense_Mutation SNP G A 4 97 c.413G>A c.(412-414)CGC>CAC p.R138H

Pat_45 Pre-Treatment CCDC106 29903 37 19 56160423 56160423 Missense_Mutation SNP G A 4 110 c.11G>A c.(10-12)CGG>CAG p.R4Q

Pat_45 Pre-Treatment NLRP11 204801 37 19 56307518 56307518 Missense_Mutation SNP G A 5 164 c.2270C>T c.(2269-2271)CCG>CTG p.P757L

Pat_45 Pre-Treatment NLRP4 147945 37 19 56363558 56363558 Missense_Mutation SNP G A 8 47 c.112G>A c.(112-114)GAA>AAA p.E38K

Pat_45 Pre-Treatment NLRP4 147945 37 19 56372838 56372838 Missense_Mutation SNP G A 3 58 c.1943G>A c.(1942-1944)AGC>AAC p.S648N

Pat_45 Pre-Treatment NLRP5 126206 37 19 56539247 56539247 Missense_Mutation SNP G A 8 7 c.1648G>A c.(1648-1650)GAC>AAC p.D550N

Pat_45 Pre-Treatment KIDINS220 57498 37 2 8934045 8934045 Missense_Mutation SNP G A 44 95 c.1171C>T c.(1171-1173)CCC>TCC p.P391S

Pat_45 Pre-Treatment GREB1 9687 37 2 11767162 11767162 Missense_Mutation SNP G A 3 48 c.4381G>A c.(4381-4383)GCA>ACA p.A1461T

Pat_45 Pre-Treatment LPIN1 23175 37 2 11955254 11955254 Missense_Mutation SNP G A 3 73 c.2182G>A c.(2182-2184)GGG>AGG p.G728R

Pat_45 Pre-Treatment MATN3 4148 37 2 20205796 20205796 Nonsense_Mutation SNP G A 20 40 c.499C>T c.(499-501)CAG>TAG p.Q167*

Pat_45 Pre-Treatment ATAD2B 54454 37 2 23980810 23980810 Missense_Mutation SNP C T 3 82 c.3556G>A c.(3556-3558)GTA>ATA p.V1186I

Pat_45 Pre-Treatment NCOA1 8648 37 2 24964714 24964714 Missense_Mutation SNP G A 3 56 c.3365G>A c.(3364-3366)CGA>CAA p.R1122Q

Pat_45 Pre-Treatment C2orf70 339778 37 2 26800463 26800463 Missense_Mutation SNP G A 4 61 c.428G>A c.(427-429)AGG>AAG p.R143K

Pat_45 Pre-Treatment DPYSL5 56896 37 2 27121425 27121425 Missense_Mutation SNP G A 4 135 c.58G>A c.(58-60)GAT>AAT p.D20N

Pat_45 Pre-Treatment ABHD1 84696 37 2 27352478 27352478 Missense_Mutation SNP G A 4 36 c.601G>A c.(601-603)GGC>AGC p.G201S

Pat_45 Pre-Treatment C2orf16 84226 37 2 27803008 27803008 Missense_Mutation SNP G A 10 67 c.3569G>A c.(3568-3570)CGG>CAG p.R1190Q

Pat_45 Pre-Treatment SLC4A1AP 22950 37 2 27900620 27900620 Missense_Mutation SNP C T 31 108 c.1592C>T c.(1591-1593)CCA>CTA p.P531L

Pat_45 Pre-Treatment CEP68 23177 37 2 65299218 65299218 Nonsense_Mutation SNP C T 4 87 c.988C>T c.(988-990)CAG>TAG p.Q330*

Pat_45 Pre-Treatment SEMA4F 10505 37 2 74902386 74902386 Missense_Mutation SNP G A 4 79 c.1247G>A c.(1246-1248)AGG>AAG p.R416K

Pat_45 Pre-Treatment FLJ40330 645784 37 2 89082281 89082281 Splice_Site SNP T C 3 136 c.397_splice c.e3+2

Pat_45 Pre-Treatment ASTL 431705 37 2 96798324 96798324 Missense_Mutation SNP C T 4 89 c.592G>A c.(592-594)GAC>AAC p.D198N



Pat_45 Pre-Treatment ST6GAL2 84620 37 2 107459979 107459979 Missense_Mutation SNP G A 4 133 c.455C>T c.(454-456)TCC>TTC p.S152F

Pat_45 Pre-Treatment POTEE 445582 37 2 132020967 132020967 Missense_Mutation SNP G A 9 48 c.1939G>A c.(1939-1941)GAA>AAA p.E647K

Pat_45 Pre-Treatment GPR39 2863 37 2 133174679 133174679 Missense_Mutation SNP G A 4 87 c.64G>A c.(64-66)GAG>AAG p.E22K

Pat_45 Pre-Treatment ZRANB3 84083 37 2 136033282 136033282 Missense_Mutation SNP T C 21 59 c.1010A>G c.(1009-1011)GAT>GGT p.D337G

Pat_45 Pre-Treatment CACNB4 785 37 2 152739875 152739875 Missense_Mutation SNP C T 36 164 c.157G>A c.(157-159)GAT>AAT p.D53N

Pat_45 Pre-Treatment NOSTRIN 115677 37 2 169716093 169716093 Missense_Mutation SNP A C 58 154 c.1125A>C c.(1123-1125)CAA>CAC p.Q375H

Pat_45 Pre-Treatment LRP2 4036 37 2 170062971 170062971 Missense_Mutation SNP G A 4 94 c.7259C>T c.(7258-7260)ACT>ATT p.T2420I

Pat_45 Pre-Treatment GPR155 151556 37 2 175346273 175346273 Missense_Mutation SNP G A 57 465 c.412C>T c.(412-414)CCT>TCT p.P138S

Pat_45 Pre-Treatment TTN 7273 37 2 179459373 179459373 Missense_Mutation SNP G A 5 138 c.50144C>T c.(50143-50145)ACT>ATT p.T16715I

Pat_45 Pre-Treatment TTN 7273 37 2 179469836 179469836 Missense_Mutation SNP C T 5 141 c.46364G>A c.(46363-46365)CGA>CAA p.R15455Q

Pat_45 Pre-Treatment TTN 7273 37 2 179614255 179614255 Missense_Mutation SNP G A 27 85 c.12872C>T c.(12871-12873)GCT>GTT p.A4291V

Pat_45 Pre-Treatment CERKL 375298 37 2 182430229 182430229 Missense_Mutation SNP C T 7 369 c.686G>A c.(685-687)CGG>CAG p.R229Q

Pat_45 Pre-Treatment NAB1 4664 37 2 191524260 191524260 Missense_Mutation SNP G T 4 97 c.358G>T c.(358-360)GCC>TCC p.A120S

Pat_45 Pre-Treatment SDPR 8436 37 2 192701344 192701344 Missense_Mutation SNP C T 14 32 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_45 Pre-Treatment AOX1 316 37 2 201527615 201527616 Missense_Mutation DNP GG AA 50 152 .3466_3467GG>AAc.(3466-3468)GGC>AAC p.G1156N

Pat_45 Pre-Treatment NOP58 51602 37 2 203149129 203149129 Missense_Mutation SNP G A 4 129 c.359G>A c.(358-360)CGT>CAT p.R120H

Pat_45 Pre-Treatment DYTN 391475 37 2 207564538 207564538 Missense_Mutation SNP G A 3 59 c.632C>T c.(631-633)CCG>CTG p.P211L

Pat_45 Pre-Treatment ABCA12 26154 37 2 215875192 215875192 Missense_Mutation SNP G A 4 54 c.2335C>T c.(2335-2337)CCA>TCA p.P779S

Pat_45 Pre-Treatment CXCR2 3579 37 2 219000231 219000231 Missense_Mutation SNP G A 5 264 c.707G>A c.(706-708)CGT>CAT p.R236H

Pat_45 Pre-Treatment COL4A4 1286 37 2 227973581 227973581 Missense_Mutation SNP G A 3 34 c.661C>T c.(661-663)CCT>TCT p.P221S

Pat_45 Pre-Treatment PSMD1 5707 37 2 231948392 231948392 Missense_Mutation SNP G A 4 137 c.1637G>A c.(1636-1638)CGT>CAT p.R546H

Pat_45 Pre-Treatment HDAC4 9759 37 2 240016726 240016726 Missense_Mutation SNP G A 4 127 c.2245C>T c.(2245-2247)CTC>TTC p.L749F

Pat_45 Pre-Treatment ATG4B 23192 37 2 242590687 242590687 Missense_Mutation SNP G A 3 25 c.121G>A c.(121-123)GAG>AAG p.E41K

Pat_45 Pre-Treatment TRIB3 57761 37 20 372154 372155 Missense_Mutation DNP AC TT 7 18 c.515_516AC>TT c.(514-516)CAC>CTT p.H172L

Pat_45 Pre-Treatment SIRPG 55423 37 20 1616833 1616833 Splice_Site SNP C T 3 55 c.748_splice c.e3+1 p.V250_splice

Pat_45 Pre-Treatment FASTKD5 60493 37 20 3127727 3127727 Missense_Mutation SNP G A 5 76 c.1990C>T c.(1990-1992)CCT>TCT p.P664S

Pat_45 Pre-Treatment JAG1 182 37 20 10630918 10630918 Nonsense_Mutation SNP C T 24 74 c.1211G>A c.(1210-1212)TGG>TAG p.W404*

Pat_45 Pre-Treatment CD93 22918 37 20 23065529 23065529 Missense_Mutation SNP G A 4 74 c.1301C>T c.(1300-1302)CCG>CTG p.P434L

Pat_45 Pre-Treatment PLUNC 51297 37 20 31829222 31829222 Missense_Mutation SNP G A 125 245 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_45 Pre-Treatment NCOA6 23054 37 20 33337708 33337708 Missense_Mutation SNP C T 3 60 c.2290G>A c.(2290-2292)GGA>AGA p.G764R

Pat_45 Pre-Treatment RALGAPB 57148 37 20 37126006 37126006 Missense_Mutation SNP G A 4 113 c.400G>A c.(400-402)GGT>AGT p.G134S

Pat_45 Pre-Treatment ADA 100 37 20 43255157 43255157 Missense_Mutation SNP C T 4 76 c.302G>A c.(301-303)CGG>CAG p.R101Q

Pat_45 Pre-Treatment SLC35C2 51006 37 20 44987058 44987058 Missense_Mutation SNP C T 4 120 c.88G>A c.(88-90)GGC>AGC p.G30S

Pat_45 Pre-Treatment PHACTR3 116154 37 20 58318169 58318169 Missense_Mutation SNP G A 37 94 c.126G>A c.(124-126)ATG>ATA p.M42I

Pat_45 Pre-Treatment PHACTR3 116154 37 20 58342267 58342267 Missense_Mutation SNP G A 27 37 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_45 Pre-Treatment DIDO1 11083 37 20 61510767 61510767 Missense_Mutation SNP G A 2 2 c.6541C>T c.(6541-6543)CGC>TGC p.R2181C

Pat_45 Pre-Treatment TIAM1 7074 37 21 32513700 32513700 Missense_Mutation SNP G A 4 85 c.3598C>T c.(3598-3600)CTC>TTC p.L1200F

Pat_45 Pre-Treatment TIAM1 7074 37 21 32595763 32595763 Missense_Mutation SNP C T 70 175 c.1954G>A c.(1954-1956)GGC>AGC p.G652S

Pat_45 Pre-Treatment DYRK1A 1859 37 21 38845021 38845021 Missense_Mutation SNP C T 5 169 c.46C>T c.(46-48)CGG>TGG p.R16W

Pat_45 Pre-Treatment BRWD1 54014 37 21 40582064 40582064 Missense_Mutation SNP C T 29 98 c.4054G>A c.(4054-4056)GAT>AAT p.D1352N

Pat_45 Pre-Treatment COL18A1 80781 37 21 46930009 46930009 Missense_Mutation SNP C T 2 1 c.4763C>T c.(4762-4764)TCA>TTA p.S1588L

Pat_45 Pre-Treatment PCNT 5116 37 21 47754455 47754455 Missense_Mutation SNP C T 4 77 c.412C>T c.(412-414)CAC>TAC p.H138Y

Pat_45 Pre-Treatment CECR6 27439 37 22 17600757 17600757 Missense_Mutation SNP G A 2 1 c.1261C>T c.(1261-1263)CCC>TCC p.P421S

Pat_45 Pre-Treatment CECR5 27440 37 22 17624015 17624015 Missense_Mutation SNP G A 21 40 c.544C>T c.(544-546)CCG>TCG p.P182S

Pat_45 Pre-Treatment TBX1 6899 37 22 19766821 19766821 Missense_Mutation SNP G A 4 61 c.1088G>A c.(1087-1089)AGG>AAG p.R363K

Pat_45 Pre-Treatment ZDHHC8 29801 37 22 20128852 20128852 Missense_Mutation SNP G A 3 31 c.1007G>A c.(1006-1008)GGC>GAC p.G336D

Pat_45 Pre-Treatment RTDR1 27156 37 22 23401726 23401726 Missense_Mutation SNP C T 4 57 c.961G>A c.(961-963)GTG>ATG p.V321M



Pat_45 Pre-Treatment BCR 613 37 22 23631788 23631788 Missense_Mutation SNP C T 7 38 c.2687C>T c.(2686-2688)CCG>CTG p.P896L

Pat_45 Pre-Treatment ZNF70 7621 37 22 24086387 24086387 Missense_Mutation SNP C T 4 103 c.941G>A c.(940-942)GGG>GAG p.G314E

Pat_45 Pre-Treatment MYO18B 84700 37 22 26400684 26400684 Missense_Mutation SNP G A 13 45 c.6333G>A c.(6331-6333)ATG>ATA p.M2111I

Pat_45 Pre-Treatment SEZ6L 23544 37 22 26688759 26688759 Missense_Mutation SNP C T 3 15 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_45 Pre-Treatment HPS4 89781 37 22 26854482 26854482 Missense_Mutation SNP C A 3 48 c.1775G>T c.(1774-1776)AGG>ATG p.R592M

Pat_45 Pre-Treatment KREMEN1 83999 37 22 29537939 29537939 Missense_Mutation SNP C T 4 124 c.1267C>T c.(1267-1269)CGT>TGT p.R423C

Pat_45 Pre-Treatment AP1B1 162 37 22 29746040 29746040 Missense_Mutation SNP G A 6 167 c.1255C>T c.(1255-1257)CGC>TGC p.R419C

Pat_45 Pre-Treatment OSBP2 23762 37 22 31289161 31289161 Nonsense_Mutation SNP G A 4 35 c.1922G>A c.(1921-1923)TGG>TAG p.W641*

Pat_45 Pre-Treatment SFI1 9814 37 22 31946325 31946325 Missense_Mutation SNP G A 3 42 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_45 Pre-Treatment MYH9 4627 37 22 36714329 36714329 Missense_Mutation SNP C T 6 309 c.1150G>A c.(1150-1152)GAT>AAT p.D384N

Pat_45 Pre-Treatment TMPRSS6 164656 37 22 37466570 37466570 Missense_Mutation SNP C T 4 94 c.1822G>A c.(1822-1824)GCT>ACT p.A608T

Pat_45 Pre-Treatment TAB1 10454 37 22 39811633 39811633 Missense_Mutation SNP C T 12 28 c.299C>T c.(298-300)GCC>GTC p.A100V

Pat_45 Pre-Treatment MPPED1 758 37 22 43870764 43870764 Missense_Mutation SNP G C 3 100 c.555G>C c.(553-555)CAG>CAC p.Q185H

Pat_45 Pre-Treatment UPK3A 7380 37 22 45685025 45685025 Splice_Site SNP G A 4 128 c.571_splice c.e4+1 p.L191_splice

Pat_45 Pre-Treatment PKDREJ 10343 37 22 46654188 46654188 Missense_Mutation SNP C T 4 122 c.5032G>A c.(5032-5034)GTC>ATC p.V1678I

Pat_45 Pre-Treatment JAGN1 84522 37 3 9934877 9934877 Missense_Mutation SNP T G 89 69 c.368T>G c.(367-369)TTC>TGC p.F123C

Pat_45 Pre-Treatment IQSEC1 9922 37 3 12962047 12962047 Missense_Mutation SNP G A 4 78 c.1945C>T c.(1945-1947)CCA>TCA p.P649S

Pat_45 Pre-Treatment PLCL2 23228 37 3 17131387 17131387 Missense_Mutation SNP G A 3 52 c.3343G>A c.(3343-3345)GAT>AAT p.D1115N

Pat_45 Pre-Treatment DLEC1 9940 37 3 38158478 38158478 Missense_Mutation SNP G A 3 45 c.4192G>A c.(4192-4194)GGG>AGG p.G1398R

Pat_45 Pre-Treatment COL7A1 1294 37 3 48607707 48607707 Splice_Site SNP C T 3 35 c.7440_splice c.e97+1 p.R2480_splice

Pat_45 Pre-Treatment QARS 5859 37 3 49133496 49133496 Missense_Mutation SNP G A 4 42 c.2294C>T c.(2293-2295)ACT>ATT p.T765I

Pat_45 Pre-Treatment GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 6 20 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_45 Pre-Treatment DAG1 1605 37 3 49569062 49569062 Missense_Mutation SNP G A 4 107 c.1118G>A c.(1117-1119)CGA>CAA p.R373Q

Pat_45 Pre-Treatment RBM5 10181 37 3 50155830 50155830 Missense_Mutation SNP G A 4 48 c.2389G>A c.(2389-2391)GAT>AAT p.D797N

Pat_45 Pre-Treatment TLR9 54106 37 3 52255324 52255324 Missense_Mutation SNP C T 3 24 c.3008G>A c.(3007-3009)CGC>CAC p.R1003H

Pat_45 Pre-Treatment TWF2 11344 37 3 52265154 52265154 Missense_Mutation SNP G A 4 59 c.472C>T c.(472-474)CGC>TGC p.R158C

Pat_45 Pre-Treatment PRKCD 5580 37 3 53217169 53217169 Missense_Mutation SNP G A 4 66 c.604G>A c.(604-606)GAC>AAC p.D202N

Pat_45 Pre-Treatment FLNB 2317 37 3 58108856 58108856 Missense_Mutation SNP G A 4 104 c.3163G>A c.(3163-3165)GTG>ATG p.V1055M

Pat_45 Pre-Treatment ATXN7 6314 37 3 63981842 63981842 Missense_Mutation SNP G A 4 127 c.2344G>A c.(2344-2346)GGG>AGG p.G782R

Pat_45 Pre-Treatment ADCY5 111 37 3 123166474 123166474 Missense_Mutation SNP C T 2 0 c.919G>A c.(919-921)GCC>ACC p.A307T

Pat_45 Pre-Treatment SLC12A8 84561 37 3 124909229 124909229 Missense_Mutation SNP C T 4 115 c.188G>A c.(187-189)GGC>GAC p.G63D

Pat_45 Pre-Treatment MCM2 4171 37 3 127325110 127325110 Missense_Mutation SNP G A 5 152 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_45 Pre-Treatment ZBTB38 253461 37 3 141163272 141163272 Missense_Mutation SNP C T 5 138 c.2042C>T c.(2041-2043)GCT>GTT p.A681V

Pat_45 Pre-Treatment RNF13 11342 37 3 149613348 149613348 Splice_Site SNP G A 5 189 c.409_splice c.e6+1 p.I137_splice

Pat_45 Pre-Treatment GPR87 53836 37 3 151011986 151011986 Missense_Mutation SNP G A 8 361 c.1048C>T c.(1048-1050)CGC>TGC p.R350C

Pat_45 Pre-Treatment C3orf55 152078 37 3 157289043 157289043 Missense_Mutation SNP G A 3 40 c.161G>A c.(160-162)GGA>GAA p.G54E

Pat_45 Pre-Treatment ARPM1 84517 37 3 169486133 169486133 Missense_Mutation SNP G A 4 76 c.206C>T c.(205-207)CCA>CTA p.P69L

Pat_45 Pre-Treatment THPO 7066 37 3 184090434 184090434 Missense_Mutation SNP G A 4 72 c.929C>T c.(928-930)CCA>CTA p.P310L

Pat_45 Pre-Treatment GP5 2814 37 3 194118791 194118791 Missense_Mutation SNP G A 30 36 c.221C>T c.(220-222)ACC>ATC p.T74I

Pat_45 Pre-Treatment MUC4 4585 37 3 195512117 195512117 Missense_Mutation SNP C G 5 4 c.6334G>C c.(6334-6336)GCT>CCT p.A2112P

Pat_45 Pre-Treatment PCYT1A 5130 37 3 195965671 195965671 Missense_Mutation SNP G A 7 18 c.992C>T c.(991-993)TCC>TTC p.S331F

Pat_45 Pre-Treatment FGFR3 2261 37 4 1805525 1805525 Missense_Mutation SNP G A 3 34 c.1037G>A c.(1036-1038)GGG>GAG p.G346E

Pat_45 Pre-Treatment RGS12 6002 37 4 3415832 3415832 Missense_Mutation SNP G A 2 2 c.2054G>A c.(2053-2055)AGC>AAC p.S685N

Pat_45 Pre-Treatment HGFAC 3083 37 4 3444502 3444502 Missense_Mutation SNP C T 5 83 c.161C>T c.(160-162)GCG>GTG p.A54V

Pat_45 Pre-Treatment ZBTB49 166793 37 4 4322555 4322555 Missense_Mutation SNP G A 3 30 c.1810G>A c.(1810-1812)GAG>AAG p.E604K

Pat_45 Pre-Treatment PSAPL1 768239 37 4 7435406 7435406 Missense_Mutation SNP T C 2 6 c.1201A>G c.(1201-1203)AGG>GGG p.R401G

Pat_45 Pre-Treatment TLR1 7096 37 4 38798346 38798346 Nonsense_Mutation SNP G A 167 259 c.2107C>T c.(2107-2109)CAG>TAG p.Q703*



Pat_45 Pre-Treatment RFC1 5981 37 4 39297270 39297270 Missense_Mutation SNP C T 4 105 c.2921G>A c.(2920-2922)CGT>CAT p.R974H

Pat_45 Pre-Treatment ATP8A1 10396 37 4 42454025 42454025 Missense_Mutation SNP A G 3 49 c.2869T>C c.(2869-2871)TGG>CGG p.W957R

Pat_45 Pre-Treatment RASSF6 166824 37 4 74450977 74450977 Missense_Mutation SNP T C 4 86 c.583A>G c.(583-585)AGG>GGG p.R195G

Pat_45 Pre-Treatment LIN54 132660 37 4 83861083 83861083 Missense_Mutation SNP G A 5 215 c.1201C>T c.(1201-1203)CGG>TGG p.R401W

Pat_45 Pre-Treatment PPM1K 152926 37 4 89199310 89199310 Missense_Mutation SNP C T 4 79 c.426G>A c.(424-426)ATG>ATA p.M142I

Pat_45 Pre-Treatment NDST3 9348 37 4 119064828 119064828 Missense_Mutation SNP G A 3 59 c.1528G>A c.(1528-1530)GTC>ATC p.V510I

Pat_45 Pre-Treatment FAT4 79633 37 4 126240061 126240061 Missense_Mutation SNP C T 4 99 c.2495C>T c.(2494-2496)ACT>ATT p.T832I

Pat_45 Pre-Treatment GLRB 2743 37 4 158091830 158091830 Missense_Mutation SNP C T 8 180 c.1444C>T c.(1444-1446)CCT>TCT p.P482S

Pat_45 Pre-Treatment NPY5R 4889 37 4 164272176 164272176 Missense_Mutation SNP G A 13 132 c.751G>A c.(751-753)GAA>AAA p.E251K

Pat_45 Pre-Treatment ANP32C 23520 37 4 165118166 165118166 Missense_Mutation SNP C T 25 39 c.698G>A c.(697-699)CGA>CAA p.R233Q

Pat_45 Pre-Treatment GK3P 2713 37 4 166199849 166199849 Missense_Mutation SNP C T 5 210 c.949G>A c.(949-951)GCT>ACT p.A317T

Pat_45 Pre-Treatment TLL1 7092 37 4 166915635 166915635 Missense_Mutation SNP G T 12 38 c.464G>T c.(463-465)AGA>ATA p.R155I

Pat_45 Pre-Treatment FAM149A 25854 37 4 187088231 187088231 Missense_Mutation SNP G A 4 42 c.1274G>A c.(1273-1275)AGC>AAC p.S425N

Pat_45 Pre-Treatment CYP4V2 285440 37 4 187118110 187118110 Missense_Mutation SNP C T 4 107 c.430C>T c.(430-432)CGC>TGC p.R144C

Pat_45 Pre-Treatment NKD2 85409 37 5 1038318 1038318 Missense_Mutation SNP C T 2 2 c.1186C>T c.(1186-1188)CTC>TTC p.L396F

Pat_45 Pre-Treatment TERT 7015 37 5 1282710 1282710 Missense_Mutation SNP G A 3 24 c.1603C>T c.(1603-1605)CGT>TGT p.R535C

Pat_45 Pre-Treatment SLC6A3 6531 37 5 1406365 1406365 Missense_Mutation SNP C T 4 63 c.1537G>A c.(1537-1539)GGG>AGG p.G513R

Pat_45 Pre-Treatment CTNND2 1501 37 5 11346553 11346553 Missense_Mutation SNP C T 4 129 c.1559G>A c.(1558-1560)GGC>GAC p.G520D

Pat_45 Pre-Treatment PRDM9 56979 37 5 23526999 23526999 Missense_Mutation SNP C T 4 111 c.1802C>T c.(1801-1803)ACA>ATA p.T601I

Pat_45 Pre-Treatment C6 729 37 5 41159253 41159253 Missense_Mutation SNP C T 48 137 c.1787G>A c.(1786-1788)CGA>CAA p.R596Q

Pat_45 Pre-Treatment BDP1 55814 37 5 70818718 70818718 Missense_Mutation SNP G A 4 89 c.5329G>A c.(5329-5331)GTA>ATA p.V1777I

Pat_45 Pre-Treatment CMYA5 202333 37 5 79034609 79034609 Missense_Mutation SNP C T 6 52 c.10021C>T c.(10021-10023)CCA>TCA p.P3341S

Pat_45 Pre-Treatment VCAN 1462 37 5 82834931 82834931 Missense_Mutation SNP G A 4 39 c.6109G>A c.(6109-6111)GCT>ACT p.A2037T

Pat_45 Pre-Treatment SLCO6A1 133482 37 5 101813557 101813557 Missense_Mutation SNP C T 47 139 c.625G>A c.(625-627)GAA>AAA p.E209K

Pat_45 Pre-Treatment TRPC7 57113 37 5 135561775 135561775 Missense_Mutation SNP C T 3 16 c.2206G>A c.(2206-2208)GCC>ACC p.A736T

Pat_45 Pre-Treatment PCDHA6 56142 37 5 140209564 140209564 Missense_Mutation SNP G A 4 62 c.1888G>A c.(1888-1890)GAG>AAG p.E630K

Pat_45 Pre-Treatment PCDHGA1 56114 37 5 140712640 140712640 Missense_Mutation SNP T A 29 35 c.2389T>A c.(2389-2391)TTA>ATA p.L797I

Pat_45 Pre-Treatment HDAC3 8841 37 5 141009255 141009255 Missense_Mutation SNP G A 4 134 c.472C>T c.(472-474)CTC>TTC p.L158F

Pat_45 Pre-Treatment FCHSD1 89848 37 5 141024239 141024239 Missense_Mutation SNP C T 4 81 c.1543G>A c.(1543-1545)GAG>AAG p.E515K

Pat_45 Pre-Treatment PCDH1 5097 37 5 141242829 141242829 Missense_Mutation SNP G A 21 37 c.3067C>T c.(3067-3069)CGC>TGC p.R1023C

Pat_45 Pre-Treatment SH3RF2 153769 37 5 145439449 145439449 Missense_Mutation SNP C T 18 50 c.1576C>T c.(1576-1578)CTC>TTC p.L526F

Pat_45 Pre-Treatment DPYSL3 1809 37 5 146781115 146781115 Missense_Mutation SNP G A 9 25 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_45 Pre-Treatment FBXO38 81545 37 5 147806803 147806803 Missense_Mutation SNP G A 4 68 c.1946G>A c.(1945-1947)CGA>CAA p.R649Q

Pat_45 Pre-Treatment PPARGC1B 133522 37 5 149212805 149212805 Missense_Mutation SNP C T 3 46 c.1169C>T c.(1168-1170)TCG>TTG p.S390L

Pat_45 Pre-Treatment FAT2 2196 37 5 150921921 150921921 Missense_Mutation SNP C T 13 187 c.8767G>A c.(8767-8769)GAA>AAA p.E2923K

Pat_45 Pre-Treatment TIMD4 91937 37 5 156381747 156381747 Missense_Mutation SNP C T 4 62 c.79G>A c.(79-81)GTT>ATT p.V27I

Pat_45 Pre-Treatment ADAM19 8728 37 5 156929917 156929917 Missense_Mutation SNP C T 24 96 c.1202G>A c.(1201-1203)GGA>GAA p.G401E

Pat_45 Pre-Treatment DOCK2 1794 37 5 169116299 169116299 Missense_Mutation SNP G A 23 97 c.805G>A c.(805-807)GAG>AAG p.E269K

Pat_45 Pre-Treatment CNOT6 57472 37 5 179998353 179998353 Missense_Mutation SNP G A 4 88 c.1382G>A c.(1381-1383)AGG>AAG p.R461K

Pat_45 Pre-Treatment PIP5K1P1 206426 37 6 7987158 7987158 Missense_Mutation SNP C T 4 97 c.389C>T c.(388-390)GCG>GTG p.A130V

Pat_45 Pre-Treatment GFOD1 54438 37 6 13486885 13486885 Missense_Mutation SNP C T 4 38 c.238G>A c.(238-240)GCT>ACT p.A80T

Pat_45 Pre-Treatment JARID2 3720 37 6 15501269 15501269 Missense_Mutation SNP C T 4 36 c.2077C>T c.(2077-2079)CGG>TGG p.R693W

Pat_45 Pre-Treatment CAP2 10486 37 6 17551741 17551741 Missense_Mutation SNP G T 4 127 c.1256G>T c.(1255-1257)TGC>TTC p.C419F

Pat_45 Pre-Treatment DCDC2 51473 37 6 24174966 24174966 Missense_Mutation SNP C T 5 122 c.1423G>A c.(1423-1425)GTG>ATG p.V475M

Pat_45 Pre-Treatment SLC17A1 6568 37 6 25826840 25826840 Missense_Mutation SNP C A 3 22 c.56G>T c.(55-57)CGC>CTC p.R19L

Pat_45 Pre-Treatment OR12D2 26529 37 6 29365320 29365320 Missense_Mutation SNP C T 32 182 c.844C>T c.(844-846)CCT>TCT p.P282S

Pat_45 Pre-Treatment DPCR1 135656 37 6 30919836 30919837 Missense_Mutation DNP GG AA 23 91 .3595_3596GG>AAc.(3595-3597)GGG>AAG p.G1199K



Pat_45 Pre-Treatment PSORS1C1 170679 37 6 31106510 31106510 Missense_Mutation SNP G A 5 159 c.121G>A c.(121-123)GTT>ATT p.V41I

Pat_45 Pre-Treatment SLC39A7 7922 37 6 33170780 33170780 Missense_Mutation SNP G A 6 351 c.1034G>A c.(1033-1035)CGG>CAG p.R345Q

Pat_45 Pre-Treatment KIFC1 3833 37 6 33374184 33374184 Missense_Mutation SNP G A 4 69 c.1748G>A c.(1747-1749)CGG>CAG p.R583Q

Pat_45 Pre-Treatment C6orf106 64771 37 6 34614410 34614410 Missense_Mutation SNP C T 4 123 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_45 Pre-Treatment TREML4 285852 37 6 41196184 41196184 Missense_Mutation SNP C A 3 23 c.19C>A c.(19-21)CAC>AAC p.H7N

Pat_45 Pre-Treatment PRPH2 5961 37 6 42689774 42689774 Missense_Mutation SNP G A 3 32 c.299C>T c.(298-300)CCG>CTG p.P100L

Pat_45 Pre-Treatment TCTE1 202500 37 6 44254138 44254138 Missense_Mutation SNP G T 4 41 c.409C>A c.(409-411)CAT>AAT p.H137N

Pat_45 Pre-Treatment EYS 346007 37 6 66204958 66204958 Missense_Mutation SNP G T 4 131 c.346C>A c.(346-348)CAA>AAA p.Q116K

Pat_45 Pre-Treatment IMPG1 3617 37 6 76713637 76713637 Missense_Mutation SNP G A 25 92 c.1166C>T c.(1165-1167)CCT>CTT p.P389L

Pat_45 Pre-Treatment BVES 11149 37 6 105573398 105573398 Missense_Mutation SNP C T 5 272 c.407G>A c.(406-408)CGT>CAT p.R136H

Pat_45 Pre-Treatment FAM26E 254228 37 6 116833142 116833142 Missense_Mutation SNP C T 4 112 c.283C>T c.(283-285)CGT>TGT p.R95C

Pat_45 Pre-Treatment ROS1 6098 37 6 117724427 117724427 Missense_Mutation SNP G A 3 54 c.452C>T c.(451-453)CCG>CTG p.P151L

Pat_45 Pre-Treatment IL20RA 53832 37 6 137330594 137330594 Missense_Mutation SNP C T 19 79 c.439G>A c.(439-441)GAT>AAT p.D147N

Pat_45 Pre-Treatment SYNE1 23345 37 6 152765647 152765647 Missense_Mutation SNP C T 20 78 c.3736G>A c.(3736-3738)GAA>AAA p.E1246K

Pat_45 Pre-Treatment RNASET2 8635 37 6 167366005 167366005 Missense_Mutation SNP C T 28 91 c.118G>A c.(118-120)GTT>ATT p.V40I

Pat_45 Pre-Treatment MICALL2 79778 37 7 1481914 1481914 Missense_Mutation SNP G A 14 10 c.1625C>T c.(1624-1626)TCC>TTC p.S542F

Pat_45 Pre-Treatment PMS2 5395 37 7 6026810 6026810 Missense_Mutation SNP G A 4 92 c.1586C>T c.(1585-1587)TCG>TTG p.S529L

Pat_45 Pre-Treatment ZNF853 54753 37 7 6662322 6662322 Missense_Mutation SNP G A 2 2 c.1700G>A c.(1699-1701)CGA>CAA p.R567Q

Pat_45 Pre-Treatment NXPH1 30010 37 7 8790885 8790885 Missense_Mutation SNP G A 4 98 c.302G>A c.(301-303)CGG>CAG p.R101Q

Pat_45 Pre-Treatment TRA2A 29896 37 7 23552565 23552565 Missense_Mutation SNP C T 28 191 c.473G>A c.(472-474)CGA>CAA p.R158Q

Pat_45 Pre-Treatment CLK2P 1197 37 7 23625138 23625138 Missense_Mutation SNP C T 4 85 c.359G>A c.(358-360)CGA>CAA p.R120Q

Pat_45 Pre-Treatment HOXA11 3207 37 7 27222585 27222585 Missense_Mutation SNP G A 6 133 c.772C>T c.(772-774)CGG>TGG p.R258W

Pat_45 Pre-Treatment CPVL 54504 37 7 29126138 29126138 Missense_Mutation SNP G A 115 113 c.571C>T c.(571-573)CCT>TCT p.P191S

Pat_45 Pre-Treatment CHN2 1124 37 7 29535581 29535581 Missense_Mutation SNP G T 4 106 c.668G>T c.(667-669)CGA>CTA p.R223L

Pat_45 Pre-Treatment DPY19L1 23333 37 7 35013211 35013211 Missense_Mutation SNP G A 3 73 c.610C>T c.(610-612)CGT>TGT p.R204C

Pat_45 Pre-Treatment MYO1G 64005 37 7 45002693 45002693 Missense_Mutation SNP C T 2 0 c.2776G>A c.(2776-2778)GAC>AAC p.D926N

Pat_45 Pre-Treatment IGFBP3 3486 37 7 45956840 45956840 Missense_Mutation SNP G A 29 246 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_45 Pre-Treatment TYW1B 441250 37 7 72081656 72081656 Splice_Site SNP C T 5 183 c.1785_splice c.e16+1 p.K595_splice

Pat_45 Pre-Treatment ELN 2006 37 7 73458236 73458236 Missense_Mutation SNP G A 3 21 c.455G>A c.(454-456)GGT>GAT p.G152D

Pat_45 Pre-Treatment ELN 2006 37 7 73458239 73458239 Missense_Mutation SNP G C 3 21 c.458G>C c.(457-459)GGC>GCC p.G153A

Pat_45 Pre-Treatment LIMK1 3984 37 7 73521482 73521482 Missense_Mutation SNP G A 3 31 c.1024G>A c.(1024-1026)GGG>AGG p.G342R

Pat_45 Pre-Treatment PCLO 27445 37 7 82430898 82430898 Missense_Mutation SNP C T 46 57 c.14943G>A c.(14941-14943)ATG>ATA p.M4981I

Pat_45 Pre-Treatment PCLO 27445 37 7 82584325 82584325 Missense_Mutation SNP C T 22 254 c.5944G>A c.(5944-5946)GGA>AGA p.G1982R

Pat_45 Pre-Treatment ABCB4 5244 37 7 87037363 87037363 Missense_Mutation SNP G A 6 219 c.3269C>T c.(3268-3270)GCG>GTG p.A1090V

Pat_45 Pre-Treatment SRI 6717 37 7 87846436 87846436 Splice_Site SNP C T 5 266 c.205_splice c.e3+1 p.P69_splice

Pat_45 Pre-Treatment STEAP2 261729 37 7 89854678 89854678 Missense_Mutation SNP C G 114 109 c.282C>G c.(280-282)CAC>CAG p.H94Q

Pat_45 Pre-Treatment AP4M1 9179 37 7 99701259 99701259 Missense_Mutation SNP A G 215 194 c.487A>G c.(487-489)AAA>GAA p.K163E

Pat_45 Pre-Treatment MUC17 140453 37 7 100683878 100683878 Missense_Mutation SNP C T 87 435 c.9181C>T c.(9181-9183)CCT>TCT p.P3061S

Pat_45 Pre-Treatment RELN 5649 37 7 103244910 103244910 Missense_Mutation SNP C T 6 163 c.3029G>A c.(3028-3030)CGC>CAC p.R1010H

Pat_45 Pre-Treatment DLD 1738 37 7 107556059 107556059 Missense_Mutation SNP C T 109 93 c.793C>T c.(793-795)CTT>TTT p.L265F

Pat_45 Pre-Treatment IRF5 3663 37 7 128586065 128586065 Missense_Mutation SNP G A 5 58 c.362G>A c.(361-363)TGC>TAC p.C121Y

Pat_45 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 114 105 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_45 Pre-Treatment CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 56 48 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_45 Pre-Treatment SSPO 23145 37 7 149477982 149477982 Missense_Mutation SNP G A 3 26 c.1753G>A c.(1753-1755)GGT>AGT p.G585S

Pat_45 Pre-Treatment SSPO 23145 37 7 149500187 149500187 Missense_Mutation SNP G A 2 0 c.7813G>A c.(7813-7815)GGC>AGC p.G2605S

Pat_45 Pre-Treatment GALNTL5 168391 37 7 151664473 151664473 Missense_Mutation SNP C T 3 30 c.142C>T c.(142-144)CCT>TCT p.P48S

Pat_45 Pre-Treatment VIPR2 7434 37 7 158935207 158935207 Missense_Mutation SNP G A 158 102 c.82C>T c.(82-84)CAT>TAT p.H28Y



Pat_45 Pre-Treatment DEFA4 1669 37 8 6794369 6794369 Missense_Mutation SNP C T 3 19 c.53G>A c.(52-54)CGG>CAG p.R18Q

Pat_45 Pre-Treatment PINX1 54984 37 8 10677719 10677719 Missense_Mutation SNP C T 4 84 c.455G>A c.(454-456)AGT>AAT p.S152N

Pat_45 Pre-Treatment SH2D4A 63898 37 8 19231157 19231157 Missense_Mutation SNP C T 4 93 c.1034C>T c.(1033-1035)GCC>GTC p.A345V

Pat_45 Pre-Treatment REEP4 80346 37 8 21996301 21996301 Missense_Mutation SNP G A 3 56 c.559C>T c.(559-561)CGG>TGG p.R187W

Pat_45 Pre-Treatment LOXL2 4017 37 8 23159641 23159641 Missense_Mutation SNP C T 35 27 c.2032G>A c.(2032-2034)GAT>AAT p.D678N

Pat_45 Pre-Treatment NEFL 4747 37 8 24813629 24813629 Missense_Mutation SNP C T 2 2 c.401G>A c.(400-402)CGC>CAC p.R134H

Pat_45 Pre-Treatment PTK2B 2185 37 8 27297754 27297754 Missense_Mutation SNP C T 3 31 c.1835C>T c.(1834-1836)GCC>GTC p.A612V

Pat_45 Pre-Treatment C8orf41 80185 37 8 33357868 33357868 Missense_Mutation SNP C T 3 99 c.1400G>A c.(1399-1401)CGC>CAC p.R467H

Pat_45 Pre-Treatment GPR124 25960 37 8 37693220 37693220 Missense_Mutation SNP C T 4 87 c.1982C>T c.(1981-1983)TCC>TTC p.S661F

Pat_45 Pre-Treatment ADRB3 155 37 8 37823923 37823923 Missense_Mutation SNP G T 2 0 c.65C>A c.(64-66)CCC>CAC p.P22H

Pat_45 Pre-Treatment WHSC1L1 54904 37 8 38146018 38146018 Missense_Mutation SNP C T 4 132 c.3488G>A c.(3487-3489)AGG>AAG p.R1163K

Pat_45 Pre-Treatment IKBKB 3551 37 8 42178346 42178346 Missense_Mutation SNP G A 4 97 c.1672G>A c.(1672-1674)GGA>AGA p.G558R

Pat_45 Pre-Treatment PRKDC 5591 37 8 48746808 48746808 Missense_Mutation SNP C A 5 276 c.8101G>T c.(8101-8103)GGG>TGG p.G2701W

Pat_45 Pre-Treatment ST18 9705 37 8 53079523 53079523 Missense_Mutation SNP C T 83 137 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_45 Pre-Treatment TMEM68 137695 37 8 56663561 56663561 Missense_Mutation SNP G A 75 127 c.649C>T c.(649-651)CGC>TGC p.R217C

Pat_45 Pre-Treatment CYP7B1 9420 37 8 65527628 65527628 Missense_Mutation SNP G A 32 138 c.1012C>T c.(1012-1014)CCC>TCC p.P338S

Pat_45 Pre-Treatment PTDSS1 9791 37 8 97321851 97321851 Splice_Site SNP G A 4 118 c.1073_splice c.e9+1 p.G358_splice

Pat_45 Pre-Treatment RGS22 26166 37 8 100994197 100994197 Missense_Mutation SNP C T 126 248 c.3328G>A c.(3328-3330)GAG>AAG p.E1110K

Pat_45 Pre-Treatment ZHX1 11244 37 8 124267180 124267180 Missense_Mutation SNP C T 6 345 c.1007G>A c.(1006-1008)CGT>CAT p.R336H

Pat_45 Pre-Treatment ZNF572 137209 37 8 125988764 125988764 Missense_Mutation SNP C T 58 78 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_45 Pre-Treatment BAI1 575 37 8 143561116 143561116 Missense_Mutation SNP G A 3 41 c.1789G>A c.(1789-1791)GGA>AGA p.G597R

Pat_45 Pre-Treatment KIFC2 90990 37 8 145694113 145694113 Missense_Mutation SNP C T 4 113 c.1009C>T c.(1009-1011)CGG>TGG p.R337W

Pat_45 Pre-Treatment MFSD3 113655 37 8 145736372 145736372 Splice_Site SNP A G 2 6 c.1066_splice c.e5-2 p.A356_splice

Pat_45 Pre-Treatment CER1 9350 37 9 14722231 14722231 Missense_Mutation SNP C T 19 35 c.440G>A c.(439-441)GGG>GAG p.G147E

Pat_45 Pre-Treatment FREM1 158326 37 9 14776179 14776179 Missense_Mutation SNP G A 3 48 c.4465C>T c.(4465-4467)CGG>TGG p.R1489W

Pat_45 Pre-Treatment FREM1 158326 37 9 14859270 14859270 Missense_Mutation SNP C T 4 138 c.542G>A c.(541-543)CGG>CAG p.R181Q

Pat_45 Pre-Treatment C9orf93 203238 37 9 15623350 15623350 Missense_Mutation SNP G A 7 411 c.761G>A c.(760-762)CGA>CAA p.R254Q

Pat_45 Pre-Treatment FANCG 2189 37 9 35078250 35078250 Missense_Mutation SNP G A 4 71 c.398C>T c.(397-399)CCG>CTG p.P133L

Pat_45 Pre-Treatment FRMPD1 22844 37 9 37733588 37733588 Nonsense_Mutation SNP C T 4 47 c.1114C>T c.(1114-1116)CGA>TGA p.R372*

Pat_45 Pre-Treatment FLJ43859 389761 37 9 84547469 84547469 Missense_Mutation SNP C T 26 21 c.2393C>T c.(2392-2394)TCT>TTT p.S798F

Pat_45 Pre-Treatment SLC28A3 64078 37 9 86905169 86905169 Missense_Mutation SNP G A 31 36 c.1049C>T c.(1048-1050)CCA>CTA p.P350L

Pat_45 Pre-Treatment CDK20 23552 37 9 90584248 90584248 Missense_Mutation SNP G A 4 51 c.704C>T c.(703-705)CCG>CTG p.P235L

Pat_45 Pre-Treatment ANKRD19 138649 37 9 95576241 95576241 Missense_Mutation SNP C T 4 100 c.407C>T c.(406-408)ACT>ATT p.T136I

Pat_45 Pre-Treatment OR2K2 26248 37 9 114090194 114090194 Missense_Mutation SNP C T 3 56 c.520G>A c.(520-522)GAT>AAT p.D174N

Pat_45 Pre-Treatment PTGR1 22949 37 9 114337092 114337092 Missense_Mutation SNP C T 3 93 c.682G>A c.(682-684)GGC>AGC p.G228S

Pat_45 Pre-Treatment OR1J1 347168 37 9 125240181 125240181 Missense_Mutation SNP C T 4 93 c.25G>A c.(25-27)GTG>ATG p.V9M

Pat_45 Pre-Treatment AK1 203 37 9 130635040 130635040 Missense_Mutation SNP C T 3 46 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_45 Pre-Treatment NUP188 23511 37 9 131731770 131731770 Missense_Mutation SNP G A 4 55 c.889G>A c.(889-891)GCG>ACG p.A297T

Pat_45 Pre-Treatment C9orf106 414318 37 9 132084535 132084536 Nonsense_Mutation DNP GG AA 24 27 c.443_444GG>AA c.(442-444)TGG>TAA p.W148*

Pat_45 Pre-Treatment BRD3 8019 37 9 136915644 136915644 Missense_Mutation SNP G A 4 51 c.566C>T c.(565-567)ACC>ATC p.T189I

Pat_45 Pre-Treatment C9orf142 286257 37 9 139887380 139887380 Missense_Mutation SNP G A 4 99 c.184G>A c.(184-186)GCC>ACC p.A62T

Pat_45 Pre-Treatment ABCA2 20 37 9 139907164 139907164 Missense_Mutation SNP C T 3 22 c.5078G>A c.(5077-5079)CGG>CAG p.R1693Q

Pat_45 Pre-Treatment PLCXD1 55344 37 X 209850 209850 Missense_Mutation SNP G A 4 66 c.698G>A c.(697-699)CGA>CAA p.R233Q

Pat_45 Pre-Treatment ARSF 416 37 X 3002349 3002349 Missense_Mutation SNP G A 4 110 c.472G>A c.(472-474)GGG>AGG p.G158R

Pat_45 Pre-Treatment SHROOM2 357 37 X 9862984 9862984 Missense_Mutation SNP G A 3 8 c.1036G>A c.(1036-1038)GCA>ACA p.A346T

Pat_45 Pre-Treatment SH3KBP1 30011 37 X 19568187 19568187 Missense_Mutation SNP C A 4 53 c.1399G>T c.(1399-1401)GAC>TAC p.D467Y

Pat_45 Pre-Treatment KLHL34 257240 37 X 21675800 21675800 Missense_Mutation SNP T C 2 5 c.107A>G c.(106-108)GAG>GGG p.E36G



Pat_45 Pre-Treatment FAM47C 442444 37 X 37027957 37027957 Missense_Mutation SNP G A 28 33 c.1474G>A c.(1474-1476)GAC>AAC p.D492N

Pat_45 Pre-Treatment SYTL5 94122 37 X 37985840 37985840 Splice_Site SNP G A 17 15 c.2051_splice c.e18-1 p.G684_splice

Pat_45 Pre-Treatment DGKK 139189 37 X 50213400 50213400 Missense_Mutation SNP G A 4 73 c.278C>T c.(277-279)CCG>CTG p.P93L

Pat_45 Pre-Treatment GSPT2 23708 37 X 51487156 51487156 Missense_Mutation SNP C A 3 11 c.434C>A c.(433-435)GCC>GAC p.A145D

Pat_45 Pre-Treatment GPR173 54328 37 X 53106351 53106351 Missense_Mutation SNP C G 2 10 c.548C>G c.(547-549)GCC>GGC p.A183G

Pat_45 Pre-Treatment PFKFB1 5207 37 X 54960267 54960267 Missense_Mutation SNP C T 3 26 c.1343G>A c.(1342-1344)CGG>CAG p.R448Q

Pat_45 Pre-Treatment NONO 4841 37 X 70514153 70514153 Missense_Mutation SNP G A 23 11 c.425G>A c.(424-426)CGC>CAC p.R142H

Pat_45 Pre-Treatment P2RY10 27334 37 X 78216429 78216429 Missense_Mutation SNP C T 33 39 c.412C>T c.(412-414)CCC>TCC p.P138S

Pat_45 Pre-Treatment MUM1L1 139221 37 X 105451229 105451229 Missense_Mutation SNP G A 4 28 c.1804G>A c.(1804-1806)GAT>AAT p.D602N

Pat_45 Pre-Treatment RGAG1 57529 37 X 109697032 109697032 Missense_Mutation SNP G A 3 38 c.3187G>A c.(3187-3189)GCC>ACC p.A1063T

Pat_45 Pre-Treatment PGRMC1 10857 37 X 118370342 118370342 Missense_Mutation SNP G A 4 25 c.16G>A c.(16-18)GTG>ATG p.V6M

Pat_45 Pre-Treatment CDR1 1038 37 X 139866323 139866323 Missense_Mutation SNP G A 4 67 c.209C>T c.(208-210)TCG>TTG p.S70L

Pat_45 Pre-Treatment MAGEC1 9947 37 X 140994163 140994163 Nonsense_Mutation SNP A T 4 109 c.973A>T c.(973-975)AGA>TGA p.R325*

Pat_45 Pre-Treatment SLITRK4 139065 37 X 142716578 142716578 Missense_Mutation SNP C T 49 39 c.2347G>A c.(2347-2349)GAA>AAA p.E783K

Pat_45 Pre-Treatment CNGA2 1260 37 X 150912089 150912089 Missense_Mutation SNP G A 29 34 c.1114G>A c.(1114-1116)GGC>AGC p.G372S

Pat_45 Pre-Treatment GABRQ 55879 37 X 151820196 151820196 Missense_Mutation SNP G A 20 16 c.1109G>A c.(1108-1110)AGA>AAA p.R370K

Pat_45 Pre-Treatment PLXNB3 5365 37 X 153036336 153036336 Nonsense_Mutation SNP C T 4 40 c.2134C>T c.(2134-2136)CGA>TGA p.R712*

Pat_45 Pre-Treatment DKC1 1736 37 X 153997469 153997469 Missense_Mutation SNP C T 6 172 c.799C>T c.(799-801)CTT>TTT p.L267F

Pat_45 Pre-Treatment NLGN4Y 22829 37 Y 16734114 16734114 Missense_Mutation SNP A T 4 89 c.115A>T c.(115-117)ATT>TTT p.I39F

Pat_45 Post-Resistance CPSF3L 54973 37 1 1249214 1249214 Nonsense_Mutation SNP C T 11 153 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_45 Post-Resistance DVL1 1855 37 1 1273814 1273814 Missense_Mutation SNP C T 15 87 c.1267G>A c.(1267-1269)GCG>ACG p.A423T

Pat_45 Post-Resistance NADK 65220 37 1 1688674 1688674 Missense_Mutation SNP C A 56 208 c.339G>T c.(337-339)ATG>ATT p.M113I

Pat_45 Post-Resistance LRRC47 57470 37 1 3703658 3703658 Missense_Mutation SNP C T 11 85 c.832G>A c.(832-834)GAA>AAA p.E278K

Pat_45 Post-Resistance NPHP4 261734 37 1 5923966 5923966 Missense_Mutation SNP C T 4 117 c.4124G>A c.(4123-4125)AGA>AAA p.R1375K

Pat_45 Post-Resistance CHD5 26038 37 1 6191691 6191691 Missense_Mutation SNP C T 4 47 c.3262G>A c.(3262-3264)GCC>ACC p.A1088T

Pat_45 Post-Resistance ICMT 23463 37 1 6292105 6292105 Missense_Mutation SNP C T 6 65 c.529G>A c.(529-531)GCC>ACC p.A177T

Pat_45 Post-Resistance CAMTA1 23261 37 1 7731074 7731074 Missense_Mutation SNP G A 22 219 c.2756G>A c.(2755-2757)GGG>GAG p.G919E

Pat_45 Post-Resistance RERE 473 37 1 8418946 8418946 Missense_Mutation SNP G A 15 111 c.3649C>T c.(3649-3651)CTC>TTC p.L1217F

Pat_45 Post-Resistance RERE 473 37 1 8425964 8425964 Missense_Mutation SNP C T 8 171 c.1355G>A c.(1354-1356)AGG>AAG p.R452K

Pat_45 Post-Resistance SLC2A5 6518 37 1 9098084 9098084 Splice_Site SNP C T 4 50 c.1175_splice c.e11-1 p.S392_splice

Pat_45 Post-Resistance EXOSC10 5394 37 1 11132159 11132159 Missense_Mutation SNP C T 12 148 c.2227G>A c.(2227-2229)GCA>ACA p.A743T

Pat_45 Post-Resistance EXOSC10 5394 37 1 11155912 11155912 Missense_Mutation SNP C T 33 352 c.275G>A c.(274-276)GGG>GAG p.G92E

Pat_45 Post-Resistance MTHFR 4524 37 1 11854785 11854785 Splice_Site SNP C T 47 465 c.1166_splice c.e7+1 p.W389_splice

Pat_45 Post-Resistance LOC440563 440563 37 1 13183290 13183290 Missense_Mutation SNP C T 27 279 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_45 Post-Resistance PRDM2 7799 37 1 14107415 14107415 Missense_Mutation SNP C T 13 118 c.3125C>T c.(3124-3126)TCT>TTT p.S1042F

Pat_45 Post-Resistance PRDM2 7799 37 1 14142945 14142945 Missense_Mutation SNP G A 4 158 c.5060G>A c.(5059-5061)CGA>CAA p.R1687Q

Pat_45 Post-Resistance CELA2B 51032 37 1 15812407 15812407 Missense_Mutation SNP C T 21 196 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_45 Post-Resistance SPEN 23013 37 1 16259910 16259910 Missense_Mutation SNP C T 4 100 c.7175C>T c.(7174-7176)TCC>TTC p.S2392F

Pat_45 Post-Resistance RCC2 55920 37 1 17747230 17747230 Missense_Mutation SNP C T 3 43 c.839G>A c.(838-840)TGC>TAC p.C280Y

Pat_45 Post-Resistance TAS1R2 80834 37 1 19166727 19166727 Missense_Mutation SNP G A 9 142 c.1886C>T c.(1885-1887)ACC>ATC p.T629I

Pat_45 Post-Resistance UBR4 23352 37 1 19404519 19404519 Missense_Mutation SNP G A 12 107 c.15275C>T c.(15274-15276)TCT>TTT p.S5092F

Pat_45 Post-Resistance UBR4 23352 37 1 19488940 19488940 Missense_Mutation SNP C T 22 270 c.4930G>A c.(4930-4932)GAG>AAG p.E1644K

Pat_45 Post-Resistance CAPZB 832 37 1 19810694 19810694 Missense_Mutation SNP G A 12 35 c.80C>T c.(79-81)CCC>CTC p.P27L

Pat_45 Post-Resistance KIF17 57576 37 1 21014062 21014062 Missense_Mutation SNP G A 3 30 c.1757C>T c.(1756-1758)GCT>GTT p.A586V

Pat_45 Post-Resistance ECE1 1889 37 1 21616607 21616607 Missense_Mutation SNP C T 6 38 c.94G>A c.(94-96)GTG>ATG p.V32M

Pat_45 Post-Resistance HSPG2 3339 37 1 22161264 22161264 Missense_Mutation SNP G A 9 133 c.10628C>T c.(10627-10629)GCC>GTC p.A3543V

Pat_45 Post-Resistance HSPG2 3339 37 1 22176677 22176677 Missense_Mutation SNP C T 13 178 c.7303G>A c.(7303-7305)GTC>ATC p.V2435I



Pat_45 Post-Resistance AIM1L 55057 37 1 26663745 26663745 Missense_Mutation SNP G A 13 150 c.635C>T c.(634-636)ACG>ATG p.T212M

Pat_45 Post-Resistance OPRD1 4985 37 1 29185675 29185675 Missense_Mutation SNP G A 4 128 c.437G>A c.(436-438)CGC>CAC p.R146H

Pat_45 Post-Resistance SFRS4 6429 37 1 29475127 29475127 Missense_Mutation SNP C T 36 530 c.1280G>A c.(1279-1281)GGT>GAT p.G427D

Pat_45 Post-Resistance SDC3 9672 37 1 31347342 31347342 Missense_Mutation SNP C T 25 295 c.964G>A c.(964-966)GAA>AAA p.E322K

Pat_45 Post-Resistance KPNA6 23633 37 1 32625032 32625032 Missense_Mutation SNP C T 21 153 c.458C>T c.(457-459)GCC>GTC p.A153V

Pat_45 Post-Resistance RBBP4 5928 37 1 33138423 33138423 Missense_Mutation SNP C T 3 65 c.1133C>T c.(1132-1134)TCT>TTT p.S378F

Pat_45 Post-Resistance KIAA1522 57648 37 1 33236897 33236897 Missense_Mutation SNP C T 16 182 c.1940C>T c.(1939-1941)TCC>TTC p.S647F

Pat_45 Post-Resistance RNF19B 127544 37 1 33411136 33411136 Missense_Mutation SNP C T 21 222 c.1243G>A c.(1243-1245)GTT>ATT p.V415I

Pat_45 Post-Resistance PHC2 1912 37 1 33794740 33794740 Missense_Mutation SNP C T 5 75 c.2153G>A c.(2152-2154)GGC>GAC p.G718D

Pat_45 Post-Resistance PHC2 1912 37 1 33795814 33795814 Splice_Site SNP C T 10 117 c.2004_splice c.e12-1 p.R668_splice

Pat_45 Post-Resistance EIF2C4 192670 37 1 36297685 36297685 Missense_Mutation SNP C T 10 144 c.1144C>T c.(1144-1146)CCT>TCT p.P382S

Pat_45 Post-Resistance EIF2C1 26523 37 1 36358825 36358825 Missense_Mutation SNP C T 13 78 c.458C>T c.(457-459)CCC>CTC p.P153L

Pat_45 Post-Resistance THRAP3 9967 37 1 36755055 36755055 Missense_Mutation SNP C T 5 68 c.1435C>T c.(1435-1437)CCA>TCA p.P479S

Pat_45 Post-Resistance GNL2 29889 37 1 38033897 38033897 Missense_Mutation SNP C T 4 70 c.1930G>A c.(1930-1932)GAA>AAA p.E644K

Pat_45 Post-Resistance RRAGC 64121 37 1 39322646 39322646 Missense_Mutation SNP C T 14 190 c.346G>A c.(346-348)GAT>AAT p.D116N

Pat_45 Post-Resistance ZMPSTE24 10269 37 1 40758286 40758286 Missense_Mutation SNP C T 6 129 c.1373C>T c.(1372-1374)TCT>TTT p.S458F

Pat_45 Post-Resistance KIAA0467 23334 37 1 43914296 43914296 Missense_Mutation SNP C T 13 248 c.7286C>T c.(7285-7287)TCC>TTC p.S2429F

Pat_45 Post-Resistance KDM4A 9682 37 1 44134971 44134971 Splice_Site SNP G A 16 188 c.1363_splice c.e10+1 p.D455_splice

Pat_45 Post-Resistance ATP6V0B 533 37 1 44442463 44442463 Missense_Mutation SNP C T 5 102 c.367C>T c.(367-369)CCC>TCC p.P123S

Pat_45 Post-Resistance PTCH2 8643 37 1 45288187 45288187 Missense_Mutation SNP C T 5 48 c.3512G>A c.(3511-3513)GGT>GAT p.G1171D

Pat_45 Post-Resistance TOE1 114034 37 1 45808589 45808589 Missense_Mutation SNP G A 7 59 c.827G>A c.(826-828)AGC>AAC p.S276N

Pat_45 Post-Resistance POMGNT1 55624 37 1 46661548 46661548 Missense_Mutation SNP C T 4 53 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_45 Post-Resistance NSUN4 387338 37 1 46810621 46810621 Missense_Mutation SNP C T 11 92 c.242C>T c.(241-243)GCT>GTT p.A81V

Pat_45 Post-Resistance STIL 6491 37 1 47759130 47759130 Missense_Mutation SNP C T 5 82 c.872G>A c.(871-873)AGG>AAG p.R291K

Pat_45 Post-Resistance PRPF38A 84950 37 1 52882346 52882346 Missense_Mutation SNP G A 4 75 c.923G>A c.(922-924)CGG>CAG p.R308Q

Pat_45 Post-Resistance FAM159A 348378 37 1 53122707 53122707 Missense_Mutation SNP C T 21 265 c.568C>T c.(568-570)CCA>TCA p.P190S

Pat_45 Post-Resistance C1orf175 374977 37 1 55158132 55158132 Missense_Mutation SNP G A 9 93 c.2747G>A c.(2746-2748)AGG>AAG p.R916K

Pat_45 Post-Resistance C1orf177 163747 37 1 55280672 55280672 Missense_Mutation SNP G A 30 319 c.1010G>A c.(1009-1011)GGG>GAG p.G337E

Pat_45 Post-Resistance C8B 732 37 1 57417785 57417785 Missense_Mutation SNP G A 10 195 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_45 Post-Resistance OMA1 115209 37 1 58999681 58999681 Missense_Mutation SNP G A 18 175 c.955C>T c.(955-957)CAT>TAT p.H319Y

Pat_45 Post-Resistance KANK4 163782 37 1 62740559 62740559 Missense_Mutation SNP A C 16 236 c.217T>G c.(217-219)TTC>GTC p.F73V

Pat_45 Post-Resistance DOCK7 85440 37 1 63099209 63099209 Missense_Mutation SNP G A 10 184 c.1076C>T c.(1075-1077)GCA>GTA p.A359V

Pat_45 Post-Resistance CACHD1 57685 37 1 65141144 65141144 Missense_Mutation SNP C T 10 206 c.2635C>T c.(2635-2637)CCA>TCA p.P879S

Pat_45 Post-Resistance DNAJC6 9829 37 1 65851433 65851433 Missense_Mutation SNP C T 13 130 c.668C>T c.(667-669)CCC>CTC p.P223L

Pat_45 Post-Resistance RPE65 6121 37 1 68897205 68897205 Missense_Mutation SNP C T 5 57 c.1192G>A c.(1192-1194)GAC>AAC p.D398N

Pat_45 Post-Resistance C1orf173 127254 37 1 75055372 75055372 Missense_Mutation SNP C T 17 317 c.2119G>A c.(2119-2121)GAA>AAA p.E707K

Pat_45 Post-Resistance RBMXL1 494115 37 1 89448975 89448975 Missense_Mutation SNP C T 23 230 c.535G>A c.(535-537)GGA>AGA p.G179R

Pat_45 Post-Resistance RBMXL1 494115 37 1 89449215 89449215 Missense_Mutation SNP G A 5 77 c.295C>T c.(295-297)CCT>TCT p.P99S

Pat_45 Post-Resistance GBP6 163351 37 1 89850898 89850898 Missense_Mutation SNP C T 8 164 c.1772C>T c.(1771-1773)CCC>CTC p.P591L

Pat_45 Post-Resistance LRRC8D 55144 37 1 90401185 90401185 Missense_Mutation SNP C T 7 71 c.2558C>T c.(2557-2559)CCC>CTC p.P853L

Pat_45 Post-Resistance ZNF644 84146 37 1 91403554 91403554 Missense_Mutation SNP C T 5 108 c.3176G>A c.(3175-3177)GGC>GAC p.G1059D

Pat_45 Post-Resistance C1orf146 388649 37 1 92707815 92707815 Missense_Mutation SNP G A 9 103 c.113G>A c.(112-114)CGA>CAA p.R38Q

Pat_45 Post-Resistance COL11A1 1301 37 1 103400666 103400666 Missense_Mutation SNP G A 4 44 c.3442C>T c.(3442-3444)CCT>TCT p.P1148S

Pat_45 Post-Resistance COL11A1 1301 37 1 103471401 103471401 Missense_Mutation SNP C G 21 233 c.1838G>C c.(1837-1839)GGT>GCT p.G613A

Pat_45 Post-Resistance CLCC1 23155 37 1 109486509 109486509 Missense_Mutation SNP C A 6 85 c.510G>T c.(508-510)TGG>TGT p.W170C

Pat_45 Post-Resistance CYB561D1 284613 37 1 110038705 110038705 Missense_Mutation SNP G A 15 229 c.514G>A c.(514-516)GTG>ATG p.V172M

Pat_45 Post-Resistance KCNA3 3738 37 1 111215826 111215826 Missense_Mutation SNP C T 5 93 c.1606G>A c.(1606-1608)GGT>AGT p.G536S



Pat_45 Post-Resistance C1orf183 55924 37 1 112269948 112269948 Missense_Mutation SNP C T 14 232 c.536G>A c.(535-537)GGG>GAG p.G179E

Pat_45 Post-Resistance ATP1A1 476 37 1 116932123 116932123 Missense_Mutation SNP C T 18 262 c.817C>T c.(817-819)CTT>TTT p.L273F

Pat_45 Post-Resistance TRIM45 80263 37 1 117661336 117661336 Missense_Mutation SNP C T 13 222 c.542G>A c.(541-543)GGC>GAC p.G181D

Pat_45 Post-Resistance VTCN1 79679 37 1 117690383 117690383 Missense_Mutation SNP C T 10 146 c.746G>A c.(745-747)AGT>AAT p.S249N

Pat_45 Post-Resistance SPAG17 200162 37 1 118623853 118623853 Missense_Mutation SNP G A 15 108 c.2080C>T c.(2080-2082)CCT>TCT p.P694S

Pat_45 Post-Resistance ANXA9 8416 37 1 150967749 150967749 Missense_Mutation SNP G A 28 240 c.989G>A c.(988-990)GGG>GAG p.G330E

Pat_45 Post-Resistance PRUNE 58497 37 1 151001398 151001398 Missense_Mutation SNP C T 3 81 c.911C>T c.(910-912)CCC>CTC p.P304L

Pat_45 Post-Resistance ZNF687 57592 37 1 151263588 151263588 Missense_Mutation SNP G A 7 108 c.3617G>A c.(3616-3618)GGC>GAC p.G1206D

Pat_45 Post-Resistance POGZ 23126 37 1 151400607 151400607 Missense_Mutation SNP G A 11 178 c.851C>T c.(850-852)CCC>CTC p.P284L

Pat_45 Post-Resistance POGZ 23126 37 1 151414616 151414616 Missense_Mutation SNP C T 3 46 c.65G>A c.(64-66)AGT>AAT p.S22N

Pat_45 Post-Resistance LINGO4 339398 37 1 151774244 151774244 Missense_Mutation SNP T G 6 54 c.937A>C c.(937-939)ACC>CCC p.T313P

Pat_45 Post-Resistance TCHH 7062 37 1 152082827 152082827 Missense_Mutation SNP G A 18 177 c.2866C>T c.(2866-2868)CGG>TGG p.R956W

Pat_45 Post-Resistance FLG 2312 37 1 152280643 152280643 Missense_Mutation SNP C T 35 453 c.6719G>A c.(6718-6720)GGA>GAA p.G2240E

Pat_45 Post-Resistance FLG2 388698 37 1 152323162 152323162 Missense_Mutation SNP C T 22 131 c.7100G>A c.(7099-7101)AGC>AAC p.S2367N

Pat_45 Post-Resistance JTB 10899 37 1 153948353 153948353 Missense_Mutation SNP C T 6 103 c.233G>A c.(232-234)GGA>GAA p.G78E

Pat_45 Post-Resistance TPM3 7170 37 1 154148619 154148619 Missense_Mutation SNP C T 9 123 c.349G>A c.(349-351)GCT>ACT p.A117T

Pat_45 Post-Resistance ATP8B2 57198 37 1 154317127 154317127 Missense_Mutation SNP G A 8 204 c.2251G>A c.(2251-2253)GAG>AAG p.E751K

Pat_45 Post-Resistance ADAR 103 37 1 154574907 154574907 Missense_Mutation SNP G A 18 142 c.211C>T c.(211-213)CTC>TTC p.L71F

Pat_45 Post-Resistance PYGO2 90780 37 1 154932226 154932226 Missense_Mutation SNP C T 6 51 c.250G>A c.(250-252)GCC>ACC p.A84T

Pat_45 Post-Resistance TRIM46 80128 37 1 155156527 155156527 Missense_Mutation SNP T G 3 69 c.2141T>G c.(2140-2142)TTG>TGG p.L714W

Pat_45 Post-Resistance THBS3 7059 37 1 155172189 155172189 Missense_Mutation SNP C T 13 158 c.961G>A c.(961-963)GCT>ACT p.A321T

Pat_45 Post-Resistance SCAMP3 10067 37 1 155230154 155230154 Missense_Mutation SNP C T 11 110 c.355G>A c.(355-357)GAG>AAG p.E119K

Pat_45 Post-Resistance SLC25A44 9673 37 1 156169645 156169645 Missense_Mutation SNP G A 12 158 c.7G>A c.(7-9)GAC>AAC p.D3N

Pat_45 Post-Resistance SMG5 23381 37 1 156222745 156222745 Missense_Mutation SNP G A 4 29 c.2627C>T c.(2626-2628)ACC>ATC p.T876I

Pat_45 Post-Resistance C1orf85 112770 37 1 156263853 156263853 Missense_Mutation SNP C T 13 239 c.754G>A c.(754-756)GAG>AAG p.E252K

Pat_45 Post-Resistance GPATCH4 54865 37 1 156568241 156568241 Missense_Mutation SNP C T 25 399 c.140G>A c.(139-141)AGG>AAG p.R47K

Pat_45 Post-Resistance FCRL1 115350 37 1 157776892 157776892 Missense_Mutation SNP C T 29 114 c.52G>A c.(52-54)GAG>AAG p.E18K

Pat_45 Post-Resistance CD1D 912 37 1 158151334 158151334 Missense_Mutation SNP G A 24 249 c.151G>A c.(151-153)GGG>AGG p.G51R

Pat_45 Post-Resistance CRP 1401 37 1 159683787 159683787 Missense_Mutation SNP C T 13 133 c.203G>A c.(202-204)AGT>AAT p.S68N

Pat_45 Post-Resistance ATP1A2 477 37 1 160105688 160105688 Missense_Mutation SNP C T 21 288 c.2344C>T c.(2344-2346)CCC>TCC p.P782S

Pat_45 Post-Resistance NCSTN 23385 37 1 160322963 160322963 Missense_Mutation SNP C T 6 122 c.1115C>T c.(1114-1116)ACT>ATT p.T372I

Pat_45 Post-Resistance DEDD 9191 37 1 161093674 161093674 Missense_Mutation SNP C T 16 125 c.388G>A c.(388-390)GCC>ACC p.A130T

Pat_45 Post-Resistance USP21 27005 37 1 161130993 161130993 Missense_Mutation SNP C T 4 74 c.563C>T c.(562-564)GCC>GTC p.A188V

Pat_45 Post-Resistance PPOX 5498 37 1 161138303 161138303 Missense_Mutation SNP C T 7 107 c.553C>T c.(553-555)CCC>TCC p.P185S

Pat_45 Post-Resistance RGS5 8490 37 1 163122354 163122354 Missense_Mutation SNP C T 136 272 c.370G>A c.(370-372)GAG>AAG p.E124K

Pat_45 Post-Resistance ILDR2 387597 37 1 166927029 166927029 Missense_Mutation SNP C T 14 107 c.356G>A c.(355-357)GGC>GAC p.G119D

Pat_45 Post-Resistance POU2F1 5451 37 1 167381247 167381247 Missense_Mutation SNP C T 9 156 c.1538C>T c.(1537-1539)CCT>CTT p.P513L

Pat_45 Post-Resistance MPZL1 9019 37 1 167745386 167745386 Missense_Mutation SNP C T 6 121 c.691C>T c.(691-693)CCT>TCT p.P231S

Pat_45 Post-Resistance F5 2153 37 1 169510571 169510571 Missense_Mutation SNP G A 9 298 c.3757C>T c.(3757-3759)CTC>TTC p.L1253F

Pat_45 Post-Resistance FMO1 2326 37 1 171251362 171251362 Missense_Mutation SNP C T 3 81 c.1073C>T c.(1072-1074)CCT>CTT p.P358L

Pat_45 Post-Resistance METTL13 51603 37 1 171756938 171756938 Missense_Mutation SNP C T 8 96 c.1177C>T c.(1177-1179)CCC>TCC p.P393S

Pat_45 Post-Resistance KLHL20 27252 37 1 173685205 173685205 Missense_Mutation SNP G A 15 142 c.23G>A c.(22-24)AGG>AAG p.R8K

Pat_45 Post-Resistance RC3H1 149041 37 1 173931173 173931173 Missense_Mutation SNP G A 6 72 c.1892C>T c.(1891-1893)GCT>GTT p.A631V

Pat_45 Post-Resistance TOR1AIP1 26092 37 1 179886668 179886668 Missense_Mutation SNP C T 26 161 c.1046C>T c.(1045-1047)TCT>TTT p.S349F

Pat_45 Post-Resistance TOR1AIP1 26092 37 1 179887234 179887234 Missense_Mutation SNP G A 13 106 c.1612G>A c.(1612-1614)GTC>ATC p.V538I

Pat_45 Post-Resistance CEP350 9857 37 1 180080214 180080214 Missense_Mutation SNP G A 4 67 c.9272G>A c.(9271-9273)GGG>GAG p.G3091E

Pat_45 Post-Resistance LAMC1 3915 37 1 183111888 183111888 Missense_Mutation SNP C T 17 106 c.4793C>T c.(4792-4794)TCT>TTT p.S1598F



Pat_45 Post-Resistance HMCN1 83872 37 1 186064584 186064584 Missense_Mutation SNP G A 15 106 c.10504G>A c.(10504-10506)GGA>AGA p.G3502R

Pat_45 Post-Resistance CAMSAP1L1 23271 37 1 200817176 200817176 Missense_Mutation SNP G A 4 54 c.1312G>A c.(1312-1314)GTA>ATA p.V438I

Pat_45 Post-Resistance NAV1 89796 37 1 201786372 201786372 Missense_Mutation SNP G A 4 84 c.5488G>A c.(5488-5490)GTC>ATC p.V1830I

Pat_45 Post-Resistance SHISA4 149345 37 1 201860675 201860675 Missense_Mutation SNP C T 48 146 c.526C>T c.(526-528)CCC>TCC p.P176S

Pat_45 Post-Resistance TIMM17A 10440 37 1 201934587 201934587 Missense_Mutation SNP G A 14 66 c.346G>A c.(346-348)GCC>ACC p.A116T

Pat_45 Post-Resistance RNPEP 6051 37 1 201958602 201958602 Missense_Mutation SNP C T 12 166 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_45 Post-Resistance LGR6 59352 37 1 202278202 202278202 Missense_Mutation SNP C T 19 138 c.1304C>T c.(1303-1305)ACC>ATC p.T435I

Pat_45 Post-Resistance ZC3H11A 9877 37 1 203821489 203821489 Missense_Mutation SNP G A 4 65 c.2395G>A c.(2395-2397)GAC>AAC p.D799N

Pat_45 Post-Resistance LRRN2 10446 37 1 204587326 204587326 Missense_Mutation SNP C T 6 30 c.1795G>A c.(1795-1797)GTG>ATG p.V599M

Pat_45 Post-Resistance DSTYK 25778 37 1 205156710 205156710 Missense_Mutation SNP T C 5 64 c.490A>G c.(490-492)AGC>GGC p.S164G

Pat_45 Post-Resistance SLC26A9 115019 37 1 205890972 205890972 Missense_Mutation SNP C T 4 45 c.1777G>A c.(1777-1779)GTC>ATC p.V593I

Pat_45 Post-Resistance CR1 1378 37 1 207758068 207758068 Missense_Mutation SNP G A 8 149 c.4027G>A c.(4027-4029)GGA>AGA p.G1343R

Pat_45 Post-Resistance LAMB3 3914 37 1 209799042 209799042 Missense_Mutation SNP C T 13 117 c.1927G>A c.(1927-1929)GTC>ATC p.V643I

Pat_45 Post-Resistance TRAF3IP3 80342 37 1 209954799 209954799 Missense_Mutation SNP C T 7 101 c.1559C>T c.(1558-1560)CCC>CTC p.P520L

Pat_45 Post-Resistance RCOR3 55758 37 1 211487015 211487015 Missense_Mutation SNP C T 16 195 c.1393C>T c.(1393-1395)CGT>TGT p.R465C

Pat_45 Post-Resistance DTL 51514 37 1 212238342 212238342 Nonsense_Mutation SNP C T 11 131 c.610C>T c.(610-612)CAG>TAG p.Q204*

Pat_45 Post-Resistance BPNT1 10380 37 1 220236290 220236290 Missense_Mutation SNP G A 9 91 c.481C>T c.(481-483)CCA>TCA p.P161S

Pat_45 Post-Resistance MARK1 4139 37 1 220805650 220805650 Missense_Mutation SNP C T 4 54 c.1117C>T c.(1117-1119)CCT>TCT p.P373S

Pat_45 Post-Resistance AIDA 64853 37 1 222843496 222843496 Missense_Mutation SNP G A 5 113 c.803C>T c.(802-804)CCT>CTT p.P268L

Pat_45 Post-Resistance DISP1 84976 37 1 223156444 223156444 Missense_Mutation SNP C T 5 61 c.532C>T c.(532-534)CCA>TCA p.P178S

Pat_45 Post-Resistance NVL 4931 37 1 224505589 224505589 Missense_Mutation SNP C T 3 57 c.175G>A c.(175-177)GTA>ATA p.V59I

Pat_45 Post-Resistance PYCR2 29920 37 1 226108178 226108178 Missense_Mutation SNP C T 6 59 c.940G>A c.(940-942)GCC>ACC p.A314T

Pat_45 Post-Resistance LEFTY2 7044 37 1 226128594 226128594 Nonsense_Mutation SNP G A 11 182 c.247C>T c.(247-249)CGA>TGA p.R83*

Pat_45 Post-Resistance ACBD3 64746 37 1 226340062 226340062 Missense_Mutation SNP G A 37 294 c.1349C>T c.(1348-1350)TCC>TTC p.S450F

Pat_45 Post-Resistance JMJD4 65094 37 1 227921201 227921201 Missense_Mutation SNP G A 13 63 c.874C>T c.(874-876)CTT>TTT p.L292F

Pat_45 Post-Resistance OBSCN 84033 37 1 228509232 228509232 Missense_Mutation SNP G A 4 38 c.14690G>A c.(14689-14691)GGG>GAG p.G4897E

Pat_45 Post-Resistance TRIM17 51127 37 1 228602724 228602724 Missense_Mutation SNP G A 7 65 c.50C>T c.(49-51)TCC>TTC p.S17F

Pat_45 Post-Resistance URB2 9816 37 1 229772338 229772338 Missense_Mutation SNP G A 14 346 c.1978G>A c.(1978-1980)GAG>AAG p.E660K

Pat_45 Post-Resistance C1orf124 83932 37 1 231487140 231487140 Missense_Mutation SNP G A 3 46 c.541G>A c.(541-543)GGC>AGC p.G181S

Pat_45 Post-Resistance KIAA1383 54627 37 1 232942466 232942466 Missense_Mutation SNP C T 4 58 c.1697C>T c.(1696-1698)GCC>GTC p.A566V

Pat_45 Post-Resistance PCNXL2 80003 37 1 233395048 233395048 Missense_Mutation SNP G A 3 20 c.560C>T c.(559-561)TCT>TTT p.S187F

Pat_45 Post-Resistance RBM34 23029 37 1 235299373 235299373 Missense_Mutation SNP C T 3 43 c.865G>A c.(865-867)GTT>ATT p.V289I

Pat_45 Post-Resistance ARID4B 51742 37 1 235416125 235416125 Splice_Site SNP C T 9 73 c.275_splice c.e6-1 p.V92_splice

Pat_45 Post-Resistance LYST 1130 37 1 235972151 235972151 Missense_Mutation SNP C T 6 48 c.1967G>A c.(1966-1968)GGA>GAA p.G656E

Pat_45 Post-Resistance LYST 1130 37 1 235993582 235993582 Missense_Mutation SNP G A 14 113 c.136C>T c.(136-138)CTT>TTT p.L46F

Pat_45 Post-Resistance NID1 4811 37 1 236157029 236157029 Missense_Mutation SNP C T 14 35 c.2671G>A c.(2671-2673)GGC>AGC p.G891S

Pat_45 Post-Resistance RYR2 6262 37 1 237897032 237897032 Missense_Mutation SNP G T 3 34 c.11067G>T c.(11065-11067)ATG>ATT p.M3689I

Pat_45 Post-Resistance FMN2 56776 37 1 240255995 240255995 Missense_Mutation SNP C T 3 38 c.586C>T c.(586-588)CTT>TTT p.L196F

Pat_45 Post-Resistance SMYD3 64754 37 1 246490624 246490624 Missense_Mutation SNP G A 4 17 c.410C>T c.(409-411)ACT>ATT p.T137I

Pat_45 Post-Resistance OR2T2 401992 37 1 248616438 248616438 Missense_Mutation SNP T C 4 151 c.340T>C c.(340-342)TTC>CTC p.F114L

Pat_45 Post-Resistance OR2G6 391211 37 1 248684984 248684984 Missense_Mutation SNP C T 30 114 c.37C>T c.(37-39)CTT>TTT p.L13F

Pat_45 Post-Resistance TUBAL3 79861 37 10 5437346 5437346 Missense_Mutation SNP G A 61 266 c.340C>T c.(340-342)CGT>TGT p.R114C

Pat_45 Post-Resistance FAM107B 83641 37 10 14816530 14816530 Missense_Mutation SNP C T 3 68 c.133G>A c.(133-135)GTG>ATG p.V45M

Pat_45 Post-Resistance SUV39H2 79723 37 10 14939349 14939349 Missense_Mutation SNP G A 6 102 c.502G>A c.(502-504)GAA>AAA p.E168K

Pat_45 Post-Resistance PLXDC2 84898 37 10 20436832 20436832 Splice_Site SNP G A 5 48 c.783_splice c.e6+1 p.E261_splice

Pat_45 Post-Resistance PTCHD3 374308 37 10 27702690 27702690 Missense_Mutation SNP C T 15 207 c.490G>A c.(490-492)GAG>AAG p.E164K

Pat_45 Post-Resistance ZNF438 220929 37 10 31138702 31138702 Missense_Mutation SNP T A 4 51 c.632A>T c.(631-633)CAT>CTT p.H211L



Pat_45 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 9 77 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_45 Post-Resistance BMS1 9790 37 10 43289384 43289384 Missense_Mutation SNP G A 13 48 c.1174G>A c.(1174-1176)GTG>ATG p.V392M

Pat_45 Post-Resistance RET 5979 37 10 43604641 43604641 Missense_Mutation SNP C T 11 73 c.1226C>T c.(1225-1227)TCC>TTC p.S409F

Pat_45 Post-Resistance NCOA4 8031 37 10 51582809 51582809 Missense_Mutation SNP G A 5 55 c.584G>A c.(583-585)GGT>GAT p.G195D

Pat_45 Post-Resistance EGR2 1959 37 10 64575768 64575768 Missense_Mutation SNP C T 66 453 c.22G>A c.(22-24)GAC>AAC p.D8N

Pat_45 Post-Resistance CTNNA3 29119 37 10 67829190 67829190 Missense_Mutation SNP C T 9 69 c.2035G>A c.(2035-2037)GAT>AAT p.D679N

Pat_45 Post-Resistance RUFY2 55680 37 10 70161376 70161376 Splice_Site SNP C T 13 127 c.401_splice c.e3+1 p.K134_splice

Pat_45 Post-Resistance TET1 80312 37 10 70333230 70333230 Missense_Mutation SNP C T 46 185 c.1135C>T c.(1135-1137)CCT>TCT p.P379S

Pat_45 Post-Resistance DDX50 79009 37 10 70672975 70672975 Missense_Mutation SNP G A 4 77 c.697G>A c.(697-699)GAT>AAT p.D233N

Pat_45 Post-Resistance VPS26A 9559 37 10 70892711 70892711 Missense_Mutation SNP G A 8 47 c.61G>A c.(61-63)GGG>AGG p.G21R

Pat_45 Post-Resistance DDIT4 54541 37 10 74034141 74034141 Missense_Mutation SNP C T 6 84 c.167C>T c.(166-168)TCC>TTC p.S56F

Pat_45 Post-Resistance USP54 159195 37 10 75276534 75276534 Missense_Mutation SNP C T 9 183 c.3650G>A c.(3649-3651)GGT>GAT p.G1217D

Pat_45 Post-Resistance DLG5 9231 37 10 79554698 79554698 Missense_Mutation SNP C T 16 52 c.5455G>A c.(5455-5457)GAC>AAC p.D1819N

Pat_45 Post-Resistance SFTPD 6441 37 10 81697744 81697744 Missense_Mutation SNP G A 16 394 c.992C>T c.(991-993)TCC>TTC p.S331F

Pat_45 Post-Resistance HHEX 3087 37 10 94452275 94452275 Missense_Mutation SNP C T 4 59 c.512C>T c.(511-513)GCC>GTC p.A171V

Pat_45 Post-Resistance CYP2C18 1562 37 10 96447632 96447632 Missense_Mutation SNP G A 17 100 c.274G>A c.(274-276)GAG>AAG p.E92K

Pat_45 Post-Resistance CYP2C8 1558 37 10 96802652 96802652 Missense_Mutation SNP G A 24 99 c.1144C>T c.(1144-1146)CCC>TCC p.P382S

Pat_45 Post-Resistance RRP12 23223 37 10 99126308 99126308 Missense_Mutation SNP C T 4 87 c.3286G>A c.(3286-3288)GAG>AAG p.E1096K

Pat_45 Post-Resistance RRP12 23223 37 10 99139485 99139485 Missense_Mutation SNP G A 16 89 c.1576C>T c.(1576-1578)CCC>TCC p.P526S

Pat_45 Post-Resistance MMS19 64210 37 10 99222430 99222430 Missense_Mutation SNP G A 3 47 c.1922C>T c.(1921-1923)CCC>CTC p.P641L

Pat_45 Post-Resistance SEMA4G 57715 37 10 102740727 102740727 Missense_Mutation SNP C T 14 115 c.1616C>T c.(1615-1617)ACC>ATC p.T539I

Pat_45 Post-Resistance TRIM8 81603 37 10 104416851 104416851 Missense_Mutation SNP C T 14 161 c.1396C>T c.(1396-1398)CTC>TTC p.L466F

Pat_45 Post-Resistance SH3PXD2A 9644 37 10 105495501 105495501 Missense_Mutation SNP C T 22 287 c.295G>A c.(295-297)GAA>AAA p.E99K

Pat_45 Post-Resistance SLK 9748 37 10 105761973 105761973 Missense_Mutation SNP C T 13 112 c.1037C>T c.(1036-1038)GCC>GTC p.A346V

Pat_45 Post-Resistance CCDC147 159686 37 10 106118145 106118145 Missense_Mutation SNP T C 7 35 c.56T>C c.(55-57)ATG>ACG p.M19T

Pat_45 Post-Resistance BAG3 9531 37 10 121432104 121432104 Missense_Mutation SNP G A 20 76 c.845G>A c.(844-846)AGG>AAG p.R282K

Pat_45 Post-Resistance INPP5F 22876 37 10 121586180 121586180 Missense_Mutation SNP A G 9 114 c.2287A>G c.(2287-2289)AGG>GGG p.R763G

Pat_45 Post-Resistance C10orf119 79892 37 10 121608956 121608956 Missense_Mutation SNP C T 6 52 c.707G>A c.(706-708)GGC>GAC p.G236D

Pat_45 Post-Resistance DHX32 55760 37 10 127527686 127527686 Missense_Mutation SNP C T 15 103 c.1765G>A c.(1765-1767)GCT>ACT p.A589T

Pat_45 Post-Resistance ADAM12 8038 37 10 127727947 127727947 Missense_Mutation SNP G A 6 104 c.2165C>T c.(2164-2166)GCT>GTT p.A722V

Pat_45 Post-Resistance MKI67 4288 37 10 129907471 129907471 Missense_Mutation SNP G A 19 258 c.2633C>T c.(2632-2634)TCT>TTT p.S878F

Pat_45 Post-Resistance BNIP3 664 37 10 133786587 133786587 Missense_Mutation SNP C T 37 250 c.233G>A c.(232-234)AGG>AAG p.R78K

Pat_45 Post-Resistance JAKMIP3 282973 37 10 133967314 133967314 Missense_Mutation SNP G A 14 363 c.2119G>A c.(2119-2121)GAT>AAT p.D707N

Pat_45 Post-Resistance JAKMIP3 282973 37 10 133967483 133967483 Nonsense_Mutation SNP C T 9 129 c.2203C>T c.(2203-2205)CAG>TAG p.Q735*

Pat_45 Post-Resistance PAOX 196743 37 10 135195101 135195101 Missense_Mutation SNP C T 10 160 c.806C>T c.(805-807)TCG>TTG p.S269L

Pat_45 Post-Resistance PTDSS2 81490 37 11 460260 460260 Missense_Mutation SNP C T 7 104 c.256C>T c.(256-258)CCT>TCT p.P86S

Pat_45 Post-Resistance MUC2 4583 37 11 1080524 1080524 Missense_Mutation SNP G T 3 30 c.1166G>T c.(1165-1167)GGC>GTC p.G389V

Pat_45 Post-Resistance MUC5B 727897 37 11 1162355 1162355 Missense_Mutation SNP G A 6 58 c.1864G>A c.(1864-1866)GAG>AAG p.E622K

Pat_45 Post-Resistance CD81 975 37 11 2398786 2398786 Missense_Mutation SNP G A 3 15 c.7G>A c.(7-9)GTG>ATG p.V3M

Pat_45 Post-Resistance OR51T1 401665 37 11 4903401 4903401 Missense_Mutation SNP C T 8 74 c.353C>T c.(352-354)GCC>GTC p.A118V

Pat_45 Post-Resistance OR51A7 119687 37 11 4929446 4929446 Missense_Mutation SNP C T 13 124 c.847C>T c.(847-849)CCG>TCG p.P283S

Pat_45 Post-Resistance OR51M1 390059 37 11 5411211 5411211 Missense_Mutation SNP G A 10 124 c.583G>A c.(583-585)GAA>AAA p.E195K

Pat_45 Post-Resistance OR52B2 255725 37 11 6191508 6191508 Missense_Mutation SNP G A 10 33 c.49C>T c.(49-51)CCT>TCT p.P17S

Pat_45 Post-Resistance SBF2 81846 37 11 10052627 10052627 Missense_Mutation SNP C T 19 159 c.370G>A c.(370-372)GTA>ATA p.V124I

Pat_45 Post-Resistance SLC5A12 159963 37 11 26692673 26692673 Missense_Mutation SNP C T 10 174 c.1833G>A c.(1831-1833)ATG>ATA p.M611I

Pat_45 Post-Resistance RCN1 5954 37 11 32119901 32119901 Missense_Mutation SNP C T 7 64 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_45 Post-Resistance CRY2 1408 37 11 45882416 45882416 Missense_Mutation SNP G A 7 132 c.548G>A c.(547-549)GGG>GAG p.G183E



Pat_45 Post-Resistance KIAA0652 9776 37 11 46665911 46665911 Splice_Site SNP G A 8 142 c.69_splice c.e3+1 p.K23_splice

Pat_45 Post-Resistance MADD 8567 37 11 47303958 47303958 Missense_Mutation SNP C T 9 145 c.1496C>T c.(1495-1497)TCC>TTC p.S499F

Pat_45 Post-Resistance OR5M11 219487 37 11 56310465 56310465 Missense_Mutation SNP G A 4 45 c.269C>T c.(268-270)ACC>ATC p.T90I

Pat_45 Post-Resistance UBE2L6 9246 37 11 57321972 57321972 Missense_Mutation SNP C T 34 259 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_45 Post-Resistance CTNND1 1500 37 11 57564110 57564110 Missense_Mutation SNP C T 19 226 c.602C>T c.(601-603)ACC>ATC p.T201I

Pat_45 Post-Resistance MS4A14 84689 37 11 60170449 60170449 Missense_Mutation SNP C T 18 224 c.383C>T c.(382-384)ACC>ATC p.T128I

Pat_45 Post-Resistance MS4A1 931 37 11 60229888 60229888 Missense_Mutation SNP C G 3 55 c.41C>G c.(40-42)GCA>GGA p.A14G

Pat_45 Post-Resistance CD6 923 37 11 60785844 60785844 Missense_Mutation SNP G A 4 27 c.1921G>A c.(1921-1923)GAG>AAG p.E641K

Pat_45 Post-Resistance AHNAK 79026 37 11 62292183 62292183 Missense_Mutation SNP C T 4 48 c.9706G>A c.(9706-9708)GAG>AAG p.E3236K

Pat_45 Post-Resistance MAP4K2 5871 37 11 64564631 64564631 Missense_Mutation SNP C T 15 65 c.1310G>A c.(1309-1311)AGC>AAC p.S437N

Pat_45 Post-Resistance CDCA5 113130 37 11 64846868 64846868 Missense_Mutation SNP G A 17 110 c.635C>T c.(634-636)CCC>CTC p.P212L

Pat_45 Post-Resistance FRMD8 83786 37 11 65168298 65168298 Missense_Mutation SNP G A 9 144 c.1031G>A c.(1030-1032)GGC>GAC p.G344D

Pat_45 Post-Resistance KDM2A 22992 37 11 67020958 67020958 Nonsense_Mutation SNP G A 26 262 c.2967G>A c.(2965-2967)TGG>TGA p.W989*

Pat_45 Post-Resistance LRP5 4041 37 11 68216419 68216419 Missense_Mutation SNP C T 14 135 c.4729C>T c.(4729-4731)CCC>TCC p.P1577S

Pat_45 Post-Resistance SHANK2 22941 37 11 70319218 70319218 Missense_Mutation SNP A T 25 107 c.5306T>A c.(5305-5307)CTG>CAG p.L1769Q

Pat_45 Post-Resistance ARHGEF17 9828 37 11 73022424 73022424 Missense_Mutation SNP C T 12 135 c.2741C>T c.(2740-2742)TCC>TTC p.S914F

Pat_45 Post-Resistance RELT 84957 37 11 73101611 73101611 Missense_Mutation SNP C T 68 221 c.61C>T c.(61-63)CTC>TTC p.L21F

Pat_45 Post-Resistance SLCO2B1 11309 37 11 74880368 74880368 Missense_Mutation SNP G A 11 198 c.599G>A c.(598-600)GGC>GAC p.G200D

Pat_45 Post-Resistance INTS4 92105 37 11 77672136 77672136 Missense_Mutation SNP G A 14 148 c.520C>T c.(520-522)CTT>TTT p.L174F

Pat_45 Post-Resistance PCF11 51585 37 11 82878306 82878306 Missense_Mutation SNP C T 8 45 c.1957C>T c.(1957-1959)CCT>TCT p.P653S

Pat_45 Post-Resistance PCF11 51585 37 11 82879547 82879547 Missense_Mutation SNP C T 9 121 c.2170C>T c.(2170-2172)CCA>TCA p.P724S

Pat_45 Post-Resistance PCF11 51585 37 11 82879997 82879997 Missense_Mutation SNP G A 5 119 c.2620G>A c.(2620-2622)GGT>AGT p.G874S

Pat_45 Post-Resistance C11orf73 51501 37 11 86055741 86055741 Missense_Mutation SNP C T 19 133 c.517C>T c.(517-519)CCG>TCG p.P173S

Pat_45 Post-Resistance FAT3 120114 37 11 92495281 92495281 Missense_Mutation SNP C T 4 68 c.3929C>T c.(3928-3930)ACT>ATT p.T1310I

Pat_45 Post-Resistance FAT3 120114 37 11 92531755 92531755 Missense_Mutation SNP C T 6 54 c.5576C>T c.(5575-5577)CCC>CTC p.P1859L

Pat_45 Post-Resistance HEPHL1 341208 37 11 93800692 93800692 Missense_Mutation SNP C T 23 117 c.839C>T c.(838-840)CCG>CTG p.P280L

Pat_45 Post-Resistance ENDOD1 23052 37 11 94862237 94862237 Missense_Mutation SNP G A 3 22 c.997G>A c.(997-999)GGC>AGC p.G333S

Pat_45 Post-Resistance KIAA1826 84437 37 11 105881565 105881565 Missense_Mutation SNP C T 3 59 c.80G>A c.(79-81)AGG>AAG p.R27K

Pat_45 Post-Resistance EXPH5 23086 37 11 108385480 108385480 Missense_Mutation SNP G A 5 91 c.754C>T c.(754-756)CAT>TAT p.H252Y

Pat_45 Post-Resistance NCAM1 4684 37 11 113146084 113146084 Missense_Mutation SNP C T 4 50 c.257C>T c.(256-258)ACA>ATA p.T86I

Pat_45 Post-Resistance MLL 4297 37 11 118343168 118343168 Missense_Mutation SNP G A 11 160 c.1294G>A c.(1294-1296)GAG>AAG p.E432K

Pat_45 Post-Resistance BCL9L 283149 37 11 118779096 118779096 Missense_Mutation SNP C T 16 94 c.295G>A c.(295-297)GCA>ACA p.A99T

Pat_45 Post-Resistance TRAPPC4 51399 37 11 118892596 118892596 Missense_Mutation SNP G A 5 97 c.581G>A c.(580-582)AGG>AAG p.R194K

Pat_45 Post-Resistance TRIM29 23650 37 11 119996597 119996597 Missense_Mutation SNP C T 7 44 c.1135G>A c.(1135-1137)GAA>AAA p.E379K

Pat_45 Post-Resistance TRIM29 23650 37 11 120008183 120008183 Missense_Mutation SNP G A 3 35 c.557C>T c.(556-558)TCC>TTC p.S186F

Pat_45 Post-Resistance TECTA 7007 37 11 120996474 120996474 Missense_Mutation SNP G A 15 118 c.1667G>A c.(1666-1668)AGT>AAT p.S556N

Pat_45 Post-Resistance CCDC15 80071 37 11 124857828 124857828 Missense_Mutation SNP T A 7 253 c.1706T>A c.(1705-1707)GTT>GAT p.V569D

Pat_45 Post-Resistance CCDC15 80071 37 11 124857870 124857870 Missense_Mutation SNP A G 6 182 c.1748A>G c.(1747-1749)CAG>CGG p.Q583R

Pat_45 Post-Resistance VPS26B 112936 37 11 134095156 134095156 Missense_Mutation SNP C T 17 186 c.140C>T c.(139-141)TCC>TTC p.S47F

Pat_45 Post-Resistance B4GALNT3 283358 37 12 663104 663104 Missense_Mutation SNP A G 3 52 c.2015A>G c.(2014-2016)GAG>GGG p.E672G

Pat_45 Post-Resistance RAD52 5893 37 12 1025632 1025632 Missense_Mutation SNP G A 4 29 c.743C>T c.(742-744)GCC>GTC p.A248V

Pat_45 Post-Resistance CACNA2D4 93589 37 12 1910248 1910249 Missense_Mutation DNP GG TT 7 90 c.2828_2829CC>AAc.(2827-2829)CCC>CAA p.P943Q

Pat_45 Post-Resistance TNFRSF1A 7132 37 12 6442535 6442535 Missense_Mutation SNP G A 3 29 c.470C>T c.(469-471)TCC>TTC p.S157F

Pat_45 Post-Resistance KLRC1 3821 37 12 10601919 10601919 Missense_Mutation SNP C T 16 188 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_45 Post-Resistance PRB1 5542 37 12 11506208 11506208 Missense_Mutation SNP G A 51 199 c.829C>T c.(829-831)CCT>TCT p.P277S

Pat_45 Post-Resistance LRP6 4040 37 12 12284989 12284989 Missense_Mutation SNP G A 14 105 c.3736C>T c.(3736-3738)CCT>TCT p.P1246S

Pat_45 Post-Resistance PKP2 5318 37 12 32955384 32955384 Missense_Mutation SNP G A 65 250 c.2252C>T c.(2251-2253)TCG>TTG p.S751L



Pat_45 Post-Resistance IRAK4 51135 37 12 44180314 44180314 Missense_Mutation SNP G A 7 56 c.1301G>A c.(1300-1302)AGT>AAT p.S434N

Pat_45 Post-Resistance MLL2 8085 37 12 49440495 49440495 Missense_Mutation SNP G A 12 77 c.4315C>T c.(4315-4317)CCC>TCC p.P1439S

Pat_45 Post-Resistance TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 6 54 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_45 Post-Resistance TROAP 10024 37 12 49724313 49724313 Missense_Mutation SNP G T 8 54 c.1685G>T c.(1684-1686)AGT>ATT p.S562I

Pat_45 Post-Resistance POU6F1 5463 37 12 51586223 51586223 Missense_Mutation SNP G A 23 103 c.281C>T c.(280-282)CCC>CTC p.P94L

Pat_45 Post-Resistance NR4A1 3164 37 12 52448671 52448671 Missense_Mutation SNP C T 13 95 c.559C>T c.(559-561)CCA>TCA p.P187S

Pat_45 Post-Resistance NCKAP1L 3071 37 12 54911672 54911672 Missense_Mutation SNP C T 11 132 c.1288C>T c.(1288-1290)CTT>TTT p.L430F

Pat_45 Post-Resistance OR6C6 283365 37 12 55688542 55688542 Missense_Mutation SNP C T 14 53 c.475G>A c.(475-477)GTC>ATC p.V159I

Pat_45 Post-Resistance DGKA 1606 37 12 56334729 56334729 Missense_Mutation SNP G A 10 46 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_45 Post-Resistance MYL6B 140465 37 12 56551482 56551482 Missense_Mutation SNP C T 6 50 c.599C>T c.(598-600)GCC>GTC p.A200V

Pat_45 Post-Resistance MARS 4141 37 12 57906711 57906711 Missense_Mutation SNP C T 19 191 c.1931C>T c.(1930-1932)TCT>TTT p.S644F

Pat_45 Post-Resistance PIP4K2C 79837 37 12 57995103 57995103 Missense_Mutation SNP C T 6 49 c.1157C>T c.(1156-1158)GCT>GTT p.A386V

Pat_45 Post-Resistance RPSAP52 204010 37 12 66152134 66152134 Missense_Mutation SNP G A 4 7 c.389C>T c.(388-390)GCT>GTT p.A130V

Pat_45 Post-Resistance SLC35E3 55508 37 12 69141800 69141800 Missense_Mutation SNP G A 10 109 c.493G>A c.(493-495)GTT>ATT p.V165I

Pat_45 Post-Resistance KCNMB4 27345 37 12 70824296 70824296 Missense_Mutation SNP G A 20 178 c.496G>A c.(496-498)GAT>AAT p.D166N

Pat_45 Post-Resistance NAV3 89795 37 12 78515772 78515772 Missense_Mutation SNP G A 8 38 c.3802G>A c.(3802-3804)GGT>AGT p.G1268S

Pat_45 Post-Resistance CCDC59 29080 37 12 82746994 82746994 Missense_Mutation SNP T C 3 70 c.662A>G c.(661-663)AAG>AGG p.K221R

Pat_45 Post-Resistance DUSP6 1848 37 12 89745728 89745728 Missense_Mutation SNP C T 3 45 c.89G>A c.(88-90)GGC>GAC p.G30D

Pat_45 Post-Resistance ELK3 2004 37 12 96617480 96617480 Missense_Mutation SNP G A 6 52 c.136G>A c.(136-138)GGA>AGA p.G46R

Pat_45 Post-Resistance NFYB 4801 37 12 104520010 104520010 Missense_Mutation SNP C G 2 4 c.113G>C c.(112-114)AGC>ACC p.S38T

Pat_45 Post-Resistance ACACB 32 37 12 109623454 109623454 Missense_Mutation SNP T G 20 62 c.1889T>G c.(1888-1890)GTG>GGG p.V630G

Pat_45 Post-Resistance FBXW8 26259 37 12 117426471 117426471 Nonsense_Mutation SNP C T 28 266 c.1036C>T c.(1036-1038)CAG>TAG p.Q346*

Pat_45 Post-Resistance NOS1 4842 37 12 117718614 117718614 Nonsense_Mutation SNP C T 5 46 c.1440G>A c.(1438-1440)TGG>TGA p.W480*

Pat_45 Post-Resistance KSR2 283455 37 12 117977643 117977643 Missense_Mutation SNP G A 15 121 c.1481C>T c.(1480-1482)TCC>TTC p.S494F

Pat_45 Post-Resistance EP400 57634 37 12 132466850 132466850 Missense_Mutation SNP G A 17 136 c.1756G>A c.(1756-1758)GCC>ACC p.A586T

Pat_45 Post-Resistance POLE 5426 37 12 133226409 133226409 Missense_Mutation SNP G A 6 34 c.3649C>T c.(3649-3651)CTC>TTC p.L1217F

Pat_45 Post-Resistance POLR1D 51082 37 13 28239855 28239855 Missense_Mutation SNP G T 4 43 c.134G>T c.(133-135)AGA>ATA p.R45I

Pat_45 Post-Resistance B3GALTL 145173 37 13 31835207 31835207 Missense_Mutation SNP C T 5 55 c.584C>T c.(583-585)CCA>CTA p.P195L

Pat_45 Post-Resistance NBEA 26960 37 13 35632956 35632956 Missense_Mutation SNP C T 3 36 c.1195C>T c.(1195-1197)CCA>TCA p.P399S

Pat_45 Post-Resistance CSNK1A1L 122011 37 13 37678426 37678426 Missense_Mutation SNP G A 16 165 c.968C>T c.(967-969)ACA>ATA p.T323I

Pat_45 Post-Resistance CSNK1A1L 122011 37 13 37678453 37678453 Missense_Mutation SNP C T 13 198 c.941G>A c.(940-942)GGG>GAG p.G314E

Pat_45 Post-Resistance FREM2 341640 37 13 39265691 39265691 Missense_Mutation SNP C T 14 150 c.4210C>T c.(4210-4212)CCC>TCC p.P1404S

Pat_45 Post-Resistance NAA16 79612 37 13 41932505 41932505 Missense_Mutation SNP G A 11 131 c.1153G>A c.(1153-1155)GAT>AAT p.D385N

Pat_45 Post-Resistance EPSTI1 94240 37 13 43462438 43462438 Missense_Mutation SNP G A 13 55 c.1181C>T c.(1180-1182)CCT>CTT p.P394L

Pat_45 Post-Resistance KIAA1704 55425 37 13 45602022 45602022 Missense_Mutation SNP C T 5 66 c.907C>T c.(907-909)CGT>TGT p.R303C

Pat_45 Post-Resistance LPAR6 10161 37 13 48986500 48986500 Nonsense_Mutation SNP A T 4 73 c.60T>A c.(58-60)TAT>TAA p.Y20*

Pat_45 Post-Resistance SETDB2 83852 37 13 50057041 50057041 Missense_Mutation SNP C T 7 55 c.1361C>T c.(1360-1362)ACT>ATT p.T454I

Pat_45 Post-Resistance KCNRG 283518 37 13 50590158 50590158 Missense_Mutation SNP G A 12 115 c.529G>A c.(529-531)GTT>ATT p.V177I

Pat_45 Post-Resistance CKAP2 26586 37 13 53049104 53049104 Missense_Mutation SNP G A 9 56 c.1880G>A c.(1879-1881)CGT>CAT p.R627H

Pat_45 Post-Resistance DACH1 1602 37 13 72049279 72049279 Missense_Mutation SNP T C 10 90 c.2077A>G c.(2077-2079)ATA>GTA p.I693V

Pat_45 Post-Resistance PIBF1 10464 37 13 73357692 73357692 Missense_Mutation SNP G A 9 115 c.85G>A c.(85-87)GTT>ATT p.V29I

Pat_45 Post-Resistance TBC1D4 9882 37 13 75880586 75880586 Missense_Mutation SNP G A 4 83 c.2615C>T c.(2614-2616)TCC>TTC p.S872F

Pat_45 Post-Resistance SCEL 8796 37 13 78178522 78178522 Missense_Mutation SNP G A 6 103 c.1129G>A c.(1129-1131)GAT>AAT p.D377N

Pat_45 Post-Resistance SLITRK1 114798 37 13 84453844 84453844 Missense_Mutation SNP G A 10 116 c.1799C>T c.(1798-1800)GCG>GTG p.A600V

Pat_45 Post-Resistance SLITRK6 84189 37 13 86368348 86368348 Missense_Mutation SNP G A 7 81 c.2296C>T c.(2296-2298)CTT>TTT p.L766F

Pat_45 Post-Resistance GPC5 2262 37 13 92408617 92408617 Missense_Mutation SNP A G 12 97 c.1223A>G c.(1222-1224)AAT>AGT p.N408S

Pat_45 Post-Resistance MBNL2 10150 37 13 97986545 97986545 Missense_Mutation SNP G A 8 104 c.190G>A c.(190-192)GAG>AAG p.E64K



Pat_45 Post-Resistance SLC10A2 6555 37 13 103703661 103703661 Missense_Mutation SNP G A 14 80 c.707C>T c.(706-708)GCG>GTG p.A236V

Pat_45 Post-Resistance SLC10A2 6555 37 13 103703743 103703743 Missense_Mutation SNP C T 6 51 c.625G>A c.(625-627)GCT>ACT p.A209T

Pat_45 Post-Resistance GRK1 6011 37 13 114322374 114322374 Missense_Mutation SNP C T 4 31 c.673C>T c.(673-675)CGG>TGG p.R225W

Pat_45 Post-Resistance OR4Q3 441669 37 14 20216025 20216025 Missense_Mutation SNP C T 5 60 c.439C>T c.(439-441)CTT>TTT p.L147F

Pat_45 Post-Resistance TEP1 7011 37 14 20852822 20852822 Missense_Mutation SNP G A 18 239 c.3158C>T c.(3157-3159)GCC>GTC p.A1053V

Pat_45 Post-Resistance OR6S1 341799 37 14 21109394 21109394 Missense_Mutation SNP C T 4 71 c.457G>A c.(457-459)GGG>AGG p.G153R

Pat_45 Post-Resistance CHD8 57680 37 14 21883732 21883732 Splice_Site SNP C T 6 66 c.1131_splice c.e7+1 p.E377_splice

Pat_45 Post-Resistance TOX4 9878 37 14 21960767 21960767 Nonsense_Mutation SNP C A 13 148 c.992C>A c.(991-993)TCA>TAA p.S331*

Pat_45 Post-Resistance DHRS2 10202 37 14 24108123 24108123 Missense_Mutation SNP C T 10 160 c.50C>T c.(49-51)GCT>GTT p.A17V

Pat_45 Post-Resistance NFATC4 4776 37 14 24841655 24841655 Missense_Mutation SNP C T 7 128 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_45 Post-Resistance ARHGAP5 394 37 14 32562267 32562267 Missense_Mutation SNP C T 5 147 c.2392C>T c.(2392-2394)CCC>TCC p.P798S

Pat_45 Post-Resistance FSCB 84075 37 14 44975115 44975115 Missense_Mutation SNP G T 22 84 c.1076C>A c.(1075-1077)CCT>CAT p.P359H

Pat_45 Post-Resistance FANCM 57697 37 14 45636294 45636294 Missense_Mutation SNP C T 8 135 c.1930C>T c.(1930-1932)CAT>TAT p.H644Y

Pat_45 Post-Resistance FANCM 57697 37 14 45658350 45658350 Missense_Mutation SNP C T 22 244 c.5125C>T c.(5125-5127)CCT>TCT p.P1709S

Pat_45 Post-Resistance POLE2 5427 37 14 50140909 50140909 Missense_Mutation SNP G A 96 278 c.349C>T c.(349-351)CCA>TCA p.P117S

Pat_45 Post-Resistance KLHDC2 23588 37 14 50238352 50238352 Missense_Mutation SNP G A 12 74 c.194G>A c.(193-195)AGA>AAA p.R65K

Pat_45 Post-Resistance ARF6 382 37 14 50360936 50360936 Missense_Mutation SNP G A 6 62 c.482G>A c.(481-483)GGA>GAA p.G161E

Pat_45 Post-Resistance CDKL1 8814 37 14 50807897 50807897 Missense_Mutation SNP G A 12 129 c.2524C>T c.(2524-2526)CCT>TCT p.P842S

Pat_45 Post-Resistance NID2 22795 37 14 52493928 52493928 Nonsense_Mutation SNP G A 5 45 c.2665C>T c.(2665-2667)CAG>TAG p.Q889*

Pat_45 Post-Resistance TXNDC16 57544 37 14 52948991 52948991 Missense_Mutation SNP C T 7 85 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_45 Post-Resistance RTN1 6252 37 14 60213121 60213121 Missense_Mutation SNP G A 3 66 c.320C>T c.(319-321)TCT>TTT p.S107F

Pat_45 Post-Resistance TRMT5 57570 37 14 61446257 61446257 Missense_Mutation SNP C T 17 198 c.359G>A c.(358-360)CGC>CAC p.R120H

Pat_45 Post-Resistance SYNE2 23224 37 14 64522818 64522818 Missense_Mutation SNP G A 8 47 c.9901G>A c.(9901-9903)GAG>AAG p.E3301K

Pat_45 Post-Resistance ZBTB25 7597 37 14 64957244 64957244 Missense_Mutation SNP G A 8 171 c.8C>T c.(7-9)ACT>ATT p.T3I

Pat_45 Post-Resistance VTI1B 10490 37 14 68141101 68141101 Missense_Mutation SNP C T 6 23 c.106G>A c.(106-108)GCG>ACG p.A36T

Pat_45 Post-Resistance ACOT4 122970 37 14 74062158 74062158 Missense_Mutation SNP C T 10 97 c.1066C>T c.(1066-1068)CCT>TCT p.P356S

Pat_45 Post-Resistance C14orf115 55237 37 14 74824727 74824727 Missense_Mutation SNP C T 6 131 c.1241C>T c.(1240-1242)TCC>TTC p.S414F

Pat_45 Post-Resistance MLH3 27030 37 14 75513393 75513393 Missense_Mutation SNP C T 17 116 c.2966G>A c.(2965-2967)AGA>AAA p.R989K

Pat_45 Post-Resistance FAM164C 79696 37 14 75537559 75537559 Missense_Mutation SNP G A 29 288 c.283G>A c.(283-285)GAT>AAT p.D95N

Pat_45 Post-Resistance NEK9 91754 37 14 75553876 75553876 Missense_Mutation SNP G A 8 129 c.2662C>T c.(2662-2664)CCT>TCT p.P888S

Pat_45 Post-Resistance TMEM63C 57156 37 14 77715198 77715198 Missense_Mutation SNP C T 9 210 c.1853C>T c.(1852-1854)CCC>CTC p.P618L

Pat_45 Post-Resistance KCNK10 54207 37 14 88652225 88652225 Missense_Mutation SNP C T 13 87 c.1271G>A c.(1270-1272)CGC>CAC p.R424H

Pat_45 Post-Resistance C14orf159 80017 37 14 91639748 91639748 Missense_Mutation SNP G A 3 39 c.557G>A c.(556-558)GGT>GAT p.G186D

Pat_45 Post-Resistance CATSPERB 79820 37 14 92157893 92157893 Missense_Mutation SNP T A 7 111 c.838A>T c.(838-840)AGG>TGG p.R280W

Pat_45 Post-Resistance TRIP11 9321 37 14 92436129 92436129 Missense_Mutation SNP G A 9 117 c.5828C>T c.(5827-5829)CCC>CTC p.P1943L

Pat_45 Post-Resistance DDX24 57062 37 14 94528964 94528964 Missense_Mutation SNP C T 19 105 c.722G>A c.(721-723)AGT>AAT p.S241N

Pat_45 Post-Resistance ATG2B 55102 37 14 96783538 96783538 Missense_Mutation SNP G A 6 76 c.3154C>T c.(3154-3156)CTC>TTC p.L1052F

Pat_45 Post-Resistance PPP2R5C 5527 37 14 102276373 102276373 Missense_Mutation SNP G A 6 63 c.94G>A c.(94-96)GAT>AAT p.D32N

Pat_45 Post-Resistance DYNC1H1 1778 37 14 102482379 102482379 Missense_Mutation SNP C T 3 46 c.7429C>T c.(7429-7431)CCC>TCC p.P2477S

Pat_45 Post-Resistance RAGE 5891 37 14 102695823 102695823 Missense_Mutation SNP G A 18 185 c.1153C>T c.(1153-1155)CCC>TCC p.P385S

Pat_45 Post-Resistance PPP1R13B 23368 37 14 104206385 104206385 Missense_Mutation SNP C T 16 127 c.2368G>A c.(2368-2370)GAT>AAT p.D790N

Pat_45 Post-Resistance C15orf2 23742 37 15 24922887 24922887 Missense_Mutation SNP C T 9 61 c.1873C>T c.(1873-1875)CCA>TCA p.P625S

Pat_45 Post-Resistance HERC2 8924 37 15 28501415 28501415 Missense_Mutation SNP C T 6 42 c.2566G>A c.(2566-2568)GGT>AGT p.G856S

Pat_45 Post-Resistance RYR3 6263 37 15 34064312 34064312 Missense_Mutation SNP C T 5 50 c.9008C>T c.(9007-9009)TCC>TTC p.S3003F

Pat_45 Post-Resistance C15orf55 256646 37 15 34648760 34648760 Missense_Mutation SNP G A 8 75 c.2467G>A c.(2467-2469)GAA>AAA p.E823K

Pat_45 Post-Resistance RAD51 5888 37 15 40990990 40990990 Missense_Mutation SNP G A 6 115 c.34G>A c.(34-36)GAT>AAT p.D12N

Pat_45 Post-Resistance VPS18 57617 37 15 41191546 41191546 Missense_Mutation SNP G A 8 144 c.530G>A c.(529-531)AGC>AAC p.S177N



Pat_45 Post-Resistance INO80 54617 37 15 41377602 41377602 Missense_Mutation SNP C T 23 125 c.838G>A c.(838-840)GTA>ATA p.V280I

Pat_45 Post-Resistance STRC 161497 37 15 43895526 43895526 Missense_Mutation SNP C T 7 55 c.4459G>A c.(4459-4461)GAC>AAC p.D1487N

Pat_45 Post-Resistance SQRDL 58472 37 15 45983208 45983208 Missense_Mutation SNP T A 20 241 c.1333T>A c.(1333-1335)TTT>ATT p.F445I

Pat_45 Post-Resistance FBN1 2200 37 15 48707754 48707754 Missense_Mutation SNP C T 10 138 c.8030G>A c.(8029-8031)GGT>GAT p.G2677D

Pat_45 Post-Resistance C15orf33 196951 37 15 49800512 49800512 Nonsense_Mutation SNP C T 5 57 c.908G>A c.(907-909)TGG>TAG p.W303*

Pat_45 Post-Resistance TMOD3 29766 37 15 52192472 52192472 Missense_Mutation SNP G A 7 52 c.856G>A c.(856-858)GCA>ACA p.A286T

Pat_45 Post-Resistance SLTM 79811 37 15 59179486 59179486 Missense_Mutation SNP G A 14 131 c.2629C>T c.(2629-2631)CCT>TCT p.P877S

Pat_45 Post-Resistance ANXA2 302 37 15 60674586 60674586 Missense_Mutation SNP C T 7 79 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_45 Post-Resistance USP3 9960 37 15 63862770 63862771 Missense_Mutation DNP GT AA 12 201 c.900_901GT>AA(898-903)AAGTGT>AAAAG p.C301S

Pat_45 Post-Resistance CLPX 10845 37 15 65450171 65450171 Nonsense_Mutation SNP G A 6 116 c.970C>T c.(970-972)CAG>TAG p.Q324*

Pat_45 Post-Resistance CILP 8483 37 15 65490358 65490358 Missense_Mutation SNP C T 14 223 c.2266G>A c.(2266-2268)GTG>ATG p.V756M

Pat_45 Post-Resistance AAGAB 79719 37 15 67528320 67528320 Missense_Mutation SNP C T 12 154 c.448G>A c.(448-450)GAT>AAT p.D150N

Pat_45 Post-Resistance CALML4 91860 37 15 68497780 68497780 Translation_Start_Site SNP C T 3 14 c.-65G>A c.(-67--63)AGGTG>AGATG

Pat_45 Post-Resistance PARP6 56965 37 15 72559163 72559163 Missense_Mutation SNP C T 10 79 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_45 Post-Resistance CSK 1445 37 15 75094136 75094136 Missense_Mutation SNP G A 6 96 c.988G>A c.(988-990)GTC>ATC p.V330I

Pat_45 Post-Resistance CSK 1445 37 15 75094706 75094706 Missense_Mutation SNP G A 13 105 c.1205G>A c.(1204-1206)GGC>GAC p.G402D

Pat_45 Post-Resistance MAN2C1 4123 37 15 75654258 75654258 Missense_Mutation SNP C T 21 268 c.1039G>A c.(1039-1041)GTG>ATG p.V347M

Pat_45 Post-Resistance LOC645752 645752 37 15 78211546 78211546 Missense_Mutation SNP G A 19 218 c.221C>T c.(220-222)TCC>TTC p.S74F

Pat_45 Post-Resistance EFTUD1 79631 37 15 82532887 82532887 Missense_Mutation SNP C T 12 109 c.388G>A c.(388-390)GTT>ATT p.V130I

Pat_45 Post-Resistance BNC1 646 37 15 83932330 83932330 Missense_Mutation SNP C T 15 78 c.1673G>A c.(1672-1674)AGA>AAA p.R558K

Pat_45 Post-Resistance ADAMTSL3 57188 37 15 84566671 84566671 Missense_Mutation SNP G A 28 121 c.1529G>A c.(1528-1530)GGA>GAA p.G510E

Pat_45 Post-Resistance ACAN 176 37 15 89400555 89400555 Missense_Mutation SNP C T 4 45 c.4739C>T c.(4738-4740)GCT>GTT p.A1580V

Pat_45 Post-Resistance MFGE8 4240 37 15 89444955 89444955 Missense_Mutation SNP G A 8 53 c.697C>T c.(697-699)CCC>TCC p.P233S

Pat_45 Post-Resistance MAN2A2 4122 37 15 91453374 91453374 Missense_Mutation SNP G A 11 178 c.1429G>A c.(1429-1431)GTG>ATG p.V477M

Pat_45 Post-Resistance CHD2 1106 37 15 93480792 93480792 Missense_Mutation SNP G A 5 54 c.488G>A c.(487-489)GGC>GAC p.G163D

Pat_45 Post-Resistance CHD2 1106 37 15 93528866 93528866 Missense_Mutation SNP G A 18 263 c.3376G>A c.(3376-3378)GAC>AAC p.D1126N

Pat_45 Post-Resistance NR2F2 7026 37 15 96877589 96877589 Missense_Mutation SNP G A 19 191 c.727G>A c.(727-729)GCC>ACC p.A243T

Pat_45 Post-Resistance OR4F15 390649 37 15 102359125 102359125 Missense_Mutation SNP G A 20 208 c.736G>A c.(736-738)GTG>ATG p.V246M

Pat_45 Post-Resistance WASH3P 374666 37 15 102515299 102515299 Missense_Mutation SNP G A 5 58 c.523G>A c.(523-525)GGC>AGC p.G175S

Pat_45 Post-Resistance NUBP2 10101 37 16 1836628 1836628 Missense_Mutation SNP C T 7 99 c.107C>T c.(106-108)GCC>GTC p.A36V

Pat_45 Post-Resistance GFER 2671 37 16 2035982 2035982 Missense_Mutation SNP G A 15 177 c.571G>A c.(571-573)GTG>ATG p.V191M

Pat_45 Post-Resistance CCNF 899 37 16 2499328 2499328 Missense_Mutation SNP C T 9 88 c.1264C>T c.(1264-1266)CCT>TCT p.P422S

Pat_45 Post-Resistance CCNF 899 37 16 2503258 2503258 Missense_Mutation SNP C T 18 161 c.1535C>T c.(1534-1536)GCC>GTC p.A512V

Pat_45 Post-Resistance MEFV 4210 37 16 3298929 3298929 Missense_Mutation SNP C T 16 204 c.1336G>A c.(1336-1338)GAG>AAG p.E446K

Pat_45 Post-Resistance ZNF75A 7627 37 16 3367588 3367588 Missense_Mutation SNP C T 5 70 c.610C>T c.(610-612)CTT>TTT p.L204F

Pat_45 Post-Resistance PPL 5493 37 16 4934485 4934485 Missense_Mutation SNP G A 3 28 c.4171C>T c.(4171-4173)CGG>TGG p.R1391W

Pat_45 Post-Resistance C16orf68 79091 37 16 8736343 8736343 Missense_Mutation SNP G A 64 618 c.931G>A c.(931-933)GAT>AAT p.D311N

Pat_45 Post-Resistance GRIN2A 2903 37 16 9857353 9857353 Missense_Mutation SNP C T 4 21 c.4048G>A c.(4048-4050)GAC>AAC p.D1350N

Pat_45 Post-Resistance TEKT5 146279 37 16 10729774 10729774 Missense_Mutation SNP G A 20 264 c.1088C>T c.(1087-1089)ACG>ATG p.T363M

Pat_45 Post-Resistance MKL2 57496 37 16 14346301 14346301 Missense_Mutation SNP C T 8 107 c.2645C>T c.(2644-2646)CCC>CTC p.P882L

Pat_45 Post-Resistance XYLT1 64131 37 16 17352853 17352853 Missense_Mutation SNP G A 10 58 c.905C>T c.(904-906)CCC>CTC p.P302L

Pat_45 Post-Resistance TMC5 79838 37 16 19498639 19498639 Missense_Mutation SNP C T 8 85 c.2564C>T c.(2563-2565)ACC>ATC p.T855I

Pat_45 Post-Resistance TMC5 79838 37 16 19505632 19505632 Missense_Mutation SNP G A 16 181 c.2875G>A c.(2875-2877)GAT>AAT p.D959N

Pat_45 Post-Resistance ACSM1 116285 37 16 20651829 20651829 Missense_Mutation SNP C T 15 186 c.1070G>A c.(1069-1071)AGA>AAA p.R357K

Pat_45 Post-Resistance DNAH3 55567 37 16 21014460 21014460 Missense_Mutation SNP G A 11 138 c.6092C>T c.(6091-6093)ACC>ATC p.T2031I

Pat_45 Post-Resistance ZKSCAN2 342357 37 16 25268154 25268154 Missense_Mutation SNP C T 7 124 c.295G>A c.(295-297)GAG>AAG p.E99K

Pat_45 Post-Resistance KIAA0556 23247 37 16 27640058 27640058 Missense_Mutation SNP G A 10 150 c.217G>A c.(217-219)GTC>ATC p.V73I



Pat_45 Post-Resistance XPO6 23214 37 16 28118864 28118864 Missense_Mutation SNP G A 7 120 c.2476C>T c.(2476-2478)CCA>TCA p.P826S

Pat_45 Post-Resistance SULT1A1 6817 37 16 28617503 28617503 Missense_Mutation SNP C T 5 74 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_45 Post-Resistance CORO1A 11151 37 16 30199809 30199809 Missense_Mutation SNP C T 5 42 c.1193C>T c.(1192-1194)CCC>CTC p.P398L

Pat_45 Post-Resistance SRCAP 10847 37 16 30749948 30749948 Missense_Mutation SNP C T 8 67 c.8587C>T c.(8587-8589)CCC>TCC p.P2863S

Pat_45 Post-Resistance SETD1A 9739 37 16 30991419 30991419 Missense_Mutation SNP G A 10 96 c.4312G>A c.(4312-4314)GAG>AAG p.E1438K

Pat_45 Post-Resistance ARMC5 79798 37 16 31473563 31473563 Missense_Mutation SNP C T 5 70 c.695C>T c.(694-696)GCC>GTC p.A232V

Pat_45 Post-Resistance NETO2 81831 37 16 47162401 47162401 Missense_Mutation SNP C T 39 237 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_45 Post-Resistance IRX6 79190 37 16 55361274 55361274 Missense_Mutation SNP T C 4 42 c.370T>C c.(370-372)TAT>CAT p.Y124H

Pat_45 Post-Resistance CES7 221223 37 16 55886795 55886795 Missense_Mutation SNP C T 9 89 c.1271G>A c.(1270-1272)AGA>AAA p.R424K

Pat_45 Post-Resistance COQ9 57017 37 16 57485117 57485117 Missense_Mutation SNP C T 7 131 c.239C>T c.(238-240)CCC>CTC p.P80L

Pat_45 Post-Resistance CCDC113 29070 37 16 58286740 58286740 Missense_Mutation SNP G A 6 108 c.211G>A c.(211-213)GCA>ACA p.A71T

Pat_45 Post-Resistance NDRG4 65009 37 16 58540345 58540345 Missense_Mutation SNP G A 27 387 c.427G>A c.(427-429)GGC>AGC p.G143S

Pat_45 Post-Resistance DYNC1LI2 1783 37 16 66759746 66759746 Missense_Mutation SNP T A 21 248 c.1363A>T c.(1363-1365)ACA>TCA p.T455S

Pat_45 Post-Resistance DYNC1LI2 1783 37 16 66764028 66764028 Missense_Mutation SNP G A 9 61 c.1028C>T c.(1027-1029)CCT>CTT p.P343L

Pat_45 Post-Resistance TPPP3 51673 37 16 67424207 67424207 Missense_Mutation SNP G A 29 242 c.401C>T c.(400-402)TCC>TTC p.S134F

Pat_45 Post-Resistance TPPP3 51673 37 16 67424399 67424399 Missense_Mutation SNP C T 20 93 c.325G>A c.(325-327)GCC>ACC p.A109T

Pat_45 Post-Resistance DUS2L 54920 37 16 68072032 68072032 Missense_Mutation SNP G A 3 48 c.106G>A c.(106-108)GCG>ACG p.A36T

Pat_45 Post-Resistance PRMT7 54496 37 16 68358650 68358650 Missense_Mutation SNP C T 11 103 c.197C>T c.(196-198)GCC>GTC p.A66V

Pat_45 Post-Resistance AARS 16 37 16 70289630 70289630 Splice_Site SNP C T 6 67 c.2286_splice c.e16+1 p.K762_splice

Pat_45 Post-Resistance DHX38 9785 37 16 72134474 72134474 Missense_Mutation SNP G A 7 104 c.1256G>A c.(1255-1257)GGG>GAG p.G419E

Pat_45 Post-Resistance PKD1L2 114780 37 16 81232276 81232276 Missense_Mutation SNP G A 4 50 c.1534C>T c.(1534-1536)CCG>TCG p.P512S

Pat_45 Post-Resistance PKD1L2 114780 37 16 81236132 81236132 Nonsense_Mutation SNP C T 23 169 c.1116G>A c.(1114-1116)TGG>TGA p.W372*

Pat_45 Post-Resistance GAN 8139 37 16 81388232 81388232 Missense_Mutation SNP G A 8 132 c.505G>A c.(505-507)GAA>AAA p.E169K

Pat_45 Post-Resistance CDH13 1012 37 16 83817005 83817005 Missense_Mutation SNP G A 19 188 c.2062G>A c.(2062-2064)GAC>AAC p.D688N

Pat_45 Post-Resistance KCNG4 93107 37 16 84270361 84270361 Missense_Mutation SNP G A 7 64 c.731C>T c.(730-732)CCC>CTC p.P244L

Pat_45 Post-Resistance ZCCHC14 23174 37 16 87446222 87446222 Missense_Mutation SNP G A 4 92 c.1694C>T c.(1693-1695)GCG>GTG p.A565V

Pat_45 Post-Resistance BANP 54971 37 16 88039791 88039791 Missense_Mutation SNP G A 25 267 c.548G>A c.(547-549)AGC>AAC p.S183N

Pat_45 Post-Resistance GALNS 2588 37 16 88904029 88904029 Splice_Site SNP C T 12 65 c.566_splice c.e5+1 p.R189_splice

Pat_45 Post-Resistance ANKRD11 29123 37 16 89351391 89351391 Missense_Mutation SNP G A 11 72 c.1559C>T c.(1558-1560)GCC>GTC p.A520V

Pat_45 Post-Resistance SPG7 6687 37 16 89590593 89590593 Missense_Mutation SNP G A 41 438 c.556G>A c.(556-558)GTG>ATG p.V186M

Pat_45 Post-Resistance SPG7 6687 37 16 89592849 89592849 Missense_Mutation SNP C T 14 204 c.731C>T c.(730-732)TCC>TTC p.S244F

Pat_45 Post-Resistance FANCA 2175 37 16 89846307 89846307 Missense_Mutation SNP C T 5 108 c.1685G>A c.(1684-1686)GGG>GAG p.G562E

Pat_45 Post-Resistance TUBB3 10381 37 16 89999944 89999944 Missense_Mutation SNP G A 22 415 c.235G>A c.(235-237)GGG>AGG p.G79R

Pat_45 Post-Resistance VPS53 55275 37 17 463814 463814 Splice_Site SNP C T 5 90 c.1557_splice c.e15-1 p.K519_splice

Pat_45 Post-Resistance FAM57A 79850 37 17 644578 644578 Missense_Mutation SNP G A 5 118 c.542G>A c.(541-543)GGA>GAA p.G181E

Pat_45 Post-Resistance GLOD4 51031 37 17 680108 680108 Missense_Mutation SNP C T 5 137 c.306G>A c.(304-306)ATG>ATA p.M102I

Pat_45 Post-Resistance NXN 64359 37 17 704256 704256 Missense_Mutation SNP G A 11 91 c.1241C>T c.(1240-1242)ACC>ATC p.T414I

Pat_45 Post-Resistance PITPNA 5306 37 17 1456434 1456434 Missense_Mutation SNP C T 7 100 c.61G>A c.(61-63)GGG>AGG p.G21R

Pat_45 Post-Resistance SGSM2 9905 37 17 2267426 2267426 Missense_Mutation SNP C T 9 78 c.881C>T c.(880-882)ACC>ATC p.T294I

Pat_45 Post-Resistance SGSM2 9905 37 17 2278882 2278882 Missense_Mutation SNP G A 23 232 c.2062G>A c.(2062-2064)GGC>AGC p.G688S

Pat_45 Post-Resistance ZNF232 7775 37 17 5009592 5009592 Nonsense_Mutation SNP G A 9 122 c.781C>T c.(781-783)CAG>TAG p.Q261*

Pat_45 Post-Resistance SLC2A4 6517 37 17 7186892 7186892 Missense_Mutation SNP C T 5 96 c.251C>T c.(250-252)TCC>TTC p.S84F

Pat_45 Post-Resistance ZBTB4 57659 37 17 7365485 7365485 Missense_Mutation SNP C T 34 371 c.2816G>A c.(2815-2817)AGT>AAT p.S939N

Pat_45 Post-Resistance DNAH2 146754 37 17 7708601 7708601 Missense_Mutation SNP G A 4 78 c.9332G>A c.(9331-9333)GGA>GAA p.G3111E

Pat_45 Post-Resistance CNTROB 116840 37 17 7836545 7836545 Missense_Mutation SNP G A 12 88 c.148G>A c.(148-150)GCC>ACC p.A50T

Pat_45 Post-Resistance PFAS 5198 37 17 8167572 8167572 Missense_Mutation SNP G A 7 100 c.1834G>A c.(1834-1836)GGC>AGC p.G612S

Pat_45 Post-Resistance SLC25A35 399512 37 17 8194176 8194176 Missense_Mutation SNP G A 15 206 c.713C>T c.(712-714)ACA>ATA p.T238I



Pat_45 Post-Resistance MFSD6L 162387 37 17 8701883 8701883 Missense_Mutation SNP G A 13 136 c.556C>T c.(556-558)CTC>TTC p.L186F

Pat_45 Post-Resistance MYH4 4622 37 17 10358931 10358931 Missense_Mutation SNP C T 8 81 c.2174G>A c.(2173-2175)AGA>AAA p.R725K

Pat_45 Post-Resistance MYH2 4620 37 17 10443351 10443351 Missense_Mutation SNP T G 8 70 c.1041A>C c.(1039-1041)GAA>GAC p.E347D

Pat_45 Post-Resistance PMP22 5376 37 17 15134286 15134286 Missense_Mutation SNP G A 7 94 c.431C>T c.(430-432)CCC>CTC p.P144L

Pat_45 Post-Resistance NCOR1 9611 37 17 16062073 16062073 Splice_Site SNP C T 5 43 c.732_splice c.e6+1 p.R244_splice

Pat_45 Post-Resistance RAI1 10743 37 17 17700796 17700796 Missense_Mutation SNP G A 3 22 c.4534G>A c.(4534-4536)GAG>AAG p.E1512K

Pat_45 Post-Resistance TOM1L2 146691 37 17 17783002 17783002 Missense_Mutation SNP G A 22 183 c.716C>T c.(715-717)TCT>TTT p.S239F

Pat_45 Post-Resistance FAM83G 644815 37 17 18874838 18874838 Missense_Mutation SNP G A 12 216 c.2306C>T c.(2305-2307)CCC>CTC p.P769L

Pat_45 Post-Resistance TMEM11 8834 37 17 21101711 21101711 Missense_Mutation SNP T C 28 255 c.505A>G c.(505-507)AGA>GGA p.R169G

Pat_45 Post-Resistance NOS2 4843 37 17 26089953 26089953 Missense_Mutation SNP C T 4 9 c.2671G>A c.(2671-2673)GTG>ATG p.V891M

Pat_45 Post-Resistance KIAA0100 9703 37 17 26948005 26948005 Splice_Site SNP C T 6 125 c.5242_splice c.e28+1 p.G1748_splice

Pat_45 Post-Resistance CORO6 84940 37 17 27943988 27943988 Missense_Mutation SNP G A 25 364 c.826C>T c.(826-828)CCC>TCC p.P276S

Pat_45 Post-Resistance CPD 1362 37 17 28782441 28782441 Missense_Mutation SNP G A 5 81 c.3290G>A c.(3289-3291)GGT>GAT p.G1097D

Pat_45 Post-Resistance SRCIN1 80725 37 17 36705372 36705372 Missense_Mutation SNP A G 3 56 c.3037T>C c.(3037-3039)TTC>CTC p.F1013L

Pat_45 Post-Resistance MLLT6 4302 37 17 36865819 36865819 Missense_Mutation SNP C A 4 66 c.543C>A c.(541-543)TTC>TTA p.F181L

Pat_45 Post-Resistance STARD3 10948 37 17 37813294 37813294 Missense_Mutation SNP G A 17 117 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_45 Post-Resistance GSDMB 55876 37 17 38073346 38073346 Missense_Mutation SNP G A 4 55 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_45 Post-Resistance KRTAP4-8 728224 37 17 39254021 39254021 Missense_Mutation SNP C T 5 108 c.316G>A c.(316-318)GTG>ATG p.V106M

Pat_45 Post-Resistance KRT33B 3884 37 17 39521507 39521507 Nonsense_Mutation SNP G A 19 97 c.796C>T c.(796-798)CAG>TAG p.Q266*

Pat_45 Post-Resistance JUP 3728 37 17 39681184 39681184 Missense_Mutation SNP C T 34 165 c.1060G>A c.(1060-1062)GAT>AAT p.D354N

Pat_45 Post-Resistance KCNH4 23415 37 17 40330137 40330137 Missense_Mutation SNP C T 21 109 c.566G>A c.(565-567)GGA>GAA p.G189E

Pat_45 Post-Resistance EZH1 2145 37 17 40857150 40857150 Missense_Mutation SNP C T 7 97 c.1891G>A c.(1891-1893)GAG>AAG p.E631K

Pat_45 Post-Resistance AOC2 314 37 17 41001247 41001247 Missense_Mutation SNP C T 20 125 c.1733C>T c.(1732-1734)CCC>CTC p.P578L

Pat_45 Post-Resistance TMUB2 79089 37 17 42268104 42268104 Missense_Mutation SNP G A 18 126 c.838G>A c.(838-840)GTG>ATG p.V280M

Pat_45 Post-Resistance FZD2 2535 37 17 42635313 42635313 Missense_Mutation SNP C T 22 143 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_45 Post-Resistance KIF18B 146909 37 17 43009061 43009061 Missense_Mutation SNP C T 17 119 c.1462G>A c.(1462-1464)GCA>ACA p.A488T

Pat_45 Post-Resistance COL1A1 1277 37 17 48265937 48265937 Missense_Mutation SNP G A 9 78 c.3161C>T c.(3160-3162)CCT>CTT p.P1054L

Pat_45 Post-Resistance ABCC3 8714 37 17 48738451 48738451 Missense_Mutation SNP C T 3 50 c.974C>T c.(973-975)TCC>TTC p.S325F

Pat_45 Post-Resistance ABCC3 8714 37 17 48746761 48746761 Missense_Mutation SNP C T 7 66 c.2113C>T c.(2113-2115)CTT>TTT p.L705F

Pat_45 Post-Resistance CA10 56934 37 17 50235132 50235132 Nonsense_Mutation SNP C T 16 185 c.15G>A c.(13-15)TGG>TGA p.W5*

Pat_45 Post-Resistance AKAP1 8165 37 17 55194225 55194225 Missense_Mutation SNP G A 39 349 c.2437G>A c.(2437-2439)GAC>AAC p.D813N

Pat_45 Post-Resistance CUEDC1 404093 37 17 55943873 55943873 Missense_Mutation SNP G A 6 132 c.1126C>T c.(1126-1128)CCC>TCC p.P376S

Pat_45 Post-Resistance EPX 8288 37 17 56280680 56280680 Splice_Site SNP G A 10 86 c.1946_splice c.e11+1 p.R649_splice

Pat_45 Post-Resistance MKS1 54903 37 17 56288382 56288382 Missense_Mutation SNP G A 17 151 c.917C>T c.(916-918)ACT>ATT p.T306I

Pat_45 Post-Resistance 4-Sep 5414 37 17 56598662 56598662 Missense_Mutation SNP C T 18 239 c.1067G>A c.(1066-1068)AGA>AAA p.R356K

Pat_45 Post-Resistance TEX14 56155 37 17 56692603 56692603 Missense_Mutation SNP C T 17 300 c.889G>A c.(889-891)GAA>AAA p.E297K

Pat_45 Post-Resistance BRIP1 83990 37 17 59886064 59886064 Missense_Mutation SNP C T 5 97 c.682G>A c.(682-684)GAG>AAG p.E228K

Pat_45 Post-Resistance 10-Mar 162333 37 17 60837289 60837289 Missense_Mutation SNP G A 19 122 c.289C>T c.(289-291)CCA>TCA p.P97S

Pat_45 Post-Resistance CYB561 1534 37 17 61511927 61511927 Missense_Mutation SNP C T 10 104 c.592G>A c.(592-594)GGT>AGT p.G198S

Pat_45 Post-Resistance SMARCD2 6603 37 17 61910707 61910707 Missense_Mutation SNP G A 8 91 c.1391C>T c.(1390-1392)CCC>CTC p.P464L

Pat_45 Post-Resistance ERN1 2081 37 17 62141418 62141418 Missense_Mutation SNP C T 7 101 c.1015G>A c.(1015-1017)GAC>AAC p.D339N

Pat_45 Post-Resistance SMURF2 64750 37 17 62589678 62589678 Missense_Mutation SNP A G 5 80 c.214T>C c.(214-216)TCT>CCT p.S72P

Pat_45 Post-Resistance BPTF 2186 37 17 65862656 65862656 Missense_Mutation SNP G A 8 253 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_45 Post-Resistance BPTF 2186 37 17 65908567 65908567 Missense_Mutation SNP C T 10 157 c.4567C>T c.(4567-4569)CCA>TCA p.P1523S

Pat_45 Post-Resistance ABCA8 10351 37 17 66881375 66881375 Missense_Mutation SNP G T 6 85 c.3391C>A c.(3391-3393)CCT>ACT p.P1131T

Pat_45 Post-Resistance NAT9 26151 37 17 72768417 72768417 Splice_Site SNP C T 14 83 c.335_splice c.e5-1 p.E112_splice

Pat_45 Post-Resistance UNC13D 201294 37 17 73836610 73836610 Missense_Mutation SNP C T 13 225 c.731G>A c.(730-732)GGG>GAG p.G244E



Pat_45 Post-Resistance SRP68 6730 37 17 74060188 74060188 Missense_Mutation SNP C T 9 164 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_45 Post-Resistance MXRA7 439921 37 17 74673774 74673774 Missense_Mutation SNP C T 7 92 c.511G>A c.(511-513)GAA>AAA p.E171K

Pat_45 Post-Resistance DNAH17 8632 37 17 76449428 76449428 Missense_Mutation SNP C T 4 36 c.1526G>A c.(1525-1527)GGA>GAA p.G509E

Pat_45 Post-Resistance RNF213 57674 37 17 78350185 78350185 Missense_Mutation SNP G A 36 289 c.7489G>A c.(7489-7491)GAC>AAC p.D2497N

Pat_45 Post-Resistance RPTOR 57521 37 17 78931423 78931423 Splice_Site SNP G A 14 137 c.3371_splice c.e29-1 p.G1124_splice

Pat_45 Post-Resistance BAHCC1 57597 37 17 79429032 79429032 Missense_Mutation SNP C T 5 45 c.7343C>T c.(7342-7344)CCC>CTC p.P2448L

Pat_45 Post-Resistance FASN 2194 37 17 80037376 80037376 Missense_Mutation SNP C T 5 122 c.7255G>A c.(7255-7257)GCG>ACG p.A2419T

Pat_45 Post-Resistance FOXK2 3607 37 17 80521306 80521306 Missense_Mutation SNP G A 5 59 c.496G>A c.(496-498)GAG>AAG p.E166K

Pat_45 Post-Resistance TBCD 6904 37 17 80758775 80758775 Missense_Mutation SNP C T 6 161 c.853C>T c.(853-855)CTC>TTC p.L285F

Pat_45 Post-Resistance EPB41L3 23136 37 18 5424310 5424310 Missense_Mutation SNP C T 44 204 c.1114G>A c.(1114-1116)GCT>ACT p.A372T

Pat_45 Post-Resistance LAMA3 3909 37 18 21293980 21293980 Missense_Mutation SNP C T 12 98 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_45 Post-Resistance CABYR 26256 37 18 21736420 21736420 Missense_Mutation SNP C T 3 37 c.955C>T c.(955-957)CCT>TCT p.P319S

Pat_45 Post-Resistance TAF4B 6875 37 18 23865876 23865876 Missense_Mutation SNP C T 23 167 c.1003C>T c.(1003-1005)CCT>TCT p.P335S

Pat_45 Post-Resistance MAPRE2 10982 37 18 32706945 32706945 Missense_Mutation SNP G A 13 112 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_45 Post-Resistance SETBP1 26040 37 18 42618459 42618459 Missense_Mutation SNP G A 16 58 c.4010G>A c.(4009-4011)AGT>AAT p.S1337N

Pat_45 Post-Resistance ATP5A1 498 37 18 43666117 43666117 Missense_Mutation SNP C T 13 145 c.1391G>A c.(1390-1392)GGC>GAC p.G464D

Pat_45 Post-Resistance MRO 83876 37 18 48331529 48331529 Missense_Mutation SNP C T 8 49 c.424G>A c.(424-426)GAT>AAT p.D142N

Pat_45 Post-Resistance MEX3C 51320 37 18 48703571 48703571 Missense_Mutation SNP G A 7 109 c.1130C>T c.(1129-1131)CCT>CTT p.P377L

Pat_45 Post-Resistance POLI 11201 37 18 51807109 51807109 Missense_Mutation SNP C T 24 287 c.632C>T c.(631-633)GCC>GTC p.A211V

Pat_45 Post-Resistance ALPK2 115701 37 18 56247145 56247145 Missense_Mutation SNP C G 12 28 c.863G>C c.(862-864)AGT>ACT p.S288T

Pat_45 Post-Resistance CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 23 71 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_45 Post-Resistance POLRMT 5442 37 19 630154 630154 Missense_Mutation SNP C T 20 199 c.208G>A c.(208-210)GTG>ATG p.V70M

Pat_45 Post-Resistance FSTL3 10272 37 19 677879 677879 Missense_Mutation SNP C T 17 220 c.191C>T c.(190-192)TCC>TTC p.S64F

Pat_45 Post-Resistance AES 166 37 19 3061231 3061231 Missense_Mutation SNP G A 24 210 c.52C>T c.(52-54)CTC>TTC p.L18F

Pat_45 Post-Resistance MAP2K2 5605 37 19 4117617 4117617 Missense_Mutation SNP C T 5 80 c.103G>A c.(103-105)GTG>ATG p.V35M

Pat_45 Post-Resistance CHAF1A 10036 37 19 4409310 4409310 Missense_Mutation SNP C T 23 91 c.514C>T c.(514-516)CCT>TCT p.P172S

Pat_45 Post-Resistance FEM1A 55527 37 19 4793832 4793832 Missense_Mutation SNP G A 6 32 c.1966G>A c.(1966-1968)GGC>AGC p.G656S

Pat_45 Post-Resistance UHRF1 29128 37 19 4930828 4930828 Missense_Mutation SNP G A 14 93 c.509G>A c.(508-510)TGC>TAC p.C170Y

Pat_45 Post-Resistance SAFB2 9667 37 19 5613531 5613531 Missense_Mutation SNP C T 16 95 c.551G>A c.(550-552)GGG>GAG p.G184E

Pat_45 Post-Resistance DENND1C 79958 37 19 6468925 6468925 Missense_Mutation SNP C T 6 26 c.1447G>A c.(1447-1449)GCC>ACC p.A483T

Pat_45 Post-Resistance TNFSF14 8740 37 19 6669966 6669966 Missense_Mutation SNP C T 67 500 c.115G>A c.(115-117)GGT>AGT p.G39S

Pat_45 Post-Resistance EMR1 2015 37 19 6935082 6935082 Missense_Mutation SNP G A 6 102 c.2374G>A c.(2374-2376)GAC>AAC p.D792N

Pat_45 Post-Resistance KIAA1543 57662 37 19 7676884 7676884 Missense_Mutation SNP C T 14 108 c.1505C>T c.(1504-1506)CCC>CTC p.P502L

Pat_45 Post-Resistance CLEC4G 339390 37 19 7794279 7794279 Nonsense_Mutation SNP C T 5 62 c.855G>A c.(853-855)TGG>TGA p.W285*

Pat_45 Post-Resistance CLEC4M 10332 37 19 7830868 7830868 Missense_Mutation SNP C G 7 104 c.490C>G c.(490-492)CGG>GGG p.R164G

Pat_45 Post-Resistance FBN3 84467 37 19 8201157 8201157 Missense_Mutation SNP C T 6 109 c.1382G>A c.(1381-1383)GGT>GAT p.G461D

Pat_45 Post-Resistance MYO1F 4542 37 19 8595223 8595223 Missense_Mutation SNP C T 43 439 c.2185G>A c.(2185-2187)GAG>AAG p.E729K

Pat_45 Post-Resistance MBD3L1 85509 37 19 8953482 8953482 Missense_Mutation SNP C T 8 69 c.128C>T c.(127-129)ACA>ATA p.T43I

Pat_45 Post-Resistance MUC16 94025 37 19 9047922 9047922 Missense_Mutation SNP A G 9 29 c.33709T>C c.(33709-33711)TCA>CCA p.S11237P

Pat_45 Post-Resistance MUC16 94025 37 19 9060132 9060132 Missense_Mutation SNP C T 10 119 c.27314G>A c.(27313-27315)GGG>GAG p.G9105E

Pat_45 Post-Resistance MUC16 94025 37 19 9060313 9060313 Missense_Mutation SNP C T 3 50 c.27133G>A c.(27133-27135)GGA>AGA p.G9045R

Pat_45 Post-Resistance MUC16 94025 37 19 9065926 9065926 Missense_Mutation SNP C T 16 133 c.21520G>A c.(21520-21522)GCT>ACT p.A7174T

Pat_45 Post-Resistance MUC16 94025 37 19 9068846 9068846 Missense_Mutation SNP C T 6 100 c.18600G>A c.(18598-18600)ATG>ATA p.M6200I

Pat_45 Post-Resistance COL5A3 50509 37 19 10106275 10106275 Missense_Mutation SNP C T 9 44 c.1552G>A c.(1552-1554)GGA>AGA p.G518R

Pat_45 Post-Resistance EIF3G 8666 37 19 10227834 10227834 Missense_Mutation SNP C A 4 68 c.331G>T c.(331-333)GAC>TAC p.D111Y

Pat_45 Post-Resistance DOCK6 57572 37 19 11325258 11325258 Missense_Mutation SNP C T 9 159 c.4174G>A c.(4174-4176)GTT>ATT p.V1392I

Pat_45 Post-Resistance ZNF627 199692 37 19 11728403 11728403 Missense_Mutation SNP C T 9 137 c.1085C>T c.(1084-1086)CCC>CTC p.P362L



Pat_45 Post-Resistance ZNF433 163059 37 19 12127446 12127446 Missense_Mutation SNP C T 8 41 c.236G>A c.(235-237)GGT>GAT p.G79D

Pat_45 Post-Resistance ZNF625 90589 37 19 12256929 12256929 Missense_Mutation SNP G A 9 55 c.104C>T c.(103-105)TCA>TTA p.S35L

Pat_45 Post-Resistance HOOK2 29911 37 19 12876642 12876642 Splice_Site SNP C T 13 84 c.1605_splice c.e17+1 p.I535_splice

Pat_45 Post-Resistance ZNF333 84449 37 19 14829206 14829206 Missense_Mutation SNP C T 10 87 c.1067C>T c.(1066-1068)CCC>CTC p.P356L

Pat_45 Post-Resistance HSH2D 84941 37 19 16263420 16263420 Missense_Mutation SNP C T 4 27 c.184C>T c.(184-186)CAC>TAC p.H62Y

Pat_45 Post-Resistance FAM129C 199786 37 19 17653030 17653030 Missense_Mutation SNP G A 22 286 c.1349G>A c.(1348-1350)GGG>GAG p.G450E

Pat_45 Post-Resistance SLC5A5 6528 37 19 17985541 17985541 Splice_Site SNP G A 8 57 c.543_splice c.e4+1 p.V181_splice

Pat_45 Post-Resistance PDE4C 5143 37 19 18322645 18322645 Missense_Mutation SNP C T 15 178 c.1715G>A c.(1714-1716)GGA>GAA p.G572E

Pat_45 Post-Resistance NCAN 1463 37 19 19329961 19329961 Missense_Mutation SNP C G 7 53 c.311C>G c.(310-312)GCC>GGC p.A104G

Pat_45 Post-Resistance KIAA0892 23383 37 19 19458167 19458167 Missense_Mutation SNP C A 4 95 c.1300C>A c.(1300-1302)CAA>AAA p.Q434K

Pat_45 Post-Resistance GMIP 51291 37 19 19745992 19745992 Missense_Mutation SNP C T 3 17 c.1591G>A c.(1591-1593)GAG>AAG p.E531K

Pat_45 Post-Resistance LOC284441 284441 37 19 20369281 20369281 Missense_Mutation SNP G A 19 124 c.74G>A c.(73-75)CGA>CAA p.R25Q

Pat_45 Post-Resistance ZNF99 7652 37 19 22940567 22940567 Missense_Mutation SNP C T 5 122 c.1871G>A c.(1870-1872)AGC>AAC p.S624N

Pat_45 Post-Resistance ANKRD27 84079 37 19 33095326 33095326 Missense_Mutation SNP C T 4 31 c.2498G>A c.(2497-2499)GGG>GAG p.G833E

Pat_45 Post-Resistance WDR88 126248 37 19 33623100 33623100 Missense_Mutation SNP C T 7 44 c.25C>T c.(25-27)CCG>TCG p.P9S

Pat_45 Post-Resistance ARHGAP33 115703 37 19 36278595 36278595 Missense_Mutation SNP C T 10 138 c.2645C>T c.(2644-2646)CCC>CTC p.P882L

Pat_45 Post-Resistance NPHS1 4868 37 19 36322248 36322248 Missense_Mutation SNP C T 12 111 c.3337G>A c.(3337-3339)GAA>AAA p.E1113K

Pat_45 Post-Resistance THAP8 199745 37 19 36530347 36530347 Missense_Mutation SNP C T 4 6 c.550G>A c.(550-552)GTG>ATG p.V184M

Pat_45 Post-Resistance ZNF529 57711 37 19 37038249 37038249 Missense_Mutation SNP C T 19 124 c.1211G>A c.(1210-1212)AGA>AAA p.R404K

Pat_45 Post-Resistance DPF1 8193 37 19 38703019 38703019 Missense_Mutation SNP C T 5 52 c.973G>A c.(973-975)GCG>ACG p.A325T

Pat_45 Post-Resistance ZFP36 7538 37 19 39899095 39899095 Missense_Mutation SNP C T 6 105 c.737C>T c.(736-738)ACC>ATC p.T246I

Pat_45 Post-Resistance PRX 57716 37 19 40902065 40902065 Missense_Mutation SNP C T 18 211 c.2194G>A c.(2194-2196)GTG>ATG p.V732M

Pat_45 Post-Resistance BLVRB 645 37 19 40964341 40964341 Missense_Mutation SNP G A 6 27 c.191C>T c.(190-192)ACC>ATC p.T64I

Pat_45 Post-Resistance EGLN2 112398 37 19 41307219 41307219 Missense_Mutation SNP C T 9 50 c.742C>T c.(742-744)CCA>TCA p.P248S

Pat_45 Post-Resistance CYP2A7 1549 37 19 41387952 41387952 Missense_Mutation SNP C T 4 61 c.164G>A c.(163-165)TGT>TAT p.C55Y

Pat_45 Post-Resistance CYP2S1 29785 37 19 41700570 41700570 Missense_Mutation SNP G A 11 104 c.299G>A c.(298-300)GGC>GAC p.G100D

Pat_45 Post-Resistance ZNF526 116115 37 19 42729087 42729087 Missense_Mutation SNP C T 19 247 c.532C>T c.(532-534)CCT>TCT p.P178S

Pat_45 Post-Resistance ERF 2077 37 19 42753810 42753810 Missense_Mutation SNP C T 9 74 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_45 Post-Resistance ZNF223 7766 37 19 44570909 44570909 Missense_Mutation SNP C T 17 139 c.928C>T c.(928-930)CAC>TAC p.H310Y

Pat_45 Post-Resistance ZNF285 26974 37 19 44891638 44891638 Missense_Mutation SNP C T 10 93 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_45 Post-Resistance ZNF229 7772 37 19 44934304 44934304 Missense_Mutation SNP C T 6 139 c.652G>A c.(652-654)GAT>AAT p.D218N

Pat_45 Post-Resistance PVRL2 5819 37 19 45377175 45377175 Missense_Mutation SNP C T 31 256 c.778C>T c.(778-780)CCT>TCT p.P260S

Pat_45 Post-Resistance PPP1R13L 10848 37 19 45901355 45901355 Missense_Mutation SNP C T 4 126 c.106G>A c.(106-108)GCG>ACG p.A36T

Pat_45 Post-Resistance SYMPK 8189 37 19 46345570 46345570 Missense_Mutation SNP C T 18 174 c.1025G>A c.(1024-1026)AGC>AAC p.S342N

Pat_45 Post-Resistance NANOS2 339345 37 19 46417719 46417719 Nonsense_Mutation SNP G C 5 160 c.233C>G c.(232-234)TCA>TGA p.S78*

Pat_45 Post-Resistance NOVA2 4858 37 19 46457133 46457133 Missense_Mutation SNP C T 12 194 c.301G>A c.(301-303)GAG>AAG p.E101K

Pat_45 Post-Resistance STRN4 29888 37 19 47234041 47234041 Missense_Mutation SNP C T 17 215 c.827G>A c.(826-828)AGC>AAC p.S276N

Pat_45 Post-Resistance DHX34 9704 37 19 47884166 47884166 Missense_Mutation SNP C T 20 185 c.3076C>T c.(3076-3078)CTC>TTC p.L1026F

Pat_45 Post-Resistance NAPA 8775 37 19 47996392 47996392 Missense_Mutation SNP C T 7 77 c.460G>A c.(460-462)GGC>AGC p.G154S

Pat_45 Post-Resistance LIG1 3978 37 19 48636316 48636316 Missense_Mutation SNP C T 31 328 c.1648G>A c.(1648-1650)GGC>AGC p.G550S

Pat_45 Post-Resistance IZUMO1 284359 37 19 49248930 49248930 Missense_Mutation SNP C T 13 153 c.187G>A c.(187-189)GAT>AAT p.D63N

Pat_45 Post-Resistance SNRNP70 6625 37 19 49611533 49611533 Missense_Mutation SNP C T 6 12 c.1147C>T c.(1147-1149)CGG>TGG p.R383W

Pat_45 Post-Resistance PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 4 50 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_45 Post-Resistance PRR12 57479 37 19 50105048 50105048 Missense_Mutation SNP C T 15 39 c.4646C>T c.(4645-4647)GCC>GTC p.A1549V

Pat_45 Post-Resistance ZNF473 25888 37 19 50549141 50549141 Missense_Mutation SNP C A 4 29 c.1441C>A c.(1441-1443)CAC>AAC p.H481N

Pat_45 Post-Resistance HAS1 3036 37 19 52220383 52220383 Missense_Mutation SNP C T 19 241 c.766G>A c.(766-768)GAG>AAG p.E256K

Pat_45 Post-Resistance ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 5 124 c.737G>A c.(736-738)AGG>AAG p.R246K



Pat_45 Post-Resistance ZNF160 90338 37 19 53589523 53589524 Missense_Mutation DNP GG AA 12 69 c.6_7CC>TT c.(4-9)GCCCTT>GCTTTT p.L3F

Pat_45 Post-Resistance NLRP12 91662 37 19 54327171 54327171 Nonsense_Mutation SNP C T 19 227 c.258G>A c.(256-258)TGG>TGA p.W86*

Pat_45 Post-Resistance PRPF31 26121 37 19 54626908 54626908 Missense_Mutation SNP G A 16 160 c.496G>A c.(496-498)GTC>ATC p.V166I

Pat_45 Post-Resistance LILRA1 11024 37 19 55106729 55106729 Missense_Mutation SNP C T 27 185 c.523C>T c.(523-525)CAT>TAT p.H175Y

Pat_45 Post-Resistance LILRB1 10859 37 19 55146735 55146735 Missense_Mutation SNP G A 31 98 c.1585G>A c.(1585-1587)GAA>AAA p.E529K

Pat_45 Post-Resistance KIR2DS4 3809 37 19 55354347 55354347 Missense_Mutation SNP C T 59 280 c.689C>T c.(688-690)TCA>TTA p.S230L

Pat_45 Post-Resistance NLRP2 55655 37 19 55493601 55493601 Missense_Mutation SNP A G 14 142 c.535A>G c.(535-537)AGC>GGC p.S179G

Pat_45 Post-Resistance RDH13 112724 37 19 55559706 55559706 Missense_Mutation SNP G A 3 63 c.649C>T c.(649-651)CGG>TGG p.R217W

Pat_45 Post-Resistance NLRP9 338321 37 19 56243836 56243836 Missense_Mutation SNP G A 25 217 c.1361C>T c.(1360-1362)GCC>GTC p.A454V

Pat_45 Post-Resistance NLRP4 147945 37 19 56363558 56363558 Missense_Mutation SNP G A 4 46 c.112G>A c.(112-114)GAA>AAA p.E38K

Pat_45 Post-Resistance ZSCAN5A 79149 37 19 56736364 56736364 Missense_Mutation SNP G A 6 92 c.52C>T c.(52-54)CCT>TCT p.P18S

Pat_45 Post-Resistance ZNF134 7693 37 19 58131554 58131554 Missense_Mutation SNP G A 12 75 c.67G>A c.(67-69)GAG>AAG p.E23K

Pat_45 Post-Resistance ZNF551 90233 37 19 58199447 58199447 Missense_Mutation SNP C T 11 198 c.1756C>T c.(1756-1758)CTC>TTC p.L586F

Pat_45 Post-Resistance ZNF606 80095 37 19 58499962 58499962 Splice_Site SNP C T 11 221 c.304_splice c.e5+1 p.G102_splice

Pat_45 Post-Resistance SH3YL1 26751 37 2 218899 218899 Missense_Mutation SNP G A 6 125 c.941C>T c.(940-942)TCA>TTA p.S314L

Pat_45 Post-Resistance SOX11 6664 37 2 5833455 5833455 Missense_Mutation SNP G A 7 83 c.602G>A c.(601-603)GGC>GAC p.G201D

Pat_45 Post-Resistance ADAM17 6868 37 2 9658100 9658100 Missense_Mutation SNP C T 4 77 c.1121G>A c.(1120-1122)GGG>GAG p.G374E

Pat_45 Post-Resistance GEN1 348654 37 2 17961301 17961301 Missense_Mutation SNP G A 4 35 c.1321G>A c.(1321-1323)GAA>AAA p.E441K

Pat_45 Post-Resistance APOB 338 37 2 21229484 21229484 Missense_Mutation SNP T G 23 194 c.10256A>C c.(10255-10257)AAA>ACA p.K3419T

Pat_45 Post-Resistance GPR113 165082 37 2 26534707 26534707 Missense_Mutation SNP C A 4 32 c.1889G>T c.(1888-1890)CGG>CTG p.R630L

Pat_45 Post-Resistance ABHD1 84696 37 2 27351878 27351878 Missense_Mutation SNP G A 15 118 c.341G>A c.(340-342)AGC>AAC p.S114N

Pat_45 Post-Resistance C2orf16 84226 37 2 27803008 27803008 Missense_Mutation SNP G A 15 25 c.3569G>A c.(3568-3570)CGG>CAG p.R1190Q

Pat_45 Post-Resistance PPP1CB 5500 37 2 29006802 29006802 Missense_Mutation SNP C G 9 78 c.550C>G c.(550-552)CAG>GAG p.Q184E

Pat_45 Post-Resistance LCLAT1 253558 37 2 30863202 30863202 Missense_Mutation SNP G A 19 169 c.962G>A c.(961-963)GGG>GAG p.G321E

Pat_45 Post-Resistance NLRC4 58484 37 2 32477565 32477565 Missense_Mutation SNP C T 12 91 c.185G>A c.(184-186)GGT>GAT p.G62D

Pat_45 Post-Resistance STRN 6801 37 2 37105140 37105140 Missense_Mutation SNP C T 9 196 c.1217G>A c.(1216-1218)GGA>GAA p.G406E

Pat_45 Post-Resistance HEATR5B 54497 37 2 37229562 37229562 Missense_Mutation SNP G A 12 257 c.5204C>T c.(5203-5205)TCA>TTA p.S1735L

Pat_45 Post-Resistance HEATR5B 54497 37 2 37310493 37310493 Missense_Mutation SNP C T 8 107 c.65G>A c.(64-66)AGA>AAA p.R22K

Pat_45 Post-Resistance C2orf56 55471 37 2 37464930 37464930 Missense_Mutation SNP A G 3 74 c.328A>G c.(328-330)ATG>GTG p.M110V

Pat_45 Post-Resistance DHX57 90957 37 2 39095553 39095553 Translation_Start_Site SNP C T 9 81 c.-5G>A c.(-7--3)AGGTG>AGATG

Pat_45 Post-Resistance SOS1 6654 37 2 39278325 39278325 Missense_Mutation SNP G A 9 53 c.824C>T c.(823-825)CCC>CTC p.P275L

Pat_45 Post-Resistance SLC8A1 6546 37 2 40342508 40342508 Missense_Mutation SNP T C 19 105 c.2807A>G c.(2806-2808)GAG>GGG p.E936G

Pat_45 Post-Resistance SRBD1 55133 37 2 45774743 45774743 Missense_Mutation SNP G A 4 52 c.1684C>T c.(1684-1686)CTT>TTT p.L562F

Pat_45 Post-Resistance FOXN2 3344 37 2 48602224 48602224 Missense_Mutation SNP G A 5 60 c.938G>A c.(937-939)CGT>CAT p.R313H

Pat_45 Post-Resistance KIAA1841 84542 37 2 61331003 61331003 Missense_Mutation SNP G A 9 55 c.1381G>A c.(1381-1383)GAC>AAC p.D461N

Pat_45 Post-Resistance VPS54 51542 37 2 64208875 64208875 Missense_Mutation SNP C T 11 180 c.283G>A c.(283-285)GGA>AGA p.G95R

Pat_45 Post-Resistance CEP68 23177 37 2 65299512 65299512 Missense_Mutation SNP G A 8 46 c.1282G>A c.(1282-1284)GGC>AGC p.G428S

Pat_45 Post-Resistance AAK1 22848 37 2 69747977 69747977 Missense_Mutation SNP G A 29 400 c.1199C>T c.(1198-1200)CCT>CTT p.P400L

Pat_45 Post-Resistance LRRTM4 80059 37 2 77746529 77746529 Missense_Mutation SNP G T 4 38 c.466C>A c.(466-468)CTT>ATT p.L156I

Pat_45 Post-Resistance MITD1 129531 37 2 99786018 99786018 Missense_Mutation SNP G A 8 68 c.649C>T c.(649-651)CCA>TCA p.P217S

Pat_45 Post-Resistance EIF5B 9669 37 2 99992981 99992981 Nonsense_Mutation SNP C A 4 61 c.1724C>A c.(1723-1725)TCA>TAA p.S575*

Pat_45 Post-Resistance REV1 51455 37 2 100022421 100022421 Missense_Mutation SNP C T 20 133 c.2762G>A c.(2761-2763)AGT>AAT p.S921N

Pat_45 Post-Resistance REV1 51455 37 2 100027328 100027328 Missense_Mutation SNP G A 4 29 c.2174C>T c.(2173-2175)CCA>CTA p.P725L

Pat_45 Post-Resistance RGPD3 653489 37 2 107029693 107029693 Missense_Mutation SNP C T 13 166 c.5113G>A c.(5113-5115)GTG>ATG p.V1705M

Pat_45 Post-Resistance 10-Sep 151011 37 2 110322024 110322024 Missense_Mutation SNP G A 14 73 c.947C>T c.(946-948)ACC>ATC p.T316I

Pat_45 Post-Resistance POLR1B 84172 37 2 113325662 113325662 Missense_Mutation SNP C T 17 153 c.1865C>T c.(1864-1866)CCT>CTT p.P622L

Pat_45 Post-Resistance DPP10 57628 37 2 116548883 116548883 Missense_Mutation SNP C T 5 116 c.1651C>T c.(1651-1653)CTT>TTT p.L551F



Pat_45 Post-Resistance TMEM37 140738 37 2 120194856 120194856 Missense_Mutation SNP C T 22 221 c.413C>T c.(412-414)TCC>TTC p.S138F

Pat_45 Post-Resistance RALB 5899 37 2 121043609 121043609 Missense_Mutation SNP G A 11 101 c.274G>A c.(274-276)GTG>ATG p.V92M

Pat_45 Post-Resistance RAB3GAP1 22930 37 2 135926254 135926254 Missense_Mutation SNP C T 19 228 c.2849C>T c.(2848-2850)CCC>CTC p.P950L

Pat_45 Post-Resistance ZRANB3 84083 37 2 136033282 136033282 Missense_Mutation SNP T C 3 43 c.1010A>G c.(1009-1011)GAT>GGT p.D337G

Pat_45 Post-Resistance LRP1B 53353 37 2 141274541 141274541 Missense_Mutation SNP C T 8 83 c.8066G>A c.(8065-8067)TGT>TAT p.C2689Y

Pat_45 Post-Resistance STAM2 10254 37 2 153006704 153006704 Missense_Mutation SNP C T 3 39 c.80G>A c.(79-81)AGT>AAT p.S27N

Pat_45 Post-Resistance TANC1 85461 37 2 160035675 160035675 Splice_Site SNP G A 13 87 c.2510_splice c.e14+1 p.R837_splice

Pat_45 Post-Resistance LY75 4065 37 2 160673338 160673338 Nonsense_Mutation SNP C T 4 99 c.4359G>A c.(4357-4359)TGG>TGA p.W1453*

Pat_45 Post-Resistance NOSTRIN 115677 37 2 169716093 169716093 Missense_Mutation SNP A C 45 115 c.1125A>C c.(1123-1125)CAA>CAC p.Q375H

Pat_45 Post-Resistance LRP2 4036 37 2 170115628 170115628 Missense_Mutation SNP C T 28 224 c.2420G>A c.(2419-2421)AGT>AAT p.S807N

Pat_45 Post-Resistance GORASP2 26003 37 2 171806783 171806783 Missense_Mutation SNP G A 9 100 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_45 Post-Resistance TLK1 9874 37 2 171902700 171902700 Missense_Mutation SNP G A 18 208 c.1153C>T c.(1153-1155)CCA>TCA p.P385S

Pat_45 Post-Resistance OSBPL6 114880 37 2 179260211 179260211 Nonsense_Mutation SNP G A 4 40 c.2730G>A c.(2728-2730)TGG>TGA p.W910*

Pat_45 Post-Resistance TTN 7273 37 2 179395254 179395254 Missense_Mutation SNP C T 9 122 c.98384G>A c.(98383-98385)GGT>GAT p.G32795D

Pat_45 Post-Resistance TTN 7273 37 2 179417575 179417575 Missense_Mutation SNP G A 7 21 c.82348C>T c.(82348-82350)CCC>TCC p.P27450S

Pat_45 Post-Resistance TTN 7273 37 2 179429729 179429729 Nonsense_Mutation SNP G A 30 297 c.73426C>T c.(73426-73428)CAG>TAG p.Q24476*

Pat_45 Post-Resistance TTN 7273 37 2 179430083 179430083 Missense_Mutation SNP C T 20 196 c.73072G>A c.(73072-73074)GTA>ATA p.V24358I

Pat_45 Post-Resistance TTN 7273 37 2 179460390 179460390 Missense_Mutation SNP A T 3 24 c.49987T>A c.(49987-49989)TGG>AGG p.W16663R

Pat_45 Post-Resistance TTN 7273 37 2 179614255 179614255 Missense_Mutation SNP G A 6 53 c.12872C>T c.(12871-12873)GCT>GTT p.A4291V

Pat_45 Post-Resistance CCDC141 285025 37 2 179720088 179720088 Missense_Mutation SNP C T 13 133 c.1321G>A c.(1321-1323)GAG>AAG p.E441K

Pat_45 Post-Resistance UBE2E3 10477 37 2 181846938 181846938 Missense_Mutation SNP G A 11 165 c.169G>A c.(169-171)GCT>ACT p.A57T

Pat_45 Post-Resistance STAT1 6772 37 2 191862613 191862613 Missense_Mutation SNP G A 7 77 c.754C>T c.(754-756)CCC>TCC p.P252S

Pat_45 Post-Resistance STAT4 6775 37 2 191919238 191919238 Missense_Mutation SNP C T 7 165 c.1229G>A c.(1228-1230)AGT>AAT p.S410N

Pat_45 Post-Resistance ANKRD44 91526 37 2 197873681 197873681 Missense_Mutation SNP C T 41 336 c.1924G>A c.(1924-1926)GAT>AAT p.D642N

Pat_45 Post-Resistance AOX1 316 37 2 201527615 201527616 Missense_Mutation DNP GG AA 54 134 .3466_3467GG>AAc.(3466-3468)GGC>AAC p.G1156N

Pat_45 Post-Resistance CLK1 1195 37 2 201725959 201725959 Splice_Site SNP A C 21 156 c.390_splice c.e3+1 p.G130_splice

Pat_45 Post-Resistance NOP58 51602 37 2 203149177 203149177 Missense_Mutation SNP C T 13 189 c.407C>T c.(406-408)GCA>GTA p.A136V

Pat_45 Post-Resistance RAPH1 65059 37 2 204354593 204354593 Missense_Mutation SNP G A 6 106 c.446C>T c.(445-447)GCC>GTC p.A149V

Pat_45 Post-Resistance ZDBF2 57683 37 2 207171504 207171504 Missense_Mutation SNP C T 35 318 c.2252C>T c.(2251-2253)ACT>ATT p.T751I

Pat_45 Post-Resistance PIKFYVE 200576 37 2 209141477 209141477 Missense_Mutation SNP C T 7 81 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_45 Post-Resistance PIKFYVE 200576 37 2 209192986 209192986 Missense_Mutation SNP G A 14 189 c.3701G>A c.(3700-3702)AGT>AAT p.S1234N

Pat_45 Post-Resistance FN1 2335 37 2 216247040 216247040 Missense_Mutation SNP C T 5 46 c.5059G>A c.(5059-5061)GAA>AAA p.E1687K

Pat_45 Post-Resistance C2orf62 375307 37 2 219232544 219232544 Missense_Mutation SNP G A 5 87 c.1021G>A c.(1021-1023)GAG>AAG p.E341K

Pat_45 Post-Resistance CTDSP1 58190 37 2 219268087 219268087 Missense_Mutation SNP G A 8 151 c.604G>A c.(604-606)GTG>ATG p.V202M

Pat_45 Post-Resistance IHH 3549 37 2 219922361 219922361 Missense_Mutation SNP C T 13 234 c.371G>A c.(370-372)GGT>GAT p.G124D

Pat_45 Post-Resistance PAX3 5077 37 2 223158951 223158951 Missense_Mutation SNP C T 6 143 c.521G>A c.(520-522)AGG>AAG p.R174K

Pat_45 Post-Resistance FARSB 10056 37 2 223489056 223489056 Missense_Mutation SNP C T 7 100 c.1105G>A c.(1105-1107)GCT>ACT p.A369T

Pat_45 Post-Resistance IRS1 3667 37 2 227662737 227662737 Missense_Mutation SNP C T 46 297 c.718G>A c.(718-720)GTG>ATG p.V240M

Pat_45 Post-Resistance TM4SF20 79853 37 2 228228469 228228469 Missense_Mutation SNP C T 25 197 c.661G>A c.(661-663)GTC>ATC p.V221I

Pat_45 Post-Resistance TRIP12 9320 37 2 230723748 230723748 Missense_Mutation SNP G A 5 66 c.641C>T c.(640-642)TCC>TTC p.S214F

Pat_45 Post-Resistance CHRND 1144 37 2 233392997 233392997 Nonsense_Mutation SNP G A 9 130 c.269G>A c.(268-270)TGG>TAG p.W90*

Pat_45 Post-Resistance NGEF 25791 37 2 233839413 233839413 Missense_Mutation SNP G A 13 207 c.188C>T c.(187-189)TCC>TTC p.S63F

Pat_45 Post-Resistance UGT1A4 54657 37 2 234628115 234628115 Missense_Mutation SNP C T 15 149 c.649C>T c.(649-651)CCT>TCT p.P217S

Pat_45 Post-Resistance HDAC4 9759 37 2 240055965 240055965 Missense_Mutation SNP G A 6 82 c.1270C>T c.(1270-1272)CCG>TCG p.P424S

Pat_45 Post-Resistance ANKMY1 51281 37 2 241465744 241465744 Missense_Mutation SNP C T 4 69 c.805G>A c.(805-807)GAA>AAA p.E269K

Pat_45 Post-Resistance TRIB3 57761 37 20 372154 372155 Missense_Mutation DNP AC TT 16 60 c.515_516AC>TT c.(514-516)CAC>CTT p.H172L

Pat_45 Post-Resistance PTPRA 5786 37 20 2945518 2945518 Missense_Mutation SNP G A 7 83 c.85G>A c.(85-87)GTA>ATA p.V29I



Pat_45 Post-Resistance CENPB 1059 37 20 3766517 3766517 Missense_Mutation SNP G A 13 217 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_45 Post-Resistance PLCB4 5332 37 20 9388579 9388579 Missense_Mutation SNP G A 17 99 c.1627G>A c.(1627-1629)GAA>AAA p.E543K

Pat_45 Post-Resistance PAK7 57144 37 20 9520162 9520162 Missense_Mutation SNP C T 19 232 c.2107G>A c.(2107-2109)GCA>ACA p.A703T

Pat_45 Post-Resistance PCSK2 5126 37 20 17437086 17437086 Missense_Mutation SNP G A 11 154 c.1195G>A c.(1195-1197)GAG>AAG p.E399K

Pat_45 Post-Resistance DSTN 11034 37 20 17581578 17581578 Missense_Mutation SNP C T 5 148 c.199C>T c.(199-201)CCT>TCT p.P67S

Pat_45 Post-Resistance CSRP2BP 57325 37 20 18143302 18143302 Missense_Mutation SNP C T 4 18 c.1384C>T c.(1384-1386)CCC>TCC p.P462S

Pat_45 Post-Resistance GGTLC1 92086 37 20 23967244 23967244 Missense_Mutation SNP G A 9 190 c.5C>T c.(4-6)ACC>ATC p.T2I

Pat_45 Post-Resistance TM9SF4 9777 37 20 30720825 30720825 Missense_Mutation SNP C T 7 82 c.25C>T c.(25-27)CCG>TCG p.P9S

Pat_45 Post-Resistance POFUT1 23509 37 20 30803181 30803181 Missense_Mutation SNP C T 13 248 c.356C>T c.(355-357)CCT>CTT p.P119L

Pat_45 Post-Resistance KIF3B 9371 37 20 30897723 30897723 Missense_Mutation SNP G A 16 111 c.143G>A c.(142-144)GGG>GAG p.G48E

Pat_45 Post-Resistance ASXL1 171023 37 20 31023018 31023018 Missense_Mutation SNP C T 18 330 c.2503C>T c.(2503-2505)CCC>TCC p.P835S

Pat_45 Post-Resistance PLUNC 51297 37 20 31829222 31829222 Missense_Mutation SNP G A 150 367 c.613G>A c.(613-615)GAC>AAC p.D205N

Pat_45 Post-Resistance ZNF341 84905 37 20 32354746 32354746 Missense_Mutation SNP G A 32 486 c.1312G>A c.(1312-1314)GTG>ATG p.V438M

Pat_45 Post-Resistance CHMP4B 128866 37 20 32439895 32439895 Missense_Mutation SNP G A 7 134 c.496G>A c.(496-498)GCG>ACG p.A166T

Pat_45 Post-Resistance ITCH 83737 37 20 32981665 32981665 Missense_Mutation SNP G A 15 266 c.48G>A c.(46-48)ATG>ATA p.M16I

Pat_45 Post-Resistance MYH7B 57644 37 20 33582006 33582006 Nonsense_Mutation SNP G A 21 251 c.2628G>A c.(2626-2628)TGG>TGA p.W876*

Pat_45 Post-Resistance TRPC4AP 26133 37 20 33590986 33590986 Missense_Mutation SNP G A 11 104 c.2357C>T c.(2356-2358)CCC>CTC p.P786L

Pat_45 Post-Resistance PROCR 10544 37 20 33762622 33762622 Missense_Mutation SNP C T 8 67 c.188C>T c.(187-189)ACC>ATC p.T63I

Pat_45 Post-Resistance SPAG4 6676 37 20 34207230 34207230 Missense_Mutation SNP G A 11 132 c.907G>A c.(907-909)GAG>AAG p.E303K

Pat_45 Post-Resistance C20orf4 25980 37 20 34828112 34828112 Missense_Mutation SNP G A 9 140 c.322G>A c.(322-324)GTG>ATG p.V108M

Pat_45 Post-Resistance RBL1 5933 37 20 35672611 35672611 Missense_Mutation SNP C T 11 131 c.1648G>A c.(1648-1650)GAC>AAC p.D550N

Pat_45 Post-Resistance TGM2 7052 37 20 36766698 36766698 Missense_Mutation SNP G A 4 79 c.1432C>T c.(1432-1434)CGT>TGT p.R478C

Pat_45 Post-Resistance KCNS1 3787 37 20 43723747 43723747 Missense_Mutation SNP C T 5 84 c.1345G>A c.(1345-1347)GTA>ATA p.V449I

Pat_45 Post-Resistance CTSA 5476 37 20 44521067 44521067 Missense_Mutation SNP G A 6 125 c.388G>A c.(388-390)GCT>ACT p.A130T

Pat_45 Post-Resistance ZNF335 63925 37 20 44582362 44582362 Missense_Mutation SNP C T 11 96 c.2668G>A c.(2668-2670)GAG>AAG p.E890K

Pat_45 Post-Resistance LOC100131496 100131496 37 20 45947671 45947671 Missense_Mutation SNP G A 4 15 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_45 Post-Resistance NCOA3 8202 37 20 46268767 46268767 Missense_Mutation SNP G A 13 105 c.3052G>A c.(3052-3054)GAA>AAA p.E1018K

Pat_45 Post-Resistance ZNFX1 57169 37 20 47865036 47865036 Missense_Mutation SNP G A 5 117 c.4525C>T c.(4525-4527)CCC>TCC p.P1509S

Pat_45 Post-Resistance SLC9A8 23315 37 20 48461621 48461621 Missense_Mutation SNP C T 6 143 c.397C>T c.(397-399)CCT>TCT p.P133S

Pat_45 Post-Resistance PARD6B 84612 37 20 49354424 49354424 Missense_Mutation SNP G A 9 94 c.97G>A c.(97-99)GAA>AAA p.E33K

Pat_45 Post-Resistance SALL4 57167 37 20 50401212 50401212 Missense_Mutation SNP C T 8 146 c.2754G>A c.(2752-2754)ATG>ATA p.M918I

Pat_45 Post-Resistance TH1L 51497 37 20 57562780 57562780 Missense_Mutation SNP G A 5 158 c.331G>A c.(331-333)GTT>ATT p.V111I

Pat_45 Post-Resistance PHACTR3 116154 37 20 58318169 58318169 Missense_Mutation SNP G A 11 206 c.126G>A c.(124-126)ATG>ATA p.M42I

Pat_45 Post-Resistance PHACTR3 116154 37 20 58342267 58342267 Missense_Mutation SNP G A 14 59 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_45 Post-Resistance DIDO1 11083 37 20 61511262 61511262 Missense_Mutation SNP G A 7 93 c.6046C>T c.(6046-6048)CCG>TCG p.P2016S

Pat_45 Post-Resistance SAMD10 140700 37 20 62607045 62607045 Missense_Mutation SNP C T 17 334 c.586G>A c.(586-588)GCT>ACT p.A196T

Pat_45 Post-Resistance CXADR 1525 37 21 18924121 18924121 Missense_Mutation SNP G A 3 35 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_45 Post-Resistance ADAMTS1 9510 37 21 28214939 28214939 Missense_Mutation SNP C T 6 75 c.796G>A c.(796-798)GCA>ACA p.A266T

Pat_45 Post-Resistance RNF160 26046 37 21 30339429 30339429 Missense_Mutation SNP C T 7 45 c.1522G>A c.(1522-1524)GAA>AAA p.E508K

Pat_45 Post-Resistance RNF160 26046 37 21 30359174 30359174 Nonsense_Mutation SNP G A 7 106 c.262C>T c.(262-264)CAG>TAG p.Q88*

Pat_45 Post-Resistance KRTAP27-1 643812 37 21 31709754 31709754 Missense_Mutation SNP C T 19 174 c.233G>A c.(232-234)AGT>AAT p.S78N

Pat_45 Post-Resistance KRTAP13-1 140258 37 21 31768730 31768730 Missense_Mutation SNP C T 9 64 c.326C>T c.(325-327)TCC>TTC p.S109F

Pat_45 Post-Resistance TIAM1 7074 37 21 32595763 32595763 Missense_Mutation SNP C T 24 148 c.1954G>A c.(1954-1956)GGC>AGC p.G652S

Pat_45 Post-Resistance ITSN1 6453 37 21 35093554 35093554 Missense_Mutation SNP C T 6 80 c.100C>T c.(100-102)CCA>TCA p.P34S

Pat_45 Post-Resistance MORC3 23515 37 21 37705988 37705988 Nonsense_Mutation SNP G A 15 140 c.84G>A c.(82-84)TGG>TGA p.W28*

Pat_45 Post-Resistance KCNJ6 3763 37 21 39086672 39086672 Missense_Mutation SNP C T 17 197 c.788G>A c.(787-789)GGG>GAG p.G263E

Pat_45 Post-Resistance BRWD1 54014 37 21 40582064 40582064 Missense_Mutation SNP C T 4 36 c.4054G>A c.(4054-4056)GAT>AAT p.D1352N



Pat_45 Post-Resistance DSCAM 1826 37 21 41434798 41434798 Missense_Mutation SNP C T 4 66 c.4917G>A c.(4915-4917)ATG>ATA p.M1639I

Pat_45 Post-Resistance TMPRSS3 64699 37 21 43795965 43795965 Missense_Mutation SNP C T 12 298 c.1207G>A c.(1207-1209)GGG>AGG p.G403R

Pat_45 Post-Resistance PFKL 5211 37 21 45741675 45741675 Missense_Mutation SNP C T 4 146 c.1255C>T c.(1255-1257)CGC>TGC p.R419C

Pat_45 Post-Resistance ITGB2 3689 37 21 46314884 46314884 Splice_Site SNP A T 4 35 c.1083_splice c.e8+1 p.N361_splice

Pat_45 Post-Resistance MCM3AP 8888 37 21 47704228 47704228 Nonsense_Mutation SNP G A 17 147 c.973C>T c.(973-975)CGA>TGA p.R325*

Pat_45 Post-Resistance IL17RA 23765 37 22 17581326 17581326 Missense_Mutation SNP C T 15 171 c.505C>T c.(505-507)CCT>TCT p.P169S

Pat_45 Post-Resistance CECR5 27440 37 22 17624015 17624015 Missense_Mutation SNP G A 30 66 c.544C>T c.(544-546)CCG>TCG p.P182S

Pat_45 Post-Resistance PEX26 55670 37 22 18568025 18568025 Splice_Site SNP G A 5 111 c.814_splice c.e5+1 p.A272_splice

Pat_45 Post-Resistance DGCR2 9993 37 22 19052491 19052491 Missense_Mutation SNP C T 10 124 c.418G>A c.(418-420)GAT>AAT p.D140N

Pat_45 Post-Resistance TSSK2 23617 37 22 19119823 19119823 Missense_Mutation SNP G A 10 148 c.911G>A c.(910-912)GGC>GAC p.G304D

Pat_45 Post-Resistance C22orf25 128989 37 22 20043498 20043498 Missense_Mutation SNP G A 3 86 c.413G>A c.(412-414)GGG>GAG p.G138E

Pat_45 Post-Resistance DGCR6L 85359 37 22 20303659 20303659 Nonsense_Mutation SNP G A 4 43 c.355C>T c.(355-357)CAG>TAG p.Q119*

Pat_45 Post-Resistance THAP7 80764 37 22 21354362 21354362 Missense_Mutation SNP G A 9 27 c.737C>T c.(736-738)GCA>GTA p.A246V

Pat_45 Post-Resistance BCR 613 37 22 23631788 23631788 Missense_Mutation SNP C T 7 82 c.2687C>T c.(2686-2688)CCG>CTG p.P896L

Pat_45 Post-Resistance CABIN1 23523 37 22 24439465 24439465 Missense_Mutation SNP G A 8 145 c.445G>A c.(445-447)GAA>AAA p.E149K

Pat_45 Post-Resistance MYO18B 84700 37 22 26400684 26400684 Missense_Mutation SNP G A 14 44 c.6333G>A c.(6331-6333)ATG>ATA p.M2111I

Pat_45 Post-Resistance EMID1 129080 37 22 29639435 29639435 Missense_Mutation SNP G A 3 30 c.1070G>A c.(1069-1071)GGG>GAG p.G357E

Pat_45 Post-Resistance AP1B1 162 37 22 29737718 29737718 Missense_Mutation SNP C T 8 174 c.1568G>A c.(1567-1569)GGC>GAC p.G523D

Pat_45 Post-Resistance PES1 23481 37 22 30977037 30977037 Missense_Mutation SNP C T 15 161 c.874G>A c.(874-876)GAG>AAG p.E292K

Pat_45 Post-Resistance C22orf30 253143 37 22 32072839 32072839 Nonsense_Mutation SNP C T 4 13 c.5742G>A c.(5740-5742)TGG>TGA p.W1914*

Pat_45 Post-Resistance RFPL2 10739 37 22 32598380 32598380 Missense_Mutation SNP A T 3 20 c.59T>A c.(58-60)CTA>CAA p.L20Q

Pat_45 Post-Resistance APOL3 80833 37 22 36537525 36537525 Missense_Mutation SNP G A 7 53 c.932C>T c.(931-933)ACC>ATC p.T311I

Pat_45 Post-Resistance CYTH4 27128 37 22 37696979 37696979 Missense_Mutation SNP G A 5 61 c.466G>A c.(466-468)GAG>AAG p.E156K

Pat_45 Post-Resistance ELFN2 114794 37 22 37770265 37770265 Missense_Mutation SNP G A 18 193 c.1310C>T c.(1309-1311)ACC>ATC p.T437I

Pat_45 Post-Resistance GCAT 23464 37 22 38212714 38212714 Missense_Mutation SNP G A 7 107 c.1249G>A c.(1249-1251)GCA>ACA p.A417T

Pat_45 Post-Resistance EIF3L 51386 37 22 38271944 38271944 Missense_Mutation SNP G A 13 184 c.1003G>A c.(1003-1005)GTC>ATC p.V335I

Pat_45 Post-Resistance CSNK1E 1454 37 22 38694940 38694940 Splice_Site SNP C T 10 191 c.737_splice c.e7-1 p.S246_splice

Pat_45 Post-Resistance TAB1 10454 37 22 39811633 39811633 Missense_Mutation SNP C T 8 27 c.299C>T c.(298-300)GCC>GTC p.A100V

Pat_45 Post-Resistance EP300 2033 37 22 41551116 41551116 Missense_Mutation SNP C T 19 303 c.3260C>T c.(3259-3261)CCT>CTT p.P1087L

Pat_45 Post-Resistance EP300 2033 37 22 41568579 41568579 Missense_Mutation SNP C A 4 71 c.4529C>A c.(4528-4530)CCC>CAC p.P1510H

Pat_45 Post-Resistance TTLL12 23170 37 22 43570251 43570251 Missense_Mutation SNP G A 19 419 c.1193C>T c.(1192-1194)CCC>CTC p.P398L

Pat_45 Post-Resistance SAMM50 25813 37 22 44371954 44371954 Missense_Mutation SNP G A 10 51 c.668G>A c.(667-669)AGC>AAC p.S223N

Pat_45 Post-Resistance KIAA1644 85352 37 22 44681567 44681567 Missense_Mutation SNP C T 28 494 c.340G>A c.(340-342)GTT>ATT p.V114I

Pat_45 Post-Resistance SMC1B 27127 37 22 45802707 45802707 Missense_Mutation SNP C T 7 104 c.338G>A c.(337-339)AGT>AAT p.S113N

Pat_45 Post-Resistance PKDREJ 10343 37 22 46653096 46653096 Missense_Mutation SNP C T 11 82 c.6124G>A c.(6124-6126)GCA>ACA p.A2042T

Pat_45 Post-Resistance CELSR1 9620 37 22 46761158 46761158 Missense_Mutation SNP C T 8 86 c.8524G>A c.(8524-8526)GCC>ACC p.A2842T

Pat_45 Post-Resistance GRAMD4 23151 37 22 47059038 47059038 Missense_Mutation SNP G A 10 273 c.568G>A c.(568-570)GTG>ATG p.V190M

Pat_45 Post-Resistance TBC1D22A 25771 37 22 47189600 47189600 Missense_Mutation SNP C T 3 34 c.322C>T c.(322-324)CGG>TGG p.R108W

Pat_45 Post-Resistance TBC1D22A 25771 37 22 47433095 47433095 Splice_Site SNP G A 9 135 c.1329_splice c.e11+1 p.Q443_splice

Pat_45 Post-Resistance SELO 83642 37 22 50655449 50655449 Nonsense_Mutation SNP G A 5 48 c.1737G>A c.(1735-1737)TGG>TGA p.W579*

Pat_45 Post-Resistance TUBGCP6 85378 37 22 50664784 50664784 Missense_Mutation SNP C T 4 36 c.1625G>A c.(1624-1626)AGC>AAC p.S542N

Pat_45 Post-Resistance SBF1 6305 37 22 50900379 50900379 Missense_Mutation SNP G A 10 138 c.2566C>T c.(2566-2568)CCA>TCA p.P856S

Pat_45 Post-Resistance NCAPH2 29781 37 22 50961482 50961482 Missense_Mutation SNP G A 3 36 c.1564G>A c.(1564-1566)GAC>AAC p.D522N

Pat_45 Post-Resistance KLHDC7B 113730 37 22 50988037 50988037 Missense_Mutation SNP G A 14 242 c.1442G>A c.(1441-1443)AGC>AAC p.S481N

Pat_45 Post-Resistance MAPK8IP2 23542 37 22 51040276 51040276 Missense_Mutation SNP G A 15 165 c.124G>A c.(124-126)GAT>AAT p.D42N

Pat_45 Post-Resistance ARSA 410 37 22 51065175 51065175 Missense_Mutation SNP G A 8 132 c.692C>T c.(691-693)CCT>CTT p.P231L

Pat_45 Post-Resistance JAGN1 84522 37 3 9934877 9934877 Missense_Mutation SNP T G 42 105 c.368T>G c.(367-369)TTC>TGC p.F123C



Pat_45 Post-Resistance IL17RE 132014 37 3 9955689 9955689 Missense_Mutation SNP G A 25 144 c.1277G>A c.(1276-1278)AGG>AAG p.R426K

Pat_45 Post-Resistance PRRT3 285368 37 3 9990456 9990456 Missense_Mutation SNP C T 93 273 c.1157G>A c.(1156-1158)GGG>GAG p.G386E

Pat_45 Post-Resistance SLC6A11 6538 37 3 10974933 10974933 Missense_Mutation SNP G A 42 140 c.1468G>A c.(1468-1470)GTG>ATG p.V490M

Pat_45 Post-Resistance NR2C2 7182 37 3 15071868 15071868 Missense_Mutation SNP G A 21 131 c.1019G>A c.(1018-1020)GGA>GAA p.G340E

Pat_45 Post-Resistance SATB1 6304 37 3 18390738 18390738 Missense_Mutation SNP G A 17 119 c.2216C>T c.(2215-2217)ACC>ATC p.T739I

Pat_45 Post-Resistance NR1D2 9975 37 3 24018876 24018876 Missense_Mutation SNP C T 6 64 c.1706C>T c.(1705-1707)TCT>TTT p.S569F

Pat_45 Post-Resistance ZNF860 344787 37 3 32030852 32030852 Missense_Mutation SNP G A 6 67 c.281G>A c.(280-282)AGT>AAT p.S94N

Pat_45 Post-Resistance CCR4 1233 37 3 32995173 32995173 Missense_Mutation SNP C T 15 138 c.259C>T c.(259-261)CTC>TTC p.L87F

Pat_45 Post-Resistance CCR4 1233 37 3 32995716 32995716 Missense_Mutation SNP G A 5 29 c.802G>A c.(802-804)GTG>ATG p.V268M

Pat_45 Post-Resistance SUSD5 26032 37 3 33194245 33194245 Missense_Mutation SNP C T 8 82 c.1879G>A c.(1879-1881)GAG>AAG p.E627K

Pat_45 Post-Resistance TRAK1 22906 37 3 42167035 42167035 Missense_Mutation SNP C T 9 165 c.215C>T c.(214-216)ACA>ATA p.T72I

Pat_45 Post-Resistance CCK 885 37 3 42304972 42304972 Missense_Mutation SNP C T 10 84 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_45 Post-Resistance PRSS42 339906 37 3 46875079 46875080 Missense_Mutation DNP CC TT 4 15 c.301_302GG>AA c.(301-303)GGC>AAC p.G101N

Pat_45 Post-Resistance PTPN23 25930 37 3 47449932 47449932 Missense_Mutation SNP C T 6 140 c.1282C>T c.(1282-1284)CTC>TTC p.L428F

Pat_45 Post-Resistance ATRIP 84126 37 3 48506294 48506294 Missense_Mutation SNP C T 6 92 c.2120C>T c.(2119-2121)CCC>CTC p.P707L

Pat_45 Post-Resistance GPX1 2876 37 3 49395482 49395482 Missense_Mutation SNP G C 8 52 c.230C>G c.(229-231)CCG>CGG p.P77R

Pat_45 Post-Resistance MST1R 4486 37 3 49940688 49940688 Missense_Mutation SNP C T 18 201 c.355G>A c.(355-357)GAC>AAC p.D119N

Pat_45 Post-Resistance RBM6 10180 37 3 50091825 50091825 Missense_Mutation SNP G A 50 280 c.1690G>A c.(1690-1692)GAA>AAA p.E564K

Pat_45 Post-Resistance ZMYND10 51364 37 3 50380390 50380390 Missense_Mutation SNP A C 17 69 c.659T>G c.(658-660)GTG>GGG p.V220G

Pat_45 Post-Resistance VPRBP 9730 37 3 51457233 51457233 Missense_Mutation SNP C T 6 130 c.3191G>A c.(3190-3192)GGA>GAA p.G1064E

Pat_45 Post-Resistance RRP9 9136 37 3 51975498 51975498 Missense_Mutation SNP C T 14 172 c.97G>A c.(97-99)GCG>ACG p.A33T

Pat_45 Post-Resistance GLYCTK 132158 37 3 52327063 52327063 Missense_Mutation SNP G A 4 69 c.1493G>A c.(1492-1494)GGT>GAT p.G498D

Pat_45 Post-Resistance ITIH4 3700 37 3 52852164 52852164 Missense_Mutation SNP C T 3 31 c.2200G>A c.(2200-2202)GCC>ACC p.A734T

Pat_45 Post-Resistance ITIH4 3700 37 3 52858272 52858272 Missense_Mutation SNP C T 25 147 c.1105G>A c.(1105-1107)GAG>AAG p.E369K

Pat_45 Post-Resistance PDE12 201626 37 3 57542926 57542926 Missense_Mutation SNP C T 13 180 c.820C>T c.(820-822)CCT>TCT p.P274S

Pat_45 Post-Resistance PRICKLE2 166336 37 3 64085592 64085592 Missense_Mutation SNP G A 14 94 c.1670C>T c.(1669-1671)GCT>GTT p.A557V

Pat_45 Post-Resistance SHQ1 55164 37 3 72799667 72799667 Missense_Mutation SNP G A 26 140 c.1502C>T c.(1501-1503)GCC>GTC p.A501V

Pat_45 Post-Resistance CRYBG3 131544 37 3 97605517 97605517 Missense_Mutation SNP C T 7 159 c.1351C>T c.(1351-1353)CCA>TCA p.P451S

Pat_45 Post-Resistance CRYBG3 131544 37 3 97618108 97618108 Splice_Site SNP G A 13 93 c.2127_splice c.e11+1 p.L709_splice

Pat_45 Post-Resistance ABI3BP 25890 37 3 100583726 100583726 Missense_Mutation SNP G C 3 26 c.1035C>G c.(1033-1035)AGC>AGG p.S345R

Pat_45 Post-Resistance ZBTB20 26137 37 3 114070071 114070071 Missense_Mutation SNP G A 5 50 c.854C>T c.(853-855)CCC>CTC p.P285L

Pat_45 Post-Resistance UPK1B 7348 37 3 118906641 118906641 Missense_Mutation SNP C T 7 246 c.89C>T c.(88-90)ACT>ATT p.T30I

Pat_45 Post-Resistance COL6A6 131873 37 3 130286992 130286992 Missense_Mutation SNP G A 15 145 c.1945G>A c.(1945-1947)GTG>ATG p.V649M

Pat_45 Post-Resistance PIK3CB 5291 37 3 138376531 138376531 Splice_Site SNP C T 5 153 c.2942_splice c.e20+1 p.R981_splice

Pat_45 Post-Resistance HPS3 84343 37 3 148858052 148858052 Missense_Mutation SNP G A 6 148 c.479G>A c.(478-480)AGT>AAT p.S160N

Pat_45 Post-Resistance TSC22D2 9819 37 3 150128888 150128888 Missense_Mutation SNP C T 8 252 c.1751C>T c.(1750-1752)ACC>ATC p.T584I

Pat_45 Post-Resistance IFT80 57560 37 3 160083830 160083830 Splice_Site SNP C T 7 97 c.549_splice c.e6+1 p.Q183_splice

Pat_45 Post-Resistance FNDC3B 64778 37 3 172013211 172013211 Missense_Mutation SNP C T 15 187 c.908C>T c.(907-909)TCC>TTC p.S303F

Pat_45 Post-Resistance FNDC3B 64778 37 3 172096107 172096107 Missense_Mutation SNP G A 17 91 c.3056G>A c.(3055-3057)AGA>AAA p.R1019K

Pat_45 Post-Resistance MFN1 55669 37 3 179093027 179093027 Missense_Mutation SNP C T 4 32 c.995C>T c.(994-996)GCA>GTA p.A332V

Pat_45 Post-Resistance CCDC39 339829 37 3 180397136 180397136 Nonsense_Mutation SNP C T 48 322 c.33G>A c.(31-33)TGG>TGA p.W11*

Pat_45 Post-Resistance DVL3 1857 37 3 183888163 183888163 Missense_Mutation SNP C T 4 36 c.1771C>T c.(1771-1773)CCG>TCG p.P591S

Pat_45 Post-Resistance CHRD 8646 37 3 184101121 184101121 Missense_Mutation SNP G A 15 138 c.1235G>A c.(1234-1236)GGG>GAG p.G412E

Pat_45 Post-Resistance MAP3K13 9175 37 3 185146547 185146547 Missense_Mutation SNP G A 3 69 c.178G>A c.(178-180)GTG>ATG p.V60M

Pat_45 Post-Resistance OPA1 4976 37 3 193372664 193372664 Nonsense_Mutation SNP C T 5 38 c.1861C>T c.(1861-1863)CAA>TAA p.Q621*

Pat_45 Post-Resistance CPN2 1370 37 3 194062028 194062028 Nonsense_Mutation SNP C T 31 306 c.1404G>A c.(1402-1404)TGG>TGA p.W468*

Pat_45 Post-Resistance GP5 2814 37 3 194118791 194118791 Missense_Mutation SNP G A 40 115 c.221C>T c.(220-222)ACC>ATC p.T74I



Pat_45 Post-Resistance ATP13A3 79572 37 3 194167679 194167679 Missense_Mutation SNP G A 18 174 c.1474C>T c.(1474-1476)CTC>TTC p.L492F

Pat_45 Post-Resistance MUC4 4585 37 3 195510155 195510155 Missense_Mutation SNP C T 4 4 c.7912G>A c.(7912-7914)GCC>ACC p.A2638T

Pat_45 Post-Resistance MUC4 4585 37 3 195510158 195510158 Missense_Mutation SNP G C 4 4 c.7909C>G c.(7909-7911)CAC>GAC p.H2637D

Pat_45 Post-Resistance MUC4 4585 37 3 195512606 195512606 Missense_Mutation SNP G C 2 7 c.5845C>G c.(5845-5847)CAC>GAC p.H1949D

Pat_45 Post-Resistance MUC4 4585 37 3 195513758 195513758 Missense_Mutation SNP G C 2 1 c.4693C>G c.(4693-4695)CAC>GAC p.H1565D

Pat_45 Post-Resistance PCYT1A 5130 37 3 195965671 195965671 Missense_Mutation SNP G A 7 25 c.992C>T c.(991-993)TCC>TTC p.S331F

Pat_45 Post-Resistance CRIPAK 285464 37 4 1389416 1389416 Missense_Mutation SNP C T 58 623 c.1117C>T c.(1117-1119)CCG>TCG p.P373S

Pat_45 Post-Resistance FGFR3 2261 37 4 1805525 1805525 Missense_Mutation SNP G A 13 111 c.1037G>A c.(1036-1038)GGG>GAG p.G346E

Pat_45 Post-Resistance POLN 353497 37 4 2158580 2158580 Missense_Mutation SNP C T 13 65 c.1666G>A c.(1666-1668)GGC>AGC p.G556S

Pat_45 Post-Resistance MAN2B2 23324 37 4 6622960 6622960 Missense_Mutation SNP C T 7 165 c.2978C>T c.(2977-2979)ACC>ATC p.T993I

Pat_45 Post-Resistance TAPT1 202018 37 4 16215429 16215429 Missense_Mutation SNP C T 4 31 c.292G>A c.(292-294)GTA>ATA p.V98I

Pat_45 Post-Resistance GPR125 166647 37 4 22463390 22463390 Missense_Mutation SNP G A 9 112 c.371C>T c.(370-372)GCC>GTC p.A124V

Pat_45 Post-Resistance PPARGC1A 10891 37 4 23815650 23815650 Missense_Mutation SNP C T 15 213 c.1456G>A c.(1456-1458)GAC>AAC p.D486N

Pat_45 Post-Resistance ANAPC4 29945 37 4 25391808 25391808 Missense_Mutation SNP C T 4 66 c.566C>T c.(565-567)GCT>GTT p.A189V

Pat_45 Post-Resistance TLR1 7096 37 4 38798346 38798346 Nonsense_Mutation SNP G A 91 292 c.2107C>T c.(2107-2109)CAG>TAG p.Q703*

Pat_45 Post-Resistance KLB 152831 37 4 39448261 39448261 Missense_Mutation SNP G A 18 221 c.1915G>A c.(1915-1917)GTC>ATC p.V639I

Pat_45 Post-Resistance SCFD2 152579 37 4 54231780 54231780 Missense_Mutation SNP G A 3 58 c.329C>T c.(328-330)GCT>GTT p.A110V

Pat_45 Post-Resistance REST 5978 37 4 57777025 57777025 Missense_Mutation SNP C T 9 95 c.221C>T c.(220-222)GCA>GTA p.A74V

Pat_45 Post-Resistance EPHA5 2044 37 4 66509128 66509128 Missense_Mutation SNP G A 4 54 c.199C>T c.(199-201)CGC>TGC p.R67C

Pat_45 Post-Resistance ALB 213 37 4 74280829 74280829 Missense_Mutation SNP C T 10 118 c.1136C>T c.(1135-1137)ACC>ATC p.T379I

Pat_45 Post-Resistance BMP2K 55589 37 4 79792088 79792088 Missense_Mutation SNP G C 3 41 c.1383G>C c.(1381-1383)CAG>CAC p.Q461H

Pat_45 Post-Resistance CDS1 1040 37 4 85566381 85566381 Missense_Mutation SNP G T 4 54 c.1159G>T c.(1159-1161)GCA>TCA p.A387S

Pat_45 Post-Resistance DDIT4L 115265 37 4 101108841 101108841 Missense_Mutation SNP C T 5 24 c.575G>A c.(574-576)GGG>GAG p.G192E

Pat_45 Post-Resistance CENPE 1062 37 4 104059588 104059588 Missense_Mutation SNP C T 9 161 c.6223G>A c.(6223-6225)GTA>ATA p.V2075I

Pat_45 Post-Resistance OSTC 58505 37 4 109571893 109571893 Missense_Mutation SNP C T 10 97 c.82C>T c.(82-84)CCG>TCG p.P28S

Pat_45 Post-Resistance PCDH18 54510 37 4 138442490 138442490 Missense_Mutation SNP G A 7 79 c.3101C>T c.(3100-3102)TCC>TTC p.S1034F

Pat_45 Post-Resistance ZNF827 152485 37 4 146813483 146813483 Missense_Mutation SNP A G 3 56 c.1178T>C c.(1177-1179)ATG>ACG p.M393T

Pat_45 Post-Resistance GLRB 2743 37 4 158091830 158091830 Missense_Mutation SNP C T 6 62 c.1444C>T c.(1444-1446)CCT>TCT p.P482S

Pat_45 Post-Resistance NPY5R 4889 37 4 164272176 164272176 Missense_Mutation SNP G A 4 56 c.751G>A c.(751-753)GAA>AAA p.E251K

Pat_45 Post-Resistance WDR17 116966 37 4 177056421 177056421 Missense_Mutation SNP G A 3 48 c.1333G>A c.(1333-1335)GCT>ACT p.A445T

Pat_45 Post-Resistance ACSL1 2180 37 4 185689574 185689574 Missense_Mutation SNP C T 17 186 c.1024G>A c.(1024-1026)GGA>AGA p.G342R

Pat_45 Post-Resistance TERT 7015 37 5 1254567 1254567 Nonsense_Mutation SNP G A 4 58 c.3211C>T c.(3211-3213)CAG>TAG p.Q1071*

Pat_45 Post-Resistance KIAA0947 23379 37 5 5461116 5461116 Missense_Mutation SNP G A 19 170 c.1669G>A c.(1669-1671)GGA>AGA p.G557R

Pat_45 Post-Resistance FASTKD3 79072 37 5 7867464 7867464 Missense_Mutation SNP C T 6 104 c.733G>A c.(733-735)GGT>AGT p.G245S

Pat_45 Post-Resistance SLC45A2 51151 37 5 33963920 33963920 Missense_Mutation SNP G A 7 91 c.764C>T c.(763-765)CCT>CTT p.P255L

Pat_45 Post-Resistance DAB2 1601 37 5 39376959 39376959 Missense_Mutation SNP C T 6 43 c.1930G>A c.(1930-1932)GGG>AGG p.G644R

Pat_45 Post-Resistance C6 729 37 5 41159253 41159253 Missense_Mutation SNP C T 21 162 c.1787G>A c.(1786-1788)CGA>CAA p.R596Q

Pat_45 Post-Resistance PAIP1 10605 37 5 43547961 43547961 Missense_Mutation SNP C T 7 53 c.490G>A c.(490-492)GAT>AAT p.D164N

Pat_45 Post-Resistance SNX18 112574 37 5 53815262 53815262 Missense_Mutation SNP G A 3 37 c.1480G>A c.(1480-1482)GCC>ACC p.A494T

Pat_45 Post-Resistance MRPS27 23107 37 5 71519541 71519541 Missense_Mutation SNP G A 15 174 c.974C>T c.(973-975)TCC>TTC p.S325F

Pat_45 Post-Resistance CMYA5 202333 37 5 79034609 79034609 Missense_Mutation SNP C T 7 61 c.10021C>T c.(10021-10023)CCA>TCA p.P3341S

Pat_45 Post-Resistance VCAN 1462 37 5 82815315 82815315 Missense_Mutation SNP C T 21 176 c.1190C>T c.(1189-1191)CCC>CTC p.P397L

Pat_45 Post-Resistance EDIL3 10085 37 5 83402649 83402649 Splice_Site SNP C T 10 50 c.470_splice c.e6-1 p.K157_splice

Pat_45 Post-Resistance POLR3G 10622 37 5 89781490 89781490 Missense_Mutation SNP C T 8 82 c.106C>T c.(106-108)CCA>TCA p.P36S

Pat_45 Post-Resistance CHD1 1105 37 5 98232902 98232902 Nonsense_Mutation SNP C T 6 66 c.1488G>A c.(1486-1488)TGG>TGA p.W496*

Pat_45 Post-Resistance TMED7-TICAM2 100302736 37 5 114916719 114916719 Missense_Mutation SNP G A 14 281 c.235C>T c.(235-237)CTC>TTC p.L79F

Pat_45 Post-Resistance DMXL1 1657 37 5 118556765 118556765 Missense_Mutation SNP G A 4 6 c.8203G>A c.(8203-8205)GGA>AGA p.G2735R



Pat_45 Post-Resistance ZNF608 57507 37 5 124079830 124079830 Missense_Mutation SNP C T 13 207 c.853G>A c.(853-855)GAA>AAA p.E285K

Pat_45 Post-Resistance RAPGEF6 51735 37 5 130840357 130840357 Missense_Mutation SNP C T 7 195 c.1216G>A c.(1216-1218)GAC>AAC p.D406N

Pat_45 Post-Resistance SHROOM1 134549 37 5 132160884 132160884 Missense_Mutation SNP C T 3 34 c.949G>A c.(949-951)GGA>AGA p.G317R

Pat_45 Post-Resistance PHF15 23338 37 5 133895593 133895593 Missense_Mutation SNP C T 10 32 c.385C>T c.(385-387)CCT>TCT p.P129S

Pat_45 Post-Resistance SEC24A 10802 37 5 134022544 134022544 Missense_Mutation SNP C T 11 129 c.1556C>T c.(1555-1557)ACT>ATT p.T519I

Pat_45 Post-Resistance BRD8 10902 37 5 137503704 137503704 Missense_Mutation SNP C T 11 173 c.706G>A c.(706-708)GTA>ATA p.V236I

Pat_45 Post-Resistance APBB3 10307 37 5 139943395 139943395 Missense_Mutation SNP C T 5 65 c.155G>A c.(154-156)GGT>GAT p.G52D

Pat_45 Post-Resistance HARS 3035 37 5 140062774 140062774 Missense_Mutation SNP C T 14 113 c.211G>A c.(211-213)GCA>ACA p.A71T

Pat_45 Post-Resistance PCDHGA1 56114 37 5 140712640 140712640 Missense_Mutation SNP T A 31 73 c.2389T>A c.(2389-2391)TTA>ATA p.L797I

Pat_45 Post-Resistance PCDHGA10 56106 37 5 140794780 140794780 Missense_Mutation SNP G A 7 194 c.2038G>A c.(2038-2040)GGC>AGC p.G680S

Pat_45 Post-Resistance PCDH1 5097 37 5 141242829 141242829 Missense_Mutation SNP G A 29 114 c.3067C>T c.(3067-3069)CGC>TGC p.R1023C

Pat_45 Post-Resistance LARS 51520 37 5 145543896 145543896 Missense_Mutation SNP C T 9 96 c.571G>A c.(571-573)GAT>AAT p.D191N

Pat_45 Post-Resistance TCERG1 10915 37 5 145849230 145849230 Missense_Mutation SNP C T 12 117 c.1322C>T c.(1321-1323)GCA>GTA p.A441V

Pat_45 Post-Resistance DPYSL3 1809 37 5 146781115 146781115 Missense_Mutation SNP G A 8 33 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_45 Post-Resistance AFAP1L1 134265 37 5 148689631 148689631 Missense_Mutation SNP C T 6 87 c.860C>T c.(859-861)ACC>ATC p.T287I

Pat_45 Post-Resistance GRPEL2 134266 37 5 148727920 148727920 Missense_Mutation SNP C T 10 131 c.163C>T c.(163-165)CCC>TCC p.P55S

Pat_45 Post-Resistance PDGFRB 5159 37 5 149509499 149509499 Missense_Mutation SNP C T 15 211 c.1400G>A c.(1399-1401)GGG>GAG p.G467E

Pat_45 Post-Resistance GRIA1 2890 37 5 153085424 153085424 Nonsense_Mutation SNP G A 19 167 c.1620G>A c.(1618-1620)TGG>TGA p.W540*

Pat_45 Post-Resistance LARP1 23367 37 5 154181715 154181715 Missense_Mutation SNP C T 6 149 c.1865C>T c.(1864-1866)ACC>ATC p.T622I

Pat_45 Post-Resistance ADAM19 8728 37 5 156929917 156929917 Missense_Mutation SNP C T 14 158 c.1202G>A c.(1201-1203)GGA>GAA p.G401E

Pat_45 Post-Resistance ODZ2 57451 37 5 167420127 167420127 Missense_Mutation SNP G T 5 76 c.1126G>T c.(1126-1128)GCT>TCT p.A376S

Pat_45 Post-Resistance DOCK2 1794 37 5 169116299 169116299 Missense_Mutation SNP G A 21 102 c.805G>A c.(805-807)GAG>AAG p.E269K

Pat_45 Post-Resistance NKX2-5 1482 37 5 172659607 172659607 Missense_Mutation SNP C T 5 106 c.940G>A c.(940-942)GGA>AGA p.G314R

Pat_45 Post-Resistance NOP16 51491 37 5 175811276 175811276 Missense_Mutation SNP C T 6 51 c.493G>A c.(493-495)GAC>AAC p.D165N

Pat_45 Post-Resistance HK3 3101 37 5 176318460 176318460 Missense_Mutation SNP C T 4 85 c.188G>A c.(187-189)AGG>AAG p.R63K

Pat_45 Post-Resistance N4BP3 23138 37 5 177547296 177547296 Missense_Mutation SNP C T 4 22 c.448C>T c.(448-450)CAC>TAC p.H150Y

Pat_45 Post-Resistance ZNF454 285676 37 5 178392343 178392343 Missense_Mutation SNP C T 9 42 c.938C>T c.(937-939)GCA>GTA p.A313V

Pat_45 Post-Resistance ADAMTS2 9509 37 5 178541068 178541068 Missense_Mutation SNP C T 6 88 c.3436G>A c.(3436-3438)GCC>ACC p.A1146T

Pat_45 Post-Resistance MAPK9 5601 37 5 179676072 179676072 Missense_Mutation SNP C T 12 118 c.517G>A c.(517-519)GCC>ACC p.A173T

Pat_45 Post-Resistance GFPT2 9945 37 5 179729496 179729496 Missense_Mutation SNP C T 11 85 c.1931G>A c.(1930-1932)TGC>TAC p.C644Y

Pat_45 Post-Resistance WRNIP1 56897 37 6 2779496 2779496 Splice_Site SNP G A 9 103 c.1257_splice c.e4-1 p.E419_splice

Pat_45 Post-Resistance DSP 1832 37 6 7581491 7581491 Missense_Mutation SNP G A 15 40 c.5068G>A c.(5068-5070)GAA>AAA p.E1690K

Pat_45 Post-Resistance SLC35B3 51000 37 6 8415190 8415190 Missense_Mutation SNP T C 5 63 c.1006A>G c.(1006-1008)ATG>GTG p.M336V

Pat_45 Post-Resistance PHACTR1 221692 37 6 13230391 13230391 Missense_Mutation SNP G A 6 30 c.1357G>A c.(1357-1359)GAG>AAG p.E453K

Pat_45 Post-Resistance NOL7 51406 37 6 13618326 13618326 Missense_Mutation SNP G A 3 49 c.455G>A c.(454-456)GGA>GAA p.G152E

Pat_45 Post-Resistance NUP153 9972 37 6 17665474 17665474 Missense_Mutation SNP C T 3 48 c.1211G>A c.(1210-1212)TGC>TAC p.C404Y

Pat_45 Post-Resistance KIF13A 63971 37 6 17764861 17764861 Missense_Mutation SNP G A 3 69 c.4898C>T c.(4897-4899)ACC>ATC p.T1633I

Pat_45 Post-Resistance KIF13A 63971 37 6 17796918 17796918 Missense_Mutation SNP G A 68 313 c.2924C>T c.(2923-2925)ACA>ATA p.T975I

Pat_45 Post-Resistance MBOAT1 154141 37 6 20144547 20144547 Splice_Site SNP C T 4 37 c.324_splice c.e4-1 p.R108_splice

Pat_45 Post-Resistance HIST1H3H 8357 37 6 27777876 27777876 Missense_Mutation SNP C T 24 150 c.25C>T c.(25-27)CGC>TGC p.R9C

Pat_45 Post-Resistance SCAND3 114821 37 6 28541481 28541481 Missense_Mutation SNP C T 11 28 c.2185G>A c.(2185-2187)GTT>ATT p.V729I

Pat_45 Post-Resistance OR12D2 26529 37 6 29365320 29365320 Missense_Mutation SNP C T 16 182 c.844C>T c.(844-846)CCT>TCT p.P282S

Pat_45 Post-Resistance OR2H1 26716 37 6 29429587 29429587 Missense_Mutation SNP G A 11 202 c.41G>A c.(40-42)GGC>GAC p.G14D

Pat_45 Post-Resistance ZFP57 346171 37 6 29641408 29641408 Missense_Mutation SNP C T 4 83 c.480G>A c.(478-480)ATG>ATA p.M160I

Pat_45 Post-Resistance RNF39 80352 37 6 30039054 30039054 Missense_Mutation SNP C T 4 34 c.1097G>A c.(1096-1098)CGC>CAC p.R366H

Pat_45 Post-Resistance MDC1 9656 37 6 30673605 30673605 Missense_Mutation SNP G A 15 169 c.3355C>T c.(3355-3357)CCA>TCA p.P1119S

Pat_45 Post-Resistance DPCR1 135656 37 6 30919836 30919837 Missense_Mutation DNP GG AA 25 161 .3595_3596GG>AAc.(3595-3597)GGG>AAG p.G1199K



Pat_45 Post-Resistance C6orf47 57827 37 6 31627519 31627519 Missense_Mutation SNP G A 8 72 c.206C>T c.(205-207)GCT>GTT p.A69V

Pat_45 Post-Resistance SKIV2L 6499 37 6 31927814 31927814 Missense_Mutation SNP C T 5 140 c.154C>T c.(154-156)CCA>TCA p.P52S

Pat_45 Post-Resistance EGFL8 80864 37 6 32134274 32134274 Splice_Site SNP G A 13 139 c.102_splice c.e3-1 p.S34_splice

Pat_45 Post-Resistance EGFL8 80864 37 6 32135002 32135002 Missense_Mutation SNP C T 9 18 c.569C>T c.(568-570)CCC>CTC p.P190L

Pat_45 Post-Resistance COL11A2 1302 37 6 33131507 33131507 Missense_Mutation SNP G A 3 81 c.5159C>T c.(5158-5160)GCC>GTC p.A1720V

Pat_45 Post-Resistance ITPR3 3710 37 6 33653432 33653432 Missense_Mutation SNP C T 12 70 c.5495C>T c.(5494-5496)TCC>TTC p.S1832F

Pat_45 Post-Resistance SNRPC 6631 37 6 34741322 34741322 Missense_Mutation SNP C T 18 122 c.455C>T c.(454-456)CCC>CTC p.P152L

Pat_45 Post-Resistance MAPK14 1432 37 6 36076195 36076195 Missense_Mutation SNP C T 6 87 c.1054C>T c.(1054-1056)CCC>TCC p.P352S

Pat_45 Post-Resistance C6orf129 154467 37 6 37450997 37450997 Missense_Mutation SNP G A 7 92 c.259C>T c.(259-261)CTC>TTC p.L87F

Pat_45 Post-Resistance FOXP4 116113 37 6 41562730 41562730 Splice_Site SNP G A 6 101 c.1658_splice c.e14+1 p.G553_splice

Pat_45 Post-Resistance FRS3 10817 37 6 41740697 41740697 Missense_Mutation SNP C T 6 56 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_45 Post-Resistance KIAA0240 23506 37 6 42832724 42832724 Missense_Mutation SNP C T 11 41 c.2780C>T c.(2779-2781)CCT>CTT p.P927L

Pat_45 Post-Resistance MEA1 4201 37 6 42980663 42980663 Splice_Site SNP C T 10 119 c.406_splice c.e3+1 p.E136_splice

Pat_45 Post-Resistance SLC22A7 10864 37 6 43270099 43270099 Missense_Mutation SNP G A 3 36 c.1223G>A c.(1222-1224)GGG>GAG p.G408E

Pat_45 Post-Resistance POLH 5429 37 6 43581870 43581870 Missense_Mutation SNP G A 27 169 c.1718G>A c.(1717-1719)GGG>GAG p.G573E

Pat_45 Post-Resistance SLC29A1 2030 37 6 44197670 44197670 Missense_Mutation SNP G A 10 88 c.341G>A c.(340-342)GGC>GAC p.G114D

Pat_45 Post-Resistance SUPT3H 8464 37 6 44921114 44921114 Missense_Mutation SNP G A 4 60 c.767C>T c.(766-768)ACC>ATC p.T256I

Pat_45 Post-Resistance DEFB114 245928 37 6 49928058 49928058 Missense_Mutation SNP G A 9 54 c.157C>T c.(157-159)CCA>TCA p.P53S

Pat_45 Post-Resistance PKHD1 5314 37 6 51887733 51887733 Missense_Mutation SNP C T 10 79 c.5246G>A c.(5245-5247)GGT>GAT p.G1749D

Pat_45 Post-Resistance PKHD1 5314 37 6 51915024 51915024 Missense_Mutation SNP G A 29 113 c.2210C>T c.(2209-2211)TCC>TTC p.S737F

Pat_45 Post-Resistance BMP5 653 37 6 55739516 55739516 Missense_Mutation SNP C T 10 135 c.148G>A c.(148-150)GAA>AAA p.E50K

Pat_45 Post-Resistance RAB23 51715 37 6 57061387 57061387 Missense_Mutation SNP G A 9 26 c.259C>T c.(259-261)CTC>TTC p.L87F

Pat_45 Post-Resistance B3GAT2 135152 37 6 71665784 71665784 Missense_Mutation SNP C G 4 37 c.349G>C c.(349-351)GAG>CAG p.E117Q

Pat_45 Post-Resistance DDX43 55510 37 6 74104827 74104827 Missense_Mutation SNP G A 9 22 c.199G>A c.(199-201)GAA>AAA p.E67K

Pat_45 Post-Resistance MYO6 4646 37 6 76576283 76576283 Missense_Mutation SNP G A 8 97 c.1715G>A c.(1714-1716)AGA>AAA p.R572K

Pat_45 Post-Resistance TBX18 9096 37 6 85470015 85470015 Missense_Mutation SNP T C 6 36 c.557A>G c.(556-558)TAC>TGC p.Y186C

Pat_45 Post-Resistance SLC35A1 10559 37 6 88218174 88218174 Missense_Mutation SNP C T 4 60 c.611C>T c.(610-612)ACT>ATT p.T204I

Pat_45 Post-Resistance MDN1 23195 37 6 90402676 90402676 Missense_Mutation SNP C T 4 34 c.10073G>A c.(10072-10074)GGG>GAG p.G3358E

Pat_45 Post-Resistance MDN1 23195 37 6 90442434 90442434 Missense_Mutation SNP C T 11 219 c.4784G>A c.(4783-4785)GGC>GAC p.G1595D

Pat_45 Post-Resistance CASP8AP2 9994 37 6 90572776 90572776 Missense_Mutation SNP G A 9 127 c.1348G>A c.(1348-1350)GAA>AAA p.E450K

Pat_45 Post-Resistance EPHA7 2045 37 6 94120359 94120359 Missense_Mutation SNP C T 4 93 c.692G>A c.(691-693)CGA>CAA p.R231Q

Pat_45 Post-Resistance FUT9 10690 37 6 96651776 96651776 Missense_Mutation SNP C T 5 9 c.745C>T c.(745-747)CAC>TAC p.H249Y

Pat_45 Post-Resistance MCHR2 84539 37 6 100368874 100368874 Missense_Mutation SNP C T 9 139 c.965G>A c.(964-966)AGA>AAA p.R322K

Pat_45 Post-Resistance ZUFSP 221302 37 6 116973256 116973256 Missense_Mutation SNP C T 12 183 c.1061G>A c.(1060-1062)GGC>GAC p.G354D

Pat_45 Post-Resistance RFX6 222546 37 6 117198650 117198650 Missense_Mutation SNP C G 2 8 c.212C>G c.(211-213)GCA>GGA p.A71G

Pat_45 Post-Resistance ROS1 6098 37 6 117687247 117687247 Missense_Mutation SNP G A 12 173 c.2804C>T c.(2803-2805)CCC>CTC p.P935L

Pat_45 Post-Resistance PTPRK 5796 37 6 128388705 128388705 Missense_Mutation SNP C T 4 64 c.2116G>A c.(2116-2118)GGA>AGA p.G706R

Pat_45 Post-Resistance PTPRK 5796 37 6 128643216 128643216 Missense_Mutation SNP C T 4 80 c.463G>A c.(463-465)GCA>ACA p.A155T

Pat_45 Post-Resistance LAMA2 3908 37 6 129748927 129748927 Missense_Mutation SNP G A 14 151 c.5896G>A c.(5896-5898)GAT>AAT p.D1966N

Pat_45 Post-Resistance TMEM200A 114801 37 6 130762616 130762616 Missense_Mutation SNP C T 6 86 c.1049C>T c.(1048-1050)TCC>TTC p.S350F

Pat_45 Post-Resistance EPB41L2 2037 37 6 131216109 131216109 Missense_Mutation SNP C T 9 114 c.1387G>A c.(1387-1389)GAG>AAG p.E463K

Pat_45 Post-Resistance MOXD1 26002 37 6 132645128 132645128 Missense_Mutation SNP G C 9 109 c.1055C>G c.(1054-1056)CCT>CGT p.P352R

Pat_45 Post-Resistance SGK1 6446 37 6 134491980 134491980 Missense_Mutation SNP G A 11 129 c.1112C>T c.(1111-1113)CCT>CTT p.P371L

Pat_45 Post-Resistance IFNGR1 3459 37 6 137527318 137527318 Missense_Mutation SNP C T 8 220 c.328G>A c.(328-330)GAA>AAA p.E110K

Pat_45 Post-Resistance TNFAIP3 7128 37 6 138196132 138196132 Missense_Mutation SNP C T 20 253 c.446C>T c.(445-447)TCT>TTT p.S149F

Pat_45 Post-Resistance HIVEP2 3097 37 6 143093718 143093718 Missense_Mutation SNP G A 7 89 c.2158C>T c.(2158-2160)CCT>TCT p.P720S

Pat_45 Post-Resistance HIVEP2 3097 37 6 143094717 143094717 Missense_Mutation SNP G A 14 205 c.1159C>T c.(1159-1161)CTT>TTT p.L387F



Pat_45 Post-Resistance UTRN 7402 37 6 144750798 144750798 Missense_Mutation SNP C T 10 80 c.776C>T c.(775-777)ACC>ATC p.T259I

Pat_45 Post-Resistance FBXO30 84085 37 6 146126061 146126061 Missense_Mutation SNP C T 4 66 c.1481G>A c.(1480-1482)AGT>AAT p.S494N

Pat_45 Post-Resistance FBXO30 84085 37 6 146126272 146126272 Missense_Mutation SNP C T 20 220 c.1270G>A c.(1270-1272)GAT>AAT p.D424N

Pat_45 Post-Resistance NUP43 348995 37 6 150048310 150048310 Missense_Mutation SNP G A 4 22 c.938C>T c.(937-939)TCT>TTT p.S313F

Pat_45 Post-Resistance SYNE1 23345 37 6 152657990 152657990 Missense_Mutation SNP C T 10 158 c.12514G>A c.(12514-12516)GTT>ATT p.V4172I

Pat_45 Post-Resistance SYNE1 23345 37 6 152674397 152674397 Splice_Site SNP C T 17 302 c.11253_splice c.e69+1 p.E3751_splice

Pat_45 Post-Resistance SYNE1 23345 37 6 152697944 152697944 Missense_Mutation SNP C T 5 90 c.9113G>A c.(9112-9114)GGA>GAA p.G3038E

Pat_45 Post-Resistance SYNE1 23345 37 6 152706859 152706859 Missense_Mutation SNP C T 27 167 c.8602G>A c.(8602-8604)GAT>AAT p.D2868N

Pat_45 Post-Resistance SYNE1 23345 37 6 152749434 152749434 Missense_Mutation SNP C T 22 226 c.4882G>A c.(4882-4884)GAG>AAG p.E1628K

Pat_45 Post-Resistance TIAM2 26230 37 6 155450689 155450689 Nonsense_Mutation SNP C A 4 56 c.332C>A c.(331-333)TCA>TAA p.S111*

Pat_45 Post-Resistance TULP4 56995 37 6 158923406 158923406 Missense_Mutation SNP G A 28 327 c.2711G>A c.(2710-2712)CGC>CAC p.R904H

Pat_45 Post-Resistance RSPH3 83861 37 6 159414948 159414948 Missense_Mutation SNP G A 3 18 c.553C>T c.(553-555)CCT>TCT p.P185S

Pat_45 Post-Resistance WTAP 9589 37 6 160176300 160176300 Missense_Mutation SNP C T 10 78 c.848C>T c.(847-849)TCC>TTC p.S283F

Pat_45 Post-Resistance SLC22A3 6581 37 6 160769498 160769498 Missense_Mutation SNP G A 6 64 c.47G>A c.(46-48)CGC>CAC p.R16H

Pat_45 Post-Resistance PLG 5340 37 6 161127530 161127530 Missense_Mutation SNP A C 9 176 c.141A>C c.(139-141)GAA>GAC p.E47D

Pat_45 Post-Resistance MAP3K4 4216 37 6 161455329 161455329 Missense_Mutation SNP C T 6 96 c.191C>T c.(190-192)CCT>CTT p.P64L

Pat_45 Post-Resistance RNASET2 8635 37 6 167366005 167366005 Missense_Mutation SNP C T 26 88 c.118G>A c.(118-120)GTT>ATT p.V40I

Pat_45 Post-Resistance THBS2 7058 37 6 169637792 169637792 Missense_Mutation SNP C T 15 211 c.1228G>A c.(1228-1230)GTC>ATC p.V410I

Pat_45 Post-Resistance FAM120B 84498 37 6 170627298 170627298 Missense_Mutation SNP G A 5 64 c.820G>A c.(820-822)GTT>ATT p.V274I

Pat_45 Post-Resistance GPER 2852 37 7 1132472 1132472 Missense_Mutation SNP A G 3 75 c.1108A>G c.(1108-1110)AGG>GGG p.R370G

Pat_45 Post-Resistance MICALL2 79778 37 7 1481914 1481914 Missense_Mutation SNP G A 20 93 c.1625C>T c.(1624-1626)TCC>TTC p.S542F

Pat_45 Post-Resistance INTS1 26173 37 7 1542537 1542537 Missense_Mutation SNP C T 41 243 c.349G>A c.(349-351)GTG>ATG p.V117M

Pat_45 Post-Resistance C7orf27 221927 37 7 2578065 2578065 Missense_Mutation SNP C T 8 157 c.2104G>A c.(2104-2106)GAC>AAC p.D702N

Pat_45 Post-Resistance SDK1 221935 37 7 4089031 4089031 Missense_Mutation SNP C T 21 185 c.2654C>T c.(2653-2655)ACC>ATC p.T885I

Pat_45 Post-Resistance TNRC18 84629 37 7 5399064 5399064 Missense_Mutation SNP C T 32 429 c.4798G>A c.(4798-4800)GAT>AAT p.D1600N

Pat_45 Post-Resistance ACTB 60 37 7 5568970 5568970 Missense_Mutation SNP C T 10 186 c.185G>A c.(184-186)AGA>AAA p.R62K

Pat_45 Post-Resistance C7orf70 84792 37 7 6370608 6370608 Missense_Mutation SNP C T 9 95 c.178G>A c.(178-180)GCA>ACA p.A60T

Pat_45 Post-Resistance GLCCI1 113263 37 7 8009030 8009030 Missense_Mutation SNP C T 3 10 c.49C>T c.(49-51)CAT>TAT p.H17Y

Pat_45 Post-Resistance HDAC9 9734 37 7 18788643 18788643 Missense_Mutation SNP C T 8 68 c.1916C>T c.(1915-1917)CCC>CTC p.P639L

Pat_45 Post-Resistance MACC1 346389 37 7 20199746 20199746 Missense_Mutation SNP C T 7 97 c.238G>A c.(238-240)GAC>AAC p.D80N

Pat_45 Post-Resistance SP4 6671 37 7 21469306 21469306 Missense_Mutation SNP G A 33 169 c.523G>A c.(523-525)GAA>AAA p.E175K

Pat_45 Post-Resistance SP4 6671 37 7 21469960 21469960 Missense_Mutation SNP C T 5 87 c.1177C>T c.(1177-1179)CTT>TTT p.L393F

Pat_45 Post-Resistance DNAH11 8701 37 7 21934611 21934611 Missense_Mutation SNP C T 5 75 c.13064C>T c.(13063-13065)GCC>GTC p.A4355V

Pat_45 Post-Resistance NUPL2 11097 37 7 23240326 23240326 Missense_Mutation SNP C T 4 74 c.1234C>T c.(1234-1236)CCA>TCA p.P412S

Pat_45 Post-Resistance TRA2A 29896 37 7 23552565 23552565 Missense_Mutation SNP C T 50 144 c.473G>A c.(472-474)CGA>CAA p.R158Q

Pat_45 Post-Resistance OSBPL3 26031 37 7 24874119 24874119 Missense_Mutation SNP G A 8 162 c.1732C>T c.(1732-1734)CCC>TCC p.P578S

Pat_45 Post-Resistance HOXA3 3200 37 7 27148306 27148306 Missense_Mutation SNP C T 5 71 c.560G>A c.(559-561)GGG>GAG p.G187E

Pat_45 Post-Resistance CPVL 54504 37 7 29126138 29126138 Missense_Mutation SNP G A 3 60 c.571C>T c.(571-573)CCT>TCT p.P191S

Pat_45 Post-Resistance PDE1C 5137 37 7 31876811 31876811 Missense_Mutation SNP C T 4 100 c.1186G>A c.(1186-1188)GAG>AAG p.E396K

Pat_45 Post-Resistance DPY19L1 23333 37 7 34971314 34971314 Nonsense_Mutation SNP C T 3 17 c.1899G>A c.(1897-1899)TGG>TGA p.W633*

Pat_45 Post-Resistance KIAA0895 23366 37 7 36370620 36370620 Missense_Mutation SNP C T 7 161 c.1375G>A c.(1375-1377)GAC>AAC p.D459N

Pat_45 Post-Resistance ANLN 54443 37 7 36459802 36459802 Missense_Mutation SNP G A 18 90 c.1894G>A c.(1894-1896)GAA>AAA p.E632K

Pat_45 Post-Resistance TARP 445347 37 7 38305096 38305096 Missense_Mutation SNP G A 15 131 c.611C>T c.(610-612)ACC>ATC p.T204I

Pat_45 Post-Resistance TARP 445347 37 7 38305106 38305106 Missense_Mutation SNP C G 15 136 c.601G>C c.(601-603)GAG>CAG p.E201Q

Pat_45 Post-Resistance AMPH 273 37 7 38424515 38424515 Nonsense_Mutation SNP C T 9 92 c.1992G>A c.(1990-1992)TGG>TGA p.W664*

Pat_45 Post-Resistance MRPL32 64983 37 7 42974574 42974574 Missense_Mutation SNP G A 7 142 c.151G>A c.(151-153)GGC>AGC p.G51S

Pat_45 Post-Resistance HECW1 23072 37 7 43508660 43508660 Missense_Mutation SNP G A 33 499 c.3055G>A c.(3055-3057)GAA>AAA p.E1019K



Pat_45 Post-Resistance BLVRA 644 37 7 43843320 43843320 Missense_Mutation SNP G A 24 379 c.506G>A c.(505-507)GGC>GAC p.G169D

Pat_45 Post-Resistance YKT6 10652 37 7 44245993 44245993 Missense_Mutation SNP G T 4 84 c.197G>T c.(196-198)TGC>TTC p.C66F

Pat_45 Post-Resistance NPC1L1 29881 37 7 44575965 44575965 Missense_Mutation SNP C T 11 101 c.1744G>A c.(1744-1746)GGG>AGG p.G582R

Pat_45 Post-Resistance OGDH 4967 37 7 44713485 44713485 Nonsense_Mutation SNP C T 9 192 c.733C>T c.(733-735)CAG>TAG p.Q245*

Pat_45 Post-Resistance MYO1G 64005 37 7 45005743 45005743 Missense_Mutation SNP G A 11 73 c.2086C>T c.(2086-2088)CCC>TCC p.P696S

Pat_45 Post-Resistance MYO1G 64005 37 7 45005830 45005830 Missense_Mutation SNP C T 3 26 c.1999G>A c.(1999-2001)GAC>AAC p.D667N

Pat_45 Post-Resistance CCM2 83605 37 7 45078002 45078002 Missense_Mutation SNP G A 22 252 c.181G>A c.(181-183)GAC>AAC p.D61N

Pat_45 Post-Resistance TBRG4 9238 37 7 45145221 45145221 Missense_Mutation SNP G A 9 142 c.554C>T c.(553-555)GCC>GTC p.A185V

Pat_45 Post-Resistance IGFBP3 3486 37 7 45956840 45956840 Missense_Mutation SNP G A 67 222 c.602C>T c.(601-603)TCC>TTC p.S201F

Pat_45 Post-Resistance POM121 9883 37 7 72398999 72398999 Missense_Mutation SNP C T 6 120 c.1099C>T c.(1099-1101)CCT>TCT p.P367S

Pat_45 Post-Resistance ELN 2006 37 7 73481094 73481094 Missense_Mutation SNP C T 8 108 c.2137C>T c.(2137-2139)CCC>TCC p.P713S

Pat_45 Post-Resistance UPK3B 80761 37 7 76143347 76143347 Missense_Mutation SNP G A 16 120 c.710G>A c.(709-711)GGC>GAC p.G237D

Pat_45 Post-Resistance HGF 3082 37 7 81332055 81332055 Missense_Mutation SNP G A 5 70 c.2029C>T c.(2029-2031)CTT>TTT p.L677F

Pat_45 Post-Resistance PCLO 27445 37 7 82584325 82584325 Missense_Mutation SNP C T 11 127 c.5944G>A c.(5944-5946)GGA>AGA p.G1982R

Pat_45 Post-Resistance ZNF804B 219578 37 7 88964874 88964874 Missense_Mutation SNP G A 4 54 c.2578G>A c.(2578-2580)GAG>AAG p.E860K

Pat_45 Post-Resistance STEAP2 261729 37 7 89854678 89854678 Missense_Mutation SNP C G 20 43 c.282C>G c.(280-282)CAC>CAG p.H94Q

Pat_45 Post-Resistance AKAP9 10142 37 7 91674350 91674350 Missense_Mutation SNP C T 6 79 c.5191C>T c.(5191-5193)CTT>TTT p.L1731F

Pat_45 Post-Resistance COL1A2 1278 37 7 94034535 94034535 Missense_Mutation SNP C T 8 78 c.457C>T c.(457-459)CCT>TCT p.P153S

Pat_45 Post-Resistance COL1A2 1278 37 7 94054955 94054955 Missense_Mutation SNP G A 12 141 c.2815G>A c.(2815-2817)GAT>AAT p.D939N

Pat_45 Post-Resistance BAIAP2L1 55971 37 7 97946539 97946539 Missense_Mutation SNP C T 28 208 c.478G>A c.(478-480)GAA>AAA p.E160K

Pat_45 Post-Resistance TRRAP 8295 37 7 98567775 98567775 Missense_Mutation SNP C T 18 176 c.7532C>T c.(7531-7533)ACC>ATC p.T2511I

Pat_45 Post-Resistance AP4M1 9179 37 7 99701259 99701259 Missense_Mutation SNP A G 96 439 c.487A>G c.(487-489)AAA>GAA p.K163E

Pat_45 Post-Resistance GPC2 221914 37 7 99769443 99769443 Missense_Mutation SNP C T 4 11 c.1129G>A c.(1129-1131)GAG>AAG p.E377K

Pat_45 Post-Resistance STAG3 10734 37 7 99783872 99783872 Missense_Mutation SNP G A 8 172 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_45 Post-Resistance EPHB4 2050 37 7 100417784 100417784 Missense_Mutation SNP G A 6 157 c.943C>T c.(943-945)CCC>TCC p.P315S

Pat_45 Post-Resistance SRRT 51593 37 7 100484762 100484762 Missense_Mutation SNP G A 31 331 c.1916G>A c.(1915-1917)CGC>CAC p.R639H

Pat_45 Post-Resistance C7orf52 375607 37 7 100817952 100817952 Missense_Mutation SNP G A 9 108 c.137C>T c.(136-138)CCT>CTT p.P46L

Pat_45 Post-Resistance FIS1 51024 37 7 100883103 100883103 Missense_Mutation SNP G A 3 26 c.443C>T c.(442-444)TCC>TTC p.S148F

Pat_45 Post-Resistance DLD 1738 37 7 107556059 107556059 Missense_Mutation SNP C T 10 55 c.793C>T c.(793-795)CTT>TTT p.L265F

Pat_45 Post-Resistance NRCAM 4897 37 7 107864205 107864205 Missense_Mutation SNP C T 11 85 c.854G>A c.(853-855)GGA>GAA p.G285E

Pat_45 Post-Resistance GCC1 79571 37 7 127224651 127224651 Missense_Mutation SNP C T 11 129 c.586G>A c.(586-588)GAC>AAC p.D196N

Pat_45 Post-Resistance SND1 27044 37 7 127528066 127528066 Splice_Site SNP G A 5 36 c.1454_splice c.e13+1 p.R485_splice

Pat_45 Post-Resistance ZC3HC1 51530 37 7 129680862 129680862 Missense_Mutation SNP T C 28 307 c.338A>G c.(337-339)GAT>GGT p.D113G

Pat_45 Post-Resistance MKLN1 4289 37 7 131012692 131012692 Missense_Mutation SNP G A 8 61 c.34G>A c.(34-36)GAG>AAG p.E12K

Pat_45 Post-Resistance WDR91 29062 37 7 134894507 134894507 Missense_Mutation SNP C T 11 111 c.124G>A c.(124-126)GTG>ATG p.V42M

Pat_45 Post-Resistance HIPK2 28996 37 7 139285224 139285224 Missense_Mutation SNP G A 3 78 c.2374C>T c.(2374-2376)CGG>TGG p.R792W

Pat_45 Post-Resistance SLC37A3 84255 37 7 140043279 140043279 Missense_Mutation SNP C T 14 130 c.1259G>A c.(1258-1260)AGT>AAT p.S420N

Pat_45 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 22 126 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_45 Post-Resistance TAS2R39 259285 37 7 142880801 142880801 Missense_Mutation SNP G A 7 73 c.290G>A c.(289-291)AGC>AAC p.S97N

Pat_45 Post-Resistance CNTNAP2 26047 37 7 146805370 146805370 Missense_Mutation SNP G A 6 48 c.682G>A c.(682-684)GGA>AGA p.G228R

Pat_45 Post-Resistance ZNF398 57541 37 7 148875956 148875956 Missense_Mutation SNP G A 34 351 c.992G>A c.(991-993)AGC>AAC p.S331N

Pat_45 Post-Resistance SLC4A2 6522 37 7 150772839 150772839 Missense_Mutation SNP C T 12 136 c.3448C>T c.(3448-3450)CCA>TCA p.P1150S

Pat_45 Post-Resistance FASTK 10922 37 7 150776776 150776776 Missense_Mutation SNP G A 4 9 c.316C>T c.(316-318)CCC>TCC p.P106S

Pat_45 Post-Resistance SMARCD3 6604 37 7 150936564 150936564 Missense_Mutation SNP C T 6 77 c.1316G>A c.(1315-1317)GGC>GAC p.G439D

Pat_45 Post-Resistance MLL3 58508 37 7 151949172 151949172 Nonsense_Mutation SNP C T 3 48 c.1473G>A c.(1471-1473)TGG>TGA p.W491*

Pat_45 Post-Resistance RBM33 155435 37 7 155559213 155559213 Missense_Mutation SNP G A 7 64 c.3239G>A c.(3238-3240)CGC>CAC p.R1080H

Pat_45 Post-Resistance LMBR1 64327 37 7 156480739 156480739 Missense_Mutation SNP G A 4 77 c.1372C>T c.(1372-1374)CTT>TTT p.L458F



Pat_45 Post-Resistance WDR60 55112 37 7 158705727 158705727 Missense_Mutation SNP G A 5 64 c.1642G>A c.(1642-1644)GAA>AAA p.E548K

Pat_45 Post-Resistance VIPR2 7434 37 7 158935207 158935207 Missense_Mutation SNP G A 42 142 c.82C>T c.(82-84)CAT>TAT p.H28Y

Pat_45 Post-Resistance CSMD1 64478 37 8 3165990 3165990 Missense_Mutation SNP G A 4 66 c.3670C>T c.(3670-3672)CCT>TCT p.P1224S

Pat_45 Post-Resistance SPAG11A 653423 37 8 7718227 7718227 Missense_Mutation SNP C T 6 58 c.406C>T c.(406-408)CTT>TTT p.L136F

Pat_45 Post-Resistance MTMR9 66036 37 8 11172574 11172574 Splice_Site SNP G A 12 146 c.1113_splice c.e7+1 p.Q371_splice

Pat_45 Post-Resistance BLK 640 37 8 11412326 11412326 Missense_Mutation SNP G T 3 35 c.547G>T c.(547-549)GAT>TAT p.D183Y

Pat_45 Post-Resistance KIAA1967 57805 37 8 22476205 22476205 Missense_Mutation SNP G A 9 113 c.2296G>A c.(2296-2298)GGC>AGC p.G766S

Pat_45 Post-Resistance TNFRSF10C 8794 37 8 22974339 22974339 Missense_Mutation SNP C T 8 210 c.575C>T c.(574-576)CCA>CTA p.P192L

Pat_45 Post-Resistance LOXL2 4017 37 8 23159641 23159641 Missense_Mutation SNP C T 18 74 c.2032G>A c.(2032-2034)GAT>AAT p.D678N

Pat_45 Post-Resistance INTS9 55756 37 8 28669866 28669866 Missense_Mutation SNP G A 7 101 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_45 Post-Resistance RBPMS 11030 37 8 30336847 30336847 Missense_Mutation SNP G A 7 83 c.200G>A c.(199-201)AGT>AAT p.S67N

Pat_45 Post-Resistance NRG1 3084 37 8 32621567 32621567 Missense_Mutation SNP G A 9 43 c.1570G>A c.(1570-1572)GAG>AAG p.E524K

Pat_45 Post-Resistance KCNU1 157855 37 8 36698455 36698455 Missense_Mutation SNP G A 8 60 c.1637G>A c.(1636-1638)TGC>TAC p.C546Y

Pat_45 Post-Resistance ST18 9705 37 8 53079523 53079523 Missense_Mutation SNP C T 62 176 c.1093G>A c.(1093-1095)GAG>AAG p.E365K

Pat_45 Post-Resistance CYP7A1 1581 37 8 59412636 59412636 Missense_Mutation SNP A C 15 130 c.22T>G c.(22-24)TGG>GGG p.W8G

Pat_45 Post-Resistance RRS1 23212 37 8 67341997 67341997 Missense_Mutation SNP G A 4 54 c.631G>A c.(631-633)GGA>AGA p.G211R

Pat_45 Post-Resistance STAU2 27067 37 8 74516017 74516017 Missense_Mutation SNP C T 6 124 c.973G>A c.(973-975)GAT>AAT p.D325N

Pat_45 Post-Resistance TPD52 7163 37 8 81083675 81083675 Missense_Mutation SNP C T 14 100 c.4G>A c.(4-6)GAC>AAC p.D2N

Pat_45 Post-Resistance PAG1 55824 37 8 81897532 81897532 Nonsense_Mutation SNP G A 4 49 c.355C>T c.(355-357)CAG>TAG p.Q119*

Pat_45 Post-Resistance CA2 760 37 8 86385937 86385937 Missense_Mutation SNP C T 4 62 c.248C>T c.(247-249)CCC>CTC p.P83L

Pat_45 Post-Resistance SLC7A13 157724 37 8 87242161 87242161 Missense_Mutation SNP C A 4 42 c.346G>T c.(346-348)GCT>TCT p.A116S

Pat_45 Post-Resistance WWP1 11059 37 8 87410658 87410658 Missense_Mutation SNP G A 7 112 c.422G>A c.(421-423)GGA>GAA p.G141E

Pat_45 Post-Resistance WWP1 11059 37 8 87470245 87470245 Nonsense_Mutation SNP G A 9 89 c.2490G>A c.(2488-2490)TGG>TGA p.W830*

Pat_45 Post-Resistance NBN 4683 37 8 90965603 90965603 Missense_Mutation SNP G A 16 197 c.1714C>T c.(1714-1716)CCA>TCA p.P572S

Pat_45 Post-Resistance RAD54B 25788 37 8 95390536 95390536 Missense_Mutation SNP G A 3 36 c.2387C>T c.(2386-2388)ACC>ATC p.T796I

Pat_45 Post-Resistance KIAA1429 25962 37 8 95524296 95524296 Missense_Mutation SNP G A 6 70 c.2773C>T c.(2773-2775)CCA>TCA p.P925S

Pat_45 Post-Resistance PGCP 10404 37 8 97797264 97797264 Missense_Mutation SNP G T 4 75 c.139G>T c.(139-141)GCT>TCT p.A47S

Pat_45 Post-Resistance VPS13B 157680 37 8 100847784 100847784 Missense_Mutation SNP G A 9 83 c.9835G>A c.(9835-9837)GTT>ATT p.V3279I

Pat_45 Post-Resistance RGS22 26166 37 8 100994197 100994197 Missense_Mutation SNP C T 67 212 c.3328G>A c.(3328-3330)GAG>AAG p.E1110K

Pat_45 Post-Resistance UBR5 51366 37 8 103299718 103299718 Missense_Mutation SNP C T 4 63 c.4900G>A c.(4900-4902)GAT>AAT p.D1634N

Pat_45 Post-Resistance TRHR 7201 37 8 110100014 110100014 Nonsense_Mutation SNP G A 8 84 c.273G>A c.(271-273)TGG>TGA p.W91*

Pat_45 Post-Resistance CSMD3 114788 37 8 113702210 113702210 Missense_Mutation SNP G A 27 214 c.2042C>T c.(2041-2043)TCT>TTT p.S681F

Pat_45 Post-Resistance UTP23 84294 37 8 117783815 117783815 Missense_Mutation SNP G A 16 97 c.484G>A c.(484-486)GAG>AAG p.E162K

Pat_45 Post-Resistance COLEC10 10584 37 8 120101985 120101985 Missense_Mutation SNP C A 3 38 c.215C>A c.(214-216)CCG>CAG p.P72Q

Pat_45 Post-Resistance FER1L6 654463 37 8 125110043 125110043 Missense_Mutation SNP C T 7 103 c.4802C>T c.(4801-4803)ACC>ATC p.T1601I

Pat_45 Post-Resistance MTSS1 9788 37 8 125565661 125565661 Missense_Mutation SNP G A 5 82 c.1840C>T c.(1840-1842)CCC>TCC p.P614S

Pat_45 Post-Resistance ZNF572 137209 37 8 125988764 125988764 Missense_Mutation SNP C T 29 61 c.254C>T c.(253-255)TCC>TTC p.S85F

Pat_45 Post-Resistance OC90 729330 37 8 133041415 133041415 Missense_Mutation SNP G T 10 154 c.1043C>A c.(1042-1044)TCC>TAC p.S348Y

Pat_45 Post-Resistance TG 7038 37 8 133880359 133880359 Splice_Site SNP G A 11 101 c.68_splice c.e2-1 p.E23_splice

Pat_45 Post-Resistance TG 7038 37 8 133975250 133975250 Missense_Mutation SNP G A 32 380 c.5479G>A c.(5479-5481)GGG>AGG p.G1827R

Pat_45 Post-Resistance WISP1 8840 37 8 134225378 134225378 Missense_Mutation SNP T C 13 185 c.341T>C c.(340-342)GTG>GCG p.V114A

Pat_45 Post-Resistance PTK2 5747 37 8 141900685 141900685 Missense_Mutation SNP G A 8 77 c.152C>T c.(151-153)ACC>ATC p.T51I

Pat_45 Post-Resistance PLEC 5339 37 8 144991270 144991270 Missense_Mutation SNP G A 8 177 c.13130C>T c.(13129-13131)GCC>GTC p.A4377V

Pat_45 Post-Resistance CYC1 1537 37 8 145152194 145152194 Nonsense_Mutation SNP G A 6 161 c.933G>A c.(931-933)TGG>TGA p.W311*

Pat_45 Post-Resistance KIFC2 90990 37 8 145694125 145694125 Missense_Mutation SNP G A 26 363 c.1021G>A c.(1021-1023)GCC>ACC p.A341T

Pat_45 Post-Resistance MFSD3 113655 37 8 145736051 145736051 Missense_Mutation SNP G A 13 156 c.901G>A c.(901-903)GTC>ATC p.V301I

Pat_45 Post-Resistance SMARCA2 6595 37 9 2088558 2088558 Missense_Mutation SNP G A 14 143 c.2828G>A c.(2827-2829)AGA>AAA p.R943K



Pat_45 Post-Resistance CDC37L1 55664 37 9 4685105 4685105 Missense_Mutation SNP G A 11 206 c.361G>A c.(361-363)GAG>AAG p.E121K

Pat_45 Post-Resistance KDM4C 23081 37 9 7011727 7011727 Missense_Mutation SNP G A 16 99 c.1816G>A c.(1816-1818)GAA>AAA p.E606K

Pat_45 Post-Resistance CER1 9350 37 9 14722231 14722231 Missense_Mutation SNP C T 48 38 c.440G>A c.(439-441)GGG>GAG p.G147E

Pat_45 Post-Resistance C9orf93 203238 37 9 15727867 15727867 Missense_Mutation SNP G A 6 69 c.1693G>A c.(1693-1695)GAG>AAG p.E565K

Pat_45 Post-Resistance CNTLN 54875 37 9 17394971 17394971 Missense_Mutation SNP G A 8 160 c.2519G>A c.(2518-2520)GGT>GAT p.G840D

Pat_45 Post-Resistance ADAMTSL1 92949 37 9 18680380 18680380 Missense_Mutation SNP T C 4 128 c.1207T>C c.(1207-1209)TGT>CGT p.C403R

Pat_45 Post-Resistance ADAMTSL1 92949 37 9 18887904 18887904 Missense_Mutation SNP G A 8 107 c.4325G>A c.(4324-4326)GGA>GAA p.G1442E

Pat_45 Post-Resistance KIAA1797 54914 37 9 20874716 20874716 Missense_Mutation SNP G A 24 155 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_45 Post-Resistance NFX1 4799 37 9 33294937 33294937 Missense_Mutation SNP C A 6 133 c.545C>A c.(544-546)CCA>CAA p.P182Q

Pat_45 Post-Resistance PRSS3 5646 37 9 33799038 33799038 Missense_Mutation SNP G A 32 203 c.775G>A c.(775-777)GGC>AGC p.G259S

Pat_45 Post-Resistance IL11RA 3590 37 9 34658567 34658567 Missense_Mutation SNP C T 26 242 c.697C>T c.(697-699)CCC>TCC p.P233S

Pat_45 Post-Resistance C9orf131 138724 37 9 35043635 35043635 Missense_Mutation SNP G A 102 570 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_45 Post-Resistance FANCG 2189 37 9 35074927 35074927 Missense_Mutation SNP G A 9 155 c.1633C>T c.(1633-1635)CCA>TCA p.P545S

Pat_45 Post-Resistance KIAA1539 80256 37 9 35105788 35105788 Missense_Mutation SNP G A 6 123 c.1354C>T c.(1354-1356)CCT>TCT p.P452S

Pat_45 Post-Resistance SIT1 27240 37 9 35650798 35650798 Missense_Mutation SNP G A 16 69 c.53C>T c.(52-54)TCT>TTT p.S18F

Pat_45 Post-Resistance NPR2 4882 37 9 35809204 35809204 Missense_Mutation SNP G A 32 239 c.3038G>A c.(3037-3039)GGA>GAA p.G1013E

Pat_45 Post-Resistance RG9MTD3 158234 37 9 37770711 37770711 Missense_Mutation SNP G A 6 78 c.695G>A c.(694-696)GGG>GAG p.G232E

Pat_45 Post-Resistance FAM75A6 389730 37 9 43627693 43627693 Missense_Mutation SNP C T 20 245 c.994G>A c.(994-996)GTC>ATC p.V332I

Pat_45 Post-Resistance PCSK5 5125 37 9 78710854 78710854 Missense_Mutation SNP G A 12 124 c.943G>A c.(943-945)GGA>AGA p.G315R

Pat_45 Post-Resistance TLE4 7091 37 9 82335034 82335034 Missense_Mutation SNP G A 9 92 c.1739G>A c.(1738-1740)AGT>AAT p.S580N

Pat_45 Post-Resistance FLJ43859 389761 37 9 84547469 84547469 Missense_Mutation SNP C T 19 43 c.2393C>T c.(2392-2394)TCT>TTT p.S798F

Pat_45 Post-Resistance KIF27 55582 37 9 86482625 86482625 Missense_Mutation SNP C T 3 12 c.2908G>A c.(2908-2910)GAA>AAA p.E970K

Pat_45 Post-Resistance SLC28A3 64078 37 9 86905169 86905170 Missense_Mutation DNP GG AA 13 36 c.1048_1049CC>TT c.(1048-1050)CCA>TTA p.P350L

Pat_45 Post-Resistance ZCCHC6 79670 37 9 88943368 88943368 Missense_Mutation SNP G A 16 136 c.1495C>T c.(1495-1497)CTT>TTT p.L499F

Pat_45 Post-Resistance CTSL3 392360 37 9 90401734 90401734 Missense_Mutation SNP G A 8 49 c.586G>A c.(586-588)GAT>AAT p.D196N

Pat_45 Post-Resistance FAM75C1 441452 37 9 90536719 90536719 Missense_Mutation SNP G A 12 185 c.1897G>A c.(1897-1899)GCC>ACC p.A633T

Pat_45 Post-Resistance SYK 6850 37 9 93606427 93606427 Missense_Mutation SNP G A 6 115 c.247G>A c.(247-249)GCC>ACC p.A83T

Pat_45 Post-Resistance FANCC 2176 37 9 97934336 97934336 Missense_Mutation SNP G A 4 23 c.439C>T c.(439-441)CCT>TCT p.P147S

Pat_45 Post-Resistance TBC1D2 55357 37 9 100995767 100995767 Missense_Mutation SNP C T 17 175 c.712G>A c.(712-714)GAA>AAA p.E238K

Pat_45 Post-Resistance TEX10 54881 37 9 103064526 103064526 Missense_Mutation SNP C T 4 163 c.2737G>A c.(2737-2739)GTG>ATG p.V913M

Pat_45 Post-Resistance TEX10 54881 37 9 103109477 103109477 Missense_Mutation SNP G A 4 115 c.392C>T c.(391-393)GCT>GTT p.A131V

Pat_45 Post-Resistance NIPSNAP3B 55335 37 9 107535175 107535175 Missense_Mutation SNP G A 4 9 c.653G>A c.(652-654)AGA>AAA p.R218K

Pat_45 Post-Resistance SLC44A1 23446 37 9 108123535 108123535 Missense_Mutation SNP C T 11 58 c.824C>T c.(823-825)ACT>ATT p.T275I

Pat_45 Post-Resistance IKBKAP 8518 37 9 111681145 111681145 Missense_Mutation SNP G A 24 208 c.686C>T c.(685-687)GCT>GTT p.A229V

Pat_45 Post-Resistance C9orf84 158401 37 9 114454022 114454022 Missense_Mutation SNP C T 11 71 c.4043G>A c.(4042-4044)AGT>AAT p.S1348N

Pat_45 Post-Resistance PDCL 5082 37 9 125582773 125582773 Missense_Mutation SNP C T 9 86 c.497G>A c.(496-498)AGT>AAT p.S166N

Pat_45 Post-Resistance RC3H2 54542 37 9 125616490 125616490 Missense_Mutation SNP C T 12 136 c.2956G>A c.(2956-2958)GAC>AAC p.D986N

Pat_45 Post-Resistance SCAI 286205 37 9 127715148 127715148 Missense_Mutation SNP C T 18 48 c.1759G>A c.(1759-1761)GAA>AAA p.E587K

Pat_45 Post-Resistance LMX1B 4010 37 9 129453302 129453302 Missense_Mutation SNP G A 4 36 c.445G>A c.(445-447)GAG>AAG p.E149K

Pat_45 Post-Resistance LRRC8A 56262 37 9 131670351 131670351 Missense_Mutation SNP C T 14 240 c.908C>T c.(907-909)ACG>ATG p.T303M

Pat_45 Post-Resistance LRRC8A 56262 37 9 131678465 131678465 Missense_Mutation SNP G A 9 71 c.2248G>A c.(2248-2250)GTG>ATG p.V750M

Pat_45 Post-Resistance PHYHD1 254295 37 9 131689422 131689422 Missense_Mutation SNP C T 14 134 c.139C>T c.(139-141)CTC>TTC p.L47F

Pat_45 Post-Resistance C9orf106 414318 37 9 132084535 132084536 Nonsense_Mutation DNP GG AA 12 68 c.443_444GG>AA c.(442-444)TGG>TAA p.W148*

Pat_45 Post-Resistance USP20 10868 37 9 132637729 132637729 Missense_Mutation SNP C T 5 49 c.2189C>T c.(2188-2190)ACC>ATC p.T730I

Pat_45 Post-Resistance QRFP 347148 37 9 133768837 133768837 Missense_Mutation SNP C T 10 97 c.389G>A c.(388-390)AGC>AAC p.S130N

Pat_45 Post-Resistance UCK1 83549 37 9 134400446 134400446 Missense_Mutation SNP G A 11 71 c.815C>T c.(814-816)TCC>TTC p.S272F

Pat_45 Post-Resistance RAPGEF1 2889 37 9 134504052 134504052 Missense_Mutation SNP G A 13 165 c.850C>T c.(850-852)CCA>TCA p.P284S



Pat_45 Post-Resistance COBRA1 25920 37 9 140166617 140166617 Missense_Mutation SNP C T 7 93 c.1430C>T c.(1429-1431)GCC>GTC p.A477V

Pat_45 Post-Resistance MXRA5 25878 37 X 3242864 3242864 Missense_Mutation SNP T C 3 70 c.862A>G c.(862-864)AGG>GGG p.R288G

Pat_45 Post-Resistance FRMPD4 9758 37 X 12627905 12627905 Missense_Mutation SNP C T 15 92 c.224C>T c.(223-225)GCT>GTT p.A75V

Pat_45 Post-Resistance TMSL3 7117 37 X 12994901 12994901 Missense_Mutation SNP G A 13 66 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_45 Post-Resistance BMX 660 37 X 15548143 15548143 Missense_Mutation SNP G A 8 47 c.932G>A c.(931-933)AGA>AAA p.R311K

Pat_45 Post-Resistance BEND2 139105 37 X 18220021 18220021 Missense_Mutation SNP G A 6 62 c.947C>T c.(946-948)ACT>ATT p.T316I

Pat_45 Post-Resistance PHKA2 5256 37 X 18972475 18972475 Missense_Mutation SNP C T 4 59 c.134G>A c.(133-135)CGG>CAG p.R45Q

Pat_45 Post-Resistance KLHL15 80311 37 X 24024119 24024119 Missense_Mutation SNP C T 27 192 c.692G>A c.(691-693)AGC>AAC p.S231N

Pat_45 Post-Resistance ARX 170302 37 X 25025475 25025475 Missense_Mutation SNP G A 4 2 c.1201C>T c.(1201-1203)CCG>TCG p.P401S

Pat_45 Post-Resistance MAGEB4 4115 37 X 30260383 30260383 Missense_Mutation SNP C T 3 9 c.131C>T c.(130-132)TCT>TTT p.S44F

Pat_45 Post-Resistance NR0B1 190 37 X 30327347 30327347 Missense_Mutation SNP T A 4 28 c.134A>T c.(133-135)GAT>GTT p.D45V

Pat_45 Post-Resistance DMD 1756 37 X 32536238 32536238 Missense_Mutation SNP C T 3 18 c.2179G>A c.(2179-2181)GAT>AAT p.D727N

Pat_45 Post-Resistance FAM47C 442444 37 X 37027957 37027957 Missense_Mutation SNP G A 33 93 c.1474G>A c.(1474-1476)GAC>AAC p.D492N

Pat_45 Post-Resistance SYTL5 94122 37 X 37985840 37985840 Splice_Site SNP G A 4 21 c.2051_splice c.e18-1 p.G684_splice

Pat_45 Post-Resistance ZNF630 57232 37 X 47919846 47919846 Nonsense_Mutation SNP G T 4 67 c.221C>A c.(220-222)TCA>TAA p.S74*

Pat_45 Post-Resistance HDAC6 10013 37 X 48663864 48663864 Missense_Mutation SNP C T 11 37 c.331C>T c.(331-333)CGG>TGG p.R111W

Pat_45 Post-Resistance CCNB3 85417 37 X 50052401 50052401 Missense_Mutation SNP A C 6 31 c.1232A>C c.(1231-1233)AAG>ACG p.K411T

Pat_45 Post-Resistance SMC1A 8243 37 X 53423146 53423146 Splice_Site SNP C T 13 110 c.2862_splice c.e18+1 p.E954_splice

Pat_45 Post-Resistance SMC1A 8243 37 X 53432032 53432032 Missense_Mutation SNP G A 3 10 c.2108C>T c.(2107-2109)TCT>TTT p.S703F

Pat_45 Post-Resistance P2RY4 5030 37 X 69479234 69479234 Missense_Mutation SNP C T 4 14 c.241G>A c.(241-243)GAC>AAC p.D81N

Pat_45 Post-Resistance ARR3 407 37 X 69500635 69500635 Missense_Mutation SNP C T 21 76 c.1033C>T c.(1033-1035)CCC>TCC p.P345S

Pat_45 Post-Resistance NONO 4841 37 X 70514153 70514153 Missense_Mutation SNP G A 9 48 c.425G>A c.(424-426)CGC>CAC p.R142H

Pat_45 Post-Resistance MAGT1 84061 37 X 77130979 77130979 Missense_Mutation SNP G A 42 219 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_45 Post-Resistance P2RY10 27334 37 X 78216429 78216429 Missense_Mutation SNP C T 19 53 c.412C>T c.(412-414)CCC>TCC p.P138S

Pat_45 Post-Resistance PABPC5 140886 37 X 90691465 90691465 Missense_Mutation SNP A G 3 3 c.889A>G c.(889-891)AGT>GGT p.S297G

Pat_45 Post-Resistance RPA4 29935 37 X 96139680 96139680 Missense_Mutation SNP A G 11 54 c.371A>G c.(370-372)TAT>TGT p.Y124C

Pat_45 Post-Resistance TRMT2B 79979 37 X 100297070 100297070 Missense_Mutation SNP G T 4 47 c.209C>A c.(208-210)CCA>CAA p.P70Q

Pat_45 Post-Resistance ARMCX3 51566 37 X 100880118 100880118 Missense_Mutation SNP G A 12 83 c.149G>A c.(148-150)GGG>GAG p.G50E

Pat_45 Post-Resistance TSC22D3 1831 37 X 106957870 106957870 Missense_Mutation SNP G A 31 153 c.284C>T c.(283-285)ACC>ATC p.T95I

Pat_45 Post-Resistance ALG13 79868 37 X 110951413 110951413 Missense_Mutation SNP C T 5 56 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_45 Post-Resistance IL13RA2 3598 37 X 114248393 114248393 Missense_Mutation SNP G A 8 25 c.460C>T c.(460-462)CTC>TTC p.L154F

Pat_45 Post-Resistance LONRF3 79836 37 X 118145821 118145821 Missense_Mutation SNP C T 20 183 c.1696C>T c.(1696-1698)CCC>TCC p.P566S

Pat_45 Post-Resistance GPR119 139760 37 X 129519028 129519028 Missense_Mutation SNP C T 12 79 c.394G>A c.(394-396)GTG>ATG p.V132M

Pat_45 Post-Resistance ENOX2 10495 37 X 129822959 129822959 Missense_Mutation SNP A G 5 25 c.218T>C c.(217-219)ATT>ACT p.I73T

Pat_45 Post-Resistance GPR101 83550 37 X 136113427 136113427 Missense_Mutation SNP G A 4 28 c.407C>T c.(406-408)CCT>CTT p.P136L

Pat_45 Post-Resistance MAGEC3 139081 37 X 140985596 140985596 Missense_Mutation SNP C T 6 65 c.1910C>T c.(1909-1911)TCC>TTC p.S637F

Pat_45 Post-Resistance SLITRK4 139065 37 X 142716578 142716578 Missense_Mutation SNP C T 16 53 c.2347G>A c.(2347-2349)GAA>AAA p.E783K

Pat_45 Post-Resistance FMR1 2332 37 X 147024783 147024783 Missense_Mutation SNP G A 6 81 c.1408G>A c.(1408-1410)GGT>AGT p.G470S

Pat_45 Post-Resistance CNGA2 1260 37 X 150912089 150912089 Missense_Mutation SNP G A 24 44 c.1114G>A c.(1114-1116)GGC>AGC p.G372S

Pat_45 Post-Resistance GABRQ 55879 37 X 151820196 151820196 Missense_Mutation SNP G A 17 35 c.1109G>A c.(1108-1110)AGA>AAA p.R370K

Pat_45 Post-Resistance ZNF185 7739 37 X 152097165 152097165 Missense_Mutation SNP G A 10 74 c.874G>A c.(874-876)GCA>ACA p.A292T

Pat_45 Post-Resistance HCFC1 3054 37 X 153221674 153221674 Missense_Mutation SNP C T 19 88 c.2824G>A c.(2824-2826)GGC>AGC p.G942S

Pat_45 Post-Resistance FAM3A 60343 37 X 153735805 153735805 Missense_Mutation SNP C A 4 54 c.402G>T c.(400-402)TTG>TTT p.L134F

Pat_45 Post-Resistance G6PD 2539 37 X 153761790 153761790 Splice_Site SNP C T 7 82 c.864_splice c.e8+1 p.K288_splice

Pat_45 Post-Resistance IKBKG 8517 37 X 153780386 153780386 Missense_Mutation SNP G A 3 15 c.169G>A c.(169-171)GAG>AAG p.E57K

Pat_45 Post-Resistance NLGN4Y 22829 37 Y 16734333 16734333 Nonsense_Mutation SNP C T 3 56 c.334C>T c.(334-336)CAG>TAG p.Q112*

Pat_51 Pre-Treatment HSPG2 3339 37 1 22191343 22191343 Missense_Mutation SNP G A 9 0 c.4619C>T c.(4618-4620)TCC>TTC p.S1540F



Pat_51 Pre-Treatment GJB3 2707 37 1 35250527 35250527 Missense_Mutation SNP C T 21 33 c.164C>T c.(163-165)ACC>ATC p.T55I

Pat_51 Pre-Treatment NBPF10 100132406 37 1 145327548 145327548 Missense_Mutation SNP A G 3 6 c.4330A>G c.(4330-4332)AAT>GAT p.N1444D

Pat_51 Pre-Treatment FLG 2312 37 1 152278987 152278987 Missense_Mutation SNP G A 209 436 c.8375C>T c.(8374-8376)TCA>TTA p.S2792L

Pat_51 Pre-Treatment OR10J3 441911 37 1 159284407 159284407 Missense_Mutation SNP C T 136 144 c.43G>A c.(43-45)GAA>AAA p.E15K

Pat_51 Pre-Treatment PPOX 5498 37 1 161138337 161138337 Missense_Mutation SNP C T 21 28 c.587C>T c.(586-588)TCC>TTC p.S196F

Pat_51 Pre-Treatment RGS13 6003 37 1 192628516 192628516 Missense_Mutation SNP G A 23 26 c.343G>A c.(343-345)GAA>AAA p.E115K

Pat_51 Pre-Treatment IGFN1 91156 37 1 201190783 201190784 Missense_Mutation DNP GG AA 19 28 .1590_1591GG>AA588-1593)GAGGGC>GAAA p.G531S

Pat_51 Pre-Treatment CR2 1380 37 1 207644114 207644115 Missense_Mutation DNP GG AA 12 25 .1255_1256GG>AAc.(1255-1257)GGG>AAG p.G419K

Pat_51 Pre-Treatment OR11L1 391189 37 1 248004661 248004661 Missense_Mutation SNP C T 56 81 c.538G>A c.(538-540)GAC>AAC p.D180N

Pat_51 Pre-Treatment OR2M2 391194 37 1 248343390 248343390 Missense_Mutation SNP T A 8 295 c.103T>A c.(103-105)TTT>ATT p.F35I

Pat_51 Pre-Treatment KLF6 1316 37 10 3827122 3827122 Nonsense_Mutation SNP C A 20 3 c.85G>T c.(85-87)GAG>TAG p.E29*

Pat_51 Pre-Treatment OR56B4 196335 37 11 6129583 6129583 Missense_Mutation SNP G A 61 75 c.575G>A c.(574-576)AGC>AAC p.S192N

Pat_51 Pre-Treatment OR5AK2 390181 37 11 56756815 56756815 Missense_Mutation SNP C T 56 61 c.427C>T c.(427-429)CGT>TGT p.R143C

Pat_51 Pre-Treatment FAT3 120114 37 11 92525957 92525957 Nonsense_Mutation SNP C T 55 63 c.4636C>T c.(4636-4638)CGA>TGA p.R1546*

Pat_51 Pre-Treatment CNTN5 53942 37 11 100169975 100169975 Missense_Mutation SNP G A 7 21 c.2467G>A c.(2467-2469)GAA>AAA p.E823K

Pat_51 Pre-Treatment HYOU1 10525 37 11 118918666 118918666 Missense_Mutation SNP A G 14 14 c.2503T>C c.(2503-2505)TTC>CTC p.F835L

Pat_51 Pre-Treatment KIRREL3 84623 37 11 126319042 126319042 Missense_Mutation SNP G A 4 140 c.859C>T c.(859-861)CGG>TGG p.R287W

Pat_51 Pre-Treatment KRT73 319101 37 12 53011971 53011971 Missense_Mutation SNP A G 67 75 c.338T>C c.(337-339)CTC>CCC p.L113P

Pat_51 Pre-Treatment CCDC38 120935 37 12 96284649 96284649 Missense_Mutation SNP C T 18 28 c.832G>A c.(832-834)GTC>ATC p.V278I

Pat_51 Pre-Treatment KIAA1033 23325 37 12 105531672 105531672 Missense_Mutation SNP G C 13 23 c.1335G>C c.(1333-1335)TTG>TTC p.L445F

Pat_51 Pre-Treatment FOXN4 121643 37 12 109717706 109717706 Missense_Mutation SNP C T 17 21 c.1324G>A c.(1324-1326)GGA>AGA p.G442R

Pat_51 Pre-Treatment MTUS2 23281 37 13 29855909 29855909 Missense_Mutation SNP G A 24 24 c.2743G>A c.(2743-2745)GGG>AGG p.G915R

Pat_51 Pre-Treatment PCDH9 5101 37 13 67800080 67800080 Missense_Mutation SNP G C 73 66 c.2493C>G c.(2491-2493)TTC>TTG p.F831L

Pat_51 Pre-Treatment TSHR 7253 37 14 81610614 81610614 Missense_Mutation SNP G A 41 58 c.2212G>A c.(2212-2214)GTC>ATC p.V738I

Pat_51 Pre-Treatment ACTC1 70 37 15 35083365 35083365 Missense_Mutation SNP G A 122 152 c.940C>T c.(940-942)CGT>TGT p.R314C

Pat_51 Pre-Treatment MAPKBP1 23005 37 15 42110235 42110235 Missense_Mutation SNP A C 71 105 c.1951A>C c.(1951-1953)AAG>CAG p.K651Q

Pat_51 Pre-Treatment TRPM7 54822 37 15 50904804 50904804 Missense_Mutation SNP C T 37 48 c.1993G>A c.(1993-1995)GAA>AAA p.E665K

Pat_51 Pre-Treatment SLTM 79811 37 15 59185100 59185100 Nonsense_Mutation SNP G A 28 48 c.1894C>T c.(1894-1896)CGA>TGA p.R632*

Pat_51 Pre-Treatment TLE3 7090 37 15 70351756 70351756 Missense_Mutation SNP G A 5 9 c.758C>T c.(757-759)TCC>TTC p.S253F

Pat_51 Pre-Treatment BNC1 646 37 15 83931721 83931721 Missense_Mutation SNP G A 9 15 c.2282C>T c.(2281-2283)TCC>TTC p.S761F

Pat_51 Pre-Treatment TSC2 7249 37 16 2126529 2126529 Missense_Mutation SNP C T 29 40 c.2780C>T c.(2779-2781)ACC>ATC p.T927I

Pat_51 Pre-Treatment ZNF213 7760 37 16 3187444 3187444 Missense_Mutation SNP G A 26 33 c.163G>A c.(163-165)GAT>AAT p.D55N

Pat_51 Pre-Treatment PALB2 79728 37 16 23641487 23641487 Missense_Mutation SNP C T 57 68 c.1988G>A c.(1987-1989)CGC>CAC p.R663H

Pat_51 Pre-Treatment SLC6A10P 386757 37 16 32890622 32890622 Missense_Mutation SNP T G 4 30 c.264A>C c.(262-264)AAA>AAC p.K88N

Pat_51 Pre-Treatment SPG7 6687 37 16 89620266 89620266 Missense_Mutation SNP G A 27 32 c.2001G>A c.(1999-2001)ATG>ATA p.M667I

Pat_51 Pre-Treatment OR1D2 4991 37 17 2995395 2995395 Missense_Mutation SNP G A 41 59 c.896C>T c.(895-897)GCT>GTT p.A299V

Pat_51 Pre-Treatment SPACA3 124912 37 17 31324480 31324480 Missense_Mutation SNP C A 62 95 c.520C>A c.(520-522)CTC>ATC p.L174I

Pat_51 Pre-Treatment KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 3 51 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_51 Pre-Treatment SOST 50964 37 17 41836054 41836054 Missense_Mutation SNP C T 45 53 c.56G>A c.(55-57)CGT>CAT p.R19H

Pat_51 Pre-Treatment DCAF7 10238 37 17 61661011 61661011 Missense_Mutation SNP C T 35 57 c.676C>T c.(676-678)CGC>TGC p.R226C

Pat_51 Pre-Treatment GH2 2689 37 17 61959155 61959155 Missense_Mutation SNP C T 4 70 c.7G>A c.(7-9)GCA>ACA p.A3T

Pat_51 Pre-Treatment PIP5K1C 23396 37 19 3645974 3645974 Missense_Mutation SNP G A 26 42 c.1343C>T c.(1342-1344)TCC>TTC p.S448F

Pat_51 Pre-Treatment MUC16 94025 37 19 9066157 9066157 Missense_Mutation SNP G A 31 32 c.21289C>T c.(21289-21291)CCT>TCT p.P7097S

Pat_51 Pre-Treatment MUC16 94025 37 19 9072645 9072645 Missense_Mutation SNP G A 54 52 c.14801C>T c.(14800-14802)TCC>TTC p.S4934F

Pat_51 Pre-Treatment PLVAP 83483 37 19 17471613 17471613 Missense_Mutation SNP G A 18 18 c.1208C>T c.(1207-1209)CCC>CTC p.P403L

Pat_51 Pre-Treatment ZNF420 147923 37 19 37619143 37619143 Missense_Mutation SNP A G 32 55 c.1250A>G c.(1249-1251)AAA>AGA p.K417R

Pat_51 Pre-Treatment RASGRP4 115727 37 19 38910865 38910865 Missense_Mutation SNP C T 7 5 c.415G>A c.(415-417)GAT>AAT p.D139N



Pat_51 Pre-Treatment ZNF180 7733 37 19 45004265 45004265 Missense_Mutation SNP C T 80 126 c.28G>A c.(28-30)GAA>AAA p.E10K

Pat_51 Pre-Treatment PTH2 113091 37 19 49926533 49926533 Missense_Mutation SNP G C 3 25 c.64C>G c.(64-66)CTG>GTG p.L22V

Pat_51 Pre-Treatment SIGLEC7 27036 37 19 51649293 51649293 Missense_Mutation SNP T G 43 49 c.942T>G c.(940-942)GAT>GAG p.D314E

Pat_51 Pre-Treatment LILRA2 11027 37 19 55098770 55098770 Missense_Mutation SNP C T 22 40 c.1409C>T c.(1408-1410)GCT>GTT p.A470V

Pat_51 Pre-Treatment ZSCAN4 201516 37 19 58189852 58189852 Missense_Mutation SNP G A 39 45 c.881G>A c.(880-882)GGA>GAA p.G294E

Pat_51 Pre-Treatment ZNF512 84450 37 2 27822870 27822870 Missense_Mutation SNP C T 15 23 c.407C>T c.(406-408)CCC>CTC p.P136L

Pat_51 Pre-Treatment LTBP1 4052 37 2 33447173 33447173 Missense_Mutation SNP G A 25 34 c.1831G>A c.(1831-1833)GAA>AAA p.E611K

Pat_51 Pre-Treatment YSK4 80122 37 2 135738878 135738878 Missense_Mutation SNP C T 41 49 c.3433G>A c.(3433-3435)GGT>AGT p.G1145S

Pat_51 Pre-Treatment NGEF 25791 37 2 233834974 233834974 Missense_Mutation SNP C T 22 35 c.333G>A c.(331-333)ATG>ATA p.M111I

Pat_51 Pre-Treatment ESF1 51575 37 20 13763660 13763660 Missense_Mutation SNP G A 38 34 c.127C>T c.(127-129)CAT>TAT p.H43Y

Pat_51 Pre-Treatment FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 3 83 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_51 Pre-Treatment TFF1 7031 37 21 43783499 43783499 Missense_Mutation SNP G A 20 14 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_51 Pre-Treatment DAZL 1618 37 3 16640102 16640102 Missense_Mutation SNP T C 3 143 c.7A>G c.(7-9)ACT>GCT p.T3A

Pat_51 Pre-Treatment KIAA2018 205717 37 3 113377321 113377321 Missense_Mutation SNP C A 46 52 c.3208G>T c.(3208-3210)GAT>TAT p.D1070Y

Pat_51 Pre-Treatment TMCC1 23023 37 3 129370592 129370592 Missense_Mutation SNP T A 3 60 c.1694A>T c.(1693-1695)CAG>CTG p.Q565L

Pat_51 Pre-Treatment MED12L 116931 37 3 150911394 150911394 Missense_Mutation SNP C T 27 52 c.2086C>T c.(2086-2088)CCA>TCA p.P696S

Pat_51 Pre-Treatment FAM193A 8603 37 4 2661349 2661349 Missense_Mutation SNP C T 25 39 c.581C>T c.(580-582)TCG>TTG p.S194L

Pat_51 Pre-Treatment CPZ 8532 37 4 8621123 8621123 Missense_Mutation SNP A C 13 27 c.1738A>C c.(1738-1740)ATT>CTT p.I580L

Pat_51 Pre-Treatment UGT2B4 7363 37 4 70360952 70360952 Missense_Mutation SNP T A 20 45 c.628A>T c.(628-630)AGG>TGG p.R210W

Pat_51 Pre-Treatment FNIP2 57600 37 4 159789968 159789968 Missense_Mutation SNP C T 36 65 c.2180C>T c.(2179-2181)CCA>CTA p.P727L

Pat_51 Pre-Treatment NEK1 4750 37 4 170429410 170429410 Missense_Mutation SNP G A 5 10 c.1738C>T c.(1738-1740)CGT>TGT p.R580C

Pat_51 Pre-Treatment C7 730 37 5 40972649 40972649 Missense_Mutation SNP G A 58 92 c.2027G>A c.(2026-2028)AGC>AAC p.S676N

Pat_51 Pre-Treatment SLCO6A1 133482 37 5 101709070 101709070 Missense_Mutation SNP C T 22 27 c.2146G>A c.(2146-2148)GAA>AAA p.E716K

Pat_51 Pre-Treatment SNCAIP 9627 37 5 121786290 121786290 Missense_Mutation SNP C T 96 91 c.1748C>T c.(1747-1749)TCT>TTT p.S583F

Pat_51 Pre-Treatment RBM24 221662 37 6 17283145 17283145 Missense_Mutation SNP G A 20 25 c.278G>A c.(277-279)AGG>AAG p.R93K

Pat_51 Pre-Treatment BAT1 7919 37 6 31504459 31504459 Missense_Mutation SNP A C 6 36 c.434T>G c.(433-435)GTT>GGT p.V145G

Pat_51 Pre-Treatment ZNF318 24149 37 6 43305131 43305131 Missense_Mutation SNP G A 11 21 c.6605C>T c.(6604-6606)TCC>TTC p.S2202F

Pat_51 Pre-Treatment RHAG 6005 37 6 49582513 49582513 Missense_Mutation SNP G A 60 63 c.694C>T c.(694-696)CCT>TCT p.P232S

Pat_51 Pre-Treatment PRSS35 167681 37 6 84233578 84233578 Missense_Mutation SNP A G 47 52 c.418A>G c.(418-420)ACC>GCC p.T140A

Pat_51 Pre-Treatment ESR1 2099 37 6 152201874 152201874 Missense_Mutation SNP G T 22 28 c.728G>T c.(727-729)CGC>CTC p.R243L

Pat_51 Pre-Treatment MAP3K4 4216 37 6 161470424 161470424 Missense_Mutation SNP C G 22 32 c.1120C>G c.(1120-1122)CTT>GTT p.L374V

Pat_51 Pre-Treatment MMD2 221938 37 7 4949648 4949648 Missense_Mutation SNP C T 57 51 c.473G>A c.(472-474)GGG>GAG p.G158E

Pat_51 Pre-Treatment STAG3 10734 37 7 99798578 99798578 Missense_Mutation SNP G A 28 48 c.2047G>A c.(2047-2049)GAA>AAA p.E683K

Pat_51 Pre-Treatment CREB3L2 64764 37 7 137586118 137586118 Missense_Mutation SNP A G 15 15 c.1025T>C c.(1024-1026)GTT>GCT p.V342A

Pat_51 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 25 43 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_51 Pre-Treatment RP1L1 94137 37 8 10469284 10469284 Missense_Mutation SNP G A 40 27 c.2324C>T c.(2323-2325)CCC>CTC p.P775L

Pat_51 Pre-Treatment RP1 6101 37 8 55537629 55537629 Missense_Mutation SNP G A 16 35 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_51 Pre-Treatment SDR16C5 195814 37 8 57218208 57218208 Nonsense_Mutation SNP T A 16 21 c.784A>T c.(784-786)AAA>TAA p.K262*

Pat_51 Pre-Treatment WWP1 11059 37 8 87414307 87414307 Missense_Mutation SNP A G 4 105 c.599A>G c.(598-600)CAA>CGA p.Q200R

Pat_51 Pre-Treatment UBR5 51366 37 8 103335705 103335705 Missense_Mutation SNP G A 8 22 c.1618C>T c.(1618-1620)CCT>TCT p.P540S

Pat_51 Pre-Treatment TMEM2 23670 37 9 74349902 74349902 Missense_Mutation SNP G A 21 41 c.1213C>T c.(1213-1215)CTT>TTT p.L405F

Pat_51 Pre-Treatment FLJ46321 389763 37 9 84606143 84606143 Missense_Mutation SNP T C 180 182 c.758T>C c.(757-759)ATT>ACT p.I253T

Pat_51 Pre-Treatment GRIN3A 116443 37 9 104390553 104390553 Missense_Mutation SNP C T 24 1 c.2483G>A c.(2482-2484)GGA>GAA p.G828E

Pat_51 Pre-Treatment GBGT1 26301 37 9 136029277 136029277 Missense_Mutation SNP C T 32 44 c.731G>A c.(730-732)AGG>AAG p.R244K

Pat_51 Pre-Treatment CACNA1B 774 37 9 141016272 141016272 Missense_Mutation SNP G A 36 35 c.6841G>A c.(6841-6843)GAG>AAG p.E2281K

Pat_51 Pre-Treatment MXRA5 25878 37 X 3239827 3239827 Missense_Mutation SNP C T 37 1 c.3899G>A c.(3898-3900)AGA>AAA p.R1300K

Pat_51 Pre-Treatment CCNB3 85417 37 X 50028219 50028219 Missense_Mutation SNP C T 35 3 c.56C>T c.(55-57)TCC>TTC p.S19F



Pat_51 Pre-Treatment NXF3 56000 37 X 102334770 102334770 Nonsense_Mutation SNP G A 51 4 c.1081C>T c.(1081-1083)CGA>TGA p.R361*

Pat_53 Pre-Treatment UBR4 23352 37 1 19403389 19403389 Missense_Mutation SNP G A 16 132 c.15332C>T c.(15331-15333)CCT>CTT p.P5111L

Pat_53 Pre-Treatment KIF17 57576 37 1 20996934 20996934 Missense_Mutation SNP C T 18 199 c.2773G>A c.(2773-2775)GAC>AAC p.D925N

Pat_53 Pre-Treatment NBPF9 400818 37 1 144220807 144220807 Missense_Mutation SNP A C 57 521 c.2180A>C c.(2179-2181)GAT>GCT p.D727A

Pat_53 Pre-Treatment RFX5 5993 37 1 151315152 151315152 Missense_Mutation SNP T C 79 736 c.1361A>G c.(1360-1362)GAT>GGT p.D454G

Pat_53 Pre-Treatment TCHH 7062 37 1 152082304 152082304 Missense_Mutation SNP T G 6 251 c.3389A>C c.(3388-3390)AAG>ACG p.K1130T

Pat_53 Pre-Treatment FLG2 388698 37 1 152326043 152326043 Nonsense_Mutation SNP C A 7 454 c.4219G>T c.(4219-4221)GGA>TGA p.G1407*

Pat_53 Pre-Treatment CRNN 49860 37 1 152382519 152382519 Missense_Mutation SNP T C 5 314 c.1039A>G c.(1039-1041)ACT>GCT p.T347A

Pat_53 Pre-Treatment KLHDC8A 55220 37 1 205312401 205312401 Missense_Mutation SNP C T 6 323 c.332G>A c.(331-333)AGC>AAC p.S111N

Pat_53 Pre-Treatment OR2M5 127059 37 1 248308943 248308943 Missense_Mutation SNP C T 51 675 c.494C>T c.(493-495)TCC>TTC p.S165F

Pat_53 Pre-Treatment C10orf10 11067 37 10 45472884 45472884 Missense_Mutation SNP G A 4 165 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_53 Pre-Treatment ADAM12 8038 37 10 127724774 127724774 Missense_Mutation SNP G A 4 88 c.2479C>T c.(2479-2481)CGT>TGT p.R827C

Pat_53 Pre-Treatment MUC5B 727897 37 11 1272638 1272639 Missense_Mutation DNP GG AA 45 231 15494_15495GG>Ac.(15493-15495)GGG>GAA p.G5165E

Pat_53 Pre-Treatment KRTAP5-4 387267 37 11 1642989 1642989 Missense_Mutation SNP C A 20 135 c.473G>T c.(472-474)GGC>GTC p.G158V

Pat_53 Pre-Treatment NAV2 89797 37 11 20122579 20122579 Missense_Mutation SNP G A 6 340 c.6287G>A c.(6286-6288)CGG>CAG p.R2096Q

Pat_53 Pre-Treatment MPEG1 219972 37 11 58980051 58980051 Missense_Mutation SNP C T 43 286 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_53 Pre-Treatment FADS1 3992 37 11 61580759 61580759 Nonsense_Mutation SNP C A 7 482 c.442G>T c.(442-444)GGA>TGA p.G148*

Pat_53 Pre-Treatment AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 9 787 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_53 Pre-Treatment RARRES3 5920 37 11 63312329 63312329 Missense_Mutation SNP C A 8 649 c.355C>A c.(355-357)CAG>AAG p.Q119K

Pat_53 Pre-Treatment PRB2 653247 37 12 11546150 11546150 Missense_Mutation SNP G C 8 402 c.862C>G c.(862-864)CCA>GCA p.P288A

Pat_53 Pre-Treatment GJB6 10804 37 13 20797589 20797589 Missense_Mutation SNP C A 6 471 c.31G>T c.(31-33)GGG>TGG p.G11W

Pat_53 Pre-Treatment PABPC3 5042 37 13 25670736 25670736 Missense_Mutation SNP G A 47 436 c.400G>A c.(400-402)GAA>AAA p.E134K

Pat_53 Pre-Treatment LOC220429 220429 37 13 50466749 50466749 Missense_Mutation SNP C G 6 677 c.2023C>G c.(2023-2025)CCT>GCT p.P675A

Pat_53 Pre-Treatment TSSK4 283629 37 14 24675730 24675730 Missense_Mutation SNP C T 6 228 c.241C>T c.(241-243)CGG>TGG p.R81W

Pat_53 Pre-Treatment SRP54 6729 37 14 35465931 35465931 Missense_Mutation SNP C T 29 420 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_53 Pre-Treatment AHNAK2 113146 37 14 105413888 105413888 Missense_Mutation SNP G T 7 481 c.7900C>A c.(7900-7902)CTG>ATG p.L2634M

Pat_53 Pre-Treatment ADAM6 8755 37 14 106993798 106993798 Splice_Site SNP C T 23 609 c.8648_splice c.e187+1

Pat_53 Pre-Treatment OR4N3P 390539 37 15 22413810 22413810 Missense_Mutation SNP G C 6 297 c.109G>C c.(109-111)GTG>CTG p.V37L

Pat_53 Pre-Treatment CYP1A2 1544 37 15 75042102 75042102 Missense_Mutation SNP C T 78 368 c.23C>T c.(22-24)CCC>CTC p.P8L

Pat_53 Pre-Treatment CHRNB4 1143 37 15 78921974 78921974 Missense_Mutation SNP C T 29 136 c.673G>A c.(673-675)GAC>AAC p.D225N

Pat_53 Pre-Treatment ZNF267 10308 37 16 31927522 31927522 Missense_Mutation SNP A G 7 375 c.1952A>G c.(1951-1953)CAG>CGG p.Q651R

Pat_53 Pre-Treatment NOD2 64127 37 16 50733419 50733419 Missense_Mutation SNP G A 100 589 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_53 Pre-Treatment KRTAP9-8 83901 37 17 39394482 39394482 Missense_Mutation SNP T C 7 174 c.179T>C c.(178-180)ATC>ACC p.I60T

Pat_53 Pre-Treatment STAT5B 6777 37 17 40370266 40370266 Missense_Mutation SNP C T 6 211 c.1072G>A c.(1072-1074)GGG>AGG p.G358R

Pat_53 Pre-Treatment GOSR2 9570 37 17 45009435 45009435 Missense_Mutation SNP G T 6 474 c.206G>T c.(205-207)CGG>CTG p.R69L

Pat_53 Pre-Treatment ZNF700 90592 37 19 12060571 12060571 Missense_Mutation SNP C A 8 673 c.1732C>A c.(1732-1734)CAC>AAC p.H578N

Pat_53 Pre-Treatment ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 8 378 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_53 Pre-Treatment ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 9 548 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_53 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 11 619 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_53 Pre-Treatment ZNF443 10224 37 19 12542283 12542283 Missense_Mutation SNP A G 7 585 c.703T>C c.(703-705)TCT>CCT p.S235P

Pat_53 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 9 535 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_53 Pre-Treatment ZNF93 81931 37 19 20045196 20045196 Missense_Mutation SNP G A 7 582 c.1432G>A c.(1432-1434)GAG>AAG p.E478K

Pat_53 Pre-Treatment PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 9 404 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_53 Pre-Treatment ZNF28 7576 37 19 53302985 53302985 Missense_Mutation SNP T A 7 653 c.2113A>T c.(2113-2115)AAC>TAC p.N705Y

Pat_53 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 8 744 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_53 Pre-Treatment ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 11 647 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_53 Pre-Treatment ZNF761 388561 37 19 53959137 53959137 Missense_Mutation SNP G T 5 350 c.1376G>T c.(1375-1377)CGT>CTT p.R459L



Pat_53 Pre-Treatment FLJ40330 645784 37 2 89084114 89084114 Splice_Site SNP G A 17 368 c.471_splice c.e5-1

Pat_53 Pre-Treatment LRP2 4036 37 2 170065986 170065986 Missense_Mutation SNP C T 6 448 c.6446G>A c.(6445-6447)GGT>GAT p.G2149D

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628251 29628251 Missense_Mutation SNP A G 33 507 c.163A>G c.(163-165)AAT>GAT p.N55D

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628278 29628278 Missense_Mutation SNP G A 8 390 c.190G>A c.(190-192)GCA>ACA p.A64T

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628299 29628300 Missense_Mutation DNP AG GA 6 279 c.211_212AG>GA c.(211-213)AGT>GAT p.S71D

Pat_53 Pre-Treatment CRYZL1 9946 37 21 34963478 34963478 Missense_Mutation SNP C A 6 446 c.940G>T c.(940-942)GGT>TGT p.G314C

Pat_53 Pre-Treatment ADORA2A 135 37 22 24836601 24836601 Missense_Mutation SNP G T 6 422 c.383G>T c.(382-384)TGC>TTC p.C128F

Pat_53 Pre-Treatment NEFH 4744 37 22 29885739 29885739 Missense_Mutation SNP T A 8 351 c.2110T>A c.(2110-2112)TCC>ACC p.S704T

Pat_53 Pre-Treatment TRIOBP 11078 37 22 38122252 38122252 Missense_Mutation SNP C A 5 200 c.3689C>A c.(3688-3690)CCC>CAC p.P1230H

Pat_53 Pre-Treatment LHFPL4 375323 37 3 9547827 9547827 Missense_Mutation SNP C T 4 146 c.467G>A c.(466-468)CGG>CAG p.R156Q

Pat_53 Pre-Treatment CELSR3 1951 37 3 48677168 48677168 Missense_Mutation SNP C A 6 176 c.9850G>T c.(9850-9852)GGG>TGG p.G3284W

Pat_53 Pre-Treatment ACOX2 8309 37 3 58516196 58516196 Missense_Mutation SNP G A 25 130 c.989C>T c.(988-990)CCC>CTC p.P330L

Pat_53 Pre-Treatment CLSTN2 64084 37 3 140275377 140275377 Missense_Mutation SNP C T 36 434 c.1697C>T c.(1696-1698)TCC>TTC p.S566F

Pat_53 Pre-Treatment ZNF141 7700 37 4 367194 367194 Missense_Mutation SNP C T 8 534 c.968C>T c.(967-969)TCC>TTC p.S323F

Pat_53 Pre-Treatment ZNF721 170960 37 4 435639 435639 Missense_Mutation SNP T C 5 290 c.2617A>G c.(2617-2619)ACC>GCC p.T873A

Pat_53 Pre-Treatment MAB21L2 10586 37 4 151504675 151504675 Missense_Mutation SNP G A 6 263 c.494G>A c.(493-495)CGC>CAC p.R165H

Pat_53 Pre-Treatment SPEF2 79925 37 5 35792480 35792480 Missense_Mutation SNP G A 6 345 c.4486G>A c.(4486-4488)GAT>AAT p.D1496N

Pat_53 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139887525 139887525 Missense_Mutation SNP G A 6 252 c.3707G>A c.(3706-3708)CGA>CAA p.R1236Q

Pat_53 Pre-Treatment STK10 6793 37 5 171523561 171523561 Missense_Mutation SNP G A 57 344 c.874C>T c.(874-876)CCC>TCC p.P292S

Pat_53 Pre-Treatment FLT4 2324 37 5 180057000 180057000 Missense_Mutation SNP C T 7 88 c.619G>A c.(619-621)GAG>AAG p.E207K

Pat_53 Pre-Treatment MDC1 9656 37 6 30673208 30673208 Missense_Mutation SNP T C 7 541 c.3752A>G c.(3751-3753)CAG>CGG p.Q1251R

Pat_53 Pre-Treatment BCLAF1 9774 37 6 136597052 136597052 Missense_Mutation SNP C T 60 639 c.1611G>A c.(1609-1611)ATG>ATA p.M537I

Pat_53 Pre-Treatment HECW1 23072 37 7 43477632 43477632 Missense_Mutation SNP G A 7 480 c.832G>A c.(832-834)GTG>ATG p.V278M

Pat_53 Pre-Treatment ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 10 228 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_53 Pre-Treatment SMURF1 57154 37 7 98652449 98652449 Missense_Mutation SNP G A 6 388 c.443C>T c.(442-444)TCG>TTG p.S148L

Pat_53 Pre-Treatment FBXO24 26261 37 7 100187616 100187616 Missense_Mutation SNP C T 38 150 c.56C>T c.(55-57)CCT>CTT p.P19L

Pat_53 Pre-Treatment ZAN 7455 37 7 100350361 100350361 Missense_Mutation SNP T C 7 577 c.2633T>C c.(2632-2634)CTC>CCC p.L878P

Pat_53 Pre-Treatment MUC17 140453 37 7 100682094 100682094 Missense_Mutation SNP C T 10 884 c.7397C>T c.(7396-7398)ACG>ATG p.T2466M

Pat_53 Pre-Treatment MUC17 140453 37 7 100682156 100682156 Missense_Mutation SNP A G 10 866 c.7459A>G c.(7459-7461)ATG>GTG p.M2487V

Pat_53 Pre-Treatment MUC17 140453 37 7 100682158 100682158 Missense_Mutation SNP G C 9 868 c.7461G>C c.(7459-7461)ATG>ATC p.M2487I

Pat_53 Pre-Treatment CPA1 1357 37 7 130027693 130027693 Nonsense_Mutation SNP G A 153 672 c.1101G>A c.(1099-1101)TGG>TGA p.W367*

Pat_53 Pre-Treatment TRIM24 8805 37 7 138252271 138252271 Missense_Mutation SNP C T 70 411 c.1576C>T c.(1576-1578)CCC>TCC p.P526S

Pat_53 Pre-Treatment MTMR7 9108 37 8 17157633 17157633 Missense_Mutation SNP C T 6 483 c.1721G>A c.(1720-1722)AGC>AAC p.S574N

Pat_53 Pre-Treatment IFNA14 3448 37 9 21239652 21239652 Missense_Mutation SNP T C 6 232 c.283A>G c.(283-285)AAC>GAC p.N95D

Pat_53 Pre-Treatment LOC442421 442421 37 9 66499794 66499795 Missense_Mutation DNP CG TA 8 168 c.604_605CG>TA c.(604-606)CGC>TAC p.R202Y

Pat_53 Pre-Treatment TMC1 117531 37 9 75407222 75407222 Missense_Mutation SNP C A 7 593 c.1520C>A c.(1519-1521)CCT>CAT p.P507H

Pat_53 Pre-Treatment FRMPD4 9758 37 X 12632978 12632978 Missense_Mutation SNP G A 61 73 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_53 Post-Resistance NADK 65220 37 1 1688735 1688735 Missense_Mutation SNP G A 4 225 c.278C>T c.(277-279)CCC>CTC p.P93L

Pat_53 Post-Resistance RERE 473 37 1 8716366 8716366 Translation_Start_Site SNP C T 6 532 c.-9G>A c.(-11--7)ACGTG>ACATG

Pat_53 Post-Resistance PRDM2 7799 37 1 14106496 14106496 Missense_Mutation SNP C T 4 179 c.2206C>T c.(2206-2208)CGG>TGG p.R736W

Pat_53 Post-Resistance PRDM2 7799 37 1 14107241 14107241 Missense_Mutation SNP C T 4 158 c.2951C>T c.(2950-2952)ACT>ATT p.T984I

Pat_53 Post-Resistance PRDM2 7799 37 1 14108153 14108153 Missense_Mutation SNP G A 5 233 c.3863G>A c.(3862-3864)CGA>CAA p.R1288Q

Pat_53 Post-Resistance ZBTB17 7709 37 1 16269655 16269655 Missense_Mutation SNP G A 4 183 c.1732C>T c.(1732-1734)CGC>TGC p.R578C

Pat_53 Post-Resistance UBR4 23352 37 1 19403389 19403389 Missense_Mutation SNP G A 26 87 c.15332C>T c.(15331-15333)CCT>CTT p.P5111L

Pat_53 Post-Resistance KIF17 57576 37 1 20996934 20996934 Missense_Mutation SNP C T 40 105 c.2773G>A c.(2773-2775)GAC>AAC p.D925N

Pat_53 Post-Resistance EPHB2 2048 37 1 23234492 23234492 Missense_Mutation SNP G A 4 262 c.2183G>A c.(2182-2184)CGG>CAG p.R728Q

Pat_53 Post-Resistance HMGCL 3155 37 1 24140679 24140679 Splice_Site SNP C T 4 166 c.497_splice c.e5+1 p.G166_splice



Pat_53 Post-Resistance AHDC1 27245 37 1 27878176 27878176 Nonsense_Mutation SNP G A 4 144 c.451C>T c.(451-453)CGA>TGA p.R151*

Pat_53 Post-Resistance SESN2 83667 37 1 28599131 28599131 Missense_Mutation SNP G A 4 210 c.577G>A c.(577-579)GAG>AAG p.E193K

Pat_53 Post-Resistance RRAGC 64121 37 1 39321428 39321428 Missense_Mutation SNP C T 4 313 c.593G>A c.(592-594)AGG>AAG p.R198K

Pat_53 Post-Resistance MACF1 23499 37 1 39929341 39929341 Missense_Mutation SNP G A 4 192 c.17065G>A c.(17065-17067)GGA>AGA p.G5689R

Pat_53 Post-Resistance HEYL 26508 37 1 40095904 40095904 Missense_Mutation SNP C T 4 171 c.308G>A c.(307-309)GGG>GAG p.G103E

Pat_53 Post-Resistance STIL 6491 37 1 47746263 47746263 Missense_Mutation SNP C T 5 369 c.1867G>A c.(1867-1869)GCA>ACA p.A623T

Pat_53 Post-Resistance SPATA6 54558 37 1 48865097 48865097 Missense_Mutation SNP G A 5 246 c.706C>T c.(706-708)CGG>TGG p.R236W

Pat_53 Post-Resistance ACADM 34 37 1 76190498 76190498 Missense_Mutation SNP G A 4 144 c.26G>A c.(25-27)TGC>TAC p.C9Y

Pat_53 Post-Resistance DNAJB4 11080 37 1 78479056 78479056 Missense_Mutation SNP G A 4 195 c.533G>A c.(532-534)CGG>CAG p.R178Q

Pat_53 Post-Resistance ZNF326 284695 37 1 90470571 90470571 Missense_Mutation SNP G A 4 291 c.71G>A c.(70-72)CGT>CAT p.R24H

Pat_53 Post-Resistance VCAM1 7412 37 1 101198204 101198204 Missense_Mutation SNP G A 5 356 c.1756G>A c.(1756-1758)GGA>AGA p.G586R

Pat_53 Post-Resistance AMIGO1 57463 37 1 110050069 110050069 Missense_Mutation SNP G A 4 207 c.1466C>T c.(1465-1467)ACG>ATG p.T489M

Pat_53 Post-Resistance KCND3 3752 37 1 112319846 112319846 Missense_Mutation SNP C T 4 139 c.1568G>A c.(1567-1569)AGT>AAT p.S523N

Pat_53 Post-Resistance MAGI3 260425 37 1 114184609 114184609 Missense_Mutation SNP G T 4 144 c.1437G>T c.(1435-1437)TTG>TTT p.L479F

Pat_53 Post-Resistance AMPD1 270 37 1 115220030 115220030 Missense_Mutation SNP C A 4 82 c.1330G>T c.(1330-1332)GTC>TTC p.V444F

Pat_53 Post-Resistance NBPF9 400818 37 1 144220807 144220807 Missense_Mutation SNP A C 106 438 c.2180A>C c.(2179-2181)GAT>GCT p.D727A

Pat_53 Post-Resistance NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 5 515 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_53 Post-Resistance NBPF10 100132406 37 1 145299808 145299808 Missense_Mutation SNP T C 25 365 c.857T>C c.(856-858)ATG>ACG p.M286T

Pat_53 Post-Resistance NBPF10 100132406 37 1 145311932 145311932 Missense_Mutation SNP G A 4 249 c.2000G>A c.(1999-2001)CGT>CAT p.R667H

Pat_53 Post-Resistance BCL9 607 37 1 147086304 147086304 Missense_Mutation SNP C T 4 172 c.449C>T c.(448-450)GCC>GTC p.A150V

Pat_53 Post-Resistance NBPF14 25832 37 1 148008610 148008610 Missense_Mutation SNP G T 8 448 c.1978C>A c.(1978-1980)CAA>AAA p.Q660K

Pat_53 Post-Resistance ANP32E 81611 37 1 150193030 150193030 Missense_Mutation SNP C T 5 558 c.770G>A c.(769-771)CGA>CAA p.R257Q

Pat_53 Post-Resistance C1orf51 148523 37 1 150255844 150255844 Missense_Mutation SNP G A 4 316 c.167G>A c.(166-168)CGG>CAG p.R56Q

Pat_53 Post-Resistance RFX5 5993 37 1 151315152 151315152 Missense_Mutation SNP T C 112 506 c.1361A>G c.(1360-1362)GAT>GGT p.D454G

Pat_53 Post-Resistance POGZ 23126 37 1 151403146 151403146 Missense_Mutation SNP G A 9 679 c.455C>T c.(454-456)ACG>ATG p.T152M

Pat_53 Post-Resistance IL6R 3570 37 1 154437810 154437810 Missense_Mutation SNP G A 4 205 c.1361G>A c.(1360-1362)CGG>CAG p.R454Q

Pat_53 Post-Resistance ADAR 103 37 1 154574328 154574328 Missense_Mutation SNP T C 4 230 c.790A>G c.(790-792)AGT>GGT p.S264G

Pat_53 Post-Resistance SHC1 6464 37 1 154940681 154940681 Missense_Mutation SNP G A 7 760 c.803C>T c.(802-804)CCG>CTG p.P268L

Pat_53 Post-Resistance SEMA4A 64218 37 1 156128201 156128201 Missense_Mutation SNP G A 5 406 c.386G>A c.(385-387)CGT>CAT p.R129H

Pat_53 Post-Resistance CCT3 7203 37 1 156303425 156303425 Nonsense_Mutation SNP G A 4 202 c.217C>T c.(217-219)CAG>TAG p.Q73*

Pat_53 Post-Resistance IQGAP3 128239 37 1 156534434 156534434 Missense_Mutation SNP C T 4 251 c.410G>A c.(409-411)CGG>CAG p.R137Q

Pat_53 Post-Resistance DCAF8 50717 37 1 160209573 160209573 Missense_Mutation SNP C T 4 134 c.637G>A c.(637-639)GAT>AAT p.D213N

Pat_53 Post-Resistance DUSP12 11266 37 1 161722902 161722902 Missense_Mutation SNP C T 4 305 c.712C>T c.(712-714)CGT>TGT p.R238C

Pat_53 Post-Resistance KLHL20 27252 37 1 173726157 173726157 Missense_Mutation SNP G A 4 187 c.1010G>A c.(1009-1011)CGA>CAA p.R337Q

Pat_53 Post-Resistance TNR 7143 37 1 175332855 175332855 Missense_Mutation SNP C T 4 118 c.2696G>A c.(2695-2697)CGA>CAA p.R899Q

Pat_53 Post-Resistance PRG4 10216 37 1 186276044 186276044 Missense_Mutation SNP C A 4 158 c.1193C>A c.(1192-1194)CCC>CAC p.P398H

Pat_53 Post-Resistance TNNI1 7135 37 1 201382215 201382215 Missense_Mutation SNP A G 4 409 c.224T>C c.(223-225)GTG>GCG p.V75A

Pat_53 Post-Resistance RNPEP 6051 37 1 201970811 201970811 Nonsense_Mutation SNP C T 4 242 c.1342C>T c.(1342-1344)CGA>TGA p.R448*

Pat_53 Post-Resistance ELK4 2005 37 1 205589339 205589339 Missense_Mutation SNP C T 5 311 c.835G>A c.(835-837)GAC>AAC p.D279N

Pat_53 Post-Resistance TP53BP2 7159 37 1 223989835 223989835 Missense_Mutation SNP G A 4 161 c.1208C>T c.(1207-1209)GCT>GTT p.A403V

Pat_53 Post-Resistance WDR64 128025 37 1 241958569 241958569 Missense_Mutation SNP G A 4 235 c.1687G>A c.(1687-1689)GGC>AGC p.G563S

Pat_53 Post-Resistance OR2M5 127059 37 1 248308943 248308943 Missense_Mutation SNP C T 44 362 c.494C>T c.(493-495)TCC>TTC p.S165F

Pat_53 Post-Resistance PFKP 5214 37 10 3175465 3175465 Missense_Mutation SNP G A 4 253 c.1981G>A c.(1981-1983)GTG>ATG p.V661M

Pat_53 Post-Resistance ATP5C1 509 37 10 7844778 7844778 Missense_Mutation SNP C A 4 205 c.851C>A c.(850-852)ACA>AAA p.T284K

Pat_53 Post-Resistance BMI1 648 37 10 22615385 22615385 Nonsense_Mutation SNP C T 4 255 c.7C>T c.(7-9)CGA>TGA p.R3*

Pat_53 Post-Resistance SVIL 6840 37 10 29813424 29813424 Missense_Mutation SNP C T 4 177 c.2563G>A c.(2563-2565)GTC>ATC p.V855I

Pat_53 Post-Resistance EPC1 80314 37 10 32573670 32573670 Missense_Mutation SNP C T 4 142 c.1700G>A c.(1699-1701)AGT>AAT p.S567N



Pat_53 Post-Resistance ITGB1 3688 37 10 33200813 33200813 Splice_Site SNP C T 4 247 c.1708_splice c.e12+1 p.G570_splice

Pat_53 Post-Resistance TTC18 118491 37 10 75051010 75051010 Missense_Mutation SNP G A 4 120 c.2423C>T c.(2422-2424)ACA>ATA p.T808I

Pat_53 Post-Resistance ZMIZ1 57178 37 10 81061895 81061895 Missense_Mutation SNP G A 4 252 c.2051G>A c.(2050-2052)CGG>CAG p.R684Q

Pat_53 Post-Resistance AGAP11 119385 37 10 88761494 88761494 Splice_Site SNP G A 4 150 c.14_splice c.e9+1 p.S5_splice

Pat_53 Post-Resistance PI4K2A 55361 37 10 99433423 99433423 Missense_Mutation SNP G A 5 265 c.1364G>A c.(1363-1365)CGT>CAT p.R455H

Pat_53 Post-Resistance ABLIM1 3983 37 10 116247739 116247739 Missense_Mutation SNP G A 5 351 c.1019C>T c.(1018-1020)ACG>ATG p.T340M

Pat_53 Post-Resistance ABLIM1 3983 37 10 116331094 116331094 Missense_Mutation SNP G A 4 85 c.635C>T c.(634-636)CCG>CTG p.P212L

Pat_53 Post-Resistance MKI67 4288 37 10 129905132 129905132 Missense_Mutation SNP C T 4 256 c.4972G>A c.(4972-4974)GAG>AAG p.E1658K

Pat_53 Post-Resistance ATHL1 80162 37 11 294633 294633 Missense_Mutation SNP G A 6 284 c.2098G>A c.(2098-2100)GAG>AAG p.E700K

Pat_53 Post-Resistance SLC25A22 79751 37 11 792330 792330 Missense_Mutation SNP G A 4 138 c.716C>T c.(715-717)GCC>GTC p.A239V

Pat_53 Post-Resistance MUC6 4588 37 11 1017592 1017592 Nonsense_Mutation SNP G A 6 538 c.5209C>T c.(5209-5211)CGA>TGA p.R1737*

Pat_53 Post-Resistance MUC5B 727897 37 11 1264181 1264181 Missense_Mutation SNP C T 4 192 c.8150C>T c.(8149-8151)ACC>ATC p.T2717I

Pat_53 Post-Resistance MUC5B 727897 37 11 1272638 1272639 Missense_Mutation DNP GG AA 25 117 15494_15495GG>Ac.(15493-15495)GGG>GAA p.G5165E

Pat_53 Post-Resistance KRTAP5-4 387267 37 11 1642989 1642989 Missense_Mutation SNP C A 50 157 c.473G>T c.(472-474)GGC>GTC p.G158V

Pat_53 Post-Resistance TRIM5 85363 37 11 5686299 5686299 Missense_Mutation SNP C T 4 242 c.1222G>A c.(1222-1224)GTT>ATT p.V408I

Pat_53 Post-Resistance ARFGAP2 84364 37 11 47192980 47192980 Missense_Mutation SNP C T 4 230 c.938G>A c.(937-939)CGA>CAA p.R313Q

Pat_53 Post-Resistance OR8H3 390152 37 11 55890222 55890222 Missense_Mutation SNP C T 4 170 c.374C>T c.(373-375)GCG>GTG p.A125V

Pat_53 Post-Resistance OR5M10 390167 37 11 56344321 56344321 Missense_Mutation SNP G A 5 304 c.877C>T c.(877-879)CGG>TGG p.R293W

Pat_53 Post-Resistance ZDHHC5 25921 37 11 57456099 57456099 Nonsense_Mutation SNP C T 4 146 c.346C>T c.(346-348)CGA>TGA p.R116*

Pat_53 Post-Resistance MPEG1 219972 37 11 58980051 58980051 Missense_Mutation SNP C T 46 144 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_53 Post-Resistance OR4D10 390197 37 11 59245656 59245656 Missense_Mutation SNP G A 4 230 c.754G>A c.(754-756)GTG>ATG p.V252M

Pat_53 Post-Resistance SF1 7536 37 11 64534431 64534431 Missense_Mutation SNP G A 4 199 c.1523C>T c.(1522-1524)CCG>CTG p.P508L

Pat_53 Post-Resistance MEN1 4221 37 11 64575113 64575113 Missense_Mutation SNP G A 4 179 c.709C>T c.(709-711)CGC>TGC p.R237C

Pat_53 Post-Resistance POLA2 23649 37 11 65048467 65048467 Missense_Mutation SNP C T 4 147 c.749C>T c.(748-750)CCT>CTT p.P250L

Pat_53 Post-Resistance RBM4B 83759 37 11 66444243 66444243 Missense_Mutation SNP G A 5 467 c.308C>T c.(307-309)CCG>CTG p.P103L

Pat_53 Post-Resistance PPFIA1 8500 37 11 70221060 70221060 Nonsense_Mutation SNP G A 4 118 c.3176G>A c.(3175-3177)TGG>TAG p.W1059*

Pat_53 Post-Resistance ATG16L2 89849 37 11 72539448 72539448 Missense_Mutation SNP C T 6 159 c.1517C>T c.(1516-1518)ACC>ATC p.T506I

Pat_53 Post-Resistance HINFP 25988 37 11 119003254 119003254 Missense_Mutation SNP G A 4 107 c.725G>A c.(724-726)CGG>CAG p.R242Q

Pat_53 Post-Resistance RNF26 79102 37 11 119206068 119206068 Missense_Mutation SNP G A 4 206 c.236G>A c.(235-237)GGC>GAC p.G79D

Pat_53 Post-Resistance STT3A 3703 37 11 125476253 125476253 Missense_Mutation SNP G A 4 222 c.673G>A c.(673-675)GTG>ATG p.V225M

Pat_53 Post-Resistance ST3GAL4 6484 37 11 126277530 126277530 Splice_Site SNP G A 7 261 c.341_splice c.e6+1 p.S114_splice

Pat_53 Post-Resistance USP5 8078 37 12 6965951 6965951 Missense_Mutation SNP G A 4 190 c.665G>A c.(664-666)CGC>CAC p.R222H

Pat_53 Post-Resistance USP5 8078 37 12 6973901 6973901 Missense_Mutation SNP C T 4 154 c.2260C>T c.(2260-2262)CGG>TGG p.R754W

Pat_53 Post-Resistance C3AR1 719 37 12 8212381 8212381 Missense_Mutation SNP C T 4 115 c.401G>A c.(400-402)CGC>CAC p.R134H

Pat_53 Post-Resistance PRB2 653247 37 12 11546150 11546150 Missense_Mutation SNP G C 8 207 c.862C>G c.(862-864)CCA>GCA p.P288A

Pat_53 Post-Resistance PPFIBP1 8496 37 12 27832514 27832514 Missense_Mutation SNP C T 5 347 c.1726C>T c.(1726-1728)CCG>TCG p.P576S

Pat_53 Post-Resistance IPO8 10526 37 12 30792654 30792654 Missense_Mutation SNP C T 4 144 c.2284G>A c.(2284-2286)GTT>ATT p.V762I

Pat_53 Post-Resistance PPHLN1 51535 37 12 42836505 42836505 Missense_Mutation SNP G A 5 428 c.1087G>A c.(1087-1089)GGA>AGA p.G363R

Pat_53 Post-Resistance SLC4A8 9498 37 12 51856106 51856106 Missense_Mutation SNP G A 6 169 c.1114G>A c.(1114-1116)GTA>ATA p.V372I

Pat_53 Post-Resistance AAAS 8086 37 12 53702572 53702572 Nonsense_Mutation SNP G A 4 308 c.1024C>T c.(1024-1026)CGA>TGA p.R342*

Pat_53 Post-Resistance HNRNPA1 3178 37 12 54675657 54675657 Missense_Mutation SNP G A 4 180 c.211G>A c.(211-213)GCT>ACT p.A71T

Pat_53 Post-Resistance SUOX 6821 37 12 56398758 56398758 Nonsense_Mutation SNP C T 7 414 c.1585C>T c.(1585-1587)CGA>TGA p.R529*

Pat_53 Post-Resistance ERBB3 2065 37 12 56480329 56480329 Missense_Mutation SNP G A 4 199 c.436G>A c.(436-438)GGT>AGT p.G146S

Pat_53 Post-Resistance SMARCC2 6601 37 12 56567575 56567575 Nonsense_Mutation SNP G A 4 175 c.1555C>T c.(1555-1557)CGA>TGA p.R519*

Pat_53 Post-Resistance CS 1431 37 12 56676220 56676220 Missense_Mutation SNP C T 4 96 c.572G>A c.(571-573)CGA>CAA p.R191Q

Pat_53 Post-Resistance MARS 4141 37 12 57894139 57894139 Missense_Mutation SNP G A 5 508 c.1127G>A c.(1126-1128)CGA>CAA p.R376Q

Pat_53 Post-Resistance AGAP2 116986 37 12 58124305 58124305 Missense_Mutation SNP G A 4 306 c.2401C>T c.(2401-2403)CGG>TGG p.R801W



Pat_53 Post-Resistance MON2 23041 37 12 62861015 62861015 Missense_Mutation SNP G A 4 227 c.28G>A c.(28-30)GTG>ATG p.V10M

Pat_53 Post-Resistance C12orf23 90488 37 12 107364940 107364940 Missense_Mutation SNP G A 5 233 c.122G>A c.(121-123)GGT>GAT p.G41D

Pat_53 Post-Resistance ACACB 32 37 12 109577535 109577535 Missense_Mutation SNP G A 4 262 c.325G>A c.(325-327)GCA>ACA p.A109T

Pat_53 Post-Resistance SH2B3 10019 37 12 111885287 111885287 Missense_Mutation SNP G A 4 125 c.1175G>A c.(1174-1176)CGG>CAG p.R392Q

Pat_53 Post-Resistance C12orf51 283450 37 12 112690233 112690233 Missense_Mutation SNP C T 4 167 c.2281G>A c.(2281-2283)GCT>ACT p.A761T

Pat_53 Post-Resistance GCN1L1 10985 37 12 120576584 120576584 Missense_Mutation SNP G A 4 191 c.6071C>T c.(6070-6072)GCG>GTG p.A2024V

Pat_53 Post-Resistance EP400 57634 37 12 132534880 132534880 Missense_Mutation SNP C T 4 111 c.7213C>T c.(7213-7215)CGT>TGT p.R2405C

Pat_53 Post-Resistance PABPC3 5042 37 13 25670736 25670736 Missense_Mutation SNP G A 24 193 c.400G>A c.(400-402)GAA>AAA p.E134K

Pat_53 Post-Resistance FREM2 341640 37 13 39265178 39265178 Missense_Mutation SNP C T 4 266 c.3697C>T c.(3697-3699)CCC>TCC p.P1233S

Pat_53 Post-Resistance COG3 83548 37 13 46083902 46083902 Missense_Mutation SNP C T 5 446 c.1670C>T c.(1669-1671)ACG>ATG p.T557M

Pat_53 Post-Resistance RB1 5925 37 13 49033845 49033845 Missense_Mutation SNP G A 4 217 c.1982G>A c.(1981-1983)CGG>CAG p.R661Q

Pat_53 Post-Resistance MYCBP2 23077 37 13 77657273 77657273 Missense_Mutation SNP C T 4 236 c.10816G>A c.(10816-10818)GAA>AAA p.E3606K

Pat_53 Post-Resistance ERCC5 2073 37 13 103518190 103518190 Missense_Mutation SNP G A 4 89 c.2128G>A c.(2128-2130)GTG>ATG p.V710M

Pat_53 Post-Resistance TUBGCP3 10426 37 13 113223532 113223532 Missense_Mutation SNP C A 4 124 c.118G>T c.(118-120)GGC>TGC p.G40C

Pat_53 Post-Resistance POTEG 404785 37 14 19553531 19553531 Missense_Mutation SNP G A 6 190 c.115G>A c.(115-117)GGC>AGC p.G39S

Pat_53 Post-Resistance POTEG 404785 37 14 19553678 19553678 Missense_Mutation SNP G A 4 180 c.262G>A c.(262-264)GAC>AAC p.D88N

Pat_53 Post-Resistance RNASE4 6038 37 14 21167919 21167919 Missense_Mutation SNP G A 4 199 c.389G>A c.(388-390)CGT>CAT p.R130H

Pat_53 Post-Resistance RBM23 55147 37 14 23374630 23374630 Missense_Mutation SNP C T 4 185 c.488G>A c.(487-489)CGT>CAT p.R163H

Pat_53 Post-Resistance CDH24 64403 37 14 23523420 23523420 Missense_Mutation SNP C T 5 152 c.902G>A c.(901-903)GGG>GAG p.G301E

Pat_53 Post-Resistance SRP54 6729 37 14 35465931 35465931 Missense_Mutation SNP C T 57 227 c.16C>T c.(16-18)CTT>TTT p.L6F

Pat_53 Post-Resistance FAM179B 23116 37 14 45475280 45475280 Missense_Mutation SNP G A 4 197 c.2714G>A c.(2713-2715)CGA>CAA p.R905Q

Pat_53 Post-Resistance NID2 22795 37 14 52478368 52478368 Missense_Mutation SNP G A 6 259 c.3454C>T c.(3454-3456)CGG>TGG p.R1152W

Pat_53 Post-Resistance SAMD4A 23034 37 14 55226903 55226903 Missense_Mutation SNP C T 4 344 c.1198C>T c.(1198-1200)CGC>TGC p.R400C

Pat_53 Post-Resistance DAAM1 23002 37 14 59791097 59791097 Missense_Mutation SNP G A 4 179 c.914G>A c.(913-915)CGC>CAC p.R305H

Pat_53 Post-Resistance RDH12 145226 37 14 68195943 68195943 Missense_Mutation SNP G A 4 184 c.694G>A c.(694-696)GTC>ATC p.V232I

Pat_53 Post-Resistance SLC39A9 55334 37 14 69925110 69925110 Missense_Mutation SNP G A 4 338 c.724G>A c.(724-726)GCC>ACC p.A242T

Pat_53 Post-Resistance SMOC1 64093 37 14 70490078 70490078 Missense_Mutation SNP G A 4 201 c.1205G>A c.(1204-1206)CGG>CAG p.R402Q

Pat_53 Post-Resistance LTBP2 4053 37 14 74968216 74968216 Missense_Mutation SNP G A 4 111 c.5248C>T c.(5248-5250)CGC>TGC p.R1750C

Pat_53 Post-Resistance C14orf179 112752 37 14 76548694 76548694 Missense_Mutation SNP G A 5 260 c.352G>A c.(352-354)GTG>ATG p.V118M

Pat_53 Post-Resistance SNW1 22938 37 14 78187145 78187145 Missense_Mutation SNP C T 4 139 c.1157G>A c.(1156-1158)CGG>CAG p.R386Q

Pat_53 Post-Resistance PSMC1 5700 37 14 90735856 90735856 Nonsense_Mutation SNP C T 4 185 c.997C>T c.(997-999)CGA>TGA p.R333*

Pat_53 Post-Resistance OTUB2 78990 37 14 94510327 94510327 Missense_Mutation SNP C T 4 291 c.229C>T c.(229-231)CGC>TGC p.R77C

Pat_53 Post-Resistance PAPOLA 10914 37 14 97009136 97009136 Nonsense_Mutation SNP C T 4 337 c.1195C>T c.(1195-1197)CGA>TGA p.R399*

Pat_53 Post-Resistance AHNAK2 113146 37 14 105413410 105413410 Missense_Mutation SNP G A 88 208 c.8378C>T c.(8377-8379)GCG>GTG p.A2793V

Pat_53 Post-Resistance AHNAK2 113146 37 14 105420169 105420169 Missense_Mutation SNP C T 4 160 c.1619G>A c.(1618-1620)GGC>GAC p.G540D

Pat_53 Post-Resistance ADAM6 8755 37 14 106993798 106993798 Splice_Site SNP C T 14 223 c.8648_splice c.e187+1

Pat_53 Post-Resistance GABRB3 2562 37 15 26793203 26793203 Missense_Mutation SNP C T 4 196 c.1159G>A c.(1159-1161)GAT>AAT p.D387N

Pat_53 Post-Resistance HERC2 8924 37 15 28386902 28386902 Missense_Mutation SNP C T 5 452 c.11791G>A c.(11791-11793)GAA>AAA p.E3931K

Pat_53 Post-Resistance CHAC1 79094 37 15 41247791 41247791 Missense_Mutation SNP C T 4 185 c.614C>T c.(613-615)ACG>ATG p.T205M

Pat_53 Post-Resistance TYRO3 7301 37 15 41864643 41864643 Missense_Mutation SNP G A 5 265 c.1756G>A c.(1756-1758)GTA>ATA p.V586I

Pat_53 Post-Resistance WDR76 79968 37 15 44131850 44131850 Missense_Mutation SNP G A 5 613 c.656G>A c.(655-657)CGA>CAA p.R219Q

Pat_53 Post-Resistance MYEF2 50804 37 15 48443760 48443760 Missense_Mutation SNP G A 5 538 c.1216C>T c.(1216-1218)CGT>TGT p.R406C

Pat_53 Post-Resistance RFX7 64864 37 15 56386649 56386649 Missense_Mutation SNP G A 5 170 c.3277C>T c.(3277-3279)CGT>TGT p.R1093C

Pat_53 Post-Resistance SLTM 79811 37 15 59179507 59179507 Missense_Mutation SNP G A 4 155 c.2608C>T c.(2608-2610)CCT>TCT p.P870S

Pat_53 Post-Resistance VPS13C 54832 37 15 62165483 62165483 Nonsense_Mutation SNP C A 6 541 c.10540G>T c.(10540-10542)GGA>TGA p.G3514*

Pat_53 Post-Resistance NEO1 4756 37 15 73575382 73575382 Missense_Mutation SNP G A 5 411 c.3340G>A c.(3340-3342)GTC>ATC p.V1114I

Pat_53 Post-Resistance CYP1A2 1544 37 15 75042102 75042102 Missense_Mutation SNP C T 112 228 c.23C>T c.(22-24)CCC>CTC p.P8L



Pat_53 Post-Resistance CHRNB4 1143 37 15 78921974 78921974 Missense_Mutation SNP C T 44 107 c.673G>A c.(673-675)GAC>AAC p.D225N

Pat_53 Post-Resistance STARD5 80765 37 15 81605677 81605677 Missense_Mutation SNP C T 6 262 c.562G>A c.(562-564)GTG>ATG p.V188M

Pat_53 Post-Resistance WHAMM 123720 37 15 83499373 83499373 Missense_Mutation SNP G A 5 560 c.1664G>A c.(1663-1665)CGA>CAA p.R555Q

Pat_53 Post-Resistance AKAP13 11214 37 15 86122195 86122195 Missense_Mutation SNP C T 4 353 c.896C>T c.(895-897)CCC>CTC p.P299L

Pat_53 Post-Resistance ZNF710 374655 37 15 90616474 90616474 Missense_Mutation SNP G A 5 229 c.1630G>A c.(1630-1632)GTG>ATG p.V544M

Pat_53 Post-Resistance TSC2 7249 37 16 2111902 2111902 Missense_Mutation SNP G A 4 94 c.1150G>A c.(1150-1152)GTC>ATC p.V384I

Pat_53 Post-Resistance ZNF205 7755 37 16 3170105 3170105 Missense_Mutation SNP G A 4 240 c.1444G>A c.(1444-1446)GGC>AGC p.G482S

Pat_53 Post-Resistance ALG1 56052 37 16 5125428 5125428 Missense_Mutation SNP G A 4 302 c.430G>A c.(430-432)GTG>ATG p.V144M

Pat_53 Post-Resistance ALG1 56052 37 16 5127505 5127505 Missense_Mutation SNP G A 4 192 c.599G>A c.(598-600)CGA>CAA p.R200Q

Pat_53 Post-Resistance C16orf62 57020 37 16 19639050 19639050 Missense_Mutation SNP C T 4 213 c.1306C>T c.(1306-1308)CGG>TGG p.R436W

Pat_53 Post-Resistance UBFD1 56061 37 16 23569565 23569565 Missense_Mutation SNP G A 4 217 c.320G>A c.(319-321)GGC>GAC p.G107D

Pat_53 Post-Resistance DNAJA2 10294 37 16 47005303 47005303 Missense_Mutation SNP C T 6 259 c.320G>A c.(319-321)CGA>CAA p.R107Q

Pat_53 Post-Resistance HEATR3 55027 37 16 50102702 50102702 Missense_Mutation SNP C T 6 481 c.323C>T c.(322-324)GCT>GTT p.A108V

Pat_53 Post-Resistance NOD2 64127 37 16 50733419 50733419 Missense_Mutation SNP G A 212 419 c.94G>A c.(94-96)GAG>AAG p.E32K

Pat_53 Post-Resistance KIFC3 3801 37 16 57805333 57805333 Missense_Mutation SNP C T 4 246 c.542G>A c.(541-543)CGT>CAT p.R181H

Pat_53 Post-Resistance CDH5 1003 37 16 66426076 66426076 Missense_Mutation SNP T C 4 301 c.1007T>C c.(1006-1008)ATC>ACC p.I336T

Pat_53 Post-Resistance ZNF23 7571 37 16 71483003 71483003 Missense_Mutation SNP C T 5 194 c.925G>A c.(925-927)GAG>AAG p.E309K

Pat_53 Post-Resistance ZNF19 7567 37 16 71509686 71509686 Missense_Mutation SNP G A 4 312 c.764C>T c.(763-765)ACG>ATG p.T255M

Pat_53 Post-Resistance HSDL1 83693 37 16 84163719 84163719 Missense_Mutation SNP C T 4 287 c.538G>A c.(538-540)GCC>ACC p.A180T

Pat_53 Post-Resistance CRISPLD2 83716 37 16 84922899 84922899 Missense_Mutation SNP G A 5 366 c.1369G>A c.(1369-1371)GTG>ATG p.V457M

Pat_53 Post-Resistance FANCA 2175 37 16 89818580 89818580 Missense_Mutation SNP C T 6 573 c.3032G>A c.(3031-3033)CGC>CAC p.R1011H

Pat_53 Post-Resistance VPS53 55275 37 17 456619 456619 Splice_Site SNP C T 4 163 c.1787_splice c.e16+1 p.T596_splice

Pat_53 Post-Resistance INPP5K 51763 37 17 1401247 1401247 Missense_Mutation SNP C T 4 264 c.946G>A c.(946-948)GGC>AGC p.G316S

Pat_53 Post-Resistance EIF4A1 1973 37 17 7481670 7481670 Missense_Mutation SNP G A 6 536 c.1087G>A c.(1087-1089)GGT>AGT p.G363S

Pat_53 Post-Resistance MPDU1 9526 37 17 7487199 7487199 Missense_Mutation SNP G A 5 568 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_53 Post-Resistance CYB5D1 124637 37 17 7761979 7761979 Missense_Mutation SNP G A 5 239 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_53 Post-Resistance CHD3 1107 37 17 7814172 7814172 Missense_Mutation SNP C T 5 288 c.5762C>T c.(5761-5763)CCG>CTG p.P1921L

Pat_53 Post-Resistance PMP22 5376 37 17 15134242 15134242 Missense_Mutation SNP G A 4 179 c.475C>T c.(475-477)CGC>TGC p.R159C

Pat_53 Post-Resistance ADORA2B 136 37 17 15878627 15878627 Missense_Mutation SNP G A 5 222 c.970G>A c.(970-972)GTA>ATA p.V324I

Pat_53 Post-Resistance DRG2 1819 37 17 18001674 18001674 Splice_Site SNP G A 5 186 c.315_splice c.e3+1 p.E105_splice

Pat_53 Post-Resistance MYO15A 51168 37 17 18054816 18054816 Missense_Mutation SNP C T 4 159 c.7762C>T c.(7762-7764)CGG>TGG p.R2588W

Pat_53 Post-Resistance KSR1 8844 37 17 25931710 25931710 Missense_Mutation SNP G A 4 159 c.1225G>A c.(1225-1227)GAT>AAT p.D409N

Pat_53 Post-Resistance GOSR1 9527 37 17 28849323 28849323 Missense_Mutation SNP G A 5 471 c.680G>A c.(679-681)CGG>CAG p.R227Q

Pat_53 Post-Resistance C17orf79 55352 37 17 30179888 30179888 Missense_Mutation SNP C T 4 315 c.328G>A c.(328-330)GAT>AAT p.D110N

Pat_53 Post-Resistance TAF15 8148 37 17 34171973 34171973 Missense_Mutation SNP G A 4 161 c.1670G>A c.(1669-1671)GGC>GAC p.G557D

Pat_53 Post-Resistance ACACA 31 37 17 35545405 35545405 Missense_Mutation SNP G A 4 121 c.4477C>T c.(4477-4479)CGG>TGG p.R1493W

Pat_53 Post-Resistance RPL19 6143 37 17 37360818 37360818 Missense_Mutation SNP C G 4 222 c.508C>G c.(508-510)CGC>GGC p.R170G

Pat_53 Post-Resistance GRB7 2886 37 17 37898595 37898595 Missense_Mutation SNP C T 10 202 c.41C>T c.(40-42)CCG>CTG p.P14L

Pat_53 Post-Resistance KRTAP4-1 85285 37 17 39340740 39340740 Missense_Mutation SNP G A 4 153 c.310C>T c.(310-312)CGT>TGT p.R104C

Pat_53 Post-Resistance KRT17 3872 37 17 39777910 39777910 Missense_Mutation SNP G A 4 128 c.769C>T c.(769-771)CGT>TGT p.R257C

Pat_53 Post-Resistance EIF1 10209 37 17 39846374 39846374 Missense_Mutation SNP C T 4 313 c.230C>T c.(229-231)CCG>CTG p.P77L

Pat_53 Post-Resistance KAT2A 2648 37 17 40266944 40266944 Missense_Mutation SNP G A 4 268 c.1985C>T c.(1984-1986)ACG>ATG p.T662M

Pat_53 Post-Resistance WNK4 65266 37 17 40940169 40940169 Missense_Mutation SNP C T 5 444 c.1885C>T c.(1885-1887)CGT>TGT p.R629C

Pat_53 Post-Resistance AARSD1 80755 37 17 41131448 41131448 Missense_Mutation SNP C T 5 644 c.265G>A c.(265-267)GAT>AAT p.D89N

Pat_53 Post-Resistance NMT1 4836 37 17 43181221 43181221 Missense_Mutation SNP G A 6 363 c.1309G>A c.(1309-1311)GAC>AAC p.D437N

Pat_53 Post-Resistance COL1A1 1277 37 17 48264166 48264166 Missense_Mutation SNP G A 4 238 c.3649C>T c.(3649-3651)CGG>TGG p.R1217W

Pat_53 Post-Resistance INTS2 57508 37 17 59989419 59989419 Missense_Mutation SNP A G 5 375 c.686T>C c.(685-687)CTG>CCG p.L229P



Pat_53 Post-Resistance SCN4A 6329 37 17 62034631 62034631 Missense_Mutation SNP C A 4 125 c.2267G>T c.(2266-2268)CGC>CTC p.R756L

Pat_53 Post-Resistance BPTF 2186 37 17 65850575 65850575 Missense_Mutation SNP G A 6 614 c.1133G>A c.(1132-1134)CGA>CAA p.R378Q

Pat_53 Post-Resistance RECQL5 9400 37 17 73659025 73659025 Missense_Mutation SNP G A 5 467 c.305C>T c.(304-306)TCG>TTG p.S102L

Pat_53 Post-Resistance DNAH17 8632 37 17 76455237 76455237 Missense_Mutation SNP G A 6 352 c.707C>T c.(706-708)ACG>ATG p.T236M

Pat_53 Post-Resistance METTL4 64863 37 18 2566965 2566965 Missense_Mutation SNP C T 4 205 c.251G>A c.(250-252)CGA>CAA p.R84Q

Pat_53 Post-Resistance ANKRD12 23253 37 18 9258861 9258861 Missense_Mutation SNP G A 4 201 c.5596G>A c.(5596-5598)GAA>AAA p.E1866K

Pat_53 Post-Resistance TXNDC2 84203 37 18 9887461 9887461 Missense_Mutation SNP A C 5 195 c.985A>C c.(985-987)ATC>CTC p.I329L

Pat_53 Post-Resistance MBD2 8932 37 18 51715341 51715341 Missense_Mutation SNP G A 6 427 c.743C>T c.(742-744)ACA>ATA p.T248I

Pat_53 Post-Resistance ALPK2 115701 37 18 56171336 56171336 Missense_Mutation SNP G A 4 230 c.6074C>T c.(6073-6075)CCG>CTG p.P2025L

Pat_53 Post-Resistance ZNF532 55205 37 18 56586013 56586013 Missense_Mutation SNP C T 4 216 c.494C>T c.(493-495)ACG>ATG p.T165M

Pat_53 Post-Resistance C19orf36 113177 37 19 2098101 2098101 Missense_Mutation SNP G A 6 314 c.448G>A c.(448-450)GTC>ATC p.V150I

Pat_53 Post-Resistance NFIC 4782 37 19 3381836 3381836 Missense_Mutation SNP G A 4 198 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_53 Post-Resistance KDM4B 23030 37 19 5032995 5032995 Missense_Mutation SNP G A 4 122 c.94G>A c.(94-96)GTG>ATG p.V32M

Pat_53 Post-Resistance CD209 30835 37 19 7810766 7810766 Missense_Mutation SNP C T 6 166 c.386G>A c.(385-387)CGG>CAG p.R129Q

Pat_53 Post-Resistance LPPR2 64748 37 19 11474862 11474862 Nonsense_Mutation SNP C T 5 164 c.973C>T c.(973-975)CGA>TGA p.R325*

Pat_53 Post-Resistance ZNF440 126070 37 19 11943142 11943142 Missense_Mutation SNP G A 4 153 c.1151G>A c.(1150-1152)CGA>CAA p.R384Q

Pat_53 Post-Resistance ZNF844 284391 37 19 12187475 12187475 Missense_Mutation SNP C G 4 179 c.1540C>G c.(1540-1542)CAT>GAT p.H514D

Pat_53 Post-Resistance NFIX 4784 37 19 13183923 13183923 Missense_Mutation SNP G A 4 183 c.646G>A c.(646-648)GGG>AGG p.G216R

Pat_53 Post-Resistance EMR3 84658 37 19 14765803 14765803 Missense_Mutation SNP C T 4 117 c.568G>A c.(568-570)GAT>AAT p.D190N

Pat_53 Post-Resistance IL12RB1 3594 37 19 18186628 18186628 Nonsense_Mutation SNP G A 4 88 c.631C>T c.(631-633)CGA>TGA p.R211*

Pat_53 Post-Resistance PDE4C 5143 37 19 18322649 18322649 Missense_Mutation SNP G T 4 87 c.1711C>A c.(1711-1713)CAG>AAG p.Q571K

Pat_53 Post-Resistance ZNF737 100129842 37 19 20727799 20727799 Missense_Mutation SNP C T 4 112 c.1210G>A c.(1210-1212)GAA>AAA p.E404K

Pat_53 Post-Resistance ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 4 191 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_53 Post-Resistance CD22 933 37 19 35831831 35831831 Nonsense_Mutation SNP C T 4 101 c.1297C>T c.(1297-1299)CGA>TGA p.R433*

Pat_53 Post-Resistance GAPDHS 26330 37 19 36034584 36034584 Missense_Mutation SNP C T 4 158 c.911C>T c.(910-912)GCG>GTG p.A304V

Pat_53 Post-Resistance ATP4A 495 37 19 36046487 36046487 Missense_Mutation SNP G A 3 47 c.2012C>T c.(2011-2013)GCC>GTC p.A671V

Pat_53 Post-Resistance WDR62 284403 37 19 36583665 36583665 Missense_Mutation SNP G A 5 152 c.2285G>A c.(2284-2286)CGG>CAG p.R762Q

Pat_53 Post-Resistance ZNF780A 284323 37 19 40580552 40580552 Missense_Mutation SNP T G 4 212 c.1797A>C c.(1795-1797)CAA>CAC p.Q599H

Pat_53 Post-Resistance CEACAM1 634 37 19 43026222 43026222 Missense_Mutation SNP G A 6 388 c.557C>T c.(556-558)CCG>CTG p.P186L

Pat_53 Post-Resistance XRCC1 7515 37 19 44047618 44047618 Nonsense_Mutation SNP G A 4 136 c.1828C>T c.(1828-1830)CGA>TGA p.R610*

Pat_53 Post-Resistance GRIN2D 2906 37 19 48922505 48922505 Missense_Mutation SNP G A 4 133 c.1750G>A c.(1750-1752)GCC>ACC p.A584T

Pat_53 Post-Resistance TEAD2 8463 37 19 49850484 49850484 Missense_Mutation SNP C T 5 422 c.872G>A c.(871-873)CGT>CAT p.R291H

Pat_53 Post-Resistance POLD1 5424 37 19 50906786 50906786 Missense_Mutation SNP G A 4 162 c.1174G>A c.(1174-1176)GTG>ATG p.V392M

Pat_53 Post-Resistance ZNF665 79788 37 19 53668482 53668482 Nonsense_Mutation SNP G A 4 130 c.1261C>T c.(1261-1263)CGA>TGA p.R421*

Pat_53 Post-Resistance ZNF761 388561 37 19 53958879 53958879 Missense_Mutation SNP A G 9 469 c.1118A>G c.(1117-1119)CAT>CGT p.H373R

Pat_53 Post-Resistance ZNF761 388561 37 19 53959275 53959275 Missense_Mutation SNP G A 4 240 c.1514G>A c.(1513-1515)CGG>CAG p.R505Q

Pat_53 Post-Resistance LILRA4 23547 37 19 54848178 54848178 Missense_Mutation SNP C T 4 221 c.1189G>A c.(1189-1191)GGC>AGC p.G397S

Pat_53 Post-Resistance ZNF419 79744 37 19 58005172 58005172 Missense_Mutation SNP G A 4 196 c.1247G>A c.(1246-1248)AGA>AAA p.R416K

Pat_53 Post-Resistance PXDN 7837 37 2 1652010 1652010 Missense_Mutation SNP G A 4 306 c.3542C>T c.(3541-3543)GCG>GTG p.A1181V

Pat_53 Post-Resistance WDR35 57539 37 2 20138033 20138033 Nonsense_Mutation SNP G A 4 214 c.2089C>T c.(2089-2091)CGA>TGA p.R697*

Pat_53 Post-Resistance CENPA 1058 37 2 27016113 27016113 Missense_Mutation SNP G A 7 286 c.389G>A c.(388-390)CGG>CAG p.R130Q

Pat_53 Post-Resistance IFT172 26160 37 2 27672622 27672622 Missense_Mutation SNP C T 4 219 c.4096G>A c.(4096-4098)GAT>AAT p.D1366N

Pat_53 Post-Resistance MTA3 57504 37 2 42936069 42936069 Missense_Mutation SNP G A 4 409 c.1187G>A c.(1186-1188)CGA>CAA p.R396Q

Pat_53 Post-Resistance PPM1B 5495 37 2 44428405 44428405 Missense_Mutation SNP C T 5 318 c.67C>T c.(67-69)CGT>TGT p.R23C

Pat_53 Post-Resistance PAPOLG 64895 37 2 61021162 61021162 Missense_Mutation SNP G A 6 253 c.1825G>A c.(1825-1827)GTA>ATA p.V609I

Pat_53 Post-Resistance ADD2 119 37 2 70890681 70890681 Missense_Mutation SNP G A 4 297 c.2057C>T c.(2056-2058)TCG>TTG p.S686L

Pat_53 Post-Resistance LMAN2L 81562 37 2 97403690 97403690 Missense_Mutation SNP C T 4 180 c.302G>A c.(301-303)CGG>CAG p.R101Q



Pat_53 Post-Resistance CNGA3 1261 37 2 99012913 99012913 Missense_Mutation SNP G A 4 69 c.1280G>A c.(1279-1281)CGC>CAC p.R427H

Pat_53 Post-Resistance C2orf29 55571 37 2 101881385 101881385 Missense_Mutation SNP C T 6 184 c.911C>T c.(910-912)ACG>ATG p.T304M

Pat_53 Post-Resistance FHL2 2274 37 2 106002910 106002910 Missense_Mutation SNP G A 4 134 c.64C>T c.(64-66)CGG>TGG p.R22W

Pat_53 Post-Resistance RGPD3 653489 37 2 107049425 107049425 Missense_Mutation SNP A C 15 111 c.2435T>G c.(2434-2436)CTG>CGG p.L812R

Pat_53 Post-Resistance ST6GAL2 84620 37 2 107460025 107460025 Nonsense_Mutation SNP G A 4 130 c.409C>T c.(409-411)CAG>TAG p.Q137*

Pat_53 Post-Resistance SULT1C2 6819 37 2 108910750 108910750 Nonsense_Mutation SNP C T 4 173 c.217C>T c.(217-219)CGA>TGA p.R73*

Pat_53 Post-Resistance DARS 1615 37 2 136736874 136736874 Missense_Mutation SNP G A 6 514 c.187C>T c.(187-189)CGT>TGT p.R63C

Pat_53 Post-Resistance SPOPL 339745 37 2 139322536 139322536 Missense_Mutation SNP G A 4 150 c.1007G>A c.(1006-1008)TGT>TAT p.C336Y

Pat_53 Post-Resistance STAM2 10254 37 2 153001437 153001437 Missense_Mutation SNP G A 5 287 c.482C>T c.(481-483)TCG>TTG p.S161L

Pat_53 Post-Resistance ITGB6 3694 37 2 160983112 160983112 Missense_Mutation SNP C T 4 108 c.1661G>A c.(1660-1662)GGT>GAT p.G554D

Pat_53 Post-Resistance GAD1 2571 37 2 171686090 171686090 Missense_Mutation SNP G A 4 232 c.251G>A c.(250-252)CGG>CAG p.R84Q

Pat_53 Post-Resistance GPR155 151556 37 2 175301062 175301062 Missense_Mutation SNP G A 4 333 c.2395C>T c.(2395-2397)CGT>TGT p.R799C

Pat_53 Post-Resistance GPR155 151556 37 2 175301077 175301077 Missense_Mutation SNP C T 4 281 c.2380G>A c.(2380-2382)GGC>AGC p.G794S

Pat_53 Post-Resistance ATF2 1386 37 2 175986196 175986196 Missense_Mutation SNP G A 5 142 c.175C>T c.(175-177)CGT>TGT p.R59C

Pat_53 Post-Resistance TTN 7273 37 2 179422707 179422707 Missense_Mutation SNP G A 5 208 c.79670C>T c.(79669-79671)ACA>ATA p.T26557I

Pat_53 Post-Resistance TTN 7273 37 2 179430305 179430305 Missense_Mutation SNP G A 4 320 c.72850C>T c.(72850-72852)CGT>TGT p.R24284C

Pat_53 Post-Resistance TTN 7273 37 2 179481497 179481497 Missense_Mutation SNP C T 4 300 c.40415G>A c.(40414-40416)CGT>CAT p.R13472H

Pat_53 Post-Resistance GULP1 51454 37 2 189342436 189342436 Missense_Mutation SNP C T 4 327 c.7C>T c.(7-9)CGT>TGT p.R3C

Pat_53 Post-Resistance MAP2 4133 37 2 210545509 210545509 Missense_Mutation SNP C T 7 626 c.412C>T c.(412-414)CCC>TCC p.P138S

Pat_53 Post-Resistance TTLL4 9654 37 2 219617568 219617568 Missense_Mutation SNP G A 4 265 c.3059G>A c.(3058-3060)CGT>CAT p.R1020H

Pat_53 Post-Resistance PTPRN 5798 37 2 220164074 220164074 Missense_Mutation SNP C T 4 127 c.1556G>A c.(1555-1557)CGG>CAG p.R519Q

Pat_53 Post-Resistance EPHA4 2043 37 2 222428870 222428870 Missense_Mutation SNP C T 4 170 c.404G>A c.(403-405)CGT>CAT p.R135H

Pat_53 Post-Resistance DGKD 8527 37 2 234365876 234365876 Nonsense_Mutation SNP C T 4 165 c.2482C>T c.(2482-2484)CGA>TGA p.R828*

Pat_53 Post-Resistance CRNKL1 51340 37 20 20026049 20026049 Missense_Mutation SNP C T 6 385 c.1187G>A c.(1186-1188)CGG>CAG p.R396Q

Pat_53 Post-Resistance ZNF337 26152 37 20 25657503 25657503 Missense_Mutation SNP C T 5 386 c.421G>A c.(421-423)GTA>ATA p.V141I

Pat_53 Post-Resistance FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 23 397 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_53 Post-Resistance FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 24 398 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_53 Post-Resistance FRG1B 284802 37 20 29628251 29628251 Missense_Mutation SNP A G 51 370 c.163A>G c.(163-165)AAT>GAT p.N55D

Pat_53 Post-Resistance FRG1B 284802 37 20 29628278 29628278 Missense_Mutation SNP G A 9 296 c.190G>A c.(190-192)GCA>ACA p.A64T

Pat_53 Post-Resistance FRG1B 284802 37 20 29628299 29628300 Missense_Mutation DNP AG GA 6 234 c.211_212AG>GA c.(211-213)AGT>GAT p.S71D

Pat_53 Post-Resistance RBM12 10137 37 20 34241449 34241449 Missense_Mutation SNP C T 5 426 c.1796G>A c.(1795-1797)CGT>CAT p.R599H

Pat_53 Post-Resistance PHF20 51230 37 20 34515765 34515765 Missense_Mutation SNP G A 4 329 c.2068G>A c.(2068-2070)GAG>AAG p.E690K

Pat_53 Post-Resistance NPEPL1 79716 37 20 57273776 57273776 Missense_Mutation SNP G A 4 176 c.544G>A c.(544-546)GCC>ACC p.A182T

Pat_53 Post-Resistance SYCP2 10388 37 20 58491593 58491593 Missense_Mutation SNP C T 4 228 c.461G>A c.(460-462)CGC>CAC p.R154H

Pat_53 Post-Resistance SYNJ1 8867 37 21 34067441 34067441 Nonsense_Mutation SNP G A 5 512 c.748C>T c.(748-750)CGA>TGA p.R250*

Pat_53 Post-Resistance GART 2618 37 21 34876757 34876757 Missense_Mutation SNP C T 5 319 c.2803G>A c.(2803-2805)GGA>AGA p.G935R

Pat_53 Post-Resistance DOPEY2 9980 37 21 37623566 37623566 Missense_Mutation SNP G A 5 251 c.5105G>A c.(5104-5106)CGT>CAT p.R1702H

Pat_53 Post-Resistance ZNF295 49854 37 21 43411870 43411870 Missense_Mutation SNP C T 7 608 c.2335G>A c.(2335-2337)GAG>AAG p.E779K

Pat_53 Post-Resistance UMODL1 89766 37 21 43547924 43547924 Missense_Mutation SNP G A 4 216 c.3673G>A c.(3673-3675)GGA>AGA p.G1225R

Pat_53 Post-Resistance COL6A2 1292 37 21 47546100 47546100 Missense_Mutation SNP G A 5 524 c.2371G>A c.(2371-2373)GAC>AAC p.D791N

Pat_53 Post-Resistance PCNT 5116 37 21 47754470 47754470 Missense_Mutation SNP C T 4 120 c.427C>T c.(427-429)CGT>TGT p.R143C

Pat_53 Post-Resistance CECR2 27443 37 22 17976569 17976569 Missense_Mutation SNP G A 4 172 c.230G>A c.(229-231)CGA>CAA p.R77Q

Pat_53 Post-Resistance HIRA 7290 37 22 19363214 19363214 Missense_Mutation SNP C T 4 174 c.1715G>A c.(1714-1716)CGG>CAG p.R572Q

Pat_53 Post-Resistance CABIN1 23523 37 22 24494110 24494110 Missense_Mutation SNP G A 4 206 c.4072G>A c.(4072-4074)GAT>AAT p.D1358N

Pat_53 Post-Resistance NEFH 4744 37 22 29885686 29885686 Missense_Mutation SNP C A 7 200 c.2057C>A c.(2056-2058)GCA>GAA p.A686E

Pat_53 Post-Resistance GAL3ST1 9514 37 22 30951785 30951785 Missense_Mutation SNP G A 4 130 c.427C>T c.(427-429)CGC>TGC p.R143C

Pat_53 Post-Resistance ELFN2 114794 37 22 37769986 37769986 Missense_Mutation SNP G A 4 139 c.1589C>T c.(1588-1590)TCG>TTG p.S530L



Pat_53 Post-Resistance TRIOBP 11078 37 22 38120676 38120676 Missense_Mutation SNP G A 4 246 c.2113G>A c.(2113-2115)GAT>AAT p.D705N

Pat_53 Post-Resistance TRIOBP 11078 37 22 38120707 38120707 Missense_Mutation SNP C T 6 243 c.2144C>T c.(2143-2145)ACC>ATC p.T715I

Pat_53 Post-Resistance GTPBP1 9567 37 22 39122093 39122093 Missense_Mutation SNP C T 4 210 c.1156C>T c.(1156-1158)CGC>TGC p.R386C

Pat_53 Post-Resistance SGSM3 27352 37 22 40803286 40803286 Missense_Mutation SNP G A 4 102 c.1322G>A c.(1321-1323)CGC>CAC p.R441H

Pat_53 Post-Resistance ZFYVE20 64145 37 3 15115678 15115678 Missense_Mutation SNP G A 4 193 c.1966C>T c.(1966-1968)CGC>TGC p.R656C

Pat_53 Post-Resistance GPD1L 23171 37 3 32200501 32200501 Missense_Mutation SNP C T 4 168 c.752C>T c.(751-753)ACA>ATA p.T251I

Pat_53 Post-Resistance SLC25A38 54977 37 3 39437955 39437955 Missense_Mutation SNP G A 4 270 c.859G>A c.(859-861)GCA>ACA p.A287T

Pat_53 Post-Resistance CELSR3 1951 37 3 48667109 48667109 Missense_Mutation SNP G A 4 121 c.11780C>T c.(11779-11781)ACG>ATG p.T3927M

Pat_53 Post-Resistance QARS 5859 37 3 49136550 49136550 Missense_Mutation SNP G A 4 209 c.1751C>T c.(1750-1752)GCT>GTT p.A584V

Pat_53 Post-Resistance CCDC36 339834 37 3 49294693 49294693 Missense_Mutation SNP G A 5 361 c.1763G>A c.(1762-1764)AGC>AAC p.S588N

Pat_53 Post-Resistance BSN 8927 37 3 49690290 49690290 Missense_Mutation SNP G A 4 139 c.3301G>A c.(3301-3303)GAG>AAG p.E1101K

Pat_53 Post-Resistance RNF123 63891 37 3 49740085 49740085 Missense_Mutation SNP C T 5 229 c.1649C>T c.(1648-1650)CCC>CTC p.P550L

Pat_53 Post-Resistance GNAI2 2771 37 3 50295019 50295019 Missense_Mutation SNP C T 4 134 c.965C>T c.(964-966)ACG>ATG p.T322M

Pat_53 Post-Resistance ACOX2 8309 37 3 58516196 58516196 Missense_Mutation SNP G A 55 66 c.989C>T c.(988-990)CCC>CTC p.P330L

Pat_53 Post-Resistance MINA 84864 37 3 97686164 97686164 Missense_Mutation SNP G A 5 548 c.274C>T c.(274-276)CGG>TGG p.R92W

Pat_53 Post-Resistance BOC 91653 37 3 112991448 112991448 Missense_Mutation SNP G A 5 119 c.859G>A c.(859-861)GAC>AAC p.D287N

Pat_53 Post-Resistance ILDR1 286676 37 3 121720591 121720591 Splice_Site SNP C T 4 306 c.499_splice c.e4+1 p.H167_splice

Pat_53 Post-Resistance TMCC1 23023 37 3 129370347 129370347 Missense_Mutation SNP G A 4 242 c.1939C>T c.(1939-1941)CGG>TGG p.R647W

Pat_53 Post-Resistance TF 7018 37 3 133485208 133485208 Missense_Mutation SNP G A 4 256 c.1417G>A c.(1417-1419)GTT>ATT p.V473I

Pat_53 Post-Resistance PIK3CB 5291 37 3 138409921 138409921 Missense_Mutation SNP C A 5 364 c.1957G>T c.(1957-1959)GAT>TAT p.D653Y

Pat_53 Post-Resistance CLSTN2 64084 37 3 140275377 140275377 Missense_Mutation SNP C T 37 181 c.1697C>T c.(1696-1698)TCC>TTC p.S566F

Pat_53 Post-Resistance SLC25A36 55186 37 3 140675488 140675488 Missense_Mutation SNP C T 5 285 c.161C>T c.(160-162)GCC>GTC p.A54V

Pat_53 Post-Resistance GMPS 8833 37 3 155623981 155623981 Missense_Mutation SNP C T 5 235 c.455C>T c.(454-456)ACA>ATA p.T152I

Pat_53 Post-Resistance CCNL1 57018 37 3 156869994 156869994 Missense_Mutation SNP G A 5 444 c.646C>T c.(646-648)CGT>TGT p.R216C

Pat_53 Post-Resistance FNDC3B 64778 37 3 172061944 172061944 Missense_Mutation SNP G A 5 332 c.2146G>A c.(2146-2148)GTA>ATA p.V716I

Pat_53 Post-Resistance EIF4G1 1981 37 3 184042052 184042052 Nonsense_Mutation SNP C T 4 273 c.2536C>T c.(2536-2538)CGA>TGA p.R846*

Pat_53 Post-Resistance DGKG 1608 37 3 185906038 185906038 Missense_Mutation SNP C T 6 198 c.2048G>A c.(2047-2049)AGC>AAC p.S683N

Pat_53 Post-Resistance DGKG 1608 37 3 186006595 186006595 Missense_Mutation SNP G A 5 489 c.448C>T c.(448-450)CGG>TGG p.R150W

Pat_53 Post-Resistance EIF4A2 1974 37 3 186501409 186501409 Missense_Mutation SNP G T 5 370 c.10G>T c.(10-12)GGC>TGC p.G4C

Pat_53 Post-Resistance RNF168 165918 37 3 196198977 196198977 Missense_Mutation SNP G A 5 248 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_53 Post-Resistance LMLN 89782 37 3 197717540 197717540 Missense_Mutation SNP G A 4 228 c.1040G>A c.(1039-1041)CGT>CAT p.R347H

Pat_53 Post-Resistance ZNF721 170960 37 4 435653 435653 Missense_Mutation SNP C T 8 176 c.2603G>A c.(2602-2604)GGA>GAA p.G868E

Pat_53 Post-Resistance LETM1 3954 37 4 1824831 1824831 Missense_Mutation SNP C T 4 183 c.1360G>A c.(1360-1362)GAG>AAG p.E454K

Pat_53 Post-Resistance NOP14 8602 37 4 2940976 2940976 Nonsense_Mutation SNP G A 5 349 c.2413C>T c.(2413-2415)CGA>TGA p.R805*

Pat_53 Post-Resistance HTT 3064 37 4 3148660 3148660 Missense_Mutation SNP G A 6 692 c.3286G>A c.(3286-3288)GGA>AGA p.G1096R

Pat_53 Post-Resistance S100P 6286 37 4 6698758 6698758 Missense_Mutation SNP G A 4 252 c.277G>A c.(277-279)GGA>AGA p.G93R

Pat_53 Post-Resistance CPEB2 132864 37 4 15063882 15063882 Missense_Mutation SNP C T 5 507 c.1540C>T c.(1540-1542)CGT>TGT p.R514C

Pat_53 Post-Resistance SLIT2 9353 37 4 20490504 20490504 Missense_Mutation SNP G A 4 362 c.674G>A c.(673-675)CGC>CAC p.R225H

Pat_53 Post-Resistance DHX15 1665 37 4 24534590 24534590 Missense_Mutation SNP C T 6 507 c.1997G>A c.(1996-1998)CGA>CAA p.R666Q

Pat_53 Post-Resistance STIM2 57620 37 4 27019557 27019557 Nonsense_Mutation SNP C T 6 669 c.1999C>T c.(1999-2001)CGA>TGA p.R667*

Pat_53 Post-Resistance TBC1D1 23216 37 4 38016194 38016194 Missense_Mutation SNP G A 4 218 c.482G>A c.(481-483)TGC>TAC p.C161Y

Pat_53 Post-Resistance TLR6 10333 37 4 38829218 38829218 Missense_Mutation SNP C T 5 239 c.1877G>A c.(1876-1878)CGC>CAC p.R626H

Pat_53 Post-Resistance CHRNA9 55584 37 4 40351405 40351405 Missense_Mutation SNP C T 4 114 c.872C>T c.(871-873)CCG>CTG p.P291L

Pat_53 Post-Resistance NSUN7 79730 37 4 40752936 40752936 Missense_Mutation SNP C T 4 109 c.226C>T c.(226-228)CGG>TGG p.R76W

Pat_53 Post-Resistance RUFY3 22902 37 4 71659525 71659525 Missense_Mutation SNP G A 4 123 c.1361G>A c.(1360-1362)CGC>CAC p.R454H

Pat_53 Post-Resistance RASGEF1B 153020 37 4 82380611 82380611 Nonsense_Mutation SNP G A 4 94 c.52C>T c.(52-54)CGA>TGA p.R18*

Pat_53 Post-Resistance PTPN13 5783 37 4 87730992 87730992 Missense_Mutation SNP C T 4 125 c.7154C>T c.(7153-7155)CCA>CTA p.P2385L



Pat_53 Post-Resistance HPGDS 27306 37 4 95223361 95223361 Missense_Mutation SNP G A 5 276 c.371C>T c.(370-372)GCG>GTG p.A124V

Pat_53 Post-Resistance C4orf17 84103 37 4 100434366 100434366 Splice_Site SNP G A 4 172 c.127_splice c.e2+1 p.G43_splice

Pat_53 Post-Resistance GLRA3 8001 37 4 175565136 175565136 Missense_Mutation SNP G A 4 183 c.1196C>T c.(1195-1197)ACT>ATT p.T399I

Pat_53 Post-Resistance PAPD7 11044 37 5 6748658 6748658 Missense_Mutation SNP C T 6 406 c.791C>T c.(790-792)GCT>GTT p.A264V

Pat_53 Post-Resistance 6-Mar 10299 37 5 10426548 10426548 Missense_Mutation SNP G A 7 546 c.2420G>A c.(2419-2421)CGT>CAT p.R807H

Pat_53 Post-Resistance SLC30A5 64924 37 5 68423862 68423862 Missense_Mutation SNP G A 5 307 c.2030G>A c.(2029-2031)CGA>CAA p.R677Q

Pat_53 Post-Resistance ZNF366 167465 37 5 71752332 71752332 Missense_Mutation SNP G A 5 321 c.1423C>T c.(1423-1425)CGC>TGC p.R475C

Pat_53 Post-Resistance MCTP1 79772 37 5 94248663 94248663 Missense_Mutation SNP G A 5 429 c.1369C>T c.(1369-1371)CGC>TGC p.R457C

Pat_53 Post-Resistance STARD4 134429 37 5 110835597 110835597 Missense_Mutation SNP C T 4 230 c.605G>A c.(604-606)CGA>CAA p.R202Q

Pat_53 Post-Resistance PPP2CA 5515 37 5 133534796 133534796 Missense_Mutation SNP C T 4 89 c.838G>A c.(838-840)GAT>AAT p.D280N

Pat_53 Post-Resistance PHF15 23338 37 5 133887748 133887748 Missense_Mutation SNP C T 4 211 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_53 Post-Resistance UBE2D2 7322 37 5 138994515 138994515 Nonsense_Mutation SNP C T 6 423 c.268C>T c.(268-270)CGA>TGA p.R90*

Pat_53 Post-Resistance PCDHB13 56123 37 5 140595178 140595178 Missense_Mutation SNP G A 5 189 c.1483G>A c.(1483-1485)GAC>AAC p.D495N

Pat_53 Post-Resistance PCDHGB2 56103 37 5 140741032 140741032 Missense_Mutation SNP G A 4 181 c.1330G>A c.(1330-1332)GAC>AAC p.D444N

Pat_53 Post-Resistance PCDHGA5 56110 37 5 140745615 140745615 Missense_Mutation SNP C T 4 159 c.1718C>T c.(1717-1719)ACG>ATG p.T573M

Pat_53 Post-Resistance DIAPH1 1729 37 5 140960344 140960344 Missense_Mutation SNP G A 5 243 c.791C>T c.(790-792)TCT>TTT p.S264F

Pat_53 Post-Resistance DIAPH1 1729 37 5 140966665 140966665 Nonsense_Mutation SNP G A 5 215 c.244C>T c.(244-246)CAG>TAG p.Q82*

Pat_53 Post-Resistance FCHSD1 89848 37 5 141029015 141029015 Missense_Mutation SNP G A 5 445 c.322C>T c.(322-324)CGT>TGT p.R108C

Pat_53 Post-Resistance RBM27 54439 37 5 145609417 145609417 Missense_Mutation SNP G A 7 357 c.533G>A c.(532-534)CGC>CAC p.R178H

Pat_53 Post-Resistance TCERG1 10915 37 5 145843321 145843321 Missense_Mutation SNP G A 5 367 c.1100G>A c.(1099-1101)CGT>CAT p.R367H

Pat_53 Post-Resistance JAKMIP2 9832 37 5 147019206 147019206 Nonsense_Mutation SNP G A 8 664 c.1519C>T c.(1519-1521)CGA>TGA p.R507*

Pat_53 Post-Resistance ADRB2 154 37 5 148206770 148206770 Missense_Mutation SNP G A 4 280 c.376G>A c.(376-378)GTG>ATG p.V126M

Pat_53 Post-Resistance CSF1R 1436 37 5 149456998 149456998 Missense_Mutation SNP G A 4 233 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_53 Post-Resistance FAT2 2196 37 5 150885392 150885392 Missense_Mutation SNP G A 4 205 c.12784C>T c.(12784-12786)CGC>TGC p.R4262C

Pat_53 Post-Resistance CYFIP2 26999 37 5 156746911 156746911 Missense_Mutation SNP C T 4 329 c.1498C>T c.(1498-1500)CGG>TGG p.R500W

Pat_53 Post-Resistance ODZ2 57451 37 5 167645361 167645361 Missense_Mutation SNP T C 4 158 c.4438T>C c.(4438-4440)TAC>CAC p.Y1480H

Pat_53 Post-Resistance ODZ2 57451 37 5 167645661 167645661 Missense_Mutation SNP G A 4 207 c.4738G>A c.(4738-4740)GGA>AGA p.G1580R

Pat_53 Post-Resistance DOCK2 1794 37 5 169138991 169138991 Missense_Mutation SNP G A 4 163 c.1535G>A c.(1534-1536)CGA>CAA p.R512Q

Pat_53 Post-Resistance DOCK2 1794 37 5 169138996 169138996 Missense_Mutation SNP C T 4 163 c.1540C>T c.(1540-1542)CGG>TGG p.R514W

Pat_53 Post-Resistance STK10 6793 37 5 171523561 171523561 Missense_Mutation SNP G A 89 254 c.874C>T c.(874-876)CCC>TCC p.P292S

Pat_53 Post-Resistance SFXN1 94081 37 5 174938494 174938494 Missense_Mutation SNP G A 5 470 c.475G>A c.(475-477)GTA>ATA p.V159I

Pat_53 Post-Resistance MAML1 9794 37 5 179195951 179195951 Missense_Mutation SNP A G 13 244 c.1832A>G c.(1831-1833)TAT>TGT p.Y611C

Pat_53 Post-Resistance MAML1 9794 37 5 179200916 179200916 Missense_Mutation SNP G A 4 232 c.2089G>A c.(2089-2091)GGC>AGC p.G697S

Pat_53 Post-Resistance DSP 1832 37 6 7586049 7586049 Missense_Mutation SNP G A 4 147 c.8554G>A c.(8554-8556)GCC>ACC p.A2852T

Pat_53 Post-Resistance TRIM10 10107 37 6 30126280 30126280 Missense_Mutation SNP G A 6 595 c.652C>T c.(652-654)CGG>TGG p.R218W

Pat_53 Post-Resistance DDR1 780 37 6 30857068 30857068 Missense_Mutation SNP G A 4 171 c.278G>A c.(277-279)CGA>CAA p.R93Q

Pat_53 Post-Resistance VARS2 57176 37 6 30886666 30886666 Missense_Mutation SNP G A 4 170 c.1048G>A c.(1048-1050)GTT>ATT p.V350I

Pat_53 Post-Resistance VARS2 57176 37 6 30887548 30887548 Missense_Mutation SNP G A 6 585 c.1088G>A c.(1087-1089)CGA>CAA p.R363Q

Pat_53 Post-Resistance C6orf27 80737 37 6 31735444 31735444 Missense_Mutation SNP G A 6 365 c.1591C>T c.(1591-1593)CGG>TGG p.R531W

Pat_53 Post-Resistance HSPA1L 3305 37 6 31778194 31778194 Missense_Mutation SNP C T 6 697 c.1556G>A c.(1555-1557)CGC>CAC p.R519H

Pat_53 Post-Resistance ATF6B 1388 37 6 32093933 32093933 Missense_Mutation SNP C T 4 283 c.439G>A c.(439-441)GTC>ATC p.V147I

Pat_53 Post-Resistance BYSL 705 37 6 41900193 41900193 Missense_Mutation SNP C T 4 206 c.1063C>T c.(1063-1065)CGG>TGG p.R355W

Pat_53 Post-Resistance TRERF1 55809 37 6 42236862 42236862 Missense_Mutation SNP C T 4 350 c.467G>A c.(466-468)CGA>CAA p.R156Q

Pat_53 Post-Resistance TRERF1 55809 37 6 42236889 42236889 Missense_Mutation SNP G A 6 416 c.440C>T c.(439-441)ACC>ATC p.T147I

Pat_53 Post-Resistance EFHC1 114327 37 6 52317558 52317558 Nonsense_Mutation SNP C T 4 364 c.646C>T c.(646-648)CGA>TGA p.R216*

Pat_53 Post-Resistance MANEA 79694 37 6 96054018 96054018 Nonsense_Mutation SNP C T 4 157 c.1126C>T c.(1126-1128)CGA>TGA p.R376*

Pat_53 Post-Resistance GJA1 2697 37 6 121768889 121768889 Missense_Mutation SNP G T 4 120 c.896G>T c.(895-897)CGC>CTC p.R299L



Pat_53 Post-Resistance RNF217 154214 37 6 125397950 125397950 Missense_Mutation SNP C T 4 201 c.553C>T c.(553-555)CGC>TGC p.R185C

Pat_53 Post-Resistance ARG1 383 37 6 131903856 131903856 Splice_Site SNP G A 4 108 c.560_splice c.e5+1 p.H187_splice

Pat_53 Post-Resistance TAAR8 83551 37 6 132874313 132874313 Missense_Mutation SNP C T 4 262 c.482C>T c.(481-483)ACG>ATG p.T161M

Pat_53 Post-Resistance BCLAF1 9774 37 6 136597052 136597052 Missense_Mutation SNP C T 54 367 c.1611G>A c.(1609-1611)ATG>ATA p.M537I

Pat_53 Post-Resistance BCLAF1 9774 37 6 136599354 136599354 Missense_Mutation SNP C T 4 268 c.665G>A c.(664-666)AGT>AAT p.S222N

Pat_53 Post-Resistance SYNE1 23345 37 6 152621904 152621904 Missense_Mutation SNP G A 4 123 c.17554C>T c.(17554-17556)CGC>TGC p.R5852C

Pat_53 Post-Resistance MAS1 4142 37 6 160328255 160328255 Missense_Mutation SNP G A 5 231 c.268G>A c.(268-270)GAC>AAC p.D90N

Pat_53 Post-Resistance SLC22A2 6582 37 6 160664672 160664672 Missense_Mutation SNP C T 4 153 c.1211G>A c.(1210-1212)CGT>CAT p.R404H

Pat_53 Post-Resistance AGPAT4 56895 37 6 161560486 161560486 Missense_Mutation SNP G A 4 153 c.1010C>T c.(1009-1011)ACG>ATG p.T337M

Pat_53 Post-Resistance MLLT4 4301 37 6 168344148 168344148 Missense_Mutation SNP C A 4 148 c.3208C>A c.(3208-3210)CAG>AAG p.Q1070K

Pat_53 Post-Resistance MIOS 54468 37 7 7625425 7625425 Missense_Mutation SNP G A 5 515 c.1807G>A c.(1807-1809)GAT>AAT p.D603N

Pat_53 Post-Resistance PRPS1L1 221823 37 7 18067261 18067261 Missense_Mutation SNP G A 5 629 c.145C>T c.(145-147)CGT>TGT p.R49C

Pat_53 Post-Resistance DNAH11 8701 37 7 21940631 21940631 Missense_Mutation SNP G A 6 431 c.13331G>A c.(13330-13332)CGC>CAC p.R4444H

Pat_53 Post-Resistance GLI3 2737 37 7 42088134 42088134 Missense_Mutation SNP G A 4 270 c.635C>T c.(634-636)TCG>TTG p.S212L

Pat_53 Post-Resistance POLD2 5425 37 7 44157660 44157660 Missense_Mutation SNP C T 4 94 c.224G>A c.(223-225)AGT>AAT p.S75N

Pat_53 Post-Resistance DDC 1644 37 7 50611650 50611650 Missense_Mutation SNP G A 4 218 c.134C>T c.(133-135)GCT>GTT p.A45V

Pat_53 Post-Resistance COBL 23242 37 7 51096824 51096824 Missense_Mutation SNP C T 4 225 c.1969G>A c.(1969-1971)GGG>AGG p.G657R

Pat_53 Post-Resistance ZNF479 90827 37 7 57187725 57187725 Missense_Mutation SNP G T 11 357 c.1397C>A c.(1396-1398)ACA>AAA p.T466K

Pat_53 Post-Resistance ZNF92 168374 37 7 64863755 64863756 Missense_Mutation DNP AT CC 9 479 c.728_729AT>CC c.(727-729)AAT>ACC p.N243T

Pat_53 Post-Resistance ZNF92 168374 37 7 64863830 64863830 Missense_Mutation SNP G A 6 570 c.803G>A c.(802-804)CGG>CAG p.R268Q

Pat_53 Post-Resistance RHBDD2 57414 37 7 75517395 75517395 Missense_Mutation SNP G A 4 234 c.823G>A c.(823-825)GCC>ACC p.A275T

Pat_53 Post-Resistance ZNF804B 219578 37 7 88962859 88962859 Missense_Mutation SNP G A 4 195 c.563G>A c.(562-564)CGA>CAA p.R188Q

Pat_53 Post-Resistance C7orf63 79846 37 7 89894641 89894641 Missense_Mutation SNP C T 6 529 c.383C>T c.(382-384)TCG>TTG p.S128L

Pat_53 Post-Resistance PEX1 5189 37 7 92131236 92131236 Missense_Mutation SNP C T 6 399 c.2384G>A c.(2383-2385)CGA>CAA p.R795Q

Pat_53 Post-Resistance DYNC1I1 1780 37 7 95665055 95665055 Missense_Mutation SNP G A 6 487 c.1406G>A c.(1405-1407)CGT>CAT p.R469H

Pat_53 Post-Resistance PTCD1 26024 37 7 99021441 99021441 Missense_Mutation SNP C T 5 382 c.1877G>A c.(1876-1878)CGC>CAC p.R626H

Pat_53 Post-Resistance PTCD1 26024 37 7 99032459 99032459 Missense_Mutation SNP G A 5 482 c.407C>T c.(406-408)CCG>CTG p.P136L

Pat_53 Post-Resistance FBXO24 26261 37 7 100187616 100187616 Missense_Mutation SNP C T 77 153 c.56C>T c.(55-57)CCT>CTT p.P19L

Pat_53 Post-Resistance GIGYF1 64599 37 7 100284665 100284665 Missense_Mutation SNP C T 4 251 c.487G>A c.(487-489)GAG>AAG p.E163K

Pat_53 Post-Resistance ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 5 406 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_53 Post-Resistance RBM28 55131 37 7 127950869 127950869 Missense_Mutation SNP C T 5 288 c.2261G>A c.(2260-2262)AGC>AAC p.S754N

Pat_53 Post-Resistance AHCYL2 23382 37 7 129066314 129066314 Missense_Mutation SNP C T 4 162 c.1739C>T c.(1738-1740)ACC>ATC p.T580I

Pat_53 Post-Resistance CPA1 1357 37 7 130027693 130027693 Nonsense_Mutation SNP G A 288 401 c.1101G>A c.(1099-1101)TGG>TGA p.W367*

Pat_53 Post-Resistance MKLN1 4289 37 7 131122671 131122671 Missense_Mutation SNP G A 6 529 c.1088G>A c.(1087-1089)CGT>CAT p.R363H

Pat_53 Post-Resistance PLXNA4 91584 37 7 131832704 131832704 Missense_Mutation SNP C T 4 133 c.4819G>A c.(4819-4821)GCA>ACA p.A1607T

Pat_53 Post-Resistance NUP205 23165 37 7 135312771 135312771 Missense_Mutation SNP G A 6 552 c.4844G>A c.(4843-4845)CGC>CAC p.R1615H

Pat_53 Post-Resistance SLC13A4 26266 37 7 135391022 135391022 Missense_Mutation SNP G A 4 100 c.392C>T c.(391-393)ACC>ATC p.T131I

Pat_53 Post-Resistance TRIM24 8805 37 7 138252271 138252271 Missense_Mutation SNP C T 203 269 c.1576C>T c.(1576-1578)CCC>TCC p.P526S

Pat_53 Post-Resistance DENND2A 27147 37 7 140287471 140287471 Missense_Mutation SNP C T 4 275 c.1105G>A c.(1105-1107)GTC>ATC p.V369I

Pat_53 Post-Resistance UBE3C 9690 37 7 156974362 156974362 Missense_Mutation SNP C T 5 330 c.767C>T c.(766-768)GCG>GTG p.A256V

Pat_53 Post-Resistance RP1L1 94137 37 8 10466059 10466059 Missense_Mutation SNP C T 5 377 c.5549G>A c.(5548-5550)GGT>GAT p.G1850D

Pat_53 Post-Resistance FDFT1 2222 37 8 11687816 11687816 Missense_Mutation SNP G A 4 275 c.766G>A c.(766-768)GTG>ATG p.V256M

Pat_53 Post-Resistance ENTPD4 9583 37 8 23306367 23306367 Missense_Mutation SNP G A 5 412 c.94C>T c.(94-96)CGC>TGC p.R32C

Pat_53 Post-Resistance KCTD9 54793 37 8 25293759 25293759 Nonsense_Mutation SNP G A 5 369 c.655C>T c.(655-657)CGA>TGA p.R219*

Pat_53 Post-Resistance EXTL3 2137 37 8 28595080 28595080 Missense_Mutation SNP G A 4 226 c.2321G>A c.(2320-2322)CGT>CAT p.R774H

Pat_53 Post-Resistance FGFR1 2260 37 8 38272338 38272338 Missense_Mutation SNP G A 4 166 c.1936C>T c.(1936-1938)CGG>TGG p.R646W

Pat_53 Post-Resistance ATP6V0D2 245972 37 8 87162459 87162459 Missense_Mutation SNP G A 4 207 c.758G>A c.(757-759)CGG>CAG p.R253Q



Pat_53 Post-Resistance DCAF13 25879 37 8 104433227 104433227 Missense_Mutation SNP C T 5 222 c.751C>T c.(751-753)CGG>TGG p.R251W

Pat_53 Post-Resistance OXR1 55074 37 8 107726086 107726086 Missense_Mutation SNP G A 5 492 c.1832G>A c.(1831-1833)AGT>AAT p.S611N

Pat_53 Post-Resistance EIF3E 3646 37 8 109226887 109226887 Missense_Mutation SNP C T 4 278 c.1010G>A c.(1009-1011)CGT>CAT p.R337H

Pat_53 Post-Resistance GSDMC 56169 37 8 130789733 130789733 Missense_Mutation SNP C T 4 270 c.101G>A c.(100-102)CGT>CAT p.R34H

Pat_53 Post-Resistance PLEC 5339 37 8 145011179 145011179 Missense_Mutation SNP C A 4 169 c.814G>T c.(814-816)GGC>TGC p.G272C

Pat_53 Post-Resistance GRINA 2907 37 8 145066134 145066134 Missense_Mutation SNP G A 4 315 c.581G>A c.(580-582)CGG>CAG p.R194Q

Pat_53 Post-Resistance SPATC1 375686 37 8 145095844 145095844 Missense_Mutation SNP G A 4 160 c.1142G>A c.(1141-1143)TGT>TAT p.C381Y

Pat_53 Post-Resistance HSF1 3297 37 8 145532616 145532616 Missense_Mutation SNP G A 4 182 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_53 Post-Resistance CPSF1 29894 37 8 145624179 145624179 Missense_Mutation SNP C T 4 190 c.1628G>A c.(1627-1629)CGT>CAT p.R543H

Pat_53 Post-Resistance ZNF250 58500 37 8 146112263 146112263 Missense_Mutation SNP G A 4 223 c.323C>T c.(322-324)ACA>ATA p.T108I

Pat_53 Post-Resistance IFNA14 3448 37 9 21239652 21239652 Missense_Mutation SNP T C 11 142 c.283A>G c.(283-285)AAC>GAC p.N95D

Pat_53 Post-Resistance IFNA2 3440 37 9 21384947 21384947 Missense_Mutation SNP C T 5 172 c.382G>A c.(382-384)GTG>ATG p.V128M

Pat_53 Post-Resistance DCTN3 11258 37 9 34618733 34618733 Missense_Mutation SNP G T 4 181 c.121C>A c.(121-123)CAG>AAG p.Q41K

Pat_53 Post-Resistance IL11RA 3590 37 9 34660865 34660865 Missense_Mutation SNP G A 6 438 c.1184G>A c.(1183-1185)CGG>CAG p.R395Q

Pat_53 Post-Resistance UNC13B 10497 37 9 35310546 35310546 Missense_Mutation SNP G A 4 141 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_53 Post-Resistance CCDC107 203260 37 9 35660865 35660865 Missense_Mutation SNP C T 5 509 c.533C>T c.(532-534)TCG>TTG p.S178L

Pat_53 Post-Resistance FBXO10 26267 37 9 37515899 37515899 Splice_Site SNP A C 5 198 c.2696_splice c.e10+1 p.K899_splice

Pat_53 Post-Resistance CNTNAP3 79937 37 9 39085766 39085766 Missense_Mutation SNP C T 4 188 c.3409G>A c.(3409-3411)GCC>ACC p.A1137T

Pat_53 Post-Resistance LOC442421 442421 37 9 66499794 66499795 Missense_Mutation DNP CG TA 6 117 c.604_605CG>TA c.(604-606)CGC>TAC p.R202Y

Pat_53 Post-Resistance APBA1 320 37 9 72082836 72082836 Missense_Mutation SNP G A 4 249 c.1385C>T c.(1384-1386)GCC>GTC p.A462V

Pat_53 Post-Resistance ZNF484 83744 37 9 95609456 95609456 Missense_Mutation SNP C T 6 229 c.1613G>A c.(1612-1614)CGG>CAG p.R538Q

Pat_53 Post-Resistance OR13C5 138799 37 9 107361252 107361252 Missense_Mutation SNP G A 4 109 c.443C>T c.(442-444)TCC>TTC p.S148F

Pat_53 Post-Resistance OR13D1 286365 37 9 107457091 107457091 Missense_Mutation SNP C T 4 147 c.389C>T c.(388-390)GCT>GTT p.A130V

Pat_53 Post-Resistance GPR21 2844 37 9 125797566 125797566 Missense_Mutation SNP G A 4 213 c.721G>A c.(721-723)GAA>AAA p.E241K

Pat_53 Post-Resistance MAPKAP1 79109 37 9 128230280 128230280 Missense_Mutation SNP G A 4 179 c.1316C>T c.(1315-1317)GCC>GTC p.A439V

Pat_53 Post-Resistance GARNL3 84253 37 9 130094623 130094623 Missense_Mutation SNP G A 6 222 c.665G>A c.(664-666)AGC>AAC p.S222N

Pat_53 Post-Resistance DNM1 1759 37 9 130980524 130980524 Missense_Mutation SNP G A 6 433 c.176G>A c.(175-177)CGA>CAA p.R59Q

Pat_53 Post-Resistance DNM1 1759 37 9 130984516 130984516 Missense_Mutation SNP G A 4 202 c.890G>A c.(889-891)CGG>CAG p.R297Q

Pat_53 Post-Resistance SPTAN1 6709 37 9 131345061 131345061 Missense_Mutation SNP G A 4 180 c.1739G>A c.(1738-1740)CGT>CAT p.R580H

Pat_53 Post-Resistance USP20 10868 37 9 132630419 132630419 Missense_Mutation SNP C T 4 112 c.826C>T c.(826-828)CGG>TGG p.R276W

Pat_53 Post-Resistance GPR107 57720 37 9 132838709 132838709 Missense_Mutation SNP C T 4 220 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_53 Post-Resistance BAT2L1 84726 37 9 134334625 134334625 Missense_Mutation SNP G A 4 159 c.1286G>A c.(1285-1287)CGA>CAA p.R429Q

Pat_53 Post-Resistance CSF2RA 1438 37 X 1413250 1413250 Missense_Mutation SNP G A 5 362 c.676G>A c.(676-678)GTA>ATA p.V226I

Pat_53 Post-Resistance ZBED1 9189 37 X 2407302 2407302 Missense_Mutation SNP C T 5 143 c.1459G>A c.(1459-1461)GCC>ACC p.A487T

Pat_53 Post-Resistance FRMPD4 9758 37 X 12632978 12632978 Missense_Mutation SNP G A 35 25 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_53 Post-Resistance PRPS2 5634 37 X 12840860 12840860 Missense_Mutation SNP G A 5 108 c.902G>A c.(901-903)CGA>CAA p.R301Q

Pat_53 Post-Resistance RPGR 6103 37 X 38146316 38146316 Missense_Mutation SNP C T 4 313 c.1936G>A c.(1936-1938)GAA>AAA p.E646K

Pat_53 Post-Resistance GLA 2717 37 X 100656710 100656710 Missense_Mutation SNP C T 4 166 c.457G>A c.(457-459)GAC>AAC p.D153N

Pat_53 Post-Resistance UTP14A 10813 37 X 129042648 129042648 Missense_Mutation SNP G A 6 673 c.176G>A c.(175-177)CGG>CAG p.R59Q

Pat_53 Post-Resistance NSDHL 50814 37 X 152034456 152034456 Missense_Mutation SNP C T 4 131 c.637C>T c.(637-639)CCC>TCC p.P213S

Pat_58 Pre-Treatment TPRG1L 127262 37 1 3545096 3545096 Missense_Mutation SNP G A 4 39 c.748G>A c.(748-750)GGA>AGA p.G250R

Pat_58 Pre-Treatment ERRFI1 54206 37 1 8073955 8073955 Missense_Mutation SNP G C 3 12 c.704C>G c.(703-705)CCA>CGA p.P235R

Pat_58 Pre-Treatment MTHFR 4524 37 1 11863105 11863105 Missense_Mutation SNP A T 4 21 c.69T>A c.(67-69)AGT>AGA p.S23R

Pat_58 Pre-Treatment KIAA2013 90231 37 1 11983420 11983420 Missense_Mutation SNP C T 4 49 c.1160G>A c.(1159-1161)CGA>CAA p.R387Q

Pat_58 Pre-Treatment SPEN 23013 37 1 16262235 16262235 Missense_Mutation SNP C T 4 61 c.9500C>T c.(9499-9501)GCT>GTT p.A3167V

Pat_58 Pre-Treatment ARHGEF10L 55160 37 1 17965138 17965138 Missense_Mutation SNP G A 3 29 c.2125G>A c.(2125-2127)GCC>ACC p.A709T

Pat_58 Pre-Treatment ASAP3 55616 37 1 23765242 23765242 Missense_Mutation SNP G A 4 48 c.1100C>T c.(1099-1101)ACC>ATC p.T367I



Pat_58 Pre-Treatment RPL11 6135 37 1 24021193 24021193 Missense_Mutation SNP G A 23 63 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_58 Pre-Treatment SLC30A2 7780 37 1 26369919 26369919 Missense_Mutation SNP G A 4 63 c.395C>T c.(394-396)ACG>ATG p.T132M

Pat_58 Pre-Treatment UBXN11 91544 37 1 26629332 26629332 Missense_Mutation SNP G A 3 34 c.43C>T c.(43-45)CCC>TCC p.P15S

Pat_58 Pre-Treatment GPR3 2827 37 1 27720966 27720966 Missense_Mutation SNP C T 4 62 c.664C>T c.(664-666)CGC>TGC p.R222C

Pat_58 Pre-Treatment GMEB1 10691 37 1 29041259 29041259 Missense_Mutation SNP G A 4 76 c.1696G>A c.(1696-1698)GTG>ATG p.V566M

Pat_58 Pre-Treatment THRAP3 9967 37 1 36769491 36769491 Missense_Mutation SNP G A 4 53 c.2741G>A c.(2740-2742)CGG>CAG p.R914Q

Pat_58 Pre-Treatment PTCH2 8643 37 1 45296653 45296653 Missense_Mutation SNP G A 5 19 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_58 Pre-Treatment CYP4B1 1580 37 1 47279163 47279163 Missense_Mutation SNP G A 14 40 c.505G>A c.(505-507)GAA>AAA p.E169K

Pat_58 Pre-Treatment C1orf175 374977 37 1 55119789 55119789 Missense_Mutation SNP C A 4 10 c.1190C>A c.(1189-1191)CCC>CAC p.P397H

Pat_58 Pre-Treatment LRRIQ3 127255 37 1 74575152 74575152 Missense_Mutation SNP C T 4 46 c.793G>A c.(793-795)GAA>AAA p.E265K

Pat_58 Pre-Treatment ST6GALNAC5 81849 37 1 77510003 77510003 Missense_Mutation SNP G A 4 71 c.376G>A c.(376-378)GCC>ACC p.A126T

Pat_58 Pre-Treatment ZNF326 284695 37 1 90473211 90473211 Missense_Mutation SNP C T 4 47 c.517C>T c.(517-519)CGG>TGG p.R173W

Pat_58 Pre-Treatment RTCD1 8634 37 1 100740418 100740418 Missense_Mutation SNP G A 4 54 c.512G>A c.(511-513)CGA>CAA p.R171Q

Pat_58 Pre-Treatment SLC6A17 388662 37 1 110740704 110740704 Nonsense_Mutation SNP G T 4 26 c.1822G>T c.(1822-1824)GAG>TAG p.E608*

Pat_58 Pre-Treatment MAGI3 260425 37 1 114133169 114133169 Missense_Mutation SNP C G 3 33 c.827C>G c.(826-828)ACA>AGA p.T276R

Pat_58 Pre-Treatment S100A12 6283 37 1 153347041 153347041 Missense_Mutation SNP C T 37 92 c.28G>A c.(28-30)GGA>AGA p.G10R

Pat_58 Pre-Treatment RAB25 57111 37 1 156038179 156038179 Missense_Mutation SNP G A 4 69 c.358G>A c.(358-360)GTC>ATC p.V120I

Pat_58 Pre-Treatment DUSP27 92235 37 1 167095933 167095933 Missense_Mutation SNP G A 21 69 c.1565G>A c.(1564-1566)AGC>AAC p.S522N

Pat_58 Pre-Treatment TNR 7143 37 1 175375489 175375489 Missense_Mutation SNP G A 28 63 c.362C>T c.(361-363)CCC>CTC p.P121L

Pat_58 Pre-Treatment PAPPA2 60676 37 1 176525627 176525627 Nonsense_Mutation SNP C T 36 26 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_58 Pre-Treatment ASTN1 460 37 1 176915173 176915173 Missense_Mutation SNP C T 18 46 c.2138G>A c.(2137-2139)GGG>GAG p.G713E

Pat_58 Pre-Treatment CHI3L1 1116 37 1 203150331 203150331 Nonsense_Mutation SNP G A 4 70 c.670C>T c.(670-672)CGA>TGA p.R224*

Pat_58 Pre-Treatment PIGR 5284 37 1 207112655 207112655 Missense_Mutation SNP G A 5 28 c.197C>T c.(196-198)ACC>ATC p.T66I

Pat_58 Pre-Treatment USH2A 7399 37 1 216497021 216497021 Missense_Mutation SNP G A 4 65 c.1345C>T c.(1345-1347)CGT>TGT p.R449C

Pat_58 Pre-Treatment PRSS38 339501 37 1 228005043 228005043 Missense_Mutation SNP G A 4 60 c.445G>A c.(445-447)GGT>AGT p.G149S

Pat_58 Pre-Treatment KIAA1804 84451 37 1 233507802 233507802 Missense_Mutation SNP C T 20 41 c.1571C>T c.(1570-1572)ACC>ATC p.T524I

Pat_58 Pre-Treatment GREM2 64388 37 1 240656324 240656324 Missense_Mutation SNP T C 4 41 c.452A>G c.(451-453)AAG>AGG p.K151R

Pat_58 Pre-Treatment OR2W5 441932 37 1 247654805 247654805 Missense_Mutation SNP G A 4 76 c.376G>A c.(376-378)GTC>ATC p.V126I

Pat_58 Pre-Treatment SPAG6 9576 37 10 22705595 22705595 Missense_Mutation SNP G A 4 74 c.1508G>A c.(1507-1509)AGC>AAC p.S503N

Pat_58 Pre-Treatment PDSS1 23590 37 10 27024423 27024423 Missense_Mutation SNP C T 4 55 c.941C>T c.(940-942)TCG>TTG p.S314L

Pat_58 Pre-Treatment PTCHD3 374308 37 10 27702446 27702446 Missense_Mutation SNP T C 3 28 c.734A>G c.(733-735)AAG>AGG p.K245R

Pat_58 Pre-Treatment RET 5979 37 10 43597792 43597792 Missense_Mutation SNP C T 17 30 c.340C>T c.(340-342)CGC>TGC p.R114C

Pat_58 Pre-Treatment ARHGAP22 58504 37 10 49687709 49687709 Missense_Mutation SNP G A 3 18 c.421C>T c.(421-423)CGC>TGC p.R141C

Pat_58 Pre-Treatment NDST2 8509 37 10 75566525 75566525 Missense_Mutation SNP G A 4 38 c.1138C>T c.(1138-1140)CGC>TGC p.R380C

Pat_58 Pre-Treatment PTEN 5728 37 10 89692899 89692899 Missense_Mutation SNP A C 34 55 c.383A>C c.(382-384)AAG>ACG p.K128T

Pat_58 Pre-Treatment PLCE1 51196 37 10 95791173 95791173 Missense_Mutation SNP G A 12 23 c.370G>A c.(370-372)GAA>AAA p.E124K

Pat_58 Pre-Treatment C10orf12 26148 37 10 98708864 98708864 Missense_Mutation SNP G A 4 55 c.50G>A c.(49-51)AGC>AAC p.S17N

Pat_58 Pre-Treatment GBF1 8729 37 10 104140383 104140383 Missense_Mutation SNP C T 7 248 c.5110C>T c.(5110-5112)CGC>TGC p.R1704C

Pat_58 Pre-Treatment CDHR5 53841 37 11 618994 618994 Missense_Mutation SNP G A 4 57 c.1565C>T c.(1564-1566)CCG>CTG p.P522L

Pat_58 Pre-Treatment MUC2 4583 37 11 1078526 1078526 Missense_Mutation SNP C T 2 1 c.734C>T c.(733-735)CCG>CTG p.P245L

Pat_58 Pre-Treatment KRTAP5-5 439915 37 11 1651483 1651483 Missense_Mutation SNP G C 4 50 c.413G>C c.(412-414)GGC>GCC p.G138A

Pat_58 Pre-Treatment OR52B2 255725 37 11 6191079 6191079 Missense_Mutation SNP G A 12 37 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_58 Pre-Treatment PAMR1 25891 37 11 35456088 35456088 Missense_Mutation SNP C T 4 80 c.1598G>A c.(1597-1599)CGG>CAG p.R533Q

Pat_58 Pre-Treatment OR5M8 219484 37 11 56258567 56258567 Missense_Mutation SNP G A 32 71 c.280C>T c.(280-282)CCT>TCT p.P94S

Pat_58 Pre-Treatment TNKS1BP1 85456 37 11 57077669 57077669 Missense_Mutation SNP G C 4 71 c.2516C>G c.(2515-2517)GCA>GGA p.A839G

Pat_58 Pre-Treatment P2RX3 5024 37 11 57137436 57137436 Missense_Mutation SNP C T 10 43 c.1160C>T c.(1159-1161)TCC>TTC p.S387F

Pat_58 Pre-Treatment OR9Q2 219957 37 11 57958302 57958302 Missense_Mutation SNP C T 44 85 c.340C>T c.(340-342)CTT>TTT p.L114F



Pat_58 Pre-Treatment OR5A1 219982 37 11 59211486 59211486 Missense_Mutation SNP C T 30 89 c.845C>T c.(844-846)TCA>TTA p.S282L

Pat_58 Pre-Treatment AHNAK 79026 37 11 62295435 62295435 Missense_Mutation SNP C A 7 242 c.6454G>T c.(6454-6456)GAT>TAT p.D2152Y

Pat_58 Pre-Treatment IL18BP 10068 37 11 71711573 71711573 Missense_Mutation SNP G A 4 62 c.205G>A c.(205-207)GTG>ATG p.V69M

Pat_58 Pre-Treatment HTR3A 3359 37 11 113857451 113857451 Missense_Mutation SNP G C 13 56 c.935G>C c.(934-936)GGT>GCT p.G312A

Pat_58 Pre-Treatment TECTA 7007 37 11 121028919 121028919 Missense_Mutation SNP C T 4 71 c.4675C>T c.(4675-4677)CGG>TGG p.R1559W

Pat_58 Pre-Treatment SORL1 6653 37 11 121415957 121415957 Missense_Mutation SNP C T 4 22 c.1870C>T c.(1870-1872)CCC>TCC p.P624S

Pat_58 Pre-Treatment LOH12CR1 118426 37 12 12514232 12514232 Missense_Mutation SNP C T 32 104 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_58 Pre-Treatment PPFIBP1 8496 37 12 27802985 27802985 Missense_Mutation SNP C A 13 25 c.514C>A c.(514-516)CTG>ATG p.L172M

Pat_58 Pre-Treatment BICD1 636 37 12 32480402 32480402 Missense_Mutation SNP G A 4 67 c.1013G>A c.(1012-1014)CGG>CAG p.R338Q

Pat_58 Pre-Treatment CNTN1 1272 37 12 41410489 41410489 Missense_Mutation SNP G C 7 17 c.2190G>C c.(2188-2190)TTG>TTC p.L730F

Pat_58 Pre-Treatment TMEM117 84216 37 12 44781917 44781917 Missense_Mutation SNP C T 3 17 c.1007C>T c.(1006-1008)CCG>CTG p.P336L

Pat_58 Pre-Treatment CALCOCO1 57658 37 12 54107678 54107678 Missense_Mutation SNP G A 3 18 c.1598C>T c.(1597-1599)CCG>CTG p.P533L

Pat_58 Pre-Treatment ZC3H10 84872 37 12 56515410 56515410 Missense_Mutation SNP C T 4 66 c.1064C>T c.(1063-1065)CCC>CTC p.P355L

Pat_58 Pre-Treatment NUP107 57122 37 12 69107527 69107527 Missense_Mutation SNP C T 13 76 c.908C>T c.(907-909)ACC>ATC p.T303I

Pat_58 Pre-Treatment NAA25 80018 37 12 112486232 112486232 Missense_Mutation SNP T C 19 30 c.1744A>G c.(1744-1746)ATT>GTT p.I582V

Pat_58 Pre-Treatment GCN1L1 10985 37 12 120569047 120569047 Missense_Mutation SNP G A 4 57 c.7505C>T c.(7504-7506)GCC>GTC p.A2502V

Pat_58 Pre-Treatment MLXIP 22877 37 12 122622019 122622019 Missense_Mutation SNP G A 3 25 c.2036G>A c.(2035-2037)CGG>CAG p.R679Q

Pat_58 Pre-Treatment GPR109A 338442 37 12 123187436 123187436 Missense_Mutation SNP G A 7 134 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Pre-Treatment GPR109B 8843 37 12 123200890 123200890 Missense_Mutation SNP G A 28 79 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Pre-Treatment EP400 57634 37 12 132504707 132504707 Missense_Mutation SNP G A 5 73 c.4391G>A c.(4390-4392)GGC>GAC p.G1464D

Pat_58 Pre-Treatment TUBA3C 7278 37 13 19753616 19753616 Nonsense_Mutation SNP G A 42 107 c.91C>T c.(91-93)CAG>TAG p.Q31*

Pat_58 Pre-Treatment HS6ST3 266722 37 13 97485361 97485361 Missense_Mutation SNP G A 14 34 c.1325G>A c.(1324-1326)CGA>CAA p.R442Q

Pat_58 Pre-Treatment ARHGEF7 8874 37 13 111767950 111767950 Missense_Mutation SNP A C 4 11 c.77A>C c.(76-78)GAC>GCC p.D26A

Pat_58 Pre-Treatment FSCB 84075 37 14 44974563 44974563 Missense_Mutation SNP T C 4 16 c.1628A>G c.(1627-1629)CAG>CGG p.Q543R

Pat_58 Pre-Treatment PRKCH 5583 37 14 61909931 61909931 Missense_Mutation SNP C T 4 58 c.530C>T c.(529-531)ACG>ATG p.T177M

Pat_58 Pre-Treatment MTHFD1 4522 37 14 64891539 64891539 Missense_Mutation SNP G A 3 19 c.745G>A c.(745-747)GGG>AGG p.G249R

Pat_58 Pre-Treatment PRIMA1 145270 37 14 94245528 94245528 Missense_Mutation SNP C T 4 29 c.223G>A c.(223-225)GCC>ACC p.A75T

Pat_58 Pre-Treatment KIAA0284 283638 37 14 105349564 105349564 Missense_Mutation SNP G A 10 187 c.770G>A c.(769-771)GGC>GAC p.G257D

Pat_58 Pre-Treatment CYFIP1 23191 37 15 22929751 22929751 Missense_Mutation SNP G A 4 41 c.425G>A c.(424-426)CGC>CAC p.R142H

Pat_58 Pre-Treatment C15orf2 23742 37 15 24923547 24923547 Missense_Mutation SNP G A 21 52 c.2533G>A c.(2533-2535)GAG>AAG p.E845K

Pat_58 Pre-Treatment PLA2G4D 283748 37 15 42361057 42361057 Missense_Mutation SNP C T 8 10 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_58 Pre-Treatment UBR1 197131 37 15 43352305 43352305 Missense_Mutation SNP C T 4 75 c.806G>A c.(805-807)CGG>CAG p.R269Q

Pat_58 Pre-Treatment MAP1A 4130 37 15 43816483 43816483 Missense_Mutation SNP G A 4 37 c.2812G>A c.(2812-2814)GTG>ATG p.V938M

Pat_58 Pre-Treatment CATSPER2 117155 37 15 43939572 43939572 Missense_Mutation SNP G A 4 27 c.239C>T c.(238-240)GCC>GTC p.A80V

Pat_58 Pre-Treatment FRMD5 84978 37 15 44176935 44176935 Missense_Mutation SNP C T 4 32 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_58 Pre-Treatment SEMA6D 80031 37 15 48057123 48057123 Missense_Mutation SNP T A 4 49 c.1297T>A c.(1297-1299)TAC>AAC p.Y433N

Pat_58 Pre-Treatment IGF1R 3480 37 15 99459313 99459313 Missense_Mutation SNP G A 4 68 c.1949G>A c.(1948-1950)CGG>CAG p.R650Q

Pat_58 Pre-Treatment LINS1 55180 37 15 101109994 101109994 Missense_Mutation SNP G A 3 35 c.1723C>T c.(1723-1725)CAT>TAT p.H575Y

Pat_58 Pre-Treatment PMM2 5373 37 16 8905531 8905531 Missense_Mutation SNP C T 4 65 c.484C>T c.(484-486)CGG>TGG p.R162W

Pat_58 Pre-Treatment ABCC1 4363 37 16 16138401 16138401 Missense_Mutation SNP G A 4 52 c.904G>A c.(904-906)GTC>ATC p.V302I

Pat_58 Pre-Treatment ACSM2B 348158 37 16 20570759 20570759 Missense_Mutation SNP C T 4 14 c.188G>A c.(187-189)CGA>CAA p.R63Q

Pat_58 Pre-Treatment DNAH3 55567 37 16 21053420 21053420 Missense_Mutation SNP G A 9 52 c.4567C>T c.(4567-4569)CCA>TCA p.P1523S

Pat_58 Pre-Treatment RRN3P1 730092 37 16 21809167 21809167 Missense_Mutation SNP G A 4 27 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_58 Pre-Treatment RABEP2 79874 37 16 28922461 28922461 Missense_Mutation SNP C T 4 63 c.934G>A c.(934-936)GAG>AAG p.E312K

Pat_58 Pre-Treatment SETD1A 9739 37 16 30991353 30991353 Missense_Mutation SNP G A 3 30 c.4246G>A c.(4246-4248)GAG>AAG p.E1416K

Pat_58 Pre-Treatment ZNF267 10308 37 16 31927534 31927534 Missense_Mutation SNP C G 5 128 c.1964C>G c.(1963-1965)ACT>AGT p.T655S

Pat_58 Pre-Treatment SIAH1 6477 37 16 48395954 48395954 Missense_Mutation SNP G A 4 35 c.386C>T c.(385-387)CCG>CTG p.P129L



Pat_58 Pre-Treatment NKD1 85407 37 16 50666209 50666209 Missense_Mutation SNP G A 3 21 c.713G>A c.(712-714)CGC>CAC p.R238H

Pat_58 Pre-Treatment PKD1L2 114780 37 16 81181938 81181938 Missense_Mutation SNP T A 8 22 c.4778A>T c.(4777-4779)GAG>GTG p.E1593V

Pat_58 Pre-Treatment KIAA0513 9764 37 16 85112025 85112025 Missense_Mutation SNP G A 8 32 c.787G>A c.(787-789)GAC>AAC p.D263N

Pat_58 Pre-Treatment SMYD4 114826 37 17 1690763 1690763 Missense_Mutation SNP C T 2 1 c.1673G>A c.(1672-1674)CGG>CAG p.R558Q

Pat_58 Pre-Treatment SMG6 23293 37 17 2203361 2203361 Missense_Mutation SNP G T 4 63 c.686C>A c.(685-687)ACC>AAC p.T229N

Pat_58 Pre-Treatment ZZEF1 23140 37 17 3954131 3954131 Missense_Mutation SNP C T 4 66 c.5807G>A c.(5806-5808)CGG>CAG p.R1936Q

Pat_58 Pre-Treatment SLC2A4 6517 37 17 7187929 7187929 Missense_Mutation SNP C T 4 70 c.853C>T c.(853-855)CGG>TGG p.R285W

Pat_58 Pre-Treatment MYH4 4622 37 17 10348301 10348301 Missense_Mutation SNP C T 14 39 c.5458G>A c.(5458-5460)GAG>AAG p.E1820K

Pat_58 Pre-Treatment MYH2 4620 37 17 10432565 10432565 Missense_Mutation SNP C T 10 25 c.3268G>A c.(3268-3270)GAG>AAG p.E1090K

Pat_58 Pre-Treatment TEKT3 64518 37 17 15231338 15231338 Missense_Mutation SNP G A 16 78 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_58 Pre-Treatment ZNF624 57547 37 17 16526195 16526195 Missense_Mutation SNP T C 4 55 c.2005A>G c.(2005-2007)AAA>GAA p.K669E

Pat_58 Pre-Treatment FBXW10 10517 37 17 18647940 18647940 Missense_Mutation SNP G A 5 152 c.383G>A c.(382-384)AGC>AAC p.S128N

Pat_58 Pre-Treatment TAOK1 57551 37 17 27844579 27844579 Nonsense_Mutation SNP C T 5 146 c.1813C>T c.(1813-1815)CGA>TGA p.R605*

Pat_58 Pre-Treatment GPR179 440435 37 17 36485350 36485350 Missense_Mutation SNP G A 4 48 c.4102C>T c.(4102-4104)CCA>TCA p.P1368S

Pat_58 Pre-Treatment PLXDC1 57125 37 17 37224186 37224186 Missense_Mutation SNP C T 10 37 c.1410G>A c.(1408-1410)ATG>ATA p.M470I

Pat_58 Pre-Treatment KRTAP4-4 84616 37 17 39316834 39316834 Missense_Mutation SNP C T 5 144 c.110G>A c.(109-111)CGC>CAC p.R37H

Pat_58 Pre-Treatment CACNA1G 8913 37 17 48669167 48669167 Missense_Mutation SNP C T 4 72 c.2707C>T c.(2707-2709)CGG>TGG p.R903W

Pat_58 Pre-Treatment COIL 8161 37 17 55027593 55027593 Missense_Mutation SNP G A 4 66 c.1010C>T c.(1009-1011)GCT>GTT p.A337V

Pat_58 Pre-Treatment KCNJ2 3759 37 17 68172154 68172154 Missense_Mutation SNP G A 4 45 c.974G>A c.(973-975)CGC>CAC p.R325H

Pat_58 Pre-Treatment SOX9 6662 37 17 70120373 70120373 Missense_Mutation SNP G A 36 110 c.1375G>A c.(1375-1377)GGC>AGC p.G459S

Pat_58 Pre-Treatment GGA3 23163 37 17 73242839 73242839 Missense_Mutation SNP C T 7 30 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_58 Pre-Treatment KIAA0195 9772 37 17 73489139 73489139 Missense_Mutation SNP C T 6 25 c.2042C>T c.(2041-2043)CCC>CTC p.P681L

Pat_58 Pre-Treatment UNK 85451 37 17 73808245 73808245 Missense_Mutation SNP C T 6 86 c.595C>T c.(595-597)CGT>TGT p.R199C

Pat_58 Pre-Treatment FBF1 85302 37 17 73915951 73915951 Missense_Mutation SNP G A 4 58 c.1891C>T c.(1891-1893)CGC>TGC p.R631C

Pat_58 Pre-Treatment PPP4R1 9989 37 18 9570494 9570494 Missense_Mutation SNP A G 3 47 c.1234T>C c.(1234-1236)TCA>CCA p.S412P

Pat_58 Pre-Treatment ZNF521 25925 37 18 22804770 22804770 Missense_Mutation SNP G A 14 36 c.3112C>T c.(3112-3114)CAT>TAT p.H1038Y

Pat_58 Pre-Treatment DSC3 1825 37 18 28598204 28598204 Missense_Mutation SNP C T 6 21 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_58 Pre-Treatment DSG3 1830 37 18 29052688 29052688 Missense_Mutation SNP G A 4 16 c.2038G>A c.(2038-2040)GAA>AAA p.E680K

Pat_58 Pre-Treatment ZNF271 10778 37 18 32886791 32886791 Missense_Mutation SNP C T 9 35 c.203C>T c.(202-204)TCC>TTC p.S68F

Pat_58 Pre-Treatment NEDD4L 23327 37 18 56037691 56037691 Missense_Mutation SNP G A 15 35 c.2248G>A c.(2248-2250)GAA>AAA p.E750K

Pat_58 Pre-Treatment CDH20 28316 37 18 59221482 59221482 Missense_Mutation SNP G A 40 110 c.1960G>A c.(1960-1962)GAC>AAC p.D654N

Pat_58 Pre-Treatment ZCCHC2 54877 37 18 60241382 60241382 Missense_Mutation SNP C T 5 98 c.2068C>T c.(2068-2070)CCT>TCT p.P690S

Pat_58 Pre-Treatment CDH7 1005 37 18 63511228 63511228 Missense_Mutation SNP G A 11 61 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_58 Pre-Treatment ZNF236 7776 37 18 74622104 74622104 Missense_Mutation SNP G A 4 72 c.2626G>A c.(2626-2628)GAA>AAA p.E876K

Pat_58 Pre-Treatment CLPP 8192 37 19 6364549 6364549 Missense_Mutation SNP G A 3 30 c.454G>A c.(454-456)GCC>ACC p.A152T

Pat_58 Pre-Treatment PNPLA6 10908 37 19 7605810 7605810 Missense_Mutation SNP G A 4 40 c.824G>A c.(823-825)GGT>GAT p.G275D

Pat_58 Pre-Treatment MUC16 94025 37 19 9091708 9091708 Missense_Mutation SNP C T 16 21 c.107G>A c.(106-108)GGA>GAA p.G36E

Pat_58 Pre-Treatment QTRT1 81890 37 19 10823637 10823637 Missense_Mutation SNP G A 4 51 c.980G>A c.(979-981)CGC>CAC p.R327H

Pat_58 Pre-Treatment CYP4F12 66002 37 19 15807003 15807003 Missense_Mutation SNP C T 29 62 c.1282C>T c.(1282-1284)CAT>TAT p.H428Y

Pat_58 Pre-Treatment MYO9B 4650 37 19 17283697 17283697 Missense_Mutation SNP C T 4 43 c.2065C>T c.(2065-2067)CGG>TGG p.R689W

Pat_58 Pre-Treatment SLC5A5 6528 37 19 17992993 17992993 Missense_Mutation SNP G A 4 72 c.1207G>A c.(1207-1209)GCC>ACC p.A403T

Pat_58 Pre-Treatment CCDC124 115098 37 19 18054360 18054360 Missense_Mutation SNP C T 3 23 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_58 Pre-Treatment ZNF431 170959 37 19 21366366 21366366 Missense_Mutation SNP G A 6 166 c.1260G>A c.(1258-1260)ATG>ATA p.M420I

Pat_58 Pre-Treatment ZNF208 7757 37 19 22154522 22154522 Missense_Mutation SNP C T 32 129 c.2930G>A c.(2929-2931)AGA>AAA p.R977K

Pat_58 Pre-Treatment ZNF607 84775 37 19 38189447 38189447 Missense_Mutation SNP C T 5 79 c.1585G>A c.(1585-1587)GGT>AGT p.G529S

Pat_58 Pre-Treatment RYR1 6261 37 19 39039016 39039016 Missense_Mutation SNP G A 4 67 c.12238G>A c.(12238-12240)GTA>ATA p.V4080I

Pat_58 Pre-Treatment IL28B 282617 37 19 39734321 39734321 Missense_Mutation SNP A G 3 12 c.542T>C c.(541-543)CTC>CCC p.L181P



Pat_58 Pre-Treatment CEACAM5 1048 37 19 42224958 42224958 Missense_Mutation SNP A G 30 88 c.1888A>G c.(1888-1890)AAT>GAT p.N630D

Pat_58 Pre-Treatment ERF 2077 37 19 42753111 42753111 Missense_Mutation SNP C T 5 91 c.1153G>A c.(1153-1155)GGA>AGA p.G385R

Pat_58 Pre-Treatment CIC 23152 37 19 42791880 42791880 Splice_Site SNP G A 4 54 c.765_splice c.e5+1 p.Q255_splice

Pat_58 Pre-Treatment LIPE 3991 37 19 42911939 42911939 Missense_Mutation SNP A T 3 33 c.1661T>A c.(1660-1662)CTG>CAG p.L554Q

Pat_58 Pre-Treatment PSG6 5675 37 19 43411773 43411773 Nonsense_Mutation SNP G A 6 137 c.940C>T c.(940-942)CGA>TGA p.R314*

Pat_58 Pre-Treatment PSG9 5678 37 19 43771986 43771986 Missense_Mutation SNP C T 35 116 c.380G>A c.(379-381)CGA>CAA p.R127Q

Pat_58 Pre-Treatment NPAS1 4861 37 19 47548577 47548577 Missense_Mutation SNP G A 17 41 c.1441G>A c.(1441-1443)GAG>AAG p.E481K

Pat_58 Pre-Treatment DHDH 27294 37 19 49445771 49445771 Missense_Mutation SNP G A 4 70 c.694G>A c.(694-696)GTG>ATG p.V232M

Pat_58 Pre-Treatment DKKL1 27120 37 19 49868779 49868779 Missense_Mutation SNP G A 4 38 c.197G>A c.(196-198)CGG>CAG p.R66Q

Pat_58 Pre-Treatment KLK15 55554 37 19 51330220 51330220 Missense_Mutation SNP G A 5 24 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Pre-Treatment TSEN34 79042 37 19 54696042 54696042 Missense_Mutation SNP C G 19 84 c.563C>G c.(562-564)GCC>GGC p.A188G

Pat_58 Pre-Treatment KIR3DX1 90011 37 19 55048172 55048172 Missense_Mutation SNP G A 12 36 c.40G>A c.(40-42)GAA>AAA p.E14K

Pat_58 Pre-Treatment C19orf51 352909 37 19 55677365 55677365 Missense_Mutation SNP G A 5 46 c.89C>T c.(88-90)CCT>CTT p.P30L

Pat_58 Pre-Treatment PEG3 5178 37 19 57325129 57325129 Missense_Mutation SNP C T 12 45 c.4681G>A c.(4681-4683)GAG>AAG p.E1561K

Pat_58 Pre-Treatment MATN3 4148 37 2 20202940 20202940 Missense_Mutation SNP C T 4 64 c.898G>A c.(898-900)GAC>AAC p.D300N

Pat_58 Pre-Treatment GTF3C2 2976 37 2 27560826 27560826 Missense_Mutation SNP G A 81 221 c.917C>T c.(916-918)CCT>CTT p.P306L

Pat_58 Pre-Treatment KCNG3 170850 37 2 42671595 42671595 Missense_Mutation SNP G A 23 64 c.790C>T c.(790-792)CCG>TCG p.P264S

Pat_58 Pre-Treatment SRBD1 55133 37 2 45801772 45801772 Missense_Mutation SNP C T 5 66 c.1163G>A c.(1162-1164)CGG>CAG p.R388Q

Pat_58 Pre-Treatment TET3 200424 37 2 74300721 74300721 Missense_Mutation SNP G A 4 8 c.2135G>A c.(2134-2136)GGA>GAA p.G712E

Pat_58 Pre-Treatment SMYD1 150572 37 2 88383938 88383938 Missense_Mutation SNP G A 16 53 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_58 Pre-Treatment GCC2 9648 37 2 109124081 109124081 Nonsense_Mutation SNP C T 14 31 c.5050C>T c.(5050-5052)CGA>TGA p.R1684*

Pat_58 Pre-Treatment PAX8 7849 37 2 114000279 114000279 Missense_Mutation SNP C T 5 126 c.466G>A c.(466-468)GGA>AGA p.G156R

Pat_58 Pre-Treatment CNTNAP5 129684 37 2 125547652 125547652 Missense_Mutation SNP G A 8 27 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_58 Pre-Treatment SCN2A 6326 37 2 166152377 166152377 Missense_Mutation SNP G A 3 27 c.44G>A c.(43-45)CGC>CAC p.R15H

Pat_58 Pre-Treatment TTN 7273 37 2 179554591 179554591 Missense_Mutation SNP C T 19 52 c.28063G>A c.(28063-28065)GAA>AAA p.E9355K

Pat_58 Pre-Treatment TTN 7273 37 2 179611173 179611173 Missense_Mutation SNP T A 8 27 c.15954A>T c.(15952-15954)GAA>GAT p.E5318D

Pat_58 Pre-Treatment TTN 7273 37 2 179611175 179611175 Missense_Mutation SNP C T 8 28 c.15952G>A c.(15952-15954)GAA>AAA p.E5318K

Pat_58 Pre-Treatment TTN 7273 37 2 179616629 179616629 Nonsense_Mutation SNP C A 22 63 c.10498G>T c.(10498-10500)GAA>TAA p.E3500*

Pat_58 Pre-Treatment PDE1A 5136 37 2 183129116 183129116 Missense_Mutation SNP C T 12 37 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_58 Pre-Treatment MYO1B 4430 37 2 192160877 192160877 Missense_Mutation SNP G A 3 24 c.176G>A c.(175-177)CGG>CAG p.R59Q

Pat_58 Pre-Treatment NRP2 8828 37 2 206617576 206617576 Missense_Mutation SNP C T 4 26 c.1921C>T c.(1921-1923)CCT>TCT p.P641S

Pat_58 Pre-Treatment EPHA4 2043 37 2 222433437 222433437 Splice_Site SNP C G 4 27 c.159_splice c.e2+1 p.G53_splice

Pat_58 Pre-Treatment ECEL1 9427 37 2 233349183 233349183 Missense_Mutation SNP G A 6 129 c.1183C>T c.(1183-1185)CGG>TGG p.R395W

Pat_58 Pre-Treatment DNAJB3 414061 37 2 234652194 234652194 Missense_Mutation SNP C G 11 35 c.369G>C c.(367-369)TTG>TTC p.L123F

Pat_58 Pre-Treatment IQCA1 79781 37 2 237406078 237406078 Missense_Mutation SNP C T 5 11 c.64G>A c.(64-66)GAT>AAT p.D22N

Pat_58 Pre-Treatment XRN2 22803 37 20 21309263 21309263 Missense_Mutation SNP G A 4 56 c.382G>A c.(382-384)GCA>ACA p.A128T

Pat_58 Pre-Treatment MYBL2 4605 37 20 42315625 42315625 Nonsense_Mutation SNP G A 3 31 c.413G>A c.(412-414)TGG>TAG p.W138*

Pat_58 Pre-Treatment ARFGAP1 55738 37 20 61919073 61919073 Missense_Mutation SNP G A 3 18 c.1069G>A c.(1069-1071)GAG>AAG p.E357K

Pat_58 Pre-Treatment MX2 4600 37 21 42778797 42778797 Nonsense_Mutation SNP C T 19 49 c.1777C>T c.(1777-1779)CGA>TGA p.R593*

Pat_58 Pre-Treatment RIPK4 54101 37 21 43187175 43187175 Nonsense_Mutation SNP C T 4 5 c.27G>A c.(25-27)TGG>TGA p.W9*

Pat_58 Pre-Treatment PCNT 5116 37 21 47809213 47809213 Missense_Mutation SNP G A 4 67 c.3707G>A c.(3706-3708)AGC>AAC p.S1236N

Pat_58 Pre-Treatment PI4KA 5297 37 22 21119177 21119177 Missense_Mutation SNP G A 24 22 c.2462C>T c.(2461-2463)TCC>TTC p.S821F

Pat_58 Pre-Treatment UPB1 51733 37 22 24919664 24919664 Missense_Mutation SNP C T 4 60 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_58 Pre-Treatment LARGE 9215 37 22 33673116 33673116 Missense_Mutation SNP G A 4 57 c.2003C>T c.(2002-2004)CCG>CTG p.P668L

Pat_58 Pre-Treatment HMOX1 3162 37 22 35789529 35789529 Nonsense_Mutation SNP C T 42 78 c.805C>T c.(805-807)CGA>TGA p.R269*

Pat_58 Pre-Treatment EFCAB6 64800 37 22 44178131 44178131 Nonsense_Mutation SNP G C 4 41 c.68C>G c.(67-69)TCA>TGA p.S23*

Pat_58 Pre-Treatment CLASP2 23122 37 3 33650098 33650098 Missense_Mutation SNP T C 3 28 c.1409A>G c.(1408-1410)GAT>GGT p.D470G



Pat_58 Pre-Treatment EXOG 9941 37 3 38565470 38565470 Missense_Mutation SNP G A 4 51 c.724G>A c.(724-726)GAA>AAA p.E242K

Pat_58 Pre-Treatment EXOSC7 23016 37 3 45031134 45031134 Missense_Mutation SNP C A 4 23 c.252C>A c.(250-252)GAC>GAA p.D84E

Pat_58 Pre-Treatment SETD2 29072 37 3 47164279 47164279 Missense_Mutation SNP G A 3 22 c.1847C>T c.(1846-1848)GCT>GTT p.A616V

Pat_58 Pre-Treatment COL7A1 1294 37 3 48629118 48629118 Missense_Mutation SNP C T 4 42 c.1495G>A c.(1495-1497)GTG>ATG p.V499M

Pat_58 Pre-Treatment GRM2 2912 37 3 51749930 51749930 Missense_Mutation SNP G A 4 52 c.2141G>A c.(2140-2142)CGG>CAG p.R714Q

Pat_58 Pre-Treatment ERC2 26059 37 3 56330265 56330265 Missense_Mutation SNP C T 41 132 c.856G>A c.(856-858)GAA>AAA p.E286K

Pat_58 Pre-Treatment ADCY5 111 37 3 123019022 123019022 Missense_Mutation SNP C T 4 51 c.2845G>A c.(2845-2847)GTG>ATG p.V949M

Pat_58 Pre-Treatment KALRN 8997 37 3 124165073 124165073 Missense_Mutation SNP C T 4 60 c.3373C>T c.(3373-3375)CGG>TGG p.R1125W

Pat_58 Pre-Treatment TRH 7200 37 3 129695731 129695731 Missense_Mutation SNP G A 6 55 c.401G>A c.(400-402)CGG>CAG p.R134Q

Pat_58 Pre-Treatment PPM1L 151742 37 3 160783314 160783314 Missense_Mutation SNP C T 19 53 c.698C>T c.(697-699)CCT>CTT p.P233L

Pat_58 Pre-Treatment B3GALNT1 8706 37 3 160804396 160804396 Nonsense_Mutation SNP C T 4 58 c.147G>A c.(145-147)TGG>TGA p.W49*

Pat_58 Pre-Treatment MUC4 4585 37 3 195509909 195509909 Missense_Mutation SNP G A 2 0 c.8158C>T c.(8158-8160)CCT>TCT p.P2720S

Pat_58 Pre-Treatment TM4SF19 116211 37 3 196053840 196053840 Missense_Mutation SNP C T 4 40 c.265G>A c.(265-267)GGG>AGG p.G89R

Pat_58 Pre-Treatment ZNF721 170960 37 4 436043 436043 Missense_Mutation SNP G T 10 28 c.2213C>A c.(2212-2214)ACA>AAA p.T738K

Pat_58 Pre-Treatment LETM1 3954 37 4 1818548 1818548 Nonsense_Mutation SNP G A 4 79 c.1837C>T c.(1837-1839)CAG>TAG p.Q613*

Pat_58 Pre-Treatment HTT 3064 37 4 3215820 3215820 Missense_Mutation SNP G A 3 29 c.6916G>A c.(6916-6918)GCC>ACC p.A2306T

Pat_58 Pre-Treatment GPR78 27201 37 4 8588947 8588947 Missense_Mutation SNP C T 18 52 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_58 Pre-Treatment PI4K2B 55300 37 4 25253996 25253996 Missense_Mutation SNP G A 4 65 c.322G>A c.(322-324)GAT>AAT p.D108N

Pat_58 Pre-Treatment CWH43 80157 37 4 49032922 49032922 Missense_Mutation SNP G A 14 62 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_58 Pre-Treatment NKX6-1 4825 37 4 85419372 85419372 Missense_Mutation SNP C T 3 16 c.10G>A c.(10-12)GTG>ATG p.V4M

Pat_58 Pre-Treatment EGF 1950 37 4 110932470 110932470 Missense_Mutation SNP G A 15 51 c.3483G>A c.(3481-3483)ATG>ATA p.M1161I

Pat_58 Pre-Treatment BBS7 55212 37 4 122760836 122760836 Missense_Mutation SNP G A 6 23 c.1321C>T c.(1321-1323)CTT>TTT p.L441F

Pat_58 Pre-Treatment SETD7 80854 37 4 140439043 140439043 Missense_Mutation SNP C T 5 96 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_58 Pre-Treatment TMEM184C 55751 37 4 148555322 148555322 Missense_Mutation SNP C T 3 21 c.1054C>T c.(1054-1056)CGG>TGG p.R352W

Pat_58 Pre-Treatment MAP9 79884 37 4 156278607 156278607 Missense_Mutation SNP G A 12 32 c.1115C>T c.(1114-1116)TCT>TTT p.S372F

Pat_58 Pre-Treatment SPOCK3 50859 37 4 167658743 167658743 Missense_Mutation SNP G A 20 99 c.1016C>T c.(1015-1017)CCC>CTC p.P339L

Pat_58 Pre-Treatment PRDM9 56979 37 5 23527052 23527052 Missense_Mutation SNP C T 5 105 c.1855C>T c.(1855-1857)CGG>TGG p.R619W

Pat_58 Pre-Treatment ITGA2 3673 37 5 52347370 52347370 Missense_Mutation SNP G A 4 77 c.760G>A c.(760-762)GGA>AGA p.G254R

Pat_58 Pre-Treatment DMGDH 29958 37 5 78338173 78338173 Missense_Mutation SNP G A 4 37 c.1126C>T c.(1126-1128)CCT>TCT p.P376S

Pat_58 Pre-Treatment JMY 133746 37 5 78596054 78596054 Nonsense_Mutation SNP C T 29 80 c.1606C>T c.(1606-1608)CAG>TAG p.Q536*

Pat_58 Pre-Treatment SNCAIP 9627 37 5 121780390 121780390 Missense_Mutation SNP G A 4 50 c.1555G>A c.(1555-1557)GCC>ACC p.A519T

Pat_58 Pre-Treatment PCDHA11 56138 37 5 140248752 140248752 Missense_Mutation SNP G A 15 53 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_58 Pre-Treatment PCDHB4 56131 37 5 140503847 140503847 Missense_Mutation SNP G A 27 77 c.2267G>A c.(2266-2268)GGA>GAA p.G756E

Pat_58 Pre-Treatment PCDHB5 26167 37 5 140515773 140515773 Missense_Mutation SNP G A 60 203 c.757G>A c.(757-759)GAG>AAG p.E253K

Pat_58 Pre-Treatment PCDHB5 26167 37 5 140516739 140516739 Missense_Mutation SNP G A 5 68 c.1723G>A c.(1723-1725)GTG>ATG p.V575M

Pat_58 Pre-Treatment PCDHB7 56129 37 5 140552652 140552652 Missense_Mutation SNP C T 19 53 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_58 Pre-Treatment CAMK2A 815 37 5 149636182 149636182 Missense_Mutation SNP G A 4 38 c.365C>T c.(364-366)GCT>GTT p.A122V

Pat_58 Pre-Treatment GEMIN5 25929 37 5 154275814 154275815 Missense_Mutation DNP GT AA 3 29 c.3434_3435AC>TT c.(3433-3435)TAC>TTT p.Y1145F

Pat_58 Pre-Treatment KIF4B 285643 37 5 154394854 154394854 Missense_Mutation SNP G A 24 57 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_58 Pre-Treatment C5orf40 408263 37 5 156770118 156770118 Missense_Mutation SNP G A 10 28 c.427C>T c.(427-429)CCG>TCG p.P143S

Pat_58 Pre-Treatment ODZ2 57451 37 5 167379679 167379679 Missense_Mutation SNP G A 4 47 c.799G>A c.(799-801)GCC>ACC p.A267T

Pat_58 Pre-Treatment OR2Y1 134083 37 5 180166481 180166481 Missense_Mutation SNP C T 16 50 c.578G>A c.(577-579)GGA>GAA p.G193E

Pat_58 Pre-Treatment SYCP2L 221711 37 6 10935349 10935349 Missense_Mutation SNP C T 9 35 c.1742C>T c.(1741-1743)CCA>CTA p.P581L

Pat_58 Pre-Treatment DHX16 8449 37 6 30633288 30633288 Missense_Mutation SNP G A 19 62 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_58 Pre-Treatment MUC21 394263 37 6 30954947 30954947 Missense_Mutation SNP A C 12 589 c.995A>C c.(994-996)AAC>ACC p.N332T

Pat_58 Pre-Treatment MICA 4276 37 6 31378439 31378439 Missense_Mutation SNP T C 4 30 c.190T>C c.(190-192)TGC>CGC p.C64R

Pat_58 Pre-Treatment TNXB 7148 37 6 32025954 32025955 Missense_Mutation DNP CC AA 4 50 c.7705_7706GG>TTc.(7705-7707)GGG>TTG p.G2569L



Pat_58 Pre-Treatment DNAH8 1769 37 6 38840720 38840720 Missense_Mutation SNP G C 10 17 c.6625G>C c.(6625-6627)GCC>CCC p.A2209P

Pat_58 Pre-Treatment TTBK1 84630 37 6 43230630 43230630 Missense_Mutation SNP G A 3 23 c.1528G>A c.(1528-1530)GGC>AGC p.G510S

Pat_58 Pre-Treatment TDRD6 221400 37 6 46657437 46657437 Nonsense_Mutation SNP T A 16 80 c.1572T>A c.(1570-1572)TAT>TAA p.Y524*

Pat_58 Pre-Treatment BCKDHB 594 37 6 80912831 80912831 Nonsense_Mutation SNP C T 4 52 c.853C>T c.(853-855)CGA>TGA p.R285*

Pat_58 Pre-Treatment ZNF292 23036 37 6 87925717 87925717 Nonsense_Mutation SNP C T 10 38 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_58 Pre-Treatment ZNF292 23036 37 6 87966906 87966906 Missense_Mutation SNP G A 14 28 c.3559G>A c.(3559-3561)GTC>ATC p.V1187I

Pat_58 Pre-Treatment GRIK2 2898 37 6 102124506 102124506 Missense_Mutation SNP C T 6 35 c.550C>T c.(550-552)CGT>TGT p.R184C

Pat_58 Pre-Treatment DCBLD1 285761 37 6 117859900 117859900 Missense_Mutation SNP A G 3 30 c.878A>G c.(877-879)CAG>CGG p.Q293R

Pat_58 Pre-Treatment MYCT1 80177 37 6 153043051 153043051 Missense_Mutation SNP G A 28 67 c.371G>A c.(370-372)GGA>GAA p.G124E

Pat_58 Pre-Treatment MAD1L1 8379 37 7 2054189 2054189 Missense_Mutation SNP C T 4 30 c.1307G>A c.(1306-1308)CGG>CAG p.R436Q

Pat_58 Pre-Treatment CREB5 9586 37 7 28848934 28848934 Missense_Mutation SNP G A 4 53 c.1157G>A c.(1156-1158)CGG>CAG p.R386Q

Pat_58 Pre-Treatment NEUROD6 63974 37 7 31378228 31378228 Missense_Mutation SNP G A 11 32 c.655C>T c.(655-657)CCC>TCC p.P219S

Pat_58 Pre-Treatment PDE1C 5137 37 7 31862845 31862845 Missense_Mutation SNP G A 9 30 c.1424C>T c.(1423-1425)TCG>TTG p.S475L

Pat_58 Pre-Treatment POLR2J4 84820 37 7 44005467 44005467 Missense_Mutation SNP C T 4 32 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_58 Pre-Treatment PHKG1 5260 37 7 56155446 56155446 Missense_Mutation SNP C T 19 27 c.107G>A c.(106-108)CGA>CAA p.R36Q

Pat_58 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 5 75 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_58 Pre-Treatment ZNF727 442319 37 7 63538824 63538824 Missense_Mutation SNP G A 5 55 c.1397G>A c.(1396-1398)AGC>AAC p.S466N

Pat_58 Pre-Treatment CDK6 1021 37 7 92462448 92462448 Missense_Mutation SNP C T 3 20 c.190G>A c.(190-192)GTG>ATG p.V64M

Pat_58 Pre-Treatment DLX6 1750 37 7 96635571 96635571 Missense_Mutation SNP C G 3 10 c.198C>G c.(196-198)CAC>CAG p.H66Q

Pat_58 Pre-Treatment ASNS 440 37 7 97488576 97488576 Missense_Mutation SNP G A 5 108 c.622C>T c.(622-624)CGG>TGG p.R208W

Pat_58 Pre-Treatment LMTK2 22853 37 7 97821170 97821170 Missense_Mutation SNP G A 4 66 c.1393G>A c.(1393-1395)GTG>ATG p.V465M

Pat_58 Pre-Treatment TRRAP 8295 37 7 98490140 98490140 Missense_Mutation SNP C T 5 92 c.355C>T c.(355-357)CGC>TGC p.R119C

Pat_58 Pre-Treatment C7orf61 402573 37 7 100061137 100061137 Missense_Mutation SNP G A 4 63 c.236C>T c.(235-237)CCC>CTC p.P79L

Pat_58 Pre-Treatment MUC17 140453 37 7 100683647 100683647 Missense_Mutation SNP G A 130 582 c.8950G>A c.(8950-8952)GAA>AAA p.E2984K

Pat_58 Pre-Treatment SND1 27044 37 7 127343369 127343369 Missense_Mutation SNP C T 4 63 c.832C>T c.(832-834)CTT>TTT p.L278F

Pat_58 Pre-Treatment ZC3HAV1 56829 37 7 138764620 138764620 Missense_Mutation SNP G A 5 111 c.1067C>T c.(1066-1068)GCC>GTC p.A356V

Pat_58 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 48 30 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_58 Pre-Treatment OR9A2 135924 37 7 142723927 142723927 Missense_Mutation SNP G A 10 41 c.293C>T c.(292-294)TCG>TTG p.S98L

Pat_58 Pre-Treatment SSPO 23145 37 7 149523307 149523307 Missense_Mutation SNP C T 4 38 c.14390C>T c.(14389-14391)GCA>GTA p.A4797V

Pat_58 Pre-Treatment DLGAP2 9228 37 8 1616614 1616614 Missense_Mutation SNP G A 3 8 c.1690G>A c.(1690-1692)GAC>AAC p.D564N

Pat_58 Pre-Treatment NAT2 10 37 8 18258201 18258201 Missense_Mutation SNP G A 4 66 c.688G>A c.(688-690)GGG>AGG p.G230R

Pat_58 Pre-Treatment BMP1 649 37 8 22059345 22059345 Missense_Mutation SNP G A 3 30 c.2137G>A c.(2137-2139)GGC>AGC p.G713S

Pat_58 Pre-Treatment EXTL3 2137 37 8 28574136 28574136 Missense_Mutation SNP G A 5 78 c.560G>A c.(559-561)CGT>CAT p.R187H

Pat_58 Pre-Treatment POLB 5423 37 8 42229086 42229086 Missense_Mutation SNP G A 3 17 c.919G>A c.(919-921)GCA>ACA p.A307T

Pat_58 Pre-Treatment TRIM55 84675 37 8 67086715 67086715 Missense_Mutation SNP G A 24 59 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_58 Pre-Treatment CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 12 36 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_58 Pre-Treatment FBXO10 26267 37 9 37521629 37521629 Missense_Mutation SNP C T 11 19 c.2137G>A c.(2137-2139)GAC>AAC p.D713N

Pat_58 Pre-Treatment TLE1 7088 37 9 84268926 84268926 Missense_Mutation SNP G A 4 45 c.260C>T c.(259-261)ACG>ATG p.T87M

Pat_58 Pre-Treatment SECISBP2 79048 37 9 91940568 91940568 Missense_Mutation SNP C A 4 62 c.409C>A c.(409-411)CAA>AAA p.Q137K

Pat_58 Pre-Treatment IPPK 64768 37 9 95396667 95396667 Splice_Site SNP C A 4 39 c.1170_splice c.e11+1 p.K390_splice

Pat_58 Pre-Treatment EPB41L4B 54566 37 9 111954631 111954631 Missense_Mutation SNP G A 8 39 c.2228C>T c.(2227-2229)CCC>CTC p.P743L

Pat_58 Pre-Treatment C9orf84 158401 37 9 114490105 114490105 Missense_Mutation SNP C T 13 25 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_58 Pre-Treatment PAPPA 5069 37 9 118997788 118997788 Missense_Mutation SNP G T 3 14 c.2604G>T c.(2602-2604)ATG>ATT p.M868I

Pat_58 Pre-Treatment MAPKAP1 79109 37 9 128206856 128206856 Missense_Mutation SNP G A 4 67 c.1367C>T c.(1366-1368)ACG>ATG p.T456M

Pat_58 Pre-Treatment ARSF 416 37 X 3030406 3030406 Missense_Mutation SNP G A 25 58 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_58 Pre-Treatment MXRA5 25878 37 X 3248289 3248289 Missense_Mutation SNP C T 8 22 c.479G>A c.(478-480)GGA>GAA p.G160E

Pat_58 Pre-Treatment FAM47A 158724 37 X 34150139 34150139 Missense_Mutation SNP G A 17 66 c.257C>T c.(256-258)CCC>CTC p.P86L



Pat_58 Pre-Treatment SUV39H1 6839 37 X 48564896 48564896 Missense_Mutation SNP C T 3 3 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_58 Pre-Treatment CACNA1F 778 37 X 49076214 49076214 Missense_Mutation SNP C T 3 13 c.2455G>A c.(2455-2457)GAA>AAA p.E819K

Pat_58 Pre-Treatment PAGE3 139793 37 X 55287057 55287057 Missense_Mutation SNP G A 3 39 c.229C>T c.(229-231)CGG>TGG p.R77W

Pat_58 Pre-Treatment OGT 8473 37 X 70781638 70781638 Missense_Mutation SNP G A 4 12 c.1865G>A c.(1864-1866)GGA>GAA p.G622E

Pat_58 Pre-Treatment KIAA2022 340533 37 X 73961331 73961331 Missense_Mutation SNP C T 13 41 c.3061G>A c.(3061-3063)GAT>AAT p.D1021N

Pat_58 Pre-Treatment LPAR4 2846 37 X 78010751 78010751 Missense_Mutation SNP C T 5 69 c.385C>T c.(385-387)CTC>TTC p.L129F

Pat_58 Pre-Treatment CPXCR1 53336 37 X 88009059 88009059 Missense_Mutation SNP G A 7 28 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_58 Pre-Treatment DOCK11 139818 37 X 117773445 117773445 Missense_Mutation SNP C T 16 78 c.4049C>T c.(4048-4050)TCG>TTG p.S1350L

Pat_58 Pre-Treatment RHOXF2B 727940 37 X 119210996 119210996 Missense_Mutation SNP C T 8 18 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_58 Pre-Treatment ZBTB33 10009 37 X 119388238 119388238 Missense_Mutation SNP G A 19 84 c.968G>A c.(967-969)GGA>GAA p.G323E

Pat_58 Pre-Treatment ODZ1 10178 37 X 123517777 123517777 Missense_Mutation SNP C T 5 80 c.6983G>A c.(6982-6984)AGC>AAC p.S2328N

Pat_58 Pre-Treatment GABRE 2564 37 X 151123487 151123487 Missense_Mutation SNP C T 7 11 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_58 Pre-Treatment FAM58A 92002 37 X 152858142 152858142 Missense_Mutation SNP C T 4 28 c.293G>A c.(292-294)AGC>AAC p.S98N

Pat_58 Pre-Treatment NAA10 8260 37 X 153195562 153195562 Missense_Mutation SNP C T 5 77 c.586G>A c.(586-588)GAG>AAG p.E196K

Pat_58 Pre-Treatment MPP1 4354 37 X 154013421 154013421 Missense_Mutation SNP C T 3 22 c.689G>A c.(688-690)AGT>AAT p.S230N

Pat_58 Post-Resistance CA6 765 37 1 9027747 9027747 Missense_Mutation SNP G A 4 318 c.601G>A c.(601-603)GTT>ATT p.V201I

Pat_58 Post-Resistance UBE4B 10277 37 1 10228311 10228311 Nonsense_Mutation SNP A T 27 90 c.3316A>T c.(3316-3318)AAG>TAG p.K1106*

Pat_58 Post-Resistance LOC649330 649330 37 1 12907458 12907458 Missense_Mutation SNP T C 6 224 c.685A>G c.(685-687)ACG>GCG p.T229A

Pat_58 Post-Resistance NBPF1 55672 37 1 16918653 16918653 Splice_Site SNP C T 4 160 c.-35_splice c.e6+1

Pat_58 Post-Resistance MST1P9 11223 37 1 17085872 17085872 Missense_Mutation SNP A G 6 73 c.949T>C c.(949-951)TGG>CGG p.W317R

Pat_58 Post-Resistance CROCC 9696 37 1 17272075 17272075 Missense_Mutation SNP G A 5 31 c.2110G>A c.(2110-2112)GCC>ACC p.A704T

Pat_58 Post-Resistance RPL11 6135 37 1 24021193 24021193 Missense_Mutation SNP G A 93 209 c.308G>A c.(307-309)GGA>GAA p.G103E

Pat_58 Post-Resistance GALE 2582 37 1 24124707 24124707 Missense_Mutation SNP G A 4 158 c.251C>T c.(250-252)GCG>GTG p.A84V

Pat_58 Post-Resistance PTCH2 8643 37 1 45296653 45296653 Missense_Mutation SNP G A 26 50 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_58 Post-Resistance CYP4B1 1580 37 1 47279163 47279163 Missense_Mutation SNP G A 45 100 c.505G>A c.(505-507)GAA>AAA p.E169K

Pat_58 Post-Resistance S100A12 6283 37 1 153347041 153347041 Missense_Mutation SNP C T 146 337 c.28G>A c.(28-30)GGA>AGA p.G10R

Pat_58 Post-Resistance FDPS 2224 37 1 155282162 155282162 Nonsense_Mutation SNP G A 14 59 c.456G>A c.(454-456)TGG>TGA p.W152*

Pat_58 Post-Resistance VSIG8 391123 37 1 159827563 159827563 Missense_Mutation SNP C G 29 68 c.624G>C c.(622-624)CAG>CAC p.Q208H

Pat_58 Post-Resistance DUSP27 92235 37 1 167095933 167095933 Missense_Mutation SNP G A 95 147 c.1565G>A c.(1564-1566)AGC>AAC p.S522N

Pat_58 Post-Resistance TNR 7143 37 1 175375489 175375489 Missense_Mutation SNP G A 88 211 c.362C>T c.(361-363)CCC>CTC p.P121L

Pat_58 Post-Resistance PAPPA2 60676 37 1 176525627 176525627 Nonsense_Mutation SNP C T 219 80 c.169C>T c.(169-171)CGA>TGA p.R57*

Pat_58 Post-Resistance ASTN1 460 37 1 176915173 176915173 Missense_Mutation SNP C T 78 152 c.2138G>A c.(2137-2139)GGG>GAG p.G713E

Pat_58 Post-Resistance CEP350 9857 37 1 180044327 180044327 Missense_Mutation SNP A T 25 42 c.5738A>T c.(5737-5739)GAA>GTA p.E1913V

Pat_58 Post-Resistance PIGR 5284 37 1 207112655 207112655 Missense_Mutation SNP G A 36 77 c.197C>T c.(196-198)ACC>ATC p.T66I

Pat_58 Post-Resistance HIST3H3 8290 37 1 228612975 228612975 Missense_Mutation SNP G A 6 188 c.52C>T c.(52-54)CGC>TGC p.R18C

Pat_58 Post-Resistance KIAA1804 84451 37 1 233507802 233507802 Missense_Mutation SNP C T 97 176 c.1571C>T c.(1570-1572)ACC>ATC p.T524I

Pat_58 Post-Resistance RET 5979 37 10 43597792 43597792 Missense_Mutation SNP C T 79 48 c.340C>T c.(340-342)CGC>TGC p.R114C

Pat_58 Post-Resistance PSAP 5660 37 10 73587854 73587854 Missense_Mutation SNP G A 4 179 c.637C>T c.(637-639)CGG>TGG p.R213W

Pat_58 Post-Resistance PTEN 5728 37 10 89692899 89692899 Missense_Mutation SNP A C 184 133 c.383A>C c.(382-384)AAG>ACG p.K128T

Pat_58 Post-Resistance PLCE1 51196 37 10 95791173 95791173 Missense_Mutation SNP G A 67 55 c.370G>A c.(370-372)GAA>AAA p.E124K

Pat_58 Post-Resistance OBFC1 79991 37 10 105642449 105642449 Missense_Mutation SNP G A 4 211 c.1100C>T c.(1099-1101)GCG>GTG p.A367V

Pat_58 Post-Resistance OR52E2 119678 37 11 5080082 5080082 Missense_Mutation SNP G A 31 112 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_58 Post-Resistance TRIM6-TRIM34 445372 37 11 5624931 5624931 Missense_Mutation SNP C T 5 191 c.473C>T c.(472-474)ACG>ATG p.T158M

Pat_58 Post-Resistance OR52B2 255725 37 11 6191079 6191079 Missense_Mutation SNP G A 15 110 c.478C>T c.(478-480)CCA>TCA p.P160S

Pat_58 Post-Resistance OR10A6 390093 37 11 7949500 7949500 Missense_Mutation SNP G A 32 126 c.710C>T c.(709-711)GCC>GTC p.A237V

Pat_58 Post-Resistance OR4A16 81327 37 11 55111552 55111552 Missense_Mutation SNP G A 41 29 c.876G>A c.(874-876)ATG>ATA p.M292I

Pat_58 Post-Resistance OR5M8 219484 37 11 56258567 56258567 Missense_Mutation SNP G A 122 150 c.280C>T c.(280-282)CCT>TCT p.P94S



Pat_58 Post-Resistance P2RX3 5024 37 11 57137436 57137436 Missense_Mutation SNP C T 52 41 c.1160C>T c.(1159-1161)TCC>TTC p.S387F

Pat_58 Post-Resistance OR9Q2 219957 37 11 57958302 57958302 Missense_Mutation SNP C T 81 283 c.340C>T c.(340-342)CTT>TTT p.L114F

Pat_58 Post-Resistance OR5A1 219982 37 11 59211486 59211486 Missense_Mutation SNP C T 193 215 c.845C>T c.(844-846)TCA>TTA p.S282L

Pat_58 Post-Resistance CDC42BPG 55561 37 11 64608092 64608092 Missense_Mutation SNP A C 5 223 c.365T>G c.(364-366)GTG>GGG p.V122G

Pat_58 Post-Resistance KAT5 10524 37 11 65482186 65482186 Missense_Mutation SNP G A 7 696 c.812G>A c.(811-813)CGT>CAT p.R271H

Pat_58 Post-Resistance CLCF1 23529 37 11 67132696 67132696 Missense_Mutation SNP G A 4 126 c.589C>T c.(589-591)CGC>TGC p.R197C

Pat_58 Post-Resistance FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 4 97 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_58 Post-Resistance CNTN5 53942 37 11 99786792 99786792 Missense_Mutation SNP G A 17 20 c.584G>A c.(583-585)GGA>GAA p.G195E

Pat_58 Post-Resistance CNTN5 53942 37 11 100168359 100168360 Missense_Mutation DNP CC TT 20 40 c.2317_2318CC>TTc.(2317-2319)CCG>TTG p.P773L

Pat_58 Post-Resistance HTR3A 3359 37 11 113857451 113857451 Missense_Mutation SNP G C 55 157 c.935G>C c.(934-936)GGT>GCT p.G312A

Pat_58 Post-Resistance KCNJ1 3758 37 11 128709244 128709244 Missense_Mutation SNP C T 60 86 c.952G>A c.(952-954)GAG>AAG p.E318K

Pat_58 Post-Resistance CLEC9A 283420 37 12 10217331 10217331 Missense_Mutation SNP G T 120 254 c.472G>T c.(472-474)GAT>TAT p.D158Y

Pat_58 Post-Resistance PRB2 653247 37 12 11546009 11546009 Missense_Mutation SNP T G 5 445 c.1003A>C c.(1003-1005)AAA>CAA p.K335Q

Pat_58 Post-Resistance LOH12CR1 118426 37 12 12514232 12514232 Missense_Mutation SNP C T 141 244 c.151C>T c.(151-153)CCC>TCC p.P51S

Pat_58 Post-Resistance PPFIBP1 8496 37 12 27802985 27802985 Missense_Mutation SNP C A 50 117 c.514C>A c.(514-516)CTG>ATG p.L172M

Pat_58 Post-Resistance CNTN1 1272 37 12 41410489 41410489 Missense_Mutation SNP G C 34 71 c.2190G>C c.(2188-2190)TTG>TTC p.L730F

Pat_58 Post-Resistance NUP107 57122 37 12 69107527 69107527 Missense_Mutation SNP C T 126 208 c.908C>T c.(907-909)ACC>ATC p.T303I

Pat_58 Post-Resistance WSCD2 9671 37 12 108589739 108589739 Missense_Mutation SNP G A 5 357 c.130G>A c.(130-132)GCT>ACT p.A44T

Pat_58 Post-Resistance SVOP 55530 37 12 109316492 109316492 Missense_Mutation SNP A T 4 69 c.1130T>A c.(1129-1131)CTG>CAG p.L377Q

Pat_58 Post-Resistance NAA25 80018 37 12 112486232 112486232 Missense_Mutation SNP T C 104 131 c.1744A>G c.(1744-1746)ATT>GTT p.I582V

Pat_58 Post-Resistance GPR109B 8843 37 12 123200890 123200890 Missense_Mutation SNP G A 86 192 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Post-Resistance TUBA3C 7278 37 13 19753616 19753616 Nonsense_Mutation SNP G A 173 261 c.91C>T c.(91-93)CAG>TAG p.Q31*

Pat_58 Post-Resistance HS6ST3 266722 37 13 97485361 97485361 Missense_Mutation SNP G A 86 128 c.1325G>A c.(1324-1326)CGA>CAA p.R442Q

Pat_58 Post-Resistance ARHGEF7 8874 37 13 111767950 111767950 Missense_Mutation SNP A C 27 39 c.77A>C c.(76-78)GAC>GCC p.D26A

Pat_58 Post-Resistance GMPR2 51292 37 14 24707523 24707523 Nonsense_Mutation SNP G T 4 141 c.769G>T c.(769-771)GAG>TAG p.E257*

Pat_58 Post-Resistance MAP3K9 4293 37 14 71205096 71205096 Missense_Mutation SNP G T 4 231 c.1710C>A c.(1708-1710)AGC>AGA p.S570R

Pat_58 Post-Resistance CCDC88C 440193 37 14 91779633 91779633 Missense_Mutation SNP G A 5 272 c.2527C>T c.(2527-2529)CGG>TGG p.R843W

Pat_58 Post-Resistance KLC1 3831 37 14 104123952 104123952 Missense_Mutation SNP C T 5 269 c.331C>T c.(331-333)CGT>TGT p.R111C

Pat_58 Post-Resistance C15orf2 23742 37 15 24923547 24923547 Missense_Mutation SNP G A 117 110 c.2533G>A c.(2533-2535)GAG>AAG p.E845K

Pat_58 Post-Resistance OTUD7A 161725 37 15 31776801 31776801 Missense_Mutation SNP C T 14 13 c.1477G>A c.(1477-1479)GGC>AGC p.G493S

Pat_58 Post-Resistance PLA2G4D 283748 37 15 42361057 42361057 Missense_Mutation SNP C T 23 17 c.2313G>A c.(2311-2313)ATG>ATA p.M771I

Pat_58 Post-Resistance CASKIN1 57524 37 16 2239282 2239282 Missense_Mutation SNP C G 12 68 c.443G>C c.(442-444)GGG>GCG p.G148A

Pat_58 Post-Resistance PAQR4 124222 37 16 3021902 3021902 Missense_Mutation SNP G A 4 120 c.775G>A c.(775-777)GTG>ATG p.V259M

Pat_58 Post-Resistance ACSM2A 123876 37 16 20476849 20476849 Missense_Mutation SNP G A 8 114 c.188G>A c.(187-189)CGA>CAA p.R63Q

Pat_58 Post-Resistance ACSM2B 348158 37 16 20570759 20570759 Missense_Mutation SNP C T 23 58 c.188G>A c.(187-189)CGA>CAA p.R63Q

Pat_58 Post-Resistance DNAH3 55567 37 16 21053420 21053420 Missense_Mutation SNP G A 87 154 c.4567C>T c.(4567-4569)CCA>TCA p.P1523S

Pat_58 Post-Resistance RRN3P1 730092 37 16 21809167 21809167 Missense_Mutation SNP G A 5 50 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_58 Post-Resistance CD19 930 37 16 28948983 28948983 Missense_Mutation SNP C T 4 253 c.1411C>T c.(1411-1413)CCG>TCG p.P471S

Pat_58 Post-Resistance GNAO1 2775 37 16 56362666 56362666 Missense_Mutation SNP C T 4 253 c.427C>T c.(427-429)CGG>TGG p.R143W

Pat_58 Post-Resistance KIAA0895L 653319 37 16 67214167 67214167 Missense_Mutation SNP G A 4 119 c.347C>T c.(346-348)GCA>GTA p.A116V

Pat_58 Post-Resistance PARD6A 50855 37 16 67696424 67696424 Nonsense_Mutation SNP G A 3 84 c.915G>A c.(913-915)TGG>TGA p.W305*

Pat_58 Post-Resistance TSNAXIP1 55815 37 16 67860947 67860947 Missense_Mutation SNP G A 43 179 c.1474G>A c.(1474-1476)GAG>AAG p.E492K

Pat_58 Post-Resistance COG8 84342 37 16 69373451 69373451 Missense_Mutation SNP G A 4 85 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_58 Post-Resistance CNTNAP4 85445 37 16 76501306 76501306 Missense_Mutation SNP G A 47 51 c.1541G>A c.(1540-1542)GGA>GAA p.G514E

Pat_58 Post-Resistance PKD1L2 114780 37 16 81181938 81181938 Missense_Mutation SNP T A 57 82 c.4778A>T c.(4777-4779)GAG>GTG p.E1593V

Pat_58 Post-Resistance KIAA0513 9764 37 16 85112025 85112025 Missense_Mutation SNP G A 20 52 c.787G>A c.(787-789)GAC>AAC p.D263N

Pat_58 Post-Resistance PITPNM3 83394 37 17 6374648 6374648 Missense_Mutation SNP A G 10 17 c.1457T>C c.(1456-1458)CTC>CCC p.L486P



Pat_58 Post-Resistance MYH4 4622 37 17 10348301 10348301 Missense_Mutation SNP C T 112 195 c.5458G>A c.(5458-5460)GAG>AAG p.E1820K

Pat_58 Post-Resistance MYH2 4620 37 17 10432565 10432565 Missense_Mutation SNP C T 42 121 c.3268G>A c.(3268-3270)GAG>AAG p.E1090K

Pat_58 Post-Resistance TEKT3 64518 37 17 15231338 15231338 Missense_Mutation SNP G A 127 232 c.634C>T c.(634-636)CAC>TAC p.H212Y

Pat_58 Post-Resistance MAPK7 5598 37 17 19284463 19284463 Missense_Mutation SNP C A 4 187 c.941C>A c.(940-942)CCA>CAA p.P314Q

Pat_58 Post-Resistance SLC6A4 6532 37 17 28530357 28530357 Missense_Mutation SNP A G 41 174 c.1651T>C c.(1651-1653)TTC>CTC p.F551L

Pat_58 Post-Resistance PLXDC1 57125 37 17 37224186 37224186 Missense_Mutation SNP C T 71 104 c.1410G>A c.(1408-1410)ATG>ATA p.M470I

Pat_58 Post-Resistance KRTAP4-4 84616 37 17 39316834 39316834 Missense_Mutation SNP C T 6 363 c.110G>A c.(109-111)CGC>CAC p.R37H

Pat_58 Post-Resistance SOX9 6662 37 17 70120373 70120373 Missense_Mutation SNP G A 131 249 c.1375G>A c.(1375-1377)GGC>AGC p.G459S

Pat_58 Post-Resistance GGA3 23163 37 17 73242839 73242839 Missense_Mutation SNP C T 53 101 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_58 Post-Resistance KIAA0195 9772 37 17 73489139 73489139 Missense_Mutation SNP C T 55 101 c.2042C>T c.(2041-2043)CCC>CTC p.P681L

Pat_58 Post-Resistance CDK3 1018 37 17 73998125 73998125 Missense_Mutation SNP G A 22 115 c.217G>A c.(217-219)GAG>AAG p.E73K

Pat_58 Post-Resistance CBX2 84733 37 17 77758233 77758233 Missense_Mutation SNP C A 3 30 c.991C>A c.(991-993)CAT>AAT p.H331N

Pat_58 Post-Resistance PTPRM 5797 37 18 8380385 8380385 Missense_Mutation SNP G A 4 207 c.3839G>A c.(3838-3840)TGC>TAC p.C1280Y

Pat_58 Post-Resistance POTEC 388468 37 18 14513663 14513663 Missense_Mutation SNP C T 7 371 c.1531G>A c.(1531-1533)GAG>AAG p.E511K

Pat_58 Post-Resistance ZNF521 25925 37 18 22804770 22804770 Missense_Mutation SNP G A 60 87 c.3112C>T c.(3112-3114)CAT>TAT p.H1038Y

Pat_58 Post-Resistance DSC3 1825 37 18 28598204 28598204 Missense_Mutation SNP C T 31 74 c.1096G>A c.(1096-1098)GAA>AAA p.E366K

Pat_58 Post-Resistance DSG3 1830 37 18 29052688 29052688 Missense_Mutation SNP G A 28 59 c.2038G>A c.(2038-2040)GAA>AAA p.E680K

Pat_58 Post-Resistance ZNF271 10778 37 18 32886791 32886791 Missense_Mutation SNP C T 60 131 c.203C>T c.(202-204)TCC>TTC p.S68F

Pat_58 Post-Resistance NEDD4L 23327 37 18 56037691 56037691 Missense_Mutation SNP G A 68 102 c.2248G>A c.(2248-2250)GAA>AAA p.E750K

Pat_58 Post-Resistance CDH20 28316 37 18 59221482 59221482 Missense_Mutation SNP G A 181 354 c.1960G>A c.(1960-1962)GAC>AAC p.D654N

Pat_58 Post-Resistance CDH7 1005 37 18 63511228 63511228 Missense_Mutation SNP G A 139 219 c.1162G>A c.(1162-1164)GAA>AAA p.E388K

Pat_58 Post-Resistance ADAT3 113179 37 19 1912891 1912891 Missense_Mutation SNP G A 4 89 c.797G>A c.(796-798)CGT>CAT p.R266H

Pat_58 Post-Resistance DOT1L 84444 37 19 2217801 2217801 Missense_Mutation SNP G A 3 36 c.2575G>A c.(2575-2577)GGG>AGG p.G859R

Pat_58 Post-Resistance MUC16 94025 37 19 9075612 9075612 Missense_Mutation SNP T G 21 39 c.11834A>C c.(11833-11835)CAC>CCC p.H3945P

Pat_58 Post-Resistance MUC16 94025 37 19 9091708 9091708 Missense_Mutation SNP C T 31 87 c.107G>A c.(106-108)GGA>GAA p.G36E

Pat_58 Post-Resistance OR7D4 125958 37 19 9325014 9325014 Missense_Mutation SNP G A 4 297 c.500C>T c.(499-501)ACC>ATC p.T167I

Pat_58 Post-Resistance CYP4F12 66002 37 19 15807003 15807003 Missense_Mutation SNP C T 113 281 c.1282C>T c.(1282-1284)CAT>TAT p.H428Y

Pat_58 Post-Resistance NXNL1 115861 37 19 17566497 17566497 Missense_Mutation SNP C T 3 13 c.598G>A c.(598-600)GGA>AGA p.G200R

Pat_58 Post-Resistance ZNF90 7643 37 19 20229238 20229238 Missense_Mutation SNP G A 5 282 c.875G>A c.(874-876)AGA>AAA p.R292K

Pat_58 Post-Resistance ZNF737 100129842 37 19 20727870 20727870 Missense_Mutation SNP C G 7 800 c.1139G>C c.(1138-1140)TGG>TCG p.W380S

Pat_58 Post-Resistance ZNF208 7757 37 19 22154522 22154522 Missense_Mutation SNP C T 295 372 c.2930G>A c.(2929-2931)AGA>AAA p.R977K

Pat_58 Post-Resistance CEACAM5 1048 37 19 42224958 42224958 Missense_Mutation SNP A G 236 251 c.1888A>G c.(1888-1890)AAT>GAT p.N630D

Pat_58 Post-Resistance PSG9 5678 37 19 43771986 43771986 Missense_Mutation SNP C T 361 426 c.380G>A c.(379-381)CGA>CAA p.R127Q

Pat_58 Post-Resistance NPAS1 4861 37 19 47548577 47548577 Missense_Mutation SNP G A 52 108 c.1441G>A c.(1441-1443)GAG>AAG p.E481K

Pat_58 Post-Resistance CRX 1406 37 19 48339526 48339526 Missense_Mutation SNP C T 4 194 c.127C>T c.(127-129)CGC>TGC p.R43C

Pat_58 Post-Resistance KLK15 55554 37 19 51330220 51330220 Missense_Mutation SNP G A 26 61 c.395C>T c.(394-396)CCC>CTC p.P132L

Pat_58 Post-Resistance NLRP12 91662 37 19 54299142 54299142 Missense_Mutation SNP G T 4 134 c.3069C>A c.(3067-3069)AGC>AGA p.S1023R

Pat_58 Post-Resistance TSEN34 79042 37 19 54696042 54696042 Missense_Mutation SNP C G 146 186 c.563C>G c.(562-564)GCC>GGC p.A188G

Pat_58 Post-Resistance KIR3DX1 90011 37 19 55048172 55048172 Missense_Mutation SNP G A 48 142 c.40G>A c.(40-42)GAA>AAA p.E14K

Pat_58 Post-Resistance PEG3 5178 37 19 57325129 57325129 Missense_Mutation SNP C T 114 129 c.4681G>A c.(4681-4683)GAG>AAG p.E1561K

Pat_58 Post-Resistance ZNF749 388567 37 19 57955885 57955885 Missense_Mutation SNP C G 5 379 c.1369C>G c.(1369-1371)CAG>GAG p.Q457E

Pat_58 Post-Resistance CYS1 192668 37 2 10206069 10206069 Missense_Mutation SNP C A 4 169 c.333G>T c.(331-333)CAG>CAT p.Q111H

Pat_58 Post-Resistance ASXL2 55252 37 2 26101081 26101081 Missense_Mutation SNP T C 6 608 c.11A>G c.(10-12)AAG>AGG p.K4R

Pat_58 Post-Resistance GTF3C2 2976 37 2 27560826 27560826 Missense_Mutation SNP G A 238 593 c.917C>T c.(916-918)CCT>CTT p.P306L

Pat_58 Post-Resistance QPCT 25797 37 2 37571926 37571926 Missense_Mutation SNP C G 3 55 c.52C>G c.(52-54)CTG>GTG p.L18V

Pat_58 Post-Resistance KCNG3 170850 37 2 42671595 42671595 Missense_Mutation SNP G A 136 231 c.790C>T c.(790-792)CCG>TCG p.P264S

Pat_58 Post-Resistance TET3 200424 37 2 74300721 74300721 Missense_Mutation SNP G A 18 46 c.2135G>A c.(2134-2136)GGA>GAA p.G712E



Pat_58 Post-Resistance C2orf65 130951 37 2 74803695 74803695 Missense_Mutation SNP C A 4 136 c.820G>T c.(820-822)GCT>TCT p.A274S

Pat_58 Post-Resistance SMYD1 150572 37 2 88383938 88383938 Missense_Mutation SNP G A 89 137 c.241G>A c.(241-243)GAT>AAT p.D81N

Pat_58 Post-Resistance SNRNP200 23020 37 2 96943407 96943407 Missense_Mutation SNP C T 4 282 c.5801G>A c.(5800-5802)GGG>GAG p.G1934E

Pat_58 Post-Resistance GCC2 9648 37 2 109124081 109124081 Nonsense_Mutation SNP C T 60 132 c.5050C>T c.(5050-5052)CGA>TGA p.R1684*

Pat_58 Post-Resistance CNTNAP5 129684 37 2 125547652 125547652 Missense_Mutation SNP G A 56 75 c.2923G>A c.(2923-2925)GAG>AAG p.E975K

Pat_58 Post-Resistance LRP1B 53353 37 2 141093183 141093183 Splice_Site SNP C A 26 197 c.12116_splice c.e78+1 p.G4039_splice

Pat_58 Post-Resistance TTC21B 79809 37 2 166740494 166740494 Missense_Mutation SNP G A 4 200 c.3494C>T c.(3493-3495)ACG>ATG p.T1165M

Pat_58 Post-Resistance SCN9A 6335 37 2 167133791 167133791 Missense_Mutation SNP A G 64 292 c.2543T>C c.(2542-2544)ATT>ACT p.I848T

Pat_58 Post-Resistance TTN 7273 37 2 179554591 179554591 Missense_Mutation SNP C T 125 225 c.28063G>A c.(28063-28065)GAA>AAA p.E9355K

Pat_58 Post-Resistance TTN 7273 37 2 179611173 179611173 Missense_Mutation SNP T A 29 84 c.15954A>T c.(15952-15954)GAA>GAT p.E5318D

Pat_58 Post-Resistance TTN 7273 37 2 179611175 179611175 Missense_Mutation SNP C T 31 88 c.15952G>A c.(15952-15954)GAA>AAA p.E5318K

Pat_58 Post-Resistance TTN 7273 37 2 179616629 179616629 Nonsense_Mutation SNP C A 150 298 c.10498G>T c.(10498-10500)GAA>TAA p.E3500*

Pat_58 Post-Resistance PDE1A 5136 37 2 183129116 183129116 Missense_Mutation SNP C T 67 112 c.127G>A c.(127-129)GAA>AAA p.E43K

Pat_58 Post-Resistance NIF3L1 60491 37 2 201757983 201757983 Missense_Mutation SNP A T 75 133 c.451A>T c.(451-453)AGG>TGG p.R151W

Pat_58 Post-Resistance NRP2 8828 37 2 206617576 206617576 Missense_Mutation SNP C T 41 72 c.1921C>T c.(1921-1923)CCT>TCT p.P641S

Pat_58 Post-Resistance DNAJB3 414061 37 2 234652194 234652194 Missense_Mutation SNP C G 53 91 c.369G>C c.(367-369)TTG>TTC p.L123F

Pat_58 Post-Resistance IQCA1 79781 37 2 237406078 237406078 Missense_Mutation SNP C T 18 27 c.64G>A c.(64-66)GAT>AAT p.D22N

Pat_58 Post-Resistance SLA2 84174 37 20 35261091 35261091 Nonsense_Mutation SNP C A 3 61 c.289G>T c.(289-291)GAG>TAG p.E97*

Pat_58 Post-Resistance CHD6 84181 37 20 40102126 40102126 Missense_Mutation SNP G A 4 286 c.2500C>T c.(2500-2502)CGG>TGG p.R834W

Pat_58 Post-Resistance CHD6 84181 37 20 40162173 40162173 Missense_Mutation SNP A G 12 157 c.70T>C c.(70-72)TCT>CCT p.S24P

Pat_58 Post-Resistance BAGE2 85319 37 21 11098839 11098839 Translation_Start_Site SNP C T 7 241 c.-121G>A (-123--119)CCGTG>CCATG

Pat_58 Post-Resistance DSCAM 1826 37 21 41450612 41450612 Splice_Site SNP A G 17 96 c.4711_splice c.e26+1 p.S1571_splice

Pat_58 Post-Resistance MX2 4600 37 21 42778797 42778797 Nonsense_Mutation SNP C T 89 194 c.1777C>T c.(1777-1779)CGA>TGA p.R593*

Pat_58 Post-Resistance RIPK4 54101 37 21 43187175 43187175 Nonsense_Mutation SNP C T 19 33 c.27G>A c.(25-27)TGG>TGA p.W9*

Pat_58 Post-Resistance HIRA 7290 37 22 19375314 19375314 Missense_Mutation SNP C A 10 70 c.1033G>T c.(1033-1035)GTA>TTA p.V345L

Pat_58 Post-Resistance PI4KA 5297 37 22 21119177 21119177 Missense_Mutation SNP G A 108 43 c.2462C>T c.(2461-2463)TCC>TTC p.S821F

Pat_58 Post-Resistance CABIN1 23523 37 22 24483437 24483437 Missense_Mutation SNP G A 4 161 c.3296G>A c.(3295-3297)CGG>CAG p.R1099Q

Pat_58 Post-Resistance HMOX1 3162 37 22 35789529 35789529 Nonsense_Mutation SNP C T 378 143 c.805C>T c.(805-807)CGA>TGA p.R269*

Pat_58 Post-Resistance APOL2 23780 37 22 36624196 36624196 Missense_Mutation SNP T C 5 369 c.268A>G c.(268-270)AGG>GGG p.R90G

Pat_58 Post-Resistance MKL1 57591 37 22 40816901 40816901 Missense_Mutation SNP C G 9 231 c.831G>C c.(829-831)CAG>CAC p.Q277H

Pat_58 Post-Resistance PRRT3 285368 37 3 9991520 9991520 Missense_Mutation SNP G T 3 79 c.280C>A c.(280-282)CCA>ACA p.P94T

Pat_58 Post-Resistance SLC6A6 6533 37 3 14509693 14509693 Missense_Mutation SNP G A 4 130 c.1069G>A c.(1069-1071)GTG>ATG p.V357M

Pat_58 Post-Resistance HHATL 57467 37 3 42738595 42738595 Missense_Mutation SNP G A 3 75 c.908C>T c.(907-909)GCG>GTG p.A303V

Pat_58 Post-Resistance TDGF1 6997 37 3 46622673 46622673 Missense_Mutation SNP C A 4 118 c.500C>A c.(499-501)CCA>CAA p.P167Q

Pat_58 Post-Resistance ERC2 26059 37 3 56330265 56330265 Missense_Mutation SNP C T 708 240 c.856G>A c.(856-858)GAA>AAA p.E286K

Pat_58 Post-Resistance C3orf63 23272 37 3 56675420 56675420 Missense_Mutation SNP G A 4 283 c.2576C>T c.(2575-2577)TCT>TTT p.S859F

Pat_58 Post-Resistance PPM1L 151742 37 3 160783314 160783314 Missense_Mutation SNP C T 53 152 c.698C>T c.(697-699)CCT>CTT p.P233L

Pat_58 Post-Resistance MAP3K13 9175 37 3 185191197 185191197 Missense_Mutation SNP G A 4 233 c.2078G>A c.(2077-2079)GGC>GAC p.G693D

Pat_58 Post-Resistance ZNF721 170960 37 4 436043 436043 Missense_Mutation SNP G T 26 51 c.2213C>A c.(2212-2214)ACA>AAA p.T738K

Pat_58 Post-Resistance MFSD10 10227 37 4 2934340 2934340 Missense_Mutation SNP C T 4 293 c.518G>A c.(517-519)CGC>CAC p.R173H

Pat_58 Post-Resistance MAN2B2 23324 37 4 6594922 6594922 Missense_Mutation SNP G A 4 126 c.703G>A c.(703-705)GTG>ATG p.V235M

Pat_58 Post-Resistance GRPEL1 80273 37 4 7062744 7062744 Missense_Mutation SNP C T 4 305 c.499G>A c.(499-501)GGA>AGA p.G167R

Pat_58 Post-Resistance GPR78 27201 37 4 8588947 8588947 Missense_Mutation SNP C T 70 136 c.949C>T c.(949-951)CCG>TCG p.P317S

Pat_58 Post-Resistance CWH43 80157 37 4 49032922 49032922 Missense_Mutation SNP G A 118 222 c.1453G>A c.(1453-1455)GAA>AAA p.E485K

Pat_58 Post-Resistance BMP2K 55589 37 4 79792085 79792085 Missense_Mutation SNP G C 7 183 c.1380G>C c.(1378-1380)CAG>CAC p.Q460H

Pat_58 Post-Resistance UNC5C 8633 37 4 96469943 96469943 Missense_Mutation SNP C A 4 276 c.66G>T c.(64-66)ATG>ATT p.M22I

Pat_58 Post-Resistance EGF 1950 37 4 110932470 110932470 Missense_Mutation SNP G A 77 141 c.3483G>A c.(3481-3483)ATG>ATA p.M1161I



Pat_58 Post-Resistance BBS7 55212 37 4 122760836 122760836 Missense_Mutation SNP G A 48 97 c.1321C>T c.(1321-1323)CTT>TTT p.L441F

Pat_58 Post-Resistance MAP9 79884 37 4 156278607 156278607 Missense_Mutation SNP G A 66 119 c.1115C>T c.(1114-1116)TCT>TTT p.S372F

Pat_58 Post-Resistance RAPGEF2 9693 37 4 160259495 160259495 Missense_Mutation SNP G A 4 189 c.1685G>A c.(1684-1686)AGC>AAC p.S562N

Pat_58 Post-Resistance SPOCK3 50859 37 4 167658743 167658743 Missense_Mutation SNP G A 147 260 c.1016C>T c.(1015-1017)CCC>CTC p.P339L

Pat_58 Post-Resistance THBS4 7060 37 5 79336049 79336049 Missense_Mutation SNP T C 3 73 c.238T>C c.(238-240)TCA>CCA p.S80P

Pat_58 Post-Resistance PCDHA11 56138 37 5 140248752 140248752 Missense_Mutation SNP G A 103 48 c.64G>A c.(64-66)GAA>AAA p.E22K

Pat_58 Post-Resistance PCDHB4 56131 37 5 140503847 140503847 Missense_Mutation SNP G A 151 73 c.2267G>A c.(2266-2268)GGA>GAA p.G756E

Pat_58 Post-Resistance PCDHB7 56129 37 5 140552652 140552652 Missense_Mutation SNP C T 107 54 c.236C>T c.(235-237)TCG>TTG p.S79L

Pat_58 Post-Resistance SYNPO 11346 37 5 150028744 150028744 Nonsense_Mutation SNP C T 3 60 c.1639C>T c.(1639-1641)CGA>TGA p.R547*

Pat_58 Post-Resistance KIF4B 285643 37 5 154394854 154394854 Missense_Mutation SNP G A 127 83 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_58 Post-Resistance C5orf40 408263 37 5 156770118 156770118 Missense_Mutation SNP G A 67 57 c.427C>T c.(427-429)CCG>TCG p.P143S

Pat_58 Post-Resistance OR2Y1 134083 37 5 180166481 180166481 Missense_Mutation SNP C T 89 143 c.578G>A c.(577-579)GGA>GAA p.G193E

Pat_58 Post-Resistance SYCP2L 221711 37 6 10935349 10935349 Missense_Mutation SNP C T 64 84 c.1742C>T c.(1741-1743)CCA>CTA p.P581L

Pat_58 Post-Resistance DHX16 8449 37 6 30633288 30633288 Missense_Mutation SNP G A 89 141 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_58 Post-Resistance DNAH8 1769 37 6 38840720 38840720 Missense_Mutation SNP G C 51 62 c.6625G>C c.(6625-6627)GCC>CCC p.A2209P

Pat_58 Post-Resistance FOXP4 116113 37 6 41557786 41557786 Missense_Mutation SNP C T 21 115 c.1235C>T c.(1234-1236)CCG>CTG p.P412L

Pat_58 Post-Resistance TDRD6 221400 37 6 46657437 46657437 Nonsense_Mutation SNP T A 121 216 c.1572T>A c.(1570-1572)TAT>TAA p.Y524*

Pat_58 Post-Resistance ZNF292 23036 37 6 87925717 87925717 Nonsense_Mutation SNP C T 19 125 c.265C>T c.(265-267)CGA>TGA p.R89*

Pat_58 Post-Resistance ZNF292 23036 37 6 87966906 87966906 Missense_Mutation SNP G A 29 101 c.3559G>A c.(3559-3561)GTC>ATC p.V1187I

Pat_58 Post-Resistance ZNF292 23036 37 6 87970071 87970071 Missense_Mutation SNP G A 4 222 c.6724G>A c.(6724-6726)GGG>AGG p.G2242R

Pat_58 Post-Resistance GRIK2 2898 37 6 102124506 102124506 Missense_Mutation SNP C T 41 76 c.550C>T c.(550-552)CGT>TGT p.R184C

Pat_58 Post-Resistance MED23 9439 37 6 131944514 131944514 Missense_Mutation SNP T C 81 274 c.373A>G c.(373-375)ATA>GTA p.I125V

Pat_58 Post-Resistance MYCT1 80177 37 6 153043051 153043051 Missense_Mutation SNP G A 140 187 c.371G>A c.(370-372)GGA>GAA p.G124E

Pat_58 Post-Resistance MLLT4 4301 37 6 168316028 168316028 Missense_Mutation SNP G A 4 103 c.2456G>A c.(2455-2457)CGT>CAT p.R819H

Pat_58 Post-Resistance SDK1 221935 37 7 4259872 4259872 Missense_Mutation SNP C A 5 255 c.5671C>A c.(5671-5673)CAA>AAA p.Q1891K

Pat_58 Post-Resistance HOXA6 3203 37 7 27187097 27187097 Missense_Mutation SNP G A 4 129 c.272C>T c.(271-273)TCG>TTG p.S91L

Pat_58 Post-Resistance NEUROD6 63974 37 7 31378228 31378228 Missense_Mutation SNP G A 76 135 c.655C>T c.(655-657)CCC>TCC p.P219S

Pat_58 Post-Resistance PDE1C 5137 37 7 31862845 31862845 Missense_Mutation SNP G A 32 86 c.1424C>T c.(1423-1425)TCG>TTG p.S475L

Pat_58 Post-Resistance TXNDC3 51314 37 7 37936528 37936528 Missense_Mutation SNP G A 4 217 c.1601G>A c.(1600-1602)CGA>CAA p.R534Q

Pat_58 Post-Resistance MRPS24 64951 37 7 43908607 43908607 Missense_Mutation SNP G A 4 245 c.175C>T c.(175-177)CCG>TCG p.P59S

Pat_58 Post-Resistance CDC14C 168448 37 7 48965286 48965286 Missense_Mutation SNP G A 13 294 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_58 Post-Resistance PHKG1 5260 37 7 56155446 56155446 Missense_Mutation SNP C T 53 114 c.107G>A c.(106-108)CGA>CAA p.R36Q

Pat_58 Post-Resistance ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 10 319 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_58 Post-Resistance ZNF727 442319 37 7 63538824 63538824 Missense_Mutation SNP G A 7 277 c.1397G>A c.(1396-1398)AGC>AAC p.S466N

Pat_58 Post-Resistance DPY19L2P2 349152 37 7 102875158 102875158 Missense_Mutation SNP G A 23 8 c.499C>T c.(499-501)CCC>TCC p.P167S

Pat_58 Post-Resistance PMPCB 9512 37 7 102937911 102937911 Missense_Mutation SNP C T 4 119 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_58 Post-Resistance CDHR3 222256 37 7 105664915 105664915 Nonsense_Mutation SNP T A 32 141 c.2165T>A c.(2164-2166)TTG>TAG p.L722*

Pat_58 Post-Resistance TMEM209 84928 37 7 129832466 129832466 Missense_Mutation SNP C G 8 129 c.771G>C c.(769-771)AAG>AAC p.K257N

Pat_58 Post-Resistance CPA2 1358 37 7 129917718 129917718 Missense_Mutation SNP G A 4 156 c.749G>A c.(748-750)GGT>GAT p.G250D

Pat_58 Post-Resistance HIPK2 28996 37 7 139299148 139299148 Missense_Mutation SNP G T 4 91 c.1874C>A c.(1873-1875)GCA>GAA p.A625E

Pat_58 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 300 55 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_58 Post-Resistance DLGAP2 9228 37 8 1616614 1616614 Missense_Mutation SNP G A 9 37 c.1690G>A c.(1690-1692)GAC>AAC p.D564N

Pat_58 Post-Resistance TNKS 8658 37 8 9623293 9623293 Missense_Mutation SNP G A 5 261 c.3539G>A c.(3538-3540)CGC>CAC p.R1180H

Pat_58 Post-Resistance TRIM55 84675 37 8 67086715 67086715 Missense_Mutation SNP G A 115 174 c.1534G>A c.(1534-1536)GAG>AAG p.E512K

Pat_58 Post-Resistance CA1 759 37 8 86253846 86253846 Missense_Mutation SNP C T 43 122 c.19G>A c.(19-21)GGA>AGA p.G7R

Pat_58 Post-Resistance NOV 4856 37 8 120430415 120430415 Missense_Mutation SNP G T 4 210 c.428G>T c.(427-429)CGC>CTC p.R143L

Pat_58 Post-Resistance JAK2 3717 37 9 5029852 5029852 Missense_Mutation SNP A G 62 170 c.296A>G c.(295-297)AAC>AGC p.N99S



Pat_58 Post-Resistance FBXO10 26267 37 9 37521629 37521629 Missense_Mutation SNP C T 27 10 c.2137G>A c.(2137-2139)GAC>AAC p.D713N

Pat_58 Post-Resistance C9orf135 138255 37 9 72472877 72472877 Missense_Mutation SNP C T 55 49 c.433C>T c.(433-435)CCG>TCG p.P145S

Pat_58 Post-Resistance EPB41L4B 54566 37 9 111954631 111954631 Missense_Mutation SNP G A 95 63 c.2228C>T c.(2227-2229)CCC>CTC p.P743L

Pat_58 Post-Resistance MUSK 4593 37 9 113563023 113563023 Missense_Mutation SNP G T 4 110 c.2365G>T c.(2365-2367)GGC>TGC p.G789C

Pat_58 Post-Resistance C9orf84 158401 37 9 114490105 114490105 Missense_Mutation SNP C T 104 67 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_58 Post-Resistance ABL1 25 37 9 133760987 133760987 Missense_Mutation SNP G A 4 80 c.3310G>A c.(3310-3312)GCA>ACA p.A1104T

Pat_58 Post-Resistance FCN1 2219 37 9 137808285 137808285 Missense_Mutation SNP C A 79 194 c.126G>T c.(124-126)GAG>GAT p.E42D

Pat_58 Post-Resistance ABCA2 20 37 9 139912771 139912771 Missense_Mutation SNP G A 4 200 c.1849C>T c.(1849-1851)CTC>TTC p.L617F

Pat_58 Post-Resistance ARSF 416 37 X 3030406 3030406 Missense_Mutation SNP G A 130 201 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_58 Post-Resistance MXRA5 25878 37 X 3248289 3248289 Missense_Mutation SNP C T 25 50 c.479G>A c.(478-480)GGA>GAA p.G160E

Pat_58 Post-Resistance KAL1 3730 37 X 8504853 8504853 Missense_Mutation SNP T C 3 71 c.1580A>G c.(1579-1581)AAG>AGG p.K527R

Pat_58 Post-Resistance SHROOM2 357 37 X 9900442 9900442 Missense_Mutation SNP C T 14 24 c.3119C>T c.(3118-3120)CCC>CTC p.P1040L

Pat_58 Post-Resistance FAM47A 158724 37 X 34150139 34150139 Missense_Mutation SNP G A 129 227 c.257C>T c.(256-258)CCC>CTC p.P86L

Pat_58 Post-Resistance SUV39H1 6839 37 X 48564896 48564896 Missense_Mutation SNP C T 8 21 c.983C>T c.(982-984)CCC>CTC p.P328L

Pat_58 Post-Resistance CCDC22 28952 37 X 49103295 49103295 Missense_Mutation SNP G A 17 18 c.818G>A c.(817-819)GGA>GAA p.G273E

Pat_58 Post-Resistance CCNB3 85417 37 X 50053963 50053963 Missense_Mutation SNP G A 4 273 c.2794G>A c.(2794-2796)GCT>ACT p.A932T

Pat_58 Post-Resistance AR 367 37 X 66765244 66765244 Missense_Mutation SNP C A 4 33 c.256C>A c.(256-258)CAG>AAG p.Q86K

Pat_58 Post-Resistance OGT 8473 37 X 70781638 70781638 Missense_Mutation SNP G A 28 45 c.1865G>A c.(1864-1866)GGA>GAA p.G622E

Pat_58 Post-Resistance KIAA2022 340533 37 X 73961331 73961331 Missense_Mutation SNP C T 72 119 c.3061G>A c.(3061-3063)GAT>AAT p.D1021N

Pat_58 Post-Resistance CPXCR1 53336 37 X 88009059 88009059 Missense_Mutation SNP G A 33 66 c.644G>A c.(643-645)GGA>GAA p.G215E

Pat_58 Post-Resistance RNF128 79589 37 X 105970196 105970196 Missense_Mutation SNP C T 7 7 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_58 Post-Resistance DOCK11 139818 37 X 117773445 117773445 Missense_Mutation SNP C T 91 239 c.4049C>T c.(4048-4050)TCG>TTG p.S1350L

Pat_58 Post-Resistance RHOXF2B 727940 37 X 119210996 119210996 Missense_Mutation SNP C T 13 50 c.337G>A c.(337-339)GAA>AAA p.E113K

Pat_58 Post-Resistance ZBTB33 10009 37 X 119388238 119388238 Missense_Mutation SNP G A 145 287 c.968G>A c.(967-969)GGA>GAA p.G323E

Pat_58 Post-Resistance GABRE 2564 37 X 151123487 151123487 Missense_Mutation SNP C T 9 36 c.1207G>A c.(1207-1209)GAA>AAA p.E403K

Pat_59 Pre-Treatment PANK4 55229 37 1 2442805 2442805 Missense_Mutation SNP G A 15 84 c.1805C>T c.(1804-1806)TCC>TTC p.S602F

Pat_59 Pre-Treatment CHD5 26038 37 1 6202505 6202505 Missense_Mutation SNP G A 4 33 c.2204C>T c.(2203-2205)ACC>ATC p.T735I

Pat_59 Pre-Treatment DDI2 84301 37 1 15953236 15953236 Missense_Mutation SNP G A 4 114 c.211G>A c.(211-213)GTT>ATT p.V71I

Pat_59 Pre-Treatment SPEN 23013 37 1 16258763 16258763 Missense_Mutation SNP C T 4 25 c.6028C>T c.(6028-6030)CGT>TGT p.R2010C

Pat_59 Pre-Treatment UBR4 23352 37 1 19455554 19455554 Missense_Mutation SNP C T 3 42 c.8921G>A c.(8920-8922)CGT>CAT p.R2974H

Pat_59 Pre-Treatment SPOCD1 90853 37 1 32256539 32256539 Missense_Mutation SNP G A 3 8 c.3316C>T c.(3316-3318)CCT>TCT p.P1106S

Pat_59 Pre-Treatment YARS 8565 37 1 33248080 33248080 Missense_Mutation SNP G A 21 62 c.967C>T c.(967-969)CCA>TCA p.P323S

Pat_59 Pre-Treatment PHC2 1912 37 1 33797065 33797065 Splice_Site SNP T A 5 140 c.1889_splice c.e11-1 p.E630_splice

Pat_59 Pre-Treatment CSMD2 114784 37 1 34164425 34164425 Missense_Mutation SNP G A 4 109 c.3733C>T c.(3733-3735)CGG>TGG p.R1245W

Pat_59 Pre-Treatment CSMD2 114784 37 1 34312515 34312515 Missense_Mutation SNP G A 4 72 c.883C>T c.(883-885)CGG>TGG p.R295W

Pat_59 Pre-Treatment YBX1 4904 37 1 43162924 43162924 Missense_Mutation SNP G A 4 88 c.731G>A c.(730-732)CGA>CAA p.R244Q

Pat_59 Pre-Treatment IPO13 9670 37 1 44432666 44432666 Missense_Mutation SNP G A 4 73 c.2588G>A c.(2587-2589)CGT>CAT p.R863H

Pat_59 Pre-Treatment FAAH 2166 37 1 46871918 46871918 Missense_Mutation SNP C T 4 100 c.829C>T c.(829-831)CGT>TGT p.R277C

Pat_59 Pre-Treatment CYP4A22 284541 37 1 47609541 47609541 Missense_Mutation SNP C T 4 110 c.743C>T c.(742-744)GCT>GTT p.A248V

Pat_59 Pre-Treatment FOXD3 27022 37 1 63789132 63789132 Missense_Mutation SNP C A 4 56 c.403C>A c.(403-405)CCC>ACC p.P135T

Pat_59 Pre-Treatment LEPR 3953 37 1 66036390 66036390 Missense_Mutation SNP G A 4 76 c.275G>A c.(274-276)CGG>CAG p.R92Q

Pat_59 Pre-Treatment SGIP1 84251 37 1 67000047 67000047 Missense_Mutation SNP G T 4 102 c.6G>T c.(4-6)ATG>ATT p.M2I

Pat_59 Pre-Treatment LRRC7 57554 37 1 70493873 70493873 Missense_Mutation SNP G A 4 131 c.1700G>A c.(1699-1701)CGA>CAA p.R567Q

Pat_59 Pre-Treatment C1orf173 127254 37 1 75055719 75055719 Missense_Mutation SNP G A 4 12 c.1772C>T c.(1771-1773)TCT>TTT p.S591F

Pat_59 Pre-Treatment SLC44A5 204962 37 1 75685021 75685021 Missense_Mutation SNP G A 16 80 c.1187C>T c.(1186-1188)GCG>GTG p.A396V

Pat_59 Pre-Treatment ABCA4 24 37 1 94466627 94466627 Missense_Mutation SNP C T 4 91 c.6317G>A c.(6316-6318)CGC>CAC p.R2106H

Pat_59 Pre-Treatment DENND2D 79961 37 1 111738609 111738609 Nonsense_Mutation SNP G A 3 47 c.574C>T c.(574-576)CGA>TGA p.R192*



Pat_59 Pre-Treatment PHTF1 10745 37 1 114248697 114248697 Missense_Mutation SNP G A 18 72 c.1486C>T c.(1486-1488)CTT>TTT p.L496F

Pat_59 Pre-Treatment PTPN22 26191 37 1 114362228 114362228 Nonsense_Mutation SNP G T 4 97 c.2330C>A c.(2329-2331)TCA>TAA p.S777*

Pat_59 Pre-Treatment VTCN1 79679 37 1 117753456 117753456 Missense_Mutation SNP G A 25 70 c.22C>T c.(22-24)CTC>TTC p.L8F

Pat_59 Pre-Treatment HMGCS2 3158 37 1 120302556 120302556 Missense_Mutation SNP G A 4 40 c.616C>T c.(616-618)CGT>TGT p.R206C

Pat_59 Pre-Treatment NOTCH2 4853 37 1 120468172 120468172 Missense_Mutation SNP C T 4 91 c.4267G>A c.(4267-4269)GCC>ACC p.A1423T

Pat_59 Pre-Treatment NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 7 277 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_59 Pre-Treatment CELF3 11189 37 1 151678325 151678325 Nonsense_Mutation SNP G A 3 40 c.1243C>T c.(1243-1245)CGA>TGA p.R415*

Pat_59 Pre-Treatment TCHH 7062 37 1 152079997 152079997 Missense_Mutation SNP C T 4 94 c.5696G>A c.(5695-5697)GGG>GAG p.G1899E

Pat_59 Pre-Treatment RPTN 126638 37 1 152127891 152127891 Missense_Mutation SNP T G 12 766 c.1684A>C c.(1684-1686)ACA>CCA p.T562P

Pat_59 Pre-Treatment SPRR2D 6703 37 1 153012687 153012687 Missense_Mutation SNP G A 50 191 c.136C>T c.(136-138)CCA>TCA p.P46S

Pat_59 Pre-Treatment ASH1L 55870 37 1 155348157 155348157 Missense_Mutation SNP G A 31 82 c.6262C>T c.(6262-6264)CTT>TTT p.L2088F

Pat_59 Pre-Treatment PIGM 93183 37 1 160000565 160000565 Missense_Mutation SNP G A 19 52 c.965C>T c.(964-966)TCC>TTC p.S322F

Pat_59 Pre-Treatment KCNJ9 3765 37 1 160054056 160054056 Nonsense_Mutation SNP G A 6 14 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_59 Pre-Treatment ITLN2 142683 37 1 160920381 160920381 Missense_Mutation SNP G A 4 137 c.562C>T c.(562-564)CTC>TTC p.L188F

Pat_59 Pre-Treatment C1orf111 284680 37 1 162344248 162344248 Missense_Mutation SNP A C 4 96 c.376T>G c.(376-378)TGG>GGG p.W126G

Pat_59 Pre-Treatment DCAF6 55827 37 1 167906186 167906186 Missense_Mutation SNP G A 4 19 c.37G>A c.(37-39)GAC>AAC p.D13N

Pat_59 Pre-Treatment METTL13 51603 37 1 171751195 171751195 Nonsense_Mutation SNP G T 4 62 c.88G>T c.(88-90)GAG>TAG p.E30*

Pat_59 Pre-Treatment C1orf125 126859 37 1 179462031 179462031 Missense_Mutation SNP C T 4 89 c.2333C>T c.(2332-2334)TCC>TTC p.S778F

Pat_59 Pre-Treatment XPR1 9213 37 1 180805775 180805775 Missense_Mutation SNP C T 4 124 c.1424C>T c.(1423-1425)CCT>CTT p.P475L

Pat_59 Pre-Treatment RNASEL 6041 37 1 182555367 182555367 Missense_Mutation SNP C T 7 44 c.575G>A c.(574-576)GGG>GAG p.G192E

Pat_59 Pre-Treatment GPR25 2848 37 1 200843160 200843160 Missense_Mutation SNP G T 3 23 c.995G>T c.(994-996)AGG>ATG p.R332M

Pat_59 Pre-Treatment CHI3L1 1116 37 1 203154465 203154465 Missense_Mutation SNP C T 4 69 c.104G>A c.(103-105)CGG>CAG p.R35Q

Pat_59 Pre-Treatment USH2A 7399 37 1 215933000 215933001 Splice_Site DNP AC TT 4 75 c.11231_splice c.e57+1 p.R3744_splice

Pat_59 Pre-Treatment C1orf65 164127 37 1 223568189 223568189 Missense_Mutation SNP C T 3 32 c.1372C>T c.(1372-1374)CGG>TGG p.R458W

Pat_59 Pre-Treatment ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 6 164 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_59 Pre-Treatment ZNF678 339500 37 1 227842544 227842544 Missense_Mutation SNP G A 6 185 c.593G>A c.(592-594)AGC>AAC p.S198N

Pat_59 Pre-Treatment TAF5L 27097 37 1 229738455 229738455 Missense_Mutation SNP G T 4 97 c.459C>A c.(457-459)TTC>TTA p.F153L

Pat_59 Pre-Treatment LYST 1130 37 1 235940443 235940443 Missense_Mutation SNP G T 4 122 c.5380C>A c.(5380-5382)CAA>AAA p.Q1794K

Pat_59 Pre-Treatment ZP4 57829 37 1 238053450 238053450 Missense_Mutation SNP G T 5 98 c.202C>A c.(202-204)CAG>AAG p.Q68K

Pat_59 Pre-Treatment FH 2271 37 1 241665783 241665783 Missense_Mutation SNP C T 4 48 c.1196G>A c.(1195-1197)AGC>AAC p.S399N

Pat_59 Pre-Treatment KIF26B 55083 37 1 245849094 245849094 Missense_Mutation SNP G A 4 20 c.2809G>A c.(2809-2811)GAC>AAC p.D937N

Pat_59 Pre-Treatment SFMBT2 57713 37 10 7412280 7412280 Missense_Mutation SNP G A 4 127 c.158C>T c.(157-159)ACA>ATA p.T53I

Pat_59 Pre-Treatment USP6NL 9712 37 10 11505381 11505381 Missense_Mutation SNP C T 6 143 c.1546G>A c.(1546-1548)GCA>ACA p.A516T

Pat_59 Pre-Treatment SPAG6 9576 37 10 22657466 22657466 Missense_Mutation SNP G T 4 46 c.331G>T c.(331-333)GGT>TGT p.G111C

Pat_59 Pre-Treatment KIAA1217 56243 37 10 24809159 24809159 Missense_Mutation SNP G A 47 121 c.2285G>A c.(2284-2286)GGA>GAA p.G762E

Pat_59 Pre-Treatment ZWINT 11130 37 10 58118709 58118709 Splice_Site SNP C T 4 64 c.481_splice c.e6-1 p.E161_splice

Pat_59 Pre-Treatment UBE2D1 7321 37 10 60121119 60121119 Missense_Mutation SNP G A 4 111 c.46G>A c.(46-48)GAT>AAT p.D16N

Pat_59 Pre-Treatment SLC29A3 55315 37 10 73111447 73111447 Missense_Mutation SNP G A 4 24 c.512G>A c.(511-513)TGC>TAC p.C171Y

Pat_59 Pre-Treatment DLG5 9231 37 10 79581535 79581535 Missense_Mutation SNP G A 2 1 c.2707C>T c.(2707-2709)CGT>TGT p.R903C

Pat_59 Pre-Treatment LRIT2 340745 37 10 85984231 85984231 Nonsense_Mutation SNP G T 4 83 c.750C>A c.(748-750)TGC>TGA p.C250*

Pat_59 Pre-Treatment AGAP11 119385 37 10 88768668 88768668 Missense_Mutation SNP G A 3 50 c.659G>A c.(658-660)GGT>GAT p.G220D

Pat_59 Pre-Treatment IFIT1B 439996 37 10 91143693 91143693 Missense_Mutation SNP G A 6 323 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_59 Pre-Treatment PIPSL 266971 37 10 95721032 95721032 Missense_Mutation SNP G A 4 50 c.122C>T c.(121-123)ACC>ATC p.T41I

Pat_59 Pre-Treatment SORBS1 10580 37 10 97194451 97194451 Missense_Mutation SNP G A 4 83 c.100C>T c.(100-102)CGC>TGC p.R34C

Pat_59 Pre-Treatment TLL2 7093 37 10 98188425 98188425 Missense_Mutation SNP C T 19 39 c.601G>A c.(601-603)GAG>AAG p.E201K

Pat_59 Pre-Treatment PPRC1 23082 37 10 103899362 103899362 Missense_Mutation SNP G A 4 117 c.1097G>A c.(1096-1098)CGA>CAA p.R366Q

Pat_59 Pre-Treatment RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 4 12 c.419A>G c.(418-420)CAC>CGC p.H140R



Pat_59 Pre-Treatment PNLIP 5406 37 10 118321098 118321098 Missense_Mutation SNP A T 4 94 c.1284A>T c.(1282-1284)TTA>TTT p.L428F

Pat_59 Pre-Treatment PNLIPRP1 5407 37 10 118351397 118351397 Missense_Mutation SNP G A 4 134 c.164G>A c.(163-165)CGC>CAC p.R55H

Pat_59 Pre-Treatment SFXN4 119559 37 10 120905783 120905783 Missense_Mutation SNP G A 4 110 c.901C>T c.(901-903)CCA>TCA p.P301S

Pat_59 Pre-Treatment INPP5F 22876 37 10 121571342 121571342 Missense_Mutation SNP G T 4 76 c.1761G>T c.(1759-1761)TTG>TTT p.L587F

Pat_59 Pre-Treatment CPXM2 119587 37 10 125528119 125528119 Missense_Mutation SNP C T 4 81 c.1222G>A c.(1222-1224)GTC>ATC p.V408I

Pat_59 Pre-Treatment PHRF1 57661 37 11 597554 597554 Missense_Mutation SNP C T 3 25 c.878C>T c.(877-879)ACG>ATG p.T293M

Pat_59 Pre-Treatment MUC6 4588 37 11 1026073 1026073 Missense_Mutation SNP C T 2 1 c.2615G>A c.(2614-2616)GGG>GAG p.G872E

Pat_59 Pre-Treatment OR51E2 81285 37 11 4703396 4703396 Missense_Mutation SNP A T 4 71 c.546T>A c.(544-546)GAT>GAA p.D182E

Pat_59 Pre-Treatment CCKBR 887 37 11 6292621 6292621 Missense_Mutation SNP C T 4 94 c.1192C>T c.(1192-1194)CGC>TGC p.R398C

Pat_59 Pre-Treatment NAV2 89797 37 11 20005744 20005744 Missense_Mutation SNP C T 5 65 c.2788C>T c.(2788-2790)CGG>TGG p.R930W

Pat_59 Pre-Treatment LGR4 55366 37 11 27389784 27389784 Missense_Mutation SNP G A 6 334 c.2486C>T c.(2485-2487)TCC>TTC p.S829F

Pat_59 Pre-Treatment NAT10 55226 37 11 34153015 34153015 Missense_Mutation SNP G A 4 108 c.1457G>A c.(1456-1458)TGC>TAC p.C486Y

Pat_59 Pre-Treatment LRP4 4038 37 11 46917450 46917450 Missense_Mutation SNP C T 3 38 c.1168G>A c.(1168-1170)GGG>AGG p.G390R

Pat_59 Pre-Treatment PRG3 10394 37 11 57147199 57147199 Missense_Mutation SNP C T 15 42 c.143G>A c.(142-144)AGA>AAA p.R48K

Pat_59 Pre-Treatment CLP1 10978 37 11 57427043 57427043 Missense_Mutation SNP C T 4 64 c.95C>T c.(94-96)TCA>TTA p.S32L

Pat_59 Pre-Treatment ZP1 22917 37 11 60640871 60640871 Missense_Mutation SNP G T 4 64 c.1264G>T c.(1264-1266)GGG>TGG p.G422W

Pat_59 Pre-Treatment KDM2A 22992 37 11 66999219 66999219 Missense_Mutation SNP G A 3 29 c.1267G>A c.(1267-1269)GGG>AGG p.G423R

Pat_59 Pre-Treatment SHANK2 22941 37 11 70333148 70333148 Missense_Mutation SNP C T 4 49 c.3250G>A c.(3250-3252)GGA>AGA p.G1084R

Pat_59 Pre-Treatment KRTAP5-10 387273 37 11 71276971 71276971 Missense_Mutation SNP G A 6 196 c.338G>A c.(337-339)GGC>GAC p.G113D

Pat_59 Pre-Treatment UVRAG 7405 37 11 75851867 75851867 Nonsense_Mutation SNP C T 4 91 c.1510C>T c.(1510-1512)CGA>TGA p.R504*

Pat_59 Pre-Treatment FOLH1B 219595 37 11 89395322 89395322 Translation_Start_Site SNP C T 5 31 c.-93C>T c.(-95--91)TACGC>TATGC

Pat_59 Pre-Treatment NAALAD2 10003 37 11 89896741 89896741 Missense_Mutation SNP G A 20 110 c.1234G>A c.(1234-1236)GAT>AAT p.D412N

Pat_59 Pre-Treatment PIWIL4 143689 37 11 94326796 94326796 Missense_Mutation SNP G A 4 75 c.1139G>A c.(1138-1140)TGC>TAC p.C380Y

Pat_59 Pre-Treatment MTMR2 8898 37 11 95568474 95568474 Missense_Mutation SNP G A 4 44 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_59 Pre-Treatment ATM 472 37 11 108164118 108164118 Missense_Mutation SNP C T 4 110 c.4690C>T c.(4690-4692)CCT>TCT p.P1564S

Pat_59 Pre-Treatment PHLDB1 23187 37 11 118498387 118498387 Missense_Mutation SNP C T 4 103 c.848C>T c.(847-849)CCG>CTG p.P283L

Pat_59 Pre-Treatment TRIM29 23650 37 11 119993662 119993662 Missense_Mutation SNP C A 17 55 c.1435G>T c.(1435-1437)GGT>TGT p.G479C

Pat_59 Pre-Treatment SORL1 6653 37 11 121440980 121440980 Splice_Site SNP G A 4 76 c.3337_splice c.e23+1 p.P1113_splice

Pat_59 Pre-Treatment ZNF202 7753 37 11 123598943 123598943 Missense_Mutation SNP C T 5 105 c.730G>A c.(730-732)GTA>ATA p.V244I

Pat_59 Pre-Treatment RPUSD4 84881 37 11 126073501 126073501 Missense_Mutation SNP G A 3 40 c.946C>T c.(946-948)CGC>TGC p.R316C

Pat_59 Pre-Treatment APLP2 334 37 11 129999957 129999957 Missense_Mutation SNP C T 5 181 c.1480C>T c.(1480-1482)CGG>TGG p.R494W

Pat_59 Pre-Treatment FGF6 2251 37 12 4554555 4554555 Missense_Mutation SNP G A 4 126 c.182C>T c.(181-183)TCT>TTT p.S61F

Pat_59 Pre-Treatment PHC1 1911 37 12 9091927 9091927 Missense_Mutation SNP C T 4 136 c.2887C>T c.(2887-2889)CGC>TGC p.R963C

Pat_59 Pre-Treatment LRP6 4040 37 12 12397415 12397415 Missense_Mutation SNP C T 4 88 c.230G>A c.(229-231)CGA>CAA p.R77Q

Pat_59 Pre-Treatment ETNK1 55500 37 12 22778224 22778224 Missense_Mutation SNP G C 3 16 c.127G>C c.(127-129)GCT>CCT p.A43P

Pat_59 Pre-Treatment TMTC1 83857 37 12 29908735 29908735 Missense_Mutation SNP G A 6 210 c.314C>T c.(313-315)ACC>ATC p.T105I

Pat_59 Pre-Treatment IPO8 10526 37 12 30783838 30783838 Missense_Mutation SNP C T 5 101 c.3070G>A c.(3070-3072)GTC>ATC p.V1024I

Pat_59 Pre-Treatment HDAC7 51564 37 12 48190835 48190835 Missense_Mutation SNP G A 4 32 c.551C>T c.(550-552)CCC>CTC p.P184L

Pat_59 Pre-Treatment ADCY6 112 37 12 49170283 49170283 Missense_Mutation SNP C T 4 96 c.1463G>A c.(1462-1464)CGG>CAG p.R488Q

Pat_59 Pre-Treatment FMNL3 91010 37 12 50048010 50048010 Missense_Mutation SNP C T 4 41 c.1036G>A c.(1036-1038)GAG>AAG p.E346K

Pat_59 Pre-Treatment METTL7A 25840 37 12 51318910 51318910 Nonsense_Mutation SNP G A 4 123 c.89G>A c.(88-90)TGG>TAG p.W30*

Pat_59 Pre-Treatment KRT74 121391 37 12 52966349 52966349 Nonsense_Mutation SNP C A 4 76 c.574G>T c.(574-576)GAG>TAG p.E192*

Pat_59 Pre-Treatment WIBG 84305 37 12 56295763 56295763 Missense_Mutation SNP G A 6 266 c.508C>T c.(508-510)CGG>TGG p.R170W

Pat_59 Pre-Treatment LRP1 4035 37 12 57552253 57552253 Missense_Mutation SNP G A 4 26 c.1630G>A c.(1630-1632)GGG>AGG p.G544R

Pat_59 Pre-Treatment THAP2 83591 37 12 72068033 72068033 Missense_Mutation SNP G A 4 83 c.122G>A c.(121-123)CGC>CAC p.R41H

Pat_59 Pre-Treatment NR2C1 7181 37 12 95456346 95456346 Missense_Mutation SNP C T 6 19 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_59 Pre-Treatment NT5DC3 51559 37 12 104208761 104208761 Missense_Mutation SNP G A 6 190 c.347C>T c.(346-348)ACG>ATG p.T116M



Pat_59 Pre-Treatment TCP11L2 255394 37 12 106712125 106712126 Missense_Mutation DNP GG TT 6 168 c.297_298GG>TT(295-300)TTGGCT>TTTTCp.99_100LA>FS

Pat_59 Pre-Treatment UBE3B 89910 37 12 109958962 109958962 Missense_Mutation SNP G A 4 82 c.2086G>A c.(2086-2088)GAG>AAG p.E696K

Pat_59 Pre-Treatment KNTC1 9735 37 12 123055642 123055642 Missense_Mutation SNP G A 4 123 c.1988G>A c.(1987-1989)GGA>GAA p.G663E

Pat_59 Pre-Treatment DNAH10 196385 37 12 124297766 124297766 Missense_Mutation SNP A G 3 53 c.2846A>G c.(2845-2847)GAG>GGG p.E949G

Pat_59 Pre-Treatment PXMP2 5827 37 12 133266955 133266955 Missense_Mutation SNP G A 4 43 c.229G>A c.(229-231)GTT>ATT p.V77I

Pat_59 Pre-Treatment SLC7A1 6541 37 13 30110279 30110279 Missense_Mutation SNP C T 4 115 c.47G>A c.(46-48)CGG>CAG p.R16Q

Pat_59 Pre-Treatment STARD13 90627 37 13 33859634 33859634 Missense_Mutation SNP G T 4 136 c.142C>A c.(142-144)CAT>AAT p.H48N

Pat_59 Pre-Treatment KBTBD7 84078 37 13 41766827 41766827 Missense_Mutation SNP C A 4 82 c.1567G>T c.(1567-1569)GAT>TAT p.D523Y

Pat_59 Pre-Treatment NAA16 79612 37 13 41933006 41933006 Missense_Mutation SNP G A 5 112 c.1318G>A c.(1318-1320)GCT>ACT p.A440T

Pat_59 Pre-Treatment CAB39L 81617 37 13 49885003 49885003 Missense_Mutation SNP C T 5 186 c.961G>A c.(961-963)GAG>AAG p.E321K

Pat_59 Pre-Treatment SETDB2 83852 37 13 50059853 50059853 Missense_Mutation SNP G A 4 110 c.1606G>A c.(1606-1608)GCA>ACA p.A536T

Pat_59 Pre-Treatment GPC6 10082 37 13 95034764 95034764 Missense_Mutation SNP T C 4 177 c.1249T>C c.(1249-1251)TCC>CCC p.S417P

Pat_59 Pre-Treatment LAMP1 3916 37 13 113973906 113973906 Missense_Mutation SNP G A 4 68 c.685G>A c.(685-687)GGG>AGG p.G229R

Pat_59 Pre-Treatment P704P 641455 37 14 20020013 20020013 Missense_Mutation SNP G C 7 325 c.208C>G c.(208-210)CCC>GCC p.P70A

Pat_59 Pre-Treatment SLC39A2 29986 37 14 21468284 21468284 Missense_Mutation SNP G A 4 80 c.256G>A c.(256-258)GCA>ACA p.A86T

Pat_59 Pre-Treatment CDH24 64403 37 14 23524775 23524775 Missense_Mutation SNP T G 3 27 c.168A>C c.(166-168)GAA>GAC p.E56D

Pat_59 Pre-Treatment HOMEZ 57594 37 14 23745910 23745910 Missense_Mutation SNP G A 4 115 c.527C>T c.(526-528)ACC>ATC p.T176I

Pat_59 Pre-Treatment LRRC16B 90668 37 14 24528168 24528168 Missense_Mutation SNP T G 3 50 c.1544T>G c.(1543-1545)TTG>TGG p.L515W

Pat_59 Pre-Treatment IPO4 79711 37 14 24650985 24650985 Missense_Mutation SNP G A 4 62 c.2872C>T c.(2872-2874)CGT>TGT p.R958C

Pat_59 Pre-Treatment SOS2 6655 37 14 50628237 50628237 Nonsense_Mutation SNP G A 4 95 c.1159C>T c.(1159-1161)CGA>TGA p.R387*

Pat_59 Pre-Treatment SYNE2 23224 37 14 64522809 64522809 Nonsense_Mutation SNP C T 4 67 c.9892C>T c.(9892-9894)CGA>TGA p.R3298*

Pat_59 Pre-Treatment SPTB 6710 37 14 65249027 65249027 Missense_Mutation SNP C T 26 143 c.4247G>A c.(4246-4248)CGG>CAG p.R1416Q

Pat_59 Pre-Treatment ZFYVE26 23503 37 14 68233122 68233122 Missense_Mutation SNP G A 4 121 c.5833C>T c.(5833-5835)CGG>TGG p.R1945W

Pat_59 Pre-Treatment PCNX 22990 37 14 71444184 71444184 Missense_Mutation SNP G A 4 136 c.1130G>A c.(1129-1131)CGG>CAG p.R377Q

Pat_59 Pre-Treatment LTBP2 4053 37 14 74975412 74975412 Missense_Mutation SNP C T 6 45 c.3547G>A c.(3547-3549)GAG>AAG p.E1183K

Pat_59 Pre-Treatment LTBP2 4053 37 14 75022207 75022207 Nonsense_Mutation SNP C T 19 146 c.1020G>A c.(1018-1020)TGG>TGA p.W340*

Pat_59 Pre-Treatment EIF2B2 8892 37 14 75475781 75475781 Missense_Mutation SNP G A 6 314 c.946G>A c.(946-948)GTT>ATT p.V316I

Pat_59 Pre-Treatment TTLL5 23093 37 14 76156623 76156623 Missense_Mutation SNP C T 4 117 c.460C>T c.(460-462)CCC>TCC p.P154S

Pat_59 Pre-Treatment TTLL5 23093 37 14 76173393 76173393 Missense_Mutation SNP G T 6 260 c.618G>T c.(616-618)TTG>TTT p.L206F

Pat_59 Pre-Treatment NRXN3 9369 37 14 80164260 80164260 Missense_Mutation SNP C T 41 45 c.2785C>T c.(2785-2787)CGC>TGC p.R929C

Pat_59 Pre-Treatment GTF2A1 2957 37 14 81667978 81667978 Missense_Mutation SNP G A 4 105 c.362C>T c.(361-363)CCA>CTA p.P121L

Pat_59 Pre-Treatment C14orf143 90141 37 14 90398906 90398906 Missense_Mutation SNP C T 25 70 c.283G>A c.(283-285)GAA>AAA p.E95K

Pat_59 Pre-Treatment YY1 7528 37 14 100705725 100705725 Missense_Mutation SNP C G 3 33 c.144C>G c.(142-144)GAC>GAG p.D48E

Pat_59 Pre-Treatment CDCA4 55038 37 14 105477953 105477953 Missense_Mutation SNP G A 3 55 c.314C>T c.(313-315)GCG>GTG p.A105V

Pat_59 Pre-Treatment CYFIP1 23191 37 15 22955212 22955212 Missense_Mutation SNP G A 4 91 c.1606G>A c.(1606-1608)GAG>AAG p.E536K

Pat_59 Pre-Treatment HERC2P2 400322 37 15 23330108 23330108 Missense_Mutation SNP C A 4 54 c.970G>T c.(970-972)GTC>TTC p.V324F

Pat_59 Pre-Treatment RYR3 6263 37 15 34093018 34093018 Missense_Mutation SNP G A 4 117 c.9878G>A c.(9877-9879)CGC>CAC p.R3293H

Pat_59 Pre-Treatment GPR176 11245 37 15 40093401 40093401 Missense_Mutation SNP C T 25 114 c.1480G>A c.(1480-1482)GTA>ATA p.V494I

Pat_59 Pre-Treatment PLCB2 5330 37 15 40584590 40584590 Missense_Mutation SNP G A 3 38 c.2381C>T c.(2380-2382)GCG>GTG p.A794V

Pat_59 Pre-Treatment SLC30A4 7782 37 15 45781209 45781209 Missense_Mutation SNP G A 3 54 c.724C>T c.(724-726)CGT>TGT p.R242C

Pat_59 Pre-Treatment MYO5A 4644 37 15 52646103 52646104 Missense_Mutation DNP GG AA 14 118 c.3531_3532CC>TT529-3534)GACCGC>GATT p.R1178C

Pat_59 Pre-Treatment VPS13C 54832 37 15 62155710 62155710 Missense_Mutation SNP C A 4 90 c.10881G>T c.(10879-10881)TTG>TTT p.L3627F

Pat_59 Pre-Treatment ZNF609 23060 37 15 64972468 64972468 Missense_Mutation SNP G A 4 110 c.3854G>A c.(3853-3855)AGC>AAC p.S1285N

Pat_59 Pre-Treatment PIAS1 8554 37 15 68434663 68434663 Missense_Mutation SNP A G 4 36 c.590A>G c.(589-591)CAG>CGG p.Q197R

Pat_59 Pre-Treatment THSD4 79875 37 15 72030223 72030223 Missense_Mutation SNP G A 12 67 c.1783G>A c.(1783-1785)GAC>AAC p.D595N

Pat_59 Pre-Treatment GRAMD2 196996 37 15 72460139 72460139 Missense_Mutation SNP G A 4 100 c.310C>T c.(310-312)CGG>TGG p.R104W

Pat_59 Pre-Treatment CSPG4 1464 37 15 75968345 75968345 Missense_Mutation SNP C T 2 2 c.6515G>A c.(6514-6516)AGC>AAC p.S2172N



Pat_59 Pre-Treatment WDR61 80349 37 15 78582055 78582055 Splice_Site SNP C T 4 63 c.469_splice c.e7-1 p.S157_splice

Pat_59 Pre-Treatment MORF4L1 10933 37 15 79184656 79184656 Splice_Site SNP G A 4 133 c.657_splice c.e9+1 p.Q219_splice

Pat_59 Pre-Treatment MESP2 145873 37 15 90321312 90321312 Missense_Mutation SNP C G 3 39 c.941C>G c.(940-942)CCA>CGA p.P314R

Pat_59 Pre-Treatment PRC1 9055 37 15 91523550 91523550 Nonsense_Mutation SNP G A 4 121 c.892C>T c.(892-894)CGA>TGA p.R298*

Pat_59 Pre-Treatment WDR90 197335 37 16 716591 716591 Missense_Mutation SNP C T 4 22 c.4877C>T c.(4876-4878)ACC>ATC p.T1626I

Pat_59 Pre-Treatment CCDC78 124093 37 16 772979 772979 Nonsense_Mutation SNP G A 4 50 c.1240C>T c.(1240-1242)CGA>TGA p.R414*

Pat_59 Pre-Treatment C16orf91 283951 37 16 1479216 1479216 Nonsense_Mutation SNP G A 4 89 c.130C>T c.(130-132)CGA>TGA p.R44*

Pat_59 Pre-Treatment ZNF174 7727 37 16 3452216 3452216 Missense_Mutation SNP G T 4 60 c.212G>T c.(211-213)TGC>TTC p.C71F

Pat_59 Pre-Treatment ADCY9 115 37 16 4164488 4164488 Missense_Mutation SNP T C 3 107 c.956A>G c.(955-957)CAC>CGC p.H319R

Pat_59 Pre-Treatment KIAA0430 9665 37 16 15716888 15716888 Missense_Mutation SNP G T 4 60 c.2363C>A c.(2362-2364)GCA>GAA p.A788E

Pat_59 Pre-Treatment MYH11 4629 37 16 15844047 15844047 Missense_Mutation SNP C T 4 58 c.2006G>A c.(2005-2007)CGC>CAC p.R669H

Pat_59 Pre-Treatment GGA2 23062 37 16 23499931 23499931 Missense_Mutation SNP G A 35 124 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_59 Pre-Treatment SEZ6L2 26470 37 16 29899971 29899971 Missense_Mutation SNP C T 4 29 c.929G>A c.(928-930)GGC>GAC p.G310D

Pat_59 Pre-Treatment 1-Sep 1731 37 16 30393163 30393163 Missense_Mutation SNP C T 6 273 c.223G>A c.(223-225)GAG>AAG p.E75K

Pat_59 Pre-Treatment SRCAP 10847 37 16 30731568 30731568 Missense_Mutation SNP G A 6 247 c.2903G>A c.(2902-2904)CGC>CAC p.R968H

Pat_59 Pre-Treatment HSD3B7 80270 37 16 30998167 30998167 Missense_Mutation SNP G T 4 66 c.538G>T c.(538-540)GGG>TGG p.G180W

Pat_59 Pre-Treatment ITGAD 3681 37 16 31414878 31414878 Missense_Mutation SNP C T 4 98 c.616C>T c.(616-618)CGG>TGG p.R206W

Pat_59 Pre-Treatment CMTM2 146225 37 16 66614052 66614052 Missense_Mutation SNP C T 4 82 c.409C>T c.(409-411)CAT>TAT p.H137Y

Pat_59 Pre-Treatment CES2 8824 37 16 66975461 66975461 Missense_Mutation SNP C T 4 59 c.1160C>T c.(1159-1161)CCC>CTC p.P387L

Pat_59 Pre-Treatment SLC9A5 6553 37 16 67288998 67288998 Missense_Mutation SNP G A 4 54 c.565G>A c.(565-567)GTG>ATG p.V189M

Pat_59 Pre-Treatment NFATC3 4775 37 16 68160397 68160397 Nonsense_Mutation SNP G T 4 72 c.1285G>T c.(1285-1287)GGA>TGA p.G429*

Pat_59 Pre-Treatment TMED6 146456 37 16 69377432 69377432 Missense_Mutation SNP C T 4 133 c.601G>A c.(601-603)GTG>ATG p.V201M

Pat_59 Pre-Treatment FTSJD1 55783 37 16 71318625 71318625 Missense_Mutation SNP G A 4 39 c.1199C>T c.(1198-1200)GCT>GTT p.A400V

Pat_59 Pre-Treatment ZNF23 7571 37 16 71488051 71488051 Translation_Start_Site SNP G A 4 99 c.-72C>T c.(-74--70)GACGT>GATGT

Pat_59 Pre-Treatment PMFBP1 83449 37 16 72162606 72162606 Missense_Mutation SNP G A 4 55 c.2053C>T c.(2053-2055)CTC>TTC p.L685F

Pat_59 Pre-Treatment ZFP1 162239 37 16 75186852 75186852 Missense_Mutation SNP G A 5 161 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_59 Pre-Treatment PLCG2 5336 37 16 81925134 81925134 Missense_Mutation SNP G A 4 52 c.925G>A c.(925-927)GTG>ATG p.V309M

Pat_59 Pre-Treatment LRRC50 123872 37 16 84203819 84203819 Missense_Mutation SNP A G 5 88 c.1385A>G c.(1384-1386)CAA>CGA p.Q462R

Pat_59 Pre-Treatment KLHDC4 54758 37 16 87745037 87745037 Missense_Mutation SNP C A 4 30 c.848G>T c.(847-849)TGG>TTG p.W283L

Pat_59 Pre-Treatment CDT1 81620 37 16 88873490 88873490 Missense_Mutation SNP G A 4 123 c.1154G>A c.(1153-1155)CGC>CAC p.R385H

Pat_59 Pre-Treatment ANKRD11 29123 37 16 89351391 89351391 Missense_Mutation SNP G A 4 64 c.1559C>T c.(1558-1560)GCC>GTC p.A520V

Pat_59 Pre-Treatment TUBB3 10381 37 16 90001344 90001344 Missense_Mutation SNP G T 4 114 c.485G>T c.(484-486)CGC>CTC p.R162L

Pat_59 Pre-Treatment PRPF8 10594 37 17 1554459 1554459 Missense_Mutation SNP G A 4 82 c.6796C>T c.(6796-6798)CGT>TGT p.R2266C

Pat_59 Pre-Treatment PAFAH1B1 5048 37 17 2573488 2573488 Missense_Mutation SNP G A 6 269 c.431G>A c.(430-432)CGA>CAA p.R144Q

Pat_59 Pre-Treatment OR3A1 4994 37 17 3195798 3195798 Nonsense_Mutation SNP G A 4 132 c.79C>T c.(79-81)CAG>TAG p.Q27*

Pat_59 Pre-Treatment ZZEF1 23140 37 17 3959530 3959530 Missense_Mutation SNP C T 4 116 c.5275G>A c.(5275-5277)GAT>AAT p.D1759N

Pat_59 Pre-Treatment ARRB2 409 37 17 4619328 4619328 Missense_Mutation SNP G A 4 113 c.115G>A c.(115-117)GAT>AAT p.D39N

Pat_59 Pre-Treatment CAMTA2 23125 37 17 4875601 4875601 Missense_Mutation SNP C A 4 34 c.2734G>T c.(2734-2736)GCC>TCC p.A912S

Pat_59 Pre-Treatment CHRNB1 1140 37 17 7350418 7350418 Missense_Mutation SNP G A 5 82 c.410G>A c.(409-411)GGC>GAC p.G137D

Pat_59 Pre-Treatment TMEM88 92162 37 17 7758835 7758835 Missense_Mutation SNP G A 4 115 c.283G>A c.(283-285)GGA>AGA p.G95R

Pat_59 Pre-Treatment ARHGEF15 22899 37 17 8224273 8224273 Nonsense_Mutation SNP G T 4 109 c.2488G>T c.(2488-2490)GGA>TGA p.G830*

Pat_59 Pre-Treatment DNAH9 1770 37 17 11737985 11737985 Missense_Mutation SNP C A 4 44 c.9277C>A c.(9277-9279)CAG>AAG p.Q3093K

Pat_59 Pre-Treatment TNFRSF13B 23495 37 17 16855777 16855777 Missense_Mutation SNP G A 4 35 c.182C>T c.(181-183)ACC>ATC p.T61I

Pat_59 Pre-Treatment MPRIP 23164 37 17 17062245 17062245 Missense_Mutation SNP G A 3 33 c.1975G>A c.(1975-1977)GTC>ATC p.V659I

Pat_59 Pre-Treatment BLMH 642 37 17 28576167 28576167 Missense_Mutation SNP A T 4 80 c.1236T>A c.(1234-1236)GAT>GAA p.D412E

Pat_59 Pre-Treatment OMG 4974 37 17 29622581 29622581 Missense_Mutation SNP G T 4 82 c.769C>A c.(769-771)CAA>AAA p.Q257K

Pat_59 Pre-Treatment LIG3 3980 37 17 33324765 33324765 Missense_Mutation SNP G A 4 111 c.1832G>A c.(1831-1833)TGT>TAT p.C611Y



Pat_59 Pre-Treatment UNC45B 146862 37 17 33507597 33507597 Missense_Mutation SNP A G 3 68 c.2281A>G c.(2281-2283)AGG>GGG p.R761G

Pat_59 Pre-Treatment ERBB2 2064 37 17 37868249 37868249 Missense_Mutation SNP G A 4 133 c.970G>A c.(970-972)GCA>ACA p.A324T

Pat_59 Pre-Treatment KRT24 192666 37 17 38856585 38856585 Missense_Mutation SNP C T 96 273 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_59 Pre-Treatment KRT28 162605 37 17 38954550 38954550 Missense_Mutation SNP G C 4 67 c.627C>G c.(625-627)GAC>GAG p.D209E

Pat_59 Pre-Treatment KRTAP4-12 83755 37 17 39280026 39280026 Missense_Mutation SNP G A 4 103 c.349C>T c.(349-351)CGC>TGC p.R117C

Pat_59 Pre-Treatment KRT32 3882 37 17 39623519 39623519 Missense_Mutation SNP C T 3 44 c.59G>A c.(58-60)CGG>CAG p.R20Q

Pat_59 Pre-Treatment JUP 3728 37 17 39919530 39919530 Missense_Mutation SNP C T 4 89 c.1202G>A c.(1201-1203)AGT>AAT p.S401N

Pat_59 Pre-Treatment ACLY 47 37 17 40052894 40052894 Missense_Mutation SNP G A 4 128 c.1438C>T c.(1438-1440)CCA>TCA p.P480S

Pat_59 Pre-Treatment EZH1 2145 37 17 40865352 40865352 Missense_Mutation SNP C T 4 114 c.1079G>A c.(1078-1080)CGT>CAT p.R360H

Pat_59 Pre-Treatment G6PC 2538 37 17 41062969 41062969 Missense_Mutation SNP C A 4 52 c.600C>A c.(598-600)AGC>AGA p.S200R

Pat_59 Pre-Treatment DCAKD 79877 37 17 43111583 43111583 Missense_Mutation SNP C T 4 51 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_59 Pre-Treatment TBKBP1 9755 37 17 45776832 45776832 Missense_Mutation SNP C A 2 0 c.781C>A c.(781-783)CTG>ATG p.L261M

Pat_59 Pre-Treatment LUC7L3 51747 37 17 48818566 48818566 Missense_Mutation SNP C A 4 53 c.310C>A c.(310-312)CAT>AAT p.H104N

Pat_59 Pre-Treatment C17orf82 388407 37 17 59489494 59489494 Missense_Mutation SNP G A 4 30 c.158G>A c.(157-159)GGA>GAA p.G53E

Pat_59 Pre-Treatment TANC2 26115 37 17 61432525 61432525 Missense_Mutation SNP G A 3 53 c.2134G>A c.(2134-2136)GTG>ATG p.V712M

Pat_59 Pre-Treatment ICAM2 3384 37 17 62081169 62081169 Missense_Mutation SNP C T 3 54 c.484G>A c.(484-486)GGG>AGG p.G162R

Pat_59 Pre-Treatment PLEKHM1P 440456 37 17 62796727 62796727 Missense_Mutation SNP G T 4 29 c.313C>A c.(313-315)CAG>AAG p.Q105K

Pat_59 Pre-Treatment RGS9 8787 37 17 63193265 63193265 Missense_Mutation SNP G A 4 50 c.882G>A c.(880-882)ATG>ATA p.M294I

Pat_59 Pre-Treatment TMEM104 54868 37 17 72832443 72832443 Missense_Mutation SNP C T 26 152 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_59 Pre-Treatment QRICH2 84074 37 17 74289376 74289376 Missense_Mutation SNP G A 4 71 c.934C>T c.(934-936)CCT>TCT p.P312S

Pat_59 Pre-Treatment TNRC6C 57690 37 17 76046324 76046324 Missense_Mutation SNP C T 3 37 c.1181C>T c.(1180-1182)ACA>ATA p.T394I

Pat_59 Pre-Treatment SYNGR2 9144 37 17 76166904 76166904 Missense_Mutation SNP G A 5 226 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_59 Pre-Treatment METTL4 64863 37 18 2554890 2554890 Missense_Mutation SNP C T 4 70 c.607G>A c.(607-609)GAA>AAA p.E203K

Pat_59 Pre-Treatment CEP76 79959 37 18 12674535 12674535 Missense_Mutation SNP C T 4 69 c.1841G>A c.(1840-1842)CGA>CAA p.R614Q

Pat_59 Pre-Treatment POTEC 388468 37 18 14543019 14543019 Missense_Mutation SNP T C 7 184 c.127A>G c.(127-129)ATG>GTG p.M43V

Pat_59 Pre-Treatment ZNF396 252884 37 18 32954172 32954172 Missense_Mutation SNP C T 4 50 c.85G>A c.(85-87)GAG>AAG p.E29K

Pat_59 Pre-Treatment KATNAL2 83473 37 18 44585946 44585946 Missense_Mutation SNP G A 5 262 c.254G>A c.(253-255)CGC>CAC p.R85H

Pat_59 Pre-Treatment MEX3C 51320 37 18 48703430 48703430 Missense_Mutation SNP G A 4 42 c.1271C>T c.(1270-1272)GCG>GTG p.A424V

Pat_59 Pre-Treatment DCC 1630 37 18 50432623 50432623 Missense_Mutation SNP G A 16 82 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_59 Pre-Treatment CDH19 28513 37 18 64235688 64235688 Missense_Mutation SNP G A 34 74 c.455C>T c.(454-456)CCT>CTT p.P152L

Pat_59 Pre-Treatment ZNF407 55628 37 18 72344482 72344482 Nonsense_Mutation SNP C T 8 34 c.1507C>T c.(1507-1509)CAG>TAG p.Q503*

Pat_59 Pre-Treatment SALL3 27164 37 18 76753670 76753670 Missense_Mutation SNP C T 4 8 c.1679C>T c.(1678-1680)TCC>TTC p.S560F

Pat_59 Pre-Treatment SLC39A3 29985 37 19 2737141 2737141 Missense_Mutation SNP G A 4 50 c.115C>T c.(115-117)CGC>TGC p.R39C

Pat_59 Pre-Treatment DPP9 91039 37 19 4704265 4704265 Missense_Mutation SNP G A 4 98 c.478C>T c.(478-480)CGG>TGG p.R160W

Pat_59 Pre-Treatment GTF2F1 2962 37 19 6380596 6380596 Missense_Mutation SNP G A 4 99 c.1337C>T c.(1336-1338)ACA>ATA p.T446I

Pat_59 Pre-Treatment EVI5L 115704 37 19 7914907 7914907 Missense_Mutation SNP G T 3 3 c.652G>T c.(652-654)GTG>TTG p.V218L

Pat_59 Pre-Treatment ICAM1 3383 37 19 10395132 10395132 Missense_Mutation SNP G A 4 108 c.979G>A c.(979-981)GAG>AAG p.E327K

Pat_59 Pre-Treatment ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 6 235 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_59 Pre-Treatment ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 6 231 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_59 Pre-Treatment ZSWIM4 65249 37 19 13919996 13919996 Missense_Mutation SNP G A 4 50 c.974G>A c.(973-975)GGC>GAC p.G325D

Pat_59 Pre-Treatment DCAF15 90379 37 19 14070060 14070060 Missense_Mutation SNP C T 4 42 c.988C>T c.(988-990)CGG>TGG p.R330W

Pat_59 Pre-Treatment EPS15L1 58513 37 19 16524625 16524625 Missense_Mutation SNP C T 3 62 c.1225G>A c.(1225-1227)GAA>AAA p.E409K

Pat_59 Pre-Treatment SLC5A5 6528 37 19 17988895 17988895 Missense_Mutation SNP C A 4 46 c.962C>A c.(961-963)CCA>CAA p.P321Q

Pat_59 Pre-Treatment GMIP 51291 37 19 19747563 19747563 Missense_Mutation SNP C T 4 98 c.1280G>A c.(1279-1281)GGT>GAT p.G427D

Pat_59 Pre-Treatment ZNF93 81931 37 19 20045361 20045361 Missense_Mutation SNP A G 5 124 c.1597A>G c.(1597-1599)AGA>GGA p.R533G

Pat_59 Pre-Treatment ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 5 63 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_59 Pre-Treatment ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 6 136 c.1556T>A c.(1555-1557)ATC>AAC p.I519N



Pat_59 Pre-Treatment ZNF257 113835 37 19 22271961 22271961 Missense_Mutation SNP A G 10 120 c.1409A>G c.(1408-1410)CAG>CGG p.Q470R

Pat_59 Pre-Treatment ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 5 187 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_59 Pre-Treatment ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 3 73 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_59 Pre-Treatment ZNF91 7644 37 19 23544867 23544867 Missense_Mutation SNP T C 8 208 c.914A>G c.(913-915)CAT>CGT p.H305R

Pat_59 Pre-Treatment ZNF681 148213 37 19 23926839 23926839 Missense_Mutation SNP A G 4 160 c.1513T>C c.(1513-1515)TCC>CCC p.S505P

Pat_59 Pre-Treatment C19orf2 8725 37 19 30433557 30433557 Missense_Mutation SNP G A 3 18 c.103G>A c.(103-105)GAG>AAG p.E35K

Pat_59 Pre-Treatment TSHZ3 57616 37 19 31768189 31768189 Missense_Mutation SNP G A 4 95 c.2510C>T c.(2509-2511)TCG>TTG p.S837L

Pat_59 Pre-Treatment SLC7A10 56301 37 19 33716540 33716540 Missense_Mutation SNP G A 2 2 c.70C>T c.(70-72)CCA>TCA p.P24S

Pat_59 Pre-Treatment LSM14A 26065 37 19 34699912 34699912 Missense_Mutation SNP C T 4 93 c.494C>T c.(493-495)GCC>GTC p.A165V

Pat_59 Pre-Treatment GRAMD1A 57655 37 19 35512651 35512651 Missense_Mutation SNP C T 3 29 c.1636C>T c.(1636-1638)CGG>TGG p.R546W

Pat_59 Pre-Treatment SIPA1L3 23094 37 19 38572272 38572272 Missense_Mutation SNP G A 4 27 c.67G>A c.(67-69)GGC>AGC p.G23S

Pat_59 Pre-Treatment PSG5 5673 37 19 43688976 43688976 Missense_Mutation SNP T C 10 239 c.388A>G c.(388-390)AGG>GGG p.R130G

Pat_59 Pre-Treatment IRGQ 126298 37 19 44096735 44096735 Missense_Mutation SNP G A 4 34 c.1315C>T c.(1315-1317)CTC>TTC p.L439F

Pat_59 Pre-Treatment C19orf61 56006 37 19 44251899 44251899 Missense_Mutation SNP G A 4 7 c.376C>T c.(376-378)CCC>TCC p.P126S

Pat_59 Pre-Treatment ZNF225 7768 37 19 44636272 44636272 Missense_Mutation SNP A T 4 72 c.1505A>T c.(1504-1506)CAT>CTT p.H502L

Pat_59 Pre-Treatment ZNF234 10780 37 19 44660847 44660847 Missense_Mutation SNP C A 4 121 c.678C>A c.(676-678)CAC>CAA p.H226Q

Pat_59 Pre-Treatment CCDC8 83987 37 19 46915017 46915018 Missense_Mutation DNP CC GG 5 129 .1050_1051GG>C048-1053)GAGGAG>GACC350_351EE>D

Pat_59 Pre-Treatment CRX 1406 37 19 48339604 48339604 Missense_Mutation SNP C T 17 49 c.205C>T c.(205-207)CGT>TGT p.R69C

Pat_59 Pre-Treatment GRIN2D 2906 37 19 48945427 48945427 Missense_Mutation SNP C T 4 116 c.2461C>T c.(2461-2463)CGG>TGG p.R821W

Pat_59 Pre-Treatment FAM83E 54854 37 19 49107049 49107049 Missense_Mutation SNP G A 6 31 c.878C>T c.(877-879)CCT>CTT p.P293L

Pat_59 Pre-Treatment RASIP1 54922 37 19 49227650 49227650 Missense_Mutation SNP G A 4 87 c.2488C>T c.(2488-2490)CGG>TGG p.R830W

Pat_59 Pre-Treatment RUVBL2 10856 37 19 49507652 49507652 Missense_Mutation SNP C T 4 95 c.242C>T c.(241-243)ACG>ATG p.T81M

Pat_59 Pre-Treatment PIH1D1 55011 37 19 49952855 49952855 Missense_Mutation SNP A G 3 95 c.214T>C c.(214-216)TCC>CCC p.S72P

Pat_59 Pre-Treatment SIGLECP3 284367 37 19 51671363 51671363 Missense_Mutation SNP G A 4 58 c.502G>A c.(502-504)GAC>AAC p.D168N

Pat_59 Pre-Treatment ZNF432 9668 37 19 52537431 52537431 Missense_Mutation SNP T A 3 33 c.1501A>T c.(1501-1503)ATG>TTG p.M501L

Pat_59 Pre-Treatment ZNF578 147660 37 19 53014635 53014635 Missense_Mutation SNP A G 7 100 c.1001A>G c.(1000-1002)CAT>CGT p.H334R

Pat_59 Pre-Treatment ZNF845 91664 37 19 53856360 53856360 Missense_Mutation SNP A C 6 121 c.2432A>C c.(2431-2433)AAC>ACC p.N811T

Pat_59 Pre-Treatment ZNF154 7710 37 19 58216322 58216322 Missense_Mutation SNP G A 36 155 c.59C>T c.(58-60)GCC>GTC p.A20V

Pat_59 Pre-Treatment ZNF606 80095 37 19 58499587 58499587 Missense_Mutation SNP G A 4 41 c.388C>T c.(388-390)CGC>TGC p.R130C

Pat_59 Pre-Treatment SNTG2 54221 37 2 1161233 1161233 Splice_Site SNP G A 6 15 c.412_splice c.e7-1 p.V138_splice

Pat_59 Pre-Treatment RSAD2 91543 37 2 7018212 7018213 Missense_Mutation DNP CC AA 4 70 c.281_282CC>AA c.(280-282)GCC>GAA p.A94E

Pat_59 Pre-Treatment KLF11 8462 37 2 10187784 10187784 Missense_Mutation SNP C T 4 65 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_59 Pre-Treatment GREB1 9687 37 2 11738813 11738813 Missense_Mutation SNP G T 6 205 c.2160G>T c.(2158-2160)TTG>TTT p.L720F

Pat_59 Pre-Treatment APOB 338 37 2 21260070 21260070 Missense_Mutation SNP C T 3 38 c.595G>A c.(595-597)GTG>ATG p.V199M

Pat_59 Pre-Treatment C2orf44 80304 37 2 24260988 24260988 Missense_Mutation SNP A T 4 93 c.1377T>A c.(1375-1377)AAT>AAA p.N459K

Pat_59 Pre-Treatment CGREF1 10669 37 2 27324405 27324405 Missense_Mutation SNP T C 7 195 c.694A>G c.(694-696)AAA>GAA p.K232E

Pat_59 Pre-Treatment C2orf16 84226 37 2 27804718 27804718 Missense_Mutation SNP G A 6 284 c.5279G>A c.(5278-5280)AGT>AAT p.S1760N

Pat_59 Pre-Treatment PLB1 151056 37 2 28843826 28843826 Missense_Mutation SNP G A 4 112 c.3508G>A c.(3508-3510)GCG>ACG p.A1170T

Pat_59 Pre-Treatment XDH 7498 37 2 31606627 31606627 Missense_Mutation SNP G A 5 21 c.880C>T c.(880-882)CCC>TCC p.P294S

Pat_59 Pre-Treatment PRKD3 23683 37 2 37516501 37516501 Missense_Mutation SNP C T 4 67 c.715G>A c.(715-717)GAG>AAG p.E239K

Pat_59 Pre-Treatment THADA 63892 37 2 43519999 43519999 Missense_Mutation SNP C T 4 65 c.4792G>A c.(4792-4794)GAA>AAA p.E1598K

Pat_59 Pre-Treatment TSPYL6 388951 37 2 54483191 54483191 Missense_Mutation SNP G T 4 81 c.98C>A c.(97-99)ACA>AAA p.T33K

Pat_59 Pre-Treatment ETAA1 54465 37 2 67631483 67631483 Missense_Mutation SNP G A 4 79 c.1669G>A c.(1669-1671)GGC>AGC p.G557S

Pat_59 Pre-Treatment EXOC6B 23233 37 2 72707789 72707789 Nonsense_Mutation SNP C A 3 4 c.1756G>T c.(1756-1758)GAG>TAG p.E586*

Pat_59 Pre-Treatment C2orf78 388960 37 2 74040645 74040645 Missense_Mutation SNP C T 3 21 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_59 Pre-Treatment RTKN 6242 37 2 74668867 74668867 Missense_Mutation SNP C T 4 21 c.77G>A c.(76-78)CGC>CAC p.R26H

Pat_59 Pre-Treatment CTNNA2 1496 37 2 80808879 80808879 Missense_Mutation SNP G T 4 91 c.1942G>T c.(1942-1944)GAT>TAT p.D648Y



Pat_59 Pre-Treatment ACTR1B 10120 37 2 98274433 98274433 Missense_Mutation SNP G A 4 110 c.898C>T c.(898-900)CTC>TTC p.L300F

Pat_59 Pre-Treatment LYG2 254773 37 2 99860491 99860491 Missense_Mutation SNP G A 4 105 c.491C>T c.(490-492)CCC>CTC p.P164L

Pat_59 Pre-Treatment SH3RF3 344558 37 2 109964230 109964230 Missense_Mutation SNP G A 3 31 c.674G>A c.(673-675)CGC>CAC p.R225H

Pat_59 Pre-Treatment PSD4 23550 37 2 113942609 113942609 Missense_Mutation SNP G A 4 92 c.1132G>A c.(1132-1134)GGA>AGA p.G378R

Pat_59 Pre-Treatment CLASP1 23332 37 2 122122785 122122785 Missense_Mutation SNP C T 4 21 c.3962G>A c.(3961-3963)CGG>CAG p.R1321Q

Pat_59 Pre-Treatment POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 5 193 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_59 Pre-Treatment ACVR1 90 37 2 158595058 158595058 Missense_Mutation SNP G A 4 125 c.1289C>T c.(1288-1290)CCG>CTG p.P430L

Pat_59 Pre-Treatment TTC21B 79809 37 2 166740465 166740465 Nonsense_Mutation SNP G A 4 80 c.3523C>T c.(3523-3525)CGA>TGA p.R1175*

Pat_59 Pre-Treatment SCN9A 6335 37 2 167055671 167055671 Missense_Mutation SNP C T 29 91 c.5445G>A c.(5443-5445)ATG>ATA p.M1815I

Pat_59 Pre-Treatment LRP2 4036 37 2 170011107 170011107 Missense_Mutation SNP G A 4 128 c.12158C>T c.(12157-12159)TCT>TTT p.S4053F

Pat_59 Pre-Treatment LRP2 4036 37 2 170050348 170050348 Missense_Mutation SNP C T 4 113 c.8753G>A c.(8752-8754)TGC>TAC p.C2918Y

Pat_59 Pre-Treatment MYO3B 140469 37 2 171399445 171399445 Missense_Mutation SNP G A 19 117 c.3605G>A c.(3604-3606)GGG>GAG p.G1202E

Pat_59 Pre-Treatment GORASP2 26003 37 2 171811261 171811261 Missense_Mutation SNP C A 3 28 c.668C>A c.(667-669)CCT>CAT p.P223H

Pat_59 Pre-Treatment CCDC141 285025 37 2 179718182 179718182 Missense_Mutation SNP G A 4 108 c.1505C>T c.(1504-1506)GCT>GTT p.A502V

Pat_59 Pre-Treatment CWC22 57703 37 2 180835497 180835497 Missense_Mutation SNP G A 4 83 c.1027C>T c.(1027-1029)CGG>TGG p.R343W

Pat_59 Pre-Treatment NEUROD1 4760 37 2 182542780 182542780 Missense_Mutation SNP C A 5 135 c.808G>T c.(808-810)GAT>TAT p.D270Y

Pat_59 Pre-Treatment PMS1 5378 37 2 190742010 190742010 Missense_Mutation SNP C T 3 54 c.2647C>T c.(2647-2649)CGT>TGT p.R883C

Pat_59 Pre-Treatment HIBCH 26275 37 2 191109629 191109629 Missense_Mutation SNP G A 4 137 c.875C>T c.(874-876)GCC>GTC p.A292V

Pat_59 Pre-Treatment DNAH7 56171 37 2 196740512 196740512 Missense_Mutation SNP G A 4 51 c.6173C>T c.(6172-6174)CCT>CTT p.P2058L

Pat_59 Pre-Treatment HECW2 57520 37 2 197172663 197172663 Missense_Mutation SNP G A 4 115 c.2581C>T c.(2581-2583)CGG>TGG p.R861W

Pat_59 Pre-Treatment COQ10B 80219 37 2 198327295 198327295 Missense_Mutation SNP C T 4 68 c.287C>T c.(286-288)TCG>TTG p.S96L

Pat_59 Pre-Treatment PARD3B 117583 37 2 206480196 206480196 Missense_Mutation SNP C T 17 120 c.3277C>T c.(3277-3279)CCT>TCT p.P1093S

Pat_59 Pre-Treatment TMEM169 92691 37 2 216960853 216960853 Missense_Mutation SNP G A 3 61 c.167G>A c.(166-168)CGC>CAC p.R56H

Pat_59 Pre-Treatment TUBA4A 7277 37 2 220115571 220115571 Missense_Mutation SNP C T 4 76 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_59 Pre-Treatment KCNE4 23704 37 2 223917622 223917622 Missense_Mutation SNP C T 3 45 c.74C>T c.(73-75)GCG>GTG p.A25V

Pat_59 Pre-Treatment HTR2B 3357 37 2 231973844 231973844 Missense_Mutation SNP G A 4 126 c.833C>T c.(832-834)CCG>CTG p.P278L

Pat_59 Pre-Treatment DIS3L2 129563 37 2 233164770 233164771 Missense_Mutation DNP GG CT 4 52 .1680_1681GG>C 678-1683)CTGGAC>CTCT p.D561Y

Pat_59 Pre-Treatment CAPN10 11132 37 2 241537456 241537456 Missense_Mutation SNP C T 8 48 c.1895C>T c.(1894-1896)CCG>CTG p.P632L

Pat_59 Pre-Treatment FAM110A 83541 37 20 826310 826310 Missense_Mutation SNP G A 3 47 c.863G>A c.(862-864)CGG>CAG p.R288Q

Pat_59 Pre-Treatment CHGB 1114 37 20 5903172 5903172 Missense_Mutation SNP G A 3 12 c.382G>A c.(382-384)GGG>AGG p.G128R

Pat_59 Pre-Treatment C20orf12 55184 37 20 18445989 18445989 Nonsense_Mutation SNP G T 3 32 c.14C>A c.(13-15)TCA>TAA p.S5*

Pat_59 Pre-Treatment C20orf26 26074 37 20 20258004 20258004 Missense_Mutation SNP G A 12 96 c.2698G>A c.(2698-2700)GAT>AAT p.D900N

Pat_59 Pre-Treatment SUN5 140732 37 20 31573627 31573627 Missense_Mutation SNP A G 3 40 c.812T>C c.(811-813)CTG>CCG p.L271P

Pat_59 Pre-Treatment SUN5 140732 37 20 31584157 31584157 Missense_Mutation SNP C T 4 47 c.398G>A c.(397-399)AGC>AAC p.S133N

Pat_59 Pre-Treatment ITCH 83737 37 20 33069013 33069013 Splice_Site SNP T A 4 86 c.2216_splice c.e21+2 p.R739_splice

Pat_59 Pre-Treatment SPAG4 6676 37 20 34207500 34207500 Splice_Site SNP G A 3 53 c.910_splice c.e10-1 p.P304_splice

Pat_59 Pre-Treatment CTNNBL1 56259 37 20 36500360 36500360 Missense_Mutation SNP C T 4 107 c.1637C>T c.(1636-1638)CCG>CTG p.P546L

Pat_59 Pre-Treatment KIAA0406 9675 37 20 36640607 36640607 Missense_Mutation SNP C T 4 98 c.1612G>A c.(1612-1614)GTT>ATT p.V538I

Pat_59 Pre-Treatment PLCG1 5335 37 20 39788769 39788769 Missense_Mutation SNP C T 4 60 c.488C>T c.(487-489)TCA>TTA p.S163L

Pat_59 Pre-Treatment PLCG1 5335 37 20 39795392 39795392 Missense_Mutation SNP G A 4 103 c.2194G>A c.(2194-2196)GAC>AAC p.D732N

Pat_59 Pre-Treatment CHD6 84181 37 20 40049366 40049366 Missense_Mutation SNP C T 5 237 c.5909G>A c.(5908-5910)AGT>AAT p.S1970N

Pat_59 Pre-Treatment HNF4A 3172 37 20 43034836 43034836 Missense_Mutation SNP G A 3 49 c.254G>A c.(253-255)CGG>CAG p.R85Q

Pat_59 Pre-Treatment CTSZ 1522 37 20 57581530 57581530 Missense_Mutation SNP G A 4 90 c.154C>T c.(154-156)CGG>TGG p.R52W

Pat_59 Pre-Treatment CDH26 60437 37 20 58559728 58559728 Missense_Mutation SNP G T 4 110 c.576G>T c.(574-576)TTG>TTT p.L192F

Pat_59 Pre-Treatment COL9A3 1299 37 20 61467644 61467644 Missense_Mutation SNP G A 4 70 c.1507G>A c.(1507-1509)GTC>ATC p.V503I

Pat_59 Pre-Treatment DIDO1 11083 37 20 61511181 61511182 Missense_Mutation DNP CC TT 9 12 .6126_6127GG>AA124-6129)GAGGAG>GAAA p.E2043K

Pat_59 Pre-Treatment MYT1 4661 37 20 62844906 62844906 Missense_Mutation SNP G T 4 93 c.1537G>T c.(1537-1539)GCT>TCT p.A513S



Pat_59 Pre-Treatment ADAMTS1 9510 37 21 28210903 28210903 Missense_Mutation SNP A T 4 58 c.2059T>A c.(2059-2061)TCC>ACC p.S687T

Pat_59 Pre-Treatment ADAMTS1 9510 37 21 28216622 28216622 Missense_Mutation SNP C T 4 10 c.652G>A c.(652-654)GAA>AAA p.E218K

Pat_59 Pre-Treatment LRRC3 81543 37 21 45877068 45877068 Missense_Mutation SNP G T 4 47 c.541G>T c.(541-543)GTG>TTG p.V181L

Pat_59 Pre-Treatment COL6A1 1291 37 21 47404383 47404383 Missense_Mutation SNP G A 3 35 c.428G>A c.(427-429)GGG>GAG p.G143E

Pat_59 Pre-Treatment NEFH 4744 37 22 29885313 29885313 Missense_Mutation SNP C G 5 161 c.1684C>G c.(1684-1686)CCT>GCT p.P562A

Pat_59 Pre-Treatment SEC14L2 23541 37 22 30818389 30818389 Missense_Mutation SNP C T 4 127 c.1205C>T c.(1204-1206)CCG>CTG p.P402L

Pat_59 Pre-Treatment RRP7A 27341 37 22 42908975 42908975 Missense_Mutation SNP C T 4 36 c.784G>A c.(784-786)GAG>AAG p.E262K

Pat_59 Pre-Treatment CELSR1 9620 37 22 46930231 46930231 Missense_Mutation SNP G A 4 60 c.2837C>T c.(2836-2838)ACG>ATG p.T946M

Pat_59 Pre-Treatment TBC1D22A 25771 37 22 47193409 47193409 Missense_Mutation SNP G A 4 79 c.529G>A c.(529-531)GGT>AGT p.G177S

Pat_59 Pre-Treatment TTLL8 164714 37 22 50470341 50470341 Missense_Mutation SNP G A 3 15 c.1481C>T c.(1480-1482)GCC>GTC p.A494V

Pat_59 Pre-Treatment MAPK11 5600 37 22 50705408 50705408 Missense_Mutation SNP G A 4 66 c.565C>T c.(565-567)CGG>TGG p.R189W

Pat_59 Pre-Treatment CPT1B 1375 37 22 51016211 51016211 Missense_Mutation SNP C T 4 60 c.134G>A c.(133-135)CGC>CAC p.R45H

Pat_59 Pre-Treatment TTLL3 26140 37 3 9871045 9871045 Missense_Mutation SNP G A 4 104 c.1520G>A c.(1519-1521)TGT>TAT p.C507Y

Pat_59 Pre-Treatment ATP2B2 491 37 3 10491077 10491077 Missense_Mutation SNP C T 6 19 c.151G>A c.(151-153)GGG>AGG p.G51R

Pat_59 Pre-Treatment NUP210 23225 37 3 13415268 13415268 Missense_Mutation SNP C A 4 34 c.1537G>T c.(1537-1539)GTG>TTG p.V513L

Pat_59 Pre-Treatment NR2C2 7182 37 3 15080734 15080734 Missense_Mutation SNP G A 3 24 c.1616G>A c.(1615-1617)CGA>CAA p.R539Q

Pat_59 Pre-Treatment ZFYVE20 64145 37 3 15131987 15131987 Nonsense_Mutation SNP G A 4 110 c.208C>T c.(208-210)CGA>TGA p.R70*

Pat_59 Pre-Treatment STAC 6769 37 3 36485003 36485003 Missense_Mutation SNP C T 24 37 c.259C>T c.(259-261)CCT>TCT p.P87S

Pat_59 Pre-Treatment ENTPD3 956 37 3 40465357 40465357 Missense_Mutation SNP G A 4 102 c.1256G>A c.(1255-1257)CGC>CAC p.R419H

Pat_59 Pre-Treatment CCDC13 152206 37 3 42777260 42777260 Missense_Mutation SNP A G 22 45 c.1310T>C c.(1309-1311)GTA>GCA p.V437A

Pat_59 Pre-Treatment CYP8B1 1582 37 3 42916093 42916093 Missense_Mutation SNP C T 41 103 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Pre-Treatment EXOSC7 23016 37 3 45038656 45038656 Missense_Mutation SNP G A 4 109 c.332G>A c.(331-333)CGG>CAG p.R111Q

Pat_59 Pre-Treatment AMT 275 37 3 49455301 49455301 Missense_Mutation SNP G A 3 42 c.983C>T c.(982-984)GCC>GTC p.A328V

Pat_59 Pre-Treatment GRM2 2912 37 3 51743318 51743318 Missense_Mutation SNP C T 3 44 c.319C>T c.(319-321)CGT>TGT p.R107C

Pat_59 Pre-Treatment TNNC1 7134 37 3 52488022 52488022 Missense_Mutation SNP T G 2 1 c.10A>C c.(10-12)ATC>CTC p.I4L

Pat_59 Pre-Treatment ITIH3 3699 37 3 52840374 52840374 Missense_Mutation SNP G A 3 53 c.2008G>A c.(2008-2010)GAT>AAT p.D670N

Pat_59 Pre-Treatment ERC2 26059 37 3 56026137 56026137 Missense_Mutation SNP C T 52 142 c.2203G>A c.(2203-2205)GAG>AAG p.E735K

Pat_59 Pre-Treatment PTPRG 5793 37 3 62257109 62257109 Missense_Mutation SNP T C 3 44 c.3061T>C c.(3061-3063)TAT>CAT p.Y1021H

Pat_59 Pre-Treatment CADPS 8618 37 3 62578418 62578418 Missense_Mutation SNP C A 3 27 c.1331G>T c.(1330-1332)GGC>GTC p.G444V

Pat_59 Pre-Treatment SUCLG2 8801 37 3 67546238 67546238 Missense_Mutation SNP A G 4 73 c.1046T>C c.(1045-1047)CTC>CCC p.L349P

Pat_59 Pre-Treatment FAM86D 692099 37 3 75472158 75472158 Missense_Mutation SNP G A 4 105 c.692C>T c.(691-693)CCC>CTC p.P231L

Pat_59 Pre-Treatment FAM55C 91775 37 3 101520758 101520758 Missense_Mutation SNP G A 4 77 c.773G>A c.(772-774)AGC>AAC p.S258N

Pat_59 Pre-Treatment GSK3B 2932 37 3 119666143 119666143 Missense_Mutation SNP C T 5 152 c.338G>A c.(337-339)CGT>CAT p.R113H

Pat_59 Pre-Treatment OSBPL11 114885 37 3 125271280 125271280 Missense_Mutation SNP C T 4 22 c.1399G>A c.(1399-1401)GAG>AAG p.E467K

Pat_59 Pre-Treatment TRH 7200 37 3 129695650 129695650 Missense_Mutation SNP C A 3 35 c.320C>A c.(319-321)GCT>GAT p.A107D

Pat_59 Pre-Treatment AMOTL2 51421 37 3 134086505 134086505 Missense_Mutation SNP G A 3 19 c.1049C>T c.(1048-1050)GCT>GTT p.A350V

Pat_59 Pre-Treatment XRN1 54464 37 3 142133050 142133050 Missense_Mutation SNP G C 20 52 c.1520C>G c.(1519-1521)CCT>CGT p.P507R

Pat_59 Pre-Treatment ZIC1 7545 37 3 147128782 147128782 Missense_Mutation SNP G A 4 108 c.883G>A c.(883-885)GTG>ATG p.V295M

Pat_59 Pre-Treatment MECOM 2122 37 3 169099202 169099202 Missense_Mutation SNP C T 3 22 c.148G>A c.(148-150)GCC>ACC p.A50T

Pat_59 Pre-Treatment FXR1 8087 37 3 180669215 180669215 Nonsense_Mutation SNP G T 4 66 c.760G>T c.(760-762)GAG>TAG p.E254*

Pat_59 Pre-Treatment CLCN2 1181 37 3 184071570 184071570 Missense_Mutation SNP G A 2 1 c.1735C>T c.(1735-1737)CGT>TGT p.R579C

Pat_59 Pre-Treatment ETV5 2119 37 3 185769911 185769911 Missense_Mutation SNP G A 4 80 c.1219C>T c.(1219-1221)CGC>TGC p.R407C

Pat_59 Pre-Treatment ZNF595 152687 37 4 86222 86222 Missense_Mutation SNP A T 4 120 c.828A>T c.(826-828)AAA>AAT p.K276N

Pat_59 Pre-Treatment ZNF141 7700 37 4 367245 367245 Missense_Mutation SNP C A 5 150 c.1019C>A c.(1018-1020)ACA>AAA p.T340K

Pat_59 Pre-Treatment GAK 2580 37 4 887682 887682 Missense_Mutation SNP G A 5 33 c.857C>T c.(856-858)ACG>ATG p.T286M

Pat_59 Pre-Treatment PPP2R2C 5522 37 4 6374336 6374336 Missense_Mutation SNP G A 22 63 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_59 Pre-Treatment MAN2B2 23324 37 4 6612825 6612825 Missense_Mutation SNP C T 3 47 c.2383C>T c.(2383-2385)CGG>TGG p.R795W



Pat_59 Pre-Treatment QDPR 5860 37 4 17488827 17488827 Missense_Mutation SNP C T 4 103 c.662G>A c.(661-663)CGA>CAA p.R221Q

Pat_59 Pre-Treatment LGI2 55203 37 4 25028514 25028514 Missense_Mutation SNP G A 4 103 c.317C>T c.(316-318)GCT>GTT p.A106V

Pat_59 Pre-Treatment ANAPC4 29945 37 4 25382008 25382008 Nonsense_Mutation SNP C T 4 79 c.142C>T c.(142-144)CGA>TGA p.R48*

Pat_59 Pre-Treatment GABRG1 2565 37 4 46043129 46043129 Missense_Mutation SNP C T 18 92 c.1274G>A c.(1273-1275)GGA>GAA p.G425E

Pat_59 Pre-Treatment ATP10D 57205 37 4 47560135 47560135 Missense_Mutation SNP G T 4 50 c.2279G>T c.(2278-2280)GGA>GTA p.G760V

Pat_59 Pre-Treatment LRRC66 339977 37 4 52860897 52860897 Missense_Mutation SNP C T 4 73 c.2291G>A c.(2290-2292)GGG>GAG p.G764E

Pat_59 Pre-Treatment GSX2 170825 37 4 54968000 54968000 Missense_Mutation SNP G A 3 45 c.826G>A c.(826-828)GGG>AGG p.G276R

Pat_59 Pre-Treatment ADAMTS3 9508 37 4 73175150 73175150 Missense_Mutation SNP C T 4 116 c.2143G>A c.(2143-2145)GTG>ATG p.V715M

Pat_59 Pre-Treatment FRAS1 80144 37 4 79428649 79428649 Missense_Mutation SNP G C 6 23 c.9391G>C c.(9391-9393)GTC>CTC p.V3131L

Pat_59 Pre-Treatment EMCN 51705 37 4 101342534 101342534 Missense_Mutation SNP C T 19 29 c.569G>A c.(568-570)AGT>AAT p.S190N

Pat_59 Pre-Treatment EMCN 51705 37 4 101386624 101386624 Missense_Mutation SNP G A 4 54 c.332C>T c.(331-333)ACA>ATA p.T111I

Pat_59 Pre-Treatment CCRN4L 25819 37 4 139964386 139964386 Missense_Mutation SNP G A 3 54 c.349G>A c.(349-351)GTC>ATC p.V117I

Pat_59 Pre-Treatment TLR2 7097 37 4 154625222 154625222 Missense_Mutation SNP C T 12 63 c.1163C>T c.(1162-1164)TCT>TTT p.S388F

Pat_59 Pre-Treatment FGB 2244 37 4 155490797 155490797 Missense_Mutation SNP G A 24 52 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_59 Pre-Treatment RXFP1 59350 37 4 159569854 159569854 Nonsense_Mutation SNP C T 6 30 c.1960C>T c.(1960-1962)CAG>TAG p.Q654*

Pat_59 Pre-Treatment ADAM29 11086 37 4 175898987 175898987 Missense_Mutation SNP C T 5 184 c.2311C>T c.(2311-2313)CGG>TGG p.R771W

Pat_59 Pre-Treatment NSUN2 54888 37 5 6611904 6611904 Missense_Mutation SNP C A 4 39 c.1029G>T c.(1027-1029)TTG>TTT p.L343F

Pat_59 Pre-Treatment TARS 6897 37 5 33467737 33467737 Missense_Mutation SNP G A 4 98 c.2096G>A c.(2095-2097)CGC>CAC p.R699H

Pat_59 Pre-Treatment C5orf42 65250 37 5 37173856 37173856 Splice_Site SNP C T 4 77 c.6171_splice c.e32+1 p.Q2057_splice

Pat_59 Pre-Treatment RICTOR 253260 37 5 38947452 38947452 Missense_Mutation SNP G A 4 100 c.4228C>T c.(4228-4230)CGG>TGG p.R1410W

Pat_59 Pre-Treatment RICTOR 253260 37 5 38955743 38955743 Missense_Mutation SNP G A 5 174 c.2563C>T c.(2563-2565)CGG>TGG p.R855W

Pat_59 Pre-Treatment DAB2 1601 37 5 39383049 39383049 Missense_Mutation SNP C T 4 104 c.1012G>A c.(1012-1014)GGT>AGT p.G338S

Pat_59 Pre-Treatment C5orf39 389289 37 5 43039674 43039674 Missense_Mutation SNP G A 4 104 c.475C>T c.(475-477)CTC>TTC p.L159F

Pat_59 Pre-Treatment POC5 134359 37 5 74988292 74988292 Missense_Mutation SNP G T 4 138 c.724C>A c.(724-726)CAA>AAA p.Q242K

Pat_59 Pre-Treatment CMYA5 202333 37 5 79033184 79033184 Missense_Mutation SNP G A 4 89 c.8596G>A c.(8596-8598)GTT>ATT p.V2866I

Pat_59 Pre-Treatment SPZ1 84654 37 5 79616465 79616465 Missense_Mutation SNP T A 4 115 c.431T>A c.(430-432)ATG>AAG p.M144K

Pat_59 Pre-Treatment ATP6AP1L 92270 37 5 81613868 81613868 Missense_Mutation SNP G A 4 62 c.424G>A c.(424-426)GCC>ACC p.A142T

Pat_59 Pre-Treatment HAPLN1 1404 37 5 82940241 82940242 Missense_Mutation DNP CC TT 13 50 c.715_716GG>AA c.(715-717)GGA>AAA p.G239K

Pat_59 Pre-Treatment ARRDC3 57561 37 5 90678845 90678845 Missense_Mutation SNP G A 4 111 c.65C>T c.(64-66)CCT>CTT p.P22L

Pat_59 Pre-Treatment TTC37 9652 37 5 94876500 94876500 Missense_Mutation SNP C T 6 135 c.437G>A c.(436-438)CGG>CAG p.R146Q

Pat_59 Pre-Treatment PCSK1 5122 37 5 95746489 95746489 Missense_Mutation SNP C T 27 61 c.1084G>A c.(1084-1086)GAC>AAC p.D362N

Pat_59 Pre-Treatment SNCAIP 9627 37 5 121759064 121759064 Missense_Mutation SNP C T 4 95 c.632C>T c.(631-633)TCT>TTT p.S211F

Pat_59 Pre-Treatment 8-Sep 23176 37 5 132099937 132099937 Missense_Mutation SNP T C 4 45 c.326A>G c.(325-327)GAT>GGT p.D109G

Pat_59 Pre-Treatment LRRTM2 26045 37 5 138209228 138209228 Missense_Mutation SNP C T 16 44 c.1022G>A c.(1021-1023)AGT>AAT p.S341N

Pat_59 Pre-Treatment CTNNA1 1495 37 5 138260295 138260295 Missense_Mutation SNP G A 3 37 c.1643G>A c.(1642-1644)CGG>CAG p.R548Q

Pat_59 Pre-Treatment PCDHB5 26167 37 5 140517195 140517195 Missense_Mutation SNP C T 4 120 c.2179C>T c.(2179-2181)CCC>TCC p.P727S

Pat_59 Pre-Treatment PCDHB16 57717 37 5 140563894 140563894 Missense_Mutation SNP C T 4 133 c.1760C>T c.(1759-1761)ACC>ATC p.T587I

Pat_59 Pre-Treatment PCDHGB1 56104 37 5 140732184 140732184 Missense_Mutation SNP G A 2 1 c.2357G>A c.(2356-2358)TGT>TAT p.C786Y

Pat_59 Pre-Treatment PPARGC1B 133522 37 5 149212865 149212865 Missense_Mutation SNP G A 4 50 c.1229G>A c.(1228-1230)CGC>CAC p.R410H

Pat_59 Pre-Treatment PDE6A 5145 37 5 149323816 149323816 Missense_Mutation SNP C T 4 112 c.421G>A c.(421-423)GTG>ATG p.V141M

Pat_59 Pre-Treatment WWC1 23286 37 5 167882526 167882526 Splice_Site SNP G A 4 77 c.2823_splice c.e19+1 p.R941_splice

Pat_59 Pre-Treatment FGF18 8817 37 5 170883681 170883681 Missense_Mutation SNP C T 4 124 c.496C>T c.(496-498)CGG>TGG p.R166W

Pat_59 Pre-Treatment SNCB 6620 37 5 176048231 176048231 Missense_Mutation SNP T A 2 3 c.356A>T c.(355-357)TAT>TTT p.Y119F

Pat_59 Pre-Treatment HK3 3101 37 5 176316669 176316669 Missense_Mutation SNP G A 14 42 c.707C>T c.(706-708)CCG>CTG p.P236L

Pat_59 Pre-Treatment EXOC2 55770 37 6 633105 633105 Missense_Mutation SNP C A 4 66 c.131G>T c.(130-132)TGT>TTT p.C44F

Pat_59 Pre-Treatment LY86 9450 37 6 6626622 6626623 Missense_Mutation DNP CC TT 19 58 c.320_321CC>TT c.(319-321)CCC>CTT p.P107L

Pat_59 Pre-Treatment ATXN1 6310 37 6 16327968 16327968 Missense_Mutation SNP C T 3 22 c.574G>A c.(574-576)GGA>AGA p.G192R



Pat_59 Pre-Treatment CAP2 10486 37 6 17507884 17507884 Missense_Mutation SNP G T 4 119 c.457G>T c.(457-459)GGT>TGT p.G153C

Pat_59 Pre-Treatment KDM1B 221656 37 6 18222197 18222197 Missense_Mutation SNP G A 5 246 c.1834G>A c.(1834-1836)GAA>AAA p.E612K

Pat_59 Pre-Treatment HIST1H2AB 8335 37 6 26033484 26033484 Missense_Mutation SNP G T 4 109 c.313C>A c.(313-315)CAG>AAG p.Q105K

Pat_59 Pre-Treatment BTN2A1 11120 37 6 26465619 26465619 Missense_Mutation SNP G A 4 86 c.919G>A c.(919-921)GAA>AAA p.E307K

Pat_59 Pre-Treatment ZKSCAN3 80317 37 6 28333529 28333529 Missense_Mutation SNP A G 3 62 c.1084A>G c.(1084-1086)AGA>GGA p.R362G

Pat_59 Pre-Treatment SKIV2L 6499 37 6 31936780 31936780 Missense_Mutation SNP C T 3 28 c.3313C>T c.(3313-3315)CCT>TCT p.P1105S

Pat_59 Pre-Treatment TNXB 7148 37 6 32029967 32029967 Missense_Mutation SNP G A 4 43 c.7135C>T c.(7135-7137)CGT>TGT p.R2379C

Pat_59 Pre-Treatment WDR46 9277 37 6 33248598 33248598 Missense_Mutation SNP C T 4 40 c.1282G>A c.(1282-1284)GGG>AGG p.G428R

Pat_59 Pre-Treatment PHF1 5252 37 6 33383066 33383066 Missense_Mutation SNP G A 6 372 c.1294G>A c.(1294-1296)GGC>AGC p.G432S

Pat_59 Pre-Treatment C6orf129 154467 37 6 37451045 37451045 Missense_Mutation SNP G A 4 74 c.211C>T c.(211-213)CGG>TGG p.R71W

Pat_59 Pre-Treatment ZNF318 24149 37 6 43309855 43309855 Missense_Mutation SNP G T 4 80 c.3371C>A c.(3370-3372)GCA>GAA p.A1124E

Pat_59 Pre-Treatment KHDRBS2 202559 37 6 62611258 62611258 Missense_Mutation SNP G A 13 53 c.502C>T c.(502-504)CGT>TGT p.R168C

Pat_59 Pre-Treatment LCA5 167691 37 6 80196800 80196800 Nonsense_Mutation SNP A T 4 73 c.2015T>A c.(2014-2016)TTA>TAA p.L672*

Pat_59 Pre-Treatment DOPEY1 23033 37 6 83818692 83818692 Missense_Mutation SNP G T 4 124 c.384G>T c.(382-384)TTG>TTT p.L128F

Pat_59 Pre-Treatment MDN1 23195 37 6 90420481 90420481 Missense_Mutation SNP C A 4 68 c.7684G>T c.(7684-7686)GCA>TCA p.A2562S

Pat_59 Pre-Treatment BACH2 60468 37 6 90660099 90660099 Missense_Mutation SNP G A 4 70 c.1726C>T c.(1726-1728)CGG>TGG p.R576W

Pat_59 Pre-Treatment C6orf167 253714 37 6 97702558 97702558 Missense_Mutation SNP T C 3 73 c.994A>G c.(994-996)AGT>GGT p.S332G

Pat_59 Pre-Treatment HACE1 57531 37 6 105280946 105280946 Missense_Mutation SNP G A 4 79 c.505C>T c.(505-507)CAT>TAT p.H169Y

Pat_59 Pre-Treatment BEND3 57673 37 6 107390266 107390266 Missense_Mutation SNP G A 4 91 c.2129C>T c.(2128-2130)TCG>TTG p.S710L

Pat_59 Pre-Treatment SMPD2 6610 37 6 109763242 109763242 Missense_Mutation SNP T C 73 158 c.290T>C c.(289-291)ATC>ACC p.I97T

Pat_59 Pre-Treatment TAAR6 319100 37 6 132892037 132892037 Missense_Mutation SNP G A 4 85 c.577G>A c.(577-579)GTT>ATT p.V193I

Pat_59 Pre-Treatment ALDH8A1 64577 37 6 135263615 135263615 Missense_Mutation SNP G A 4 28 c.374C>T c.(373-375)ACG>ATG p.T125M

Pat_59 Pre-Treatment PBOV1 59351 37 6 138539325 138539325 Missense_Mutation SNP C A 4 70 c.208G>T c.(208-210)GAT>TAT p.D70Y

Pat_59 Pre-Treatment ZBTB2 57621 37 6 151687722 151687722 Missense_Mutation SNP C T 4 73 c.479G>A c.(478-480)CGG>CAG p.R160Q

Pat_59 Pre-Treatment ESR1 2099 37 6 152382233 152382233 Missense_Mutation SNP T C 4 65 c.1343T>C c.(1342-1344)CTC>CCC p.L448P

Pat_59 Pre-Treatment FAM120B 84498 37 6 170627722 170627723 Missense_Mutation DNP TG CA 7 361 c.1244_1245TG>CAc.(1243-1245)ATG>ACA p.M415T

Pat_59 Pre-Treatment MICALL2 79778 37 7 1480281 1480281 Missense_Mutation SNP G A 4 57 c.1751C>T c.(1750-1752)CCG>CTG p.P584L

Pat_59 Pre-Treatment CARD11 84433 37 7 2969705 2969705 Missense_Mutation SNP T C 3 10 c.1574A>G c.(1573-1575)AAG>AGG p.K525R

Pat_59 Pre-Treatment FOXK1 221937 37 7 4794907 4794907 Missense_Mutation SNP G A 4 41 c.943G>A c.(943-945)GTG>ATG p.V315M

Pat_59 Pre-Treatment CYTH3 9265 37 7 6205183 6205183 Missense_Mutation SNP C T 4 95 c.965G>A c.(964-966)CGG>CAG p.R322Q

Pat_59 Pre-Treatment RAC1 5879 37 7 6441553 6441553 Missense_Mutation SNP A G 3 62 c.343A>G c.(343-345)ACT>GCT p.T115A

Pat_59 Pre-Treatment AGR2 10551 37 7 16841300 16841300 Missense_Mutation SNP G A 5 175 c.121C>T c.(121-123)CCC>TCC p.P41S

Pat_59 Pre-Treatment CCDC129 223075 37 7 31617722 31617722 Missense_Mutation SNP G A 4 5 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_59 Pre-Treatment CCDC129 223075 37 7 31692421 31692421 Missense_Mutation SNP A G 4 99 c.3113A>G c.(3112-3114)AAG>AGG p.K1038R

Pat_59 Pre-Treatment TXNDC3 51314 37 7 37916531 37916531 Missense_Mutation SNP G A 9 26 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_59 Pre-Treatment AEBP1 165 37 7 44153237 44153237 Missense_Mutation SNP C T 4 126 c.2854C>T c.(2854-2856)CGC>TGC p.R952C

Pat_59 Pre-Treatment ABCA13 154664 37 7 48314320 48314320 Missense_Mutation SNP G A 4 111 c.5057G>A c.(5056-5058)AGT>AAT p.S1686N

Pat_59 Pre-Treatment SPDYE5 442590 37 7 75130942 75130942 Missense_Mutation SNP C T 7 297 c.817C>T c.(817-819)CGG>TGG p.R273W

Pat_59 Pre-Treatment SPDYE5 442590 37 7 75130958 75130958 Missense_Mutation SNP G A 7 237 c.833G>A c.(832-834)CGT>CAT p.R278H

Pat_59 Pre-Treatment DTX2 113878 37 7 76112200 76112200 Missense_Mutation SNP G A 5 196 c.644G>A c.(643-645)CGC>CAC p.R215H

Pat_59 Pre-Treatment SEMA3C 10512 37 7 80374233 80374233 Missense_Mutation SNP T C 4 133 c.2233A>G c.(2233-2235)AGG>GGG p.R745G

Pat_59 Pre-Treatment KIAA1324L 222223 37 7 86542393 86542393 Missense_Mutation SNP G A 18 51 c.1859C>T c.(1858-1860)CCC>CTC p.P620L

Pat_59 Pre-Treatment DBF4 10926 37 7 87507538 87507538 Missense_Mutation SNP G A 4 93 c.217G>A c.(217-219)GGG>AGG p.G73R

Pat_59 Pre-Treatment CYP51A1 1595 37 7 91753148 91753148 Missense_Mutation SNP G A 3 54 c.790C>T c.(790-792)CGG>TGG p.R264W

Pat_59 Pre-Treatment CALCR 799 37 7 93101770 93101770 Missense_Mutation SNP C T 36 130 c.400G>A c.(400-402)GGT>AGT p.G134S

Pat_59 Pre-Treatment COL1A2 1278 37 7 94056318 94056318 Splice_Site SNP A G 3 56 c.3106_splice c.e47-2 p.G1036_splice

Pat_59 Pre-Treatment ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 8 256 c.2213C>T c.(2212-2214)CCC>CTC p.P738L



Pat_59 Pre-Treatment MUC17 140453 37 7 100674946 100674946 Missense_Mutation SNP G T 4 74 c.249G>T c.(247-249)TTG>TTT p.L83F

Pat_59 Pre-Treatment LRRC17 10234 37 7 102580006 102580006 Missense_Mutation SNP G A 4 136 c.902G>A c.(901-903)AGC>AAC p.S301N

Pat_59 Pre-Treatment SLC26A5 375611 37 7 103038448 103038448 Missense_Mutation SNP G A 5 153 c.902C>T c.(901-903)ACT>ATT p.T301I

Pat_59 Pre-Treatment CFTR 1080 37 7 117232649 117232650 Missense_Mutation DNP AG GA 14 36 .2428_2429AG>GAc.(2428-2430)AGA>GAA p.R810E

Pat_59 Pre-Treatment RBM28 55131 37 7 127953323 127953323 Missense_Mutation SNP G A 5 114 c.2050C>T c.(2050-2052)CGG>TGG p.R684W

Pat_59 Pre-Treatment MEST 4232 37 7 130142537 130142537 Missense_Mutation SNP G A 4 89 c.802G>A c.(802-804)GCT>ACT p.A268T

Pat_59 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 23 83 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_59 Pre-Treatment GBX1 2636 37 7 150864214 150864214 Missense_Mutation SNP C T 3 17 c.422G>A c.(421-423)GGC>GAC p.G141D

Pat_59 Pre-Treatment NOM1 64434 37 7 156743173 156743173 Missense_Mutation SNP G A 4 91 c.742G>A c.(742-744)GAA>AAA p.E248K

Pat_59 Pre-Treatment DLGAP2 9228 37 8 1645447 1645447 Missense_Mutation SNP G A 4 109 c.2691G>A c.(2689-2691)ATG>ATA p.M897I

Pat_59 Pre-Treatment PHYHIP 9796 37 8 22084462 22084462 Missense_Mutation SNP C T 4 61 c.242G>A c.(241-243)CGC>CAC p.R81H

Pat_59 Pre-Treatment BIN3 55909 37 8 22481537 22481537 Missense_Mutation SNP C T 3 35 c.506G>A c.(505-507)CGG>CAG p.R169Q

Pat_59 Pre-Treatment PTK2B 2185 37 8 27293298 27293298 Nonsense_Mutation SNP C T 5 170 c.1231C>T c.(1231-1233)CGA>TGA p.R411*

Pat_59 Pre-Treatment RB1CC1 9821 37 8 53573822 53573822 Missense_Mutation SNP G A 4 46 c.1378C>T c.(1378-1380)CTT>TTT p.L460F

Pat_59 Pre-Treatment C8orf34 116328 37 8 69688655 69688655 Missense_Mutation SNP G A 5 56 c.1168G>A c.(1168-1170)GGA>AGA p.G390R

Pat_59 Pre-Treatment ZFHX4 79776 37 8 77616870 77616870 Missense_Mutation SNP G T 4 35 c.547G>T c.(547-549)GCA>TCA p.A183S

Pat_59 Pre-Treatment SNTB1 6641 37 8 121823555 121823555 Missense_Mutation SNP C T 5 194 c.529G>A c.(529-531)GTG>ATG p.V177M

Pat_59 Pre-Treatment PHF20L1 51105 37 8 133848943 133848943 Missense_Mutation SNP G A 4 76 c.2068G>A c.(2068-2070)GAG>AAG p.E690K

Pat_59 Pre-Treatment SLC39A4 55630 37 8 145640420 145640420 Missense_Mutation SNP C T 4 42 c.742G>A c.(742-744)GCC>ACC p.A248T

Pat_59 Pre-Treatment PPP1R16A 84988 37 8 145726954 145726954 Missense_Mutation SNP C T 2 0 c.1255C>T c.(1255-1257)CCA>TCA p.P419S

Pat_59 Pre-Treatment RECQL4 9401 37 8 145741409 145741409 Missense_Mutation SNP C T 3 23 c.1094G>A c.(1093-1095)CGG>CAG p.R365Q

Pat_59 Pre-Treatment VLDLR 7436 37 9 2650433 2650433 Missense_Mutation SNP C A 4 57 c.2168C>A c.(2167-2169)CCA>CAA p.P723Q

Pat_59 Pre-Treatment GLIS3 169792 37 9 4117892 4117892 Missense_Mutation SNP C T 4 55 c.1121G>A c.(1120-1122)CGC>CAC p.R374H

Pat_59 Pre-Treatment PTPRD 5789 37 9 8517925 8517925 Missense_Mutation SNP G A 22 62 c.1466C>T c.(1465-1467)TCT>TTT p.S489F

Pat_59 Pre-Treatment ADAMTSL1 92949 37 9 18905865 18905865 Nonsense_Mutation SNP C A 4 15 c.4937C>A c.(4936-4938)TCA>TAA p.S1646*

Pat_59 Pre-Treatment SLC24A2 25769 37 9 19786503 19786503 Missense_Mutation SNP G T 20 55 c.362C>A c.(361-363)CCG>CAG p.P121Q

Pat_59 Pre-Treatment TAF1L 138474 37 9 32632916 32632916 Missense_Mutation SNP G A 5 137 c.2662C>T c.(2662-2664)CGT>TGT p.R888C

Pat_59 Pre-Treatment NFX1 4799 37 9 33318740 33318740 Missense_Mutation SNP G A 5 200 c.1600G>A c.(1600-1602)GGC>AGC p.G534S

Pat_59 Pre-Treatment KIAA1045 23349 37 9 34977113 34977113 Missense_Mutation SNP C T 3 37 c.883C>T c.(883-885)CGG>TGG p.R295W

Pat_59 Pre-Treatment TLN1 7094 37 9 35706812 35706812 Missense_Mutation SNP C T 4 72 c.5041G>A c.(5041-5043)GCT>ACT p.A1681T

Pat_59 Pre-Treatment APBA1 320 37 9 72067109 72067109 Missense_Mutation SNP C A 4 87 c.1897G>T c.(1897-1899)GAC>TAC p.D633Y

Pat_59 Pre-Treatment CDC14B 8555 37 9 99296748 99296748 Missense_Mutation SNP C T 4 48 c.704G>A c.(703-705)AGA>AAA p.R235K

Pat_59 Pre-Treatment SMC2 10592 37 9 106880657 106880657 Splice_Site SNP G A 4 45 c.1996_splice c.e15+1 p.G666_splice

Pat_59 Pre-Treatment ACTL7B 10880 37 9 111617958 111617958 Missense_Mutation SNP C T 4 72 c.253G>A c.(253-255)GAG>AAG p.E85K

Pat_59 Pre-Treatment TNC 3371 37 9 117825309 117825309 Missense_Mutation SNP C T 3 20 c.3920G>A c.(3919-3921)AGC>AAC p.S1307N

Pat_59 Pre-Treatment LHX6 26468 37 9 124976570 124976570 Nonsense_Mutation SNP G A 3 18 c.688C>T c.(688-690)CAG>TAG p.Q230*

Pat_59 Pre-Treatment OR1B1 347169 37 9 125391515 125391515 Missense_Mutation SNP C A 3 32 c.300G>T c.(298-300)TTG>TTT p.L100F

Pat_59 Pre-Treatment GTF3C5 9328 37 9 135929329 135929329 Missense_Mutation SNP G A 3 48 c.988G>A c.(988-990)GGT>AGT p.G330S

Pat_59 Pre-Treatment SURF1 6834 37 9 136221717 136221717 Missense_Mutation SNP G A 4 104 c.202C>T c.(202-204)CTC>TTC p.L68F

Pat_59 Pre-Treatment COL5A1 1289 37 9 137658300 137658300 Missense_Mutation SNP G A 10 36 c.2089G>A c.(2089-2091)GGT>AGT p.G697S

Pat_59 Pre-Treatment ZBED1 9189 37 X 2408758 2408758 Missense_Mutation SNP C T 4 116 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_59 Pre-Treatment SYAP1 94056 37 X 16753433 16753433 Missense_Mutation SNP G A 3 43 c.259G>A c.(259-261)GTA>ATA p.V87I

Pat_59 Pre-Treatment RBBP7 5931 37 X 16870242 16870242 Missense_Mutation SNP G A 4 122 c.967C>T c.(967-969)CAC>TAC p.H323Y

Pat_59 Pre-Treatment ZFX 7543 37 X 24229038 24229038 Missense_Mutation SNP G A 4 66 c.1963G>A c.(1963-1965)GTT>ATT p.V655I

Pat_59 Pre-Treatment FAM48B1 100130302 37 X 24382867 24382867 Missense_Mutation SNP C A 3 35 c.1990C>A c.(1990-1992)CAG>AAG p.Q664K

Pat_59 Pre-Treatment USP11 8237 37 X 47092360 47092360 Missense_Mutation SNP G A 4 69 c.47G>A c.(46-48)CGG>CAG p.R16Q

Pat_59 Pre-Treatment TAF1 6872 37 X 70612758 70612758 Missense_Mutation SNP G A 4 103 c.2962G>A c.(2962-2964)GTG>ATG p.V988M



Pat_59 Pre-Treatment ACRC 93953 37 X 70823930 70823931 Missense_Mutation DNP GC AG 7 97 c.803_804GC>AG c.(802-804)AGC>AAG p.S268K

Pat_59 Pre-Treatment ATRX 546 37 X 76890195 76890196 Splice_Site DNP CT AA 6 126 c.4700_splice c.e17-1 p.G1567_splice

Pat_59 Pre-Treatment BTK 695 37 X 100624998 100624998 Missense_Mutation SNP G T 4 46 c.379C>A c.(379-381)CAG>AAG p.Q127K

Pat_59 Pre-Treatment COL4A6 1288 37 X 107462945 107462945 Missense_Mutation SNP C A 4 136 c.310G>T c.(310-312)GGC>TGC p.G104C

Pat_59 Pre-Treatment MAGEC1 9947 37 X 140993747 140993747 Missense_Mutation SNP C T 4 129 c.557C>T c.(556-558)ACT>ATT p.T186I

Pat_59 Pre-Treatment IDS 3423 37 X 148564603 148564603 Nonsense_Mutation SNP G A 4 67 c.1327C>T c.(1327-1329)CGA>TGA p.R443*

Pat_59 Pre-Treatment IDS 3423 37 X 148577978 148577978 Missense_Mutation SNP G A 4 132 c.778C>T c.(778-780)CCC>TCC p.P260S

Pat_59 Pre-Treatment TREX2 11219 37 X 152710323 152710323 Nonsense_Mutation SNP G T 2 0 c.692C>A c.(691-693)TCA>TAA p.S231*

Pat_59 Pre-Treatment OPN1LW 5956 37 X 153418523 153418523 Missense_Mutation SNP G T 4 57 c.520G>T c.(520-522)GCC>TCC p.A174S

Pat_59 Pre-Treatment LAGE3 8270 37 X 153706299 153706299 Missense_Mutation SNP G A 26 30 c.416C>T c.(415-417)CCC>CTC p.P139L

Pat_59 Pre-Treatment ZFY 7544 37 Y 2847907 2847907 Missense_Mutation SNP G A 4 104 c.2279G>A c.(2278-2280)CGG>CAG p.R760Q

Pat_59 Post-Resistance CPSF3L 54973 37 1 1254829 1254829 Missense_Mutation SNP C A 4 66 c.276G>T c.(274-276)ATG>ATT p.M92I

Pat_59 Post-Resistance GNB1 2782 37 1 1721893 1721893 Nonsense_Mutation SNP G A 4 133 c.640C>T c.(640-642)CGA>TGA p.R214*

Pat_59 Post-Resistance PANK4 55229 37 1 2442805 2442805 Missense_Mutation SNP G A 21 32 c.1805C>T c.(1804-1806)TCC>TTC p.S602F

Pat_59 Post-Resistance KIAA0562 9731 37 1 3768955 3768955 Missense_Mutation SNP C T 10 56 c.17G>A c.(16-18)GGA>GAA p.G6E

Pat_59 Post-Resistance ACOT7 11332 37 1 6387452 6387452 Missense_Mutation SNP C T 6 33 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_59 Post-Resistance H6PD 9563 37 1 9305201 9305201 Missense_Mutation SNP C T 3 26 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_59 Post-Resistance KIF1B 23095 37 1 10434405 10434405 Missense_Mutation SNP C T 45 214 c.4978C>T c.(4978-4980)CCC>TCC p.P1660S

Pat_59 Post-Resistance CASP9 842 37 1 15844737 15844737 Missense_Mutation SNP C T 13 46 c.286G>A c.(286-288)GCA>ACA p.A96T

Pat_59 Post-Resistance PINK1 65018 37 1 20975090 20975090 Missense_Mutation SNP G A 6 28 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Post-Resistance USP48 84196 37 1 22021632 22021632 Missense_Mutation SNP C T 4 106 c.2810G>A c.(2809-2811)CGA>CAA p.R937Q

Pat_59 Post-Resistance SRRM1 10250 37 1 24996715 24996715 Missense_Mutation SNP C T 21 217 c.2309C>T c.(2308-2310)CCC>CTC p.P770L

Pat_59 Post-Resistance SYF2 25949 37 1 25555539 25555539 Missense_Mutation SNP C T 16 133 c.208G>A c.(208-210)GCC>ACC p.A70T

Pat_59 Post-Resistance SEPN1 57190 37 1 26135586 26135586 Missense_Mutation SNP G A 14 155 c.817G>A c.(817-819)GGA>AGA p.G273R

Pat_59 Post-Resistance NR0B2 8431 37 1 27238482 27238482 Missense_Mutation SNP C T 5 54 c.628G>A c.(628-630)GCC>ACC p.A210T

Pat_59 Post-Resistance YTHDF2 51441 37 1 29069585 29069585 Missense_Mutation SNP C T 5 168 c.803C>T c.(802-804)CCG>CTG p.P268L

Pat_59 Post-Resistance COL16A1 1307 37 1 32145259 32145259 Missense_Mutation SNP C T 4 82 c.2746G>A c.(2746-2748)GGC>AGC p.G916S

Pat_59 Post-Resistance DCDC2B 149069 37 1 32677721 32677721 Missense_Mutation SNP C T 13 53 c.446C>T c.(445-447)TCC>TTC p.S149F

Pat_59 Post-Resistance KIAA1522 57648 37 1 33236474 33236474 Missense_Mutation SNP G A 5 17 c.1517G>A c.(1516-1518)GGT>GAT p.G506D

Pat_59 Post-Resistance YARS 8565 37 1 33248080 33248080 Missense_Mutation SNP G A 17 69 c.967C>T c.(967-969)CCA>TCA p.P323S

Pat_59 Post-Resistance NCDN 23154 37 1 36030828 36030828 Missense_Mutation SNP C T 4 123 c.1754C>T c.(1753-1755)GCT>GTT p.A585V

Pat_59 Post-Resistance MTF1 4520 37 1 38288344 38288344 Missense_Mutation SNP C T 20 89 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Post-Resistance RRAGC 64121 37 1 39322712 39322712 Missense_Mutation SNP C T 11 125 c.280G>A c.(280-282)GAA>AAA p.E94K

Pat_59 Post-Resistance MACF1 23499 37 1 39895717 39895717 Missense_Mutation SNP C T 6 56 c.12427C>T c.(12427-12429)CCC>TCC p.P4143S

Pat_59 Post-Resistance TRIT1 54802 37 1 40315926 40315926 Nonsense_Mutation SNP G A 5 43 c.568C>T c.(568-570)CAA>TAA p.Q190*

Pat_59 Post-Resistance HIVEP3 59269 37 1 41978888 41978888 Missense_Mutation SNP C T 5 55 c.6004G>A c.(6004-6006)GAA>AAA p.E2002K

Pat_59 Post-Resistance FOXJ3 22887 37 1 42671440 42671440 Missense_Mutation SNP G A 7 113 c.623C>T c.(622-624)ACT>ATT p.T208I

Pat_59 Post-Resistance PPIH 10465 37 1 43124913 43124913 Missense_Mutation SNP G A 54 399 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_59 Post-Resistance MAST2 23139 37 1 46473997 46473997 Missense_Mutation SNP G A 10 32 c.932G>A c.(931-933)AGT>AAT p.S311N

Pat_59 Post-Resistance TAL1 6886 37 1 47685450 47685450 Missense_Mutation SNP G A 4 37 c.938C>T c.(937-939)ACG>ATG p.T313M

Pat_59 Post-Resistance NRD1 4898 37 1 52279762 52279762 Splice_Site SNP C T 8 61 c.1824_splice c.e16-1 p.R608_splice

Pat_59 Post-Resistance ORC1L 4998 37 1 52838991 52838991 Missense_Mutation SNP C T 11 51 c.2448G>A c.(2446-2448)ATG>ATA p.M816I

Pat_59 Post-Resistance ZCCHC11 23318 37 1 52991465 52991465 Missense_Mutation SNP C T 9 197 c.488G>A c.(487-489)GGA>GAA p.G163E

Pat_59 Post-Resistance CPT2 1376 37 1 53675977 53675977 Missense_Mutation SNP C T 15 92 c.631C>T c.(631-633)CCC>TCC p.P211S

Pat_59 Post-Resistance YIPF1 54432 37 1 54343997 54343997 Missense_Mutation SNP C T 47 323 c.355G>A c.(355-357)GAT>AAT p.D119N

Pat_59 Post-Resistance C1orf177 163747 37 1 55282783 55282783 Missense_Mutation SNP A G 3 40 c.1172A>G c.(1171-1173)GAC>GGC p.D391G

Pat_59 Post-Resistance USP24 23358 37 1 55562632 55562632 Missense_Mutation SNP C T 4 29 c.5449G>A c.(5449-5451)GAC>AAC p.D1817N



Pat_59 Post-Resistance C8B 732 37 1 57399008 57399008 Missense_Mutation SNP C T 9 84 c.1552G>A c.(1552-1554)GGA>AGA p.G518R

Pat_59 Post-Resistance OMA1 115209 37 1 59004511 59004511 Missense_Mutation SNP C T 56 327 c.456G>A c.(454-456)ATG>ATA p.M152I

Pat_59 Post-Resistance ATG4C 84938 37 1 63282440 63282440 Missense_Mutation SNP C T 14 34 c.355C>T c.(355-357)CTC>TTC p.L119F

Pat_59 Post-Resistance ALG6 29929 37 1 63862269 63862269 Splice_Site SNP G A 8 78 c.167_splice c.e3+1 p.W56_splice

Pat_59 Post-Resistance C1orf173 127254 37 1 75055719 75055719 Missense_Mutation SNP G A 5 15 c.1772C>T c.(1771-1773)TCT>TTT p.S591F

Pat_59 Post-Resistance LHX8 431707 37 1 75626504 75626504 Missense_Mutation SNP C T 26 195 c.995C>T c.(994-996)GCT>GTT p.A332V

Pat_59 Post-Resistance SLC44A5 204962 37 1 75685021 75685021 Missense_Mutation SNP G A 47 95 c.1187C>T c.(1186-1188)GCG>GTG p.A396V

Pat_59 Post-Resistance LPHN2 23266 37 1 82408751 82408751 Missense_Mutation SNP G A 13 77 c.496G>A c.(496-498)GCT>ACT p.A166T

Pat_59 Post-Resistance ZNF644 84146 37 1 91403293 91403293 Missense_Mutation SNP C T 37 304 c.3437G>A c.(3436-3438)GGG>GAG p.G1146E

Pat_59 Post-Resistance CDC7 8317 37 1 91989627 91989627 Missense_Mutation SNP C T 12 66 c.1360C>T c.(1360-1362)CCA>TCA p.P454S

Pat_59 Post-Resistance TGFBR3 7049 37 1 92193265 92193265 Missense_Mutation SNP A G 9 125 c.836T>C c.(835-837)GTC>GCC p.V279A

Pat_59 Post-Resistance BCAR3 8412 37 1 94054952 94054952 Missense_Mutation SNP C T 6 32 c.511G>A c.(511-513)GAT>AAT p.D171N

Pat_59 Post-Resistance RTCD1 8634 37 1 100736150 100736150 Missense_Mutation SNP G A 36 227 c.328G>A c.(328-330)GTT>ATT p.V110I

Pat_59 Post-Resistance COL11A1 1301 37 1 103354313 103354313 Missense_Mutation SNP C T 11 49 c.4520G>A c.(4519-4521)GGT>GAT p.G1507D

Pat_59 Post-Resistance PHTF1 10745 37 1 114248697 114248697 Missense_Mutation SNP G A 38 75 c.1486C>T c.(1486-1488)CTT>TTT p.L496F

Pat_59 Post-Resistance VTCN1 79679 37 1 117753456 117753456 Missense_Mutation SNP G A 35 46 c.22C>T c.(22-24)CTC>TTC p.L8F

Pat_59 Post-Resistance WARS2 10352 37 1 119619172 119619172 Missense_Mutation SNP C T 41 301 c.149G>A c.(148-150)GGC>GAC p.G50D

Pat_59 Post-Resistance ITGA10 8515 37 1 145532152 145532152 Missense_Mutation SNP G A 14 116 c.796G>A c.(796-798)GAG>AAG p.E266K

Pat_59 Post-Resistance ARNT 405 37 1 150808813 150808813 Missense_Mutation SNP G A 12 112 c.643C>T c.(643-645)CCA>TCA p.P215S

Pat_59 Post-Resistance CELF3 11189 37 1 151681746 151681746 Missense_Mutation SNP C T 19 119 c.356G>A c.(355-357)GGG>GAG p.G119E

Pat_59 Post-Resistance THEM4 117145 37 1 151860798 151860798 Missense_Mutation SNP T C 27 173 c.508A>G c.(508-510)ATG>GTG p.M170V

Pat_59 Post-Resistance SPRR2D 6703 37 1 153012687 153012687 Missense_Mutation SNP G A 50 188 c.136C>T c.(136-138)CCA>TCA p.P46S

Pat_59 Post-Resistance UBAP2L 9898 37 1 154233541 154233541 Missense_Mutation SNP C T 9 50 c.2752C>T c.(2752-2754)CCG>TCG p.P918S

Pat_59 Post-Resistance AQP10 89872 37 1 154296128 154296128 Missense_Mutation SNP G A 12 103 c.553G>A c.(553-555)GTC>ATC p.V185I

Pat_59 Post-Resistance KCNN3 3782 37 1 154680622 154680622 Missense_Mutation SNP G A 4 67 c.2026C>T c.(2026-2028)CTC>TTC p.L676F

Pat_59 Post-Resistance RAG1AP1 55974 37 1 155108460 155108460 Missense_Mutation SNP G A 8 35 c.73G>A c.(73-75)GCC>ACC p.A25T

Pat_59 Post-Resistance ASH1L 55870 37 1 155313444 155313444 Nonsense_Mutation SNP G A 3 77 c.8086C>T c.(8086-8088)CGA>TGA p.R2696*

Pat_59 Post-Resistance ASH1L 55870 37 1 155348157 155348157 Missense_Mutation SNP G A 42 120 c.6262C>T c.(6262-6264)CTT>TTT p.L2088F

Pat_59 Post-Resistance GON4L 54856 37 1 155796738 155796738 Missense_Mutation SNP C T 18 85 c.587G>A c.(586-588)AGG>AAG p.R196K

Pat_59 Post-Resistance SMG5 23381 37 1 156233190 156233190 Missense_Mutation SNP G A 26 139 c.2027C>T c.(2026-2028)GCG>GTG p.A676V

Pat_59 Post-Resistance FCRL3 115352 37 1 157667544 157667544 Missense_Mutation SNP G T 16 147 c.464C>A c.(463-465)TCC>TAC p.S155Y

Pat_59 Post-Resistance DARC 2532 37 1 159175875 159175875 Missense_Mutation SNP G A 4 19 c.646G>A c.(646-648)GCC>ACC p.A216T

Pat_59 Post-Resistance PIGM 93183 37 1 160000565 160000565 Missense_Mutation SNP G A 23 47 c.965C>T c.(964-966)TCC>TTC p.S322F

Pat_59 Post-Resistance KCNJ9 3765 37 1 160054056 160054056 Nonsense_Mutation SNP G A 5 5 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_59 Post-Resistance VANGL2 57216 37 1 160394935 160394935 Missense_Mutation SNP G A 4 45 c.1333G>A c.(1333-1335)GGA>AGA p.G445R

Pat_59 Post-Resistance ITLN2 142683 37 1 160920963 160920963 Missense_Mutation SNP C T 19 146 c.311G>A c.(310-312)GGG>GAG p.G104E

Pat_59 Post-Resistance KLHDC9 126823 37 1 161069991 161069991 Missense_Mutation SNP G A 34 152 c.1027G>A c.(1027-1029)GTT>ATT p.V343I

Pat_59 Post-Resistance ALDH9A1 223 37 1 165649773 165649773 Missense_Mutation SNP G A 42 237 c.740C>T c.(739-741)CCC>CTC p.P247L

Pat_59 Post-Resistance POGK 57645 37 1 166810212 166810212 Missense_Mutation SNP C T 34 173 c.19C>T c.(19-21)CCT>TCT p.P7S

Pat_59 Post-Resistance F5 2153 37 1 169492544 169492544 Missense_Mutation SNP C T 27 84 c.5939G>A c.(5938-5940)GGT>GAT p.G1980D

Pat_59 Post-Resistance F5 2153 37 1 169495164 169495164 Missense_Mutation SNP T G 44 278 c.5691A>C c.(5689-5691)CAA>CAC p.Q1897H

Pat_59 Post-Resistance FMO3 2328 37 1 171072938 171072938 Missense_Mutation SNP G A 27 232 c.145G>A c.(145-147)GAG>AAG p.E49K

Pat_59 Post-Resistance FMO2 2327 37 1 171173122 171173122 Missense_Mutation SNP G A 5 134 c.746G>A c.(745-747)CGA>CAA p.R249Q

Pat_59 Post-Resistance C1orf9 51430 37 1 172558514 172558514 Missense_Mutation SNP G A 23 188 c.2273G>A c.(2272-2274)GGA>GAA p.G758E

Pat_59 Post-Resistance SLC9A11 284525 37 1 173486836 173486836 Missense_Mutation SNP C T 15 75 c.2747G>A c.(2746-2748)AGT>AAT p.S916N

Pat_59 Post-Resistance RASAL2 9462 37 1 178421618 178421618 Nonsense_Mutation SNP C T 17 161 c.1396C>T c.(1396-1398)CAA>TAA p.Q466*

Pat_59 Post-Resistance CACNA1E 777 37 1 181548282 181548282 Missense_Mutation SNP G T 5 105 c.691G>T c.(691-693)GCC>TCC p.A231S



Pat_59 Post-Resistance RNASEL 6041 37 1 182555367 182555367 Missense_Mutation SNP C T 10 21 c.575G>A c.(574-576)GGG>GAG p.G192E

Pat_59 Post-Resistance NMNAT2 23057 37 1 183253914 183253914 Missense_Mutation SNP C T 5 100 c.460G>A c.(460-462)GGG>AGG p.G154R

Pat_59 Post-Resistance RNF2 6045 37 1 185067424 185067424 Missense_Mutation SNP G A 8 142 c.685G>A c.(685-687)GTA>ATA p.V229I

Pat_59 Post-Resistance PRG4 10216 37 1 186276260 186276260 Missense_Mutation SNP C T 13 64 c.1409C>T c.(1408-1410)ACC>ATC p.T470I

Pat_59 Post-Resistance CFHR4 10877 37 1 196887342 196887342 Missense_Mutation SNP C T 11 25 c.802C>T c.(802-804)CCA>TCA p.P268S

Pat_59 Post-Resistance CFHR5 81494 37 1 196946838 196946838 Missense_Mutation SNP C T 36 226 c.44C>T c.(43-45)ACT>ATT p.T15I

Pat_59 Post-Resistance CRB1 23418 37 1 197398703 197398703 Missense_Mutation SNP C T 15 53 c.2801C>T c.(2800-2802)CCT>CTT p.P934L

Pat_59 Post-Resistance CRB1 23418 37 1 197446894 197446894 Missense_Mutation SNP C G 9 38 c.4106C>G c.(4105-4107)ACC>AGC p.T1369S

Pat_59 Post-Resistance KDM5B 10765 37 1 202702600 202702600 Missense_Mutation SNP C T 4 112 c.3838G>A c.(3838-3840)GAT>AAT p.D1280N

Pat_59 Post-Resistance ELK4 2005 37 1 205585691 205585691 Missense_Mutation SNP C T 10 91 c.1279G>A c.(1279-1281)GAC>AAC p.D427N

Pat_59 Post-Resistance FCAMR 83953 37 1 207139119 207139119 Missense_Mutation SNP G A 4 15 c.254C>T c.(253-255)GCC>GTC p.A85V

Pat_59 Post-Resistance IRF6 3664 37 1 209968653 209968653 Missense_Mutation SNP G A 26 128 c.490C>T c.(490-492)CCC>TCC p.P164S

Pat_59 Post-Resistance TRAF5 7188 37 1 211529764 211529764 Missense_Mutation SNP G A 4 134 c.332G>A c.(331-333)AGC>AAC p.S111N

Pat_59 Post-Resistance PTPN14 5784 37 1 214556719 214556719 Missense_Mutation SNP C T 8 86 c.2479G>A c.(2479-2481)GAG>AAG p.E827K

Pat_59 Post-Resistance USH2A 7399 37 1 216243481 216243481 Missense_Mutation SNP G A 22 122 c.6011C>T c.(6010-6012)TCT>TTT p.S2004F

Pat_59 Post-Resistance USH2A 7399 37 1 216348812 216348812 Missense_Mutation SNP A G 4 54 c.4409T>C c.(4408-4410)CTG>CCG p.L1470P

Pat_59 Post-Resistance RAB3GAP2 25782 37 1 220326699 220326699 Missense_Mutation SNP G A 18 141 c.3695C>T c.(3694-3696)ACA>ATA p.T1232I

Pat_59 Post-Resistance ITPKB 3707 37 1 226923503 226923503 Missense_Mutation SNP C T 5 28 c.1657G>A c.(1657-1659)GAC>AAC p.D553N

Pat_59 Post-Resistance ZNF678 339500 37 1 227842427 227842427 Missense_Mutation SNP G A 6 219 c.476G>A c.(475-477)GGC>GAC p.G159D

Pat_59 Post-Resistance ZNF678 339500 37 1 227842544 227842544 Missense_Mutation SNP G A 9 327 c.593G>A c.(592-594)AGC>AAC p.S198N

Pat_59 Post-Resistance SNAP47 116841 37 1 227946773 227946773 Missense_Mutation SNP C T 21 140 c.710C>T c.(709-711)CCC>CTC p.P237L

Pat_59 Post-Resistance HIST3H3 8290 37 1 228612641 228612641 Missense_Mutation SNP C T 4 121 c.386G>A c.(385-387)CGC>CAC p.R129H

Pat_59 Post-Resistance LYST 1130 37 1 235922785 235922785 Missense_Mutation SNP C T 27 219 c.6368G>A c.(6367-6369)GGA>GAA p.G2123E

Pat_59 Post-Resistance MTR 4548 37 1 236959034 236959034 Missense_Mutation SNP C T 21 105 c.31C>T c.(31-33)CCC>TCC p.P11S

Pat_59 Post-Resistance OR2L2 26246 37 1 248201894 248201894 Missense_Mutation SNP G A 9 87 c.325G>A c.(325-327)GCA>ACA p.A109T

Pat_59 Post-Resistance FRMD4A 55691 37 10 13698668 13698668 Missense_Mutation SNP G A 4 3 c.2921C>T c.(2920-2922)ACC>ATC p.T974I

Pat_59 Post-Resistance RSU1 6251 37 10 16794558 16794558 Missense_Mutation SNP G A 14 73 c.578C>T c.(577-579)ACC>ATC p.T193I

Pat_59 Post-Resistance CUBN 8029 37 10 16975122 16975122 Nonsense_Mutation SNP G A 4 123 c.6088C>T c.(6088-6090)CGA>TGA p.R2030*

Pat_59 Post-Resistance MSRB2 22921 37 10 23399204 23399204 Missense_Mutation SNP G A 40 91 c.253G>A c.(253-255)GCA>ACA p.A85T

Pat_59 Post-Resistance KIAA1217 56243 37 10 24508644 24508644 Missense_Mutation SNP G T 3 22 c.160G>T c.(160-162)GGT>TGT p.G54C

Pat_59 Post-Resistance KIAA1217 56243 37 10 24809159 24809159 Missense_Mutation SNP G A 45 64 c.2285G>A c.(2284-2286)GGA>GAA p.G762E

Pat_59 Post-Resistance KIAA1217 56243 37 10 24820833 24820833 Missense_Mutation SNP C T 4 67 c.3157C>T c.(3157-3159)CGT>TGT p.R1053C

Pat_59 Post-Resistance MTPAP 55149 37 10 30625845 30625845 Missense_Mutation SNP G A 44 144 c.667C>T c.(667-669)CCA>TCA p.P223S

Pat_59 Post-Resistance KIF5B 3799 37 10 32307059 32307059 Missense_Mutation SNP G A 36 64 c.2465C>T c.(2464-2466)ACC>ATC p.T822I

Pat_59 Post-Resistance BMS1 9790 37 10 43289313 43289313 Missense_Mutation SNP C T 30 67 c.1103C>T c.(1102-1104)CCC>CTC p.P368L

Pat_59 Post-Resistance RBP3 5949 37 10 48388900 48388900 Missense_Mutation SNP T C 2 2 c.1978A>G c.(1978-1980)ACC>GCC p.T660A

Pat_59 Post-Resistance ZWINT 11130 37 10 58119898 58119898 Missense_Mutation SNP G A 3 18 c.137C>T c.(136-138)TCT>TTT p.S46F

Pat_59 Post-Resistance RUFY2 55680 37 10 70156634 70156634 Missense_Mutation SNP G A 14 28 c.406C>T c.(406-408)CCT>TCT p.P136S

Pat_59 Post-Resistance C10orf27 219793 37 10 72531206 72531206 Missense_Mutation SNP C T 3 26 c.982G>A c.(982-984)GAA>AAA p.E328K

Pat_59 Post-Resistance HECTD2 143279 37 10 93242749 93242749 Missense_Mutation SNP C T 4 80 c.737C>T c.(736-738)ACG>ATG p.T246M

Pat_59 Post-Resistance PIPSL 266971 37 10 95719566 95719566 Missense_Mutation SNP G A 5 43 c.1588C>T c.(1588-1590)CCT>TCT p.P530S

Pat_59 Post-Resistance TLL2 7093 37 10 98188425 98188425 Missense_Mutation SNP C T 15 36 c.601G>A c.(601-603)GAG>AAG p.E201K

Pat_59 Post-Resistance DHDPSL 112817 37 10 99359537 99359537 Missense_Mutation SNP C T 3 30 c.569C>T c.(568-570)CCG>CTG p.P190L

Pat_59 Post-Resistance C10orf2 56652 37 10 102750720 102750720 Missense_Mutation SNP G A 23 64 c.1687G>A c.(1687-1689)GAT>AAT p.D563N

Pat_59 Post-Resistance POLL 27343 37 10 103347107 103347107 Missense_Mutation SNP C T 13 59 c.11G>A c.(10-12)AGG>AAG p.R4K

Pat_59 Post-Resistance TAF5 6877 37 10 105147086 105147086 Missense_Mutation SNP G T 4 100 c.1984G>T c.(1984-1986)GTA>TTA p.V662L

Pat_59 Post-Resistance CTBP2 1488 37 10 126678107 126678107 Missense_Mutation SNP C T 46 180 c.1318G>A c.(1318-1320)GAG>AAG p.E440K



Pat_59 Post-Resistance DOCK1 1793 37 10 128817004 128817004 Missense_Mutation SNP G A 6 28 c.1169G>A c.(1168-1170)GGA>GAA p.G390E

Pat_59 Post-Resistance FAM196A 642938 37 10 128974017 128974017 Missense_Mutation SNP G A 3 4 c.643C>T c.(643-645)CCT>TCT p.P215S

Pat_59 Post-Resistance INPP5A 3632 37 10 134579283 134579283 Missense_Mutation SNP G A 8 12 c.910G>A c.(910-912)GAG>AAG p.E304K

Pat_59 Post-Resistance AP2A2 161 37 11 988657 988657 Missense_Mutation SNP G A 8 43 c.1237G>A c.(1237-1239)GAG>AAG p.E413K

Pat_59 Post-Resistance MUC5B 727897 37 11 1271471 1271471 Missense_Mutation SNP G C 3 41 c.14780G>C c.(14779-14781)AGC>ACC p.S4927T

Pat_59 Post-Resistance MUC5B 727897 37 11 1271474 1271474 Missense_Mutation SNP C T 10 31 c.14783C>T c.(14782-14784)ACT>ATT p.T4928I

Pat_59 Post-Resistance KRTAP5-4 387267 37 11 1642992 1642992 Missense_Mutation SNP C T 4 53 c.470G>A c.(469-471)TGT>TAT p.C157Y

Pat_59 Post-Resistance TRIM68 55128 37 11 4621621 4621621 Missense_Mutation SNP G A 5 35 c.1343C>T c.(1342-1344)ACT>ATT p.T448I

Pat_59 Post-Resistance OR51L1 119682 37 11 5020900 5020900 Missense_Mutation SNP A G 3 84 c.688A>G c.(688-690)ATT>GTT p.I230V

Pat_59 Post-Resistance OR51Q1 390061 37 11 5443576 5443576 Missense_Mutation SNP C T 31 211 c.146C>T c.(145-147)ACT>ATT p.T49I

Pat_59 Post-Resistance ARNTL 406 37 11 13402785 13402785 Missense_Mutation SNP C T 18 112 c.1601C>T c.(1600-1602)TCT>TTT p.S534F

Pat_59 Post-Resistance BBOX1 8424 37 11 27137043 27137043 Missense_Mutation SNP C T 29 146 c.578C>T c.(577-579)GCT>GTT p.A193V

Pat_59 Post-Resistance CKAP5 9793 37 11 46792348 46792348 Missense_Mutation SNP C T 3 28 c.3176G>A c.(3175-3177)GGG>GAG p.G1059E

Pat_59 Post-Resistance PSMC3 5702 37 11 47444392 47444392 Missense_Mutation SNP C T 6 172 c.724G>A c.(724-726)GCA>ACA p.A242T

Pat_59 Post-Resistance OR4C46 119749 37 11 51515699 51515699 Missense_Mutation SNP G A 21 179 c.418G>A c.(418-420)GCC>ACC p.A140T

Pat_59 Post-Resistance OR4A16 81327 37 11 55110828 55110828 Missense_Mutation SNP C T 14 80 c.152C>T c.(151-153)CCC>CTC p.P51L

Pat_59 Post-Resistance OR8H2 390151 37 11 55873186 55873186 Missense_Mutation SNP T C 4 117 c.668T>C c.(667-669)TTT>TCT p.F223S

Pat_59 Post-Resistance OR5M1 390168 37 11 56380086 56380086 Missense_Mutation SNP A G 36 269 c.893T>C c.(892-894)ATC>ACC p.I298T

Pat_59 Post-Resistance PRG3 10394 37 11 57147199 57147199 Missense_Mutation SNP C T 12 31 c.143G>A c.(142-144)AGA>AAA p.R48K

Pat_59 Post-Resistance SLC43A3 29015 37 11 57182201 57182201 Missense_Mutation SNP C T 43 242 c.947G>A c.(946-948)AGC>AAC p.S316N

Pat_59 Post-Resistance OR5A2 219981 37 11 59189855 59189855 Missense_Mutation SNP G A 10 57 c.572C>T c.(571-573)TCT>TTT p.S191F

Pat_59 Post-Resistance MTA2 9219 37 11 62361511 62361511 Missense_Mutation SNP C T 4 62 c.1843G>A c.(1843-1845)GCC>ACC p.A615T

Pat_59 Post-Resistance MTA2 9219 37 11 62363982 62363982 Missense_Mutation SNP C T 7 32 c.905G>A c.(904-906)AGC>AAC p.S302N

Pat_59 Post-Resistance GANAB 23193 37 11 62397390 62397390 Missense_Mutation SNP C T 4 103 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_59 Post-Resistance C11orf48 79081 37 11 62435196 62435196 Missense_Mutation SNP G A 31 174 c.337C>T c.(337-339)CCT>TCT p.P113S

Pat_59 Post-Resistance TAF6L 10629 37 11 62554695 62554695 Missense_Mutation SNP C T 3 28 c.1796C>T c.(1795-1797)CCC>CTC p.P599L

Pat_59 Post-Resistance MACROD1 28992 37 11 63919836 63919836 Missense_Mutation SNP G A 4 116 c.328C>T c.(328-330)CGG>TGG p.R110W

Pat_59 Post-Resistance NUDT22 84304 37 11 63994167 63994167 Missense_Mutation SNP G A 3 30 c.43G>A c.(43-45)GGC>AGC p.G15S

Pat_59 Post-Resistance PPP2R5B 5526 37 11 64699040 64699040 Missense_Mutation SNP G A 4 24 c.955G>A c.(955-957)GGG>AGG p.G319R

Pat_59 Post-Resistance SLC25A45 283130 37 11 65144469 65144469 Missense_Mutation SNP G A 5 15 c.418C>T c.(418-420)CCC>TCC p.P140S

Pat_59 Post-Resistance SIPA1 6494 37 11 65413818 65413818 Missense_Mutation SNP C T 8 39 c.1390C>T c.(1390-1392)CAC>TAC p.H464Y

Pat_59 Post-Resistance CFL1 1072 37 11 65622848 65622848 Missense_Mutation SNP C T 9 50 c.460G>A c.(460-462)GGG>AGG p.G154R

Pat_59 Post-Resistance EFEMP2 30008 37 11 65637616 65637616 Missense_Mutation SNP C T 7 19 c.583G>A c.(583-585)GGG>AGG p.G195R

Pat_59 Post-Resistance FOSL1 8061 37 11 65660406 65660406 Missense_Mutation SNP C T 7 35 c.767G>A c.(766-768)GGA>GAA p.G256E

Pat_59 Post-Resistance SPTBN2 6712 37 11 66456591 66456591 Missense_Mutation SNP C T 3 10 c.6010G>A c.(6010-6012)GAG>AAG p.E2004K

Pat_59 Post-Resistance GPR152 390212 37 11 67219036 67219036 Missense_Mutation SNP G A 4 28 c.1160C>T c.(1159-1161)ACA>ATA p.T387I

Pat_59 Post-Resistance C11orf51 25906 37 11 71822279 71822279 Missense_Mutation SNP G A 42 240 c.44C>T c.(43-45)ACT>ATT p.T15I

Pat_59 Post-Resistance PGM2L1 283209 37 11 74085531 74085531 Missense_Mutation SNP C T 4 106 c.208G>A c.(208-210)GCA>ACA p.A70T

Pat_59 Post-Resistance OR2AT4 341152 37 11 74799953 74799953 Missense_Mutation SNP G A 23 75 c.806C>T c.(805-807)GCT>GTT p.A269V

Pat_59 Post-Resistance PICALM 8301 37 11 85779847 85779847 Translation_Start_Site SNP C T 4 18 c.-24G>A c.(-26--22)GGGTG>GGATG

Pat_59 Post-Resistance NAALAD2 10003 37 11 89896741 89896741 Missense_Mutation SNP G A 26 61 c.1234G>A c.(1234-1236)GAT>AAT p.D412N

Pat_59 Post-Resistance PPP2R1B 5519 37 11 111624172 111624172 Missense_Mutation SNP C T 8 61 c.1159G>A c.(1159-1161)GAT>AAT p.D387N

Pat_59 Post-Resistance PHLDB1 23187 37 11 118498446 118498446 Missense_Mutation SNP C T 13 60 c.907C>T c.(907-909)CCA>TCA p.P303S

Pat_59 Post-Resistance TRIM29 23650 37 11 119993662 119993662 Missense_Mutation SNP C A 23 53 c.1435G>T c.(1435-1437)GGT>TGT p.G479C

Pat_59 Post-Resistance OR6X1 390260 37 11 123624496 123624496 Missense_Mutation SNP G A 14 47 c.731C>T c.(730-732)ACA>ATA p.T244I

Pat_59 Post-Resistance OR10G8 219869 37 11 123901131 123901131 Missense_Mutation SNP G A 9 63 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_59 Post-Resistance CCDC15 80071 37 11 124857828 124857828 Missense_Mutation SNP T A 8 309 c.1706T>A c.(1705-1707)GTT>GAT p.V569D



Pat_59 Post-Resistance ARHGAP32 9743 37 11 129062003 129062003 Missense_Mutation SNP C T 42 246 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_59 Post-Resistance SNX19 399979 37 11 130748328 130748328 Missense_Mutation SNP C T 4 116 c.2968G>A c.(2968-2970)GTC>ATC p.V990I

Pat_59 Post-Resistance KDM5A 5927 37 12 416913 416913 Missense_Mutation SNP G A 8 47 c.3637C>T c.(3637-3639)CCT>TCT p.P1213S

Pat_59 Post-Resistance WNK1 65125 37 12 995177 995177 Missense_Mutation SNP C T 33 271 c.5207C>T c.(5206-5208)ACC>ATC p.T1736I

Pat_59 Post-Resistance SCNN1A 6337 37 12 6457175 6457175 Missense_Mutation SNP G A 3 2 c.1874C>T c.(1873-1875)TCC>TTC p.S625F

Pat_59 Post-Resistance CD4 920 37 12 6927638 6927638 Missense_Mutation SNP G A 8 37 c.1208G>A c.(1207-1209)GGG>GAG p.G403E

Pat_59 Post-Resistance PEX5 5830 37 12 7354862 7354862 Missense_Mutation SNP G A 14 137 c.668G>A c.(667-669)GGC>GAC p.G223D

Pat_59 Post-Resistance CD163 9332 37 12 7632577 7632577 Missense_Mutation SNP G A 5 49 c.3359C>T c.(3358-3360)TCA>TTA p.S1120L

Pat_59 Post-Resistance CD163 9332 37 12 7639184 7639184 Missense_Mutation SNP C T 21 201 c.2369G>A c.(2368-2370)GGA>GAA p.G790E

Pat_59 Post-Resistance DUSP16 80824 37 12 12633232 12633232 Missense_Mutation SNP C T 26 144 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_59 Post-Resistance PDE6H 5149 37 12 15131013 15131013 Missense_Mutation SNP C T 5 68 c.67C>T c.(67-69)CCT>TCT p.P23S

Pat_59 Post-Resistance PLEKHA5 54477 37 12 19501339 19501339 Missense_Mutation SNP G A 9 92 c.2407G>A c.(2407-2409)GAT>AAT p.D803N

Pat_59 Post-Resistance IPO8 10526 37 12 30790023 30790023 Missense_Mutation SNP G A 21 155 c.2588C>T c.(2587-2589)CCC>CTC p.P863L

Pat_59 Post-Resistance IPO8 10526 37 12 30815347 30815347 Missense_Mutation SNP C A 4 78 c.1669G>T c.(1669-1671)GAT>TAT p.D557Y

Pat_59 Post-Resistance DDX11 1663 37 12 31256617 31256617 Missense_Mutation SNP T C 3 95 c.2638T>C c.(2638-2640)TGT>CGT p.C880R

Pat_59 Post-Resistance SFRS2IP 9169 37 12 46320935 46320935 Missense_Mutation SNP G A 18 121 c.2549C>T c.(2548-2550)TCC>TTC p.S850F

Pat_59 Post-Resistance PFKM 5213 37 12 48516628 48516628 Missense_Mutation SNP G A 8 56 c.71G>A c.(70-72)GGT>GAT p.G24D

Pat_59 Post-Resistance TROAP 10024 37 12 49724304 49724304 Missense_Mutation SNP G A 7 30 c.1676G>A c.(1675-1677)TGC>TAC p.C559Y

Pat_59 Post-Resistance FMNL3 91010 37 12 50048767 50048767 Missense_Mutation SNP C T 13 92 c.886G>A c.(886-888)GTA>ATA p.V296I

Pat_59 Post-Resistance TMBIM6 7009 37 12 50152016 50152016 Missense_Mutation SNP G A 23 141 c.293G>A c.(292-294)GGC>GAC p.G98D

Pat_59 Post-Resistance SLC4A8 9498 37 12 51890821 51890821 Missense_Mutation SNP G T 13 57 c.2994G>T c.(2992-2994)AAG>AAT p.K998N

Pat_59 Post-Resistance MFSD5 84975 37 12 53647883 53647883 Missense_Mutation SNP G A 7 64 c.1264G>A c.(1264-1266)GCA>ACA p.A422T

Pat_59 Post-Resistance AAAS 8086 37 12 53701392 53701392 Missense_Mutation SNP C T 9 79 c.1522G>A c.(1522-1524)GGT>AGT p.G508S

Pat_59 Post-Resistance KIAA0748 9840 37 12 55356244 55356244 Nonsense_Mutation SNP G A 6 257 c.1438C>T c.(1438-1440)CAG>TAG p.Q480*

Pat_59 Post-Resistance OR6C74 254783 37 12 55641912 55641912 Missense_Mutation SNP C T 16 69 c.841C>T c.(841-843)CCC>TCC p.P281S

Pat_59 Post-Resistance SLC39A5 283375 37 12 56628983 56628983 Missense_Mutation SNP C T 25 128 c.677C>T c.(676-678)CCT>CTT p.P226L

Pat_59 Post-Resistance NXPH4 11247 37 12 57619094 57619094 Missense_Mutation SNP G A 32 166 c.491G>A c.(490-492)GGA>GAA p.G164E

Pat_59 Post-Resistance TSPAN8 7103 37 12 71537987 71537987 Missense_Mutation SNP C A 4 57 c.67G>T c.(67-69)GGT>TGT p.G23C

Pat_59 Post-Resistance E2F7 144455 37 12 77440021 77440021 Nonsense_Mutation SNP C T 4 54 c.626G>A c.(625-627)TGG>TAG p.W209*

Pat_59 Post-Resistance E2F7 144455 37 12 77444361 77444361 Missense_Mutation SNP C A 23 206 c.533G>T c.(532-534)AGT>ATT p.S178I

Pat_59 Post-Resistance NR2C1 7181 37 12 95456346 95456346 Missense_Mutation SNP C T 11 15 c.223G>A c.(223-225)GAT>AAT p.D75N

Pat_59 Post-Resistance NEDD1 121441 37 12 97334304 97334304 Missense_Mutation SNP C T 20 111 c.1235C>T c.(1234-1236)CCT>CTT p.P412L

Pat_59 Post-Resistance UTP20 27340 37 12 101723079 101723079 Missense_Mutation SNP C T 22 147 c.3269C>T c.(3268-3270)CCT>CTT p.P1090L

Pat_59 Post-Resistance STAB2 55576 37 12 104031826 104031826 Missense_Mutation SNP C T 29 215 c.742C>T c.(742-744)CCT>TCT p.P248S

Pat_59 Post-Resistance HSP90B1 7184 37 12 104326111 104326111 Missense_Mutation SNP G A 16 79 c.209G>A c.(208-210)AGA>AAA p.R70K

Pat_59 Post-Resistance SSH1 54434 37 12 109186090 109186090 Missense_Mutation SNP C T 4 73 c.1865G>A c.(1864-1866)AGC>AAC p.S622N

Pat_59 Post-Resistance CUX2 23316 37 12 111758218 111758218 Missense_Mutation SNP C T 6 38 c.2405C>T c.(2404-2406)TCC>TTC p.S802F

Pat_59 Post-Resistance C12orf51 283450 37 12 112699205 112699205 Missense_Mutation SNP G A 21 110 c.1481C>T c.(1480-1482)GCC>GTC p.A494V

Pat_59 Post-Resistance DDX54 79039 37 12 113596795 113596795 Missense_Mutation SNP C T 8 12 c.2533G>A c.(2533-2535)GGT>AGT p.G845S

Pat_59 Post-Resistance TAOK3 51347 37 12 118682769 118682769 Missense_Mutation SNP G A 4 89 c.122C>T c.(121-123)GCT>GTT p.A41V

Pat_59 Post-Resistance DNAH10 196385 37 12 124323225 124323225 Missense_Mutation SNP C T 7 72 c.4771C>T c.(4771-4773)CAC>TAC p.H1591Y

Pat_59 Post-Resistance EP400 57634 37 12 132535158 132535158 Missense_Mutation SNP C T 27 173 c.7352C>T c.(7351-7353)CCC>CTC p.P2451L

Pat_59 Post-Resistance CHFR 55743 37 12 133454140 133454140 Splice_Site SNP C T 8 40 c.233_splice c.e3+1 p.S78_splice

Pat_59 Post-Resistance ZMYM2 7750 37 13 20567697 20567697 Missense_Mutation SNP G A 30 140 c.485G>A c.(484-486)AGA>AAA p.R162K

Pat_59 Post-Resistance SACS 26278 37 13 23914203 23914203 Missense_Mutation SNP C T 7 41 c.3812G>A c.(3811-3813)AGA>AAA p.R1271K

Pat_59 Post-Resistance CENPJ 55835 37 13 25458298 25458298 Splice_Site SNP C T 22 59 c.3703_splice c.e15+1 p.E1235_splice

Pat_59 Post-Resistance FAM123A 219287 37 13 25744557 25744557 Missense_Mutation SNP G A 8 28 c.1201C>T c.(1201-1203)CCC>TCC p.P401S



Pat_59 Post-Resistance NUPL1 9818 37 13 25882051 25882051 Missense_Mutation SNP C T 30 128 c.215C>T c.(214-216)CCT>CTT p.P72L

Pat_59 Post-Resistance FLT1 2321 37 13 28877458 28877458 Missense_Mutation SNP C T 8 40 c.3863G>A c.(3862-3864)AGC>AAC p.S1288N

Pat_59 Post-Resistance MTUS2 23281 37 13 29933465 29933465 Missense_Mutation SNP G C 4 5 c.3002G>C c.(3001-3003)CGT>CCT p.R1001P

Pat_59 Post-Resistance RXFP2 122042 37 13 32363320 32363320 Missense_Mutation SNP C T 13 59 c.1135C>T c.(1135-1137)CTT>TTT p.L379F

Pat_59 Post-Resistance FRY 10129 37 13 32698760 32698760 Missense_Mutation SNP G A 7 37 c.577G>A c.(577-579)GAC>AAC p.D193N

Pat_59 Post-Resistance FRY 10129 37 13 32759129 32759129 Missense_Mutation SNP G A 39 225 c.3163G>A c.(3163-3165)GAG>AAG p.E1055K

Pat_59 Post-Resistance BRCA2 675 37 13 32912789 32912789 Missense_Mutation SNP G A 12 110 c.4297G>A c.(4297-4299)GGG>AGG p.G1433R

Pat_59 Post-Resistance STARD13 90627 37 13 33704299 33704299 Missense_Mutation SNP G A 3 43 c.515C>T c.(514-516)CCG>CTG p.P172L

Pat_59 Post-Resistance SPG20 23111 37 13 36903605 36903605 Missense_Mutation SNP C T 15 97 c.1058G>A c.(1057-1059)AGA>AAA p.R353K

Pat_59 Post-Resistance LRCH1 23143 37 13 47303045 47303045 Missense_Mutation SNP G A 16 88 c.1828G>A c.(1828-1830)GTC>ATC p.V610I

Pat_59 Post-Resistance HTR2A 3356 37 13 47469692 47469692 Missense_Mutation SNP G A 13 56 c.350C>T c.(349-351)GCC>GTC p.A117V

Pat_59 Post-Resistance WDFY2 115825 37 13 52325544 52325544 Missense_Mutation SNP G A 4 73 c.824G>A c.(823-825)AGG>AAG p.R275K

Pat_59 Post-Resistance ATP7B 540 37 13 52511718 52511718 Missense_Mutation SNP C T 7 43 c.3797G>A c.(3796-3798)GGG>GAG p.G1266E

Pat_59 Post-Resistance PCDH17 27253 37 13 58299207 58299207 Missense_Mutation SNP G A 15 92 c.3259G>A c.(3259-3261)GAC>AAC p.D1087N

Pat_59 Post-Resistance DACH1 1602 37 13 72440354 72440354 Missense_Mutation SNP G A 3 9 c.548C>T c.(547-549)CCT>CTT p.P183L

Pat_59 Post-Resistance SCEL 8796 37 13 78133998 78133998 Missense_Mutation SNP G A 5 246 c.221G>A c.(220-222)AGG>AAG p.R74K

Pat_59 Post-Resistance DOCK9 23348 37 13 99550478 99550478 Missense_Mutation SNP C T 4 15 c.1544G>A c.(1543-1545)TGC>TAC p.C515Y

Pat_59 Post-Resistance COL4A1 1282 37 13 110821984 110821984 Missense_Mutation SNP C T 12 38 c.3868G>A c.(3868-3870)GGC>AGC p.G1290S

Pat_59 Post-Resistance TUBGCP3 10426 37 13 113210420 113210420 Missense_Mutation SNP G A 11 89 c.667C>T c.(667-669)CCC>TCC p.P223S

Pat_59 Post-Resistance RASA3 22821 37 13 114784340 114784340 Missense_Mutation SNP C T 9 30 c.841G>A c.(841-843)GGC>AGC p.G281S

Pat_59 Post-Resistance RASA3 22821 37 13 114817551 114817551 Missense_Mutation SNP C T 3 33 c.253G>A c.(253-255)GTT>ATT p.V85I

Pat_59 Post-Resistance P704P 641455 37 14 20020013 20020013 Missense_Mutation SNP G C 4 218 c.208C>G c.(208-210)CCC>GCC p.P70A

Pat_59 Post-Resistance SLC7A8 23428 37 14 23612350 23612350 Missense_Mutation SNP G A 5 119 c.572C>T c.(571-573)ACA>ATA p.T191I

Pat_59 Post-Resistance MYH6 4624 37 14 23855623 23855623 Missense_Mutation SNP C T 3 35 c.4860G>A c.(4858-4860)ATG>ATA p.M1620I

Pat_59 Post-Resistance TSSK4 283629 37 14 24677242 24677242 Missense_Mutation SNP G A 18 50 c.877G>A c.(877-879)GTG>ATG p.V293M

Pat_59 Post-Resistance G2E3 55632 37 14 31061584 31061584 Missense_Mutation SNP G A 30 112 c.293G>A c.(292-294)TGT>TAT p.C98Y

Pat_59 Post-Resistance CDKL1 8814 37 14 50845006 50845006 Missense_Mutation SNP G A 6 22 c.1243C>T c.(1243-1245)CCT>TCT p.P415S

Pat_59 Post-Resistance ATL1 51062 37 14 51087425 51087425 Missense_Mutation SNP G A 37 152 c.971G>A c.(970-972)GGT>GAT p.G324D

Pat_59 Post-Resistance GPR137C 283554 37 14 53100365 53100365 Nonsense_Mutation SNP C T 5 74 c.985C>T c.(985-987)CAG>TAG p.Q329*

Pat_59 Post-Resistance SAMD4A 23034 37 14 55169263 55169263 Missense_Mutation SNP C T 26 258 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_59 Post-Resistance WDHD1 11169 37 14 55474076 55474076 Nonsense_Mutation SNP C T 22 163 c.522G>A c.(520-522)TGG>TGA p.W174*

Pat_59 Post-Resistance SGPP1 81537 37 14 64194218 64194218 Missense_Mutation SNP G A 15 110 c.445C>T c.(445-447)CCC>TCC p.P149S

Pat_59 Post-Resistance SYNE2 23224 37 14 64486728 64486728 Missense_Mutation SNP G A 16 135 c.5068G>A c.(5068-5070)GAA>AAA p.E1690K

Pat_59 Post-Resistance PLEKHG3 26030 37 14 65198131 65198131 Missense_Mutation SNP G A 13 89 c.902G>A c.(901-903)GGG>GAG p.G301E

Pat_59 Post-Resistance SPTB 6710 37 14 65249027 65249027 Missense_Mutation SNP C T 25 179 c.4247G>A c.(4246-4248)CGG>CAG p.R1416Q

Pat_59 Post-Resistance PLEKHH1 57475 37 14 68026391 68026391 Missense_Mutation SNP A G 4 19 c.406A>G c.(406-408)ACA>GCA p.T136A

Pat_59 Post-Resistance SLC8A3 6547 37 14 70633821 70633821 Missense_Mutation SNP G A 13 109 c.1319C>T c.(1318-1320)GCC>GTC p.A440V

Pat_59 Post-Resistance ZFYVE1 53349 37 14 73445585 73445585 Missense_Mutation SNP C T 15 130 c.1403G>A c.(1402-1404)CGA>CAA p.R468Q

Pat_59 Post-Resistance LTBP2 4053 37 14 74975412 74975412 Missense_Mutation SNP C T 16 51 c.3547G>A c.(3547-3549)GAG>AAG p.E1183K

Pat_59 Post-Resistance LTBP2 4053 37 14 75022207 75022207 Nonsense_Mutation SNP C T 10 83 c.1020G>A c.(1018-1020)TGG>TGA p.W340*

Pat_59 Post-Resistance KIAA0317 9870 37 14 75138173 75138173 Missense_Mutation SNP G A 5 70 c.1436C>T c.(1435-1437)ACT>ATT p.T479I

Pat_59 Post-Resistance C14orf179 112752 37 14 76525686 76525686 Nonsense_Mutation SNP C T 12 143 c.265C>T c.(265-267)CAG>TAG p.Q89*

Pat_59 Post-Resistance ADCK1 57143 37 14 78392296 78392296 Missense_Mutation SNP G A 4 126 c.1198G>A c.(1198-1200)GCC>ACC p.A400T

Pat_59 Post-Resistance NRXN3 9369 37 14 80164260 80164260 Missense_Mutation SNP C T 54 72 c.2785C>T c.(2785-2787)CGC>TGC p.R929C

Pat_59 Post-Resistance C14orf143 90141 37 14 90398906 90398906 Missense_Mutation SNP C T 54 75 c.283G>A c.(283-285)GAA>AAA p.E95K

Pat_59 Post-Resistance C14orf159 80017 37 14 91655259 91655259 Missense_Mutation SNP C T 3 40 c.925C>T c.(925-927)CGG>TGG p.R309W

Pat_59 Post-Resistance CATSPERB 79820 37 14 92159568 92159568 Missense_Mutation SNP C T 24 153 c.733G>A c.(733-735)GTG>ATG p.V245M



Pat_59 Post-Resistance SLC24A4 123041 37 14 92900255 92900255 Splice_Site SNP G A 18 119 c.191_splice c.e3-1 p.A64_splice

Pat_59 Post-Resistance C14orf142 84520 37 14 93673425 93673425 Translation_Start_Site SNP C T 10 31 c.-42G>A c.(-44--40)GGGTG>GGATG

Pat_59 Post-Resistance DYNC1H1 1778 37 14 102466357 102466357 Missense_Mutation SNP C T 9 75 c.3836C>T c.(3835-3837)GCT>GTT p.A1279V

Pat_59 Post-Resistance DYNC1H1 1778 37 14 102508839 102508839 Missense_Mutation SNP C T 6 53 c.12394C>T c.(12394-12396)CCC>TCC p.P4132S

Pat_59 Post-Resistance ADSSL1 122622 37 14 105204721 105204721 Missense_Mutation SNP G A 11 79 c.304G>A c.(304-306)GTG>ATG p.V102M

Pat_59 Post-Resistance AHNAK2 113146 37 14 105408943 105408943 Missense_Mutation SNP C T 26 265 c.12845G>A c.(12844-12846)GGT>GAT p.G4282D

Pat_59 Post-Resistance AHNAK2 113146 37 14 105412732 105412732 Missense_Mutation SNP C T 10 129 c.9056G>A c.(9055-9057)GGG>GAG p.G3019E

Pat_59 Post-Resistance BTBD6 90135 37 14 105716894 105716894 Missense_Mutation SNP G A 15 165 c.1343G>A c.(1342-1344)GGG>GAG p.G448E

Pat_59 Post-Resistance GPR176 11245 37 15 40093401 40093401 Missense_Mutation SNP C T 26 89 c.1480G>A c.(1480-1482)GTA>ATA p.V494I

Pat_59 Post-Resistance SRP14 6727 37 15 40328590 40328590 Missense_Mutation SNP C T 3 37 c.355G>A c.(355-357)GCA>ACA p.A119T

Pat_59 Post-Resistance RPAP1 26015 37 15 41813218 41813218 Missense_Mutation SNP G A 3 35 c.3166C>T c.(3166-3168)CGC>TGC p.R1056C

Pat_59 Post-Resistance MAPKBP1 23005 37 15 42116238 42116238 Missense_Mutation SNP G A 4 113 c.4210G>A c.(4210-4212)GCA>ACA p.A1404T

Pat_59 Post-Resistance ZSCAN29 146050 37 15 43658361 43658361 Missense_Mutation SNP G A 10 46 c.1169C>T c.(1168-1170)GCG>GTG p.A390V

Pat_59 Post-Resistance PDIA3 2923 37 15 44063358 44063358 Missense_Mutation SNP C T 8 32 c.1460C>T c.(1459-1461)CCC>CTC p.P487L

Pat_59 Post-Resistance C15orf63 25764 37 15 44092830 44092830 Missense_Mutation SNP G A 3 16 c.34G>A c.(34-36)GAG>AAG p.E12K

Pat_59 Post-Resistance DUOX1 53905 37 15 45433199 45433199 Missense_Mutation SNP C T 16 64 c.1496C>T c.(1495-1497)ACC>ATC p.T499I

Pat_59 Post-Resistance MYO5A 4644 37 15 52646103 52646104 Missense_Mutation DNP GG AA 19 138 c.3531_3532CC>TT529-3534)GACCGC>GATT p.R1178C

Pat_59 Post-Resistance CGNL1 84952 37 15 57820934 57820934 Missense_Mutation SNP C T 14 36 c.3122C>T c.(3121-3123)ACG>ATG p.T1041M

Pat_59 Post-Resistance HSP90AB4P 664618 37 15 58983364 58983364 Missense_Mutation SNP C T 5 19 c.1456G>A c.(1456-1458)GTG>ATG p.V486M

Pat_59 Post-Resistance MYO1E 4643 37 15 59516907 59516907 Missense_Mutation SNP C T 8 50 c.758G>A c.(757-759)CGG>CAG p.R253Q

Pat_59 Post-Resistance TLN2 83660 37 15 63004262 63004262 Missense_Mutation SNP G A 4 32 c.2620G>A c.(2620-2622)GTG>ATG p.V874M

Pat_59 Post-Resistance THSD4 79875 37 15 72030223 72030223 Missense_Mutation SNP G A 19 91 c.1783G>A c.(1783-1785)GAC>AAC p.D595N

Pat_59 Post-Resistance CYP1A1 1543 37 15 75013377 75013377 Missense_Mutation SNP C T 11 39 c.1184G>A c.(1183-1185)AGT>AAT p.S395N

Pat_59 Post-Resistance CHRNA3 1136 37 15 78893612 78893612 Nonsense_Mutation SNP G A 17 76 c.1372C>T c.(1372-1374)CAA>TAA p.Q458*

Pat_59 Post-Resistance AGBL1 123624 37 15 87217645 87217645 Missense_Mutation SNP G A 3 31 c.3061G>A c.(3061-3063)GCT>ACT p.A1021T

Pat_59 Post-Resistance POLG 5428 37 15 89867337 89867337 Splice_Site SNP C T 5 50 c.2070_splice c.e11+1 p.T690_splice

Pat_59 Post-Resistance IQGAP1 8826 37 15 90991828 90991828 Missense_Mutation SNP G A 4 75 c.937G>A c.(937-939)GAC>AAC p.D313N

Pat_59 Post-Resistance UNC45A 55898 37 15 91488142 91488142 Missense_Mutation SNP G A 7 26 c.1048G>A c.(1048-1050)GTG>ATG p.V350M

Pat_59 Post-Resistance IGF1R 3480 37 15 99251019 99251019 Missense_Mutation SNP G A 7 12 c.323G>A c.(322-324)GGC>GAC p.G108D

Pat_59 Post-Resistance AXIN1 8312 37 16 396560 396560 Missense_Mutation SNP C T 5 74 c.466G>A c.(466-468)GTG>ATG p.V156M

Pat_59 Post-Resistance NOXO1 124056 37 16 2031176 2031176 Missense_Mutation SNP G A 6 18 c.5C>T c.(4-6)GCA>GTA p.A2V

Pat_59 Post-Resistance PKD1 5310 37 16 2158498 2158498 Missense_Mutation SNP G A 3 29 c.6670C>T c.(6670-6672)CCT>TCT p.P2224S

Pat_59 Post-Resistance CCDC64B 146439 37 16 3080452 3080452 Missense_Mutation SNP C T 5 14 c.760G>A c.(760-762)GAG>AAG p.E254K

Pat_59 Post-Resistance ZNF205 7755 37 16 3170064 3170064 Missense_Mutation SNP G A 4 133 c.1403G>A c.(1402-1404)CGC>CAC p.R468H

Pat_59 Post-Resistance ADCY9 115 37 16 4163814 4163814 Missense_Mutation SNP C T 4 108 c.1630G>A c.(1630-1632)GAA>AAA p.E544K

Pat_59 Post-Resistance ATF7IP2 80063 37 16 10525273 10525273 Missense_Mutation SNP G A 20 81 c.796G>A c.(796-798)GAC>AAC p.D266N

Pat_59 Post-Resistance TNP2 7142 37 16 11362962 11362962 Missense_Mutation SNP G A 17 81 c.158C>T c.(157-159)CCG>CTG p.P53L

Pat_59 Post-Resistance SMG1 23049 37 16 18851019 18851019 Splice_Site SNP C T 33 145 c.6945_splice c.e42+1 p.Q2315_splice

Pat_59 Post-Resistance GGA2 23062 37 16 23499931 23499931 Missense_Mutation SNP G A 28 77 c.575C>T c.(574-576)TCC>TTC p.S192F

Pat_59 Post-Resistance PALB2 79728 37 16 23635397 23635397 Missense_Mutation SNP C T 16 40 c.2767G>A c.(2767-2769)GTT>ATT p.V923I

Pat_59 Post-Resistance TNRC6A 27327 37 16 24802729 24802729 Nonsense_Mutation SNP G A 12 51 c.2766G>A c.(2764-2766)TGG>TGA p.W922*

Pat_59 Post-Resistance ORAI3 93129 37 16 30964658 30964658 Missense_Mutation SNP C A 5 123 c.381C>A c.(379-381)AGC>AGA p.S127R

Pat_59 Post-Resistance CNOT1 23019 37 16 58562399 58562399 Missense_Mutation SNP G A 24 111 c.6433C>T c.(6433-6435)CCA>TCA p.P2145S

Pat_59 Post-Resistance CNOT1 23019 37 16 58565911 58565911 Missense_Mutation SNP G A 18 76 c.6128C>T c.(6127-6129)TCC>TTC p.S2043F

Pat_59 Post-Resistance ZFP90 146198 37 16 68597523 68597523 Missense_Mutation SNP G A 24 96 c.833G>A c.(832-834)GGG>GAG p.G278E

Pat_59 Post-Resistance PDF 64146 37 16 69362936 69362936 Missense_Mutation SNP C T 29 202 c.721G>A c.(721-723)GTG>ATG p.V241M

Pat_59 Post-Resistance DHX38 9785 37 16 72139037 72139037 Splice_Site SNP G A 3 28 c.2262_splice c.e16+1 p.E754_splice



Pat_59 Post-Resistance LRRC50 123872 37 16 84203819 84203819 Missense_Mutation SNP A G 4 38 c.1385A>G c.(1384-1386)CAA>CGA p.Q462R

Pat_59 Post-Resistance KIAA0513 9764 37 16 85111216 85111216 Missense_Mutation SNP G A 3 15 c.760G>A c.(760-762)GGG>AGG p.G254R

Pat_59 Post-Resistance CPNE7 27132 37 16 89645271 89645271 Nonsense_Mutation SNP C T 11 26 c.364C>T c.(364-366)CAA>TAA p.Q122*

Pat_59 Post-Resistance SLC43A2 124935 37 17 1494587 1494587 Missense_Mutation SNP C T 7 64 c.907G>A c.(907-909)GTG>ATG p.V303M

Pat_59 Post-Resistance MNT 4335 37 17 2298284 2298284 Missense_Mutation SNP G A 6 6 c.538C>T c.(538-540)CCT>TCT p.P180S

Pat_59 Post-Resistance GSG2 83903 37 17 3627912 3627912 Missense_Mutation SNP C T 19 71 c.683C>T c.(682-684)GCC>GTC p.A228V

Pat_59 Post-Resistance ANKFY1 51479 37 17 4088208 4088208 Missense_Mutation SNP G A 5 50 c.1604C>T c.(1603-1605)ACC>ATC p.T535I

Pat_59 Post-Resistance MYBBP1A 10514 37 17 4444804 4444804 Missense_Mutation SNP G A 11 123 c.3251C>T c.(3250-3252)TCC>TTC p.S1084F

Pat_59 Post-Resistance POLR2A 5430 37 17 7414585 7414585 Missense_Mutation SNP G A 4 74 c.3865G>A c.(3865-3867)GAG>AAG p.E1289K

Pat_59 Post-Resistance CYB5D1 124637 37 17 7761721 7761721 Missense_Mutation SNP G A 9 45 c.161G>A c.(160-162)GGG>GAG p.G54E

Pat_59 Post-Resistance TRIM16 10626 37 17 15539579 15539579 Missense_Mutation SNP G A 4 81 c.620C>T c.(619-621)TCG>TTG p.S207L

Pat_59 Post-Resistance NCOR1 9611 37 17 15976764 15976764 Missense_Mutation SNP G A 24 131 c.3790C>T c.(3790-3792)CCT>TCT p.P1264S

Pat_59 Post-Resistance MED9 55090 37 17 17394799 17394799 Missense_Mutation SNP C T 3 32 c.431C>T c.(430-432)CCC>CTC p.P144L

Pat_59 Post-Resistance TOP3A 7156 37 17 18196077 18196077 Missense_Mutation SNP C T 15 69 c.1163G>A c.(1162-1164)CGC>CAC p.R388H

Pat_59 Post-Resistance AKAP10 11216 37 17 19866227 19866227 Missense_Mutation SNP G A 18 121 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_59 Post-Resistance CCDC55 84081 37 17 28512114 28512114 Missense_Mutation SNP G A 7 19 c.1099G>A c.(1099-1101)GCG>ACG p.A367T

Pat_59 Post-Resistance AMAC1 146861 37 17 33520491 33520491 Missense_Mutation SNP G A 8 91 c.836C>T c.(835-837)CCT>CTT p.P279L

Pat_59 Post-Resistance DHRS11 79154 37 17 34955432 34955432 Missense_Mutation SNP G A 22 50 c.535G>A c.(535-537)GGA>AGA p.G179R

Pat_59 Post-Resistance AATF 26574 37 17 35311157 35311157 Missense_Mutation SNP C T 6 78 c.782C>T c.(781-783)CCA>CTA p.P261L

Pat_59 Post-Resistance TBC1D3 729873 37 17 36288264 36288264 Missense_Mutation SNP C T 7 498 c.350C>T c.(349-351)ACT>ATT p.T117I

Pat_59 Post-Resistance MED1 5469 37 17 37564696 37564696 Missense_Mutation SNP G A 9 61 c.3778C>T c.(3778-3780)CCC>TCC p.P1260S

Pat_59 Post-Resistance MED1 5469 37 17 37564779 37564779 Missense_Mutation SNP G A 7 50 c.3695C>T c.(3694-3696)TCT>TTT p.S1232F

Pat_59 Post-Resistance TOP2A 7153 37 17 38557184 38557184 Missense_Mutation SNP G A 88 530 c.2582C>T c.(2581-2583)TCC>TTC p.S861F

Pat_59 Post-Resistance KRT24 192666 37 17 38856585 38856585 Missense_Mutation SNP C T 88 266 c.906G>A c.(904-906)ATG>ATA p.M302I

Pat_59 Post-Resistance ACLY 47 37 17 40028028 40028028 Missense_Mutation SNP C T 5 54 c.2851G>A c.(2851-2853)GAC>AAC p.D951N

Pat_59 Post-Resistance GOSR2 9570 37 17 45012470 45012470 Missense_Mutation SNP G A 31 136 c.412G>A c.(412-414)GAT>AAT p.D138N

Pat_59 Post-Resistance SPAG9 9043 37 17 49064546 49064546 Missense_Mutation SNP C T 15 93 c.2866G>A c.(2866-2868)GAC>AAC p.D956N

Pat_59 Post-Resistance MMD 23531 37 17 53478855 53478855 Missense_Mutation SNP G A 9 71 c.491C>T c.(490-492)TCT>TTT p.S164F

Pat_59 Post-Resistance LOC653653 653653 37 17 58179963 58179963 Missense_Mutation SNP G A 11 66 c.202C>T c.(202-204)CCA>TCA p.P68S

Pat_59 Post-Resistance BCAS3 54828 37 17 58767122 58767122 Missense_Mutation SNP G A 4 66 c.214G>A c.(214-216)GAT>AAT p.D72N

Pat_59 Post-Resistance BCAS3 54828 37 17 58786687 58786687 Splice_Site SNP G A 9 63 c.321_splice c.e5+1 p.P107_splice

Pat_59 Post-Resistance MED13 9969 37 17 60030432 60030432 Missense_Mutation SNP C T 13 57 c.6011G>A c.(6010-6012)GGA>GAA p.G2004E

Pat_59 Post-Resistance DCAF7 10238 37 17 61666446 61666446 Missense_Mutation SNP G A 11 77 c.941G>A c.(940-942)GGA>GAA p.G314E

Pat_59 Post-Resistance TMEM104 54868 37 17 72832443 72832443 Missense_Mutation SNP C T 34 93 c.1108C>T c.(1108-1110)CCC>TCC p.P370S

Pat_59 Post-Resistance UBE2O 63893 37 17 74387046 74387046 Missense_Mutation SNP G A 4 113 c.3857C>T c.(3856-3858)CCG>CTG p.P1286L

Pat_59 Post-Resistance EIF4A3 9775 37 17 78111270 78111270 Missense_Mutation SNP C T 4 21 c.898G>A c.(898-900)GCC>ACC p.A300T

Pat_59 Post-Resistance SLC26A11 284129 37 17 78211376 78211376 Missense_Mutation SNP C T 4 6 c.968C>T c.(967-969)GCG>GTG p.A323V

Pat_59 Post-Resistance C17orf62 79415 37 17 80402356 80402356 Missense_Mutation SNP G A 4 38 c.410C>T c.(409-411)CCC>CTC p.P137L

Pat_59 Post-Resistance FN3KRP 79672 37 17 80680740 80680740 Missense_Mutation SNP C T 6 63 c.446C>T c.(445-447)ACG>ATG p.T149M

Pat_59 Post-Resistance EMILIN2 84034 37 18 2891017 2891017 Nonsense_Mutation SNP C T 4 117 c.892C>T c.(892-894)CAG>TAG p.Q298*

Pat_59 Post-Resistance LAMA1 284217 37 18 7013887 7013887 Missense_Mutation SNP G A 3 23 c.3290C>T c.(3289-3291)ACG>ATG p.T1097M

Pat_59 Post-Resistance KIAA0802 23255 37 18 8784078 8784078 Missense_Mutation SNP G A 6 40 c.968G>A c.(967-969)GGT>GAT p.G323D

Pat_59 Post-Resistance TXNDC2 84203 37 18 9887188 9887188 Missense_Mutation SNP G T 6 157 c.712G>T c.(712-714)GAT>TAT p.D238Y

Pat_59 Post-Resistance MPPE1 65258 37 18 11886514 11886514 Missense_Mutation SNP C T 4 125 c.851G>A c.(850-852)CGG>CAG p.R284Q

Pat_59 Post-Resistance AFG3L2 10939 37 18 12329697 12329697 Missense_Mutation SNP G A 15 59 c.2261C>T c.(2260-2262)TCT>TTT p.S754F

Pat_59 Post-Resistance ABHD3 171586 37 18 19231694 19231694 Missense_Mutation SNP G A 16 87 c.1088C>T c.(1087-1089)CCT>CTT p.P363L

Pat_59 Post-Resistance CABYR 26256 37 18 21736775 21736775 Missense_Mutation SNP G A 5 44 c.1310G>A c.(1309-1311)GGG>GAG p.G437E



Pat_59 Post-Resistance OSBPL1A 114876 37 18 21897136 21897136 Missense_Mutation SNP G A 26 149 c.847C>T c.(847-849)CAC>TAC p.H283Y

Pat_59 Post-Resistance TAF4B 6875 37 18 23807205 23807205 Missense_Mutation SNP C T 30 171 c.308C>T c.(307-309)ACA>ATA p.T103I

Pat_59 Post-Resistance DSG1 1828 37 18 28918358 28918358 Missense_Mutation SNP C T 13 155 c.1346C>T c.(1345-1347)ACC>ATC p.T449I

Pat_59 Post-Resistance DSG3 1830 37 18 29054122 29054122 Missense_Mutation SNP G A 22 163 c.2140G>A c.(2140-2142)GAA>AAA p.E714K

Pat_59 Post-Resistance MEP1B 4225 37 18 29793207 29793207 Missense_Mutation SNP C T 7 60 c.1264C>T c.(1264-1266)CTT>TTT p.L422F

Pat_59 Post-Resistance C18orf34 374864 37 18 30806765 30806765 Missense_Mutation SNP C T 13 125 c.1648G>A c.(1648-1650)GTG>ATG p.V550M

Pat_59 Post-Resistance ZNF397OS 100101467 37 18 32833785 32833785 Missense_Mutation SNP G A 6 146 c.1114C>T c.(1114-1116)CTC>TTC p.L372F

Pat_59 Post-Resistance ELP2 55250 37 18 33724961 33724961 Missense_Mutation SNP G A 44 244 c.856G>A c.(856-858)GTA>ATA p.V286I

Pat_59 Post-Resistance DCC 1630 37 18 50432623 50432623 Missense_Mutation SNP G A 40 98 c.622G>A c.(622-624)GGA>AGA p.G208R

Pat_59 Post-Resistance NARS 4677 37 18 55273171 55273171 Missense_Mutation SNP C T 4 78 c.1169G>A c.(1168-1170)CGG>CAG p.R390Q

Pat_59 Post-Resistance CDH20 28316 37 18 59206278 59206278 Missense_Mutation SNP G A 16 129 c.1430G>A c.(1429-1431)AGT>AAT p.S477N

Pat_59 Post-Resistance CDH19 28513 37 18 64235688 64235688 Missense_Mutation SNP G A 50 162 c.455C>T c.(454-456)CCT>CTT p.P152L

Pat_59 Post-Resistance CCDC102B 79839 37 18 66506096 66506096 Missense_Mutation SNP G A 15 109 c.760G>A c.(760-762)GTA>ATA p.V254I

Pat_59 Post-Resistance ZNF407 55628 37 18 72344482 72344482 Nonsense_Mutation SNP C T 10 36 c.1507C>T c.(1507-1509)CAG>TAG p.Q503*

Pat_59 Post-Resistance MBP 4155 37 18 74696756 74696756 Missense_Mutation SNP C T 6 45 c.845G>A c.(844-846)GGC>GAC p.G282D

Pat_59 Post-Resistance HMHA1 23526 37 19 1080267 1080267 Missense_Mutation SNP C T 4 121 c.1717C>T c.(1717-1719)CGT>TGT p.R573C

Pat_59 Post-Resistance ATP8B3 148229 37 19 1807187 1807187 Missense_Mutation SNP G A 18 60 c.595C>T c.(595-597)CGG>TGG p.R199W

Pat_59 Post-Resistance ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 4 62 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_59 Post-Resistance ZNF555 148254 37 19 2853369 2853369 Missense_Mutation SNP C T 12 40 c.1306C>T c.(1306-1308)CCC>TCC p.P436S

Pat_59 Post-Resistance NCLN 56926 37 19 3186212 3186212 Missense_Mutation SNP G A 2 0 c.184G>A c.(184-186)GGC>AGC p.G62S

Pat_59 Post-Resistance TBXA2R 6915 37 19 3600565 3600565 Missense_Mutation SNP C T 3 13 c.68G>A c.(67-69)CGG>CAG p.R23Q

Pat_59 Post-Resistance EEF2 1938 37 19 3984195 3984195 Missense_Mutation SNP C T 26 102 c.157G>A c.(157-159)GAG>AAG p.E53K

Pat_59 Post-Resistance CHAF1A 10036 37 19 4433196 4433196 Missense_Mutation SNP C T 17 83 c.2333C>T c.(2332-2334)ACC>ATC p.T778I

Pat_59 Post-Resistance FEM1A 55527 37 19 4793374 4793374 Missense_Mutation SNP A C 3 99 c.1508A>C c.(1507-1509)TAC>TCC p.Y503S

Pat_59 Post-Resistance ZNF557 79230 37 19 7083178 7083178 Missense_Mutation SNP G A 6 125 c.695G>A c.(694-696)AGT>AAT p.S232N

Pat_59 Post-Resistance CD209 30835 37 19 7810560 7810561 Missense_Mutation DNP GG AA 4 56 c.591_592CC>TT589-594)ACCCGG>ACTTG p.R198W

Pat_59 Post-Resistance SNAPC2 6618 37 19 7986659 7986659 Splice_Site SNP G A 3 17 c.372_splice c.e3+1 p.Q124_splice

Pat_59 Post-Resistance FBN3 84467 37 19 8175804 8175804 Missense_Mutation SNP C T 8 53 c.4258G>A c.(4258-4260)GAG>AAG p.E1420K

Pat_59 Post-Resistance MUC16 94025 37 19 9089557 9089557 Missense_Mutation SNP G A 8 49 c.2258C>T c.(2257-2259)ACC>ATC p.T753I

Pat_59 Post-Resistance S1PR5 53637 37 19 10625665 10625665 Missense_Mutation SNP G A 3 43 c.23C>T c.(22-24)CCG>CTG p.P8L

Pat_59 Post-Resistance DNM2 1785 37 19 10887845 10887845 Missense_Mutation SNP C T 4 32 c.641C>T c.(640-642)ACC>ATC p.T214I

Pat_59 Post-Resistance ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 6 272 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_59 Post-Resistance ZNF700 90592 37 19 12060647 12060647 Missense_Mutation SNP G C 6 270 c.1808G>C c.(1807-1809)TGT>TCT p.C603S

Pat_59 Post-Resistance ZNF799 90576 37 19 12502214 12502214 Missense_Mutation SNP C T 24 210 c.998G>A c.(997-999)AGA>AAA p.R333K

Pat_59 Post-Resistance ZNF791 163049 37 19 12739470 12739470 Missense_Mutation SNP G A 14 96 c.1127G>A c.(1126-1128)AGG>AAG p.R376K

Pat_59 Post-Resistance RNASEH2A 10535 37 19 12920945 12920945 Missense_Mutation SNP C T 48 85 c.472C>T c.(472-474)CCC>TCC p.P158S

Pat_59 Post-Resistance DNASE2 1777 37 19 12986905 12986905 Missense_Mutation SNP C T 4 55 c.982G>A c.(982-984)GCC>ACC p.A328T

Pat_59 Post-Resistance CD97 976 37 19 14499527 14499527 Nonsense_Mutation SNP G A 31 146 c.87G>A c.(85-87)TGG>TGA p.W29*

Pat_59 Post-Resistance EMR2 30817 37 19 14854549 14854549 Missense_Mutation SNP G A 4 97 c.2231C>T c.(2230-2232)ACG>ATG p.T744M

Pat_59 Post-Resistance EMR2 30817 37 19 14867095 14867095 Missense_Mutation SNP C T 4 113 c.1147G>A c.(1147-1149)GTG>ATG p.V383M

Pat_59 Post-Resistance MED26 9441 37 19 16686939 16686939 Missense_Mutation SNP C T 21 95 c.1702G>A c.(1702-1704)GAC>AAC p.D568N

Pat_59 Post-Resistance GTPBP3 84705 37 19 17452408 17452408 Missense_Mutation SNP G A 6 14 c.1375G>A c.(1375-1377)GAG>AAG p.E459K

Pat_59 Post-Resistance FAM129C 199786 37 19 17641597 17641597 Missense_Mutation SNP C T 4 12 c.182C>T c.(181-183)CCT>CTT p.P61L

Pat_59 Post-Resistance UPF1 5976 37 19 18971213 18971213 Missense_Mutation SNP G A 15 90 c.2299G>A c.(2299-2301)GAG>AAG p.E767K

Pat_59 Post-Resistance KIAA0892 23383 37 19 19454651 19454651 Missense_Mutation SNP G A 31 128 c.979G>A c.(979-981)GAC>AAC p.D327N

Pat_59 Post-Resistance CILP2 148113 37 19 19655636 19655636 Missense_Mutation SNP C T 3 18 c.2282C>T c.(2281-2283)ACG>ATG p.T761M

Pat_59 Post-Resistance ZNF93 81931 37 19 20045254 20045254 Missense_Mutation SNP C T 6 235 c.1490C>T c.(1489-1491)ACT>ATT p.T497I



Pat_59 Post-Resistance ZNF93 81931 37 19 20045361 20045361 Missense_Mutation SNP A G 5 177 c.1597A>G c.(1597-1599)AGA>GGA p.R533G

Pat_59 Post-Resistance ZNF737 100129842 37 19 20727516 20727516 Missense_Mutation SNP C G 5 125 c.1493G>C c.(1492-1494)AGA>ACA p.R498T

Pat_59 Post-Resistance ZNF708 7562 37 19 21476519 21476519 Missense_Mutation SNP T C 8 152 c.1249A>G c.(1249-1251)AAG>GAG p.K417E

Pat_59 Post-Resistance ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 6 160 c.1556T>A c.(1555-1557)ATC>AAC p.I519N

Pat_59 Post-Resistance ZNF429 353088 37 19 21720414 21720414 Missense_Mutation SNP T G 6 160 c.1559T>G c.(1558-1560)CTG>CGG p.L520R

Pat_59 Post-Resistance ZNF100 163227 37 19 21909734 21909734 Missense_Mutation SNP G C 11 336 c.1380C>G c.(1378-1380)GAC>GAG p.D460E

Pat_59 Post-Resistance ZNF208 7757 37 19 22155896 22155896 Missense_Mutation SNP A C 8 174 c.1640T>G c.(1639-1641)ATT>AGT p.I547S

Pat_59 Post-Resistance ZNF208 7757 37 19 22157223 22157223 Missense_Mutation SNP C T 13 103 c.613G>A c.(613-615)GAA>AAA p.E205K

Pat_59 Post-Resistance ZNF257 113835 37 19 22271961 22271961 Missense_Mutation SNP A G 21 164 c.1409A>G c.(1408-1410)CAG>CGG p.Q470R

Pat_59 Post-Resistance ZNF676 163223 37 19 22362924 22362924 Missense_Mutation SNP G C 7 266 c.1595C>G c.(1594-1596)CCC>CGC p.P532R

Pat_59 Post-Resistance ZNF99 7652 37 19 22939472 22939472 Missense_Mutation SNP A G 5 148 c.2699T>C c.(2698-2700)TTC>TCC p.F900S

Pat_59 Post-Resistance ZNF91 7644 37 19 23544867 23544867 Missense_Mutation SNP T C 18 301 c.914A>G c.(913-915)CAT>CGT p.H305R

Pat_59 Post-Resistance ZNF507 22847 37 19 32845283 32845283 Missense_Mutation SNP G A 5 59 c.1547G>A c.(1546-1548)GGG>GAG p.G516E

Pat_59 Post-Resistance ZNF507 22847 37 19 32845291 32845291 Nonsense_Mutation SNP G T 4 65 c.1555G>T c.(1555-1557)GGA>TGA p.G519*

Pat_59 Post-Resistance KIAA0355 9710 37 19 34832814 34832814 Missense_Mutation SNP G A 10 83 c.1975G>A c.(1975-1977)GGC>AGC p.G659S

Pat_59 Post-Resistance UBA2 10054 37 19 34943026 34943026 Missense_Mutation SNP G A 25 182 c.1012G>A c.(1012-1014)GAT>AAT p.D338N

Pat_59 Post-Resistance SCN1B 6324 37 19 35524436 35524436 Missense_Mutation SNP G A 24 77 c.241G>A c.(241-243)GAG>AAG p.E81K

Pat_59 Post-Resistance ZNF568 374900 37 19 37488413 37488413 Missense_Mutation SNP C T 8 41 c.1778C>T c.(1777-1779)ACA>ATA p.T593I

Pat_59 Post-Resistance ZNF585A 199704 37 19 37644133 37644133 Missense_Mutation SNP A T 8 36 c.668T>A c.(667-669)TTC>TAC p.F223Y

Pat_59 Post-Resistance SIPA1L3 23094 37 19 38610163 38610163 Missense_Mutation SNP C T 4 25 c.2509C>T c.(2509-2511)CCC>TCC p.P837S

Pat_59 Post-Resistance ZFP36 7538 37 19 39899296 39899296 Missense_Mutation SNP C T 7 97 c.938C>T c.(937-939)CCC>CTC p.P313L

Pat_59 Post-Resistance SHKBP1 92799 37 19 41088274 41088274 Missense_Mutation SNP G A 11 59 c.862G>A c.(862-864)GTG>ATG p.V288M

Pat_59 Post-Resistance CYP2A13 1553 37 19 41599629 41599629 Missense_Mutation SNP C T 6 46 c.926C>T c.(925-927)ACC>ATC p.T309I

Pat_59 Post-Resistance PRR19 284338 37 19 42814570 42814570 Missense_Mutation SNP C T 6 153 c.749C>T c.(748-750)GCG>GTG p.A250V

Pat_59 Post-Resistance PSG5 5673 37 19 43688976 43688976 Missense_Mutation SNP T C 9 331 c.388A>G c.(388-390)AGG>GGG p.R130G

Pat_59 Post-Resistance IRGQ 126298 37 19 44097414 44097414 Nonsense_Mutation SNP C T 3 21 c.636G>A c.(634-636)TGG>TGA p.W212*

Pat_59 Post-Resistance C19orf61 56006 37 19 44251899 44251899 Missense_Mutation SNP G A 3 6 c.376C>T c.(376-378)CCC>TCC p.P126S

Pat_59 Post-Resistance KCNN4 3783 37 19 44280742 44280742 Missense_Mutation SNP G A 6 59 c.206C>T c.(205-207)ACC>ATC p.T69I

Pat_59 Post-Resistance ZNF45 7596 37 19 44417693 44417693 Missense_Mutation SNP C T 7 114 c.1895G>A c.(1894-1896)AGA>AAA p.R632K

Pat_59 Post-Resistance ZNF155 7711 37 19 44500775 44500775 Missense_Mutation SNP G A 5 194 c.766G>A c.(766-768)GGA>AGA p.G256R

Pat_59 Post-Resistance KLC3 147700 37 19 45849946 45849946 Missense_Mutation SNP G A 2 1 c.403G>A c.(403-405)GAG>AAG p.E135K

Pat_59 Post-Resistance SAE1 10055 37 19 47706998 47706998 Splice_Site SNP G A 26 88 c.948_splice c.e8+1 p.K316_splice

Pat_59 Post-Resistance CRX 1406 37 19 48339604 48339604 Missense_Mutation SNP C T 10 13 c.205C>T c.(205-207)CGT>TGT p.R69C

Pat_59 Post-Resistance FAM83E 54854 37 19 49107049 49107049 Missense_Mutation SNP G A 5 11 c.878C>T c.(877-879)CCT>CTT p.P293L

Pat_59 Post-Resistance GYS1 2997 37 19 49494602 49494602 Missense_Mutation SNP G A 22 106 c.257C>T c.(256-258)GCC>GTC p.A86V

Pat_59 Post-Resistance LHB 3972 37 19 49519435 49519435 Missense_Mutation SNP G A 16 51 c.316C>T c.(316-318)CTC>TTC p.L106F

Pat_59 Post-Resistance NAPSA 9476 37 19 50865493 50865493 Missense_Mutation SNP G A 8 20 c.161C>T c.(160-162)CCC>CTC p.P54L

Pat_59 Post-Resistance SIGLEC6 946 37 19 52033208 52033208 Missense_Mutation SNP G A 4 18 c.782C>T c.(781-783)TCC>TTC p.S261F

Pat_59 Post-Resistance ZNF534 147658 37 19 52942507 52942507 Missense_Mutation SNP A T 3 16 c.1833A>T c.(1831-1833)AAA>AAT p.K611N

Pat_59 Post-Resistance ZNF578 147660 37 19 53014635 53014635 Missense_Mutation SNP A G 6 193 c.1001A>G c.(1000-1002)CAT>CGT p.H334R

Pat_59 Post-Resistance ZNF611 81856 37 19 53208542 53208542 Missense_Mutation SNP C T 51 398 c.1766G>A c.(1765-1767)AGT>AAT p.S589N

Pat_59 Post-Resistance ZNF415 55786 37 19 53612312 53612312 Missense_Mutation SNP G C 3 81 c.1130C>G c.(1129-1131)ACA>AGA p.T377R

Pat_59 Post-Resistance ZNF845 91664 37 19 53848804 53848804 Missense_Mutation SNP G A 32 135 c.61G>A c.(61-63)GAG>AAG p.E21K

Pat_59 Post-Resistance TTYH1 57348 37 19 54946722 54946722 Missense_Mutation SNP G A 11 34 c.1126G>A c.(1126-1128)GAC>AAC p.D376N

Pat_59 Post-Resistance LILRA2 11027 37 19 55087469 55087469 Missense_Mutation SNP G A 4 79 c.1148G>A c.(1147-1149)GGT>GAT p.G383D

Pat_59 Post-Resistance C19orf51 352909 37 19 55672660 55672660 Splice_Site SNP C T 2 1 c.789_splice c.e7+1 p.Y263_splice

Pat_59 Post-Resistance ZNF581 51545 37 19 56156428 56156428 Missense_Mutation SNP G A 30 185 c.491G>A c.(490-492)AGC>AAC p.S164N



Pat_59 Post-Resistance ZNF787 126208 37 19 56600421 56600421 Missense_Mutation SNP C A 2 0 c.120G>T c.(118-120)TGG>TGT p.W40C

Pat_59 Post-Resistance ZNF787 126208 37 19 56600432 56600432 Missense_Mutation SNP C G 2 1 c.109G>C c.(109-111)GTC>CTC p.V37L

Pat_59 Post-Resistance ZNF805 390980 37 19 57765443 57765443 Missense_Mutation SNP G A 3 50 c.1256G>A c.(1255-1257)CGG>CAG p.R419Q

Pat_59 Post-Resistance ZNF549 256051 37 19 58049465 58049465 Missense_Mutation SNP G A 7 75 c.1093G>A c.(1093-1095)GAA>AAA p.E365K

Pat_59 Post-Resistance ZNF154 7710 37 19 58216322 58216322 Missense_Mutation SNP G A 37 113 c.59C>T c.(58-60)GCC>GTC p.A20V

Pat_59 Post-Resistance SNTG2 54221 37 2 1161233 1161233 Splice_Site SNP G A 9 22 c.412_splice c.e7-1 p.V138_splice

Pat_59 Post-Resistance SNTG2 54221 37 2 1204796 1204796 Missense_Mutation SNP C T 3 19 c.599C>T c.(598-600)TCG>TTG p.S200L

Pat_59 Post-Resistance LPIN1 23175 37 2 11960601 11960601 Missense_Mutation SNP G A 10 103 c.2474G>A c.(2473-2475)GGA>GAA p.G825E

Pat_59 Post-Resistance WDR35 57539 37 2 20145615 20145615 Missense_Mutation SNP C T 71 333 c.1810G>A c.(1810-1812)GAT>AAT p.D604N

Pat_59 Post-Resistance ITSN2 50618 37 2 24431115 24431115 Missense_Mutation SNP C T 14 57 c.4669G>A c.(4669-4671)GCT>ACT p.A1557T

Pat_59 Post-Resistance ITSN2 50618 37 2 24435559 24435559 Missense_Mutation SNP G A 37 157 c.4049C>T c.(4048-4050)CCC>CTC p.P1350L

Pat_59 Post-Resistance OTOF 9381 37 2 26750740 26750740 Missense_Mutation SNP C T 12 35 c.187G>A c.(187-189)GAG>AAG p.E63K

Pat_59 Post-Resistance XDH 7498 37 2 31606627 31606627 Missense_Mutation SNP G A 10 20 c.880C>T c.(880-882)CCC>TCC p.P294S

Pat_59 Post-Resistance MEMO1 51072 37 2 32094987 32094987 Missense_Mutation SNP G A 6 26 c.692C>T c.(691-693)TCT>TTT p.S231F

Pat_59 Post-Resistance BIRC6 57448 37 2 32725065 32725065 Nonsense_Mutation SNP C T 17 99 c.8920C>T c.(8920-8922)CAA>TAA p.Q2974*

Pat_59 Post-Resistance LTBP1 4052 37 2 33484664 33484664 Missense_Mutation SNP C T 17 110 c.2405C>T c.(2404-2406)GCA>GTA p.A802V

Pat_59 Post-Resistance THADA 63892 37 2 43800132 43800132 Splice_Site SNP C T 16 44 c.1730_splice c.e12-1 p.G577_splice

Pat_59 Post-Resistance MSH6 2956 37 2 48027571 48027571 Missense_Mutation SNP G A 4 18 c.2449G>A c.(2449-2451)GAT>AAT p.D817N

Pat_59 Post-Resistance SPTBN1 6711 37 2 54858426 54858426 Missense_Mutation SNP C T 3 33 c.3242C>T c.(3241-3243)ACC>ATC p.T1081I

Pat_59 Post-Resistance RTN4 57142 37 2 55254397 55254397 Missense_Mutation SNP C T 14 120 c.838G>A c.(838-840)GCA>ACA p.A280T

Pat_59 Post-Resistance CCT4 10575 37 2 62099431 62099431 Missense_Mutation SNP C T 7 38 c.1277G>A c.(1276-1278)GGT>GAT p.G426D

Pat_59 Post-Resistance UGP2 7360 37 2 64112875 64112875 Missense_Mutation SNP G A 13 116 c.728G>A c.(727-729)GGC>GAC p.G243D

Pat_59 Post-Resistance SLC1A4 6509 37 2 65231139 65231139 Missense_Mutation SNP C T 4 42 c.623C>T c.(622-624)ACC>ATC p.T208I

Pat_59 Post-Resistance SMYD5 10322 37 2 73452033 73452033 Missense_Mutation SNP C T 16 101 c.980C>T c.(979-981)CCA>CTA p.P327L

Pat_59 Post-Resistance ALMS1 7840 37 2 73653650 73653650 Missense_Mutation SNP G A 4 135 c.1310G>A c.(1309-1311)TGC>TAC p.C437Y

Pat_59 Post-Resistance SLC4A5 57835 37 2 74466532 74466532 Missense_Mutation SNP A G 3 46 c.2249T>C c.(2248-2250)CTT>CCT p.L750P

Pat_59 Post-Resistance POLR1A 25885 37 2 86267551 86267551 Missense_Mutation SNP C T 3 35 c.3704G>A c.(3703-3705)GGC>GAC p.G1235D

Pat_59 Post-Resistance EIF2AK3 9451 37 2 88890467 88890467 Missense_Mutation SNP C T 16 84 c.871G>A c.(871-873)GAG>AAG p.E291K

Pat_59 Post-Resistance PROM2 150696 37 2 95954721 95954721 Missense_Mutation SNP C T 3 59 c.2482C>T c.(2482-2484)CGG>TGG p.R828W

Pat_59 Post-Resistance TMEM131 23505 37 2 98413354 98413354 Missense_Mutation SNP G A 7 62 c.2966C>T c.(2965-2967)TCC>TTC p.S989F

Pat_59 Post-Resistance EIF5B 9669 37 2 99978149 99978149 Missense_Mutation SNP G A 17 106 c.785G>A c.(784-786)GGT>GAT p.G262D

Pat_59 Post-Resistance MFSD9 84804 37 2 103335286 103335286 Missense_Mutation SNP C T 5 60 c.1018G>A c.(1018-1020)GGG>AGG p.G340R

Pat_59 Post-Resistance RGPD3 653489 37 2 107029692 107029692 Missense_Mutation SNP A T 4 131 c.5114T>A c.(5113-5115)GTG>GAG p.V1705E

Pat_59 Post-Resistance GCC2 9648 37 2 109098908 109098908 Splice_Site SNP G A 6 39 c.3345_splice c.e11+1 p.K1115_splice

Pat_59 Post-Resistance RANBP2 5903 37 2 109383792 109383792 Missense_Mutation SNP G A 75 472 c.6797G>A c.(6796-6798)GGA>GAA p.G2266E

Pat_59 Post-Resistance MERTK 10461 37 2 112751940 112751940 Missense_Mutation SNP G A 29 190 c.1409G>A c.(1408-1410)GGG>GAG p.G470E

Pat_59 Post-Resistance POLR1B 84172 37 2 113300088 113300088 Missense_Mutation SNP G A 4 112 c.17G>A c.(16-18)CGG>CAG p.R6Q

Pat_59 Post-Resistance POLR1B 84172 37 2 113333260 113333260 Missense_Mutation SNP C T 46 233 c.3362C>T c.(3361-3363)GCT>GTT p.A1121V

Pat_59 Post-Resistance SLC35F5 80255 37 2 114493356 114493356 Missense_Mutation SNP G A 8 58 c.830C>T c.(829-831)TCC>TTC p.S277F

Pat_59 Post-Resistance MARCO 8685 37 2 119750708 119750708 Missense_Mutation SNP T C 13 68 c.1261T>C c.(1261-1263)TCA>CCA p.S421P

Pat_59 Post-Resistance POTEF 728378 37 2 130877782 130877782 Missense_Mutation SNP A G 7 196 c.307T>C c.(307-309)TGC>CGC p.C103R

Pat_59 Post-Resistance ACMSD 130013 37 2 135621025 135621025 Missense_Mutation SNP G A 4 94 c.310G>A c.(310-312)GTT>ATT p.V104I

Pat_59 Post-Resistance LRP1B 53353 37 2 141609326 141609326 Missense_Mutation SNP C A 18 90 c.4606G>T c.(4606-4608)GGC>TGC p.G1536C

Pat_59 Post-Resistance ZEB2 9839 37 2 145155876 145155876 Missense_Mutation SNP C T 5 65 c.2878G>A c.(2878-2880)GGA>AGA p.G960R

Pat_59 Post-Resistance KIF5C 3800 37 2 149798469 149798469 Missense_Mutation SNP G T 4 88 c.466G>T c.(466-468)GTT>TTT p.V156F

Pat_59 Post-Resistance KIF5C 3800 37 2 149835481 149835481 Nonsense_Mutation SNP C T 10 83 c.1339C>T c.(1339-1341)CAA>TAA p.Q447*

Pat_59 Post-Resistance LYPD6 130574 37 2 150327306 150327306 Missense_Mutation SNP C T 16 107 c.458C>T c.(457-459)CCA>CTA p.P153L



Pat_59 Post-Resistance TANC1 85461 37 2 160053131 160053131 Missense_Mutation SNP G A 8 65 c.2992G>A c.(2992-2994)GAT>AAT p.D998N

Pat_59 Post-Resistance TBR1 10716 37 2 162274810 162274810 Missense_Mutation SNP G A 3 45 c.946G>A c.(946-948)GGA>AGA p.G316R

Pat_59 Post-Resistance SCN9A 6335 37 2 167055671 167055671 Missense_Mutation SNP C T 85 118 c.5445G>A c.(5443-5445)ATG>ATA p.M1815I

Pat_59 Post-Resistance XIRP2 129446 37 2 168101965 168101965 Missense_Mutation SNP G A 5 78 c.4063G>A c.(4063-4065)GAA>AAA p.E1355K

Pat_59 Post-Resistance KBTBD10 10324 37 2 170366969 170366969 Missense_Mutation SNP G A 10 101 c.681G>A c.(679-681)ATG>ATA p.M227I

Pat_59 Post-Resistance METTL5 29081 37 2 170678459 170678459 Missense_Mutation SNP C T 16 235 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_59 Post-Resistance UBR3 130507 37 2 170857821 170857821 Missense_Mutation SNP G A 14 108 c.3926G>A c.(3925-3927)TGT>TAT p.C1309Y

Pat_59 Post-Resistance MYO3B 140469 37 2 171055725 171055725 Missense_Mutation SNP C G 7 85 c.10C>G c.(10-12)CTG>GTG p.L4V

Pat_59 Post-Resistance MYO3B 140469 37 2 171056786 171056786 Missense_Mutation SNP G A 8 49 c.313G>A c.(313-315)GTC>ATC p.V105I

Pat_59 Post-Resistance MYO3B 140469 37 2 171399445 171399445 Missense_Mutation SNP G A 50 157 c.3605G>A c.(3604-3606)GGG>GAG p.G1202E

Pat_59 Post-Resistance SLC25A12 8604 37 2 172671640 172671640 Missense_Mutation SNP C T 28 192 c.1003G>A c.(1003-1005)GTT>ATT p.V335I

Pat_59 Post-Resistance ITGA6 3655 37 2 173355994 173355994 Missense_Mutation SNP C T 10 179 c.2824C>T c.(2824-2826)CGG>TGG p.R942W

Pat_59 Post-Resistance HNRNPA3 220988 37 2 178081499 178081499 Missense_Mutation SNP G A 48 348 c.739G>A c.(739-741)GGA>AGA p.G247R

Pat_59 Post-Resistance TTN 7273 37 2 179560121 179560121 Missense_Mutation SNP T A 10 77 c.27492A>T c.(27490-27492)AAA>AAT p.K9164N

Pat_59 Post-Resistance TTN 7273 37 2 179596038 179596038 Missense_Mutation SNP C T 80 537 c.13723G>A c.(13723-13725)GTA>ATA p.V4575I

Pat_59 Post-Resistance TTN 7273 37 2 179639078 179639078 Missense_Mutation SNP C T 20 158 c.6913G>A c.(6913-6915)GAG>AAG p.E2305K

Pat_59 Post-Resistance DUSP19 142679 37 2 183960196 183960196 Missense_Mutation SNP C T 25 146 c.464C>T c.(463-465)TCC>TTC p.S155F

Pat_59 Post-Resistance STAT1 6772 37 2 191873711 191873711 Missense_Mutation SNP C T 3 41 c.251G>A c.(250-252)AGG>AAG p.R84K

Pat_59 Post-Resistance MPP4 58538 37 2 202510121 202510121 Missense_Mutation SNP C T 6 66 c.1726G>A c.(1726-1728)GAC>AAC p.D576N

Pat_59 Post-Resistance MPP4 58538 37 2 202520939 202520939 Missense_Mutation SNP G A 3 15 c.1282C>T c.(1282-1284)CGC>TGC p.R428C

Pat_59 Post-Resistance PARD3B 117583 37 2 206480196 206480196 Missense_Mutation SNP C T 9 79 c.3277C>T c.(3277-3279)CCT>TCT p.P1093S

Pat_59 Post-Resistance MDH1B 130752 37 2 207604380 207604380 Missense_Mutation SNP C T 7 63 c.1465G>A c.(1465-1467)GAG>AAG p.E489K

Pat_59 Post-Resistance FZD5 7855 37 2 208632587 208632587 Missense_Mutation SNP G A 2 0 c.877C>T c.(877-879)CAT>TAT p.H293Y

Pat_59 Post-Resistance PIKFYVE 200576 37 2 209207373 209207373 Missense_Mutation SNP G A 25 158 c.5027G>A c.(5026-5028)AGT>AAT p.S1676N

Pat_59 Post-Resistance MYL1 4632 37 2 211163201 211163201 Missense_Mutation SNP C A 4 132 c.247G>T c.(247-249)GGC>TGC p.G83C

Pat_59 Post-Resistance VIL1 7429 37 2 219296591 219296591 Nonsense_Mutation SNP C T 5 12 c.1114C>T c.(1114-1116)CAG>TAG p.Q372*

Pat_59 Post-Resistance ALPPL2 251 37 2 233274467 233274467 Missense_Mutation SNP T C 3 11 c.1484T>C c.(1483-1485)CTG>CCG p.L495P

Pat_59 Post-Resistance DGKD 8527 37 2 234343547 234343547 Missense_Mutation SNP G A 24 124 c.586G>A c.(586-588)GTG>ATG p.V196M

Pat_59 Post-Resistance SH3BP4 23677 37 2 235951118 235951118 Missense_Mutation SNP G A 8 41 c.1705G>A c.(1705-1707)GTG>ATG p.V569M

Pat_59 Post-Resistance COPS8 10920 37 2 238005479 238005479 Missense_Mutation SNP G A 9 44 c.517G>A c.(517-519)GAT>AAT p.D173N

Pat_59 Post-Resistance COL6A3 1293 37 2 238253406 238253406 Missense_Mutation SNP C T 4 134 c.7255G>A c.(7255-7257)GGC>AGC p.G2419S

Pat_59 Post-Resistance MLPH 79083 37 2 238434382 238434382 Missense_Mutation SNP G A 5 22 c.814G>A c.(814-816)GCC>ACC p.A272T

Pat_59 Post-Resistance CAPN10 11132 37 2 241537456 241537456 Missense_Mutation SNP C T 15 13 c.1895C>T c.(1894-1896)CCG>CTG p.P632L

Pat_59 Post-Resistance NSFL1C 55968 37 20 1433177 1433177 Missense_Mutation SNP G A 30 126 c.746C>T c.(745-747)GCC>GTC p.A249V

Pat_59 Post-Resistance TMC2 117532 37 20 2593950 2593950 Nonsense_Mutation SNP G A 8 95 c.1854G>A c.(1852-1854)TGG>TGA p.W618*

Pat_59 Post-Resistance SMOX 54498 37 20 4163099 4163099 Missense_Mutation SNP G A 17 90 c.973G>A c.(973-975)GCG>ACG p.A325T

Pat_59 Post-Resistance PRNP 5621 37 20 4680494 4680494 Missense_Mutation SNP G A 12 94 c.628G>A c.(628-630)GTT>ATT p.V210I

Pat_59 Post-Resistance BTBD3 22903 37 20 11899224 11899224 Missense_Mutation SNP G A 30 171 c.301G>A c.(301-303)GGT>AGT p.G101S

Pat_59 Post-Resistance BTBD3 22903 37 20 11903679 11903679 Missense_Mutation SNP G A 15 110 c.934G>A c.(934-936)GTT>ATT p.V312I

Pat_59 Post-Resistance BFSP1 631 37 20 17475036 17475036 Nonsense_Mutation SNP C A 20 103 c.1681G>T c.(1681-1683)GAG>TAG p.E561*

Pat_59 Post-Resistance BFSP1 631 37 20 17475159 17475159 Missense_Mutation SNP G A 4 30 c.1558C>T c.(1558-1560)CCT>TCT p.P520S

Pat_59 Post-Resistance RIN2 54453 37 20 19955744 19955744 Missense_Mutation SNP C T 18 93 c.1075C>T c.(1075-1077)CCC>TCC p.P359S

Pat_59 Post-Resistance C20orf26 26074 37 20 20258004 20258004 Missense_Mutation SNP G A 33 55 c.2698G>A c.(2698-2700)GAT>AAT p.D900N

Pat_59 Post-Resistance TPX2 22974 37 20 30366668 30366668 Missense_Mutation SNP G A 25 149 c.935G>A c.(934-936)GGA>GAA p.G312E

Pat_59 Post-Resistance ASXL1 171023 37 20 31021379 31021379 Missense_Mutation SNP G A 21 105 c.1378G>A c.(1378-1380)GGG>AGG p.G460R

Pat_59 Post-Resistance ZNF341 84905 37 20 32379180 32379180 Missense_Mutation SNP G A 10 34 c.2422G>A c.(2422-2424)GCG>ACG p.A808T

Pat_59 Post-Resistance ITCH 83737 37 20 33059321 33059321 Splice_Site SNP G A 14 77 c.1692_splice c.e17+1 p.Q564_splice



Pat_59 Post-Resistance NCOA6 23054 37 20 33330330 33330330 Missense_Mutation SNP G A 24 111 c.3730C>T c.(3730-3732)CTC>TTC p.L1244F

Pat_59 Post-Resistance RALGAPB 57148 37 20 37198592 37198592 Missense_Mutation SNP C T 10 47 c.4016C>T c.(4015-4017)CCT>CTT p.P1339L

Pat_59 Post-Resistance SLC32A1 140679 37 20 37356239 37356239 Missense_Mutation SNP G A 3 25 c.535G>A c.(535-537)GTG>ATG p.V179M

Pat_59 Post-Resistance NCOA3 8202 37 20 46256433 46256433 Missense_Mutation SNP T C 7 84 c.661T>C c.(661-663)TAT>CAT p.Y221H

Pat_59 Post-Resistance SLC9A8 23315 37 20 48503433 48503433 Missense_Mutation SNP G A 6 45 c.1636G>A c.(1636-1638)GAG>AAG p.E546K

Pat_59 Post-Resistance DPM1 8813 37 20 49551698 49551698 Missense_Mutation SNP C T 28 200 c.754G>A c.(754-756)GGA>AGA p.G252R

Pat_59 Post-Resistance TFAP2C 7022 37 20 55212921 55212921 Missense_Mutation SNP G A 31 189 c.1205G>A c.(1204-1206)AGC>AAC p.S402N

Pat_59 Post-Resistance PMEPA1 56937 37 20 56228109 56228109 Missense_Mutation SNP A G 2 8 c.298T>C c.(298-300)TCA>CCA p.S100P

Pat_59 Post-Resistance CDH4 1002 37 20 60427882 60427882 Missense_Mutation SNP G A 10 61 c.805G>A c.(805-807)GAC>AAC p.D269N

Pat_59 Post-Resistance CDH4 1002 37 20 60448813 60448813 Missense_Mutation SNP G A 14 56 c.907G>A c.(907-909)GAT>AAT p.D303N

Pat_59 Post-Resistance TCFL5 10732 37 20 61492833 61492833 Missense_Mutation SNP G T 4 79 c.190C>A c.(190-192)CAC>AAC p.H64N

Pat_59 Post-Resistance DIDO1 11083 37 20 61511181 61511182 Missense_Mutation DNP CC TT 7 17 .6126_6127GG>AA124-6129)GAGGAG>GAAA p.E2043K

Pat_59 Post-Resistance USP16 10600 37 21 30426414 30426414 Nonsense_Mutation SNP G A 18 109 c.2378G>A c.(2377-2379)TGG>TAG p.W793*

Pat_59 Post-Resistance TIAM1 7074 37 21 32638927 32638927 Missense_Mutation SNP G A 4 55 c.362C>T c.(361-363)GCC>GTC p.A121V

Pat_59 Post-Resistance RCAN1 1827 37 21 35893877 35893877 Missense_Mutation SNP G A 11 22 c.506C>T c.(505-507)CCA>CTA p.P169L

Pat_59 Post-Resistance KCNJ6 3763 37 21 39087081 39087081 Missense_Mutation SNP G A 14 70 c.379C>T c.(379-381)CCC>TCC p.P127S

Pat_59 Post-Resistance DSCAM 1826 37 21 41459109 41459109 Missense_Mutation SNP C G 4 100 c.3956G>C c.(3955-3957)TGG>TCG p.W1319S

Pat_59 Post-Resistance PCNT 5116 37 21 47754392 47754392 Missense_Mutation SNP T C 3 60 c.349T>C c.(349-351)TGT>CGT p.C117R

Pat_59 Post-Resistance IL17RA 23765 37 22 17581362 17581362 Missense_Mutation SNP C T 12 54 c.541C>T c.(541-543)CTT>TTT p.L181F

Pat_59 Post-Resistance MICAL3 57553 37 22 18387536 18387536 Missense_Mutation SNP C T 13 82 c.334G>A c.(334-336)GTG>ATG p.V112M

Pat_59 Post-Resistance MYO18B 84700 37 22 26159261 26159261 Missense_Mutation SNP G A 3 6 c.103G>A c.(103-105)GGG>AGG p.G35R

Pat_59 Post-Resistance NEFH 4744 37 22 29885313 29885313 Missense_Mutation SNP C G 3 65 c.1684C>G c.(1684-1686)CCT>GCT p.P562A

Pat_59 Post-Resistance SEC14L3 266629 37 22 30866231 30866231 Missense_Mutation SNP C T 3 11 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_59 Post-Resistance LIMK2 3985 37 22 31656000 31656000 Missense_Mutation SNP G A 4 120 c.488G>A c.(487-489)CGG>CAG p.R163Q

Pat_59 Post-Resistance EIF4ENIF1 56478 37 22 31884687 31884687 Missense_Mutation SNP C T 8 31 c.18G>A c.(16-18)ATG>ATA p.M6I

Pat_59 Post-Resistance DEPDC5 9681 37 22 32215053 32215053 Missense_Mutation SNP C T 12 130 c.1712C>T c.(1711-1713)GCA>GTA p.A571V

Pat_59 Post-Resistance ISX 91464 37 22 35478537 35478537 Missense_Mutation SNP C T 31 64 c.256C>T c.(256-258)CGT>TGT p.R86C

Pat_59 Post-Resistance DDX17 10521 37 22 38882386 38882386 Missense_Mutation SNP C T 8 70 c.1750G>A c.(1750-1752)GAT>AAT p.D584N

Pat_59 Post-Resistance SUN2 25777 37 22 39138464 39138464 Missense_Mutation SNP G A 3 16 c.910C>T c.(910-912)CGG>TGG p.R304W

Pat_59 Post-Resistance EP300 2033 37 22 41572507 41572507 Missense_Mutation SNP C T 9 53 c.5036C>T c.(5035-5037)ACA>ATA p.T1679I

Pat_59 Post-Resistance CSDC2 27254 37 22 41970862 41970862 Missense_Mutation SNP C T 4 5 c.425C>T c.(424-426)CCC>CTC p.P142L

Pat_59 Post-Resistance NAGA 4668 37 22 42458969 42458969 Nonsense_Mutation SNP C T 7 26 c.819G>A c.(817-819)TGG>TGA p.W273*

Pat_59 Post-Resistance NDUFA6 4700 37 22 42483096 42483096 Missense_Mutation SNP C T 59 410 c.301G>A c.(301-303)GAC>AAC p.D101N

Pat_59 Post-Resistance EFCAB6 64800 37 22 44027996 44027996 Missense_Mutation SNP C T 7 57 c.2221G>A c.(2221-2223)GAG>AAG p.E741K

Pat_59 Post-Resistance IL17REL 400935 37 22 50435806 50435806 Missense_Mutation SNP C T 3 13 c.917G>A c.(916-918)AGT>AAT p.S306N

Pat_59 Post-Resistance MOV10L1 54456 37 22 50580557 50580557 Missense_Mutation SNP G T 17 67 c.2118G>T c.(2116-2118)AGG>AGT p.R706S

Pat_59 Post-Resistance CNTN4 152330 37 3 2787298 2787298 Missense_Mutation SNP C T 19 73 c.275C>T c.(274-276)ACC>ATC p.T92I

Pat_59 Post-Resistance STAC 6769 37 3 36485003 36485003 Missense_Mutation SNP C T 23 27 c.259C>T c.(259-261)CCT>TCT p.P87S

Pat_59 Post-Resistance TRANK1 9881 37 3 36884166 36884166 Missense_Mutation SNP G A 9 35 c.3445C>T c.(3445-3447)CCT>TCT p.P1149S

Pat_59 Post-Resistance CCDC13 152206 37 3 42777260 42777260 Missense_Mutation SNP A G 32 29 c.1310T>C c.(1309-1311)GTA>GCA p.V437A

Pat_59 Post-Resistance CYP8B1 1582 37 3 42916093 42916093 Missense_Mutation SNP C T 45 54 c.1216G>A c.(1216-1218)GAT>AAT p.D406N

Pat_59 Post-Resistance C3orf71 646450 37 3 48956104 48956104 Missense_Mutation SNP G A 10 23 c.479C>T c.(478-480)ACT>ATT p.T160I

Pat_59 Post-Resistance WDR6 11180 37 3 49050379 49050379 Missense_Mutation SNP C T 11 19 c.1502C>T c.(1501-1503)CCC>CTC p.P501L

Pat_59 Post-Resistance USP4 7375 37 3 49362451 49362451 Missense_Mutation SNP C T 4 84 c.509G>A c.(508-510)CGG>CAG p.R170Q

Pat_59 Post-Resistance RNF123 63891 37 3 49735373 49735373 Splice_Site SNP G A 33 116 c.397_splice c.e6+1 p.G133_splice

Pat_59 Post-Resistance MST1R 4486 37 3 49928076 49928076 Missense_Mutation SNP C T 4 28 c.3652G>A c.(3652-3654)GAG>AAG p.E1218K

Pat_59 Post-Resistance ERC2 26059 37 3 56026137 56026137 Missense_Mutation SNP C T 68 79 c.2203G>A c.(2203-2205)GAG>AAG p.E735K



Pat_59 Post-Resistance C3orf67 200844 37 3 58849294 58849294 Missense_Mutation SNP C T 4 13 c.1208G>A c.(1207-1209)AGC>AAC p.S403N

Pat_59 Post-Resistance PTPRG 5793 37 3 62268462 62268462 Missense_Mutation SNP C T 22 129 c.3973C>T c.(3973-3975)CCC>TCC p.P1325S

Pat_59 Post-Resistance GBE1 2632 37 3 81584371 81584371 Nonsense_Mutation SNP G A 3 45 c.1909C>T c.(1909-1911)CGA>TGA p.R637*

Pat_59 Post-Resistance IMPG2 50939 37 3 100949985 100949985 Missense_Mutation SNP G A 5 216 c.3238C>T c.(3238-3240)CGG>TGG p.R1080W

Pat_59 Post-Resistance WDR52 55779 37 3 113152469 113152469 Missense_Mutation SNP C T 25 97 c.43G>A c.(43-45)GTT>ATT p.V15I

Pat_59 Post-Resistance PLA1A 51365 37 3 119325823 119325823 Splice_Site SNP G A 4 54 c.275_splice c.e2+1 p.R92_splice

Pat_59 Post-Resistance TXNRD3IT1 645840 37 3 126291268 126291268 Missense_Mutation SNP G A 4 26 c.119C>T c.(118-120)ACC>ATC p.T40I

Pat_59 Post-Resistance RPN1 6184 37 3 128341114 128341114 Missense_Mutation SNP G A 3 31 c.1534C>T c.(1534-1536)CTC>TTC p.L512F

Pat_59 Post-Resistance DNAJC13 23317 37 3 132218155 132218155 Splice_Site SNP G A 11 60 c.4341_splice c.e37+1 p.E1447_splice

Pat_59 Post-Resistance AMOTL2 51421 37 3 134080433 134080433 Missense_Mutation SNP G A 3 28 c.1670C>T c.(1669-1671)GCC>GTC p.A557V

Pat_59 Post-Resistance SLC25A36 55186 37 3 140689814 140689814 Missense_Mutation SNP C T 14 50 c.431C>T c.(430-432)ACT>ATT p.T144I

Pat_59 Post-Resistance ZIC1 7545 37 3 147131190 147131190 Missense_Mutation SNP C T 16 45 c.1196C>T c.(1195-1197)TCT>TTT p.S399F

Pat_59 Post-Resistance TIPARP 25976 37 3 156422730 156422730 Missense_Mutation SNP G A 16 76 c.1784G>A c.(1783-1785)AGA>AAA p.R595K

Pat_59 Post-Resistance CHRD 8646 37 3 184100191 184100191 Nonsense_Mutation SNP G A 33 74 c.714G>A c.(712-714)TGG>TGA p.W238*

Pat_59 Post-Resistance HRG 3273 37 3 186394903 186394903 Missense_Mutation SNP G C 4 70 c.809G>C c.(808-810)CGT>CCT p.R270P

Pat_59 Post-Resistance RFC4 5984 37 3 186522423 186522423 Missense_Mutation SNP C T 32 150 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_59 Post-Resistance MUC4 4585 37 3 195487886 195487886 Missense_Mutation SNP G A 6 24 c.14333C>T c.(14332-14334)GCT>GTT p.A4778V

Pat_59 Post-Resistance MUC4 4585 37 3 195488993 195488993 Missense_Mutation SNP G A 2 2 c.14093C>T c.(14092-14094)CCG>CTG p.P4698L

Pat_59 Post-Resistance DLG1 1739 37 3 196888525 196888525 Missense_Mutation SNP G A 3 27 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_59 Post-Resistance PIGG 54872 37 4 527682 527682 Missense_Mutation SNP G A 5 18 c.2647G>A c.(2647-2649)GCC>ACC p.A883T

Pat_59 Post-Resistance SLBP 7884 37 4 1701784 1701784 Missense_Mutation SNP G A 12 33 c.295C>T c.(295-297)CTC>TTC p.L99F

Pat_59 Post-Resistance SH3BP2 6452 37 4 2831592 2831592 Missense_Mutation SNP C T 6 64 c.959C>T c.(958-960)GCT>GTT p.A320V

Pat_59 Post-Resistance PPP2R2C 5522 37 4 6374336 6374336 Missense_Mutation SNP G A 26 60 c.539C>T c.(538-540)TCC>TTC p.S180F

Pat_59 Post-Resistance MAN2B2 23324 37 4 6606902 6606902 Missense_Mutation SNP G A 6 20 c.1660G>A c.(1660-1662)GAG>AAG p.E554K

Pat_59 Post-Resistance SH3TC1 54436 37 4 8230054 8230054 Missense_Mutation SNP G A 13 31 c.2633G>A c.(2632-2634)CGG>CAG p.R878Q

Pat_59 Post-Resistance ARAP2 116984 37 4 36121331 36121331 Missense_Mutation SNP C T 28 136 c.3904G>A c.(3904-3906)GAT>AAT p.D1302N

Pat_59 Post-Resistance GABRG1 2565 37 4 46043129 46043129 Missense_Mutation SNP C T 15 86 c.1274G>A c.(1273-1275)GGA>GAA p.G425E

Pat_59 Post-Resistance CWH43 80157 37 4 49034690 49034690 Missense_Mutation SNP G A 13 111 c.1616G>A c.(1615-1617)GGC>GAC p.G539D

Pat_59 Post-Resistance LRRC66 339977 37 4 52861695 52861695 Missense_Mutation SNP C T 9 74 c.1493G>A c.(1492-1494)GGA>GAA p.G498E

Pat_59 Post-Resistance SULT1E1 6783 37 4 70709896 70709896 Missense_Mutation SNP G A 50 204 c.755C>T c.(754-756)TCG>TTG p.S252L

Pat_59 Post-Resistance RUFY3 22902 37 4 71640910 71640910 Missense_Mutation SNP G A 34 145 c.784G>A c.(784-786)GAC>AAC p.D262N

Pat_59 Post-Resistance SLC4A4 8671 37 4 72412246 72412246 Splice_Site SNP G A 3 24 c.2621_splice c.e19+1 p.R874_splice

Pat_59 Post-Resistance SHROOM3 57619 37 4 77676326 77676326 Missense_Mutation SNP C T 7 16 c.4690C>T c.(4690-4692)CCC>TCC p.P1564S

Pat_59 Post-Resistance FRAS1 80144 37 4 79428649 79428649 Missense_Mutation SNP G C 12 36 c.9391G>C c.(9391-9393)GTC>CTC p.V3131L

Pat_59 Post-Resistance BMP2K 55589 37 4 79832960 79832960 Missense_Mutation SNP G A 15 56 c.3259G>A c.(3259-3261)GGC>AGC p.G1087S

Pat_59 Post-Resistance ENOPH1 58478 37 4 83369128 83369128 Missense_Mutation SNP G T 4 64 c.140G>T c.(139-141)TGG>TTG p.W47L

Pat_59 Post-Resistance SEC31A 22872 37 4 83791548 83791548 Missense_Mutation SNP G A 36 110 c.812C>T c.(811-813)GCA>GTA p.A271V

Pat_59 Post-Resistance FAM175A 84142 37 4 84383690 84383690 Missense_Mutation SNP G A 40 152 c.1162C>T c.(1162-1164)CCA>TCA p.P388S

Pat_59 Post-Resistance WDFY3 23001 37 4 85612936 85612936 Missense_Mutation SNP G A 3 21 c.9052C>T c.(9052-9054)CTC>TTC p.L3018F

Pat_59 Post-Resistance TSPAN5 10098 37 4 99408002 99408002 Missense_Mutation SNP G A 20 153 c.166C>T c.(166-168)CTC>TTC p.L56F

Pat_59 Post-Resistance EMCN 51705 37 4 101342534 101342534 Missense_Mutation SNP C T 11 79 c.569G>A c.(568-570)AGT>AAT p.S190N

Pat_59 Post-Resistance ANK2 287 37 4 114277533 114277533 Missense_Mutation SNP G A 12 64 c.7759G>A c.(7759-7761)GAG>AAG p.E2587K

Pat_59 Post-Resistance PRSS12 8492 37 4 119256783 119256783 Missense_Mutation SNP G A 29 148 c.665C>T c.(664-666)ACC>ATC p.T222I

Pat_59 Post-Resistance KIAA1109 84162 37 4 123140495 123140495 Missense_Mutation SNP G A 16 70 c.2248G>A c.(2248-2250)GAA>AAA p.E750K

Pat_59 Post-Resistance DCLK2 166614 37 4 151119157 151119157 Missense_Mutation SNP G A 8 30 c.863G>A c.(862-864)TGT>TAT p.C288Y

Pat_59 Post-Resistance KIAA0922 23240 37 4 154502713 154502713 Splice_Site SNP G A 13 58 c.892_splice c.e9+1 p.D298_splice

Pat_59 Post-Resistance TLR2 7097 37 4 154625222 154625222 Missense_Mutation SNP C T 17 40 c.1163C>T c.(1162-1164)TCT>TTT p.S388F



Pat_59 Post-Resistance FGB 2244 37 4 155490797 155490797 Missense_Mutation SNP G A 13 47 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_59 Post-Resistance RXFP1 59350 37 4 159569854 159569854 Nonsense_Mutation SNP C T 6 29 c.1960C>T c.(1960-1962)CAG>TAG p.Q654*

Pat_59 Post-Resistance NAF1 92345 37 4 164085478 164085478 Missense_Mutation SNP G A 7 36 c.431C>T c.(430-432)TCC>TTC p.S144F

Pat_59 Post-Resistance TMEM192 201931 37 4 166009740 166009740 Missense_Mutation SNP G A 3 24 c.454C>T c.(454-456)CTC>TTC p.L152F

Pat_59 Post-Resistance TLL1 7092 37 4 166964438 166964438 Missense_Mutation SNP G A 32 184 c.1391G>A c.(1390-1392)GGT>GAT p.G464D

Pat_59 Post-Resistance WDR17 116966 37 4 177100701 177100701 Missense_Mutation SNP G C 24 131 c.3940G>C c.(3940-3942)GGG>CGG p.G1314R

Pat_59 Post-Resistance KLKB1 3818 37 4 187175919 187175919 Splice_Site SNP T C 6 29 c.1489_splice c.e12+2 p.E497_splice

Pat_59 Post-Resistance F11 2160 37 4 187195347 187195347 Missense_Mutation SNP G A 14 83 c.403G>A c.(403-405)GAA>AAA p.E135K

Pat_59 Post-Resistance NIPBL 25836 37 5 37008777 37008777 Missense_Mutation SNP C T 39 150 c.4373C>T c.(4372-4374)ACT>ATT p.T1458I

Pat_59 Post-Resistance PRKAA1 5562 37 5 40764960 40764960 Missense_Mutation SNP C T 12 33 c.1202G>A c.(1201-1203)GGT>GAT p.G401D

Pat_59 Post-Resistance CARD6 84674 37 5 40853842 40853842 Missense_Mutation SNP C T 69 213 c.2408C>T c.(2407-2409)TCC>TTC p.S803F

Pat_59 Post-Resistance TNPO1 3842 37 5 72201170 72201170 Nonsense_Mutation SNP G A 31 103 c.2630G>A c.(2629-2631)TGG>TAG p.W877*

Pat_59 Post-Resistance HMGCR 3156 37 5 74647425 74647425 Missense_Mutation SNP G A 16 49 c.1366G>A c.(1366-1368)GAG>AAG p.E456K

Pat_59 Post-Resistance SPZ1 84654 37 5 79616081 79616081 Missense_Mutation SNP C T 38 141 c.47C>T c.(46-48)ACC>ATC p.T16I

Pat_59 Post-Resistance HAPLN1 1404 37 5 82940241 82940242 Missense_Mutation DNP CC TT 21 39 c.715_716GG>AA c.(715-717)GGA>AAA p.G239K

Pat_59 Post-Resistance PCSK1 5122 37 5 95746489 95746489 Missense_Mutation SNP C T 41 44 c.1084G>A c.(1084-1086)GAC>AAC p.D362N

Pat_59 Post-Resistance GIN1 54826 37 5 102433155 102433155 Nonsense_Mutation SNP G A 4 125 c.871C>T c.(871-873)CGA>TGA p.R291*

Pat_59 Post-Resistance WDR36 134430 37 5 110445948 110445948 Missense_Mutation SNP G A 37 121 c.1555G>A c.(1555-1557)GAT>AAT p.D519N

Pat_59 Post-Resistance CAMK4 814 37 5 110782463 110782463 Missense_Mutation SNP C A 5 114 c.539C>A c.(538-540)CCA>CAA p.P180Q

Pat_59 Post-Resistance APC 324 37 5 112175228 112175228 Missense_Mutation SNP A G 11 27 c.3937A>G c.(3937-3939)ACT>GCT p.T1313A

Pat_59 Post-Resistance CCDC112 153733 37 5 114611031 114611031 Missense_Mutation SNP C T 25 71 c.551G>A c.(550-552)GGG>GAG p.G184E

Pat_59 Post-Resistance COMMD10 51397 37 5 115423238 115423238 Missense_Mutation SNP G A 28 87 c.86G>A c.(85-87)AGA>AAA p.R29K

Pat_59 Post-Resistance SNCAIP 9627 37 5 121759351 121759351 Nonsense_Mutation SNP C T 14 67 c.919C>T c.(919-921)CAA>TAA p.Q307*

Pat_59 Post-Resistance CEP120 153241 37 5 122734882 122734882 Missense_Mutation SNP G A 4 91 c.560C>T c.(559-561)ACT>ATT p.T187I

Pat_59 Post-Resistance ZNF608 57507 37 5 123979209 123979209 Missense_Mutation SNP G A 11 40 c.4291C>T c.(4291-4293)CCT>TCT p.P1431S

Pat_59 Post-Resistance ALDH7A1 501 37 5 125930766 125930766 Missense_Mutation SNP A G 2 5 c.125T>C c.(124-126)CTG>CCG p.L42P

Pat_59 Post-Resistance SEC24A 10802 37 5 134010449 134010449 Missense_Mutation SNP C A 5 35 c.962C>A c.(961-963)CCA>CAA p.P321Q

Pat_59 Post-Resistance HNRNPA0 10949 37 5 137089511 137089511 Missense_Mutation SNP G A 4 76 c.245C>T c.(244-246)GCG>GTG p.A82V

Pat_59 Post-Resistance LRRTM2 26045 37 5 138209228 138209228 Missense_Mutation SNP C T 26 32 c.1022G>A c.(1021-1023)AGT>AAT p.S341N

Pat_59 Post-Resistance PCDHA9 9752 37 5 140229062 140229062 Missense_Mutation SNP C T 4 11 c.982C>T c.(982-984)CCA>TCA p.P328S

Pat_59 Post-Resistance ARAP3 64411 37 5 141041635 141041635 Missense_Mutation SNP C A 4 109 c.2988G>T c.(2986-2988)TTG>TTT p.L996F

Pat_59 Post-Resistance POU4F3 5459 37 5 145719837 145719837 Missense_Mutation SNP G A 3 18 c.847G>A c.(847-849)GCG>ACG p.A283T

Pat_59 Post-Resistance FOXI1 2299 37 5 169533194 169533194 Missense_Mutation SNP G A 2 2 c.233G>A c.(232-234)GGC>GAC p.G78D

Pat_59 Post-Resistance HK3 3101 37 5 176316669 176316669 Missense_Mutation SNP G A 24 43 c.707C>T c.(706-708)CCG>CTG p.P236L

Pat_59 Post-Resistance NSD1 64324 37 5 176722305 176722305 Missense_Mutation SNP G A 15 59 c.7936G>A c.(7936-7938)GCA>ACA p.A2646T

Pat_59 Post-Resistance WRNIP1 56897 37 6 2766533 2766533 Missense_Mutation SNP C T 6 28 c.677C>T c.(676-678)CCG>CTG p.P226L

Pat_59 Post-Resistance RIPK1 8737 37 6 3106127 3106127 Missense_Mutation SNP G A 7 39 c.1418G>A c.(1417-1419)GGC>GAC p.G473D

Pat_59 Post-Resistance TUBB2B 347733 37 6 3225034 3225034 Missense_Mutation SNP G A 5 57 c.1289C>T c.(1288-1290)GCC>GTC p.A430V

Pat_59 Post-Resistance LY86 9450 37 6 6626622 6626623 Missense_Mutation DNP CC TT 10 32 c.320_321CC>TT c.(319-321)CCC>CTT p.P107L

Pat_59 Post-Resistance DSP 1832 37 6 7559602 7559602 Missense_Mutation SNP G A 4 67 c.566G>A c.(565-567)AGT>AAT p.S189N

Pat_59 Post-Resistance SYCP2L 221711 37 6 10959016 10959016 Splice_Site SNP G A 3 46 c.2164_splice c.e26-1 p.L722_splice

Pat_59 Post-Resistance PHACTR1 221692 37 6 13206259 13206259 Missense_Mutation SNP G A 4 43 c.877G>A c.(877-879)GGC>AGC p.G293S

Pat_59 Post-Resistance FAM8A1 51439 37 6 17602924 17602924 Missense_Mutation SNP G A 25 121 c.816G>A c.(814-816)ATG>ATA p.M272I

Pat_59 Post-Resistance LRRC16A 55604 37 6 25610371 25610371 Missense_Mutation SNP G A 19 70 c.3941G>A c.(3940-3942)AGT>AAT p.S1314N

Pat_59 Post-Resistance HIST1H2BG 8339 37 6 26216561 26216561 Missense_Mutation SNP G A 57 284 c.311C>T c.(310-312)CCC>CTC p.P104L

Pat_59 Post-Resistance BTN2A3 54718 37 6 26431550 26431550 Missense_Mutation SNP G A 17 51 c.1468G>A c.(1468-1470)GGG>AGG p.G490R

Pat_59 Post-Resistance HIST1H2AJ 8331 37 6 27782454 27782454 Missense_Mutation SNP G A 16 96 c.65C>T c.(64-66)GCC>GTC p.A22V



Pat_59 Post-Resistance MUC21 394263 37 6 30955295 30955295 Missense_Mutation SNP G A 12 93 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_59 Post-Resistance HLA-DRA 3122 37 6 32411211 32411211 Nonsense_Mutation SNP G A 5 65 c.578G>A c.(577-579)TGG>TAG p.W193*

Pat_59 Post-Resistance BRPF3 27154 37 6 36196724 36196724 Missense_Mutation SNP G A 4 58 c.3325G>A c.(3325-3327)GTT>ATT p.V1109I

Pat_59 Post-Resistance DAAM2 23500 37 6 39869077 39869077 Splice_Site SNP G A 57 237 c.2812_splice c.e24-1 p.F938_splice

Pat_59 Post-Resistance TREM1 54210 37 6 41250277 41250277 Missense_Mutation SNP C T 7 36 c.262G>A c.(262-264)GAA>AAA p.E88K

Pat_59 Post-Resistance FRS3 10817 37 6 41738497 41738497 Missense_Mutation SNP G A 16 64 c.1339C>T c.(1339-1341)CAC>TAC p.H447Y

Pat_59 Post-Resistance POLH 5429 37 6 43582212 43582212 Missense_Mutation SNP G A 35 201 c.2060G>A c.(2059-2061)AGC>AAC p.S687N

Pat_59 Post-Resistance TMEM63B 55362 37 6 44116284 44116284 Missense_Mutation SNP G A 11 71 c.1156G>A c.(1156-1158)GGC>AGC p.G386S

Pat_59 Post-Resistance CAPN11 11131 37 6 44147779 44147779 Missense_Mutation SNP G A 20 128 c.1519G>A c.(1519-1521)GAG>AAG p.E507K

Pat_59 Post-Resistance GPR110 266977 37 6 46976856 46976856 Missense_Mutation SNP G A 15 49 c.2315C>T c.(2314-2316)CCG>CTG p.P772L

Pat_59 Post-Resistance GPR110 266977 37 6 46984373 46984373 Missense_Mutation SNP G A 5 60 c.743C>T c.(742-744)TCT>TTT p.S248F

Pat_59 Post-Resistance LRRC1 55227 37 6 53660160 53660160 Missense_Mutation SNP C T 3 42 c.106C>T c.(106-108)CGG>TGG p.R36W

Pat_59 Post-Resistance KHDRBS2 202559 37 6 62611258 62611258 Missense_Mutation SNP G A 32 94 c.502C>T c.(502-504)CGT>TGT p.R168C

Pat_59 Post-Resistance IMPG1 3617 37 6 76713604 76713604 Missense_Mutation SNP G A 13 90 c.1199C>T c.(1198-1200)GCT>GTT p.A400V

Pat_59 Post-Resistance BCKDHB 594 37 6 80912903 80912903 Missense_Mutation SNP C T 20 118 c.925C>T c.(925-927)CCT>TCT p.P309S

Pat_59 Post-Resistance SYNCRIP 10492 37 6 86346837 86346837 Missense_Mutation SNP C T 6 39 c.514G>A c.(514-516)GAT>AAT p.D172N

Pat_59 Post-Resistance ORC3L 23595 37 6 88362837 88362837 Missense_Mutation SNP G A 35 209 c.1386G>A c.(1384-1386)ATG>ATA p.M462I

Pat_59 Post-Resistance USP45 85015 37 6 99885263 99885263 Missense_Mutation SNP C T 6 36 c.2173G>A c.(2173-2175)GGA>AGA p.G725R

Pat_59 Post-Resistance SMPD2 6610 37 6 109763242 109763242 Missense_Mutation SNP T C 98 167 c.290T>C c.(289-291)ATC>ACC p.I97T

Pat_59 Post-Resistance FIG4 9896 37 6 110059614 110059614 Missense_Mutation SNP G A 15 99 c.733G>A c.(733-735)GAC>AAC p.D245N

Pat_59 Post-Resistance NUS1 116150 37 6 118024809 118024809 Missense_Mutation SNP G A 39 203 c.733G>A c.(733-735)GGT>AGT p.G245S

Pat_59 Post-Resistance ASF1A 25842 37 6 119226836 119226836 Missense_Mutation SNP G A 46 295 c.245G>A c.(244-246)GGA>GAA p.G82E

Pat_59 Post-Resistance TRDN 10345 37 6 123673726 123673726 Missense_Mutation SNP G A 8 56 c.1327C>T c.(1327-1329)CCT>TCT p.P443S

Pat_59 Post-Resistance TNFAIP3 7128 37 6 138200429 138200429 Missense_Mutation SNP G A 10 110 c.1847G>A c.(1846-1848)GGG>GAG p.G616E

Pat_59 Post-Resistance TNFAIP3 7128 37 6 138202343 138202343 Missense_Mutation SNP C T 41 135 c.2260C>T c.(2260-2262)CCC>TCC p.P754S

Pat_59 Post-Resistance GPR126 57211 37 6 142724989 142724989 Missense_Mutation SNP C T 15 79 c.2006C>T c.(2005-2007)ACA>ATA p.T669I

Pat_59 Post-Resistance ZBTB2 57621 37 6 151687915 151687915 Missense_Mutation SNP C T 28 107 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_59 Post-Resistance RBM16 22828 37 6 155153855 155153855 Missense_Mutation SNP G A 10 59 c.3142G>A c.(3142-3144)GGT>AGT p.G1048S

Pat_59 Post-Resistance MLLT4 4301 37 6 168319484 168319484 Missense_Mutation SNP G A 11 70 c.2755G>A c.(2755-2757)GAA>AAA p.E919K

Pat_59 Post-Resistance MLLT4 4301 37 6 168352185 168352185 Missense_Mutation SNP G A 30 197 c.4127G>A c.(4126-4128)GGT>GAT p.G1376D

Pat_59 Post-Resistance DLL1 28514 37 6 170592964 170592964 Missense_Mutation SNP G A 3 17 c.1403C>T c.(1402-1404)ACC>ATC p.T468I

Pat_59 Post-Resistance HEATR2 54919 37 7 794252 794252 Missense_Mutation SNP G A 30 133 c.1051G>A c.(1051-1053)GAG>AAG p.E351K

Pat_59 Post-Resistance C7orf27 221927 37 7 2578169 2578169 Missense_Mutation SNP C T 3 3 c.2000G>A c.(1999-2001)GGG>GAG p.G667E

Pat_59 Post-Resistance PMS2 5395 37 7 6027053 6027053 Missense_Mutation SNP C T 10 36 c.1343G>A c.(1342-1344)GGA>GAA p.G448E

Pat_59 Post-Resistance PMS2 5395 37 7 6043602 6043602 Splice_Site SNP C T 26 195 c.250_splice c.e3+1 p.T84_splice

Pat_59 Post-Resistance DAGLB 221955 37 7 6487441 6487441 Nonsense_Mutation SNP C T 4 18 c.33G>A c.(31-33)TGG>TGA p.W11*

Pat_59 Post-Resistance ZNF12 7559 37 7 6732287 6732287 Missense_Mutation SNP C T 28 161 c.286G>A c.(286-288)GAA>AAA p.E96K

Pat_59 Post-Resistance ABCB5 340273 37 7 20725446 20725446 Missense_Mutation SNP C T 7 61 c.662C>T c.(661-663)ACC>ATC p.T221I

Pat_59 Post-Resistance OSBPL3 26031 37 7 24905787 24905787 Missense_Mutation SNP C T 26 93 c.451G>A c.(451-453)GAA>AAA p.E151K

Pat_59 Post-Resistance CCDC129 223075 37 7 31617722 31617722 Missense_Mutation SNP G A 13 14 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_59 Post-Resistance HERPUD2 64224 37 7 35707173 35707173 Missense_Mutation SNP G A 4 93 c.365C>T c.(364-366)ACT>ATT p.T122I

Pat_59 Post-Resistance ELMO1 9844 37 7 37264560 37264560 Missense_Mutation SNP C T 5 37 c.625G>A c.(625-627)GTG>ATG p.V209M

Pat_59 Post-Resistance TXNDC3 51314 37 7 37916531 37916531 Missense_Mutation SNP G A 10 22 c.916G>A c.(916-918)GAT>AAT p.D306N

Pat_59 Post-Resistance VPS41 27072 37 7 38835078 38835078 Missense_Mutation SNP C T 11 118 c.704G>A c.(703-705)GGG>GAG p.G235E

Pat_59 Post-Resistance TNS3 64759 37 7 47408363 47408363 Missense_Mutation SNP G A 6 27 c.1880C>T c.(1879-1881)CCC>CTC p.P627L

Pat_59 Post-Resistance ABCA13 154664 37 7 48285548 48285548 Missense_Mutation SNP G A 13 51 c.1580G>A c.(1579-1581)GGT>GAT p.G527D

Pat_59 Post-Resistance 14-Sep 346288 37 7 55914284 55914284 Missense_Mutation SNP C T 18 120 c.101G>A c.(100-102)GGT>GAT p.G34D



Pat_59 Post-Resistance ZNF479 90827 37 7 57187795 57187795 Missense_Mutation SNP C A 4 127 c.1327G>T c.(1327-1329)GGC>TGC p.G443C

Pat_59 Post-Resistance SPDYE5 442590 37 7 75130942 75130942 Missense_Mutation SNP C T 7 350 c.817C>T c.(817-819)CGG>TGG p.R273W

Pat_59 Post-Resistance SPDYE5 442590 37 7 75130958 75130958 Missense_Mutation SNP G A 9 292 c.833G>A c.(832-834)CGT>CAT p.R278H

Pat_59 Post-Resistance PION 54103 37 7 76940695 76940695 Missense_Mutation SNP C T 5 161 c.2545G>A c.(2545-2547)GCG>ACG p.A849T

Pat_59 Post-Resistance SEMA3C 10512 37 7 80374401 80374401 Missense_Mutation SNP G A 23 174 c.2065C>T c.(2065-2067)CAC>TAC p.H689Y

Pat_59 Post-Resistance PCLO 27445 37 7 82582822 82582822 Missense_Mutation SNP G A 10 73 c.7447C>T c.(7447-7449)CCT>TCT p.P2483S

Pat_59 Post-Resistance KIAA1324L 222223 37 7 86542393 86542393 Missense_Mutation SNP G A 15 64 c.1859C>T c.(1858-1860)CCC>CTC p.P620L

Pat_59 Post-Resistance DBF4 10926 37 7 87537185 87537185 Missense_Mutation SNP G A 15 119 c.1732G>A c.(1732-1734)GTG>ATG p.V578M

Pat_59 Post-Resistance FAM133B 257415 37 7 92210819 92210819 Splice_Site SNP C T 8 72 c.122_splice c.e2+1 p.W41_splice

Pat_59 Post-Resistance CALCR 799 37 7 93101770 93101770 Missense_Mutation SNP C T 151 152 c.400G>A c.(400-402)GGT>AGT p.G134S

Pat_59 Post-Resistance COL1A2 1278 37 7 94039582 94039582 Missense_Mutation SNP G A 8 84 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_59 Post-Resistance BAIAP2L1 55971 37 7 97923410 97923410 Missense_Mutation SNP C T 10 74 c.1436G>A c.(1435-1437)GGG>GAG p.G479E

Pat_59 Post-Resistance TRRAP 8295 37 7 98550857 98550857 Missense_Mutation SNP C T 4 65 c.5510C>T c.(5509-5511)ACG>ATG p.T1837M

Pat_59 Post-Resistance ZKSCAN5 23660 37 7 99128994 99128994 Missense_Mutation SNP C T 5 59 c.1642C>T c.(1642-1644)CCA>TCA p.P548S

Pat_59 Post-Resistance ZAN 7455 37 7 100349941 100349941 Missense_Mutation SNP C T 7 143 c.2213C>T c.(2212-2214)CCC>CTC p.P738L

Pat_59 Post-Resistance SRRT 51593 37 7 100485432 100485432 Missense_Mutation SNP C T 13 93 c.2278C>T c.(2278-2280)CCA>TCA p.P760S

Pat_59 Post-Resistance UFSP1 402682 37 7 100486757 100486757 Missense_Mutation SNP C T 17 74 c.136G>A c.(136-138)GAG>AAG p.E46K

Pat_59 Post-Resistance CUX1 1523 37 7 101845411 101845411 Missense_Mutation SNP C T 17 150 c.2834C>T c.(2833-2835)ACC>ATC p.T945I

Pat_59 Post-Resistance MLL5 55904 37 7 104753005 104753005 Missense_Mutation SNP G A 16 225 c.4802G>A c.(4801-4803)GGA>GAA p.G1601E

Pat_59 Post-Resistance COG5 10466 37 7 107002483 107002483 Missense_Mutation SNP C T 7 23 c.1114G>A c.(1114-1116)GTT>ATT p.V372I

Pat_59 Post-Resistance LAMB4 22798 37 7 107706245 107706245 Missense_Mutation SNP C T 6 236 c.2798G>A c.(2797-2799)AGC>AAC p.S933N

Pat_59 Post-Resistance ASZ1 136991 37 7 117025852 117025852 Missense_Mutation SNP G A 4 108 c.452C>T c.(451-453)ACC>ATC p.T151I

Pat_59 Post-Resistance CFTR 1080 37 7 117232649 117232650 Missense_Mutation DNP AG GA 41 47 .2428_2429AG>GAc.(2428-2430)AGA>GAA p.R810E

Pat_59 Post-Resistance CFTR 1080 37 7 117307025 117307025 Missense_Mutation SNP C T 10 36 c.4306C>T c.(4306-4308)CTC>TTC p.L1436F

Pat_59 Post-Resistance GCC1 79571 37 7 127222640 127222640 Missense_Mutation SNP G A 4 33 c.1756C>T c.(1756-1758)CAC>TAC p.H586Y

Pat_59 Post-Resistance SND1 27044 37 7 127334887 127334887 Nonsense_Mutation SNP G A 26 161 c.234G>A c.(232-234)TGG>TGA p.W78*

Pat_59 Post-Resistance FLNC 2318 37 7 128475434 128475434 Missense_Mutation SNP C T 4 116 c.407C>T c.(406-408)ACG>ATG p.T136M

Pat_59 Post-Resistance SMO 6608 37 7 128851597 128851597 Missense_Mutation SNP C T 21 47 c.1922C>T c.(1921-1923)CCT>CTT p.P641L

Pat_59 Post-Resistance CPA5 93979 37 7 130007413 130007413 Splice_Site SNP G A 8 82 c.1038_splice c.e12+1 p.L346_splice

Pat_59 Post-Resistance PODXL 5420 37 7 131194182 131194182 Missense_Mutation SNP G A 18 77 c.965C>T c.(964-966)TCA>TTA p.S322L

Pat_59 Post-Resistance CALD1 800 37 7 134617909 134617909 Missense_Mutation SNP T C 4 51 c.389T>C c.(388-390)CTG>CCG p.L130P

Pat_59 Post-Resistance ZC3HAV1 56829 37 7 138732506 138732506 Missense_Mutation SNP C T 21 146 c.2543G>A c.(2542-2544)GGA>GAA p.G848E

Pat_59 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 67 84 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_59 Post-Resistance BRAF 673 37 7 140477794 140477794 Missense_Mutation SNP A T 15 95 c.1514T>A c.(1513-1515)CTC>CAC p.L505H

Pat_59 Post-Resistance AGK 55750 37 7 141296362 141296362 Missense_Mutation SNP G A 10 155 c.142G>A c.(142-144)GTG>ATG p.V48M

Pat_59 Post-Resistance EPHB6 2051 37 7 142568007 142568007 Missense_Mutation SNP C T 45 349 c.2648C>T c.(2647-2649)CCT>CTT p.P883L

Pat_59 Post-Resistance CASP2 835 37 7 142997052 142997052 Missense_Mutation SNP C T 10 76 c.784C>T c.(784-786)CCT>TCT p.P262S

Pat_59 Post-Resistance ZNF746 155061 37 7 149171719 149171719 Missense_Mutation SNP C T 3 20 c.1691G>A c.(1690-1692)CGG>CAG p.R564Q

Pat_59 Post-Resistance AGAP3 116988 37 7 150837123 150837123 Missense_Mutation SNP C T 7 19 c.1724C>T c.(1723-1725)CCC>CTC p.P575L

Pat_59 Post-Resistance CRYGN 155051 37 7 151133333 151133333 Missense_Mutation SNP G A 11 51 c.349C>T c.(349-351)CCC>TCC p.P117S

Pat_59 Post-Resistance MLL3 58508 37 7 151945629 151945629 Missense_Mutation SNP C T 18 118 c.1890G>A c.(1888-1890)ATG>ATA p.M630I

Pat_59 Post-Resistance UBE3C 9690 37 7 157009660 157009660 Missense_Mutation SNP G A 5 77 c.1909G>A c.(1909-1911)GAT>AAT p.D637N

Pat_59 Post-Resistance CSMD1 64478 37 8 3216739 3216739 Missense_Mutation SNP G A 24 98 c.3242C>T c.(3241-3243)GCC>GTC p.A1081V

Pat_59 Post-Resistance PRSS55 203074 37 8 10388830 10388830 Missense_Mutation SNP G A 21 113 c.373G>A c.(373-375)GGG>AGG p.G125R

Pat_59 Post-Resistance XKR6 286046 37 8 11058244 11058244 Missense_Mutation SNP C T 2 0 c.605G>A c.(604-606)CGG>CAG p.R202Q

Pat_59 Post-Resistance MTUS1 57509 37 8 17611888 17611888 Missense_Mutation SNP G A 73 281 c.1429C>T c.(1429-1431)CCC>TCC p.P477S

Pat_59 Post-Resistance KIAA1967 57805 37 8 22471697 22471697 Missense_Mutation SNP C T 10 62 c.797C>T c.(796-798)GCC>GTC p.A266V



Pat_59 Post-Resistance TNFRSF10A 8797 37 8 23054717 23054717 Missense_Mutation SNP C T 12 84 c.1015G>A c.(1015-1017)GGA>AGA p.G339R

Pat_59 Post-Resistance ENTPD4 9583 37 8 23290620 23290620 Missense_Mutation SNP C T 9 46 c.1670G>A c.(1669-1671)GGC>GAC p.G557D

Pat_59 Post-Resistance PBK 55872 37 8 27679862 27679862 Missense_Mutation SNP C T 19 63 c.439G>A c.(439-441)GCT>ACT p.A147T

Pat_59 Post-Resistance TEX15 56154 37 8 30702303 30702303 Missense_Mutation SNP C T 15 122 c.4231G>A c.(4231-4233)GAT>AAT p.D1411N

Pat_59 Post-Resistance ERLIN2 11160 37 8 37597963 37597963 Missense_Mutation SNP A G 39 169 c.188A>G c.(187-189)CAG>CGG p.Q63R

Pat_59 Post-Resistance RAB11FIP1 80223 37 8 37732693 37732693 Missense_Mutation SNP C T 32 225 c.962G>A c.(961-963)GGG>GAG p.G321E

Pat_59 Post-Resistance BAG4 9530 37 8 38050222 38050222 Missense_Mutation SNP C T 11 63 c.287C>T c.(286-288)CCT>CTT p.P96L

Pat_59 Post-Resistance IDO1 3620 37 8 39780144 39780144 Missense_Mutation SNP G A 6 33 c.511G>A c.(511-513)GAA>AAA p.E171K

Pat_59 Post-Resistance ANK1 286 37 8 41573366 41573366 Missense_Mutation SNP T C 3 12 c.1406A>G c.(1405-1407)GAT>GGT p.D469G

Pat_59 Post-Resistance HOOK3 84376 37 8 42868500 42868500 Missense_Mutation SNP G A 17 137 c.1973G>A c.(1972-1974)AGA>AAA p.R658K

Pat_59 Post-Resistance HGSNAT 138050 37 8 43002133 43002133 Missense_Mutation SNP C T 9 50 c.161C>T c.(160-162)GCT>GTT p.A54V

Pat_59 Post-Resistance PRKDC 5591 37 8 48690250 48690250 Nonsense_Mutation SNP C T 22 114 c.12039G>A c.(12037-12039)TGG>TGA p.W4013*

Pat_59 Post-Resistance MCM4 4173 37 8 48878860 48878860 Missense_Mutation SNP G A 37 45 c.946G>A c.(946-948)GAG>AAG p.E316K

Pat_59 Post-Resistance GGH 8836 37 8 63930157 63930157 Missense_Mutation SNP G A 39 166 c.730C>T c.(730-732)CAT>TAT p.H244Y

Pat_59 Post-Resistance SGK3 23678 37 8 67726150 67726150 Missense_Mutation SNP G A 9 91 c.316G>A c.(316-318)GAA>AAA p.E106K

Pat_59 Post-Resistance C8orf34 116328 37 8 69688655 69688655 Missense_Mutation SNP G A 21 46 c.1168G>A c.(1168-1170)GGA>AGA p.G390R

Pat_59 Post-Resistance JPH1 56704 37 8 75227730 75227730 Missense_Mutation SNP C G 2 6 c.505G>C c.(505-507)GAG>CAG p.E169Q

Pat_59 Post-Resistance WWP1 11059 37 8 87410597 87410597 Missense_Mutation SNP C T 18 121 c.361C>T c.(361-363)CTT>TTT p.L121F

Pat_59 Post-Resistance TMEM67 91147 37 8 94776088 94776088 Missense_Mutation SNP G A 16 74 c.425G>A c.(424-426)GGA>GAA p.G142E

Pat_59 Post-Resistance KIAA1429 25962 37 8 95501065 95501065 Missense_Mutation SNP G A 4 84 c.5308C>T c.(5308-5310)CGT>TGT p.R1770C

Pat_59 Post-Resistance TP53INP1 94241 37 8 95952419 95952419 Missense_Mutation SNP C T 9 62 c.142G>A c.(142-144)GAA>AAA p.E48K

Pat_59 Post-Resistance UBR5 51366 37 8 103266598 103266598 Missense_Mutation SNP A G 12 73 c.8332T>C c.(8332-8334)TCC>CCC p.S2778P

Pat_59 Post-Resistance RIMS2 9699 37 8 104897844 104897844 Missense_Mutation SNP G T 4 63 c.351G>T c.(349-351)TTG>TTT p.L117F

Pat_59 Post-Resistance EIF3E 3646 37 8 109240542 109240542 Missense_Mutation SNP G A 54 236 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_59 Post-Resistance TNFRSF11B 4982 37 8 119945383 119945383 Missense_Mutation SNP C T 7 252 c.187G>A c.(187-189)GCC>ACC p.A63T

Pat_59 Post-Resistance NOV 4856 37 8 120431490 120431490 Missense_Mutation SNP G A 29 164 c.682G>A c.(682-684)GTC>ATC p.V228I

Pat_59 Post-Resistance TAF2 6873 37 8 120816157 120816157 Missense_Mutation SNP C T 32 198 c.521G>A c.(520-522)GGT>GAT p.G174D

Pat_59 Post-Resistance FAM91A1 157769 37 8 124786341 124786341 Missense_Mutation SNP G A 63 296 c.94G>A c.(94-96)GAA>AAA p.E32K

Pat_59 Post-Resistance CPSF1 29894 37 8 145623221 145623221 Missense_Mutation SNP G A 5 29 c.2021C>T c.(2020-2022)TCC>TTC p.S674F

Pat_59 Post-Resistance PTPRD 5789 37 9 8517925 8517925 Missense_Mutation SNP G A 23 30 c.1466C>T c.(1465-1467)TCT>TTT p.S489F

Pat_59 Post-Resistance KIAA1161 57462 37 9 34371053 34371053 Missense_Mutation SNP C T 4 11 c.1889G>A c.(1888-1890)GGT>GAT p.G630D

Pat_59 Post-Resistance TLN1 7094 37 9 35705994 35705994 Missense_Mutation SNP C T 7 46 c.5476G>A c.(5476-5478)GGC>AGC p.G1826S

Pat_59 Post-Resistance ZNF484 83744 37 9 95610681 95610681 Missense_Mutation SNP C T 4 109 c.388G>A c.(388-390)GAA>AAA p.E130K

Pat_59 Post-Resistance WNK2 65268 37 9 96018690 96018690 Missense_Mutation SNP C T 2 0 c.2144C>T c.(2143-2145)ACC>ATC p.T715I

Pat_59 Post-Resistance NIPSNAP3A 25934 37 9 107513363 107513363 Missense_Mutation SNP C T 65 194 c.187C>T c.(187-189)CGG>TGG p.R63W

Pat_59 Post-Resistance C9orf43 257169 37 9 116185685 116185685 Missense_Mutation SNP C T 4 66 c.563C>T c.(562-564)CCC>CTC p.P188L

Pat_59 Post-Resistance TNC 3371 37 9 117848440 117848440 Missense_Mutation SNP C T 3 41 c.1570G>A c.(1570-1572)GGC>AGC p.G524S

Pat_59 Post-Resistance OR1J2 26740 37 9 125273133 125273133 Missense_Mutation SNP C T 31 89 c.53C>T c.(52-54)CCC>CTC p.P18L

Pat_59 Post-Resistance RABGAP1 23637 37 9 125838940 125838940 Missense_Mutation SNP G A 17 68 c.2323G>A c.(2323-2325)GAC>AAC p.D775N

Pat_59 Post-Resistance NUP188 23511 37 9 131761524 131761524 Missense_Mutation SNP C A 4 27 c.3589C>A c.(3589-3591)CAA>AAA p.Q1197K

Pat_59 Post-Resistance CRAT 1384 37 9 131860351 131860351 Missense_Mutation SNP G A 5 116 c.1405C>T c.(1405-1407)CGC>TGC p.R469C

Pat_59 Post-Resistance SETX 23064 37 9 135206812 135206812 Missense_Mutation SNP G A 13 45 c.862C>T c.(862-864)CCA>TCA p.P288S

Pat_59 Post-Resistance COL5A1 1289 37 9 137658300 137658300 Missense_Mutation SNP G A 4 13 c.2089G>A c.(2089-2091)GGT>AGT p.G697S

Pat_59 Post-Resistance LHX3 8022 37 9 139090825 139090825 Missense_Mutation SNP A G 2 3 c.535T>C c.(535-537)TCG>CCG p.S179P

Pat_59 Post-Resistance SNAPC4 6621 37 9 139270839 139270839 Missense_Mutation SNP C T 9 53 c.4379G>A c.(4378-4380)AGG>AAG p.R1460K

Pat_59 Post-Resistance WDR85 92715 37 9 140459568 140459568 Missense_Mutation SNP C T 8 16 c.679G>A c.(679-681)GTA>ATA p.V227I

Pat_59 Post-Resistance EHMT1 79813 37 9 140637972 140637972 Missense_Mutation SNP G A 8 65 c.973G>A c.(973-975)GGT>AGT p.G325S



Pat_59 Post-Resistance PPP2R3B 28227 37 X 322229 322229 Missense_Mutation SNP C T 3 27 c.421G>A c.(421-423)GTG>ATG p.V141M

Pat_59 Post-Resistance MXRA5 25878 37 X 3241189 3241189 Missense_Mutation SNP G A 5 20 c.2537C>T c.(2536-2538)CCT>CTT p.P846L

Pat_59 Post-Resistance KAL1 3730 37 X 8553352 8553352 Missense_Mutation SNP G A 10 12 c.812C>T c.(811-813)ACT>ATT p.T271I

Pat_59 Post-Resistance BMX 660 37 X 15555409 15555409 Nonsense_Mutation SNP C T 4 27 c.1375C>T c.(1375-1377)CAG>TAG p.Q459*

Pat_59 Post-Resistance TXLNG 55787 37 X 16858016 16858016 Missense_Mutation SNP G A 30 90 c.1225G>A c.(1225-1227)GCA>ACA p.A409T

Pat_59 Post-Resistance PTCHD1 139411 37 X 23353248 23353248 Missense_Mutation SNP G A 5 9 c.256G>A c.(256-258)GAC>AAC p.D86N

Pat_59 Post-Resistance FAM47C 442444 37 X 37028134 37028134 Missense_Mutation SNP C T 5 57 c.1651C>T c.(1651-1653)CCT>TCT p.P551S

Pat_59 Post-Resistance CXorf38 159013 37 X 40496279 40496279 Missense_Mutation SNP C T 4 87 c.601G>A c.(601-603)GTA>ATA p.V201I

Pat_59 Post-Resistance KDM6A 7403 37 X 44937658 44937658 Missense_Mutation SNP G T 4 86 c.2846G>T c.(2845-2847)CGT>CTT p.R949L

Pat_59 Post-Resistance PHF16 9767 37 X 46893044 46893044 Missense_Mutation SNP G A 10 19 c.709G>A c.(709-711)GTC>ATC p.V237I

Pat_59 Post-Resistance GPKOW 27238 37 X 48979089 48979089 Missense_Mutation SNP G A 6 9 c.214C>T c.(214-216)CCT>TCT p.P72S

Pat_59 Post-Resistance CACNA1F 778 37 X 49084859 49084859 Missense_Mutation SNP G A 2 2 c.868C>T c.(868-870)CGT>TGT p.R290C

Pat_59 Post-Resistance CCNB3 85417 37 X 50053081 50053081 Missense_Mutation SNP G A 11 5 c.1912G>A c.(1912-1914)GAA>AAA p.E638K

Pat_59 Post-Resistance FAM120C 54954 37 X 54117785 54117785 Missense_Mutation SNP G A 4 38 c.2387C>T c.(2386-2388)TCT>TTT p.S796F

Pat_59 Post-Resistance OPHN1 4983 37 X 67283948 67283948 Missense_Mutation SNP G A 18 65 c.1906C>T c.(1906-1908)CCC>TCC p.P636S

Pat_59 Post-Resistance CHM 1121 37 X 85149271 85149271 Missense_Mutation SNP G A 18 61 c.1432C>T c.(1432-1434)CCA>TCA p.P478S

Pat_59 Post-Resistance PCDH11X 27328 37 X 91091018 91091018 Missense_Mutation SNP G A 25 41 c.515G>A c.(514-516)GGA>GAA p.G172E

Pat_59 Post-Resistance IL1RAPL2 26280 37 X 104984597 104984597 Missense_Mutation SNP G A 21 62 c.961G>A c.(961-963)GTT>ATT p.V321I

Pat_59 Post-Resistance ATG4A 115201 37 X 107369381 107369381 Missense_Mutation SNP G A 10 29 c.85G>A c.(85-87)GTA>ATA p.V29I

Pat_59 Post-Resistance ALG13 79868 37 X 110968271 110968271 Missense_Mutation SNP G A 15 28 c.1711G>A c.(1711-1713)GGT>AGT p.G571S

Pat_59 Post-Resistance AMOT 154796 37 X 112024161 112024161 Missense_Mutation SNP G A 17 39 c.2426C>T c.(2425-2427)CCC>CTC p.P809L

Pat_59 Post-Resistance IL13RA1 3597 37 X 117892047 117892047 Missense_Mutation SNP G A 14 48 c.518G>A c.(517-519)TGT>TAT p.C173Y

Pat_59 Post-Resistance IGSF1 3547 37 X 130409559 130409559 Missense_Mutation SNP G A 14 23 c.3077C>T c.(3076-3078)ACC>ATC p.T1026I

Pat_59 Post-Resistance LAGE3 8270 37 X 153706299 153706299 Missense_Mutation SNP G A 28 9 c.416C>T c.(415-417)CCC>CTC p.P139L

Pat_59 Post-Resistance RAB39B 116442 37 X 154490477 154490477 Missense_Mutation SNP C A 5 197 c.253G>T c.(253-255)GGT>TGT p.G85C

Pat_63 Pre-Treatment HNRNPCL1 343069 37 1 12907456 12907456 Missense_Mutation SNP C T 3 19 c.687G>A c.(685-687)ATG>ATA p.M229I

Pat_63 Pre-Treatment ARHGEF19 128272 37 1 16534505 16534505 Missense_Mutation SNP G A 3 17 c.628C>T c.(628-630)CGC>TGC p.R210C

Pat_63 Pre-Treatment UBR4 23352 37 1 19505624 19505624 Missense_Mutation SNP G A 4 44 c.2275C>T c.(2275-2277)CGC>TGC p.R759C

Pat_63 Pre-Treatment FAM46B 115572 37 1 27332715 27332715 Missense_Mutation SNP C T 3 6 c.998G>A c.(997-999)GGG>GAG p.G333E

Pat_63 Pre-Treatment PTPRU 10076 37 1 29587254 29587254 Missense_Mutation SNP G A 3 18 c.983G>A c.(982-984)CGC>CAC p.R328H

Pat_63 Pre-Treatment MTF1 4520 37 1 38288269 38288269 Missense_Mutation SNP G A 4 19 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_63 Pre-Treatment PTPRF 5792 37 1 44069142 44069142 Missense_Mutation SNP C T 4 36 c.2396C>T c.(2395-2397)GCC>GTC p.A799V

Pat_63 Pre-Treatment CCDC163P 126661 37 1 45965037 45965037 Missense_Mutation SNP A G 3 27 c.157T>C c.(157-159)TTC>CTC p.F53L

Pat_63 Pre-Treatment RAD54L 8438 37 1 46740370 46740370 Missense_Mutation SNP A C 17 31 c.1850A>C c.(1849-1851)TAT>TCT p.Y617S

Pat_63 Pre-Treatment WLS 79971 37 1 68564415 68564415 Missense_Mutation SNP G A 4 15 c.1532C>T c.(1531-1533)TCG>TTG p.S511L

Pat_63 Pre-Treatment CELSR2 1952 37 1 109803687 109803687 Missense_Mutation SNP C T 5 67 c.3982C>T c.(3982-3984)CGC>TGC p.R1328C

Pat_63 Pre-Treatment CYB561D1 284613 37 1 110038645 110038645 Missense_Mutation SNP C T 3 28 c.454C>T c.(454-456)CGG>TGG p.R152W

Pat_63 Pre-Treatment PTGFRN 5738 37 1 117492182 117492182 Missense_Mutation SNP G A 4 27 c.1201G>A c.(1201-1203)GTG>ATG p.V401M

Pat_63 Pre-Treatment ADAMTSL4 54507 37 1 150530003 150530003 Missense_Mutation SNP G A 4 16 c.2081G>A c.(2080-2082)CGT>CAT p.R694H

Pat_63 Pre-Treatment ZBTB7B 51043 37 1 154987384 154987384 Missense_Mutation SNP G A 4 17 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_63 Pre-Treatment IGSF8 93185 37 1 160062851 160062851 Missense_Mutation SNP C T 4 28 c.1175G>A c.(1174-1176)CGG>CAG p.R392Q

Pat_63 Pre-Treatment IGFN1 91156 37 1 201195234 201195234 Missense_Mutation SNP G A 3 18 c.2249G>A c.(2248-2250)TGC>TAC p.C750Y

Pat_63 Pre-Treatment RNPEP 6051 37 1 201969032 201969032 Missense_Mutation SNP G A 4 35 c.1093G>A c.(1093-1095)GCT>ACT p.A365T

Pat_63 Pre-Treatment PIK3C2B 5287 37 1 204415126 204415126 Missense_Mutation SNP G A 5 60 c.2636C>T c.(2635-2637)ACC>ATC p.T879I

Pat_63 Pre-Treatment TRIM11 81559 37 1 228582888 228582888 Missense_Mutation SNP C T 2 0 c.925G>A c.(925-927)GTG>ATG p.V309M

Pat_63 Pre-Treatment PGBD5 79605 37 1 230472904 230472904 Missense_Mutation SNP G A 6 39 c.818C>T c.(817-819)ACG>ATG p.T273M

Pat_63 Pre-Treatment C10orf18 54906 37 10 5790629 5790629 Missense_Mutation SNP G A 3 23 c.5245G>A c.(5245-5247)GTT>ATT p.V1749I



Pat_63 Pre-Treatment DNA2 1763 37 10 70225551 70225551 Missense_Mutation SNP G A 3 18 c.718C>T c.(718-720)CGC>TGC p.R240C

Pat_63 Pre-Treatment CDH23 64072 37 10 73453934 73453934 Missense_Mutation SNP G A 4 43 c.2207G>A c.(2206-2208)CGA>CAA p.R736Q

Pat_63 Pre-Treatment HELLS 3070 37 10 96334363 96334363 Missense_Mutation SNP G A 6 94 c.758G>A c.(757-759)GGT>GAT p.G253D

Pat_63 Pre-Treatment SORBS1 10580 37 10 97096979 97096979 Missense_Mutation SNP C T 3 22 c.2938G>A c.(2938-2940)GAG>AAG p.E980K

Pat_63 Pre-Treatment ALDH18A1 5832 37 10 97402832 97402832 Missense_Mutation SNP C T 4 33 c.220G>A c.(220-222)GTG>ATG p.V74M

Pat_63 Pre-Treatment LRRC27 80313 37 10 134161853 134161853 Missense_Mutation SNP G T 8 39 c.919G>T c.(919-921)GTT>TTT p.V307F

Pat_63 Pre-Treatment IRF7 3665 37 11 613827 613827 Missense_Mutation SNP G C 2 3 c.805C>G c.(805-807)CCG>GCG p.P269A

Pat_63 Pre-Treatment MUC2 4583 37 11 1093298 1093298 Missense_Mutation SNP C T 5 2 c.12203C>T c.(12202-12204)ACG>ATG p.T4068M

Pat_63 Pre-Treatment MUC5B 727897 37 11 1271471 1271471 Missense_Mutation SNP G C 3 37 c.14780G>C c.(14779-14781)AGC>ACC p.S4927T

Pat_63 Pre-Treatment OSBPL5 114879 37 11 3141794 3141794 Missense_Mutation SNP G A 5 74 c.463C>T c.(463-465)CTC>TTC p.L155F

Pat_63 Pre-Treatment NAV2 89797 37 11 19970395 19970395 Missense_Mutation SNP C T 4 27 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_63 Pre-Treatment NAV2 89797 37 11 19970454 19970454 Missense_Mutation SNP G A 5 60 c.2542G>A c.(2542-2544)GCC>ACC p.A848T

Pat_63 Pre-Treatment NAV2 89797 37 11 20065746 20065746 Missense_Mutation SNP G A 3 28 c.3196G>A c.(3196-3198)GCT>ACT p.A1066T

Pat_63 Pre-Treatment ELF5 2001 37 11 34502397 34502397 Missense_Mutation SNP G A 5 75 c.623C>T c.(622-624)TCG>TTG p.S208L

Pat_63 Pre-Treatment NAALADL1 10004 37 11 64820791 64820791 Missense_Mutation SNP C T 2 1 c.1097G>A c.(1096-1098)GGG>GAG p.G366E

Pat_63 Pre-Treatment RELA 5970 37 11 65426287 65426287 Missense_Mutation SNP G A 4 43 c.566C>T c.(565-567)CCC>CTC p.P189L

Pat_63 Pre-Treatment PACS1 55690 37 11 65983993 65983993 Missense_Mutation SNP C T 4 43 c.808C>T c.(808-810)CGT>TGT p.R270C

Pat_63 Pre-Treatment ACTN3 89 37 11 66322644 66322644 Missense_Mutation SNP C T 4 43 c.601C>T c.(601-603)CGC>TGC p.R201C

Pat_63 Pre-Treatment PITPNM1 9600 37 11 67266289 67266289 Missense_Mutation SNP G A 5 22 c.1262C>T c.(1261-1263)GCT>GTT p.A421V

Pat_63 Pre-Treatment PPFIA1 8500 37 11 70184504 70184504 Missense_Mutation SNP G A 5 85 c.1516G>A c.(1516-1518)GCA>ACA p.A506T

Pat_63 Pre-Treatment C2CD3 26005 37 11 73843994 73843994 Missense_Mutation SNP C T 3 35 c.1112G>A c.(1111-1113)CGG>CAG p.R371Q

Pat_63 Pre-Treatment DSCAML1 57453 37 11 117352788 117352788 Missense_Mutation SNP G A 4 33 c.2629C>T c.(2629-2631)CCC>TCC p.P877S

Pat_63 Pre-Treatment BCL9L 283149 37 11 118773233 118773233 Missense_Mutation SNP G A 3 21 c.1219C>T c.(1219-1221)CGG>TGG p.R407W

Pat_63 Pre-Treatment PRDM10 56980 37 11 129814712 129814712 Missense_Mutation SNP G A 3 23 c.716C>T c.(715-717)CCT>CTT p.P239L

Pat_63 Pre-Treatment SPATS2 65244 37 12 49919751 49919751 Missense_Mutation SNP G A 3 33 c.1351G>A c.(1351-1353)GGA>AGA p.G451R

Pat_63 Pre-Treatment DIP2B 57609 37 12 51112597 51112597 Missense_Mutation SNP G A 3 20 c.2957G>A c.(2956-2958)AGG>AAG p.R986K

Pat_63 Pre-Treatment AAAS 8086 37 12 53703435 53703435 Missense_Mutation SNP G A 2 0 c.760C>T c.(760-762)CCC>TCC p.P254S

Pat_63 Pre-Treatment ATF7 11016 37 12 53994775 53994775 Missense_Mutation SNP C T 3 19 c.10G>A c.(10-12)GAC>AAC p.D4N

Pat_63 Pre-Treatment WIBG 84305 37 12 56295898 56295898 Missense_Mutation SNP G A 4 46 c.373C>T c.(373-375)CCC>TCC p.P125S

Pat_63 Pre-Treatment ZFC3H1 196441 37 12 72024472 72024472 Missense_Mutation SNP C T 4 40 c.3632G>A c.(3631-3633)CGA>CAA p.R1211Q

Pat_63 Pre-Treatment OSBPL8 114882 37 12 76793703 76793703 Missense_Mutation SNP G A 4 35 c.418C>T c.(418-420)CTC>TTC p.L140F

Pat_63 Pre-Treatment MYO1H 283446 37 12 109882246 109882246 Missense_Mutation SNP G A 3 29 c.430G>A c.(430-432)GTT>ATT p.V144I

Pat_63 Pre-Treatment PTPN11 5781 37 12 112924333 112924333 Missense_Mutation SNP G A 3 25 c.1279G>A c.(1279-1281)GGC>AGC p.G427S

Pat_63 Pre-Treatment FBXO21 23014 37 12 117628044 117628044 Nonsense_Mutation SNP C T 4 9 c.218G>A c.(217-219)TGG>TAG p.W73*

Pat_63 Pre-Treatment DNAH10 196385 37 12 124419300 124419300 Missense_Mutation SNP G A 3 18 c.13256G>A c.(13255-13257)CGC>CAC p.R4419H

Pat_63 Pre-Treatment POLE 5426 37 12 133219907 133219907 Missense_Mutation SNP C T 4 42 c.4454G>A c.(4453-4455)CGC>CAC p.R1485H

Pat_63 Pre-Treatment LNX2 222484 37 13 28136594 28136594 Missense_Mutation SNP C T 6 104 c.1180G>A c.(1180-1182)GAC>AAC p.D394N

Pat_63 Pre-Treatment FREM2 341640 37 13 39261821 39261821 Missense_Mutation SNP G A 3 10 c.340G>A c.(340-342)GCA>ACA p.A114T

Pat_63 Pre-Treatment THSD1 55901 37 13 52952189 52952189 Missense_Mutation SNP G A 3 17 c.1916C>T c.(1915-1917)CCG>CTG p.P639L

Pat_63 Pre-Treatment RNF113B 140432 37 13 98829075 98829075 Missense_Mutation SNP C T 3 18 c.416G>A c.(415-417)CGG>CAG p.R139Q

Pat_63 Pre-Treatment EFNB2 1948 37 13 107145449 107145449 Missense_Mutation SNP G A 3 23 c.941C>T c.(940-942)CCG>CTG p.P314L

Pat_63 Pre-Treatment TEP1 7011 37 14 20876400 20876400 Missense_Mutation SNP A G 3 35 c.199T>C c.(199-201)TAT>CAT p.Y67H

Pat_63 Pre-Treatment MYH7 4625 37 14 23890202 23890202 Missense_Mutation SNP C T 3 20 c.3301G>A c.(3301-3303)GGC>AGC p.G1101S

Pat_63 Pre-Treatment PSME1 5720 37 14 24607758 24607758 Missense_Mutation SNP C T 4 61 c.658C>T c.(658-660)CGC>TGC p.R220C

Pat_63 Pre-Treatment NKX2-1 7080 37 14 36988240 36988240 Missense_Mutation SNP G A 2 0 c.323C>T c.(322-324)GCC>GTC p.A108V

Pat_63 Pre-Treatment SLC8A3 6547 37 14 70512783 70512783 Missense_Mutation SNP C T 2 1 c.2665G>A c.(2665-2667)GGG>AGG p.G889R

Pat_63 Pre-Treatment C14orf169 79697 37 14 73958995 73958995 Missense_Mutation SNP G A 5 59 c.1274G>A c.(1273-1275)CGC>CAC p.R425H



Pat_63 Pre-Treatment PGF 5228 37 14 75416185 75416185 Missense_Mutation SNP C T 3 18 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_63 Pre-Treatment WDR25 79446 37 14 100995510 100995510 Missense_Mutation SNP C T 3 21 c.1378C>T c.(1378-1380)CGG>TGG p.R460W

Pat_63 Pre-Treatment RTL1 388015 37 14 101348862 101348862 Missense_Mutation SNP C T 2 0 c.2264G>A c.(2263-2265)CGC>CAC p.R755H

Pat_63 Pre-Treatment JAG2 3714 37 14 105612100 105612100 Missense_Mutation SNP T A 2 0 c.2920A>T c.(2920-2922)ACC>TCC p.T974S

Pat_63 Pre-Treatment JAG2 3714 37 14 105622309 105622309 Nonsense_Mutation SNP G A 3 11 c.493C>T c.(493-495)CGA>TGA p.R165*

Pat_63 Pre-Treatment TRPM1 4308 37 15 31295058 31295058 Missense_Mutation SNP C T 4 50 c.3779G>A c.(3778-3780)CGG>CAG p.R1260Q

Pat_63 Pre-Treatment SLC12A6 9990 37 15 34536188 34536188 Missense_Mutation SNP G A 7 128 c.2029C>T c.(2029-2031)CGC>TGC p.R677C

Pat_63 Pre-Treatment PPIP5K1 9677 37 15 43827510 43827510 Missense_Mutation SNP C T 4 28 c.3664G>A c.(3664-3666)GCA>ACA p.A1222T

Pat_63 Pre-Treatment GABPB1 2553 37 15 50601929 50601929 Missense_Mutation SNP G A 6 131 c.67C>T c.(67-69)CGT>TGT p.R23C

Pat_63 Pre-Treatment ITGA11 22801 37 15 68624780 68624780 Missense_Mutation SNP C G 2 6 c.1462G>C c.(1462-1464)GAC>CAC p.D488H

Pat_63 Pre-Treatment CORO2B 10391 37 15 68937563 68937563 Missense_Mutation SNP G A 4 27 c.80G>A c.(79-81)CGG>CAG p.R27Q

Pat_63 Pre-Treatment MYO9A 4649 37 15 72192220 72192220 Missense_Mutation SNP C T 4 33 c.3278G>A c.(3277-3279)CGG>CAG p.R1093Q

Pat_63 Pre-Treatment MAN2C1 4123 37 15 75648353 75648353 Missense_Mutation SNP G A 2 1 c.3017C>T c.(3016-3018)CCA>CTA p.P1006L

Pat_63 Pre-Treatment MAN2C1 4123 37 15 75656939 75656939 Missense_Mutation SNP C T 3 14 c.490G>A c.(490-492)GCC>ACC p.A164T

Pat_63 Pre-Treatment ASB7 140460 37 15 101169992 101169992 Missense_Mutation SNP G A 3 28 c.562G>A c.(562-564)GTG>ATG p.V188M

Pat_63 Pre-Treatment MSLNL 401827 37 16 830540 830540 Missense_Mutation SNP G A 6 113 c.461C>T c.(460-462)CCG>CTG p.P154L

Pat_63 Pre-Treatment PTX4 390667 37 16 1536044 1536044 Missense_Mutation SNP C T 3 27 c.1318G>A c.(1318-1320)GGG>AGG p.G440R

Pat_63 Pre-Treatment IFT140 9742 37 16 1618271 1618271 Missense_Mutation SNP C T 3 7 c.1717G>A c.(1717-1719)GCT>ACT p.A573T

Pat_63 Pre-Treatment MYH11 4629 37 16 15835393 15835393 Missense_Mutation SNP G A 3 29 c.2786C>T c.(2785-2787)GCC>GTC p.A929V

Pat_63 Pre-Treatment ERN2 10595 37 16 23706364 23706364 Missense_Mutation SNP C G 2 2 c.2020G>C c.(2020-2022)GCC>CCC p.A674P

Pat_63 Pre-Treatment AMFR 267 37 16 56436976 56436976 Missense_Mutation SNP G A 4 44 c.895C>T c.(895-897)CGT>TGT p.R299C

Pat_63 Pre-Treatment CPNE2 221184 37 16 57147257 57147257 Missense_Mutation SNP G A 4 53 c.238G>A c.(238-240)GTG>ATG p.V80M

Pat_63 Pre-Treatment CALB2 794 37 16 71416647 71416647 Missense_Mutation SNP G A 5 92 c.368G>A c.(367-369)AGG>AAG p.R123K

Pat_63 Pre-Treatment DHX38 9785 37 16 72139983 72139983 Missense_Mutation SNP G A 4 51 c.2567G>A c.(2566-2568)CGA>CAA p.R856Q

Pat_63 Pre-Treatment ZNRF1 84937 37 16 75033969 75033969 Missense_Mutation SNP C T 3 17 c.400C>T c.(400-402)CCC>TCC p.P134S

Pat_63 Pre-Treatment HIC1 3090 37 17 1961455 1961455 Missense_Mutation SNP G A 6 13 c.1528G>A c.(1528-1530)GCG>ACG p.A510T

Pat_63 Pre-Treatment SMTNL2 342527 37 17 4496341 4496341 Missense_Mutation SNP G A 4 36 c.605G>A c.(604-606)CGA>CAA p.R202Q

Pat_63 Pre-Treatment DNAH2 146754 37 17 7660485 7660485 Missense_Mutation SNP G A 6 136 c.1981G>A c.(1981-1983)GTA>ATA p.V661I

Pat_63 Pre-Treatment PFAS 5198 37 17 8168720 8168720 Missense_Mutation SNP G A 4 35 c.2395G>A c.(2395-2397)GTG>ATG p.V799M

Pat_63 Pre-Treatment EPN2 22905 37 17 19215459 19215459 Splice_Site SNP T A 4 35 c.972_splice c.e6+2 p.E324_splice

Pat_63 Pre-Treatment ABHD15 116236 37 17 27889821 27889821 Missense_Mutation SNP C T 3 23 c.1165G>A c.(1165-1167)GGA>AGA p.G389R

Pat_63 Pre-Treatment KRTAP4-9 100132386 37 17 39261879 39261879 Missense_Mutation SNP A G 6 27 c.239A>G c.(238-240)TAC>TGC p.Y80C

Pat_63 Pre-Treatment KRTAP4-12 83755 37 17 39279809 39279809 Missense_Mutation SNP G C 3 19 c.566C>G c.(565-567)ACC>AGC p.T189S

Pat_63 Pre-Treatment KRT9 3857 37 17 39724804 39724804 Missense_Mutation SNP C T 7 169 c.1126G>A c.(1126-1128)GGT>AGT p.G376S

Pat_63 Pre-Treatment STAT5A 6776 37 17 40456361 40456361 Missense_Mutation SNP G A 4 21 c.1171G>A c.(1171-1173)GAG>AAG p.E391K

Pat_63 Pre-Treatment FZD2 2535 37 17 42635990 42635990 Missense_Mutation SNP G A 3 9 c.934G>A c.(934-936)GAG>AAG p.E312K

Pat_63 Pre-Treatment ABI3 51225 37 17 47299482 47299482 Missense_Mutation SNP C T 5 48 c.832C>T c.(832-834)CCT>TCT p.P278S

Pat_63 Pre-Treatment MSI2 124540 37 17 55478802 55478802 Missense_Mutation SNP T G 36 50 c.375T>G c.(373-375)GAT>GAG p.D125E

Pat_63 Pre-Treatment TRIM37 4591 37 17 57168662 57168662 Missense_Mutation SNP G A 5 91 c.163C>T c.(163-165)CGT>TGT p.R55C

Pat_63 Pre-Treatment ABCA10 10349 37 17 67186498 67186498 Splice_Site SNP C G 5 57 c.2131_splice c.e19+1 p.D711_splice

Pat_63 Pre-Treatment ITGB4 3691 37 17 73723311 73723311 Missense_Mutation SNP C T 3 32 c.116C>T c.(115-117)ACG>ATG p.T39M

Pat_63 Pre-Treatment UBE2O 63893 37 17 74387592 74387592 Missense_Mutation SNP G A 4 53 c.3311C>T c.(3310-3312)GCG>GTG p.A1104V

Pat_63 Pre-Treatment GAA 2548 37 17 78092074 78092074 Missense_Mutation SNP G A 4 22 c.2564G>A c.(2563-2565)GGG>GAG p.G855E

Pat_63 Pre-Treatment TXNDC2 84203 37 18 9887452 9887452 Missense_Mutation SNP G A 6 79 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_63 Pre-Treatment MIB1 57534 37 18 19427017 19427017 Missense_Mutation SNP C T 4 32 c.2324C>T c.(2323-2325)TCG>TTG p.S775L

Pat_63 Pre-Treatment CABYR 26256 37 18 21736603 21736603 Missense_Mutation SNP G A 4 46 c.1138G>A c.(1138-1140)GAG>AAG p.E380K

Pat_63 Pre-Treatment B4GALT6 9331 37 18 29218696 29218696 Missense_Mutation SNP G A 5 62 c.499C>T c.(499-501)CGC>TGC p.R167C



Pat_63 Pre-Treatment FECH 2235 37 18 55222096 55222096 Missense_Mutation SNP C T 4 40 c.893G>A c.(892-894)CGA>CAA p.R298Q

Pat_63 Pre-Treatment FAM69C 125704 37 18 72109259 72109259 Missense_Mutation SNP G C 6 22 c.969C>G c.(967-969)TTC>TTG p.F323L

Pat_63 Pre-Treatment PTBP1 5725 37 19 808413 808413 Missense_Mutation SNP G A 3 7 c.1129G>A c.(1129-1131)GCC>ACC p.A377T

Pat_63 Pre-Treatment REXO1 57455 37 19 1828489 1828489 Missense_Mutation SNP C T 3 12 c.299G>A c.(298-300)AGT>AAT p.S100N

Pat_63 Pre-Treatment ZNF555 148254 37 19 2853202 2853202 Missense_Mutation SNP C T 4 25 c.1139C>T c.(1138-1140)CCC>CTC p.P380L

Pat_63 Pre-Treatment CELF5 60680 37 19 3285958 3285958 Missense_Mutation SNP C T 3 29 c.1121C>T c.(1120-1122)GCC>GTC p.A374V

Pat_63 Pre-Treatment CREB3L3 84699 37 19 4171826 4171826 Missense_Mutation SNP G A 3 13 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_63 Pre-Treatment KANK3 256949 37 19 8389954 8389954 Nonsense_Mutation SNP G A 4 23 c.1963C>T c.(1963-1965)CGA>TGA p.R655*

Pat_63 Pre-Treatment ACTL9 284382 37 19 8808484 8808484 Missense_Mutation SNP G A 4 30 c.568C>T c.(568-570)CGT>TGT p.R190C

Pat_63 Pre-Treatment KRI1 65095 37 19 10668269 10668269 Missense_Mutation SNP G A 3 33 c.1594C>T c.(1594-1596)CGC>TGC p.R532C

Pat_63 Pre-Treatment ZNF700 90592 37 19 12060645 12060645 Missense_Mutation SNP T A 8 192 c.1806T>A c.(1804-1806)AGT>AGA p.S602R

Pat_63 Pre-Treatment NANOS3 342977 37 19 13988235 13988235 Missense_Mutation SNP C T 3 17 c.173C>T c.(172-174)CCG>CTG p.P58L

Pat_63 Pre-Treatment TECR 9524 37 19 14675918 14675918 Missense_Mutation SNP G A 4 35 c.647G>A c.(646-648)CGG>CAG p.R216Q

Pat_63 Pre-Treatment RASAL3 64926 37 19 15567457 15567457 Missense_Mutation SNP C G 3 8 c.1432G>C c.(1432-1434)GCG>CCG p.A478P

Pat_63 Pre-Treatment AP1M1 8907 37 19 16338969 16338969 Missense_Mutation SNP G A 3 24 c.838G>A c.(838-840)GAG>AAG p.E280K

Pat_63 Pre-Treatment MYO9B 4650 37 19 17322713 17322713 Missense_Mutation SNP C T 4 13 c.6068C>T c.(6067-6069)GCG>GTG p.A2023V

Pat_63 Pre-Treatment ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 5 60 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_63 Pre-Treatment ZNF708 7562 37 19 21476982 21476982 Missense_Mutation SNP G T 7 137 c.786C>A c.(784-786)AAC>AAA p.N262K

Pat_63 Pre-Treatment ZNF493 284443 37 19 21606960 21606960 Missense_Mutation SNP A G 4 73 c.1115A>G c.(1114-1116)CAA>CGA p.Q372R

Pat_63 Pre-Treatment ZNF429 353088 37 19 21720411 21720411 Missense_Mutation SNP T A 6 62 c.1556T>A c.(1555-1557)ATC>AAC p.I519N

Pat_63 Pre-Treatment ZNF429 353088 37 19 21720414 21720414 Missense_Mutation SNP T G 5 63 c.1559T>G c.(1558-1560)CTG>CGG p.L520R

Pat_63 Pre-Treatment ZNF676 163223 37 19 22363143 22363143 Missense_Mutation SNP G C 6 137 c.1376C>G c.(1375-1377)ACC>AGC p.T459S

Pat_63 Pre-Treatment ZNF492 57615 37 19 22847625 22847625 Missense_Mutation SNP G T 9 84 c.1154G>T c.(1153-1155)AGA>ATA p.R385I

Pat_63 Pre-Treatment ZNF792 126375 37 19 35449270 35449270 Missense_Mutation SNP G A 4 27 c.1489C>T c.(1489-1491)CGG>TGG p.R497W

Pat_63 Pre-Treatment FFAR2 2867 37 19 35941154 35941154 Missense_Mutation SNP C T 7 72 c.538C>T c.(538-540)CGG>TGG p.R180W

Pat_63 Pre-Treatment MLL4 9757 37 19 36212077 36212077 Missense_Mutation SNP C T 3 4 c.1828C>T c.(1828-1830)CGC>TGC p.R610C

Pat_63 Pre-Treatment CD79A 973 37 19 42383300 42383300 Missense_Mutation SNP G A 4 32 c.320G>A c.(319-321)CGG>CAG p.R107Q

Pat_63 Pre-Treatment CNFN 84518 37 19 42893090 42893090 Missense_Mutation SNP C T 5 33 c.100G>A c.(100-102)GAC>AAC p.D34N

Pat_63 Pre-Treatment CCDC8 83987 37 19 46914959 46914959 Missense_Mutation SNP T C 5 77 c.1109A>G c.(1108-1110)GAG>GGG p.E370G

Pat_63 Pre-Treatment SIGLEC10 89790 37 19 51920150 51920150 Missense_Mutation SNP G A 4 41 c.476C>T c.(475-477)CCG>CTG p.P159L

Pat_63 Pre-Treatment ZNF649 65251 37 19 52394652 52394652 Missense_Mutation SNP C T 6 53 c.737G>A c.(736-738)AGG>AAG p.R246K

Pat_63 Pre-Treatment ZNF350 59348 37 19 52469149 52469149 Missense_Mutation SNP C T 5 93 c.557G>A c.(556-558)AGC>AAC p.S186N

Pat_63 Pre-Treatment ZNF28 7576 37 19 53303026 53303026 Missense_Mutation SNP T C 8 216 c.2072A>G c.(2071-2073)TAC>TGC p.Y691C

Pat_63 Pre-Treatment ZNF845 91664 37 19 53856360 53856360 Missense_Mutation SNP A C 5 84 c.2432A>C c.(2431-2433)AAC>ACC p.N811T

Pat_63 Pre-Treatment ZNF761 388561 37 19 53959854 53959854 Missense_Mutation SNP A C 10 117 c.2093A>C c.(2092-2094)AAC>ACC p.N698T

Pat_63 Pre-Treatment ZNF71 58491 37 19 57133527 57133527 Missense_Mutation SNP C T 4 48 c.872C>T c.(871-873)ACG>ATG p.T291M

Pat_63 Pre-Treatment ZSCAN1 284312 37 19 58564806 58564806 Missense_Mutation SNP C T 3 29 c.614C>T c.(613-615)GCC>GTC p.A205V

Pat_63 Pre-Treatment CPSF3 51692 37 2 9597148 9597148 Missense_Mutation SNP G A 3 20 c.1690G>A c.(1690-1692)GTA>ATA p.V564I

Pat_63 Pre-Treatment ITSN2 50618 37 2 24433800 24433800 Missense_Mutation SNP G A 3 26 c.4106C>T c.(4105-4107)CCG>CTG p.P1369L

Pat_63 Pre-Treatment ZNF513 130557 37 2 27601843 27601843 Missense_Mutation SNP G A 5 36 c.290C>T c.(289-291)GCG>GTG p.A97V

Pat_63 Pre-Treatment C2orf16 84226 37 2 27804426 27804426 Missense_Mutation SNP C T 7 139 c.4987C>T c.(4987-4989)CGC>TGC p.R1663C

Pat_63 Pre-Treatment FOSL2 2355 37 2 28631659 28631659 Missense_Mutation SNP C T 3 29 c.388C>T c.(388-390)CGG>TGG p.R130W

Pat_63 Pre-Treatment CYP26B1 56603 37 2 72371194 72371194 Missense_Mutation SNP G A 4 27 c.353C>T c.(352-354)CCT>CTT p.P118L

Pat_63 Pre-Treatment TEKT4 150483 37 2 95539335 95539335 Missense_Mutation SNP G A 3 15 c.569G>A c.(568-570)CGA>CAA p.R190Q

Pat_63 Pre-Treatment WDR33 55339 37 2 128477325 128477325 Missense_Mutation SNP G C 2 2 c.2274C>G c.(2272-2274)ATC>ATG p.I758M

Pat_63 Pre-Treatment UGGT1 56886 37 2 128930154 128930154 Missense_Mutation SNP C T 3 32 c.3112C>T c.(3112-3114)CGT>TGT p.R1038C

Pat_63 Pre-Treatment POTEF 728378 37 2 130877802 130877802 Missense_Mutation SNP T C 6 107 c.287A>G c.(286-288)AAC>AGC p.N96S



Pat_63 Pre-Treatment XIRP2 129446 37 2 168107791 168107791 Missense_Mutation SNP C T 6 142 c.9889C>T c.(9889-9891)CGC>TGC p.R3297C

Pat_63 Pre-Treatment TTN 7273 37 2 179477533 179477533 Missense_Mutation SNP G A 3 22 c.42211C>T c.(42211-42213)CCC>TCC p.P14071S

Pat_63 Pre-Treatment NEU2 4759 37 2 233899565 233899565 Missense_Mutation SNP G A 4 32 c.941G>A c.(940-942)CGA>CAA p.R314Q

Pat_63 Pre-Treatment COL6A3 1293 37 2 238258843 238258843 Missense_Mutation SNP C T 4 22 c.6826G>A c.(6826-6828)GGA>AGA p.G2276R

Pat_63 Pre-Treatment NEU4 129807 37 2 242755688 242755688 Missense_Mutation SNP G A 3 22 c.7G>A c.(7-9)GTC>ATC p.V3I

Pat_63 Pre-Treatment C20orf103 24141 37 20 9496943 9496943 Missense_Mutation SNP G A 4 41 c.410G>A c.(409-411)AGG>AAG p.R137K

Pat_63 Pre-Treatment DTD1 92675 37 20 18724886 18724886 Missense_Mutation SNP G A 3 17 c.620G>A c.(619-621)CGG>CAG p.R207Q

Pat_63 Pre-Treatment LPIN3 64900 37 20 39974625 39974625 Missense_Mutation SNP G A 3 23 c.182G>A c.(181-183)CGG>CAG p.R61Q

Pat_63 Pre-Treatment CHD6 84181 37 20 40033870 40033870 Missense_Mutation SNP G A 3 24 c.7511C>T c.(7510-7512)ACG>ATG p.T2504M

Pat_63 Pre-Treatment TOX2 84969 37 20 42679986 42679986 Missense_Mutation SNP C T 3 14 c.479C>T c.(478-480)TCG>TTG p.S160L

Pat_63 Pre-Treatment ATP9A 10079 37 20 50329565 50329565 Nonsense_Mutation SNP G A 4 10 c.376C>T c.(376-378)CGA>TGA p.R126*

Pat_63 Pre-Treatment C20orf108 116151 37 20 54941182 54941182 Nonsense_Mutation SNP C T 5 36 c.418C>T c.(418-420)CAG>TAG p.Q140*

Pat_63 Pre-Treatment POTED 317754 37 21 14983063 14983063 Missense_Mutation SNP G C 3 36 c.514G>C c.(514-516)GAA>CAA p.E172Q

Pat_63 Pre-Treatment TMPRSS2 7113 37 21 42861441 42861441 Nonsense_Mutation SNP C T 5 27 c.318G>A c.(316-318)TGG>TGA p.W106*

Pat_63 Pre-Treatment PCNT 5116 37 21 47783785 47783785 Missense_Mutation SNP G A 4 30 c.2545G>A c.(2545-2547)GGG>AGG p.G849R

Pat_63 Pre-Treatment MED15 51586 37 22 20938665 20938665 Nonsense_Mutation SNP C T 8 66 c.1756C>T c.(1756-1758)CAA>TAA p.Q586*

Pat_63 Pre-Treatment CCDC116 164592 37 22 21991085 21991085 Missense_Mutation SNP C T 4 32 c.1568C>T c.(1567-1569)ACA>ATA p.T523I

Pat_63 Pre-Treatment LIF 3976 37 22 30639788 30639788 Missense_Mutation SNP C T 3 18 c.461G>A c.(460-462)CGC>CAC p.R154H

Pat_63 Pre-Treatment NCF4 4689 37 22 37263493 37263493 Missense_Mutation SNP G A 3 17 c.331G>A c.(331-333)GCC>ACC p.A111T

Pat_63 Pre-Treatment RIBC2 26150 37 22 45826846 45826846 Missense_Mutation SNP G A 4 16 c.955G>A c.(955-957)GCC>ACC p.A319T

Pat_63 Pre-Treatment CELSR1 9620 37 22 46787620 46787620 Missense_Mutation SNP C T 3 7 c.6058G>A c.(6058-6060)GGG>AGG p.G2020R

Pat_63 Pre-Treatment TUBGCP6 85378 37 22 50659000 50659000 Missense_Mutation SNP C T 4 31 c.3788G>A c.(3787-3789)CGG>CAG p.R1263Q

Pat_63 Pre-Treatment TTLL3 26140 37 3 9870700 9870700 Missense_Mutation SNP G A 3 26 c.1175G>A c.(1174-1176)CGG>CAG p.R392Q

Pat_63 Pre-Treatment TATDN2 9797 37 3 10302032 10302032 Missense_Mutation SNP G A 3 28 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_63 Pre-Treatment NR2C2 7182 37 3 15070226 15070226 Missense_Mutation SNP G A 3 22 c.932G>A c.(931-933)CGG>CAG p.R311Q

Pat_63 Pre-Treatment ZBTB47 92999 37 3 42701013 42701013 Missense_Mutation SNP G A 2 0 c.38G>A c.(37-39)GGT>GAT p.G13D

Pat_63 Pre-Treatment FYCO1 79443 37 3 46008656 46008656 Missense_Mutation SNP C T 5 30 c.2170G>A c.(2170-2172)GAA>AAA p.E724K

Pat_63 Pre-Treatment PRKAR2A 5576 37 3 48820418 48820418 Splice_Site SNP C T 3 29 c.542_splice c.e5+1 p.R181_splice

Pat_63 Pre-Treatment AMT 275 37 3 49455290 49455290 Missense_Mutation SNP C T 4 49 c.994G>A c.(994-996)GCA>ACA p.A332T

Pat_63 Pre-Treatment APEH 327 37 3 49714393 49714393 Missense_Mutation SNP G A 4 46 c.935G>A c.(934-936)TGT>TAT p.C312Y

Pat_63 Pre-Treatment UBA7 7318 37 3 49849859 49849859 Missense_Mutation SNP G A 4 38 c.676C>T c.(676-678)CGG>TGG p.R226W

Pat_63 Pre-Treatment SLC38A3 10991 37 3 50255803 50255803 Splice_Site SNP G A 4 25 c.1036_splice c.e12+1 p.N346_splice

Pat_63 Pre-Treatment COL8A1 1295 37 3 99514900 99514900 Missense_Mutation SNP C T 3 22 c.2155C>T c.(2155-2157)CCC>TCC p.P719S

Pat_63 Pre-Treatment ABTB1 80325 37 3 127396014 127396014 Missense_Mutation SNP C T 3 3 c.647C>T c.(646-648)GCG>GTG p.A216V

Pat_63 Pre-Treatment ASTE1 28990 37 3 130743388 130743388 Nonsense_Mutation SNP G A 4 21 c.763C>T c.(763-765)CGA>TGA p.R255*

Pat_63 Pre-Treatment MRAS 22808 37 3 138091790 138091790 Missense_Mutation SNP G A 4 27 c.65G>A c.(64-66)GGG>GAG p.G22E

Pat_63 Pre-Treatment TRIM42 287015 37 3 140401581 140401581 Missense_Mutation SNP G A 4 33 c.619G>A c.(619-621)GAG>AAG p.E207K

Pat_63 Pre-Treatment B3GALNT1 8706 37 3 160803765 160803765 Missense_Mutation SNP C T 4 36 c.778G>A c.(778-780)GTA>ATA p.V260I

Pat_63 Pre-Treatment EPHB3 2049 37 3 184295757 184295757 Missense_Mutation SNP G A 4 31 c.1711G>A c.(1711-1713)GTG>ATG p.V571M

Pat_63 Pre-Treatment ZNF721 170960 37 4 437235 437235 Missense_Mutation SNP T C 11 126 c.1021A>G c.(1021-1023)ACC>GCC p.T341A

Pat_63 Pre-Treatment ZNF721 170960 37 4 437249 437249 Missense_Mutation SNP C T 8 124 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_63 Pre-Treatment WHSC1 7468 37 4 1961355 1961355 Missense_Mutation SNP C T 4 46 c.3143C>T c.(3142-3144)GCG>GTG p.A1048V

Pat_63 Pre-Treatment HTT 3064 37 4 3149738 3149738 Missense_Mutation SNP C T 4 13 c.3308C>T c.(3307-3309)GCT>GTT p.A1103V

Pat_63 Pre-Treatment LDB2 9079 37 4 16597493 16597493 Missense_Mutation SNP C T 4 54 c.241G>A c.(241-243)GGC>AGC p.G81S

Pat_63 Pre-Treatment MED28 80306 37 4 17625344 17625344 Missense_Mutation SNP G A 4 16 c.460G>A c.(460-462)GCC>ACC p.A154T

Pat_63 Pre-Treatment SLC34A2 10568 37 4 25665862 25665862 Missense_Mutation SNP G A 4 40 c.289G>A c.(289-291)GGG>AGG p.G97R

Pat_63 Pre-Treatment NFXL1 152518 37 4 47888005 47888005 Missense_Mutation SNP G A 5 94 c.1555C>T c.(1555-1557)CCC>TCC p.P519S



Pat_63 Pre-Treatment FRYL 285527 37 4 48548277 48548277 Missense_Mutation SNP C T 3 25 c.5086G>A c.(5086-5088)GAT>AAT p.D1696N

Pat_63 Pre-Treatment GRID2 2895 37 4 94316843 94316843 Missense_Mutation SNP G A 6 115 c.1331G>A c.(1330-1332)CGT>CAT p.R444H

Pat_63 Pre-Treatment SORBS2 8470 37 4 186545297 186545297 Missense_Mutation SNP G A 3 20 c.1274C>T c.(1273-1275)CCC>CTC p.P425L

Pat_63 Pre-Treatment ADAMTS16 170690 37 5 5209331 5209331 Missense_Mutation SNP C A 21 65 c.1577C>A c.(1576-1578)GCC>GAC p.A526D

Pat_63 Pre-Treatment FBXL7 23194 37 5 15936699 15936699 Missense_Mutation SNP G A 3 22 c.880G>A c.(880-882)GCG>ACG p.A294T

Pat_63 Pre-Treatment C5orf34 375444 37 5 43487184 43487184 Nonsense_Mutation SNP G A 4 34 c.1750C>T c.(1750-1752)CAG>TAG p.Q584*

Pat_63 Pre-Treatment SV2C 22987 37 5 75505613 75505613 Missense_Mutation SNP C T 4 45 c.814C>T c.(814-816)CGG>TGG p.R272W

Pat_63 Pre-Treatment PITX1 5307 37 5 134369492 134369492 Missense_Mutation SNP A G 2 2 c.80T>C c.(79-81)ATG>ACG p.M27T

Pat_63 Pre-Treatment PSD2 84249 37 5 139193880 139193880 Missense_Mutation SNP G A 3 6 c.947G>A c.(946-948)CGG>CAG p.R316Q

Pat_63 Pre-Treatment PCDHB11 56125 37 5 140581277 140581277 Missense_Mutation SNP G A 3 8 c.1930G>A c.(1930-1932)GTC>ATC p.V644I

Pat_63 Pre-Treatment PCDHB12 56124 37 5 140590170 140590170 Missense_Mutation SNP C T 3 14 c.1691C>T c.(1690-1692)CCG>CTG p.P564L

Pat_63 Pre-Treatment PCDHGA3 56112 37 5 140724294 140724294 Missense_Mutation SNP G A 4 25 c.694G>A c.(694-696)GTC>ATC p.V232I

Pat_63 Pre-Treatment C5orf41 153222 37 5 172517654 172517654 Missense_Mutation SNP G A 4 39 c.472G>A c.(472-474)GAT>AAT p.D158N

Pat_63 Pre-Treatment BOD1 91272 37 5 173036279 173036279 Missense_Mutation SNP C A 4 26 c.521G>T c.(520-522)GGC>GTC p.G174V

Pat_63 Pre-Treatment KIAA0319 9856 37 6 24556884 24556884 Nonsense_Mutation SNP C T 4 18 c.2808G>A c.(2806-2808)TGG>TGA p.W936*

Pat_63 Pre-Treatment PBX2 5089 37 6 32156093 32156093 Missense_Mutation SNP G A 6 91 c.484C>T c.(484-486)CGC>TGC p.R162C

Pat_63 Pre-Treatment MOCS1 4337 37 6 39880033 39880033 Missense_Mutation SNP C T 4 45 c.956G>A c.(955-957)CGA>CAA p.R319Q

Pat_63 Pre-Treatment MRPS18A 55168 37 6 43639515 43639515 Missense_Mutation SNP C A 4 35 c.575G>T c.(574-576)TGG>TTG p.W192L

Pat_63 Pre-Treatment COL19A1 1310 37 6 70856581 70856581 Missense_Mutation SNP C T 4 30 c.1801C>T c.(1801-1803)CCA>TCA p.P601S

Pat_63 Pre-Treatment SNAP91 9892 37 6 84270583 84270583 Missense_Mutation SNP C T 4 31 c.2526G>A c.(2524-2526)ATG>ATA p.M842I

Pat_63 Pre-Treatment NT5E 4907 37 6 86200375 86200375 Missense_Mutation SNP G A 4 28 c.1360G>A c.(1360-1362)GGA>AGA p.G454R

Pat_63 Pre-Treatment GABRR1 2569 37 6 89891645 89891645 Missense_Mutation SNP C T 35 37 c.928G>A c.(928-930)GTG>ATG p.V310M

Pat_63 Pre-Treatment SLC16A10 117247 37 6 111498461 111498461 Missense_Mutation SNP G A 4 45 c.535G>A c.(535-537)GGC>AGC p.G179S

Pat_63 Pre-Treatment STXBP5 134957 37 6 147525711 147525711 Missense_Mutation SNP G A 4 31 c.43G>A c.(43-45)GCC>ACC p.A15T

Pat_63 Pre-Treatment ULBP1 80329 37 6 150285193 150285193 Missense_Mutation SNP C T 3 13 c.8C>T c.(7-9)GCG>GTG p.A3V

Pat_63 Pre-Treatment RPS6KA2 6196 37 6 166862280 166862280 Missense_Mutation SNP C T 3 21 c.1264G>A c.(1264-1266)GGG>AGG p.G422R

Pat_63 Pre-Treatment ABCB5 340273 37 7 20782554 20782554 Missense_Mutation SNP C T 3 24 c.1744C>T c.(1744-1746)CGC>TGC p.R582C

Pat_63 Pre-Treatment ZNF479 90827 37 7 57187809 57187809 Missense_Mutation SNP T G 10 43 c.1313A>C c.(1312-1314)AAA>ACA p.K438T

Pat_63 Pre-Treatment GUSB 2990 37 7 65432843 65432843 Missense_Mutation SNP C T 5 56 c.1528G>A c.(1528-1530)GAC>AAC p.D510N

Pat_63 Pre-Treatment WBSCR17 64409 37 7 71130457 71130457 Missense_Mutation SNP G A 4 17 c.1142G>A c.(1141-1143)CGG>CAG p.R381Q

Pat_63 Pre-Treatment SPDYE5 442590 37 7 75130883 75130883 Missense_Mutation SNP G A 31 165 c.758G>A c.(757-759)CGT>CAT p.R253H

Pat_63 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 40 77 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_63 Pre-Treatment ZNF425 155054 37 7 148801329 148801329 Missense_Mutation SNP G A 3 6 c.1634C>T c.(1633-1635)ACG>ATG p.T545M

Pat_63 Pre-Treatment NUB1 51667 37 7 151065935 151065935 Missense_Mutation SNP G A 3 25 c.1282G>A c.(1282-1284)GTG>ATG p.V428M

Pat_63 Pre-Treatment ZFHX4 79776 37 8 77618490 77618490 Missense_Mutation SNP C T 6 23 c.2167C>T c.(2167-2169)CAC>TAC p.H723Y

Pat_63 Pre-Treatment GRINA 2907 37 8 145066699 145066699 Missense_Mutation SNP G A 3 23 c.889G>A c.(889-891)GCC>ACC p.A297T

Pat_63 Pre-Treatment VPS28 51160 37 8 145650159 145650159 Missense_Mutation SNP G A 4 42 c.344C>T c.(343-345)CCC>CTC p.P115L

Pat_63 Pre-Treatment TMEM215 401498 37 9 32784491 32784491 Missense_Mutation SNP G A 4 29 c.310G>A c.(310-312)GGC>AGC p.G104S

Pat_63 Pre-Treatment TESK1 7016 37 9 35609156 35609156 Missense_Mutation SNP G A 4 34 c.1298G>A c.(1297-1299)CGC>CAC p.R433H

Pat_63 Pre-Treatment PTGS1 5742 37 9 125143686 125143686 Missense_Mutation SNP G A 3 12 c.533G>A c.(532-534)CGC>CAC p.R178H

Pat_63 Pre-Treatment PTGES2 80142 37 9 130886024 130886024 Missense_Mutation SNP C T 6 55 c.643G>A c.(643-645)GAG>AAG p.E215K

Pat_63 Pre-Treatment SPTAN1 6709 37 9 131370209 131370209 Missense_Mutation SNP G A 4 31 c.4225G>A c.(4225-4227)GGA>AGA p.G1409R

Pat_63 Pre-Treatment ZBED1 9189 37 X 2406981 2406981 Missense_Mutation SNP G A 4 37 c.1780C>T c.(1780-1782)CGC>TGC p.R594C

Pat_63 Pre-Treatment SHROOM4 57477 37 X 50350478 50350478 Missense_Mutation SNP G A 4 50 c.3664C>T c.(3664-3666)CAC>TAC p.H1222Y

Pat_63 Pre-Treatment ZCCHC18 644353 37 X 103359558 103359558 Missense_Mutation SNP G C 2 3 c.756G>C c.(754-756)CAG>CAC p.Q252H

Pat_63 Pre-Treatment MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 6 90 c.1393A>T c.(1393-1395)AGA>TGA p.R465*

Pat_63 Pre-Treatment MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 8 191 c.1733A>T c.(1732-1734)CAC>CTC p.H578L



Pat_63 Post-Resistance CPSF3L 54973 37 1 1256438 1256438 Missense_Mutation SNP C T 39 236 c.64G>A c.(64-66)GTC>ATC p.V22I

Pat_63 Post-Resistance SSU72 29101 37 1 1480242 1480242 Splice_Site SNP C T 17 96 c.364_splice c.e3+1 p.D122_splice

Pat_63 Post-Resistance TNFRSF25 8718 37 1 6522132 6522132 Missense_Mutation SNP G A 13 55 c.847C>T c.(847-849)CCT>TCT p.P283S

Pat_63 Post-Resistance PLEKHG5 57449 37 1 6531547 6531547 Splice_Site SNP C T 8 12 c.1449_splice c.e13+1 p.M483_splice

Pat_63 Post-Resistance SLC45A1 50651 37 1 8399720 8399720 Missense_Mutation SNP C T 20 161 c.1942C>T c.(1942-1944)CCT>TCT p.P648S

Pat_63 Post-Resistance CASZ1 54897 37 1 10699867 10699867 Missense_Mutation SNP C T 3 14 c.4412G>A c.(4411-4413)CGC>CAC p.R1471H

Pat_63 Post-Resistance MTOR 2475 37 1 11199652 11199652 Missense_Mutation SNP G A 7 167 c.4936C>T c.(4936-4938)CCT>TCT p.P1646S

Pat_63 Post-Resistance NECAP2 55707 37 1 16767238 16767238 Translation_Start_Site SNP G A 4 42 c.-18G>A c.(-20--16)CGGTG>CGATG

Pat_63 Post-Resistance PADI6 353238 37 1 17715324 17715324 Missense_Mutation SNP C T 6 30 c.911C>T c.(910-912)CCC>CTC p.P304L

Pat_63 Post-Resistance RCC2 55920 37 1 17747291 17747291 Missense_Mutation SNP C T 10 39 c.778G>A c.(778-780)GCC>ACC p.A260T

Pat_63 Post-Resistance PINK1 65018 37 1 20971071 20971071 Missense_Mutation SNP C T 20 102 c.865C>T c.(865-867)CCA>TCA p.P289S

Pat_63 Post-Resistance EPHA8 2046 37 1 22921777 22921777 Missense_Mutation SNP G A 5 17 c.1658G>A c.(1657-1659)GGC>GAC p.G553D

Pat_63 Post-Resistance HNRNPR 10236 37 1 23637215 23637215 Missense_Mutation SNP C T 21 60 c.1634G>A c.(1633-1635)GGC>GAC p.G545D

Pat_63 Post-Resistance NIPAL3 57185 37 1 24785392 24785392 Missense_Mutation SNP C T 9 59 c.788C>T c.(787-789)GCC>GTC p.A263V

Pat_63 Post-Resistance SRRM1 10250 37 1 24989228 24989228 Missense_Mutation SNP C T 4 94 c.1561C>T c.(1561-1563)CGG>TGG p.R521W

Pat_63 Post-Resistance CNKSR1 10256 37 1 26510976 26510976 Missense_Mutation SNP G A 5 8 c.1106G>A c.(1105-1107)GGG>GAG p.G369E

Pat_63 Post-Resistance PIGV 55650 37 1 27120994 27120994 Missense_Mutation SNP C T 7 53 c.469C>T c.(469-471)CTC>TTC p.L157F

Pat_63 Post-Resistance SLC9A1 6548 37 1 27427003 27427003 Missense_Mutation SNP G A 6 248 c.2243C>T c.(2242-2244)CCT>CTT p.P748L

Pat_63 Post-Resistance TINAGL1 64129 37 1 32050631 32050631 Missense_Mutation SNP G A 10 61 c.851G>A c.(850-852)CGC>CAC p.R284H

Pat_63 Post-Resistance YARS 8565 37 1 33256825 33256825 Missense_Mutation SNP C T 42 175 c.622G>A c.(622-624)GTC>ATC p.V208I

Pat_63 Post-Resistance PHC2 1912 37 1 33799821 33799821 Missense_Mutation SNP G A 19 112 c.1628C>T c.(1627-1629)TCT>TTT p.S543F

Pat_63 Post-Resistance ZSCAN20 7579 37 1 33956792 33956792 Missense_Mutation SNP T C 9 47 c.934T>C c.(934-936)TAC>CAC p.Y312H

Pat_63 Post-Resistance CLSPN 63967 37 1 36215390 36215390 Missense_Mutation SNP C T 6 29 c.2051G>A c.(2050-2052)AGT>AAT p.S684N

Pat_63 Post-Resistance AKIRIN1 79647 37 1 39466775 39466775 Missense_Mutation SNP G A 25 122 c.493G>A c.(493-495)GCA>ACA p.A165T

Pat_63 Post-Resistance MACF1 23499 37 1 39798102 39798102 Missense_Mutation SNP T A 5 98 c.1162T>A c.(1162-1164)TGC>AGC p.C388S

Pat_63 Post-Resistance RLF 6018 37 1 40704086 40704086 Missense_Mutation SNP A G 14 61 c.3712A>G c.(3712-3714)AAC>GAC p.N1238D

Pat_63 Post-Resistance KDM4A 9682 37 1 44132742 44132742 Missense_Mutation SNP T C 12 99 c.895T>C c.(895-897)TAC>CAC p.Y299H

Pat_63 Post-Resistance KIF2C 11004 37 1 45232786 45232786 Missense_Mutation SNP C T 4 105 c.2113C>T c.(2113-2115)CGC>TGC p.R705C

Pat_63 Post-Resistance MAST2 23139 37 1 46498314 46498314 Missense_Mutation SNP G A 7 50 c.3461G>A c.(3460-3462)GGT>GAT p.G1154D

Pat_63 Post-Resistance RAD54L 8438 37 1 46740370 46740370 Missense_Mutation SNP A C 46 65 c.1850A>C c.(1849-1851)TAT>TCT p.Y617S

Pat_63 Post-Resistance SPATA6 54558 37 1 48764500 48764500 Missense_Mutation SNP G A 20 111 c.1352C>T c.(1351-1353)GCC>GTC p.A451V

Pat_63 Post-Resistance ORC1L 4998 37 1 52859296 52859296 Missense_Mutation SNP G A 21 80 c.901C>T c.(901-903)CTC>TTC p.L301F

Pat_63 Post-Resistance USP24 23358 37 1 55545272 55545272 Missense_Mutation SNP G A 29 144 c.6659C>T c.(6658-6660)CCC>CTC p.P2220L

Pat_63 Post-Resistance JUN 3725 37 1 59248463 59248463 Missense_Mutation SNP G A 44 270 c.280C>T c.(280-282)CCC>TCC p.P94S

Pat_63 Post-Resistance MIER1 57708 37 1 67423844 67423844 Missense_Mutation SNP G A 26 110 c.442G>A c.(442-444)GGT>AGT p.G148S

Pat_63 Post-Resistance WLS 79971 37 1 68591955 68591955 Missense_Mutation SNP C T 26 97 c.1580G>A c.(1579-1581)GGA>GAA p.G527E

Pat_63 Post-Resistance CLCA1 1179 37 1 86951234 86951234 Missense_Mutation SNP G A 42 191 c.944G>A c.(943-945)GGA>GAA p.G315E

Pat_63 Post-Resistance VCAM1 7412 37 1 101190275 101190275 Missense_Mutation SNP G A 14 24 c.757G>A c.(757-759)GCT>ACT p.A253T

Pat_63 Post-Resistance OLFM3 118427 37 1 102269985 102269985 Missense_Mutation SNP C T 40 199 c.1246G>A c.(1246-1248)GTG>ATG p.V416M

Pat_63 Post-Resistance OLFM3 118427 37 1 102462324 102462324 Missense_Mutation SNP C T 16 114 c.49G>A c.(49-51)GCC>ACC p.A17T

Pat_63 Post-Resistance COL11A1 1301 37 1 103491783 103491783 Missense_Mutation SNP C T 15 116 c.886G>A c.(886-888)GCA>ACA p.A296T

Pat_63 Post-Resistance AMY2B 280 37 1 104122112 104122112 Missense_Mutation SNP C T 20 296 c.1526C>T c.(1525-1527)TCT>TTT p.S509F

Pat_63 Post-Resistance KIAA1324 57535 37 1 109734455 109734455 Nonsense_Mutation SNP G A 39 203 c.1653G>A c.(1651-1653)TGG>TGA p.W551*

Pat_63 Post-Resistance LRIG2 9860 37 1 113650322 113650322 Missense_Mutation SNP C T 23 129 c.1420C>T c.(1420-1422)CCT>TCT p.P474S

Pat_63 Post-Resistance ADAM30 11085 37 1 120437464 120437464 Missense_Mutation SNP C T 6 35 c.1496G>A c.(1495-1497)GGG>GAG p.G499E

Pat_63 Post-Resistance VPS45 11311 37 1 150039942 150039942 Missense_Mutation SNP T C 51 230 c.28T>C c.(28-30)TAC>CAC p.Y10H

Pat_63 Post-Resistance C1orf54 79630 37 1 150249023 150249023 Missense_Mutation SNP C T 20 131 c.283C>T c.(283-285)CCA>TCA p.P95S



Pat_63 Post-Resistance MCL1 4170 37 1 150550844 150550844 Missense_Mutation SNP C T 14 128 c.812G>A c.(811-813)GGT>GAT p.G271D

Pat_63 Post-Resistance CTSK 1513 37 1 150772043 150772043 Missense_Mutation SNP G A 17 108 c.761C>T c.(760-762)ACC>ATC p.T254I

Pat_63 Post-Resistance PRUNE 58497 37 1 150990336 150990336 Missense_Mutation SNP G A 5 99 c.88G>A c.(88-90)GAC>AAC p.D30N

Pat_63 Post-Resistance POGZ 23126 37 1 151413403 151413403 Splice_Site SNP C T 29 170 c.283_splice c.e3+1 p.A95_splice

Pat_63 Post-Resistance HRNR 388697 37 1 152191227 152191227 Missense_Mutation SNP G A 10 443 c.2878C>T c.(2878-2880)CAC>TAC p.H960Y

Pat_63 Post-Resistance FLG 2312 37 1 152285655 152285655 Missense_Mutation SNP T A 79 442 c.1707A>T c.(1705-1707)AGA>AGT p.R569S

Pat_63 Post-Resistance ILF2 3608 37 1 153640049 153640049 Missense_Mutation SNP G A 88 683 c.376C>T c.(376-378)CTC>TTC p.L126F

Pat_63 Post-Resistance SLC27A3 11000 37 1 153748460 153748460 Missense_Mutation SNP C T 4 14 c.628C>T c.(628-630)CCT>TCT p.P210S

Pat_63 Post-Resistance PBXIP1 57326 37 1 154923773 154923773 Missense_Mutation SNP C T 4 40 c.344G>A c.(343-345)GGA>GAA p.G115E

Pat_63 Post-Resistance PYGO2 90780 37 1 154931322 154931322 Missense_Mutation SNP G A 19 111 c.1154C>T c.(1153-1155)ACC>ATC p.T385I

Pat_63 Post-Resistance ADAM15 8751 37 1 155030907 155030907 Missense_Mutation SNP G A 15 53 c.1907G>A c.(1906-1908)GGC>GAC p.G636D

Pat_63 Post-Resistance TRIM46 80128 37 1 155156442 155156442 Missense_Mutation SNP C T 10 50 c.2056C>T c.(2056-2058)CCC>TCC p.P686S

Pat_63 Post-Resistance MEF2D 4209 37 1 156437844 156437844 Missense_Mutation SNP G A 18 56 c.1495C>T c.(1495-1497)CCA>TCA p.P499S

Pat_63 Post-Resistance HAPLN2 60484 37 1 156593883 156593883 Missense_Mutation SNP G A 14 50 c.370G>A c.(370-372)GGC>AGC p.G124S

Pat_63 Post-Resistance NES 10763 37 1 156640757 156640757 Missense_Mutation SNP C T 13 66 c.3223G>A c.(3223-3225)GGT>AGT p.G1075S

Pat_63 Post-Resistance FCER1G 2207 37 1 161187838 161187838 Missense_Mutation SNP G A 52 373 c.112G>A c.(112-114)GTC>ATC p.V38I

Pat_63 Post-Resistance C1orf111 284680 37 1 162345157 162345157 Missense_Mutation SNP C T 15 157 c.140G>A c.(139-141)AGC>AAC p.S47N

Pat_63 Post-Resistance LRRC52 440699 37 1 165532853 165532853 Missense_Mutation SNP A G 10 41 c.734A>G c.(733-735)TAC>TGC p.Y245C

Pat_63 Post-Resistance FAM78B 149297 37 1 166039944 166039944 Missense_Mutation SNP G A 10 78 c.320C>T c.(319-321)TCA>TTA p.S107L

Pat_63 Post-Resistance F5 2153 37 1 169498889 169498889 Nonsense_Mutation SNP C T 12 68 c.5376G>A c.(5374-5376)TGG>TGA p.W1792*

Pat_63 Post-Resistance BAT2L2 23215 37 1 171553238 171553238 Missense_Mutation SNP C T 39 426 c.7547C>T c.(7546-7548)ACT>ATT p.T2516I

Pat_63 Post-Resistance KLHL20 27252 37 1 173735353 173735353 Missense_Mutation SNP G A 23 207 c.1220G>A c.(1219-1221)GGT>GAT p.G407D

Pat_63 Post-Resistance CACNA1E 777 37 1 181695261 181695261 Missense_Mutation SNP G A 12 53 c.2203G>A c.(2203-2205)GTC>ATC p.V735I

Pat_63 Post-Resistance CACNA1E 777 37 1 181741281 181741281 Missense_Mutation SNP C T 24 238 c.5053C>T c.(5053-5055)CCA>TCA p.P1685S

Pat_63 Post-Resistance DHX9 1660 37 1 182827344 182827344 Missense_Mutation SNP C T 12 115 c.779C>T c.(778-780)TCC>TTC p.S260F

Pat_63 Post-Resistance HMCN1 83872 37 1 185966567 185966567 Missense_Mutation SNP C T 9 99 c.3785C>T c.(3784-3786)CCC>CTC p.P1262L

Pat_63 Post-Resistance TROVE2 6738 37 1 193046127 193046127 Missense_Mutation SNP C T 7 78 c.1033C>T c.(1033-1035)CCT>TCT p.P345S

Pat_63 Post-Resistance TROVE2 6738 37 1 193051364 193051364 Missense_Mutation SNP G A 19 237 c.1252G>A c.(1252-1254)GAA>AAA p.E418K

Pat_63 Post-Resistance CFH 3075 37 1 196684819 196684819 Missense_Mutation SNP G A 49 500 c.1616G>A c.(1615-1617)GGT>GAT p.G539D

Pat_63 Post-Resistance CFHR5 81494 37 1 196971669 196971669 Missense_Mutation SNP C T 5 137 c.1205C>T c.(1204-1206)ACA>ATA p.T402I

Pat_63 Post-Resistance CRB1 23418 37 1 197391087 197391087 Splice_Site SNP G A 5 58 c.2128_splice c.e6+1 p.E710_splice

Pat_63 Post-Resistance CAMSAP1L1 23271 37 1 200813939 200813939 Missense_Mutation SNP C T 15 167 c.1084C>T c.(1084-1086)CCT>TCT p.P362S

Pat_63 Post-Resistance CSRP1 1465 37 1 201454498 201454498 Missense_Mutation SNP G A 8 164 c.418C>T c.(418-420)CAT>TAT p.H140Y

Pat_63 Post-Resistance RNPEP 6051 37 1 201958551 201958551 Nonsense_Mutation SNP G A 13 129 c.629G>A c.(628-630)TGG>TAG p.W210*

Pat_63 Post-Resistance FMOD 2331 37 1 203317046 203317046 Missense_Mutation SNP G A 4 52 c.353C>T c.(352-354)ACC>ATC p.T118I

Pat_63 Post-Resistance PRELP 5549 37 1 203453159 203453159 Missense_Mutation SNP C T 30 216 c.847C>T c.(847-849)CTC>TTC p.L283F

Pat_63 Post-Resistance SOX13 9580 37 1 204082042 204082042 Splice_Site SNP G A 5 55 c.0_splice c.e2-1

Pat_63 Post-Resistance PPP1R15B 84919 37 1 204375346 204375346 Missense_Mutation SNP G T 5 209 c.2016C>A c.(2014-2016)TTC>TTA p.F672L

Pat_63 Post-Resistance PIK3C2B 5287 37 1 204410598 204410598 Splice_Site SNP C T 15 101 c.3249_splice c.e22+1 p.K1083_splice

Pat_63 Post-Resistance DSTYK 25778 37 1 205131210 205131210 Missense_Mutation SNP G A 5 89 c.1772C>T c.(1771-1773)ACT>ATT p.T591I

Pat_63 Post-Resistance ELK4 2005 37 1 205589507 205589507 Missense_Mutation SNP G T 5 95 c.667C>A c.(667-669)CAA>AAA p.Q223K

Pat_63 Post-Resistance C1orf186 440712 37 1 206240153 206240153 Missense_Mutation SNP C T 6 302 c.299G>A c.(298-300)AGT>AAT p.S100N

Pat_63 Post-Resistance PIGR 5284 37 1 207112463 207112463 Splice_Site SNP C T 7 62 c.388_splice c.e3+1 p.G130_splice

Pat_63 Post-Resistance FCAMR 83953 37 1 207139134 207139134 Missense_Mutation SNP C T 5 37 c.239G>A c.(238-240)AGG>AAG p.R80K

Pat_63 Post-Resistance C4BPA 722 37 1 207317325 207317325 Missense_Mutation SNP C T 9 111 c.1607C>T c.(1606-1608)CCC>CTC p.P536L

Pat_63 Post-Resistance CAMK1G 57172 37 1 209783243 209783243 Missense_Mutation SNP T C 23 197 c.796T>C c.(796-798)TAC>CAC p.Y266H

Pat_63 Post-Resistance RCOR3 55758 37 1 211451577 211451577 Missense_Mutation SNP G A 44 458 c.461G>A c.(460-462)GGT>GAT p.G154D



Pat_63 Post-Resistance LPGAT1 9926 37 1 211956814 211956814 Missense_Mutation SNP G A 14 176 c.484C>T c.(484-486)CTT>TTT p.L162F

Pat_63 Post-Resistance TP53BP2 7159 37 1 223983921 223983921 Missense_Mutation SNP G A 27 222 c.2320C>T c.(2320-2322)CCA>TCA p.P774S

Pat_63 Post-Resistance TMEM63A 9725 37 1 226048620 226048620 Missense_Mutation SNP C T 22 254 c.1163G>A c.(1162-1164)AGG>AAG p.R388K

Pat_63 Post-Resistance ITPKB 3707 37 1 226924475 226924475 Nonsense_Mutation SNP G A 12 154 c.685C>T c.(685-687)CAG>TAG p.Q229*

Pat_63 Post-Resistance ITPKB 3707 37 1 226924849 226924849 Missense_Mutation SNP C T 4 13 c.311G>A c.(310-312)GGT>GAT p.G104D

Pat_63 Post-Resistance OBSCN 84033 37 1 228462389 228462389 Missense_Mutation SNP G A 5 28 c.5800G>A c.(5800-5802)GAC>AAC p.D1934N

Pat_63 Post-Resistance OBSCN 84033 37 1 228494809 228494809 Missense_Mutation SNP C T 5 68 c.12134C>T c.(12133-12135)GCG>GTG p.A4045V

Pat_63 Post-Resistance SIPA1L2 57568 37 1 232649767 232649767 Missense_Mutation SNP C T 14 206 c.1319G>A c.(1318-1320)TGC>TAC p.C440Y

Pat_63 Post-Resistance IRF2BP2 359948 37 1 234745135 234745135 Missense_Mutation SNP C T 4 115 c.106G>A c.(106-108)GTC>ATC p.V36I

Pat_63 Post-Resistance TBCE 6905 37 1 235605152 235605152 Missense_Mutation SNP G A 10 95 c.1294G>A c.(1294-1296)GAA>AAA p.E432K

Pat_63 Post-Resistance MTR 4548 37 1 237026793 237026793 Missense_Mutation SNP G A 11 140 c.2344G>A c.(2344-2346)GGC>AGC p.G782S

Pat_63 Post-Resistance OPN3 23596 37 1 241761158 241761158 Missense_Mutation SNP C T 8 431 c.835G>A c.(835-837)GTT>ATT p.V279I

Pat_63 Post-Resistance C1orf101 257044 37 1 244627218 244627218 Missense_Mutation SNP C T 38 277 c.74C>T c.(73-75)ACT>ATT p.T25I

Pat_63 Post-Resistance TFB2M 64216 37 1 246707935 246707935 Missense_Mutation SNP G A 4 65 c.907C>T c.(907-909)CCT>TCT p.P303S

Pat_63 Post-Resistance AHCTF1 25909 37 1 247013364 247013364 Missense_Mutation SNP G A 10 141 c.5944C>T c.(5944-5946)CCA>TCA p.P1982S

Pat_63 Post-Resistance OR11L1 391189 37 1 248004661 248004661 Missense_Mutation SNP C T 26 186 c.538G>A c.(538-540)GAC>AAC p.D180N

Pat_63 Post-Resistance OR2L1P 26247 37 1 248154363 248154363 Missense_Mutation SNP G A 30 177 c.551G>A c.(550-552)CGA>CAA p.R184Q

Pat_63 Post-Resistance SH3BP5L 80851 37 1 249110735 249110735 Missense_Mutation SNP C T 14 124 c.373G>A c.(373-375)GAG>AAG p.E125K

Pat_63 Post-Resistance NET1 10276 37 10 5494819 5494819 Splice_Site SNP A G 6 120 c.532_splice c.e6-2 p.A178_splice

Pat_63 Post-Resistance PHYH 5264 37 10 13320333 13320333 Nonsense_Mutation SNP G A 17 42 c.985C>T c.(985-987)CGA>TGA p.R329*

Pat_63 Post-Resistance CUBN 8029 37 10 16877012 16877012 Splice_Site SNP C T 12 39 c.10362_splice c.e64+1 p.E3454_splice

Pat_63 Post-Resistance TRDMT1 1787 37 10 17210859 17210859 Missense_Mutation SNP G A 13 34 c.232C>T c.(232-234)CCC>TCC p.P78S

Pat_63 Post-Resistance VIM 7431 37 10 17279238 17279238 Missense_Mutation SNP G A 11 32 c.1369G>A c.(1369-1371)GAA>AAA p.E457K

Pat_63 Post-Resistance GPR158 57512 37 10 25464645 25464645 Missense_Mutation SNP G A 16 38 c.296G>A c.(295-297)TGC>TAC p.C99Y

Pat_63 Post-Resistance KIF5B 3799 37 10 32326235 32326235 Missense_Mutation SNP C T 8 51 c.658G>A c.(658-660)GAA>AAA p.E220K

Pat_63 Post-Resistance ANKRD30A 91074 37 10 37430754 37430754 Missense_Mutation SNP T C 5 25 c.761T>C c.(760-762)GTG>GCG p.V254A

Pat_63 Post-Resistance EGR2 1959 37 10 64573491 64573491 Missense_Mutation SNP C T 3 18 c.907G>A c.(907-909)GCA>ACA p.A303T

Pat_63 Post-Resistance PPP3CB 5532 37 10 75255581 75255581 Missense_Mutation SNP C T 12 19 c.67G>A c.(67-69)GCT>ACT p.A23T

Pat_63 Post-Resistance SFTPA2 729238 37 10 81317129 81317129 Missense_Mutation SNP G A 24 93 c.583C>T c.(583-585)CCT>TCT p.P195S

Pat_63 Post-Resistance GHITM 27069 37 10 85912061 85912061 Missense_Mutation SNP G A 8 41 c.995G>A c.(994-996)CGA>CAA p.R332Q

Pat_63 Post-Resistance PI4K2A 55361 37 10 99344579 99344579 Missense_Mutation SNP C T 4 84 c.119C>T c.(118-120)CCC>CTC p.P40L

Pat_63 Post-Resistance SEMA4G 57715 37 10 102739693 102739693 Missense_Mutation SNP G A 33 93 c.1072G>A c.(1072-1074)GGT>AGT p.G358S

Pat_63 Post-Resistance GBF1 8729 37 10 104130485 104130485 Nonsense_Mutation SNP G A 32 140 c.3525G>A c.(3523-3525)TGG>TGA p.W1175*

Pat_63 Post-Resistance NT5C2 22978 37 10 104857092 104857092 Missense_Mutation SNP C T 29 117 c.727G>A c.(727-729)GGG>AGG p.G243R

Pat_63 Post-Resistance MXI1 4601 37 10 111987992 111987992 Missense_Mutation SNP C T 8 115 c.119C>T c.(118-120)CCC>CTC p.P40L

Pat_63 Post-Resistance SMC3 9126 37 10 112337630 112337630 Missense_Mutation SNP G A 5 41 c.308G>A c.(307-309)GGT>GAT p.G103D

Pat_63 Post-Resistance FAM160B1 57700 37 10 116602881 116602881 Missense_Mutation SNP A G 34 90 c.712A>G c.(712-714)AGC>GGC p.S238G

Pat_63 Post-Resistance PRDX3 10935 37 10 120933248 120933248 Splice_Site SNP C T 29 72 c.447_splice c.e4+1 p.K149_splice

Pat_63 Post-Resistance SEC23IP 11196 37 10 121663758 121663758 Missense_Mutation SNP C T 5 36 c.1070C>T c.(1069-1071)CCC>CTC p.P357L

Pat_63 Post-Resistance ZRANB1 54764 37 10 126631551 126631551 Nonsense_Mutation SNP G A 12 74 c.489G>A c.(487-489)TGG>TGA p.W163*

Pat_63 Post-Resistance MGMT 4255 37 10 131334559 131334559 Missense_Mutation SNP C T 12 46 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_63 Post-Resistance LRDD 55367 37 11 799383 799383 Missense_Mutation SNP C T 6 125 c.2657G>A c.(2656-2658)CGC>CAC p.R886H

Pat_63 Post-Resistance LOC338651 338651 37 11 1619077 1619077 Nonsense_Mutation SNP G A 67 347 c.177G>A c.(175-177)TGG>TGA p.W59*

Pat_63 Post-Resistance TSSC4 10078 37 11 2424477 2424477 Missense_Mutation SNP C T 21 102 c.614C>T c.(613-615)CCC>CTC p.P205L

Pat_63 Post-Resistance OSBPL5 114879 37 11 3147774 3147774 Missense_Mutation SNP C T 4 15 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_63 Post-Resistance OR52I1 390037 37 11 4616214 4616214 Missense_Mutation SNP C T 21 129 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_63 Post-Resistance OR52E4 390081 37 11 5906196 5906196 Missense_Mutation SNP C T 17 181 c.674C>T c.(673-675)GCT>GTT p.A225V



Pat_63 Post-Resistance OR2D3 120775 37 11 6942752 6942752 Missense_Mutation SNP G A 9 63 c.520G>A c.(520-522)GTA>ATA p.V174I

Pat_63 Post-Resistance NLRP14 338323 37 11 7060086 7060086 Missense_Mutation SNP G A 8 40 c.269G>A c.(268-270)AGA>AAA p.R90K

Pat_63 Post-Resistance SCUBE2 57758 37 11 9051436 9051436 Missense_Mutation SNP C T 26 136 c.2411G>A c.(2410-2412)TGT>TAT p.C804Y

Pat_63 Post-Resistance COPB1 1315 37 11 14480232 14480232 Missense_Mutation SNP G A 18 111 c.2648C>T c.(2647-2649)GCC>GTC p.A883V

Pat_63 Post-Resistance PIK3C2A 5286 37 11 17121459 17121459 Missense_Mutation SNP C T 22 77 c.4066G>A c.(4066-4068)GAT>AAT p.D1356N

Pat_63 Post-Resistance LDHC 3948 37 11 18456416 18456416 Missense_Mutation SNP C T 29 121 c.548C>T c.(547-549)ACA>ATA p.T183I

Pat_63 Post-Resistance DEPDC7 91614 37 11 33047402 33047402 Missense_Mutation SNP C T 22 93 c.271C>T c.(271-273)CCT>TCT p.P91S

Pat_63 Post-Resistance HIPK3 10114 37 11 33375055 33375055 Missense_Mutation SNP C T 52 222 c.3589C>T c.(3589-3591)CCT>TCT p.P1197S

Pat_63 Post-Resistance ABTB2 25841 37 11 34378434 34378434 Missense_Mutation SNP C T 8 20 c.139G>A c.(139-141)GCC>ACC p.A47T

Pat_63 Post-Resistance PRDM11 56981 37 11 45204465 45204465 Missense_Mutation SNP C T 9 57 c.379C>T c.(379-381)CCG>TCG p.P127S

Pat_63 Post-Resistance PRDM11 56981 37 11 45204546 45204546 Missense_Mutation SNP G A 14 47 c.460G>A c.(460-462)GTC>ATC p.V154I

Pat_63 Post-Resistance CRY2 1408 37 11 45892480 45892480 Missense_Mutation SNP G A 3 27 c.1700G>A c.(1699-1701)AGT>AAT p.S567N

Pat_63 Post-Resistance ZNF408 79797 37 11 46726859 46726859 Missense_Mutation SNP C T 12 40 c.1609C>T c.(1609-1611)CCT>TCT p.P537S

Pat_63 Post-Resistance LRP4 4038 37 11 46921498 46921498 Missense_Mutation SNP G A 18 107 c.346C>T c.(346-348)CCC>TCC p.P116S

Pat_63 Post-Resistance ACP2 53 37 11 47269238 47269238 Missense_Mutation SNP C T 20 105 c.251G>A c.(250-252)CGG>CAG p.R84Q

Pat_63 Post-Resistance MADD 8567 37 11 47297562 47297562 Missense_Mutation SNP C T 5 48 c.772C>T c.(772-774)CCA>TCA p.P258S

Pat_63 Post-Resistance P2RX3 5024 37 11 57116162 57116162 Missense_Mutation SNP C T 11 76 c.547C>T c.(547-549)CTC>TTC p.L183F

Pat_63 Post-Resistance SLC43A1 8501 37 11 57263580 57263580 Missense_Mutation SNP C T 16 87 c.616G>A c.(616-618)GCC>ACC p.A206T

Pat_63 Post-Resistance OR5A2 219981 37 11 59189727 59189727 Missense_Mutation SNP C T 20 37 c.700G>A c.(700-702)GGT>AGT p.G234S

Pat_63 Post-Resistance DAK 26007 37 11 61113947 61113947 Missense_Mutation SNP G A 42 166 c.1700G>A c.(1699-1701)CGG>CAG p.R567Q

Pat_63 Post-Resistance UBXN1 51035 37 11 62446073 62446073 Nonsense_Mutation SNP C T 15 67 c.114G>A c.(112-114)TGG>TGA p.W38*

Pat_63 Post-Resistance FLRT1 23769 37 11 63884605 63884605 Missense_Mutation SNP C T 3 21 c.866C>T c.(865-867)ACG>ATG p.T289M

Pat_63 Post-Resistance ATG2A 23130 37 11 64678631 64678631 Missense_Mutation SNP G A 7 44 c.1345C>T c.(1345-1347)CCT>TCT p.P449S

Pat_63 Post-Resistance SIPA1 6494 37 11 65408909 65408909 Missense_Mutation SNP G A 20 64 c.517G>A c.(517-519)GGT>AGT p.G173S

Pat_63 Post-Resistance RELA 5970 37 11 65422003 65422003 Missense_Mutation SNP G A 15 79 c.1502C>T c.(1501-1503)ACT>ATT p.T501I

Pat_63 Post-Resistance TMEM151A 256472 37 11 66062037 66062037 Missense_Mutation SNP C T 14 49 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_63 Post-Resistance ZDHHC24 254359 37 11 66311411 66311411 Missense_Mutation SNP C T 4 92 c.323G>A c.(322-324)GGA>GAA p.G108E

Pat_63 Post-Resistance LRP5 4041 37 11 68115540 68115540 Missense_Mutation SNP G A 33 121 c.317G>A c.(316-318)GGC>GAC p.G106D

Pat_63 Post-Resistance ANO1 55107 37 11 69933975 69933975 Missense_Mutation SNP A G 3 14 c.226A>G c.(226-228)AAC>GAC p.N76D

Pat_63 Post-Resistance FADD 8772 37 11 70049812 70049812 Missense_Mutation SNP G A 6 22 c.247G>A c.(247-249)GAG>AAG p.E83K

Pat_63 Post-Resistance DEFB108B 245911 37 11 71548594 71548594 Missense_Mutation SNP C T 16 98 c.208C>T c.(208-210)CCC>TCC p.P70S

Pat_63 Post-Resistance SLCO2B1 11309 37 11 74911414 74911414 Missense_Mutation SNP C T 29 167 c.1745C>T c.(1744-1746)TCC>TTC p.S582F

Pat_63 Post-Resistance KLHL35 283212 37 11 75134816 75134816 Missense_Mutation SNP C T 23 204 c.823G>A c.(823-825)GGG>AGG p.G275R

Pat_63 Post-Resistance TAF1D 79101 37 11 93471381 93471381 Missense_Mutation SNP G A 17 120 c.353C>T c.(352-354)TCA>TTA p.S118L

Pat_63 Post-Resistance CASP1 834 37 11 104899988 104899988 Missense_Mutation SNP G C 13 43 c.869C>G c.(868-870)CCT>CGT p.P290R

Pat_63 Post-Resistance ARHGAP20 57569 37 11 110450849 110450849 Missense_Mutation SNP G A 4 102 c.2821C>T c.(2821-2823)CCA>TCA p.P941S

Pat_63 Post-Resistance C11orf53 341032 37 11 111156756 111156756 Missense_Mutation SNP T C 16 66 c.688T>C c.(688-690)TAT>CAT p.Y230H

Pat_63 Post-Resistance DLAT 1737 37 11 111931864 111931864 Missense_Mutation SNP G A 5 69 c.1780G>A c.(1780-1782)GAG>AAG p.E594K

Pat_63 Post-Resistance ZW10 9183 37 11 113644382 113644382 Missense_Mutation SNP A G 16 54 c.7T>C c.(7-9)TCG>CCG p.S3P

Pat_63 Post-Resistance APOA4 337 37 11 116692023 116692023 Missense_Mutation SNP C T 5 25 c.751G>A c.(751-753)GAG>AAG p.E251K

Pat_63 Post-Resistance ABCG4 64137 37 11 119025271 119025271 Missense_Mutation SNP G A 3 15 c.526G>A c.(526-528)GTG>ATG p.V176M

Pat_63 Post-Resistance HSPA8 3312 37 11 122929825 122929825 Missense_Mutation SNP G A 64 277 c.1265C>T c.(1264-1266)ACC>ATC p.T422I

Pat_63 Post-Resistance WNK1 65125 37 12 988814 988814 Missense_Mutation SNP C T 15 258 c.2449C>T c.(2449-2451)CCA>TCA p.P817S

Pat_63 Post-Resistance WNK1 65125 37 12 994754 994754 Missense_Mutation SNP C T 33 504 c.4784C>T c.(4783-4785)CCC>CTC p.P1595L

Pat_63 Post-Resistance WNK1 65125 37 12 1003764 1003764 Missense_Mutation SNP G A 11 219 c.5546G>A c.(5545-5547)AGT>AAT p.S1849N

Pat_63 Post-Resistance ERC1 23085 37 12 1345990 1345990 Missense_Mutation SNP G A 4 71 c.2407G>A c.(2407-2409)GAA>AAA p.E803K

Pat_63 Post-Resistance ITFG2 55846 37 12 2930008 2930008 Missense_Mutation SNP C T 9 138 c.665C>T c.(664-666)CCT>CTT p.P222L



Pat_63 Post-Resistance FOXM1 2305 37 12 2977814 2977814 Missense_Mutation SNP C T 30 412 c.761G>A c.(760-762)AGG>AAG p.R254K

Pat_63 Post-Resistance VWF 7450 37 12 6100984 6100984 Splice_Site SNP C T 7 103 c.6798_splice c.e38+1 p.Q2266_splice

Pat_63 Post-Resistance VWF 7450 37 12 6161827 6161827 Missense_Mutation SNP G A 13 139 c.2068C>T c.(2068-2070)CCC>TCC p.P690S

Pat_63 Post-Resistance TAPBPL 55080 37 12 6566703 6566703 Missense_Mutation SNP G A 15 122 c.697G>A c.(697-699)GGC>AGC p.G233S

Pat_63 Post-Resistance ACRBP 84519 37 12 6753756 6753756 Missense_Mutation SNP G A 9 53 c.491C>T c.(490-492)ACC>ATC p.T164I

Pat_63 Post-Resistance ATN1 1822 37 12 7048025 7048025 Missense_Mutation SNP G A 17 73 c.2899G>A c.(2899-2901)GGC>AGC p.G967S

Pat_63 Post-Resistance CD163L1 283316 37 12 7522160 7522160 Missense_Mutation SNP C T 21 135 c.3832G>A c.(3832-3834)GCC>ACC p.A1278T

Pat_63 Post-Resistance MFAP5 8076 37 12 8800727 8800727 Missense_Mutation SNP G A 6 58 c.482C>T c.(481-483)CCC>CTC p.P161L

Pat_63 Post-Resistance A2ML1 144568 37 12 9010549 9010549 Missense_Mutation SNP G A 6 191 c.3115G>A c.(3115-3117)GCG>ACG p.A1039T

Pat_63 Post-Resistance CD69 969 37 12 9907229 9907229 Missense_Mutation SNP G A 54 316 c.445C>T c.(445-447)CCT>TCT p.P149S

Pat_63 Post-Resistance TAS2R31 259290 37 12 11183789 11183789 Missense_Mutation SNP G A 20 167 c.146C>T c.(145-147)ACT>ATT p.T49I

Pat_63 Post-Resistance PRB2 653247 37 12 11546300 11546300 Missense_Mutation SNP G A 32 284 c.712C>T c.(712-714)CCT>TCT p.P238S

Pat_63 Post-Resistance SLCO1C1 53919 37 12 20903666 20903666 Nonsense_Mutation SNP G A 14 100 c.1856G>A c.(1855-1857)TGG>TAG p.W619*

Pat_63 Post-Resistance LDHB 3945 37 12 21788541 21788541 Missense_Mutation SNP C T 11 153 c.940G>A c.(940-942)GTT>ATT p.V314I

Pat_63 Post-Resistance KCNJ8 3764 37 12 21926460 21926460 Missense_Mutation SNP G A 10 41 c.91C>T c.(91-93)CTC>TTC p.L31F

Pat_63 Post-Resistance SOX5 6660 37 12 23728637 23728637 Missense_Mutation SNP G A 25 128 c.1300C>T c.(1300-1302)CCA>TCA p.P434S

Pat_63 Post-Resistance RASSF8 11228 37 12 26220590 26220590 Missense_Mutation SNP C T 4 116 c.1082C>T c.(1081-1083)ACC>ATC p.T361I

Pat_63 Post-Resistance ITPR2 3709 37 12 26540435 26540435 Missense_Mutation SNP C T 5 129 c.7789G>A c.(7789-7791)GTC>ATC p.V2597I

Pat_63 Post-Resistance ITPR2 3709 37 12 26553089 26553089 Missense_Mutation SNP C T 9 394 c.7502G>A c.(7501-7503)GGG>GAG p.G2501E

Pat_63 Post-Resistance C12orf35 55196 37 12 32137253 32137253 Missense_Mutation SNP G A 10 61 c.3364G>A c.(3364-3366)GAT>AAT p.D1122N

Pat_63 Post-Resistance SYT10 341359 37 12 33592329 33592330 Missense_Mutation DNP GC AT 7 97 c.128_129GC>AT c.(127-129)GGC>GAT p.G43D

Pat_63 Post-Resistance PDZRN4 29951 37 12 41966989 41966989 Missense_Mutation SNP G A 37 129 c.1811G>A c.(1810-1812)AGC>AAC p.S604N

Pat_63 Post-Resistance MLL2 8085 37 12 49415914 49415914 Missense_Mutation SNP G A 15 377 c.16433C>T c.(16432-16434)GCC>GTC p.A5478V

Pat_63 Post-Resistance TROAP 10024 37 12 49724535 49724535 Missense_Mutation SNP G A 6 29 c.1907G>A c.(1906-1908)TGC>TAC p.C636Y

Pat_63 Post-Resistance KRT6A 3853 37 12 52881586 52881586 Missense_Mutation SNP C T 8 40 c.1613G>A c.(1612-1614)GGC>GAC p.G538D

Pat_63 Post-Resistance KRT3 3850 37 12 53185132 53185132 Nonsense_Mutation SNP G A 10 36 c.1393C>T c.(1393-1395)CAA>TAA p.Q465*

Pat_63 Post-Resistance SOAT2 8435 37 12 53499774 53499774 Missense_Mutation SNP C T 37 49 c.419C>T c.(418-420)GCC>GTC p.A140V

Pat_63 Post-Resistance AAAS 8086 37 12 53709555 53709555 Missense_Mutation SNP C T 9 18 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_63 Post-Resistance AMHR2 269 37 12 53819671 53819671 Missense_Mutation SNP G A 6 32 c.820G>A c.(820-822)GGG>AGG p.G274R

Pat_63 Post-Resistance TARBP2 6895 37 12 53899601 53899601 Missense_Mutation SNP G A 18 32 c.910G>A c.(910-912)GAG>AAG p.E304K

Pat_63 Post-Resistance CALCOCO1 57658 37 12 54115369 54115369 Missense_Mutation SNP C T 125 299 c.640G>A c.(640-642)GAA>AAA p.E214K

Pat_63 Post-Resistance HOXC13 3229 37 12 54332778 54332778 Missense_Mutation SNP G A 2 3 c.88G>A c.(88-90)GGC>AGC p.G30S

Pat_63 Post-Resistance ERBB3 2065 37 12 56492545 56492545 Missense_Mutation SNP G A 9 243 c.2695G>A c.(2695-2697)GTG>ATG p.V899M

Pat_63 Post-Resistance MIP 4284 37 12 56846917 56846917 Missense_Mutation SNP C T 17 50 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_63 Post-Resistance STAC3 246329 37 12 57642515 57642515 Missense_Mutation SNP C T 15 660 c.406G>A c.(406-408)GAA>AAA p.E136K

Pat_63 Post-Resistance C12orf26 84190 37 12 82796774 82796774 Missense_Mutation SNP G A 11 35 c.1144G>A c.(1144-1146)GTG>ATG p.V382M

Pat_63 Post-Resistance APAF1 317 37 12 99119296 99119296 Missense_Mutation SNP G A 28 147 c.3434G>A c.(3433-3435)GGA>GAA p.G1145E

Pat_63 Post-Resistance UTP20 27340 37 12 101750455 101750455 Nonsense_Mutation SNP G T 6 21 c.5518G>T c.(5518-5520)GAA>TAA p.E1840*

Pat_63 Post-Resistance PWP1 11137 37 12 108082571 108082571 Missense_Mutation SNP G A 4 19 c.311G>A c.(310-312)GGT>GAT p.G104D

Pat_63 Post-Resistance SELPLG 6404 37 12 109017693 109017693 Missense_Mutation SNP C T 7 121 c.391G>A c.(391-393)GCA>ACA p.A131T

Pat_63 Post-Resistance RAD9B 144715 37 12 110960110 110960110 Missense_Mutation SNP A T 6 18 c.1019A>T c.(1018-1020)AAC>ATC p.N340I

Pat_63 Post-Resistance PPP1CC 5501 37 12 111159983 111159983 Missense_Mutation SNP C T 11 83 c.839G>A c.(838-840)GGT>GAT p.G280D

Pat_63 Post-Resistance OAS1 4938 37 12 113346593 113346593 Missense_Mutation SNP G A 29 84 c.433G>A c.(433-435)GTG>ATG p.V145M

Pat_63 Post-Resistance CAMKK2 10645 37 12 121698149 121698149 Missense_Mutation SNP C T 3 10 c.769G>A c.(769-771)GAC>AAC p.D257N

Pat_63 Post-Resistance RIMBP2 23504 37 12 130884256 130884256 Nonsense_Mutation SNP G A 4 78 c.3100C>T c.(3100-3102)CAA>TAA p.Q1034*

Pat_63 Post-Resistance RIMBP2 23504 37 12 130929756 130929756 Missense_Mutation SNP C T 9 38 c.589G>A c.(589-591)GGA>AGA p.G197R

Pat_63 Post-Resistance EFHA1 221154 37 13 22141013 22141013 Missense_Mutation SNP G A 4 35 c.281C>T c.(280-282)TCT>TTT p.S94F



Pat_63 Post-Resistance SACS 26278 37 13 23930068 23930068 Missense_Mutation SNP C T 14 58 c.683G>A c.(682-684)GGC>GAC p.G228D

Pat_63 Post-Resistance STARD13 90627 37 13 33692388 33692388 Missense_Mutation SNP G A 21 129 c.2095C>T c.(2095-2097)CGC>TGC p.R699C

Pat_63 Post-Resistance KBTBD7 84078 37 13 41766524 41766524 Missense_Mutation SNP C T 7 261 c.1870G>A c.(1870-1872)GAA>AAA p.E624K

Pat_63 Post-Resistance AKAP11 11215 37 13 42872909 42872909 Missense_Mutation SNP G A 8 100 c.592G>A c.(592-594)GAG>AAG p.E198K

Pat_63 Post-Resistance NUFIP1 26747 37 13 45533675 45533675 Missense_Mutation SNP C T 23 188 c.862G>A c.(862-864)GCA>ACA p.A288T

Pat_63 Post-Resistance ZC3H13 23091 37 13 46544092 46544092 Missense_Mutation SNP G A 4 82 c.2587C>T c.(2587-2589)CTC>TTC p.L863F

Pat_63 Post-Resistance ZC3H13 23091 37 13 46619557 46619557 Missense_Mutation SNP C T 70 389 c.86G>A c.(85-87)AGG>AAG p.R29K

Pat_63 Post-Resistance ITM2B 9445 37 13 48830352 48830352 Missense_Mutation SNP G A 14 80 c.286G>A c.(286-288)GAT>AAT p.D96N

Pat_63 Post-Resistance PIBF1 10464 37 13 73369696 73369696 Splice_Site SNP G A 6 53 c.552_splice c.e4+1 p.S184_splice

Pat_63 Post-Resistance MYCBP2 23077 37 13 77671760 77671760 Missense_Mutation SNP C T 14 63 c.9415G>A c.(9415-9417)GCT>ACT p.A3139T

Pat_63 Post-Resistance MYCBP2 23077 37 13 77699555 77699555 Missense_Mutation SNP C T 63 450 c.7819G>A c.(7819-7821)GTA>ATA p.V2607I

Pat_63 Post-Resistance ZIC5 85416 37 13 100617916 100617916 Missense_Mutation SNP C A 7 192 c.1707G>T c.(1705-1707)AGG>AGT p.R569S

Pat_63 Post-Resistance ATP11A 23250 37 13 113473682 113473682 Missense_Mutation SNP C T 32 142 c.635C>T c.(634-636)GCC>GTC p.A212V

Pat_63 Post-Resistance OR11H4 390442 37 14 20711678 20711678 Missense_Mutation SNP G A 42 201 c.728G>A c.(727-729)GGT>GAT p.G243D

Pat_63 Post-Resistance PARP2 10038 37 14 20819205 20819205 Splice_Site SNP G A 6 58 c.461_splice c.e6-1 p.V154_splice

Pat_63 Post-Resistance APEX1 328 37 14 20924219 20924219 Missense_Mutation SNP G C 3 106 c.205G>C c.(205-207)GTG>CTG p.V69L

Pat_63 Post-Resistance HNRNPC 3183 37 14 21699216 21699216 Missense_Mutation SNP G A 4 116 c.257C>T c.(256-258)GCA>GTA p.A86V

Pat_63 Post-Resistance MYH7 4625 37 14 23893358 23893358 Missense_Mutation SNP C T 5 37 c.2680G>A c.(2680-2682)GAA>AAA p.E894K

Pat_63 Post-Resistance MYH7 4625 37 14 23898454 23898454 Missense_Mutation SNP C T 41 220 c.1241G>A c.(1240-1242)GGG>GAG p.G414E

Pat_63 Post-Resistance FITM1 161247 37 14 24601766 24601766 Missense_Mutation SNP G A 3 60 c.613G>A c.(613-615)GCC>ACC p.A205T

Pat_63 Post-Resistance PSME2 5721 37 14 24614646 24614646 Missense_Mutation SNP G A 38 198 c.173C>T c.(172-174)ACT>ATT p.T58I

Pat_63 Post-Resistance RNF31 55072 37 14 24621031 24621031 Missense_Mutation SNP C T 48 126 c.1960C>T c.(1960-1962)CCC>TCC p.P654S

Pat_63 Post-Resistance GMPR2 51292 37 14 24706276 24706276 Splice_Site SNP G A 32 174 c.466_splice c.e6-1 p.A156_splice

Pat_63 Post-Resistance CIDEB 27141 37 14 24775705 24775705 Missense_Mutation SNP C T 63 246 c.211G>A c.(211-213)GGA>AGA p.G71R

Pat_63 Post-Resistance LTB4R2 56413 37 14 24779980 24779980 Missense_Mutation SNP G A 8 38 c.203G>A c.(202-204)GGC>GAC p.G68D

Pat_63 Post-Resistance SCFD1 23256 37 14 31169402 31169402 Missense_Mutation SNP C T 15 97 c.1348C>T c.(1348-1350)CCA>TCA p.P450S

Pat_63 Post-Resistance HEATR5A 25938 37 14 31782186 31782186 Missense_Mutation SNP G A 6 14 c.3550C>T c.(3550-3552)CTT>TTT p.L1184F

Pat_63 Post-Resistance SEC23A 10484 37 14 39565220 39565220 Missense_Mutation SNP C T 27 199 c.103G>A c.(103-105)GTT>ATT p.V35I

Pat_63 Post-Resistance PNN 5411 37 14 39645283 39645283 Missense_Mutation SNP C T 8 58 c.115C>T c.(115-117)CCC>TCC p.P39S

Pat_63 Post-Resistance FSCB 84075 37 14 44975229 44975229 Missense_Mutation SNP G A 6 28 c.962C>T c.(961-963)GCT>GTT p.A321V

Pat_63 Post-Resistance RPL10L 140801 37 14 47120617 47120617 Missense_Mutation SNP G A 17 81 c.323C>T c.(322-324)GCT>GTT p.A108V

Pat_63 Post-Resistance CDKL1 8814 37 14 50802857 50802857 Missense_Mutation SNP C T 4 26 c.2836G>A c.(2836-2838)GTA>ATA p.V946I

Pat_63 Post-Resistance KTN1 3895 37 14 56146298 56146298 Missense_Mutation SNP G A 8 54 c.3964G>A c.(3964-3966)GAG>AAG p.E1322K

Pat_63 Post-Resistance KIAA0586 9786 37 14 58934459 58934459 Missense_Mutation SNP C T 11 310 c.2033C>T c.(2032-2034)ACC>ATC p.T678I

Pat_63 Post-Resistance DAAM1 23002 37 14 59798636 59798636 Nonsense_Mutation SNP C T 13 85 c.1966C>T c.(1966-1968)CAG>TAG p.Q656*

Pat_63 Post-Resistance PPP2R5E 5529 37 14 63856340 63856340 Missense_Mutation SNP G A 4 41 c.1064C>T c.(1063-1065)CCC>CTC p.P355L

Pat_63 Post-Resistance SYNE2 23224 37 14 64493369 64493369 Missense_Mutation SNP G A 8 26 c.6325G>A c.(6325-6327)GCC>ACC p.A2109T

Pat_63 Post-Resistance SYNE2 23224 37 14 64686082 64686082 Missense_Mutation SNP C T 9 54 c.19745C>T c.(19744-19746)CCT>CTT p.P6582L

Pat_63 Post-Resistance AKAP5 9495 37 14 64935848 64935848 Nonsense_Mutation SNP C T 36 205 c.736C>T c.(736-738)CAA>TAA p.Q246*

Pat_63 Post-Resistance EXD2 55218 37 14 69707693 69707693 Missense_Mutation SNP G A 4 41 c.1367G>A c.(1366-1368)CGC>CAC p.R456H

Pat_63 Post-Resistance ACOT2 10965 37 14 74040241 74040241 Missense_Mutation SNP C T 26 97 c.793C>T c.(793-795)CTC>TTC p.L265F

Pat_63 Post-Resistance ZNF410 57862 37 14 74390131 74390131 Missense_Mutation SNP C T 13 78 c.1304C>T c.(1303-1305)TCT>TTT p.S435F

Pat_63 Post-Resistance FLVCR2 55640 37 14 76091096 76091096 Splice_Site SNP G A 6 51 c.952_splice c.e3+1 p.G318_splice

Pat_63 Post-Resistance C14orf118 55668 37 14 76668051 76668051 Nonsense_Mutation SNP G T 21 61 c.1306G>T c.(1306-1308)GAG>TAG p.E436*

Pat_63 Post-Resistance SNW1 22938 37 14 78217816 78217817 Missense_Mutation DNP CC AA 3 27 c.175_176GG>TT c.(175-177)GGA>TTA p.G59L

Pat_63 Post-Resistance ADCK1 57143 37 14 78365567 78365567 Missense_Mutation SNP T C 17 80 c.707T>C c.(706-708)GTG>GCG p.V236A

Pat_63 Post-Resistance NRXN3 9369 37 14 79933620 79933620 Missense_Mutation SNP G A 12 79 c.2200G>A c.(2200-2202)GCC>ACC p.A734T



Pat_63 Post-Resistance C14orf145 145508 37 14 81380683 81380683 Missense_Mutation SNP C T 24 155 c.217G>A c.(217-219)GCG>ACG p.A73T

Pat_63 Post-Resistance FLRT2 23768 37 14 86089009 86089009 Missense_Mutation SNP C T 32 178 c.1151C>T c.(1150-1152)CCC>CTC p.P384L

Pat_63 Post-Resistance GALC 2581 37 14 88414137 88414137 Missense_Mutation SNP C T 19 131 c.1424G>A c.(1423-1425)GGC>GAC p.G475D

Pat_63 Post-Resistance PTPN21 11099 37 14 88946502 88946502 Missense_Mutation SNP C T 6 33 c.1273G>A c.(1273-1275)GAC>AAC p.D425N

Pat_63 Post-Resistance PTPN21 11099 37 14 88963546 88963546 Splice_Site SNP C T 4 45 c.852_splice c.e9+1 p.T284_splice

Pat_63 Post-Resistance TTC7B 145567 37 14 91110419 91110419 Missense_Mutation SNP G A 36 256 c.1724C>T c.(1723-1725)GCC>GTC p.A575V

Pat_63 Post-Resistance SERPINA12 145264 37 14 94964729 94964729 Missense_Mutation SNP G T 13 54 c.6C>A c.(4-6)AAC>AAA p.N2K

Pat_63 Post-Resistance AK7 122481 37 14 96953362 96953362 Missense_Mutation SNP A G 14 83 c.2102A>G c.(2101-2103)AAC>AGC p.N701S

Pat_63 Post-Resistance MARK3 4140 37 14 103931956 103931956 Missense_Mutation SNP T A 18 87 c.603T>A c.(601-603)AAT>AAA p.N201K

Pat_63 Post-Resistance KLC1 3831 37 14 104129134 104129134 Missense_Mutation SNP T C 4 19 c.667T>C c.(667-669)TAC>CAC p.Y223H

Pat_63 Post-Resistance CRIP2 1397 37 14 105945540 105945540 Missense_Mutation SNP C T 24 64 c.485C>T c.(484-486)CCC>CTC p.P162L

Pat_63 Post-Resistance NIPA1 123606 37 15 23052593 23052593 Splice_Site SNP A G 9 233 c.478_splice c.e4+1 p.V160_splice

Pat_63 Post-Resistance MTMR10 54893 37 15 31283658 31283658 Missense_Mutation SNP G A 13 72 c.52C>T c.(52-54)CCG>TCG p.P18S

Pat_63 Post-Resistance OTUD7A 161725 37 15 31795984 31795984 Missense_Mutation SNP C T 8 71 c.910G>A c.(910-912)GAA>AAA p.E304K

Pat_63 Post-Resistance BAHD1 22893 37 15 40751819 40751819 Missense_Mutation SNP G A 9 100 c.1156G>A c.(1156-1158)GAG>AAG p.E386K

Pat_63 Post-Resistance BAHD1 22893 37 15 40758235 40758235 Missense_Mutation SNP G A 33 297 c.2249G>A c.(2248-2250)CGC>CAC p.R750H

Pat_63 Post-Resistance MGA 23269 37 15 41961589 41961589 Missense_Mutation SNP G A 60 372 c.497G>A c.(496-498)GGT>GAT p.G166D

Pat_63 Post-Resistance EHD4 30844 37 15 42211781 42211781 Missense_Mutation SNP C T 17 147 c.551G>A c.(550-552)AGG>AAG p.R184K

Pat_63 Post-Resistance TRPM7 54822 37 15 50866603 50866603 Missense_Mutation SNP C T 7 45 c.5176G>A c.(5176-5178)GAA>AAA p.E1726K

Pat_63 Post-Resistance CYP19A1 1588 37 15 51519975 51519975 Splice_Site SNP C T 14 79 c.451_splice c.e5+1 p.A151_splice

Pat_63 Post-Resistance LEO1 123169 37 15 52245461 52245461 Splice_Site SNP C T 10 72 c.1341_splice c.e8-1 p.S447_splice

Pat_63 Post-Resistance FAM63B 54629 37 15 59102428 59102428 Splice_Site SNP G A 24 149 c.964_splice c.e4-1 p.N322_splice

Pat_63 Post-Resistance SLTM 79811 37 15 59179448 59179448 Missense_Mutation SNP C T 13 99 c.2667G>A c.(2665-2667)ATG>ATA p.M889I

Pat_63 Post-Resistance MYO1E 4643 37 15 59430537 59430537 Missense_Mutation SNP G A 24 142 c.3110C>T c.(3109-3111)CCC>CTC p.P1037L

Pat_63 Post-Resistance SNX1 6642 37 15 64418401 64418401 Missense_Mutation SNP C T 15 88 c.634C>T c.(634-636)CCG>TCG p.P212S

Pat_63 Post-Resistance CILP 8483 37 15 65490577 65490577 Missense_Mutation SNP C T 21 89 c.2047G>A c.(2047-2049)GAC>AAC p.D683N

Pat_63 Post-Resistance C15orf44 81556 37 15 65892267 65892267 Missense_Mutation SNP C T 15 58 c.331G>A c.(331-333)GTT>ATT p.V111I

Pat_63 Post-Resistance SMAD6 4091 37 15 67073470 67073470 Missense_Mutation SNP G A 7 17 c.1088G>A c.(1087-1089)GGC>GAC p.G363D

Pat_63 Post-Resistance LBXCOR1 390598 37 15 68119394 68119394 Missense_Mutation SNP G A 6 28 c.1096G>A c.(1096-1098)GAC>AAC p.D366N

Pat_63 Post-Resistance FEM1B 10116 37 15 68582046 68582046 Missense_Mutation SNP C T 17 135 c.350C>T c.(349-351)ACC>ATC p.T117I

Pat_63 Post-Resistance MYO9A 4649 37 15 72142435 72142435 Missense_Mutation SNP G A 28 177 c.6655C>T c.(6655-6657)CGC>TGC p.R2219C

Pat_63 Post-Resistance PARP6 56965 37 15 72543552 72543552 Missense_Mutation SNP C T 12 128 c.1304G>A c.(1303-1305)AGC>AAC p.S435N

Pat_63 Post-Resistance CCDC33 80125 37 15 74623340 74623340 Missense_Mutation SNP G A 3 14 c.1564G>A c.(1564-1566)GAG>AAG p.E522K

Pat_63 Post-Resistance ARID3B 10620 37 15 74887991 74887991 Missense_Mutation SNP C T 9 27 c.1562C>T c.(1561-1563)ACG>ATG p.T521M

Pat_63 Post-Resistance EDC3 80153 37 15 74967464 74967464 Missense_Mutation SNP A C 88 470 c.2T>G c.(1-3)ATG>AGG p.M1R

Pat_63 Post-Resistance COX5A 9377 37 15 75216038 75216038 Missense_Mutation SNP C T 7 47 c.413G>A c.(412-414)GGA>GAA p.G138E

Pat_63 Post-Resistance NEIL1 79661 37 15 75647142 75647142 Missense_Mutation SNP G A 4 44 c.1085G>A c.(1084-1086)GGG>GAG p.G362E

Pat_63 Post-Resistance MAN2C1 4123 37 15 75654757 75654757 Missense_Mutation SNP C T 11 56 c.935G>A c.(934-936)GGC>GAC p.G312D

Pat_63 Post-Resistance SCAPER 49855 37 15 76726500 76726500 Missense_Mutation SNP G A 4 85 c.3230C>T c.(3229-3231)ACC>ATC p.T1077I

Pat_63 Post-Resistance CIB2 10518 37 15 78398202 78398202 Missense_Mutation SNP C T 24 89 c.421G>A c.(421-423)GAT>AAT p.D141N

Pat_63 Post-Resistance RASGRF1 5923 37 15 79272981 79272981 Missense_Mutation SNP G A 12 50 c.3523C>T c.(3523-3525)CTC>TTC p.L1175F

Pat_63 Post-Resistance FAH 2184 37 15 80460462 80460462 Missense_Mutation SNP G A 15 58 c.524G>A c.(523-525)AGG>AAG p.R175K

Pat_63 Post-Resistance MESDC2 23184 37 15 81274441 81274441 Missense_Mutation SNP C T 16 140 c.296G>A c.(295-297)AGC>AAC p.S99N

Pat_63 Post-Resistance ZSCAN2 54993 37 15 85164576 85164576 Missense_Mutation SNP C T 36 295 c.1150C>T c.(1150-1152)CAC>TAC p.H384Y

Pat_63 Post-Resistance ALPK3 57538 37 15 85411661 85411661 Missense_Mutation SNP G A 5 23 c.5698G>A c.(5698-5700)GGC>AGC p.G1900S

Pat_63 Post-Resistance SLC28A1 9154 37 15 85478378 85478378 Missense_Mutation SNP C T 16 100 c.1336C>T c.(1336-1338)CTC>TTC p.L446F

Pat_63 Post-Resistance C15orf42 90381 37 15 90126050 90126050 Missense_Mutation SNP G A 36 180 c.788G>A c.(787-789)GGA>GAA p.G263E



Pat_63 Post-Resistance TTLL13 440307 37 15 90794074 90794074 Missense_Mutation SNP C T 28 167 c.212C>T c.(211-213)ACA>ATA p.T71I

Pat_63 Post-Resistance SNRPA1 6627 37 15 101825189 101825189 Missense_Mutation SNP C T 49 489 c.692G>A c.(691-693)GGC>GAC p.G231D

Pat_63 Post-Resistance OR4F4 26682 37 15 102462385 102462385 Missense_Mutation SNP C T 9 668 c.878G>A c.(877-879)CGG>CAG p.R293Q

Pat_63 Post-Resistance RHBDF1 64285 37 16 113745 113745 Nonsense_Mutation SNP C T 12 49 c.302G>A c.(301-303)TGG>TAG p.W101*

Pat_63 Post-Resistance WDR90 197335 37 16 716231 716231 Missense_Mutation SNP C T 22 72 c.4621C>T c.(4621-4623)CTC>TTC p.L1541F

Pat_63 Post-Resistance MSLNL 401827 37 16 824854 824854 Missense_Mutation SNP C T 3 34 c.1718G>A c.(1717-1719)GGT>GAT p.G573D

Pat_63 Post-Resistance MAPK8IP3 23162 37 16 1817641 1817641 Missense_Mutation SNP C T 19 63 c.3311C>T c.(3310-3312)TCC>TTC p.S1104F

Pat_63 Post-Resistance SRRM2 23524 37 16 2817385 2817385 Missense_Mutation SNP G A 32 147 c.6856G>A c.(6856-6858)GAC>AAC p.D2286N

Pat_63 Post-Resistance TNFRSF12A 51330 37 16 3070478 3070478 Missense_Mutation SNP G A 8 53 c.80G>A c.(79-81)GGG>GAG p.G27E

Pat_63 Post-Resistance HMOX2 3163 37 16 4558095 4558095 Nonsense_Mutation SNP C T 3 28 c.586C>T c.(586-588)CAG>TAG p.Q196*

Pat_63 Post-Resistance PPL 5493 37 16 4933859 4933859 Missense_Mutation SNP C T 7 107 c.4797G>A c.(4795-4797)ATG>ATA p.M1599I

Pat_63 Post-Resistance CIITA 4261 37 16 10996560 10996560 Missense_Mutation SNP G A 3 47 c.674G>A c.(673-675)GGA>GAA p.G225E

Pat_63 Post-Resistance MKL2 57496 37 16 14355272 14355272 Missense_Mutation SNP C T 33 136 c.3271C>T c.(3271-3273)CCA>TCA p.P1091S

Pat_63 Post-Resistance KIAA0430 9665 37 16 15692725 15692725 Missense_Mutation SNP G A 6 35 c.4970C>T c.(4969-4971)CCT>CTT p.P1657L

Pat_63 Post-Resistance KIAA0430 9665 37 16 15715746 15715746 Missense_Mutation SNP G A 12 59 c.2483C>T c.(2482-2484)CCC>CTC p.P828L

Pat_63 Post-Resistance KIAA0430 9665 37 16 15718895 15718895 Missense_Mutation SNP G A 31 118 c.2089C>T c.(2089-2091)CCC>TCC p.P697S

Pat_63 Post-Resistance SCNN1G 6340 37 16 23224000 23224000 Missense_Mutation SNP G A 8 82 c.1296G>A c.(1294-1296)ATG>ATA p.M432I

Pat_63 Post-Resistance GGA2 23062 37 16 23478972 23478972 Missense_Mutation SNP G A 9 31 c.1781C>T c.(1780-1782)CCT>CTT p.P594L

Pat_63 Post-Resistance PALB2 79728 37 16 23641289 23641289 Missense_Mutation SNP G A 7 49 c.2186C>T c.(2185-2187)CCC>CTC p.P729L

Pat_63 Post-Resistance TAOK2 9344 37 16 29997130 29997130 Missense_Mutation SNP A G 4 19 c.1940A>G c.(1939-1941)AAG>AGG p.K647R

Pat_63 Post-Resistance HIRIP3 8479 37 16 30005798 30005798 Missense_Mutation SNP C T 5 174 c.668G>A c.(667-669)AGT>AAT p.S223N

Pat_63 Post-Resistance CD2BP2 10421 37 16 30365960 30365960 Missense_Mutation SNP C T 13 443 c.43G>A c.(43-45)GAG>AAG p.E15K

Pat_63 Post-Resistance ITGAL 3683 37 16 30500639 30500639 Missense_Mutation SNP C T 3 44 c.1145C>T c.(1144-1146)GCA>GTA p.A382V

Pat_63 Post-Resistance ZNF668 79759 37 16 31072808 31072808 Missense_Mutation SNP C T 4 111 c.1441G>A c.(1441-1443)GTG>ATG p.V481M

Pat_63 Post-Resistance NOD2 64127 37 16 50756549 50756549 Missense_Mutation SNP G A 67 339 c.2731G>A c.(2731-2733)GTG>ATG p.V911M

Pat_63 Post-Resistance AKTIP 64400 37 16 53532337 53532337 Missense_Mutation SNP G A 35 165 c.214C>T c.(214-216)CCC>TCC p.P72S

Pat_63 Post-Resistance MMP2 4313 37 16 55519659 55519659 Missense_Mutation SNP G A 28 152 c.802G>A c.(802-804)GAT>AAT p.D268N

Pat_63 Post-Resistance CNGB1 1258 37 16 57996948 57996948 Missense_Mutation SNP G A 22 61 c.311C>T c.(310-312)ACC>ATC p.T104I

Pat_63 Post-Resistance TPPP3 51673 37 16 67424473 67424473 Missense_Mutation SNP G A 39 173 c.251C>T c.(250-252)ACC>ATC p.T84I

Pat_63 Post-Resistance LCAT 3931 37 16 67976778 67976778 Missense_Mutation SNP C T 3 88 c.413G>A c.(412-414)AGC>AAC p.S138N

Pat_63 Post-Resistance ESRP2 80004 37 16 68265252 68265252 Nonsense_Mutation SNP G A 13 44 c.1570C>T c.(1570-1572)CAG>TAG p.Q524*

Pat_63 Post-Resistance SMPD3 55512 37 16 68395176 68395176 Missense_Mutation SNP G A 12 28 c.1901C>T c.(1900-1902)TCC>TTC p.S634F

Pat_63 Post-Resistance VPS4A 27183 37 16 69350133 69350133 Missense_Mutation SNP G A 14 63 c.139G>A c.(139-141)GCC>ACC p.A47T

Pat_63 Post-Resistance FUK 197258 37 16 70502848 70502848 Missense_Mutation SNP G T 12 37 c.760G>T c.(760-762)GAC>TAC p.D254Y

Pat_63 Post-Resistance CHST4 10164 37 16 71571554 71571554 Missense_Mutation SNP G A 3 23 c.974G>A c.(973-975)AGG>AAG p.R325K

Pat_63 Post-Resistance DHODH 1723 37 16 72046022 72046022 Missense_Mutation SNP G A 25 131 c.95G>A c.(94-96)GGA>GAA p.G32E

Pat_63 Post-Resistance ZFHX3 463 37 16 72829896 72829896 Missense_Mutation SNP G A 23 78 c.6685C>T c.(6685-6687)CCT>TCT p.P2229S

Pat_63 Post-Resistance CHST6 4166 37 16 75512550 75512550 Missense_Mutation SNP G A 17 54 c.1177C>T c.(1177-1179)CCC>TCC p.P393S

Pat_63 Post-Resistance KLHL36 79786 37 16 84690751 84690751 Missense_Mutation SNP G A 4 47 c.338G>A c.(337-339)GGC>GAC p.G113D

Pat_63 Post-Resistance CDH15 1013 37 16 89258152 89258152 Missense_Mutation SNP G A 5 9 c.1465G>A c.(1465-1467)GGC>AGC p.G489S

Pat_63 Post-Resistance CDH15 1013 37 16 89260199 89260199 Missense_Mutation SNP G A 5 12 c.2029G>A c.(2029-2031)GCG>ACG p.A677T

Pat_63 Post-Resistance OR3A1 4994 37 17 3195759 3195759 Missense_Mutation SNP C T 8 48 c.118G>A c.(118-120)GTC>ATC p.V40I

Pat_63 Post-Resistance MYBBP1A 10514 37 17 4457563 4457563 Missense_Mutation SNP G A 6 48 c.305C>T c.(304-306)TCT>TTT p.S102F

Pat_63 Post-Resistance SMTNL2 342527 37 17 4498522 4498522 Missense_Mutation SNP C T 18 27 c.889C>T c.(889-891)CGC>TGC p.R297C

Pat_63 Post-Resistance SLC13A5 284111 37 17 6606361 6606361 Missense_Mutation SNP G A 8 78 c.644C>T c.(643-645)GCG>GTG p.A215V

Pat_63 Post-Resistance PHF23 79142 37 17 7139108 7139108 Missense_Mutation SNP C T 19 422 c.1049G>A c.(1048-1050)GGG>GAG p.G350E

Pat_63 Post-Resistance EFNB3 1949 37 17 7612602 7612602 Missense_Mutation SNP G A 3 9 c.731G>A c.(730-732)GGG>GAG p.G244E



Pat_63 Post-Resistance CHD3 1107 37 17 7807277 7807277 Missense_Mutation SNP G A 21 67 c.3862G>A c.(3862-3864)GTG>ATG p.V1288M

Pat_63 Post-Resistance C17orf68 80169 37 17 8146340 8146340 Missense_Mutation SNP C T 5 21 c.160G>A c.(160-162)GGA>AGA p.G54R

Pat_63 Post-Resistance ARHGEF15 22899 37 17 8218775 8218775 Missense_Mutation SNP C T 4 67 c.1304C>T c.(1303-1305)TCC>TTC p.S435F

Pat_63 Post-Resistance MYH4 4622 37 17 10366873 10366873 Missense_Mutation SNP G A 11 64 c.736C>T c.(736-738)CGC>TGC p.R246C

Pat_63 Post-Resistance DNAH9 1770 37 17 11835441 11835441 Nonsense_Mutation SNP G A 8 45 c.12216G>A c.(12214-12216)TGG>TGA p.W4072*

Pat_63 Post-Resistance CCDC144A 9720 37 17 16594059 16594059 Splice_Site SNP G A 11 117 c.344_splice c.e1+1 p.S115_splice

Pat_63 Post-Resistance TOP3A 7156 37 17 18193994 18193994 Missense_Mutation SNP G A 7 28 c.1474C>T c.(1474-1476)CCT>TCT p.P492S

Pat_63 Post-Resistance FBXW10 10517 37 17 18653160 18653160 Missense_Mutation SNP G A 10 98 c.796G>A c.(796-798)GAC>AAC p.D266N

Pat_63 Post-Resistance FAM18B 51030 37 17 18702245 18702245 Missense_Mutation SNP G A 36 263 c.451G>A c.(451-453)GTA>ATA p.V151I

Pat_63 Post-Resistance WSB1 26118 37 17 25628852 25628852 Missense_Mutation SNP G A 36 204 c.79G>A c.(79-81)GCT>ACT p.A27T

Pat_63 Post-Resistance SLC13A2 9058 37 17 26817804 26817804 Missense_Mutation SNP G A 4 103 c.454G>A c.(454-456)GCA>ACA p.A152T

Pat_63 Post-Resistance C17orf63 55731 37 17 27086229 27086229 Missense_Mutation SNP G A 11 30 c.748C>T c.(748-750)CCC>TCC p.P250S

Pat_63 Post-Resistance ADAP2 55803 37 17 29250074 29250074 Missense_Mutation SNP G A 47 153 c.211G>A c.(211-213)GAC>AAC p.D71N

Pat_63 Post-Resistance UNC45B 146862 37 17 33503031 33503031 Missense_Mutation SNP T C 11 70 c.2009T>C c.(2008-2010)ATT>ACT p.I670T

Pat_63 Post-Resistance SLFN12 55106 37 17 33749797 33749797 Missense_Mutation SNP C T 13 59 c.251G>A c.(250-252)AGT>AAT p.S84N

Pat_63 Post-Resistance GPR179 440435 37 17 36483786 36483786 Missense_Mutation SNP G T 7 98 c.5666C>A c.(5665-5667)CCC>CAC p.P1889H

Pat_63 Post-Resistance PPP1R1B 84152 37 17 37791880 37791880 Missense_Mutation SNP G A 5 124 c.466G>A c.(466-468)GGC>AGC p.G156S

Pat_63 Post-Resistance GSDMA 284110 37 17 38130084 38130084 Splice_Site SNP G A 3 34 c.751_splice c.e8+1 p.G251_splice

Pat_63 Post-Resistance MED24 9862 37 17 38185143 38185143 Missense_Mutation SNP C T 9 60 c.1345G>A c.(1345-1347)GAC>AAC p.D449N

Pat_63 Post-Resistance RARA 5914 37 17 38487404 38487404 Translation_Start_Site SNP G A 12 22 c.-66G>A c.(-68--64)GGGTG>GGATG

Pat_63 Post-Resistance SMARCE1 6605 37 17 38785156 38785156 Missense_Mutation SNP C T 6 180 c.1117G>A c.(1117-1119)GGG>AGG p.G373R

Pat_63 Post-Resistance KRT23 25984 37 17 39092786 39092786 Missense_Mutation SNP G A 5 22 c.70C>T c.(70-72)CGG>TGG p.R24W

Pat_63 Post-Resistance KRT39 390792 37 17 39123083 39123083 Missense_Mutation SNP G A 39 206 c.26C>T c.(25-27)ACC>ATC p.T9I

Pat_63 Post-Resistance KRTAP4-7 100132476 37 17 39240729 39240729 Missense_Mutation SNP A G 4 99 c.271A>G c.(271-273)ATG>GTG p.M91V

Pat_63 Post-Resistance KRTAP4-4 84616 37 17 39316834 39316834 Missense_Mutation SNP C T 5 153 c.110G>A c.(109-111)CGC>CAC p.R37H

Pat_63 Post-Resistance PLEKHH3 79990 37 17 40828421 40828421 Missense_Mutation SNP C T 9 60 c.161G>A c.(160-162)AGG>AAG p.R54K

Pat_63 Post-Resistance CNTNAP1 8506 37 17 40842765 40842765 Missense_Mutation SNP G A 43 173 c.1864G>A c.(1864-1866)GCG>ACG p.A622T

Pat_63 Post-Resistance BRCA1 672 37 17 41245156 41245156 Missense_Mutation SNP G A 10 374 c.2392C>T c.(2392-2394)CCA>TCA p.P798S

Pat_63 Post-Resistance DHX8 1659 37 17 41561547 41561547 Missense_Mutation SNP G A 24 158 c.142G>A c.(142-144)GAC>AAC p.D48N

Pat_63 Post-Resistance DHX8 1659 37 17 41585006 41585006 Missense_Mutation SNP G A 42 188 c.2059G>A c.(2059-2061)GCA>ACA p.A687T

Pat_63 Post-Resistance ETV4 2118 37 17 41622343 41622343 Missense_Mutation SNP C T 15 50 c.202G>A c.(202-204)GCT>ACT p.A68T

Pat_63 Post-Resistance C17orf104 284071 37 17 42744625 42744625 Missense_Mutation SNP C T 22 226 c.1346C>T c.(1345-1347)CCC>CTC p.P449L

Pat_63 Post-Resistance C17orf57 124989 37 17 45468892 45468892 Missense_Mutation SNP A G 8 39 c.1672A>G c.(1672-1674)ATT>GTT p.I558V

Pat_63 Post-Resistance KPNB1 3837 37 17 45755759 45755759 Missense_Mutation SNP G A 3 64 c.2333G>A c.(2332-2334)GGG>GAG p.G778E

Pat_63 Post-Resistance XYLT2 64132 37 17 48433566 48433566 Missense_Mutation SNP G A 15 121 c.1426G>A c.(1426-1428)GAC>AAC p.D476N

Pat_63 Post-Resistance MSI2 124540 37 17 55478802 55478802 Missense_Mutation SNP T G 73 95 c.375T>G c.(373-375)GAT>GAG p.D125E

Pat_63 Post-Resistance TEX14 56155 37 17 56694940 56694940 Missense_Mutation SNP C T 25 104 c.595G>A c.(595-597)GTC>ATC p.V199I

Pat_63 Post-Resistance PPM1E 22843 37 17 57058253 57058253 Missense_Mutation SNP G A 10 64 c.2129G>A c.(2128-2130)AGT>AAT p.S710N

Pat_63 Post-Resistance USP32 84669 37 17 58313509 58313509 Missense_Mutation SNP T C 51 270 c.1229A>G c.(1228-1230)TAT>TGT p.Y410C

Pat_63 Post-Resistance MED13 9969 37 17 60088457 60088457 Missense_Mutation SNP G A 10 15 c.1421C>T c.(1420-1422)ACT>ATT p.T474I

Pat_63 Post-Resistance ERN1 2081 37 17 62130186 62130186 Missense_Mutation SNP C T 3 41 c.2207G>A c.(2206-2208)GGC>GAC p.G736D

Pat_63 Post-Resistance HELZ 9931 37 17 65116610 65116610 Missense_Mutation SNP G A 14 66 c.3752C>T c.(3751-3753)CCT>CTT p.P1251L

Pat_63 Post-Resistance KCNJ2 3759 37 17 68171383 68171383 Missense_Mutation SNP A G 13 74 c.203A>G c.(202-204)TAC>TGC p.Y68C

Pat_63 Post-Resistance TTYH2 94015 37 17 72256320 72256320 Missense_Mutation SNP G A 42 163 c.1577G>A c.(1576-1578)AGG>AAG p.R526K

Pat_63 Post-Resistance TMEM104 54868 37 17 72787136 72787136 Missense_Mutation SNP G A 8 50 c.388G>A c.(388-390)GTG>ATG p.V130M

Pat_63 Post-Resistance OTOP2 92736 37 17 72929576 72929576 Missense_Mutation SNP C T 5 72 c.1625C>T c.(1624-1626)CCT>CTT p.P542L

Pat_63 Post-Resistance ATP5H 10476 37 17 73035097 73035097 Missense_Mutation SNP G T 3 58 c.416C>A c.(415-417)GCT>GAT p.A139D



Pat_63 Post-Resistance RECQL5 9400 37 17 73625837 73625837 Missense_Mutation SNP G A 12 72 c.1898C>T c.(1897-1899)CCC>CTC p.P633L

Pat_63 Post-Resistance QRICH2 84074 37 17 74288506 74288506 Nonsense_Mutation SNP G A 8 190 c.1804C>T c.(1804-1806)CAG>TAG p.Q602*

Pat_63 Post-Resistance MGAT5B 146664 37 17 74936506 74936506 Missense_Mutation SNP C T 19 62 c.1634C>T c.(1633-1635)CCC>CTC p.P545L

Pat_63 Post-Resistance SEC14L1 6397 37 17 75192314 75192314 Missense_Mutation SNP A G 12 56 c.740A>G c.(739-741)TAC>TGC p.Y247C

Pat_63 Post-Resistance USP36 57602 37 17 76800019 76800019 Missense_Mutation SNP G A 6 30 c.2258C>T c.(2257-2259)CCC>CTC p.P753L

Pat_63 Post-Resistance CARD14 79092 37 17 78156562 78156562 Missense_Mutation SNP C T 7 36 c.322C>T c.(322-324)CCT>TCT p.P108S

Pat_63 Post-Resistance PDE6G 5148 37 17 79620323 79620323 Missense_Mutation SNP G A 8 26 c.13C>T c.(13-15)CCG>TCG p.P5S

Pat_63 Post-Resistance P4HB 5034 37 17 79803565 79803565 Missense_Mutation SNP C T 5 46 c.1231G>A c.(1231-1233)GGA>AGA p.G411R

Pat_63 Post-Resistance C17orf62 79415 37 17 80403811 80403811 Missense_Mutation SNP C T 7 22 c.227G>A c.(226-228)GGG>GAG p.G76E

Pat_63 Post-Resistance MYOM1 8736 37 18 3173945 3173945 Missense_Mutation SNP G A 6 32 c.1165C>T c.(1165-1167)CCC>TCC p.P389S

Pat_63 Post-Resistance TXNDC2 84203 37 18 9887006 9887006 Missense_Mutation SNP G A 17 161 c.530G>A c.(529-531)GGT>GAT p.G177D

Pat_63 Post-Resistance VAPA 9218 37 18 9954188 9954189 Nonsense_Mutation DNP CT TA 28 185 c.730_731CT>TA c.(730-732)CTA>TAA p.L244*

Pat_63 Post-Resistance LAMA3 3909 37 18 21293981 21293981 Missense_Mutation SNP C T 13 58 c.392C>T c.(391-393)CCC>CTC p.P131L

Pat_63 Post-Resistance LAMA3 3909 37 18 21426373 21426373 Missense_Mutation SNP T C 15 46 c.3832T>C c.(3832-3834)TGC>CGC p.C1278R

Pat_63 Post-Resistance KLHL14 57565 37 18 30350079 30350079 Missense_Mutation SNP G A 7 91 c.476C>T c.(475-477)TCG>TTG p.S159L

Pat_63 Post-Resistance DTNA 1837 37 18 32455318 32455318 Missense_Mutation SNP C T 13 78 c.1778C>T c.(1777-1779)TCC>TTC p.S593F

Pat_63 Post-Resistance NARS 4677 37 18 55283091 55283091 Nonsense_Mutation SNP C T 26 104 c.210G>A c.(208-210)TGG>TGA p.W70*

Pat_63 Post-Resistance ALPK2 115701 37 18 56247520 56247520 Missense_Mutation SNP G A 6 242 c.488C>T c.(487-489)TCC>TTC p.S163F

Pat_63 Post-Resistance ZCCHC2 54877 37 18 60241332 60241332 Missense_Mutation SNP C T 13 44 c.2018C>T c.(2017-2019)ACT>ATT p.T673I

Pat_63 Post-Resistance ZCCHC2 54877 37 18 60242373 60242373 Missense_Mutation SNP G A 7 38 c.3059G>A c.(3058-3060)AGC>AAC p.S1020N

Pat_63 Post-Resistance RTTN 25914 37 18 67812931 67812931 Missense_Mutation SNP C T 14 69 c.2398G>A c.(2398-2400)GTT>ATT p.V800I

Pat_63 Post-Resistance FAM69C 125704 37 18 72109259 72109259 Missense_Mutation SNP G C 18 58 c.969C>G c.(967-969)TTC>TTG p.F323L

Pat_63 Post-Resistance TXNL4A 10907 37 18 77733749 77733749 Missense_Mutation SNP C T 6 189 c.365G>A c.(364-366)GGG>GAG p.G122E

Pat_63 Post-Resistance ADNP2 22850 37 18 77893724 77893724 Missense_Mutation SNP G A 4 75 c.428G>A c.(427-429)GGT>GAT p.G143D

Pat_63 Post-Resistance PTBP1 5725 37 19 804083 804083 Missense_Mutation SNP G A 9 63 c.163G>A c.(163-165)GGC>AGC p.G55S

Pat_63 Post-Resistance TCF3 6929 37 19 1619170 1619170 Missense_Mutation SNP C T 4 55 c.1390G>A c.(1390-1392)GCC>ACC p.A464T

Pat_63 Post-Resistance REXO1 57455 37 19 1820395 1820395 Splice_Site SNP C T 8 49 c.2395_splice c.e6-1 p.S799_splice

Pat_63 Post-Resistance THOP1 7064 37 19 2805172 2805172 Missense_Mutation SNP G A 3 20 c.748G>A c.(748-750)GAG>AAG p.E250K

Pat_63 Post-Resistance CELF5 60680 37 19 3281320 3281320 Missense_Mutation SNP C T 8 156 c.727C>T c.(727-729)CCC>TCC p.P243S

Pat_63 Post-Resistance PIP5K1C 23396 37 19 3661915 3661915 Missense_Mutation SNP C T 3 32 c.304G>A c.(304-306)GTG>ATG p.V102M

Pat_63 Post-Resistance MAP2K2 5605 37 19 4110584 4110584 Missense_Mutation SNP A T 7 89 c.373T>A c.(373-375)TGC>AGC p.C125S

Pat_63 Post-Resistance SIRT6 51548 37 19 4175140 4175140 Missense_Mutation SNP T C 3 11 c.623A>G c.(622-624)GAC>GGC p.D208G

Pat_63 Post-Resistance CCDC94 55702 37 19 4251074 4251074 Missense_Mutation SNP G A 4 66 c.176G>A c.(175-177)CGG>CAG p.R59Q

Pat_63 Post-Resistance SHD 56961 37 19 4290454 4290454 Missense_Mutation SNP G A 13 72 c.847G>A c.(847-849)GGC>AGC p.G283S

Pat_63 Post-Resistance STAP2 55620 37 19 4327312 4327312 Splice_Site SNP C T 7 101 c.660_splice c.e7+1 p.P220_splice

Pat_63 Post-Resistance TICAM1 148022 37 19 4818206 4818206 Missense_Mutation SNP C T 3 23 c.184G>A c.(184-186)GAG>AAG p.E62K

Pat_63 Post-Resistance DUS3L 56931 37 19 5787710 5787710 Missense_Mutation SNP C T 37 324 c.1102G>A c.(1102-1104)GGC>AGC p.G368S

Pat_63 Post-Resistance C3 718 37 19 6697713 6697713 Missense_Mutation SNP C T 8 58 c.2533G>A c.(2533-2535)GTG>ATG p.V845M

Pat_63 Post-Resistance ZNF557 79230 37 19 7083283 7083283 Missense_Mutation SNP G A 7 208 c.800G>A c.(799-801)CGC>CAC p.R267H

Pat_63 Post-Resistance MCOLN1 57192 37 19 7594599 7594599 Splice_Site SNP G A 7 403 c.1359_splice c.e11+1 p.K453_splice

Pat_63 Post-Resistance MCOLN1 57192 37 19 7598655 7598655 Missense_Mutation SNP G A 9 85 c.1717G>A c.(1717-1719)GAG>AAG p.E573K

Pat_63 Post-Resistance HNRNPM 4670 37 19 8536233 8536233 Missense_Mutation SNP G A 4 62 c.919G>A c.(919-921)GGG>AGG p.G307R

Pat_63 Post-Resistance MYO1F 4542 37 19 8601252 8601252 Missense_Mutation SNP G A 3 27 c.1927C>T c.(1927-1929)CCG>TCG p.P643S

Pat_63 Post-Resistance MYO1F 4542 37 19 8619416 8619416 Missense_Mutation SNP C T 21 223 c.271G>A c.(271-273)GAC>AAC p.D91N

Pat_63 Post-Resistance MUC16 94025 37 19 9067711 9067711 Missense_Mutation SNP C T 5 51 c.19735G>A c.(19735-19737)GAC>AAC p.D6579N

Pat_63 Post-Resistance ZNF846 162993 37 19 9868257 9868257 Missense_Mutation SNP G A 15 138 c.1496C>T c.(1495-1497)ACT>ATT p.T499I

Pat_63 Post-Resistance COL5A3 50509 37 19 10080559 10080559 Missense_Mutation SNP C T 11 123 c.3976G>A c.(3976-3978)GAG>AAG p.E1326K



Pat_63 Post-Resistance COL5A3 50509 37 19 10088126 10088126 Missense_Mutation SNP G A 6 30 c.3149C>T c.(3148-3150)CCC>CTC p.P1050L

Pat_63 Post-Resistance RDH8 50700 37 19 10132038 10132038 Missense_Mutation SNP A G 33 154 c.644A>G c.(643-645)TAC>TGC p.Y215C

Pat_63 Post-Resistance ICAM5 7087 37 19 10402201 10402201 Missense_Mutation SNP C T 42 246 c.389C>T c.(388-390)CCC>CTC p.P130L

Pat_63 Post-Resistance CDC37 11140 37 19 10506171 10506171 Missense_Mutation SNP C T 9 594 c.427G>A c.(427-429)GTG>ATG p.V143M

Pat_63 Post-Resistance DNM2 1785 37 19 10886583 10886583 Splice_Site SNP G A 5 32 c.589_splice c.e4+1 p.G197_splice

Pat_63 Post-Resistance TMED1 11018 37 19 10945771 10945771 Missense_Mutation SNP C T 31 196 c.304G>A c.(304-306)GAC>AAC p.D102N

Pat_63 Post-Resistance ZNF441 126068 37 19 11891424 11891424 Missense_Mutation SNP G A 13 122 c.785G>A c.(784-786)AGT>AAT p.S262N

Pat_63 Post-Resistance FARSA 2193 37 19 13035584 13035584 Missense_Mutation SNP C T 31 250 c.1064G>A c.(1063-1065)CGC>CAC p.R355H

Pat_63 Post-Resistance PODNL1 79883 37 19 14047243 14047243 Missense_Mutation SNP C T 7 93 c.277G>A c.(277-279)GAG>AAG p.E93K

Pat_63 Post-Resistance PKN1 5585 37 19 14574479 14574479 Missense_Mutation SNP G A 13 81 c.1420G>A c.(1420-1422)GTC>ATC p.V474I

Pat_63 Post-Resistance EMR3 84658 37 19 14749080 14749080 Missense_Mutation SNP C T 13 94 c.1321G>A c.(1321-1323)GGT>AGT p.G441S

Pat_63 Post-Resistance CYP4F12 66002 37 19 15806746 15806746 Nonsense_Mutation SNP G A 11 85 c.1116G>A c.(1114-1116)TGG>TGA p.W372*

Pat_63 Post-Resistance SLC27A1 376497 37 19 17611442 17611442 Splice_Site SNP G A 6 40 c.1471_splice c.e9+1 p.G491_splice

Pat_63 Post-Resistance ARRDC2 27106 37 19 18120831 18120831 Missense_Mutation SNP G A 27 180 c.832G>A c.(832-834)GTG>ATG p.V278M

Pat_63 Post-Resistance IL12RB1 3594 37 19 18184374 18184374 Missense_Mutation SNP C T 8 75 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_63 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 8 122 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_63 Post-Resistance ZNF626 199777 37 19 20807353 20807353 Missense_Mutation SNP T C 6 232 c.1330A>G c.(1330-1332)AGG>GGG p.R444G

Pat_63 Post-Resistance ZNF208 7757 37 19 22155962 22155962 Missense_Mutation SNP G A 6 232 c.1574C>T c.(1573-1575)ACT>ATT p.T525I

Pat_63 Post-Resistance ZNF208 7757 37 19 22156590 22156590 Missense_Mutation SNP C T 6 227 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_63 Post-Resistance ZNF676 163223 37 19 22364334 22364334 Missense_Mutation SNP G A 7 45 c.185C>T c.(184-186)TCT>TTT p.S62F

Pat_63 Post-Resistance ZNF99 7652 37 19 22939400 22939400 Missense_Mutation SNP G C 4 65 c.2771C>G c.(2770-2772)GCT>GGT p.A924G

Pat_63 Post-Resistance ZNF99 7652 37 19 22941533 22941533 Missense_Mutation SNP C T 18 136 c.905G>A c.(904-906)GGA>GAA p.G302E

Pat_63 Post-Resistance ZNF536 9745 37 19 31040196 31040196 Missense_Mutation SNP C T 8 38 c.3670C>T c.(3670-3672)CCT>TCT p.P1224S

Pat_63 Post-Resistance ZNF507 22847 37 19 32845720 32845720 Missense_Mutation SNP G A 17 175 c.1984G>A c.(1984-1986)GTC>ATC p.V662I

Pat_63 Post-Resistance GPATCH1 55094 37 19 33587204 33587204 Missense_Mutation SNP G A 19 202 c.704G>A c.(703-705)GGT>GAT p.G235D

Pat_63 Post-Resistance ZNF30 90075 37 19 35434639 35434639 Missense_Mutation SNP G A 6 20 c.769G>A c.(769-771)GAA>AAA p.E257K

Pat_63 Post-Resistance ZNF30 90075 37 19 35434793 35434793 Missense_Mutation SNP G C 40 127 c.923G>C c.(922-924)AGA>ACA p.R308T

Pat_63 Post-Resistance MAG 4099 37 19 35801492 35801492 Missense_Mutation SNP T G 5 28 c.1562T>G c.(1561-1563)GTC>GGC p.V521G

Pat_63 Post-Resistance GAPDHS 26330 37 19 36034682 36034682 Missense_Mutation SNP G A 3 13 c.1009G>A c.(1009-1011)GCA>ACA p.A337T

Pat_63 Post-Resistance LRFN3 79414 37 19 36431187 36431187 Missense_Mutation SNP G A 3 11 c.860G>A c.(859-861)GGC>GAC p.G287D

Pat_63 Post-Resistance ZNF829 374899 37 19 37382776 37382776 Missense_Mutation SNP G A 7 83 c.917C>T c.(916-918)ACT>ATT p.T306I

Pat_63 Post-Resistance ZNF573 126231 37 19 38262218 38262218 Missense_Mutation SNP T C 7 67 c.188A>G c.(187-189)AAC>AGC p.N63S

Pat_63 Post-Resistance SIPA1L3 23094 37 19 38573508 38573508 Missense_Mutation SNP G A 3 48 c.1303G>A c.(1303-1305)GGG>AGG p.G435R

Pat_63 Post-Resistance SIPA1L3 23094 37 19 38682823 38682823 Missense_Mutation SNP C T 3 48 c.4469C>T c.(4468-4470)CCG>CTG p.P1490L

Pat_63 Post-Resistance NFKBIB 4793 37 19 39396007 39396007 Missense_Mutation SNP C T 3 14 c.451C>T c.(451-453)CCC>TCC p.P151S

Pat_63 Post-Resistance IL29 282618 37 19 39788715 39788715 Missense_Mutation SNP C A 14 56 c.361C>A c.(361-363)CTG>ATG p.L121M

Pat_63 Post-Resistance SUPT5H 6829 37 19 39936537 39936537 Missense_Mutation SNP G A 14 49 c.7G>A c.(7-9)GAC>AAC p.D3N

Pat_63 Post-Resistance AKT2 208 37 19 40746017 40746017 Missense_Mutation SNP C T 8 343 c.574G>A c.(574-576)GAT>AAT p.D192N

Pat_63 Post-Resistance PRX 57716 37 19 40902800 40902800 Missense_Mutation SNP G A 54 161 c.1459C>T c.(1459-1461)CCG>TCG p.P487S

Pat_63 Post-Resistance LTBP4 8425 37 19 41103210 41103210 Missense_Mutation SNP G A 2 0 c.70G>A c.(70-72)GCC>ACC p.A24T

Pat_63 Post-Resistance ITPKC 80271 37 19 41223735 41223735 Missense_Mutation SNP G A 10 19 c.695G>A c.(694-696)AGG>AAG p.R232K

Pat_63 Post-Resistance MEGF8 1954 37 19 42830535 42830535 Missense_Mutation SNP G A 3 11 c.140G>A c.(139-141)GGT>GAT p.G47D

Pat_63 Post-Resistance ZNF227 7770 37 19 44738971 44738971 Missense_Mutation SNP T C 14 84 c.388T>C c.(388-390)TGT>CGT p.C130R

Pat_63 Post-Resistance CLPTM1 1209 37 19 45480666 45480666 Missense_Mutation SNP C T 24 154 c.535C>T c.(535-537)CCC>TCC p.P179S

Pat_63 Post-Resistance QPCTL 54814 37 19 46206162 46206162 Missense_Mutation SNP G A 6 143 c.1004G>A c.(1003-1005)GGG>GAG p.G335E

Pat_63 Post-Resistance DMWD 1762 37 19 46294251 46294251 Missense_Mutation SNP G A 5 226 c.536C>T c.(535-537)ACC>ATC p.T179I

Pat_63 Post-Resistance ELSPBP1 64100 37 19 48519155 48519155 Missense_Mutation SNP C T 3 38 c.214C>T c.(214-216)CCA>TCA p.P72S



Pat_63 Post-Resistance FUT2 2524 37 19 49206665 49206665 Missense_Mutation SNP C T 24 96 c.452C>T c.(451-453)CCC>CTC p.P151L

Pat_63 Post-Resistance FUZ 80199 37 19 50314928 50314928 Missense_Mutation SNP G A 8 594 c.347C>T c.(346-348)ACC>ATC p.T116I

Pat_63 Post-Resistance IL4I1 259307 37 19 50393094 50393094 Missense_Mutation SNP C T 13 28 c.1537G>A c.(1537-1539)GAC>AAC p.D513N

Pat_63 Post-Resistance KLK6 5653 37 19 51471321 51471321 Missense_Mutation SNP C T 21 91 c.40G>A c.(40-42)GCC>ACC p.A14T

Pat_63 Post-Resistance FPR3 2359 37 19 52327542 52327542 Missense_Mutation SNP G A 35 229 c.541G>A c.(541-543)GCA>ACA p.A181T

Pat_63 Post-Resistance ZNF808 388558 37 19 53058088 53058088 Missense_Mutation SNP G A 4 81 c.1919G>A c.(1918-1920)CGA>CAA p.R640Q

Pat_63 Post-Resistance ZNF600 162966 37 19 53269276 53269276 Missense_Mutation SNP C T 42 281 c.1733G>A c.(1732-1734)GGA>GAA p.G578E

Pat_63 Post-Resistance ZNF468 90333 37 19 53345171 53345171 Missense_Mutation SNP G A 55 201 c.376C>T c.(376-378)CAT>TAT p.H126Y

Pat_63 Post-Resistance LILRB1 10859 37 19 55144064 55144064 Missense_Mutation SNP G A 8 57 c.811G>A c.(811-813)GCA>ACA p.A271T

Pat_63 Post-Resistance NLRP9 338321 37 19 56249610 56249610 Missense_Mutation SNP C A 33 187 c.131G>T c.(130-132)TGG>TTG p.W44L

Pat_63 Post-Resistance ZNF549 256051 37 19 58050030 58050030 Missense_Mutation SNP G A 20 96 c.1658G>A c.(1657-1659)GGC>GAC p.G553D

Pat_63 Post-Resistance ZNF550 162972 37 19 58059242 58059242 Missense_Mutation SNP C T 32 170 c.247G>A c.(247-249)GGG>AGG p.G83R

Pat_63 Post-Resistance ZNF776 284309 37 19 58265876 58265876 Missense_Mutation SNP C T 8 166 c.1378C>T c.(1378-1380)CAT>TAT p.H460Y

Pat_63 Post-Resistance ASAP2 8853 37 2 9490958 9490958 Missense_Mutation SNP C T 14 36 c.1045C>T c.(1045-1047)CTC>TTC p.L349F

Pat_63 Post-Resistance PUM2 23369 37 2 20455102 20455102 Missense_Mutation SNP C T 17 62 c.2623G>A c.(2623-2625)GTA>ATA p.V875I

Pat_63 Post-Resistance GCKR 2646 37 2 27728604 27728604 Missense_Mutation SNP C T 10 40 c.770C>T c.(769-771)TCC>TTC p.S257F

Pat_63 Post-Resistance PLB1 151056 37 2 28748137 28748137 Missense_Mutation SNP C T 3 26 c.247C>T c.(247-249)CCA>TCA p.P83S

Pat_63 Post-Resistance C2orf71 388939 37 2 29293881 29293881 Missense_Mutation SNP G A 5 81 c.3247C>T c.(3247-3249)CCT>TCT p.P1083S

Pat_63 Post-Resistance NLRC4 58484 37 2 32460470 32460470 Missense_Mutation SNP C T 26 81 c.2782G>A c.(2782-2784)GGT>AGT p.G928S

Pat_63 Post-Resistance HEATR5B 54497 37 2 37208682 37208682 Missense_Mutation SNP G A 3 39 c.6167C>T c.(6166-6168)CCC>CTC p.P2056L

Pat_63 Post-Resistance C2orf56 55471 37 2 37468875 37468875 Missense_Mutation SNP G A 19 62 c.563G>A c.(562-564)GGT>GAT p.G188D

Pat_63 Post-Resistance THUMPD2 80745 37 2 39983069 39983069 Missense_Mutation SNP C T 16 61 c.923G>A c.(922-924)GGA>GAA p.G308E

Pat_63 Post-Resistance THADA 63892 37 2 43787403 43787403 Missense_Mutation SNP C T 7 15 c.2433G>A c.(2431-2433)ATG>ATA p.M811I

Pat_63 Post-Resistance LRPPRC 10128 37 2 44117016 44117016 Splice_Site SNP C T 16 56 c.3986_splice c.e37-1 p.V1329_splice

Pat_63 Post-Resistance PREPL 9581 37 2 44565611 44565611 Missense_Mutation SNP C T 7 25 c.1034G>A c.(1033-1035)AGA>AAA p.R345K

Pat_63 Post-Resistance MSH6 2956 37 2 48018231 48018231 Nonsense_Mutation SNP G A 6 54 c.426G>A c.(424-426)TGG>TGA p.W142*

Pat_63 Post-Resistance MSH6 2956 37 2 48026684 48026684 Missense_Mutation SNP C T 4 51 c.1562C>T c.(1561-1563)ACA>ATA p.T521I

Pat_63 Post-Resistance MSH6 2956 37 2 48027316 48027316 Nonsense_Mutation SNP C T 17 91 c.2194C>T c.(2194-2196)CGA>TGA p.R732*

Pat_63 Post-Resistance MSH6 2956 37 2 48033352 48033352 Missense_Mutation SNP C T 7 42 c.3656C>T c.(3655-3657)ACT>ATT p.T1219I

Pat_63 Post-Resistance STON1-GTF2A1L 286749 37 2 48808478 48808478 Missense_Mutation SNP C T 29 68 c.706C>T c.(706-708)CTC>TTC p.L236F

Pat_63 Post-Resistance ERLEC1 27248 37 2 54045093 54045093 Missense_Mutation SNP C T 14 30 c.1439C>T c.(1438-1440)TCT>TTT p.S480F

Pat_63 Post-Resistance USP34 9736 37 2 61415817 61415817 Missense_Mutation SNP C T 15 44 c.10061G>A c.(10060-10062)AGG>AAG p.R3354K

Pat_63 Post-Resistance FAM161A 84140 37 2 62067070 62067070 Missense_Mutation SNP C T 22 62 c.1069G>A c.(1069-1071)GCC>ACC p.A357T

Pat_63 Post-Resistance RAB11FIP5 26056 37 2 73315377 73315377 Missense_Mutation SNP C T 21 48 c.1369G>A c.(1369-1371)GAA>AAA p.E457K

Pat_63 Post-Resistance CCT7 10574 37 2 73477537 73477537 Missense_Mutation SNP G T 19 65 c.1174G>T c.(1174-1176)GCC>TCC p.A392S

Pat_63 Post-Resistance GGCX 2677 37 2 85778617 85778617 Missense_Mutation SNP C T 22 115 c.1726G>A c.(1726-1728)GGA>AGA p.G576R

Pat_63 Post-Resistance RNF103 7844 37 2 86831783 86831783 Missense_Mutation SNP G C 3 53 c.1241C>G c.(1240-1242)TCT>TGT p.S414C

Pat_63 Post-Resistance SNRNP200 23020 37 2 96944087 96944087 Missense_Mutation SNP C T 7 66 c.5498G>A c.(5497-5499)AGC>AAC p.S1833N

Pat_63 Post-Resistance CNGA3 1261 37 2 99012353 99012353 Nonsense_Mutation SNP G A 23 141 c.720G>A c.(718-720)TGG>TGA p.W240*

Pat_63 Post-Resistance MRPL30 51263 37 2 99812055 99812055 Missense_Mutation SNP C T 37 279 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_63 Post-Resistance MAP4K4 9448 37 2 102456309 102456309 Missense_Mutation SNP G A 4 17 c.802G>A c.(802-804)GGG>AGG p.G268R

Pat_63 Post-Resistance PSD4 23550 37 2 113955150 113955150 Missense_Mutation SNP G A 10 45 c.2396G>A c.(2395-2397)GGC>GAC p.G799D

Pat_63 Post-Resistance EPB41L5 57669 37 2 120776803 120776803 Missense_Mutation SNP C T 75 367 c.143C>T c.(142-144)TCC>TTC p.S48F

Pat_63 Post-Resistance LRP1B 53353 37 2 141092120 141092120 Missense_Mutation SNP T C 22 115 c.12125A>G c.(12124-12126)TAC>TGC p.Y4042C

Pat_63 Post-Resistance GALNT5 11227 37 2 158116023 158116023 Missense_Mutation SNP G A 9 86 c.1429G>A c.(1429-1431)GCC>ACC p.A477T

Pat_63 Post-Resistance PKP4 8502 37 2 159519886 159519886 Missense_Mutation SNP G A 4 59 c.2506G>A c.(2506-2508)GAA>AAA p.E836K

Pat_63 Post-Resistance PLA2R1 22925 37 2 160884757 160884757 Nonsense_Mutation SNP A T 13 68 c.1071T>A c.(1069-1071)TAT>TAA p.Y357*



Pat_63 Post-Resistance SCN2A 6326 37 2 166231217 166231217 Missense_Mutation SNP G A 22 123 c.3995G>A c.(3994-3996)GGA>GAA p.G1332E

Pat_63 Post-Resistance STK39 27347 37 2 169020352 169020352 Missense_Mutation SNP C T 13 73 c.469G>A c.(469-471)GGA>AGA p.G157R

Pat_63 Post-Resistance LRP2 4036 37 2 170031804 170031804 Missense_Mutation SNP C T 23 75 c.10667G>A c.(10666-10668)GGA>GAA p.G3556E

Pat_63 Post-Resistance LRP2 4036 37 2 170147435 170147435 Missense_Mutation SNP G A 18 46 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_63 Post-Resistance PHOSPHO2 493911 37 2 170557605 170557605 Missense_Mutation SNP G A 4 89 c.124G>A c.(124-126)GGA>AGA p.G42R

Pat_63 Post-Resistance TTN 7273 37 2 179442563 179442563 Missense_Mutation SNP C T 6 39 c.60886G>A c.(60886-60888)GAA>AAA p.E20296K

Pat_63 Post-Resistance TTN 7273 37 2 179480455 179480455 Missense_Mutation SNP A G 19 66 c.40669T>C c.(40669-40671)TAC>CAC p.Y13557H

Pat_63 Post-Resistance TTN 7273 37 2 179611855 179611855 Missense_Mutation SNP G A 15 68 c.15272C>T c.(15271-15273)ACT>ATT p.T5091I

Pat_63 Post-Resistance TTN 7273 37 2 179611942 179611942 Missense_Mutation SNP T C 6 45 c.15185A>G c.(15184-15186)TAC>TGC p.Y5062C

Pat_63 Post-Resistance DNAJC10 54431 37 2 183594666 183594666 Missense_Mutation SNP C T 17 109 c.725C>T c.(724-726)ACA>ATA p.T242I

Pat_63 Post-Resistance ANKAR 150709 37 2 190571704 190571704 Missense_Mutation SNP G A 31 108 c.1738G>A c.(1738-1740)GCA>ACA p.A580T

Pat_63 Post-Resistance PMS1 5378 37 2 190728749 190728749 Nonsense_Mutation SNP C T 4 95 c.2137C>T c.(2137-2139)CAA>TAA p.Q713*

Pat_63 Post-Resistance STAT1 6772 37 2 191849115 191849115 Missense_Mutation SNP G A 5 35 c.1268C>T c.(1267-1269)CCT>CTT p.P423L

Pat_63 Post-Resistance DNAH7 56171 37 2 196729348 196729348 Missense_Mutation SNP C T 11 56 c.7031G>A c.(7030-7032)GGG>GAG p.G2344E

Pat_63 Post-Resistance HSPE1 3336 37 2 198367933 198367933 Missense_Mutation SNP G A 7 135 c.259G>A c.(259-261)GAT>AAT p.D87N

Pat_63 Post-Resistance PPIL3 53938 37 2 201741652 201741652 Missense_Mutation SNP C T 29 117 c.349G>A c.(349-351)GTA>ATA p.V117I

Pat_63 Post-Resistance CASP8 841 37 2 202136343 202136343 Missense_Mutation SNP T A 10 24 c.410T>A c.(409-411)ATG>AAG p.M137K

Pat_63 Post-Resistance CASP8 841 37 2 202141584 202141584 Missense_Mutation SNP C T 9 82 c.695C>T c.(694-696)CCT>CTT p.P232L

Pat_63 Post-Resistance CPS1 1373 37 2 211456650 211456650 Missense_Mutation SNP G A 12 68 c.1043G>A c.(1042-1044)GGC>GAC p.G348D

Pat_63 Post-Resistance SPAG16 79582 37 2 214794858 214794858 Nonsense_Mutation SNP G A 16 73 c.1389G>A c.(1387-1389)TGG>TGA p.W463*

Pat_63 Post-Resistance FN1 2335 37 2 216236937 216236937 Missense_Mutation SNP C T 11 67 c.6409G>A c.(6409-6411)GTT>ATT p.V2137I

Pat_63 Post-Resistance FN1 2335 37 2 216248086 216248086 Missense_Mutation SNP C T 15 81 c.5015G>A c.(5014-5016)GGA>GAA p.G1672E

Pat_63 Post-Resistance FN1 2335 37 2 216262405 216262405 Missense_Mutation SNP G A 5 160 c.3515C>T c.(3514-3516)ACA>ATA p.T1172I

Pat_63 Post-Resistance RNF25 64320 37 2 219529597 219529597 Splice_Site SNP C T 4 25 c.667_splice c.e9-1 p.E223_splice

Pat_63 Post-Resistance PRKAG3 53632 37 2 219692297 219692297 Splice_Site SNP C T 18 97 c.875_splice c.e8+1 p.S292_splice

Pat_63 Post-Resistance GLB1L 79411 37 2 220102547 220102547 Splice_Site SNP C T 30 97 c.1473_splice c.e15+1 p.K491_splice

Pat_63 Post-Resistance TUBA4A 7277 37 2 220116021 220116021 Missense_Mutation SNP C T 11 79 c.400G>A c.(400-402)GGC>AGC p.G134S

Pat_63 Post-Resistance PTPRN 5798 37 2 220166328 220166328 Missense_Mutation SNP C T 7 150 c.1108G>A c.(1108-1110)GGT>AGT p.G370S

Pat_63 Post-Resistance STK11IP 114790 37 2 220476373 220476373 Missense_Mutation SNP C T 47 155 c.2185C>T c.(2185-2187)CTC>TTC p.L729F

Pat_63 Post-Resistance PSMD1 5707 37 2 232028416 232028416 Missense_Mutation SNP T C 22 91 c.2456T>C c.(2455-2457)GTA>GCA p.V819A

Pat_63 Post-Resistance COL6A3 1293 37 2 238274532 238274532 Missense_Mutation SNP G A 20 101 c.5647C>T c.(5647-5649)CCC>TCC p.P1883S

Pat_63 Post-Resistance LRRFIP1 9208 37 2 238671548 238671548 Missense_Mutation SNP G A 19 180 c.1192G>A c.(1192-1194)GAT>AAT p.D398N

Pat_63 Post-Resistance ANKMY1 51281 37 2 241492372 241492372 Missense_Mutation SNP C T 4 97 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_63 Post-Resistance AGXT 189 37 2 241817455 241817455 Missense_Mutation SNP C T 6 16 c.959C>T c.(958-960)ACA>ATA p.T320I

Pat_63 Post-Resistance PASK 23178 37 2 242066820 242066820 Missense_Mutation SNP C T 15 64 c.1510G>A c.(1510-1512)GCG>ACG p.A504T

Pat_63 Post-Resistance PASK 23178 37 2 242076571 242076571 Missense_Mutation SNP C T 7 36 c.985G>A c.(985-987)GCG>ACG p.A329T

Pat_63 Post-Resistance HDLBP 3069 37 2 242186214 242186214 Missense_Mutation SNP T A 23 113 c.1903A>T c.(1903-1905)AAC>TAC p.N635Y

Pat_63 Post-Resistance C20orf54 113278 37 20 746336 746336 Missense_Mutation SNP G A 9 36 c.83C>T c.(82-84)CCC>CTC p.P28L

Pat_63 Post-Resistance STK35 140901 37 20 2097573 2097573 Missense_Mutation SNP G A 10 53 c.1154G>A c.(1153-1155)AGC>AAC p.S385N

Pat_63 Post-Resistance TMC2 117532 37 20 2596792 2596792 Missense_Mutation SNP G A 8 67 c.1882G>A c.(1882-1884)GCT>ACT p.A628T

Pat_63 Post-Resistance SIGLEC1 6614 37 20 3684715 3684715 Missense_Mutation SNP G A 22 89 c.730C>T c.(730-732)CTC>TTC p.L244F

Pat_63 Post-Resistance CHD6 84181 37 20 40033310 40033310 Missense_Mutation SNP G A 35 133 c.8071C>T c.(8071-8073)CCT>TCT p.P2691S

Pat_63 Post-Resistance CHD6 84181 37 20 40040803 40040803 Missense_Mutation SNP G A 7 42 c.7232C>T c.(7231-7233)CCC>CTC p.P2411L

Pat_63 Post-Resistance TP53TG5 27296 37 20 44004130 44004130 Missense_Mutation SNP G A 10 52 c.317C>T c.(316-318)TCC>TTC p.S106F

Pat_63 Post-Resistance KCNB1 3745 37 20 47989713 47989713 Missense_Mutation SNP T C 32 153 c.2384A>G c.(2383-2385)AAC>AGC p.N795S

Pat_63 Post-Resistance CASS4 57091 37 20 55033445 55033445 Missense_Mutation SNP G A 9 63 c.2003G>A c.(2002-2004)AGG>AAG p.R668K

Pat_63 Post-Resistance BMP7 655 37 20 55777639 55777639 Missense_Mutation SNP C T 16 53 c.652G>A c.(652-654)GCC>ACC p.A218T



Pat_63 Post-Resistance SS18L1 26039 37 20 60738610 60738610 Missense_Mutation SNP G A 3 24 c.653G>A c.(652-654)GGG>GAG p.G218E

Pat_63 Post-Resistance C20orf166 128826 37 20 61167687 61167687 Missense_Mutation SNP G A 3 10 c.157G>A c.(157-159)GAA>AAA p.E53K

Pat_63 Post-Resistance CXADR 1525 37 21 18919438 18919438 Missense_Mutation SNP G A 21 48 c.137G>A c.(136-138)AGT>AAT p.S46N

Pat_63 Post-Resistance CXADR 1525 37 21 18924137 18924137 Missense_Mutation SNP C A 3 60 c.281C>A c.(280-282)ACG>AAG p.T94K

Pat_63 Post-Resistance ADAMTS1 9510 37 21 28214249 28214249 Missense_Mutation SNP C T 22 71 c.1138G>A c.(1138-1140)GAT>AAT p.D380N

Pat_63 Post-Resistance USP16 10600 37 21 30419545 30419545 Nonsense_Mutation SNP T G 46 143 c.1914T>G c.(1912-1914)TAT>TAG p.Y638*

Pat_63 Post-Resistance SOD1 6647 37 21 33040842 33040842 Missense_Mutation SNP G A 15 90 c.416G>A c.(415-417)GGA>GAA p.G139E

Pat_63 Post-Resistance TRAPPC10 7109 37 21 45497586 45497586 Missense_Mutation SNP G A 6 106 c.1390G>A c.(1390-1392)GCC>ACC p.A464T

Pat_63 Post-Resistance CLTCL1 8218 37 22 19223266 19223266 Missense_Mutation SNP G A 13 256 c.922C>T c.(922-924)CCA>TCA p.P308S

Pat_63 Post-Resistance C22orf29 79680 37 22 19838985 19838985 Missense_Mutation SNP G A 7 54 c.800C>T c.(799-801)CCC>CTC p.P267L

Pat_63 Post-Resistance TXNRD2 10587 37 22 19864728 19864728 Missense_Mutation SNP C T 4 114 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_63 Post-Resistance DGCR8 54487 37 22 20073988 20073988 Missense_Mutation SNP G A 9 328 c.502G>A c.(502-504)GTT>ATT p.V168I

Pat_63 Post-Resistance TRMT2A 27037 37 22 20103660 20103660 Missense_Mutation SNP C T 5 163 c.500G>A c.(499-501)CGA>CAA p.R167Q

Pat_63 Post-Resistance TRMT2A 27037 37 22 20103990 20103990 Missense_Mutation SNP G A 4 47 c.170C>T c.(169-171)CCC>CTC p.P57L

Pat_63 Post-Resistance ZNF74 7625 37 22 20759874 20759874 Missense_Mutation SNP C T 3 12 c.551C>T c.(550-552)CCC>CTC p.P184L

Pat_63 Post-Resistance SLC7A4 6545 37 22 21384515 21384515 Missense_Mutation SNP C T 6 58 c.1108G>A c.(1108-1110)GGC>AGC p.G370S

Pat_63 Post-Resistance ZNF280A 129025 37 22 22869329 22869329 Missense_Mutation SNP G A 23 204 c.626C>T c.(625-627)CCC>CTC p.P209L

Pat_63 Post-Resistance LOC96610 96610 37 22 23241849 23241849 Splice_Site SNP C T 7 72 c.15463_splice c.e366+2

Pat_63 Post-Resistance GGT5 2687 37 22 24622691 24622691 Missense_Mutation SNP C T 9 92 c.946G>A c.(946-948)GTG>ATG p.V316M

Pat_63 Post-Resistance GGT1 2678 37 22 25019077 25019077 Missense_Mutation SNP G A 10 70 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_63 Post-Resistance HPS4 89781 37 22 26875274 26875274 Missense_Mutation SNP C T 10 229 c.89G>A c.(88-90)GGC>GAC p.G30D

Pat_63 Post-Resistance TFIP11 24144 37 22 26899709 26899709 Missense_Mutation SNP C T 8 402 c.571G>A c.(571-573)GGG>AGG p.G191R

Pat_63 Post-Resistance SEC14L3 266629 37 22 30864589 30864589 Missense_Mutation SNP C T 14 101 c.329G>A c.(328-330)GGG>GAG p.G110E

Pat_63 Post-Resistance LIMK2 3985 37 22 31674419 31674419 Missense_Mutation SNP C T 25 536 c.1909C>T c.(1909-1911)CCT>TCT p.P637S

Pat_63 Post-Resistance PIK3IP1 113791 37 22 31679107 31679107 Missense_Mutation SNP G A 4 71 c.755C>T c.(754-756)ACC>ATC p.T252I

Pat_63 Post-Resistance PATZ1 23598 37 22 31740613 31740613 Missense_Mutation SNP G A 5 197 c.976C>T c.(976-978)CTT>TTT p.L326F

Pat_63 Post-Resistance FOXRED2 80020 37 22 36900157 36900157 Missense_Mutation SNP G A 10 83 c.1037C>T c.(1036-1038)TCC>TTC p.S346F

Pat_63 Post-Resistance GGA1 26088 37 22 38026050 38026050 Missense_Mutation SNP C T 27 128 c.1204C>T c.(1204-1206)CCC>TCC p.P402S

Pat_63 Post-Resistance TRIOBP 11078 37 22 38131242 38131242 Nonsense_Mutation SNP G A 28 98 c.4899G>A c.(4897-4899)TGG>TGA p.W1633*

Pat_63 Post-Resistance PICK1 9463 37 22 38453850 38453850 Missense_Mutation SNP G A 15 376 c.34G>A c.(34-36)GAT>AAT p.D12N

Pat_63 Post-Resistance CSNK1E 1454 37 22 38695921 38695921 Missense_Mutation SNP C T 22 589 c.715G>A c.(715-717)GTC>ATC p.V239I

Pat_63 Post-Resistance KCNJ4 3761 37 22 38823404 38823404 Missense_Mutation SNP C T 7 241 c.734G>A c.(733-735)GGC>GAC p.G245D

Pat_63 Post-Resistance DDX17 10521 37 22 38882193 38882193 Missense_Mutation SNP C T 17 339 c.1943G>A c.(1942-1944)GGC>GAC p.G648D

Pat_63 Post-Resistance GTPBP1 9567 37 22 39104916 39104916 Missense_Mutation SNP G A 30 185 c.259G>A c.(259-261)GAC>AAC p.D87N

Pat_63 Post-Resistance APOBEC3C 27350 37 22 39413792 39413792 Missense_Mutation SNP C T 47 262 c.196C>T c.(196-198)CAT>TAT p.H66Y

Pat_63 Post-Resistance RPS19BP1 91582 37 22 39928436 39928436 Missense_Mutation SNP T C 14 122 c.145A>G c.(145-147)AAC>GAC p.N49D

Pat_63 Post-Resistance SGSM3 27352 37 22 40801813 40801813 Missense_Mutation SNP C T 16 110 c.779C>T c.(778-780)CCT>CTT p.P260L

Pat_63 Post-Resistance XPNPEP3 63929 37 22 41320405 41320405 Missense_Mutation SNP C T 17 843 c.1276C>T c.(1276-1278)CTC>TTC p.L426F

Pat_63 Post-Resistance EP300 2033 37 22 41513598 41513598 Missense_Mutation SNP G A 14 332 c.502G>A c.(502-504)GGG>AGG p.G168R

Pat_63 Post-Resistance EP300 2033 37 22 41545924 41545924 Missense_Mutation SNP C T 14 192 c.2539C>T c.(2539-2541)CCA>TCA p.P847S

Pat_63 Post-Resistance POLR3H 171568 37 22 41940058 41940058 Nonsense_Mutation SNP C T 9 236 c.48G>A c.(46-48)TGG>TGA p.W16*

Pat_63 Post-Resistance XRCC6 2547 37 22 42046754 42046754 Missense_Mutation SNP G A 15 323 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_63 Post-Resistance XRCC6 2547 37 22 42054305 42054305 Missense_Mutation SNP G A 18 243 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_63 Post-Resistance MEI1 150365 37 22 42139163 42139163 Missense_Mutation SNP G A 10 149 c.1411G>A c.(1411-1413)GAG>AAG p.E471K

Pat_63 Post-Resistance TCF20 6942 37 22 42606013 42606013 Missense_Mutation SNP C T 14 359 c.5299G>A c.(5299-5301)GAG>AAG p.E1767K

Pat_63 Post-Resistance TCF20 6942 37 22 42607668 42607668 Missense_Mutation SNP G A 10 209 c.3644C>T c.(3643-3645)CCC>CTC p.P1215L

Pat_63 Post-Resistance TCF20 6942 37 22 42609099 42609099 Missense_Mutation SNP C T 15 633 c.2213G>A c.(2212-2214)GGC>GAC p.G738D



Pat_63 Post-Resistance NFAM1 150372 37 22 42793898 42793898 Missense_Mutation SNP C T 8 317 c.629G>A c.(628-630)AGC>AAC p.S210N

Pat_63 Post-Resistance RRP7A 27341 37 22 42911232 42911232 Missense_Mutation SNP C T 6 172 c.385G>A c.(385-387)GTG>ATG p.V129M

Pat_63 Post-Resistance FAM118A 55007 37 22 45723730 45723730 Missense_Mutation SNP G A 11 459 c.308G>A c.(307-309)GGC>GAC p.G103D

Pat_63 Post-Resistance SMC1B 27127 37 22 45782851 45782851 Missense_Mutation SNP G A 14 716 c.1807C>T c.(1807-1809)CCT>TCT p.P603S

Pat_63 Post-Resistance FBLN1 2192 37 22 45923757 45923757 Missense_Mutation SNP G A 11 514 c.352G>A c.(352-354)GCG>ACG p.A118T

Pat_63 Post-Resistance PKDREJ 10343 37 22 46657298 46657298 Missense_Mutation SNP C T 22 754 c.1922G>A c.(1921-1923)AGT>AAT p.S641N

Pat_63 Post-Resistance SHANK3 85358 37 22 51154142 51154142 Missense_Mutation SNP G A 8 144 c.2359G>A c.(2359-2361)GGC>AGC p.G787S

Pat_63 Post-Resistance ACR 49 37 22 51182491 51182491 Missense_Mutation SNP C T 5 168 c.568C>T c.(568-570)CCC>TCC p.P190S

Pat_63 Post-Resistance CNTN4 152330 37 3 3081863 3081863 Missense_Mutation SNP C T 19 82 c.2306C>T c.(2305-2307)CCC>CTC p.P769L

Pat_63 Post-Resistance EDEM1 9695 37 3 5248941 5248941 Missense_Mutation SNP T C 3 115 c.1321T>C c.(1321-1323)TTT>CTT p.F441L

Pat_63 Post-Resistance SETD5 55209 37 3 9512495 9512495 Missense_Mutation SNP C T 5 27 c.3077C>T c.(3076-3078)TCC>TTC p.S1026F

Pat_63 Post-Resistance TTLL3 26140 37 3 9877103 9877103 Missense_Mutation SNP C T 8 224 c.2249C>T c.(2248-2250)TCC>TTC p.S750F

Pat_63 Post-Resistance IL17RC 84818 37 3 9970108 9970108 Missense_Mutation SNP C T 7 40 c.1210C>T c.(1210-1212)CCG>TCG p.P404S

Pat_63 Post-Resistance IL17RC 84818 37 3 9975138 9975138 Missense_Mutation SNP G A 5 23 c.2237G>A c.(2236-2238)GGG>GAG p.G746E

Pat_63 Post-Resistance TMEM111 55831 37 3 10015370 10015370 Missense_Mutation SNP G A 27 138 c.436C>T c.(436-438)CTC>TTC p.L146F

Pat_63 Post-Resistance ATG7 10533 37 3 11374463 11374463 Missense_Mutation SNP C T 4 16 c.785C>T c.(784-786)TCT>TTT p.S262F

Pat_63 Post-Resistance ZFYVE20 64145 37 3 15115302 15115302 Missense_Mutation SNP C T 13 144 c.2342G>A c.(2341-2343)GGG>GAG p.G781E

Pat_63 Post-Resistance SH3BP5 9467 37 3 15311221 15311221 Missense_Mutation SNP C T 26 185 c.494G>A c.(493-495)AGG>AAG p.R165K

Pat_63 Post-Resistance PLCL2 23228 37 3 17131267 17131267 Missense_Mutation SNP G A 15 114 c.3223G>A c.(3223-3225)GAG>AAG p.E1075K

Pat_63 Post-Resistance OSBPL10 114884 37 3 31725509 31725509 Missense_Mutation SNP C T 23 85 c.1343G>A c.(1342-1344)GGG>GAG p.G448E

Pat_63 Post-Resistance ZNF860 344787 37 3 32031628 32031628 Missense_Mutation SNP C T 14 136 c.1057C>T c.(1057-1059)CGT>TGT p.R353C

Pat_63 Post-Resistance CNOT10 25904 37 3 32746399 32746399 Missense_Mutation SNP T C 18 90 c.214T>C c.(214-216)TTT>CTT p.F72L

Pat_63 Post-Resistance LRRFIP2 9209 37 3 37163148 37163148 Missense_Mutation SNP G A 16 142 c.263C>T c.(262-264)TCC>TTC p.S88F

Pat_63 Post-Resistance GOLGA4 2803 37 3 37367692 37367692 Missense_Mutation SNP T C 14 139 c.4315T>C c.(4315-4317)TCC>CCC p.S1439P

Pat_63 Post-Resistance GOLGA4 2803 37 3 37369306 37369306 Missense_Mutation SNP G A 10 62 c.5929G>A c.(5929-5931)GAG>AAG p.E1977K

Pat_63 Post-Resistance ITGA9 3680 37 3 37860433 37860433 Missense_Mutation SNP C T 7 75 c.3061C>T c.(3061-3063)CGG>TGG p.R1021W

Pat_63 Post-Resistance VILL 50853 37 3 38048063 38048063 Missense_Mutation SNP G A 13 51 c.2329G>A c.(2329-2331)GCT>ACT p.A777T

Pat_63 Post-Resistance ACAA1 30 37 3 38173470 38173470 Missense_Mutation SNP G A 27 142 c.350C>T c.(349-351)TCC>TTC p.S117F

Pat_63 Post-Resistance MYRIP 25924 37 3 40275349 40275349 Splice_Site SNP G A 13 95 c.1906_splice c.e12-1 p.K636_splice

Pat_63 Post-Resistance CTNNB1 1499 37 3 41275723 41275723 Missense_Mutation SNP C T 8 191 c.1618C>T c.(1618-1620)CTT>TTT p.L540F

Pat_63 Post-Resistance LRRC2 79442 37 3 46586699 46586699 Missense_Mutation SNP C T 6 52 c.170G>A c.(169-171)GGC>GAC p.G57D

Pat_63 Post-Resistance PTH1R 5745 37 3 46942562 46942562 Missense_Mutation SNP C A 4 18 c.1036C>A c.(1036-1038)CTG>ATG p.L346M

Pat_63 Post-Resistance SETD2 29072 37 3 47125260 47125260 Missense_Mutation SNP C T 26 198 c.6010G>A c.(6010-6012)GAT>AAT p.D2004N

Pat_63 Post-Resistance CSPG5 10675 37 3 47614179 47614179 Missense_Mutation SNP G A 9 108 c.1379C>T c.(1378-1380)ACC>ATC p.T460I

Pat_63 Post-Resistance COL7A1 1294 37 3 48623812 48623812 Missense_Mutation SNP G A 8 290 c.3503C>T c.(3502-3504)CCC>CTC p.P1168L

Pat_63 Post-Resistance IP6K2 51447 37 3 48730580 48730580 Missense_Mutation SNP C T 6 116 c.235G>A c.(235-237)GAC>AAC p.D79N

Pat_63 Post-Resistance AMT 275 37 3 49455124 49455124 Missense_Mutation SNP G A 36 203 c.1061C>T c.(1060-1062)CCC>CTC p.P354L

Pat_63 Post-Resistance CACNA2D2 9254 37 3 50404913 50404913 Nonsense_Mutation SNP C T 8 39 c.2334G>A c.(2332-2334)TGG>TGA p.W778*

Pat_63 Post-Resistance RAD54L2 23132 37 3 51667777 51667777 Splice_Site SNP T C 17 49 c.1008_splice c.e7+2 p.P336_splice

Pat_63 Post-Resistance ACY1 95 37 3 52019904 52019904 Missense_Mutation SNP G A 10 62 c.301G>A c.(301-303)GAT>AAT p.D101N

Pat_63 Post-Resistance GLYCTK 132158 37 3 52326454 52326454 Missense_Mutation SNP C T 4 75 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_63 Post-Resistance SFMBT1 51460 37 3 52950168 52950168 Missense_Mutation SNP G A 11 94 c.1478C>T c.(1477-1479)TCA>TTA p.S493L

Pat_63 Post-Resistance CCDC66 285331 37 3 56601063 56601063 Nonsense_Mutation SNP C T 8 97 c.796C>T c.(796-798)CAG>TAG p.Q266*

Pat_63 Post-Resistance C3orf63 23272 37 3 56680684 56680684 Missense_Mutation SNP C T 12 105 c.2081G>A c.(2080-2082)AGT>AAT p.S694N

Pat_63 Post-Resistance SPATA12 353324 37 3 57108015 57108015 Missense_Mutation SNP A C 4 119 c.293A>C c.(292-294)CAA>CCA p.Q98P

Pat_63 Post-Resistance IL17RD 54756 37 3 57130531 57130531 Missense_Mutation SNP C T 20 90 c.2110G>A c.(2110-2112)GAG>AAG p.E704K

Pat_63 Post-Resistance PRICKLE2 166336 37 3 64133348 64133348 Missense_Mutation SNP C T 20 108 c.818G>A c.(817-819)GGC>GAC p.G273D



Pat_63 Post-Resistance ADAMTS9 56999 37 3 64617589 64617589 Missense_Mutation SNP C T 5 48 c.2188G>A c.(2188-2190)GAT>AAT p.D730N

Pat_63 Post-Resistance FAM19A1 407738 37 3 68055858 68055858 Missense_Mutation SNP C T 23 161 c.89C>T c.(88-90)ACT>ATT p.T30I

Pat_63 Post-Resistance PPP4R2 151987 37 3 73114008 73114008 Missense_Mutation SNP C T 7 132 c.644C>T c.(643-645)TCT>TTT p.S215F

Pat_63 Post-Resistance ROBO1 6091 37 3 78649402 78649402 Missense_Mutation SNP G A 9 96 c.4802C>T c.(4801-4803)CCC>CTC p.P1601L

Pat_63 Post-Resistance ROBO1 6091 37 3 78710408 78710408 Missense_Mutation SNP C T 5 21 c.2092G>A c.(2092-2094)GAT>AAT p.D698N

Pat_63 Post-Resistance EPHA6 285220 37 3 96945179 96945179 Missense_Mutation SNP A T 29 61 c.1186A>T c.(1186-1188)ACA>TCA p.T396S

Pat_63 Post-Resistance TOMM70A 9868 37 3 100105188 100105188 Nonsense_Mutation SNP G A 7 18 c.499C>T c.(499-501)CAA>TAA p.Q167*

Pat_63 Post-Resistance IMPG2 50939 37 3 100972586 100972586 Missense_Mutation SNP C A 8 21 c.1193G>T c.(1192-1194)TGG>TTG p.W398L

Pat_63 Post-Resistance SENP7 57337 37 3 101044800 101044800 Missense_Mutation SNP C T 5 165 c.3140G>A c.(3139-3141)GGC>GAC p.G1047D

Pat_63 Post-Resistance IFT57 55081 37 3 107925531 107925531 Missense_Mutation SNP C T 6 22 c.598G>A c.(598-600)GAT>AAT p.D200N

Pat_63 Post-Resistance KIAA1524 57650 37 3 108279513 108279513 Missense_Mutation SNP G A 29 105 c.1810C>T c.(1810-1812)CTT>TTT p.L604F

Pat_63 Post-Resistance BTLA 151888 37 3 112218193 112218193 Missense_Mutation SNP G A 8 38 c.13C>T c.(13-15)CCT>TCT p.P5S

Pat_63 Post-Resistance CCDC52 152185 37 3 113169336 113169336 Missense_Mutation SNP G A 15 32 c.2170C>T c.(2170-2172)CCA>TCA p.P724S

Pat_63 Post-Resistance GRAMD1C 54762 37 3 113655179 113655179 Missense_Mutation SNP G A 8 59 c.1523G>A c.(1522-1524)GGC>GAC p.G508D

Pat_63 Post-Resistance PARP14 54625 37 3 122418732 122418732 Missense_Mutation SNP G A 19 68 c.1331G>A c.(1330-1332)AGC>AAC p.S444N

Pat_63 Post-Resistance KALRN 8997 37 3 123983478 123983478 Missense_Mutation SNP C T 3 38 c.391C>T c.(391-393)CCC>TCC p.P131S

Pat_63 Post-Resistance ALG1L2 644974 37 3 129814925 129814925 Missense_Mutation SNP C T 3 48 c.458C>T c.(457-459)TCC>TTC p.S153F

Pat_63 Post-Resistance DNAJC13 23317 37 3 132207280 132207280 Missense_Mutation SNP G A 22 50 c.3406G>A c.(3406-3408)GTG>ATG p.V1136M

Pat_63 Post-Resistance TF 7018 37 3 133494435 133494435 Missense_Mutation SNP G A 43 81 c.1846G>A c.(1846-1848)GTC>ATC p.V616I

Pat_63 Post-Resistance PCOLCE2 26577 37 3 142539881 142539881 Missense_Mutation SNP G A 4 79 c.956C>T c.(955-957)GCC>GTC p.A319V

Pat_63 Post-Resistance PLSCR1 5359 37 3 146251283 146251283 Missense_Mutation SNP G A 5 179 c.68C>T c.(67-69)CCT>CTT p.P23L

Pat_63 Post-Resistance IGSF10 285313 37 3 151161004 151161004 Missense_Mutation SNP C T 11 47 c.5731G>A c.(5731-5733)GAC>AAC p.D1911N

Pat_63 Post-Resistance TMEM14E 645843 37 3 152058383 152058383 Missense_Mutation SNP C T 6 123 c.311G>A c.(310-312)GGA>GAA p.G104E

Pat_63 Post-Resistance ZBBX 79740 37 3 167068207 167068207 Splice_Site SNP C T 32 208 c.528_splice c.e9+1 p.Q176_splice

Pat_63 Post-Resistance MECOM 2122 37 3 169099115 169099115 Missense_Mutation SNP C T 26 111 c.235G>A c.(235-237)GAG>AAG p.E79K

Pat_63 Post-Resistance LRRIQ4 344657 37 3 169548377 169548377 Missense_Mutation SNP A C 7 20 c.1292A>C c.(1291-1293)AAT>ACT p.N431T

Pat_63 Post-Resistance PIK3CA 5290 37 3 178942525 178942525 Missense_Mutation SNP C T 18 73 c.2332C>T c.(2332-2334)CCA>TCA p.P778S

Pat_63 Post-Resistance EIF2B5 8893 37 3 183860884 183860884 Missense_Mutation SNP G A 10 47 c.1699G>A c.(1699-1701)GAG>AAG p.E567K

Pat_63 Post-Resistance DVL3 1857 37 3 183883938 183883938 Missense_Mutation SNP C T 14 95 c.788C>T c.(787-789)TCC>TTC p.S263F

Pat_63 Post-Resistance LPP 4026 37 3 188327028 188327028 Missense_Mutation SNP C T 73 492 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_63 Post-Resistance CLDN1 9076 37 3 190026151 190026151 Missense_Mutation SNP C T 10 54 c.551G>A c.(550-552)TGT>TAT p.C184Y

Pat_63 Post-Resistance TFRC 7037 37 3 195794997 195794997 Missense_Mutation SNP G A 3 48 c.806C>T c.(805-807)GCA>GTA p.A269V

Pat_63 Post-Resistance DLG1 1739 37 3 196792287 196792287 Missense_Mutation SNP C T 10 82 c.2266G>A c.(2266-2268)GAT>AAT p.D756N

Pat_63 Post-Resistance ZNF595 152687 37 4 195420 195420 Splice_Site SNP G A 5 13 c.514_splice c.e5-1

Pat_63 Post-Resistance ZNF721 170960 37 4 435649 435649 Missense_Mutation SNP T G 7 173 c.2607A>C c.(2605-2607)GAA>GAC p.E869D

Pat_63 Post-Resistance ZNF721 170960 37 4 436574 436574 Missense_Mutation SNP T A 9 301 c.1682A>T c.(1681-1683)GAA>GTA p.E561V

Pat_63 Post-Resistance SLBP 7884 37 4 1705407 1705407 Missense_Mutation SNP G A 5 199 c.197C>T c.(196-198)CCT>CTT p.P66L

Pat_63 Post-Resistance ADD1 118 37 4 2900208 2900208 Missense_Mutation SNP G A 18 142 c.934G>A c.(934-936)GAG>AAG p.E312K

Pat_63 Post-Resistance HTT 3064 37 4 3142380 3142380 Missense_Mutation SNP C T 19 88 c.2948C>T c.(2947-2949)ACC>ATC p.T983I

Pat_63 Post-Resistance DOK7 285489 37 4 3478120 3478120 Missense_Mutation SNP C T 15 154 c.383C>T c.(382-384)CCG>CTG p.P128L

Pat_63 Post-Resistance EVC 2121 37 4 5806463 5806463 Missense_Mutation SNP G A 7 56 c.2456G>A c.(2455-2457)AGG>AAG p.R819K

Pat_63 Post-Resistance ABLIM2 84448 37 4 8062694 8062694 Missense_Mutation SNP C T 5 16 c.763G>A c.(763-765)GGT>AGT p.G255S

Pat_63 Post-Resistance SH3TC1 54436 37 4 8216266 8216266 Missense_Mutation SNP C T 13 63 c.440C>T c.(439-441)ACT>ATT p.T147I

Pat_63 Post-Resistance SLC2A9 56606 37 4 10022908 10022908 Missense_Mutation SNP C T 17 136 c.146G>A c.(145-147)AGA>AAA p.R49K

Pat_63 Post-Resistance CLNK 116449 37 4 10542163 10542163 Missense_Mutation SNP G A 17 101 c.557C>T c.(556-558)CCT>CTT p.P186L

Pat_63 Post-Resistance CC2D2A 57545 37 4 15538544 15538544 Missense_Mutation SNP G A 5 34 c.1609G>A c.(1609-1611)GAA>AAA p.E537K

Pat_63 Post-Resistance DCAF16 54876 37 4 17805665 17805665 Missense_Mutation SNP C T 12 59 c.100G>A c.(100-102)GAT>AAT p.D34N



Pat_63 Post-Resistance GPR125 166647 37 4 22414900 22414900 Missense_Mutation SNP C T 81 405 c.2137G>A c.(2137-2139)GGA>AGA p.G713R

Pat_63 Post-Resistance DHX15 1665 37 4 24534486 24534486 Splice_Site SNP C T 41 324 c.2100_splice c.e12+1 p.Q700_splice

Pat_63 Post-Resistance PGM2 55276 37 4 37848592 37848592 Missense_Mutation SNP C T 8 84 c.1048C>T c.(1048-1050)CTC>TTC p.L350F

Pat_63 Post-Resistance KLF3 51274 37 4 38690239 38690239 Missense_Mutation SNP C T 11 72 c.91C>T c.(91-93)CCT>TCT p.P31S

Pat_63 Post-Resistance TLR10 81793 37 4 38777133 38777133 Missense_Mutation SNP C T 10 77 c.79G>A c.(79-81)GAA>AAA p.E27K

Pat_63 Post-Resistance FRYL 285527 37 4 48581249 48581249 Missense_Mutation SNP G A 12 69 c.2269C>T c.(2269-2271)CTC>TTC p.L757F

Pat_63 Post-Resistance SCFD2 152579 37 4 53740170 53740170 Missense_Mutation SNP G A 18 104 c.2021C>T c.(2020-2022)GCA>GTA p.A674V

Pat_63 Post-Resistance KDR 3791 37 4 55968084 55968084 Missense_Mutation SNP T C 5 48 c.2246A>G c.(2245-2247)GAG>GGG p.E749G

Pat_63 Post-Resistance EXOC1 55763 37 4 56744084 56744084 Missense_Mutation SNP G A 28 80 c.1076G>A c.(1075-1077)GGT>GAT p.G359D

Pat_63 Post-Resistance CEP135 9662 37 4 56878056 56878056 Missense_Mutation SNP G A 8 71 c.2707G>A c.(2707-2709)GAA>AAA p.E903K

Pat_63 Post-Resistance LPHN3 23284 37 4 62813882 62813882 Missense_Mutation SNP G A 7 31 c.2489G>A c.(2488-2490)GGT>GAT p.G830D

Pat_63 Post-Resistance PAQR3 152559 37 4 79841809 79841809 Missense_Mutation SNP G A 18 56 c.820C>T c.(820-822)CAC>TAC p.H274Y

Pat_63 Post-Resistance TMEM150C 441027 37 4 83417348 83417348 Missense_Mutation SNP G A 15 63 c.236C>T c.(235-237)GCC>GTC p.A79V

Pat_63 Post-Resistance COQ2 27235 37 4 84194688 84194688 Missense_Mutation SNP G A 23 67 c.542C>T c.(541-543)ACC>ATC p.T181I

Pat_63 Post-Resistance C4orf36 132989 37 4 87809031 87809031 Missense_Mutation SNP C T 4 42 c.236G>A c.(235-237)AGG>AAG p.R79K

Pat_63 Post-Resistance EMCN 51705 37 4 101331503 101331503 Missense_Mutation SNP G A 12 74 c.761C>T c.(760-762)TCT>TTT p.S254F

Pat_63 Post-Resistance SLC39A8 64116 37 4 103225556 103225556 Missense_Mutation SNP C T 4 101 c.758G>A c.(757-759)GGT>GAT p.G253D

Pat_63 Post-Resistance NUDT6 11162 37 4 123833743 123833743 Missense_Mutation SNP C T 7 46 c.478G>A c.(478-480)GTT>ATT p.V160I

Pat_63 Post-Resistance PCDH10 57575 37 4 134073651 134073651 Missense_Mutation SNP G A 4 10 c.2356G>A c.(2356-2358)GAC>AAC p.D786N

Pat_63 Post-Resistance MAML3 55534 37 4 140811424 140811424 Missense_Mutation SNP G C 27 43 c.1166C>G c.(1165-1167)TCC>TGC p.S389C

Pat_63 Post-Resistance ANAPC10 10393 37 4 146017140 146017140 Missense_Mutation SNP G A 54 221 c.112C>T c.(112-114)CCA>TCA p.P38S

Pat_63 Post-Resistance SH3D19 152503 37 4 152065124 152065124 Missense_Mutation SNP C T 17 105 c.1390G>A c.(1390-1392)GTT>ATT p.V464I

Pat_63 Post-Resistance FNIP2 57600 37 4 159790277 159790277 Missense_Mutation SNP G A 10 42 c.2489G>A c.(2488-2490)GGA>GAA p.G830E

Pat_63 Post-Resistance RAPGEF2 9693 37 4 160253806 160253806 Missense_Mutation SNP C T 13 37 c.1609C>T c.(1609-1611)CTC>TTC p.L537F

Pat_63 Post-Resistance TLL1 7092 37 4 166929191 166929191 Missense_Mutation SNP C T 12 84 c.908C>T c.(907-909)ACC>ATC p.T303I

Pat_63 Post-Resistance TLL1 7092 37 4 166981197 166981197 Missense_Mutation SNP C T 6 36 c.1864C>T c.(1864-1866)CTT>TTT p.L622F

Pat_63 Post-Resistance EXOC3 11336 37 5 466843 466843 Missense_Mutation SNP G A 9 65 c.2068G>A c.(2068-2070)GAT>AAT p.D690N

Pat_63 Post-Resistance ZDHHC11 79844 37 5 819674 819674 Missense_Mutation SNP G A 11 184 c.1112C>T c.(1111-1113)ACT>ATT p.T371I

Pat_63 Post-Resistance ADAMTS16 170690 37 5 5209331 5209331 Missense_Mutation SNP C A 45 148 c.1577C>A c.(1576-1578)GCC>GAC p.A526D

Pat_63 Post-Resistance KIAA0947 23379 37 5 5460861 5460861 Missense_Mutation SNP A G 13 73 c.1414A>G c.(1414-1416)AGT>GGT p.S472G

Pat_63 Post-Resistance ZNF622 90441 37 5 16465657 16465657 Missense_Mutation SNP C T 6 60 c.118G>A c.(118-120)GCC>ACC p.A40T

Pat_63 Post-Resistance RNASEN 29102 37 5 31515175 31515175 Missense_Mutation SNP C T 19 132 c.1210G>A c.(1210-1212)GAA>AAA p.E404K

Pat_63 Post-Resistance RXFP3 51289 37 5 33937023 33937023 Missense_Mutation SNP G A 17 91 c.178G>A c.(178-180)GCG>ACG p.A60T

Pat_63 Post-Resistance SPEF2 79925 37 5 35659175 35659175 Missense_Mutation SNP G A 10 89 c.1033G>A c.(1033-1035)GAG>AAG p.E345K

Pat_63 Post-Resistance NIPBL 25836 37 5 36985446 36985446 Missense_Mutation SNP C T 27 147 c.2164C>T c.(2164-2166)CCT>TCT p.P722S

Pat_63 Post-Resistance NIPBL 25836 37 5 37006491 37006491 Nonsense_Mutation SNP G A 16 135 c.3888G>A c.(3886-3888)TGG>TGA p.W1296*

Pat_63 Post-Resistance C5orf42 65250 37 5 37179515 37179515 Missense_Mutation SNP C T 15 162 c.5768G>A c.(5767-5769)AGA>AAA p.R1923K

Pat_63 Post-Resistance FYB 2533 37 5 39202085 39202085 Nonsense_Mutation SNP C T 10 78 c.978G>A c.(976-978)TGG>TGA p.W326*

Pat_63 Post-Resistance PRKAA1 5562 37 5 40763122 40763122 Missense_Mutation SNP C T 19 79 c.1438G>A c.(1438-1440)GAA>AAA p.E480K

Pat_63 Post-Resistance NNT 23530 37 5 43700235 43700235 Missense_Mutation SNP C A 6 279 c.2891C>A c.(2890-2892)CCA>CAA p.P964Q

Pat_63 Post-Resistance DHX29 54505 37 5 54566436 54566436 Missense_Mutation SNP C T 30 174 c.2963G>A c.(2962-2964)GGC>GAC p.G988D

Pat_63 Post-Resistance PPAP2A 8611 37 5 54721131 54721131 Missense_Mutation SNP C T 7 44 c.758G>A c.(757-759)AGA>AAA p.R253K

Pat_63 Post-Resistance DEPDC1B 55789 37 5 59983011 59983011 Missense_Mutation SNP C T 19 147 c.92G>A c.(91-93)CGG>CAG p.R31Q

Pat_63 Post-Resistance ZNF366 167465 37 5 71740091 71740091 Missense_Mutation SNP G A 16 65 c.1727C>T c.(1726-1728)GCA>GTA p.A576V

Pat_63 Post-Resistance COL4A3BP 10087 37 5 74698883 74698883 Missense_Mutation SNP C T 19 109 c.931G>A c.(931-933)GAA>AAA p.E311K

Pat_63 Post-Resistance MSH3 4437 37 5 80160657 80160657 Missense_Mutation SNP C T 9 94 c.3026C>T c.(3025-3027)ACC>ATC p.T1009I

Pat_63 Post-Resistance ATG10 83734 37 5 81460326 81460326 Missense_Mutation SNP C T 10 99 c.325C>T c.(325-327)CCT>TCT p.P109S



Pat_63 Post-Resistance VCAN 1462 37 5 82836672 82836672 Missense_Mutation SNP C T 14 82 c.7850C>T c.(7849-7851)ACT>ATT p.T2617I

Pat_63 Post-Resistance EDIL3 10085 37 5 83680131 83680131 Missense_Mutation SNP C T 8 90 c.62G>A c.(61-63)GGC>GAC p.G21D

Pat_63 Post-Resistance GPR98 84059 37 5 90049488 90049488 Missense_Mutation SNP C T 27 102 c.11219C>T c.(11218-11220)ACC>ATC p.T3740I

Pat_63 Post-Resistance TTC37 9652 37 5 94852234 94852234 Nonsense_Mutation SNP G A 5 149 c.2572C>T c.(2572-2574)CAA>TAA p.Q858*

Pat_63 Post-Resistance ERAP1 51752 37 5 96117545 96117545 Missense_Mutation SNP C T 12 109 c.2299G>A c.(2299-2301)GTG>ATG p.V767M

Pat_63 Post-Resistance CHD1 1105 37 5 98207772 98207772 Missense_Mutation SNP G A 24 192 c.3844C>T c.(3844-3846)CTC>TTC p.L1282F

Pat_63 Post-Resistance SLCO6A1 133482 37 5 101794120 101794120 Missense_Mutation SNP C T 9 87 c.1097G>A c.(1096-1098)GGA>GAA p.G366E

Pat_63 Post-Resistance PPIP5K2 23262 37 5 102490435 102490435 Missense_Mutation SNP C T 11 61 c.1279C>T c.(1279-1281)CCA>TCA p.P427S

Pat_63 Post-Resistance WDR36 134430 37 5 110445970 110445970 Missense_Mutation SNP G A 30 232 c.1577G>A c.(1576-1578)GGC>GAC p.G526D

Pat_63 Post-Resistance DMXL1 1657 37 5 118513931 118513931 Missense_Mutation SNP C T 20 87 c.7127C>T c.(7126-7128)ACT>ATT p.T2376I

Pat_63 Post-Resistance PPIC 5480 37 5 122359574 122359574 Nonsense_Mutation SNP C T 8 385 c.635G>A c.(634-636)TGG>TAG p.W212*

Pat_63 Post-Resistance CSNK1G3 1456 37 5 122940502 122940502 Missense_Mutation SNP G A 7 59 c.1267G>A c.(1267-1269)GTA>ATA p.V423I

Pat_63 Post-Resistance ZNF608 57507 37 5 124080204 124080204 Missense_Mutation SNP C T 16 88 c.479G>A c.(478-480)GGC>GAC p.G160D

Pat_63 Post-Resistance MEGF10 84466 37 5 126778801 126778801 Missense_Mutation SNP G A 23 128 c.2474G>A c.(2473-2475)GGA>GAA p.G825E

Pat_63 Post-Resistance PRRC1 133619 37 5 126887399 126887399 Missense_Mutation SNP G A 4 88 c.1129G>A c.(1129-1131)GCT>ACT p.A377T

Pat_63 Post-Resistance SLC12A2 6558 37 5 127466804 127466804 Missense_Mutation SNP G A 31 157 c.1094G>A c.(1093-1095)GGT>GAT p.G365D

Pat_63 Post-Resistance P4HA2 8974 37 5 131531158 131531158 Missense_Mutation SNP C T 8 59 c.1387G>A c.(1387-1389)GCT>ACT p.A463T

Pat_63 Post-Resistance ZMAT2 153527 37 5 140081653 140081653 Missense_Mutation SNP G A 28 158 c.175G>A c.(175-177)GAA>AAA p.E59K

Pat_63 Post-Resistance PCDHB5 26167 37 5 140515560 140515560 Missense_Mutation SNP A G 24 166 c.544A>G c.(544-546)ACG>GCG p.T182A

Pat_63 Post-Resistance PCDHGA11 56105 37 5 140801801 140801801 Missense_Mutation SNP T C 3 42 c.1007T>C c.(1006-1008)ATC>ACC p.I336T

Pat_63 Post-Resistance PCDH12 51294 37 5 141336753 141336753 Missense_Mutation SNP G A 17 87 c.664C>T c.(664-666)CCC>TCC p.P222S

Pat_63 Post-Resistance SPINK5 11005 37 5 147480133 147480133 Missense_Mutation SNP T G 44 75 c.1209T>G c.(1207-1209)TGT>TGG p.C403W

Pat_63 Post-Resistance SH3TC2 79628 37 5 148384306 148384306 Missense_Mutation SNP G A 6 40 c.3835C>T c.(3835-3837)CGG>TGG p.R1279W

Pat_63 Post-Resistance SH3TC2 79628 37 5 148384423 148384423 Missense_Mutation SNP C T 16 90 c.3718G>A c.(3718-3720)GCA>ACA p.A1240T

Pat_63 Post-Resistance SLC26A2 1836 37 5 149360196 149360196 Missense_Mutation SNP C T 13 64 c.1040C>T c.(1039-1041)TCT>TTT p.S347F

Pat_63 Post-Resistance CAMK2A 815 37 5 149669130 149669130 Missense_Mutation SNP C T 13 105 c.59G>A c.(58-60)GGC>GAC p.G20D

Pat_63 Post-Resistance TCOF1 6949 37 5 149773019 149773019 Missense_Mutation SNP C T 8 64 c.3685C>T c.(3685-3687)CCC>TCC p.P1229S

Pat_63 Post-Resistance DCTN4 51164 37 5 150110243 150110243 Missense_Mutation SNP G A 10 586 c.784C>T c.(784-786)CTC>TTC p.L262F

Pat_63 Post-Resistance ZNF300 91975 37 5 150275557 150275557 Missense_Mutation SNP C T 6 57 c.1244G>A c.(1243-1245)GGG>GAG p.G415E

Pat_63 Post-Resistance SLC36A2 153201 37 5 150712784 150712784 Splice_Site SNP C T 11 71 c.843_splice c.e7+1 p.V281_splice

Pat_63 Post-Resistance FAT2 2196 37 5 150946040 150946040 Missense_Mutation SNP G A 14 79 c.2453C>T c.(2452-2454)CCC>CTC p.P818L

Pat_63 Post-Resistance CYFIP2 26999 37 5 156757803 156757803 Missense_Mutation SNP T C 10 123 c.2210T>C c.(2209-2211)ATT>ACT p.I737T

Pat_63 Post-Resistance PTTG1 9232 37 5 159849859 159849859 Missense_Mutation SNP G A 9 243 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_63 Post-Resistance SLIT3 6586 37 5 168216587 168216587 Missense_Mutation SNP C A 18 39 c.1057G>T c.(1057-1059)GGC>TGC p.G353C

Pat_63 Post-Resistance DOCK2 1794 37 5 169506061 169506061 Missense_Mutation SNP G A 16 95 c.5077G>A c.(5077-5079)GTC>ATC p.V1693I

Pat_63 Post-Resistance BOD1 91272 37 5 173036279 173036279 Missense_Mutation SNP C A 12 80 c.521G>T c.(520-522)GGC>GTC p.G174V

Pat_63 Post-Resistance CPEB4 80315 37 5 173316758 173316758 Missense_Mutation SNP G A 148 656 c.22G>A c.(22-24)GTG>ATG p.V8M

Pat_63 Post-Resistance GRK6 2870 37 5 176867825 176867825 Missense_Mutation SNP C T 15 121 c.1529C>T c.(1528-1530)CCC>CTC p.P510L

Pat_63 Post-Resistance MAML1 9794 37 5 179201706 179201706 Missense_Mutation SNP C T 5 22 c.2879C>T c.(2878-2880)GCC>GTC p.A960V

Pat_63 Post-Resistance MGAT4B 11282 37 5 179225929 179225929 Missense_Mutation SNP G A 3 50 c.1342C>T c.(1342-1344)CGG>TGG p.R448W

Pat_63 Post-Resistance FARS2 10667 37 6 5431351 5431351 Missense_Mutation SNP G A 17 238 c.850G>A c.(850-852)GAA>AAA p.E284K

Pat_63 Post-Resistance PIP5K1P1 206426 37 6 7987026 7987026 Missense_Mutation SNP G A 29 185 c.257G>A c.(256-258)AGC>AAC p.S86N

Pat_63 Post-Resistance PIP5K1P1 206426 37 6 7987143 7987143 Missense_Mutation SNP G A 15 185 c.374G>A c.(373-375)CGT>CAT p.R125H

Pat_63 Post-Resistance EDN1 1906 37 6 12294193 12294193 Missense_Mutation SNP C T 5 65 c.253C>T c.(253-255)CTT>TTT p.L85F

Pat_63 Post-Resistance SIRT5 23408 37 6 13601162 13601162 Missense_Mutation SNP C T 6 100 c.838C>T c.(838-840)CCA>TCA p.P280S

Pat_63 Post-Resistance RNF182 221687 37 6 13977987 13977987 Missense_Mutation SNP G A 29 235 c.637G>A c.(637-639)GTC>ATC p.V213I

Pat_63 Post-Resistance LRRC16A 55604 37 6 25540227 25540227 Missense_Mutation SNP G A 7 38 c.2249G>A c.(2248-2250)GGC>GAC p.G750D



Pat_63 Post-Resistance HIST1H2BN 8341 37 6 27806783 27806783 Missense_Mutation SNP G A 51 347 c.344G>A c.(343-345)GGC>GAC p.G115D

Pat_63 Post-Resistance HIST1H2BO 8348 37 6 27861284 27861284 Missense_Mutation SNP C T 19 169 c.44C>T c.(43-45)TCC>TTC p.S15F

Pat_63 Post-Resistance OR2B2 81697 37 6 27879509 27879509 Missense_Mutation SNP C T 21 294 c.589G>A c.(589-591)GCT>ACT p.A197T

Pat_63 Post-Resistance SCAND3 114821 37 6 28554209 28554209 Missense_Mutation SNP C T 19 235 c.286G>A c.(286-288)GTG>ATG p.V96M

Pat_63 Post-Resistance MRPS18B 28973 37 6 30590648 30590648 Missense_Mutation SNP G A 22 199 c.394G>A c.(394-396)GGT>AGT p.G132S

Pat_63 Post-Resistance DHX16 8449 37 6 30633255 30633255 Splice_Site SNP C T 13 134 c.921_splice c.e5+1 p.Q307_splice

Pat_63 Post-Resistance TUBB 203068 37 6 30692136 30692136 Missense_Mutation SNP G A 18 206 c.1297G>A c.(1297-1299)GAG>AAG p.E433K

Pat_63 Post-Resistance FLOT1 10211 37 6 30709624 30709624 Missense_Mutation SNP C T 18 145 c.64G>A c.(64-66)GTC>ATC p.V22I

Pat_63 Post-Resistance MICA 4276 37 6 31378439 31378439 Missense_Mutation SNP T C 3 46 c.190T>C c.(190-192)TGC>CGC p.C64R

Pat_63 Post-Resistance BAT2 7916 37 6 31591556 31591556 Missense_Mutation SNP C T 14 188 c.160C>T c.(160-162)CGG>TGG p.R54W

Pat_63 Post-Resistance BAT2 7916 37 6 31597360 31597360 Nonsense_Mutation SNP G A 36 323 c.1992G>A c.(1990-1992)TGG>TGA p.W664*

Pat_63 Post-Resistance C6orf27 80737 37 6 31743973 31743973 Missense_Mutation SNP G A 20 203 c.281C>T c.(280-282)CCT>CTT p.P94L

Pat_63 Post-Resistance SKIV2L 6499 37 6 31937457 31937457 Missense_Mutation SNP G A 6 224 c.3706G>A c.(3706-3708)GAC>AAC p.D1236N

Pat_63 Post-Resistance DOM3Z 1797 37 6 31938234 31938234 Nonsense_Mutation SNP C T 5 194 c.834G>A c.(832-834)TGG>TGA p.W278*

Pat_63 Post-Resistance DOM3Z 1797 37 6 31939187 31939187 Missense_Mutation SNP G A 6 94 c.266C>T c.(265-267)CCG>CTG p.P89L

Pat_63 Post-Resistance TNXB 7148 37 6 32021195 32021195 Missense_Mutation SNP C T 6 79 c.8755G>A c.(8755-8757)GTG>ATG p.V2919M

Pat_63 Post-Resistance TNXB 7148 37 6 32023823 32023823 Missense_Mutation SNP T C 5 151 c.8272A>G c.(8272-8274)ATC>GTC p.I2758V

Pat_63 Post-Resistance TNXB 7148 37 6 32053632 32053632 Missense_Mutation SNP C T 7 71 c.3043G>A c.(3043-3045)GCT>ACT p.A1015T

Pat_63 Post-Resistance NOTCH4 4855 37 6 32185774 32185774 Missense_Mutation SNP G A 7 65 c.1622C>T c.(1621-1623)CCT>CTT p.P541L

Pat_63 Post-Resistance HLA-DMB 3109 37 6 32906742 32906742 Missense_Mutation SNP C T 23 317 c.56G>A c.(55-57)GGT>GAT p.G19D

Pat_63 Post-Resistance RING1 6015 37 6 33179637 33179637 Missense_Mutation SNP C T 8 48 c.977C>T c.(976-978)ACC>ATC p.T326I

Pat_63 Post-Resistance DAXX 1616 37 6 33287218 33287218 Missense_Mutation SNP G A 38 339 c.1879C>T c.(1879-1881)CCC>TCC p.P627S

Pat_63 Post-Resistance SYNGAP1 8831 37 6 33403311 33403311 Missense_Mutation SNP C T 11 686 c.683C>T c.(682-684)ACA>ATA p.T228I

Pat_63 Post-Resistance UHRF1BP1 54887 37 6 34823481 34823481 Splice_Site SNP G A 12 117 c.1120_splice c.e9+1 p.G374_splice

Pat_63 Post-Resistance MTCH1 23787 37 6 36946333 36946333 Missense_Mutation SNP G A 33 440 c.461C>T c.(460-462)CCC>CTC p.P154L

Pat_63 Post-Resistance PIM1 5292 37 6 37138398 37138398 Missense_Mutation SNP C T 9 158 c.47C>T c.(46-48)CCC>CTC p.P16L

Pat_63 Post-Resistance DNAH8 1769 37 6 38816485 38816485 Missense_Mutation SNP G A 4 102 c.4456G>A c.(4456-4458)GAT>AAT p.D1486N

Pat_63 Post-Resistance DNAH8 1769 37 6 38830213 38830213 Missense_Mutation SNP G A 15 176 c.5638G>A c.(5638-5640)GGC>AGC p.G1880S

Pat_63 Post-Resistance PTCRA 171558 37 6 42890779 42890779 Missense_Mutation SNP C T 19 154 c.73C>T c.(73-75)CCC>TCC p.P25S

Pat_63 Post-Resistance CUL9 23113 37 6 43164471 43164471 Missense_Mutation SNP G A 20 191 c.2674G>A c.(2674-2676)GAG>AAG p.E892K

Pat_63 Post-Resistance XPO5 57510 37 6 43491635 43491635 Missense_Mutation SNP C T 6 236 c.3586G>A c.(3586-3588)GGT>AGT p.G1196S

Pat_63 Post-Resistance POLH 5429 37 6 43571691 43571691 Missense_Mutation SNP G A 17 116 c.827G>A c.(826-828)GGT>GAT p.G276D

Pat_63 Post-Resistance HSP90AB1 3326 37 6 44219940 44219940 Missense_Mutation SNP G A 20 131 c.1667G>A c.(1666-1668)AGC>AAC p.S556N

Pat_63 Post-Resistance PKHD1 5314 37 6 51923135 51923135 Missense_Mutation SNP G A 10 136 c.1498C>T c.(1498-1500)CTT>TTT p.L500F

Pat_63 Post-Resistance PAQR8 85315 37 6 52268097 52268097 Missense_Mutation SNP G A 4 28 c.86G>A c.(85-87)GGG>GAG p.G29E

Pat_63 Post-Resistance EFHC1 114327 37 6 52288858 52288858 Missense_Mutation SNP G A 36 450 c.178G>A c.(178-180)GCT>ACT p.A60T

Pat_63 Post-Resistance COL19A1 1310 37 6 70859743 70859743 Missense_Mutation SNP G A 7 43 c.1930G>A c.(1930-1932)GGT>AGT p.G644S

Pat_63 Post-Resistance IRAK1BP1 134728 37 6 79607677 79607677 Splice_Site SNP G A 18 81 c.512_splice c.e3+1 p.R171_splice

Pat_63 Post-Resistance ZNF292 23036 37 6 87966111 87966111 Missense_Mutation SNP G A 14 48 c.2764G>A c.(2764-2766)GAA>AAA p.E922K

Pat_63 Post-Resistance GABRR1 2569 37 6 89891645 89891645 Missense_Mutation SNP C T 21 57 c.928G>A c.(928-930)GTG>ATG p.V310M

Pat_63 Post-Resistance KLHL32 114792 37 6 97489450 97489450 Missense_Mutation SNP C T 28 48 c.287C>T c.(286-288)GCT>GTT p.A96V

Pat_63 Post-Resistance ASCC3 10973 37 6 101054871 101054871 Missense_Mutation SNP C A 24 52 c.4879G>T c.(4879-4881)GAC>TAC p.D1627Y

Pat_63 Post-Resistance ASCC3 10973 37 6 101054918 101054918 Missense_Mutation SNP G A 23 80 c.4832C>T c.(4831-4833)ACC>ATC p.T1611I

Pat_63 Post-Resistance AKD1 221264 37 6 109815288 109815288 Missense_Mutation SNP G A 5 33 c.5429C>T c.(5428-5430)ACT>ATT p.T1810I

Pat_63 Post-Resistance GPR6 2830 37 6 110300722 110300722 Missense_Mutation SNP C T 5 120 c.407C>T c.(406-408)CCC>CTC p.P136L

Pat_63 Post-Resistance TRMT11 60487 37 6 126320759 126320759 Missense_Mutation SNP G A 14 58 c.679G>A c.(679-681)GGT>AGT p.G227S

Pat_63 Post-Resistance ECHDC1 55862 37 6 127611270 127611270 Missense_Mutation SNP G A 21 72 c.668C>T c.(667-669)GCT>GTT p.A223V



Pat_63 Post-Resistance EPB41L2 2037 37 6 131186708 131186708 Missense_Mutation SNP C T 6 157 c.2797G>A c.(2797-2799)GTG>ATG p.V933M

Pat_63 Post-Resistance MAP7 9053 37 6 136667213 136667213 Missense_Mutation SNP G A 8 26 c.2020C>T c.(2020-2022)CCC>TCC p.P674S

Pat_63 Post-Resistance UTRN 7402 37 6 145051492 145051492 Splice_Site SNP G A 6 159 c.7810_splice c.e53-1 p.A2604_splice

Pat_63 Post-Resistance LATS1 9113 37 6 150023066 150023066 Missense_Mutation SNP C T 27 104 c.197G>A c.(196-198)AGA>AAA p.R66K

Pat_63 Post-Resistance AKAP12 9590 37 6 151673112 151673112 Missense_Mutation SNP G A 30 75 c.3586G>A c.(3586-3588)GAG>AAG p.E1196K

Pat_63 Post-Resistance TIAM2 26230 37 6 155572097 155572097 Nonsense_Mutation SNP G A 28 86 c.4002G>A c.(4000-4002)TGG>TGA p.W1334*

Pat_63 Post-Resistance MAP3K4 4216 37 6 161505621 161505621 Missense_Mutation SNP G A 14 33 c.2344G>A c.(2344-2346)GAT>AAT p.D782N

Pat_63 Post-Resistance HEATR2 54919 37 7 796510 796510 Missense_Mutation SNP C T 7 56 c.1349C>T c.(1348-1350)GCC>GTC p.A450V

Pat_63 Post-Resistance SUN1 23353 37 7 901071 901071 Missense_Mutation SNP G A 23 172 c.1834G>A c.(1834-1836)GGG>AGG p.G612R

Pat_63 Post-Resistance AMZ1 155185 37 7 2748798 2748798 Missense_Mutation SNP G A 4 10 c.691G>A c.(691-693)GCA>ACA p.A231T

Pat_63 Post-Resistance SKAP2 8935 37 7 26765115 26765115 Missense_Mutation SNP G A 23 118 c.728C>T c.(727-729)CCT>CTT p.P243L

Pat_63 Post-Resistance HOXA10 3206 37 7 27213870 27213870 Missense_Mutation SNP G A 18 171 c.56C>T c.(55-57)TCA>TTA p.S19L

Pat_63 Post-Resistance GHRHR 2692 37 7 31013666 31013666 Missense_Mutation SNP G A 20 152 c.664G>A c.(664-666)GCA>ACA p.A222T

Pat_63 Post-Resistance AVL9 23080 37 7 32582849 32582849 Missense_Mutation SNP G A 24 289 c.190G>A c.(190-192)GAT>AAT p.D64N

Pat_63 Post-Resistance RP9 6100 37 7 33138976 33138976 Missense_Mutation SNP G A 27 144 c.256C>T c.(256-258)CAT>TAT p.H86Y

Pat_63 Post-Resistance BMPER 168667 37 7 33946430 33946430 Missense_Mutation SNP G A 19 117 c.134G>A c.(133-135)GGT>GAT p.G45D

Pat_63 Post-Resistance ANLN 54443 37 7 36446023 36446023 Missense_Mutation SNP G A 16 131 c.721G>A c.(721-723)GCA>ACA p.A241T

Pat_63 Post-Resistance CDK13 8621 37 7 40127849 40127849 Missense_Mutation SNP G A 9 94 c.3154G>A c.(3154-3156)GAT>AAT p.D1052N

Pat_63 Post-Resistance NSUN5P2 260294 37 7 72420385 72420385 Missense_Mutation SNP C T 18 82 c.203G>A c.(202-204)GGG>GAG p.G68E

Pat_63 Post-Resistance MAGI2 9863 37 7 77797274 77797274 Missense_Mutation SNP C T 10 427 c.2555G>A c.(2554-2556)GGG>GAG p.G852E

Pat_63 Post-Resistance AKAP9 10142 37 7 91711873 91711873 Missense_Mutation SNP G A 17 95 c.8057G>A c.(8056-8058)GGA>GAA p.G2686E

Pat_63 Post-Resistance KRIT1 889 37 7 91842696 91842696 Missense_Mutation SNP C T 10 48 c.1838G>A c.(1837-1839)GGT>GAT p.G613D

Pat_63 Post-Resistance ANKIB1 54467 37 7 91981943 91981943 Missense_Mutation SNP C T 43 374 c.1384C>T c.(1384-1386)CAC>TAC p.H462Y

Pat_63 Post-Resistance CALCR 799 37 7 93106879 93106879 Missense_Mutation SNP C T 4 67 c.361G>A c.(361-363)GAT>AAT p.D121N

Pat_63 Post-Resistance AZGP1 563 37 7 99564904 99564904 Missense_Mutation SNP G A 6 14 c.619C>T c.(619-621)CCC>TCC p.P207S

Pat_63 Post-Resistance STAG3 10734 37 7 99778267 99778267 Missense_Mutation SNP G A 6 283 c.88G>A c.(88-90)GAC>AAC p.D30N

Pat_63 Post-Resistance STAG3 10734 37 7 99811421 99811421 Missense_Mutation SNP G A 18 119 c.3661G>A c.(3661-3663)GAT>AAT p.D1221N

Pat_63 Post-Resistance EPHB4 2050 37 7 100404168 100404168 Nonsense_Mutation SNP C T 23 146 c.2358G>A c.(2356-2358)TGG>TGA p.W786*

Pat_63 Post-Resistance MUC17 140453 37 7 100695239 100695239 Missense_Mutation SNP T C 15 117 c.13099T>C c.(13099-13101)TGC>CGC p.C4367R

Pat_63 Post-Resistance MLL5 55904 37 7 104752768 104752768 Missense_Mutation SNP C T 6 182 c.4565C>T c.(4564-4566)ACA>ATA p.T1522I

Pat_63 Post-Resistance PRKAR2B 5577 37 7 106786821 106786821 Missense_Mutation SNP G A 15 171 c.656G>A c.(655-657)GGG>GAG p.G219E

Pat_63 Post-Resistance COG5 10466 37 7 107188753 107188753 Missense_Mutation SNP C T 8 314 c.410G>A c.(409-411)AGA>AAA p.R137K

Pat_63 Post-Resistance THAP5 168451 37 7 108204994 108204994 Missense_Mutation SNP G A 14 126 c.829C>T c.(829-831)CCT>TCT p.P277S

Pat_63 Post-Resistance LRRN3 54674 37 7 110764615 110764615 Missense_Mutation SNP C T 15 59 c.1787C>T c.(1786-1788)CCC>CTC p.P596L

Pat_63 Post-Resistance PPP1R3A 5506 37 7 113518385 113518385 Missense_Mutation SNP G A 25 174 c.2762C>T c.(2761-2763)ACT>ATT p.T921I

Pat_63 Post-Resistance WNT2 7472 37 7 116918397 116918397 Missense_Mutation SNP G A 4 74 c.895C>T c.(895-897)CGG>TGG p.R299W

Pat_63 Post-Resistance PTPRZ1 5803 37 7 121652897 121652897 Missense_Mutation SNP G A 23 138 c.3797G>A c.(3796-3798)AGT>AAT p.S1266N

Pat_63 Post-Resistance WASL 8976 37 7 123332919 123332919 Missense_Mutation SNP G A 20 143 c.829C>T c.(829-831)CCA>TCA p.P277S

Pat_63 Post-Resistance NRF1 4899 37 7 129348961 129348961 Missense_Mutation SNP G A 36 334 c.653G>A c.(652-654)GGT>GAT p.G218D

Pat_63 Post-Resistance TMEM209 84928 37 7 129813752 129813752 Missense_Mutation SNP G A 9 322 c.1372C>T c.(1372-1374)CTT>TTT p.L458F

Pat_63 Post-Resistance EXOC4 60412 37 7 133749105 133749105 Missense_Mutation SNP G A 10 52 c.2749G>A c.(2749-2751)GGT>AGT p.G917S

Pat_63 Post-Resistance NUP205 23165 37 7 135282881 135282881 Missense_Mutation SNP C T 46 365 c.2200C>T c.(2200-2202)CCT>TCT p.P734S

Pat_63 Post-Resistance TBXAS1 6916 37 7 139719873 139719873 Missense_Mutation SNP G A 8 58 c.1717G>A c.(1717-1719)GTC>ATC p.V573I

Pat_63 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 51 60 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_63 Post-Resistance WEE2 494551 37 7 141420800 141420800 Missense_Mutation SNP A G 6 278 c.824A>G c.(823-825)TAC>TGC p.Y275C

Pat_63 Post-Resistance CNTNAP2 26047 37 7 147964124 147964124 Splice_Site SNP G A 19 142 c.3382_splice c.e21-1 p.L1128_splice

Pat_63 Post-Resistance SSPO 23145 37 7 149493684 149493684 Missense_Mutation SNP G A 4 23 c.6680G>A c.(6679-6681)GGG>GAG p.G2227E



Pat_63 Post-Resistance MLL3 58508 37 7 151835942 151835942 Missense_Mutation SNP G A 31 241 c.14582C>T c.(14581-14583)ACT>ATT p.T4861I

Pat_63 Post-Resistance MLL3 58508 37 7 151878443 151878443 Missense_Mutation SNP G A 15 109 c.6502C>T c.(6502-6504)CCT>TCT p.P2168S

Pat_63 Post-Resistance MLL3 58508 37 7 151896417 151896417 Missense_Mutation SNP G A 7 64 c.4220C>T c.(4219-4221)TCC>TTC p.S1407F

Pat_63 Post-Resistance RNF32 140545 37 7 156450822 156450822 Missense_Mutation SNP G A 11 73 c.451G>A c.(451-453)GCA>ACA p.A151T

Pat_63 Post-Resistance NOM1 64434 37 7 156759691 156759691 Missense_Mutation SNP G A 12 108 c.2203G>A c.(2203-2205)GAC>AAC p.D735N

Pat_63 Post-Resistance CSMD1 64478 37 8 3565960 3565960 Missense_Mutation SNP C T 4 30 c.985G>A c.(985-987)GAT>AAT p.D329N

Pat_63 Post-Resistance VPS37A 137492 37 8 17132312 17132312 Missense_Mutation SNP C T 9 67 c.487C>T c.(487-489)CCA>TCA p.P163S

Pat_63 Post-Resistance PIWIL2 55124 37 8 22175766 22175766 Missense_Mutation SNP G A 9 56 c.2381G>A c.(2380-2382)GGC>GAC p.G794D

Pat_63 Post-Resistance SLC39A14 23516 37 8 22273459 22273459 Missense_Mutation SNP C T 14 69 c.928C>T c.(928-930)CTC>TTC p.L310F

Pat_63 Post-Resistance SORBS3 10174 37 8 22428736 22428736 Splice_Site SNP T G 6 48 c.1743_splice c.e18+2 p.Q581_splice

Pat_63 Post-Resistance NEFM 4741 37 8 24773163 24773163 Missense_Mutation SNP G A 9 70 c.1126G>A c.(1126-1128)GAA>AAA p.E376K

Pat_63 Post-Resistance CHRNA2 1135 37 8 27320857 27320857 Missense_Mutation SNP C T 11 32 c.1103G>A c.(1102-1104)GGG>GAG p.G368E

Pat_63 Post-Resistance TEX15 56154 37 8 30705879 30705879 Missense_Mutation SNP C T 11 41 c.655G>A c.(655-657)GTT>ATT p.V219I

Pat_63 Post-Resistance WHSC1L1 54904 37 8 38133364 38133364 Missense_Mutation SNP C T 9 36 c.4109G>A c.(4108-4110)TGC>TAC p.C1370Y

Pat_63 Post-Resistance AP3M2 10947 37 8 42022650 42022650 Missense_Mutation SNP G A 18 74 c.645G>A c.(643-645)ATG>ATA p.M215I

Pat_63 Post-Resistance POLB 5423 37 8 42227386 42227386 Missense_Mutation SNP T C 3 39 c.793T>C c.(793-795)TAT>CAT p.Y265H

Pat_63 Post-Resistance SLC20A2 6575 37 8 42294934 42294934 Missense_Mutation SNP C T 16 70 c.1096G>A c.(1096-1098)GGC>AGC p.G366S

Pat_63 Post-Resistance MCM4 4173 37 8 48874219 48874219 Missense_Mutation SNP C T 18 45 c.214C>T c.(214-216)CCT>TCT p.P72S

Pat_63 Post-Resistance SNTG1 54212 37 8 51664561 51664561 Missense_Mutation SNP G A 15 329 c.1285G>A c.(1285-1287)GCT>ACT p.A429T

Pat_63 Post-Resistance PXDNL 137902 37 8 52359705 52359705 Missense_Mutation SNP C T 9 397 c.1384G>A c.(1384-1386)GAA>AAA p.E462K

Pat_63 Post-Resistance ARMC1 55156 37 8 66517689 66517689 Missense_Mutation SNP C T 12 442 c.550G>A c.(550-552)GTG>ATG p.V184M

Pat_63 Post-Resistance PDE7A 5150 37 8 66631580 66631580 Missense_Mutation SNP T C 9 594 c.1394A>G c.(1393-1395)GAT>GGT p.D465G

Pat_63 Post-Resistance RRS1 23212 37 8 67341991 67341991 Missense_Mutation SNP C T 9 54 c.625C>T c.(625-627)CCT>TCT p.P209S

Pat_63 Post-Resistance ZFHX4 79776 37 8 77618490 77618490 Missense_Mutation SNP C T 23 76 c.2167C>T c.(2167-2169)CAC>TAC p.H723Y

Pat_63 Post-Resistance ZFHX4 79776 37 8 77618514 77618514 Missense_Mutation SNP C A 12 43 c.2191C>A c.(2191-2193)CAA>AAA p.Q731K

Pat_63 Post-Resistance OSGIN2 734 37 8 90937083 90937083 Missense_Mutation SNP G A 18 110 c.841G>A c.(841-843)GTG>ATG p.V281M

Pat_63 Post-Resistance RAD54B 25788 37 8 95479704 95479704 Missense_Mutation SNP G A 21 80 c.64C>T c.(64-66)CCT>TCT p.P22S

Pat_63 Post-Resistance KIAA1429 25962 37 8 95541537 95541537 Missense_Mutation SNP C T 11 61 c.641G>A c.(640-642)AGA>AAA p.R214K

Pat_63 Post-Resistance UQCRB 7381 37 8 97244030 97244030 Missense_Mutation SNP G A 26 197 c.230C>T c.(229-231)CCT>CTT p.P77L

Pat_63 Post-Resistance MTDH 92140 37 8 98712051 98712051 Missense_Mutation SNP C T 19 219 c.1118C>T c.(1117-1119)CCC>CTC p.P373L

Pat_63 Post-Resistance MTDH 92140 37 8 98731413 98731413 Missense_Mutation SNP G A 14 104 c.1517G>A c.(1516-1518)AGC>AAC p.S506N

Pat_63 Post-Resistance POP1 10940 37 8 99146837 99146837 Missense_Mutation SNP C T 7 184 c.961C>T c.(961-963)CCT>TCT p.P321S

Pat_63 Post-Resistance POP1 10940 37 8 99161211 99161211 Missense_Mutation SNP G A 6 49 c.1879G>A c.(1879-1881)GGC>AGC p.G627S

Pat_63 Post-Resistance FBXO43 286151 37 8 101153317 101153317 Missense_Mutation SNP C T 12 87 c.1165G>A c.(1165-1167)GAA>AAA p.E389K

Pat_63 Post-Resistance ATP6V1C1 528 37 8 104075277 104075277 Splice_Site SNP T C 3 111 c.734_splice c.e9+2 p.K245_splice

Pat_63 Post-Resistance RIMS2 9699 37 8 104927751 104927751 Missense_Mutation SNP G A 11 110 c.1175G>A c.(1174-1176)GGT>GAT p.G392D

Pat_63 Post-Resistance PKHD1L1 93035 37 8 110471939 110471939 Missense_Mutation SNP C T 8 76 c.7120C>T c.(7120-7122)CCT>TCT p.P2374S

Pat_63 Post-Resistance ENPP2 5168 37 8 120602792 120602792 Missense_Mutation SNP G A 8 261 c.1160C>T c.(1159-1161)CCT>CTT p.P387L

Pat_63 Post-Resistance TAF2 6873 37 8 120754852 120754852 Missense_Mutation SNP G A 14 328 c.3259C>T c.(3259-3261)CCC>TCC p.P1087S

Pat_63 Post-Resistance MTBP 27085 37 8 121458724 121458724 Missense_Mutation SNP C T 30 750 c.170C>T c.(169-171)TCA>TTA p.S57L

Pat_63 Post-Resistance MTBP 27085 37 8 121502783 121502783 Nonsense_Mutation SNP C T 7 254 c.1420C>T c.(1420-1422)CAA>TAA p.Q474*

Pat_63 Post-Resistance WDR67 93594 37 8 124142446 124142446 Missense_Mutation SNP C T 13 201 c.2279C>T c.(2278-2280)GCT>GTT p.A760V

Pat_63 Post-Resistance ATAD2 29028 37 8 124340756 124340756 Missense_Mutation SNP C T 12 496 c.3542G>A c.(3541-3543)AGG>AAG p.R1181K

Pat_63 Post-Resistance FAM91A1 157769 37 8 124824837 124824837 Missense_Mutation SNP G A 12 489 c.2410G>A c.(2410-2412)GGT>AGT p.G804S

Pat_63 Post-Resistance MTSS1 9788 37 8 125565387 125565387 Missense_Mutation SNP G A 23 829 c.2114C>T c.(2113-2115)GCC>GTC p.A705V

Pat_63 Post-Resistance MYC 4609 37 8 128750635 128750635 Missense_Mutation SNP C T 6 229 c.127C>T c.(127-129)CCG>TCG p.P43S

Pat_63 Post-Resistance TG 7038 37 8 134025851 134025851 Missense_Mutation SNP C T 32 162 c.6404C>T c.(6403-6405)TCC>TTC p.S2135F



Pat_63 Post-Resistance COL22A1 169044 37 8 139603742 139603742 Missense_Mutation SNP C T 5 26 c.4618G>A c.(4618-4620)GAG>AAG p.E1540K

Pat_63 Post-Resistance PTK2 5747 37 8 141874410 141874410 Splice_Site SNP C T 15 424 c.450_splice c.e5+1 p.Q150_splice

Pat_63 Post-Resistance PTP4A3 11156 37 8 142437067 142437067 Missense_Mutation SNP C T 23 154 c.227C>T c.(226-228)CCG>CTG p.P76L

Pat_63 Post-Resistance SCRIB 23513 37 8 144891113 144891113 Missense_Mutation SNP G A 9 36 c.1781C>T c.(1780-1782)ACC>ATC p.T594I

Pat_63 Post-Resistance ARHGAP39 80728 37 8 145756120 145756120 Missense_Mutation SNP C T 4 74 c.3023G>A c.(3022-3024)CGC>CAC p.R1008H

Pat_63 Post-Resistance RFX3 5991 37 9 3248135 3248135 Missense_Mutation SNP G A 16 40 c.1865C>T c.(1864-1866)TCC>TTC p.S622F

Pat_63 Post-Resistance SLC24A2 25769 37 9 19622282 19622282 Missense_Mutation SNP C T 5 31 c.946G>A c.(946-948)GAC>AAC p.D316N

Pat_63 Post-Resistance KLHL9 55958 37 9 21333058 21333058 Missense_Mutation SNP G A 10 50 c.1801C>T c.(1801-1803)CCT>TCT p.P601S

Pat_63 Post-Resistance MTAP 4507 37 9 21818104 21818104 Missense_Mutation SNP G A 15 38 c.250G>A c.(250-252)GAG>AAG p.E84K

Pat_63 Post-Resistance BAG1 573 37 9 33264285 33264285 Missense_Mutation SNP G A 3 9 c.388C>T c.(388-390)CGG>TGG p.R130W

Pat_63 Post-Resistance NFX1 4799 37 9 33295050 33295050 Missense_Mutation SNP G A 25 76 c.658G>A c.(658-660)GAG>AAG p.E220K

Pat_63 Post-Resistance NOL6 65083 37 9 33468864 33468864 Missense_Mutation SNP C T 9 172 c.1033G>A c.(1033-1035)GGT>AGT p.G345S

Pat_63 Post-Resistance TLN1 7094 37 9 35711286 35711286 Missense_Mutation SNP G A 6 11 c.3985C>T c.(3985-3987)CCT>TCT p.P1329S

Pat_63 Post-Resistance ZNF658 26149 37 9 40774061 40774061 Missense_Mutation SNP G A 35 179 c.1214C>T c.(1213-1215)CCC>CTC p.P405L

Pat_63 Post-Resistance PIP5K1B 8395 37 9 71606060 71606060 Missense_Mutation SNP G A 12 43 c.1507G>A c.(1507-1509)GGG>AGG p.G503R

Pat_63 Post-Resistance C9orf135 138255 37 9 72435874 72435874 Missense_Mutation SNP G A 14 53 c.79G>A c.(79-81)GTG>ATG p.V27M

Pat_63 Post-Resistance FAM108B1 51104 37 9 74489770 74489770 Missense_Mutation SNP C T 31 159 c.227G>A c.(226-228)GGC>GAC p.G76D

Pat_63 Post-Resistance PCSK5 5125 37 9 78773924 78773924 Missense_Mutation SNP C T 7 299 c.1456C>T c.(1456-1458)CGC>TGC p.R486C

Pat_63 Post-Resistance SECISBP2 79048 37 9 91940421 91940421 Missense_Mutation SNP C G 7 245 c.262C>G c.(262-264)CAT>GAT p.H88D

Pat_63 Post-Resistance SPTLC1 10558 37 9 94809917 94809917 Missense_Mutation SNP C T 9 34 c.962G>A c.(961-963)AGG>AAG p.R321K

Pat_63 Post-Resistance OGN 4969 37 9 95152213 95152213 Missense_Mutation SNP G A 9 70 c.553C>T c.(553-555)CTT>TTT p.L185F

Pat_63 Post-Resistance FGD3 89846 37 9 95778065 95778065 Missense_Mutation SNP G A 22 98 c.1229G>A c.(1228-1230)GGC>GAC p.G410D

Pat_63 Post-Resistance NINJ1 4814 37 9 95887279 95887279 Missense_Mutation SNP C T 14 53 c.370G>A c.(370-372)GGC>AGC p.G124S

Pat_63 Post-Resistance KIAA1529 57653 37 9 100105731 100105731 Missense_Mutation SNP A G 17 48 c.2933A>G c.(2932-2934)CAT>CGT p.H978R

Pat_63 Post-Resistance ABCA1 19 37 9 107594920 107594920 Missense_Mutation SNP A T 8 91 c.1444T>A c.(1444-1446)TAC>AAC p.Y482N

Pat_63 Post-Resistance TXN 7295 37 9 113007065 113007065 Missense_Mutation SNP C T 5 228 c.248G>A c.(247-249)GGA>GAA p.G83E

Pat_63 Post-Resistance CEP110 11064 37 9 123904456 123904456 Missense_Mutation SNP G A 8 30 c.2779G>A c.(2779-2781)GAG>AAG p.E927K

Pat_63 Post-Resistance OLFML2A 169611 37 9 127572430 127572430 Nonsense_Mutation SNP G A 13 40 c.1698G>A c.(1696-1698)TGG>TGA p.W566*

Pat_63 Post-Resistance MAPKAP1 79109 37 9 128322074 128322074 Missense_Mutation SNP G A 4 74 c.686C>T c.(685-687)GCC>GTC p.A229V

Pat_63 Post-Resistance ZBTB43 23099 37 9 129594792 129594792 Missense_Mutation SNP G A 9 30 c.4G>A c.(4-6)GAG>AAG p.E2K

Pat_63 Post-Resistance TRUB2 26995 37 9 131079482 131079482 Missense_Mutation SNP G A 4 19 c.265C>T c.(265-267)CTC>TTC p.L89F

Pat_63 Post-Resistance TOR1B 27348 37 9 132571192 132571192 Missense_Mutation SNP G A 5 72 c.650G>A c.(649-651)GGC>GAC p.G217D

Pat_63 Post-Resistance NUP214 8021 37 9 134003727 134003727 Missense_Mutation SNP G A 17 109 c.250G>A c.(250-252)GTC>ATC p.V84I

Pat_63 Post-Resistance BAT2L1 84726 37 9 134308174 134308174 Missense_Mutation SNP C T 14 50 c.286C>T c.(286-288)CCA>TCA p.P96S

Pat_63 Post-Resistance BAT2L1 84726 37 9 134346214 134346214 Missense_Mutation SNP C T 3 49 c.1951C>T c.(1951-1953)CCC>TCC p.P651S

Pat_63 Post-Resistance GTF3C4 9329 37 9 135553960 135553960 Nonsense_Mutation SNP G A 5 104 c.954G>A c.(952-954)TGG>TGA p.W318*

Pat_63 Post-Resistance UBAC1 10422 37 9 138831520 138831520 Missense_Mutation SNP G A 28 85 c.962C>T c.(961-963)GCG>GTG p.A321V

Pat_63 Post-Resistance WDR85 92715 37 9 140449923 140449923 Missense_Mutation SNP G A 21 114 c.1127C>T c.(1126-1128)CCC>CTC p.P376L

Pat_63 Post-Resistance CACNA1B 774 37 9 140953033 140953033 Missense_Mutation SNP G A 6 33 c.4321G>A c.(4321-4323)GAC>AAC p.D1441N

Pat_63 Post-Resistance CSF2RA 1438 37 X 1422893 1422893 Missense_Mutation SNP C T 20 112 c.1024C>T c.(1024-1026)CTC>TTC p.L342F

Pat_63 Post-Resistance ARSH 347527 37 X 2945417 2945417 Missense_Mutation SNP C T 7 74 c.1100C>T c.(1099-1101)TCA>TTA p.S367L

Pat_63 Post-Resistance PHKA2 5256 37 X 18958136 18958136 Missense_Mutation SNP C T 25 162 c.895G>A c.(895-897)GAT>AAT p.D299N

Pat_63 Post-Resistance CNKSR2 22866 37 X 21450818 21450818 Missense_Mutation SNP G A 5 235 c.317G>A c.(316-318)AGG>AAG p.R106K

Pat_63 Post-Resistance FAM47B 170062 37 X 34961429 34961429 Missense_Mutation SNP G A 4 7 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_63 Post-Resistance ZNF673 55634 37 X 46322309 46322309 Missense_Mutation SNP G A 15 95 c.142G>A c.(142-144)GGG>AGG p.G48R

Pat_63 Post-Resistance CACNA1F 778 37 X 49062134 49062134 Missense_Mutation SNP C T 10 20 c.5645G>A c.(5644-5646)GGA>GAA p.G1882E

Pat_63 Post-Resistance CACNA1F 778 37 X 49079239 49079239 Missense_Mutation SNP C T 20 59 c.2177G>A c.(2176-2178)GGC>GAC p.G726D



Pat_63 Post-Resistance CACNA1F 778 37 X 49088215 49088215 Missense_Mutation SNP C A 3 48 c.200G>T c.(199-201)CGG>CTG p.R67L

Pat_63 Post-Resistance SHROOM4 57477 37 X 50438894 50438894 Missense_Mutation SNP G A 28 83 c.161C>T c.(160-162)ACT>ATT p.T54I

Pat_63 Post-Resistance FGD1 2245 37 X 54473754 54473754 Missense_Mutation SNP C T 10 22 c.2570G>A c.(2569-2571)GGA>GAA p.G857E

Pat_63 Post-Resistance GNL3L 54552 37 X 54585062 54585062 Missense_Mutation SNP A T 4 4 c.1640A>T c.(1639-1641)AAT>ATT p.N547I

Pat_63 Post-Resistance FAM123B 139285 37 X 63410558 63410558 Missense_Mutation SNP G A 7 11 c.2609C>T c.(2608-2610)CCT>CTT p.P870L

Pat_63 Post-Resistance ZC3H12B 340554 37 X 64722868 64722868 Missense_Mutation SNP G A 4 95 c.2257G>A c.(2257-2259)GTG>ATG p.V753M

Pat_63 Post-Resistance OPHN1 4983 37 X 67283921 67283921 Missense_Mutation SNP C T 12 132 c.1933G>A c.(1933-1935)GAA>AAA p.E645K

Pat_63 Post-Resistance EFNB1 1947 37 X 68060316 68060316 Missense_Mutation SNP G A 3 34 c.860G>A c.(859-861)AGT>AAT p.S287N

Pat_63 Post-Resistance MED12 9968 37 X 70354669 70354669 Missense_Mutation SNP G A 19 65 c.4834G>A c.(4834-4836)GCA>ACA p.A1612T

Pat_63 Post-Resistance PIN4 5303 37 X 71416691 71416691 Missense_Mutation SNP A T 9 44 c.249A>T c.(247-249)TTA>TTT p.L83F

Pat_63 Post-Resistance ATRX 546 37 X 76937029 76937029 Missense_Mutation SNP C T 25 191 c.3719G>A c.(3718-3720)GGA>GAA p.G1240E

Pat_63 Post-Resistance PGAM4 441531 37 X 77224423 77224423 Missense_Mutation SNP G A 22 65 c.713C>T c.(712-714)ACG>ATG p.T238M

Pat_63 Post-Resistance PGK1 5230 37 X 77369261 77369261 Missense_Mutation SNP G A 5 29 c.137G>A c.(136-138)AGC>AAC p.S46N

Pat_63 Post-Resistance HDX 139324 37 X 83581197 83581197 Missense_Mutation SNP C T 13 87 c.1936G>A c.(1936-1938)GAA>AAA p.E646K

Pat_63 Post-Resistance TSC22D3 1831 37 X 106959974 106959974 Missense_Mutation SNP G A 23 87 c.68C>T c.(67-69)TCC>TTC p.S23F

Pat_63 Post-Resistance GUCY2F 2986 37 X 108638689 108638689 Missense_Mutation SNP G A 26 161 c.2305C>T c.(2305-2307)CCT>TCT p.P769S

Pat_63 Post-Resistance PAK3 5063 37 X 110385414 110385414 Missense_Mutation SNP G A 5 168 c.266G>A c.(265-267)GGG>GAG p.G89E

Pat_63 Post-Resistance DOCK11 139818 37 X 117733129 117733129 Missense_Mutation SNP C T 19 117 c.2500C>T c.(2500-2502)CAT>TAT p.H834Y

Pat_63 Post-Resistance RHOXF1 158800 37 X 119249625 119249625 Missense_Mutation SNP G A 6 71 c.148C>T c.(148-150)CCT>TCT p.P50S

Pat_63 Post-Resistance XPNPEP2 7512 37 X 128893157 128893157 Missense_Mutation SNP G A 22 114 c.1369G>A c.(1369-1371)GAC>AAC p.D457N

Pat_63 Post-Resistance XPNPEP2 7512 37 X 128901586 128901586 Missense_Mutation SNP G A 18 91 c.1748G>A c.(1747-1749)GGG>GAG p.G583E

Pat_63 Post-Resistance FRMD7 90167 37 X 131212022 131212022 Missense_Mutation SNP C T 22 81 c.2023G>A c.(2023-2025)GCC>ACC p.A675T

Pat_63 Post-Resistance SLITRK4 139065 37 X 142717099 142717099 Missense_Mutation SNP C T 5 84 c.1826G>A c.(1825-1827)AGT>AAT p.S609N

Pat_63 Post-Resistance SLITRK2 84631 37 X 144904916 144904916 Missense_Mutation SNP G A 20 68 c.973G>A c.(973-975)GGA>AGA p.G325R

Pat_63 Post-Resistance SLITRK2 84631 37 X 144906224 144906224 Missense_Mutation SNP G A 6 235 c.2281G>A c.(2281-2283)GAG>AAG p.E761K

Pat_63 Post-Resistance HCFC1 3054 37 X 153216856 153216856 Missense_Mutation SNP G A 9 356 c.5462C>T c.(5461-5463)ACC>ATC p.T1821I

Pat_70 Pre-Treatment UBE4B 10277 37 1 10228227 10228227 Nonsense_Mutation SNP C T 4 74 c.3232C>T c.(3232-3234)CAG>TAG p.Q1078*

Pat_70 Pre-Treatment NBPF3 84224 37 1 21798107 21798107 Missense_Mutation SNP G C 6 417 c.492G>C c.(490-492)CAG>CAC p.Q164H

Pat_70 Pre-Treatment HSPG2 3339 37 1 22179521 22179521 Missense_Mutation SNP G A 60 94 c.6482C>T c.(6481-6483)TCA>TTA p.S2161L

Pat_70 Pre-Treatment EPHB2 2048 37 1 23191418 23191418 Missense_Mutation SNP C T 66 153 c.1016C>T c.(1015-1017)TCC>TTC p.S339F

Pat_70 Pre-Treatment CSMD2 114784 37 1 34192148 34192148 Missense_Mutation SNP C T 33 79 c.2387G>A c.(2386-2388)AGA>AAA p.R796K

Pat_70 Pre-Treatment HIVEP3 59269 37 1 42041246 42041246 Missense_Mutation SNP C T 134 281 c.5176G>A c.(5176-5178)GAG>AAG p.E1726K

Pat_70 Pre-Treatment CYP4Z1 199974 37 1 47564769 47564769 Missense_Mutation SNP G A 40 107 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_70 Pre-Treatment C1orf175 374977 37 1 55118930 55118930 Missense_Mutation SNP G A 44 129 c.331G>A c.(331-333)GAT>AAT p.D111N

Pat_70 Pre-Treatment SLC44A5 204962 37 1 75704267 75704267 Missense_Mutation SNP C T 48 104 c.587G>A c.(586-588)GGA>GAA p.G196E

Pat_70 Pre-Treatment CLCA2 9635 37 1 86919106 86919106 Missense_Mutation SNP G A 32 93 c.2210G>A c.(2209-2211)CGA>CAA p.R737Q

Pat_70 Pre-Treatment SLC44A3 126969 37 1 95303356 95303356 Missense_Mutation SNP C T 151 241 c.599C>T c.(598-600)ACC>ATC p.T200I

Pat_70 Pre-Treatment SPAG17 200162 37 1 118548138 118548138 Missense_Mutation SNP G A 28 72 c.4675C>T c.(4675-4677)CCT>TCT p.P1559S

Pat_70 Pre-Treatment HSD3B1 3283 37 1 120057006 120057006 Missense_Mutation SNP C T 35 80 c.860C>T c.(859-861)CCT>CTT p.P287L

Pat_70 Pre-Treatment NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 13 372 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_70 Pre-Treatment NBPF10 100132406 37 1 145360608 145360608 Missense_Mutation SNP T A 30 47 c.9458T>A c.(9457-9459)CTG>CAG p.L3153Q

Pat_70 Pre-Treatment TCHH 7062 37 1 152082320 152082320 Missense_Mutation SNP T C 4 221 c.3373A>G c.(3373-3375)AGA>GGA p.R1125G

Pat_70 Pre-Treatment CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 6 323 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_70 Pre-Treatment ATP8B2 57198 37 1 154313359 154313359 Missense_Mutation SNP A T 40 143 c.1163A>T c.(1162-1164)TAC>TTC p.Y388F

Pat_70 Pre-Treatment ADAR 103 37 1 154574460 154574460 Missense_Mutation SNP C A 4 104 c.658G>T c.(658-660)GCC>TCC p.A220S

Pat_70 Pre-Treatment ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 4 111 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_70 Pre-Treatment DCST2 127579 37 1 154999135 154999135 Missense_Mutation SNP G A 30 81 c.1399C>T c.(1399-1401)CGT>TGT p.R467C



Pat_70 Pre-Treatment OR10K2 391107 37 1 158390397 158390397 Missense_Mutation SNP G A 55 112 c.260C>T c.(259-261)TCC>TTC p.S87F

Pat_70 Pre-Treatment RCSD1 92241 37 1 167654698 167654698 Missense_Mutation SNP C T 39 142 c.149C>T c.(148-150)TCC>TTC p.S50F

Pat_70 Pre-Treatment CACNA1E 777 37 1 181741296 181741296 Missense_Mutation SNP G A 35 156 c.5068G>A c.(5068-5070)GAG>AAG p.E1690K

Pat_70 Pre-Treatment KCNT2 343450 37 1 196436849 196436849 Missense_Mutation SNP G A 17 58 c.527C>T c.(526-528)GCC>GTC p.A176V

Pat_70 Pre-Treatment CFHR2 3080 37 1 196927146 196927146 Missense_Mutation SNP G A 54 165 c.556G>A c.(556-558)GGT>AGT p.G186S

Pat_70 Pre-Treatment CFHR5 81494 37 1 196977679 196977679 Missense_Mutation SNP G A 20 41 c.1576G>A c.(1576-1578)GAT>AAT p.D526N

Pat_70 Pre-Treatment CRB1 23418 37 1 197390318 197390318 Missense_Mutation SNP G A 21 65 c.1360G>A c.(1360-1362)GGA>AGA p.G454R

Pat_70 Pre-Treatment PRELP 5549 37 1 203452937 203452937 Missense_Mutation SNP G A 5 214 c.625G>A c.(625-627)GAC>AAC p.D209N

Pat_70 Pre-Treatment CNST 163882 37 1 246797858 246797858 Missense_Mutation SNP C T 4 211 c.787C>T c.(787-789)CGG>TGG p.R263W

Pat_70 Pre-Treatment MBL2 4153 37 10 54530495 54530495 Missense_Mutation SNP C T 33 22 c.239G>A c.(238-240)GGA>GAA p.G80E

Pat_70 Pre-Treatment CTNNA3 29119 37 10 68535278 68535278 Missense_Mutation SNP C T 47 53 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_70 Pre-Treatment CTNNA3 29119 37 10 68979585 68979585 Missense_Mutation SNP C T 24 24 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_70 Pre-Treatment C10orf27 219793 37 10 72541712 72541712 Missense_Mutation SNP A T 44 53 c.122T>A c.(121-123)CTG>CAG p.L41Q

Pat_70 Pre-Treatment PCGF5 84333 37 10 93008318 93008318 Splice_Site SNP G A 4 95 c.265_splice c.e4+1 p.Q89_splice

Pat_70 Pre-Treatment BTBD16 118663 37 10 124045710 124045710 Missense_Mutation SNP C T 36 54 c.332C>T c.(331-333)GCC>GTC p.A111V

Pat_70 Pre-Treatment CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 5 165 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_70 Pre-Treatment NLRP10 338322 37 11 7981691 7981691 Missense_Mutation SNP C T 30 70 c.1468G>A c.(1468-1470)GAG>AAG p.E490K

Pat_70 Pre-Treatment STK33 65975 37 11 8494797 8494797 Missense_Mutation SNP T G 26 67 c.252A>C c.(250-252)AGA>AGC p.R84S

Pat_70 Pre-Treatment RAG2 5897 37 11 36615559 36615559 Missense_Mutation SNP G A 55 84 c.160C>T c.(160-162)CAT>TAT p.H54Y

Pat_70 Pre-Treatment LRP4 4038 37 11 46911963 46911963 Missense_Mutation SNP C T 22 69 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_70 Pre-Treatment MYBPC3 4607 37 11 47374188 47374188 Missense_Mutation SNP G A 4 240 c.11C>T c.(10-12)CCG>CTG p.P4L

Pat_70 Pre-Treatment AHNAK 79026 37 11 62295321 62295321 Missense_Mutation SNP T C 8 667 c.6568A>G c.(6568-6570)AAC>GAC p.N2190D

Pat_70 Pre-Treatment AHNAK 79026 37 11 62295516 62295516 Missense_Mutation SNP G T 9 679 c.6373C>A c.(6373-6375)CAC>AAC p.H2125N

Pat_70 Pre-Treatment AHNAK 79026 37 11 62295549 62295549 Missense_Mutation SNP C T 8 582 c.6340G>A c.(6340-6342)GCC>ACC p.A2114T

Pat_70 Pre-Treatment INTS4 92105 37 11 77614645 77614645 Missense_Mutation SNP T G 3 49 c.2038A>C c.(2038-2040)AAT>CAT p.N680H

Pat_70 Pre-Treatment TRPC6 7225 37 11 101375149 101375149 Missense_Mutation SNP G A 4 87 c.551C>T c.(550-552)CCG>CTG p.P184L

Pat_70 Pre-Treatment GRIA4 2893 37 11 105797546 105797546 Missense_Mutation SNP G A 4 213 c.1927G>A c.(1927-1929)GCT>ACT p.A643T

Pat_70 Pre-Treatment OR6T1 219874 37 11 123813604 123813604 Missense_Mutation SNP C T 39 117 c.942G>A c.(940-942)ATG>ATA p.M314I

Pat_70 Pre-Treatment CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 5 257 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_70 Pre-Treatment NCAPD3 23310 37 11 134079064 134079064 Missense_Mutation SNP G A 121 283 c.769C>T c.(769-771)CAT>TAT p.H257Y

Pat_70 Pre-Treatment ERC1 23085 37 12 1553842 1553842 Missense_Mutation SNP C T 82 93 c.3139C>T c.(3139-3141)CCA>TCA p.P1047S

Pat_70 Pre-Treatment CACNA1C 775 37 12 2602410 2602410 Missense_Mutation SNP G A 4 205 c.971G>A c.(970-972)CGG>CAG p.R324Q

Pat_70 Pre-Treatment KLHDC5 57542 37 12 27944688 27944688 Missense_Mutation SNP G A 132 252 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_70 Pre-Treatment KRT5 3852 37 12 52913539 52913539 Missense_Mutation SNP G A 93 235 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_70 Pre-Treatment KRT73 319101 37 12 53011993 53011993 Nonsense_Mutation SNP G A 46 148 c.316C>T c.(316-318)CAG>TAG p.Q106*

Pat_70 Pre-Treatment NAV3 89795 37 12 78443859 78443859 Missense_Mutation SNP C T 15 41 c.2110C>T c.(2110-2112)CGT>TGT p.R704C

Pat_70 Pre-Treatment SYT1 6857 37 12 79693212 79693212 Missense_Mutation SNP G A 49 128 c.691G>A c.(691-693)GAT>AAT p.D231N

Pat_70 Pre-Treatment FAM71C 196472 37 12 100042134 100042134 Missense_Mutation SNP A G 48 106 c.182A>G c.(181-183)GAC>GGC p.D61G

Pat_70 Pre-Treatment STAB2 55576 37 12 104100576 104100576 Missense_Mutation SNP G A 18 74 c.4003G>A c.(4003-4005)GAA>AAA p.E1335K

Pat_70 Pre-Treatment PWP1 11137 37 12 108098465 108098465 Nonsense_Mutation SNP C T 4 221 c.1018C>T c.(1018-1020)CGA>TGA p.R340*

Pat_70 Pre-Treatment RPH3A 22895 37 12 113307722 113307722 Missense_Mutation SNP G A 36 99 c.674G>A c.(673-675)GGG>GAG p.G225E

Pat_70 Pre-Treatment RIMBP2 23504 37 12 130926895 130926895 Nonsense_Mutation SNP C T 28 81 c.951G>A c.(949-951)TGG>TGA p.W317*

Pat_70 Pre-Treatment MIPEP 4285 37 13 24453425 24453425 Missense_Mutation SNP G A 109 281 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_70 Pre-Treatment HS6ST3 266722 37 13 97485024 97485024 Missense_Mutation SNP G A 20 78 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_70 Pre-Treatment OR4M1 441670 37 14 20249284 20249284 Missense_Mutation SNP C T 41 153 c.803C>T c.(802-804)TCC>TTC p.S268F

Pat_70 Pre-Treatment OR4N2 390429 37 14 20296056 20296056 Missense_Mutation SNP T C 66 275 c.449T>C c.(448-450)CTT>CCT p.L150P

Pat_70 Pre-Treatment C14orf93 60686 37 14 23467809 23467809 Missense_Mutation SNP C T 16 56 c.424G>A c.(424-426)GAA>AAA p.E142K



Pat_70 Pre-Treatment NUBPL 80224 37 14 32068535 32068535 Missense_Mutation SNP C T 34 72 c.332C>T c.(331-333)CCT>CTT p.P111L

Pat_70 Pre-Treatment SOCS4 122809 37 14 55510090 55510090 Missense_Mutation SNP C T 51 118 c.331C>T c.(331-333)CGG>TGG p.R111W

Pat_70 Pre-Treatment MAP3K9 4293 37 14 71216698 71216698 Missense_Mutation SNP G A 29 100 c.1102C>T c.(1102-1104)CTT>TTT p.L368F

Pat_70 Pre-Treatment FOXN3 1112 37 14 89628855 89628855 Missense_Mutation SNP G A 28 79 c.1376C>T c.(1375-1377)TCC>TTC p.S459F

Pat_70 Pre-Treatment OR4N3P 390539 37 15 22413825 22413825 Missense_Mutation SNP C T 73 280 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_70 Pre-Treatment SPTBN5 51332 37 15 42160775 42160775 Missense_Mutation SNP C T 18 54 c.5773G>A c.(5773-5775)GCC>ACC p.A1925T

Pat_70 Pre-Treatment CKMT1A 548596 37 15 43991226 43991226 Missense_Mutation SNP G A 4 209 c.1193G>A c.(1192-1194)CGG>CAG p.R398Q

Pat_70 Pre-Treatment DTWD1 56986 37 15 49924411 49924411 Missense_Mutation SNP C T 37 76 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_70 Pre-Treatment SLC27A2 11001 37 15 50515227 50515227 Nonsense_Mutation SNP G A 48 117 c.1038G>A c.(1036-1038)TGG>TGA p.W346*

Pat_70 Pre-Treatment CYP19A1 1588 37 15 51503047 51503047 Missense_Mutation SNP C T 46 129 c.1470G>A c.(1468-1470)ATG>ATA p.M490I

Pat_70 Pre-Treatment HERC1 8925 37 15 63932386 63932386 Nonsense_Mutation SNP C A 47 75 c.11866G>T c.(11866-11868)GAA>TAA p.E3956*

Pat_70 Pre-Treatment AGBL1 123624 37 15 87066090 87066090 Missense_Mutation SNP C T 55 128 c.2467C>T c.(2467-2469)CCC>TCC p.P823S

Pat_70 Pre-Treatment GRIN2A 2903 37 16 9923396 9923396 Missense_Mutation SNP C T 29 67 c.1891G>A c.(1891-1893)GTA>ATA p.V631I

Pat_70 Pre-Treatment SNN 8303 37 16 11770033 11770033 Missense_Mutation SNP C T 3 67 c.118C>T c.(118-120)CGC>TGC p.R40C

Pat_70 Pre-Treatment TMC7 79905 37 16 19041577 19041577 Missense_Mutation SNP G A 18 57 c.743G>A c.(742-744)GGA>GAA p.G248E

Pat_70 Pre-Treatment USP31 57478 37 16 23116791 23116791 Missense_Mutation SNP A T 35 81 c.1060T>A c.(1060-1062)TCT>ACT p.S354T

Pat_70 Pre-Treatment ABCC12 94160 37 16 48119553 48119553 Missense_Mutation SNP C T 53 119 c.3779G>A c.(3778-3780)GGG>GAG p.G1260E

Pat_70 Pre-Treatment GPR114 221188 37 16 57608779 57608779 Missense_Mutation SNP G A 14 73 c.1261G>A c.(1261-1263)GGC>AGC p.G421S

Pat_70 Pre-Treatment ATMIN 23300 37 16 81078133 81078133 Missense_Mutation SNP T C 61 122 c.2030T>C c.(2029-2031)TTA>TCA p.L677S

Pat_70 Pre-Treatment PKD1L2 114780 37 16 81253771 81253771 Missense_Mutation SNP C T 33 75 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_70 Pre-Treatment KLHL36 79786 37 16 84690846 84690846 Missense_Mutation SNP G A 4 136 c.433G>A c.(433-435)GAG>AAG p.E145K

Pat_70 Pre-Treatment GALNS 2588 37 16 88904094 88904094 Nonsense_Mutation SNP C A 21 95 c.502G>T c.(502-504)GGA>TGA p.G168*

Pat_70 Pre-Treatment TRPV3 162514 37 17 3446887 3446887 Missense_Mutation SNP T C 3 127 c.347A>G c.(346-348)AAG>AGG p.K116R

Pat_70 Pre-Treatment C17orf85 55421 37 17 3717742 3717742 Missense_Mutation SNP G A 15 29 c.1501C>T c.(1501-1503)CCG>TCG p.P501S

Pat_70 Pre-Treatment UBE2G1 7326 37 17 4192683 4192683 Missense_Mutation SNP A G 55 130 c.268T>C c.(268-270)TGC>CGC p.C90R

Pat_70 Pre-Treatment ALOX15 246 37 17 4536765 4536765 Missense_Mutation SNP C T 43 124 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_70 Pre-Treatment USP6 9098 37 17 5066291 5066291 Nonsense_Mutation SNP C T 63 181 c.3028C>T c.(3028-3030)CAG>TAG p.Q1010*

Pat_70 Pre-Treatment MYH2 4620 37 17 10442646 10442646 Missense_Mutation SNP G A 71 248 c.1292C>T c.(1291-1293)GCC>GTC p.A431V

Pat_70 Pre-Treatment CCDC144A 9720 37 17 16631054 16631054 Missense_Mutation SNP G A 9 29 c.2105G>A c.(2104-2106)AGA>AAA p.R702K

Pat_70 Pre-Treatment RAB11FIP4 84440 37 17 29850600 29850600 Missense_Mutation SNP G A 120 228 c.1000G>A c.(1000-1002)GAC>AAC p.D334N

Pat_70 Pre-Treatment SLFN13 146857 37 17 33769266 33769266 Nonsense_Mutation SNP C T 39 47 c.1238G>A c.(1237-1239)TGG>TAG p.W413*

Pat_70 Pre-Treatment CDK12 51755 37 17 37618868 37618868 Missense_Mutation SNP G A 41 63 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_70 Pre-Treatment KRTAP4-11 653240 37 17 39274424 39274424 Missense_Mutation SNP G C 14 179 c.144C>G c.(142-144)AGC>AGG p.S48R

Pat_70 Pre-Treatment KRTAP4-12 83755 37 17 39279998 39279998 Missense_Mutation SNP C A 6 244 c.377G>T c.(376-378)TGC>TTC p.C126F

Pat_70 Pre-Treatment SLC26A11 284129 37 17 78226478 78226478 Missense_Mutation SNP C T 25 53 c.1784C>T c.(1783-1785)TCC>TTC p.S595F

Pat_70 Pre-Treatment CLUL1 27098 37 18 618042 618042 Nonsense_Mutation SNP G A 40 103 c.42G>A c.(40-42)TGG>TGA p.W14*

Pat_70 Pre-Treatment TXNDC2 84203 37 18 9887155 9887155 Missense_Mutation SNP A G 5 334 c.679A>G c.(679-681)ACC>GCC p.T227A

Pat_70 Pre-Treatment MEX3C 51320 37 18 48703064 48703064 Missense_Mutation SNP G A 22 77 c.1637C>T c.(1636-1638)CCT>CTT p.P546L

Pat_70 Pre-Treatment DCC 1630 37 18 50832089 50832089 Missense_Mutation SNP G A 32 62 c.2053G>A c.(2053-2055)GGA>AGA p.G685R

Pat_70 Pre-Treatment SERPINB5 5268 37 18 61156661 61156661 Missense_Mutation SNP G A 30 45 c.388G>A c.(388-390)GGT>AGT p.G130S

Pat_70 Pre-Treatment ARRDC5 645432 37 19 4896825 4896825 Missense_Mutation SNP G A 29 98 c.359C>T c.(358-360)CCT>CTT p.P120L

Pat_70 Pre-Treatment C3 718 37 19 6702545 6702545 Missense_Mutation SNP C T 36 95 c.2291G>A c.(2290-2292)CGA>CAA p.R764Q

Pat_70 Pre-Treatment MUC16 94025 37 19 9048764 9048764 Missense_Mutation SNP A G 6 156 c.32867T>C c.(32866-32868)CTT>CCT p.L10956P

Pat_70 Pre-Treatment MUC16 94025 37 19 9048771 9048771 Missense_Mutation SNP A G 6 147 c.32860T>C c.(32860-32862)TTT>CTT p.F10954L

Pat_70 Pre-Treatment MUC16 94025 37 19 9073848 9073848 Missense_Mutation SNP G A 16 75 c.13598C>T c.(13597-13599)CCT>CTT p.P4533L

Pat_70 Pre-Treatment ZNF560 147741 37 19 9577542 9577542 Missense_Mutation SNP C T 51 99 c.2081G>A c.(2080-2082)CGA>CAA p.R694Q

Pat_70 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 8 323 c.1372G>C c.(1372-1374)GAT>CAT p.D458H



Pat_70 Pre-Treatment CD97 976 37 19 14499612 14499612 Missense_Mutation SNP C T 93 224 c.172C>T c.(172-174)CCG>TCG p.P58S

Pat_70 Pre-Treatment CYP4F12 66002 37 19 15789078 15789078 Missense_Mutation SNP C T 47 116 c.206C>T c.(205-207)CCT>CTT p.P69L

Pat_70 Pre-Treatment OR10H2 26538 37 19 15839002 15839002 Nonsense_Mutation SNP G A 39 104 c.149G>A c.(148-150)TGG>TAG p.W50*

Pat_70 Pre-Treatment ZNF208 7757 37 19 22154417 22154417 Missense_Mutation SNP G A 5 174 c.3035C>T c.(3034-3036)CCC>CTC p.P1012L

Pat_70 Pre-Treatment ZNF98 148198 37 19 22585641 22585641 Missense_Mutation SNP C T 59 143 c.203G>A c.(202-204)GGA>GAA p.G68E

Pat_70 Pre-Treatment ZNF681 148213 37 19 23926533 23926533 Missense_Mutation SNP C T 4 99 c.1819G>A c.(1819-1821)GGA>AGA p.G607R

Pat_70 Pre-Treatment LSM14A 26065 37 19 34706032 34706032 Missense_Mutation SNP G A 4 113 c.542G>A c.(541-543)CGC>CAC p.R181H

Pat_70 Pre-Treatment KIRREL2 84063 37 19 36349734 36349734 Missense_Mutation SNP G A 29 85 c.490G>A c.(490-492)GGG>AGG p.G164R

Pat_70 Pre-Treatment PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 7 275 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_70 Pre-Treatment AXL 558 37 19 41743885 41743885 Missense_Mutation SNP G A 17 79 c.820G>A c.(820-822)GGA>AGA p.G274R

Pat_70 Pre-Treatment MARK4 57787 37 19 45797680 45797680 Missense_Mutation SNP C T 22 54 c.1568C>T c.(1567-1569)CCG>CTG p.P523L

Pat_70 Pre-Treatment ZNF836 162962 37 19 52659056 52659056 Missense_Mutation SNP T A 8 202 c.1880A>T c.(1879-1881)AAT>ATT p.N627I

Pat_70 Pre-Treatment ZNF836 162962 37 19 52659243 52659243 Missense_Mutation SNP A C 5 291 c.1693T>G c.(1693-1695)TAC>GAC p.Y565D

Pat_70 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 6 548 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_70 Pre-Treatment ZNF845 91664 37 19 53855197 53855197 Missense_Mutation SNP G A 8 382 c.1269G>A c.(1267-1269)ATG>ATA p.M423I

Pat_70 Pre-Treatment ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 5 129 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_70 Pre-Treatment ZNF761 388561 37 19 53959137 53959137 Missense_Mutation SNP G T 5 262 c.1376G>T c.(1375-1377)CGT>CTT p.R459L

Pat_70 Pre-Treatment ZNF761 388561 37 19 53959151 53959151 Missense_Mutation SNP C A 7 232 c.1390C>A c.(1390-1392)CAA>AAA p.Q464K

Pat_70 Pre-Treatment SBK2 646643 37 19 56041171 56041171 Missense_Mutation SNP C T 11 26 c.976G>A c.(976-978)GGG>AGG p.G326R

Pat_70 Pre-Treatment ZNF776 284309 37 19 58265885 58265885 Missense_Mutation SNP G A 4 213 c.1387G>A c.(1387-1389)GGA>AGA p.G463R

Pat_70 Pre-Treatment ZNF776 284309 37 19 58265928 58265928 Missense_Mutation SNP G A 5 208 c.1430G>A c.(1429-1431)CGA>CAA p.R477Q

Pat_70 Pre-Treatment PXDN 7837 37 2 1651966 1651966 Missense_Mutation SNP C T 87 193 c.3586G>A c.(3586-3588)GAG>AAG p.E1196K

Pat_70 Pre-Treatment NT5C1B 93034 37 2 18768282 18768282 Missense_Mutation SNP C T 53 90 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_70 Pre-Treatment CGREF1 10669 37 2 27324405 27324405 Missense_Mutation SNP T C 6 243 c.694A>G c.(694-696)AAA>GAA p.K232E

Pat_70 Pre-Treatment C2orf16 84226 37 2 27804634 27804634 Missense_Mutation SNP G A 9 706 c.5195G>A c.(5194-5196)AGA>AAA p.R1732K

Pat_70 Pre-Treatment XDH 7498 37 2 31571779 31571779 Missense_Mutation SNP G A 7 37 c.3037C>T c.(3037-3039)CCT>TCT p.P1013S

Pat_70 Pre-Treatment RPL23AP32 56969 37 2 54756736 54756737 Missense_Mutation DNP TT CC 8 150 c.254_255TT>CC c.(253-255)TTT>TCC p.F85S

Pat_70 Pre-Treatment C2orf86 51057 37 2 63631776 63631776 Missense_Mutation SNP C T 4 188 c.842G>A c.(841-843)CGC>CAC p.R281H

Pat_70 Pre-Treatment STARD7 56910 37 2 96858127 96858127 Missense_Mutation SNP G A 75 178 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_70 Pre-Treatment SLC9A2 6549 37 2 103324769 103324769 Missense_Mutation SNP G A 70 155 c.2260G>A c.(2260-2262)GAA>AAA p.E754K

Pat_70 Pre-Treatment WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 4 56 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_70 Pre-Treatment CNTNAP5 129684 37 2 125504925 125504925 Nonsense_Mutation SNP C T 97 181 c.2194C>T c.(2194-2196)CAG>TAG p.Q732*

Pat_70 Pre-Treatment CACNB4 785 37 2 152739821 152739821 Missense_Mutation SNP C T 66 186 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_70 Pre-Treatment GRB14 2888 37 2 165353583 165353583 Nonsense_Mutation SNP C T 18 47 c.1317G>A c.(1315-1317)TGG>TGA p.W439*

Pat_70 Pre-Treatment LRP2 4036 37 2 170028534 170028534 Missense_Mutation SNP C T 53 120 c.11254G>A c.(11254-11256)GAA>AAA p.E3752K

Pat_70 Pre-Treatment TTN 7273 37 2 179613368 179613368 Missense_Mutation SNP C T 45 133 c.13759G>A c.(13759-13761)GAT>AAT p.D4587N

Pat_70 Pre-Treatment COL5A2 1290 37 2 189917518 189917518 Missense_Mutation SNP C T 19 48 c.2672G>A c.(2671-2673)GGT>GAT p.G891D

Pat_70 Pre-Treatment CRYGA 1418 37 2 209027960 209027960 Missense_Mutation SNP C T 35 79 c.220G>A c.(220-222)GAC>AAC p.D74N

Pat_70 Pre-Treatment CPS1 1373 37 2 211457670 211457670 Missense_Mutation SNP T C 5 188 c.1154T>C c.(1153-1155)ATA>ACA p.I385T

Pat_70 Pre-Treatment IKZF2 22807 37 2 213878586 213878586 Missense_Mutation SNP C T 31 91 c.785G>A c.(784-786)AGA>AAA p.R262K

Pat_70 Pre-Treatment IRS1 3667 37 2 227662115 227662115 Missense_Mutation SNP G A 4 195 c.1340C>T c.(1339-1341)CCG>CTG p.P447L

Pat_70 Pre-Treatment HJURP 55355 37 2 234750117 234750117 Nonsense_Mutation SNP G A 70 160 c.1309C>T c.(1309-1311)CGA>TGA p.R437*

Pat_70 Pre-Treatment TRPM8 79054 37 2 234879017 234879017 Missense_Mutation SNP G A 254 345 c.2302G>A c.(2302-2304)GAG>AAG p.E768K

Pat_70 Pre-Treatment COL6A3 1293 37 2 238245090 238245090 Missense_Mutation SNP T G 77 163 c.8653A>C c.(8653-8655)ACC>CCC p.T2885P

Pat_70 Pre-Treatment ZNF343 79175 37 20 2463928 2463928 Missense_Mutation SNP C T 4 200 c.1679G>A c.(1678-1680)CGG>CAG p.R560Q

Pat_70 Pre-Treatment C20orf194 25943 37 20 3305557 3305557 Missense_Mutation SNP G A 55 141 c.1247C>T c.(1246-1248)CCG>CTG p.P416L

Pat_70 Pre-Treatment SIGLEC1 6614 37 20 3673529 3673529 Missense_Mutation SNP G A 17 31 c.3758C>T c.(3757-3759)TCC>TTC p.S1253F



Pat_70 Pre-Treatment MAVS 57506 37 20 3845347 3845347 Missense_Mutation SNP G A 4 232 c.1070G>A c.(1069-1071)GGC>GAC p.G357D

Pat_70 Pre-Treatment PLCB4 5332 37 20 9404500 9404500 Nonsense_Mutation SNP C T 30 47 c.2389C>T c.(2389-2391)CGA>TGA p.R797*

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625934 29625934 Missense_Mutation SNP C T 13 158 c.88C>T c.(88-90)CAT>TAT p.H30Y

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 9 180 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625947 29625947 Missense_Mutation SNP T C 11 184 c.101T>C c.(100-102)ATT>ACT p.I34T

Pat_70 Pre-Treatment FRG1B 284802 37 20 29625956 29625956 Missense_Mutation SNP G A 7 187 c.110G>A c.(109-111)AGA>AAA p.R37K

Pat_70 Pre-Treatment FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 6 286 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_70 Pre-Treatment FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 6 285 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_70 Pre-Treatment FRG1B 284802 37 20 29628296 29628296 Nonsense_Mutation SNP A T 5 159 c.208A>T c.(208-210)AAA>TAA p.K70*

Pat_70 Pre-Treatment PPP1R16B 26051 37 20 37546839 37546839 Missense_Mutation SNP C T 83 203 c.1234C>T c.(1234-1236)CCT>TCT p.P412S

Pat_70 Pre-Treatment BAGE2 85319 37 21 11049621 11049621 Nonsense_Mutation SNP G A 10 230 c.280C>T c.(280-282)CGA>TGA p.R94*

Pat_70 Pre-Treatment NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 22 65 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_70 Pre-Treatment TRAPPC10 7109 37 21 45518395 45518395 Missense_Mutation SNP C T 39 107 c.3326C>T c.(3325-3327)TCG>TTG p.S1109L

Pat_70 Pre-Treatment CCT8L2 150160 37 22 17071886 17071886 Missense_Mutation SNP C T 41 67 c.1555G>A c.(1555-1557)GAA>AAA p.E519K

Pat_70 Pre-Treatment MED15 51586 37 22 20938666 20938666 Missense_Mutation SNP A C 3 195 c.1757A>C c.(1756-1758)CAA>CCA p.Q586P

Pat_70 Pre-Treatment ZNF280A 129025 37 22 22868747 22868747 Missense_Mutation SNP G A 47 189 c.1208C>T c.(1207-1209)TCG>TTG p.S403L

Pat_70 Pre-Treatment GNAZ 2781 37 22 23465487 23465487 Missense_Mutation SNP C T 27 74 c.937C>T c.(937-939)CGC>TGC p.R313C

Pat_70 Pre-Treatment CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 9 63 c.1116_1117CA>TG114-1119)TCCAAG>TCTG p.K373E

Pat_70 Pre-Treatment SERHL2 253190 37 22 42952530 42952530 Missense_Mutation SNP C T 45 245 c.359C>T c.(358-360)ACC>ATC p.T120I

Pat_70 Pre-Treatment PACSIN2 11252 37 22 43267422 43267422 Missense_Mutation SNP G A 4 207 c.1402C>T c.(1402-1404)CGC>TGC p.R468C

Pat_70 Pre-Treatment ATG7 10533 37 3 11406161 11406161 Missense_Mutation SNP G T 107 212 c.1828G>T c.(1828-1830)GAT>TAT p.D610Y

Pat_70 Pre-Treatment IQSEC1 9922 37 3 12977694 12977694 Missense_Mutation SNP C T 38 122 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_70 Pre-Treatment SCN11A 11280 37 3 38936214 38936214 Missense_Mutation SNP G A 25 71 c.2645C>T c.(2644-2646)CCC>CTC p.P882L

Pat_70 Pre-Treatment CCR1 1230 37 3 46245516 46245516 Missense_Mutation SNP C T 43 161 c.289G>A c.(289-291)GAT>AAT p.D97N

Pat_70 Pre-Treatment COL7A1 1294 37 3 48610780 48610780 Missense_Mutation SNP C T 27 98 c.6620G>A c.(6619-6621)GGG>GAG p.G2207E

Pat_70 Pre-Treatment ZMYND10 51364 37 3 50378896 50378896 Nonsense_Mutation SNP C T 26 138 c.1268G>A c.(1267-1269)TGG>TAG p.W423*

Pat_70 Pre-Treatment TKT 7086 37 3 53269119 53269119 Missense_Mutation SNP G A 4 237 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_70 Pre-Treatment ERC2 26059 37 3 55922574 55922574 Missense_Mutation SNP C T 55 98 c.2407G>A c.(2407-2409)GAG>AAG p.E803K

Pat_70 Pre-Treatment THOC7 80145 37 3 63825432 63825432 Missense_Mutation SNP G A 3 49 c.37C>T c.(37-39)CGT>TGT p.R13C

Pat_70 Pre-Treatment ROBO2 6092 37 3 77645802 77645802 Missense_Mutation SNP C T 43 107 c.2755C>T c.(2755-2757)CCC>TCC p.P919S

Pat_70 Pre-Treatment RG9MTD1 54931 37 3 101284175 101284175 Missense_Mutation SNP G A 47 134 c.550G>A c.(550-552)GAT>AAT p.D184N

Pat_70 Pre-Treatment PHLDB2 90102 37 3 111638006 111638006 Missense_Mutation SNP G A 51 129 c.1807G>A c.(1807-1809)GAA>AAA p.E603K

Pat_70 Pre-Treatment FBXO40 51725 37 3 121342006 121342006 Missense_Mutation SNP C T 40 62 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_70 Pre-Treatment CPNE4 131034 37 3 131261456 131261456 Missense_Mutation SNP C T 31 87 c.1484G>A c.(1483-1485)GGA>GAA p.G495E

Pat_70 Pre-Treatment IGSF10 285313 37 3 151154847 151154847 Missense_Mutation SNP C T 43 90 c.7502G>A c.(7501-7503)AGA>AAA p.R2501K

Pat_70 Pre-Treatment PIK3CA 5290 37 3 178943827 178943827 Nonsense_Mutation SNP C T 3 94 c.2494C>T c.(2494-2496)CGA>TGA p.R832*

Pat_70 Pre-Treatment USP13 8975 37 3 179481949 179481949 Missense_Mutation SNP G A 4 190 c.2252G>A c.(2251-2253)CGA>CAA p.R751Q

Pat_70 Pre-Treatment LIPH 200879 37 3 185251431 185251431 Missense_Mutation SNP C T 48 120 c.454G>A c.(454-456)GGA>AGA p.G152R

Pat_70 Pre-Treatment SDHAP2 727956 37 3 195404650 195404650 Missense_Mutation SNP T A 17 77 c.207T>A c.(205-207)AAT>AAA p.N69K

Pat_70 Pre-Treatment ZNF732 654254 37 4 265307 265307 Missense_Mutation SNP T C 5 129 c.1336A>G c.(1336-1338)AAA>GAA p.K446E

Pat_70 Pre-Treatment DRD5 1816 37 4 9784887 9784887 Missense_Mutation SNP C T 15 84 c.1234C>T c.(1234-1236)CAC>TAC p.H412Y

Pat_70 Pre-Treatment APBB2 323 37 4 40818158 40818158 Missense_Mutation SNP G A 100 208 c.2228C>T c.(2227-2229)TCC>TTC p.S743F

Pat_70 Pre-Treatment AMBN 258 37 4 71468527 71468527 Missense_Mutation SNP G A 22 48 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_70 Pre-Treatment RASSF6 166824 37 4 74451034 74451034 Missense_Mutation SNP C T 37 78 c.526G>A c.(526-528)GAA>AAA p.E176K

Pat_70 Pre-Treatment GK2 2712 37 4 80329231 80329231 Missense_Mutation SNP C T 43 67 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_70 Pre-Treatment AFF1 4299 37 4 88048208 88048208 Missense_Mutation SNP C T 51 143 c.2821C>T c.(2821-2823)CCA>TCA p.P941S

Pat_70 Pre-Treatment COL25A1 84570 37 4 109745338 109745338 Missense_Mutation SNP C T 24 96 c.1837G>A c.(1837-1839)GGA>AGA p.G613R



Pat_70 Pre-Treatment PDCD6 10016 37 5 314553 314553 Missense_Mutation SNP C T 4 144 c.499C>T c.(499-501)CGT>TGT p.R167C

Pat_70 Pre-Treatment CMYA5 202333 37 5 79024953 79024953 Missense_Mutation SNP C T 34 91 c.365C>T c.(364-366)TCC>TTC p.S122F

Pat_70 Pre-Treatment FBXL17 64839 37 5 107216866 107216866 Missense_Mutation SNP C A 4 164 c.1837G>T c.(1837-1839)GGG>TGG p.G613W

Pat_70 Pre-Treatment ADAMTS19 171019 37 5 128956432 128956432 Missense_Mutation SNP G A 105 237 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_70 Pre-Treatment FAM53C 51307 37 5 137680684 137680684 Missense_Mutation SNP C T 51 79 c.307C>T c.(307-309)CCA>TCA p.P103S

Pat_70 Pre-Treatment KDM3B 51780 37 5 137722215 137722215 Missense_Mutation SNP T G 28 69 c.1285T>G c.(1285-1287)TCC>GCC p.S429A

Pat_70 Pre-Treatment PCDHA1 56147 37 5 140166227 140166227 Missense_Mutation SNP C T 31 76 c.352C>T c.(352-354)CAT>TAT p.H118Y

Pat_70 Pre-Treatment SH3RF2 153769 37 5 145393506 145393506 Missense_Mutation SNP C T 77 157 c.941C>T c.(940-942)TCT>TTT p.S314F

Pat_70 Pre-Treatment PPARGC1B 133522 37 5 149215849 149215849 Missense_Mutation SNP C T 96 303 c.1831C>T c.(1831-1833)CCG>TCG p.P611S

Pat_70 Pre-Treatment SLC6A7 6534 37 5 149581944 149581944 Missense_Mutation SNP C T 39 86 c.893C>T c.(892-894)TCC>TTC p.S298F

Pat_70 Pre-Treatment G3BP1 10146 37 5 151183497 151183497 Nonsense_Mutation SNP C T 35 91 c.1246C>T c.(1246-1248)CGA>TGA p.R416*

Pat_70 Pre-Treatment CYFIP2 26999 37 5 156766230 156766230 Missense_Mutation SNP C G 89 167 c.2551C>G c.(2551-2553)CTC>GTC p.L851V

Pat_70 Pre-Treatment COL23A1 91522 37 5 177686748 177686748 Missense_Mutation SNP C T 44 123 c.703G>A c.(703-705)GGT>AGT p.G235S

Pat_70 Pre-Treatment BMP6 654 37 6 7861833 7861833 Splice_Site SNP G A 44 197 c.1006_splice c.e3+1 p.G336_splice

Pat_70 Pre-Treatment SYCP2L 221711 37 6 10959052 10959052 Missense_Mutation SNP T G 28 85 c.2199T>G c.(2197-2199)AAT>AAG p.N733K

Pat_70 Pre-Treatment OR2W1 26692 37 6 29012220 29012220 Missense_Mutation SNP G A 88 117 c.733C>T c.(733-735)CTT>TTT p.L245F

Pat_70 Pre-Treatment LRFN2 57497 37 6 40400182 40400182 Missense_Mutation SNP G A 24 54 c.671C>T c.(670-672)TCG>TTG p.S224L

Pat_70 Pre-Treatment TREM1 54210 37 6 41250375 41250375 Nonsense_Mutation SNP C T 56 197 c.164G>A c.(163-165)TGG>TAG p.W55*

Pat_70 Pre-Treatment BMP5 653 37 6 55620459 55620459 Missense_Mutation SNP G T 24 145 c.1237C>A c.(1237-1239)CAC>AAC p.H413N

Pat_70 Pre-Treatment FILIP1 27145 37 6 76063346 76063346 Missense_Mutation SNP C T 4 167 c.538G>A c.(538-540)GTA>ATA p.V180I

Pat_70 Pre-Treatment C6orf182 285753 37 6 109468047 109468047 Missense_Mutation SNP C T 18 58 c.247C>T c.(247-249)CTT>TTT p.L83F

Pat_70 Pre-Treatment LAMA2 3908 37 6 129837370 129837370 Missense_Mutation SNP C T 132 292 c.9247C>T c.(9247-9249)CCG>TCG p.P3083S

Pat_70 Pre-Treatment VNN1 8876 37 6 133013664 133013664 Missense_Mutation SNP C T 20 47 c.886G>A c.(886-888)GAG>AAG p.E296K

Pat_70 Pre-Treatment SYNE1 23345 37 6 152529226 152529226 Missense_Mutation SNP T C 3 184 c.22705A>G c.(22705-22707)AGG>GGG p.R7569G

Pat_70 Pre-Treatment C6orf118 168090 37 6 165715360 165715360 Missense_Mutation SNP C T 32 65 c.451G>A c.(451-453)GCT>ACT p.A151T

Pat_70 Pre-Treatment TTLL2 83887 37 6 167755036 167755036 Missense_Mutation SNP G A 31 94 c.1648G>A c.(1648-1650)GAT>AAT p.D550N

Pat_70 Pre-Treatment FRMD1 79981 37 6 168464403 168464403 Missense_Mutation SNP G A 3 86 c.682C>T c.(682-684)CGG>TGG p.R228W

Pat_70 Pre-Treatment DNAH11 8701 37 7 21913039 21913039 Missense_Mutation SNP G A 31 62 c.12136G>A c.(12136-12138)GAA>AAA p.E4046K

Pat_70 Pre-Treatment STK31 56164 37 7 23808674 23808674 Missense_Mutation SNP G A 38 75 c.1477G>A c.(1477-1479)GAA>AAA p.E493K

Pat_70 Pre-Treatment ADCY1 107 37 7 45717567 45717567 Missense_Mutation SNP A T 49 88 c.1705A>T c.(1705-1707)ATC>TTC p.I569F

Pat_70 Pre-Treatment TNS3 64759 37 7 47333423 47333423 Missense_Mutation SNP C T 49 92 c.3680G>A c.(3679-3681)GGA>GAA p.G1227E

Pat_70 Pre-Treatment ZNF727 442319 37 7 63538758 63538758 Missense_Mutation SNP G A 23 38 c.1331G>A c.(1330-1332)AGA>AAA p.R444K

Pat_70 Pre-Treatment CCL24 6369 37 7 75442699 75442699 Missense_Mutation SNP G A 18 59 c.116C>T c.(115-117)TCC>TTC p.S39F

Pat_70 Pre-Treatment ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 6 245 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_70 Pre-Treatment MUC17 140453 37 7 100680525 100680525 Missense_Mutation SNP T C 8 758 c.5828T>C c.(5827-5829)ATC>ACC p.I1943T

Pat_70 Pre-Treatment MUC17 140453 37 7 100682156 100682156 Missense_Mutation SNP A G 7 823 c.7459A>G c.(7459-7461)ATG>GTG p.M2487V

Pat_70 Pre-Treatment CADPS2 93664 37 7 121985672 121985672 Nonsense_Mutation SNP G A 32 59 c.3568C>T c.(3568-3570)CGA>TGA p.R1190*

Pat_70 Pre-Treatment JHDM1D 80853 37 7 139793899 139793899 Missense_Mutation SNP G A 46 134 c.2414C>T c.(2413-2415)TCC>TTC p.S805F

Pat_70 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 39 85 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_70 Pre-Treatment ZYX 7791 37 7 143085653 143085653 Missense_Mutation SNP C T 33 113 c.1216C>T c.(1216-1218)CAC>TAC p.H406Y

Pat_70 Pre-Treatment GALNTL5 168391 37 7 151711870 151711870 Missense_Mutation SNP G A 29 73 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_70 Pre-Treatment ADAMDEC1 27299 37 8 24249837 24249837 Missense_Mutation SNP C T 26 52 c.151C>T c.(151-153)CAC>TAC p.H51Y

Pat_70 Pre-Treatment PXDNL 137902 37 8 52384783 52384783 Missense_Mutation SNP C T 51 128 c.776G>A c.(775-777)GGA>GAA p.G259E

Pat_70 Pre-Treatment PCMTD1 115294 37 8 52733185 52733186 Missense_Mutation DNP CC TT 7 234 c.799_800GG>AA c.(799-801)GGG>AAG p.G267K

Pat_70 Pre-Treatment VPS13B 157680 37 8 100733271 100733271 Missense_Mutation SNP T A 5 256 c.7121T>A c.(7120-7122)CTA>CAA p.L2374Q

Pat_70 Pre-Treatment DCAF13 25879 37 8 104452461 104452461 Missense_Mutation SNP C T 5 282 c.1504C>T c.(1504-1506)CGC>TGC p.R502C

Pat_70 Pre-Treatment PKHD1L1 93035 37 8 110520058 110520058 Missense_Mutation SNP C T 50 87 c.11161C>T c.(11161-11163)CCT>TCT p.P3721S



Pat_70 Pre-Treatment FER1L6 654463 37 8 125107259 125107259 Missense_Mutation SNP G A 23 91 c.4675G>A c.(4675-4677)GAT>AAT p.D1559N

Pat_70 Pre-Treatment ST3GAL1 6482 37 8 134472126 134472126 Missense_Mutation SNP C T 144 307 c.904G>A c.(904-906)GAG>AAG p.E302K

Pat_70 Pre-Treatment FAM135B 51059 37 8 139164898 139164898 Missense_Mutation SNP G A 66 146 c.1820C>T c.(1819-1821)TCA>TTA p.S607L

Pat_70 Pre-Treatment MAPK15 225689 37 8 144803941 144803941 Missense_Mutation SNP G A 34 88 c.1349G>A c.(1348-1350)GGA>GAA p.G450E

Pat_70 Pre-Treatment CNTLN 54875 37 9 17330685 17330685 Missense_Mutation SNP C T 92 254 c.1397C>T c.(1396-1398)TCT>TTT p.S466F

Pat_70 Pre-Treatment TAF1L 138474 37 9 32632655 32632655 Missense_Mutation SNP G A 53 129 c.2923C>T c.(2923-2925)CCC>TCC p.P975S

Pat_70 Pre-Treatment RNF20 56254 37 9 104302572 104302572 Missense_Mutation SNP C T 104 184 c.217C>T c.(217-219)CGT>TGT p.R73C

Pat_70 Pre-Treatment OR13F1 138805 37 9 107266613 107266613 Nonsense_Mutation SNP C T 36 67 c.70C>T c.(70-72)CAG>TAG p.Q24*

Pat_70 Pre-Treatment OR13C9 286362 37 9 107380230 107380230 Missense_Mutation SNP G A 25 84 c.256C>T c.(256-258)CTT>TTT p.L86F

Pat_70 Pre-Treatment TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 20 55 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_70 Pre-Treatment DBC1 1620 37 9 121929721 121929721 Missense_Mutation SNP G A 47 146 c.1927C>T c.(1927-1929)CCC>TCC p.P643S

Pat_70 Pre-Treatment C9orf119 375757 37 9 131038446 131038446 Missense_Mutation SNP G A 32 108 c.22G>A c.(22-24)GAC>AAC p.D8N

Pat_70 Pre-Treatment COL5A1 1289 37 9 137715280 137715280 Missense_Mutation SNP G A 45 119 c.4663G>A c.(4663-4665)GGT>AGT p.G1555S

Pat_70 Pre-Treatment CACNA1B 774 37 9 140948299 140948299 Missense_Mutation SNP C T 179 384 c.3809C>T c.(3808-3810)GCT>GTT p.A1270V

Pat_70 Pre-Treatment NLGN4X 57502 37 X 6069369 6069369 Missense_Mutation SNP C T 34 104 c.139G>A c.(139-141)GTT>ATT p.V47I

Pat_70 Pre-Treatment TBL1X 6907 37 X 9673050 9673050 Missense_Mutation SNP G A 73 181 c.1132G>A c.(1132-1134)GAC>AAC p.D378N

Pat_70 Pre-Treatment FRMPD4 9758 37 X 12734739 12734739 Missense_Mutation SNP G A 90 191 c.2161G>A c.(2161-2163)GAT>AAT p.D721N

Pat_70 Pre-Treatment FANCB 2187 37 X 14882788 14882789 Missense_Mutation DNP CC TT 60 133 c.844_845GG>AA c.(844-846)GGA>AAA p.G282K

Pat_70 Pre-Treatment FANCB 2187 37 X 14883544 14883544 Missense_Mutation SNP C T 52 110 c.89G>A c.(88-90)GGA>GAA p.G30E

Pat_70 Pre-Treatment ASB9 140462 37 X 15262747 15262747 Missense_Mutation SNP G A 39 122 c.766C>T c.(766-768)CCT>TCT p.P256S

Pat_70 Pre-Treatment EIF1AX 1964 37 X 20156735 20156735 Missense_Mutation SNP C T 87 133 c.22G>A c.(22-24)GGA>AGA p.G8R

Pat_70 Pre-Treatment DMD 1756 37 X 32466644 32466644 Missense_Mutation SNP C T 13 74 c.3715G>A c.(3715-3717)GAA>AAA p.E1239K

Pat_70 Pre-Treatment ATP6AP2 10159 37 X 40456507 40456507 Missense_Mutation SNP C T 17 72 c.307C>T c.(307-309)CCT>TCT p.P103S

Pat_70 Pre-Treatment TEX11 56159 37 X 69849480 69849480 Missense_Mutation SNP G A 52 103 c.1634C>T c.(1633-1635)GCT>GTT p.A545V

Pat_70 Pre-Treatment SERPINA7 6906 37 X 105280609 105280609 Missense_Mutation SNP C A 67 186 c.441G>T c.(439-441)TTG>TTT p.L147F

Pat_70 Pre-Treatment RNF128 79589 37 X 106016347 106016347 Missense_Mutation SNP C T 46 80 c.689C>T c.(688-690)TCT>TTT p.S230F

Pat_70 Pre-Treatment ODZ1 10178 37 X 123554529 123554529 Missense_Mutation SNP C T 45 106 c.4593G>A c.(4591-4593)ATG>ATA p.M1531I

Pat_70 Pre-Treatment ODZ1 10178 37 X 124028163 124028163 Nonsense_Mutation SNP G A 49 89 c.517C>T c.(517-519)CAA>TAA p.Q173*

Pat_70 Pre-Treatment BCORL1 63035 37 X 129185837 129185837 Missense_Mutation SNP G A 77 275 c.4699G>A c.(4699-4701)GAA>AAA p.E1567K

Pat_70 Pre-Treatment MCF2 4168 37 X 138708412 138708412 Missense_Mutation SNP T A 34 97 c.627A>T c.(625-627)AAA>AAT p.K209N

Pat_70 Pre-Treatment CNGA2 1260 37 X 150912105 150912105 Missense_Mutation SNP A G 36 80 c.1130A>G c.(1129-1131)AAC>AGC p.N377S

Pat_70 Pre-Treatment GABRE 2564 37 X 151131042 151131042 Missense_Mutation SNP G A 61 147 c.416C>T c.(415-417)TCT>TTT p.S139F

Pat_70 Pre-Treatment CSAG1 158511 37 X 151908796 151908796 Missense_Mutation SNP C T 88 196 c.35C>T c.(34-36)ACT>ATT p.T12I

Pat_70 Pre-Treatment IDH3G 3421 37 X 153052393 153052393 Missense_Mutation SNP G A 4 231 c.787C>T c.(787-789)CGG>TGG p.R263W

Pat_70 Post-Resistance HSPG2 3339 37 1 22179521 22179521 Missense_Mutation SNP G A 26 225 c.6482C>T c.(6481-6483)TCA>TTA p.S2161L

Pat_70 Post-Resistance EPHB2 2048 37 1 23191418 23191418 Missense_Mutation SNP C T 78 438 c.1016C>T c.(1015-1017)TCC>TTC p.S339F

Pat_70 Post-Resistance CSMD2 114784 37 1 34192148 34192148 Missense_Mutation SNP C T 47 264 c.2387G>A c.(2386-2388)AGA>AAA p.R796K

Pat_70 Post-Resistance SLC44A5 204962 37 1 75704267 75704267 Missense_Mutation SNP C T 48 332 c.587G>A c.(586-588)GGA>GAA p.G196E

Pat_70 Post-Resistance CLCA2 9635 37 1 86919106 86919106 Missense_Mutation SNP G A 42 215 c.2210G>A c.(2209-2211)CGA>CAA p.R737Q

Pat_70 Post-Resistance NRAS 4893 37 1 115256528 115256528 Missense_Mutation SNP T G 68 682 c.183A>C c.(181-183)CAA>CAC p.Q61H

Pat_70 Post-Resistance SPAG17 200162 37 1 118548138 118548138 Missense_Mutation SNP G A 36 273 c.4675C>T c.(4675-4677)CCT>TCT p.P1559S

Pat_70 Post-Resistance HSD3B1 3283 37 1 120057006 120057006 Missense_Mutation SNP C T 44 284 c.860C>T c.(859-861)CCT>CTT p.P287L

Pat_70 Post-Resistance NBPF10 100132406 37 1 145359049 145359049 Missense_Mutation SNP A G 4 29 c.9214A>G c.(9214-9216)AAA>GAA p.K3072E

Pat_70 Post-Resistance ATP8B2 57198 37 1 154313359 154313359 Missense_Mutation SNP A T 36 372 c.1163A>T c.(1162-1164)TAC>TTC p.Y388F

Pat_70 Post-Resistance ADAR 103 37 1 154574460 154574460 Missense_Mutation SNP C A 6 262 c.658G>T c.(658-660)GCC>TCC p.A220S

Pat_70 Post-Resistance ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 6 270 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_70 Post-Resistance DCST2 127579 37 1 154999135 154999135 Missense_Mutation SNP G A 55 189 c.1399C>T c.(1399-1401)CGT>TGT p.R467C



Pat_70 Post-Resistance OR10K2 391107 37 1 158390397 158390397 Missense_Mutation SNP G A 146 500 c.260C>T c.(259-261)TCC>TTC p.S87F

Pat_70 Post-Resistance RCSD1 92241 37 1 167654698 167654698 Missense_Mutation SNP C T 71 309 c.149C>T c.(148-150)TCC>TTC p.S50F

Pat_70 Post-Resistance CACNA1E 777 37 1 181741296 181741296 Missense_Mutation SNP G A 128 527 c.5068G>A c.(5068-5070)GAG>AAG p.E1690K

Pat_70 Post-Resistance SMG7 9887 37 1 183495876 183495876 Missense_Mutation SNP A G 11 790 c.458A>G c.(457-459)CAC>CGC p.H153R

Pat_70 Post-Resistance HMCN1 83872 37 1 185969302 185969302 Missense_Mutation SNP G A 67 416 c.4000G>A c.(4000-4002)GGG>AGG p.G1334R

Pat_70 Post-Resistance KCNT2 343450 37 1 196436849 196436849 Missense_Mutation SNP G A 21 263 c.527C>T c.(526-528)GCC>GTC p.A176V

Pat_70 Post-Resistance CFHR2 3080 37 1 196927146 196927146 Missense_Mutation SNP G A 69 638 c.556G>A c.(556-558)GGT>AGT p.G186S

Pat_70 Post-Resistance CRB1 23418 37 1 197390318 197390318 Missense_Mutation SNP G A 51 203 c.1360G>A c.(1360-1362)GGA>AGA p.G454R

Pat_70 Post-Resistance MBL2 4153 37 10 54530495 54530495 Missense_Mutation SNP C T 31 126 c.239G>A c.(238-240)GGA>GAA p.G80E

Pat_70 Post-Resistance CTNNA3 29119 37 10 68535278 68535278 Missense_Mutation SNP C T 44 325 c.1052G>A c.(1051-1053)GGA>GAA p.G351E

Pat_70 Post-Resistance CTNNA3 29119 37 10 68979585 68979585 Missense_Mutation SNP C T 37 149 c.623G>A c.(622-624)CGA>CAA p.R208Q

Pat_70 Post-Resistance C10orf27 219793 37 10 72541712 72541712 Missense_Mutation SNP A T 51 236 c.122T>A c.(121-123)CTG>CAG p.L41Q

Pat_70 Post-Resistance PTEN 5728 37 10 89717672 89717672 Nonsense_Mutation SNP C T 76 431 c.697C>T c.(697-699)CGA>TGA p.R233*

Pat_70 Post-Resistance C10orf79 80217 37 10 105945872 105945872 Missense_Mutation SNP C T 6 271 c.1870G>A c.(1870-1872)GGT>AGT p.G624S

Pat_70 Post-Resistance BTBD16 118663 37 10 124045710 124045710 Missense_Mutation SNP C T 54 223 c.332C>T c.(331-333)GCC>GTC p.A111V

Pat_70 Post-Resistance CDHR5 53841 37 11 618833 618833 Missense_Mutation SNP G C 8 363 c.1726C>G c.(1726-1728)CCA>GCA p.P576A

Pat_70 Post-Resistance OR10A5 144124 37 11 6867706 6867706 Missense_Mutation SNP T A 100 555 c.793T>A c.(793-795)TCA>ACA p.S265T

Pat_70 Post-Resistance NLRP10 338322 37 11 7981691 7981691 Missense_Mutation SNP C T 45 268 c.1468G>A c.(1468-1470)GAG>AAG p.E490K

Pat_70 Post-Resistance STK33 65975 37 11 8494797 8494797 Missense_Mutation SNP T G 41 271 c.252A>C c.(250-252)AGA>AGC p.R84S

Pat_70 Post-Resistance RAG2 5897 37 11 36615559 36615559 Missense_Mutation SNP G A 33 282 c.160C>T c.(160-162)CAT>TAT p.H54Y

Pat_70 Post-Resistance LRP4 4038 37 11 46911963 46911963 Missense_Mutation SNP C T 20 138 c.1780G>A c.(1780-1782)GAT>AAT p.D594N

Pat_70 Post-Resistance C11orf88 399949 37 11 111386256 111386256 Missense_Mutation SNP T G 24 322 c.247T>G c.(247-249)TCT>GCT p.S83A

Pat_70 Post-Resistance OR6T1 219874 37 11 123813604 123813604 Missense_Mutation SNP C T 43 376 c.942G>A c.(940-942)ATG>ATA p.M314I

Pat_70 Post-Resistance OR10G9 219870 37 11 123893738 123893738 Missense_Mutation SNP G C 10 634 c.19G>C c.(19-21)GTG>CTG p.V7L

Pat_70 Post-Resistance CCDC15 80071 37 11 124857495 124857495 Missense_Mutation SNP A C 7 564 c.1373A>C c.(1372-1374)CAC>CCC p.H458P

Pat_70 Post-Resistance CCDC15 80071 37 11 124857585 124857585 Missense_Mutation SNP C A 8 564 c.1463C>A c.(1462-1464)CCC>CAC p.P488H

Pat_70 Post-Resistance NCAPD3 23310 37 11 134079064 134079064 Missense_Mutation SNP G A 58 508 c.769C>T c.(769-771)CAT>TAT p.H257Y

Pat_70 Post-Resistance ERC1 23085 37 12 1553842 1553842 Missense_Mutation SNP C T 72 422 c.3139C>T c.(3139-3141)CCA>TCA p.P1047S

Pat_70 Post-Resistance KLHDC5 57542 37 12 27944688 27944688 Missense_Mutation SNP G A 126 658 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_70 Post-Resistance TROAP 10024 37 12 49724313 49724313 Missense_Mutation SNP G T 7 173 c.1685G>T c.(1684-1686)AGT>ATT p.S562I

Pat_70 Post-Resistance KRT5 3852 37 12 52913539 52913539 Missense_Mutation SNP G A 86 661 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_70 Post-Resistance KRT73 319101 37 12 53011993 53011993 Nonsense_Mutation SNP G A 55 414 c.316C>T c.(316-318)CAG>TAG p.Q106*

Pat_70 Post-Resistance SYT1 6857 37 12 79693212 79693212 Missense_Mutation SNP G A 66 465 c.691G>A c.(691-693)GAT>AAT p.D231N

Pat_70 Post-Resistance FAM71C 196472 37 12 100042134 100042134 Missense_Mutation SNP A G 63 343 c.182A>G c.(181-183)GAC>GGC p.D61G

Pat_70 Post-Resistance STAB2 55576 37 12 104100576 104100576 Missense_Mutation SNP G A 33 271 c.4003G>A c.(4003-4005)GAA>AAA p.E1335K

Pat_70 Post-Resistance RPH3A 22895 37 12 113307722 113307722 Missense_Mutation SNP G A 36 311 c.674G>A c.(673-675)GGG>GAG p.G225E

Pat_70 Post-Resistance RIMBP2 23504 37 12 130926895 130926895 Nonsense_Mutation SNP C T 46 373 c.951G>A c.(949-951)TGG>TGA p.W317*

Pat_70 Post-Resistance MIPEP 4285 37 13 24453425 24453425 Missense_Mutation SNP G A 93 600 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_70 Post-Resistance HS6ST3 266722 37 13 97485024 97485024 Missense_Mutation SNP G A 38 263 c.988G>A c.(988-990)GAG>AAG p.E330K

Pat_70 Post-Resistance OR4M1 441670 37 14 20249284 20249284 Missense_Mutation SNP C T 49 490 c.803C>T c.(802-804)TCC>TTC p.S268F

Pat_70 Post-Resistance OR4N2 390429 37 14 20296056 20296056 Missense_Mutation SNP T C 61 593 c.449T>C c.(448-450)CTT>CCT p.L150P

Pat_70 Post-Resistance C14orf93 60686 37 14 23467809 23467809 Missense_Mutation SNP C T 21 123 c.424G>A c.(424-426)GAA>AAA p.E142K

Pat_70 Post-Resistance PRKD1 5587 37 14 30095710 30095710 Missense_Mutation SNP T C 44 234 c.1778A>G c.(1777-1779)CAG>CGG p.Q593R

Pat_70 Post-Resistance NUBPL 80224 37 14 32068535 32068535 Missense_Mutation SNP C T 37 300 c.332C>T c.(331-333)CCT>CTT p.P111L

Pat_70 Post-Resistance SOCS4 122809 37 14 55510090 55510090 Missense_Mutation SNP C T 44 296 c.331C>T c.(331-333)CGG>TGG p.R111W

Pat_70 Post-Resistance MAP3K9 4293 37 14 71216698 71216698 Missense_Mutation SNP G A 49 333 c.1102C>T c.(1102-1104)CTT>TTT p.L368F

Pat_70 Post-Resistance FOXN3 1112 37 14 89628855 89628855 Missense_Mutation SNP G A 30 140 c.1376C>T c.(1375-1377)TCC>TTC p.S459F



Pat_70 Post-Resistance KIAA0284 283638 37 14 105349558 105349558 Missense_Mutation SNP G A 15 765 c.764G>A c.(763-765)GGT>GAT p.G255D

Pat_70 Post-Resistance OR4N3P 390539 37 15 22413825 22413825 Missense_Mutation SNP C T 129 645 c.124C>T c.(124-126)CGC>TGC p.R42C

Pat_70 Post-Resistance SPTBN5 51332 37 15 42160775 42160775 Missense_Mutation SNP C T 31 145 c.5773G>A c.(5773-5775)GCC>ACC p.A1925T

Pat_70 Post-Resistance DTWD1 56986 37 15 49924411 49924411 Missense_Mutation SNP C T 31 220 c.320C>T c.(319-321)ACT>ATT p.T107I

Pat_70 Post-Resistance SLC27A2 11001 37 15 50515227 50515227 Nonsense_Mutation SNP G A 45 406 c.1038G>A c.(1036-1038)TGG>TGA p.W346*

Pat_70 Post-Resistance CYP19A1 1588 37 15 51503047 51503047 Missense_Mutation SNP C T 61 479 c.1470G>A c.(1468-1470)ATG>ATA p.M490I

Pat_70 Post-Resistance HERC1 8925 37 15 63932386 63932386 Nonsense_Mutation SNP C A 43 279 c.11866G>T c.(11866-11868)GAA>TAA p.E3956*

Pat_70 Post-Resistance AGBL1 123624 37 15 87066090 87066090 Missense_Mutation SNP C T 44 363 c.2467C>T c.(2467-2469)CCC>TCC p.P823S

Pat_70 Post-Resistance GRIN2A 2903 37 16 9923396 9923396 Missense_Mutation SNP C T 48 281 c.1891G>A c.(1891-1893)GTA>ATA p.V631I

Pat_70 Post-Resistance TMC7 79905 37 16 19041577 19041577 Missense_Mutation SNP G A 33 257 c.743G>A c.(742-744)GGA>GAA p.G248E

Pat_70 Post-Resistance ACSM2A 123876 37 16 20492021 20492021 Missense_Mutation SNP G C 16 91 c.1408G>C c.(1408-1410)GGG>CGG p.G470R

Pat_70 Post-Resistance ACSM2B 348158 37 16 20554458 20554458 Missense_Mutation SNP C G 44 762 c.1408G>C c.(1408-1410)GGG>CGG p.G470R

Pat_70 Post-Resistance USP31 57478 37 16 23116791 23116791 Missense_Mutation SNP A T 36 272 c.1060T>A c.(1060-1062)TCT>ACT p.S354T

Pat_70 Post-Resistance ABCC12 94160 37 16 48119553 48119553 Missense_Mutation SNP C T 60 364 c.3779G>A c.(3778-3780)GGG>GAG p.G1260E

Pat_70 Post-Resistance GPR114 221188 37 16 57608779 57608779 Missense_Mutation SNP G A 20 166 c.1261G>A c.(1261-1263)GGC>AGC p.G421S

Pat_70 Post-Resistance ATMIN 23300 37 16 81078133 81078133 Missense_Mutation SNP T C 97 433 c.2030T>C c.(2029-2031)TTA>TCA p.L677S

Pat_70 Post-Resistance PKD1L2 114780 37 16 81253771 81253771 Missense_Mutation SNP C T 52 305 c.205G>A c.(205-207)GAA>AAA p.E69K

Pat_70 Post-Resistance GALNS 2588 37 16 88904094 88904094 Nonsense_Mutation SNP C A 29 208 c.502G>T c.(502-504)GGA>TGA p.G168*

Pat_70 Post-Resistance C17orf85 55421 37 17 3717742 3717742 Missense_Mutation SNP G A 13 100 c.1501C>T c.(1501-1503)CCG>TCG p.P501S

Pat_70 Post-Resistance UBE2G1 7326 37 17 4192683 4192683 Missense_Mutation SNP A G 62 415 c.268T>C c.(268-270)TGC>CGC p.C90R

Pat_70 Post-Resistance ALOX15 246 37 17 4536765 4536765 Missense_Mutation SNP C T 48 363 c.1192G>A c.(1192-1194)GAA>AAA p.E398K

Pat_70 Post-Resistance USP6 9098 37 17 5066291 5066291 Nonsense_Mutation SNP C T 52 477 c.3028C>T c.(3028-3030)CAG>TAG p.Q1010*

Pat_70 Post-Resistance KDM6B 23135 37 17 7751702 7751702 Missense_Mutation SNP T G 71 629 c.2096T>G c.(2095-2097)ATG>AGG p.M699R

Pat_70 Post-Resistance MYH2 4620 37 17 10442646 10442646 Missense_Mutation SNP G A 100 586 c.1292C>T c.(1291-1293)GCC>GTC p.A431V

Pat_70 Post-Resistance CCDC144A 9720 37 17 16631054 16631054 Missense_Mutation SNP G A 7 58 c.2105G>A c.(2104-2106)AGA>AAA p.R702K

Pat_70 Post-Resistance LGALS9B 284194 37 17 20363690 20363690 Missense_Mutation SNP C T 5 310 c.106G>A c.(106-108)GCC>ACC p.A36T

Pat_70 Post-Resistance SLFN13 146857 37 17 33769266 33769266 Nonsense_Mutation SNP C T 30 168 c.1238G>A c.(1237-1239)TGG>TAG p.W413*

Pat_70 Post-Resistance CDK12 51755 37 17 37618868 37618868 Missense_Mutation SNP G A 20 155 c.544G>A c.(544-546)GAG>AAG p.E182K

Pat_70 Post-Resistance KRTAP4-11 653240 37 17 39274214 39274214 Missense_Mutation SNP G C 19 336 c.354C>G c.(352-354)AGC>AGG p.S118R

Pat_70 Post-Resistance KRTAP4-11 653240 37 17 39274424 39274424 Missense_Mutation SNP G C 24 474 c.144C>G c.(142-144)AGC>AGG p.S48R

Pat_70 Post-Resistance SLC26A11 284129 37 17 78226478 78226478 Missense_Mutation SNP C T 28 174 c.1784C>T c.(1783-1785)TCC>TTC p.S595F

Pat_70 Post-Resistance CLUL1 27098 37 18 618042 618042 Nonsense_Mutation SNP G A 19 303 c.42G>A c.(40-42)TGG>TGA p.W14*

Pat_70 Post-Resistance MEX3C 51320 37 18 48703064 48703064 Missense_Mutation SNP G A 34 205 c.1637C>T c.(1636-1638)CCT>CTT p.P546L

Pat_70 Post-Resistance DCC 1630 37 18 50832089 50832089 Missense_Mutation SNP G A 52 295 c.2053G>A c.(2053-2055)GGA>AGA p.G685R

Pat_70 Post-Resistance SERPINB5 5268 37 18 61156661 61156661 Missense_Mutation SNP G A 17 182 c.388G>A c.(388-390)GGT>AGT p.G130S

Pat_70 Post-Resistance MOBKL2A 126308 37 19 2078392 2078392 Missense_Mutation SNP G T 43 272 c.168C>A c.(166-168)GAC>GAA p.D56E

Pat_70 Post-Resistance ARRDC5 645432 37 19 4896825 4896825 Missense_Mutation SNP G A 23 289 c.359C>T c.(358-360)CCT>CTT p.P120L

Pat_70 Post-Resistance C3 718 37 19 6702545 6702545 Missense_Mutation SNP C T 61 369 c.2291G>A c.(2290-2292)CGA>CAA p.R764Q

Pat_70 Post-Resistance CD209 30835 37 19 7810560 7810560 Missense_Mutation SNP G A 7 310 c.592C>T c.(592-594)CGG>TGG p.R198W

Pat_70 Post-Resistance MUC16 94025 37 19 9073848 9073848 Missense_Mutation SNP G A 28 250 c.13598C>T c.(13597-13599)CCT>CTT p.P4533L

Pat_70 Post-Resistance ZNF560 147741 37 19 9577542 9577542 Missense_Mutation SNP C T 70 435 c.2081G>A c.(2080-2082)CGA>CAA p.R694Q

Pat_70 Post-Resistance ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 6 462 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_70 Post-Resistance CD97 976 37 19 14499612 14499612 Missense_Mutation SNP C T 94 626 c.172C>T c.(172-174)CCG>TCG p.P58S

Pat_70 Post-Resistance CYP4F12 66002 37 19 15789078 15789078 Missense_Mutation SNP C T 59 376 c.206C>T c.(205-207)CCT>CTT p.P69L

Pat_70 Post-Resistance OR10H2 26538 37 19 15839002 15839002 Nonsense_Mutation SNP G A 55 397 c.149G>A c.(148-150)TGG>TAG p.W50*

Pat_70 Post-Resistance ZNF737 100129842 37 19 20728254 20728254 Missense_Mutation SNP C G 6 265 c.755G>C c.(754-756)AGT>ACT p.S252T

Pat_70 Post-Resistance ZNF98 148198 37 19 22585641 22585641 Missense_Mutation SNP C T 60 458 c.203G>A c.(202-204)GGA>GAA p.G68E



Pat_70 Post-Resistance ZNF254 9534 37 19 24309919 24309919 Missense_Mutation SNP A G 11 382 c.1117A>G c.(1117-1119)ACT>GCT p.T373A

Pat_70 Post-Resistance KIRREL2 84063 37 19 36349734 36349734 Missense_Mutation SNP G A 61 351 c.490G>A c.(490-492)GGG>AGG p.G164R

Pat_70 Post-Resistance ZNF573 126231 37 19 38230883 38230884 Missense_Mutation DNP TC AA 39 381 c.507_508GA>TT(505-510)AAGAAC>AATTA169_170KN>N

Pat_70 Post-Resistance AXL 558 37 19 41743885 41743885 Missense_Mutation SNP G A 33 191 c.820G>A c.(820-822)GGA>AGA p.G274R

Pat_70 Post-Resistance MARK4 57787 37 19 45797680 45797680 Missense_Mutation SNP C T 39 233 c.1568C>T c.(1567-1569)CCG>CTG p.P523L

Pat_70 Post-Resistance ZNF649 65251 37 19 52394619 52394619 Missense_Mutation SNP T C 7 355 c.770A>G c.(769-771)AAA>AGA p.K257R

Pat_70 Post-Resistance ZNF845 91664 37 19 53856761 53856761 Missense_Mutation SNP T C 5 261 c.2833T>C c.(2833-2835)TGT>CGT p.C945R

Pat_70 Post-Resistance SBK2 646643 37 19 56041171 56041171 Missense_Mutation SNP C T 16 101 c.976G>A c.(976-978)GGG>AGG p.G326R

Pat_70 Post-Resistance NT5C1B 93034 37 2 18736522 18736522 Missense_Mutation SNP T C 6 491 c.1888A>G c.(1888-1890)ATG>GTG p.M630V

Pat_70 Post-Resistance NT5C1B 93034 37 2 18768282 18768282 Missense_Mutation SNP C T 57 268 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_70 Post-Resistance RPL23AP32 56969 37 2 54756736 54756737 Missense_Mutation DNP TT CC 8 270 c.254_255TT>CC c.(253-255)TTT>TCC p.F85S

Pat_70 Post-Resistance STARD7 56910 37 2 96858127 96858127 Missense_Mutation SNP G A 56 496 c.823C>T c.(823-825)CCC>TCC p.P275S

Pat_70 Post-Resistance SLC9A2 6549 37 2 103324769 103324769 Missense_Mutation SNP G A 62 505 c.2260G>A c.(2260-2262)GAA>AAA p.E754K

Pat_70 Post-Resistance WASH2P 375260 37 2 114355129 114355129 Missense_Mutation SNP G A 5 136 c.506G>A c.(505-507)CGC>CAC p.R169H

Pat_70 Post-Resistance CLASP1 23332 37 2 122125364 122125364 Missense_Mutation SNP C G 5 172 c.3686G>C c.(3685-3687)CGG>CCG p.R1229P

Pat_70 Post-Resistance CNTNAP5 129684 37 2 125504925 125504925 Nonsense_Mutation SNP C T 80 454 c.2194C>T c.(2194-2196)CAG>TAG p.Q732*

Pat_70 Post-Resistance CACNB4 785 37 2 152739821 152739821 Missense_Mutation SNP C T 89 542 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_70 Post-Resistance GRB14 2888 37 2 165353583 165353583 Nonsense_Mutation SNP C T 32 199 c.1317G>A c.(1315-1317)TGG>TGA p.W439*

Pat_70 Post-Resistance LRP2 4036 37 2 170028534 170028534 Missense_Mutation SNP C T 61 387 c.11254G>A c.(11254-11256)GAA>AAA p.E3752K

Pat_70 Post-Resistance TTN 7273 37 2 179613368 179613368 Missense_Mutation SNP C T 80 522 c.13759G>A c.(13759-13761)GAT>AAT p.D4587N

Pat_70 Post-Resistance COL5A2 1290 37 2 189917518 189917518 Missense_Mutation SNP C T 35 177 c.2672G>A c.(2671-2673)GGT>GAT p.G891D

Pat_70 Post-Resistance EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 15 542 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_70 Post-Resistance CRYGA 1418 37 2 209027960 209027960 Missense_Mutation SNP C T 45 374 c.220G>A c.(220-222)GAC>AAC p.D74N

Pat_70 Post-Resistance IKZF2 22807 37 2 213878586 213878586 Missense_Mutation SNP C T 46 226 c.785G>A c.(784-786)AGA>AAA p.R262K

Pat_70 Post-Resistance HJURP 55355 37 2 234750117 234750117 Nonsense_Mutation SNP G A 74 491 c.1309C>T c.(1309-1311)CGA>TGA p.R437*

Pat_70 Post-Resistance TRPM8 79054 37 2 234879017 234879017 Missense_Mutation SNP G A 126 675 c.2302G>A c.(2302-2304)GAG>AAG p.E768K

Pat_70 Post-Resistance COL6A3 1293 37 2 238245090 238245090 Missense_Mutation SNP T G 55 462 c.8653A>C c.(8653-8655)ACC>CCC p.T2885P

Pat_70 Post-Resistance C20orf194 25943 37 20 3305557 3305557 Missense_Mutation SNP G A 47 371 c.1247C>T c.(1246-1248)CCG>CTG p.P416L

Pat_70 Post-Resistance SIGLEC1 6614 37 20 3673529 3673529 Missense_Mutation SNP G A 13 106 c.3758C>T c.(3757-3759)TCC>TTC p.S1253F

Pat_70 Post-Resistance PLCB4 5332 37 20 9404500 9404500 Nonsense_Mutation SNP C T 20 172 c.2389C>T c.(2389-2391)CGA>TGA p.R797*

Pat_70 Post-Resistance FRG1B 284802 37 20 29625934 29625934 Missense_Mutation SNP C T 10 364 c.88C>T c.(88-90)CAT>TAT p.H30Y

Pat_70 Post-Resistance FRG1B 284802 37 20 29625941 29625941 Missense_Mutation SNP A T 17 390 c.95A>T c.(94-96)GAT>GTT p.D32V

Pat_70 Post-Resistance FRG1B 284802 37 20 29625947 29625947 Missense_Mutation SNP T C 13 414 c.101T>C c.(100-102)ATT>ACT p.I34T

Pat_70 Post-Resistance FRG1B 284802 37 20 29628243 29628243 Missense_Mutation SNP T C 13 608 c.155T>C c.(154-156)TTG>TCG p.L52S

Pat_70 Post-Resistance FRG1B 284802 37 20 29628245 29628245 Missense_Mutation SNP G A 13 602 c.157G>A c.(157-159)GCC>ACC p.A53T

Pat_70 Post-Resistance PPP1R16B 26051 37 20 37546839 37546839 Missense_Mutation SNP C T 108 638 c.1234C>T c.(1234-1236)CCT>TCT p.P412S

Pat_70 Post-Resistance BAGE2 85319 37 21 11049621 11049621 Nonsense_Mutation SNP G A 37 663 c.280C>T c.(280-282)CGA>TGA p.R94*

Pat_70 Post-Resistance BAGE2 85319 37 21 11049623 11049623 Splice_Site SNP T C 40 665 c.280_splice c.e4-1 p.R94_splice

Pat_70 Post-Resistance BAGE2 85319 37 21 11097573 11097573 Missense_Mutation SNP C T 14 391 c.89G>A c.(88-90)AGG>AAG p.R30K

Pat_70 Post-Resistance NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 43 261 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_70 Post-Resistance TRAPPC10 7109 37 21 45518395 45518395 Missense_Mutation SNP C T 40 289 c.3326C>T c.(3325-3327)TCG>TTG p.S1109L

Pat_70 Post-Resistance GNAZ 2781 37 22 23465487 23465487 Missense_Mutation SNP C T 33 225 c.937C>T c.(937-939)CGC>TGC p.R313C

Pat_70 Post-Resistance CHEK2 11200 37 22 29091840 29091841 Missense_Mutation DNP TG CA 38 176 c.1116_1117CA>TG114-1119)TCCAAG>TCTG p.K373E

Pat_70 Post-Resistance SERHL2 253190 37 22 42952530 42952530 Missense_Mutation SNP C T 28 478 c.359C>T c.(358-360)ACC>ATC p.T120I

Pat_70 Post-Resistance ATG7 10533 37 3 11406161 11406161 Missense_Mutation SNP G T 73 589 c.1828G>T c.(1828-1830)GAT>TAT p.D610Y

Pat_70 Post-Resistance IQSEC1 9922 37 3 12977694 12977694 Missense_Mutation SNP C T 40 266 c.864G>A c.(862-864)ATG>ATA p.M288I

Pat_70 Post-Resistance SCN11A 11280 37 3 38936214 38936214 Missense_Mutation SNP G A 43 235 c.2645C>T c.(2644-2646)CCC>CTC p.P882L



Pat_70 Post-Resistance CCR1 1230 37 3 46245516 46245516 Missense_Mutation SNP C T 48 391 c.289G>A c.(289-291)GAT>AAT p.D97N

Pat_70 Post-Resistance COL7A1 1294 37 3 48610780 48610780 Missense_Mutation SNP C T 31 235 c.6620G>A c.(6619-6621)GGG>GAG p.G2207E

Pat_70 Post-Resistance ZMYND10 51364 37 3 50378896 50378896 Nonsense_Mutation SNP C T 33 266 c.1268G>A c.(1267-1269)TGG>TAG p.W423*

Pat_70 Post-Resistance ERC2 26059 37 3 55922574 55922574 Missense_Mutation SNP C T 60 416 c.2407G>A c.(2407-2409)GAG>AAG p.E803K

Pat_70 Post-Resistance ROBO2 6092 37 3 77645802 77645802 Missense_Mutation SNP C T 57 322 c.2755C>T c.(2755-2757)CCC>TCC p.P919S

Pat_70 Post-Resistance RG9MTD1 54931 37 3 101284175 101284175 Missense_Mutation SNP G A 52 318 c.550G>A c.(550-552)GAT>AAT p.D184N

Pat_70 Post-Resistance HHLA2 11148 37 3 108070664 108070664 Missense_Mutation SNP A G 20 142 c.4A>G c.(4-6)AAG>GAG p.K2E

Pat_70 Post-Resistance PHLDB2 90102 37 3 111638006 111638006 Missense_Mutation SNP G A 60 417 c.1807G>A c.(1807-1809)GAA>AAA p.E603K

Pat_70 Post-Resistance BOC 91653 37 3 112991278 112991278 Missense_Mutation SNP G A 8 625 c.689G>A c.(688-690)CGC>CAC p.R230H

Pat_70 Post-Resistance FBXO40 51725 37 3 121342006 121342006 Missense_Mutation SNP C T 31 278 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_70 Post-Resistance CPNE4 131034 37 3 131261456 131261456 Missense_Mutation SNP C T 22 228 c.1484G>A c.(1483-1485)GGA>GAA p.G495E

Pat_70 Post-Resistance IGSF10 285313 37 3 151154847 151154847 Missense_Mutation SNP C T 35 328 c.7502G>A c.(7501-7503)AGA>AAA p.R2501K

Pat_70 Post-Resistance LIPH 200879 37 3 185251431 185251431 Missense_Mutation SNP C T 41 296 c.454G>A c.(454-456)GGA>AGA p.G152R

Pat_70 Post-Resistance PYDC2 152138 37 3 191179070 191179070 Missense_Mutation SNP A T 37 418 c.119A>T c.(118-120)CAG>CTG p.Q40L

Pat_70 Post-Resistance SDHAP2 727956 37 3 195404650 195404650 Missense_Mutation SNP T A 36 256 c.207T>A c.(205-207)AAT>AAA p.N69K

Pat_70 Post-Resistance DRD5 1816 37 4 9784887 9784887 Missense_Mutation SNP C T 18 218 c.1234C>T c.(1234-1236)CAC>TAC p.H412Y

Pat_70 Post-Resistance APBB2 323 37 4 40818158 40818158 Missense_Mutation SNP G A 83 519 c.2228C>T c.(2227-2229)TCC>TTC p.S743F

Pat_70 Post-Resistance AMBN 258 37 4 71468527 71468527 Missense_Mutation SNP G A 21 123 c.583G>A c.(583-585)GAT>AAT p.D195N

Pat_70 Post-Resistance RASSF6 166824 37 4 74451034 74451034 Missense_Mutation SNP C T 36 272 c.526G>A c.(526-528)GAA>AAA p.E176K

Pat_70 Post-Resistance NAAA 27163 37 4 76842263 76842263 Missense_Mutation SNP G A 4 119 c.680C>T c.(679-681)TCG>TTG p.S227L

Pat_70 Post-Resistance GK2 2712 37 4 80329231 80329231 Missense_Mutation SNP C T 40 337 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_70 Post-Resistance AFF1 4299 37 4 88048208 88048208 Missense_Mutation SNP C T 58 411 c.2821C>T c.(2821-2823)CCA>TCA p.P941S

Pat_70 Post-Resistance COL25A1 84570 37 4 109745338 109745338 Missense_Mutation SNP C T 49 286 c.1837G>A c.(1837-1839)GGA>AGA p.G613R

Pat_70 Post-Resistance CMYA5 202333 37 5 79024953 79024953 Missense_Mutation SNP C T 76 320 c.365C>T c.(364-366)TCC>TTC p.S122F

Pat_70 Post-Resistance ADAMTS19 171019 37 5 128956432 128956432 Missense_Mutation SNP G A 96 651 c.1582G>A c.(1582-1584)GAT>AAT p.D528N

Pat_70 Post-Resistance FAM53C 51307 37 5 137680684 137680684 Missense_Mutation SNP C T 29 265 c.307C>T c.(307-309)CCA>TCA p.P103S

Pat_70 Post-Resistance KDM3B 51780 37 5 137722215 137722215 Missense_Mutation SNP T G 34 262 c.1285T>G c.(1285-1287)TCC>GCC p.S429A

Pat_70 Post-Resistance PCDHA1 56147 37 5 140166227 140166227 Missense_Mutation SNP C T 44 314 c.352C>T c.(352-354)CAT>TAT p.H118Y

Pat_70 Post-Resistance SH3RF2 153769 37 5 145393506 145393506 Missense_Mutation SNP C T 62 451 c.941C>T c.(940-942)TCT>TTT p.S314F

Pat_70 Post-Resistance PPARGC1B 133522 37 5 149215849 149215849 Missense_Mutation SNP C T 83 602 c.1831C>T c.(1831-1833)CCG>TCG p.P611S

Pat_70 Post-Resistance SLC6A7 6534 37 5 149581944 149581944 Missense_Mutation SNP C T 50 360 c.893C>T c.(892-894)TCC>TTC p.S298F

Pat_70 Post-Resistance G3BP1 10146 37 5 151183497 151183497 Nonsense_Mutation SNP C T 26 269 c.1246C>T c.(1246-1248)CGA>TGA p.R416*

Pat_70 Post-Resistance CYFIP2 26999 37 5 156766230 156766230 Missense_Mutation SNP C G 72 461 c.2551C>G c.(2551-2553)CTC>GTC p.L851V

Pat_70 Post-Resistance COL23A1 91522 37 5 177686748 177686748 Missense_Mutation SNP C T 74 427 c.703G>A c.(703-705)GGT>AGT p.G235S

Pat_70 Post-Resistance BMP6 654 37 6 7861833 7861833 Splice_Site SNP G A 51 393 c.1006_splice c.e3+1 p.G336_splice

Pat_70 Post-Resistance SYCP2L 221711 37 6 10959052 10959052 Missense_Mutation SNP T G 29 212 c.2199T>G c.(2197-2199)AAT>AAG p.N733K

Pat_70 Post-Resistance OR2W1 26692 37 6 29012220 29012220 Missense_Mutation SNP G A 152 540 c.733C>T c.(733-735)CTT>TTT p.L245F

Pat_70 Post-Resistance ITPR3 3710 37 6 33643512 33643512 Missense_Mutation SNP T C 5 228 c.3161T>C c.(3160-3162)ATG>ACG p.M1054T

Pat_70 Post-Resistance LRFN2 57497 37 6 40400182 40400182 Missense_Mutation SNP G A 21 147 c.671C>T c.(670-672)TCG>TTG p.S224L

Pat_70 Post-Resistance TREM1 54210 37 6 41250375 41250375 Nonsense_Mutation SNP C T 61 433 c.164G>A c.(163-165)TGG>TAG p.W55*

Pat_70 Post-Resistance BMP5 653 37 6 55620459 55620459 Missense_Mutation SNP G T 56 382 c.1237C>A c.(1237-1239)CAC>AAC p.H413N

Pat_70 Post-Resistance C6orf182 285753 37 6 109468047 109468047 Missense_Mutation SNP C T 19 174 c.247C>T c.(247-249)CTT>TTT p.L83F

Pat_70 Post-Resistance LAMA2 3908 37 6 129837370 129837370 Missense_Mutation SNP C T 78 471 c.9247C>T c.(9247-9249)CCG>TCG p.P3083S

Pat_70 Post-Resistance VNN1 8876 37 6 133013664 133013664 Missense_Mutation SNP C T 19 103 c.886G>A c.(886-888)GAG>AAG p.E296K

Pat_70 Post-Resistance HECA 51696 37 6 139488245 139488245 Missense_Mutation SNP G A 5 259 c.1096G>A c.(1096-1098)GTG>ATG p.V366M

Pat_70 Post-Resistance C6orf118 168090 37 6 165715360 165715360 Missense_Mutation SNP C T 26 228 c.451G>A c.(451-453)GCT>ACT p.A151T

Pat_70 Post-Resistance TTLL2 83887 37 6 167755036 167755036 Missense_Mutation SNP G A 55 278 c.1648G>A c.(1648-1650)GAT>AAT p.D550N



Pat_70 Post-Resistance DNAH11 8701 37 7 21913039 21913039 Missense_Mutation SNP G A 79 199 c.12136G>A c.(12136-12138)GAA>AAA p.E4046K

Pat_70 Post-Resistance STK31 56164 37 7 23808674 23808674 Missense_Mutation SNP G A 34 363 c.1477G>A c.(1477-1479)GAA>AAA p.E493K

Pat_70 Post-Resistance ADCY1 107 37 7 45717567 45717567 Missense_Mutation SNP A T 128 376 c.1705A>T c.(1705-1707)ATC>TTC p.I569F

Pat_70 Post-Resistance TNS3 64759 37 7 47333423 47333423 Missense_Mutation SNP C T 42 284 c.3680G>A c.(3679-3681)GGA>GAA p.G1227E

Pat_70 Post-Resistance ZNF727 442319 37 7 63538758 63538758 Missense_Mutation SNP G A 40 141 c.1331G>A c.(1330-1332)AGA>AAA p.R444K

Pat_70 Post-Resistance CCL24 6369 37 7 75442699 75442699 Missense_Mutation SNP G A 23 230 c.116C>T c.(115-117)TCC>TTC p.S39F

Pat_70 Post-Resistance ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 6 466 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_70 Post-Resistance CADPS2 93664 37 7 121985672 121985672 Nonsense_Mutation SNP G A 29 335 c.3568C>T c.(3568-3570)CGA>TGA p.R1190*

Pat_70 Post-Resistance JHDM1D 80853 37 7 139793899 139793899 Missense_Mutation SNP G A 109 442 c.2414C>T c.(2413-2415)TCC>TTC p.S805F

Pat_70 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 87 312 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_70 Post-Resistance ZYX 7791 37 7 143085653 143085653 Missense_Mutation SNP C T 37 305 c.1216C>T c.(1216-1218)CAC>TAC p.H406Y

Pat_70 Post-Resistance GALNTL5 168391 37 7 151711870 151711870 Missense_Mutation SNP G A 33 304 c.1168G>A c.(1168-1170)GAA>AAA p.E390K

Pat_70 Post-Resistance ADAMDEC1 27299 37 8 24249837 24249837 Missense_Mutation SNP C T 31 225 c.151C>T c.(151-153)CAC>TAC p.H51Y

Pat_70 Post-Resistance PXDNL 137902 37 8 52384783 52384783 Missense_Mutation SNP C T 75 446 c.776G>A c.(775-777)GGA>GAA p.G259E

Pat_70 Post-Resistance PCMTD1 115294 37 8 52733185 52733186 Missense_Mutation DNP CC TT 7 535 c.799_800GG>AA c.(799-801)GGG>AAG p.G267K

Pat_70 Post-Resistance PKHD1L1 93035 37 8 110520058 110520058 Missense_Mutation SNP C T 62 363 c.11161C>T c.(11161-11163)CCT>TCT p.P3721S

Pat_70 Post-Resistance CSMD3 114788 37 8 114185984 114185984 Missense_Mutation SNP C T 65 611 c.676G>A c.(676-678)GCT>ACT p.A226T

Pat_70 Post-Resistance FER1L6 654463 37 8 125107259 125107259 Missense_Mutation SNP G A 30 237 c.4675G>A c.(4675-4677)GAT>AAT p.D1559N

Pat_70 Post-Resistance FAM135B 51059 37 8 139164898 139164898 Missense_Mutation SNP G A 60 467 c.1820C>T c.(1819-1821)TCA>TTA p.S607L

Pat_70 Post-Resistance MAPK15 225689 37 8 144803941 144803941 Missense_Mutation SNP G A 18 128 c.1349G>A c.(1348-1350)GGA>GAA p.G450E

Pat_70 Post-Resistance CNTLN 54875 37 9 17330685 17330685 Missense_Mutation SNP C T 79 611 c.1397C>T c.(1396-1398)TCT>TTT p.S466F

Pat_70 Post-Resistance TAF1L 138474 37 9 32632655 32632655 Missense_Mutation SNP G A 58 352 c.2923C>T c.(2923-2925)CCC>TCC p.P975S

Pat_70 Post-Resistance RNF20 56254 37 9 104302572 104302572 Missense_Mutation SNP C T 76 578 c.217C>T c.(217-219)CGT>TGT p.R73C

Pat_70 Post-Resistance OR13F1 138805 37 9 107266613 107266613 Nonsense_Mutation SNP C T 36 238 c.70C>T c.(70-72)CAG>TAG p.Q24*

Pat_70 Post-Resistance OR13C9 286362 37 9 107380230 107380230 Missense_Mutation SNP G A 55 380 c.256C>T c.(256-258)CTT>TTT p.L86F

Pat_70 Post-Resistance TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 32 219 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_70 Post-Resistance DBC1 1620 37 9 121929721 121929721 Missense_Mutation SNP G A 95 568 c.1927C>T c.(1927-1929)CCC>TCC p.P643S

Pat_70 Post-Resistance C9orf119 375757 37 9 131038446 131038446 Missense_Mutation SNP G A 35 200 c.22G>A c.(22-24)GAC>AAC p.D8N

Pat_70 Post-Resistance COL5A1 1289 37 9 137715280 137715280 Missense_Mutation SNP G A 56 356 c.4663G>A c.(4663-4665)GGT>AGT p.G1555S

Pat_70 Post-Resistance CACNA1B 774 37 9 140948299 140948299 Missense_Mutation SNP C T 113 662 c.3809C>T c.(3808-3810)GCT>GTT p.A1270V

Pat_70 Post-Resistance NLGN4X 57502 37 X 6069369 6069369 Missense_Mutation SNP C T 69 407 c.139G>A c.(139-141)GTT>ATT p.V47I

Pat_70 Post-Resistance TBL1X 6907 37 X 9673050 9673050 Missense_Mutation SNP G A 89 501 c.1132G>A c.(1132-1134)GAC>AAC p.D378N

Pat_70 Post-Resistance FRMPD4 9758 37 X 12734739 12734739 Missense_Mutation SNP G A 71 523 c.2161G>A c.(2161-2163)GAT>AAT p.D721N

Pat_70 Post-Resistance FANCB 2187 37 X 14882788 14882789 Missense_Mutation DNP CC TT 57 333 c.844_845GG>AA c.(844-846)GGA>AAA p.G282K

Pat_70 Post-Resistance FANCB 2187 37 X 14883544 14883544 Missense_Mutation SNP C T 40 273 c.89G>A c.(88-90)GGA>GAA p.G30E

Pat_70 Post-Resistance ASB9 140462 37 X 15262747 15262747 Missense_Mutation SNP G A 50 244 c.766C>T c.(766-768)CCT>TCT p.P256S

Pat_70 Post-Resistance EIF1AX 1964 37 X 20156735 20156735 Missense_Mutation SNP C T 62 357 c.22G>A c.(22-24)GGA>AGA p.G8R

Pat_70 Post-Resistance DMD 1756 37 X 32466644 32466644 Missense_Mutation SNP C T 40 232 c.3715G>A c.(3715-3717)GAA>AAA p.E1239K

Pat_70 Post-Resistance FAM47C 442444 37 X 37028425 37028425 Missense_Mutation SNP A G 9 661 c.1942A>G c.(1942-1944)AAT>GAT p.N648D

Pat_70 Post-Resistance ATP6AP2 10159 37 X 40456507 40456507 Missense_Mutation SNP C T 26 247 c.307C>T c.(307-309)CCT>TCT p.P103S

Pat_70 Post-Resistance TEX11 56159 37 X 69849480 69849480 Missense_Mutation SNP G A 45 453 c.1634C>T c.(1633-1635)GCT>GTT p.A545V

Pat_70 Post-Resistance SERPINA7 6906 37 X 105280609 105280609 Missense_Mutation SNP C A 104 644 c.441G>T c.(439-441)TTG>TTT p.L147F

Pat_70 Post-Resistance RNF128 79589 37 X 106016347 106016347 Missense_Mutation SNP C T 33 196 c.689C>T c.(688-690)TCT>TTT p.S230F

Pat_70 Post-Resistance ODZ1 10178 37 X 123554529 123554529 Missense_Mutation SNP C T 63 349 c.4593G>A c.(4591-4593)ATG>ATA p.M1531I

Pat_70 Post-Resistance ODZ1 10178 37 X 124028163 124028163 Nonsense_Mutation SNP G A 52 362 c.517C>T c.(517-519)CAA>TAA p.Q173*

Pat_70 Post-Resistance BCORL1 63035 37 X 129185837 129185837 Missense_Mutation SNP G A 62 615 c.4699G>A c.(4699-4701)GAA>AAA p.E1567K

Pat_70 Post-Resistance MAGEC1 9947 37 X 140994583 140994583 Nonsense_Mutation SNP A T 9 575 c.1393A>T c.(1393-1395)AGA>TGA p.R465*



Pat_70 Post-Resistance CNGA2 1260 37 X 150912105 150912105 Missense_Mutation SNP A G 42 356 c.1130A>G c.(1129-1131)AAC>AGC p.N377S

Pat_70 Post-Resistance GABRE 2564 37 X 151131042 151131042 Missense_Mutation SNP G A 65 494 c.416C>T c.(415-417)TCT>TTT p.S139F

Pat_70 Post-Resistance CSAG1 158511 37 X 151908796 151908796 Missense_Mutation SNP C T 86 520 c.35C>T c.(34-36)ACT>ATT p.T12I

Pat_73 Pre-Treatment PGD 5226 37 1 10477446 10477446 Missense_Mutation SNP C T 156 265 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_73 Pre-Treatment CASZ1 54897 37 1 10713493 10713493 Missense_Mutation SNP G A 27 30 c.2621C>T c.(2620-2622)TCG>TTG p.S874L

Pat_73 Pre-Treatment SPEN 23013 37 1 16256981 16256981 Missense_Mutation SNP C T 10 88 c.4246C>T c.(4246-4248)CGT>TGT p.R1416C

Pat_73 Pre-Treatment MRTO4 51154 37 1 19582478 19582478 Missense_Mutation SNP A G 54 69 c.124A>G c.(124-126)ATC>GTC p.I42V

Pat_73 Pre-Treatment RPS6KA1 6195 37 1 26883501 26883501 Missense_Mutation SNP C T 71 113 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_73 Pre-Treatment HIVEP3 59269 37 1 41976579 41976579 Missense_Mutation SNP G A 4 96 c.6764C>T c.(6763-6765)TCG>TTG p.S2255L

Pat_73 Pre-Treatment KIAA0467 23334 37 1 43911909 43911910 Missense_Mutation DNP CC TT 141 307 c.6279_6280CC>TT6277-6282)ATCCTC>ATTT p.L2094F

Pat_73 Pre-Treatment CYP4X1 260293 37 1 47505108 47505108 Missense_Mutation SNP C T 90 100 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_73 Pre-Treatment CC2D1B 200014 37 1 52823465 52823465 Missense_Mutation SNP G A 25 23 c.1585C>T c.(1585-1587)CCG>TCG p.P529S

Pat_73 Pre-Treatment C1orf177 163747 37 1 55282732 55282732 Missense_Mutation SNP G A 53 55 c.1121G>A c.(1120-1122)CGA>CAA p.R374Q

Pat_73 Pre-Treatment DHCR24 1718 37 1 55337259 55337259 Missense_Mutation SNP C T 4 104 c.640G>A c.(640-642)GTA>ATA p.V214I

Pat_73 Pre-Treatment RAVER2 55225 37 1 65243395 65243395 Nonsense_Mutation SNP C T 51 91 c.406C>T c.(406-408)CAG>TAG p.Q136*

Pat_73 Pre-Treatment C1orf173 127254 37 1 75038267 75038267 Missense_Mutation SNP C T 88 151 c.3127G>A c.(3127-3129)GAA>AAA p.E1043K

Pat_73 Pre-Treatment BCAR3 8412 37 1 94140384 94140384 Missense_Mutation SNP C T 4 60 c.103G>A c.(103-105)GCT>ACT p.A35T

Pat_73 Pre-Treatment CD53 963 37 1 111440482 111440482 Missense_Mutation SNP G A 77 135 c.556G>A c.(556-558)GGA>AGA p.G186R

Pat_73 Pre-Treatment NBPF9 400818 37 1 144617177 144617177 Missense_Mutation SNP G A 10 580 c.203G>A c.(202-204)AGA>AAA p.R68K

Pat_73 Pre-Treatment NBPF9 400818 37 1 144815953 144815953 Missense_Mutation SNP A G 19 432 c.1324A>G c.(1324-1326)AAT>GAT p.N442D

Pat_73 Pre-Treatment NBPF10 100132406 37 1 145360584 145360584 Missense_Mutation SNP G A 8 53 c.9434G>A c.(9433-9435)GGG>GAG p.G3145E

Pat_73 Pre-Treatment TCHH 7062 37 1 152082710 152082710 Missense_Mutation SNP C G 5 202 c.2983G>C c.(2983-2985)GAG>CAG p.E995Q

Pat_73 Pre-Treatment HRNR 388697 37 1 152188460 152188460 Missense_Mutation SNP G A 73 842 c.5645C>T c.(5644-5646)TCT>TTT p.S1882F

Pat_73 Pre-Treatment FLG 2312 37 1 152279804 152279804 Missense_Mutation SNP C T 304 411 c.7558G>A c.(7558-7560)GAT>AAT p.D2520N

Pat_73 Pre-Treatment CRNN 49860 37 1 152382749 152382749 Missense_Mutation SNP G A 9 520 c.809C>T c.(808-810)ACC>ATC p.T270I

Pat_73 Pre-Treatment ADAR 103 37 1 154574460 154574460 Missense_Mutation SNP C A 4 115 c.658G>T c.(658-660)GCC>TCC p.A220S

Pat_73 Pre-Treatment ADAR 103 37 1 154574475 154574475 Missense_Mutation SNP C T 5 133 c.643G>A c.(643-645)GGT>AGT p.G215S

Pat_73 Pre-Treatment GON4L 54856 37 1 155774924 155774924 Missense_Mutation SNP A C 54 63 c.1461T>G c.(1459-1461)GAT>GAG p.D487E

Pat_73 Pre-Treatment MAEL 84944 37 1 166959004 166959004 Missense_Mutation SNP G A 27 36 c.163G>A c.(163-165)GCA>ACA p.A55T

Pat_73 Pre-Treatment MAEL 84944 37 1 166990989 166990989 Missense_Mutation SNP C T 73 88 c.1202C>T c.(1201-1203)TCC>TTC p.S401F

Pat_73 Pre-Treatment SLC9A11 284525 37 1 173526564 173526564 Missense_Mutation SNP C G 103 172 c.1130G>C c.(1129-1131)TGG>TCG p.W377S

Pat_73 Pre-Treatment RNPEP 6051 37 1 201969084 201969084 Missense_Mutation SNP A G 39 47 c.1145A>G c.(1144-1146)CAC>CGC p.H382R

Pat_73 Pre-Treatment PLXNA2 5362 37 1 208201419 208201419 Missense_Mutation SNP C T 6 398 c.5524G>A c.(5524-5526)GTG>ATG p.V1842M

Pat_73 Pre-Treatment PLXNA2 5362 37 1 208216471 208216471 Missense_Mutation SNP G A 4 163 c.3952C>T c.(3952-3954)CGT>TGT p.R1318C

Pat_73 Pre-Treatment LAMB3 3914 37 1 209804019 209804019 Missense_Mutation SNP G A 36 28 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_73 Pre-Treatment SUSD4 55061 37 1 223465964 223465964 Missense_Mutation SNP G A 5 127 c.178C>T c.(178-180)CCC>TCC p.P60S

Pat_73 Pre-Treatment OR2M1P 388762 37 1 248285776 248285776 Missense_Mutation SNP A C 5 378 c.339A>C c.(337-339)TTA>TTC p.L113F

Pat_73 Pre-Treatment OR2T10 127069 37 1 248756578 248756578 Missense_Mutation SNP C T 85 8 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_73 Pre-Treatment DHTKD1 55526 37 10 12129565 12129565 Missense_Mutation SNP C T 4 87 c.554C>T c.(553-555)TCG>TTG p.S185L

Pat_73 Pre-Treatment LYZL1 84569 37 10 29578087 29578087 Nonsense_Mutation SNP G A 39 16 c.41G>A c.(40-42)TGG>TAG p.W14*

Pat_73 Pre-Treatment ZNF248 57209 37 10 38121877 38121877 Missense_Mutation SNP G A 17 4 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_73 Pre-Treatment SYT15 83849 37 10 46968629 46968629 Missense_Mutation SNP G A 10 5 c.307C>T c.(307-309)CCC>TCC p.P103S

Pat_73 Pre-Treatment ZWINT 11130 37 10 58118208 58118208 Missense_Mutation SNP G T 8 77 c.805C>A c.(805-807)CAA>AAA p.Q269K

Pat_73 Pre-Treatment CYP2C9 1559 37 10 96702071 96702071 Missense_Mutation SNP C T 88 21 c.454C>T c.(454-456)CTT>TTT p.L152F

Pat_73 Pre-Treatment CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 17 9 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_73 Pre-Treatment LBX1 10660 37 10 102987272 102987272 Missense_Mutation SNP C T 3 48 c.601G>A c.(601-603)GGG>AGG p.G201R

Pat_73 Pre-Treatment C10orf79 80217 37 10 105920914 105920914 Missense_Mutation SNP G A 25 13 c.3421C>T c.(3421-3423)CCT>TCT p.P1141S



Pat_73 Pre-Treatment HBE1 3046 37 11 5290788 5290788 Missense_Mutation SNP A T 65 109 c.211T>A c.(211-213)TCC>ACC p.S71T

Pat_73 Pre-Treatment CCKBR 887 37 11 6281307 6281307 Missense_Mutation SNP G A 22 31 c.149G>A c.(148-150)CGA>CAA p.R50Q

Pat_73 Pre-Treatment OR4C13 283092 37 11 49974138 49974138 Missense_Mutation SNP C T 249 340 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_73 Pre-Treatment TMEM109 79073 37 11 60689470 60689470 Missense_Mutation SNP C T 5 135 c.565C>T c.(565-567)CTC>TTC p.L189F

Pat_73 Pre-Treatment AHNAK 79026 37 11 62295522 62295522 Missense_Mutation SNP C T 10 728 c.6367G>A c.(6367-6369)GAC>AAC p.D2123N

Pat_73 Pre-Treatment AHNAK 79026 37 11 62295549 62295549 Missense_Mutation SNP C T 8 625 c.6340G>A c.(6340-6342)GCC>ACC p.A2114T

Pat_73 Pre-Treatment AHNAK 79026 37 11 62296070 62296070 Missense_Mutation SNP A G 11 668 c.5819T>C c.(5818-5820)GTG>GCG p.V1940A

Pat_73 Pre-Treatment AHNAK 79026 37 11 62296147 62296147 Missense_Mutation SNP G C 8 545 c.5742C>G c.(5740-5742)GAC>GAG p.D1914E

Pat_73 Pre-Treatment SF1 7536 37 11 64535657 64535657 Missense_Mutation SNP C T 4 101 c.989G>A c.(988-990)GGC>GAC p.G330D

Pat_73 Pre-Treatment RPS6KB2 6199 37 11 67197022 67197022 Missense_Mutation SNP G A 3 53 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_73 Pre-Treatment ATM 472 37 11 108218025 108218026 Missense_Mutation DNP TG CT 56 14 c.8604_8605TG>CT8602-8607)CTTGGT>CTCT p.G2869C

Pat_73 Pre-Treatment TMEM25 84866 37 11 118404984 118404984 Missense_Mutation SNP T C 37 45 c.941T>C c.(940-942)GTG>GCG p.V314A

Pat_73 Pre-Treatment SORL1 6653 37 11 121461820 121461820 Nonsense_Mutation SNP C T 4 181 c.4324C>T c.(4324-4326)CGA>TGA p.R1442*

Pat_73 Pre-Treatment ST3GAL4 6484 37 11 126279224 126279224 Missense_Mutation SNP G A 4 176 c.689G>A c.(688-690)CGG>CAG p.R230Q

Pat_73 Pre-Treatment ANO2 57101 37 12 5963247 5963247 Missense_Mutation SNP C T 173 236 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_73 Pre-Treatment CD163 9332 37 12 7640125 7640125 Missense_Mutation SNP C T 89 103 c.1880G>A c.(1879-1881)GGA>GAA p.G627E

Pat_73 Pre-Treatment CD163 9332 37 12 7640497 7640497 Missense_Mutation SNP C T 58 91 c.1607G>A c.(1606-1608)GGA>GAA p.G536E

Pat_73 Pre-Treatment PLCZ1 89869 37 12 18876451 18876451 Missense_Mutation SNP C T 43 67 c.161G>A c.(160-162)AGA>AAA p.R54K

Pat_73 Pre-Treatment ABCC9 10060 37 12 21954063 21954063 Missense_Mutation SNP C T 51 83 c.4565G>A c.(4564-4566)GGA>GAA p.G1522E

Pat_73 Pre-Treatment FAM113B 91523 37 12 47629931 47629931 Missense_Mutation SNP C T 108 136 c.1085C>T c.(1084-1086)TCA>TTA p.S362L

Pat_73 Pre-Treatment MLL2 8085 37 12 49433006 49433006 Missense_Mutation SNP G A 17 142 c.8365C>T c.(8365-8367)CGG>TGG p.R2789W

Pat_73 Pre-Treatment CPM 1368 37 12 69279577 69279577 Missense_Mutation SNP C T 4 242 c.253G>A c.(253-255)GAT>AAT p.D85N

Pat_73 Pre-Treatment STAB2 55576 37 12 104049246 104049246 Missense_Mutation SNP G A 41 64 c.1621G>A c.(1621-1623)GGA>AGA p.G541R

Pat_73 Pre-Treatment GLT8D2 83468 37 12 104388192 104388192 Missense_Mutation SNP C A 15 87 c.688G>T c.(688-690)GTG>TTG p.V230L

Pat_73 Pre-Treatment POLR3B 55703 37 12 106850963 106850963 Nonsense_Mutation SNP C T 4 177 c.2341C>T c.(2341-2343)CGA>TGA p.R781*

Pat_73 Pre-Treatment C12orf51 283450 37 12 112605243 112605243 Missense_Mutation SNP G A 31 29 c.11146C>T c.(11146-11148)CCG>TCG p.P3716S

Pat_73 Pre-Treatment GCN1L1 10985 37 12 120592781 120592781 Missense_Mutation SNP C T 4 164 c.3694G>A c.(3694-3696)GAA>AAA p.E1232K

Pat_73 Pre-Treatment ACADS 35 37 12 121176225 121176225 Missense_Mutation SNP A G 37 49 c.767A>G c.(766-768)GAG>GGG p.E256G

Pat_73 Pre-Treatment MLXIP 22877 37 12 122614641 122614641 Missense_Mutation SNP C T 19 18 c.892C>T c.(892-894)CCC>TCC p.P298S

Pat_73 Pre-Treatment SACS 26278 37 13 23907979 23907979 Missense_Mutation SNP G A 50 100 c.10036C>T c.(10036-10038)CCT>TCT p.P3346S

Pat_73 Pre-Treatment RNF6 6049 37 13 26788626 26788626 Missense_Mutation SNP G A 4 224 c.1393C>T c.(1393-1395)CGT>TGT p.R465C

Pat_73 Pre-Treatment DZIP1 22873 37 13 96239844 96239844 Missense_Mutation SNP C T 5 402 c.2167G>A c.(2167-2169)GGG>AGG p.G723R

Pat_73 Pre-Treatment RIPK3 11035 37 14 24809028 24809028 Missense_Mutation SNP G A 5 223 c.5C>T c.(4-6)TCG>TTG p.S2L

Pat_73 Pre-Treatment CDKL1 8814 37 14 50845005 50845005 Missense_Mutation SNP G A 23 34 c.1244C>T c.(1243-1245)CCT>CTT p.P415L

Pat_73 Pre-Treatment SNAPC1 6617 37 14 62248986 62248986 Missense_Mutation SNP C T 4 156 c.847C>T c.(847-849)CGT>TGT p.R283C

Pat_73 Pre-Treatment RDH11 51109 37 14 68159310 68159310 Missense_Mutation SNP C T 70 182 c.194G>A c.(193-195)GGA>GAA p.G65E

Pat_73 Pre-Treatment ADAM21P1 145241 37 14 70713206 70713206 Missense_Mutation SNP C T 60 117 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_73 Pre-Treatment TMEM63C 57156 37 14 77709269 77709269 Missense_Mutation SNP T A 54 57 c.1211T>A c.(1210-1212)TTC>TAC p.F404Y

Pat_73 Pre-Treatment ATXN3 4287 37 14 92548769 92548769 Missense_Mutation SNP T C 75 97 c.650A>G c.(649-651)GAT>GGT p.D217G

Pat_73 Pre-Treatment CPSF2 53981 37 14 92621668 92621668 Splice_Site SNP G A 26 30 c.1442_splice c.e11+1 p.K481_splice

Pat_73 Pre-Treatment BRF1 2972 37 14 105693018 105693018 Missense_Mutation SNP C T 4 162 c.868G>A c.(868-870)GAC>AAC p.D290N

Pat_73 Pre-Treatment RYR3 6263 37 15 33945019 33945019 Missense_Mutation SNP G A 4 137 c.4243G>A c.(4243-4245)GTG>ATG p.V1415M

Pat_73 Pre-Treatment FBN1 2200 37 15 48812948 48812948 Missense_Mutation SNP G A 55 53 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_73 Pre-Treatment TMOD3 29766 37 15 52161474 52161474 Missense_Mutation SNP C T 5 156 c.187C>T c.(187-189)CCA>TCA p.P63S

Pat_73 Pre-Treatment UNC13C 440279 37 15 54847703 54847703 Missense_Mutation SNP C T 4 45 c.5951C>T c.(5950-5952)ACC>ATC p.T1984I

Pat_73 Pre-Treatment FAM81A 145773 37 15 59809020 59809020 Missense_Mutation SNP G A 10 17 c.963G>A c.(961-963)ATG>ATA p.M321I

Pat_73 Pre-Treatment PPIB 5479 37 15 64449091 64449091 Missense_Mutation SNP C G 4 71 c.361G>C c.(361-363)GAG>CAG p.E121Q



Pat_73 Pre-Treatment ACAN 176 37 15 89400834 89400834 Missense_Mutation SNP C T 107 175 c.5018C>T c.(5017-5019)TCC>TTC p.S1673F

Pat_73 Pre-Treatment C15orf58 390637 37 15 90785020 90785020 Missense_Mutation SNP G A 81 113 c.880G>A c.(880-882)GGA>AGA p.G294R

Pat_73 Pre-Treatment SOLH 6650 37 16 601520 601520 Missense_Mutation SNP G A 4 213 c.2201G>A c.(2200-2202)CGG>CAG p.R734Q

Pat_73 Pre-Treatment CCNF 899 37 16 2498959 2498959 Missense_Mutation SNP G A 4 176 c.1198G>A c.(1198-1200)GCC>ACC p.A400T

Pat_73 Pre-Treatment PRSS33 260429 37 16 2836101 2836101 Missense_Mutation SNP C T 23 41 c.68G>A c.(67-69)AGG>AAG p.R23K

Pat_73 Pre-Treatment SYT17 51760 37 16 19236068 19236068 Missense_Mutation SNP T C 54 68 c.1136T>C c.(1135-1137)TTC>TCC p.F379S

Pat_73 Pre-Treatment UMOD 7369 37 16 20360534 20360534 Missense_Mutation SNP C T 17 39 c.89G>A c.(88-90)AGA>AAA p.R30K

Pat_73 Pre-Treatment ACSM1 116285 37 16 20681298 20681298 Missense_Mutation SNP G A 3 42 c.763C>T c.(763-765)CGG>TGG p.R255W

Pat_73 Pre-Treatment OTOA 146183 37 16 21739697 21739697 Missense_Mutation SNP G A 41 83 c.2152G>A c.(2152-2154)GAC>AAC p.D718N

Pat_73 Pre-Treatment GTF3C1 2975 37 16 27472727 27472727 Missense_Mutation SNP G A 4 126 c.6274C>T c.(6274-6276)CGG>TGG p.R2092W

Pat_73 Pre-Treatment RABEP2 79874 37 16 28935769 28935769 Missense_Mutation SNP G A 5 237 c.229C>T c.(229-231)CGG>TGG p.R77W

Pat_73 Pre-Treatment ARMC5 79798 37 16 31473871 31473871 Missense_Mutation SNP C T 3 56 c.1003C>T c.(1003-1005)CGG>TGG p.R335W

Pat_73 Pre-Treatment ZNF267 10308 37 16 31927690 31927690 Missense_Mutation SNP G A 6 200 c.2120G>A c.(2119-2121)CGG>CAG p.R707Q

Pat_73 Pre-Treatment VPS35 55737 37 16 46714582 46714582 Splice_Site SNP C A 13 4 c.506_splice c.e5+1 p.D169_splice

Pat_73 Pre-Treatment MMP2 4313 37 16 55516945 55516945 Missense_Mutation SNP C T 121 43 c.278C>T c.(277-279)ACC>ATC p.T93I

Pat_73 Pre-Treatment GOT2 2806 37 16 58752490 58752490 Missense_Mutation SNP G A 4 126 c.538C>T c.(538-540)CGG>TGG p.R180W

Pat_73 Pre-Treatment GLG1 2734 37 16 74502864 74502864 Missense_Mutation SNP G A 45 113 c.2416C>T c.(2416-2418)CGT>TGT p.R806C

Pat_73 Pre-Treatment CHST6 4166 37 16 75513534 75513534 Missense_Mutation SNP C T 4 79 c.193G>A c.(193-195)GAC>AAC p.D65N

Pat_73 Pre-Treatment ANKRD11 29123 37 16 89349010 89349010 Missense_Mutation SNP C T 27 29 c.3940G>A c.(3940-3942)GAG>AAG p.E1314K

Pat_73 Pre-Treatment OR3A2 4995 37 17 3181634 3181634 Missense_Mutation SNP G A 66 91 c.596C>T c.(595-597)TCC>TTC p.S199F

Pat_73 Pre-Treatment NLRP1 22861 37 17 5462968 5462968 Missense_Mutation SNP C T 95 143 c.1048G>A c.(1048-1050)GCC>ACC p.A350T

Pat_73 Pre-Treatment DNAH2 146754 37 17 7679354 7679354 Missense_Mutation SNP G A 6 325 c.4834G>A c.(4834-4836)GAT>AAT p.D1612N

Pat_73 Pre-Treatment C17orf68 80169 37 17 8135746 8135746 Missense_Mutation SNP C T 6 341 c.1993G>A c.(1993-1995)GTG>ATG p.V665M

Pat_73 Pre-Treatment MFSD6L 162387 37 17 8702230 8702230 Missense_Mutation SNP G A 29 39 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_73 Pre-Treatment MYH2 4620 37 17 10440996 10440996 Missense_Mutation SNP C T 180 277 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_73 Pre-Treatment DNAH9 1770 37 17 11666863 11666863 Missense_Mutation SNP G A 52 71 c.7102G>A c.(7102-7104)GAA>AAA p.E2368K

Pat_73 Pre-Treatment NCOR1 9611 37 17 16012114 16012114 Missense_Mutation SNP G A 50 66 c.2168C>T c.(2167-2169)CCA>CTA p.P723L

Pat_73 Pre-Treatment CCDC144B 284047 37 17 18528735 18528735 Missense_Mutation SNP C T 5 16 c.26G>A c.(25-27)CGG>CAG p.R9Q

Pat_73 Pre-Treatment NOS2 4843 37 17 26091035 26091035 Missense_Mutation SNP T C 3 51 c.2564A>G c.(2563-2565)GAG>GGG p.E855G

Pat_73 Pre-Treatment MYO18A 399687 37 17 27413553 27413553 Nonsense_Mutation SNP G A 3 26 c.5755C>T c.(5755-5757)CAG>TAG p.Q1919*

Pat_73 Pre-Treatment TAOK1 57551 37 17 27805316 27805316 Missense_Mutation SNP G T 4 199 c.400G>T c.(400-402)GGT>TGT p.G134C

Pat_73 Pre-Treatment CPD 1362 37 17 28789461 28789461 Missense_Mutation SNP C A 4 167 c.3890C>A c.(3889-3891)CCA>CAA p.P1297Q

Pat_73 Pre-Treatment GPR179 440435 37 17 36485284 36485284 Missense_Mutation SNP C T 4 159 c.4168G>A c.(4168-4170)GAG>AAG p.E1390K

Pat_73 Pre-Treatment CNTNAP1 8506 37 17 40837258 40837258 Missense_Mutation SNP G A 4 182 c.535G>A c.(535-537)GGC>AGC p.G179S

Pat_73 Pre-Treatment GPATCH8 23131 37 17 42541860 42541860 Missense_Mutation SNP C T 461 63 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_73 Pre-Treatment RGS9 8787 37 17 63185416 63185416 Missense_Mutation SNP G A 4 94 c.667G>A c.(667-669)GTT>ATT p.V223I

Pat_73 Pre-Treatment CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 41 10 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_73 Pre-Treatment MIER2 54531 37 19 313536 313536 Missense_Mutation SNP C T 5 227 c.763G>A c.(763-765)GGG>AGG p.G255R

Pat_73 Pre-Treatment TMPRSS9 360200 37 19 2425938 2425938 Missense_Mutation SNP G A 5 116 c.3032G>A c.(3031-3033)GGA>GAA p.G1011E

Pat_73 Pre-Treatment ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 7 117 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_73 Pre-Treatment ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 11 119 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_73 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 5 116 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_73 Pre-Treatment STAP2 55620 37 19 4329977 4329977 Missense_Mutation SNP G C 25 49 c.436C>G c.(436-438)CGT>GGT p.R146G

Pat_73 Pre-Treatment FEM1A 55527 37 19 4792725 4792725 Missense_Mutation SNP G A 4 128 c.859G>A c.(859-861)GAA>AAA p.E287K

Pat_73 Pre-Treatment PTPRS 5802 37 19 5212259 5212259 Missense_Mutation SNP G A 4 203 c.4772C>T c.(4771-4773)GCC>GTC p.A1591V

Pat_73 Pre-Treatment SLC25A41 284427 37 19 6427485 6427485 Missense_Mutation SNP G A 3 27 c.652C>T c.(652-654)CGG>TGG p.R218W

Pat_73 Pre-Treatment C3 718 37 19 6678278 6678278 Missense_Mutation SNP C T 40 43 c.4735G>A c.(4735-4737)GGA>AGA p.G1579R



Pat_73 Pre-Treatment EMR1 2015 37 19 6935050 6935050 Missense_Mutation SNP C T 62 107 c.2342C>T c.(2341-2343)TCC>TTC p.S781F

Pat_73 Pre-Treatment MUC16 94025 37 19 9069279 9069279 Missense_Mutation SNP G A 53 93 c.18167C>T c.(18166-18168)TCA>TTA p.S6056L

Pat_73 Pre-Treatment MUC16 94025 37 19 9069999 9069999 Missense_Mutation SNP C T 41 73 c.17447G>A c.(17446-17448)AGG>AAG p.R5816K

Pat_73 Pre-Treatment MUC16 94025 37 19 9083927 9083927 Missense_Mutation SNP G A 19 25 c.7888C>T c.(7888-7890)CCA>TCA p.P2630S

Pat_73 Pre-Treatment LDLR 3949 37 19 11215925 11215925 Missense_Mutation SNP C T 187 247 c.343C>T c.(343-345)CGC>TGC p.R115C

Pat_73 Pre-Treatment ZNF653 115950 37 19 11596534 11596534 Missense_Mutation SNP G A 61 143 c.1507C>T c.(1507-1509)CCT>TCT p.P503S

Pat_73 Pre-Treatment ZNF627 199692 37 19 11728410 11728410 Missense_Mutation SNP T A 5 283 c.1092T>A c.(1090-1092)GAT>GAA p.D364E

Pat_73 Pre-Treatment ZNF844 284391 37 19 12186819 12186819 Missense_Mutation SNP C T 13 26 c.884C>T c.(883-885)TCC>TTC p.S295F

Pat_73 Pre-Treatment ZNF844 284391 37 19 12187443 12187443 Missense_Mutation SNP C G 9 315 c.1508C>G c.(1507-1509)CCT>CGT p.P503R

Pat_73 Pre-Treatment ZNF443 10224 37 19 12541802 12541802 Missense_Mutation SNP C A 146 245 c.1184G>T c.(1183-1185)TGC>TTC p.C395F

Pat_73 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 8 420 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_73 Pre-Treatment MAST1 22983 37 19 12951329 12951330 Missense_Mutation DNP CC TT 36 67 c.153_154CC>TT 151-156)TCCCCG>TCTTC p.P52S

Pat_73 Pre-Treatment ZNF333 84449 37 19 14829711 14829711 Missense_Mutation SNP C A 4 187 c.1572C>A c.(1570-1572)CAC>CAA p.H524Q

Pat_73 Pre-Treatment SLC1A6 6511 37 19 15067330 15067331 Missense_Mutation DNP CC TT 10 22 c.1126_1127GG>AAc.(1126-1128)GGC>AAC p.G376N

Pat_73 Pre-Treatment PGLYRP2 114770 37 19 15587233 15587233 Missense_Mutation SNP G A 43 35 c.248C>T c.(247-249)CCC>CTC p.P83L

Pat_73 Pre-Treatment CYP4F2 8529 37 19 15996816 15996816 Missense_Mutation SNP C A 6 113 c.1033G>T c.(1033-1035)GCA>TCA p.A345S

Pat_73 Pre-Treatment CYP4F2 8529 37 19 15996840 15996840 Missense_Mutation SNP G A 50 60 c.1009C>T c.(1009-1011)CTC>TTC p.L337F

Pat_73 Pre-Treatment RAB8A 4218 37 19 16232580 16232580 Missense_Mutation SNP G A 8 171 c.206G>A c.(205-207)CGG>CAG p.R69Q

Pat_73 Pre-Treatment SIN3B 23309 37 19 16973254 16973254 Missense_Mutation SNP G A 4 168 c.1150G>A c.(1150-1152)GGG>AGG p.G384R

Pat_73 Pre-Treatment ZNF486 90649 37 19 20308465 20308465 Missense_Mutation SNP C T 36 54 c.946C>T c.(946-948)CAT>TAT p.H316Y

Pat_73 Pre-Treatment ZNF626 199777 37 19 20807353 20807353 Missense_Mutation SNP T C 5 307 c.1330A>G c.(1330-1332)AGG>GGG p.R444G

Pat_73 Pre-Treatment ZNF99 7652 37 19 22939459 22939459 Missense_Mutation SNP C T 71 82 c.2712G>A c.(2710-2712)ATG>ATA p.M904I

Pat_73 Pre-Treatment ZNF99 7652 37 19 22941749 22941749 Missense_Mutation SNP G A 102 186 c.689C>T c.(688-690)GCT>GTT p.A230V

Pat_73 Pre-Treatment LSM14A 26065 37 19 34685419 34685419 Missense_Mutation SNP G A 6 426 c.158G>A c.(157-159)CGT>CAT p.R53H

Pat_73 Pre-Treatment MAP4K1 11184 37 19 39100299 39100299 Missense_Mutation SNP G A 21 23 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_73 Pre-Treatment CYP2B6 1555 37 19 41512879 41512879 Missense_Mutation SNP G A 33 51 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_73 Pre-Treatment AXL 558 37 19 41748820 41748820 Missense_Mutation SNP C T 69 110 c.1345C>T c.(1345-1347)CCC>TCC p.P449S

Pat_73 Pre-Treatment ETHE1 23474 37 19 44011031 44011031 Missense_Mutation SNP G A 5 178 c.736C>T c.(736-738)CGC>TGC p.R246C

Pat_73 Pre-Treatment CEACAM20 125931 37 19 45033505 45033505 Missense_Mutation SNP G A 63 50 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_73 Pre-Treatment CD3EAP 10849 37 19 45911467 45911467 Nonsense_Mutation SNP C T 6 282 c.241C>T c.(241-243)CGA>TGA p.R81*

Pat_73 Pre-Treatment ERCC1 2067 37 19 45918162 45918162 Missense_Mutation SNP G A 5 92 c.659C>T c.(658-660)GCG>GTG p.A220V

Pat_73 Pre-Treatment ZNF836 162962 37 19 52659224 52659224 Missense_Mutation SNP A T 6 362 c.1712T>A c.(1711-1713)ATT>AAT p.I571N

Pat_73 Pre-Treatment ZNF836 162962 37 19 52659243 52659243 Missense_Mutation SNP A C 8 338 c.1693T>G c.(1693-1695)TAC>GAC p.Y565D

Pat_73 Pre-Treatment ZNF28 7576 37 19 53302985 53302985 Missense_Mutation SNP T A 7 556 c.2113A>T c.(2113-2115)AAC>TAC p.N705Y

Pat_73 Pre-Treatment ZNF816A 125893 37 19 53453890 53453890 Missense_Mutation SNP G C 9 616 c.1138C>G c.(1138-1140)CAG>GAG p.Q380E

Pat_73 Pre-Treatment ZNF761 388561 37 19 53958969 53958969 Missense_Mutation SNP T G 7 563 c.1208T>G c.(1207-1209)CTT>CGT p.L403R

Pat_73 Pre-Treatment ZNF761 388561 37 19 53958983 53958983 Missense_Mutation SNP A C 7 479 c.1222A>C c.(1222-1224)AAA>CAA p.K408Q

Pat_73 Pre-Treatment ZNF761 388561 37 19 53959214 53959214 Missense_Mutation SNP A T 116 153 c.1453A>T c.(1453-1455)AGG>TGG p.R485W

Pat_73 Pre-Treatment NCR1 9437 37 19 55420727 55420727 Missense_Mutation SNP G A 70 86 c.479G>A c.(478-480)AGA>AAA p.R160K

Pat_73 Pre-Treatment NLRP2 55655 37 19 55496441 55496441 Missense_Mutation SNP C T 86 117 c.2057C>T c.(2056-2058)CCT>CTT p.P686L

Pat_73 Pre-Treatment PTPRH 5794 37 19 55713474 55713474 Missense_Mutation SNP A T 76 135 c.1103T>A c.(1102-1104)GTG>GAG p.V368E

Pat_73 Pre-Treatment NLRP11 204801 37 19 56312966 56312966 Missense_Mutation SNP C T 120 150 c.2143G>A c.(2143-2145)GAG>AAG p.E715K

Pat_73 Pre-Treatment ALK 238 37 2 29551311 29551311 Missense_Mutation SNP G A 46 68 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_73 Pre-Treatment DHX57 90957 37 2 39029964 39029964 Missense_Mutation SNP G A 6 516 c.3910C>T c.(3910-3912)CCG>TCG p.P1304S

Pat_73 Pre-Treatment OXER1 165140 37 2 42990881 42990881 Missense_Mutation SNP G A 3 59 c.439C>T c.(439-441)CTC>TTC p.L147F

Pat_73 Pre-Treatment NRXN1 9378 37 2 50692660 50692660 Missense_Mutation SNP T C 32 43 c.3404A>G c.(3403-3405)CAA>CGA p.Q1135R

Pat_73 Pre-Treatment AFTPH 54812 37 2 64778646 64778646 Missense_Mutation SNP C T 4 240 c.38C>T c.(37-39)CCA>CTA p.P13L



Pat_73 Pre-Treatment TET3 200424 37 2 74275280 74275280 Nonsense_Mutation SNP G T 3 39 c.1831G>T c.(1831-1833)GAG>TAG p.E611*

Pat_73 Pre-Treatment LOXL3 84695 37 2 74762824 74762824 Missense_Mutation SNP C T 40 56 c.1307G>A c.(1306-1308)GGA>GAA p.G436E

Pat_73 Pre-Treatment REG3G 130120 37 2 79255008 79255008 Missense_Mutation SNP C T 99 126 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_73 Pre-Treatment SH2D6 284948 37 2 85662149 85662149 Missense_Mutation SNP A C 4 13 c.71A>C c.(70-72)CAC>CCC p.H24P

Pat_73 Pre-Treatment TEKT4 150483 37 2 95542459 95542459 Missense_Mutation SNP G A 4 122 c.1253G>A c.(1252-1254)TGC>TAC p.C418Y

Pat_73 Pre-Treatment ANKRD23 200539 37 2 97505471 97505471 Missense_Mutation SNP C T 3 53 c.815G>A c.(814-816)CGG>CAG p.R272Q

Pat_73 Pre-Treatment C2orf55 343990 37 2 99411032 99411032 Missense_Mutation SNP G A 106 117 c.2852C>T c.(2851-2853)TCT>TTT p.S951F

Pat_73 Pre-Treatment IL18RAP 8807 37 2 103040858 103040858 Missense_Mutation SNP C T 4 171 c.563C>T c.(562-564)GCG>GTG p.A188V

Pat_73 Pre-Treatment RGPD4 285190 37 2 108476236 108476236 Missense_Mutation SNP G A 89 104 c.1693G>A c.(1693-1695)GCC>ACC p.A565T

Pat_73 Pre-Treatment MGAT5 4249 37 2 135027998 135027998 Nonsense_Mutation SNP C T 4 155 c.283C>T c.(283-285)CAG>TAG p.Q95*

Pat_73 Pre-Treatment LY75 4065 37 2 160741758 160741758 Missense_Mutation SNP C T 85 149 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_73 Pre-Treatment DLX1 1745 37 2 172952920 172952920 Missense_Mutation SNP C T 131 224 c.703C>T c.(703-705)CCC>TCC p.P235S

Pat_73 Pre-Treatment TTN 7273 37 2 179430392 179430392 Missense_Mutation SNP C T 103 153 c.72763G>A c.(72763-72765)GGA>AGA p.G24255R

Pat_73 Pre-Treatment TTN 7273 37 2 179445147 179445147 Missense_Mutation SNP C A 4 171 c.59255G>T c.(59254-59256)CGC>CTC p.R19752L

Pat_73 Pre-Treatment TTN 7273 37 2 179480140 179480140 Missense_Mutation SNP G A 163 187 c.40828C>T c.(40828-40830)CCA>TCA p.P13610S

Pat_73 Pre-Treatment TTN 7273 37 2 179614327 179614327 Missense_Mutation SNP C T 40 38 c.12800G>A c.(12799-12801)GGA>GAA p.G4267E

Pat_73 Pre-Treatment BMPR2 659 37 2 203407087 203407087 Missense_Mutation SNP C T 48 65 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_73 Pre-Treatment EEF1B2 1933 37 2 207025358 207025358 Missense_Mutation SNP A G 12 310 c.127A>G c.(127-129)AGC>GGC p.S43G

Pat_73 Pre-Treatment GIGYF2 26058 37 2 233620981 233620981 Missense_Mutation SNP G A 3 59 c.316G>A c.(316-318)GGA>AGA p.G106R

Pat_73 Pre-Treatment ADAM33 80332 37 20 3654919 3654919 Missense_Mutation SNP C T 4 157 c.613G>A c.(613-615)GCG>ACG p.A205T

Pat_73 Pre-Treatment C20orf27 54976 37 20 3736134 3736134 Missense_Mutation SNP C T 4 107 c.283G>A c.(283-285)GTG>ATG p.V95M

Pat_73 Pre-Treatment GPCPD1 56261 37 20 5560721 5560721 Missense_Mutation SNP G A 4 77 c.406C>T c.(406-408)CGT>TGT p.R136C

Pat_73 Pre-Treatment PLCB4 5332 37 20 9402034 9402034 Missense_Mutation SNP G A 85 79 c.2209G>A c.(2209-2211)GAA>AAA p.E737K

Pat_73 Pre-Treatment MKKS 8195 37 20 10393901 10393901 Missense_Mutation SNP A G 65 86 c.262T>C c.(262-264)TTC>CTC p.F88L

Pat_73 Pre-Treatment BTBD3 22903 37 20 11904102 11904102 Missense_Mutation SNP G A 4 215 c.1357G>A c.(1357-1359)GTA>ATA p.V453I

Pat_73 Pre-Treatment ESF1 51575 37 20 13714427 13714427 Missense_Mutation SNP G A 73 96 c.1891C>T c.(1891-1893)CCT>TCT p.P631S

Pat_73 Pre-Treatment FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 6 141 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_73 Pre-Treatment GDF5 8200 37 20 34021784 34021784 Missense_Mutation SNP G C 56 66 c.1429C>G c.(1429-1431)CTC>GTC p.L477V

Pat_73 Pre-Treatment PHF20 51230 37 20 34526957 34526957 Missense_Mutation SNP C T 62 96 c.2639C>T c.(2638-2640)TCC>TTC p.S880F

Pat_73 Pre-Treatment TGM2 7052 37 20 36779358 36779358 Missense_Mutation SNP G A 127 194 c.535C>T c.(535-537)CCT>TCT p.P179S

Pat_73 Pre-Treatment SLC2A10 81031 37 20 45354042 45354042 Missense_Mutation SNP G A 4 207 c.367G>A c.(367-369)GTG>ATG p.V123M

Pat_73 Pre-Treatment ZMYND8 23613 37 20 45867870 45867870 Missense_Mutation SNP G A 4 216 c.2237C>T c.(2236-2238)ACT>ATT p.T746I

Pat_73 Pre-Treatment NCOA3 8202 37 20 46276009 46276009 Missense_Mutation SNP C T 78 81 c.3445C>T c.(3445-3447)CCT>TCT p.P1149S

Pat_73 Pre-Treatment ARFGAP1 55738 37 20 61919190 61919190 Missense_Mutation SNP C T 3 23 c.1186C>T c.(1186-1188)CCC>TCC p.P396S

Pat_73 Pre-Treatment BTG3 10950 37 21 18966581 18966581 Nonsense_Mutation SNP G A 45 50 c.589C>T c.(589-591)CGA>TGA p.R197*

Pat_73 Pre-Treatment CLIC6 54102 37 21 36079677 36079677 Missense_Mutation SNP G A 31 35 c.1528G>A c.(1528-1530)GAC>AAC p.D510N

Pat_73 Pre-Treatment MX2 4600 37 21 42749759 42749759 Missense_Mutation SNP G A 4 205 c.293G>A c.(292-294)CGC>CAC p.R98H

Pat_73 Pre-Treatment PDE9A 5152 37 21 44192595 44192595 Missense_Mutation SNP C T 19 24 c.1733C>T c.(1732-1734)TCC>TTC p.S578F

Pat_73 Pre-Treatment CCT8L2 150160 37 22 17073380 17073380 Missense_Mutation SNP C T 35 50 c.61G>A c.(61-63)GAG>AAG p.E21K

Pat_73 Pre-Treatment CECR2 27443 37 22 18028128 18028128 Missense_Mutation SNP G A 4 70 c.3085G>A c.(3085-3087)GCT>ACT p.A1029T

Pat_73 Pre-Treatment SLC7A4 6545 37 22 21384097 21384097 Missense_Mutation SNP C T 4 93 c.1526G>A c.(1525-1527)GGT>GAT p.G509D

Pat_73 Pre-Treatment MYO18B 84700 37 22 26423319 26423319 Missense_Mutation SNP C T 90 119 c.7379C>T c.(7378-7380)TCA>TTA p.S2460L

Pat_73 Pre-Treatment PATZ1 23598 37 22 31740540 31740540 Missense_Mutation SNP C T 4 107 c.1049G>A c.(1048-1050)CGG>CAG p.R350Q

Pat_73 Pre-Treatment TMPRSS6 164656 37 22 37462141 37462141 Nonsense_Mutation SNP C T 57 71 c.2415G>A c.(2413-2415)TGG>TGA p.W805*

Pat_73 Pre-Treatment CACNA1I 8911 37 22 40045817 40045817 Missense_Mutation SNP C T 5 62 c.1879C>T c.(1879-1881)CGG>TGG p.R627W

Pat_73 Pre-Treatment TNRC6B 23112 37 22 40662077 40662078 Missense_Mutation DNP CC TT 99 125 c.1843_1844CC>TTc.(1843-1845)CCC>TTC p.P615F

Pat_73 Pre-Treatment WBP2NL 164684 37 22 42423028 42423028 Missense_Mutation SNP G A 276 338 c.773G>A c.(772-774)GGA>GAA p.G258E



Pat_73 Pre-Treatment TBC1D22A 25771 37 22 47433074 47433074 Missense_Mutation SNP C T 5 245 c.1309C>T c.(1309-1311)CGC>TGC p.R437C

Pat_73 Pre-Treatment STAC 6769 37 3 36527634 36527634 Missense_Mutation SNP A G 36 368 c.580A>G c.(580-582)AAT>GAT p.N194D

Pat_73 Pre-Treatment STAC 6769 37 3 36587734 36587734 Missense_Mutation SNP G A 43 73 c.1162G>A c.(1162-1164)GGA>AGA p.G388R

Pat_73 Pre-Treatment SLC22A14 9389 37 3 38358003 38358004 Missense_Mutation DNP CC TT 16 41 c.1721_1722CC>TT c.(1720-1722)TCC>TTT p.S574F

Pat_73 Pre-Treatment TTC21A 199223 37 3 39156117 39156118 Missense_Mutation DNP GG AA 138 193 c.600_601GG>AA598-603)CTGGAG>CTAAA p.E201K

Pat_73 Pre-Treatment CYP8B1 1582 37 3 42916798 42916798 Missense_Mutation SNP G A 55 78 c.511C>T c.(511-513)CGC>TGC p.R171C

Pat_73 Pre-Treatment P4HTM 54681 37 3 49027982 49027982 Missense_Mutation SNP G A 4 36 c.293G>A c.(292-294)CGT>CAT p.R98H

Pat_73 Pre-Treatment RNF123 63891 37 3 49734631 49734631 Missense_Mutation SNP G T 4 67 c.223G>T c.(223-225)GAC>TAC p.D75Y

Pat_73 Pre-Treatment MAGI1 9223 37 3 65364955 65364956 Missense_Mutation DNP GG AA 19 21 c.2975_2976CC>TTc.(2974-2976)CCC>CTT p.P992L

Pat_73 Pre-Treatment FAM55C 91775 37 3 101520410 101520410 Missense_Mutation SNP A T 46 57 c.425A>T c.(424-426)GAC>GTC p.D142V

Pat_73 Pre-Treatment POLQ 10721 37 3 121238889 121238889 Missense_Mutation SNP G A 61 109 c.1297C>T c.(1297-1299)CGT>TGT p.R433C

Pat_73 Pre-Treatment KALRN 8997 37 3 124281865 124281865 Missense_Mutation SNP C T 79 96 c.5105C>T c.(5104-5106)CCC>CTC p.P1702L

Pat_73 Pre-Treatment SLCO2A1 6578 37 3 133673911 133673911 Missense_Mutation SNP A G 51 67 c.524T>C c.(523-525)GTT>GCT p.V175A

Pat_73 Pre-Treatment B3GALNT1 8706 37 3 160803948 160803948 Missense_Mutation SNP G A 20 33 c.595C>T c.(595-597)CAC>TAC p.H199Y

Pat_73 Pre-Treatment WDR49 151790 37 3 167246950 167246950 Missense_Mutation SNP C T 20 54 c.1240G>A c.(1240-1242)GAA>AAA p.E414K

Pat_73 Pre-Treatment NCEH1 57552 37 3 172351720 172351720 Missense_Mutation SNP C T 6 226 c.892G>A c.(892-894)GGC>AGC p.G298S

Pat_73 Pre-Treatment THPO 7066 37 3 184090780 184090780 Missense_Mutation SNP G A 4 150 c.583C>T c.(583-585)CTC>TTC p.L195F

Pat_73 Pre-Treatment ATP13A4 84239 37 3 193132506 193132506 Missense_Mutation SNP G A 107 64 c.2876C>T c.(2875-2877)CCT>CTT p.P959L

Pat_73 Pre-Treatment MUC4 4585 37 3 195511822 195511822 Missense_Mutation SNP G T 6 25 c.6629C>A c.(6628-6630)CCT>CAT p.P2210H

Pat_73 Pre-Treatment MUC4 4585 37 3 195511937 195511937 Missense_Mutation SNP C T 5 19 c.6514G>A c.(6514-6516)GGT>AGT p.G2172S

Pat_73 Pre-Treatment MUC4 4585 37 3 195513468 195513468 Missense_Mutation SNP G C 3 43 c.4983C>G c.(4981-4983)CAC>CAG p.H1661Q

Pat_73 Pre-Treatment PPARGC1A 10891 37 4 23815677 23815677 Missense_Mutation SNP C T 4 200 c.1429G>A c.(1429-1431)GAA>AAA p.E477K

Pat_73 Pre-Treatment STAP1 26228 37 4 68424640 68424640 Missense_Mutation SNP G A 86 15 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_73 Pre-Treatment ANKRD17 26057 37 4 73943169 73943169 Missense_Mutation SNP T C 169 50 c.7490A>G c.(7489-7491)CAT>CGT p.H2497R

Pat_73 Pre-Treatment AIMP1 9255 37 4 107258186 107258187 Missense_Mutation DNP CT TG 45 81 c.764_765CT>TG c.(763-765)GCT>GTG p.A255V

Pat_73 Pre-Treatment ENPEP 2028 37 4 111412207 111412207 Missense_Mutation SNP G A 61 79 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_73 Pre-Treatment KIAA1109 84162 37 4 123161332 123161332 Missense_Mutation SNP G A 4 184 c.4495G>A c.(4495-4497)GTG>ATG p.V1499M

Pat_73 Pre-Treatment ZNF827 152485 37 4 146823374 146823374 Missense_Mutation SNP A G 3 65 c.1037T>C c.(1036-1038)CTG>CCG p.L346P

Pat_73 Pre-Treatment TLL1 7092 37 4 166910623 166910623 Missense_Mutation SNP G A 80 100 c.260G>A c.(259-261)GGA>GAA p.G87E

Pat_73 Pre-Treatment F11 2160 37 4 187201532 187201532 Missense_Mutation SNP G A 4 205 c.1021G>A c.(1021-1023)GAA>AAA p.E341K

Pat_73 Pre-Treatment ADAMTS16 170690 37 5 5242274 5242274 Missense_Mutation SNP C T 4 103 c.2632C>T c.(2632-2634)CGC>TGC p.R878C

Pat_73 Pre-Treatment SPEF2 79925 37 5 35800155 35800155 Missense_Mutation SNP C G 176 293 c.4916C>G c.(4915-4917)CCA>CGA p.P1639R

Pat_73 Pre-Treatment HEATR7B2 133558 37 5 41064585 41064585 Missense_Mutation SNP G A 16 24 c.449C>T c.(448-450)ACT>ATT p.T150I

Pat_73 Pre-Treatment SNX18 112574 37 5 53815644 53815644 Missense_Mutation SNP C T 28 66 c.1862C>T c.(1861-1863)CCT>CTT p.P621L

Pat_73 Pre-Treatment GPBP1 65056 37 5 56531860 56531860 Splice_Site SNP G A 4 86 c.478_splice c.e6+1 p.E160_splice

Pat_73 Pre-Treatment FBXL21 26223 37 5 135276266 135276266 Missense_Mutation SNP C T 23 48 c.578C>T c.(577-579)CCT>CTT p.P193L

Pat_73 Pre-Treatment PCDHA1 56147 37 5 140167553 140167553 Missense_Mutation SNP G A 77 119 c.1678G>A c.(1678-1680)GAC>AAC p.D560N

Pat_73 Pre-Treatment PCDHB9 56127 37 5 140568836 140568836 Missense_Mutation SNP G A 5 100 c.1945G>A c.(1945-1947)GAG>AAG p.E649K

Pat_73 Pre-Treatment PCDHB12 56124 37 5 140588687 140588687 Missense_Mutation SNP G A 62 72 c.208G>A c.(208-210)GAT>AAT p.D70N

Pat_73 Pre-Treatment PCDHGB4 8641 37 5 140769667 140769667 Missense_Mutation SNP C T 203 288 c.2216C>T c.(2215-2217)CCC>CTC p.P739L

Pat_73 Pre-Treatment GRM6 2916 37 5 178416382 178416382 Missense_Mutation SNP C T 125 186 c.1037G>A c.(1036-1038)CGA>CAA p.R346Q

Pat_73 Pre-Treatment SYCP2L 221711 37 6 10907857 10907857 Nonsense_Mutation SNP G A 237 158 c.759G>A c.(757-759)TGG>TGA p.W253*

Pat_73 Pre-Treatment EDN1 1906 37 6 12294510 12294510 Missense_Mutation SNP G A 134 92 c.406G>A c.(406-408)GAG>AAG p.E136K

Pat_73 Pre-Treatment MOG 4340 37 6 29635693 29635693 Missense_Mutation SNP G A 5 391 c.584G>A c.(583-585)CGG>CAG p.R195Q

Pat_73 Pre-Treatment VARS2 57176 37 6 30889704 30889704 Missense_Mutation SNP C T 108 303 c.1738C>T c.(1738-1740)CCT>TCT p.P580S

Pat_73 Pre-Treatment CLIC1 1192 37 6 31698735 31698735 Missense_Mutation SNP G A 4 145 c.610C>T c.(610-612)CGG>TGG p.R204W

Pat_73 Pre-Treatment ITPR3 3710 37 6 33650397 33650397 Missense_Mutation SNP T C 4 217 c.4573T>C c.(4573-4575)TGC>CGC p.C1525R



Pat_73 Pre-Treatment C6orf106 64771 37 6 34574375 34574375 Missense_Mutation SNP G A 114 298 c.818C>T c.(817-819)CCC>CTC p.P273L

Pat_73 Pre-Treatment UHRF1BP1 54887 37 6 34826790 34826790 Missense_Mutation SNP C T 84 212 c.2657C>T c.(2656-2658)CCT>CTT p.P886L

Pat_73 Pre-Treatment KCNK5 8645 37 6 39159028 39159028 Missense_Mutation SNP C T 104 65 c.1138G>A c.(1138-1140)GCC>ACC p.A380T

Pat_73 Pre-Treatment PGC 5225 37 6 41710082 41710082 Missense_Mutation SNP C T 257 174 c.593G>A c.(592-594)GGC>GAC p.G198D

Pat_73 Pre-Treatment KLC4 89953 37 6 43029158 43029158 Missense_Mutation SNP G A 100 51 c.85G>A c.(85-87)GTC>ATC p.V29I

Pat_73 Pre-Treatment ZNF318 24149 37 6 43323487 43323487 Missense_Mutation SNP G A 269 613 c.1585C>T c.(1585-1587)CCC>TCC p.P529S

Pat_73 Pre-Treatment MDN1 23195 37 6 90499512 90499512 Missense_Mutation SNP G A 5 164 c.1217C>T c.(1216-1218)GCC>GTC p.A406V

Pat_73 Pre-Treatment OLIG3 167826 37 6 137815225 137815225 Missense_Mutation SNP C T 6 145 c.83G>A c.(82-84)CGC>CAC p.R28H

Pat_73 Pre-Treatment GNA12 2768 37 7 2834734 2834734 Missense_Mutation SNP G A 160 185 c.353C>T c.(352-354)CCT>CTT p.P118L

Pat_73 Pre-Treatment TMEM195 392636 37 7 15584403 15584403 Missense_Mutation SNP C T 117 227 c.403G>A c.(403-405)GCT>ACT p.A135T

Pat_73 Pre-Treatment NPVF 64111 37 7 25266503 25266503 Missense_Mutation SNP C T 110 163 c.281G>A c.(280-282)AGG>AAG p.R94K

Pat_73 Pre-Treatment INHBA 3624 37 7 41729438 41729438 Missense_Mutation SNP G A 83 126 c.1091C>T c.(1090-1092)TCC>TTC p.S364F

Pat_73 Pre-Treatment VWC2 375567 37 7 49842374 49842374 Missense_Mutation SNP C T 94 107 c.764C>T c.(763-765)CCC>CTC p.P255L

Pat_73 Pre-Treatment ZNF713 349075 37 7 55990882 55990882 Missense_Mutation SNP G A 4 187 c.76G>A c.(76-78)GTG>ATG p.V26M

Pat_73 Pre-Treatment ZNF680 340252 37 7 63982110 63982110 Missense_Mutation SNP T A 6 193 c.1022A>T c.(1021-1023)AAG>ATG p.K341M

Pat_73 Pre-Treatment ZNF680 340252 37 7 63982117 63982117 Missense_Mutation SNP T C 4 188 c.1015A>G c.(1015-1017)AAA>GAA p.K339E

Pat_73 Pre-Treatment ZNF498 221785 37 7 99217435 99217435 Missense_Mutation SNP G A 4 184 c.206G>A c.(205-207)CGG>CAG p.R69Q

Pat_73 Pre-Treatment MUC17 140453 37 7 100676537 100676537 Missense_Mutation SNP G C 11 811 c.1840G>C c.(1840-1842)GCT>CCT p.A614P

Pat_73 Pre-Treatment MUC17 140453 37 7 100682124 100682124 Missense_Mutation SNP T A 11 826 c.7427T>A c.(7426-7428)CTT>CAT p.L2476H

Pat_73 Pre-Treatment MUC17 140453 37 7 100684076 100684076 Missense_Mutation SNP A G 8 880 c.9379A>G c.(9379-9381)ACA>GCA p.T3127A

Pat_73 Pre-Treatment MUC17 140453 37 7 100684302 100684302 Missense_Mutation SNP C A 11 817 c.9605C>A c.(9604-9606)ACT>AAT p.T3202N

Pat_73 Pre-Treatment MET 4233 37 7 116380979 116380979 Missense_Mutation SNP C T 288 26 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_73 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 102 12 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_73 Pre-Treatment MLL3 58508 37 7 151845580 151845580 Nonsense_Mutation SNP G A 30 189 c.13432C>T c.(13432-13434)CGA>TGA p.R4478*

Pat_73 Pre-Treatment CSMD1 64478 37 8 2976008 2976008 Missense_Mutation SNP G A 80 111 c.6346C>T c.(6346-6348)CCT>TCT p.P2116S

Pat_73 Pre-Treatment SGK223 157285 37 8 8175867 8175867 Missense_Mutation SNP C T 143 169 c.4018G>A c.(4018-4020)GAG>AAG p.E1340K

Pat_73 Pre-Treatment XKR6 286046 37 8 10755518 10755518 Nonsense_Mutation SNP G A 88 124 c.1870C>T c.(1870-1872)CGA>TGA p.R624*

Pat_73 Pre-Treatment AMAC1L2 83650 37 8 11188842 11188842 Missense_Mutation SNP G A 6 340 c.227G>A c.(226-228)CGA>CAA p.R76Q

Pat_73 Pre-Treatment SLC7A2 6542 37 8 17417899 17417899 Missense_Mutation SNP C T 62 64 c.1361C>T c.(1360-1362)TCG>TTG p.S454L

Pat_73 Pre-Treatment REEP4 80346 37 8 21997703 21997703 Missense_Mutation SNP G C 55 80 c.164C>G c.(163-165)ACA>AGA p.T55R

Pat_73 Pre-Treatment ADAMDEC1 27299 37 8 24253266 24253266 Missense_Mutation SNP G A 21 43 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_73 Pre-Treatment DOCK5 80005 37 8 25149601 25149601 Missense_Mutation SNP G A 3 29 c.383G>A c.(382-384)CGG>CAG p.R128Q

Pat_73 Pre-Treatment NRG1 3084 37 8 32453417 32453417 Missense_Mutation SNP G A 109 147 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_73 Pre-Treatment ADAM2 2515 37 8 39645680 39645680 Missense_Mutation SNP C T 38 57 c.733G>A c.(733-735)GAG>AAG p.E245K

Pat_73 Pre-Treatment RB1CC1 9821 37 8 53589075 53589075 Missense_Mutation SNP A T 4 136 c.426T>A c.(424-426)GAT>GAA p.D142E

Pat_73 Pre-Treatment PREX2 80243 37 8 68981348 68981348 Missense_Mutation SNP G A 45 44 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_73 Pre-Treatment HNF4G 3174 37 8 76471119 76471119 Missense_Mutation SNP C T 79 224 c.829C>T c.(829-831)CGG>TGG p.R277W

Pat_73 Pre-Treatment RIMS2 9699 37 8 105263362 105263362 Missense_Mutation SNP G A 14 9 c.3856G>A c.(3856-3858)GAA>AAA p.E1286K

Pat_73 Pre-Treatment ARC 23237 37 8 143695299 143695299 Missense_Mutation SNP C T 16 12 c.334G>A c.(334-336)GAG>AAG p.E112K

Pat_73 Pre-Treatment ZC3H3 23144 37 8 144621256 144621256 Missense_Mutation SNP G A 4 205 c.281C>T c.(280-282)CCG>CTG p.P94L

Pat_73 Pre-Treatment FAM75A6 389730 37 9 43627629 43627629 Missense_Mutation SNP T C 7 213 c.1058A>G c.(1057-1059)CAA>CGA p.Q353R

Pat_73 Pre-Treatment FAM75A6 389730 37 9 43627633 43627633 Missense_Mutation SNP T C 7 212 c.1054A>G c.(1054-1056)AAT>GAT p.N352D

Pat_73 Pre-Treatment WNK2 65268 37 9 95997149 95997149 Missense_Mutation SNP G A 3 49 c.1135G>A c.(1135-1137)GTC>ATC p.V379I

Pat_73 Pre-Treatment KIAA1529 57653 37 9 100093033 100093033 Missense_Mutation SNP G C 3 59 c.2807G>C c.(2806-2808)AGT>ACT p.S936T

Pat_73 Pre-Treatment OR13C8 138802 37 9 107332146 107332146 Missense_Mutation SNP G A 47 50 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_73 Pre-Treatment OR13C9 286362 37 9 107380371 107380371 Missense_Mutation SNP G A 94 75 c.115C>T c.(115-117)CTT>TTT p.L39F

Pat_73 Pre-Treatment TNC 3371 37 9 117852964 117852964 Missense_Mutation SNP C T 239 585 c.334G>A c.(334-336)GGC>AGC p.G112S



Pat_73 Pre-Treatment GSN 2934 37 9 124094754 124094754 Missense_Mutation SNP G A 5 377 c.2222G>A c.(2221-2223)CGG>CAG p.R741Q

Pat_73 Pre-Treatment SLC27A4 10999 37 9 131117820 131117820 Missense_Mutation SNP G A 6 147 c.1606G>A c.(1606-1608)GTG>ATG p.V536M

Pat_73 Pre-Treatment FAM78A 286336 37 9 134151461 134151461 Missense_Mutation SNP C G 46 7 c.106G>C c.(106-108)GAA>CAA p.E36Q

Pat_73 Pre-Treatment REXO4 57109 37 9 136279788 136279788 Missense_Mutation SNP G C 4 196 c.569C>G c.(568-570)ACC>AGC p.T190S

Pat_73 Pre-Treatment PDHA1 5160 37 X 19371203 19371203 Missense_Mutation SNP G A 4 226 c.422G>A c.(421-423)CGA>CAA p.R141Q

Pat_73 Pre-Treatment YY2 404281 37 X 21861388 21861388 Missense_Mutation SNP G A 4 159 c.176G>A c.(175-177)CGT>CAT p.R59H

Pat_73 Pre-Treatment ZC4H2 55906 37 X 64137703 64137703 Missense_Mutation SNP G A 16 2 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_73 Pre-Treatment ARR3 407 37 X 69495968 69495968 Missense_Mutation SNP G A 4 90 c.182G>A c.(181-183)CGT>CAT p.R61H

Pat_73 Pre-Treatment ZCCHC5 203430 37 X 77913110 77913110 Missense_Mutation SNP G A 13 0 c.808C>T c.(808-810)CCC>TCC p.P270S

Pat_73 Pre-Treatment GPRASP1 9737 37 X 101909266 101909266 Missense_Mutation SNP T G 94 14 c.425T>G c.(424-426)GTT>GGT p.V142G

Pat_73 Pre-Treatment MAGEA10 4109 37 X 151303681 151303681 Missense_Mutation SNP C T 103 12 c.412G>A c.(412-414)GTG>ATG p.V138M

Pat_73 Pre-Treatment TMEM187 8269 37 X 153247847 153247847 Missense_Mutation SNP G A 2 1 c.334G>A c.(334-336)GCG>ACG p.A112T

Pat_73 Post-Resistance PGD 5226 37 1 10477446 10477446 Missense_Mutation SNP C T 131 167 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_73 Post-Resistance CASZ1 54897 37 1 10713493 10713493 Missense_Mutation SNP G A 16 21 c.2621C>T c.(2620-2622)TCG>TTG p.S874L

Pat_73 Post-Resistance NBPF1 55672 37 1 16918653 16918653 Splice_Site SNP C T 4 74 c.-35_splice c.e6+1

Pat_73 Post-Resistance MRTO4 51154 37 1 19582478 19582478 Missense_Mutation SNP A G 23 41 c.124A>G c.(124-126)ATC>GTC p.I42V

Pat_73 Post-Resistance RPS6KA1 6195 37 1 26883501 26883501 Missense_Mutation SNP C T 42 64 c.994C>T c.(994-996)CGT>TGT p.R332C

Pat_73 Post-Resistance KIAA0467 23334 37 1 43911909 43911910 Missense_Mutation DNP CC TT 112 149 c.6279_6280CC>TT6277-6282)ATCCTC>ATTT p.L2094F

Pat_73 Post-Resistance CYP4X1 260293 37 1 47505108 47505108 Missense_Mutation SNP C T 37 63 c.977C>T c.(976-978)TCC>TTC p.S326F

Pat_73 Post-Resistance CC2D1B 200014 37 1 52823465 52823465 Missense_Mutation SNP G A 11 16 c.1585C>T c.(1585-1587)CCG>TCG p.P529S

Pat_73 Post-Resistance C1orf177 163747 37 1 55282732 55282732 Missense_Mutation SNP G A 34 14 c.1121G>A c.(1120-1122)CGA>CAA p.R374Q

Pat_73 Post-Resistance RAVER2 55225 37 1 65243395 65243395 Nonsense_Mutation SNP C T 12 79 c.406C>T c.(406-408)CAG>TAG p.Q136*

Pat_73 Post-Resistance C1orf173 127254 37 1 75038267 75038267 Missense_Mutation SNP C T 42 35 c.3127G>A c.(3127-3129)GAA>AAA p.E1043K

Pat_73 Post-Resistance CD53 963 37 1 111440482 111440482 Missense_Mutation SNP G A 27 99 c.556G>A c.(556-558)GGA>AGA p.G186R

Pat_73 Post-Resistance NRAS 4893 37 1 115256529 115256530 Missense_Mutation DNP TG CT 54 146 c.181_182CA>AG c.(181-183)CAA>AGA p.Q61R

Pat_73 Post-Resistance NBPF9 400818 37 1 144615237 144615237 Missense_Mutation SNP T G 8 264 c.107T>G c.(106-108)GTA>GGA p.V36G

Pat_73 Post-Resistance NBPF10 100132406 37 1 145297661 145297661 Missense_Mutation SNP C A 18 479 c.536C>A c.(535-537)GCT>GAT p.A179D

Pat_73 Post-Resistance HRNR 388697 37 1 152188460 152188460 Missense_Mutation SNP G A 80 800 c.5645C>T c.(5644-5646)TCT>TTT p.S1882F

Pat_73 Post-Resistance FLG 2312 37 1 152279804 152279804 Missense_Mutation SNP C T 192 274 c.7558G>A c.(7558-7560)GAT>AAT p.D2520N

Pat_73 Post-Resistance GON4L 54856 37 1 155746233 155746233 Missense_Mutation SNP A G 3 48 c.2131T>C c.(2131-2133)TGC>CGC p.C711R

Pat_73 Post-Resistance GON4L 54856 37 1 155774924 155774924 Missense_Mutation SNP A C 23 39 c.1461T>G c.(1459-1461)GAT>GAG p.D487E

Pat_73 Post-Resistance MAEL 84944 37 1 166959004 166959004 Missense_Mutation SNP G A 11 24 c.163G>A c.(163-165)GCA>ACA p.A55T

Pat_73 Post-Resistance MAEL 84944 37 1 166990989 166990989 Missense_Mutation SNP C T 47 75 c.1202C>T c.(1201-1203)TCC>TTC p.S401F

Pat_73 Post-Resistance SLC9A11 284525 37 1 173526564 173526564 Missense_Mutation SNP C G 67 116 c.1130G>C c.(1129-1131)TGG>TCG p.W377S

Pat_73 Post-Resistance CEP350 9857 37 1 180022975 180022975 Missense_Mutation SNP A G 26 81 c.5080A>G c.(5080-5082)AGG>GGG p.R1694G

Pat_73 Post-Resistance RNPEP 6051 37 1 201969084 201969084 Missense_Mutation SNP A G 21 35 c.1145A>G c.(1144-1146)CAC>CGC p.H382R

Pat_73 Post-Resistance LAMB3 3914 37 1 209804019 209804019 Missense_Mutation SNP G A 23 27 c.884C>T c.(883-885)CCC>CTC p.P295L

Pat_73 Post-Resistance OR2T10 127069 37 1 248756578 248756578 Missense_Mutation SNP C T 69 11 c.492G>A c.(490-492)ATG>ATA p.M164I

Pat_73 Post-Resistance LYZL1 84569 37 10 29578087 29578087 Nonsense_Mutation SNP G A 12 9 c.41G>A c.(40-42)TGG>TAG p.W14*

Pat_73 Post-Resistance ZNF248 57209 37 10 38121877 38121877 Missense_Mutation SNP G A 18 9 c.406C>T c.(406-408)CCC>TCC p.P136S

Pat_73 Post-Resistance CYP2C9 1559 37 10 96702071 96702071 Missense_Mutation SNP C T 48 43 c.454C>T c.(454-456)CTT>TTT p.L152F

Pat_73 Post-Resistance CYP2C8 1558 37 10 96797060 96797060 Missense_Mutation SNP C T 15 6 c.1298G>A c.(1297-1299)CGA>CAA p.R433Q

Pat_73 Post-Resistance C10orf76 79591 37 10 103769782 103769782 Splice_Site SNP T A 3 46 c.832_splice c.e12-1 p.V278_splice

Pat_73 Post-Resistance C10orf79 80217 37 10 105920914 105920914 Missense_Mutation SNP G A 13 7 c.3421C>T c.(3421-3423)CCT>TCT p.P1141S

Pat_73 Post-Resistance HBE1 3046 37 11 5290788 5290788 Missense_Mutation SNP A T 37 61 c.211T>A c.(211-213)TCC>ACC p.S71T

Pat_73 Post-Resistance CCKBR 887 37 11 6281307 6281307 Missense_Mutation SNP G A 17 26 c.149G>A c.(148-150)CGA>CAA p.R50Q

Pat_73 Post-Resistance PEX16 9409 37 11 45935923 45935923 Missense_Mutation SNP A G 3 56 c.638T>C c.(637-639)CTG>CCG p.L213P



Pat_73 Post-Resistance OR4C13 283092 37 11 49974138 49974138 Missense_Mutation SNP C T 157 222 c.164C>T c.(163-165)TCC>TTC p.S55F

Pat_73 Post-Resistance ATM 472 37 11 108218025 108218026 Missense_Mutation DNP TG CT 26 15 c.8604_8605TG>CT8602-8607)CTTGGT>CTCT p.G2869C

Pat_73 Post-Resistance ANO2 57101 37 12 5963247 5963247 Missense_Mutation SNP C T 109 142 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_73 Post-Resistance CD163 9332 37 12 7640125 7640125 Missense_Mutation SNP C T 53 87 c.1880G>A c.(1879-1881)GGA>GAA p.G627E

Pat_73 Post-Resistance CD163 9332 37 12 7640497 7640497 Missense_Mutation SNP C T 37 46 c.1607G>A c.(1606-1608)GGA>GAA p.G536E

Pat_73 Post-Resistance PLCZ1 89869 37 12 18876451 18876451 Missense_Mutation SNP C T 27 51 c.161G>A c.(160-162)AGA>AAA p.R54K

Pat_73 Post-Resistance ABCC9 10060 37 12 21954063 21954063 Missense_Mutation SNP C T 31 48 c.4565G>A c.(4564-4566)GGA>GAA p.G1522E

Pat_73 Post-Resistance FAM113B 91523 37 12 47629931 47629931 Missense_Mutation SNP C T 66 105 c.1085C>T c.(1084-1086)TCA>TTA p.S362L

Pat_73 Post-Resistance STAB2 55576 37 12 104049246 104049246 Missense_Mutation SNP G A 24 35 c.1621G>A c.(1621-1623)GGA>AGA p.G541R

Pat_73 Post-Resistance C12orf34 84915 37 12 110206294 110206294 Missense_Mutation SNP G T 3 53 c.560G>T c.(559-561)CGG>CTG p.R187L

Pat_73 Post-Resistance C12orf51 283450 37 12 112605243 112605243 Missense_Mutation SNP G A 16 29 c.11146C>T c.(11146-11148)CCG>TCG p.P3716S

Pat_73 Post-Resistance ACADS 35 37 12 121176225 121176225 Missense_Mutation SNP A G 10 24 c.767A>G c.(766-768)GAG>GGG p.E256G

Pat_73 Post-Resistance MLXIP 22877 37 12 122614641 122614641 Missense_Mutation SNP C T 5 28 c.892C>T c.(892-894)CCC>TCC p.P298S

Pat_73 Post-Resistance SACS 26278 37 13 23907979 23907979 Missense_Mutation SNP G A 39 97 c.10036C>T c.(10036-10038)CCT>TCT p.P3346S

Pat_73 Post-Resistance HNRNPA1L2 144983 37 13 53217102 53217102 Missense_Mutation SNP G A 17 166 c.475G>A c.(475-477)GTG>ATG p.V159M

Pat_73 Post-Resistance DHRS4 10901 37 14 24424420 24424420 Missense_Mutation SNP C T 3 26 c.305C>T c.(304-306)ACG>ATG p.T102M

Pat_73 Post-Resistance CDKL1 8814 37 14 50845005 50845005 Missense_Mutation SNP G A 13 23 c.1244C>T c.(1243-1245)CCT>CTT p.P415L

Pat_73 Post-Resistance RDH11 51109 37 14 68159310 68159310 Missense_Mutation SNP C T 96 125 c.194G>A c.(193-195)GGA>GAA p.G65E

Pat_73 Post-Resistance ADAM21P1 145241 37 14 70713206 70713206 Missense_Mutation SNP C T 41 74 c.662G>A c.(661-663)GGA>GAA p.G221E

Pat_73 Post-Resistance TMEM63C 57156 37 14 77709269 77709269 Missense_Mutation SNP T A 33 36 c.1211T>A c.(1210-1212)TTC>TAC p.F404Y

Pat_73 Post-Resistance ATXN3 4287 37 14 92548769 92548769 Missense_Mutation SNP T C 38 69 c.650A>G c.(649-651)GAT>GGT p.D217G

Pat_73 Post-Resistance CPSF2 53981 37 14 92621668 92621668 Splice_Site SNP G A 14 26 c.1442_splice c.e11+1 p.K481_splice

Pat_73 Post-Resistance ADAM6 8755 37 14 107087201 107087201 Splice_Site SNP G A 9 100 c.5152_splice c.e111+1

Pat_73 Post-Resistance FBN1 2200 37 15 48812948 48812948 Missense_Mutation SNP G A 29 51 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_73 Post-Resistance ACAN 176 37 15 89400834 89400834 Missense_Mutation SNP C T 79 156 c.5018C>T c.(5017-5019)TCC>TTC p.S1673F

Pat_73 Post-Resistance C15orf58 390637 37 15 90785020 90785020 Missense_Mutation SNP G A 30 85 c.880G>A c.(880-882)GGA>AGA p.G294R

Pat_73 Post-Resistance PRSS33 260429 37 16 2836101 2836101 Missense_Mutation SNP C T 15 14 c.68G>A c.(67-69)AGG>AAG p.R23K

Pat_73 Post-Resistance SYT17 51760 37 16 19236068 19236068 Missense_Mutation SNP T C 42 61 c.1136T>C c.(1135-1137)TTC>TCC p.F379S

Pat_73 Post-Resistance UMOD 7369 37 16 20360534 20360534 Missense_Mutation SNP C T 16 12 c.89G>A c.(88-90)AGA>AAA p.R30K

Pat_73 Post-Resistance OTOA 146183 37 16 21739697 21739697 Missense_Mutation SNP G A 24 57 c.2152G>A c.(2152-2154)GAC>AAC p.D718N

Pat_73 Post-Resistance ZNF646 9726 37 16 31091621 31091621 Missense_Mutation SNP T C 13 29 c.3976T>C c.(3976-3978)TAC>CAC p.Y1326H

Pat_73 Post-Resistance VPS35 55737 37 16 46714582 46714582 Splice_Site SNP C A 17 4 c.506_splice c.e5+1 p.D169_splice

Pat_73 Post-Resistance MMP2 4313 37 16 55516945 55516945 Missense_Mutation SNP C T 62 38 c.278C>T c.(277-279)ACC>ATC p.T93I

Pat_73 Post-Resistance CTCF 10664 37 16 67644968 67644968 Missense_Mutation SNP T C 11 105 c.233T>C c.(232-234)ATG>ACG p.M78T

Pat_73 Post-Resistance GLG1 2734 37 16 74502864 74502864 Missense_Mutation SNP G A 20 64 c.2416C>T c.(2416-2418)CGT>TGT p.R806C

Pat_73 Post-Resistance ANKRD11 29123 37 16 89349010 89349010 Missense_Mutation SNP C T 8 20 c.3940G>A c.(3940-3942)GAG>AAG p.E1314K

Pat_73 Post-Resistance OR3A2 4995 37 17 3181634 3181634 Missense_Mutation SNP G A 36 58 c.596C>T c.(595-597)TCC>TTC p.S199F

Pat_73 Post-Resistance NLRP1 22861 37 17 5462968 5462968 Missense_Mutation SNP C T 56 83 c.1048G>A c.(1048-1050)GCC>ACC p.A350T

Pat_73 Post-Resistance MFSD6L 162387 37 17 8702230 8702230 Missense_Mutation SNP G A 12 18 c.209C>T c.(208-210)GCC>GTC p.A70V

Pat_73 Post-Resistance MYH2 4620 37 17 10440996 10440996 Missense_Mutation SNP C T 115 173 c.1573G>A c.(1573-1575)GAG>AAG p.E525K

Pat_73 Post-Resistance DNAH9 1770 37 17 11666863 11666863 Missense_Mutation SNP G A 38 65 c.7102G>A c.(7102-7104)GAA>AAA p.E2368K

Pat_73 Post-Resistance NCOR1 9611 37 17 16012114 16012114 Missense_Mutation SNP G A 30 54 c.2168C>T c.(2167-2169)CCA>CTA p.P723L

Pat_73 Post-Resistance KRTAP4-11 653240 37 17 39274206 39274206 Missense_Mutation SNP C T 5 99 c.362G>A c.(361-363)AGA>AAA p.R121K

Pat_73 Post-Resistance KRTAP4-5 85289 37 17 39305619 39305619 Missense_Mutation SNP G T 5 56 c.401C>A c.(400-402)TCT>TAT p.S134Y

Pat_73 Post-Resistance GPATCH8 23131 37 17 42541860 42541860 Missense_Mutation SNP C T 130 215 c.173G>A c.(172-174)GGA>GAA p.G58E

Pat_73 Post-Resistance EIF4A3 9775 37 17 78115177 78115177 Missense_Mutation SNP G A 25 38 c.313C>T c.(313-315)CGT>TGT p.R105C

Pat_73 Post-Resistance SLC38A10 124565 37 17 79256004 79256005 Missense_Mutation DNP GG AA 29 87 c.485_486CC>TT c.(484-486)ACC>ATT p.T162I



Pat_73 Post-Resistance HGS 9146 37 17 79655770 79655770 Missense_Mutation SNP T A 19 15 c.328T>A c.(328-330)TAC>AAC p.Y110N

Pat_73 Post-Resistance CBLN2 147381 37 18 70205419 70205419 Missense_Mutation SNP G A 29 11 c.667C>T c.(667-669)CCT>TCT p.P223S

Pat_73 Post-Resistance STAP2 55620 37 19 4329977 4329977 Missense_Mutation SNP G C 10 26 c.436C>G c.(436-438)CGT>GGT p.R146G

Pat_73 Post-Resistance C3 718 37 19 6678278 6678278 Missense_Mutation SNP C T 22 29 c.4735G>A c.(4735-4737)GGA>AGA p.G1579R

Pat_73 Post-Resistance EMR1 2015 37 19 6935050 6935050 Missense_Mutation SNP C T 44 61 c.2342C>T c.(2341-2343)TCC>TTC p.S781F

Pat_73 Post-Resistance MUC16 94025 37 19 9069279 9069279 Missense_Mutation SNP G A 48 79 c.18167C>T c.(18166-18168)TCA>TTA p.S6056L

Pat_73 Post-Resistance MUC16 94025 37 19 9069999 9069999 Missense_Mutation SNP C T 42 51 c.17447G>A c.(17446-17448)AGG>AAG p.R5816K

Pat_73 Post-Resistance MUC16 94025 37 19 9083927 9083927 Missense_Mutation SNP G A 10 27 c.7888C>T c.(7888-7890)CCA>TCA p.P2630S

Pat_73 Post-Resistance LDLR 3949 37 19 11215925 11215925 Missense_Mutation SNP C T 120 143 c.343C>T c.(343-345)CGC>TGC p.R115C

Pat_73 Post-Resistance ZNF653 115950 37 19 11596534 11596534 Missense_Mutation SNP G A 38 81 c.1507C>T c.(1507-1509)CCT>TCT p.P503S

Pat_73 Post-Resistance ZNF844 284391 37 19 12186819 12186819 Missense_Mutation SNP C T 11 20 c.884C>T c.(883-885)TCC>TTC p.S295F

Pat_73 Post-Resistance ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 10 344 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_73 Post-Resistance ZNF443 10224 37 19 12541802 12541802 Missense_Mutation SNP C A 166 279 c.1184G>T c.(1183-1185)TGC>TTC p.C395F

Pat_73 Post-Resistance MAST1 22983 37 19 12951329 12951330 Missense_Mutation DNP CC TT 10 27 c.153_154CC>TT 151-156)TCCCCG>TCTTC p.P52S

Pat_73 Post-Resistance SLC1A6 6511 37 19 15067330 15067331 Missense_Mutation DNP CC TT 17 18 c.1126_1127GG>AAc.(1126-1128)GGC>AAC p.G376N

Pat_73 Post-Resistance PGLYRP2 114770 37 19 15587233 15587233 Missense_Mutation SNP G A 23 32 c.248C>T c.(247-249)CCC>CTC p.P83L

Pat_73 Post-Resistance CYP4F2 8529 37 19 15996840 15996840 Missense_Mutation SNP G A 35 45 c.1009C>T c.(1009-1011)CTC>TTC p.L337F

Pat_73 Post-Resistance ZNF486 90649 37 19 20308465 20308465 Missense_Mutation SNP C T 39 52 c.946C>T c.(946-948)CAT>TAT p.H316Y

Pat_73 Post-Resistance ZNF737 100129842 37 19 20727870 20727870 Missense_Mutation SNP C G 10 251 c.1139G>C c.(1138-1140)TGG>TCG p.W380S

Pat_73 Post-Resistance ZNF208 7757 37 19 22155282 22155282 Missense_Mutation SNP T C 7 170 c.2254A>G c.(2254-2256)AAG>GAG p.K752E

Pat_73 Post-Resistance ZNF99 7652 37 19 22939459 22939459 Missense_Mutation SNP C T 51 71 c.2712G>A c.(2710-2712)ATG>ATA p.M904I

Pat_73 Post-Resistance ZNF99 7652 37 19 22941749 22941749 Missense_Mutation SNP G A 78 132 c.689C>T c.(688-690)GCT>GTT p.A230V

Pat_73 Post-Resistance MAP4K1 11184 37 19 39100299 39100299 Missense_Mutation SNP G A 14 17 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_73 Post-Resistance CYP2B6 1555 37 19 41512879 41512879 Missense_Mutation SNP G A 32 43 c.554G>A c.(553-555)GGA>GAA p.G185E

Pat_73 Post-Resistance AXL 558 37 19 41748820 41748820 Missense_Mutation SNP C T 33 68 c.1345C>T c.(1345-1347)CCC>TCC p.P449S

Pat_73 Post-Resistance CEACAM20 125931 37 19 45033505 45033505 Missense_Mutation SNP G A 27 18 c.28C>T c.(28-30)CAC>TAC p.H10Y

Pat_73 Post-Resistance ZNF761 388561 37 19 53959214 53959214 Missense_Mutation SNP A T 101 138 c.1453A>T c.(1453-1455)AGG>TGG p.R485W

Pat_73 Post-Resistance NCR1 9437 37 19 55420727 55420727 Missense_Mutation SNP G A 46 68 c.479G>A c.(478-480)AGA>AAA p.R160K

Pat_73 Post-Resistance NLRP2 55655 37 19 55496441 55496441 Missense_Mutation SNP C T 51 74 c.2057C>T c.(2056-2058)CCT>CTT p.P686L

Pat_73 Post-Resistance PTPRH 5794 37 19 55713474 55713474 Missense_Mutation SNP A T 58 89 c.1103T>A c.(1102-1104)GTG>GAG p.V368E

Pat_73 Post-Resistance NLRP11 204801 37 19 56312966 56312966 Missense_Mutation SNP C T 72 87 c.2143G>A c.(2143-2145)GAG>AAG p.E715K

Pat_73 Post-Resistance ZNF749 388567 37 19 57956103 57956104 Missense_Mutation DNP TG CC 6 117 .1587_1588TG>CC585-1590)CATGAG>CACC p.E530Q

Pat_73 Post-Resistance ZNF814 730051 37 19 58385546 58385546 Missense_Mutation SNP G T 4 45 c.1212C>A c.(1210-1212)GAC>GAA p.D404E

Pat_73 Post-Resistance ALK 238 37 2 29551311 29551311 Missense_Mutation SNP G A 36 35 c.1319C>T c.(1318-1320)TCC>TTC p.S440F

Pat_73 Post-Resistance NRXN1 9378 37 2 50692660 50692660 Missense_Mutation SNP T C 19 29 c.3404A>G c.(3403-3405)CAA>CGA p.Q1135R

Pat_73 Post-Resistance LOXL3 84695 37 2 74762824 74762824 Missense_Mutation SNP C T 41 30 c.1307G>A c.(1306-1308)GGA>GAA p.G436E

Pat_73 Post-Resistance REG3G 130120 37 2 79255008 79255008 Missense_Mutation SNP C T 65 130 c.409C>T c.(409-411)CCC>TCC p.P137S

Pat_73 Post-Resistance C2orf55 343990 37 2 99411032 99411032 Missense_Mutation SNP G A 38 72 c.2852C>T c.(2851-2853)TCT>TTT p.S951F

Pat_73 Post-Resistance RGPD4 285190 37 2 108476236 108476236 Missense_Mutation SNP G A 76 78 c.1693G>A c.(1693-1695)GCC>ACC p.A565T

Pat_73 Post-Resistance DDX11L2 84771 37 2 114357557 114357557 Nonstop_Mutation SNP A G 4 45 c.382T>C c.(382-384)TAG>CAG p.*128Q

Pat_73 Post-Resistance LY75 4065 37 2 160741758 160741758 Missense_Mutation SNP C T 55 96 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_73 Post-Resistance DLX1 1745 37 2 172952920 172952920 Missense_Mutation SNP C T 57 82 c.703C>T c.(703-705)CCC>TCC p.P235S

Pat_73 Post-Resistance TTN 7273 37 2 179430392 179430392 Missense_Mutation SNP C T 73 124 c.72763G>A c.(72763-72765)GGA>AGA p.G24255R

Pat_73 Post-Resistance TTN 7273 37 2 179480140 179480140 Missense_Mutation SNP G A 83 139 c.40828C>T c.(40828-40830)CCA>TCA p.P13610S

Pat_73 Post-Resistance TTN 7273 37 2 179614327 179614327 Missense_Mutation SNP C T 17 30 c.12800G>A c.(12799-12801)GGA>GAA p.G4267E

Pat_73 Post-Resistance BMPR2 659 37 2 203407087 203407087 Missense_Mutation SNP C T 28 47 c.1330C>T c.(1330-1332)CCC>TCC p.P444S

Pat_73 Post-Resistance PLCB4 5332 37 20 9402034 9402034 Missense_Mutation SNP G A 33 59 c.2209G>A c.(2209-2211)GAA>AAA p.E737K



Pat_73 Post-Resistance MKKS 8195 37 20 10393901 10393901 Missense_Mutation SNP A G 37 66 c.262T>C c.(262-264)TTC>CTC p.F88L

Pat_73 Post-Resistance ESF1 51575 37 20 13714427 13714427 Missense_Mutation SNP G A 43 67 c.1891C>T c.(1891-1893)CCT>TCT p.P631S

Pat_73 Post-Resistance FRG1B 284802 37 20 29625877 29625877 Missense_Mutation SNP G A 9 144 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_73 Post-Resistance GDF5 8200 37 20 34021784 34021784 Missense_Mutation SNP G C 21 32 c.1429C>G c.(1429-1431)CTC>GTC p.L477V

Pat_73 Post-Resistance PHF20 51230 37 20 34526957 34526957 Missense_Mutation SNP C T 36 47 c.2639C>T c.(2638-2640)TCC>TTC p.S880F

Pat_73 Post-Resistance TGM2 7052 37 20 36779358 36779358 Missense_Mutation SNP G A 51 89 c.535C>T c.(535-537)CCT>TCT p.P179S

Pat_73 Post-Resistance NCOA3 8202 37 20 46276009 46276009 Missense_Mutation SNP C T 38 66 c.3445C>T c.(3445-3447)CCT>TCT p.P1149S

Pat_73 Post-Resistance BTG3 10950 37 21 18966581 18966581 Nonsense_Mutation SNP G A 38 37 c.589C>T c.(589-591)CGA>TGA p.R197*

Pat_73 Post-Resistance CLIC6 54102 37 21 36079677 36079677 Missense_Mutation SNP G A 18 18 c.1528G>A c.(1528-1530)GAC>AAC p.D510N

Pat_73 Post-Resistance PDE9A 5152 37 21 44192595 44192595 Missense_Mutation SNP C T 9 20 c.1733C>T c.(1732-1734)TCC>TTC p.S578F

Pat_73 Post-Resistance CCT8L2 150160 37 22 17073380 17073380 Missense_Mutation SNP C T 12 24 c.61G>A c.(61-63)GAG>AAG p.E21K

Pat_73 Post-Resistance MYO18B 84700 37 22 26423319 26423319 Missense_Mutation SNP C T 53 86 c.7379C>T c.(7378-7380)TCA>TTA p.S2460L

Pat_73 Post-Resistance TMPRSS6 164656 37 22 37462141 37462141 Nonsense_Mutation SNP C T 26 26 c.2415G>A c.(2413-2415)TGG>TGA p.W805*

Pat_73 Post-Resistance TNRC6B 23112 37 22 40662077 40662078 Missense_Mutation DNP CC TT 54 99 c.1843_1844CC>TTc.(1843-1845)CCC>TTC p.P615F

Pat_73 Post-Resistance WBP2NL 164684 37 22 42423028 42423028 Missense_Mutation SNP G A 125 186 c.773G>A c.(772-774)GGA>GAA p.G258E

Pat_73 Post-Resistance ITPR1 3708 37 3 4715034 4715034 Missense_Mutation SNP C T 5 101 c.2419C>T c.(2419-2421)CTC>TTC p.L807F

Pat_73 Post-Resistance STAC 6769 37 3 36587734 36587734 Missense_Mutation SNP G A 33 52 c.1162G>A c.(1162-1164)GGA>AGA p.G388R

Pat_73 Post-Resistance SLC22A14 9389 37 3 38358003 38358004 Missense_Mutation DNP CC TT 9 35 c.1721_1722CC>TT c.(1720-1722)TCC>TTT p.S574F

Pat_73 Post-Resistance TTC21A 199223 37 3 39156117 39156118 Missense_Mutation DNP GG AA 79 154 c.600_601GG>AA598-603)CTGGAG>CTAAA p.E201K

Pat_73 Post-Resistance CYP8B1 1582 37 3 42916798 42916798 Missense_Mutation SNP G A 49 65 c.511C>T c.(511-513)CGC>TGC p.R171C

Pat_73 Post-Resistance MAGI1 9223 37 3 65364955 65364956 Missense_Mutation DNP GG AA 7 16 c.2975_2976CC>TTc.(2974-2976)CCC>CTT p.P992L

Pat_73 Post-Resistance FAM55C 91775 37 3 101520410 101520410 Missense_Mutation SNP A T 20 30 c.425A>T c.(424-426)GAC>GTC p.D142V

Pat_73 Post-Resistance POLQ 10721 37 3 121238889 121238889 Missense_Mutation SNP G A 55 71 c.1297C>T c.(1297-1299)CGT>TGT p.R433C

Pat_73 Post-Resistance KALRN 8997 37 3 124281865 124281865 Missense_Mutation SNP C T 38 59 c.5105C>T c.(5104-5106)CCC>CTC p.P1702L

Pat_73 Post-Resistance SLCO2A1 6578 37 3 133673911 133673911 Missense_Mutation SNP A G 23 22 c.524T>C c.(523-525)GTT>GCT p.V175A

Pat_73 Post-Resistance B3GALNT1 8706 37 3 160803948 160803948 Missense_Mutation SNP G A 19 30 c.595C>T c.(595-597)CAC>TAC p.H199Y

Pat_73 Post-Resistance WDR49 151790 37 3 167246950 167246950 Missense_Mutation SNP C T 15 31 c.1240G>A c.(1240-1242)GAA>AAA p.E414K

Pat_73 Post-Resistance ATP13A4 84239 37 3 193132506 193132506 Missense_Mutation SNP G A 51 39 c.2876C>T c.(2875-2877)CCT>CTT p.P959L

Pat_73 Post-Resistance MUC4 4585 37 3 195511937 195511937 Missense_Mutation SNP C T 7 11 c.6514G>A c.(6514-6516)GGT>AGT p.G2172S

Pat_73 Post-Resistance STAP1 26228 37 4 68424640 68424640 Missense_Mutation SNP G A 51 25 c.113G>A c.(112-114)GGA>GAA p.G38E

Pat_73 Post-Resistance ANKRD17 26057 37 4 73943169 73943169 Missense_Mutation SNP T C 120 65 c.7490A>G c.(7489-7491)CAT>CGT p.H2497R

Pat_73 Post-Resistance AIMP1 9255 37 4 107258186 107258187 Missense_Mutation DNP CT TG 44 67 c.764_765CT>TG c.(763-765)GCT>GTG p.A255V

Pat_73 Post-Resistance ENPEP 2028 37 4 111412207 111412207 Missense_Mutation SNP G A 40 71 c.805G>A c.(805-807)GAT>AAT p.D269N

Pat_73 Post-Resistance TLL1 7092 37 4 166910623 166910623 Missense_Mutation SNP G A 38 56 c.260G>A c.(259-261)GGA>GAA p.G87E

Pat_73 Post-Resistance SPEF2 79925 37 5 35800155 35800155 Missense_Mutation SNP C G 114 174 c.4916C>G c.(4915-4917)CCA>CGA p.P1639R

Pat_73 Post-Resistance HEATR7B2 133558 37 5 41064585 41064585 Missense_Mutation SNP G A 9 25 c.449C>T c.(448-450)ACT>ATT p.T150I

Pat_73 Post-Resistance SNX18 112574 37 5 53815644 53815644 Missense_Mutation SNP C T 19 27 c.1862C>T c.(1861-1863)CCT>CTT p.P621L

Pat_73 Post-Resistance THBS4 7060 37 5 79372734 79372734 Missense_Mutation SNP C T 105 271 c.1949C>T c.(1948-1950)GCC>GTC p.A650V

Pat_73 Post-Resistance FBXL21 26223 37 5 135276266 135276266 Missense_Mutation SNP C T 7 26 c.578C>T c.(577-579)CCT>CTT p.P193L

Pat_73 Post-Resistance PCDHA1 56147 37 5 140167553 140167553 Missense_Mutation SNP G A 48 64 c.1678G>A c.(1678-1680)GAC>AAC p.D560N

Pat_73 Post-Resistance PCDHB12 56124 37 5 140588687 140588687 Missense_Mutation SNP G A 37 69 c.208G>A c.(208-210)GAT>AAT p.D70N

Pat_73 Post-Resistance PCDHGB4 8641 37 5 140769667 140769667 Missense_Mutation SNP C T 109 211 c.2216C>T c.(2215-2217)CCC>CTC p.P739L

Pat_73 Post-Resistance DPYSL3 1809 37 5 146785188 146785188 Nonsense_Mutation SNP G A 29 286 c.796C>T c.(796-798)CAA>TAA p.Q266*

Pat_73 Post-Resistance GRM6 2916 37 5 178416382 178416382 Missense_Mutation SNP C T 59 95 c.1037G>A c.(1036-1038)CGA>CAA p.R346Q

Pat_73 Post-Resistance SYCP2L 221711 37 6 10907857 10907857 Nonsense_Mutation SNP G A 146 57 c.759G>A c.(757-759)TGG>TGA p.W253*

Pat_73 Post-Resistance EDN1 1906 37 6 12294510 12294510 Missense_Mutation SNP G A 99 28 c.406G>A c.(406-408)GAG>AAG p.E136K

Pat_73 Post-Resistance VARS2 57176 37 6 30889704 30889704 Missense_Mutation SNP C T 35 188 c.1738C>T c.(1738-1740)CCT>TCT p.P580S



Pat_73 Post-Resistance C6orf106 64771 37 6 34574375 34574375 Missense_Mutation SNP G A 35 159 c.818C>T c.(817-819)CCC>CTC p.P273L

Pat_73 Post-Resistance UHRF1BP1 54887 37 6 34826790 34826790 Missense_Mutation SNP C T 25 149 c.2657C>T c.(2656-2658)CCT>CTT p.P886L

Pat_73 Post-Resistance KCNK5 8645 37 6 39159028 39159028 Missense_Mutation SNP C T 61 18 c.1138G>A c.(1138-1140)GCC>ACC p.A380T

Pat_73 Post-Resistance PGC 5225 37 6 41710082 41710082 Missense_Mutation SNP C T 124 30 c.593G>A c.(592-594)GGC>GAC p.G198D

Pat_73 Post-Resistance KLC4 89953 37 6 43029158 43029158 Missense_Mutation SNP G A 73 15 c.85G>A c.(85-87)GTC>ATC p.V29I

Pat_73 Post-Resistance ZNF318 24149 37 6 43323487 43323487 Missense_Mutation SNP G A 124 749 c.1585C>T c.(1585-1587)CCC>TCC p.P529S

Pat_73 Post-Resistance GNA12 2768 37 7 2834734 2834734 Missense_Mutation SNP G A 80 133 c.353C>T c.(352-354)CCT>CTT p.P118L

Pat_73 Post-Resistance TMEM195 392636 37 7 15584403 15584403 Missense_Mutation SNP C T 65 123 c.403G>A c.(403-405)GCT>ACT p.A135T

Pat_73 Post-Resistance NPVF 64111 37 7 25266503 25266503 Missense_Mutation SNP C T 69 123 c.281G>A c.(280-282)AGG>AAG p.R94K

Pat_73 Post-Resistance INHBA 3624 37 7 41729438 41729438 Missense_Mutation SNP G A 58 83 c.1091C>T c.(1090-1092)TCC>TTC p.S364F

Pat_73 Post-Resistance VWC2 375567 37 7 49842374 49842374 Missense_Mutation SNP C T 68 85 c.764C>T c.(763-765)CCC>CTC p.P255L

Pat_73 Post-Resistance MET 4233 37 7 116380979 116380979 Missense_Mutation SNP C T 153 39 c.1601C>T c.(1600-1602)CCC>CTC p.P534L

Pat_73 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 69 17 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_73 Post-Resistance CSMD1 64478 37 8 2976008 2976008 Missense_Mutation SNP G A 64 50 c.6346C>T c.(6346-6348)CCT>TCT p.P2116S

Pat_73 Post-Resistance SGK223 157285 37 8 8175867 8175867 Missense_Mutation SNP C T 39 108 c.4018G>A c.(4018-4020)GAG>AAG p.E1340K

Pat_73 Post-Resistance XKR6 286046 37 8 10755518 10755518 Nonsense_Mutation SNP G A 29 58 c.1870C>T c.(1870-1872)CGA>TGA p.R624*

Pat_73 Post-Resistance SLC7A2 6542 37 8 17417899 17417899 Missense_Mutation SNP C T 36 56 c.1361C>T c.(1360-1362)TCG>TTG p.S454L

Pat_73 Post-Resistance REEP4 80346 37 8 21997703 21997703 Missense_Mutation SNP G C 18 55 c.164C>G c.(163-165)ACA>AGA p.T55R

Pat_73 Post-Resistance ADAMDEC1 27299 37 8 24253266 24253266 Missense_Mutation SNP G A 21 27 c.397G>A c.(397-399)GAA>AAA p.E133K

Pat_73 Post-Resistance NRG1 3084 37 8 32453417 32453417 Missense_Mutation SNP G A 77 104 c.172G>A c.(172-174)GAA>AAA p.E58K

Pat_73 Post-Resistance ADAM2 2515 37 8 39645680 39645680 Missense_Mutation SNP C T 41 53 c.733G>A c.(733-735)GAG>AAG p.E245K

Pat_73 Post-Resistance PREX2 80243 37 8 68981348 68981348 Missense_Mutation SNP G A 44 25 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_73 Post-Resistance HNF4G 3174 37 8 76471119 76471119 Missense_Mutation SNP C T 72 152 c.829C>T c.(829-831)CGG>TGG p.R277W

Pat_73 Post-Resistance RIMS2 9699 37 8 105263362 105263362 Missense_Mutation SNP G A 19 16 c.3856G>A c.(3856-3858)GAA>AAA p.E1286K

Pat_73 Post-Resistance ARC 23237 37 8 143695299 143695299 Missense_Mutation SNP C T 11 4 c.334G>A c.(334-336)GAG>AAG p.E112K

Pat_73 Post-Resistance OR13C8 138802 37 9 107332146 107332146 Missense_Mutation SNP G A 23 49 c.698G>A c.(697-699)GGA>GAA p.G233E

Pat_73 Post-Resistance OR13C9 286362 37 9 107380371 107380371 Missense_Mutation SNP G A 74 96 c.115C>T c.(115-117)CTT>TTT p.L39F

Pat_73 Post-Resistance TNC 3371 37 9 117852964 117852964 Missense_Mutation SNP C T 194 409 c.334G>A c.(334-336)GGC>AGC p.G112S

Pat_73 Post-Resistance USP20 10868 37 9 132641906 132641906 Missense_Mutation SNP A G 8 64 c.2567A>G c.(2566-2568)CAT>CGT p.H856R

Pat_73 Post-Resistance FAM78A 286336 37 9 134151461 134151461 Missense_Mutation SNP C G 31 3 c.106G>C c.(106-108)GAA>CAA p.E36Q

Pat_73 Post-Resistance TUBBP5 643224 37 9 141071420 141071420 Missense_Mutation SNP G A 6 85 c.823G>A c.(823-825)GAC>AAC p.D275N

Pat_73 Post-Resistance ZC4H2 55906 37 X 64137703 64137703 Missense_Mutation SNP G A 8 1 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_73 Post-Resistance ZCCHC5 203430 37 X 77913110 77913110 Missense_Mutation SNP G A 9 1 c.808C>T c.(808-810)CCC>TCC p.P270S

Pat_73 Post-Resistance GPRASP1 9737 37 X 101909266 101909266 Missense_Mutation SNP T G 64 12 c.425T>G c.(424-426)GTT>GGT p.V142G

Pat_73 Post-Resistance MAGEA10 4109 37 X 151303681 151303681 Missense_Mutation SNP C T 77 17 c.412G>A c.(412-414)GTG>ATG p.V138M

Pat_74 Pre-Treatment CASP9 842 37 1 15844799 15844799 Missense_Mutation SNP G A 33 58 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_74 Pre-Treatment ATP13A2 23400 37 1 17330867 17330867 Missense_Mutation SNP A G 22 33 c.517T>C c.(517-519)TAT>CAT p.Y173H

Pat_74 Pre-Treatment CSMD2 114784 37 1 34191090 34191090 Missense_Mutation SNP C T 29 49 c.2435G>A c.(2434-2436)CGG>CAG p.R812Q

Pat_74 Pre-Treatment DHCR24 1718 37 1 55337202 55337202 Missense_Mutation SNP G A 37 43 c.697C>T c.(697-699)CCT>TCT p.P233S

Pat_74 Pre-Treatment LEPR 3953 37 1 66058389 66058389 Nonsense_Mutation SNP C T 41 69 c.544C>T c.(544-546)CAG>TAG p.Q182*

Pat_74 Pre-Treatment C1orf173 127254 37 1 75038497 75038497 Missense_Mutation SNP C T 32 39 c.2897G>A c.(2896-2898)AGA>AAA p.R966K

Pat_74 Pre-Treatment AK5 26289 37 1 77949003 77949003 Missense_Mutation SNP G A 24 42 c.1061G>A c.(1060-1062)GGT>GAT p.G354D

Pat_74 Pre-Treatment KIAA1324 57535 37 1 109742693 109742693 Missense_Mutation SNP G T 3 59 c.2641G>T c.(2641-2643)GTG>TTG p.V881L

Pat_74 Pre-Treatment SLC16A1 6566 37 1 113471717 113471717 Missense_Mutation SNP C T 12 27 c.214G>A c.(214-216)GGA>AGA p.G72R

Pat_74 Pre-Treatment NBPF10 100132406 37 1 145327548 145327548 Missense_Mutation SNP A G 3 15 c.4330A>G c.(4330-4332)AAT>GAT p.N1444D

Pat_74 Pre-Treatment NBPF10 100132406 37 1 146398425 146398425 Missense_Mutation SNP C A 6 254 c.1224C>A c.(1222-1224)GAC>GAA p.D408E

Pat_74 Pre-Treatment TCHHL1 126637 37 1 152059823 152059823 Missense_Mutation SNP A C 67 80 c.335T>G c.(334-336)GTT>GGT p.V112G



Pat_74 Pre-Treatment ASH1L 55870 37 1 155313160 155313161 Missense_Mutation DNP GG AA 42 93 c.8252_8253CC>TTc.(8251-8253)CCC>CTT p.P2751L

Pat_74 Pre-Treatment SPTA1 6708 37 1 158596788 158596788 Missense_Mutation SNP C T 33 58 c.5674G>A c.(5674-5676)GAG>AAG p.E1892K

Pat_74 Pre-Treatment REN 5972 37 1 204128651 204128651 Missense_Mutation SNP C T 4 93 c.565G>A c.(565-567)GAG>AAG p.E189K

Pat_74 Pre-Treatment WDR26 80232 37 1 224592184 224592184 Missense_Mutation SNP A G 67 97 c.806T>C c.(805-807)CTT>CCT p.L269P

Pat_74 Pre-Treatment NEBL 10529 37 10 21134266 21134266 Missense_Mutation SNP A T 21 20 c.1148T>A c.(1147-1149)ATT>AAT p.I383N

Pat_74 Pre-Treatment SGMS1 259230 37 10 52103520 52103520 Missense_Mutation SNP G A 24 23 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_74 Pre-Treatment LOC729020 729020 37 10 105005787 105005787 Missense_Mutation SNP C T 12 13 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_74 Pre-Treatment PHRF1 57661 37 11 607875 607875 Nonsense_Mutation SNP G T 16 37 c.2419G>T c.(2419-2421)GAG>TAG p.E807*

Pat_74 Pre-Treatment MUC6 4588 37 11 1017526 1017526 Missense_Mutation SNP G C 9 508 c.5275C>G c.(5275-5277)CCT>GCT p.P1759A

Pat_74 Pre-Treatment MUC5B 727897 37 11 1271468 1271468 Missense_Mutation SNP C T 6 101 c.14777C>T c.(14776-14778)CCG>CTG p.P4926L

Pat_74 Pre-Treatment OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 23 41 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_74 Pre-Treatment NAV2 89797 37 11 19970400 19970400 Nonsense_Mutation SNP C T 38 53 c.2488C>T c.(2488-2490)CGA>TGA p.R830*

Pat_74 Pre-Treatment DGKZ 8525 37 11 46400602 46400602 Missense_Mutation SNP T C 11 8 c.3044T>C c.(3043-3045)CTC>CCC p.L1015P

Pat_74 Pre-Treatment ANKRD13D 338692 37 11 67067552 67067552 Missense_Mutation SNP G A 4 154 c.770G>A c.(769-771)CGG>CAG p.R257Q

Pat_74 Pre-Treatment BCO2 83875 37 11 112084481 112084481 Missense_Mutation SNP G A 124 202 c.1229G>A c.(1228-1230)AGG>AAG p.R410K

Pat_74 Pre-Treatment KIRREL3 84623 37 11 126294608 126294608 Missense_Mutation SNP C T 4 142 c.2204G>A c.(2203-2205)GGC>GAC p.G735D

Pat_74 Pre-Treatment FLI1 2313 37 11 128680651 128680651 Missense_Mutation SNP C T 49 38 c.1127C>T c.(1126-1128)TCG>TTG p.S376L

Pat_74 Pre-Treatment FOXM1 2305 37 12 2981324 2981324 Missense_Mutation SNP G A 98 172 c.592C>T c.(592-594)CGC>TGC p.R198C

Pat_74 Pre-Treatment PRB2 653247 37 12 11546771 11546771 Missense_Mutation SNP G C 5 242 c.241C>G c.(241-243)CCA>GCA p.P81A

Pat_74 Pre-Treatment PTPRO 5800 37 12 15677831 15677831 Missense_Mutation SNP G A 37 52 c.1975G>A c.(1975-1977)GAC>AAC p.D659N

Pat_74 Pre-Treatment PLCZ1 89869 37 12 18876359 18876359 Missense_Mutation SNP T C 28 37 c.253A>G c.(253-255)AAA>GAA p.K85E

Pat_74 Pre-Treatment SFRS2IP 9169 37 12 46320119 46320119 Missense_Mutation SNP G A 37 98 c.3365C>T c.(3364-3366)TCC>TTC p.S1122F

Pat_74 Pre-Treatment MIP 4284 37 12 56848247 56848247 Missense_Mutation SNP C T 30 64 c.151G>A c.(151-153)GCC>ACC p.A51T

Pat_74 Pre-Treatment GEFT 115557 37 12 58010217 58010217 Missense_Mutation SNP C T 23 33 c.1571C>T c.(1570-1572)CCC>CTC p.P524L

Pat_74 Pre-Treatment ZFC3H1 196441 37 12 72050857 72050857 Missense_Mutation SNP C T 33 69 c.823G>A c.(823-825)GTC>ATC p.V275I

Pat_74 Pre-Treatment POLR3B 55703 37 12 106889920 106889921 Missense_Mutation DNP TC AT 93 133 c.2801_2802TC>AT c.(2800-2802)TTC>TAT p.F934Y

Pat_74 Pre-Treatment RFX4 5992 37 12 107113748 107113748 Missense_Mutation SNP G C 29 58 c.1149G>C c.(1147-1149)GAG>GAC p.E383D

Pat_74 Pre-Treatment TRPC4 7223 37 13 38225514 38225515 Missense_Mutation DNP GG AA 29 82 c.1966_1967CC>TTc.(1966-1968)CCC>TTC p.P656F

Pat_74 Pre-Treatment ARHGAP5 394 37 14 32562120 32562120 Missense_Mutation SNP G A 50 82 c.2245G>A c.(2245-2247)GCT>ACT p.A749T

Pat_74 Pre-Treatment AKAP6 9472 37 14 33292789 33292789 Missense_Mutation SNP G A 26 42 c.5770G>A c.(5770-5772)GGG>AGG p.G1924R

Pat_74 Pre-Treatment RTN1 6252 37 14 60213112 60213112 Missense_Mutation SNP G A 25 25 c.329C>T c.(328-330)TCT>TTT p.S110F

Pat_74 Pre-Treatment C14orf43 91748 37 14 74206609 74206609 Missense_Mutation SNP G A 40 59 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_74 Pre-Treatment C14orf109 26175 37 14 93652819 93652819 Missense_Mutation SNP C T 31 46 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_74 Pre-Treatment PPP4R4 57718 37 14 94733340 94733340 Missense_Mutation SNP G A 25 33 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_74 Pre-Treatment EML1 2009 37 14 100344907 100344907 Missense_Mutation SNP C T 69 116 c.469C>T c.(469-471)CGC>TGC p.R157C

Pat_74 Pre-Treatment OR4N4 283694 37 15 22332432 22332432 Translation_Start_Site SNP C T 7 155 c.-742C>T .(-744--740)AACGT>AATGT

Pat_74 Pre-Treatment C15orf2 23742 37 15 24922585 24922585 Missense_Mutation SNP C T 76 163 c.1571C>T c.(1570-1572)CCT>CTT p.P524L

Pat_74 Pre-Treatment VPS39 23339 37 15 42476789 42476789 Missense_Mutation SNP G A 101 220 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_74 Pre-Treatment CDAN1 146059 37 15 43022848 43022848 Missense_Mutation SNP G A 4 51 c.2122C>T c.(2122-2124)CCC>TCC p.P708S

Pat_74 Pre-Treatment TNFAIP8L3 388121 37 15 51350497 51350497 Missense_Mutation SNP C T 64 102 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_74 Pre-Treatment UNC13C 440279 37 15 54306599 54306599 Missense_Mutation SNP G A 18 26 c.1499G>A c.(1498-1500)AGA>AAA p.R500K

Pat_74 Pre-Treatment IL21R 50615 37 16 27460591 27460591 Missense_Mutation SNP C T 4 46 c.1604C>T c.(1603-1605)CCC>CTC p.P535L

Pat_74 Pre-Treatment CSNK2A2 1459 37 16 58199491 58199491 Missense_Mutation SNP T C 35 53 c.949A>G c.(949-951)AAA>GAA p.K317E

Pat_74 Pre-Treatment SPNS2 124976 37 17 4428405 4428405 Missense_Mutation SNP C T 4 75 c.490C>T c.(490-492)CGC>TGC p.R164C

Pat_74 Pre-Treatment SMTNL2 342527 37 17 4496274 4496274 Missense_Mutation SNP C T 12 23 c.538C>T c.(538-540)CCC>TCC p.P180S

Pat_74 Pre-Treatment DNAH2 146754 37 17 7636433 7636433 Missense_Mutation SNP G A 4 130 c.428G>A c.(427-429)CGC>CAC p.R143H

Pat_74 Pre-Treatment LLGL1 3996 37 17 18138206 18138206 Missense_Mutation SNP G A 3 43 c.959G>A c.(958-960)CGC>CAC p.R320H



Pat_74 Pre-Treatment TBC1D3 729873 37 17 36288302 36288302 Splice_Site SNP G A 38 309 c.387_splice c.e6+1 p.Q129_splice

Pat_74 Pre-Treatment KRTAP1-3 81850 37 17 39190779 39190779 Missense_Mutation SNP T C 5 22 c.295A>G c.(295-297)AGT>GGT p.S99G

Pat_74 Pre-Treatment KRTAP4-8 728224 37 17 39253960 39253960 Missense_Mutation SNP C T 5 14 c.377G>A c.(376-378)CGC>CAC p.R126H

Pat_74 Pre-Treatment EFTUD2 9343 37 17 42936476 42936476 Missense_Mutation SNP C T 4 118 c.1934G>A c.(1933-1935)CGG>CAG p.R645Q

Pat_74 Pre-Treatment WNT9B 7484 37 17 44952593 44952593 Missense_Mutation SNP G A 6 18 c.461G>A c.(460-462)CGG>CAG p.R154Q

Pat_74 Pre-Treatment HLF 3131 37 17 53345135 53345135 Missense_Mutation SNP G A 18 34 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_74 Pre-Treatment MKS1 54903 37 17 56291149 56291149 Missense_Mutation SNP G T 4 89 c.726C>A c.(724-726)TTC>TTA p.F242L

Pat_74 Pre-Treatment TRIM37 4591 37 17 57153057 57153057 Missense_Mutation SNP G C 26 33 c.635C>G c.(634-636)ACC>AGC p.T212S

Pat_74 Pre-Treatment QRICH2 84074 37 17 74288358 74288358 Missense_Mutation SNP A T 6 254 c.1952T>A c.(1951-1953)GTT>GAT p.V651D

Pat_74 Pre-Treatment CCDC40 55036 37 17 78063636 78063636 Missense_Mutation SNP G A 3 64 c.2785G>A c.(2785-2787)GGC>AGC p.G929S

Pat_74 Pre-Treatment CSNK1D 1453 37 17 80206800 80206800 Missense_Mutation SNP G A 3 9 c.1148C>T c.(1147-1149)TCG>TTG p.S383L

Pat_74 Pre-Treatment TXNDC2 84203 37 18 9887155 9887155 Missense_Mutation SNP A G 5 228 c.679A>G c.(679-681)ACC>GCC p.T227A

Pat_74 Pre-Treatment KLHL14 57565 37 18 30260407 30260407 Missense_Mutation SNP G A 82 133 c.1394C>T c.(1393-1395)GCG>GTG p.A465V

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917793 2917793 Missense_Mutation SNP T C 5 67 c.1174T>C c.(1174-1176)TAT>CAT p.Y392H

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917807 2917807 Missense_Mutation SNP A C 4 61 c.1188A>C c.(1186-1188)CAA>CAC p.Q396H

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917842 2917842 Missense_Mutation SNP G A 4 57 c.1223G>A c.(1222-1224)CGA>CAA p.R408Q

Pat_74 Pre-Treatment ZNF57 126295 37 19 2917857 2917857 Missense_Mutation SNP C T 5 64 c.1238C>T c.(1237-1239)ACG>ATG p.T413M

Pat_74 Pre-Treatment TLE6 79816 37 19 2991857 2991857 Missense_Mutation SNP C T 10 23 c.892C>T c.(892-894)CCT>TCT p.P298S

Pat_74 Pre-Treatment SHD 56961 37 19 4290560 4290560 Missense_Mutation SNP C T 25 70 c.953C>T c.(952-954)TCA>TTA p.S318L

Pat_74 Pre-Treatment ZNF844 284391 37 19 12187307 12187307 Missense_Mutation SNP G C 6 189 c.1372G>C c.(1372-1374)GAT>CAT p.D458H

Pat_74 Pre-Treatment ZNF563 147837 37 19 12429554 12429554 Missense_Mutation SNP C T 8 277 c.1285G>A c.(1285-1287)GCG>ACG p.A429T

Pat_74 Pre-Treatment ZNF563 147837 37 19 12429722 12429722 Missense_Mutation SNP T C 9 317 c.1117A>G c.(1117-1119)ACG>GCG p.T373A

Pat_74 Pre-Treatment ZNF564 163050 37 19 12637723 12637723 Missense_Mutation SNP C T 6 234 c.1199G>A c.(1198-1200)AGA>AAA p.R400K

Pat_74 Pre-Treatment RFX1 5989 37 19 14104424 14104424 Missense_Mutation SNP G A 4 39 c.232C>T c.(232-234)CTC>TTC p.L78F

Pat_74 Pre-Treatment SYDE1 85360 37 19 15224562 15224562 Missense_Mutation SNP G A 58 77 c.1996G>A c.(1996-1998)GGG>AGG p.G666R

Pat_74 Pre-Treatment CYP4F12 66002 37 19 15807289 15807289 Missense_Mutation SNP C T 68 114 c.1364C>T c.(1363-1365)CCT>CTT p.P455L

Pat_74 Pre-Treatment DDX49 54555 37 19 19035761 19035761 Missense_Mutation SNP C A 4 64 c.1000C>A c.(1000-1002)CAC>AAC p.H334N

Pat_74 Pre-Treatment LPAR2 9170 37 19 19737765 19737765 Nonsense_Mutation SNP A T 9 13 c.329T>A c.(328-330)TTG>TAG p.L110*

Pat_74 Pre-Treatment ZNF493 284443 37 19 21606614 21606614 Missense_Mutation SNP G A 5 139 c.769G>A c.(769-771)GCC>ACC p.A257T

Pat_74 Pre-Treatment ZNF208 7757 37 19 22156652 22156652 Missense_Mutation SNP T G 8 117 c.1184A>C c.(1183-1185)AAA>ACA p.K395T

Pat_74 Pre-Treatment ZNF681 148213 37 19 23927307 23927307 Missense_Mutation SNP G T 7 319 c.1045C>A c.(1045-1047)CAG>AAG p.Q349K

Pat_74 Pre-Treatment CD22 933 37 19 35828922 35828922 Missense_Mutation SNP A T 7 11 c.983A>T c.(982-984)CAG>CTG p.Q328L

Pat_74 Pre-Treatment RYR1 6261 37 19 38985160 38985160 Missense_Mutation SNP C T 23 25 c.6443C>T c.(6442-6444)TCC>TTC p.S2148F

Pat_74 Pre-Treatment PRX 57716 37 19 40902620 40902620 Missense_Mutation SNP G C 5 172 c.1639C>G c.(1639-1641)CAG>GAG p.Q547E

Pat_74 Pre-Treatment RPL18 6141 37 19 49119422 49119422 Missense_Mutation SNP C T 4 66 c.335G>A c.(334-336)CGC>CAC p.R112H

Pat_74 Pre-Treatment ZNF845 91664 37 19 53855364 53855364 Missense_Mutation SNP C T 13 234 c.1436C>T c.(1435-1437)ACA>ATA p.T479I

Pat_74 Pre-Treatment LILRA3 11026 37 19 54802527 54802527 Missense_Mutation SNP G A 25 63 c.914C>T c.(913-915)TCC>TTC p.S305F

Pat_74 Pre-Treatment ZIK1 284307 37 19 58102412 58102412 Missense_Mutation SNP C A 4 110 c.1233C>A c.(1231-1233)GAC>GAA p.D411E

Pat_74 Pre-Treatment ZIK1 284307 37 19 58102421 58102421 Missense_Mutation SNP A T 4 101 c.1242A>T c.(1240-1242)AAA>AAT p.K414N

Pat_74 Pre-Treatment C2orf16 84226 37 2 27804634 27804634 Missense_Mutation SNP G A 8 505 c.5195G>A c.(5194-5196)AGA>AAA p.R1732K

Pat_74 Pre-Treatment EXOC6B 23233 37 2 72786608 72786608 Nonsense_Mutation SNP G A 21 34 c.889C>T c.(889-891)CGA>TGA p.R297*

Pat_74 Pre-Treatment TET3 200424 37 2 74320773 74320773 Missense_Mutation SNP C T 27 59 c.2842C>T c.(2842-2844)CTC>TTC p.L948F

Pat_74 Pre-Treatment TGOLN2 10618 37 2 85554362 85554362 Missense_Mutation SNP G T 10 696 c.493C>A c.(493-495)CCT>ACT p.P165T

Pat_74 Pre-Treatment CNNM4 26504 37 2 97464908 97464908 Missense_Mutation SNP G A 4 91 c.1796G>A c.(1795-1797)CGC>CAC p.R599H

Pat_74 Pre-Treatment ANKRD36B 57730 37 2 98201772 98201772 Missense_Mutation SNP C T 3 14 c.251G>A c.(250-252)CGT>CAT p.R84H

Pat_74 Pre-Treatment LY75 4065 37 2 160746866 160746866 Nonsense_Mutation SNP C T 21 48 c.660G>A c.(658-660)TGG>TGA p.W220*

Pat_74 Pre-Treatment XIRP2 129446 37 2 168102458 168102458 Missense_Mutation SNP C T 44 62 c.4556C>T c.(4555-4557)CCT>CTT p.P1519L



Pat_74 Pre-Treatment TTN 7273 37 2 179396519 179396520 Missense_Mutation DNP GG TA 29 47 97118_97119CC>Tc.(97117-97119)GCC>GTA p.A32373V

Pat_74 Pre-Treatment DNAH7 56171 37 2 196728992 196728992 Missense_Mutation SNP C T 42 83 c.7387G>A c.(7387-7389)GAT>AAT p.D2463N

Pat_74 Pre-Treatment PARD3B 117583 37 2 206050515 206050515 Missense_Mutation SNP C T 66 123 c.1952C>T c.(1951-1953)GCC>GTC p.A651V

Pat_74 Pre-Treatment KIAA1486 57624 37 2 226378119 226378119 Missense_Mutation SNP G A 28 44 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_74 Pre-Treatment COL4A3 1285 37 2 228128587 228128587 Missense_Mutation SNP G A 13 19 c.1242G>A c.(1240-1242)ATG>ATA p.M414I

Pat_74 Pre-Treatment FRG1B 284802 37 20 29625875 29625875 Missense_Mutation SNP T C 6 86 c.29T>C c.(28-30)ATC>ACC p.I10T

Pat_74 Pre-Treatment RBM12 10137 37 20 34242439 34242439 Missense_Mutation SNP T C 4 87 c.806A>G c.(805-807)AAC>AGC p.N269S

Pat_74 Pre-Treatment TOX2 84969 37 20 42694670 42694670 Missense_Mutation SNP C A 24 20 c.1225C>A c.(1225-1227)CCC>ACC p.P409T

Pat_74 Pre-Treatment RTEL1 51750 37 20 62305428 62305428 Missense_Mutation SNP G A 3 37 c.901G>A c.(901-903)GCG>ACG p.A301T

Pat_74 Pre-Treatment DOPEY2 9980 37 21 37636074 37636074 Missense_Mutation SNP C T 107 184 c.5449C>T c.(5449-5451)CCC>TCC p.P1817S

Pat_74 Pre-Treatment DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 21 39 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_74 Pre-Treatment TRIOBP 11078 37 22 38086744 38086744 Translation_Start_Site SNP C T 4 144 c.-556C>T (-558--554)CACGG>CATGG

Pat_74 Pre-Treatment TRIOBP 11078 37 22 38120695 38120695 Missense_Mutation SNP C T 41 63 c.2132C>T c.(2131-2133)CCT>CTT p.P711L

Pat_74 Pre-Treatment CCR8 1237 37 3 39374063 39374063 Missense_Mutation SNP G A 80 114 c.241G>A c.(241-243)GAC>AAC p.D81N

Pat_74 Pre-Treatment CSPG5 10675 37 3 47618466 47618466 Missense_Mutation SNP C A 4 47 c.1050G>T c.(1048-1050)TTG>TTT p.L350F

Pat_74 Pre-Treatment ARIH2 10425 37 3 48999097 48999097 Missense_Mutation SNP C T 23 30 c.308C>T c.(307-309)TCA>TTA p.S103L

Pat_74 Pre-Treatment BSN 8927 37 3 49694583 49694583 Missense_Mutation SNP C T 20 23 c.7594C>T c.(7594-7596)CCC>TCC p.P2532S

Pat_74 Pre-Treatment OR5H2 79310 37 3 98002110 98002110 Missense_Mutation SNP C T 35 49 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_74 Pre-Treatment NIT2 56954 37 3 100058695 100058695 Missense_Mutation SNP C T 14 24 c.163C>T c.(163-165)CCT>TCT p.P55S

Pat_74 Pre-Treatment ARHGAP31 57514 37 3 119112312 119112312 Splice_Site SNP A G 53 76 c.882_splice c.e8-2 p.K294_splice

Pat_74 Pre-Treatment ILDR1 286676 37 3 121712140 121712140 Missense_Mutation SNP C T 7 11 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_74 Pre-Treatment LEKR1 389170 37 3 156742621 156742622 Missense_Mutation DNP GA AC 19 25 c.364_365GA>AC c.(364-366)GAA>ACA p.E122T

Pat_74 Pre-Treatment LRRC34 151827 37 3 169511487 169511487 Missense_Mutation SNP C T 38 61 c.1196G>A c.(1195-1197)GGA>GAA p.G399E

Pat_74 Pre-Treatment SAMD7 344658 37 3 169639115 169639115 Missense_Mutation SNP G T 50 94 c.200G>T c.(199-201)CGG>CTG p.R67L

Pat_74 Pre-Treatment TPRG1 285386 37 3 189038465 189038465 Missense_Mutation SNP G C 19 40 c.684G>C c.(682-684)AAG>AAC p.K228N

Pat_74 Pre-Treatment TP63 8626 37 3 189607246 189607246 Missense_Mutation SNP C T 90 127 c.1625C>T c.(1624-1626)CCG>CTG p.P542L

Pat_74 Pre-Treatment LEPREL1 55214 37 3 189690698 189690698 Missense_Mutation SNP G A 44 71 c.1664C>T c.(1663-1665)TCC>TTC p.S555F

Pat_74 Pre-Treatment UBXN7 26043 37 3 196089400 196089401 Missense_Mutation DNP GG AA 37 71 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_74 Pre-Treatment RNF168 165918 37 3 196229915 196229915 Missense_Mutation SNP C T 5 186 c.130G>A c.(130-132)GTC>ATC p.V44I

Pat_74 Pre-Treatment ZNF141 7700 37 4 367026 367026 Missense_Mutation SNP T C 4 101 c.800T>C c.(799-801)TTC>TCC p.F267S

Pat_74 Pre-Treatment CCDC158 339965 37 4 77247121 77247121 Missense_Mutation SNP G A 64 128 c.3046C>T c.(3046-3048)CCT>TCT p.P1016S

Pat_74 Pre-Treatment CFI 3426 37 4 110663728 110663728 Nonsense_Mutation SNP G A 26 50 c.1453C>T c.(1453-1455)CAG>TAG p.Q485*

Pat_74 Pre-Treatment INTU 27152 37 4 128564983 128564983 Missense_Mutation SNP G A 50 56 c.454G>A c.(454-456)GTC>ATC p.V152I

Pat_74 Pre-Treatment PCDH10 57575 37 4 134073358 134073358 Missense_Mutation SNP G T 3 14 c.2063G>T c.(2062-2064)GGG>GTG p.G688V

Pat_74 Pre-Treatment PCDH18 54510 37 4 138451640 138451640 Missense_Mutation SNP G A 45 59 c.1603C>T c.(1603-1605)CAT>TAT p.H535Y

Pat_74 Pre-Treatment MRPL36 64979 37 5 1798790 1798790 Missense_Mutation SNP C T 4 103 c.260G>A c.(259-261)CGG>CAG p.R87Q

Pat_74 Pre-Treatment DNAH5 1767 37 5 13864741 13864741 Missense_Mutation SNP C T 22 40 c.4361G>A c.(4360-4362)CGA>CAA p.R1454Q

Pat_74 Pre-Treatment SPZ1 84654 37 5 79616461 79616461 Missense_Mutation SNP G C 6 146 c.427G>C c.(427-429)GAG>CAG p.E143Q

Pat_74 Pre-Treatment SPZ1 84654 37 5 79616605 79616605 Missense_Mutation SNP C G 3 94 c.571C>G c.(571-573)CAG>GAG p.Q191E

Pat_74 Pre-Treatment MBLAC2 153364 37 5 89757100 89757100 Nonsense_Mutation SNP G A 43 59 c.724C>T c.(724-726)CGA>TGA p.R242*

Pat_74 Pre-Treatment EPB41L4A 64097 37 5 111601990 111601990 Nonsense_Mutation SNP G A 7 12 c.373C>T c.(373-375)CAG>TAG p.Q125*

Pat_74 Pre-Treatment ADAM19 8728 37 5 156924013 156924013 Missense_Mutation SNP G A 19 12 c.1483C>T c.(1483-1485)CCT>TCT p.P495S

Pat_74 Pre-Treatment HIVEP1 3096 37 6 12163562 12163562 Missense_Mutation SNP C T 136 187 c.7025C>T c.(7024-7026)CCC>CTC p.P2342L

Pat_74 Pre-Treatment VARS 7407 37 6 31745399 31745399 Missense_Mutation SNP G A 11 14 c.3767C>T c.(3766-3768)GCC>GTC p.A1256V

Pat_74 Pre-Treatment PKHD1 5314 37 6 51890422 51890422 Missense_Mutation SNP G A 62 85 c.4186C>T c.(4186-4188)CCA>TCA p.P1396S

Pat_74 Pre-Treatment STXBP5 134957 37 6 147646094 147646094 Splice_Site SNP G A 16 33 c.1803_splice c.e17-1 p.K601_splice

Pat_74 Pre-Treatment PACRG 135138 37 6 163735909 163735909 Missense_Mutation SNP G T 22 57 c.781G>T c.(781-783)GGG>TGG p.G261W



Pat_74 Pre-Treatment TTLL2 83887 37 6 167754658 167754658 Missense_Mutation SNP G T 26 33 c.1270G>T c.(1270-1272)GGG>TGG p.G424W

Pat_74 Pre-Treatment IL6 3569 37 7 22771151 22771151 Missense_Mutation SNP G A 12 21 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538568 63538568 Missense_Mutation SNP T C 4 71 c.1141T>C c.(1141-1143)TCA>CCA p.S381P

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538638 63538638 Missense_Mutation SNP G C 4 104 c.1211G>C c.(1210-1212)AGC>ACC p.S404T

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538736 63538736 Missense_Mutation SNP C T 3 52 c.1309C>T c.(1309-1311)CCA>TCA p.P437S

Pat_74 Pre-Treatment ZNF727 442319 37 7 63538806 63538806 Missense_Mutation SNP C G 4 65 c.1379C>G c.(1378-1380)ACC>AGC p.T460S

Pat_74 Pre-Treatment NSUN5 55695 37 7 72717601 72717601 Missense_Mutation SNP G A 37 51 c.1282C>T c.(1282-1284)CCA>TCA p.P428S

Pat_74 Pre-Treatment ZAN 7455 37 7 100349878 100349878 Missense_Mutation SNP C T 4 142 c.2150C>T c.(2149-2151)CCC>CTC p.P717L

Pat_74 Pre-Treatment ZAN 7455 37 7 100350466 100350466 Missense_Mutation SNP C T 11 182 c.2738C>T c.(2737-2739)CCC>CTC p.P913L

Pat_74 Pre-Treatment ZAN 7455 37 7 100350474 100350474 Missense_Mutation SNP T C 12 184 c.2746T>C c.(2746-2748)TCC>CCC p.S916P

Pat_74 Pre-Treatment MUC17 140453 37 7 100676667 100676667 Missense_Mutation SNP A G 10 791 c.1970A>G c.(1969-1971)AAC>AGC p.N657S

Pat_74 Pre-Treatment MUC17 140453 37 7 100681421 100681421 Missense_Mutation SNP G A 11 756 c.6724G>A c.(6724-6726)GCA>ACA p.A2242T

Pat_74 Pre-Treatment MUC17 140453 37 7 100681455 100681455 Missense_Mutation SNP C A 10 678 c.6758C>A c.(6757-6759)ACT>AAT p.T2253N

Pat_74 Pre-Treatment MUC17 140453 37 7 100682124 100682124 Missense_Mutation SNP T A 10 781 c.7427T>A c.(7426-7428)CTT>CAT p.L2476H

Pat_74 Pre-Treatment MUC17 140453 37 7 100684301 100684302 Missense_Mutation DNP AC CA 10 726 c.9604_9605AC>CAc.(9604-9606)ACT>CAT p.T3202H

Pat_74 Pre-Treatment C7orf66 154907 37 7 108524203 108524203 Missense_Mutation SNP T C 77 122 c.209A>G c.(208-210)TAT>TGT p.Y70C

Pat_74 Pre-Treatment WNT2 7472 37 7 116960755 116960755 Missense_Mutation SNP G A 4 20 c.176C>T c.(175-177)CCA>CTA p.P59L

Pat_74 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 70 63 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_74 Pre-Treatment ATG9B 285973 37 7 150720253 150720253 Nonsense_Mutation SNP G A 175 465 c.700C>T c.(700-702)CGA>TGA p.R234*

Pat_74 Pre-Treatment DKK4 27121 37 8 42232353 42232353 Missense_Mutation SNP C T 75 105 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_74 Pre-Treatment SLCO5A1 81796 37 8 70673984 70673984 Missense_Mutation SNP C T 18 34 c.1034G>A c.(1033-1035)GGA>GAA p.G345E

Pat_74 Pre-Treatment FREM1 158326 37 9 14846015 14846015 Missense_Mutation SNP C A 3 27 c.1336G>T c.(1336-1338)GGT>TGT p.G446C

Pat_74 Pre-Treatment APBA1 320 37 9 72064588 72064588 Missense_Mutation SNP C T 65 79 c.2093G>A c.(2092-2094)GGG>GAG p.G698E

Pat_74 Pre-Treatment OR13D1 286365 37 9 107457507 107457507 Missense_Mutation SNP G A 16 57 c.805G>A c.(805-807)GCC>ACC p.A269T

Pat_74 Pre-Treatment OR13D1 286365 37 9 107457565 107457565 Missense_Mutation SNP T C 3 85 c.863T>C c.(862-864)CTT>CCT p.L288P

Pat_74 Pre-Treatment SLC44A1 23446 37 9 108128643 108128643 Missense_Mutation SNP G A 4 77 c.1427G>A c.(1426-1428)CGA>CAA p.R476Q

Pat_74 Pre-Treatment PTGS1 5742 37 9 125154609 125154609 Missense_Mutation SNP C T 28 37 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_74 Pre-Treatment WDR34 89891 37 9 131403107 131403107 Missense_Mutation SNP G A 31 32 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_74 Pre-Treatment SEC16A 9919 37 9 139341390 139341390 Missense_Mutation SNP G A 22 58 c.6709C>T c.(6709-6711)CCA>TCA p.P2237S

Pat_74 Pre-Treatment TUBBP5 643224 37 9 141071195 141071195 Missense_Mutation SNP C T 11 49 c.598C>T c.(598-600)CCA>TCA p.P200S

Pat_74 Pre-Treatment EIF1AX 1964 37 X 20156734 20156734 Missense_Mutation SNP C A 60 14 c.23G>T c.(22-24)GGA>GTA p.G8V

Pat_74 Pre-Treatment UBA1 7317 37 X 47070301 47070301 Missense_Mutation SNP T C 2 6 c.2260T>C c.(2260-2262)TTT>CTT p.F754L

Pat_74 Pre-Treatment FAM123B 139285 37 X 63411254 63411254 Missense_Mutation SNP G A 5 5 c.1913C>T c.(1912-1914)ACT>ATT p.T638I

Pat_74 Pre-Treatment TEX11 56159 37 X 69825286 69825286 Missense_Mutation SNP C T 35 10 c.2077G>A c.(2077-2079)GAG>AAG p.E693K

Pat_74 Pre-Treatment MAGEC1 9947 37 X 140993455 140993455 Missense_Mutation SNP G A 4 51 c.265G>A c.(265-267)GGC>AGC p.G89S

Pat_74 Pre-Treatment MAGEC1 9947 37 X 140993468 140993468 Missense_Mutation SNP A T 4 56 c.278A>T c.(277-279)CAG>CTG p.Q93L

Pat_74 Post-Resistance CASP9 842 37 1 15844799 15844799 Missense_Mutation SNP G A 24 53 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_74 Post-Resistance ATP13A2 23400 37 1 17330867 17330867 Missense_Mutation SNP A G 16 15 c.517T>C c.(517-519)TAT>CAT p.Y173H

Pat_74 Post-Resistance CSMD2 114784 37 1 34191090 34191090 Missense_Mutation SNP C T 17 30 c.2435G>A c.(2434-2436)CGG>CAG p.R812Q

Pat_74 Post-Resistance DHCR24 1718 37 1 55337202 55337202 Missense_Mutation SNP G A 18 41 c.697C>T c.(697-699)CCT>TCT p.P233S

Pat_74 Post-Resistance LEPR 3953 37 1 66058389 66058389 Nonsense_Mutation SNP C T 44 49 c.544C>T c.(544-546)CAG>TAG p.Q182*

Pat_74 Post-Resistance C1orf173 127254 37 1 75038497 75038497 Missense_Mutation SNP C T 18 40 c.2897G>A c.(2896-2898)AGA>AAA p.R966K

Pat_74 Post-Resistance AK5 26289 37 1 77949003 77949003 Missense_Mutation SNP G A 16 29 c.1061G>A c.(1060-1062)GGT>GAT p.G354D

Pat_74 Post-Resistance SLC16A1 6566 37 1 113471717 113471717 Missense_Mutation SNP C T 12 10 c.214G>A c.(214-216)GGA>AGA p.G72R

Pat_74 Post-Resistance NRAS 4893 37 1 115256529 115256529 Missense_Mutation SNP T C 78 94 c.182A>G c.(181-183)CAA>CGA p.Q61R

Pat_74 Post-Resistance NBPF9 400818 37 1 144619903 144619903 Missense_Mutation SNP T A 5 118 c.587T>A c.(586-588)GTG>GAG p.V196E

Pat_74 Post-Resistance NBPF10 100132406 37 1 145296448 145296448 Missense_Mutation SNP T A 10 296 c.370T>A c.(370-372)TAT>AAT p.Y124N



Pat_74 Post-Resistance NBPF10 100132406 37 1 145303970 145303970 Missense_Mutation SNP C T 73 295 c.1367C>T c.(1366-1368)TCA>TTA p.S456L

Pat_74 Post-Resistance TCHHL1 126637 37 1 152059823 152059823 Missense_Mutation SNP A C 36 46 c.335T>G c.(334-336)GTT>GGT p.V112G

Pat_74 Post-Resistance ASH1L 55870 37 1 155313160 155313161 Missense_Mutation DNP GG AA 31 40 c.8252_8253CC>TTc.(8251-8253)CCC>CTT p.P2751L

Pat_74 Post-Resistance SPTA1 6708 37 1 158596788 158596788 Missense_Mutation SNP C T 46 61 c.5674G>A c.(5674-5676)GAG>AAG p.E1892K

Pat_74 Post-Resistance WDR26 80232 37 1 224592184 224592184 Missense_Mutation SNP A G 32 52 c.806T>C c.(805-807)CTT>CCT p.L269P

Pat_74 Post-Resistance NEBL 10529 37 10 21134266 21134266 Missense_Mutation SNP A T 12 11 c.1148T>A c.(1147-1149)ATT>AAT p.I383N

Pat_74 Post-Resistance HSD17B7P2 158160 37 10 38654432 38654432 Missense_Mutation SNP A G 3 44 c.524A>G c.(523-525)AAT>AGT p.N175S

Pat_74 Post-Resistance SGMS1 259230 37 10 52103520 52103520 Missense_Mutation SNP G A 25 10 c.355C>T c.(355-357)CCC>TCC p.P119S

Pat_74 Post-Resistance LOC729020 729020 37 10 105005787 105005787 Missense_Mutation SNP C T 22 8 c.34C>T c.(34-36)CTC>TTC p.L12F

Pat_74 Post-Resistance SORCS3 22986 37 10 106982964 106982964 Missense_Mutation SNP T A 78 21 c.2825T>A c.(2824-2826)CTG>CAG p.L942Q

Pat_74 Post-Resistance RPL13AP6 644511 37 10 112696573 112696573 Missense_Mutation SNP T C 2 2 c.419A>G c.(418-420)CAC>CGC p.H140R

Pat_74 Post-Resistance PHRF1 57661 37 11 607875 607875 Nonsense_Mutation SNP G T 29 43 c.2419G>T c.(2419-2421)GAG>TAG p.E807*

Pat_74 Post-Resistance OR51G2 81282 37 11 4936406 4936406 Missense_Mutation SNP G A 12 24 c.488C>T c.(487-489)CCA>CTA p.P163L

Pat_74 Post-Resistance SERGEF 26297 37 11 17809858 17809858 Missense_Mutation SNP G A 9 13 c.1151C>T c.(1150-1152)TCG>TTG p.S384L

Pat_74 Post-Resistance NAV2 89797 37 11 19970400 19970400 Nonsense_Mutation SNP C T 25 37 c.2488C>T c.(2488-2490)CGA>TGA p.R830*

Pat_74 Post-Resistance DGKZ 8525 37 11 46400602 46400602 Missense_Mutation SNP T C 3 4 c.3044T>C c.(3043-3045)CTC>CCC p.L1015P

Pat_74 Post-Resistance BCO2 83875 37 11 112084481 112084481 Missense_Mutation SNP G A 99 148 c.1229G>A c.(1228-1230)AGG>AAG p.R410K

Pat_74 Post-Resistance FLI1 2313 37 11 128680651 128680651 Missense_Mutation SNP C T 17 29 c.1127C>T c.(1126-1128)TCG>TTG p.S376L

Pat_74 Post-Resistance FOXM1 2305 37 12 2981324 2981324 Missense_Mutation SNP G A 87 146 c.592C>T c.(592-594)CGC>TGC p.R198C

Pat_74 Post-Resistance PTPRO 5800 37 12 15677831 15677831 Missense_Mutation SNP G A 28 40 c.1975G>A c.(1975-1977)GAC>AAC p.D659N

Pat_74 Post-Resistance PLCZ1 89869 37 12 18876359 18876359 Missense_Mutation SNP T C 24 30 c.253A>G c.(253-255)AAA>GAA p.K85E

Pat_74 Post-Resistance SFRS2IP 9169 37 12 46320119 46320119 Missense_Mutation SNP G A 30 51 c.3365C>T c.(3364-3366)TCC>TTC p.S1122F

Pat_74 Post-Resistance MIP 4284 37 12 56848247 56848247 Missense_Mutation SNP C T 32 42 c.151G>A c.(151-153)GCC>ACC p.A51T

Pat_74 Post-Resistance GEFT 115557 37 12 58010217 58010217 Missense_Mutation SNP C T 12 31 c.1571C>T c.(1570-1572)CCC>CTC p.P524L

Pat_74 Post-Resistance ZFC3H1 196441 37 12 72050857 72050857 Missense_Mutation SNP C T 21 38 c.823G>A c.(823-825)GTC>ATC p.V275I

Pat_74 Post-Resistance POLR3B 55703 37 12 106889920 106889921 Missense_Mutation DNP TC AT 47 58 c.2801_2802TC>AT c.(2800-2802)TTC>TAT p.F934Y

Pat_74 Post-Resistance RFX4 5992 37 12 107113748 107113748 Missense_Mutation SNP G C 17 24 c.1149G>C c.(1147-1149)GAG>GAC p.E383D

Pat_74 Post-Resistance TRPC4 7223 37 13 38225514 38225515 Missense_Mutation DNP GG AA 34 44 c.1966_1967CC>TTc.(1966-1968)CCC>TTC p.P656F

Pat_74 Post-Resistance ARHGAP5 394 37 14 32562120 32562120 Missense_Mutation SNP G A 34 65 c.2245G>A c.(2245-2247)GCT>ACT p.A749T

Pat_74 Post-Resistance AKAP6 9472 37 14 33292789 33292789 Missense_Mutation SNP G A 17 33 c.5770G>A c.(5770-5772)GGG>AGG p.G1924R

Pat_74 Post-Resistance RTN1 6252 37 14 60213112 60213112 Missense_Mutation SNP G A 22 23 c.329C>T c.(328-330)TCT>TTT p.S110F

Pat_74 Post-Resistance C14orf43 91748 37 14 74206609 74206609 Missense_Mutation SNP G A 27 38 c.103C>T c.(103-105)CCC>TCC p.P35S

Pat_74 Post-Resistance C14orf109 26175 37 14 93652819 93652819 Missense_Mutation SNP C T 35 32 c.313C>T c.(313-315)CCT>TCT p.P105S

Pat_74 Post-Resistance PPP4R4 57718 37 14 94733340 94733340 Missense_Mutation SNP G A 15 22 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_74 Post-Resistance EML1 2009 37 14 100344907 100344907 Missense_Mutation SNP C T 54 63 c.469C>T c.(469-471)CGC>TGC p.R157C

Pat_74 Post-Resistance C15orf2 23742 37 15 24922585 24922585 Missense_Mutation SNP C T 74 122 c.1571C>T c.(1570-1572)CCT>CTT p.P524L

Pat_74 Post-Resistance VPS39 23339 37 15 42476789 42476789 Missense_Mutation SNP G A 64 121 c.677C>T c.(676-678)ACC>ATC p.T226I

Pat_74 Post-Resistance TNFAIP8L3 388121 37 15 51350497 51350497 Missense_Mutation SNP C T 60 88 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_74 Post-Resistance UNC13C 440279 37 15 54306599 54306599 Missense_Mutation SNP G A 15 29 c.1499G>A c.(1498-1500)AGA>AAA p.R500K

Pat_74 Post-Resistance LOC645752 645752 37 15 78208916 78208916 Missense_Mutation SNP C G 3 52 c.817G>C c.(817-819)GAA>CAA p.E273Q

Pat_74 Post-Resistance CSNK2A2 1459 37 16 58199491 58199491 Missense_Mutation SNP T C 26 26 c.949A>G c.(949-951)AAA>GAA p.K317E

Pat_74 Post-Resistance SMTNL2 342527 37 17 4496274 4496274 Missense_Mutation SNP C T 16 21 c.538C>T c.(538-540)CCC>TCC p.P180S

Pat_74 Post-Resistance TBC1D3 729873 37 17 36288302 36288302 Splice_Site SNP G A 42 306 c.387_splice c.e6+1 p.Q129_splice

Pat_74 Post-Resistance KRTAP4-11 653240 37 17 39274150 39274150 Missense_Mutation SNP T A 4 29 c.418A>T c.(418-420)AGC>TGC p.S140C

Pat_74 Post-Resistance WNT9B 7484 37 17 44952593 44952593 Missense_Mutation SNP G A 19 16 c.461G>A c.(460-462)CGG>CAG p.R154Q

Pat_74 Post-Resistance HLF 3131 37 17 53345135 53345135 Missense_Mutation SNP G A 12 32 c.139G>A c.(139-141)GAA>AAA p.E47K

Pat_74 Post-Resistance TRIM37 4591 37 17 57153057 57153057 Missense_Mutation SNP G C 14 27 c.635C>G c.(634-636)ACC>AGC p.T212S



Pat_74 Post-Resistance CSNK1D 1453 37 17 80206800 80206800 Missense_Mutation SNP G A 7 2 c.1148C>T c.(1147-1149)TCG>TTG p.S383L

Pat_74 Post-Resistance KLHL14 57565 37 18 30260407 30260407 Missense_Mutation SNP G A 45 69 c.1394C>T c.(1393-1395)GCG>GTG p.A465V

Pat_74 Post-Resistance TLE6 79816 37 19 2991857 2991857 Missense_Mutation SNP C T 12 21 c.892C>T c.(892-894)CCT>TCT p.P298S

Pat_74 Post-Resistance SHD 56961 37 19 4290560 4290560 Missense_Mutation SNP C T 21 32 c.953C>T c.(952-954)TCA>TTA p.S318L

Pat_74 Post-Resistance SYDE1 85360 37 19 15224562 15224562 Missense_Mutation SNP G A 24 39 c.1996G>A c.(1996-1998)GGG>AGG p.G666R

Pat_74 Post-Resistance CYP4F12 66002 37 19 15807289 15807289 Missense_Mutation SNP C T 63 109 c.1364C>T c.(1363-1365)CCT>CTT p.P455L

Pat_74 Post-Resistance LPAR2 9170 37 19 19737765 19737765 Nonsense_Mutation SNP A T 4 10 c.329T>A c.(328-330)TTG>TAG p.L110*

Pat_74 Post-Resistance CD22 933 37 19 35828922 35828922 Missense_Mutation SNP A T 7 12 c.983A>T c.(982-984)CAG>CTG p.Q328L

Pat_74 Post-Resistance RYR1 6261 37 19 38985160 38985160 Missense_Mutation SNP C T 16 23 c.6443C>T c.(6442-6444)TCC>TTC p.S2148F

Pat_74 Post-Resistance LILRA3 11026 37 19 54802527 54802527 Missense_Mutation SNP G A 13 34 c.914C>T c.(913-915)TCC>TTC p.S305F

Pat_74 Post-Resistance EXOC6B 23233 37 2 72786608 72786608 Nonsense_Mutation SNP G A 14 17 c.889C>T c.(889-891)CGA>TGA p.R297*

Pat_74 Post-Resistance TET3 200424 37 2 74320773 74320773 Missense_Mutation SNP C T 22 24 c.2842C>T c.(2842-2844)CTC>TTC p.L948F

Pat_74 Post-Resistance LY75 4065 37 2 160746866 160746866 Nonsense_Mutation SNP C T 26 31 c.660G>A c.(658-660)TGG>TGA p.W220*

Pat_74 Post-Resistance XIRP2 129446 37 2 168102458 168102458 Missense_Mutation SNP C T 38 49 c.4556C>T c.(4555-4557)CCT>CTT p.P1519L

Pat_74 Post-Resistance DNAH7 56171 37 2 196728992 196728992 Missense_Mutation SNP C T 28 38 c.7387G>A c.(7387-7389)GAT>AAT p.D2463N

Pat_74 Post-Resistance PARD3B 117583 37 2 206050515 206050515 Missense_Mutation SNP C T 30 55 c.1952C>T c.(1951-1953)GCC>GTC p.A651V

Pat_74 Post-Resistance KIAA1486 57624 37 2 226378119 226378119 Missense_Mutation SNP G A 18 26 c.254G>A c.(253-255)GGA>GAA p.G85E

Pat_74 Post-Resistance COL4A3 1285 37 2 228128587 228128587 Missense_Mutation SNP G A 23 15 c.1242G>A c.(1240-1242)ATG>ATA p.M414I

Pat_74 Post-Resistance GGTLC1 92086 37 20 23967157 23967157 Missense_Mutation SNP A G 4 57 c.92T>C c.(91-93)ATG>ACG p.M31T

Pat_74 Post-Resistance FRG1B 284802 37 20 29625875 29625875 Missense_Mutation SNP T C 3 69 c.29T>C c.(28-30)ATC>ACC p.I10T

Pat_74 Post-Resistance TOX2 84969 37 20 42694670 42694670 Missense_Mutation SNP C A 8 21 c.1225C>A c.(1225-1227)CCC>ACC p.P409T

Pat_74 Post-Resistance DOPEY2 9980 37 21 37636074 37636074 Missense_Mutation SNP C T 91 166 c.5449C>T c.(5449-5451)CCC>TCC p.P1817S

Pat_74 Post-Resistance DSCAM 1826 37 21 41452217 41452217 Missense_Mutation SNP G A 27 28 c.4282C>T c.(4282-4284)CCA>TCA p.P1428S

Pat_74 Post-Resistance RIMBP3 85376 37 22 20457350 20457350 Missense_Mutation SNP C T 2 3 c.3952G>A c.(3952-3954)GGC>AGC p.G1318S

Pat_74 Post-Resistance RFPL3 10738 37 22 32756614 32756614 Missense_Mutation SNP A G 3 65 c.749A>G c.(748-750)GAT>GGT p.D250G

Pat_74 Post-Resistance TRIOBP 11078 37 22 38120695 38120695 Missense_Mutation SNP C T 37 65 c.2132C>T c.(2131-2133)CCT>CTT p.P711L

Pat_74 Post-Resistance CCR8 1237 37 3 39374063 39374063 Missense_Mutation SNP G A 49 76 c.241G>A c.(241-243)GAC>AAC p.D81N

Pat_74 Post-Resistance ARIH2 10425 37 3 48999097 48999097 Missense_Mutation SNP C T 20 36 c.308C>T c.(307-309)TCA>TTA p.S103L

Pat_74 Post-Resistance BSN 8927 37 3 49694583 49694583 Missense_Mutation SNP C T 16 20 c.7594C>T c.(7594-7596)CCC>TCC p.P2532S

Pat_74 Post-Resistance OR5H2 79310 37 3 98002110 98002110 Missense_Mutation SNP C T 27 37 c.379C>T c.(379-381)CGC>TGC p.R127C

Pat_74 Post-Resistance NIT2 56954 37 3 100058695 100058695 Missense_Mutation SNP C T 14 24 c.163C>T c.(163-165)CCT>TCT p.P55S

Pat_74 Post-Resistance ARHGAP31 57514 37 3 119112312 119112312 Splice_Site SNP A G 51 58 c.882_splice c.e8-2 p.K294_splice

Pat_74 Post-Resistance ILDR1 286676 37 3 121712140 121712140 Missense_Mutation SNP C T 5 10 c.1456G>A c.(1456-1458)GAG>AAG p.E486K

Pat_74 Post-Resistance LEKR1 389170 37 3 156742621 156742622 Missense_Mutation DNP GA AC 21 25 c.364_365GA>AC c.(364-366)GAA>ACA p.E122T

Pat_74 Post-Resistance LRRC34 151827 37 3 169511487 169511487 Missense_Mutation SNP C T 27 49 c.1196G>A c.(1195-1197)GGA>GAA p.G399E

Pat_74 Post-Resistance SAMD7 344658 37 3 169639115 169639115 Missense_Mutation SNP G T 39 32 c.200G>T c.(199-201)CGG>CTG p.R67L

Pat_74 Post-Resistance TPRG1 285386 37 3 189038465 189038465 Missense_Mutation SNP G C 23 19 c.684G>C c.(682-684)AAG>AAC p.K228N

Pat_74 Post-Resistance TP63 8626 37 3 189607246 189607246 Missense_Mutation SNP C T 26 46 c.1625C>T c.(1624-1626)CCG>CTG p.P542L

Pat_74 Post-Resistance LEPREL1 55214 37 3 189690698 189690698 Missense_Mutation SNP G A 30 50 c.1664C>T c.(1663-1665)TCC>TTC p.S555F

Pat_74 Post-Resistance UBXN7 26043 37 3 196089400 196089401 Missense_Mutation DNP GG AA 35 51 c.992_993CC>TT c.(991-993)TCC>TTT p.S331F

Pat_74 Post-Resistance CCDC158 339965 37 4 77247121 77247121 Missense_Mutation SNP G A 62 84 c.3046C>T c.(3046-3048)CCT>TCT p.P1016S

Pat_74 Post-Resistance CFI 3426 37 4 110663728 110663728 Nonsense_Mutation SNP G A 19 23 c.1453C>T c.(1453-1455)CAG>TAG p.Q485*

Pat_74 Post-Resistance INTU 27152 37 4 128564983 128564983 Missense_Mutation SNP G A 35 38 c.454G>A c.(454-456)GTC>ATC p.V152I

Pat_74 Post-Resistance PCDH10 57575 37 4 134073358 134073358 Missense_Mutation SNP G T 11 11 c.2063G>T c.(2062-2064)GGG>GTG p.G688V

Pat_74 Post-Resistance PCDH18 54510 37 4 138451640 138451640 Missense_Mutation SNP G A 34 56 c.1603C>T c.(1603-1605)CAT>TAT p.H535Y

Pat_74 Post-Resistance GYPE 2996 37 4 144826671 144826671 Translation_Start_Site SNP C T 6 48 c.-10G>A c.(-12--8)TCGTG>TCATG

Pat_74 Post-Resistance DNAH5 1767 37 5 13864741 13864741 Missense_Mutation SNP C T 16 23 c.4361G>A c.(4360-4362)CGA>CAA p.R1454Q



Pat_74 Post-Resistance MBLAC2 153364 37 5 89757100 89757100 Nonsense_Mutation SNP G A 26 57 c.724C>T c.(724-726)CGA>TGA p.R242*

Pat_74 Post-Resistance ADAM19 8728 37 5 156924013 156924013 Missense_Mutation SNP G A 4 14 c.1483C>T c.(1483-1485)CCT>TCT p.P495S

Pat_74 Post-Resistance HIVEP1 3096 37 6 12163562 12163562 Missense_Mutation SNP C T 80 130 c.7025C>T c.(7024-7026)CCC>CTC p.P2342L

Pat_74 Post-Resistance VARS 7407 37 6 31745399 31745399 Missense_Mutation SNP G A 11 11 c.3767C>T c.(3766-3768)GCC>GTC p.A1256V

Pat_74 Post-Resistance PKHD1 5314 37 6 51890422 51890422 Missense_Mutation SNP G A 50 74 c.4186C>T c.(4186-4188)CCA>TCA p.P1396S

Pat_74 Post-Resistance COL12A1 1303 37 6 75865396 75865396 Missense_Mutation SNP A G 4 134 c.3425T>C c.(3424-3426)GTT>GCT p.V1142A

Pat_74 Post-Resistance STXBP5 134957 37 6 147646094 147646094 Splice_Site SNP G A 8 30 c.1803_splice c.e17-1 p.K601_splice

Pat_74 Post-Resistance PACRG 135138 37 6 163735909 163735909 Missense_Mutation SNP G T 21 33 c.781G>T c.(781-783)GGG>TGG p.G261W

Pat_74 Post-Resistance TTLL2 83887 37 6 167754658 167754658 Missense_Mutation SNP G T 23 20 c.1270G>T c.(1270-1272)GGG>TGG p.G424W

Pat_74 Post-Resistance IL6 3569 37 7 22771151 22771151 Missense_Mutation SNP G A 20 18 c.598G>A c.(598-600)GAG>AAG p.E200K

Pat_74 Post-Resistance NSUN5 55695 37 7 72717601 72717601 Missense_Mutation SNP G A 30 33 c.1282C>T c.(1282-1284)CCA>TCA p.P428S

Pat_74 Post-Resistance C7orf66 154907 37 7 108524203 108524203 Missense_Mutation SNP T C 43 74 c.209A>G c.(208-210)TAT>TGT p.Y70C

Pat_74 Post-Resistance ST7 7982 37 7 116869938 116869938 Missense_Mutation SNP A C 6 23 c.1465A>C c.(1465-1467)ACC>CCC p.T489P

Pat_74 Post-Resistance WNT2 7472 37 7 116960755 116960755 Missense_Mutation SNP G A 15 16 c.176C>T c.(175-177)CCA>CTA p.P59L

Pat_74 Post-Resistance CPA1 1357 37 7 130023310 130023310 Missense_Mutation SNP A G 3 20 c.562A>G c.(562-564)AGT>GGT p.S188G

Pat_74 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 61 55 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_74 Post-Resistance ATG9B 285973 37 7 150720253 150720253 Nonsense_Mutation SNP G A 100 252 c.700C>T c.(700-702)CGA>TGA p.R234*

Pat_74 Post-Resistance DKK4 27121 37 8 42232353 42232353 Missense_Mutation SNP C T 77 90 c.341G>A c.(340-342)GGA>GAA p.G114E

Pat_74 Post-Resistance SLCO5A1 81796 37 8 70673984 70673984 Missense_Mutation SNP C T 16 33 c.1034G>A c.(1033-1035)GGA>GAA p.G345E

Pat_74 Post-Resistance APBA1 320 37 9 72064588 72064588 Missense_Mutation SNP C T 50 62 c.2093G>A c.(2092-2094)GGG>GAG p.G698E

Pat_74 Post-Resistance OR13D1 286365 37 9 107457507 107457507 Missense_Mutation SNP G A 26 37 c.805G>A c.(805-807)GCC>ACC p.A269T

Pat_74 Post-Resistance PTGS1 5742 37 9 125154609 125154609 Missense_Mutation SNP C T 33 39 c.1586C>T c.(1585-1587)TCC>TTC p.S529F

Pat_74 Post-Resistance WDR34 89891 37 9 131403107 131403107 Missense_Mutation SNP G A 13 26 c.298C>T c.(298-300)CCG>TCG p.P100S

Pat_74 Post-Resistance SEC16A 9919 37 9 139341390 139341390 Missense_Mutation SNP G A 20 36 c.6709C>T c.(6709-6711)CCA>TCA p.P2237S

Pat_74 Post-Resistance EIF1AX 1964 37 X 20156734 20156734 Missense_Mutation SNP C A 60 6 c.23G>T c.(22-24)GGA>GTA p.G8V

Pat_74 Post-Resistance FAM123B 139285 37 X 63411254 63411254 Missense_Mutation SNP G A 10 1 c.1913C>T c.(1912-1914)ACT>ATT p.T638I

Pat_74 Post-Resistance TEX11 56159 37 X 69825286 69825286 Missense_Mutation SNP C T 40 5 c.2077G>A c.(2077-2079)GAG>AAG p.E693K

Pat_76 Pre-Treatment AGRN 375790 37 1 984754 984754 Missense_Mutation SNP G C 20 28 c.4437G>C c.(4435-4437)GAG>GAC p.E1479D

Pat_76 Pre-Treatment PUSL1 126789 37 1 1246733 1246733 Missense_Mutation SNP G A 8 8 c.886G>A c.(886-888)GGG>AGG p.G296R

Pat_76 Pre-Treatment CHD5 26038 37 1 6169939 6169939 Missense_Mutation SNP C T 15 31 c.5494G>A c.(5494-5496)GTG>ATG p.V1832M

Pat_76 Pre-Treatment TNFRSF9 3604 37 1 7995073 7995073 Missense_Mutation SNP C T 4 70 c.544G>A c.(544-546)GGA>AGA p.G182R

Pat_76 Pre-Treatment SLC2A7 155184 37 1 9063467 9063467 Missense_Mutation SNP T C 28 34 c.1431A>G c.(1429-1431)ATA>ATG p.I477M

Pat_76 Pre-Treatment KIF1B 23095 37 1 10405979 10405979 Nonsense_Mutation SNP G A 17 32 c.3765G>A c.(3763-3765)TGG>TGA p.W1255*

Pat_76 Pre-Treatment C1orf127 148345 37 1 11017690 11017690 Missense_Mutation SNP G A 7 31 c.229C>T c.(229-231)CTT>TTT p.L77F

Pat_76 Pre-Treatment PTCHD2 57540 37 1 11579548 11579548 Missense_Mutation SNP G A 35 69 c.2026G>A c.(2026-2028)GAG>AAG p.E676K

Pat_76 Pre-Treatment NPPA 4878 37 1 11907322 11907322 Missense_Mutation SNP C T 14 10 c.298G>A c.(298-300)GGC>AGC p.G100S

Pat_76 Pre-Treatment PRAMEF12 390999 37 1 12835290 12835290 Missense_Mutation SNP C T 62 66 c.280C>T c.(280-282)CGC>TGC p.R94C

Pat_76 Pre-Treatment LOC649330 649330 37 1 12907921 12907921 Missense_Mutation SNP C T 10 114 c.222G>A c.(220-222)ATG>ATA p.M74I

Pat_76 Pre-Treatment CELA2A 63036 37 1 15794002 15794002 Missense_Mutation SNP G A 4 109 c.761G>A c.(760-762)CGG>CAG p.R254Q

Pat_76 Pre-Treatment DNAJC16 23341 37 1 15890790 15890790 Nonsense_Mutation SNP C T 43 81 c.1534C>T c.(1534-1536)CGA>TGA p.R512*

Pat_76 Pre-Treatment KLHDC7A 127707 37 1 18807831 18807831 Missense_Mutation SNP G A 16 25 c.356G>A c.(355-357)AGA>AAA p.R119K

Pat_76 Pre-Treatment KLHDC7A 127707 37 1 18808730 18808730 Missense_Mutation SNP C T 19 25 c.1255C>T c.(1255-1257)CCG>TCG p.P419S

Pat_76 Pre-Treatment PLA2G2D 26279 37 1 20442911 20442911 Missense_Mutation SNP C G 13 22 c.100G>C c.(100-102)GGG>CGG p.G34R

Pat_76 Pre-Treatment MUL1 79594 37 1 20827445 20827445 Missense_Mutation SNP C T 3 50 c.797G>A c.(796-798)CGG>CAG p.R266Q

Pat_76 Pre-Treatment ECE1 1889 37 1 21582571 21582571 Nonsense_Mutation SNP C A 29 31 c.889G>T c.(889-891)GAG>TAG p.E297*

Pat_76 Pre-Treatment RAP1GAP 5909 37 1 21936111 21936111 Missense_Mutation SNP G A 32 93 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_76 Pre-Treatment EPHB2 2048 37 1 23232566 23232566 Missense_Mutation SNP A T 35 32 c.1852A>T c.(1852-1854)ATC>TTC p.I618F



Pat_76 Pre-Treatment GRHL3 57822 37 1 24669215 24669215 Missense_Mutation SNP G A 55 91 c.1253G>A c.(1252-1254)CGG>CAG p.R418Q

Pat_76 Pre-Treatment MAN1C1 57134 37 1 26013027 26013027 Missense_Mutation SNP G A 4 127 c.637G>A c.(637-639)GGA>AGA p.G213R

Pat_76 Pre-Treatment MAP3K6 9064 37 1 27683527 27683527 Missense_Mutation SNP G A 4 139 c.3337C>T c.(3337-3339)CGG>TGG p.R1113W

Pat_76 Pre-Treatment MAP3K6 9064 37 1 27686450 27686450 Missense_Mutation SNP G A 50 82 c.2218C>T c.(2218-2220)CCC>TCC p.P740S

Pat_76 Pre-Treatment CD164L2 388611 37 1 27709119 27709119 Missense_Mutation SNP G A 23 33 c.127C>T c.(127-129)CGC>TGC p.R43C

Pat_76 Pre-Treatment SFRS4 6429 37 1 29475177 29475178 Missense_Mutation DNP GG AA 93 144 c.1229_1230CC>TT c.(1228-1230)TCC>TTT p.S410F

Pat_76 Pre-Treatment PTPRU 10076 37 1 29652156 29652156 Missense_Mutation SNP G A 51 52 c.4324G>A c.(4324-4326)GGG>AGG p.G1442R

Pat_76 Pre-Treatment SNRNP40 9410 37 1 31769519 31769519 Missense_Mutation SNP C T 4 91 c.80G>A c.(79-81)GGA>GAA p.G27E

Pat_76 Pre-Treatment BAI2 576 37 1 32222263 32222263 Missense_Mutation SNP G A 7 15 c.175C>T c.(175-177)CCT>TCT p.P59S

Pat_76 Pre-Treatment SPOCD1 90853 37 1 32280093 32280093 Missense_Mutation SNP C T 13 11 c.842G>A c.(841-843)GGG>GAG p.G281E

Pat_76 Pre-Treatment LCK 3932 37 1 32751189 32751189 Missense_Mutation SNP G A 37 78 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Pre-Treatment CSMD2 114784 37 1 34383699 34383699 Missense_Mutation SNP G A 10 24 c.796C>T c.(796-798)CTC>TTC p.L266F

Pat_76 Pre-Treatment CSMD2 114784 37 1 34554741 34554741 Missense_Mutation SNP C T 15 18 c.121G>A c.(121-123)GGG>AGG p.G41R

Pat_76 Pre-Treatment EIF2C1 26523 37 1 36359345 36359345 Missense_Mutation SNP G A 27 52 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_76 Pre-Treatment C1orf109 54955 37 1 38149083 38149083 Missense_Mutation SNP G A 34 46 c.482C>T c.(481-483)TCG>TTG p.S161L

Pat_76 Pre-Treatment FHL3 2275 37 1 38464940 38464940 Missense_Mutation SNP G T 4 125 c.145C>A c.(145-147)CAT>AAT p.H49N

Pat_76 Pre-Treatment KIAA0754 643314 37 1 39878887 39878887 Missense_Mutation SNP C T 14 16 c.2950C>T c.(2950-2952)CCA>TCA p.P984S

Pat_76 Pre-Treatment NT5C1A 84618 37 1 40131779 40131779 Missense_Mutation SNP C T 25 63 c.265G>A c.(265-267)GAA>AAA p.E89K

Pat_76 Pre-Treatment HPCAL4 51440 37 1 40149802 40149802 Missense_Mutation SNP G A 8 21 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_76 Pre-Treatment PPIE 10450 37 1 40218614 40218614 Missense_Mutation SNP A G 25 65 c.727A>G c.(727-729)ACC>GCC p.T243A

Pat_76 Pre-Treatment NFYC 4802 37 1 41218908 41218908 Missense_Mutation SNP C T 15 45 c.377C>T c.(376-378)CCA>CTA p.P126L

Pat_76 Pre-Treatment HIVEP3 59269 37 1 42041243 42041243 Missense_Mutation SNP G A 5 224 c.5179C>T c.(5179-5181)CCG>TCG p.P1727S

Pat_76 Pre-Treatment SLC2A1 6513 37 1 43393356 43393356 Missense_Mutation SNP G A 4 62 c.1198C>T c.(1198-1200)CGT>TGT p.R400C

Pat_76 Pre-Treatment TIE1 7075 37 1 43778895 43778895 Missense_Mutation SNP C T 9 17 c.2017C>T c.(2017-2019)CCA>TCA p.P673S

Pat_76 Pre-Treatment PTPRF 5792 37 1 44058256 44058257 Missense_Mutation DNP CC TT 7 19 c.1797_1798CC>TT795-1800)GCCCGC>GCTT p.R600C

Pat_76 Pre-Treatment DMAP1 55929 37 1 44684863 44684863 Missense_Mutation SNP C T 21 43 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_76 Pre-Treatment RNF220 55182 37 1 45110737 45110737 Missense_Mutation SNP C T 18 29 c.1294C>T c.(1294-1296)CGG>TGG p.R432W

Pat_76 Pre-Treatment IPP 3652 37 1 46211794 46211794 Missense_Mutation SNP G A 4 75 c.290C>T c.(289-291)ACA>ATA p.T97I

Pat_76 Pre-Treatment FAAH 2166 37 1 46871441 46871441 Missense_Mutation SNP C T 10 16 c.760C>T c.(760-762)CTC>TTC p.L254F

Pat_76 Pre-Treatment CYP4A11 1579 37 1 47402978 47402978 Nonsense_Mutation SNP C T 21 29 c.378G>A c.(376-378)TGG>TGA p.W126*

Pat_76 Pre-Treatment SLC5A9 200010 37 1 48697728 48697728 Missense_Mutation SNP C T 59 68 c.802C>T c.(802-804)CAC>TAC p.H268Y

Pat_76 Pre-Treatment SPATA6 54558 37 1 48877245 48877245 Missense_Mutation SNP G A 13 25 c.296C>T c.(295-297)TCT>TTT p.S99F

Pat_76 Pre-Treatment GLIS1 148979 37 1 54060335 54060335 Missense_Mutation SNP A C 13 21 c.241T>G c.(241-243)TGT>GGT p.C81G

Pat_76 Pre-Treatment YIPF1 54432 37 1 54332025 54332025 Missense_Mutation SNP G A 28 23 c.679C>T c.(679-681)CGT>TGT p.R227C

Pat_76 Pre-Treatment PRKAA2 5563 37 1 57159444 57159444 Missense_Mutation SNP C T 34 45 c.482C>T c.(481-483)TCT>TTT p.S161F

Pat_76 Pre-Treatment C1orf168 199920 37 1 57257735 57257735 Missense_Mutation SNP C T 4 142 c.751G>A c.(751-753)GCC>ACC p.A251T

Pat_76 Pre-Treatment C1orf168 199920 37 1 57257821 57257821 Missense_Mutation SNP C T 23 46 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_76 Pre-Treatment C8A 731 37 1 57341861 57341861 Missense_Mutation SNP G A 13 66 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_76 Pre-Treatment C8B 732 37 1 57397515 57397515 Missense_Mutation SNP T C 44 48 c.1589A>G c.(1588-1590)CAA>CGA p.Q530R

Pat_76 Pre-Treatment C8B 732 37 1 57425723 57425723 Nonsense_Mutation SNP C T 20 8 c.219G>A c.(217-219)TGG>TGA p.W73*

Pat_76 Pre-Treatment DAB1 1600 37 1 57481054 57481054 Missense_Mutation SNP G A 13 12 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_76 Pre-Treatment ROR1 4919 37 1 64624732 64624733 Missense_Mutation DNP CC TT 32 57 c.1243_1244CC>TTc.(1243-1245)CCC>TTC p.P415F

Pat_76 Pre-Treatment ROR1 4919 37 1 64644411 64644411 Missense_Mutation SNP G A 11 24 c.2687G>A c.(2686-2688)GGA>GAA p.G896E

Pat_76 Pre-Treatment LEPR 3953 37 1 66036476 66036476 Nonsense_Mutation SNP C T 7 27 c.361C>T c.(361-363)CAA>TAA p.Q121*

Pat_76 Pre-Treatment PTGFR 5737 37 1 79002109 79002109 Missense_Mutation SNP G A 35 47 c.817G>A c.(817-819)GGA>AGA p.G273R

Pat_76 Pre-Treatment LPHN2 23266 37 1 82417677 82417677 Missense_Mutation SNP G A 32 45 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Pre-Treatment LPHN2 23266 37 1 82435018 82435018 Missense_Mutation SNP C T 31 47 c.2629C>T c.(2629-2631)CTT>TTT p.L877F



Pat_76 Pre-Treatment COL24A1 255631 37 1 86578285 86578285 Missense_Mutation SNP C T 33 44 c.1564G>A c.(1564-1566)GGA>AGA p.G522R

Pat_76 Pre-Treatment HS2ST1 9653 37 1 87570300 87570300 Missense_Mutation SNP C T 19 35 c.992C>T c.(991-993)GCC>GTC p.A331V

Pat_76 Pre-Treatment RBMXL1 494115 37 1 89448465 89448465 Missense_Mutation SNP G A 131 124 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Pre-Treatment GBP6 163351 37 1 89834206 89834206 Missense_Mutation SNP A T 37 51 c.96A>T c.(94-96)GAA>GAT p.E32D

Pat_76 Pre-Treatment GBP6 163351 37 1 89835213 89835213 Missense_Mutation SNP G A 29 27 c.299G>A c.(298-300)GGT>GAT p.G100D

Pat_76 Pre-Treatment ZNF644 84146 37 1 91404798 91404798 Missense_Mutation SNP G A 23 38 c.2113C>T c.(2113-2115)CCT>TCT p.P705S

Pat_76 Pre-Treatment CDC7 8317 37 1 91977357 91977357 Missense_Mutation SNP C T 10 11 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_76 Pre-Treatment EPHX4 253152 37 1 92528636 92528636 Missense_Mutation SNP G A 53 60 c.882G>A c.(880-882)ATG>ATA p.M294I

Pat_76 Pre-Treatment EVI5 7813 37 1 92979352 92979352 Missense_Mutation SNP G A 53 54 c.2294C>T c.(2293-2295)TCG>TTG p.S765L

Pat_76 Pre-Treatment ABCA4 24 37 1 94546093 94546093 Missense_Mutation SNP G A 51 67 c.1040C>T c.(1039-1041)GCC>GTC p.A347V

Pat_76 Pre-Treatment ABCA4 24 37 1 94568678 94568678 Missense_Mutation SNP C T 83 137 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_76 Pre-Treatment ARHGAP29 9411 37 1 94655515 94655515 Missense_Mutation SNP G C 15 32 c.1406C>G c.(1405-1407)GCC>GGC p.A469G

Pat_76 Pre-Treatment DPYD 1806 37 1 98187170 98187170 Missense_Mutation SNP C T 33 53 c.379G>A c.(379-381)GGA>AGA p.G127R

Pat_76 Pre-Treatment HIAT1 64645 37 1 100534098 100534099 Missense_Mutation DNP CC AT 62 77 c.775_776CC>AT c.(775-777)CCG>ATG p.P259M

Pat_76 Pre-Treatment COL11A1 1301 37 1 103471817 103471817 Splice_Site SNP C T 27 73 c.1737_splice c.e16+1 p.R579_splice

Pat_76 Pre-Treatment COL11A1 1301 37 1 103488306 103488306 Missense_Mutation SNP C T 45 68 c.1237G>A c.(1237-1239)GAA>AAA p.E413K

Pat_76 Pre-Treatment GPSM2 29899 37 1 109441582 109441582 Missense_Mutation SNP C T 4 63 c.763C>T c.(763-765)CTT>TTT p.L255F

Pat_76 Pre-Treatment CELSR2 1952 37 1 109793338 109793338 Missense_Mutation SNP G A 5 136 c.637G>A c.(637-639)GCA>ACA p.A213T

Pat_76 Pre-Treatment ATXN7L2 127002 37 1 110033872 110033872 Missense_Mutation SNP G T 27 58 c.1687G>T c.(1687-1689)GTG>TTG p.V563L

Pat_76 Pre-Treatment GPR61 83873 37 1 110086284 110086284 Missense_Mutation SNP G A 4 150 c.640G>A c.(640-642)GTC>ATC p.V214I

Pat_76 Pre-Treatment KCNC4 3749 37 1 110766382 110766382 Missense_Mutation SNP G A 4 120 c.1475G>A c.(1474-1476)CGG>CAG p.R492Q

Pat_76 Pre-Treatment RBM15 64783 37 1 110883778 110883778 Missense_Mutation SNP C T 16 27 c.1751C>T c.(1750-1752)TCT>TTT p.S584F

Pat_76 Pre-Treatment OVGP1 5016 37 1 111957747 111957747 Missense_Mutation SNP G A 26 30 c.1376C>T c.(1375-1377)TCC>TTC p.S459F

Pat_76 Pre-Treatment KCND3 3752 37 1 112525258 112525258 Missense_Mutation SNP G A 7 10 c.91C>T c.(91-93)CCG>TCG p.P31S

Pat_76 Pre-Treatment TSPAN2 10100 37 1 115601575 115601575 Missense_Mutation SNP C T 54 102 c.373G>A c.(373-375)GAA>AAA p.E125K

Pat_76 Pre-Treatment MAN1A2 10905 37 1 118039386 118039386 Missense_Mutation SNP C T 14 29 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_76 Pre-Treatment GDAP2 54834 37 1 118426126 118426126 Missense_Mutation SNP C T 35 40 c.1231G>A c.(1231-1233)GAT>AAT p.D411N

Pat_76 Pre-Treatment SPAG17 200162 37 1 118598459 118598459 Missense_Mutation SNP C T 16 35 c.2619G>A c.(2617-2619)ATG>ATA p.M873I

Pat_76 Pre-Treatment HAO2 51179 37 1 119929246 119929246 Missense_Mutation SNP G A 21 25 c.563G>A c.(562-564)GGA>GAA p.G188E

Pat_76 Pre-Treatment NBPF9 400818 37 1 144220816 144220816 Missense_Mutation SNP A G 9 495 c.2189A>G c.(2188-2190)GAG>GGG p.E730G

Pat_76 Pre-Treatment BCL9 607 37 1 147096566 147096566 Missense_Mutation SNP C T 29 13 c.4087C>T c.(4087-4089)CGG>TGG p.R1363W

Pat_76 Pre-Treatment NBPF16 728936 37 1 148753328 148753328 Missense_Mutation SNP G A 239 185 c.1345G>A c.(1345-1347)GAT>AAT p.D449N

Pat_76 Pre-Treatment SEMA6C 10500 37 1 151105565 151105566 Missense_Mutation DNP CC TT 12 29 .2187_2188GG>AA185-2190)AAGGAG>AAAA p.E730K

Pat_76 Pre-Treatment RPTN 126638 37 1 152129435 152129435 Missense_Mutation SNP C T 102 40 c.140G>A c.(139-141)AGA>AAA p.R47K

Pat_76 Pre-Treatment FLG 2312 37 1 152279041 152279041 Missense_Mutation SNP G A 193 627 c.8321C>T c.(8320-8322)TCC>TTC p.S2774F

Pat_76 Pre-Treatment FLG 2312 37 1 152284783 152284783 Missense_Mutation SNP G A 125 555 c.2579C>T c.(2578-2580)TCG>TTG p.S860L

Pat_76 Pre-Treatment FLG2 388698 37 1 152326351 152326351 Missense_Mutation SNP C T 470 234 c.3911G>A c.(3910-3912)GGA>GAA p.G1304E

Pat_76 Pre-Treatment KPRP 448834 37 1 152732181 152732182 Missense_Mutation DNP CC TG 42 168 c.117_118CC>TG115-120)GCCCCT>GCTGC p.P40A

Pat_76 Pre-Treatment IVL 3713 37 1 152882308 152882308 Missense_Mutation SNP C T 94 44 c.35C>T c.(34-36)TCC>TTC p.S12F

Pat_76 Pre-Treatment S100A2 6273 37 1 153536245 153536245 Missense_Mutation SNP C T 144 66 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_76 Pre-Treatment ATP8B2 57198 37 1 154318798 154318798 Missense_Mutation SNP G T 4 139 c.2969G>T c.(2968-2970)TGC>TTC p.C990F

Pat_76 Pre-Treatment KCNN3 3782 37 1 154794606 154794606 Missense_Mutation SNP G A 71 41 c.988C>T c.(988-990)CTT>TTT p.L330F

Pat_76 Pre-Treatment DCST1 149095 37 1 155014087 155014087 Missense_Mutation SNP C G 4 146 c.746C>G c.(745-747)TCC>TGC p.S249C

Pat_76 Pre-Treatment DCST1 149095 37 1 155023142 155023142 Missense_Mutation SNP G A 3 16 c.1919G>A c.(1918-1920)CGC>CAC p.R640H

Pat_76 Pre-Treatment RUSC1 23623 37 1 155297963 155297964 Missense_Mutation DNP CC AT 226 139 c.2437_2438CC>ATc.(2437-2439)CCG>ATG p.P813M

Pat_76 Pre-Treatment ASH1L 55870 37 1 155448540 155448540 Missense_Mutation SNP G A 19 47 c.4121C>T c.(4120-4122)TCT>TTT p.S1374F

Pat_76 Pre-Treatment PRCC 5546 37 1 156756532 156756532 Missense_Mutation SNP C T 117 64 c.649C>T c.(649-651)CCC>TCC p.P217S



Pat_76 Pre-Treatment NTRK1 4914 37 1 156844761 156844761 Missense_Mutation SNP C T 5 307 c.1315C>T c.(1315-1317)CTC>TTC p.L439F

Pat_76 Pre-Treatment PEAR1 375033 37 1 156883182 156883182 Splice_Site SNP G A 79 41 c.2512_splice c.e20-1 p.V838_splice

Pat_76 Pre-Treatment CD1C 911 37 1 158261016 158261016 Missense_Mutation SNP G A 96 66 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_76 Pre-Treatment OR6K2 81448 37 1 158669934 158669934 Missense_Mutation SNP G A 26 116 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_76 Pre-Treatment OR6K2 81448 37 1 158670321 158670321 Missense_Mutation SNP C T 87 28 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_76 Pre-Treatment PYHIN1 149628 37 1 158909027 158909027 Missense_Mutation SNP C T 50 230 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_76 Pre-Treatment OR10J1 26476 37 1 159409697 159409697 Nonsense_Mutation SNP T G 98 316 c.149T>G c.(148-150)TTA>TGA p.L50*

Pat_76 Pre-Treatment OR10J1 26476 37 1 159410116 159410116 Missense_Mutation SNP G A 56 240 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_76 Pre-Treatment FCRL6 343413 37 1 159785251 159785251 Splice_Site SNP T G 14 71 c.1179_splice c.e9+2 p.K393_splice

Pat_76 Pre-Treatment ATP1A2 477 37 1 160105225 160105225 Missense_Mutation SNP G A 61 50 c.2117G>A c.(2116-2118)GGA>GAA p.G706E

Pat_76 Pre-Treatment ATP1A4 480 37 1 160129209 160129209 Missense_Mutation SNP C T 120 59 c.671C>T c.(670-672)TCA>TTA p.S224L

Pat_76 Pre-Treatment VANGL2 57216 37 1 160388964 160388964 Missense_Mutation SNP C T 4 79 c.365C>T c.(364-366)ACG>ATG p.T122M

Pat_76 Pre-Treatment NDUFS2 4720 37 1 161182173 161182173 Missense_Mutation SNP C T 38 111 c.1019C>T c.(1018-1020)TCC>TTC p.S340F

Pat_76 Pre-Treatment PBX1 5087 37 1 164815831 164815831 Missense_Mutation SNP G A 138 49 c.1211G>A c.(1210-1212)GGT>GAT p.G404D

Pat_76 Pre-Treatment ALDH9A1 223 37 1 165634269 165634269 Missense_Mutation SNP C T 75 25 c.1448G>A c.(1447-1449)GGA>GAA p.G483E

Pat_76 Pre-Treatment ADCY10 55811 37 1 167817683 167817683 Missense_Mutation SNP G A 62 45 c.2353C>T c.(2353-2355)CAT>TAT p.H785Y

Pat_76 Pre-Treatment F5 2153 37 1 169511239 169511239 Missense_Mutation SNP C T 308 154 c.3089G>A c.(3088-3090)CGA>CAA p.R1030Q

Pat_76 Pre-Treatment SELP 6403 37 1 169562902 169562902 Missense_Mutation SNP A C 71 31 c.2348T>G c.(2347-2349)ATA>AGA p.I783R

Pat_76 Pre-Treatment C1orf156 92342 37 1 169762716 169762716 Missense_Mutation SNP C T 230 117 c.121G>A c.(121-123)GGA>AGA p.G41R

Pat_76 Pre-Treatment FMO3 2328 37 1 171079999 171079999 Missense_Mutation SNP C T 82 277 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_76 Pre-Treatment VAMP4 8674 37 1 171673654 171673654 Missense_Mutation SNP G A 4 69 c.418C>T c.(418-420)CGT>TGT p.R140C

Pat_76 Pre-Treatment TNR 7143 37 1 175372639 175372640 Missense_Mutation DNP GG AA 100 326 c.612_613CC>TT610-615)TGCCCG>TGTTC p.P205S

Pat_76 Pre-Treatment TNR 7143 37 1 175375835 175375835 Missense_Mutation SNP C T 121 51 c.16G>A c.(16-18)GAA>AAA p.E6K

Pat_76 Pre-Treatment PAPPA2 60676 37 1 176668460 176668460 Missense_Mutation SNP A G 112 366 c.2971A>G c.(2971-2973)AAG>GAG p.K991E

Pat_76 Pre-Treatment C1orf125 126859 37 1 179460729 179460729 Missense_Mutation SNP G A 33 131 c.2148G>A c.(2146-2148)ATG>ATA p.M716I

Pat_76 Pre-Treatment CEP350 9857 37 1 180023013 180023013 Missense_Mutation SNP A C 99 36 c.5118A>C c.(5116-5118)GAA>GAC p.E1706D

Pat_76 Pre-Treatment XPR1 9213 37 1 180849418 180849418 Missense_Mutation SNP C T 106 82 c.2015C>T c.(2014-2016)CCT>CTT p.P672L

Pat_76 Pre-Treatment CACNA1E 777 37 1 181695216 181695216 Missense_Mutation SNP G A 33 18 c.2158G>A c.(2158-2160)GAA>AAA p.E720K

Pat_76 Pre-Treatment LAMC2 3918 37 1 183192278 183192278 Missense_Mutation SNP C T 63 23 c.772C>T c.(772-774)CTT>TTT p.L258F

Pat_76 Pre-Treatment LAMC2 3918 37 1 183192310 183192310 Missense_Mutation SNP C G 20 86 c.804C>G c.(802-804)AGC>AGG p.S268R

Pat_76 Pre-Treatment APOBEC4 403314 37 1 183616917 183616917 Missense_Mutation SNP C T 131 71 c.1000G>A c.(1000-1002)GGA>AGA p.G334R

Pat_76 Pre-Treatment FAM129A 116496 37 1 184792330 184792330 Nonsense_Mutation SNP G C 49 146 c.956C>G c.(955-957)TCA>TGA p.S319*

Pat_76 Pre-Treatment FAM129A 116496 37 1 184863341 184863341 Splice_Site SNP C T 7 32 c.187_splice c.e3-1 p.P63_splice

Pat_76 Pre-Treatment PRG4 10216 37 1 186276274 186276274 Missense_Mutation SNP G T 5 160 c.1423G>T c.(1423-1425)GCA>TCA p.A475S

Pat_76 Pre-Treatment PLA2G4A 5321 37 1 186934540 186934540 Splice_Site SNP G A 18 10 c.1580_splice c.e15-1 p.D527_splice

Pat_76 Pre-Treatment FAM5C 339479 37 1 190195350 190195350 Missense_Mutation SNP C T 79 37 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Pre-Treatment CFH 3075 37 1 196654365 196654365 Missense_Mutation SNP C T 53 247 c.962C>T c.(961-963)ACC>ATC p.T321I

Pat_76 Pre-Treatment CRB1 23418 37 1 197396935 197396935 Missense_Mutation SNP G A 61 27 c.2480G>A c.(2479-2481)GGA>GAA p.G827E

Pat_76 Pre-Treatment KIF14 9928 37 1 200586846 200586846 Missense_Mutation SNP G T 37 150 c.1006C>A c.(1006-1008)CCC>ACC p.P336T

Pat_76 Pre-Treatment KIF14 9928 37 1 200586848 200586848 Missense_Mutation SNP A G 37 151 c.1004T>C c.(1003-1005)CTT>CCT p.L335P

Pat_76 Pre-Treatment CACNA1S 779 37 1 201056982 201056983 Missense_Mutation DNP GG AA 33 41 c.975_976CC>TT (973-978)ATCCTC>ATTTT p.L326F

Pat_76 Pre-Treatment TNNI1 7135 37 1 201383752 201383752 Missense_Mutation SNP T G 23 83 c.83A>C c.(82-84)GAA>GCA p.E28A

Pat_76 Pre-Treatment TNNI1 7135 37 1 201386940 201386940 Translation_Start_Site SNP C T 11 48 c.-18G>A c.(-20--16)AGGTG>AGATG

Pat_76 Pre-Treatment NAV1 89796 37 1 201762969 201762969 Missense_Mutation SNP G A 4 153 c.3371G>A c.(3370-3372)CGC>CAC p.R1124H

Pat_76 Pre-Treatment IPO9 55705 37 1 201843467 201843467 Missense_Mutation SNP G A 4 137 c.2800G>A c.(2800-2802)GCT>ACT p.A934T

Pat_76 Pre-Treatment LGR6 59352 37 1 202283992 202283992 Nonsense_Mutation SNP C T 15 81 c.1630C>T c.(1630-1632)CAG>TAG p.Q544*

Pat_76 Pre-Treatment PPP1R12B 4660 37 1 202464748 202464748 Nonsense_Mutation SNP C T 54 143 c.2386C>T c.(2386-2388)CGA>TGA p.R796*



Pat_76 Pre-Treatment CHI3L1 1116 37 1 203153717 203153717 Missense_Mutation SNP A T 128 57 c.301T>A c.(301-303)TTT>ATT p.F101I

Pat_76 Pre-Treatment ZC3H11A 9877 37 1 203819077 203819077 Missense_Mutation SNP A G 4 145 c.1862A>G c.(1861-1863)GAG>GGG p.E621G

Pat_76 Pre-Treatment TMCC2 9911 37 1 205211131 205211131 Missense_Mutation SNP G A 4 113 c.706G>A c.(706-708)GTG>ATG p.V236M

Pat_76 Pre-Treatment C4BPB 725 37 1 207265145 207265145 Missense_Mutation SNP C T 17 21 c.389C>T c.(388-390)CCC>CTC p.P130L

Pat_76 Pre-Treatment HSD11B1 3290 37 1 209879168 209879168 Missense_Mutation SNP G A 12 84 c.101G>A c.(100-102)GGA>GAA p.G34E

Pat_76 Pre-Treatment KCNH1 3756 37 1 210977434 210977435 Missense_Mutation DNP GG AA 30 16 c.1536_1537CC>TT1534-1539)TACCAT>TATT p.H513Y

Pat_76 Pre-Treatment PTPN14 5784 37 1 214556797 214556797 Missense_Mutation SNP C T 5 246 c.2401G>A c.(2401-2403)GGG>AGG p.G801R

Pat_76 Pre-Treatment USH2A 7399 37 1 215813963 215813963 Missense_Mutation SNP C T 4 108 c.14905G>A c.(14905-14907)GGA>AGA p.G4969R

Pat_76 Pre-Treatment USH2A 7399 37 1 215848169 215848169 Missense_Mutation SNP G A 15 51 c.13084C>T c.(13084-13086)CCA>TCA p.P4362S

Pat_76 Pre-Treatment EPRS 2058 37 1 220152958 220152958 Splice_Site SNP C T 24 53 c.3712_splice c.e27-1 p.G1238_splice

Pat_76 Pre-Treatment MIA3 375056 37 1 222801532 222801532 Missense_Mutation SNP G A 91 43 c.970G>A c.(970-972)GAC>AAC p.D324N

Pat_76 Pre-Treatment DISP1 84976 37 1 223177395 223177395 Missense_Mutation SNP T A 37 98 c.2656T>A c.(2656-2658)TTT>ATT p.F886I

Pat_76 Pre-Treatment SUSD4 55061 37 1 223465897 223465897 Missense_Mutation SNP C T 49 185 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_76 Pre-Treatment ENAH 55740 37 1 225707053 225707053 Missense_Mutation SNP C T 34 89 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_76 Pre-Treatment CDC42BPA 8476 37 1 227203785 227203785 Missense_Mutation SNP G A 147 43 c.4748C>T c.(4747-4749)CCC>CTC p.P1583L

Pat_76 Pre-Treatment OBSCN 84033 37 1 228479646 228479646 Missense_Mutation SNP G A 32 23 c.10387G>A c.(10387-10389)GAA>AAA p.E3463K

Pat_76 Pre-Treatment SIPA1L2 57568 37 1 232600998 232600998 Missense_Mutation SNP C T 5 323 c.2408G>A c.(2407-2409)CGA>CAA p.R803Q

Pat_76 Pre-Treatment SIPA1L2 57568 37 1 232601113 232601113 Missense_Mutation SNP G A 52 197 c.2293C>T c.(2293-2295)CCC>TCC p.P765S

Pat_76 Pre-Treatment KIAA1804 84451 37 1 233482322 233482322 Missense_Mutation SNP G A 44 28 c.940G>A c.(940-942)GAA>AAA p.E314K

Pat_76 Pre-Treatment NID1 4811 37 1 236205285 236205285 Missense_Mutation SNP G T 4 82 c.1060C>A c.(1060-1062)CAG>AAG p.Q354K

Pat_76 Pre-Treatment FMN2 56776 37 1 240371077 240371077 Missense_Mutation SNP C T 43 106 c.2965C>T c.(2965-2967)CCT>TCT p.P989S

Pat_76 Pre-Treatment FMN2 56776 37 1 240371209 240371209 Missense_Mutation SNP C T 6 76 c.3097C>T c.(3097-3099)CCG>TCG p.P1033S

Pat_76 Pre-Treatment AKT3 10000 37 1 243777040 243777040 Missense_Mutation SNP G A 23 30 c.629C>T c.(628-630)TCC>TTC p.S210F

Pat_76 Pre-Treatment C1orf100 200159 37 1 244528007 244528007 Missense_Mutation SNP C T 4 85 c.5C>T c.(4-6)ACT>ATT p.T2I

Pat_76 Pre-Treatment ZNF669 79862 37 1 247264023 247264023 Missense_Mutation SNP G A 55 45 c.1048C>T c.(1048-1050)CGT>TGT p.R350C

Pat_76 Pre-Treatment OR2W5 441932 37 1 247655213 247655213 Missense_Mutation SNP G A 41 63 c.784G>A c.(784-786)GCC>ACC p.A262T

Pat_76 Pre-Treatment OR2W3 343171 37 1 248059042 248059042 Missense_Mutation SNP G A 170 247 c.154G>A c.(154-156)GAC>AAC p.D52N

Pat_76 Pre-Treatment OR2L2 26246 37 1 248201597 248201597 Missense_Mutation SNP G A 46 75 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_76 Pre-Treatment OR2M3 127062 37 1 248366888 248366888 Missense_Mutation SNP A C 119 175 c.519A>C c.(517-519)GAA>GAC p.E173D

Pat_76 Pre-Treatment OR2T33 391195 37 1 248436332 248436332 Missense_Mutation SNP G A 34 40 c.785C>T c.(784-786)TCC>TTC p.S262F

Pat_76 Pre-Treatment OR2T33 391195 37 1 248436951 248436951 Missense_Mutation SNP G A 41 58 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_76 Pre-Treatment OR14I1 401994 37 1 248845470 248845470 Missense_Mutation SNP C T 8 27 c.136G>A c.(136-138)GTC>ATC p.V46I

Pat_76 Pre-Treatment GTPBP4 23560 37 10 1055472 1055472 Nonsense_Mutation SNP C T 52 82 c.1195C>T c.(1195-1197)CGA>TGA p.R399*

Pat_76 Pre-Treatment NET1 10276 37 10 5468628 5468628 Missense_Mutation SNP C T 4 77 c.139C>T c.(139-141)CGG>TGG p.R47W

Pat_76 Pre-Treatment C10orf18 54906 37 10 5769069 5769069 Missense_Mutation SNP G A 4 137 c.470G>A c.(469-471)CGT>CAT p.R157H

Pat_76 Pre-Treatment C10orf18 54906 37 10 5789058 5789058 Missense_Mutation SNP C T 49 55 c.3674C>T c.(3673-3675)TCG>TTG p.S1225L

Pat_76 Pre-Treatment IL2RA 3559 37 10 6067847 6067847 Missense_Mutation SNP C T 28 51 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_76 Pre-Treatment ITIH2 3698 37 10 7751024 7751024 Nonsense_Mutation SNP C T 44 103 c.232C>T c.(232-234)CAG>TAG p.Q78*

Pat_76 Pre-Treatment ATP5C1 509 37 10 7842001 7842001 Missense_Mutation SNP C T 20 60 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_76 Pre-Treatment NMT2 9397 37 10 15154841 15154841 Missense_Mutation SNP G A 4 114 c.1292C>T c.(1291-1293)ACG>ATG p.T431M

Pat_76 Pre-Treatment CUBN 8029 37 10 16962022 16962022 Missense_Mutation SNP G A 37 33 c.6761C>T c.(6760-6762)CCA>CTA p.P2254L

Pat_76 Pre-Treatment PLXDC2 84898 37 10 20432253 20432253 Nonsense_Mutation SNP C T 42 78 c.571C>T c.(571-573)CGA>TGA p.R191*

Pat_76 Pre-Treatment NEBL 10529 37 10 21250695 21250695 Missense_Mutation SNP C G 58 47 c.263G>C c.(262-264)AGA>ACA p.R88T

Pat_76 Pre-Treatment KIAA1217 56243 37 10 24813643 24813643 Missense_Mutation SNP A C 3 61 c.2848A>C c.(2848-2850)ATT>CTT p.I950L

Pat_76 Pre-Treatment KIAA1217 56243 37 10 24834776 24834776 Missense_Mutation SNP A T 38 37 c.5355A>T c.(5353-5355)AAA>AAT p.K1785N

Pat_76 Pre-Treatment ARHGAP21 57584 37 10 24896817 24896817 Missense_Mutation SNP G A 29 50 c.2438C>T c.(2437-2439)CCT>CTT p.P813L

Pat_76 Pre-Treatment THNSL1 79896 37 10 25314107 25314107 Missense_Mutation SNP G A 49 51 c.1955G>A c.(1954-1956)AGG>AAG p.R652K



Pat_76 Pre-Treatment GAD2 2572 37 10 26562608 26562608 Nonsense_Mutation SNP G A 53 57 c.1136G>A c.(1135-1137)TGG>TAG p.W379*

Pat_76 Pre-Treatment GAD2 2572 37 10 26589747 26589747 Missense_Mutation SNP G A 32 75 c.1615G>A c.(1615-1617)GAG>AAG p.E539K

Pat_76 Pre-Treatment PTCHD3 374308 37 10 27702980 27702981 Missense_Mutation DNP GG AA 25 20 c.199_200CC>TT c.(199-201)CCC>TTC p.P67F

Pat_76 Pre-Treatment EPC1 80314 37 10 32576138 32576138 Missense_Mutation SNP G A 4 116 c.1040C>T c.(1039-1041)TCG>TTG p.S347L

Pat_76 Pre-Treatment C10orf68 79741 37 10 33018265 33018266 Missense_Mutation DNP CC TT 30 37 c.706_707CC>TT c.(706-708)CCT>TTT p.P236F

Pat_76 Pre-Treatment ANKRD30A 91074 37 10 37490199 37490199 Missense_Mutation SNP G A 5 111 c.2647G>A c.(2647-2649)GTA>ATA p.V883I

Pat_76 Pre-Treatment ZNF33B 7582 37 10 43088374 43088374 Missense_Mutation SNP C A 39 80 c.2024G>T c.(2023-2025)TGT>TTT p.C675F

Pat_76 Pre-Treatment BMS1 9790 37 10 43316137 43316137 Splice_Site SNP G A 4 62 c.2950_splice c.e17+1 p.G984_splice

Pat_76 Pre-Treatment RASGEF1A 221002 37 10 43692445 43692445 Missense_Mutation SNP C T 13 9 c.1327G>A c.(1327-1329)GCG>ACG p.A443T

Pat_76 Pre-Treatment RASGEF1A 221002 37 10 43694453 43694453 Missense_Mutation SNP C T 50 34 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_76 Pre-Treatment HNRNPF 3185 37 10 43882129 43882129 Missense_Mutation SNP C T 5 179 c.1204G>A c.(1204-1206)GGG>AGG p.G402R

Pat_76 Pre-Treatment ANUBL1 93550 37 10 46121802 46121802 Missense_Mutation SNP G T 4 94 c.1469C>A c.(1468-1470)CCA>CAA p.P490Q

Pat_76 Pre-Treatment SYT15 83849 37 10 46965788 46965789 Missense_Mutation DNP GG AA 4 30 c.748_749CC>TT c.(748-750)CCC>TTC p.P250F

Pat_76 Pre-Treatment FRMPD2 143162 37 10 49395274 49395274 Missense_Mutation SNP C T 13 19 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_76 Pre-Treatment DRGX 644168 37 10 50574211 50574211 Missense_Mutation SNP C T 21 45 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_76 Pre-Treatment SLC18A3 6572 37 10 50819762 50819762 Missense_Mutation SNP G A 28 50 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_76 Pre-Treatment C10orf53 282966 37 10 50902584 50902584 Missense_Mutation SNP G A 18 56 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Pre-Treatment AGAP6 414189 37 10 51748552 51748552 Missense_Mutation SNP C T 34 54 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_76 Pre-Treatment ASAH2 56624 37 10 52005142 52005142 Missense_Mutation SNP G A 14 9 c.200C>T c.(199-201)TCC>TTC p.S67F

Pat_76 Pre-Treatment ASAH2 56624 37 10 52005163 52005163 Missense_Mutation SNP C T 7 7 c.179G>A c.(178-180)GGC>GAC p.G60D

Pat_76 Pre-Treatment CSTF2T 23283 37 10 53458427 53458427 Missense_Mutation SNP C T 48 67 c.883G>A c.(883-885)GTT>ATT p.V295I

Pat_76 Pre-Treatment PCDH15 65217 37 10 55626547 55626547 Missense_Mutation SNP C T 33 44 c.3572G>A c.(3571-3573)GGA>GAA p.G1191E

Pat_76 Pre-Treatment ANK3 288 37 10 61941095 61941095 Missense_Mutation SNP G T 69 90 c.2176C>A c.(2176-2178)CAG>AAG p.Q726K

Pat_76 Pre-Treatment ARID5B 84159 37 10 63851357 63851357 Missense_Mutation SNP C T 31 45 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_76 Pre-Treatment LRRTM3 347731 37 10 68687186 68687186 Missense_Mutation SNP C T 37 55 c.512C>T c.(511-513)ACC>ATC p.T171I

Pat_76 Pre-Treatment CTNNA3 29119 37 10 68940116 68940116 Missense_Mutation SNP G A 35 42 c.1006C>T c.(1006-1008)CGC>TGC p.R336C

Pat_76 Pre-Treatment PBLD 64081 37 10 70056043 70056043 Missense_Mutation SNP G A 4 56 c.263C>T c.(262-264)GCT>GTT p.A88V

Pat_76 Pre-Treatment SLC25A16 8034 37 10 70266454 70266454 Missense_Mutation SNP G A 3 24 c.245C>T c.(244-246)GCT>GTT p.A82V

Pat_76 Pre-Treatment UNC5B 219699 37 10 73046531 73046531 Missense_Mutation SNP G A 5 264 c.638G>A c.(637-639)CGC>CAC p.R213H

Pat_76 Pre-Treatment UNC5B 219699 37 10 73051446 73051446 Missense_Mutation SNP G C 25 25 c.1552G>C c.(1552-1554)GAC>CAC p.D518H

Pat_76 Pre-Treatment CCDC109A 90550 37 10 74644024 74644024 Missense_Mutation SNP G A 29 41 c.862G>A c.(862-864)GAA>AAA p.E288K

Pat_76 Pre-Treatment PLA2G12B 84647 37 10 74714398 74714398 Missense_Mutation SNP C T 20 40 c.46G>A c.(46-48)GGT>AGT p.G16S

Pat_76 Pre-Treatment TTC18 118491 37 10 75038089 75038089 Missense_Mutation SNP C T 8 12 c.2456G>A c.(2455-2457)GGA>GAA p.G819E

Pat_76 Pre-Treatment USP54 159195 37 10 75276315 75276315 Missense_Mutation SNP G A 57 57 c.3869C>T c.(3868-3870)TCC>TTC p.S1290F

Pat_76 Pre-Treatment DLG5 9231 37 10 79589166 79589166 Missense_Mutation SNP G A 54 92 c.2132C>T c.(2131-2133)TCC>TTC p.S711F

Pat_76 Pre-Treatment SFTPD 6441 37 10 81697757 81697757 Missense_Mutation SNP G A 90 111 c.979C>T c.(979-981)CCC>TCC p.P327S

Pat_76 Pre-Treatment MMRN2 79812 37 10 88703241 88703241 Missense_Mutation SNP C T 26 27 c.1300G>A c.(1300-1302)GAG>AAG p.E434K

Pat_76 Pre-Treatment BTAF1 9044 37 10 93711222 93711222 Missense_Mutation SNP C T 17 45 c.463C>T c.(463-465)CTT>TTT p.L155F

Pat_76 Pre-Treatment MYOF 26509 37 10 95119690 95119690 Missense_Mutation SNP G A 66 67 c.3020C>T c.(3019-3021)TCC>TTC p.S1007F

Pat_76 Pre-Treatment CEP55 55165 37 10 95276697 95276697 Missense_Mutation SNP C T 33 36 c.685C>T c.(685-687)CTT>TTT p.L229F

Pat_76 Pre-Treatment LGI1 9211 37 10 95557173 95557173 Missense_Mutation SNP G A 48 63 c.1287G>A c.(1285-1287)ATG>ATA p.M429I

Pat_76 Pre-Treatment PIPSL 266971 37 10 95720163 95720164 Missense_Mutation DNP CC TT 24 25 c.990_991GG>AA(988-993)ATGGGT>ATAAG.330_331MG>I

Pat_76 Pre-Treatment ALDH18A1 5832 37 10 97402832 97402832 Missense_Mutation SNP C T 4 75 c.220G>A c.(220-222)GTG>ATG p.V74M

Pat_76 Pre-Treatment TCTN3 26123 37 10 97442505 97442505 Missense_Mutation SNP C T 83 130 c.1355G>A c.(1354-1356)GGA>GAA p.G452E

Pat_76 Pre-Treatment TLL2 7093 37 10 98145849 98145849 Missense_Mutation SNP G A 15 19 c.1976C>T c.(1975-1977)TCC>TTC p.S659F

Pat_76 Pre-Treatment TLL2 7093 37 10 98145910 98145910 Missense_Mutation SNP C T 46 48 c.1915G>A c.(1915-1917)GAG>AAG p.E639K

Pat_76 Pre-Treatment ARHGAP19 84986 37 10 99023320 99023320 Missense_Mutation SNP G A 4 159 c.470C>T c.(469-471)GCT>GTT p.A157V



Pat_76 Pre-Treatment FAM178A 55719 37 10 102672889 102672889 Missense_Mutation SNP G A 4 51 c.22G>A c.(22-24)GCT>ACT p.A8T

Pat_76 Pre-Treatment PSD 5662 37 10 104171563 104171564 Missense_Mutation DNP CC TT 6 9 .1842_1843GG>AA840-1845)AAGGAG>AAAA p.E615K

Pat_76 Pre-Treatment TRIM8 81603 37 10 104416885 104416885 Missense_Mutation SNP C T 27 40 c.1430C>T c.(1429-1431)TCC>TTC p.S477F

Pat_76 Pre-Treatment SH3PXD2A 9644 37 10 105362751 105362751 Missense_Mutation SNP C A 4 105 c.2140G>T c.(2140-2142)GCG>TCG p.A714S

Pat_76 Pre-Treatment HABP2 3026 37 10 115342983 115342983 Missense_Mutation SNP C T 14 24 c.1103C>T c.(1102-1104)ACC>ATC p.T368I

Pat_76 Pre-Treatment C10orf81 79949 37 10 115526170 115526170 Missense_Mutation SNP G A 12 17 c.11G>A c.(10-12)GGC>GAC p.G4D

Pat_76 Pre-Treatment ATRNL1 26033 37 10 116889240 116889240 Missense_Mutation SNP C T 44 49 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_76 Pre-Treatment ATRNL1 26033 37 10 117154237 117154238 Missense_Mutation DNP GG AA 21 61 .3244_3245GG>AAc.(3244-3246)GGA>AAA p.G1082K

Pat_76 Pre-Treatment PNLIPRP3 119548 37 10 118236307 118236307 Missense_Mutation SNP A T 21 27 c.1316A>T c.(1315-1317)AAT>ATT p.N439I

Pat_76 Pre-Treatment EIF3A 8661 37 10 120801695 120801695 Missense_Mutation SNP A T 6 228 c.3337T>A c.(3337-3339)TTG>ATG p.L1113M

Pat_76 Pre-Treatment FGFR2 2263 37 10 123325216 123325216 Missense_Mutation SNP G A 4 49 c.112C>T c.(112-114)CCA>TCA p.P38S

Pat_76 Pre-Treatment TACC2 10579 37 10 123989936 123989936 Missense_Mutation SNP G A 4 61 c.8108G>A c.(8107-8109)CGC>CAC p.R2703H

Pat_76 Pre-Treatment DMBT1 1755 37 10 124351944 124351944 Nonsense_Mutation SNP G A 6 244 c.2333G>A c.(2332-2334)TGG>TAG p.W778*

Pat_76 Pre-Treatment DMBT1 1755 37 10 124399555 124399555 Splice_Site SNP G A 12 17 c.6556_splice c.e52-1 p.A2186_splice

Pat_76 Pre-Treatment CUZD1 50624 37 10 124593415 124593415 Missense_Mutation SNP C T 24 23 c.1424G>A c.(1423-1425)GGA>GAA p.G475E

Pat_76 Pre-Treatment CHST15 51363 37 10 125798085 125798085 Missense_Mutation SNP T A 23 33 c.1136A>T c.(1135-1137)CAC>CTC p.H379L

Pat_76 Pre-Treatment CHST15 51363 37 10 125805533 125805533 Missense_Mutation SNP C T 30 31 c.196G>A c.(196-198)GAA>AAA p.E66K

Pat_76 Pre-Treatment DOCK1 1793 37 10 128851048 128851048 Missense_Mutation SNP T C 6 11 c.2242T>C c.(2242-2244)TTC>CTC p.F748L

Pat_76 Pre-Treatment DOCK1 1793 37 10 128851054 128851054 Missense_Mutation SNP G A 4 8 c.2248G>A c.(2248-2250)GTG>ATG p.V750M

Pat_76 Pre-Treatment KRTAP5-1 387264 37 11 1606443 1606443 Missense_Mutation SNP T C 4 149 c.37A>G c.(37-39)AGC>GGC p.S13G

Pat_76 Pre-Treatment TNNT3 7140 37 11 1959716 1959716 Nonsense_Mutation SNP G A 14 17 c.771G>A c.(769-771)TGG>TGA p.W257*

Pat_76 Pre-Treatment TSSC4 10078 37 11 2424103 2424104 Missense_Mutation DNP CC TT 20 24 c.240_241CC>TT.(238-243)TTCCAT>TTTTA p.H81Y

Pat_76 Pre-Treatment TRPM5 29850 37 11 2428471 2428471 Missense_Mutation SNP T C 10 18 c.2996A>G c.(2995-2997)AAC>AGC p.N999S

Pat_76 Pre-Treatment ZNF195 7748 37 11 3380508 3380508 Missense_Mutation SNP G A 29 69 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_76 Pre-Treatment OR52K2 119774 37 11 4471488 4471489 Missense_Mutation DNP GG AA 36 43 c.919_920GG>AA c.(919-921)GGA>AAA p.G307K

Pat_76 Pre-Treatment OR51E1 143503 37 11 4674277 4674277 Missense_Mutation SNP C T 74 118 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_76 Pre-Treatment OR51E1 143503 37 11 4674409 4674409 Missense_Mutation SNP C T 19 27 c.653C>T c.(652-654)TCC>TTC p.S218F

Pat_76 Pre-Treatment OR51E2 81285 37 11 4703277 4703277 Missense_Mutation SNP C T 21 30 c.665G>A c.(664-666)CGA>CAA p.R222Q

Pat_76 Pre-Treatment OR51E2 81285 37 11 4703632 4703632 Missense_Mutation SNP G A 8 26 c.310C>T c.(310-312)CAT>TAT p.H104Y

Pat_76 Pre-Treatment OR52R1 119695 37 11 4824685 4824685 Missense_Mutation SNP C T 14 33 c.1163G>A c.(1162-1164)GGA>GAA p.G388E

Pat_76 Pre-Treatment OR51F2 119694 37 11 4843021 4843021 Missense_Mutation SNP C T 63 122 c.406C>T c.(406-408)CGT>TGT p.R136C

Pat_76 Pre-Treatment OR52J3 119679 37 11 5068233 5068233 Missense_Mutation SNP C T 20 42 c.478C>T c.(478-480)CCC>TCC p.P160S

Pat_76 Pre-Treatment HBG2 3048 37 11 5275625 5275625 Missense_Mutation SNP G A 25 153 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_76 Pre-Treatment OR51B5 282763 37 11 5363977 5363977 Missense_Mutation SNP G A 22 33 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_76 Pre-Treatment OR52N1 79473 37 11 5809139 5809139 Missense_Mutation SNP C T 4 105 c.908G>A c.(907-909)CGA>CAA p.R303Q

Pat_76 Pre-Treatment OR52N1 79473 37 11 5809289 5809289 Missense_Mutation SNP G A 43 77 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_76 Pre-Treatment OR52B2 255725 37 11 6190872 6190872 Missense_Mutation SNP G A 21 8 c.685C>T c.(685-687)CGT>TGT p.R229C

Pat_76 Pre-Treatment OR2AG2 338755 37 11 6790164 6790164 Missense_Mutation SNP C T 9 30 c.25G>A c.(25-27)GGA>AGA p.G9R

Pat_76 Pre-Treatment NLRP14 338323 37 11 7079624 7079624 Missense_Mutation SNP G A 58 92 c.2576G>A c.(2575-2577)GGA>GAA p.G859E

Pat_76 Pre-Treatment NLRP14 338323 37 11 7081264 7081264 Missense_Mutation SNP C T 127 147 c.2773C>T c.(2773-2775)CGG>TGG p.R925W

Pat_76 Pre-Treatment PLEKHA7 144100 37 11 16872806 16872806 Missense_Mutation SNP G A 37 50 c.628C>T c.(628-630)CCC>TCC p.P210S

Pat_76 Pre-Treatment KCNJ11 3767 37 11 17409602 17409602 Missense_Mutation SNP C T 4 83 c.37G>A c.(37-39)GTG>ATG p.V13M

Pat_76 Pre-Treatment ABCC8 6833 37 11 17483319 17483319 Missense_Mutation SNP T G 14 16 c.633A>C c.(631-633)CAA>CAC p.Q211H

Pat_76 Pre-Treatment MRGPRX2 117194 37 11 19077339 19077339 Missense_Mutation SNP G A 6 27 c.611C>T c.(610-612)GCC>GTC p.A204V

Pat_76 Pre-Treatment NAV2 89797 37 11 20070338 20070338 Missense_Mutation SNP G A 51 55 c.4036G>A c.(4036-4038)GTG>ATG p.V1346M

Pat_76 Pre-Treatment ANO3 63982 37 11 26620469 26620469 Missense_Mutation SNP G A 20 39 c.1595G>A c.(1594-1596)GGA>GAA p.G532E

Pat_76 Pre-Treatment BDNF 627 37 11 27679666 27679666 Missense_Mutation SNP G A 5 245 c.446C>T c.(445-447)ACG>ATG p.T149M



Pat_76 Pre-Treatment KIF18A 81930 37 11 28058011 28058011 Missense_Mutation SNP G A 37 44 c.2149C>T c.(2149-2151)CCG>TCG p.P717S

Pat_76 Pre-Treatment QSER1 79832 37 11 32953540 32953540 Missense_Mutation SNP C T 5 149 c.349C>T c.(349-351)CGC>TGC p.R117C

Pat_76 Pre-Treatment HIPK3 10114 37 11 33370279 33370279 Missense_Mutation SNP G A 5 133 c.2581G>A c.(2581-2583)GAC>AAC p.D861N

Pat_76 Pre-Treatment ABTB2 25841 37 11 34182562 34182562 Missense_Mutation SNP G A 3 23 c.1727C>T c.(1726-1728)TCG>TTG p.S576L

Pat_76 Pre-Treatment ELF5 2001 37 11 34502425 34502425 Missense_Mutation SNP C T 38 59 c.595G>A c.(595-597)GAA>AAA p.E199K

Pat_76 Pre-Treatment PRR5L 79899 37 11 36484009 36484010 Missense_Mutation DNP GG AA 22 41 c.830_831GG>AA c.(829-831)GGG>GAA p.G277E

Pat_76 Pre-Treatment PRR5L 79899 37 11 36484116 36484116 Missense_Mutation SNP G A 24 18 c.937G>A c.(937-939)GGG>AGG p.G313R

Pat_76 Pre-Treatment RAG1 5896 37 11 36595839 36595839 Missense_Mutation SNP C T 35 31 c.985C>T c.(985-987)CCC>TCC p.P329S

Pat_76 Pre-Treatment TSPAN18 90139 37 11 44950719 44950719 Missense_Mutation SNP G A 40 59 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_76 Pre-Treatment PRDM11 56981 37 11 45246341 45246341 Missense_Mutation SNP C T 43 34 c.1418C>T c.(1417-1419)CCC>CTC p.P473L

Pat_76 Pre-Treatment SYT13 57586 37 11 45277376 45277376 Missense_Mutation SNP C T 26 34 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_76 Pre-Treatment GYLTL1B 120071 37 11 45948403 45948403 Missense_Mutation SNP G A 17 26 c.1306G>A c.(1306-1308)GCC>ACC p.A436T

Pat_76 Pre-Treatment MADD 8567 37 11 47303185 47303185 Missense_Mutation SNP G T 4 72 c.1350G>T c.(1348-1350)GAG>GAT p.E450D

Pat_76 Pre-Treatment MADD 8567 37 11 47304035 47304035 Missense_Mutation SNP G A 46 30 c.1573G>A c.(1573-1575)GCT>ACT p.A525T

Pat_76 Pre-Treatment AGBL2 79841 37 11 47707594 47707594 Missense_Mutation SNP C T 14 34 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_76 Pre-Treatment PTPRJ 5795 37 11 48134319 48134319 Missense_Mutation SNP C T 47 72 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_76 Pre-Treatment OR4X1 390113 37 11 48285932 48285932 Missense_Mutation SNP C T 16 15 c.520C>T c.(520-522)CAC>TAC p.H174Y

Pat_76 Pre-Treatment OR4C3 256144 37 11 48346737 48346737 Missense_Mutation SNP C T 5 25 c.245C>T c.(244-246)TCC>TTC p.S82F

Pat_76 Pre-Treatment OR4A5 81318 37 11 51412038 51412038 Missense_Mutation SNP G A 51 42 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_76 Pre-Treatment OR4C46 119749 37 11 51515827 51515827 Missense_Mutation SNP G T 4 119 c.546G>T c.(544-546)TTG>TTT p.L182F

Pat_76 Pre-Treatment OR4C11 219429 37 11 55371006 55371006 Missense_Mutation SNP G A 27 2 c.844C>T c.(844-846)CCA>TCA p.P282S

Pat_76 Pre-Treatment OR5D14 219436 37 11 55563687 55563687 Missense_Mutation SNP C T 85 112 c.656C>T c.(655-657)TCC>TTC p.S219F

Pat_76 Pre-Treatment OR8H2 390151 37 11 55873063 55873063 Missense_Mutation SNP C T 148 248 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_76 Pre-Treatment OR8H2 390151 37 11 55873104 55873104 Missense_Mutation SNP G A 119 180 c.586G>A c.(586-588)GAA>AAA p.E196K

Pat_76 Pre-Treatment OR8H1 219469 37 11 56057772 56057772 Missense_Mutation SNP A T 14 25 c.767T>A c.(766-768)TTT>TAT p.F256Y

Pat_76 Pre-Treatment OR8K3 219473 37 11 56086579 56086579 Missense_Mutation SNP C T 20 28 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Pre-Treatment OR5AR1 219493 37 11 56431525 56431525 Missense_Mutation SNP C T 53 80 c.364C>T c.(364-366)CGT>TGT p.R122C

Pat_76 Pre-Treatment SSRP1 6749 37 11 57100229 57100229 Missense_Mutation SNP C T 4 86 c.638G>A c.(637-639)CGT>CAT p.R213H

Pat_76 Pre-Treatment OR1S1 219959 37 11 57983114 57983114 Missense_Mutation SNP C T 58 65 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Pre-Treatment GLYATL2 219970 37 11 58604580 58604580 Missense_Mutation SNP C T 35 40 c.384G>A c.(382-384)ATG>ATA p.M128I

Pat_76 Pre-Treatment OR4D10 390197 37 11 59245249 59245249 Missense_Mutation SNP C T 3 55 c.347C>T c.(346-348)TCG>TTG p.S116L

Pat_76 Pre-Treatment SCGB2A2 4250 37 11 62037719 62037719 Missense_Mutation SNP G A 4 155 c.31G>A c.(31-33)GCC>ACC p.A11T

Pat_76 Pre-Treatment POLR2G 5436 37 11 62530448 62530448 Missense_Mutation SNP C T 4 119 c.232C>T c.(232-234)CGG>TGG p.R78W

Pat_76 Pre-Treatment CHRM1 1128 37 11 62678196 62678196 Missense_Mutation SNP G A 19 29 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_76 Pre-Treatment SLC22A9 114571 37 11 63149648 63149648 Missense_Mutation SNP G A 37 62 c.972G>A c.(970-972)ATG>ATA p.M324I

Pat_76 Pre-Treatment SLC22A9 114571 37 11 63176246 63176246 Nonsense_Mutation SNP G A 28 35 c.1496G>A c.(1495-1497)TGG>TAG p.W499*

Pat_76 Pre-Treatment FAU 2197 37 11 64889011 64889011 Missense_Mutation SNP C T 4 90 c.181G>A c.(181-183)GCC>ACC p.A61T

Pat_76 Pre-Treatment CDC42EP2 10435 37 11 65088994 65088994 Missense_Mutation SNP C T 10 25 c.625C>T c.(625-627)CCC>TCC p.P209S

Pat_76 Pre-Treatment MAP3K11 4296 37 11 65374985 65374985 Splice_Site SNP C T 4 56 c.1246_splice c.e5-1 p.E416_splice

Pat_76 Pre-Treatment SART1 9092 37 11 65732631 65732631 Missense_Mutation SNP G A 11 21 c.496G>A c.(496-498)GAG>AAG p.E166K

Pat_76 Pre-Treatment SF3B2 10992 37 11 65829443 65829443 Missense_Mutation SNP C T 14 20 c.1951C>T c.(1951-1953)CCT>TCT p.P651S

Pat_76 Pre-Treatment SPTBN2 6712 37 11 66468435 66468436 Missense_Mutation DNP GG AA 17 15 c.3134_3135CC>TT c.(3133-3135)ACC>ATT p.T1045I

Pat_76 Pre-Treatment TBX10 347853 37 11 67402517 67402517 Nonsense_Mutation SNP C T 18 19 c.225G>A c.(223-225)TGG>TGA p.W75*

Pat_76 Pre-Treatment CPT1A 1374 37 11 68542821 68542822 Missense_Mutation DNP GG AA 30 57 c.1537_1538CC>TTc.(1537-1539)CCG>TTG p.P513L

Pat_76 Pre-Treatment MRPL21 219927 37 11 68671259 68671259 Missense_Mutation SNP G A 5 115 c.20C>T c.(19-21)ACG>ATG p.T7M

Pat_76 Pre-Treatment KRTAP5-9 3846 37 11 71259749 71259750 Missense_Mutation DNP GG AA 43 74 c.46_47GG>AA c.(46-48)GGC>AAC p.G16N

Pat_76 Pre-Treatment UCP2 7351 37 11 73689327 73689327 Missense_Mutation SNP G A 24 37 c.97C>T c.(97-99)CCT>TCT p.P33S



Pat_76 Pre-Treatment PGM2L1 283209 37 11 74054392 74054392 Missense_Mutation SNP G A 21 34 c.1288C>T c.(1288-1290)CTT>TTT p.L430F

Pat_76 Pre-Treatment KLHL35 283212 37 11 75133763 75133763 Missense_Mutation SNP C T 36 78 c.953G>A c.(952-954)GGG>GAG p.G318E

Pat_76 Pre-Treatment OMP 4975 37 11 76814355 76814356 Missense_Mutation DNP CC TT 15 46 c.470_471CC>TT c.(469-471)TCC>TTT p.S157F

Pat_76 Pre-Treatment PCF11 51585 37 11 82877453 82877453 Missense_Mutation SNP G A 4 109 c.1514G>A c.(1513-1515)CGA>CAA p.R505Q

Pat_76 Pre-Treatment DLG2 1740 37 11 83344290 83344290 Missense_Mutation SNP G A 12 48 c.1589C>T c.(1588-1590)TCC>TTC p.S530F

Pat_76 Pre-Treatment GRM5 2915 37 11 88386431 88386431 Missense_Mutation SNP C T 35 48 c.1052G>A c.(1051-1053)CGA>CAA p.R351Q

Pat_76 Pre-Treatment FAT3 120114 37 11 92085960 92085960 Missense_Mutation SNP G A 55 78 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_76 Pre-Treatment FAT3 120114 37 11 92086786 92086786 Missense_Mutation SNP A T 15 23 c.1508A>T c.(1507-1509)GAA>GTA p.E503V

Pat_76 Pre-Treatment FAT3 120114 37 11 92569781 92569781 Missense_Mutation SNP C T 51 69 c.10136C>T c.(10135-10137)TCC>TTC p.S3379F

Pat_76 Pre-Treatment CNTN5 53942 37 11 99690347 99690347 Missense_Mutation SNP C T 29 96 c.128C>T c.(127-129)TCA>TTA p.S43L

Pat_76 Pre-Treatment KIAA1377 57562 37 11 101828898 101828898 Splice_Site SNP G A 201 314 c.507_splice c.e5-1 p.R169_splice

Pat_76 Pre-Treatment KIAA1377 57562 37 11 101833571 101833571 Missense_Mutation SNP G A 19 33 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_76 Pre-Treatment MMP1 4312 37 11 102667484 102667484 Missense_Mutation SNP C T 35 46 c.536G>A c.(535-537)GGA>GAA p.G179E

Pat_76 Pre-Treatment MMP13 4322 37 11 102826045 102826045 Missense_Mutation SNP C T 55 87 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_76 Pre-Treatment DYNC2H1 79659 37 11 103027319 103027319 Missense_Mutation SNP C T 17 10 c.3947C>T c.(3946-3948)CCT>CTT p.P1316L

Pat_76 Pre-Treatment PDGFD 80310 37 11 103780454 103780454 Missense_Mutation SNP C T 43 71 c.1081G>A c.(1081-1083)GAT>AAT p.D361N

Pat_76 Pre-Treatment DDI1 414301 37 11 103907873 103907873 Missense_Mutation SNP G A 4 79 c.323G>A c.(322-324)CGT>CAT p.R108H

Pat_76 Pre-Treatment EXPH5 23086 37 11 108382062 108382062 Missense_Mutation SNP C T 20 40 c.4172G>A c.(4171-4173)AGT>AAT p.S1391N

Pat_76 Pre-Treatment DDX10 1662 37 11 108722931 108722931 Missense_Mutation SNP G A 4 56 c.2299G>A c.(2299-2301)GCA>ACA p.A767T

Pat_76 Pre-Treatment HSPB2 3316 37 11 111784324 111784324 Missense_Mutation SNP C T 51 83 c.254C>T c.(253-255)CCA>CTA p.P85L

Pat_76 Pre-Treatment SIDT2 51092 37 11 117059884 117059884 Splice_Site SNP G C 4 122 c.1279_splice c.e14-1 p.Q427_splice

Pat_76 Pre-Treatment RNF214 257160 37 11 117109598 117109598 Missense_Mutation SNP C T 29 31 c.389C>T c.(388-390)CCA>CTA p.P130L

Pat_76 Pre-Treatment DSCAML1 57453 37 11 117301743 117301743 Missense_Mutation SNP C T 36 41 c.5561G>A c.(5560-5562)GGA>GAA p.G1854E

Pat_76 Pre-Treatment TMPRSS4 56649 37 11 117982593 117982593 Missense_Mutation SNP C T 29 59 c.721C>T c.(721-723)CTC>TTC p.L241F

Pat_76 Pre-Treatment MLL 4297 37 11 118352637 118352637 Missense_Mutation SNP C T 42 56 c.3842C>T c.(3841-3843)CCT>CTT p.P1281L

Pat_76 Pre-Treatment PHLDB1 23187 37 11 118498401 118498401 Missense_Mutation SNP C T 39 58 c.862C>T c.(862-864)CGT>TGT p.R288C

Pat_76 Pre-Treatment PHLDB1 23187 37 11 118498923 118498923 Missense_Mutation SNP C T 78 106 c.1384C>T c.(1384-1386)CCA>TCA p.P462S

Pat_76 Pre-Treatment CXCR5 643 37 11 118764491 118764491 Missense_Mutation SNP C T 4 145 c.238C>T c.(238-240)CGG>TGG p.R80W

Pat_76 Pre-Treatment TECTA 7007 37 11 120998886 120998886 Missense_Mutation SNP G A 33 67 c.2200G>A c.(2200-2202)GAG>AAG p.E734K

Pat_76 Pre-Treatment TECTA 7007 37 11 121000408 121000408 Missense_Mutation SNP G A 59 80 c.2429G>A c.(2428-2430)CGA>CAA p.R810Q

Pat_76 Pre-Treatment TECTA 7007 37 11 121036027 121036027 Missense_Mutation SNP G A 4 5 c.5318G>A c.(5317-5319)CGA>CAA p.R1773Q

Pat_76 Pre-Treatment SORL1 6653 37 11 121492874 121492874 Missense_Mutation SNP C T 30 39 c.6068C>T c.(6067-6069)TCA>TTA p.S2023L

Pat_76 Pre-Treatment HSPA8 3312 37 11 122928489 122928489 Missense_Mutation SNP G A 56 68 c.1894C>T c.(1894-1896)CCC>TCC p.P632S

Pat_76 Pre-Treatment GRAMD1B 57476 37 11 123477467 123477467 Missense_Mutation SNP C T 4 22 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Pre-Treatment OR6X1 390260 37 11 123624328 123624328 Missense_Mutation SNP C T 89 90 c.899G>A c.(898-900)AGA>AAA p.R300K

Pat_76 Pre-Treatment OR4D5 219875 37 11 123810370 123810370 Missense_Mutation SNP G A 44 64 c.47G>A c.(46-48)GGG>GAG p.G16E

Pat_76 Pre-Treatment OR4D5 219875 37 11 123810409 123810409 Missense_Mutation SNP C T 36 47 c.86C>T c.(85-87)ACT>ATT p.T29I

Pat_76 Pre-Treatment VWA5A 4013 37 11 123988246 123988246 Missense_Mutation SNP C T 46 59 c.28C>T c.(28-30)CTC>TTC p.L10F

Pat_76 Pre-Treatment VWA5A 4013 37 11 124016007 124016007 Missense_Mutation SNP G A 22 36 c.2218G>A c.(2218-2220)GAC>AAC p.D740N

Pat_76 Pre-Treatment OR8D1 283159 37 11 124180653 124180653 Missense_Mutation SNP C T 16 48 c.10G>A c.(10-12)GAA>AAA p.E4K

Pat_76 Pre-Treatment OR8B12 219858 37 11 124413016 124413016 Missense_Mutation SNP C A 5 128 c.535G>T c.(535-537)GAC>TAC p.D179Y

Pat_76 Pre-Treatment SPA17 53340 37 11 124564231 124564232 Missense_Mutation DNP GG AA 40 62 c.345_346GG>AA(343-348)GAGGTT>GAAAT p.V116I

Pat_76 Pre-Treatment SLC37A2 219855 37 11 124954748 124954748 Missense_Mutation SNP G A 14 12 c.1153G>A c.(1153-1155)GAC>AAC p.D385N

Pat_76 Pre-Treatment NTM 50863 37 11 132204942 132204942 Missense_Mutation SNP C T 72 136 c.937C>T c.(937-939)CCA>TCA p.P313S

Pat_76 Pre-Treatment SPATA19 219938 37 11 133715271 133715271 Missense_Mutation SNP G A 26 49 c.71C>T c.(70-72)ACC>ATC p.T24I

Pat_76 Pre-Treatment SLC6A12 6539 37 12 306618 306618 Missense_Mutation SNP C T 30 37 c.1000G>A c.(1000-1002)GGG>AGG p.G334R

Pat_76 Pre-Treatment LRTM2 654429 37 12 1943433 1943434 Missense_Mutation DNP GG AA 15 26 c.659_660GG>AA c.(658-660)GGG>GAA p.G220E



Pat_76 Pre-Treatment CACNA1C 775 37 12 2602383 2602383 Missense_Mutation SNP C T 4 69 c.944C>T c.(943-945)CCT>CTT p.P315L

Pat_76 Pre-Treatment CACNA1C 775 37 12 2614028 2614028 Missense_Mutation SNP G C 6 13 c.1134G>C c.(1132-1134)AGG>AGC p.R378S

Pat_76 Pre-Treatment C12orf32 83695 37 12 2994574 2994575 Missense_Mutation DNP CC TT 28 45 c.42_43CC>TT (40-45)GCCCCG>GCTTC p.P15S

Pat_76 Pre-Treatment DYRK4 8798 37 12 4702179 4702179 Missense_Mutation SNP C T 21 49 c.130C>T c.(130-132)CTT>TTT p.L44F

Pat_76 Pre-Treatment KCNA6 3742 37 12 4919724 4919724 Missense_Mutation SNP G A 18 32 c.517G>A c.(517-519)GCC>ACC p.A173T

Pat_76 Pre-Treatment NTF3 4908 37 12 5603912 5603912 Missense_Mutation SNP G A 30 45 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_76 Pre-Treatment ANO2 57101 37 12 5708727 5708727 Missense_Mutation SNP G A 51 53 c.2156C>T c.(2155-2157)TCG>TTG p.S719L

Pat_76 Pre-Treatment FAM90A1 55138 37 12 8376706 8376706 Missense_Mutation SNP C T 32 55 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_76 Pre-Treatment PZP 5858 37 12 9311134 9311134 Missense_Mutation SNP C T 33 30 c.3176G>A c.(3175-3177)CGA>CAA p.R1059Q

Pat_76 Pre-Treatment TAS2R7 50837 37 12 10954661 10954661 Nonsense_Mutation SNP C T 19 21 c.509G>A c.(508-510)TGG>TAG p.W170*

Pat_76 Pre-Treatment PRB1 5542 37 12 11506789 11506789 Missense_Mutation SNP T G 117 171 c.248A>C c.(247-249)CAA>CCA p.Q83P

Pat_76 Pre-Treatment RPL13AP20 387841 37 12 13028826 13028826 Missense_Mutation SNP G A 4 28 c.394G>A c.(394-396)GCA>ACA p.A132T

Pat_76 Pre-Treatment GRIN2B 2904 37 12 13715992 13715992 Missense_Mutation SNP C T 11 29 c.4180G>A c.(4180-4182)GAC>AAC p.D1394N

Pat_76 Pre-Treatment GRIN2B 2904 37 12 13764762 13764762 Nonsense_Mutation SNP C T 34 74 c.1677G>A c.(1675-1677)TGG>TGA p.W559*

Pat_76 Pre-Treatment SLCO1A2 6579 37 12 21428352 21428352 Missense_Mutation SNP C T 5 9 c.1617G>A c.(1615-1617)ATG>ATA p.M539I

Pat_76 Pre-Treatment SLCO1A2 6579 37 12 21457408 21457408 Missense_Mutation SNP G A 32 30 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Pre-Treatment OVCH1 341350 37 12 29644050 29644050 Missense_Mutation SNP C T 27 55 c.530G>A c.(529-531)GGA>GAA p.G177E

Pat_76 Pre-Treatment CAPRIN2 65981 37 12 30877346 30877346 Missense_Mutation SNP G A 54 58 c.1945C>T c.(1945-1947)CCA>TCA p.P649S

Pat_76 Pre-Treatment ADAMTS20 80070 37 12 43822049 43822049 Missense_Mutation SNP C T 31 48 c.3940G>A c.(3940-3942)GGA>AGA p.G1314R

Pat_76 Pre-Treatment DBX2 440097 37 12 45410133 45410134 Missense_Mutation DNP CC TT 25 31 c.955_956GG>AA c.(955-957)GGT>AAT p.G319N

Pat_76 Pre-Treatment SLC38A1 81539 37 12 46601362 46601362 Missense_Mutation SNP G A 56 70 c.431C>T c.(430-432)ACC>ATC p.T144I

Pat_76 Pre-Treatment FAM113B 91523 37 12 47628868 47628868 Missense_Mutation SNP G A 12 40 c.22G>A c.(22-24)GAA>AAA p.E8K

Pat_76 Pre-Treatment FAM113B 91523 37 12 47629243 47629243 Missense_Mutation SNP C T 45 34 c.397C>T c.(397-399)CCG>TCG p.P133S

Pat_76 Pre-Treatment FAM113B 91523 37 12 47629508 47629508 Missense_Mutation SNP C T 3 29 c.662C>T c.(661-663)GCG>GTG p.A221V

Pat_76 Pre-Treatment RPAP3 79657 37 12 48062776 48062776 Missense_Mutation SNP G C 48 83 c.1636C>G c.(1636-1638)CCT>GCT p.P546A

Pat_76 Pre-Treatment RAPGEF3 10411 37 12 48132959 48132959 Missense_Mutation SNP G A 12 32 c.2302C>T c.(2302-2304)CCT>TCT p.P768S

Pat_76 Pre-Treatment COL2A1 1280 37 12 48367222 48367222 Missense_Mutation SNP C T 49 86 c.4432G>A c.(4432-4434)GGT>AGT p.G1478S

Pat_76 Pre-Treatment ZNF641 121274 37 12 48736968 48736968 Missense_Mutation SNP G A 28 28 c.1105C>T c.(1105-1107)CCA>TCA p.P369S

Pat_76 Pre-Treatment ADCY6 112 37 12 49170953 49170953 Missense_Mutation SNP G A 82 90 c.1310C>T c.(1309-1311)CCG>CTG p.P437L

Pat_76 Pre-Treatment MLL2 8085 37 12 49420129 49420129 Missense_Mutation SNP G A 8 19 c.15620C>T c.(15619-15621)CCC>CTC p.P5207L

Pat_76 Pre-Treatment MLL2 8085 37 12 49420391 49420391 Missense_Mutation SNP G A 4 146 c.15358C>T c.(15358-15360)CGT>TGT p.R5120C

Pat_76 Pre-Treatment MLL2 8085 37 12 49438054 49438054 Missense_Mutation SNP G A 17 31 c.5117C>T c.(5116-5118)TCC>TTC p.S1706F

Pat_76 Pre-Treatment SPATS2 65244 37 12 49890769 49890769 Missense_Mutation SNP C T 23 29 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_76 Pre-Treatment CSRNP2 81566 37 12 51467709 51467709 Missense_Mutation SNP C G 45 54 c.308G>C c.(307-309)CGG>CCG p.R103P

Pat_76 Pre-Treatment SLC4A8 9498 37 12 51856194 51856194 Nonsense_Mutation SNP G A 34 24 c.1202G>A c.(1201-1203)TGG>TAG p.W401*

Pat_76 Pre-Treatment NR4A1 3164 37 12 52451204 52451204 Missense_Mutation SNP G A 4 102 c.1430G>A c.(1429-1431)CGT>CAT p.R477H

Pat_76 Pre-Treatment KRT84 3890 37 12 52774147 52774147 Missense_Mutation SNP C T 4 61 c.1424G>A c.(1423-1425)CGG>CAG p.R475Q

Pat_76 Pre-Treatment KRT6B 3854 37 12 52844360 52844360 Nonsense_Mutation SNP C T 22 64 c.585G>A c.(583-585)TGG>TGA p.W195*

Pat_76 Pre-Treatment KRT6B 3854 37 12 52845837 52845837 Missense_Mutation SNP C G 10 4 c.26G>C c.(25-27)AGG>ACG p.R9T

Pat_76 Pre-Treatment KRT78 196374 37 12 53239983 53239983 Missense_Mutation SNP C T 14 13 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_76 Pre-Treatment SOAT2 8435 37 12 53512193 53512193 Missense_Mutation SNP C T 51 65 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_76 Pre-Treatment NCKAP1L 3071 37 12 54930826 54930826 Missense_Mutation SNP G A 24 49 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_76 Pre-Treatment OR6C70 390327 37 12 55863739 55863739 Missense_Mutation SNP G A 26 36 c.184C>T c.(184-186)CGT>TGT p.R62C

Pat_76 Pre-Treatment DNAJC14 85406 37 12 56221745 56221745 Missense_Mutation SNP C T 5 80 c.698G>A c.(697-699)CGC>CAC p.R233H

Pat_76 Pre-Treatment STAT6 6778 37 12 57492287 57492287 Splice_Site SNP C T 4 148 c.2159_splice c.e19+1 p.E720_splice

Pat_76 Pre-Treatment ARHGAP9 64333 37 12 57871402 57871402 Missense_Mutation SNP C T 15 37 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_76 Pre-Treatment DYRK2 8445 37 12 68050955 68050955 Missense_Mutation SNP G C 66 57 c.268G>C c.(268-270)GTT>CTT p.V90L



Pat_76 Pre-Treatment KCNMB4 27345 37 12 70794016 70794016 Missense_Mutation SNP G A 34 60 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Pre-Treatment CAPS2 84698 37 12 75685579 75685579 Missense_Mutation SNP C A 31 54 c.1242G>T c.(1240-1242)GAG>GAT p.E414D

Pat_76 Pre-Treatment EPYC 1833 37 12 91358003 91358003 Missense_Mutation SNP G A 30 68 c.899C>T c.(898-900)CCT>CTT p.P300L

Pat_76 Pre-Treatment CLLU1OS 574016 37 12 92814859 92814859 Missense_Mutation SNP T C 158 221 c.233A>G c.(232-234)AAT>AGT p.N78S

Pat_76 Pre-Treatment ANKS1B 56899 37 12 100175830 100175830 Missense_Mutation SNP C T 12 6 c.715G>A c.(715-717)GTG>ATG p.V239M

Pat_76 Pre-Treatment UHRF1BP1L 23074 37 12 100444092 100444092 Missense_Mutation SNP G A 16 27 c.3572C>T c.(3571-3573)TCC>TTC p.S1191F

Pat_76 Pre-Treatment KIAA1033 23325 37 12 105546125 105546125 Missense_Mutation SNP C T 26 29 c.2654C>T c.(2653-2655)CCT>CTT p.P885L

Pat_76 Pre-Treatment PRDM4 11108 37 12 108134795 108134795 Missense_Mutation SNP G A 49 68 c.1852C>T c.(1852-1854)CAC>TAC p.H618Y

Pat_76 Pre-Treatment WSCD2 9671 37 12 108604011 108604011 Missense_Mutation SNP G A 4 15 c.611G>A c.(610-612)GGC>GAC p.G204D

Pat_76 Pre-Treatment TMEM119 338773 37 12 108985355 108985355 Missense_Mutation SNP G A 33 38 c.805C>T c.(805-807)CCC>TCC p.P269S

Pat_76 Pre-Treatment MYO1H 283446 37 12 109865367 109865367 Missense_Mutation SNP G A 123 245 c.1877G>A c.(1876-1878)AGG>AAG p.R626K

Pat_76 Pre-Treatment CCDC63 160762 37 12 111336846 111336846 Missense_Mutation SNP A G 27 29 c.1259A>G c.(1258-1260)AAG>AGG p.K420R

Pat_76 Pre-Treatment CUX2 23316 37 12 111749945 111749945 Missense_Mutation SNP G A 20 16 c.1942G>A c.(1942-1944)GAC>AAC p.D648N

Pat_76 Pre-Treatment C12orf51 283450 37 12 112690345 112690346 Missense_Mutation DNP GG AA 23 37 c.2168_2169CC>TT c.(2167-2169)TCC>TTT p.S723F

Pat_76 Pre-Treatment RPH3A 22895 37 12 113328699 113328699 Missense_Mutation SNP G T 9 14 c.1666G>T c.(1666-1668)GTC>TTC p.V556F

Pat_76 Pre-Treatment TPCN1 53373 37 12 113664698 113664699 Missense_Mutation DNP CC TT 32 36 c.41_42CC>TT c.(40-42)ACC>ATT p.T14I

Pat_76 Pre-Treatment NOS1 4842 37 12 117680432 117680432 Missense_Mutation SNP C T 25 47 c.3041G>A c.(3040-3042)AGT>AAT p.S1014N

Pat_76 Pre-Treatment NOS1 4842 37 12 117768373 117768373 Missense_Mutation SNP C T 26 22 c.502G>A c.(502-504)GAG>AAG p.E168K

Pat_76 Pre-Treatment PITPNM2 57605 37 12 123498444 123498444 Missense_Mutation SNP G A 18 32 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_76 Pre-Treatment SNRNP35 11066 37 12 123950688 123950688 Nonsense_Mutation SNP C T 4 58 c.601C>T c.(601-603)CGA>TGA p.R201*

Pat_76 Pre-Treatment TCTN2 79867 37 12 124172608 124172608 Nonsense_Mutation SNP C T 72 85 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Pre-Treatment DNAH10 196385 37 12 124354974 124354974 Nonsense_Mutation SNP G A 26 13 c.7227G>A c.(7225-7227)TGG>TGA p.W2409*

Pat_76 Pre-Treatment TMEM132D 121256 37 12 130015712 130015712 Missense_Mutation SNP C T 18 26 c.1007G>A c.(1006-1008)CGA>CAA p.R336Q

Pat_76 Pre-Treatment GPR133 283383 37 12 131593273 131593273 Missense_Mutation SNP C T 73 157 c.1892C>T c.(1891-1893)CCC>CTC p.P631L

Pat_76 Pre-Treatment TPTE2 93492 37 13 20025323 20025323 Nonsense_Mutation SNP G A 19 48 c.784C>T c.(784-786)CGA>TGA p.R262*

Pat_76 Pre-Treatment MPHOSPH8 54737 37 13 20221066 20221066 Missense_Mutation SNP G A 5 238 c.853G>A c.(853-855)GAC>AAC p.D285N

Pat_76 Pre-Treatment PARP4 143 37 13 25066708 25066708 Missense_Mutation SNP G A 96 130 c.904C>T c.(904-906)CTT>TTT p.L302F

Pat_76 Pre-Treatment RNF17 56163 37 13 25378548 25378548 Missense_Mutation SNP G A 13 8 c.2072G>A c.(2071-2073)GGA>GAA p.G691E

Pat_76 Pre-Treatment FAM123A 219287 37 13 25744499 25744499 Missense_Mutation SNP C T 15 28 c.1259G>A c.(1258-1260)GGA>GAA p.G420E

Pat_76 Pre-Treatment MTUS2 23281 37 13 29600115 29600115 Missense_Mutation SNP C T 3 22 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_76 Pre-Treatment RXFP2 122042 37 13 32371390 32371390 Missense_Mutation SNP C A 65 73 c.1839C>A c.(1837-1839)TTC>TTA p.F613L

Pat_76 Pre-Treatment FRY 10129 37 13 32869444 32869444 Nonsense_Mutation SNP T A 39 49 c.8889T>A c.(8887-8889)TAT>TAA p.Y2963*

Pat_76 Pre-Treatment BRCA2 675 37 13 32910983 32910983 Missense_Mutation SNP G A 4 51 c.2491G>A c.(2491-2493)GTT>ATT p.V831I

Pat_76 Pre-Treatment FREM2 341640 37 13 39265494 39265494 Missense_Mutation SNP C T 16 29 c.4013C>T c.(4012-4014)TCT>TTT p.S1338F

Pat_76 Pre-Treatment KIAA0564 23078 37 13 42442530 42442531 Missense_Mutation DNP GG CA 24 59 c.1163_1164CC>TG c.(1162-1164)TCC>TTG p.S388L

Pat_76 Pre-Treatment SLC25A30 253512 37 13 45980108 45980108 Missense_Mutation SNP C A 4 45 c.217G>T c.(217-219)GCC>TCC p.A73S

Pat_76 Pre-Treatment CYSLTR2 57105 37 13 49281332 49281332 Missense_Mutation SNP T C 74 88 c.379T>C c.(379-381)TAT>CAT p.Y127H

Pat_76 Pre-Treatment ATP7B 540 37 13 52524208 52524209 Missense_Mutation DNP GG AA 39 53 c.2664_2665CC>TT2662-2667)ACCCAC>ACTT p.H889Y

Pat_76 Pre-Treatment OLFM4 10562 37 13 53624121 53624121 Missense_Mutation SNP G A 54 53 c.748G>A c.(748-750)GGT>AGT p.G250S

Pat_76 Pre-Treatment DACH1 1602 37 13 72133952 72133952 Missense_Mutation SNP G A 17 28 c.1435C>T c.(1435-1437)CCG>TCG p.P479S

Pat_76 Pre-Treatment DIS3 22894 37 13 73340162 73340162 Missense_Mutation SNP G A 18 27 c.1918C>T c.(1918-1920)CAC>TAC p.H640Y

Pat_76 Pre-Treatment SLITRK1 114798 37 13 84454754 84454754 Missense_Mutation SNP C T 10 17 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_76 Pre-Treatment SLITRK6 84189 37 13 86368213 86368213 Missense_Mutation SNP C T 26 46 c.2431G>A c.(2431-2433)GTA>ATA p.V811I

Pat_76 Pre-Treatment SLITRK5 26050 37 13 88329952 88329952 Missense_Mutation SNP G A 44 94 c.2309G>A c.(2308-2310)GGC>GAC p.G770D

Pat_76 Pre-Treatment GPC5 2262 37 13 92345753 92345753 Missense_Mutation SNP G A 14 22 c.638G>A c.(637-639)GGA>GAA p.G213E

Pat_76 Pre-Treatment ABCC4 10257 37 13 95830266 95830266 Missense_Mutation SNP C T 56 88 c.1625G>A c.(1624-1626)CGG>CAG p.R542Q

Pat_76 Pre-Treatment PCCA 5095 37 13 100953723 100953723 Missense_Mutation SNP C T 45 57 c.1075C>T c.(1075-1077)CCT>TCT p.P359S



Pat_76 Pre-Treatment COL4A1 1282 37 13 110826832 110826832 Missense_Mutation SNP G A 23 27 c.3367C>T c.(3367-3369)CCA>TCA p.P1123S

Pat_76 Pre-Treatment COL4A2 1284 37 13 111154075 111154075 Missense_Mutation SNP C T 15 27 c.3821C>T c.(3820-3822)TCC>TTC p.S1274F

Pat_76 Pre-Treatment ARHGEF7 8874 37 13 111944497 111944497 Missense_Mutation SNP G A 4 61 c.2230G>A c.(2230-2232)GTC>ATC p.V744I

Pat_76 Pre-Treatment PROZ 8858 37 13 113825991 113825991 Missense_Mutation SNP G A 41 65 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_76 Pre-Treatment TMCO3 55002 37 13 114203801 114203801 Missense_Mutation SNP G A 18 49 c.1982G>A c.(1981-1983)AGA>AAA p.R661K

Pat_76 Pre-Treatment GAS6 2621 37 13 114541134 114541134 Missense_Mutation SNP C T 4 107 c.497G>A c.(496-498)GGC>GAC p.G166D

Pat_76 Pre-Treatment OR4K5 79317 37 14 20389108 20389108 Missense_Mutation SNP C G 50 137 c.343C>G c.(343-345)CTT>GTT p.L115V

Pat_76 Pre-Treatment OR4K1 79544 37 14 20404475 20404475 Missense_Mutation SNP C T 11 38 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_76 Pre-Treatment HNRNPC 3183 37 14 21679680 21679680 Missense_Mutation SNP G A 22 36 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_76 Pre-Treatment OR10G3 26533 37 14 22038638 22038638 Missense_Mutation SNP G A 11 26 c.238C>T c.(238-240)CCT>TCT p.P80S

Pat_76 Pre-Treatment MMP14 4323 37 14 23313059 23313059 Missense_Mutation SNP G A 56 75 c.991G>A c.(991-993)GGG>AGG p.G331R

Pat_76 Pre-Treatment JPH4 84502 37 14 24040266 24040267 Missense_Mutation DNP GG AA 19 28 c.1673_1674CC>TTc.(1672-1674)GCC>GTT p.A558V

Pat_76 Pre-Treatment FITM1 161247 37 14 24601613 24601613 Missense_Mutation SNP G A 32 26 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_76 Pre-Treatment RNF31 55072 37 14 24620080 24620080 Missense_Mutation SNP C A 4 101 c.1471C>A c.(1471-1473)CTA>ATA p.L491I

Pat_76 Pre-Treatment GZMH 2999 37 14 25076419 25076419 Missense_Mutation SNP C T 5 315 c.533G>A c.(532-534)GGC>GAC p.G178D

Pat_76 Pre-Treatment GZMB 3002 37 14 25100338 25100338 Missense_Mutation SNP C T 51 95 c.683G>A c.(682-684)CGA>CAA p.R228Q

Pat_76 Pre-Treatment COCH 1690 37 14 31355240 31355240 Missense_Mutation SNP C T 4 70 c.1199C>T c.(1198-1200)TCG>TTG p.S400L

Pat_76 Pre-Treatment ARHGAP5 394 37 14 32621634 32621634 Missense_Mutation SNP C T 15 51 c.4081C>T c.(4081-4083)CCG>TCG p.P1361S

Pat_76 Pre-Treatment AKAP6 9472 37 14 33291332 33291332 Missense_Mutation SNP G A 10 21 c.4313G>A c.(4312-4314)GGA>GAA p.G1438E

Pat_76 Pre-Treatment RALGAPA1 253959 37 14 36041828 36041828 Missense_Mutation SNP G A 14 24 c.5788C>T c.(5788-5790)CTT>TTT p.L1930F

Pat_76 Pre-Treatment LRFN5 145581 37 14 42368131 42368131 Missense_Mutation SNP A C 61 73 c.2110A>C c.(2110-2112)ACT>CCT p.T704P

Pat_76 Pre-Treatment FAM179B 23116 37 14 45481251 45481251 Missense_Mutation SNP C T 31 37 c.3211C>T c.(3211-3213)CAT>TAT p.H1071Y

Pat_76 Pre-Treatment RPL10L 140801 37 14 47120861 47120861 Missense_Mutation SNP G A 63 95 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_76 Pre-Treatment PYGL 5836 37 14 51378987 51378987 Missense_Mutation SNP G A 6 321 c.1655C>T c.(1654-1656)ACG>ATG p.T552M

Pat_76 Pre-Treatment PTGER2 5732 37 14 52793975 52793975 Missense_Mutation SNP G A 6 22 c.880G>A c.(880-882)GAA>AAA p.E294K

Pat_76 Pre-Treatment EXOC5 10640 37 14 57676775 57676775 Missense_Mutation SNP A T 6 6 c.1618T>A c.(1618-1620)TTA>ATA p.L540I

Pat_76 Pre-Treatment RTN1 6252 37 14 60212705 60212705 Missense_Mutation SNP C T 67 93 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_76 Pre-Treatment KCNH5 27133 37 14 63175092 63175092 Missense_Mutation SNP G A 61 86 c.2101C>T c.(2101-2103)CCC>TCC p.P701S

Pat_76 Pre-Treatment KCNH5 27133 37 14 63468171 63468171 Missense_Mutation SNP G A 16 39 c.311C>T c.(310-312)CCT>CTT p.P104L

Pat_76 Pre-Treatment SYNE2 23224 37 14 64469684 64469684 Missense_Mutation SNP C T 26 38 c.4033C>T c.(4033-4035)CTT>TTT p.L1345F

Pat_76 Pre-Treatment SYNE2 23224 37 14 64691206 64691206 Missense_Mutation SNP G A 6 223 c.20341G>A c.(20341-20343)GAC>AAC p.D6781N

Pat_76 Pre-Treatment MTHFD1 4522 37 14 64892903 64892903 Missense_Mutation SNP G A 5 117 c.1120G>A c.(1120-1122)GTG>ATG p.V374M

Pat_76 Pre-Treatment ZBTB25 7597 37 14 64954009 64954009 Missense_Mutation SNP G A 57 73 c.940C>T c.(940-942)CGG>TGG p.R314W

Pat_76 Pre-Treatment SPTB 6710 37 14 65253757 65253757 Missense_Mutation SNP C T 11 27 c.2926G>A c.(2926-2928)GTA>ATA p.V976I

Pat_76 Pre-Treatment ZFYVE26 23503 37 14 68234443 68234443 Missense_Mutation SNP C T 5 161 c.5768G>A c.(5767-5769)CGG>CAG p.R1923Q

Pat_76 Pre-Treatment SLC8A3 6547 37 14 70633384 70633384 Missense_Mutation SNP C T 16 46 c.1756G>A c.(1756-1758)GAG>AAG p.E586K

Pat_76 Pre-Treatment SYNJ2BP 55333 37 14 70855188 70855188 Missense_Mutation SNP G A 12 20 c.200C>T c.(199-201)TCG>TTG p.S67L

Pat_76 Pre-Treatment PSEN1 5663 37 14 73685912 73685912 Missense_Mutation SNP C T 69 87 c.1319C>T c.(1318-1320)ACC>ATC p.T440I

Pat_76 Pre-Treatment LTBP2 4053 37 14 74970727 74970727 Missense_Mutation SNP C T 9 17 c.4484G>A c.(4483-4485)GGT>GAT p.G1495D

Pat_76 Pre-Treatment YLPM1 56252 37 14 75264383 75264383 Missense_Mutation SNP C T 9 11 c.2383C>T c.(2383-2385)CCC>TCC p.P795S

Pat_76 Pre-Treatment ESRRB 2103 37 14 76905817 76905817 Missense_Mutation SNP G A 3 22 c.121G>A c.(121-123)GCC>ACC p.A41T

Pat_76 Pre-Treatment ISM2 145501 37 14 77948827 77948827 Missense_Mutation SNP C T 13 16 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_76 Pre-Treatment FLRT2 23768 37 14 86089260 86089260 Missense_Mutation SNP G A 36 69 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Pre-Treatment EML5 161436 37 14 89082505 89082505 Missense_Mutation SNP C A 6 226 c.5878G>T c.(5878-5880)GCT>TCT p.A1960S

Pat_76 Pre-Treatment CCDC88C 440193 37 14 91773417 91773417 Nonsense_Mutation SNP G A 3 7 c.3160C>T c.(3160-3162)CGA>TGA p.R1054*

Pat_76 Pre-Treatment CCDC88C 440193 37 14 91791263 91791263 Missense_Mutation SNP C A 4 59 c.1202G>T c.(1201-1203)CGG>CTG p.R401L

Pat_76 Pre-Treatment FBLN5 10516 37 14 92343937 92343937 Missense_Mutation SNP G A 22 80 c.1079C>T c.(1078-1080)TCC>TTC p.S360F



Pat_76 Pre-Treatment GOLGA5 9950 37 14 93303772 93303772 Missense_Mutation SNP G A 5 323 c.2093G>A c.(2092-2094)CGA>CAA p.R698Q

Pat_76 Pre-Treatment BTBD7 55727 37 14 93709119 93709119 Missense_Mutation SNP G A 28 52 c.2899C>T c.(2899-2901)CCT>TCT p.P967S

Pat_76 Pre-Treatment KIAA1409 57578 37 14 94158197 94158197 Nonsense_Mutation SNP C T 24 57 c.7027C>T c.(7027-7029)CAG>TAG p.Q2343*

Pat_76 Pre-Treatment DDX24 57062 37 14 94545446 94545446 Missense_Mutation SNP G A 4 154 c.643C>T c.(643-645)CCC>TCC p.P215S

Pat_76 Pre-Treatment SERPINA1 5265 37 14 94844814 94844814 Missense_Mutation SNP C T 28 56 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Pre-Treatment SERPINA9 327657 37 14 94933701 94933701 Missense_Mutation SNP A C 23 43 c.701T>G c.(700-702)TTT>TGT p.F234C

Pat_76 Pre-Treatment SERPINA3 12 37 14 95088794 95088794 Missense_Mutation SNP G A 16 20 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Pre-Treatment SERPINA13 388007 37 14 95108179 95108179 Nonsense_Mutation SNP G A 61 104 c.696G>A c.(694-696)TGG>TGA p.W232*

Pat_76 Pre-Treatment DICER1 23405 37 14 95562323 95562323 Missense_Mutation SNP G A 69 110 c.4934C>T c.(4933-4935)CCA>CTA p.P1645L

Pat_76 Pre-Treatment BDKRB2 624 37 14 96707210 96707210 Nonsense_Mutation SNP G A 12 28 c.545G>A c.(544-546)TGG>TAG p.W182*

Pat_76 Pre-Treatment PAPOLA 10914 37 14 97002295 97002295 Missense_Mutation SNP C T 30 42 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_76 Pre-Treatment SLC25A29 123096 37 14 100759668 100759668 Missense_Mutation SNP G A 4 79 c.125C>T c.(124-126)ACG>ATG p.T42M

Pat_76 Pre-Treatment DYNC1H1 1778 37 14 102482801 102482801 Missense_Mutation SNP C T 4 152 c.7589C>T c.(7588-7590)CCC>CTC p.P2530L

Pat_76 Pre-Treatment CDC42BPB 9578 37 14 103440469 103440469 Nonsense_Mutation SNP G A 19 23 c.1525C>T c.(1525-1527)CGA>TGA p.R509*

Pat_76 Pre-Treatment KIF26A 26153 37 14 104641939 104641940 Missense_Mutation DNP GG AA 8 17 .2814_2815GG>AA2812-2817)AAGGCT>AAAA p.A939T

Pat_76 Pre-Treatment PLD4 122618 37 14 105398187 105398187 Missense_Mutation SNP G A 3 11 c.1021G>A c.(1021-1023)GAG>AAG p.E341K

Pat_76 Pre-Treatment ADAM6 8755 37 14 106350754 106350754 Splice_Site SNP G A 16 30 c.49979_splice c.e3164-1

Pat_76 Pre-Treatment TUBGCP5 114791 37 15 22846940 22846940 Missense_Mutation SNP G A 4 63 c.815G>A c.(814-816)CGG>CAG p.R272Q

Pat_76 Pre-Treatment NIPA1 123606 37 15 23052675 23052675 Missense_Mutation SNP G A 51 129 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_76 Pre-Treatment C15orf2 23742 37 15 24922816 24922816 Missense_Mutation SNP C A 36 61 c.1802C>A c.(1801-1803)CCA>CAA p.P601Q

Pat_76 Pre-Treatment NDNL2 56160 37 15 29561539 29561539 Missense_Mutation SNP G A 58 166 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_76 Pre-Treatment TJP1 7082 37 15 30011099 30011099 Missense_Mutation SNP G A 86 57 c.3247C>T c.(3247-3249)CGC>TGC p.R1083C

Pat_76 Pre-Treatment TJP1 7082 37 15 30024841 30024841 Nonsense_Mutation SNP G A 5 168 c.1915C>T c.(1915-1917)CGA>TGA p.R639*

Pat_76 Pre-Treatment CHRFAM7A 89832 37 15 30659708 30659708 Missense_Mutation SNP C T 38 104 c.633G>A c.(631-633)ATG>ATA p.M211I

Pat_76 Pre-Treatment CHRNA7 1139 37 15 32460295 32460295 Missense_Mutation SNP G A 3 23 c.1145G>A c.(1144-1146)GGG>GAG p.G382E

Pat_76 Pre-Treatment CHRM5 1133 37 15 34355031 34355031 Missense_Mutation SNP C T 6 135 c.113C>T c.(112-114)GCT>GTT p.A38V

Pat_76 Pre-Treatment AQR 9716 37 15 35166887 35166887 Missense_Mutation SNP G C 34 110 c.3416C>G c.(3415-3417)GCC>GGC p.A1139G

Pat_76 Pre-Treatment THBS1 7057 37 15 39886338 39886338 Nonsense_Mutation SNP G A 26 21 c.3306G>A c.(3304-3306)TGG>TGA p.W1102*

Pat_76 Pre-Treatment BAHD1 22893 37 15 40754233 40754233 Missense_Mutation SNP C T 19 75 c.1555C>T c.(1555-1557)CCC>TCC p.P519S

Pat_76 Pre-Treatment BAHD1 22893 37 15 40756138 40756138 Missense_Mutation SNP G A 4 133 c.1894G>A c.(1894-1896)GTC>ATC p.V632I

Pat_76 Pre-Treatment RPUSD2 27079 37 15 40866242 40866242 Missense_Mutation SNP G A 71 45 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_76 Pre-Treatment INO80 54617 37 15 41313319 41313319 Missense_Mutation SNP G A 4 126 c.3053C>T c.(3052-3054)ACC>ATC p.T1018I

Pat_76 Pre-Treatment MAPKBP1 23005 37 15 42105883 42105883 Missense_Mutation SNP C T 98 222 c.902C>T c.(901-903)ACC>ATC p.T301I

Pat_76 Pre-Treatment SPTBN5 51332 37 15 42185575 42185575 Missense_Mutation SNP C T 22 26 c.16G>A c.(16-18)GAG>AAG p.E6K

Pat_76 Pre-Treatment PLA2G4D 283748 37 15 42363971 42363971 Splice_Site SNP C T 66 61 c.1573_splice c.e15+1 p.A525_splice

Pat_76 Pre-Treatment ZFP106 64397 37 15 42743482 42743482 Missense_Mutation SNP G A 32 66 c.919C>T c.(919-921)CCT>TCT p.P307S

Pat_76 Pre-Treatment ZFP106 64397 37 15 42743832 42743832 Missense_Mutation SNP C T 88 65 c.569G>A c.(568-570)GGA>GAA p.G190E

Pat_76 Pre-Treatment TTBK2 146057 37 15 43086989 43086989 Missense_Mutation SNP G A 14 7 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_76 Pre-Treatment TP53BP1 7158 37 15 43748861 43748861 Nonsense_Mutation SNP G A 33 113 c.1930C>T c.(1930-1932)CAG>TAG p.Q644*

Pat_76 Pre-Treatment DUOX1 53905 37 15 45433506 45433506 Missense_Mutation SNP G A 71 51 c.1582G>A c.(1582-1584)GAG>AAG p.E528K

Pat_76 Pre-Treatment SLC28A2 9153 37 15 45545694 45545694 Missense_Mutation SNP G A 21 64 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_76 Pre-Treatment WDR72 256764 37 15 53908113 53908113 Missense_Mutation SNP C T 27 53 c.2290G>A c.(2290-2292)GAT>AAT p.D764N

Pat_76 Pre-Treatment UNC13C 440279 37 15 54556584 54556584 Missense_Mutation SNP A C 6 19 c.3667A>C c.(3667-3669)ACC>CCC p.T1223P

Pat_76 Pre-Treatment UNC13C 440279 37 15 54919174 54919174 Missense_Mutation SNP C T 32 60 c.6508C>T c.(6508-6510)CCT>TCT p.P2170S

Pat_76 Pre-Treatment MYO1E 4643 37 15 59519723 59519724 Missense_Mutation DNP GG AA 61 51 c.576_577CC>TT (574-579)TTCCTT>TTTTT p.L193F

Pat_76 Pre-Treatment VPS13C 54832 37 15 62160931 62160932 Missense_Mutation DNP GG AA 14 61 10789_10790CC>Tc.(10789-10791)CCT>TTT p.P3597F

Pat_76 Pre-Treatment USP3 9960 37 15 63796976 63796976 Missense_Mutation SNP C T 4 71 c.38C>T c.(37-39)GCT>GTT p.A13V



Pat_76 Pre-Treatment HERC1 8925 37 15 63984706 63984706 Missense_Mutation SNP G A 9 16 c.5734C>T c.(5734-5736)CGC>TGC p.R1912C

Pat_76 Pre-Treatment ZNF609 23060 37 15 64972957 64972957 Missense_Mutation SNP G A 6 290 c.4058G>A c.(4057-4059)CGG>CAG p.R1353Q

Pat_76 Pre-Treatment CLPX 10845 37 15 65448131 65448132 Missense_Mutation DNP GG AA 56 153 c.1209_1210CC>TT207-1212)CTCCGT>CTTT p.R404C

Pat_76 Pre-Treatment CILP 8483 37 15 65490345 65490345 Missense_Mutation SNP C T 5 210 c.2279G>A c.(2278-2280)CGG>CAG p.R760Q

Pat_76 Pre-Treatment CILP 8483 37 15 65490642 65490642 Missense_Mutation SNP G A 29 68 c.1982C>T c.(1981-1983)TCT>TTT p.S661F

Pat_76 Pre-Treatment DENND4A 10260 37 15 65983030 65983030 Missense_Mutation SNP G A 15 77 c.3770C>T c.(3769-3771)CCT>CTT p.P1257L

Pat_76 Pre-Treatment MEGF11 84465 37 15 66250017 66250018 Nonsense_Mutation DNP CC TT 37 32 c.1154_1155GG>AAc.(1153-1155)TGG>TAA p.W385*

Pat_76 Pre-Treatment MAP2K5 5607 37 15 67995693 67995693 Missense_Mutation SNP G A 29 68 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_76 Pre-Treatment SPESP1 246777 37 15 69238085 69238085 Missense_Mutation SNP G A 29 84 c.212G>A c.(211-213)GGA>GAA p.G71E

Pat_76 Pre-Treatment NOX5 79400 37 15 69347817 69347817 Missense_Mutation SNP C T 4 95 c.2143C>T c.(2143-2145)CCT>TCT p.P715S

Pat_76 Pre-Treatment LRRC49 54839 37 15 71197052 71197052 Missense_Mutation SNP C T 118 237 c.458C>T c.(457-459)TCG>TTG p.S153L

Pat_76 Pre-Treatment ISL2 64843 37 15 76630250 76630250 Missense_Mutation SNP G A 4 153 c.190G>A c.(190-192)GAG>AAG p.E64K

Pat_76 Pre-Treatment TSPAN3 10099 37 15 77348512 77348512 Missense_Mutation SNP G A 4 160 c.149C>T c.(148-150)ACG>ATG p.T50M

Pat_76 Pre-Treatment ACSBG1 23205 37 15 78474348 78474348 Missense_Mutation SNP C T 58 39 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Pre-Treatment FAH 2184 37 15 80460459 80460459 Missense_Mutation SNP G A 4 70 c.521G>A c.(520-522)CGA>CAA p.R174Q

Pat_76 Pre-Treatment KIAA1199 57214 37 15 81199043 81199043 Missense_Mutation SNP G A 89 74 c.1451G>A c.(1450-1452)GGC>GAC p.G484D

Pat_76 Pre-Treatment C15orf40 123207 37 15 83677352 83677352 Missense_Mutation SNP C T 82 59 c.314G>A c.(313-315)CGG>CAG p.R105Q

Pat_76 Pre-Treatment SLC28A1 9154 37 15 85447408 85447408 Missense_Mutation SNP C T 98 60 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Pre-Treatment AKAP13 11214 37 15 86122597 86122597 Missense_Mutation SNP C T 41 25 c.1298C>T c.(1297-1299)CCC>CTC p.P433L

Pat_76 Pre-Treatment AKAP13 11214 37 15 86125080 86125080 Missense_Mutation SNP G A 15 44 c.3781G>A c.(3781-3783)GAA>AAA p.E1261K

Pat_76 Pre-Treatment KLHL25 64410 37 15 86311780 86311780 Missense_Mutation SNP G A 40 26 c.1262C>T c.(1261-1263)GCC>GTC p.A421V

Pat_76 Pre-Treatment NTRK3 4916 37 15 88420209 88420209 Missense_Mutation SNP G A 4 103 c.2477C>T c.(2476-2478)GCT>GTT p.A826V

Pat_76 Pre-Treatment DET1 55070 37 15 89073951 89073951 Missense_Mutation SNP A T 5 14 c.986T>A c.(985-987)CTG>CAG p.L329Q

Pat_76 Pre-Treatment C15orf58 390637 37 15 90784313 90784313 Missense_Mutation SNP C T 166 100 c.173C>T c.(172-174)CCC>CTC p.P58L

Pat_76 Pre-Treatment ST8SIA2 8128 37 15 92988160 92988160 Splice_Site SNP G A 48 125 c.842_splice c.e5+1 p.G281_splice

Pat_76 Pre-Treatment FAM174B 400451 37 15 93173525 93173525 Missense_Mutation SNP G A 15 27 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_76 Pre-Treatment SPATA8 145946 37 15 97328244 97328244 Missense_Mutation SNP G A 183 164 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Pre-Treatment ADAMTS17 170691 37 15 100594150 100594150 Nonsense_Mutation SNP C T 195 353 c.2247G>A c.(2245-2247)TGG>TGA p.W749*

Pat_76 Pre-Treatment LINS1 55180 37 15 101120947 101120947 Missense_Mutation SNP G A 36 34 c.101C>T c.(100-102)CCA>CTA p.P34L

Pat_76 Pre-Treatment PDIA2 64714 37 16 333275 333275 Missense_Mutation SNP G A 5 10 c.106G>A c.(106-108)GAG>AAG p.E36K

Pat_76 Pre-Treatment TMEM8A 58986 37 16 427448 427448 Missense_Mutation SNP G A 14 26 c.437C>T c.(436-438)TCC>TTC p.S146F

Pat_76 Pre-Treatment WDR24 84219 37 16 737222 737222 Missense_Mutation SNP C T 4 111 c.854G>A c.(853-855)CGG>CAG p.R285Q

Pat_76 Pre-Treatment BAIAP3 8938 37 16 1391412 1391412 Missense_Mutation SNP C T 56 82 c.758C>T c.(757-759)CCC>CTC p.P253L

Pat_76 Pre-Treatment HS3ST6 64711 37 16 1961872 1961873 Missense_Mutation DNP CC TT 47 49 c.654_655GG>AA652-657)GGGGAG>GGAA p.E219K

Pat_76 Pre-Treatment PKD1 5310 37 16 2159592 2159592 Missense_Mutation SNP G A 3 17 c.5576C>T c.(5575-5577)GCT>GTT p.A1859V

Pat_76 Pre-Treatment SRRM2 23524 37 16 2809662 2809662 Missense_Mutation SNP G A 4 129 c.833G>A c.(832-834)CGG>CAG p.R278Q

Pat_76 Pre-Treatment SRRM2 23524 37 16 2815330 2815330 Missense_Mutation SNP T C 3 119 c.4801T>C c.(4801-4803)TCC>CCC p.S1601P

Pat_76 Pre-Treatment PRSS22 64063 37 16 2903913 2903913 Missense_Mutation SNP C T 28 44 c.670G>A c.(670-672)GAC>AAC p.D224N

Pat_76 Pre-Treatment CLDN6 9074 37 16 3065689 3065689 Missense_Mutation SNP C T 29 25 c.334G>A c.(334-336)GAT>AAT p.D112N

Pat_76 Pre-Treatment ZSCAN10 84891 37 16 3139460 3139460 Missense_Mutation SNP C T 10 23 c.1810G>A c.(1810-1812)GAG>AAG p.E604K

Pat_76 Pre-Treatment MEFV 4210 37 16 3293401 3293401 Missense_Mutation SNP C T 14 45 c.2086G>A c.(2086-2088)GAA>AAA p.E696K

Pat_76 Pre-Treatment NLRC3 197358 37 16 3607625 3607625 Missense_Mutation SNP G A 15 9 c.2068C>T c.(2068-2070)CTC>TTC p.L690F

Pat_76 Pre-Treatment CREBBP 1387 37 16 3823918 3823919 Missense_Mutation DNP GG AA 27 64 c.2296_2297CC>TT c.(2296-2298)CCT>TTT p.P766F

Pat_76 Pre-Treatment 12-Sep 124404 37 16 4829778 4829778 Missense_Mutation SNP G A 38 42 c.736C>T c.(736-738)CCT>TCT p.P246S

Pat_76 Pre-Treatment PPL 5493 37 16 4934443 4934443 Missense_Mutation SNP C T 4 7 c.4213G>A c.(4213-4215)GAG>AAG p.E1405K

Pat_76 Pre-Treatment PMM2 5373 37 16 8906922 8906922 Missense_Mutation SNP G A 5 238 c.598G>A c.(598-600)GGT>AGT p.G200S

Pat_76 Pre-Treatment GRIN2A 2903 37 16 9858255 9858255 Missense_Mutation SNP G A 39 83 c.3146C>T c.(3145-3147)CCT>CTT p.P1049L



Pat_76 Pre-Treatment GRIN2A 2903 37 16 9923297 9923297 Missense_Mutation SNP C T 37 34 c.1990G>A c.(1990-1992)GGC>AGC p.G664S

Pat_76 Pre-Treatment TNFRSF17 608 37 16 12061606 12061606 Missense_Mutation SNP G A 5 67 c.457G>A c.(457-459)GCA>ACA p.A153T

Pat_76 Pre-Treatment ERCC4 2072 37 16 14029042 14029042 Missense_Mutation SNP C T 45 95 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_76 Pre-Treatment PDXDC1 23042 37 16 15128324 15128324 Missense_Mutation SNP G A 4 158 c.1916G>A c.(1915-1917)CGG>CAG p.R639Q

Pat_76 Pre-Treatment MYH11 4629 37 16 15813531 15813531 Missense_Mutation SNP G A 4 116 c.4993C>T c.(4993-4995)CGT>TGT p.R1665C

Pat_76 Pre-Treatment C16orf88 400506 37 16 19718383 19718383 Missense_Mutation SNP G A 26 37 c.1226C>T c.(1225-1227)GCT>GTT p.A409V

Pat_76 Pre-Treatment PDILT 204474 37 16 20384348 20384348 Missense_Mutation SNP C T 80 106 c.778G>A c.(778-780)GAA>AAA p.E260K

Pat_76 Pre-Treatment ACSM2B 348158 37 16 20570640 20570641 Missense_Mutation DNP GG CA 10 18 c.306_307CC>TG304-309)GGCCTG>GGTG p.L103V

Pat_76 Pre-Treatment ACSM2B 348158 37 16 20576154 20576154 Missense_Mutation SNP C T 16 35 c.14G>A c.(13-15)CGA>CAA p.R5Q

Pat_76 Pre-Treatment ACSM1 116285 37 16 20648710 20648710 Missense_Mutation SNP G A 27 52 c.1180C>T c.(1180-1182)CCA>TCA p.P394S

Pat_76 Pre-Treatment ACSM1 116285 37 16 20696554 20696554 Missense_Mutation SNP G A 29 72 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_76 Pre-Treatment DNAH3 55567 37 16 20944667 20944667 Missense_Mutation SNP C A 4 125 c.12160G>T c.(12160-12162)GGG>TGG p.G4054W

Pat_76 Pre-Treatment OTOA 146183 37 16 21696638 21696638 Missense_Mutation SNP C T 16 18 c.355C>T c.(355-357)CGC>TGC p.R119C

Pat_76 Pre-Treatment VWA3A 146177 37 16 22166979 22166979 Missense_Mutation SNP C T 24 48 c.3497C>T c.(3496-3498)TCC>TTC p.S1166F

Pat_76 Pre-Treatment EEF2K 29904 37 16 22268602 22268602 Missense_Mutation SNP C T 51 66 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Pre-Treatment RBBP6 5930 37 16 24567014 24567014 Missense_Mutation SNP G A 4 106 c.427G>A c.(427-429)GAC>AAC p.D143N

Pat_76 Pre-Treatment RBBP6 5930 37 16 24578597 24578597 Missense_Mutation SNP C T 83 109 c.1723C>T c.(1723-1725)CCT>TCT p.P575S

Pat_76 Pre-Treatment IL4R 3566 37 16 27363946 27363946 Missense_Mutation SNP G A 5 204 c.599G>A c.(598-600)CGG>CAG p.R200Q

Pat_76 Pre-Treatment XPO6 23214 37 16 28167780 28167780 Missense_Mutation SNP G A 57 104 c.712C>T c.(712-714)CTT>TTT p.L238F

Pat_76 Pre-Treatment SH2B1 25970 37 16 28883678 28883678 Missense_Mutation SNP C T 4 79 c.1681C>T c.(1681-1683)CGG>TGG p.R561W

Pat_76 Pre-Treatment LAT 27040 37 16 28997467 28997467 Missense_Mutation SNP C T 97 148 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_76 Pre-Treatment KIF22 3835 37 16 29810772 29810772 Missense_Mutation SNP C T 33 67 c.947C>T c.(946-948)CCT>CTT p.P316L

Pat_76 Pre-Treatment C16orf92 146378 37 16 30034984 30034984 Missense_Mutation SNP C T 13 18 c.67C>T c.(67-69)CCG>TCG p.P23S

Pat_76 Pre-Treatment ITGAL 3683 37 16 30500437 30500438 Missense_Mutation DNP GG AA 26 52 .1041_1042GG>AA039-1044)ATGGAG>ATAA.347_348ME>I

Pat_76 Pre-Treatment SETD1A 9739 37 16 30991074 30991074 Missense_Mutation SNP G A 3 5 c.3967G>A c.(3967-3969)GCA>ACA p.A1323T

Pat_76 Pre-Treatment STX1B 112755 37 16 31004706 31004706 Missense_Mutation SNP C T 23 38 c.637G>A c.(637-639)GAT>AAT p.D213N

Pat_76 Pre-Treatment STX4 6810 37 16 31046302 31046302 Nonsense_Mutation SNP C T 60 119 c.319C>T c.(319-321)CAG>TAG p.Q107*

Pat_76 Pre-Treatment ZNF668 79759 37 16 31072586 31072586 Missense_Mutation SNP C T 28 46 c.1663G>A c.(1663-1665)GAC>AAC p.D555N

Pat_76 Pre-Treatment PRSS36 146547 37 16 31150517 31150517 Missense_Mutation SNP G A 18 29 c.2510C>T c.(2509-2511)TCG>TTG p.S837L

Pat_76 Pre-Treatment FUS 2521 37 16 31202331 31202331 Nonsense_Mutation SNP C T 32 91 c.1441C>T c.(1441-1443)CGA>TGA p.R481*

Pat_76 Pre-Treatment ITGAX 3687 37 16 31374263 31374263 Missense_Mutation SNP C T 32 44 c.1367C>T c.(1366-1368)TCC>TTC p.S456F

Pat_76 Pre-Treatment ITGAX 3687 37 16 31383723 31383723 Missense_Mutation SNP C T 19 52 c.2185C>T c.(2185-2187)CCC>TCC p.P729S

Pat_76 Pre-Treatment ABCC12 94160 37 16 48138242 48138242 Missense_Mutation SNP G A 47 68 c.2711C>T c.(2710-2712)CCC>CTC p.P904L

Pat_76 Pre-Treatment HEATR3 55027 37 16 50112773 50112773 Missense_Mutation SNP G A 17 27 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_76 Pre-Treatment TOX3 27324 37 16 52473862 52473862 Missense_Mutation SNP C T 15 8 c.1006G>A c.(1006-1008)GAA>AAA p.E336K

Pat_76 Pre-Treatment CES1 1066 37 16 55857576 55857576 Missense_Mutation SNP C T 14 37 c.422G>A c.(421-423)GGA>GAA p.G141E

Pat_76 Pre-Treatment BBS2 583 37 16 56531684 56531684 Missense_Mutation SNP A T 73 85 c.1768T>A c.(1768-1770)TTT>ATT p.F590I

Pat_76 Pre-Treatment CPNE2 221184 37 16 57153117 57153117 Missense_Mutation SNP G A 28 49 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_76 Pre-Treatment CSNK2A2 1459 37 16 58199576 58199576 Missense_Mutation SNP A C 24 29 c.864T>G c.(862-864)AGT>AGG p.S288R

Pat_76 Pre-Treatment CDH5 1003 37 16 66413316 66413316 Missense_Mutation SNP G A 46 45 c.76G>A c.(76-78)GCA>ACA p.A26T

Pat_76 Pre-Treatment CA7 766 37 16 66885408 66885408 Missense_Mutation SNP G A 98 151 c.400G>A c.(400-402)GGG>AGG p.G134R

Pat_76 Pre-Treatment HSD11B2 3291 37 16 67470217 67470217 Missense_Mutation SNP G A 67 125 c.730G>A c.(730-732)GAC>AAC p.D244N

Pat_76 Pre-Treatment DPEP3 64180 37 16 68014081 68014081 Missense_Mutation SNP C T 17 26 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_76 Pre-Treatment ESRP2 80004 37 16 68266371 68266371 Missense_Mutation SNP C T 3 39 c.887G>A c.(886-888)CGC>CAC p.R296H

Pat_76 Pre-Treatment HYDIN 54768 37 16 70871640 70871640 Missense_Mutation SNP G A 19 38 c.13192C>T c.(13192-13194)CTC>TTC p.L4398F

Pat_76 Pre-Treatment HYDIN 54768 37 16 71218881 71218881 Missense_Mutation SNP C T 17 24 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_76 Pre-Treatment ADAMTS18 170692 37 16 77353954 77353954 Missense_Mutation SNP C T 19 18 c.2324G>A c.(2323-2325)CGA>CAA p.R775Q



Pat_76 Pre-Treatment ADAMTS18 170692 37 16 77355084 77355084 Missense_Mutation SNP G A 24 37 c.2179C>T c.(2179-2181)CAT>TAT p.H727Y

Pat_76 Pre-Treatment VAT1L 57687 37 16 77918574 77918574 Missense_Mutation SNP C T 12 19 c.952C>T c.(952-954)CTT>TTT p.L318F

Pat_76 Pre-Treatment CDYL2 124359 37 16 80718508 80718508 Missense_Mutation SNP C A 4 69 c.543G>T c.(541-543)TTG>TTT p.L181F

Pat_76 Pre-Treatment BCMO1 53630 37 16 81295883 81295883 Missense_Mutation SNP G A 33 28 c.466G>A c.(466-468)GAG>AAG p.E156K

Pat_76 Pre-Treatment GAN 8139 37 16 81391420 81391420 Missense_Mutation SNP G A 6 250 c.857G>A c.(856-858)CGG>CAG p.R286Q

Pat_76 Pre-Treatment PLCG2 5336 37 16 81965224 81965224 Missense_Mutation SNP A T 33 66 c.2704A>T c.(2704-2706)AGC>TGC p.S902C

Pat_76 Pre-Treatment MBTPS1 8720 37 16 84088064 84088064 Missense_Mutation SNP G A 10 19 c.3149C>T c.(3148-3150)CCT>CTT p.P1050L

Pat_76 Pre-Treatment MBTPS1 8720 37 16 84127376 84127376 Missense_Mutation SNP G A 37 39 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_76 Pre-Treatment ADAD2 161931 37 16 84229876 84229876 Missense_Mutation SNP G A 49 69 c.1426G>A c.(1426-1428)GAA>AAA p.E476K

Pat_76 Pre-Treatment ATP2C2 9914 37 16 84456002 84456002 Missense_Mutation SNP G A 22 25 c.631G>A c.(631-633)GAC>AAC p.D211N

Pat_76 Pre-Treatment KIAA0182 23199 37 16 85688001 85688001 Missense_Mutation SNP C T 42 63 c.544C>T c.(544-546)CCC>TCC p.P182S

Pat_76 Pre-Treatment CDT1 81620 37 16 88873867 88873867 Missense_Mutation SNP G A 4 49 c.1454G>A c.(1453-1455)AGC>AAC p.S485N

Pat_76 Pre-Treatment DPEP1 1800 37 16 89696855 89696855 Missense_Mutation SNP G A 4 82 c.37G>A c.(37-39)GTC>ATC p.V13I

Pat_76 Pre-Treatment NXN 64359 37 17 722732 722733 Missense_Mutation DNP GG AA 37 46 c.766_767CC>TT c.(766-768)CCC>TTC p.P256F

Pat_76 Pre-Treatment MYO1C 4641 37 17 1380826 1380826 Missense_Mutation SNP G A 4 68 c.1547C>T c.(1546-1548)ACT>ATT p.T516I

Pat_76 Pre-Treatment OR1E1 8387 37 17 3300846 3300846 Missense_Mutation SNP G A 54 62 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_76 Pre-Treatment RABEP1 9135 37 17 5281522 5281522 Missense_Mutation SNP G A 28 59 c.2266G>A c.(2266-2268)GGA>AGA p.G756R

Pat_76 Pre-Treatment ALOX12 239 37 17 6909842 6909842 Missense_Mutation SNP G A 26 63 c.1456G>A c.(1456-1458)GAT>AAT p.D486N

Pat_76 Pre-Treatment C17orf74 201243 37 17 7329674 7329674 Missense_Mutation SNP C T 62 61 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_76 Pre-Treatment MYH10 4628 37 17 8379226 8379226 Missense_Mutation SNP G A 4 90 c.5827C>T c.(5827-5829)CGG>TGG p.R1943W

Pat_76 Pre-Treatment MYH13 8735 37 17 10248630 10248630 Missense_Mutation SNP G T 88 148 c.1473C>A c.(1471-1473)TTC>TTA p.F491L

Pat_76 Pre-Treatment MYH1 4619 37 17 10398328 10398328 Missense_Mutation SNP C T 52 76 c.5386G>A c.(5386-5388)GAC>AAC p.D1796N

Pat_76 Pre-Treatment MYH2 4620 37 17 10432559 10432559 Missense_Mutation SNP C T 19 33 c.3274G>A c.(3274-3276)GAA>AAA p.E1092K

Pat_76 Pre-Treatment DNAH9 1770 37 17 11572873 11572873 Missense_Mutation SNP G A 36 57 c.3115G>A c.(3115-3117)GAA>AAA p.E1039K

Pat_76 Pre-Treatment TRIM16 10626 37 17 15535907 15535907 Missense_Mutation SNP G A 37 38 c.931C>T c.(931-933)CGC>TGC p.R311C

Pat_76 Pre-Treatment CCDC144A 9720 37 17 16635945 16635945 Missense_Mutation SNP G A 7 7 c.2383G>A c.(2383-2385)GAA>AAA p.E795K

Pat_76 Pre-Treatment MYO15A 51168 37 17 18082167 18082167 Missense_Mutation SNP G A 28 45 c.10576G>A c.(10576-10578)GAG>AAG p.E3526K

Pat_76 Pre-Treatment FAM83G 644815 37 17 18907240 18907240 Missense_Mutation SNP C T 26 24 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_76 Pre-Treatment RNF112 7732 37 17 19318195 19318195 Missense_Mutation SNP C T 13 19 c.1121C>T c.(1120-1122)CCT>CTT p.P374L

Pat_76 Pre-Treatment LGALS9B 284194 37 17 20363726 20363726 Missense_Mutation SNP C T 40 69 c.70G>A c.(70-72)GGT>AGT p.G24S

Pat_76 Pre-Treatment SUPT6H 6830 37 17 27002156 27002156 Missense_Mutation SNP G A 20 25 c.514G>A c.(514-516)GAG>AAG p.E172K

Pat_76 Pre-Treatment THRA 7067 37 17 38244573 38244573 Missense_Mutation SNP G A 85 5 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_76 Pre-Treatment KRT39 390792 37 17 39122844 39122844 Missense_Mutation SNP C T 164 17 c.265G>A c.(265-267)GGT>AGT p.G89S

Pat_76 Pre-Treatment KRTAP4-9 100132386 37 17 39261929 39261929 Missense_Mutation SNP C T 4 16 c.289C>T c.(289-291)CCT>TCT p.P97S

Pat_76 Pre-Treatment KRTAP4-4 84616 37 17 39316620 39316621 Missense_Mutation DNP GG AT 69 12 c.323_324CC>AT c.(322-324)CCC>CAT p.P108H

Pat_76 Pre-Treatment KRT13 3860 37 17 39661585 39661585 Missense_Mutation SNP T A 3 23 c.218A>T c.(217-219)TAT>TTT p.Y73F

Pat_76 Pre-Treatment KRT14 3861 37 17 39741234 39741234 Missense_Mutation SNP G A 57 58 c.601C>T c.(601-603)CGC>TGC p.R201C

Pat_76 Pre-Treatment TTC25 83538 37 17 40117275 40117275 Missense_Mutation SNP G A 8 7 c.1793G>A c.(1792-1794)AGG>AAG p.R598K

Pat_76 Pre-Treatment WNK4 65266 37 17 40946862 40946862 Missense_Mutation SNP G A 89 11 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_76 Pre-Treatment AOC2 314 37 17 41002225 41002225 Missense_Mutation SNP C T 63 99 c.2131C>T c.(2131-2133)CCC>TCC p.P711S

Pat_76 Pre-Treatment TMUB2 79089 37 17 42266818 42266818 Missense_Mutation SNP C G 4 152 c.464C>G c.(463-465)CCA>CGA p.P155R

Pat_76 Pre-Treatment PLEKHM1 9842 37 17 43531155 43531155 Missense_Mutation SNP G A 47 8 c.2063C>T c.(2062-2064)TCC>TTC p.S688F

Pat_76 Pre-Treatment GOSR2 9570 37 17 45009497 45009497 Missense_Mutation SNP C T 114 149 c.268C>T c.(268-270)CGG>TGG p.R90W

Pat_76 Pre-Treatment SCRN2 90507 37 17 45916364 45916364 Missense_Mutation SNP G A 4 83 c.565C>T c.(565-567)CGC>TGC p.R189C

Pat_76 Pre-Treatment HOXB3 3213 37 17 46629484 46629484 Missense_Mutation SNP C T 7 288 c.353G>A c.(352-354)GGT>GAT p.G118D

Pat_76 Pre-Treatment CACNA1G 8913 37 17 48673939 48673939 Missense_Mutation SNP C T 36 10 c.2996C>T c.(2995-2997)TCC>TTC p.S999F

Pat_76 Pre-Treatment ABCC3 8714 37 17 48762122 48762122 Missense_Mutation SNP G A 101 16 c.4166G>A c.(4165-4167)AGC>AAC p.S1389N



Pat_76 Pre-Treatment AKAP1 8165 37 17 55193565 55193565 Missense_Mutation SNP G A 5 89 c.2375G>A c.(2374-2376)CGA>CAA p.R792Q

Pat_76 Pre-Treatment BCAS3 54828 37 17 59112041 59112041 Missense_Mutation SNP C T 4 63 c.1697C>T c.(1696-1698)CCT>CTT p.P566L

Pat_76 Pre-Treatment EFCAB3 146779 37 17 60493646 60493646 Missense_Mutation SNP G A 83 15 c.1273G>A c.(1273-1275)GGA>AGA p.G425R

Pat_76 Pre-Treatment 10-Mar 162333 37 17 60814149 60814149 Missense_Mutation SNP C T 71 10 c.1080G>A c.(1078-1080)ATG>ATA p.M360I

Pat_76 Pre-Treatment NOL11 25926 37 17 65734057 65734057 Missense_Mutation SNP G A 80 23 c.1498G>A c.(1498-1500)GTC>ATC p.V500I

Pat_76 Pre-Treatment ABCA9 10350 37 17 67008196 67008196 Missense_Mutation SNP C T 59 16 c.3068G>A c.(3067-3069)CGA>CAA p.R1023Q

Pat_76 Pre-Treatment ABCA9 10350 37 17 67014656 67014656 Nonsense_Mutation SNP G A 300 53 c.2665C>T c.(2665-2667)CAG>TAG p.Q889*

Pat_76 Pre-Treatment ABCA9 10350 37 17 67047281 67047281 Splice_Site SNP C T 34 1 c.-12_splice c.e2-1

Pat_76 Pre-Treatment C17orf80 55028 37 17 71232451 71232451 Missense_Mutation SNP C T 15 3 c.830C>T c.(829-831)TCC>TTC p.S277F

Pat_76 Pre-Treatment GPRC5C 55890 37 17 72436177 72436177 Missense_Mutation SNP G A 18 4 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_76 Pre-Treatment CD300E 342510 37 17 72610074 72610074 Missense_Mutation SNP G T 3 15 c.487C>A c.(487-489)CAA>AAA p.Q163K

Pat_76 Pre-Treatment NUP85 79902 37 17 73222241 73222241 Missense_Mutation SNP C G 4 96 c.1083C>G c.(1081-1083)ATC>ATG p.I361M

Pat_76 Pre-Treatment SLC38A10 124565 37 17 79226403 79226403 Missense_Mutation SNP C T 73 20 c.1537G>A c.(1537-1539)GAC>AAC p.D513N

Pat_76 Pre-Treatment LRRC45 201255 37 17 79983359 79983360 Missense_Mutation DNP CC TT 40 3 c.637_638CC>TT c.(637-639)CCT>TTT p.P213F

Pat_76 Pre-Treatment LPIN2 9663 37 18 2960660 2960660 Missense_Mutation SNP G A 76 113 c.179C>T c.(178-180)TCC>TTC p.S60F

Pat_76 Pre-Treatment ZFP161 7541 37 18 5291174 5291174 Missense_Mutation SNP C T 25 71 c.1033G>A c.(1033-1035)GCC>ACC p.A345T

Pat_76 Pre-Treatment TMEM200C 645369 37 18 5890387 5890387 Missense_Mutation SNP C T 18 25 c.1676G>A c.(1675-1677)CGA>CAA p.R559Q

Pat_76 Pre-Treatment TXNDC2 84203 37 18 9887689 9887689 Missense_Mutation SNP C T 59 55 c.1213C>T c.(1213-1215)CCC>TCC p.P405S

Pat_76 Pre-Treatment ZNF519 162655 37 18 14106150 14106150 Missense_Mutation SNP A C 12 20 c.389T>G c.(388-390)TTT>TGT p.F130C

Pat_76 Pre-Treatment POTEC 388468 37 18 14542728 14542728 Missense_Mutation SNP G T 4 61 c.418C>A c.(418-420)CTG>ATG p.L140M

Pat_76 Pre-Treatment ANKRD30B 374860 37 18 14851568 14851568 Missense_Mutation SNP G A 13 27 c.3268G>A c.(3268-3270)GAA>AAA p.E1090K

Pat_76 Pre-Treatment LAMA3 3909 37 18 21494505 21494505 Missense_Mutation SNP G A 14 17 c.7461G>A c.(7459-7461)ATG>ATA p.M2487I

Pat_76 Pre-Treatment OSBPL1A 114876 37 18 21946860 21946860 Missense_Mutation SNP C T 4 139 c.278G>A c.(277-279)CGA>CAA p.R93Q

Pat_76 Pre-Treatment ZNF521 25925 37 18 22669428 22669428 Splice_Site SNP C G 25 30 c.3906_splice c.e7+1 p.Q1302_splice

Pat_76 Pre-Treatment SS18 6760 37 18 23619273 23619273 Missense_Mutation SNP G A 81 105 c.755C>T c.(754-756)CCC>CTC p.P252L

Pat_76 Pre-Treatment AQP4 361 37 18 24436207 24436207 Missense_Mutation SNP C T 90 119 c.940G>A c.(940-942)GAC>AAC p.D314N

Pat_76 Pre-Treatment CDH2 1000 37 18 25565092 25565092 Missense_Mutation SNP G A 29 27 c.2081C>T c.(2080-2082)TCC>TTC p.S694F

Pat_76 Pre-Treatment DSC1 1823 37 18 28719770 28719770 Missense_Mutation SNP C T 8 16 c.1604G>A c.(1603-1605)AGA>AAA p.R535K

Pat_76 Pre-Treatment MCART2 147407 37 18 29339957 29339957 Missense_Mutation SNP G A 20 46 c.668C>T c.(667-669)GCC>GTC p.A223V

Pat_76 Pre-Treatment ZNF24 7572 37 18 32919934 32919934 Missense_Mutation SNP G A 44 65 c.427C>T c.(427-429)CTC>TTC p.L143F

Pat_76 Pre-Treatment SETBP1 26040 37 18 42529852 42529852 Missense_Mutation SNP G A 9 19 c.547G>A c.(547-549)GAG>AAG p.E183K

Pat_76 Pre-Treatment ZBTB7C 201501 37 18 45566863 45566864 Missense_Mutation DNP CC TT 19 26 c.615_616GG>AA613-618)AGGGAC>AGAAA p.D206N

Pat_76 Pre-Treatment MAPK4 5596 37 18 48190519 48190519 Missense_Mutation SNP G A 21 25 c.191G>A c.(190-192)CGA>CAA p.R64Q

Pat_76 Pre-Treatment DCC 1630 37 18 50936948 50936948 Missense_Mutation SNP G A 47 56 c.3062G>A c.(3061-3063)CGA>CAA p.R1021Q

Pat_76 Pre-Treatment ATP8B1 5205 37 18 55335733 55335733 Missense_Mutation SNP C T 38 63 c.2137G>A c.(2137-2139)GGA>AGA p.G713R

Pat_76 Pre-Treatment TNFRSF11A 8792 37 18 60015422 60015422 Missense_Mutation SNP C T 33 46 c.97C>T c.(97-99)CCA>TCA p.P33S

Pat_76 Pre-Treatment SERPINB4 6318 37 18 61324207 61324207 Missense_Mutation SNP G A 7 12 c.626C>T c.(625-627)TCC>TTC p.S209F

Pat_76 Pre-Treatment SERPINB2 5055 37 18 61569055 61569055 Missense_Mutation SNP G A 28 42 c.617G>A c.(616-618)GGA>GAA p.G206E

Pat_76 Pre-Treatment CDH7 1005 37 18 63547911 63547911 Missense_Mutation SNP A T 29 56 c.2139A>T c.(2137-2139)GAA>GAT p.E713D

Pat_76 Pre-Treatment CD226 10666 37 18 67540447 67540447 Missense_Mutation SNP C T 60 106 c.763G>A c.(763-765)GGA>AGA p.G255R

Pat_76 Pre-Treatment CNDP1 84735 37 18 72251769 72251769 Missense_Mutation SNP T C 3 74 c.1495T>C c.(1495-1497)TTT>CTT p.F499L

Pat_76 Pre-Treatment SALL3 27164 37 18 76753711 76753711 Missense_Mutation SNP G A 10 13 c.1720G>A c.(1720-1722)GAG>AAG p.E574K

Pat_76 Pre-Treatment ATP9B 374868 37 18 76856595 76856595 Missense_Mutation SNP G A 12 17 c.239G>A c.(238-240)AGG>AAG p.R80K

Pat_76 Pre-Treatment ADNP2 22850 37 18 77875472 77875472 Missense_Mutation SNP G A 36 52 c.47G>A c.(46-48)CGA>CAA p.R16Q

Pat_76 Pre-Treatment MBD3 53615 37 19 1584657 1584657 Missense_Mutation SNP G A 3 43 c.290C>T c.(289-291)ACG>ATG p.T97M

Pat_76 Pre-Treatment TMPRSS9 360200 37 19 2399117 2399118 Missense_Mutation DNP GG AA 5 2 c.338_339GG>AA c.(337-339)GGG>GAA p.G113E

Pat_76 Pre-Treatment DIRAS1 148252 37 19 2717729 2717729 Missense_Mutation SNP G C 41 55 c.76C>G c.(76-78)CGC>GGC p.R26G



Pat_76 Pre-Treatment PIP5K1C 23396 37 19 3661008 3661008 Missense_Mutation SNP G A 5 233 c.424C>T c.(424-426)CGC>TGC p.R142C

Pat_76 Pre-Treatment PIAS4 51588 37 19 4013123 4013123 Missense_Mutation SNP C T 4 49 c.230C>T c.(229-231)CCG>CTG p.P77L

Pat_76 Pre-Treatment CREB3L3 84699 37 19 4171734 4171734 Missense_Mutation SNP G A 4 114 c.1154G>A c.(1153-1155)CGA>CAA p.R385Q

Pat_76 Pre-Treatment ANKRD24 170961 37 19 4217073 4217073 Missense_Mutation SNP G A 10 20 c.1916G>A c.(1915-1917)GGG>GAG p.G639E

Pat_76 Pre-Treatment ANKRD24 170961 37 19 4219676 4219676 Missense_Mutation SNP G A 4 62 c.3092G>A c.(3091-3093)CGG>CAG p.R1031Q

Pat_76 Pre-Treatment CCDC94 55702 37 19 4249233 4249233 Nonsense_Mutation SNP C A 8 22 c.33C>A c.(31-33)TAC>TAA p.Y11*

Pat_76 Pre-Treatment TMIGD2 126259 37 19 4298151 4298151 Missense_Mutation SNP C T 10 21 c.238G>A c.(238-240)GTC>ATC p.V80I

Pat_76 Pre-Treatment CHAF1A 10036 37 19 4409220 4409221 Missense_Mutation DNP CC TT 74 121 c.424_425CC>TT c.(424-426)CCC>TTC p.P142F

Pat_76 Pre-Treatment TNFSF14 8740 37 19 6665025 6665025 Missense_Mutation SNP C T 21 43 c.635G>A c.(634-636)GGG>GAG p.G212E

Pat_76 Pre-Treatment VAV1 7409 37 19 6854037 6854038 Missense_Mutation DNP GG AA 30 66 .2412_2413GG>AA410-2415)AAGGAG>AAAA p.E805K

Pat_76 Pre-Treatment EMR1 2015 37 19 6935005 6935005 Missense_Mutation SNP C T 25 79 c.2297C>T c.(2296-2298)TCC>TTC p.S766F

Pat_76 Pre-Treatment ZNF557 79230 37 19 7083192 7083192 Missense_Mutation SNP A T 33 61 c.709A>T c.(709-711)ACC>TCC p.T237S

Pat_76 Pre-Treatment LASS4 79603 37 19 8321133 8321133 Nonsense_Mutation SNP G A 19 15 c.482G>A c.(481-483)TGG>TAG p.W161*

Pat_76 Pre-Treatment 2-Mar 51257 37 19 8491561 8491561 Missense_Mutation SNP G A 4 63 c.245G>A c.(244-246)TGC>TAC p.C82Y

Pat_76 Pre-Treatment ZNF414 84330 37 19 8577487 8577487 Splice_Site SNP C T 4 12 c.424_splice c.e3+1 p.G142_splice

Pat_76 Pre-Treatment MUC16 94025 37 19 8996484 8996484 Missense_Mutation SNP C G 7 18 c.41088G>C c.(41086-41088)AAG>AAC p.K13696N

Pat_76 Pre-Treatment MUC16 94025 37 19 9020005 9020005 Missense_Mutation SNP C T 141 189 c.37490G>A c.(37489-37491)AGG>AAG p.R12497K

Pat_76 Pre-Treatment MUC16 94025 37 19 9054252 9054252 Missense_Mutation SNP G A 10 14 c.31370C>T c.(31369-31371)TCG>TTG p.S10457L

Pat_76 Pre-Treatment MUC16 94025 37 19 9058282 9058282 Missense_Mutation SNP C T 3 9 c.29164G>A c.(29164-29166)GAA>AAA p.E9722K

Pat_76 Pre-Treatment MUC16 94025 37 19 9061096 9061096 Missense_Mutation SNP C T 26 27 c.26350G>A c.(26350-26352)GAA>AAA p.E8784K

Pat_76 Pre-Treatment MUC16 94025 37 19 9064315 9064315 Missense_Mutation SNP G A 35 45 c.23131C>T c.(23131-23133)CCC>TCC p.P7711S

Pat_76 Pre-Treatment MUC16 94025 37 19 9068557 9068557 Missense_Mutation SNP G A 45 52 c.18889C>T c.(18889-18891)CCT>TCT p.P6297S

Pat_76 Pre-Treatment MUC16 94025 37 19 9076162 9076162 Missense_Mutation SNP C T 20 42 c.11284G>A c.(11284-11286)GAA>AAA p.E3762K

Pat_76 Pre-Treatment MUC16 94025 37 19 9083768 9083768 Missense_Mutation SNP C T 8 12 c.8047G>A c.(8047-8049)GAG>AAG p.E2683K

Pat_76 Pre-Treatment OR1M1 125963 37 19 9204171 9204171 Missense_Mutation SNP G A 4 64 c.251G>A c.(250-252)AGC>AAC p.S84N

Pat_76 Pre-Treatment OR7G1 125962 37 19 9226282 9226282 Missense_Mutation SNP G A 66 102 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_76 Pre-Treatment OR7D2 162998 37 19 9297226 9297226 Missense_Mutation SNP G A 31 37 c.769G>A c.(769-771)GGG>AGG p.G257R

Pat_76 Pre-Treatment OR7E24 26648 37 19 9362051 9362051 Missense_Mutation SNP C T 23 32 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_76 Pre-Treatment ZNF560 147741 37 19 9578557 9578557 Missense_Mutation SNP C T 23 49 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_76 Pre-Treatment ZNF560 147741 37 19 9580356 9580356 Missense_Mutation SNP G A 33 45 c.479C>T c.(478-480)TCT>TTT p.S160F

Pat_76 Pre-Treatment LPPR2 64748 37 19 11472097 11472097 Missense_Mutation SNP C G 13 18 c.596C>G c.(595-597)GCC>GGC p.A199G

Pat_76 Pre-Treatment ZNF442 79973 37 19 12462077 12462077 Missense_Mutation SNP C T 24 47 c.322G>A c.(322-324)GAA>AAA p.E108K

Pat_76 Pre-Treatment FARSA 2193 37 19 13039457 13039457 Missense_Mutation SNP G A 4 1 c.617C>T c.(616-618)CCC>CTC p.P206L

Pat_76 Pre-Treatment DAND5 199699 37 19 13080638 13080638 Missense_Mutation SNP C T 15 18 c.164C>T c.(163-165)TCT>TTT p.S55F

Pat_76 Pre-Treatment CCDC105 126402 37 19 15131365 15131366 Nonsense_Mutation DNP GG AT 14 16 c.768_769GG>AT(766-771)CTGGAG>CTATA p.E257*

Pat_76 Pre-Treatment AKAP8L 26993 37 19 15491342 15491342 Missense_Mutation SNP C T 21 30 c.1618G>A c.(1618-1620)GAG>AAG p.E540K

Pat_76 Pre-Treatment CYP4F3 4051 37 19 15752308 15752308 Missense_Mutation SNP C T 21 38 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_76 Pre-Treatment CYP4F12 66002 37 19 15795640 15795641 Missense_Mutation DNP GG AA 30 68 c.933_934GG>AA931-936)AAGGCA>AAAAC p.A312T

Pat_76 Pre-Treatment OR10H2 26538 37 19 15838861 15838861 Missense_Mutation SNP G A 42 77 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_76 Pre-Treatment CHERP 10523 37 19 16641445 16641445 Missense_Mutation SNP G A 58 96 c.827C>T c.(826-828)TCC>TTC p.S276F

Pat_76 Pre-Treatment TMEM38A 79041 37 19 16799166 16799166 Missense_Mutation SNP C G 8 6 c.884C>G c.(883-885)GCC>GGC p.A295G

Pat_76 Pre-Treatment CPAMD8 27151 37 19 17056424 17056424 Missense_Mutation SNP C T 21 33 c.2869G>A c.(2869-2871)GAG>AAG p.E957K

Pat_76 Pre-Treatment CPAMD8 27151 37 19 17086839 17086839 Missense_Mutation SNP C A 3 21 c.2022G>T c.(2020-2022)AGG>AGT p.R674S

Pat_76 Pre-Treatment CPAMD8 27151 37 19 17107943 17107943 Missense_Mutation SNP G A 3 23 c.1214C>T c.(1213-1215)CCG>CTG p.P405L

Pat_76 Pre-Treatment MYO9B 4650 37 19 17322521 17322521 Missense_Mutation SNP C T 4 88 c.5996C>T c.(5995-5997)TCG>TTG p.S1999L

Pat_76 Pre-Treatment NXNL1 115861 37 19 17571671 17571671 Missense_Mutation SNP G A 21 16 c.8C>T c.(7-9)TCC>TTC p.S3F

Pat_76 Pre-Treatment UNC13A 23025 37 19 17783267 17783267 Missense_Mutation SNP C T 9 23 c.454G>A c.(454-456)GTG>ATG p.V152M



Pat_76 Pre-Treatment COMP 1311 37 19 18899298 18899298 Missense_Mutation SNP C T 7 9 c.788G>A c.(787-789)GGG>GAG p.G263E

Pat_76 Pre-Treatment SFRS14 10147 37 19 19121069 19121069 Nonsense_Mutation SNP G A 5 302 c.1933C>T c.(1933-1935)CGA>TGA p.R645*

Pat_76 Pre-Treatment ZNF14 7561 37 19 19822792 19822792 Missense_Mutation SNP G A 56 78 c.1298C>T c.(1297-1299)TCC>TTC p.S433F

Pat_76 Pre-Treatment ZNF682 91120 37 19 20116872 20116872 Missense_Mutation SNP G A 19 29 c.1439C>T c.(1438-1440)TCC>TTC p.S480F

Pat_76 Pre-Treatment ZNF90 7643 37 19 20216075 20216075 Missense_Mutation SNP G A 77 101 c.176G>A c.(175-177)GGA>GAA p.G59E

Pat_76 Pre-Treatment ZNF90 7643 37 19 20228748 20228748 Missense_Mutation SNP G A 12 15 c.385G>A c.(385-387)GGT>AGT p.G129S

Pat_76 Pre-Treatment ZNF626 199777 37 19 20807233 20807233 Missense_Mutation SNP C T 6 4 c.1450G>A c.(1450-1452)GAA>AAA p.E484K

Pat_76 Pre-Treatment ZNF626 199777 37 19 20807401 20807401 Missense_Mutation SNP C T 54 92 c.1282G>A c.(1282-1284)GAA>AAA p.E428K

Pat_76 Pre-Treatment ZNF676 163223 37 19 22362756 22362756 Missense_Mutation SNP G A 20 25 c.1763C>T c.(1762-1764)CCC>CTC p.P588L

Pat_76 Pre-Treatment ZNF99 7652 37 19 22940472 22940472 Missense_Mutation SNP T G 28 36 c.1966A>C c.(1966-1968)AAA>CAA p.K656Q

Pat_76 Pre-Treatment ZNF536 9745 37 19 31038889 31038889 Missense_Mutation SNP G A 4 108 c.2363G>A c.(2362-2364)GGC>GAC p.G788D

Pat_76 Pre-Treatment ZNF536 9745 37 19 31040082 31040082 Missense_Mutation SNP G A 39 63 c.3556G>A c.(3556-3558)GAA>AAA p.E1186K

Pat_76 Pre-Treatment RHPN2 85415 37 19 33512485 33512485 Missense_Mutation SNP C T 3 45 c.382G>A c.(382-384)GTC>ATC p.V128I

Pat_76 Pre-Treatment RBM42 79171 37 19 36122302 36122302 Missense_Mutation SNP G A 4 76 c.437G>A c.(436-438)CGG>CAG p.R146Q

Pat_76 Pre-Treatment UPK1A 11045 37 19 36164422 36164422 Missense_Mutation SNP G A 3 9 c.443G>A c.(442-444)CGC>CAC p.R148H

Pat_76 Pre-Treatment NPHS1 4868 37 19 36321798 36321798 Missense_Mutation SNP C T 39 46 c.3542G>A c.(3541-3543)AGA>AAA p.R1181K

Pat_76 Pre-Treatment ZNF793 390927 37 19 38028549 38028549 Missense_Mutation SNP G A 12 22 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_76 Pre-Treatment ZNF540 163255 37 19 38102515 38102515 Missense_Mutation SNP C T 62 98 c.334C>T c.(334-336)CGT>TGT p.R112C

Pat_76 Pre-Treatment ZNF607 84775 37 19 38189410 38189410 Missense_Mutation SNP G A 24 34 c.1622C>T c.(1621-1623)TCT>TTT p.S541F

Pat_76 Pre-Treatment RYR1 6261 37 19 38995971 38995971 Missense_Mutation SNP G A 4 31 c.8333G>A c.(8332-8334)GGA>GAA p.G2778E

Pat_76 Pre-Treatment RYR1 6261 37 19 39018297 39018297 Missense_Mutation SNP C T 7 15 c.10697C>T c.(10696-10698)TCC>TTC p.S3566F

Pat_76 Pre-Treatment RYR1 6261 37 19 39038941 39038941 Missense_Mutation SNP G A 21 35 c.12163G>A c.(12163-12165)GAG>AAG p.E4055K

Pat_76 Pre-Treatment MRPS12 6183 37 19 39422990 39422990 Missense_Mutation SNP C T 5 101 c.67C>T c.(67-69)CGG>TGG p.R23W

Pat_76 Pre-Treatment FCGBP 8857 37 19 40419983 40419983 Missense_Mutation SNP C T 23 31 c.3011G>A c.(3010-3012)GGG>GAG p.G1004E

Pat_76 Pre-Treatment ZNF780A 284323 37 19 40581648 40581648 Missense_Mutation SNP G A 4 88 c.701C>T c.(700-702)ACC>ATC p.T234I

Pat_76 Pre-Treatment SPTBN4 57731 37 19 41025980 41025981 Missense_Mutation DNP GG AA 12 21 .3576_3577GG>AA574-3579)AGGGAG>AGAA p.E1193K

Pat_76 Pre-Treatment LTBP4 8425 37 19 41117276 41117276 Nonsense_Mutation SNP C T 4 64 c.2230C>T c.(2230-2232)CGA>TGA p.R744*

Pat_76 Pre-Treatment ERF 2077 37 19 42754607 42754607 Missense_Mutation SNP C T 4 116 c.133G>A c.(133-135)GTC>ATC p.V45I

Pat_76 Pre-Treatment MEGF8 1954 37 19 42880163 42880163 Missense_Mutation SNP G A 4 128 c.7573G>A c.(7573-7575)GTG>ATG p.V2525M

Pat_76 Pre-Treatment PSG3 5671 37 19 43237041 43237041 Missense_Mutation SNP G A 120 219 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_76 Pre-Treatment PSG8 440533 37 19 43262276 43262276 Missense_Mutation SNP G A 173 210 c.587C>T c.(586-588)TCT>TTT p.S196F

Pat_76 Pre-Treatment PSG1 5669 37 19 43373139 43373140 Missense_Mutation DNP CC TT 110 172 c.756_757GG>AA754-759)AGGGAG>AGAAA p.E253K

Pat_76 Pre-Treatment PSG1 5669 37 19 43382107 43382107 Missense_Mutation SNP C T 76 131 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_76 Pre-Treatment PSG6 5675 37 19 43411960 43411961 Missense_Mutation DNP CC GT 83 195 c.752_753GG>AC c.(751-753)AGG>AAC p.R251N

Pat_76 Pre-Treatment ZNF226 7769 37 19 44681760 44681760 Missense_Mutation SNP C T 8 15 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_76 Pre-Treatment ZNF285 26974 37 19 44891610 44891610 Missense_Mutation SNP C T 37 43 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_76 Pre-Treatment ZNF285 26974 37 19 44891787 44891787 Missense_Mutation SNP G A 19 22 c.620C>T c.(619-621)CCC>CTC p.P207L

Pat_76 Pre-Treatment BCAM 4059 37 19 45317445 45317445 Missense_Mutation SNP C T 4 101 c.821C>T c.(820-822)CCG>CTG p.P274L

Pat_76 Pre-Treatment PVRL2 5819 37 19 45389243 45389243 Missense_Mutation SNP G A 51 123 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_76 Pre-Treatment RELB 5971 37 19 45536001 45536001 Missense_Mutation SNP G A 7 8 c.1201G>A c.(1201-1203)GAC>AAC p.D401N

Pat_76 Pre-Treatment SFRS16 11129 37 19 45556053 45556053 Missense_Mutation SNP C T 28 49 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_76 Pre-Treatment RTN2 6253 37 19 45998057 45998057 Missense_Mutation SNP G A 7 13 c.286C>T c.(286-288)CCA>TCA p.P96S

Pat_76 Pre-Treatment IGFL2 147920 37 19 46664003 46664003 Missense_Mutation SNP C T 81 149 c.206C>T c.(205-207)CCC>CTC p.P69L

Pat_76 Pre-Treatment PNMAL1 55228 37 19 46973649 46973649 Missense_Mutation SNP G A 17 12 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_76 Pre-Treatment PTGIR 5739 37 19 47124731 47124731 Missense_Mutation SNP G A 23 37 c.967C>T c.(967-969)CTT>TTT p.L323F

Pat_76 Pre-Treatment GRLF1 2909 37 19 47503857 47503857 Missense_Mutation SNP C T 23 22 c.4412C>T c.(4411-4413)CCG>CTG p.P1471L

Pat_76 Pre-Treatment ZC3H4 23211 37 19 47588399 47588399 Missense_Mutation SNP G A 62 79 c.1021C>T c.(1021-1023)CGG>TGG p.R341W



Pat_76 Pre-Treatment ELSPBP1 64100 37 19 48519260 48519260 Missense_Mutation SNP G A 35 43 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_76 Pre-Treatment GRIN2D 2906 37 19 48922977 48922977 Missense_Mutation SNP C T 63 133 c.1997C>T c.(1996-1998)GCC>GTC p.A666V

Pat_76 Pre-Treatment LMTK3 114783 37 19 49013354 49013354 Missense_Mutation SNP G A 3 19 c.374C>T c.(373-375)TCG>TTG p.S125L

Pat_76 Pre-Treatment SULT2B1 6820 37 19 49079332 49079333 Missense_Mutation DNP CC TT 50 92 c.206_207CC>TT c.(205-207)CCC>CTT p.P69L

Pat_76 Pre-Treatment FGF21 26291 37 19 49261406 49261406 Missense_Mutation SNP G A 8 21 c.559G>A c.(559-561)GAT>AAT p.D187N

Pat_76 Pre-Treatment CGB2 114336 37 19 49536425 49536425 Missense_Mutation SNP C T 28 44 c.439C>T c.(439-441)CCA>TCA p.P147S

Pat_76 Pre-Treatment SLC6A16 28968 37 19 49813080 49813080 Missense_Mutation SNP G A 22 13 c.704C>T c.(703-705)CCT>CTT p.P235L

Pat_76 Pre-Treatment TBC1D17 79735 37 19 50385521 50385521 Missense_Mutation SNP C T 48 88 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_76 Pre-Treatment IL4I1 259307 37 19 50399286 50399286 Missense_Mutation SNP G A 8 7 c.38C>T c.(37-39)CCC>CTC p.P13L

Pat_76 Pre-Treatment ZNF473 25888 37 19 50549595 50549595 Missense_Mutation SNP C T 14 31 c.1895C>T c.(1894-1896)TCC>TTC p.S632F

Pat_76 Pre-Treatment C19orf41 126123 37 19 50655885 50655885 Missense_Mutation SNP C T 171 205 c.647G>A c.(646-648)CGA>CAA p.R216Q

Pat_76 Pre-Treatment C19orf41 126123 37 19 50666268 50666268 Missense_Mutation SNP C T 19 38 c.184G>A c.(184-186)GGG>AGG p.G62R

Pat_76 Pre-Treatment MYH14 79784 37 19 50753023 50753023 Missense_Mutation SNP G C 51 51 c.1575G>C c.(1573-1575)TGG>TGC p.W525C

Pat_76 Pre-Treatment MYH14 79784 37 19 50779268 50779268 Missense_Mutation SNP C T 17 16 c.3365C>T c.(3364-3366)GCC>GTC p.A1122V

Pat_76 Pre-Treatment KLK15 55554 37 19 51330397 51330397 Missense_Mutation SNP C T 16 33 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Pre-Treatment FPR1 2357 37 19 52249742 52249742 Missense_Mutation SNP C T 29 38 c.506G>A c.(505-507)GGT>GAT p.G169D

Pat_76 Pre-Treatment ZNF613 79898 37 19 52448416 52448416 Missense_Mutation SNP C T 19 47 c.1280C>T c.(1279-1281)CCC>CTC p.P427L

Pat_76 Pre-Treatment ZNF701 55762 37 19 53085781 53085781 Missense_Mutation SNP G A 67 71 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_76 Pre-Treatment ZNF701 55762 37 19 53086538 53086538 Missense_Mutation SNP G C 3 39 c.1226G>C c.(1225-1227)CGT>CCT p.R409P

Pat_76 Pre-Treatment ZNF347 84671 37 19 53644928 53644928 Missense_Mutation SNP G A 54 91 c.1153C>T c.(1153-1155)CGT>TGT p.R385C

Pat_76 Pre-Treatment CACNG8 59283 37 19 54483187 54483187 Missense_Mutation SNP G A 3 19 c.431G>A c.(430-432)TGC>TAC p.C144Y

Pat_76 Pre-Treatment LILRB2 10288 37 19 54783794 54783794 Nonsense_Mutation SNP C T 45 78 c.207G>A c.(205-207)TGG>TGA p.W69*

Pat_76 Pre-Treatment LILRA1 11024 37 19 55107653 55107653 Splice_Site SNP G A 19 35 c.959_splice c.e7-1 p.G320_splice

Pat_76 Pre-Treatment LILRB1 10859 37 19 55148297 55148297 Missense_Mutation SNP C T 26 29 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_76 Pre-Treatment NLRP7 199713 37 19 55450725 55450726 Missense_Mutation DNP CC TT 5 20 .1461_1462GG>AA459-1464)GGGGAG>GGAA p.E488K

Pat_76 Pre-Treatment SYT5 6861 37 19 55689725 55689725 Missense_Mutation SNP C T 18 14 c.91G>A c.(91-93)GCC>ACC p.A31T

Pat_76 Pre-Treatment PTPRH 5794 37 19 55716882 55716882 Missense_Mutation SNP C T 35 73 c.431G>A c.(430-432)GGC>GAC p.G144D

Pat_76 Pre-Treatment NLRP9 338321 37 19 56244864 56244864 Nonsense_Mutation SNP C T 31 58 c.333G>A c.(331-333)TGG>TGA p.W111*

Pat_76 Pre-Treatment NLRP5 126206 37 19 56530714 56530714 Missense_Mutation SNP C T 33 33 c.572C>T c.(571-573)TCA>TTA p.S191L

Pat_76 Pre-Treatment ZNF543 125919 37 19 57840542 57840542 Missense_Mutation SNP C T 41 42 c.1712C>T c.(1711-1713)CCT>CTT p.P571L

Pat_76 Pre-Treatment ZNF304 57343 37 19 57868658 57868658 Missense_Mutation SNP C T 59 187 c.1421C>T c.(1420-1422)CCT>CTT p.P474L

Pat_76 Pre-Treatment ZSCAN4 201516 37 19 58187859 58187859 Missense_Mutation SNP G A 39 42 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_76 Pre-Treatment ZSCAN4 201516 37 19 58190127 58190127 Missense_Mutation SNP C T 56 84 c.1156C>T c.(1156-1158)CAT>TAT p.H386Y

Pat_76 Pre-Treatment RPS5 6193 37 19 58904521 58904521 Missense_Mutation SNP C T 22 51 c.287C>T c.(286-288)GCC>GTC p.A96V

Pat_76 Pre-Treatment TSSC1 7260 37 2 3341881 3341881 Missense_Mutation SNP T G 9 24 c.166A>C c.(166-168)AAT>CAT p.N56H

Pat_76 Pre-Treatment ASAP2 8853 37 2 9474929 9474929 Missense_Mutation SNP C T 4 124 c.749C>T c.(748-750)ACG>ATG p.T250M

Pat_76 Pre-Treatment CPSF3 51692 37 2 9613133 9613133 Missense_Mutation SNP C T 5 86 c.2042C>T c.(2041-2043)ACG>ATG p.T681M

Pat_76 Pre-Treatment GREB1 9687 37 2 11752710 11752710 Missense_Mutation SNP G A 4 75 c.3096G>A c.(3094-3096)ATG>ATA p.M1032I

Pat_76 Pre-Treatment PUM2 23369 37 2 20460196 20460196 Missense_Mutation SNP G A 28 43 c.2257C>T c.(2257-2259)CCA>TCA p.P753S

Pat_76 Pre-Treatment APOB 338 37 2 21231860 21231860 Missense_Mutation SNP G A 25 44 c.7880C>T c.(7879-7881)CCA>CTA p.P2627L

Pat_76 Pre-Treatment APOB 338 37 2 21233066 21233066 Missense_Mutation SNP G T 9 17 c.6674C>A c.(6673-6675)ACA>AAA p.T2225K

Pat_76 Pre-Treatment APOB 338 37 2 21235356 21235356 Missense_Mutation SNP C T 15 43 c.4384G>A c.(4384-4386)GGA>AGA p.G1462R

Pat_76 Pre-Treatment DPYSL5 56896 37 2 27167566 27167566 Missense_Mutation SNP G A 38 40 c.1483G>A c.(1483-1485)GAT>AAT p.D495N

Pat_76 Pre-Treatment C2orf53 339779 37 2 27361072 27361072 Missense_Mutation SNP C A 6 4 c.126G>T c.(124-126)CAG>CAT p.Q42H

Pat_76 Pre-Treatment SLC30A3 7781 37 2 27478226 27478226 Missense_Mutation SNP G A 3 47 c.1121C>T c.(1120-1122)CCG>CTG p.P374L

Pat_76 Pre-Treatment PPM1G 5496 37 2 27604584 27604584 Missense_Mutation SNP C T 4 155 c.1523G>A c.(1522-1524)CGA>CAA p.R508Q

Pat_76 Pre-Treatment PLB1 151056 37 2 28812377 28812377 Missense_Mutation SNP G C 57 93 c.1876G>C c.(1876-1878)GTT>CTT p.V626L



Pat_76 Pre-Treatment FAM179A 165186 37 2 29247101 29247101 Missense_Mutation SNP G A 13 21 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_76 Pre-Treatment ALK 238 37 2 29543713 29543713 Missense_Mutation SNP C T 41 46 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_76 Pre-Treatment XDH 7498 37 2 31558835 31558835 Missense_Mutation SNP C A 34 64 c.3991G>T c.(3991-3993)GTG>TTG p.V1331L

Pat_76 Pre-Treatment SLC30A6 55676 37 2 32434592 32434592 Nonsense_Mutation SNP C T 4 124 c.847C>T c.(847-849)CGA>TGA p.R283*

Pat_76 Pre-Treatment FAM98A 25940 37 2 33810710 33810710 Missense_Mutation SNP G A 75 112 c.775C>T c.(775-777)CCT>TCT p.P259S

Pat_76 Pre-Treatment MAP4K3 8491 37 2 39487761 39487761 Nonsense_Mutation SNP C T 15 17 c.2294G>A c.(2293-2295)TGG>TAG p.W765*

Pat_76 Pre-Treatment SLC8A1 6546 37 2 40405536 40405536 Missense_Mutation SNP C T 71 112 c.1906G>A c.(1906-1908)GAG>AAG p.E636K

Pat_76 Pre-Treatment ABCG8 64241 37 2 44078738 44078738 Missense_Mutation SNP C T 22 13 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_76 Pre-Treatment PREPL 9581 37 2 44559788 44559789 Missense_Mutation DNP GG AA 12 18 c.1162_1163CC>TT c.(1162-1164)CCT>TTT p.P388F

Pat_76 Pre-Treatment FOXN2 3344 37 2 48573793 48573793 Missense_Mutation SNP C T 61 102 c.440C>T c.(439-441)CCA>CTA p.P147L

Pat_76 Pre-Treatment PSME4 23198 37 2 54131220 54131220 Missense_Mutation SNP G A 55 78 c.3017C>T c.(3016-3018)CCC>CTC p.P1006L

Pat_76 Pre-Treatment C2orf63 130162 37 2 55445106 55445106 Missense_Mutation SNP G A 11 37 c.206C>T c.(205-207)TCC>TTC p.S69F

Pat_76 Pre-Treatment EFEMP1 2202 37 2 56094269 56094269 Missense_Mutation SNP C T 47 71 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Pre-Treatment CCDC85A 114800 37 2 56611435 56611435 Missense_Mutation SNP C T 37 35 c.1607C>T c.(1606-1608)TCG>TTG p.S536L

Pat_76 Pre-Treatment PUS10 150962 37 2 61236063 61236063 Nonsense_Mutation SNP G A 4 15 c.214C>T c.(214-216)CGA>TGA p.R72*

Pat_76 Pre-Treatment PLEK 5341 37 2 68607955 68607955 Missense_Mutation SNP T A 71 93 c.299T>A c.(298-300)ATT>AAT p.I100N

Pat_76 Pre-Treatment FBXO48 554251 37 2 68691389 68691389 Missense_Mutation SNP C T 136 227 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Pre-Treatment GFPT1 2673 37 2 69597165 69597165 Missense_Mutation SNP C T 39 51 c.191G>A c.(190-192)GGA>GAA p.G64E

Pat_76 Pre-Treatment C2orf42 54980 37 2 70377634 70377634 Missense_Mutation SNP G A 19 39 c.1579C>T c.(1579-1581)CTT>TTT p.L527F

Pat_76 Pre-Treatment PCYOX1 51449 37 2 70502156 70502156 Missense_Mutation SNP G A 42 70 c.560G>A c.(559-561)GGA>GAA p.G187E

Pat_76 Pre-Treatment ATP6V1B1 525 37 2 71191923 71191923 Missense_Mutation SNP G A 12 14 c.1306G>A c.(1306-1308)GAG>AAG p.E436K

Pat_76 Pre-Treatment C2orf78 388960 37 2 74042413 74042413 Missense_Mutation SNP G A 8 8 c.1063G>A c.(1063-1065)GAA>AAA p.E355K

Pat_76 Pre-Treatment SEMA4F 10505 37 2 74906855 74906855 Missense_Mutation SNP G A 3 41 c.1832G>A c.(1831-1833)CGG>CAG p.R611Q

Pat_76 Pre-Treatment HK2 3099 37 2 75108931 75108931 Missense_Mutation SNP T G 23 27 c.1664T>G c.(1663-1665)ATG>AGG p.M555R

Pat_76 Pre-Treatment CTNNA2 1496 37 2 80808840 80808840 Missense_Mutation SNP G A 21 26 c.1903G>A c.(1903-1905)GAA>AAA p.E635K

Pat_76 Pre-Treatment THNSL2 55258 37 2 88484883 88484883 Missense_Mutation SNP G A 29 33 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Pre-Treatment ZNF2 7549 37 2 95847717 95847717 Missense_Mutation SNP C T 4 137 c.1141C>T c.(1141-1143)CGG>TGG p.R381W

Pat_76 Pre-Treatment TMEM131 23505 37 2 98475846 98475846 Missense_Mutation SNP G A 8 28 c.404C>T c.(403-405)CCT>CTT p.P135L

Pat_76 Pre-Treatment LYG2 254773 37 2 99861748 99861748 Missense_Mutation SNP C T 22 62 c.358G>A c.(358-360)GGA>AGA p.G120R

Pat_76 Pre-Treatment NPAS2 4862 37 2 101565879 101565879 Missense_Mutation SNP C T 21 64 c.535C>T c.(535-537)CCA>TCA p.P179S

Pat_76 Pre-Treatment CREG2 200407 37 2 102000157 102000158 Missense_Mutation DNP CC TT 35 111 c.448_449GG>AA c.(448-450)GGA>AAA p.G150K

Pat_76 Pre-Treatment IL18R1 8809 37 2 103013029 103013029 Missense_Mutation SNP C G 18 58 c.1309C>G c.(1309-1311)CGA>GGA p.R437G

Pat_76 Pre-Treatment TGFBRAP1 9392 37 2 105912941 105912941 Missense_Mutation SNP C T 31 122 c.910G>A c.(910-912)GGA>AGA p.G304R

Pat_76 Pre-Treatment RGPD3 653489 37 2 107049684 107049684 Missense_Mutation SNP C T 143 375 c.2263G>A c.(2263-2265)GAA>AAA p.E755K

Pat_76 Pre-Treatment SULT1C3 442038 37 2 108881461 108881461 Missense_Mutation SNP G A 71 52 c.802G>A c.(802-804)GGG>AGG p.G268R

Pat_76 Pre-Treatment RGPD5 84220 37 2 113147135 113147135 Nonsense_Mutation SNP C T 45 308 c.3387G>A c.(3385-3387)TGG>TGA p.W1129*

Pat_76 Pre-Treatment POLR1B 84172 37 2 113322062 113322062 Missense_Mutation SNP C T 75 97 c.1732C>T c.(1732-1734)CTT>TTT p.L578F

Pat_76 Pre-Treatment IL1F6 27179 37 2 113764178 113764178 Missense_Mutation SNP C T 163 253 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_76 Pre-Treatment PSD4 23550 37 2 113953840 113953840 Missense_Mutation SNP G A 17 23 c.2342G>A c.(2341-2343)GGC>GAC p.G781D

Pat_76 Pre-Treatment DPP10 57628 37 2 116066815 116066815 Missense_Mutation SNP G A 13 20 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_76 Pre-Treatment DPP10 57628 37 2 116572369 116572369 Missense_Mutation SNP G A 29 49 c.1701G>A c.(1699-1701)ATG>ATA p.M567I

Pat_76 Pre-Treatment PCDP1 200373 37 2 120373196 120373196 Missense_Mutation SNP G A 8 18 c.463G>A c.(463-465)GAA>AAA p.E155K

Pat_76 Pre-Treatment TMEM177 80775 37 2 120438910 120438911 Nonsense_Mutation DNP CT TA 17 40 c.481_482CT>TA c.(481-483)CTG>TAG p.L161*

Pat_76 Pre-Treatment GLI2 2736 37 2 121748199 121748199 Missense_Mutation SNP C T 40 55 c.4709C>T c.(4708-4710)TCC>TTC p.S1570F

Pat_76 Pre-Treatment TFCP2L1 29842 37 2 121997133 121997133 Splice_Site SNP C T 26 28 c.860_splice c.e8+1 p.G287_splice

Pat_76 Pre-Treatment MKI67IP 84365 37 2 122493301 122493301 Missense_Mutation SNP G T 21 35 c.131C>A c.(130-132)CCT>CAT p.P44H

Pat_76 Pre-Treatment CNTNAP5 129684 37 2 125204447 125204447 Missense_Mutation SNP C T 4 137 c.851C>T c.(850-852)ACG>ATG p.T284M



Pat_76 Pre-Treatment MYO7B 4648 37 2 128341852 128341852 Missense_Mutation SNP C T 29 54 c.1499C>T c.(1498-1500)GCC>GTC p.A500V

Pat_76 Pre-Treatment MYO7B 4648 37 2 128346086 128346086 Missense_Mutation SNP C T 24 35 c.1810C>T c.(1810-1812)CAT>TAT p.H604Y

Pat_76 Pre-Treatment LOC401010 401010 37 2 132200417 132200417 Missense_Mutation SNP C T 6 5 c.1585G>A c.(1585-1587)GAA>AAA p.E529K

Pat_76 Pre-Treatment YSK4 80122 37 2 135744766 135744766 Missense_Mutation SNP G A 28 35 c.1676C>T c.(1675-1677)CCC>CTC p.P559L

Pat_76 Pre-Treatment LCT 3938 37 2 136566810 136566810 Missense_Mutation SNP G A 25 33 c.3107C>T c.(3106-3108)CCT>CTT p.P1036L

Pat_76 Pre-Treatment HNMT 3176 37 2 138762777 138762777 Missense_Mutation SNP C T 55 90 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_76 Pre-Treatment LRP1B 53353 37 2 141232728 141232728 Missense_Mutation SNP C T 30 36 c.9604G>A c.(9604-9606)GAT>AAT p.D3202N

Pat_76 Pre-Treatment LRP1B 53353 37 2 141986902 141986902 Missense_Mutation SNP C T 8 13 c.700G>A c.(700-702)GAA>AAA p.E234K

Pat_76 Pre-Treatment KYNU 8942 37 2 143643012 143643012 Missense_Mutation SNP G A 24 33 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_76 Pre-Treatment KYNU 8942 37 2 143718310 143718310 Missense_Mutation SNP C T 54 73 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_76 Pre-Treatment ARHGAP15 55843 37 2 143913139 143913139 Missense_Mutation SNP G A 28 26 c.80G>A c.(79-81)AGA>AAA p.R27K

Pat_76 Pre-Treatment KIF5C 3800 37 2 149864490 149864490 Missense_Mutation SNP A G 31 58 c.2459A>G c.(2458-2460)GAC>GGC p.D820G

Pat_76 Pre-Treatment GALNT5 11227 37 2 158140927 158140927 Missense_Mutation SNP G A 27 34 c.1588G>A c.(1588-1590)GAG>AAG p.E530K

Pat_76 Pre-Treatment SLC4A10 57282 37 2 162807236 162807236 Missense_Mutation SNP G A 2 1 c.2419G>A c.(2419-2421)GGT>AGT p.G807S

Pat_76 Pre-Treatment SCN3A 6328 37 2 165997216 165997216 Missense_Mutation SNP G A 30 68 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_76 Pre-Treatment SCN9A 6335 37 2 167060726 167060726 Nonsense_Mutation SNP G A 25 25 c.4480C>T c.(4480-4482)CAA>TAA p.Q1494*

Pat_76 Pre-Treatment SCN7A 6332 37 2 167297955 167297955 Missense_Mutation SNP G A 25 39 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_76 Pre-Treatment XIRP2 129446 37 2 168099884 168099884 Missense_Mutation SNP G A 38 45 c.1982G>A c.(1981-1983)AGG>AAG p.R661K

Pat_76 Pre-Treatment XIRP2 129446 37 2 168106418 168106418 Missense_Mutation SNP G A 32 54 c.8516G>A c.(8515-8517)AGA>AAA p.R2839K

Pat_76 Pre-Treatment ITGA6 3655 37 2 173355997 173355997 Missense_Mutation SNP G A 64 126 c.2827G>A c.(2827-2829)GGG>AGG p.G943R

Pat_76 Pre-Treatment CDCA7 83879 37 2 174232372 174232372 Nonsense_Mutation SNP G T 111 113 c.1096G>T c.(1096-1098)GAA>TAA p.E366*

Pat_76 Pre-Treatment CDCA7 83879 37 2 174232374 174232374 Missense_Mutation SNP A T 112 116 c.1098A>T c.(1096-1098)GAA>GAT p.E366D

Pat_76 Pre-Treatment CHN1 1123 37 2 175666528 175666528 Missense_Mutation SNP G A 4 137 c.1115C>T c.(1114-1116)CCG>CTG p.P372L

Pat_76 Pre-Treatment TTN 7273 37 2 179416869 179416870 Missense_Mutation DNP CC TT 51 83 83053_83054GG>Ac.(83053-83055)GGA>AAA p.G27685K

Pat_76 Pre-Treatment TTN 7273 37 2 179417904 179417904 Missense_Mutation SNP C T 40 49 c.82019G>A c.(82018-82020)GGA>GAA p.G27340E

Pat_76 Pre-Treatment TTN 7273 37 2 179431781 179431781 Missense_Mutation SNP G A 60 100 c.71374C>T c.(71374-71376)CGT>TGT p.R23792C

Pat_76 Pre-Treatment TTN 7273 37 2 179432002 179432002 Missense_Mutation SNP C T 49 107 c.71153G>A c.(71152-71154)AGA>AAA p.R23718K

Pat_76 Pre-Treatment TTN 7273 37 2 179483389 179483389 Missense_Mutation SNP C T 34 49 c.39184G>A c.(39184-39186)GGA>AGA p.G13062R

Pat_76 Pre-Treatment TTN 7273 37 2 179552911 179552911 Missense_Mutation SNP T G 44 71 c.28506A>C c.(28504-28506)GAA>GAC p.E9502D

Pat_76 Pre-Treatment TTN 7273 37 2 179552940 179552940 Missense_Mutation SNP C T 31 43 c.28477G>A c.(28477-28479)GAG>AAG p.E9493K

Pat_76 Pre-Treatment TTN 7273 37 2 179584053 179584053 Missense_Mutation SNP C T 65 85 c.20332G>A c.(20332-20334)GGA>AGA p.G6778R

Pat_76 Pre-Treatment TTN 7273 37 2 179587255 179587255 Missense_Mutation SNP G A 87 106 c.18527C>T c.(18526-18528)TCT>TTT p.S6176F

Pat_76 Pre-Treatment TTN 7273 37 2 179590750 179590750 Missense_Mutation SNP G A 20 24 c.16567C>T c.(16567-16569)CCT>TCT p.P5523S

Pat_76 Pre-Treatment TTN 7273 37 2 179594203 179594203 Missense_Mutation SNP G A 28 58 c.14948C>T c.(14947-14949)CCG>CTG p.P4983L

Pat_76 Pre-Treatment TTN 7273 37 2 179605785 179605786 Missense_Mutation DNP CC TT 80 99 11661_11662GG>A659-11664)AAGGGT>AAA p.G3888S

Pat_76 Pre-Treatment TTN 7273 37 2 179614199 179614199 Nonsense_Mutation SNP G A 18 29 c.12928C>T c.(12928-12930)CAA>TAA p.Q4310*

Pat_76 Pre-Treatment TTN 7273 37 2 179638813 179638813 Missense_Mutation SNP C T 52 77 c.7082G>A c.(7081-7083)GGA>GAA p.G2361E

Pat_76 Pre-Treatment TTN 7273 37 2 179647791 179647791 Missense_Mutation SNP C T 11 15 c.2842G>A c.(2842-2844)GGC>AGC p.G948S

Pat_76 Pre-Treatment CCDC141 285025 37 2 179701823 179701823 Nonsense_Mutation SNP G A 7 20 c.2398C>T c.(2398-2400)CAA>TAA p.Q800*

Pat_76 Pre-Treatment PDE1A 5136 37 2 183070682 183070682 Missense_Mutation SNP G A 14 29 c.935C>T c.(934-936)TCC>TTC p.S312F

Pat_76 Pre-Treatment ZNF804A 91752 37 2 185798352 185798353 Missense_Mutation DNP GG AA 24 49 c.278_279GG>AA c.(277-279)AGG>AAA p.R93K

Pat_76 Pre-Treatment ZNF804A 91752 37 2 185800683 185800683 Missense_Mutation SNP C A 17 27 c.560C>A c.(559-561)CCA>CAA p.P187Q

Pat_76 Pre-Treatment ZSWIM2 151112 37 2 187702046 187702046 Missense_Mutation SNP C T 35 47 c.730G>A c.(730-732)GGG>AGG p.G244R

Pat_76 Pre-Treatment ZSWIM2 151112 37 2 187702277 187702277 Missense_Mutation SNP C T 16 68 c.499G>A c.(499-501)GGC>AGC p.G167S

Pat_76 Pre-Treatment COL3A1 1281 37 2 189854823 189854823 Missense_Mutation SNP G A 31 50 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_76 Pre-Treatment MYO1B 4430 37 2 192265124 192265124 Missense_Mutation SNP G A 50 106 c.2312G>A c.(2311-2313)CGG>CAG p.R771Q

Pat_76 Pre-Treatment DNAH7 56171 37 2 196723464 196723464 Nonsense_Mutation SNP G A 72 114 c.7801C>T c.(7801-7803)CAA>TAA p.Q2601*



Pat_76 Pre-Treatment DNAH7 56171 37 2 196729497 196729497 Missense_Mutation SNP C T 102 167 c.6882G>A c.(6880-6882)ATG>ATA p.M2294I

Pat_76 Pre-Treatment DNAH7 56171 37 2 196756414 196756414 Missense_Mutation SNP G A 32 76 c.5011C>T c.(5011-5013)CTT>TTT p.L1671F

Pat_76 Pre-Treatment HECW2 57520 37 2 197092934 197092934 Missense_Mutation SNP G A 15 45 c.3809C>T c.(3808-3810)TCC>TTC p.S1270F

Pat_76 Pre-Treatment RAPH1 65059 37 2 204306082 204306082 Missense_Mutation SNP G A 7 15 c.1831C>T c.(1831-1833)CCG>TCG p.P611S

Pat_76 Pre-Treatment ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 9 16 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_76 Pre-Treatment PTH2R 5746 37 2 209307123 209307123 Missense_Mutation SNP C T 80 123 c.446C>T c.(445-447)ACC>ATC p.T149I

Pat_76 Pre-Treatment CPS1 1373 37 2 211454911 211454911 Missense_Mutation SNP C T 160 320 c.793C>T c.(793-795)CCG>TCG p.P265S

Pat_76 Pre-Treatment ABCA12 26154 37 2 215843664 215843665 Missense_Mutation DNP CC TT 26 37 .4840_4841GG>AAc.(4840-4842)GGA>AAA p.G1614K

Pat_76 Pre-Treatment CXCR1 3577 37 2 219029255 219029255 Missense_Mutation SNP C T 4 143 c.680G>A c.(679-681)CGT>CAT p.R227H

Pat_76 Pre-Treatment SERPINE2 5270 37 2 224842266 224842266 Missense_Mutation SNP G A 47 76 c.1154C>T c.(1153-1155)CCT>CTT p.P385L

Pat_76 Pre-Treatment IRS1 3667 37 2 227662817 227662817 Missense_Mutation SNP C A 4 122 c.638G>T c.(637-639)CGC>CTC p.R213L

Pat_76 Pre-Treatment COL4A4 1286 37 2 227872874 227872874 Missense_Mutation SNP C T 22 23 c.4669G>A c.(4669-4671)GAG>AAG p.E1557K

Pat_76 Pre-Treatment COL4A3 1285 37 2 228155552 228155552 Missense_Mutation SNP G A 22 16 c.3160G>A c.(3160-3162)GGA>AGA p.G1054R

Pat_76 Pre-Treatment SP100 6672 37 2 231404082 231404083 Missense_Mutation DNP CC TT 12 40 c.2195_2196CC>TT c.(2194-2196)TCC>TTT p.S732F

Pat_76 Pre-Treatment UGT1A6 54578 37 2 234601885 234601885 Missense_Mutation SNP C T 24 44 c.235C>T c.(235-237)CCA>TCA p.P79S

Pat_76 Pre-Treatment ASB18 401036 37 2 237149963 237149963 Missense_Mutation SNP C T 32 44 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_76 Pre-Treatment RBM44 375316 37 2 238738134 238738134 Missense_Mutation SNP C T 75 106 c.2878C>T c.(2878-2880)CCT>TCT p.P960S

Pat_76 Pre-Treatment HDAC4 9759 37 2 240036829 240036829 Missense_Mutation SNP C T 4 54 c.1696G>A c.(1696-1698)GAT>AAT p.D566N

Pat_76 Pre-Treatment PRR21 643905 37 2 240981477 240981477 Missense_Mutation SNP G A 5 67 c.923C>T c.(922-924)ACC>ATC p.T308I

Pat_76 Pre-Treatment RNPEPL1 57140 37 2 241514551 241514551 Missense_Mutation SNP T A 42 59 c.700T>A c.(700-702)TTT>ATT p.F234I

Pat_76 Pre-Treatment SNED1 25992 37 2 241989314 241989314 Missense_Mutation SNP T C 39 43 c.1699T>C c.(1699-1701)TGC>CGC p.C567R

Pat_76 Pre-Treatment CPXM1 56265 37 20 2774842 2774842 Missense_Mutation SNP C G 58 37 c.2199G>C c.(2197-2199)AAG>AAC p.K733N

Pat_76 Pre-Treatment CPXM1 56265 37 20 2777701 2777701 Missense_Mutation SNP G A 14 28 c.872C>T c.(871-873)TCC>TTC p.S291F

Pat_76 Pre-Treatment SLC4A11 83959 37 20 3209023 3209023 Missense_Mutation SNP G A 59 78 c.2488C>T c.(2488-2490)CAC>TAC p.H830Y

Pat_76 Pre-Treatment SIGLEC1 6614 37 20 3674127 3674127 Missense_Mutation SNP G A 3 51 c.3475C>T c.(3475-3477)CGC>TGC p.R1159C

Pat_76 Pre-Treatment GPCPD1 56261 37 20 5539440 5539440 Missense_Mutation SNP G A 14 32 c.1558C>T c.(1558-1560)CCG>TCG p.P520S

Pat_76 Pre-Treatment PLCB1 23236 37 20 8130959 8130959 Missense_Mutation SNP C T 24 22 c.118C>T c.(118-120)CCA>TCA p.P40S

Pat_76 Pre-Treatment PLCB1 23236 37 20 8626748 8626748 Splice_Site SNP G A 29 42 c.385_splice c.e5-1 p.E129_splice

Pat_76 Pre-Treatment C20orf103 24141 37 20 9498795 9498795 Missense_Mutation SNP C T 5 72 c.584C>T c.(583-585)CCG>CTG p.P195L

Pat_76 Pre-Treatment PAK7 57144 37 20 9561234 9561234 Missense_Mutation SNP G A 106 92 c.548C>T c.(547-549)TCT>TTT p.S183F

Pat_76 Pre-Treatment SNAP25 6616 37 20 10256176 10256176 Missense_Mutation SNP G A 21 8 c.37G>A c.(37-39)GAG>AAG p.E13K

Pat_76 Pre-Treatment SEL1L2 80343 37 20 13839970 13839970 Missense_Mutation SNP G A 28 29 c.1756C>T c.(1756-1758)CAC>TAC p.H586Y

Pat_76 Pre-Treatment SEC23B 10483 37 20 18491484 18491484 Missense_Mutation SNP C T 4 75 c.5C>T c.(4-6)GCG>GTG p.A2V

Pat_76 Pre-Treatment C20orf26 26074 37 20 20257987 20257987 Missense_Mutation SNP G A 64 34 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_76 Pre-Treatment XRN2 22803 37 20 21362668 21362668 Missense_Mutation SNP C T 23 70 c.2621C>T c.(2620-2622)CCC>CTC p.P874L

Pat_76 Pre-Treatment FOXA2 3170 37 20 22563239 22563239 Missense_Mutation SNP C T 36 58 c.623G>A c.(622-624)CGC>CAC p.R208H

Pat_76 Pre-Treatment HM13 81502 37 20 30142599 30142599 Missense_Mutation SNP G T 4 136 c.775G>T c.(775-777)GCC>TCC p.A259S

Pat_76 Pre-Treatment MYLK2 85366 37 20 30409442 30409442 Missense_Mutation SNP C T 118 74 c.674C>T c.(673-675)TCG>TTG p.S225L

Pat_76 Pre-Treatment TTLL9 164395 37 20 30507671 30507671 Missense_Mutation SNP C T 72 61 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_76 Pre-Treatment HCK 3055 37 20 30674527 30674527 Missense_Mutation SNP C T 3 36 c.932C>T c.(931-933)ACT>ATT p.T311I

Pat_76 Pre-Treatment ZNF341 84905 37 20 32377334 32377334 Missense_Mutation SNP G A 25 93 c.1975G>A c.(1975-1977)GGC>AGC p.G659S

Pat_76 Pre-Treatment AHCY 191 37 20 32878645 32878645 Missense_Mutation SNP C T 4 75 c.658G>A c.(658-660)GGC>AGC p.G220S

Pat_76 Pre-Treatment ITCH 83737 37 20 33059310 33059310 Missense_Mutation SNP C T 49 47 c.1682C>T c.(1681-1683)TCC>TTC p.S561F

Pat_76 Pre-Treatment GSS 2937 37 20 33529540 33529540 Missense_Mutation SNP G A 38 27 c.584C>T c.(583-585)GCC>GTC p.A195V

Pat_76 Pre-Treatment FAM83C 128876 37 20 33875149 33875149 Missense_Mutation SNP G A 25 35 c.1433C>T c.(1432-1434)CCC>CTC p.P478L

Pat_76 Pre-Treatment MANBAL 63905 37 20 35929694 35929694 Missense_Mutation SNP C T 9 15 c.28C>T c.(28-30)CCG>TCG p.P10S

Pat_76 Pre-Treatment TGM2 7052 37 20 36760777 36760777 Missense_Mutation SNP C T 53 113 c.1741G>A c.(1741-1743)GAC>AAC p.D581N



Pat_76 Pre-Treatment TOX2 84969 37 20 42680074 42680074 Missense_Mutation SNP G T 14 20 c.567G>T c.(565-567)ATG>ATT p.M189I

Pat_76 Pre-Treatment JPH2 57158 37 20 42788428 42788428 Missense_Mutation SNP G T 12 32 c.999C>A c.(997-999)GAC>GAA p.D333E

Pat_76 Pre-Treatment JPH2 57158 37 20 42788430 42788430 Missense_Mutation SNP C T 11 31 c.997G>A c.(997-999)GAC>AAC p.D333N

Pat_76 Pre-Treatment HNF4A 3172 37 20 43056995 43056995 Missense_Mutation SNP C T 78 54 c.1150C>T c.(1150-1152)CAT>TAT p.H384Y

Pat_76 Pre-Treatment SEMG2 6407 37 20 43850643 43850643 Missense_Mutation SNP C T 45 25 c.370C>T c.(370-372)CAC>TAC p.H124Y

Pat_76 Pre-Treatment C20orf165 128497 37 20 44516192 44516192 Missense_Mutation SNP G A 4 118 c.38C>T c.(37-39)CCT>CTT p.P13L

Pat_76 Pre-Treatment MMP9 4318 37 20 44641179 44641179 Missense_Mutation SNP C T 50 39 c.1288C>T c.(1288-1290)CCC>TCC p.P430S

Pat_76 Pre-Treatment ZNF334 55713 37 20 45130345 45130345 Missense_Mutation SNP C T 65 134 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Pre-Treatment ZNF334 55713 37 20 45130930 45130930 Missense_Mutation SNP C T 69 161 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_76 Pre-Treatment ARFGEF2 10564 37 20 47635499 47635499 Missense_Mutation SNP C T 18 15 c.4588C>T c.(4588-4590)CCA>TCA p.P1530S

Pat_76 Pre-Treatment SALL4 57167 37 20 50408016 50408016 Missense_Mutation SNP G A 17 19 c.1006C>T c.(1006-1008)CCT>TCT p.P336S

Pat_76 Pre-Treatment SALL4 57167 37 20 50408730 50408730 Missense_Mutation SNP G A 31 22 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_76 Pre-Treatment CBLN4 140689 37 20 54575833 54575833 Missense_Mutation SNP C T 109 100 c.362G>A c.(361-363)AGT>AAT p.S121N

Pat_76 Pre-Treatment MC3R 4159 37 20 54824619 54824620 Missense_Mutation DNP GG AA 31 22 c.720_721GG>AA718-723)GGGGCA>GGAA p.A241T

Pat_76 Pre-Treatment CSTF1 1477 37 20 54974146 54974146 Missense_Mutation SNP C T 123 270 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_76 Pre-Treatment CASS4 57091 37 20 55027514 55027514 Missense_Mutation SNP G A 12 12 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_76 Pre-Treatment GNAS 2778 37 20 57484421 57484421 Missense_Mutation SNP G A 24 80 c.2531G>A c.(2530-2532)CGT>CAT p.R844H

Pat_76 Pre-Treatment ZNF831 128611 37 20 57768785 57768785 Missense_Mutation SNP C T 29 25 c.2711C>T c.(2710-2712)ACC>ATC p.T904I

Pat_76 Pre-Treatment ZNF831 128611 37 20 57769723 57769723 Nonsense_Mutation SNP C T 12 10 c.3649C>T c.(3649-3651)CGA>TGA p.R1217*

Pat_76 Pre-Treatment ZNF831 128611 37 20 57770945 57770945 Missense_Mutation SNP G A 89 227 c.3760G>A c.(3760-3762)GGG>AGG p.G1254R

Pat_76 Pre-Treatment SYCP2 10388 37 20 58495521 58495521 Missense_Mutation SNP G A 18 18 c.190C>T c.(190-192)CAC>TAC p.H64Y

Pat_76 Pre-Treatment CDH4 1002 37 20 60448856 60448856 Missense_Mutation SNP G A 4 146 c.950G>A c.(949-951)CGG>CAG p.R317Q

Pat_76 Pre-Treatment DIDO1 11083 37 20 61513427 61513427 Missense_Mutation SNP G A 5 242 c.3881C>T c.(3880-3882)GCG>GTG p.A1294V

Pat_76 Pre-Treatment SRMS 6725 37 20 62178665 62178666 Missense_Mutation DNP GG AA 4 13 c.151_152CC>TT c.(151-153)CCC>TTC p.P51F

Pat_76 Pre-Treatment RTEL1 51750 37 20 62292799 62292799 Missense_Mutation SNP G A 3 43 c.251G>A c.(250-252)CGG>CAG p.R84Q

Pat_76 Pre-Treatment RTEL1 51750 37 20 62320927 62320927 Missense_Mutation SNP C T 4 61 c.1951C>T c.(1951-1953)CGC>TGC p.R651C

Pat_76 Pre-Treatment TPTE 7179 37 21 10908889 10908889 Missense_Mutation SNP G A 6 24 c.1456C>T c.(1456-1458)CCT>TCT p.P486S

Pat_76 Pre-Treatment TPTE 7179 37 21 10920116 10920116 Missense_Mutation SNP C T 24 100 c.1138G>A c.(1138-1140)GAA>AAA p.E380K

Pat_76 Pre-Treatment RBM11 54033 37 21 15599544 15599544 Missense_Mutation SNP G A 4 81 c.776G>A c.(775-777)AGC>AAC p.S259N

Pat_76 Pre-Treatment BTG3 10950 37 21 18966605 18966605 Missense_Mutation SNP G A 45 45 c.565C>T c.(565-567)CCC>TCC p.P189S

Pat_76 Pre-Treatment NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 21 51 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_76 Pre-Treatment JAM2 58494 37 21 27066190 27066190 Missense_Mutation SNP G A 76 117 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Pre-Treatment HUNK 30811 37 21 33370917 33370917 Missense_Mutation SNP C T 32 61 c.1565C>T c.(1564-1566)CCC>CTC p.P522L

Pat_76 Pre-Treatment C21orf59 56683 37 21 33976521 33976521 Missense_Mutation SNP C T 26 64 c.448G>A c.(448-450)GTG>ATG p.V150M

Pat_76 Pre-Treatment DNAJC28 54943 37 21 34861059 34861059 Missense_Mutation SNP T G 91 107 c.642A>C c.(640-642)AAA>AAC p.K214N

Pat_76 Pre-Treatment SLC5A3 6526 37 21 35467832 35467832 Missense_Mutation SNP A G 76 165 c.335A>G c.(334-336)TAC>TGC p.Y112C

Pat_76 Pre-Treatment SLC5A3 6526 37 21 35467859 35467859 Missense_Mutation SNP G A 99 177 c.362G>A c.(361-363)AGG>AAG p.R121K

Pat_76 Pre-Treatment SETD4 54093 37 21 37420683 37420683 Missense_Mutation SNP C T 105 170 c.219G>A c.(217-219)ATG>ATA p.M73I

Pat_76 Pre-Treatment DOPEY2 9980 37 21 37597961 37597961 Missense_Mutation SNP C T 7 26 c.1469C>T c.(1468-1470)CCT>CTT p.P490L

Pat_76 Pre-Treatment TTC3 7267 37 21 38462544 38462545 Missense_Mutation DNP CC TT 15 35 c.438_439CC>TT (436-441)TTCCTT>TTTTT p.L147F

Pat_76 Pre-Treatment TTC3 7267 37 21 38539906 38539906 Missense_Mutation SNP C T 36 40 c.4451C>T c.(4450-4452)CCT>CTT p.P1484L

Pat_76 Pre-Treatment DSCR4 10281 37 21 39426981 39426981 Missense_Mutation SNP C T 12 47 c.325G>A c.(325-327)GAC>AAC p.D109N

Pat_76 Pre-Treatment DSCAM 1826 37 21 41450781 41450781 Missense_Mutation SNP G A 14 19 c.4544C>T c.(4543-4545)CCC>CTC p.P1515L

Pat_76 Pre-Treatment DSCAM 1826 37 21 41455916 41455916 Missense_Mutation SNP G A 20 32 c.4150C>T c.(4150-4152)CGG>TGG p.R1384W

Pat_76 Pre-Treatment FAM3B 54097 37 21 42694883 42694883 Missense_Mutation SNP C T 26 46 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_76 Pre-Treatment PRDM15 63977 37 21 43279315 43279315 Missense_Mutation SNP C T 3 63 c.1054G>A c.(1054-1056)GTG>ATG p.V352M

Pat_76 Pre-Treatment PRDM15 63977 37 21 43299455 43299455 Missense_Mutation SNP G A 15 25 c.26C>T c.(25-27)TCC>TTC p.S9F



Pat_76 Pre-Treatment CBS 875 37 21 44483104 44483104 Missense_Mutation SNP C T 4 124 c.913G>A c.(913-915)GGG>AGG p.G305R

Pat_76 Pre-Treatment CRYAA 1409 37 21 44590730 44590730 Missense_Mutation SNP G A 40 50 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_76 Pre-Treatment SIK1 150094 37 21 44838191 44838191 Missense_Mutation SNP G A 29 28 c.1693C>T c.(1693-1695)CCT>TCT p.P565S

Pat_76 Pre-Treatment RRP1 8568 37 21 45217545 45217546 Missense_Mutation DNP CC TT 41 98 c.586_587CC>TT c.(586-588)CCC>TTC p.P196F

Pat_76 Pre-Treatment C21orf29 54084 37 21 45987779 45987779 Missense_Mutation SNP C T 20 31 c.193G>A c.(193-195)GCC>ACC p.A65T

Pat_76 Pre-Treatment KRTAP10-4 386672 37 21 45994771 45994771 Missense_Mutation SNP C T 33 53 c.1136C>T c.(1135-1137)TCC>TTC p.S379F

Pat_76 Pre-Treatment COL6A1 1291 37 21 47418068 47418069 Missense_Mutation DNP GG AA 11 16 .1558_1559GG>AAc.(1558-1560)GGC>AAC p.G520N

Pat_76 Pre-Treatment COL6A1 1291 37 21 47421963 47421963 Missense_Mutation SNP G A 4 15 c.2045G>A c.(2044-2046)CGG>CAG p.R682Q

Pat_76 Pre-Treatment COL6A2 1292 37 21 47532283 47532283 Missense_Mutation SNP C T 8 12 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Pre-Treatment LSS 4047 37 21 47633739 47633739 Missense_Mutation SNP G A 14 19 c.1022C>T c.(1021-1023)ACC>ATC p.T341I

Pat_76 Pre-Treatment PCNT 5116 37 21 47769597 47769598 Splice_Site DNP GG AA 28 53 c.1208_splice c.e8-1 p.R403_splice

Pat_76 Pre-Treatment PCNT 5116 37 21 47817270 47817270 Missense_Mutation SNP G A 11 32 c.4308G>A c.(4306-4308)ATG>ATA p.M1436I

Pat_76 Pre-Treatment DIP2A 23181 37 21 47981665 47981665 Missense_Mutation SNP C T 91 168 c.4036C>T c.(4036-4038)CGT>TGT p.R1346C

Pat_76 Pre-Treatment POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 48 456 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_76 Pre-Treatment POTEH 23784 37 22 16279222 16279222 Missense_Mutation SNP T A 50 483 c.1001A>T c.(1000-1002)AAT>ATT p.N334I

Pat_76 Pre-Treatment OR11H1 81061 37 22 16449102 16449102 Missense_Mutation SNP G A 71 111 c.703C>T c.(703-705)CTT>TTT p.L235F

Pat_76 Pre-Treatment RTDR1 27156 37 22 23401774 23401774 Missense_Mutation SNP C T 45 16 c.913G>A c.(913-915)GGC>AGC p.G305S

Pat_76 Pre-Treatment RAB36 9609 37 22 23495309 23495309 Missense_Mutation SNP A T 71 75 c.515A>T c.(514-516)TAT>TTT p.Y172F

Pat_76 Pre-Treatment MMP11 4320 37 22 24124425 24124425 Nonsense_Mutation SNP G A 43 69 c.1088G>A c.(1087-1089)TGG>TAG p.W363*

Pat_76 Pre-Treatment GGT1 2678 37 22 25023398 25023398 Splice_Site SNP G A 25 40 c.1021_splice c.e12-1 p.V341_splice

Pat_76 Pre-Treatment MYO18B 84700 37 22 26351183 26351183 Missense_Mutation SNP G A 6 7 c.6009G>A c.(6007-6009)ATG>ATA p.M2003I

Pat_76 Pre-Treatment RFPL1 5988 37 22 29837650 29837650 Missense_Mutation SNP G A 4 104 c.493G>A c.(493-495)GTG>ATG p.V165M

Pat_76 Pre-Treatment CABP7 164633 37 22 30125183 30125183 Missense_Mutation SNP C T 4 4 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Pre-Treatment SEC14L3 266629 37 22 30863013 30863013 Missense_Mutation SNP C T 53 98 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_76 Pre-Treatment NCF4 4689 37 22 37261013 37261013 Missense_Mutation SNP G A 24 46 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_76 Pre-Treatment TMPRSS6 164656 37 22 37499418 37499418 Missense_Mutation SNP C T 43 55 c.67G>A c.(67-69)GGG>AGG p.G23R

Pat_76 Pre-Treatment TRIOBP 11078 37 22 38120224 38120224 Missense_Mutation SNP C T 60 164 c.1661C>T c.(1660-1662)GCC>GTC p.A554V

Pat_76 Pre-Treatment TRIOBP 11078 37 22 38131325 38131326 Missense_Mutation DNP CC TT 10 17 c.4982_4983CC>TT c.(4981-4983)TCC>TTT p.S1661F

Pat_76 Pre-Treatment TAB1 10454 37 22 39822888 39822888 Missense_Mutation SNP C T 22 33 c.1102C>T c.(1102-1104)CCG>TCG p.P368S

Pat_76 Pre-Treatment CACNA1I 8911 37 22 40069069 40069069 Missense_Mutation SNP G A 44 84 c.4765G>A c.(4765-4767)GTT>ATT p.V1589I

Pat_76 Pre-Treatment EP300 2033 37 22 41556727 41556727 Splice_Site SNP G A 4 62 c.3671_splice c.e20+1 p.T1224_splice

Pat_76 Pre-Treatment ACO2 50 37 22 41923334 41923334 Missense_Mutation SNP G A 4 32 c.1996G>A c.(1996-1998)GGC>AGC p.G666S

Pat_76 Pre-Treatment XRCC6 2547 37 22 42053023 42053023 Missense_Mutation SNP C T 8 17 c.1408C>T c.(1408-1410)CGC>TGC p.R470C

Pat_76 Pre-Treatment WNT7B 7477 37 22 46345835 46345835 Missense_Mutation SNP C T 24 27 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_76 Pre-Treatment SAPS2 9701 37 22 50875947 50875947 Missense_Mutation SNP T C 3 48 c.1696T>C c.(1696-1698)TAC>CAC p.Y566H

Pat_76 Pre-Treatment CNTN4 152330 37 3 3081778 3081778 Missense_Mutation SNP C T 28 65 c.2221C>T c.(2221-2223)CCC>TCC p.P741S

Pat_76 Pre-Treatment IL5RA 3568 37 3 3139668 3139668 Missense_Mutation SNP G A 35 78 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_76 Pre-Treatment ITPR1 3708 37 3 4735393 4735393 Missense_Mutation SNP C T 11 32 c.4222C>T c.(4222-4224)CGC>TGC p.R1408C

Pat_76 Pre-Treatment EDEM1 9695 37 3 5229995 5229995 Missense_Mutation SNP G A 12 20 c.505G>A c.(505-507)GAC>AAC p.D169N

Pat_76 Pre-Treatment CAMK1 8536 37 3 9803367 9803367 Missense_Mutation SNP C T 64 36 c.504G>A c.(502-504)ATG>ATA p.M168I

Pat_76 Pre-Treatment RPUSD3 285367 37 3 9883915 9883915 Missense_Mutation SNP G A 8 435 c.275C>T c.(274-276)ACG>ATG p.T92M

Pat_76 Pre-Treatment PPARG 5468 37 3 12458228 12458228 Missense_Mutation SNP C T 17 28 c.845C>T c.(844-846)TCC>TTC p.S282F

Pat_76 Pre-Treatment NUP210 23225 37 3 13378363 13378363 Missense_Mutation SNP T C 38 106 c.3608A>G c.(3607-3609)AAT>AGT p.N1203S

Pat_76 Pre-Treatment GRIP2 80852 37 3 14561732 14561732 Missense_Mutation SNP C T 24 10 c.1206G>A c.(1204-1206)ATG>ATA p.M402I

Pat_76 Pre-Treatment FGD5 152273 37 3 14861563 14861563 Missense_Mutation SNP C T 9 61 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_76 Pre-Treatment PLCL2 23228 37 3 17051292 17051292 Missense_Mutation SNP G A 32 24 c.430G>A c.(430-432)GTT>ATT p.V144I

Pat_76 Pre-Treatment EFHB 151651 37 3 19974997 19974997 Missense_Mutation SNP C T 82 51 c.514G>A c.(514-516)GAA>AAA p.E172K



Pat_76 Pre-Treatment TOP2B 7155 37 3 25639883 25639883 Missense_Mutation SNP C T 4 137 c.4781G>A c.(4780-4782)CGA>CAA p.R1594Q

Pat_76 Pre-Treatment SLC4A7 9497 37 3 27475470 27475470 Missense_Mutation SNP G A 127 104 c.688C>T c.(688-690)CTT>TTT p.L230F

Pat_76 Pre-Treatment OSBPL10 114884 37 3 31725572 31725572 Missense_Mutation SNP G C 41 32 c.1280C>G c.(1279-1281)TCT>TGT p.S427C

Pat_76 Pre-Treatment CNOT10 25904 37 3 32776347 32776347 Missense_Mutation SNP C T 108 299 c.1393C>T c.(1393-1395)CTC>TTC p.L465F

Pat_76 Pre-Treatment GLB1 2720 37 3 33109736 33109736 Missense_Mutation SNP C T 4 140 c.443G>A c.(442-444)CGC>CAC p.R148H

Pat_76 Pre-Treatment ARPP21 10777 37 3 35730819 35730819 Missense_Mutation SNP G A 73 40 c.427G>A c.(427-429)GAT>AAT p.D143N

Pat_76 Pre-Treatment ITGA9 3680 37 3 37783285 37783285 Missense_Mutation SNP C T 17 27 c.2299C>T c.(2299-2301)CAC>TAC p.H767Y

Pat_76 Pre-Treatment DLEC1 9940 37 3 38150967 38150967 Missense_Mutation SNP G A 20 96 c.3174G>A c.(3172-3174)ATG>ATA p.M1058I

Pat_76 Pre-Treatment SCN5A 6331 37 3 38592468 38592468 Missense_Mutation SNP C T 32 18 c.5395G>A c.(5395-5397)GAG>AAG p.E1799K

Pat_76 Pre-Treatment SCN10A 6336 37 3 38739493 38739493 Missense_Mutation SNP C T 55 25 c.5218G>A c.(5218-5220)GAC>AAC p.D1740N

Pat_76 Pre-Treatment CSRNP1 64651 37 3 39185196 39185196 Missense_Mutation SNP G A 13 31 c.1120C>T c.(1120-1122)CAC>TAC p.H374Y

Pat_76 Pre-Treatment CCR8 1237 37 3 39374813 39374813 Missense_Mutation SNP C G 5 115 c.991C>G c.(991-993)CCT>GCT p.P331A

Pat_76 Pre-Treatment LYZL4 131375 37 3 42448635 42448635 Missense_Mutation SNP C T 9 36 c.109G>A c.(109-111)GAT>AAT p.D37N

Pat_76 Pre-Treatment KBTBD5 131377 37 3 42727237 42727237 Missense_Mutation SNP G A 4 63 c.127G>A c.(127-129)GAG>AAG p.E43K

Pat_76 Pre-Treatment HHATL 57467 37 3 42735116 42735116 Missense_Mutation SNP C T 22 8 c.1241G>A c.(1240-1242)CGA>CAA p.R414Q

Pat_76 Pre-Treatment SNRK 54861 37 3 43389492 43389492 Missense_Mutation SNP G A 4 134 c.1741G>A c.(1741-1743)GGG>AGG p.G581R

Pat_76 Pre-Treatment LIMD1 8994 37 3 45636586 45636586 Missense_Mutation SNP G A 3 32 c.215G>A c.(214-216)AGG>AAG p.R72K

Pat_76 Pre-Treatment SACM1L 22908 37 3 45780142 45780142 Missense_Mutation SNP C A 14 43 c.1455C>A c.(1453-1455)AAC>AAA p.N485K

Pat_76 Pre-Treatment SACM1L 22908 37 3 45780147 45780148 Missense_Mutation DNP CC TT 12 43 c.1460_1461CC>TT c.(1459-1461)TCC>TTT p.S487F

Pat_76 Pre-Treatment LTF 4057 37 3 46485049 46485049 Missense_Mutation SNP G A 6 197 c.1538C>T c.(1537-1539)GCC>GTC p.A513V

Pat_76 Pre-Treatment LRRC2 79442 37 3 46592991 46592991 Missense_Mutation SNP C T 76 58 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_76 Pre-Treatment PLXNB1 5364 37 3 48456394 48456395 Missense_Mutation DNP GG AA 71 57 c.4022_4023CC>TTc.(4021-4023)GCC>GTT p.A1341V

Pat_76 Pre-Treatment CCDC51 79714 37 3 48474195 48474195 Missense_Mutation SNP C T 47 125 c.859G>A c.(859-861)GGT>AGT p.G287S

Pat_76 Pre-Treatment CELSR3 1951 37 3 48677662 48677662 Missense_Mutation SNP C T 5 67 c.9356G>A c.(9355-9357)AGC>AAC p.S3119N

Pat_76 Pre-Treatment QARS 5859 37 3 49135820 49135820 Missense_Mutation SNP G A 42 111 c.2050C>T c.(2050-2052)CCT>TCT p.P684S

Pat_76 Pre-Treatment QARS 5859 37 3 49136632 49136632 Missense_Mutation SNP C A 4 97 c.1669G>T c.(1669-1671)GTG>TTG p.V557L

Pat_76 Pre-Treatment BSN 8927 37 3 49698400 49698400 Missense_Mutation SNP C T 4 58 c.9122C>T c.(9121-9123)GCT>GTT p.A3041V

Pat_76 Pre-Treatment UBA7 7318 37 3 49845201 49845201 Missense_Mutation SNP G A 4 67 c.2683C>T c.(2683-2685)CGC>TGC p.R895C

Pat_76 Pre-Treatment DOCK3 1795 37 3 51297699 51297699 Missense_Mutation SNP C T 4 47 c.2297C>T c.(2296-2298)TCC>TTC p.S766F

Pat_76 Pre-Treatment TNNC1 7134 37 3 52485442 52485442 Missense_Mutation SNP C T 42 23 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_76 Pre-Treatment CACNA1D 776 37 3 53699804 53699804 Missense_Mutation SNP G A 16 37 c.884G>A c.(883-885)GGA>GAA p.G295E

Pat_76 Pre-Treatment CACNA1D 776 37 3 53835242 53835242 Missense_Mutation SNP G A 49 33 c.5198G>A c.(5197-5199)GGA>GAA p.G1733E

Pat_76 Pre-Treatment CACNA2D3 55799 37 3 54925456 54925456 Missense_Mutation SNP G A 4 110 c.2225G>A c.(2224-2226)GGG>GAG p.G742E

Pat_76 Pre-Treatment ERC2 26059 37 3 55768858 55768858 Missense_Mutation SNP C T 11 34 c.2653G>A c.(2653-2655)GAA>AAA p.E885K

Pat_76 Pre-Treatment ERC2 26059 37 3 55984533 55984533 Missense_Mutation SNP C T 16 65 c.2323G>A c.(2323-2325)GAA>AAA p.E775K

Pat_76 Pre-Treatment CCDC66 285331 37 3 56627597 56627597 Nonsense_Mutation SNP C T 32 32 c.1147C>T c.(1147-1149)CAG>TAG p.Q383*

Pat_76 Pre-Treatment HESX1 8820 37 3 57232472 57232472 Missense_Mutation SNP C T 36 35 c.406G>A c.(406-408)GAT>AAT p.D136N

Pat_76 Pre-Treatment FLNB 2317 37 3 58109342 58109342 Missense_Mutation SNP C T 90 47 c.3649C>T c.(3649-3651)CCC>TCC p.P1217S

Pat_76 Pre-Treatment DNASE1L3 1776 37 3 58191217 58191217 Nonsense_Mutation SNP G A 75 77 c.301C>T c.(301-303)CAA>TAA p.Q101*

Pat_76 Pre-Treatment LMOD3 56203 37 3 69168079 69168079 Missense_Mutation SNP G A 4 78 c.1427C>T c.(1426-1428)CCG>CTG p.P476L

Pat_76 Pre-Treatment EPHA3 2042 37 3 89499331 89499331 Missense_Mutation SNP T G 19 41 c.2501T>G c.(2500-2502)ATT>AGT p.I834S

Pat_76 Pre-Treatment PROS1 5627 37 3 93646102 93646102 Missense_Mutation SNP G A 48 120 c.226C>T c.(226-228)CCG>TCG p.P76S

Pat_76 Pre-Treatment OR5H14 403273 37 3 97868560 97868560 Missense_Mutation SNP G A 91 283 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_76 Pre-Treatment OR5H15 403274 37 3 97888271 97888271 Missense_Mutation SNP C G 46 54 c.728C>G c.(727-729)GCC>GGC p.A243G

Pat_76 Pre-Treatment GPR128 84873 37 3 100349614 100349614 Missense_Mutation SNP G A 52 27 c.295G>A c.(295-297)GGA>AGA p.G99R

Pat_76 Pre-Treatment IMPG2 50939 37 3 101038529 101038529 Missense_Mutation SNP C T 51 148 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_76 Pre-Treatment ZPLD1 131368 37 3 102187971 102187971 Missense_Mutation SNP C T 66 117 c.925C>T c.(925-927)CTT>TTT p.L309F



Pat_76 Pre-Treatment CCDC54 84692 37 3 107096863 107096864 Missense_Mutation DNP GG AA 49 32 c.429_430GG>AA(427-432)CTGGAA>CTAAA p.E144K

Pat_76 Pre-Treatment MYH15 22989 37 3 108110641 108110641 Missense_Mutation SNP C T 139 105 c.5456G>A c.(5455-5457)GGG>GAG p.G1819E

Pat_76 Pre-Treatment MYH15 22989 37 3 108149702 108149702 Nonsense_Mutation SNP G A 41 58 c.3349C>T c.(3349-3351)CAG>TAG p.Q1117*

Pat_76 Pre-Treatment MYH15 22989 37 3 108218318 108218318 Nonsense_Mutation SNP G A 42 47 c.568C>T c.(568-570)CAG>TAG p.Q190*

Pat_76 Pre-Treatment CD96 10225 37 3 111263955 111263955 Missense_Mutation SNP A C 56 118 c.124A>C c.(124-126)AAC>CAC p.N42H

Pat_76 Pre-Treatment TMPRSS7 344805 37 3 111793194 111793194 Missense_Mutation SNP G A 110 51 c.1340G>A c.(1339-1341)AGG>AAG p.R447K

Pat_76 Pre-Treatment CCDC80 151887 37 3 112357513 112357513 Missense_Mutation SNP G A 33 94 c.1240C>T c.(1240-1242)CTT>TTT p.L414F

Pat_76 Pre-Treatment ZNF80 7634 37 3 113955513 113955513 Missense_Mutation SNP C T 24 56 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_76 Pre-Treatment HGD 3081 37 3 120371486 120371486 Missense_Mutation SNP G A 12 28 c.295C>T c.(295-297)CCA>TCA p.P99S

Pat_76 Pre-Treatment RABL3 285282 37 3 120449568 120449568 Missense_Mutation SNP G A 73 72 c.113C>T c.(112-114)ACT>ATT p.T38I

Pat_76 Pre-Treatment GOLGB1 2804 37 3 121409852 121409852 Missense_Mutation SNP C T 24 62 c.8344G>A c.(8344-8346)GAT>AAT p.D2782N

Pat_76 Pre-Treatment PARP15 165631 37 3 122336009 122336009 Missense_Mutation SNP C T 46 126 c.998C>T c.(997-999)TCA>TTA p.S333L

Pat_76 Pre-Treatment MYLK 4638 37 3 123452812 123452812 Missense_Mutation SNP G A 37 82 c.1031C>T c.(1030-1032)TCC>TTC p.S344F

Pat_76 Pre-Treatment KALRN 8997 37 3 124053179 124053179 Missense_Mutation SNP C T 41 138 c.1478C>T c.(1477-1479)TCC>TTC p.S493F

Pat_76 Pre-Treatment SLC12A8 84561 37 3 124909340 124909340 Nonsense_Mutation SNP C T 85 251 c.77G>A c.(76-78)TGG>TAG p.W26*

Pat_76 Pre-Treatment MCM2 4171 37 3 127336204 127336205 Missense_Mutation DNP CC TT 40 21 c.1856_1857CC>TT c.(1855-1857)TCC>TTT p.S619F

Pat_76 Pre-Treatment DNAJB8 165721 37 3 128181833 128181833 Missense_Mutation SNP G A 19 60 c.256C>T c.(256-258)CCC>TCC p.P86S

Pat_76 Pre-Treatment TOPBP1 11073 37 3 133358805 133358806 Missense_Mutation DNP TC AT 16 60 c.2230_2231GA>AT c.(2230-2232)GAA>ATA p.E744I

Pat_76 Pre-Treatment KY 339855 37 3 134366318 134366318 Missense_Mutation SNP C T 13 23 c.158G>A c.(157-159)GGA>GAA p.G53E

Pat_76 Pre-Treatment EPHB1 2047 37 3 134670519 134670519 Missense_Mutation SNP G A 49 107 c.430G>A c.(430-432)GAG>AAG p.E144K

Pat_76 Pre-Treatment PPP2R3A 5523 37 3 135720516 135720516 Missense_Mutation SNP C T 25 22 c.176C>T c.(175-177)CCT>CTT p.P59L

Pat_76 Pre-Treatment NCK1 4690 37 3 136664562 136664562 Missense_Mutation SNP G A 135 77 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Pre-Treatment COPB2 9276 37 3 139097898 139097898 Missense_Mutation SNP T C 57 129 c.346A>G c.(346-348)ACT>GCT p.T116A

Pat_76 Pre-Treatment TRIM42 287015 37 3 140401461 140401461 Missense_Mutation SNP G A 51 139 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_76 Pre-Treatment TRIM42 287015 37 3 140406746 140406746 Missense_Mutation SNP G A 71 37 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_76 Pre-Treatment ATR 545 37 3 142254048 142254048 Splice_Site SNP C T 41 24 c.3820_splice c.e21-1 p.E1274_splice

Pat_76 Pre-Treatment PLS1 5357 37 3 142388285 142388285 Missense_Mutation SNP G A 52 133 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_76 Pre-Treatment TRPC1 7220 37 3 142521065 142521065 Missense_Mutation SNP C T 38 41 c.1636C>T c.(1636-1638)CTT>TTT p.L546F

Pat_76 Pre-Treatment MED12L 116931 37 3 151067889 151067889 Missense_Mutation SNP C T 158 398 c.2188C>T c.(2188-2190)CTC>TTC p.L730F

Pat_76 Pre-Treatment IGSF10 285313 37 3 151161477 151161477 Missense_Mutation SNP T G 38 64 c.5258A>C c.(5257-5259)AAA>ACA p.K1753T

Pat_76 Pre-Treatment PLCH1 23007 37 3 155267673 155267673 Missense_Mutation SNP C T 58 41 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Pre-Treatment C3orf33 285315 37 3 155485353 155485353 Missense_Mutation SNP A T 20 12 c.299T>A c.(298-300)TTC>TAC p.F100Y

Pat_76 Pre-Treatment SLC33A1 9197 37 3 155571045 155571045 Nonsense_Mutation SNP G A 54 30 c.742C>T c.(742-744)CAG>TAG p.Q248*

Pat_76 Pre-Treatment OTOL1 131149 37 3 161221642 161221642 Nonsense_Mutation SNP G A 19 54 c.1346G>A c.(1345-1347)TGG>TAG p.W449*

Pat_76 Pre-Treatment SERPINI2 5276 37 3 167189461 167189461 Missense_Mutation SNP C A 4 82 c.162G>T c.(160-162)TTG>TTT p.L54F

Pat_76 Pre-Treatment MECOM 2122 37 3 168834150 168834150 Missense_Mutation SNP G A 50 46 c.946C>T c.(946-948)CCT>TCT p.P316S

Pat_76 Pre-Treatment MECOM 2122 37 3 168834203 168834203 Missense_Mutation SNP C G 55 42 c.893G>C c.(892-894)GGA>GCA p.G298A

Pat_76 Pre-Treatment MECOM 2122 37 3 169098985 169098985 Missense_Mutation SNP T A 33 36 c.365A>T c.(364-366)TAT>TTT p.Y122F

Pat_76 Pre-Treatment SKIL 6498 37 3 170078829 170078829 Missense_Mutation SNP G A 74 51 c.710G>A c.(709-711)CGA>CAA p.R237Q

Pat_76 Pre-Treatment TNIK 23043 37 3 170912402 170912402 Missense_Mutation SNP G A 6 307 c.329C>T c.(328-330)GCT>GTT p.A110V

Pat_76 Pre-Treatment FNDC3B 64778 37 3 172061986 172061986 Missense_Mutation SNP G A 6 308 c.2188G>A c.(2188-2190)GTC>ATC p.V730I

Pat_76 Pre-Treatment MFN1 55669 37 3 179093044 179093044 Missense_Mutation SNP G A 4 76 c.1012G>A c.(1012-1014)GAA>AAA p.E338K

Pat_76 Pre-Treatment YEATS2 55689 37 3 183469945 183469945 Missense_Mutation SNP C T 128 90 c.1054C>T c.(1054-1056)CCT>TCT p.P352S

Pat_76 Pre-Treatment CLCN2 1181 37 3 184069842 184069842 Missense_Mutation SNP G A 90 243 c.2374C>T c.(2374-2376)CCT>TCT p.P792S

Pat_76 Pre-Treatment MASP1 5648 37 3 186961374 186961374 Missense_Mutation SNP C T 87 60 c.1126G>A c.(1126-1128)GGG>AGG p.G376R

Pat_76 Pre-Treatment LEPREL1 55214 37 3 189706753 189706753 Missense_Mutation SNP G A 71 46 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Pre-Treatment ATP13A4 84239 37 3 193120506 193120506 Missense_Mutation SNP G A 51 105 c.3526C>T c.(3526-3528)CCG>TCG p.P1176S



Pat_76 Pre-Treatment ATP13A4 84239 37 3 193158390 193158390 Missense_Mutation SNP G A 50 47 c.2476C>T c.(2476-2478)CCT>TCT p.P826S

Pat_76 Pre-Treatment SDHAP1 255812 37 3 195701278 195701278 Missense_Mutation SNP C T 4 79 c.586G>A c.(586-588)GTG>ATG p.V196M

Pat_76 Pre-Treatment OSTalpha 200931 37 3 195943586 195943586 Missense_Mutation SNP G A 9 4 c.3G>A c.(1-3)ATG>ATA p.M1I

Pat_76 Pre-Treatment PDE6B 5158 37 4 654259 654259 Missense_Mutation SNP G A 9 16 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Pre-Treatment TMEM175 84286 37 4 946167 946167 Missense_Mutation SNP G A 39 74 c.391G>A c.(391-393)GTG>ATG p.V131M

Pat_76 Pre-Treatment WHSC2 7469 37 4 1991456 1991456 Missense_Mutation SNP G A 5 315 c.556C>T c.(556-558)CGG>TGG p.R186W

Pat_76 Pre-Treatment ADD1 118 37 4 2901008 2901008 Missense_Mutation SNP G A 4 97 c.1007G>A c.(1006-1008)GGA>GAA p.G336E

Pat_76 Pre-Treatment OTOP1 133060 37 4 4207848 4207848 Missense_Mutation SNP G A 12 29 c.550C>T c.(550-552)CTT>TTT p.L184F

Pat_76 Pre-Treatment MAN2B2 23324 37 4 6590881 6590881 Missense_Mutation SNP C T 20 39 c.674C>T c.(673-675)TCC>TTC p.S225F

Pat_76 Pre-Treatment AFAP1 60312 37 4 7776536 7776537 Missense_Mutation DNP GG CT 30 25 .1739_1740CC>AGc.(1738-1740)GCC>GAG p.A580E

Pat_76 Pre-Treatment BOD1L 259282 37 4 13601911 13601911 Missense_Mutation SNP G A 15 14 c.6613C>T c.(6613-6615)CTT>TTT p.L2205F

Pat_76 Pre-Treatment SLIT2 9353 37 4 20620619 20620619 Missense_Mutation SNP G A 35 55 c.4577G>A c.(4576-4578)AGG>AAG p.R1526K

Pat_76 Pre-Treatment PPARGC1A 10891 37 4 23814447 23814447 Missense_Mutation SNP C T 72 115 c.1942G>A c.(1942-1944)GAA>AAA p.E648K

Pat_76 Pre-Treatment DHX15 1665 37 4 24542469 24542469 Missense_Mutation SNP G A 16 11 c.1588C>T c.(1588-1590)CCA>TCA p.P530S

Pat_76 Pre-Treatment SEL1L3 23231 37 4 25849106 25849106 Nonsense_Mutation SNP G T 4 53 c.543C>A c.(541-543)TAC>TAA p.Y181*

Pat_76 Pre-Treatment ARAP2 116984 37 4 36149359 36149359 Missense_Mutation SNP G A 5 12 c.3010C>T c.(3010-3012)CCC>TCC p.P1004S

Pat_76 Pre-Treatment KLF3 51274 37 4 38690651 38690651 Missense_Mutation SNP C T 4 64 c.503C>T c.(502-504)TCC>TTC p.S168F

Pat_76 Pre-Treatment RBM47 54502 37 4 40439863 40439863 Missense_Mutation SNP C T 19 32 c.1048G>A c.(1048-1050)GAC>AAC p.D350N

Pat_76 Pre-Treatment BEND4 389206 37 4 42119560 42119560 Missense_Mutation SNP C T 4 6 c.1580G>A c.(1579-1581)AGT>AAT p.S527N

Pat_76 Pre-Treatment ATP8A1 10396 37 4 42577653 42577653 Missense_Mutation SNP C T 86 149 c.1192G>A c.(1192-1194)GAG>AAG p.E398K

Pat_76 Pre-Treatment GABRA2 2555 37 4 46314655 46314655 Nonsense_Mutation SNP G A 12 15 c.334C>T c.(334-336)CGA>TGA p.R112*

Pat_76 Pre-Treatment GABRB1 2560 37 4 47405358 47405358 Missense_Mutation SNP G A 24 60 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Pre-Treatment REST 5978 37 4 57797533 57797533 Missense_Mutation SNP C T 48 80 c.2509C>T c.(2509-2511)CTT>TTT p.L837F

Pat_76 Pre-Treatment UGT2A3 79799 37 4 69796394 69796394 Missense_Mutation SNP G A 41 33 c.1174C>T c.(1174-1176)CCC>TCC p.P392S

Pat_76 Pre-Treatment UGT2B11 10720 37 4 70079869 70079869 Missense_Mutation SNP G A 25 40 c.572C>T c.(571-573)CCT>CTT p.P191L

Pat_76 Pre-Treatment UGT2B11 10720 37 4 70080370 70080370 Missense_Mutation SNP C T 143 255 c.71G>A c.(70-72)GGA>GAA p.G24E

Pat_76 Pre-Treatment UGT2A1 10941 37 4 70455112 70455112 Missense_Mutation SNP C T 7 11 c.1562G>A c.(1561-1563)GGA>GAA p.G521E

Pat_76 Pre-Treatment SLC4A4 8671 37 4 72215790 72215790 Splice_Site SNP G A 4 76 c.550_splice c.e5+1 p.E184_splice

Pat_76 Pre-Treatment ADAMTS3 9508 37 4 73414436 73414436 Missense_Mutation SNP C T 23 42 c.263G>A c.(262-264)GGA>GAA p.G88E

Pat_76 Pre-Treatment ANKRD17 26057 37 4 73956389 73956389 Missense_Mutation SNP G A 35 70 c.6956C>T c.(6955-6957)CCC>CTC p.P2319L

Pat_76 Pre-Treatment PPEF2 5470 37 4 76811183 76811183 Missense_Mutation SNP G A 6 176 c.344C>T c.(343-345)ACG>ATG p.T115M

Pat_76 Pre-Treatment RASGEF1B 153020 37 4 82377830 82377830 Missense_Mutation SNP G A 9 10 c.413C>T c.(412-414)GCT>GTT p.A138V

Pat_76 Pre-Treatment AGPAT9 84803 37 4 84502813 84502813 Missense_Mutation SNP G A 42 68 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_76 Pre-Treatment FAM13A 10144 37 4 89679958 89679958 Missense_Mutation SNP G A 31 40 c.1673C>T c.(1672-1674)TCC>TTC p.S558F

Pat_76 Pre-Treatment MMRN1 22915 37 4 90856152 90856152 Missense_Mutation SNP C A 5 149 c.1321C>A c.(1321-1323)CAA>AAA p.Q441K

Pat_76 Pre-Treatment BMPR1B 658 37 4 96052444 96052444 Missense_Mutation SNP C T 14 21 c.857C>T c.(856-858)TCC>TTC p.S286F

Pat_76 Pre-Treatment UBE2D3 7323 37 4 103720648 103720648 Missense_Mutation SNP G A 31 43 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_76 Pre-Treatment TET2 54790 37 4 106156166 106156166 Missense_Mutation SNP C T 25 32 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_76 Pre-Treatment TET2 54790 37 4 106157650 106157650 Missense_Mutation SNP C T 18 22 c.2551C>T c.(2551-2553)CCT>TCT p.P851S

Pat_76 Pre-Treatment NPNT 255743 37 4 106888470 106888470 Missense_Mutation SNP G A 3 16 c.1471G>A c.(1471-1473)GGG>AGG p.G491R

Pat_76 Pre-Treatment AGXT2L1 64850 37 4 109667970 109667970 Missense_Mutation SNP C T 60 99 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Pre-Treatment ENPEP 2028 37 4 111397920 111397920 Missense_Mutation SNP G A 4 138 c.350G>A c.(349-351)GGC>GAC p.G117D

Pat_76 Pre-Treatment ANK2 287 37 4 114257821 114257821 Missense_Mutation SNP G A 12 52 c.3680G>A c.(3679-3681)AGA>AAA p.R1227K

Pat_76 Pre-Treatment C4orf31 79625 37 4 121957496 121957496 Missense_Mutation SNP C T 57 66 c.1630G>A c.(1630-1632)GAT>AAT p.D544N

Pat_76 Pre-Treatment KIAA1109 84162 37 4 123237921 123237921 Missense_Mutation SNP C T 36 45 c.10574C>T c.(10573-10575)GCT>GTT p.A3525V

Pat_76 Pre-Treatment FAT4 79633 37 4 126240894 126240894 Missense_Mutation SNP G A 55 84 c.3328G>A c.(3328-3330)GAA>AAA p.E1110K

Pat_76 Pre-Treatment FAT4 79633 37 4 126328272 126328272 Missense_Mutation SNP G A 73 104 c.5545G>A c.(5545-5547)GAC>AAC p.D1849N



Pat_76 Pre-Treatment FAT4 79633 37 4 126329641 126329641 Missense_Mutation SNP G A 54 82 c.5612G>A c.(5611-5613)GGT>GAT p.G1871D

Pat_76 Pre-Treatment PLK4 10733 37 4 128814932 128814933 Missense_Mutation DNP CC TT 72 122 c.2458_2459CC>TT c.(2458-2460)CCT>TTT p.P820F

Pat_76 Pre-Treatment NAA15 80155 37 4 140291541 140291541 Missense_Mutation SNP C T 4 45 c.1930C>T c.(1930-1932)CCA>TCA p.P644S

Pat_76 Pre-Treatment TBC1D9 23158 37 4 141578759 141578759 Missense_Mutation SNP G A 80 120 c.2129C>T c.(2128-2130)GCC>GTC p.A710V

Pat_76 Pre-Treatment HHIP 64399 37 4 145573802 145573802 Missense_Mutation SNP G A 39 68 c.325G>A c.(325-327)GAA>AAA p.E109K

Pat_76 Pre-Treatment C4orf51 646603 37 4 146650373 146650373 Missense_Mutation SNP G A 8 17 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_76 Pre-Treatment FBXW7 55294 37 4 153245446 153245446 Missense_Mutation SNP G A 3 29 c.1745C>T c.(1744-1746)TCG>TTG p.S582L

Pat_76 Pre-Treatment ARFIP1 27236 37 4 153809337 153809337 Missense_Mutation SNP C T 4 157 c.844C>T c.(844-846)CGT>TGT p.R282C

Pat_76 Pre-Treatment FHDC1 85462 37 4 153897274 153897274 Missense_Mutation SNP C T 6 20 c.2831C>T c.(2830-2832)TCC>TTC p.S944F

Pat_76 Pre-Treatment KIAA0922 23240 37 4 154556617 154556617 Missense_Mutation SNP C T 4 158 c.4448C>T c.(4447-4449)CCT>CTT p.P1483L

Pat_76 Pre-Treatment DCHS2 54798 37 4 155298497 155298497 Missense_Mutation SNP C T 46 38 c.334G>A c.(334-336)GAC>AAC p.D112N

Pat_76 Pre-Treatment GUCY1A3 2982 37 4 156651237 156651237 Missense_Mutation SNP C T 33 76 c.1927C>T c.(1927-1929)CCA>TCA p.P643S

Pat_76 Pre-Treatment GUCY1B3 2983 37 4 156725790 156725791 Missense_Mutation DNP GG AA 31 86 .1600_1601GG>AAc.(1600-1602)GGA>AAA p.G534K

Pat_76 Pre-Treatment GLRB 2743 37 4 158041814 158041814 Missense_Mutation SNP G A 24 45 c.229G>A c.(229-231)GGC>AGC p.G77S

Pat_76 Pre-Treatment GLRB 2743 37 4 158057831 158057831 Missense_Mutation SNP G A 48 69 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_76 Pre-Treatment DDX60 55601 37 4 169146695 169146696 Missense_Mutation DNP GG AA 30 56 c.4665_4666CC>TT4663-4668)CTCCCA>CTTT p.P1556S

Pat_76 Pre-Treatment DDX60 55601 37 4 169223519 169223519 Missense_Mutation SNP C T 12 14 c.655G>A c.(655-657)GAA>AAA p.E219K

Pat_76 Pre-Treatment DDX60L 91351 37 4 169348376 169348376 Missense_Mutation SNP G A 8 16 c.1775C>T c.(1774-1776)TCT>TTT p.S592F

Pat_76 Pre-Treatment MORF4 10934 37 4 174537317 174537317 Missense_Mutation SNP C T 87 96 c.478G>A c.(478-480)GAT>AAT p.D160N

Pat_76 Pre-Treatment MORF4 10934 37 4 174537505 174537505 Missense_Mutation SNP G A 103 137 c.290C>T c.(289-291)CCT>CTT p.P97L

Pat_76 Pre-Treatment ADAM29 11086 37 4 175896821 175896821 Missense_Mutation SNP C T 11 26 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_76 Pre-Treatment ODZ3 55714 37 4 183600893 183600893 Missense_Mutation SNP A T 46 49 c.1401A>T c.(1399-1401)AGA>AGT p.R467S

Pat_76 Pre-Treatment ODZ3 55714 37 4 183714966 183714966 Missense_Mutation SNP C T 12 13 c.7141C>T c.(7141-7143)CCT>TCT p.P2381S

Pat_76 Pre-Treatment ZFP42 132625 37 4 188924469 188924469 Missense_Mutation SNP G A 53 117 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_76 Pre-Treatment TRIML1 339976 37 4 189061047 189061047 Missense_Mutation SNP G A 11 19 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_76 Pre-Treatment SDHA 6389 37 5 225600 225600 Missense_Mutation SNP G A 4 88 c.379G>A c.(379-381)GTG>ATG p.V127M

Pat_76 Pre-Treatment BRD9 65980 37 5 865586 865586 Missense_Mutation SNP G A 37 41 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_76 Pre-Treatment DNAH5 1767 37 5 13719036 13719036 Missense_Mutation SNP C T 31 66 c.12454G>A c.(12454-12456)GAT>AAT p.D4152N

Pat_76 Pre-Treatment DNAH5 1767 37 5 13901602 13901602 Missense_Mutation SNP G A 22 17 c.1811C>T c.(1810-1812)TCA>TTA p.S604L

Pat_76 Pre-Treatment TRIO 7204 37 5 14497016 14497016 Missense_Mutation SNP C T 26 34 c.7909C>T c.(7909-7911)CGT>TGT p.R2637C

Pat_76 Pre-Treatment CDH18 1016 37 5 19838894 19838895 Missense_Mutation DNP CC TT 8 13 c.201_202GG>AA(199-204)ATGGGA>ATAAGp.67_68MG>IR

Pat_76 Pre-Treatment GUSBP1 728411 37 5 21491451 21491451 Missense_Mutation SNP C T 5 83 c.197C>T c.(196-198)TCC>TTC p.S66F

Pat_76 Pre-Treatment CDH6 1004 37 5 31294126 31294126 Missense_Mutation SNP G A 21 41 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_76 Pre-Treatment RAD1 5810 37 5 34911678 34911678 Missense_Mutation SNP G A 50 79 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_76 Pre-Treatment PRLR 5618 37 5 35065850 35065850 Missense_Mutation SNP G A 62 98 c.1210C>T c.(1210-1212)CCC>TCC p.P404S

Pat_76 Pre-Treatment PRLR 5618 37 5 35065883 35065883 Missense_Mutation SNP C T 34 36 c.1177G>A c.(1177-1179)GAC>AAC p.D393N

Pat_76 Pre-Treatment SPEF2 79925 37 5 35667216 35667216 Missense_Mutation SNP C T 5 25 c.1210C>T c.(1210-1212)CTT>TTT p.L404F

Pat_76 Pre-Treatment IL7R 3575 37 5 35876456 35876457 Missense_Mutation DNP CC TT 24 45 c.1248_1249CC>TT246-1251)CCCCCT>CCTT p.P417S

Pat_76 Pre-Treatment UGT3A2 167127 37 5 36064452 36064453 Splice_Site DNP CC TT 23 26 c.95_splice c.e2-1 p.G32_splice

Pat_76 Pre-Treatment EGFLAM 133584 37 5 38406257 38406257 Missense_Mutation SNP G A 19 30 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_76 Pre-Treatment PTGER4 5734 37 5 40681235 40681235 Missense_Mutation SNP A T 54 59 c.140A>T c.(139-141)AAG>ATG p.K47M

Pat_76 Pre-Treatment C7 730 37 5 40934512 40934512 Missense_Mutation SNP C T 36 83 c.224C>T c.(223-225)CCT>CTT p.P75L

Pat_76 Pre-Treatment HEATR7B2 133558 37 5 41000395 41000395 Missense_Mutation SNP C T 14 21 c.4409G>A c.(4408-4410)GGG>GAG p.G1470E

Pat_76 Pre-Treatment C6 729 37 5 41149409 41149409 Missense_Mutation SNP A G 65 98 c.2557T>C c.(2557-2559)TCA>CCA p.S853P

Pat_76 Pre-Treatment PARP8 79668 37 5 50090751 50090751 Missense_Mutation SNP G A 26 54 c.928G>A c.(928-930)GGA>AGA p.G310R

Pat_76 Pre-Treatment SNX18 112574 37 5 53815304 53815304 Missense_Mutation SNP G A 4 121 c.1522G>A c.(1522-1524)GCG>ACG p.A508T

Pat_76 Pre-Treatment KIF2A 3796 37 5 61650989 61650989 Missense_Mutation SNP G A 4 66 c.562G>A c.(562-564)GTT>ATT p.V188I



Pat_76 Pre-Treatment ADAMTS6 11174 37 5 64511271 64511271 Nonsense_Mutation SNP C T 18 27 c.2316G>A c.(2314-2316)TGG>TGA p.W772*

Pat_76 Pre-Treatment ADAMTS6 11174 37 5 64522007 64522008 Missense_Mutation DNP CC TT 33 47 .1972_1973GG>AAc.(1972-1974)GGT>AAT p.G658N

Pat_76 Pre-Treatment IQGAP2 10788 37 5 75858277 75858277 Missense_Mutation SNP G A 26 43 c.203G>A c.(202-204)GGG>GAG p.G68E

Pat_76 Pre-Treatment GPR98 84059 37 5 89940541 89940541 Missense_Mutation SNP G A 91 134 c.2753G>A c.(2752-2754)AGA>AAA p.R918K

Pat_76 Pre-Treatment GPR98 84059 37 5 90106784 90106784 Missense_Mutation SNP G A 31 39 c.15707G>A c.(15706-15708)GGC>GAC p.G5236D

Pat_76 Pre-Treatment PCSK1 5122 37 5 95733081 95733081 Missense_Mutation SNP C T 13 28 c.1681G>A c.(1681-1683)GAG>AAG p.E561K

Pat_76 Pre-Treatment RIOK2 55781 37 5 96514819 96514819 Missense_Mutation SNP A T 33 36 c.145T>A c.(145-147)TGT>AGT p.C49S

Pat_76 Pre-Treatment SLCO4C1 353189 37 5 101585427 101585427 Missense_Mutation SNP T A 25 34 c.1535A>T c.(1534-1536)TAT>TTT p.Y512F

Pat_76 Pre-Treatment CAMK4 814 37 5 110818528 110818528 Missense_Mutation SNP T A 76 95 c.874T>A c.(874-876)TTT>ATT p.F292I

Pat_76 Pre-Treatment FEM1C 56929 37 5 114860426 114860426 Missense_Mutation SNP C T 88 87 c.1433G>A c.(1432-1434)AGG>AAG p.R478K

Pat_76 Pre-Treatment FAM170A 340069 37 5 118969718 118969718 Missense_Mutation SNP G A 37 38 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_76 Pre-Treatment FTMT 94033 37 5 121188022 121188022 Missense_Mutation SNP G A 11 30 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Pre-Treatment SNCAIP 9627 37 5 121758806 121758806 Missense_Mutation SNP G A 7 2 c.374G>A c.(373-375)GGA>GAA p.G125E

Pat_76 Pre-Treatment SNCAIP 9627 37 5 121761092 121761092 Missense_Mutation SNP G A 61 93 c.1048G>A c.(1048-1050)GGA>AGA p.G350R

Pat_76 Pre-Treatment SNCAIP 9627 37 5 121761194 121761194 Missense_Mutation SNP G A 26 33 c.1150G>A c.(1150-1152)GAG>AAG p.E384K

Pat_76 Pre-Treatment PRRC1 133619 37 5 126874759 126874759 Missense_Mutation SNP C T 4 144 c.949C>T c.(949-951)CGT>TGT p.R317C

Pat_76 Pre-Treatment FBN2 2201 37 5 127626457 127626457 Missense_Mutation SNP C T 38 58 c.6412G>A c.(6412-6414)GAC>AAC p.D2138N

Pat_76 Pre-Treatment DDX46 9879 37 5 134131837 134131837 Missense_Mutation SNP G A 22 48 c.1951G>A c.(1951-1953)GGA>AGA p.G651R

Pat_76 Pre-Treatment TGFBI 7045 37 5 135388802 135388802 Missense_Mutation SNP G A 7 11 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Pre-Treatment TGFBI 7045 37 5 135394880 135394881 Missense_Mutation DNP GG AA 3 8 .1780_1781GG>AAc.(1780-1782)GGT>AAT p.G594N

Pat_76 Pre-Treatment KLHL3 26249 37 5 137028094 137028094 Missense_Mutation SNP G A 13 28 c.406C>T c.(406-408)CGG>TGG p.R136W

Pat_76 Pre-Treatment LRRTM2 26045 37 5 138209183 138209183 Missense_Mutation SNP C T 12 22 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_76 Pre-Treatment NRG2 9542 37 5 139260461 139260461 Missense_Mutation SNP C T 4 83 c.971G>A c.(970-972)GGC>GAC p.G324D

Pat_76 Pre-Treatment SLC4A9 83697 37 5 139751845 139751845 Missense_Mutation SNP G A 7 5 c.2761G>A c.(2761-2763)GTC>ATC p.V921I

Pat_76 Pre-Treatment PCDHA4 56144 37 5 140186787 140186788 Nonsense_Mutation DNP GG AA 55 84 c.15_16GG>AA .(13-18)TGGGGA>TGAAG p.5_6WG>*R

Pat_76 Pre-Treatment PCDHA4 56144 37 5 140188520 140188520 Nonsense_Mutation SNP G A 33 40 c.1748G>A c.(1747-1749)TGG>TAG p.W583*

Pat_76 Pre-Treatment PCDHA7 56141 37 5 140214158 140214158 Missense_Mutation SNP T A 100 100 c.190T>A c.(190-192)TTC>ATC p.F64I

Pat_76 Pre-Treatment PCDHA8 56140 37 5 140222893 140222893 Missense_Mutation SNP G A 45 35 c.1987G>A c.(1987-1989)GCC>ACC p.A663T

Pat_76 Pre-Treatment PCDHA10 56139 37 5 140237626 140237626 Missense_Mutation SNP C T 7 11 c.1993C>T c.(1993-1995)CTT>TTT p.L665F

Pat_76 Pre-Treatment PCDHAC2 56134 37 5 140347871 140347871 Missense_Mutation SNP C T 25 38 c.1520C>T c.(1519-1521)TCC>TTC p.S507F

Pat_76 Pre-Treatment PCDHB2 56133 37 5 140474589 140474589 Missense_Mutation SNP G A 26 42 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Pre-Treatment PCDHB3 56132 37 5 140481729 140481729 Missense_Mutation SNP C T 60 94 c.1496C>T c.(1495-1497)CCC>CTC p.P499L

Pat_76 Pre-Treatment PCDHB6 56130 37 5 140530292 140530292 Missense_Mutation SNP C T 77 149 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_76 Pre-Treatment PCDHB6 56130 37 5 140532002 140532002 Missense_Mutation SNP C T 91 114 c.2164C>T c.(2164-2166)CGC>TGC p.R722C

Pat_76 Pre-Treatment PCDHB7 56129 37 5 140554046 140554046 Missense_Mutation SNP G A 13 40 c.1630G>A c.(1630-1632)GAG>AAG p.E544K

Pat_76 Pre-Treatment PCDHB16 57717 37 5 140562564 140562564 Missense_Mutation SNP G A 12 18 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_76 Pre-Treatment PCDHB16 57717 37 5 140562910 140562910 Missense_Mutation SNP C T 20 45 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_76 Pre-Treatment PCDHB10 56126 37 5 140572462 140572462 Missense_Mutation SNP C T 17 27 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_76 Pre-Treatment PCDHGA1 56114 37 5 140712307 140712307 Missense_Mutation SNP G A 68 110 c.2056G>A c.(2056-2058)GAT>AAT p.D686N

Pat_76 Pre-Treatment PCDHGA2 56113 37 5 140719019 140719019 Missense_Mutation SNP G A 39 58 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_76 Pre-Treatment PCDHGA9 56107 37 5 140782892 140782892 Missense_Mutation SNP G A 57 75 c.373G>A c.(373-375)GAT>AAT p.D125N

Pat_76 Pre-Treatment ARAP3 64411 37 5 141041799 141041799 Missense_Mutation SNP G A 4 137 c.2824C>T c.(2824-2826)CGG>TGG p.R942W

Pat_76 Pre-Treatment PPARGC1B 133522 37 5 149212825 149212825 Missense_Mutation SNP G A 4 95 c.1189G>A c.(1189-1191)GCA>ACA p.A397T

Pat_76 Pre-Treatment PDGFRB 5159 37 5 149499118 149499118 Missense_Mutation SNP A C 35 52 c.2710T>G c.(2710-2712)TAC>GAC p.Y904D

Pat_76 Pre-Treatment GLRA1 2741 37 5 151271938 151271938 Missense_Mutation SNP C T 33 36 c.118G>A c.(118-120)GAT>AAT p.D40N

Pat_76 Pre-Treatment KIF4B 285643 37 5 154393439 154393439 Missense_Mutation SNP G A 55 69 c.20G>A c.(19-21)GGA>GAA p.G7E

Pat_76 Pre-Treatment KIF4B 285643 37 5 154396219 154396219 Missense_Mutation SNP C T 9 23 c.2800C>T c.(2800-2802)CTT>TTT p.L934F



Pat_76 Pre-Treatment CYFIP2 26999 37 5 156819926 156819926 Missense_Mutation SNP C T 37 29 c.3680C>T c.(3679-3681)TCC>TTC p.S1227F

Pat_76 Pre-Treatment GABRB2 2561 37 5 160721303 160721303 Missense_Mutation SNP G A 17 17 c.1324C>T c.(1324-1326)CGG>TGG p.R442W

Pat_76 Pre-Treatment ODZ2 57451 37 5 167420012 167420013 Missense_Mutation DNP CC TT 47 89 c.1011_1012CC>TT1009-1014)TACCCT>TATT p.P338S

Pat_76 Pre-Treatment CPLX2 10814 37 5 175306947 175306947 Missense_Mutation SNP C T 6 18 c.304C>T c.(304-306)CCT>TCT p.P102S

Pat_76 Pre-Treatment MXD3 83463 37 5 176734669 176734669 Missense_Mutation SNP C T 23 89 c.541G>A c.(541-543)GGG>AGG p.G181R

Pat_76 Pre-Treatment ZNF454 285676 37 5 178392376 178392376 Missense_Mutation SNP G A 20 50 c.971G>A c.(970-972)GGA>GAA p.G324E

Pat_76 Pre-Treatment RUFY1 80230 37 5 179025788 179025788 Missense_Mutation SNP G A 48 104 c.1727G>A c.(1726-1728)AGG>AAG p.R576K

Pat_76 Pre-Treatment TBC1D9B 23061 37 5 179292874 179292874 Missense_Mutation SNP C T 55 72 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_76 Pre-Treatment RASGEF1C 255426 37 5 179545807 179545807 Missense_Mutation SNP C T 25 39 c.967G>A c.(967-969)GCC>ACC p.A323T

Pat_76 Pre-Treatment DSP 1832 37 6 7558389 7558389 Missense_Mutation SNP G A 4 148 c.314G>A c.(313-315)CGA>CAA p.R105Q

Pat_76 Pre-Treatment DSP 1832 37 6 7569516 7569516 Missense_Mutation SNP C T 39 56 c.1517C>T c.(1516-1518)CCC>CTC p.P506L

Pat_76 Pre-Treatment MAK 4117 37 6 10764812 10764812 Missense_Mutation SNP C T 4 131 c.1745G>A c.(1744-1746)CGG>CAG p.R582Q

Pat_76 Pre-Treatment CAP2 10486 37 6 17556621 17556621 Missense_Mutation SNP C T 4 80 c.1382C>T c.(1381-1383)ACA>ATA p.T461I

Pat_76 Pre-Treatment HDGFL1 154150 37 6 22569943 22569943 Missense_Mutation SNP G A 15 19 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_76 Pre-Treatment BTN3A3 10384 37 6 26452269 26452269 Missense_Mutation SNP G A 30 58 c.1385G>A c.(1384-1386)GGG>GAG p.G462E

Pat_76 Pre-Treatment SCAND3 114821 37 6 28543719 28543719 Missense_Mutation SNP C T 34 57 c.763G>A c.(763-765)GAA>AAA p.E255K

Pat_76 Pre-Treatment OR2J2 26707 37 6 29142001 29142001 Missense_Mutation SNP G A 17 42 c.589G>A c.(589-591)GAG>AAG p.E197K

Pat_76 Pre-Treatment OR2H1 26716 37 6 29429955 29429955 Missense_Mutation SNP C T 72 121 c.409C>T c.(409-411)CGC>TGC p.R137C

Pat_76 Pre-Treatment HLA-L 3139 37 6 30231076 30231076 Missense_Mutation SNP G A 97 179 c.520G>A c.(520-522)GGT>AGT p.G174S

Pat_76 Pre-Treatment KIAA1949 170954 37 6 30645059 30645059 Missense_Mutation SNP G A 56 68 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_76 Pre-Treatment C6orf15 29113 37 6 31079874 31079874 Missense_Mutation SNP G A 12 30 c.262C>T c.(262-264)CCA>TCA p.P88S

Pat_76 Pre-Treatment BAT2 7916 37 6 31599967 31599967 Missense_Mutation SNP G C 17 14 c.3517G>C c.(3517-3519)GGA>CGA p.G1173R

Pat_76 Pre-Treatment LY6G6F 259215 37 6 31675497 31675498 Missense_Mutation DNP GT TA 12 22 c.315_316GT>TA 313-318)TGGTGC>TGTAG105_106WC>C

Pat_76 Pre-Treatment NEU1 4758 37 6 31827660 31827660 Nonsense_Mutation SNP G A 59 67 c.1084C>T c.(1084-1086)CAG>TAG p.Q362*

Pat_76 Pre-Treatment SKIV2L 6499 37 6 31935813 31935813 Nonsense_Mutation SNP G T 14 22 c.2812G>T c.(2812-2814)GAG>TAG p.E938*

Pat_76 Pre-Treatment C4A 720 37 6 31996291 31996291 Missense_Mutation SNP C T 19 52 c.3212C>T c.(3211-3213)TCA>TTA p.S1071L

Pat_76 Pre-Treatment NOTCH4 4855 37 6 32180981 32180981 Missense_Mutation SNP G A 19 22 c.2369C>T c.(2368-2370)TCC>TTC p.S790F

Pat_76 Pre-Treatment C6orf10 10665 37 6 32260979 32260979 Missense_Mutation SNP C T 43 68 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Pre-Treatment BTNL2 56244 37 6 32370964 32370965 Missense_Mutation DNP CC TT 5 7 c.456_457GG>AA(454-459)ATGGAG>ATAAA.152_153ME>I

Pat_76 Pre-Treatment HLA-DRB1 3123 37 6 32548562 32548562 Missense_Mutation SNP G A 39 205 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_76 Pre-Treatment COL11A2 1302 37 6 33138658 33138658 Missense_Mutation SNP C T 36 60 c.3403G>A c.(3403-3405)GGA>AGA p.G1135R

Pat_76 Pre-Treatment DAXX 1616 37 6 33287202 33287202 Missense_Mutation SNP G A 142 224 c.1895C>T c.(1894-1896)TCT>TTT p.S632F

Pat_76 Pre-Treatment ITPR3 3710 37 6 33623635 33623635 Missense_Mutation SNP G A 4 64 c.253G>A c.(253-255)GCT>ACT p.A85T

Pat_76 Pre-Treatment ITPR3 3710 37 6 33656459 33656459 Missense_Mutation SNP C T 3 34 c.6595C>T c.(6595-6597)CGC>TGC p.R2199C

Pat_76 Pre-Treatment TULP1 7287 37 6 35477652 35477652 Missense_Mutation SNP C T 41 63 c.553G>A c.(553-555)GAA>AAA p.E185K

Pat_76 Pre-Treatment DNAH8 1769 37 6 38905837 38905837 Missense_Mutation SNP C A 18 24 c.11000C>A c.(10999-11001)GCT>GAT p.A3667D

Pat_76 Pre-Treatment GLP1R 2740 37 6 39040780 39040780 Missense_Mutation SNP C T 14 37 c.652C>T c.(652-654)CTC>TTC p.L218F

Pat_76 Pre-Treatment TREM2 54209 37 6 41126761 41126762 Missense_Mutation DNP GG AA 4 6 c.525_526CC>TT (523-528)ATCCTT>ATTTT p.L176F

Pat_76 Pre-Treatment TREML2 79865 37 6 41162514 41162514 Missense_Mutation SNP C T 21 38 c.434G>A c.(433-435)GGA>GAA p.G145E

Pat_76 Pre-Treatment PPP2R5D 5528 37 6 42974367 42974367 Missense_Mutation SNP G A 4 107 c.272G>A c.(271-273)CGC>CAC p.R91H

Pat_76 Pre-Treatment C6orf153 88745 37 6 42994986 42994986 Missense_Mutation SNP G A 4 103 c.521G>A c.(520-522)CGA>CAA p.R174Q

Pat_76 Pre-Treatment CUL7 9820 37 6 43019496 43019496 Missense_Mutation SNP G A 5 208 c.586C>T c.(586-588)CGG>TGG p.R196W

Pat_76 Pre-Treatment TTBK1 84630 37 6 43250765 43250765 Missense_Mutation SNP G A 15 13 c.2287G>A c.(2287-2289)GAG>AAG p.E763K

Pat_76 Pre-Treatment ZNF318 24149 37 6 43325084 43325084 Missense_Mutation SNP C T 3 32 c.968G>A c.(967-969)CGA>CAA p.R323Q

Pat_76 Pre-Treatment HSP90AB1 3326 37 6 44218846 44218846 Missense_Mutation SNP C T 84 139 c.1019C>T c.(1018-1020)CCC>CTC p.P340L

Pat_76 Pre-Treatment TCTE1 202500 37 6 44247992 44247992 Missense_Mutation SNP G A 4 92 c.1432C>T c.(1432-1434)CGC>TGC p.R478C

Pat_76 Pre-Treatment RCAN2 10231 37 6 46216620 46216620 Missense_Mutation SNP C T 15 28 c.101G>A c.(100-102)GGA>GAA p.G34E



Pat_76 Pre-Treatment GPR116 221395 37 6 46849828 46849828 Missense_Mutation SNP C T 136 144 c.629G>A c.(628-630)GGA>GAA p.G210E

Pat_76 Pre-Treatment GPR111 222611 37 6 47648023 47648023 Missense_Mutation SNP G A 42 64 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Pre-Treatment GPR111 222611 37 6 47649928 47649928 Missense_Mutation SNP T G 23 25 c.1633T>G c.(1633-1635)TAT>GAT p.Y545D

Pat_76 Pre-Treatment GPR115 221393 37 6 47684567 47684567 Missense_Mutation SNP C T 43 88 c.1958C>T c.(1957-1959)ACC>ATC p.T653I

Pat_76 Pre-Treatment OPN5 221391 37 6 47754269 47754269 Missense_Mutation SNP G A 19 27 c.149G>A c.(148-150)GGA>GAA p.G50E

Pat_76 Pre-Treatment PKHD1 5314 37 6 51524392 51524393 Missense_Mutation DNP CC TT 12 18 10531_10532GG>Ac.(10531-10533)GGG>AAG p.G3511K

Pat_76 Pre-Treatment HMGCLL1 54511 37 6 55406878 55406879 Missense_Mutation DNP CC TT 21 22 c.258_259GG>AA(256-261)AGGGAT>AGAAA p.D87N

Pat_76 Pre-Treatment COL21A1 81578 37 6 56035908 56035908 Missense_Mutation SNP C T 46 61 c.659G>A c.(658-660)CGA>CAA p.R220Q

Pat_76 Pre-Treatment KIAA1586 57691 37 6 56915578 56915578 Missense_Mutation SNP C T 4 61 c.112C>T c.(112-114)CCA>TCA p.P38S

Pat_76 Pre-Treatment BAI3 577 37 6 69646453 69646453 Missense_Mutation SNP C T 14 18 c.911C>T c.(910-912)TCG>TTG p.S304L

Pat_76 Pre-Treatment BAI3 577 37 6 69723975 69723975 Missense_Mutation SNP G A 17 42 c.1975G>A c.(1975-1977)GAA>AAA p.E659K

Pat_76 Pre-Treatment COL9A1 1297 37 6 70984444 70984444 Missense_Mutation SNP G A 30 28 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_76 Pre-Treatment IMPG1 3617 37 6 76731904 76731904 Missense_Mutation SNP G A 35 48 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_76 Pre-Treatment ME1 4199 37 6 83933652 83933652 Missense_Mutation SNP C T 7 22 c.1276G>A c.(1276-1278)GGA>AGA p.G426R

Pat_76 Pre-Treatment TBX18 9096 37 6 85466491 85466492 Missense_Mutation DNP CC TT 20 24 c.695_696GG>AA c.(694-696)GGG>GAA p.G232E

Pat_76 Pre-Treatment NT5E 4907 37 6 86180955 86180955 Missense_Mutation SNP G A 5 15 c.563G>A c.(562-564)GGG>GAG p.G188E

Pat_76 Pre-Treatment EPHA7 2045 37 6 93955105 93955105 Nonsense_Mutation SNP C T 39 53 c.2793G>A c.(2791-2793)TGG>TGA p.W931*

Pat_76 Pre-Treatment EPHA7 2045 37 6 93956552 93956552 Missense_Mutation SNP C T 47 55 c.2684G>A c.(2683-2685)CGA>CAA p.R895Q

Pat_76 Pre-Treatment KIAA0776 23376 37 6 97000533 97000533 Missense_Mutation SNP C T 8 22 c.2161C>T c.(2161-2163)CCA>TCA p.P721S

Pat_76 Pre-Treatment C6orf167 253714 37 6 97676827 97676827 Missense_Mutation SNP C T 4 118 c.1982G>A c.(1981-1983)CGA>CAA p.R661Q

Pat_76 Pre-Treatment GRIK2 2898 37 6 102307279 102307279 Missense_Mutation SNP G A 17 20 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_76 Pre-Treatment GRIK2 2898 37 6 102372501 102372501 Missense_Mutation SNP C T 52 59 c.1774C>T c.(1774-1776)CCA>TCA p.P592S

Pat_76 Pre-Treatment PRDM1 639 37 6 106547368 106547368 Missense_Mutation SNP G T 4 95 c.605G>T c.(604-606)CGG>CTG p.R202L

Pat_76 Pre-Treatment SOBP 55084 37 6 107827494 107827494 Missense_Mutation SNP C T 63 65 c.284C>T c.(283-285)CCA>CTA p.P95L

Pat_76 Pre-Treatment ARMC2 84071 37 6 109220963 109220963 Missense_Mutation SNP G A 19 28 c.815G>A c.(814-816)AGG>AAG p.R272K

Pat_76 Pre-Treatment FRK 2444 37 6 116263590 116263590 Missense_Mutation SNP T C 35 53 c.1505A>G c.(1504-1506)AAC>AGC p.N502S

Pat_76 Pre-Treatment DSE 29940 37 6 116758336 116758336 Missense_Mutation SNP G A 14 36 c.2705G>A c.(2704-2706)AGG>AAG p.R902K

Pat_76 Pre-Treatment RFX6 222546 37 6 117240459 117240460 Splice_Site DNP GG AA 31 62 c.1182_splice c.e11+1 p.Q394_splice

Pat_76 Pre-Treatment RFX6 222546 37 6 117248514 117248514 Missense_Mutation SNP G C 27 44 c.2210G>C c.(2209-2211)AGA>ACA p.R737T

Pat_76 Pre-Treatment MAN1A1 4121 37 6 119623184 119623184 Missense_Mutation SNP G A 13 15 c.785C>T c.(784-786)TCA>TTA p.S262L

Pat_76 Pre-Treatment C6orf170 221322 37 6 121481215 121481215 Missense_Mutation SNP G A 42 69 c.2714C>T c.(2713-2715)TCA>TTA p.S905L

Pat_76 Pre-Treatment C6orf58 352999 37 6 127912754 127912754 Missense_Mutation SNP G A 14 26 c.980G>A c.(979-981)GGA>GAA p.G327E

Pat_76 Pre-Treatment PTPRK 5796 37 6 128304508 128304508 Missense_Mutation SNP C T 67 108 c.3263G>A c.(3262-3264)CGA>CAA p.R1088Q

Pat_76 Pre-Treatment LAMA2 3908 37 6 129802517 129802517 Missense_Mutation SNP G A 80 104 c.7682G>A c.(7681-7683)GGC>GAC p.G2561D

Pat_76 Pre-Treatment C6orf191 253582 37 6 130166939 130166939 Missense_Mutation SNP G A 43 66 c.92C>T c.(91-93)TCC>TTC p.S31F

Pat_76 Pre-Treatment ENPP3 5169 37 6 131973708 131973708 Missense_Mutation SNP C T 101 119 c.304C>T c.(304-306)CGT>TGT p.R102C

Pat_76 Pre-Treatment ENPP3 5169 37 6 131995347 131995347 Missense_Mutation SNP G A 16 18 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Pre-Treatment TAAR8 83551 37 6 132874774 132874774 Missense_Mutation SNP C T 25 59 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_76 Pre-Treatment AHI1 54806 37 6 135754272 135754272 Missense_Mutation SNP G A 47 56 c.2159C>T c.(2158-2160)TCC>TTC p.S720F

Pat_76 Pre-Treatment BCLAF1 9774 37 6 136599690 136599690 Missense_Mutation SNP G A 28 170 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_76 Pre-Treatment MAP7 9053 37 6 136680963 136680963 Missense_Mutation SNP C T 93 152 c.1907G>A c.(1906-1908)GGA>GAA p.G636E

Pat_76 Pre-Treatment MAP7 9053 37 6 136681842 136681842 Missense_Mutation SNP C T 255 352 c.1796G>A c.(1795-1797)AGA>AAA p.R599K

Pat_76 Pre-Treatment KIAA1244 57221 37 6 138619758 138619758 Missense_Mutation SNP G A 10 6 c.3664G>A c.(3664-3666)GAA>AAA p.E1222K

Pat_76 Pre-Treatment HIVEP2 3097 37 6 143081070 143081070 Missense_Mutation SNP G T 3 14 c.6355C>A c.(6355-6357)CCT>ACT p.P2119T

Pat_76 Pre-Treatment PLAGL1 5325 37 6 144263084 144263084 Missense_Mutation SNP G A 16 36 c.869C>T c.(868-870)TCC>TTC p.S290F

Pat_76 Pre-Treatment UTRN 7402 37 6 145156938 145156938 Nonsense_Mutation SNP C T 129 190 c.9688C>T c.(9688-9690)CAG>TAG p.Q3230*

Pat_76 Pre-Treatment FBXL18 80028 37 7 5540167 5540167 Missense_Mutation SNP G A 4 102 c.1733C>T c.(1732-1734)CCC>CTC p.P578L



Pat_76 Pre-Treatment FBXL18 80028 37 7 5540452 5540452 Missense_Mutation SNP G T 17 46 c.1448C>A c.(1447-1449)CCC>CAC p.P483H

Pat_76 Pre-Treatment C7orf26 79034 37 7 6639796 6639796 Missense_Mutation SNP C T 15 15 c.917C>T c.(916-918)ACC>ATC p.T306I

Pat_76 Pre-Treatment COL28A1 340267 37 7 7457519 7457519 Missense_Mutation SNP G A 40 94 c.2107C>T c.(2107-2109)CCC>TCC p.P703S

Pat_76 Pre-Treatment ETV1 2115 37 7 13971333 13971333 Missense_Mutation SNP G A 15 74 c.596C>T c.(595-597)CCT>CTT p.P199L

Pat_76 Pre-Treatment HDAC9 9734 37 7 18975562 18975562 Missense_Mutation SNP T G 72 46 c.2925T>G c.(2923-2925)AAT>AAG p.N975K

Pat_76 Pre-Treatment TWISTNB 221830 37 7 19748518 19748518 Missense_Mutation SNP A C 25 18 c.122T>G c.(121-123)GTG>GGG p.V41G

Pat_76 Pre-Treatment DNAH11 8701 37 7 21639612 21639612 Missense_Mutation SNP C T 12 29 c.2875C>T c.(2875-2877)CCT>TCT p.P959S

Pat_76 Pre-Treatment DNAH11 8701 37 7 21760451 21760451 Missense_Mutation SNP G A 11 26 c.7264G>A c.(7264-7266)GGA>AGA p.G2422R

Pat_76 Pre-Treatment TRA2A 29896 37 7 23556110 23556110 Nonsense_Mutation SNP G A 4 151 c.208C>T c.(208-210)CGA>TGA p.R70*

Pat_76 Pre-Treatment STK31 56164 37 7 23827672 23827672 Missense_Mutation SNP C T 49 114 c.2561C>T c.(2560-2562)TCA>TTA p.S854L

Pat_76 Pre-Treatment BMPER 168667 37 7 34118765 34118765 Missense_Mutation SNP G A 27 110 c.1375G>A c.(1375-1377)GAT>AAT p.D459N

Pat_76 Pre-Treatment POU6F2 11281 37 7 39446295 39446295 Missense_Mutation SNP C T 49 31 c.982C>T c.(982-984)CTT>TTT p.L328F

Pat_76 Pre-Treatment C7orf36 57002 37 7 39612174 39612174 Missense_Mutation SNP G A 46 99 c.550G>A c.(550-552)GAA>AAA p.E184K

Pat_76 Pre-Treatment GLI3 2737 37 7 42065985 42065985 Missense_Mutation SNP G A 14 31 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_76 Pre-Treatment C7orf44 55744 37 7 43687203 43687203 Missense_Mutation SNP C T 12 105 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_76 Pre-Treatment PGAM2 5224 37 7 44105164 44105164 Splice_Site SNP G A 52 43 c.-34_splice c.e1-1

Pat_76 Pre-Treatment NPC1L1 29881 37 7 44579071 44579071 Missense_Mutation SNP G A 42 69 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_76 Pre-Treatment PKD1L1 168507 37 7 47917146 47917146 Missense_Mutation SNP G A 112 74 c.3604C>T c.(3604-3606)CCC>TCC p.P1202S

Pat_76 Pre-Treatment UPP1 7378 37 7 48139273 48139274 Missense_Mutation DNP CC TT 30 65 c.51_52CC>TT .(49-54)TGCCCC>TGTTCC p.P18S

Pat_76 Pre-Treatment ABCA13 154664 37 7 48312960 48312960 Missense_Mutation SNP G A 14 37 c.3697G>A c.(3697-3699)GAT>AAT p.D1233N

Pat_76 Pre-Treatment ABCA13 154664 37 7 48338080 48338080 Missense_Mutation SNP C T 16 37 c.9317C>T c.(9316-9318)TCC>TTC p.S3106F

Pat_76 Pre-Treatment ZPBP 11055 37 7 50022979 50022979 Missense_Mutation SNP C T 27 45 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_76 Pre-Treatment ZNF713 349075 37 7 56007625 56007625 Missense_Mutation SNP C T 49 44 c.1219C>T c.(1219-1221)CAT>TAT p.H407Y

Pat_76 Pre-Treatment ZNF479 90827 37 7 57187752 57187752 Missense_Mutation SNP C T 79 211 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Pre-Treatment ZNF727 442319 37 7 63538454 63538454 Missense_Mutation SNP G A 27 70 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_76 Pre-Treatment ZNF107 51427 37 7 64167977 64167977 Missense_Mutation SNP A T 4 102 c.1295A>T c.(1294-1296)AAA>ATA p.K432I

Pat_76 Pre-Treatment CALN1 83698 37 7 71275372 71275372 Missense_Mutation SNP C T 25 85 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_76 Pre-Treatment POR 5447 37 7 75583414 75583414 Missense_Mutation SNP C T 10 29 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_76 Pre-Treatment MAGI2 9863 37 7 77885584 77885584 Missense_Mutation SNP C T 8 43 c.1723G>A c.(1723-1725)GAT>AAT p.D575N

Pat_76 Pre-Treatment PCLO 27445 37 7 82451858 82451858 Missense_Mutation SNP G C 76 179 c.14744C>G c.(14743-14745)GCC>GGC p.A4915G

Pat_76 Pre-Treatment PCLO 27445 37 7 82546104 82546104 Missense_Mutation SNP G A 44 93 c.11198C>T c.(11197-11199)TCC>TTC p.S3733F

Pat_76 Pre-Treatment PCLO 27445 37 7 82586071 82586071 Missense_Mutation SNP C T 6 42 c.4198G>A c.(4198-4200)GAA>AAA p.E1400K

Pat_76 Pre-Treatment PCLO 27445 37 7 82764102 82764102 Missense_Mutation SNP T G 16 34 c.2764A>C c.(2764-2766)ACT>CCT p.T922P

Pat_76 Pre-Treatment PCLO 27445 37 7 82764708 82764708 Missense_Mutation SNP C T 11 45 c.2158G>A c.(2158-2160)GCC>ACC p.A720T

Pat_76 Pre-Treatment PCLO 27445 37 7 82785182 82785182 Nonsense_Mutation SNP G A 25 59 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Pre-Treatment ABCB1 5243 37 7 87133609 87133609 Missense_Mutation SNP C T 99 94 c.3793G>A c.(3793-3795)GGC>AGC p.G1265S

Pat_76 Pre-Treatment STEAP4 79689 37 7 87913456 87913456 Nonsense_Mutation SNP A C 27 72 c.129T>G c.(127-129)TAT>TAG p.Y43*

Pat_76 Pre-Treatment SAMD9L 219285 37 7 92762118 92762118 Missense_Mutation SNP G A 26 61 c.3167C>T c.(3166-3168)TCC>TTC p.S1056F

Pat_76 Pre-Treatment COL1A2 1278 37 7 94039582 94039582 Missense_Mutation SNP G A 41 83 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_76 Pre-Treatment CASD1 64921 37 7 94173748 94173748 Missense_Mutation SNP G A 5 255 c.1382G>A c.(1381-1383)CGA>CAA p.R461Q

Pat_76 Pre-Treatment NPTX2 4885 37 7 98254473 98254473 Missense_Mutation SNP G A 17 46 c.883G>A c.(883-885)GAC>AAC p.D295N

Pat_76 Pre-Treatment CYP3A4 1576 37 7 99359664 99359664 Missense_Mutation SNP C T 73 46 c.1253G>A c.(1252-1254)AGA>AAA p.R418K

Pat_76 Pre-Treatment ZCWPW1 55063 37 7 100017342 100017342 Missense_Mutation SNP C T 9 39 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_76 Pre-Treatment ZAN 7455 37 7 100348419 100348419 Missense_Mutation SNP G A 7 6 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Pre-Treatment MUC17 140453 37 7 100678919 100678919 Missense_Mutation SNP G A 228 552 c.4222G>A c.(4222-4224)GTA>ATA p.V1408I

Pat_76 Pre-Treatment MUC17 140453 37 7 100683798 100683798 Missense_Mutation SNP C T 213 537 c.9101C>T c.(9100-9102)ACC>ATC p.T3034I

Pat_76 Pre-Treatment MUC17 140453 37 7 100686761 100686761 Missense_Mutation SNP A C 49 175 c.12064A>C c.(12064-12066)ACT>CCT p.T4022P



Pat_76 Pre-Treatment CUX1 1523 37 7 101918517 101918517 Splice_Site SNP G A 41 107 c.1451_splice c.e17-1 p.G484_splice

Pat_76 Pre-Treatment SLC26A5 375611 37 7 103048336 103048336 Missense_Mutation SNP C T 32 69 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_76 Pre-Treatment RELN 5649 37 7 103185660 103185660 Missense_Mutation SNP C T 57 37 c.6434G>A c.(6433-6435)GGA>GAA p.G2145E

Pat_76 Pre-Treatment RELN 5649 37 7 103294623 103294623 Missense_Mutation SNP C T 28 59 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_76 Pre-Treatment RELN 5649 37 7 103341421 103341421 Missense_Mutation SNP G A 38 111 c.838C>T c.(838-840)CCC>TCC p.P280S

Pat_76 Pre-Treatment DOCK4 9732 37 7 111423941 111423941 Missense_Mutation SNP G A 7 32 c.3469C>T c.(3469-3471)CGT>TGT p.R1157C

Pat_76 Pre-Treatment IFRD1 3475 37 7 112096120 112096120 Missense_Mutation SNP T G 52 71 c.263T>G c.(262-264)ATT>AGT p.I88S

Pat_76 Pre-Treatment PPP1R3A 5506 37 7 113518127 113518127 Missense_Mutation SNP G A 32 107 c.3020C>T c.(3019-3021)TCT>TTT p.S1007F

Pat_76 Pre-Treatment FOXP2 93986 37 7 114329931 114329931 Missense_Mutation SNP G A 55 192 c.2098G>A c.(2098-2100)GAA>AAA p.E700K

Pat_76 Pre-Treatment MET 4233 37 7 116371883 116371884 Missense_Mutation DNP TC AT 132 51 c.1362_1363TC>AT1360-1365)AATCTT>AAAT.454_455NL>K

Pat_76 Pre-Treatment WNT2 7472 37 7 116918241 116918241 Missense_Mutation SNP G A 26 108 c.1051C>T c.(1051-1053)CCC>TCC p.P351S

Pat_76 Pre-Treatment CFTR 1080 37 7 117232163 117232163 Missense_Mutation SNP G A 120 61 c.1942G>A c.(1942-1944)GAT>AAT p.D648N

Pat_76 Pre-Treatment CFTR 1080 37 7 117307052 117307052 Missense_Mutation SNP G A 18 81 c.4333G>A c.(4333-4335)GAC>AAC p.D1445N

Pat_76 Pre-Treatment TSPAN12 23554 37 7 120428929 120428929 Missense_Mutation SNP G A 29 109 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_76 Pre-Treatment RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 156 432 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_76 Pre-Treatment IQUB 154865 37 7 123136870 123136870 Missense_Mutation SNP C T 45 24 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Pre-Treatment FSCN3 29999 37 7 127236496 127236496 Missense_Mutation SNP C T 153 75 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_76 Pre-Treatment SND1 27044 37 7 127326763 127326763 Missense_Mutation SNP C T 44 124 c.175C>T c.(175-177)CTT>TTT p.L59F

Pat_76 Pre-Treatment METTL2B 55798 37 7 128119521 128119521 Missense_Mutation SNP G A 16 69 c.512G>A c.(511-513)TGT>TAT p.C171Y

Pat_76 Pre-Treatment FLNC 2318 37 7 128484752 128484752 Missense_Mutation SNP G A 13 79 c.3233G>A c.(3232-3234)GGC>GAC p.G1078D

Pat_76 Pre-Treatment FLNC 2318 37 7 128485144 128485144 Missense_Mutation SNP G A 19 79 c.3625G>A c.(3625-3627)GAT>AAT p.D1209N

Pat_76 Pre-Treatment FLNC 2318 37 7 128493532 128493532 Missense_Mutation SNP G A 39 11 c.6218G>A c.(6217-6219)GGC>GAC p.G2073D

Pat_76 Pre-Treatment PLXNA4 91584 37 7 131831452 131831452 Missense_Mutation SNP C T 50 209 c.4872G>A c.(4870-4872)ATG>ATA p.M1624I

Pat_76 Pre-Treatment PLXNA4 91584 37 7 131853205 131853205 Missense_Mutation SNP C T 19 71 c.4144G>A c.(4144-4146)GAC>AAC p.D1382N

Pat_76 Pre-Treatment PLXNA4 91584 37 7 131853241 131853241 Missense_Mutation SNP G A 12 83 c.4108C>T c.(4108-4110)CGC>TGC p.R1370C

Pat_76 Pre-Treatment PLXNA4 91584 37 7 132192864 132192864 Missense_Mutation SNP G A 35 129 c.589C>T c.(589-591)CCC>TCC p.P197S

Pat_76 Pre-Treatment CHRM2 1129 37 7 136700405 136700405 Missense_Mutation SNP G A 44 60 c.793G>A c.(793-795)GCC>ACC p.A265T

Pat_76 Pre-Treatment DGKI 9162 37 7 137304634 137304634 Missense_Mutation SNP G A 182 91 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_76 Pre-Treatment KIAA1549 57670 37 7 138552834 138552835 Nonsense_Mutation DNP GG AA 20 22 c.4815_4816CC>TT4813-4818)CACCAG>CATT p.Q1606*

Pat_76 Pre-Treatment ZC3HAV1 56829 37 7 138758745 138758745 Missense_Mutation SNP G A 5 158 c.1729C>T c.(1729-1731)CGG>TGG p.R577W

Pat_76 Pre-Treatment HIPK2 28996 37 7 139416178 139416178 Missense_Mutation SNP C T 4 146 c.656G>A c.(655-657)CGG>CAG p.R219Q

Pat_76 Pre-Treatment RAB19 401409 37 7 140107597 140107597 Missense_Mutation SNP G A 32 137 c.151G>A c.(151-153)GGA>AGA p.G51R

Pat_76 Pre-Treatment RAB19 401409 37 7 140111792 140111792 Missense_Mutation SNP C T 44 204 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_76 Pre-Treatment DENND2A 27147 37 7 140301773 140301773 Missense_Mutation SNP C A 54 233 c.425G>T c.(424-426)GGC>GTC p.G142V

Pat_76 Pre-Treatment ADCK2 90956 37 7 140373899 140373899 Missense_Mutation SNP C T 54 26 c.769C>T c.(769-771)CTT>TTT p.L257F

Pat_76 Pre-Treatment BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 114 43 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_76 Pre-Treatment BRAF 673 37 7 140481408 140481408 Missense_Mutation SNP G A 50 268 c.1400C>T c.(1399-1401)TCA>TTA p.S467L

Pat_76 Pre-Treatment WEE2 494551 37 7 141408728 141408728 Nonsense_Mutation SNP G A 197 99 c.170G>A c.(169-171)TGG>TAG p.W57*

Pat_76 Pre-Treatment MGAM 8972 37 7 141759301 141759301 Missense_Mutation SNP G A 7 8 c.3849G>A c.(3847-3849)ATG>ATA p.M1283I

Pat_76 Pre-Treatment TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 30 179 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_76 Pre-Treatment TRPV5 56302 37 7 142622769 142622769 Missense_Mutation SNP C T 4 104 c.977G>A c.(976-978)CGG>CAG p.R326Q

Pat_76 Pre-Treatment TRPV5 56302 37 7 142625878 142625878 Missense_Mutation SNP C T 51 136 c.670G>A c.(670-672)GGA>AGA p.G224R

Pat_76 Pre-Treatment TAS2R39 259285 37 7 142880593 142880593 Missense_Mutation SNP G A 8 52 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_76 Pre-Treatment TAS2R39 259285 37 7 142881212 142881212 Missense_Mutation SNP C T 209 70 c.701C>T c.(700-702)TCT>TTT p.S234F

Pat_76 Pre-Treatment CLCN1 1180 37 7 143044013 143044013 Missense_Mutation SNP G A 38 155 c.2374G>A c.(2374-2376)GAT>AAT p.D792N

Pat_76 Pre-Treatment EPHA1 2041 37 7 143096756 143096756 Missense_Mutation SNP C T 33 181 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Pre-Treatment TAS2R41 259287 37 7 143175540 143175540 Missense_Mutation SNP C T 36 53 c.575C>T c.(574-576)CCT>CTT p.P192L



Pat_76 Pre-Treatment OR2F1 26211 37 7 143657369 143657369 Missense_Mutation SNP T A 68 219 c.306T>A c.(304-306)TTT>TTA p.F102L

Pat_76 Pre-Treatment OR2A2 442361 37 7 143807452 143807452 Missense_Mutation SNP G A 158 104 c.777G>A c.(775-777)ATG>ATA p.M259I

Pat_76 Pre-Treatment ARHGEF5 7984 37 7 144060324 144060324 Missense_Mutation SNP G A 46 121 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_76 Pre-Treatment ARHGEF5 7984 37 7 144062290 144062290 Missense_Mutation SNP C T 12 241 c.2528C>T c.(2527-2529)CCC>CTC p.P843L

Pat_76 Pre-Treatment CNTNAP2 26047 37 7 146825794 146825794 Missense_Mutation SNP G A 29 105 c.949G>A c.(949-951)GGA>AGA p.G317R

Pat_76 Pre-Treatment C7orf33 202865 37 7 148311169 148311169 Missense_Mutation SNP G A 91 368 c.240G>A c.(238-240)ATG>ATA p.M80I

Pat_76 Pre-Treatment ZNF786 136051 37 7 148768291 148768292 Missense_Mutation DNP GG AA 26 32 c.1572_1573CC>TT570-1575)CTCCGT>CTTT p.R525C

Pat_76 Pre-Treatment ZNF398 57541 37 7 148876126 148876126 Missense_Mutation SNP A G 74 254 c.1162A>G c.(1162-1164)ACC>GCC p.T388A

Pat_76 Pre-Treatment ZNF777 27153 37 7 149152767 149152767 Missense_Mutation SNP G A 100 51 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_76 Pre-Treatment SSPO 23145 37 7 149473161 149473161 Missense_Mutation SNP G A 6 45 c.31G>A c.(31-33)GCG>ACG p.A11T

Pat_76 Pre-Treatment SSPO 23145 37 7 149492413 149492413 Missense_Mutation SNP G A 3 18 c.6302G>A c.(6301-6303)GGG>GAG p.G2101E

Pat_76 Pre-Treatment REPIN1 29803 37 7 150068839 150068839 Missense_Mutation SNP C T 15 90 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_76 Pre-Treatment GIMAP8 155038 37 7 150174179 150174179 Splice_Site SNP G A 119 67 c.1310_splice c.e5-1 p.E437_splice

Pat_76 Pre-Treatment GIMAP8 155038 37 7 150174386 150174386 Missense_Mutation SNP G A 51 37 c.1516G>A c.(1516-1518)GAC>AAC p.D506N

Pat_76 Pre-Treatment TMEM176A 55365 37 7 150499346 150499346 Missense_Mutation SNP G A 27 102 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Pre-Treatment MLL3 58508 37 7 151945102 151945102 Missense_Mutation SNP G A 31 737 c.2417C>T c.(2416-2418)TCC>TTC p.S806F

Pat_76 Pre-Treatment MLL3 58508 37 7 152027710 152027710 Missense_Mutation SNP G A 56 188 c.365C>T c.(364-366)TCT>TTT p.S122F

Pat_76 Pre-Treatment MLL3 58508 37 7 152027728 152027728 Missense_Mutation SNP G A 5 210 c.347C>T c.(346-348)TCG>TTG p.S116L

Pat_76 Pre-Treatment HTR5A 3361 37 7 154862632 154862632 Missense_Mutation SNP C T 54 278 c.23C>T c.(22-24)ACC>ATC p.T8I

Pat_76 Pre-Treatment HTR5A 3361 37 7 154876022 154876022 Missense_Mutation SNP C T 45 140 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_76 Pre-Treatment ERICH1 157697 37 8 623397 623398 Missense_Mutation DNP CC TT 81 106 c.954_955GG>AA952-957)GGGGAG>GGAA p.E319K

Pat_76 Pre-Treatment CSMD1 64478 37 8 2806873 2806873 Missense_Mutation SNP A C 19 30 c.10353T>G c.(10351-10353)TTT>TTG p.F3451L

Pat_76 Pre-Treatment SGK223 157285 37 8 8235065 8235065 Missense_Mutation SNP G A 10 4 c.854C>T c.(853-855)TCA>TTA p.S285L

Pat_76 Pre-Treatment RP1L1 94137 37 8 10467667 10467668 Missense_Mutation DNP CC TT 17 37 .3940_3941GG>AAc.(3940-3942)GGG>AAG p.G1314K

Pat_76 Pre-Treatment FAM167A 83648 37 8 11281901 11281901 Missense_Mutation SNP C T 49 72 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_76 Pre-Treatment SGCZ 137868 37 8 13959889 13959889 Missense_Mutation SNP C T 38 66 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_76 Pre-Treatment MTMR7 9108 37 8 17159783 17159783 Nonsense_Mutation SNP C T 28 23 c.1500G>A c.(1498-1500)TGG>TGA p.W500*

Pat_76 Pre-Treatment XPO7 23039 37 8 21834014 21834014 Missense_Mutation SNP C T 32 40 c.745C>T c.(745-747)CCC>TCC p.P249S

Pat_76 Pre-Treatment LOXL2 4017 37 8 23225624 23225624 Missense_Mutation SNP C T 23 56 c.241G>A c.(241-243)GGC>AGC p.G81S

Pat_76 Pre-Treatment ADAM28 10863 37 8 24187543 24187543 Missense_Mutation SNP G A 35 55 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_76 Pre-Treatment ADAM7 8756 37 8 24324376 24324376 Missense_Mutation SNP G C 31 48 c.454G>C c.(454-456)GAA>CAA p.E152Q

Pat_76 Pre-Treatment CDCA2 157313 37 8 25361000 25361000 Missense_Mutation SNP G A 4 132 c.1783G>A c.(1783-1785)GAG>AAG p.E595K

Pat_76 Pre-Treatment EBF2 64641 37 8 25718576 25718576 Missense_Mutation SNP C T 55 81 c.1331G>A c.(1330-1332)GGA>GAA p.G444E

Pat_76 Pre-Treatment DPYSL2 1808 37 8 26513185 26513185 Missense_Mutation SNP C T 56 90 c.1682C>T c.(1681-1683)CCC>CTC p.P561L

Pat_76 Pre-Treatment C8orf80 389643 37 8 27884555 27884555 Missense_Mutation SNP C A 5 141 c.2169G>T c.(2167-2169)GAG>GAT p.E723D

Pat_76 Pre-Treatment C8orf80 389643 37 8 27931885 27931885 Missense_Mutation SNP C T 24 24 c.43G>A c.(43-45)GTT>ATT p.V15I

Pat_76 Pre-Treatment TEX15 56154 37 8 30695198 30695198 Missense_Mutation SNP G A 43 77 c.7453C>T c.(7453-7455)CCA>TCA p.P2485S

Pat_76 Pre-Treatment WRN 7486 37 8 30946405 30946405 Splice_Site SNP G A 6 13 c.1577_splice c.e13-1 p.D526_splice

Pat_76 Pre-Treatment WRN 7486 37 8 31015013 31015013 Missense_Mutation SNP G T 4 34 c.3949G>T c.(3949-3951)GCT>TCT p.A1317S

Pat_76 Pre-Treatment ASH2L 9070 37 8 37978665 37978665 Missense_Mutation SNP G A 4 71 c.1163G>A c.(1162-1164)CGA>CAA p.R388Q

Pat_76 Pre-Treatment IDO1 3620 37 8 39771457 39771457 Missense_Mutation SNP G A 3 6 c.16G>A c.(16-18)GAA>AAA p.E6K

Pat_76 Pre-Treatment ZMAT4 79698 37 8 40625228 40625228 Missense_Mutation SNP C T 21 25 c.124G>A c.(124-126)GTC>ATC p.V42I

Pat_76 Pre-Treatment AGPAT6 137964 37 8 41470462 41470463 Missense_Mutation DNP CC TT 27 25 c.894_895CC>TT 892-897)CGCCAC>CGTTA p.H299Y

Pat_76 Pre-Treatment ANK1 286 37 8 41551487 41551487 Missense_Mutation SNP G A 13 17 c.3461C>T c.(3460-3462)TCC>TTC p.S1154F

Pat_76 Pre-Treatment POTEA 340441 37 8 43152483 43152483 Missense_Mutation SNP G A 43 75 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_76 Pre-Treatment MCM4 4173 37 8 48882577 48882577 Missense_Mutation SNP C T 58 77 c.1394C>T c.(1393-1395)GCC>GTC p.A465V

Pat_76 Pre-Treatment C8orf22 492307 37 8 49986883 49986883 Missense_Mutation SNP C T 17 31 c.224C>T c.(223-225)TCT>TTT p.S75F



Pat_76 Pre-Treatment PCMTD1 115294 37 8 52733146 52733146 Missense_Mutation SNP C T 6 386 c.839G>A c.(838-840)AGA>AAA p.R280K

Pat_76 Pre-Treatment RP1 6101 37 8 55541492 55541492 Missense_Mutation SNP G A 48 75 c.5050G>A c.(5050-5052)GAA>AAA p.E1684K

Pat_76 Pre-Treatment RP1 6101 37 8 55541652 55541652 Missense_Mutation SNP A G 26 28 c.5210A>G c.(5209-5211)GAA>GGA p.E1737G

Pat_76 Pre-Treatment XKR4 114786 37 8 56436719 56436719 Missense_Mutation SNP C T 23 35 c.1886C>T c.(1885-1887)CCT>CTT p.P629L

Pat_76 Pre-Treatment PLAG1 5324 37 8 57079014 57079014 Missense_Mutation SNP G A 8 19 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_76 Pre-Treatment CYP7A1 1581 37 8 59409562 59409563 Missense_Mutation DNP CC TT 64 89 c.508_509GG>AA c.(508-510)GGG>AAG p.G170K

Pat_76 Pre-Treatment PREX2 80243 37 8 69028113 69028113 Missense_Mutation SNP G A 73 116 c.3272G>A c.(3271-3273)GGA>GAA p.G1091E

Pat_76 Pre-Treatment C8orf34 116328 37 8 69434163 69434163 Missense_Mutation SNP G T 4 78 c.637G>T c.(637-639)GAC>TAC p.D213Y

Pat_76 Pre-Treatment CRISPLD1 83690 37 8 75925132 75925132 Missense_Mutation SNP C T 30 55 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_76 Pre-Treatment PAG1 55824 37 8 81899700 81899700 Missense_Mutation SNP G A 36 57 c.179C>T c.(178-180)CCT>CTT p.P60L

Pat_76 Pre-Treatment WWP1 11059 37 8 87393063 87393064 Missense_Mutation DNP CT TC 27 37 c.179_180CT>TC c.(178-180)TCT>TTC p.S60F

Pat_76 Pre-Treatment CNGB3 54714 37 8 87656094 87656094 Nonsense_Mutation SNP G A 27 48 c.1063C>T c.(1063-1065)CGA>TGA p.R355*

Pat_76 Pre-Treatment SLC26A7 115111 37 8 92352666 92352666 Missense_Mutation SNP C T 70 91 c.913C>T c.(913-915)CTC>TTC p.L305F

Pat_76 Pre-Treatment POP1 10940 37 8 99140736 99140736 Missense_Mutation SNP C T 29 29 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_76 Pre-Treatment POP1 10940 37 8 99161210 99161210 Nonsense_Mutation SNP G A 13 12 c.1878G>A c.(1876-1878)TGG>TGA p.W626*

Pat_76 Pre-Treatment OSR2 116039 37 8 99961245 99961245 Missense_Mutation SNP C T 20 34 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_76 Pre-Treatment RGS22 26166 37 8 101092508 101092508 Missense_Mutation SNP C T 5 10 c.193G>A c.(193-195)GAA>AAA p.E65K

Pat_76 Pre-Treatment UBR5 51366 37 8 103326127 103326127 Missense_Mutation SNP G A 47 65 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_76 Pre-Treatment RIMS2 9699 37 8 104778681 104778681 Missense_Mutation SNP G A 19 48 c.614G>A c.(613-615)CGA>CAA p.R205Q

Pat_76 Pre-Treatment RIMS2 9699 37 8 105257255 105257255 Missense_Mutation SNP G A 69 119 c.3500G>A c.(3499-3501)GGT>GAT p.G1167D

Pat_76 Pre-Treatment ZFPM2 23414 37 8 106813565 106813565 Missense_Mutation SNP G A 18 33 c.1255G>A c.(1255-1257)GAA>AAA p.E419K

Pat_76 Pre-Treatment ANGPT1 284 37 8 108306214 108306214 Missense_Mutation SNP G A 80 95 c.988C>T c.(988-990)CGT>TGT p.R330C

Pat_76 Pre-Treatment TRHR 7201 37 8 110131469 110131469 Missense_Mutation SNP C A 124 164 c.982C>A c.(982-984)CGT>AGT p.R328S

Pat_76 Pre-Treatment PKHD1L1 93035 37 8 110457809 110457809 Missense_Mutation SNP C T 4 3 c.5711C>T c.(5710-5712)CCA>CTA p.P1904L

Pat_76 Pre-Treatment PKHD1L1 93035 37 8 110477198 110477198 Missense_Mutation SNP C T 34 43 c.8137C>T c.(8137-8139)CTT>TTT p.L2713F

Pat_76 Pre-Treatment CSMD3 114788 37 8 113243822 113243822 Missense_Mutation SNP C T 65 102 c.10780G>A c.(10780-10782)GGA>AGA p.G3594R

Pat_76 Pre-Treatment CSMD3 114788 37 8 113519002 113519002 Missense_Mutation SNP G A 24 37 c.4813C>T c.(4813-4815)CCT>TCT p.P1605S

Pat_76 Pre-Treatment CSMD3 114788 37 8 113966963 113966963 Missense_Mutation SNP C T 16 28 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Pre-Treatment ENPP2 5168 37 8 120629774 120629774 Missense_Mutation SNP G A 20 39 c.509C>T c.(508-510)TCC>TTC p.S170F

Pat_76 Pre-Treatment DEPDC6 64798 37 8 120942126 120942126 Missense_Mutation SNP C T 36 63 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_76 Pre-Treatment FER1L6 654463 37 8 124989687 124989687 Missense_Mutation SNP G A 75 116 c.901G>A c.(901-903)GAT>AAT p.D301N

Pat_76 Pre-Treatment FER1L6 654463 37 8 125083819 125083819 Missense_Mutation SNP G A 14 36 c.4039G>A c.(4039-4041)GGG>AGG p.G1347R

Pat_76 Pre-Treatment FAM135B 51059 37 8 139164961 139164961 Missense_Mutation SNP C T 56 93 c.1757G>A c.(1756-1758)GGA>GAA p.G586E

Pat_76 Pre-Treatment DENND3 22898 37 8 142161766 142161766 Missense_Mutation SNP G A 47 88 c.664G>A c.(664-666)GAC>AAC p.D222N

Pat_76 Pre-Treatment LY6K 54742 37 8 143784711 143784711 Missense_Mutation SNP G A 13 36 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Pre-Treatment SPATC1 375686 37 8 145095631 145095632 Missense_Mutation DNP CC TT 7 36 c.929_930CC>TT c.(928-930)CCC>CTT p.P310L

Pat_76 Pre-Treatment ERMP1 79956 37 9 5810087 5810087 Missense_Mutation SNP G A 42 87 c.1472C>T c.(1471-1473)TCC>TTC p.S491F

Pat_76 Pre-Treatment PTPRD 5789 37 9 8518132 8518132 Missense_Mutation SNP G A 72 98 c.1259C>T c.(1258-1260)GCC>GTC p.A420V

Pat_76 Pre-Treatment MPDZ 8777 37 9 13188823 13188823 Missense_Mutation SNP G A 6 340 c.2324C>T c.(2323-2325)CCG>CTG p.P775L

Pat_76 Pre-Treatment SH3GL2 6456 37 9 17761434 17761434 Splice_Site SNP G A 28 3 c.115_splice c.e3-1 p.K39_splice

Pat_76 Pre-Treatment HAUS6 54801 37 9 19063041 19063041 Missense_Mutation SNP G A 64 127 c.1594C>T c.(1594-1596)CCA>TCA p.P532S

Pat_76 Pre-Treatment DENND4C 55667 37 9 19346035 19346035 Missense_Mutation SNP C T 39 49 c.2413C>T c.(2413-2415)CCT>TCT p.P805S

Pat_76 Pre-Treatment TAF1L 138474 37 9 32630273 32630273 Missense_Mutation SNP C T 60 62 c.5305G>A c.(5305-5307)GGA>AGA p.G1769R

Pat_76 Pre-Treatment DNAI1 27019 37 9 34491492 34491492 Splice_Site SNP G A 20 26 c.622_splice c.e8-1 p.D208_splice

Pat_76 Pre-Treatment SHB 6461 37 9 37955901 37955901 Missense_Mutation SNP G A 12 18 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_76 Pre-Treatment LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 10 80 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_76 Pre-Treatment PGM5 5239 37 9 70993145 70993145 Missense_Mutation SNP A G 4 69 c.292A>G c.(292-294)ATC>GTC p.I98V



Pat_76 Pre-Treatment PIP5K1B 8395 37 9 71509555 71509555 Splice_Site SNP G A 4 149 c.771_splice c.e8+1 p.R257_splice

Pat_76 Pre-Treatment PCSK5 5125 37 9 78749077 78749077 Missense_Mutation SNP G T 33 67 c.1261G>T c.(1261-1263)GCG>TCG p.A421S

Pat_76 Pre-Treatment PCSK5 5125 37 9 78804120 78804121 Missense_Mutation DNP GG AA 16 45 .2491_2492GG>AAc.(2491-2493)GGA>AAA p.G831K

Pat_76 Pre-Treatment GCNT1 2650 37 9 79118124 79118124 Missense_Mutation SNP C T 28 58 c.827C>T c.(826-828)CCT>CTT p.P276L

Pat_76 Pre-Treatment PRUNE2 158471 37 9 79323229 79323229 Missense_Mutation SNP C T 14 12 c.3961G>A c.(3961-3963)GAT>AAT p.D1321N

Pat_76 Pre-Treatment PRUNE2 158471 37 9 79441589 79441589 Missense_Mutation SNP C T 23 34 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Pre-Treatment VPS13A 23230 37 9 79827939 79827939 Missense_Mutation SNP C T 24 42 c.610C>T c.(610-612)CGT>TGT p.R204C

Pat_76 Pre-Treatment FRMD3 257019 37 9 85950537 85950537 Missense_Mutation SNP C T 10 15 c.490G>A c.(490-492)GAT>AAT p.D164N

Pat_76 Pre-Treatment UBQLN1 29979 37 9 86280051 86280051 Missense_Mutation SNP G A 4 92 c.1342C>T c.(1342-1344)CCT>TCT p.P448S

Pat_76 Pre-Treatment HNRNPK 3190 37 9 86590392 86590392 Missense_Mutation SNP C T 4 121 c.242G>A c.(241-243)AGC>AAC p.S81N

Pat_76 Pre-Treatment PHF2 5253 37 9 96428104 96428104 Missense_Mutation SNP C T 51 109 c.2074C>T c.(2074-2076)CCC>TCC p.P692S

Pat_76 Pre-Treatment HSD17B3 3293 37 9 99064356 99064356 Missense_Mutation SNP G A 27 36 c.31C>T c.(31-33)CTC>TTC p.L11F

Pat_76 Pre-Treatment CTSL2 1515 37 9 99800270 99800271 Missense_Mutation DNP GG AA 51 63 c.55_56CC>TT c.(55-57)CCA>TTA p.P19L

Pat_76 Pre-Treatment FOXE1 2304 37 9 100616596 100616596 Missense_Mutation SNP G A 25 28 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_76 Pre-Treatment TRIM14 9830 37 9 100857249 100857250 Missense_Mutation DNP GG AA 18 53 c.599_600CC>TT c.(598-600)CCC>CTT p.P200L

Pat_76 Pre-Treatment LPPR1 54886 37 9 104079716 104079716 Missense_Mutation SNP C T 62 72 c.883C>T c.(883-885)CGT>TGT p.R295C

Pat_76 Pre-Treatment GRIN3A 116443 37 9 104449092 104449092 Missense_Mutation SNP C T 11 32 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_76 Pre-Treatment CYLC2 1539 37 9 105767050 105767050 Missense_Mutation SNP C T 15 14 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_76 Pre-Treatment CYLC2 1539 37 9 105767487 105767487 Missense_Mutation SNP G A 11 25 c.574G>A c.(574-576)GAT>AAT p.D192N

Pat_76 Pre-Treatment OR13F1 138805 37 9 107267121 107267121 Missense_Mutation SNP C T 82 130 c.578C>T c.(577-579)TCC>TTC p.S193F

Pat_76 Pre-Treatment OR13C9 286362 37 9 107379644 107379644 Missense_Mutation SNP G A 32 42 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_76 Pre-Treatment IKBKAP 8518 37 9 111668727 111668727 Missense_Mutation SNP G A 4 109 c.1499C>T c.(1498-1500)CCG>CTG p.P500L

Pat_76 Pre-Treatment TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 24 53 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_76 Pre-Treatment PTGR1 22949 37 9 114356512 114356512 Missense_Mutation SNP G A 18 24 c.142C>T c.(142-144)CCC>TCC p.P48S

Pat_76 Pre-Treatment ALAD 210 37 9 116154406 116154406 Missense_Mutation SNP C T 3 16 c.157G>A c.(157-159)GTG>ATG p.V53M

Pat_76 Pre-Treatment AKNA 80709 37 9 117118393 117118393 Missense_Mutation SNP G A 27 42 c.2870C>T c.(2869-2871)CCC>CTC p.P957L

Pat_76 Pre-Treatment TNC 3371 37 9 117819506 117819506 Missense_Mutation SNP G A 23 38 c.4505C>T c.(4504-4506)ACT>ATT p.T1502I

Pat_76 Pre-Treatment ASTN2 23245 37 9 119738438 119738438 Missense_Mutation SNP C T 18 20 c.1706G>A c.(1705-1707)GGC>GAC p.G569D

Pat_76 Pre-Treatment TRAF1 7185 37 9 123667467 123667467 Missense_Mutation SNP G A 5 20 c.1082C>T c.(1081-1083)GCC>GTC p.A361V

Pat_76 Pre-Treatment TRAF1 7185 37 9 123675765 123675765 Missense_Mutation SNP C T 18 21 c.546G>A c.(544-546)ATG>ATA p.M182I

Pat_76 Pre-Treatment OR1N1 138883 37 9 125289062 125289063 Missense_Mutation DNP CC TT 17 22 c.510_511GG>AA508-513)GGGGAA>GGAA p.E171K

Pat_76 Pre-Treatment RABGAP1 23637 37 9 125832695 125832695 Missense_Mutation SNP C T 105 130 c.1975C>T c.(1975-1977)CTT>TTT p.L659F

Pat_76 Pre-Treatment LMX1B 4010 37 9 129453221 129453221 Missense_Mutation SNP G A 4 35 c.364G>A c.(364-366)GTG>ATG p.V122M

Pat_76 Pre-Treatment LAMC3 10319 37 9 133901843 133901843 Missense_Mutation SNP G A 9 10 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_76 Pre-Treatment NTNG2 84628 37 9 135042312 135042312 Missense_Mutation SNP C T 28 37 c.94C>T c.(94-96)CCC>TCC p.P32S

Pat_76 Pre-Treatment SETX 23064 37 9 135204652 135204652 Missense_Mutation SNP C T 27 34 c.2333G>A c.(2332-2334)CGA>CAA p.R778Q

Pat_76 Pre-Treatment ADAMTS13 11093 37 9 136323188 136323189 Missense_Mutation DNP CC TT 8 23 c.4049_4050CC>TT c.(4048-4050)ACC>ATT p.T1350I

Pat_76 Pre-Treatment DBH 1621 37 9 136518122 136518122 Splice_Site SNP G A 18 31 c.1434_splice c.e9+1 p.V478_splice

Pat_76 Pre-Treatment COL5A1 1289 37 9 137688695 137688695 Missense_Mutation SNP G A 14 38 c.2846G>A c.(2845-2847)GGA>GAA p.G949E

Pat_76 Pre-Treatment CAMSAP1 157922 37 9 138707828 138707828 Missense_Mutation SNP G A 11 43 c.4295C>T c.(4294-4296)CCC>CTC p.P1432L

Pat_76 Pre-Treatment SEC16A 9919 37 9 139371934 139371934 Missense_Mutation SNP G A 20 34 c.134C>T c.(133-135)ACT>ATT p.T45I

Pat_76 Pre-Treatment NOTCH1 4851 37 9 139391227 139391227 Missense_Mutation SNP G T 4 96 c.6964C>A c.(6964-6966)CAA>AAA p.Q2322K

Pat_76 Pre-Treatment ANAPC2 29882 37 9 140069793 140069793 Missense_Mutation SNP C T 9 12 c.2152G>A c.(2152-2154)GAG>AAG p.E718K

Pat_76 Pre-Treatment ANAPC2 29882 37 9 140077628 140077628 Missense_Mutation SNP G A 45 116 c.1235C>T c.(1234-1236)CCT>CTT p.P412L

Pat_76 Pre-Treatment NDOR1 27158 37 9 140109131 140109131 Missense_Mutation SNP C T 4 57 c.832C>T c.(832-834)CCG>TCG p.P278S

Pat_76 Pre-Treatment ENTPD8 377841 37 9 140330184 140330184 Missense_Mutation SNP C T 17 21 c.1148G>A c.(1147-1149)AGG>AAG p.R383K

Pat_76 Pre-Treatment SHOX 6473 37 X 591723 591723 Missense_Mutation SNP G A 73 95 c.91G>A c.(91-93)GAT>AAT p.D31N



Pat_76 Pre-Treatment ASMT 438 37 X 1742197 1742197 Missense_Mutation SNP G A 9 16 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_76 Pre-Treatment ASMT 438 37 X 1748718 1748718 Missense_Mutation SNP G A 71 139 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_76 Pre-Treatment ARSD 414 37 X 2836227 2836227 Missense_Mutation SNP G A 7 5 c.481C>T c.(481-483)CAC>TAC p.H161Y

Pat_76 Pre-Treatment MXRA5 25878 37 X 3240077 3240077 Missense_Mutation SNP C T 39 40 c.3649G>A c.(3649-3651)GAA>AAA p.E1217K

Pat_76 Pre-Treatment NLGN4X 57502 37 X 6069266 6069266 Missense_Mutation SNP G A 19 31 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_76 Pre-Treatment VCX 26609 37 X 7811971 7811971 Missense_Mutation SNP G A 130 321 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_76 Pre-Treatment SHROOM2 357 37 X 9863495 9863495 Missense_Mutation SNP C T 6 7 c.1547C>T c.(1546-1548)CCA>CTA p.P516L

Pat_76 Pre-Treatment TLR8 51311 37 X 12938573 12938573 Missense_Mutation SNP C T 21 64 c.1414C>T c.(1414-1416)CGT>TGT p.R472C

Pat_76 Pre-Treatment TLR8 51311 37 X 12939914 12939914 Missense_Mutation SNP G A 34 48 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_76 Pre-Treatment EGFL6 25975 37 X 13621532 13621532 Missense_Mutation SNP C T 11 19 c.497C>T c.(496-498)GCC>GTC p.A166V

Pat_76 Pre-Treatment PHEX 5251 37 X 22117199 22117199 Missense_Mutation SNP G A 73 132 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_76 Pre-Treatment PHEX 5251 37 X 22237170 22237170 Missense_Mutation SNP C T 28 43 c.1718C>T c.(1717-1719)GCT>GTT p.A573V

Pat_76 Pre-Treatment PDK3 5165 37 X 24521608 24521608 Missense_Mutation SNP G A 4 88 c.485G>A c.(484-486)CGC>CAC p.R162H

Pat_76 Pre-Treatment POLA1 5422 37 X 24721395 24721395 Missense_Mutation SNP G A 13 39 c.178G>A c.(178-180)GAA>AAA p.E60K

Pat_76 Pre-Treatment CXorf21 80231 37 X 30578039 30578039 Missense_Mutation SNP G A 14 30 c.434C>T c.(433-435)CCC>CTC p.P145L

Pat_76 Pre-Treatment FAM47A 158724 37 X 34148687 34148687 Missense_Mutation SNP G A 11 23 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_76 Pre-Treatment CXorf59 286464 37 X 36117969 36117969 Nonsense_Mutation SNP G A 25 68 c.825G>A c.(823-825)TGG>TGA p.W275*

Pat_76 Pre-Treatment SRPX 8406 37 X 38031196 38031196 Missense_Mutation SNP C T 23 68 c.464G>A c.(463-465)GGG>GAG p.G155E

Pat_76 Pre-Treatment RPGR 6103 37 X 38129006 38129006 Missense_Mutation SNP G A 19 41 c.2321C>T c.(2320-2322)TCC>TTC p.S774F

Pat_76 Pre-Treatment MED14 9282 37 X 40551551 40551551 Missense_Mutation SNP G A 16 30 c.1864C>T c.(1864-1866)CCA>TCA p.P622S

Pat_76 Pre-Treatment GPR34 2857 37 X 41555789 41555789 Nonsense_Mutation SNP G A 20 21 c.903G>A c.(901-903)TGG>TGA p.W301*

Pat_76 Pre-Treatment CCDC120 90060 37 X 48925184 48925184 Missense_Mutation SNP C T 7 16 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_76 Pre-Treatment GPKOW 27238 37 X 48976140 48976140 Missense_Mutation SNP C A 9 27 c.484G>T c.(484-486)GTC>TTC p.V162F

Pat_76 Pre-Treatment PRICKLE3 4007 37 X 49032516 49032516 Missense_Mutation SNP C T 7 19 c.1354G>A c.(1354-1356)GAG>AAG p.E452K

Pat_76 Pre-Treatment DGKK 139189 37 X 50119787 50119787 Nonsense_Mutation SNP A C 18 18 c.3242T>G c.(3241-3243)TTA>TGA p.L1081*

Pat_76 Pre-Treatment PHF8 23133 37 X 54069119 54069119 Missense_Mutation SNP C T 23 52 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_76 Pre-Treatment FAAH2 158584 37 X 57313331 57313331 Missense_Mutation SNP G A 5 7 c.73G>A c.(73-75)GGC>AGC p.G25S

Pat_76 Pre-Treatment FAAH2 158584 37 X 57405092 57405092 Missense_Mutation SNP C T 4 127 c.751C>T c.(751-753)CCC>TCC p.P251S

Pat_76 Pre-Treatment MTMR8 55613 37 X 63564991 63564991 Missense_Mutation SNP G A 27 45 c.799C>T c.(799-801)CGC>TGC p.R267C

Pat_76 Pre-Treatment ZC4H2 55906 37 X 64137694 64137694 Missense_Mutation SNP G A 10 18 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_76 Pre-Treatment LAS1L 81887 37 X 64738050 64738050 Missense_Mutation SNP C T 23 43 c.1744G>A c.(1744-1746)GAG>AAG p.E582K

Pat_76 Pre-Treatment MSN 4478 37 X 64936728 64936728 Nonsense_Mutation SNP C T 74 61 c.61C>T c.(61-63)CAG>TAG p.Q21*

Pat_76 Pre-Treatment HEPH 9843 37 X 65476115 65476115 Missense_Mutation SNP G A 40 47 c.2848G>A c.(2848-2850)GAT>AAT p.D950N

Pat_76 Pre-Treatment AR 367 37 X 66905918 66905918 Missense_Mutation SNP G T 25 32 c.1835G>T c.(1834-1836)TGT>TTT p.C612F

Pat_76 Pre-Treatment OTUD6A 139562 37 X 69283186 69283187 Missense_Mutation DNP CC TT 12 9 c.812_813CC>TT c.(811-813)TCC>TTT p.S271F

Pat_76 Pre-Treatment DGAT2L6 347516 37 X 69419701 69419701 Nonsense_Mutation SNP G A 20 32 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_76 Pre-Treatment P2RY4 5030 37 X 69478907 69478907 Missense_Mutation SNP G A 12 25 c.568C>T c.(568-570)CGG>TGG p.R190W

Pat_76 Pre-Treatment MED12 9968 37 X 70344131 70344131 Missense_Mutation SNP G A 17 30 c.1867G>A c.(1867-1869)GAC>AAC p.D623N

Pat_76 Pre-Treatment MED12 9968 37 X 70345913 70345913 Missense_Mutation SNP G A 6 272 c.2450G>A c.(2449-2451)CGC>CAC p.R817H

Pat_76 Pre-Treatment TAF1 6872 37 X 70586306 70586306 Missense_Mutation SNP G A 5 29 c.142G>A c.(142-144)GGA>AGA p.G48R

Pat_76 Pre-Treatment TAF1 6872 37 X 70597668 70597668 Missense_Mutation SNP T G 15 9 c.927T>G c.(925-927)GAT>GAG p.D309E

Pat_76 Pre-Treatment RGAG4 340526 37 X 71350547 71350547 Missense_Mutation SNP C T 60 113 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_76 Pre-Treatment PHKA1 5255 37 X 71830949 71830949 Missense_Mutation SNP C T 33 41 c.2455G>A c.(2455-2457)GAA>AAA p.E819K

Pat_76 Pre-Treatment PHKA1 5255 37 X 71838692 71838692 Missense_Mutation SNP G A 36 63 c.2237C>T c.(2236-2238)TCT>TTT p.S746F

Pat_76 Pre-Treatment PHKA1 5255 37 X 71838696 71838696 Missense_Mutation SNP G A 35 61 c.2233C>T c.(2233-2235)CCC>TCC p.P745S

Pat_76 Pre-Treatment CHIC1 53344 37 X 72804260 72804260 Missense_Mutation SNP C A 6 8 c.359C>A c.(358-360)CCA>CAA p.P120Q

Pat_76 Pre-Treatment ZCCHC13 389874 37 X 73524355 73524355 Missense_Mutation SNP G A 35 50 c.254G>A c.(253-255)CGA>CAA p.R85Q



Pat_76 Pre-Treatment ATRX 546 37 X 76939192 76939192 Missense_Mutation SNP G A 161 339 c.1556C>T c.(1555-1557)TCT>TTT p.S519F

Pat_76 Pre-Treatment ATP7A 538 37 X 77254089 77254089 Missense_Mutation SNP G A 44 85 c.1451G>A c.(1450-1452)GGA>GAA p.G484E

Pat_76 Pre-Treatment FAM46D 169966 37 X 79698084 79698084 Missense_Mutation SNP A C 10 27 c.46A>C c.(46-48)ACA>CCA p.T16P

Pat_76 Pre-Treatment BRWD3 254065 37 X 79945476 79945476 Nonsense_Mutation SNP G A 11 35 c.3718C>T c.(3718-3720)CGA>TGA p.R1240*

Pat_76 Pre-Treatment RPS6KA6 27330 37 X 83357077 83357077 Missense_Mutation SNP G A 20 29 c.1744C>T c.(1744-1746)CCA>TCA p.P582S

Pat_76 Pre-Treatment PCDH19 57526 37 X 99663156 99663156 Missense_Mutation SNP C T 5 148 c.440G>A c.(439-441)CGC>CAC p.R147H

Pat_76 Pre-Treatment TSPAN6 7105 37 X 99885830 99885830 Missense_Mutation SNP G A 24 27 c.703C>T c.(703-705)CGT>TGT p.R235C

Pat_76 Pre-Treatment DRP2 1821 37 X 100492690 100492690 Missense_Mutation SNP G A 51 91 c.364G>A c.(364-366)GAT>AAT p.D122N

Pat_76 Pre-Treatment ZMAT1 84460 37 X 101139567 101139567 Missense_Mutation SNP G A 4 97 c.319C>T c.(319-321)CGG>TGG p.R107W

Pat_76 Pre-Treatment NXF2B 728343 37 X 101623758 101623758 Missense_Mutation SNP G A 21 75 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_76 Pre-Treatment GPRASP1 9737 37 X 101911210 101911210 Missense_Mutation SNP G A 41 84 c.2369G>A c.(2368-2370)AGA>AAA p.R790K

Pat_76 Pre-Treatment GPRASP2 114928 37 X 101971581 101971581 Missense_Mutation SNP C T 29 53 c.1784C>T c.(1783-1785)TCT>TTT p.S595F

Pat_76 Pre-Treatment ESX1 80712 37 X 103499043 103499043 Missense_Mutation SNP C T 22 62 c.298G>A c.(298-300)GAG>AAG p.E100K

Pat_76 Pre-Treatment ESX1 80712 37 X 103499180 103499181 Missense_Mutation DNP CC TT 70 130 c.160_161GG>AA c.(160-162)GGA>AAA p.G54K

Pat_76 Pre-Treatment NRK 203447 37 X 105183928 105183928 Missense_Mutation SNP G A 7 16 c.3862G>A c.(3862-3864)GAT>AAT p.D1288N

Pat_76 Pre-Treatment MUM1L1 139221 37 X 105451179 105451179 Missense_Mutation SNP C T 3 8 c.1754C>T c.(1753-1755)TCA>TTA p.S585L

Pat_76 Pre-Treatment MORC4 79710 37 X 106185285 106185285 Missense_Mutation SNP C T 52 50 c.2543G>A c.(2542-2544)AGA>AAA p.R848K

Pat_76 Pre-Treatment VSIG1 340547 37 X 107315967 107315967 Missense_Mutation SNP C T 83 167 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_76 Pre-Treatment VSIG1 340547 37 X 107320451 107320451 Missense_Mutation SNP G A 14 6 c.1004G>A c.(1003-1005)GGA>GAA p.G335E

Pat_76 Pre-Treatment COL4A6 1288 37 X 107413919 107413919 Missense_Mutation SNP C T 40 91 c.3416G>A c.(3415-3417)GGA>GAA p.G1139E

Pat_76 Pre-Treatment COL4A6 1288 37 X 107430407 107430407 Missense_Mutation SNP C T 77 83 c.1873G>A c.(1873-1875)GGA>AGA p.G625R

Pat_76 Pre-Treatment COL4A6 1288 37 X 107431160 107431160 Missense_Mutation SNP G A 52 68 c.1688C>T c.(1687-1689)TCT>TTT p.S563F

Pat_76 Pre-Treatment COL4A5 1287 37 X 107814644 107814644 Missense_Mutation SNP G A 47 74 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_76 Pre-Treatment COL4A5 1287 37 X 107865965 107865965 Nonsense_Mutation SNP A T 22 25 c.2827A>T c.(2827-2829)AAA>TAA p.K943*

Pat_76 Pre-Treatment GUCY2F 2986 37 X 108697082 108697082 Missense_Mutation SNP G A 10 9 c.1039C>T c.(1039-1041)CCG>TCG p.P347S

Pat_76 Pre-Treatment DCX 1641 37 X 110576334 110576335 Missense_Mutation DNP GG AA 16 25 c.995_996CC>TT c.(994-996)GCC>GTT p.A332V

Pat_76 Pre-Treatment KLHL13 90293 37 X 117079486 117079486 Missense_Mutation SNP C T 13 37 c.151G>A c.(151-153)GAA>AAA p.E51K

Pat_76 Pre-Treatment WDR44 54521 37 X 117577623 117577623 Missense_Mutation SNP C T 39 56 c.2485C>T c.(2485-2487)CGT>TGT p.R829C

Pat_76 Pre-Treatment DOCK11 139818 37 X 117676792 117676792 Missense_Mutation SNP G A 61 135 c.207G>A c.(205-207)ATG>ATA p.M69I

Pat_76 Pre-Treatment DOCK11 139818 37 X 117744362 117744362 Missense_Mutation SNP G A 30 40 c.3077G>A c.(3076-3078)AGT>AAT p.S1026N

Pat_76 Pre-Treatment LONRF3 79836 37 X 118123461 118123461 Missense_Mutation SNP G A 18 25 c.1150G>A c.(1150-1152)GGG>AGG p.G384R

Pat_76 Pre-Treatment UPF3B 65109 37 X 118985459 118985459 Missense_Mutation SNP T G 9 30 c.369A>C c.(367-369)AAA>AAC p.K123N

Pat_76 Pre-Treatment ODZ1 10178 37 X 123699255 123699255 Missense_Mutation SNP G A 15 15 c.2233C>T c.(2233-2235)CCT>TCT p.P745S

Pat_76 Pre-Treatment ACTRT1 139741 37 X 127185537 127185537 Missense_Mutation SNP C T 74 93 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_76 Pre-Treatment OCRL 4952 37 X 128703368 128703368 Missense_Mutation SNP C T 76 130 c.1594C>T c.(1594-1596)CAT>TAT p.H532Y

Pat_76 Pre-Treatment ZDHHC9 51114 37 X 128957792 128957792 Missense_Mutation SNP G A 116 124 c.350C>T c.(349-351)CCC>CTC p.P117L

Pat_76 Pre-Treatment ELF4 2000 37 X 129203363 129203363 Missense_Mutation SNP C T 33 55 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_76 Pre-Treatment ARHGAP36 158763 37 X 130218339 130218339 Missense_Mutation SNP C T 3 18 c.706C>T c.(706-708)CCC>TCC p.P236S

Pat_76 Pre-Treatment IGSF1 3547 37 X 130409467 130409467 Missense_Mutation SNP C T 55 97 c.3169G>A c.(3169-3171)GAA>AAA p.E1057K

Pat_76 Pre-Treatment MBNL3 55796 37 X 131573612 131573612 Missense_Mutation SNP G A 111 137 c.28C>T c.(28-30)CGT>TGT p.R10C

Pat_76 Pre-Treatment USP26 83844 37 X 132160571 132160571 Missense_Mutation SNP G A 12 28 c.1678C>T c.(1678-1680)CCC>TCC p.P560S

Pat_76 Pre-Treatment MMGT1 93380 37 X 135047268 135047268 Missense_Mutation SNP G A 104 163 c.311C>T c.(310-312)TCG>TTG p.S104L

Pat_76 Pre-Treatment CD40LG 959 37 X 135732446 135732446 Missense_Mutation SNP C G 4 106 c.178C>G c.(178-180)CAT>GAT p.H60D

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140993320 140993320 Missense_Mutation SNP A G 7 141 c.130A>G c.(130-132)AGC>GGC p.S44G

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140993818 140993818 Missense_Mutation SNP T G 54 502 c.628T>G c.(628-630)TTA>GTA p.L210V

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140994421 140994421 Missense_Mutation SNP C T 111 141 c.1231C>T c.(1231-1233)CCT>TCT p.P411S

Pat_76 Pre-Treatment MAGEC1 9947 37 X 140994923 140994923 Missense_Mutation SNP A T 12 470 c.1733A>T c.(1732-1734)CAC>CTC p.H578L



Pat_76 Pre-Treatment MAGEA11 4110 37 X 148797442 148797442 Missense_Mutation SNP C T 48 63 c.296C>T c.(295-297)CCC>CTC p.P99L

Pat_76 Pre-Treatment MAGEA11 4110 37 X 148798372 148798373 Missense_Mutation DNP GG AA 66 74 .1226_1227GG>AAc.(1225-1227)AGG>AAA p.R409K

Pat_76 Pre-Treatment GPR50 9248 37 X 150348908 150348908 Missense_Mutation SNP T G 44 69 c.853T>G c.(853-855)TTC>GTC p.F285V

Pat_76 Pre-Treatment MAGEA10 4109 37 X 151303507 151303507 Missense_Mutation SNP G A 27 53 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_76 Pre-Treatment GABRQ 55879 37 X 151821313 151821314 Missense_Mutation DNP GG AA 76 62 .1468_1469GG>AAc.(1468-1470)GGC>AAC p.G490N

Pat_76 Pre-Treatment MAGEA6 4105 37 X 151869683 151869683 Nonsense_Mutation SNP C T 139 83 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_76 Pre-Treatment MAGEA12 4111 37 X 151900098 151900098 Missense_Mutation SNP C T 103 120 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_76 Pre-Treatment CETN2 1069 37 X 151996420 151996420 Missense_Mutation SNP A G 40 106 c.484T>C c.(484-486)TTC>CTC p.F162L

Pat_76 Pre-Treatment HAUS7 55559 37 X 152735942 152735942 Missense_Mutation SNP G A 11 13 c.104C>T c.(103-105)TCC>TTC p.S35F

Pat_76 Pre-Treatment HCFC1 3054 37 X 153217050 153217050 Missense_Mutation SNP G A 46 85 c.5369C>T c.(5368-5370)TCC>TTC p.S1790F

Pat_76 Pre-Treatment HCFC1 3054 37 X 153224937 153224937 Missense_Mutation SNP G A 18 16 c.1450C>T c.(1450-1452)CCT>TCT p.P484S

Pat_76 Pre-Treatment FLNA 2316 37 X 153594560 153594560 Nonsense_Mutation SNP G A 20 43 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_76 Pre-Treatment PLXNA3 55558 37 X 153691999 153691999 Missense_Mutation SNP G A 12 16 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_76 Pre-Treatment PLXNA3 55558 37 X 153693191 153693191 Missense_Mutation SNP G A 11 18 c.2023G>A c.(2023-2025)GGC>AGC p.G675S

Pat_76 Pre-Treatment PLXNA3 55558 37 X 153696206 153696206 Missense_Mutation SNP G C 17 40 c.3682G>C c.(3682-3684)GGT>CGT p.G1228R

Pat_76 Post-Resistance AGRN 375790 37 1 984754 984754 Missense_Mutation SNP G C 8 24 c.4437G>C c.(4435-4437)GAG>GAC p.E1479D

Pat_76 Post-Resistance NADK 65220 37 1 1685561 1685561 Missense_Mutation SNP T C 16 94 c.1030A>G c.(1030-1032)ATG>GTG p.M344V

Pat_76 Post-Resistance CHD5 26038 37 1 6169939 6169939 Missense_Mutation SNP C T 14 48 c.5494G>A c.(5494-5496)GTG>ATG p.V1832M

Pat_76 Post-Resistance SLC2A7 155184 37 1 9063467 9063467 Missense_Mutation SNP T C 18 27 c.1431A>G c.(1429-1431)ATA>ATG p.I477M

Pat_76 Post-Resistance KIF1B 23095 37 1 10405979 10405979 Nonsense_Mutation SNP G A 11 24 c.3765G>A c.(3763-3765)TGG>TGA p.W1255*

Pat_76 Post-Resistance C1orf127 148345 37 1 11017690 11017690 Missense_Mutation SNP G A 6 13 c.229C>T c.(229-231)CTT>TTT p.L77F

Pat_76 Post-Resistance PTCHD2 57540 37 1 11579548 11579548 Missense_Mutation SNP G A 31 95 c.2026G>A c.(2026-2028)GAG>AAG p.E676K

Pat_76 Post-Resistance NPPA 4878 37 1 11907322 11907322 Missense_Mutation SNP C T 7 10 c.298G>A c.(298-300)GGC>AGC p.G100S

Pat_76 Post-Resistance PRAMEF12 390999 37 1 12835290 12835290 Missense_Mutation SNP C T 23 49 c.280C>T c.(280-282)CGC>TGC p.R94C

Pat_76 Post-Resistance LOC649330 649330 37 1 12907921 12907921 Missense_Mutation SNP C T 7 68 c.222G>A c.(220-222)ATG>ATA p.M74I

Pat_76 Post-Resistance DNAJC16 23341 37 1 15890790 15890790 Nonsense_Mutation SNP C T 11 36 c.1534C>T c.(1534-1536)CGA>TGA p.R512*

Pat_76 Post-Resistance MST1P9 11223 37 1 17086053 17086053 Missense_Mutation SNP G A 5 19 c.844C>T c.(844-846)CAC>TAC p.H282Y

Pat_76 Post-Resistance KLHDC7A 127707 37 1 18807831 18807831 Missense_Mutation SNP G A 3 8 c.356G>A c.(355-357)AGA>AAA p.R119K

Pat_76 Post-Resistance KLHDC7A 127707 37 1 18808730 18808730 Missense_Mutation SNP C T 17 39 c.1255C>T c.(1255-1257)CCG>TCG p.P419S

Pat_76 Post-Resistance PLA2G2D 26279 37 1 20442911 20442911 Missense_Mutation SNP C G 16 29 c.100G>C c.(100-102)GGG>CGG p.G34R

Pat_76 Post-Resistance ECE1 1889 37 1 21582571 21582571 Nonsense_Mutation SNP C A 12 43 c.889G>T c.(889-891)GAG>TAG p.E297*

Pat_76 Post-Resistance RAP1GAP 5909 37 1 21936111 21936111 Missense_Mutation SNP G A 24 64 c.1028C>T c.(1027-1029)CCC>CTC p.P343L

Pat_76 Post-Resistance EPHB2 2048 37 1 23232566 23232566 Missense_Mutation SNP A T 20 44 c.1852A>T c.(1852-1854)ATC>TTC p.I618F

Pat_76 Post-Resistance GRHL3 57822 37 1 24669215 24669215 Missense_Mutation SNP G A 22 73 c.1253G>A c.(1252-1254)CGG>CAG p.R418Q

Pat_76 Post-Resistance ARID1A 8289 37 1 27106876 27106876 Missense_Mutation SNP T C 8 63 c.6487T>C c.(6487-6489)TGC>CGC p.C2163R

Pat_76 Post-Resistance MAP3K6 9064 37 1 27686450 27686450 Missense_Mutation SNP G A 37 58 c.2218C>T c.(2218-2220)CCC>TCC p.P740S

Pat_76 Post-Resistance CD164L2 388611 37 1 27709119 27709119 Missense_Mutation SNP G A 13 17 c.127C>T c.(127-129)CGC>TGC p.R43C

Pat_76 Post-Resistance SFRS4 6429 37 1 29475177 29475178 Missense_Mutation DNP GG AA 82 133 c.1229_1230CC>TT c.(1228-1230)TCC>TTT p.S410F

Pat_76 Post-Resistance PTPRU 10076 37 1 29585233 29585233 Missense_Mutation SNP G A 3 33 c.422G>A c.(421-423)CGT>CAT p.R141H

Pat_76 Post-Resistance PTPRU 10076 37 1 29652156 29652156 Missense_Mutation SNP G A 20 70 c.4324G>A c.(4324-4326)GGG>AGG p.G1442R

Pat_76 Post-Resistance SPOCD1 90853 37 1 32280093 32280093 Missense_Mutation SNP C T 8 15 c.842G>A c.(841-843)GGG>GAG p.G281E

Pat_76 Post-Resistance LCK 3932 37 1 32751189 32751189 Missense_Mutation SNP G A 28 36 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Post-Resistance CSMD2 114784 37 1 34383699 34383699 Missense_Mutation SNP G A 8 15 c.796C>T c.(796-798)CTC>TTC p.L266F

Pat_76 Post-Resistance CSMD2 114784 37 1 34554741 34554741 Missense_Mutation SNP C T 5 15 c.121G>A c.(121-123)GGG>AGG p.G41R

Pat_76 Post-Resistance EIF2C1 26523 37 1 36359345 36359345 Missense_Mutation SNP G A 17 47 c.583G>A c.(583-585)GAG>AAG p.E195K

Pat_76 Post-Resistance C1orf109 54955 37 1 38149083 38149083 Missense_Mutation SNP G A 8 17 c.482C>T c.(481-483)TCG>TTG p.S161L

Pat_76 Post-Resistance KIAA0754 643314 37 1 39878887 39878887 Missense_Mutation SNP C T 4 9 c.2950C>T c.(2950-2952)CCA>TCA p.P984S



Pat_76 Post-Resistance NT5C1A 84618 37 1 40131779 40131779 Missense_Mutation SNP C T 31 65 c.265G>A c.(265-267)GAA>AAA p.E89K

Pat_76 Post-Resistance HPCAL4 51440 37 1 40149802 40149802 Missense_Mutation SNP G A 10 11 c.185C>T c.(184-186)TCC>TTC p.S62F

Pat_76 Post-Resistance PPIE 10450 37 1 40218614 40218614 Missense_Mutation SNP A G 18 52 c.727A>G c.(727-729)ACC>GCC p.T243A

Pat_76 Post-Resistance NFYC 4802 37 1 41218908 41218908 Missense_Mutation SNP C T 5 28 c.377C>T c.(376-378)CCA>CTA p.P126L

Pat_76 Post-Resistance TIE1 7075 37 1 43778895 43778895 Missense_Mutation SNP C T 15 27 c.2017C>T c.(2017-2019)CCA>TCA p.P673S

Pat_76 Post-Resistance PTPRF 5792 37 1 44058256 44058257 Missense_Mutation DNP CC TT 9 15 c.1797_1798CC>TT795-1800)GCCCGC>GCTT p.R600C

Pat_76 Post-Resistance DMAP1 55929 37 1 44684863 44684863 Missense_Mutation SNP C T 13 14 c.856C>T c.(856-858)CGC>TGC p.R286C

Pat_76 Post-Resistance RNF220 55182 37 1 45110737 45110737 Missense_Mutation SNP C T 9 12 c.1294C>T c.(1294-1296)CGG>TGG p.R432W

Pat_76 Post-Resistance FAAH 2166 37 1 46871441 46871441 Missense_Mutation SNP C T 13 13 c.760C>T c.(760-762)CTC>TTC p.L254F

Pat_76 Post-Resistance CYP4A11 1579 37 1 47402978 47402978 Nonsense_Mutation SNP C T 16 20 c.378G>A c.(376-378)TGG>TGA p.W126*

Pat_76 Post-Resistance CYP4Z1 199974 37 1 47548123 47548123 Missense_Mutation SNP G A 7 70 c.482G>A c.(481-483)CGG>CAG p.R161Q

Pat_76 Post-Resistance SLC5A9 200010 37 1 48697728 48697728 Missense_Mutation SNP C T 32 66 c.802C>T c.(802-804)CAC>TAC p.H268Y

Pat_76 Post-Resistance SPATA6 54558 37 1 48877245 48877245 Missense_Mutation SNP G A 5 8 c.296C>T c.(295-297)TCT>TTT p.S99F

Pat_76 Post-Resistance GLIS1 148979 37 1 54060335 54060335 Missense_Mutation SNP A C 6 14 c.241T>G c.(241-243)TGT>GGT p.C81G

Pat_76 Post-Resistance YIPF1 54432 37 1 54332025 54332025 Missense_Mutation SNP G A 8 21 c.679C>T c.(679-681)CGT>TGT p.R227C

Pat_76 Post-Resistance PRKAA2 5563 37 1 57159444 57159444 Missense_Mutation SNP C T 6 18 c.482C>T c.(481-483)TCT>TTT p.S161F

Pat_76 Post-Resistance C1orf168 199920 37 1 57257821 57257821 Missense_Mutation SNP C T 4 24 c.665G>A c.(664-666)AGA>AAA p.R222K

Pat_76 Post-Resistance C8A 731 37 1 57341861 57341861 Missense_Mutation SNP G A 10 28 c.443G>A c.(442-444)GGA>GAA p.G148E

Pat_76 Post-Resistance C8B 732 37 1 57397515 57397515 Missense_Mutation SNP T C 13 31 c.1589A>G c.(1588-1590)CAA>CGA p.Q530R

Pat_76 Post-Resistance C8B 732 37 1 57425723 57425723 Nonsense_Mutation SNP C T 11 11 c.219G>A c.(217-219)TGG>TGA p.W73*

Pat_76 Post-Resistance DAB1 1600 37 1 57481054 57481054 Missense_Mutation SNP G A 6 11 c.946C>T c.(946-948)CTC>TTC p.L316F

Pat_76 Post-Resistance CYP2J2 1573 37 1 60359466 60359466 Missense_Mutation SNP T C 11 131 c.1366A>G c.(1366-1368)ACT>GCT p.T456A

Pat_76 Post-Resistance ROR1 4919 37 1 64624732 64624733 Missense_Mutation DNP CC TT 15 30 c.1243_1244CC>TTc.(1243-1245)CCC>TTC p.P415F

Pat_76 Post-Resistance ROR1 4919 37 1 64644411 64644411 Missense_Mutation SNP G A 5 16 c.2687G>A c.(2686-2688)GGA>GAA p.G896E

Pat_76 Post-Resistance PTGFR 5737 37 1 79002109 79002109 Missense_Mutation SNP G A 10 33 c.817G>A c.(817-819)GGA>AGA p.G273R

Pat_76 Post-Resistance LPHN2 23266 37 1 82417677 82417677 Missense_Mutation SNP G A 10 24 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Post-Resistance LPHN2 23266 37 1 82435018 82435018 Missense_Mutation SNP C T 9 26 c.2629C>T c.(2629-2631)CTT>TTT p.L877F

Pat_76 Post-Resistance COL24A1 255631 37 1 86578285 86578285 Missense_Mutation SNP C T 13 30 c.1564G>A c.(1564-1566)GGA>AGA p.G522R

Pat_76 Post-Resistance HS2ST1 9653 37 1 87570300 87570300 Missense_Mutation SNP C T 8 5 c.992C>T c.(991-993)GCC>GTC p.A331V

Pat_76 Post-Resistance RBMXL1 494115 37 1 89448465 89448465 Missense_Mutation SNP G A 30 60 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Post-Resistance GBP6 163351 37 1 89835213 89835213 Missense_Mutation SNP G A 8 19 c.299G>A c.(298-300)GGT>GAT p.G100D

Pat_76 Post-Resistance ZNF644 84146 37 1 91404798 91404798 Missense_Mutation SNP G A 9 17 c.2113C>T c.(2113-2115)CCT>TCT p.P705S

Pat_76 Post-Resistance CDC7 8317 37 1 91977357 91977357 Missense_Mutation SNP C T 3 10 c.449C>T c.(448-450)TCC>TTC p.S150F

Pat_76 Post-Resistance EPHX4 253152 37 1 92528636 92528636 Missense_Mutation SNP G A 23 53 c.882G>A c.(880-882)ATG>ATA p.M294I

Pat_76 Post-Resistance EVI5 7813 37 1 92979352 92979352 Missense_Mutation SNP G A 6 36 c.2294C>T c.(2293-2295)TCG>TTG p.S765L

Pat_76 Post-Resistance ABCA4 24 37 1 94546093 94546093 Missense_Mutation SNP G A 9 29 c.1040C>T c.(1039-1041)GCC>GTC p.A347V

Pat_76 Post-Resistance ABCA4 24 37 1 94568678 94568678 Missense_Mutation SNP C T 36 89 c.463G>A c.(463-465)GAT>AAT p.D155N

Pat_76 Post-Resistance ARHGAP29 9411 37 1 94655515 94655515 Missense_Mutation SNP G C 3 18 c.1406C>G c.(1405-1407)GCC>GGC p.A469G

Pat_76 Post-Resistance DPYD 1806 37 1 98187170 98187170 Missense_Mutation SNP C T 16 31 c.379G>A c.(379-381)GGA>AGA p.G127R

Pat_76 Post-Resistance HIAT1 64645 37 1 100534098 100534099 Missense_Mutation DNP CC AT 13 34 c.775_776CC>AT c.(775-777)CCG>ATG p.P259M

Pat_76 Post-Resistance COL11A1 1301 37 1 103471817 103471817 Splice_Site SNP C T 9 11 c.1737_splice c.e16+1 p.R579_splice

Pat_76 Post-Resistance COL11A1 1301 37 1 103488306 103488306 Missense_Mutation SNP C T 10 25 c.1237G>A c.(1237-1239)GAA>AAA p.E413K

Pat_76 Post-Resistance ATXN7L2 127002 37 1 110033872 110033872 Missense_Mutation SNP G T 9 19 c.1687G>T c.(1687-1689)GTG>TTG p.V563L

Pat_76 Post-Resistance RBM15 64783 37 1 110883778 110883778 Missense_Mutation SNP C T 7 22 c.1751C>T c.(1750-1752)TCT>TTT p.S584F

Pat_76 Post-Resistance OVGP1 5016 37 1 111957747 111957747 Missense_Mutation SNP G A 13 15 c.1376C>T c.(1375-1377)TCC>TTC p.S459F

Pat_76 Post-Resistance KCND3 3752 37 1 112525258 112525258 Missense_Mutation SNP G A 15 23 c.91C>T c.(91-93)CCG>TCG p.P31S

Pat_76 Post-Resistance TSPAN2 10100 37 1 115601575 115601575 Missense_Mutation SNP C T 17 71 c.373G>A c.(373-375)GAA>AAA p.E125K



Pat_76 Post-Resistance MAN1A2 10905 37 1 118039386 118039386 Missense_Mutation SNP C T 3 13 c.1286C>T c.(1285-1287)GCT>GTT p.A429V

Pat_76 Post-Resistance SPAG17 200162 37 1 118598459 118598459 Missense_Mutation SNP C T 4 12 c.2619G>A c.(2617-2619)ATG>ATA p.M873I

Pat_76 Post-Resistance HAO2 51179 37 1 119929246 119929246 Missense_Mutation SNP G A 10 13 c.563G>A c.(562-564)GGA>GAA p.G188E

Pat_76 Post-Resistance BCL9 607 37 1 147096566 147096566 Missense_Mutation SNP C T 33 23 c.4087C>T c.(4087-4089)CGG>TGG p.R1363W

Pat_76 Post-Resistance ACP6 51205 37 1 147126371 147126371 Missense_Mutation SNP C T 8 125 c.718G>A c.(718-720)GGC>AGC p.G240S

Pat_76 Post-Resistance NBPF16 728936 37 1 148753328 148753328 Missense_Mutation SNP G A 89 105 c.1345G>A c.(1345-1347)GAT>AAT p.D449N

Pat_76 Post-Resistance SEMA6C 10500 37 1 151105565 151105566 Missense_Mutation DNP CC TT 6 24 .2187_2188GG>AA185-2190)AAGGAG>AAAA p.E730K

Pat_76 Post-Resistance RPTN 126638 37 1 152129435 152129435 Missense_Mutation SNP C T 25 30 c.140G>A c.(139-141)AGA>AAA p.R47K

Pat_76 Post-Resistance FLG 2312 37 1 152279041 152279041 Missense_Mutation SNP G A 174 620 c.8321C>T c.(8320-8322)TCC>TTC p.S2774F

Pat_76 Post-Resistance FLG 2312 37 1 152284783 152284783 Missense_Mutation SNP G A 94 586 c.2579C>T c.(2578-2580)TCG>TTG p.S860L

Pat_76 Post-Resistance FLG2 388698 37 1 152326351 152326351 Missense_Mutation SNP C T 251 186 c.3911G>A c.(3910-3912)GGA>GAA p.G1304E

Pat_76 Post-Resistance KPRP 448834 37 1 152732181 152732182 Missense_Mutation DNP CC TG 46 168 c.117_118CC>TG115-120)GCCCCT>GCTGC p.P40A

Pat_76 Post-Resistance IVL 3713 37 1 152882308 152882308 Missense_Mutation SNP C T 41 34 c.35C>T c.(34-36)TCC>TTC p.S12F

Pat_76 Post-Resistance S100A2 6273 37 1 153536245 153536245 Missense_Mutation SNP C T 46 37 c.106G>A c.(106-108)GAA>AAA p.E36K

Pat_76 Post-Resistance KCNN3 3782 37 1 154794606 154794606 Missense_Mutation SNP G A 53 34 c.988C>T c.(988-990)CTT>TTT p.L330F

Pat_76 Post-Resistance RUSC1 23623 37 1 155297963 155297964 Missense_Mutation DNP CC AT 133 89 c.2437_2438CC>ATc.(2437-2439)CCG>ATG p.P813M

Pat_76 Post-Resistance ASH1L 55870 37 1 155448540 155448540 Missense_Mutation SNP G A 8 25 c.4121C>T c.(4120-4122)TCT>TTT p.S1374F

Pat_76 Post-Resistance SYT11 23208 37 1 155838247 155838247 Missense_Mutation SNP G A 7 58 c.526G>A c.(526-528)GTG>ATG p.V176M

Pat_76 Post-Resistance RXFP4 339403 37 1 155912047 155912047 Missense_Mutation SNP G A 17 108 c.547G>A c.(547-549)GGT>AGT p.G183S

Pat_76 Post-Resistance IQGAP3 128239 37 1 156513781 156513781 Missense_Mutation SNP C A 6 162 c.2522G>T c.(2521-2523)AGG>ATG p.R841M

Pat_76 Post-Resistance PRCC 5546 37 1 156756532 156756532 Missense_Mutation SNP C T 80 51 c.649C>T c.(649-651)CCC>TCC p.P217S

Pat_76 Post-Resistance PEAR1 375033 37 1 156883182 156883182 Splice_Site SNP G A 63 43 c.2512_splice c.e20-1 p.V838_splice

Pat_76 Post-Resistance FCRL1 115350 37 1 157771783 157771783 Missense_Mutation SNP G A 10 60 c.808C>T c.(808-810)CAT>TAT p.H270Y

Pat_76 Post-Resistance CD1C 911 37 1 158261016 158261016 Missense_Mutation SNP G A 50 36 c.154G>A c.(154-156)GAG>AAG p.E52K

Pat_76 Post-Resistance OR6K2 81448 37 1 158669934 158669934 Missense_Mutation SNP G A 13 94 c.509C>T c.(508-510)TCG>TTG p.S170L

Pat_76 Post-Resistance OR6K2 81448 37 1 158670321 158670321 Missense_Mutation SNP C T 34 18 c.122G>A c.(121-123)GGA>GAA p.G41E

Pat_76 Post-Resistance OR6K6 128371 37 1 158725629 158725630 Missense_Mutation DNP GG AA 15 13 .1024_1025GG>AAc.(1024-1026)GGG>AAG p.G342K

Pat_76 Post-Resistance PYHIN1 149628 37 1 158909027 158909027 Missense_Mutation SNP C T 20 80 c.569C>T c.(568-570)TCC>TTC p.S190F

Pat_76 Post-Resistance IFI16 3428 37 1 158986447 158986447 Missense_Mutation SNP C T 8 52 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Post-Resistance OR10J1 26476 37 1 159409697 159409697 Nonsense_Mutation SNP T G 58 159 c.149T>G c.(148-150)TTA>TGA p.L50*

Pat_76 Post-Resistance OR10J1 26476 37 1 159410116 159410116 Missense_Mutation SNP G A 28 147 c.568G>A c.(568-570)GAC>AAC p.D190N

Pat_76 Post-Resistance FCRL6 343413 37 1 159785251 159785251 Splice_Site SNP T G 8 45 c.1179_splice c.e9+2 p.K393_splice

Pat_76 Post-Resistance ATP1A2 477 37 1 160105225 160105225 Missense_Mutation SNP G A 44 45 c.2117G>A c.(2116-2118)GGA>GAA p.G706E

Pat_76 Post-Resistance ATP1A4 480 37 1 160129209 160129209 Missense_Mutation SNP C T 58 48 c.671C>T c.(670-672)TCA>TTA p.S224L

Pat_76 Post-Resistance NDUFS2 4720 37 1 161182173 161182173 Missense_Mutation SNP C T 7 61 c.1019C>T c.(1018-1020)TCC>TTC p.S340F

Pat_76 Post-Resistance PBX1 5087 37 1 164815831 164815831 Missense_Mutation SNP G A 68 59 c.1211G>A c.(1210-1212)GGT>GAT p.G404D

Pat_76 Post-Resistance ALDH9A1 223 37 1 165634269 165634269 Missense_Mutation SNP C T 25 16 c.1448G>A c.(1447-1449)GGA>GAA p.G483E

Pat_76 Post-Resistance POU2F1 5451 37 1 167334719 167334719 Missense_Mutation SNP G A 5 51 c.74G>A c.(73-75)GGT>GAT p.G25D

Pat_76 Post-Resistance ADCY10 55811 37 1 167817683 167817683 Missense_Mutation SNP G A 32 23 c.2353C>T c.(2353-2355)CAT>TAT p.H785Y

Pat_76 Post-Resistance F5 2153 37 1 169511239 169511239 Missense_Mutation SNP C T 44 44 c.3089G>A c.(3088-3090)CGA>CAA p.R1030Q

Pat_76 Post-Resistance SELP 6403 37 1 169562902 169562902 Missense_Mutation SNP A C 10 7 c.2348T>G c.(2347-2349)ATA>AGA p.I783R

Pat_76 Post-Resistance C1orf156 92342 37 1 169762716 169762716 Missense_Mutation SNP C T 50 43 c.121G>A c.(121-123)GGA>AGA p.G41R

Pat_76 Post-Resistance FMO3 2328 37 1 171079999 171079999 Missense_Mutation SNP C T 38 166 c.688C>T c.(688-690)CCT>TCT p.P230S

Pat_76 Post-Resistance TNR 7143 37 1 175372639 175372640 Missense_Mutation DNP GG AA 63 247 c.612_613CC>TT610-615)TGCCCG>TGTTC p.P205S

Pat_76 Post-Resistance TNR 7143 37 1 175375835 175375835 Missense_Mutation SNP C T 77 45 c.16G>A c.(16-18)GAA>AAA p.E6K

Pat_76 Post-Resistance PAPPA2 60676 37 1 176668460 176668460 Missense_Mutation SNP A G 58 207 c.2971A>G c.(2971-2973)AAG>GAG p.K991E

Pat_76 Post-Resistance C1orf125 126859 37 1 179460729 179460729 Missense_Mutation SNP G A 7 59 c.2148G>A c.(2146-2148)ATG>ATA p.M716I



Pat_76 Post-Resistance CEP350 9857 37 1 180023013 180023013 Missense_Mutation SNP A C 27 29 c.5118A>C c.(5116-5118)GAA>GAC p.E1706D

Pat_76 Post-Resistance XPR1 9213 37 1 180849418 180849418 Missense_Mutation SNP C T 51 40 c.2015C>T c.(2014-2016)CCT>CTT p.P672L

Pat_76 Post-Resistance CACNA1E 777 37 1 181695216 181695216 Missense_Mutation SNP G A 8 11 c.2158G>A c.(2158-2160)GAA>AAA p.E720K

Pat_76 Post-Resistance LAMC2 3918 37 1 183192278 183192278 Missense_Mutation SNP C T 23 16 c.772C>T c.(772-774)CTT>TTT p.L258F

Pat_76 Post-Resistance LAMC2 3918 37 1 183192310 183192310 Missense_Mutation SNP C G 11 47 c.804C>G c.(802-804)AGC>AGG p.S268R

Pat_76 Post-Resistance APOBEC4 403314 37 1 183616917 183616917 Missense_Mutation SNP C T 39 24 c.1000G>A c.(1000-1002)GGA>AGA p.G334R

Pat_76 Post-Resistance FAM129A 116496 37 1 184792330 184792330 Nonsense_Mutation SNP G C 17 67 c.956C>G c.(955-957)TCA>TGA p.S319*

Pat_76 Post-Resistance FAM129A 116496 37 1 184863341 184863341 Splice_Site SNP C T 5 19 c.187_splice c.e3-1 p.P63_splice

Pat_76 Post-Resistance PLA2G4A 5321 37 1 186934540 186934540 Splice_Site SNP G A 3 3 c.1580_splice c.e15-1 p.D527_splice

Pat_76 Post-Resistance FAM5C 339479 37 1 190195350 190195350 Missense_Mutation SNP C T 23 33 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Post-Resistance CFH 3075 37 1 196654365 196654365 Missense_Mutation SNP C T 31 83 c.962C>T c.(961-963)ACC>ATC p.T321I

Pat_76 Post-Resistance CFHR1 3078 37 1 196794779 196794779 Nonsense_Mutation SNP G A 15 84 c.231G>A c.(229-231)TGG>TGA p.W77*

Pat_76 Post-Resistance CRB1 23418 37 1 197396935 197396935 Missense_Mutation SNP G A 16 15 c.2480G>A c.(2479-2481)GGA>GAA p.G827E

Pat_76 Post-Resistance KIF14 9928 37 1 200586846 200586846 Missense_Mutation SNP G T 9 43 c.1006C>A c.(1006-1008)CCC>ACC p.P336T

Pat_76 Post-Resistance KIF14 9928 37 1 200586848 200586848 Missense_Mutation SNP A G 10 39 c.1004T>C c.(1003-1005)CTT>CCT p.L335P

Pat_76 Post-Resistance CACNA1S 779 37 1 201056982 201056983 Missense_Mutation DNP GG AA 20 28 c.975_976CC>TT (973-978)ATCCTC>ATTTT p.L326F

Pat_76 Post-Resistance TNNI1 7135 37 1 201383752 201383752 Missense_Mutation SNP T G 27 65 c.83A>C c.(82-84)GAA>GCA p.E28A

Pat_76 Post-Resistance TNNI1 7135 37 1 201386940 201386940 Translation_Start_Site SNP C T 7 32 c.-18G>A c.(-20--16)AGGTG>AGATG

Pat_76 Post-Resistance LGR6 59352 37 1 202283992 202283992 Nonsense_Mutation SNP C T 15 62 c.1630C>T c.(1630-1632)CAG>TAG p.Q544*

Pat_76 Post-Resistance PPP1R12B 4660 37 1 202464748 202464748 Nonsense_Mutation SNP C T 9 37 c.2386C>T c.(2386-2388)CGA>TGA p.R796*

Pat_76 Post-Resistance CHI3L1 1116 37 1 203153717 203153717 Missense_Mutation SNP A T 50 34 c.301T>A c.(301-303)TTT>ATT p.F101I

Pat_76 Post-Resistance PFKFB2 5208 37 1 207252327 207252327 Missense_Mutation SNP G T 22 102 c.1379G>T c.(1378-1380)AGA>ATA p.R460I

Pat_76 Post-Resistance C4BPB 725 37 1 207265145 207265145 Missense_Mutation SNP C T 6 12 c.389C>T c.(388-390)CCC>CTC p.P130L

Pat_76 Post-Resistance HSD11B1 3290 37 1 209879168 209879168 Missense_Mutation SNP G A 10 58 c.101G>A c.(100-102)GGA>GAA p.G34E

Pat_76 Post-Resistance KCNH1 3756 37 1 210977434 210977435 Missense_Mutation DNP GG AA 20 19 c.1536_1537CC>TT1534-1539)TACCAT>TATT p.H513Y

Pat_76 Post-Resistance KCTD3 51133 37 1 215753284 215753284 Missense_Mutation SNP G A 9 88 c.568G>A c.(568-570)GTA>ATA p.V190I

Pat_76 Post-Resistance USH2A 7399 37 1 215848169 215848169 Missense_Mutation SNP G A 8 26 c.13084C>T c.(13084-13086)CCA>TCA p.P4362S

Pat_76 Post-Resistance EPRS 2058 37 1 220152958 220152958 Splice_Site SNP C T 8 22 c.3712_splice c.e27-1 p.G1238_splice

Pat_76 Post-Resistance TAF1A 9015 37 1 222743989 222743989 Missense_Mutation SNP T C 10 90 c.623A>G c.(622-624)TAC>TGC p.Y208C

Pat_76 Post-Resistance MIA3 375056 37 1 222801532 222801532 Missense_Mutation SNP G A 19 16 c.970G>A c.(970-972)GAC>AAC p.D324N

Pat_76 Post-Resistance DISP1 84976 37 1 223177395 223177395 Missense_Mutation SNP T A 11 40 c.2656T>A c.(2656-2658)TTT>ATT p.F886I

Pat_76 Post-Resistance SUSD4 55061 37 1 223465897 223465897 Missense_Mutation SNP C T 30 93 c.245G>A c.(244-246)CGA>CAA p.R82Q

Pat_76 Post-Resistance CDC42BPA 8476 37 1 227203785 227203785 Missense_Mutation SNP G A 42 33 c.4748C>T c.(4747-4749)CCC>CTC p.P1583L

Pat_76 Post-Resistance OBSCN 84033 37 1 228479646 228479646 Missense_Mutation SNP G A 20 18 c.10387G>A c.(10387-10389)GAA>AAA p.E3463K

Pat_76 Post-Resistance SIPA1L2 57568 37 1 232601113 232601113 Missense_Mutation SNP G A 9 44 c.2293C>T c.(2293-2295)CCC>TCC p.P765S

Pat_76 Post-Resistance KIAA1804 84451 37 1 233482322 233482322 Missense_Mutation SNP G A 7 13 c.940G>A c.(940-942)GAA>AAA p.E314K

Pat_76 Post-Resistance HEATR1 55127 37 1 236759297 236759297 Missense_Mutation SNP T C 15 37 c.792A>G c.(790-792)ATA>ATG p.I264M

Pat_76 Post-Resistance FMN2 56776 37 1 240371077 240371077 Missense_Mutation SNP C T 77 148 c.2965C>T c.(2965-2967)CCT>TCT p.P989S

Pat_76 Post-Resistance ZNF669 79862 37 1 247264023 247264023 Missense_Mutation SNP G A 20 31 c.1048C>T c.(1048-1050)CGT>TGT p.R350C

Pat_76 Post-Resistance OR2W5 441932 37 1 247655213 247655213 Missense_Mutation SNP G A 19 45 c.784G>A c.(784-786)GCC>ACC p.A262T

Pat_76 Post-Resistance OR2W3 343171 37 1 248059042 248059042 Missense_Mutation SNP G A 99 234 c.154G>A c.(154-156)GAC>AAC p.D52N

Pat_76 Post-Resistance OR2L2 26246 37 1 248201597 248201597 Missense_Mutation SNP G A 15 44 c.28G>A c.(28-30)GAT>AAT p.D10N

Pat_76 Post-Resistance OR2M3 127062 37 1 248366888 248366888 Missense_Mutation SNP A C 50 81 c.519A>C c.(517-519)GAA>GAC p.E173D

Pat_76 Post-Resistance OR2T33 391195 37 1 248436332 248436332 Missense_Mutation SNP G A 17 40 c.785C>T c.(784-786)TCC>TTC p.S262F

Pat_76 Post-Resistance OR2T33 391195 37 1 248436951 248436951 Missense_Mutation SNP G A 18 51 c.166C>T c.(166-168)CCC>TCC p.P56S

Pat_76 Post-Resistance OR14I1 401994 37 1 248845470 248845470 Missense_Mutation SNP C T 3 25 c.136G>A c.(136-138)GTC>ATC p.V46I

Pat_76 Post-Resistance GTPBP4 23560 37 10 1055472 1055472 Nonsense_Mutation SNP C T 13 37 c.1195C>T c.(1195-1197)CGA>TGA p.R399*



Pat_76 Post-Resistance AKR1C2 1646 37 10 5038059 5038059 Splice_Site SNP T C 4 9 c.571_splice c.e6-1 p.V191_splice

Pat_76 Post-Resistance C10orf18 54906 37 10 5789058 5789058 Missense_Mutation SNP C T 20 40 c.3674C>T c.(3673-3675)TCG>TTG p.S1225L

Pat_76 Post-Resistance IL2RA 3559 37 10 6067847 6067847 Missense_Mutation SNP C T 6 34 c.206G>A c.(205-207)GGA>GAA p.G69E

Pat_76 Post-Resistance ITIH2 3698 37 10 7751024 7751024 Nonsense_Mutation SNP C T 14 64 c.232C>T c.(232-234)CAG>TAG p.Q78*

Pat_76 Post-Resistance ATP5C1 509 37 10 7842001 7842001 Missense_Mutation SNP C T 8 16 c.584C>T c.(583-585)TCC>TTC p.S195F

Pat_76 Post-Resistance CUBN 8029 37 10 16962022 16962022 Missense_Mutation SNP G A 16 32 c.6761C>T c.(6760-6762)CCA>CTA p.P2254L

Pat_76 Post-Resistance PLXDC2 84898 37 10 20432253 20432253 Nonsense_Mutation SNP C T 27 56 c.571C>T c.(571-573)CGA>TGA p.R191*

Pat_76 Post-Resistance NEBL 10529 37 10 21250695 21250695 Missense_Mutation SNP C G 14 23 c.263G>C c.(262-264)AGA>ACA p.R88T

Pat_76 Post-Resistance KIAA1217 56243 37 10 24834776 24834776 Missense_Mutation SNP A T 17 29 c.5355A>T c.(5353-5355)AAA>AAT p.K1785N

Pat_76 Post-Resistance ARHGAP21 57584 37 10 24896817 24896817 Missense_Mutation SNP G A 7 22 c.2438C>T c.(2437-2439)CCT>CTT p.P813L

Pat_76 Post-Resistance THNSL1 79896 37 10 25314107 25314107 Missense_Mutation SNP G A 11 35 c.1955G>A c.(1954-1956)AGG>AAG p.R652K

Pat_76 Post-Resistance GAD2 2572 37 10 26589747 26589747 Missense_Mutation SNP G A 31 83 c.1615G>A c.(1615-1617)GAG>AAG p.E539K

Pat_76 Post-Resistance PTCHD3 374308 37 10 27702980 27702981 Missense_Mutation DNP GG AA 7 27 c.199_200CC>TT c.(199-201)CCC>TTC p.P67F

Pat_76 Post-Resistance ARMC4 55130 37 10 28149594 28149594 Missense_Mutation SNP G A 6 24 c.2981C>T c.(2980-2982)GCC>GTC p.A994V

Pat_76 Post-Resistance C10orf68 79741 37 10 33018265 33018266 Missense_Mutation DNP CC TT 5 10 c.706_707CC>TT c.(706-708)CCT>TTT p.P236F

Pat_76 Post-Resistance ZNF33A 7581 37 10 38343746 38343746 Missense_Mutation SNP G A 4 29 c.691G>A c.(691-693)GCA>ACA p.A231T

Pat_76 Post-Resistance ZNF33B 7582 37 10 43088374 43088374 Missense_Mutation SNP C A 11 22 c.2024G>T c.(2023-2025)TGT>TTT p.C675F

Pat_76 Post-Resistance RASGEF1A 221002 37 10 43692445 43692445 Missense_Mutation SNP C T 6 10 c.1327G>A c.(1327-1329)GCG>ACG p.A443T

Pat_76 Post-Resistance RASGEF1A 221002 37 10 43694453 43694453 Missense_Mutation SNP C T 28 41 c.960G>A c.(958-960)ATG>ATA p.M320I

Pat_76 Post-Resistance SYT15 83849 37 10 46965788 46965789 Missense_Mutation DNP GG AA 5 8 c.748_749CC>TT c.(748-750)CCC>TTC p.P250F

Pat_76 Post-Resistance FRMPD2 143162 37 10 49395274 49395274 Missense_Mutation SNP C T 8 27 c.2227G>A c.(2227-2229)GAC>AAC p.D743N

Pat_76 Post-Resistance DRGX 644168 37 10 50574211 50574211 Missense_Mutation SNP C T 9 22 c.757G>A c.(757-759)GAA>AAA p.E253K

Pat_76 Post-Resistance SLC18A3 6572 37 10 50819762 50819762 Missense_Mutation SNP G A 32 76 c.976G>A c.(976-978)GAG>AAG p.E326K

Pat_76 Post-Resistance C10orf53 282966 37 10 50902584 50902584 Missense_Mutation SNP G A 12 21 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Post-Resistance AGAP6 414189 37 10 51748552 51748552 Missense_Mutation SNP C T 26 53 c.77C>T c.(76-78)CCC>CTC p.P26L

Pat_76 Post-Resistance ASAH2 56624 37 10 52005142 52005142 Missense_Mutation SNP G A 7 5 c.200C>T c.(199-201)TCC>TTC p.S67F

Pat_76 Post-Resistance CSTF2T 23283 37 10 53458427 53458427 Missense_Mutation SNP C T 16 45 c.883G>A c.(883-885)GTT>ATT p.V295I

Pat_76 Post-Resistance PCDH15 65217 37 10 55626547 55626547 Missense_Mutation SNP C T 5 23 c.3572G>A c.(3571-3573)GGA>GAA p.G1191E

Pat_76 Post-Resistance ANK3 288 37 10 61941095 61941095 Missense_Mutation SNP G T 19 39 c.2176C>A c.(2176-2178)CAG>AAG p.Q726K

Pat_76 Post-Resistance ARID5B 84159 37 10 63851357 63851357 Missense_Mutation SNP C T 18 40 c.2135C>T c.(2134-2136)TCC>TTC p.S712F

Pat_76 Post-Resistance LRRTM3 347731 37 10 68687186 68687186 Missense_Mutation SNP C T 12 33 c.512C>T c.(511-513)ACC>ATC p.T171I

Pat_76 Post-Resistance CTNNA3 29119 37 10 68940116 68940116 Missense_Mutation SNP G A 13 15 c.1006C>T c.(1006-1008)CGC>TGC p.R336C

Pat_76 Post-Resistance UNC5B 219699 37 10 73051446 73051446 Missense_Mutation SNP G C 12 51 c.1552G>C c.(1552-1554)GAC>CAC p.D518H

Pat_76 Post-Resistance CCDC109A 90550 37 10 74644024 74644024 Missense_Mutation SNP G A 4 12 c.862G>A c.(862-864)GAA>AAA p.E288K

Pat_76 Post-Resistance USP54 159195 37 10 75276315 75276315 Missense_Mutation SNP G A 18 42 c.3869C>T c.(3868-3870)TCC>TTC p.S1290F

Pat_76 Post-Resistance DLG5 9231 37 10 79589166 79589166 Missense_Mutation SNP G A 52 100 c.2132C>T c.(2131-2133)TCC>TTC p.S711F

Pat_76 Post-Resistance SFTPD 6441 37 10 81697757 81697757 Missense_Mutation SNP G A 50 107 c.979C>T c.(979-981)CCC>TCC p.P327S

Pat_76 Post-Resistance MAT1A 4143 37 10 82039945 82039945 Missense_Mutation SNP G A 16 25 c.533C>T c.(532-534)CCT>CTT p.P178L

Pat_76 Post-Resistance C10orf58 84293 37 10 82182205 82182205 Missense_Mutation SNP G A 3 32 c.211G>A c.(211-213)GAA>AAA p.E71K

Pat_76 Post-Resistance MMRN2 79812 37 10 88703241 88703241 Missense_Mutation SNP C T 17 40 c.1300G>A c.(1300-1302)GAG>AAG p.E434K

Pat_76 Post-Resistance BTAF1 9044 37 10 93711222 93711222 Missense_Mutation SNP C T 3 14 c.463C>T c.(463-465)CTT>TTT p.L155F

Pat_76 Post-Resistance MYOF 26509 37 10 95119690 95119690 Missense_Mutation SNP G A 17 52 c.3020C>T c.(3019-3021)TCC>TTC p.S1007F

Pat_76 Post-Resistance CEP55 55165 37 10 95276697 95276697 Missense_Mutation SNP C T 10 14 c.685C>T c.(685-687)CTT>TTT p.L229F

Pat_76 Post-Resistance LGI1 9211 37 10 95557173 95557173 Missense_Mutation SNP G A 27 51 c.1287G>A c.(1285-1287)ATG>ATA p.M429I

Pat_76 Post-Resistance PIPSL 266971 37 10 95720163 95720164 Missense_Mutation DNP CC TT 15 21 c.990_991GG>AA(988-993)ATGGGT>ATAAG.330_331MG>I

Pat_76 Post-Resistance TCTN3 26123 37 10 97442505 97442505 Missense_Mutation SNP C T 45 101 c.1355G>A c.(1354-1356)GGA>GAA p.G452E

Pat_76 Post-Resistance TLL2 7093 37 10 98145849 98145849 Missense_Mutation SNP G A 10 22 c.1976C>T c.(1975-1977)TCC>TTC p.S659F



Pat_76 Post-Resistance TLL2 7093 37 10 98145910 98145910 Missense_Mutation SNP C T 19 51 c.1915G>A c.(1915-1917)GAG>AAG p.E639K

Pat_76 Post-Resistance C10orf2 56652 37 10 102750284 102750284 Nonsense_Mutation SNP C T 36 128 c.1576C>T c.(1576-1578)CAG>TAG p.Q526*

Pat_76 Post-Resistance TRIM8 81603 37 10 104416885 104416885 Missense_Mutation SNP C T 26 34 c.1430C>T c.(1429-1431)TCC>TTC p.S477F

Pat_76 Post-Resistance HABP2 3026 37 10 115342983 115342983 Missense_Mutation SNP C T 11 18 c.1103C>T c.(1102-1104)ACC>ATC p.T368I

Pat_76 Post-Resistance ATRNL1 26033 37 10 116889240 116889240 Missense_Mutation SNP C T 18 29 c.772C>T c.(772-774)CAC>TAC p.H258Y

Pat_76 Post-Resistance ATRNL1 26033 37 10 117154237 117154238 Missense_Mutation DNP GG AA 6 16 .3244_3245GG>AAc.(3244-3246)GGA>AAA p.G1082K

Pat_76 Post-Resistance PNLIPRP3 119548 37 10 118236307 118236307 Missense_Mutation SNP A T 11 19 c.1316A>T c.(1315-1317)AAT>ATT p.N439I

Pat_76 Post-Resistance TACC2 10579 37 10 123847218 123847218 Missense_Mutation SNP G A 9 8 c.5203G>A c.(5203-5205)GTT>ATT p.V1735I

Pat_76 Post-Resistance DMBT1 1755 37 10 124399555 124399555 Splice_Site SNP G A 12 18 c.6556_splice c.e52-1 p.A2186_splice

Pat_76 Post-Resistance CUZD1 50624 37 10 124593415 124593415 Missense_Mutation SNP C T 10 21 c.1424G>A c.(1423-1425)GGA>GAA p.G475E

Pat_76 Post-Resistance CHST15 51363 37 10 125798085 125798085 Missense_Mutation SNP T A 21 36 c.1136A>T c.(1135-1137)CAC>CTC p.H379L

Pat_76 Post-Resistance CHST15 51363 37 10 125805533 125805533 Missense_Mutation SNP C T 12 20 c.196G>A c.(196-198)GAA>AAA p.E66K

Pat_76 Post-Resistance ZNF511 118472 37 10 135123381 135123381 Missense_Mutation SNP C T 14 31 c.329C>T c.(328-330)TCC>TTC p.S110F

Pat_76 Post-Resistance TNNT3 7140 37 11 1959716 1959716 Nonsense_Mutation SNP G A 8 11 c.771G>A c.(769-771)TGG>TGA p.W257*

Pat_76 Post-Resistance TRPM5 29850 37 11 2428471 2428471 Missense_Mutation SNP T C 8 20 c.2996A>G c.(2995-2997)AAC>AGC p.N999S

Pat_76 Post-Resistance ZNF195 7748 37 11 3380508 3380508 Missense_Mutation SNP G A 11 31 c.1730C>T c.(1729-1731)CCC>CTC p.P577L

Pat_76 Post-Resistance TRIM21 6737 37 11 4407081 4407081 Missense_Mutation SNP G A 5 17 c.862C>T c.(862-864)CAC>TAC p.H288Y

Pat_76 Post-Resistance OR52K2 119774 37 11 4471488 4471489 Missense_Mutation DNP GG AA 13 18 c.919_920GG>AA c.(919-921)GGA>AAA p.G307K

Pat_76 Post-Resistance OR51E1 143503 37 11 4674277 4674277 Missense_Mutation SNP C T 43 105 c.521C>T c.(520-522)TCC>TTC p.S174F

Pat_76 Post-Resistance OR51E1 143503 37 11 4674409 4674409 Missense_Mutation SNP C T 6 18 c.653C>T c.(652-654)TCC>TTC p.S218F

Pat_76 Post-Resistance OR51E2 81285 37 11 4703277 4703277 Missense_Mutation SNP C T 7 20 c.665G>A c.(664-666)CGA>CAA p.R222Q

Pat_76 Post-Resistance OR51E2 81285 37 11 4703632 4703632 Missense_Mutation SNP G A 10 16 c.310C>T c.(310-312)CAT>TAT p.H104Y

Pat_76 Post-Resistance OR52R1 119695 37 11 4824685 4824685 Missense_Mutation SNP C T 15 26 c.1163G>A c.(1162-1164)GGA>GAA p.G388E

Pat_76 Post-Resistance OR51F2 119694 37 11 4843021 4843021 Missense_Mutation SNP C T 20 52 c.406C>T c.(406-408)CGT>TGT p.R136C

Pat_76 Post-Resistance OR52J3 119679 37 11 5068233 5068233 Missense_Mutation SNP C T 7 16 c.478C>T c.(478-480)CCC>TCC p.P160S

Pat_76 Post-Resistance HBG2 3048 37 11 5275625 5275625 Missense_Mutation SNP G A 15 96 c.212C>T c.(211-213)TCC>TTC p.S71F

Pat_76 Post-Resistance OR51B5 282763 37 11 5363977 5363977 Missense_Mutation SNP G A 6 22 c.778C>T c.(778-780)CAT>TAT p.H260Y

Pat_76 Post-Resistance OR52N1 79473 37 11 5809289 5809289 Missense_Mutation SNP G A 15 49 c.758C>T c.(757-759)ACC>ATC p.T253I

Pat_76 Post-Resistance OR52B2 255725 37 11 6190872 6190872 Missense_Mutation SNP G A 9 23 c.685C>T c.(685-687)CGT>TGT p.R229C

Pat_76 Post-Resistance OR2AG2 338755 37 11 6790164 6790164 Missense_Mutation SNP C T 9 8 c.25G>A c.(25-27)GGA>AGA p.G9R

Pat_76 Post-Resistance NLRP14 338323 37 11 7079624 7079624 Missense_Mutation SNP G A 28 60 c.2576G>A c.(2575-2577)GGA>GAA p.G859E

Pat_76 Post-Resistance NLRP14 338323 37 11 7081264 7081264 Missense_Mutation SNP C T 33 56 c.2773C>T c.(2773-2775)CGG>TGG p.R925W

Pat_76 Post-Resistance EIF4G2 1982 37 11 10821847 10821847 Missense_Mutation SNP G A 5 39 c.1909C>T c.(1909-1911)CCT>TCT p.P637S

Pat_76 Post-Resistance PLEKHA7 144100 37 11 16872806 16872806 Missense_Mutation SNP G A 8 32 c.628C>T c.(628-630)CCC>TCC p.P210S

Pat_76 Post-Resistance ABCC8 6833 37 11 17483319 17483319 Missense_Mutation SNP T G 16 26 c.633A>C c.(631-633)CAA>CAC p.Q211H

Pat_76 Post-Resistance MRGPRX2 117194 37 11 19077339 19077339 Missense_Mutation SNP G A 12 10 c.611C>T c.(610-612)GCC>GTC p.A204V

Pat_76 Post-Resistance NAV2 89797 37 11 20070338 20070338 Missense_Mutation SNP G A 23 39 c.4036G>A c.(4036-4038)GTG>ATG p.V1346M

Pat_76 Post-Resistance ANO3 63982 37 11 26620469 26620469 Missense_Mutation SNP G A 6 14 c.1595G>A c.(1594-1596)GGA>GAA p.G532E

Pat_76 Post-Resistance ELF5 2001 37 11 34502425 34502425 Missense_Mutation SNP C T 13 27 c.595G>A c.(595-597)GAA>AAA p.E199K

Pat_76 Post-Resistance PRR5L 79899 37 11 36484009 36484010 Missense_Mutation DNP GG AA 18 34 c.830_831GG>AA c.(829-831)GGG>GAA p.G277E

Pat_76 Post-Resistance PRR5L 79899 37 11 36484116 36484116 Missense_Mutation SNP G A 15 18 c.937G>A c.(937-939)GGG>AGG p.G313R

Pat_76 Post-Resistance RAG1 5896 37 11 36595839 36595839 Missense_Mutation SNP C T 13 32 c.985C>T c.(985-987)CCC>TCC p.P329S

Pat_76 Post-Resistance TSPAN18 90139 37 11 44950719 44950719 Missense_Mutation SNP G A 12 37 c.737G>A c.(736-738)GGC>GAC p.G246D

Pat_76 Post-Resistance PRDM11 56981 37 11 45246341 45246341 Missense_Mutation SNP C T 26 48 c.1418C>T c.(1417-1419)CCC>CTC p.P473L

Pat_76 Post-Resistance SYT13 57586 37 11 45277376 45277376 Missense_Mutation SNP C T 18 28 c.250G>A c.(250-252)GGA>AGA p.G84R

Pat_76 Post-Resistance GYLTL1B 120071 37 11 45948403 45948403 Missense_Mutation SNP G A 15 35 c.1306G>A c.(1306-1308)GCC>ACC p.A436T

Pat_76 Post-Resistance MADD 8567 37 11 47304035 47304035 Missense_Mutation SNP G A 11 22 c.1573G>A c.(1573-1575)GCT>ACT p.A525T



Pat_76 Post-Resistance AGBL2 79841 37 11 47681829 47681829 Missense_Mutation SNP G C 5 29 c.2605C>G c.(2605-2607)CCA>GCA p.P869A

Pat_76 Post-Resistance AGBL2 79841 37 11 47707594 47707594 Missense_Mutation SNP C T 10 12 c.1639G>A c.(1639-1641)GAA>AAA p.E547K

Pat_76 Post-Resistance PTPRJ 5795 37 11 48134319 48134319 Missense_Mutation SNP C T 14 48 c.136C>T c.(136-138)CCT>TCT p.P46S

Pat_76 Post-Resistance OR4X1 390113 37 11 48285932 48285932 Missense_Mutation SNP C T 7 25 c.520C>T c.(520-522)CAC>TAC p.H174Y

Pat_76 Post-Resistance OR4A5 81318 37 11 51412038 51412038 Missense_Mutation SNP G A 13 31 c.358C>T c.(358-360)CGC>TGC p.R120C

Pat_76 Post-Resistance OR4C11 219429 37 11 55371006 55371006 Missense_Mutation SNP G A 10 6 c.844C>T c.(844-846)CCA>TCA p.P282S

Pat_76 Post-Resistance OR5D14 219436 37 11 55563687 55563687 Missense_Mutation SNP C T 27 57 c.656C>T c.(655-657)TCC>TTC p.S219F

Pat_76 Post-Resistance OR5AS1 219447 37 11 55798717 55798717 Missense_Mutation SNP G A 3 11 c.823G>A c.(823-825)GCA>ACA p.A275T

Pat_76 Post-Resistance OR8H2 390151 37 11 55873063 55873063 Missense_Mutation SNP C T 41 147 c.545C>T c.(544-546)TCC>TTC p.S182F

Pat_76 Post-Resistance OR8H2 390151 37 11 55873104 55873104 Missense_Mutation SNP G A 31 97 c.586G>A c.(586-588)GAA>AAA p.E196K

Pat_76 Post-Resistance OR8H1 219469 37 11 56057772 56057772 Missense_Mutation SNP A T 6 8 c.767T>A c.(766-768)TTT>TAT p.F256Y

Pat_76 Post-Resistance OR8K3 219473 37 11 56086579 56086579 Missense_Mutation SNP C T 4 18 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Post-Resistance OR5AR1 219493 37 11 56431525 56431525 Missense_Mutation SNP C T 21 43 c.364C>T c.(364-366)CGT>TGT p.R122C

Pat_76 Post-Resistance OR1S1 219959 37 11 57983114 57983114 Missense_Mutation SNP C T 5 28 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Post-Resistance GLYATL2 219970 37 11 58604580 58604580 Missense_Mutation SNP C T 5 33 c.384G>A c.(382-384)ATG>ATA p.M128I

Pat_76 Post-Resistance CHRM1 1128 37 11 62678196 62678196 Missense_Mutation SNP G A 12 34 c.377C>T c.(376-378)TCC>TTC p.S126F

Pat_76 Post-Resistance SLC22A9 114571 37 11 63176246 63176246 Nonsense_Mutation SNP G A 13 28 c.1496G>A c.(1495-1497)TGG>TAG p.W499*

Pat_76 Post-Resistance CDC42EP2 10435 37 11 65088994 65088994 Missense_Mutation SNP C T 14 50 c.625C>T c.(625-627)CCC>TCC p.P209S

Pat_76 Post-Resistance SF3B2 10992 37 11 65829443 65829443 Missense_Mutation SNP C T 10 24 c.1951C>T c.(1951-1953)CCT>TCT p.P651S

Pat_76 Post-Resistance SPTBN2 6712 37 11 66468435 66468436 Missense_Mutation DNP GG AA 19 17 c.3134_3135CC>TT c.(3133-3135)ACC>ATT p.T1045I

Pat_76 Post-Resistance TBX10 347853 37 11 67402517 67402517 Nonsense_Mutation SNP C T 14 38 c.225G>A c.(223-225)TGG>TGA p.W75*

Pat_76 Post-Resistance CPT1A 1374 37 11 68542821 68542822 Missense_Mutation DNP GG AA 34 134 c.1537_1538CC>TTc.(1537-1539)CCG>TTG p.P513L

Pat_76 Post-Resistance KRTAP5-9 3846 37 11 71259749 71259750 Missense_Mutation DNP GG AA 32 85 c.46_47GG>AA c.(46-48)GGC>AAC p.G16N

Pat_76 Post-Resistance UCP2 7351 37 11 73689327 73689327 Missense_Mutation SNP G A 14 27 c.97C>T c.(97-99)CCT>TCT p.P33S

Pat_76 Post-Resistance PGM2L1 283209 37 11 74054392 74054392 Missense_Mutation SNP G A 7 19 c.1288C>T c.(1288-1290)CTT>TTT p.L430F

Pat_76 Post-Resistance KLHL35 283212 37 11 75133763 75133763 Missense_Mutation SNP C T 24 68 c.953G>A c.(952-954)GGG>GAG p.G318E

Pat_76 Post-Resistance OMP 4975 37 11 76814355 76814356 Missense_Mutation DNP CC TT 19 46 c.470_471CC>TT c.(469-471)TCC>TTT p.S157F

Pat_76 Post-Resistance MYO7A 4647 37 11 76905531 76905531 Missense_Mutation SNP G A 5 9 c.4285G>A c.(4285-4287)GAG>AAG p.E1429K

Pat_76 Post-Resistance DLG2 1740 37 11 83344290 83344290 Missense_Mutation SNP G A 13 21 c.1589C>T c.(1588-1590)TCC>TTC p.S530F

Pat_76 Post-Resistance GRM5 2915 37 11 88386431 88386431 Missense_Mutation SNP C T 6 13 c.1052G>A c.(1051-1053)CGA>CAA p.R351Q

Pat_76 Post-Resistance FAT3 120114 37 11 92085960 92085960 Missense_Mutation SNP G A 14 30 c.682G>A c.(682-684)GAT>AAT p.D228N

Pat_76 Post-Resistance FAT3 120114 37 11 92086786 92086786 Missense_Mutation SNP A T 8 11 c.1508A>T c.(1507-1509)GAA>GTA p.E503V

Pat_76 Post-Resistance FAT3 120114 37 11 92569781 92569781 Missense_Mutation SNP C T 8 32 c.10136C>T c.(10135-10137)TCC>TTC p.S3379F

Pat_76 Post-Resistance CNTN5 53942 37 11 99690347 99690347 Missense_Mutation SNP C T 10 46 c.128C>T c.(127-129)TCA>TTA p.S43L

Pat_76 Post-Resistance KIAA1377 57562 37 11 101828898 101828898 Splice_Site SNP G A 53 132 c.507_splice c.e5-1 p.R169_splice

Pat_76 Post-Resistance KIAA1377 57562 37 11 101833571 101833571 Missense_Mutation SNP G A 8 10 c.1805G>A c.(1804-1806)GGA>GAA p.G602E

Pat_76 Post-Resistance MMP1 4312 37 11 102667484 102667484 Missense_Mutation SNP C T 9 16 c.536G>A c.(535-537)GGA>GAA p.G179E

Pat_76 Post-Resistance MMP13 4322 37 11 102826045 102826045 Missense_Mutation SNP C T 25 37 c.298G>A c.(298-300)GAT>AAT p.D100N

Pat_76 Post-Resistance DYNC2H1 79659 37 11 103027319 103027319 Missense_Mutation SNP C T 4 7 c.3947C>T c.(3946-3948)CCT>CTT p.P1316L

Pat_76 Post-Resistance PDGFD 80310 37 11 103780454 103780454 Missense_Mutation SNP C T 34 52 c.1081G>A c.(1081-1083)GAT>AAT p.D361N

Pat_76 Post-Resistance EXPH5 23086 37 11 108382062 108382062 Missense_Mutation SNP C T 8 14 c.4172G>A c.(4171-4173)AGT>AAT p.S1391N

Pat_76 Post-Resistance HSPB2 3316 37 11 111784324 111784324 Missense_Mutation SNP C T 11 60 c.254C>T c.(253-255)CCA>CTA p.P85L

Pat_76 Post-Resistance RNF214 257160 37 11 117109598 117109598 Missense_Mutation SNP C T 7 12 c.389C>T c.(388-390)CCA>CTA p.P130L

Pat_76 Post-Resistance DSCAML1 57453 37 11 117301743 117301743 Missense_Mutation SNP C T 22 49 c.5561G>A c.(5560-5562)GGA>GAA p.G1854E

Pat_76 Post-Resistance TMPRSS4 56649 37 11 117982593 117982593 Missense_Mutation SNP C T 35 51 c.721C>T c.(721-723)CTC>TTC p.L241F

Pat_76 Post-Resistance MLL 4297 37 11 118352637 118352637 Missense_Mutation SNP C T 19 38 c.3842C>T c.(3841-3843)CCT>CTT p.P1281L

Pat_76 Post-Resistance PHLDB1 23187 37 11 118498401 118498401 Missense_Mutation SNP C T 31 52 c.862C>T c.(862-864)CGT>TGT p.R288C



Pat_76 Post-Resistance PHLDB1 23187 37 11 118498923 118498923 Missense_Mutation SNP C T 30 74 c.1384C>T c.(1384-1386)CCA>TCA p.P462S

Pat_76 Post-Resistance TECTA 7007 37 11 120998886 120998886 Missense_Mutation SNP G A 21 43 c.2200G>A c.(2200-2202)GAG>AAG p.E734K

Pat_76 Post-Resistance TECTA 7007 37 11 121000408 121000408 Missense_Mutation SNP G A 21 45 c.2429G>A c.(2428-2430)CGA>CAA p.R810Q

Pat_76 Post-Resistance SORL1 6653 37 11 121492874 121492874 Missense_Mutation SNP C T 4 16 c.6068C>T c.(6067-6069)TCA>TTA p.S2023L

Pat_76 Post-Resistance HSPA8 3312 37 11 122928489 122928489 Missense_Mutation SNP G A 13 34 c.1894C>T c.(1894-1896)CCC>TCC p.P632S

Pat_76 Post-Resistance GRAMD1B 57476 37 11 123477467 123477467 Missense_Mutation SNP C T 7 22 c.1045C>T c.(1045-1047)CCC>TCC p.P349S

Pat_76 Post-Resistance OR6X1 390260 37 11 123624328 123624328 Missense_Mutation SNP C T 16 52 c.899G>A c.(898-900)AGA>AAA p.R300K

Pat_76 Post-Resistance OR4D5 219875 37 11 123810370 123810370 Missense_Mutation SNP G A 17 26 c.47G>A c.(46-48)GGG>GAG p.G16E

Pat_76 Post-Resistance OR4D5 219875 37 11 123810409 123810409 Missense_Mutation SNP C T 6 15 c.86C>T c.(85-87)ACT>ATT p.T29I

Pat_76 Post-Resistance VWA5A 4013 37 11 123988246 123988246 Missense_Mutation SNP C T 14 33 c.28C>T c.(28-30)CTC>TTC p.L10F

Pat_76 Post-Resistance VWA5A 4013 37 11 124016007 124016007 Missense_Mutation SNP G A 8 17 c.2218G>A c.(2218-2220)GAC>AAC p.D740N

Pat_76 Post-Resistance OR8D1 283159 37 11 124180653 124180653 Missense_Mutation SNP C T 15 22 c.10G>A c.(10-12)GAA>AAA p.E4K

Pat_76 Post-Resistance SPA17 53340 37 11 124564231 124564232 Missense_Mutation DNP GG AA 6 28 c.345_346GG>AA(343-348)GAGGTT>GAAAT p.V116I

Pat_76 Post-Resistance SLC37A2 219855 37 11 124954748 124954748 Missense_Mutation SNP G A 8 22 c.1153G>A c.(1153-1155)GAC>AAC p.D385N

Pat_76 Post-Resistance NTM 50863 37 11 132204942 132204942 Missense_Mutation SNP C T 21 53 c.937C>T c.(937-939)CCA>TCA p.P313S

Pat_76 Post-Resistance SPATA19 219938 37 11 133715271 133715271 Missense_Mutation SNP G A 26 25 c.71C>T c.(70-72)ACC>ATC p.T24I

Pat_76 Post-Resistance SLC6A12 6539 37 12 306618 306618 Missense_Mutation SNP C T 10 21 c.1000G>A c.(1000-1002)GGG>AGG p.G334R

Pat_76 Post-Resistance LRTM2 654429 37 12 1943433 1943434 Missense_Mutation DNP GG AA 4 17 c.659_660GG>AA c.(658-660)GGG>GAA p.G220E

Pat_76 Post-Resistance CACNA1C 775 37 12 2614028 2614028 Missense_Mutation SNP G C 4 10 c.1134G>C c.(1132-1134)AGG>AGC p.R378S

Pat_76 Post-Resistance C12orf32 83695 37 12 2994574 2994575 Missense_Mutation DNP CC TT 6 28 c.42_43CC>TT (40-45)GCCCCG>GCTTC p.P15S

Pat_76 Post-Resistance DYRK4 8798 37 12 4702179 4702179 Missense_Mutation SNP C T 7 27 c.130C>T c.(130-132)CTT>TTT p.L44F

Pat_76 Post-Resistance KCNA6 3742 37 12 4919724 4919724 Missense_Mutation SNP G A 3 18 c.517G>A c.(517-519)GCC>ACC p.A173T

Pat_76 Post-Resistance NTF3 4908 37 12 5603912 5603912 Missense_Mutation SNP G A 17 47 c.532G>A c.(532-534)GAG>AAG p.E178K

Pat_76 Post-Resistance ANO2 57101 37 12 5708727 5708727 Missense_Mutation SNP G A 22 38 c.2156C>T c.(2155-2157)TCG>TTG p.S719L

Pat_76 Post-Resistance GPR162 27239 37 12 6933764 6933764 Missense_Mutation SNP G A 7 32 c.700G>A c.(700-702)GGT>AGT p.G234S

Pat_76 Post-Resistance C1R 715 37 12 7188488 7188488 Missense_Mutation SNP C T 4 5 c.1466G>A c.(1465-1467)GGG>GAG p.G489E

Pat_76 Post-Resistance FAM90A1 55138 37 12 8376706 8376706 Missense_Mutation SNP C T 15 25 c.229G>A c.(229-231)GAA>AAA p.E77K

Pat_76 Post-Resistance PZP 5858 37 12 9311134 9311134 Missense_Mutation SNP C T 15 22 c.3176G>A c.(3175-3177)CGA>CAA p.R1059Q

Pat_76 Post-Resistance TAS2R7 50837 37 12 10954661 10954661 Nonsense_Mutation SNP C T 3 13 c.509G>A c.(508-510)TGG>TAG p.W170*

Pat_76 Post-Resistance PRB3 5544 37 12 11420151 11420151 Missense_Mutation SNP G A 17 49 c.905C>T c.(904-906)CCT>CTT p.P302L

Pat_76 Post-Resistance PRB1 5542 37 12 11506789 11506789 Missense_Mutation SNP T G 29 81 c.248A>C c.(247-249)CAA>CCA p.Q83P

Pat_76 Post-Resistance GPRC5A 9052 37 12 13061589 13061589 Missense_Mutation SNP G A 17 84 c.406G>A c.(406-408)GGT>AGT p.G136S

Pat_76 Post-Resistance GRIN2B 2904 37 12 13715992 13715992 Missense_Mutation SNP C T 9 18 c.4180G>A c.(4180-4182)GAC>AAC p.D1394N

Pat_76 Post-Resistance GRIN2B 2904 37 12 13764762 13764762 Nonsense_Mutation SNP C T 21 70 c.1677G>A c.(1675-1677)TGG>TGA p.W559*

Pat_76 Post-Resistance SLCO1A2 6579 37 12 21457408 21457408 Missense_Mutation SNP G A 8 15 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Post-Resistance CAPRIN2 65981 37 12 30877346 30877346 Missense_Mutation SNP G A 14 18 c.1945C>T c.(1945-1947)CCA>TCA p.P649S

Pat_76 Post-Resistance DBX2 440097 37 12 45410133 45410134 Missense_Mutation DNP CC TT 30 22 c.955_956GG>AA c.(955-957)GGT>AAT p.G319N

Pat_76 Post-Resistance SLC38A1 81539 37 12 46601362 46601362 Missense_Mutation SNP G A 33 13 c.431C>T c.(430-432)ACC>ATC p.T144I

Pat_76 Post-Resistance FAM113B 91523 37 12 47628868 47628868 Missense_Mutation SNP G A 9 40 c.22G>A c.(22-24)GAA>AAA p.E8K

Pat_76 Post-Resistance FAM113B 91523 37 12 47629243 47629243 Missense_Mutation SNP C T 59 42 c.397C>T c.(397-399)CCG>TCG p.P133S

Pat_76 Post-Resistance RPAP3 79657 37 12 48062776 48062776 Missense_Mutation SNP G C 25 80 c.1636C>G c.(1636-1638)CCT>GCT p.P546A

Pat_76 Post-Resistance RAPGEF3 10411 37 12 48132959 48132959 Missense_Mutation SNP G A 29 15 c.2302C>T c.(2302-2304)CCT>TCT p.P768S

Pat_76 Post-Resistance COL2A1 1280 37 12 48367222 48367222 Missense_Mutation SNP C T 66 68 c.4432G>A c.(4432-4434)GGT>AGT p.G1478S

Pat_76 Post-Resistance ZNF641 121274 37 12 48736968 48736968 Missense_Mutation SNP G A 15 62 c.1105C>T c.(1105-1107)CCA>TCA p.P369S

Pat_76 Post-Resistance ADCY6 112 37 12 49170953 49170953 Missense_Mutation SNP G A 131 91 c.1310C>T c.(1309-1311)CCG>CTG p.P437L

Pat_76 Post-Resistance MLL2 8085 37 12 49420129 49420129 Missense_Mutation SNP G A 25 14 c.15620C>T c.(15619-15621)CCC>CTC p.P5207L

Pat_76 Post-Resistance MLL2 8085 37 12 49438054 49438054 Missense_Mutation SNP G A 8 24 c.5117C>T c.(5116-5118)TCC>TTC p.S1706F



Pat_76 Post-Resistance SPATS2 65244 37 12 49890769 49890769 Missense_Mutation SNP C T 30 27 c.680C>T c.(679-681)CCC>CTC p.P227L

Pat_76 Post-Resistance NCKAP5L 57701 37 12 50190132 50190132 Missense_Mutation SNP C T 6 7 c.1511G>A c.(1510-1512)AGG>AAG p.R504K

Pat_76 Post-Resistance CSRNP2 81566 37 12 51467709 51467709 Missense_Mutation SNP C G 46 38 c.308G>C c.(307-309)CGG>CCG p.R103P

Pat_76 Post-Resistance SLC4A8 9498 37 12 51856194 51856194 Nonsense_Mutation SNP G A 39 40 c.1202G>A c.(1201-1203)TGG>TAG p.W401*

Pat_76 Post-Resistance SLC4A8 9498 37 12 51882536 51882536 Nonsense_Mutation SNP G A 14 106 c.2340G>A c.(2338-2340)TGG>TGA p.W780*

Pat_76 Post-Resistance KRT6B 3854 37 12 52844360 52844360 Nonsense_Mutation SNP C T 48 41 c.585G>A c.(583-585)TGG>TGA p.W195*

Pat_76 Post-Resistance KRT6B 3854 37 12 52845837 52845837 Missense_Mutation SNP C G 12 12 c.26G>C c.(25-27)AGG>ACG p.R9T

Pat_76 Post-Resistance KRT76 51350 37 12 53170654 53170654 Missense_Mutation SNP C T 6 3 c.422G>A c.(421-423)GGT>GAT p.G141D

Pat_76 Post-Resistance KRT78 196374 37 12 53239983 53239983 Missense_Mutation SNP C T 15 15 c.754G>A c.(754-756)GAA>AAA p.E252K

Pat_76 Post-Resistance SOAT2 8435 37 12 53512193 53512193 Missense_Mutation SNP C T 36 43 c.838C>T c.(838-840)CTC>TTC p.L280F

Pat_76 Post-Resistance NCKAP1L 3071 37 12 54930826 54930826 Missense_Mutation SNP G A 11 55 c.3172G>A c.(3172-3174)GAA>AAA p.E1058K

Pat_76 Post-Resistance OR6C70 390327 37 12 55863739 55863739 Missense_Mutation SNP G A 27 16 c.184C>T c.(184-186)CGT>TGT p.R62C

Pat_76 Post-Resistance ARHGAP9 64333 37 12 57871402 57871402 Missense_Mutation SNP C T 28 19 c.809G>A c.(808-810)CGC>CAC p.R270H

Pat_76 Post-Resistance IRAK3 11213 37 12 66620573 66620573 Missense_Mutation SNP C T 37 22 c.724C>T c.(724-726)CCA>TCA p.P242S

Pat_76 Post-Resistance DYRK2 8445 37 12 68050955 68050955 Missense_Mutation SNP G C 70 51 c.268G>C c.(268-270)GTT>CTT p.V90L

Pat_76 Post-Resistance LYZ 4069 37 12 69742273 69742273 Missense_Mutation SNP A G 3 52 c.85A>G c.(85-87)ACT>GCT p.T29A

Pat_76 Post-Resistance KCNMB4 27345 37 12 70794016 70794016 Missense_Mutation SNP G A 16 73 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Post-Resistance CAPS2 84698 37 12 75685579 75685579 Missense_Mutation SNP C A 16 23 c.1242G>T c.(1240-1242)GAG>GAT p.E414D

Pat_76 Post-Resistance EPYC 1833 37 12 91358003 91358003 Missense_Mutation SNP G A 39 18 c.899C>T c.(898-900)CCT>CTT p.P300L

Pat_76 Post-Resistance CLLU1OS 574016 37 12 92814859 92814859 Missense_Mutation SNP T C 118 84 c.233A>G c.(232-234)AAT>AGT p.N78S

Pat_76 Post-Resistance UHRF1BP1L 23074 37 12 100444092 100444092 Missense_Mutation SNP G A 20 16 c.3572C>T c.(3571-3573)TCC>TTC p.S1191F

Pat_76 Post-Resistance KIAA1033 23325 37 12 105546125 105546125 Missense_Mutation SNP C T 4 12 c.2654C>T c.(2653-2655)CCT>CTT p.P885L

Pat_76 Post-Resistance PRDM4 11108 37 12 108134795 108134795 Missense_Mutation SNP G A 58 36 c.1852C>T c.(1852-1854)CAC>TAC p.H618Y

Pat_76 Post-Resistance WSCD2 9671 37 12 108604011 108604011 Missense_Mutation SNP G A 5 22 c.611G>A c.(610-612)GGC>GAC p.G204D

Pat_76 Post-Resistance TMEM119 338773 37 12 108985355 108985355 Missense_Mutation SNP G A 55 31 c.805C>T c.(805-807)CCC>TCC p.P269S

Pat_76 Post-Resistance MYO1H 283446 37 12 109865367 109865367 Missense_Mutation SNP G A 48 276 c.1877G>A c.(1876-1878)AGG>AAG p.R626K

Pat_76 Post-Resistance CCDC63 160762 37 12 111336846 111336846 Missense_Mutation SNP A G 11 38 c.1259A>G c.(1258-1260)AAG>AGG p.K420R

Pat_76 Post-Resistance CUX2 23316 37 12 111749945 111749945 Missense_Mutation SNP G A 30 14 c.1942G>A c.(1942-1944)GAC>AAC p.D648N

Pat_76 Post-Resistance C12orf51 283450 37 12 112690345 112690346 Missense_Mutation DNP GG AA 5 28 c.2168_2169CC>TT c.(2167-2169)TCC>TTT p.S723F

Pat_76 Post-Resistance TPCN1 53373 37 12 113664698 113664699 Missense_Mutation DNP CC TT 37 28 c.41_42CC>TT c.(40-42)ACC>ATT p.T14I

Pat_76 Post-Resistance NOS1 4842 37 12 117680432 117680432 Missense_Mutation SNP C T 17 23 c.3041G>A c.(3040-3042)AGT>AAT p.S1014N

Pat_76 Post-Resistance NOS1 4842 37 12 117768373 117768373 Missense_Mutation SNP C T 18 50 c.502G>A c.(502-504)GAG>AAG p.E168K

Pat_76 Post-Resistance CIT 11113 37 12 120156650 120156650 Missense_Mutation SNP C T 6 21 c.3731G>A c.(3730-3732)CGG>CAG p.R1244Q

Pat_76 Post-Resistance OGFOD2 79676 37 12 123463861 123463861 Missense_Mutation SNP C T 11 63 c.1021C>T c.(1021-1023)CCC>TCC p.P341S

Pat_76 Post-Resistance PITPNM2 57605 37 12 123498444 123498444 Missense_Mutation SNP G A 10 71 c.224C>T c.(223-225)TCC>TTC p.S75F

Pat_76 Post-Resistance TCTN2 79867 37 12 124172608 124172608 Nonsense_Mutation SNP C T 53 34 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Post-Resistance DNAH10 196385 37 12 124354974 124354974 Nonsense_Mutation SNP G A 24 23 c.7227G>A c.(7225-7227)TGG>TGA p.W2409*

Pat_76 Post-Resistance TMEM132D 121256 37 12 130015712 130015712 Missense_Mutation SNP C T 22 46 c.1007G>A c.(1006-1008)CGA>CAA p.R336Q

Pat_76 Post-Resistance GPR133 283383 37 12 131593273 131593273 Missense_Mutation SNP C T 53 348 c.1892C>T c.(1891-1893)CCC>CTC p.P631L

Pat_76 Post-Resistance ZNF268 10795 37 12 133768563 133768563 Missense_Mutation SNP C T 7 114 c.431C>T c.(430-432)GCC>GTC p.A144V

Pat_76 Post-Resistance PARP4 143 37 13 25066708 25066708 Missense_Mutation SNP G A 20 62 c.904C>T c.(904-906)CTT>TTT p.L302F

Pat_76 Post-Resistance FAM123A 219287 37 13 25744499 25744499 Missense_Mutation SNP C T 9 14 c.1259G>A c.(1258-1260)GGA>GAA p.G420E

Pat_76 Post-Resistance MTUS2 23281 37 13 29600115 29600115 Missense_Mutation SNP C T 4 17 c.1310C>T c.(1309-1311)TCC>TTC p.S437F

Pat_76 Post-Resistance RXFP2 122042 37 13 32371390 32371390 Missense_Mutation SNP C A 14 29 c.1839C>A c.(1837-1839)TTC>TTA p.F613L

Pat_76 Post-Resistance FRY 10129 37 13 32869444 32869444 Nonsense_Mutation SNP T A 15 35 c.8889T>A c.(8887-8889)TAT>TAA p.Y2963*

Pat_76 Post-Resistance FREM2 341640 37 13 39265494 39265494 Missense_Mutation SNP C T 9 16 c.4013C>T c.(4012-4014)TCT>TTT p.S1338F

Pat_76 Post-Resistance KIAA0564 23078 37 13 42442530 42442531 Missense_Mutation DNP GG CA 9 26 c.1163_1164CC>TG c.(1162-1164)TCC>TTG p.S388L



Pat_76 Post-Resistance CYSLTR2 57105 37 13 49281332 49281332 Missense_Mutation SNP T C 52 75 c.379T>C c.(379-381)TAT>CAT p.Y127H

Pat_76 Post-Resistance ATP7B 540 37 13 52524208 52524209 Missense_Mutation DNP GG AA 13 23 c.2664_2665CC>TT2662-2667)ACCCAC>ACTT p.H889Y

Pat_76 Post-Resistance OLFM4 10562 37 13 53624121 53624121 Missense_Mutation SNP G A 8 21 c.748G>A c.(748-750)GGT>AGT p.G250S

Pat_76 Post-Resistance DACH1 1602 37 13 72133952 72133952 Missense_Mutation SNP G A 9 17 c.1435C>T c.(1435-1437)CCG>TCG p.P479S

Pat_76 Post-Resistance DIS3 22894 37 13 73340162 73340162 Missense_Mutation SNP G A 9 3 c.1918C>T c.(1918-1920)CAC>TAC p.H640Y

Pat_76 Post-Resistance SLITRK1 114798 37 13 84454754 84454754 Missense_Mutation SNP C T 8 5 c.889G>A c.(889-891)GAT>AAT p.D297N

Pat_76 Post-Resistance SLITRK6 84189 37 13 86368213 86368213 Missense_Mutation SNP C T 5 23 c.2431G>A c.(2431-2433)GTA>ATA p.V811I

Pat_76 Post-Resistance SLITRK5 26050 37 13 88329952 88329952 Missense_Mutation SNP G A 34 76 c.2309G>A c.(2308-2310)GGC>GAC p.G770D

Pat_76 Post-Resistance GPC5 2262 37 13 92345753 92345753 Missense_Mutation SNP G A 9 19 c.638G>A c.(637-639)GGA>GAA p.G213E

Pat_76 Post-Resistance ABCC4 10257 37 13 95830266 95830266 Missense_Mutation SNP C T 29 71 c.1625G>A c.(1624-1626)CGG>CAG p.R542Q

Pat_76 Post-Resistance DZIP1 22873 37 13 96277078 96277078 Missense_Mutation SNP C T 3 7 c.916G>A c.(916-918)GAG>AAG p.E306K

Pat_76 Post-Resistance PCCA 5095 37 13 100953723 100953723 Missense_Mutation SNP C T 16 50 c.1075C>T c.(1075-1077)CCT>TCT p.P359S

Pat_76 Post-Resistance COL4A1 1282 37 13 110826832 110826832 Missense_Mutation SNP G A 6 14 c.3367C>T c.(3367-3369)CCA>TCA p.P1123S

Pat_76 Post-Resistance PROZ 8858 37 13 113825991 113825991 Missense_Mutation SNP G A 13 58 c.775G>A c.(775-777)GAG>AAG p.E259K

Pat_76 Post-Resistance TMCO3 55002 37 13 114203801 114203801 Missense_Mutation SNP G A 25 35 c.1982G>A c.(1981-1983)AGA>AAA p.R661K

Pat_76 Post-Resistance OR4K5 79317 37 14 20389108 20389108 Missense_Mutation SNP C G 15 80 c.343C>G c.(343-345)CTT>GTT p.L115V

Pat_76 Post-Resistance OR4K1 79544 37 14 20404475 20404475 Missense_Mutation SNP C T 6 11 c.650C>T c.(649-651)TCC>TTC p.S217F

Pat_76 Post-Resistance OR11H4 390442 37 14 20711345 20711345 Missense_Mutation SNP G A 9 25 c.395G>A c.(394-396)CGA>CAA p.R132Q

Pat_76 Post-Resistance HNRNPC 3183 37 14 21679680 21679680 Missense_Mutation SNP G A 10 16 c.722C>T c.(721-723)TCC>TTC p.S241F

Pat_76 Post-Resistance METTL3 56339 37 14 21972004 21972004 Missense_Mutation SNP C T 7 32 c.121G>A c.(121-123)GCA>ACA p.A41T

Pat_76 Post-Resistance OR10G3 26533 37 14 22038638 22038638 Missense_Mutation SNP G A 7 23 c.238C>T c.(238-240)CCT>TCT p.P80S

Pat_76 Post-Resistance MMP14 4323 37 14 23313059 23313059 Missense_Mutation SNP G A 19 43 c.991G>A c.(991-993)GGG>AGG p.G331R

Pat_76 Post-Resistance JPH4 84502 37 14 24040266 24040267 Missense_Mutation DNP GG AA 6 19 c.1673_1674CC>TTc.(1672-1674)GCC>GTT p.A558V

Pat_76 Post-Resistance FITM1 161247 37 14 24601613 24601613 Missense_Mutation SNP G A 12 28 c.460G>A c.(460-462)GAG>AAG p.E154K

Pat_76 Post-Resistance GMPR2 51292 37 14 24707971 24707971 Missense_Mutation SNP G A 7 40 c.1034G>A c.(1033-1035)AGT>AAT p.S345N

Pat_76 Post-Resistance C14orf21 161424 37 14 24769776 24769776 Missense_Mutation SNP C T 26 185 c.410C>T c.(409-411)GCC>GTC p.A137V

Pat_76 Post-Resistance GZMB 3002 37 14 25100338 25100338 Missense_Mutation SNP C T 10 37 c.683G>A c.(682-684)CGA>CAA p.R228Q

Pat_76 Post-Resistance ARHGAP5 394 37 14 32586491 32586491 Missense_Mutation SNP C T 5 19 c.3863C>T c.(3862-3864)ACA>ATA p.T1288I

Pat_76 Post-Resistance AKAP6 9472 37 14 33291332 33291332 Missense_Mutation SNP G A 4 14 c.4313G>A c.(4312-4314)GGA>GAA p.G1438E

Pat_76 Post-Resistance RALGAPA1 253959 37 14 36041828 36041828 Missense_Mutation SNP G A 5 17 c.5788C>T c.(5788-5790)CTT>TTT p.L1930F

Pat_76 Post-Resistance LRFN5 145581 37 14 42368131 42368131 Missense_Mutation SNP A C 17 38 c.2110A>C c.(2110-2112)ACT>CCT p.T704P

Pat_76 Post-Resistance FAM179B 23116 37 14 45481251 45481251 Missense_Mutation SNP C T 4 8 c.3211C>T c.(3211-3213)CAT>TAT p.H1071Y

Pat_76 Post-Resistance RPL10L 140801 37 14 47120861 47120861 Missense_Mutation SNP G A 16 55 c.79C>T c.(79-81)CCT>TCT p.P27S

Pat_76 Post-Resistance RTN1 6252 37 14 60212705 60212705 Missense_Mutation SNP C T 11 46 c.736G>A c.(736-738)GAG>AAG p.E246K

Pat_76 Post-Resistance KCNH5 27133 37 14 63175092 63175092 Missense_Mutation SNP G A 20 40 c.2101C>T c.(2101-2103)CCC>TCC p.P701S

Pat_76 Post-Resistance KCNH5 27133 37 14 63468171 63468171 Missense_Mutation SNP G A 5 14 c.311C>T c.(310-312)CCT>CTT p.P104L

Pat_76 Post-Resistance SYNE2 23224 37 14 64469684 64469684 Missense_Mutation SNP C T 8 22 c.4033C>T c.(4033-4035)CTT>TTT p.L1345F

Pat_76 Post-Resistance ZBTB25 7597 37 14 64954009 64954009 Missense_Mutation SNP G A 17 29 c.940C>T c.(940-942)CGG>TGG p.R314W

Pat_76 Post-Resistance SPTB 6710 37 14 65253757 65253757 Missense_Mutation SNP C T 5 20 c.2926G>A c.(2926-2928)GTA>ATA p.V976I

Pat_76 Post-Resistance SLC8A3 6547 37 14 70633384 70633384 Missense_Mutation SNP C T 12 27 c.1756G>A c.(1756-1758)GAG>AAG p.E586K

Pat_76 Post-Resistance SYNJ2BP 55333 37 14 70855188 70855188 Missense_Mutation SNP G A 8 13 c.200C>T c.(199-201)TCG>TTG p.S67L

Pat_76 Post-Resistance PSEN1 5663 37 14 73685912 73685912 Missense_Mutation SNP C T 24 57 c.1319C>T c.(1318-1320)ACC>ATC p.T440I

Pat_76 Post-Resistance LTBP2 4053 37 14 74970727 74970727 Missense_Mutation SNP C T 14 21 c.4484G>A c.(4483-4485)GGT>GAT p.G1495D

Pat_76 Post-Resistance YLPM1 56252 37 14 75264383 75264383 Missense_Mutation SNP C T 7 6 c.2383C>T c.(2383-2385)CCC>TCC p.P795S

Pat_76 Post-Resistance ISM2 145501 37 14 77948827 77948827 Missense_Mutation SNP C T 5 9 c.811G>A c.(811-813)GAA>AAA p.E271K

Pat_76 Post-Resistance FLRT2 23768 37 14 86089260 86089260 Missense_Mutation SNP G A 21 43 c.1402G>A c.(1402-1404)GAG>AAG p.E468K

Pat_76 Post-Resistance CCDC88C 440193 37 14 91773417 91773417 Nonsense_Mutation SNP G A 6 6 c.3160C>T c.(3160-3162)CGA>TGA p.R1054*



Pat_76 Post-Resistance FBLN5 10516 37 14 92343937 92343937 Missense_Mutation SNP G A 24 68 c.1079C>T c.(1078-1080)TCC>TTC p.S360F

Pat_76 Post-Resistance UBR7 55148 37 14 93684899 93684899 Missense_Mutation SNP G A 5 36 c.628G>A c.(628-630)GGA>AGA p.G210R

Pat_76 Post-Resistance BTBD7 55727 37 14 93709119 93709119 Missense_Mutation SNP G A 12 28 c.2899C>T c.(2899-2901)CCT>TCT p.P967S

Pat_76 Post-Resistance KIAA1409 57578 37 14 94158197 94158197 Nonsense_Mutation SNP C T 19 46 c.7027C>T c.(7027-7029)CAG>TAG p.Q2343*

Pat_76 Post-Resistance SERPINA1 5265 37 14 94844814 94844814 Missense_Mutation SNP C T 7 21 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Post-Resistance SERPINA9 327657 37 14 94933701 94933701 Missense_Mutation SNP A C 8 16 c.701T>G c.(700-702)TTT>TGT p.F234C

Pat_76 Post-Resistance SERPINA3 12 37 14 95088794 95088794 Missense_Mutation SNP G A 6 12 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Post-Resistance SERPINA13 388007 37 14 95108179 95108179 Nonsense_Mutation SNP G A 28 48 c.696G>A c.(694-696)TGG>TGA p.W232*

Pat_76 Post-Resistance DICER1 23405 37 14 95562323 95562323 Missense_Mutation SNP G A 30 57 c.4934C>T c.(4933-4935)CCA>CTA p.P1645L

Pat_76 Post-Resistance BDKRB2 624 37 14 96707210 96707210 Nonsense_Mutation SNP G A 14 41 c.545G>A c.(544-546)TGG>TAG p.W182*

Pat_76 Post-Resistance PAPOLA 10914 37 14 97002295 97002295 Missense_Mutation SNP C T 25 41 c.989C>T c.(988-990)TCC>TTC p.S330F

Pat_76 Post-Resistance CDC42BPB 9578 37 14 103440469 103440469 Nonsense_Mutation SNP G A 7 12 c.1525C>T c.(1525-1527)CGA>TGA p.R509*

Pat_76 Post-Resistance ADAM6 8755 37 14 106350754 106350754 Splice_Site SNP G A 14 33 c.49979_splice c.e3164-1

Pat_76 Post-Resistance NIPA1 123606 37 15 23052675 23052675 Missense_Mutation SNP G A 15 91 c.398C>T c.(397-399)TCC>TTC p.S133F

Pat_76 Post-Resistance C15orf2 23742 37 15 24922816 24922816 Missense_Mutation SNP C A 8 35 c.1802C>A c.(1801-1803)CCA>CAA p.P601Q

Pat_76 Post-Resistance NDNL2 56160 37 15 29561539 29561539 Missense_Mutation SNP G A 22 64 c.371C>T c.(370-372)CCC>CTC p.P124L

Pat_76 Post-Resistance TJP1 7082 37 15 30011099 30011099 Missense_Mutation SNP G A 44 40 c.3247C>T c.(3247-3249)CGC>TGC p.R1083C

Pat_76 Post-Resistance CHRFAM7A 89832 37 15 30659708 30659708 Missense_Mutation SNP C T 34 136 c.633G>A c.(631-633)ATG>ATA p.M211I

Pat_76 Post-Resistance AQR 9716 37 15 35166887 35166887 Missense_Mutation SNP G C 13 34 c.3416C>G c.(3415-3417)GCC>GGC p.A1139G

Pat_76 Post-Resistance THBS1 7057 37 15 39886338 39886338 Nonsense_Mutation SNP G A 8 11 c.3306G>A c.(3304-3306)TGG>TGA p.W1102*

Pat_76 Post-Resistance BAHD1 22893 37 15 40754233 40754233 Missense_Mutation SNP C T 19 44 c.1555C>T c.(1555-1557)CCC>TCC p.P519S

Pat_76 Post-Resistance RPUSD2 27079 37 15 40866242 40866242 Missense_Mutation SNP G A 25 32 c.1420G>A c.(1420-1422)GAG>AAG p.E474K

Pat_76 Post-Resistance MAPKBP1 23005 37 15 42105883 42105883 Missense_Mutation SNP C T 63 210 c.902C>T c.(901-903)ACC>ATC p.T301I

Pat_76 Post-Resistance SPTBN5 51332 37 15 42185575 42185575 Missense_Mutation SNP C T 22 32 c.16G>A c.(16-18)GAG>AAG p.E6K

Pat_76 Post-Resistance PLA2G4D 283748 37 15 42363971 42363971 Splice_Site SNP C T 25 39 c.1573_splice c.e15+1 p.A525_splice

Pat_76 Post-Resistance ZFP106 64397 37 15 42743482 42743482 Missense_Mutation SNP G A 6 20 c.919C>T c.(919-921)CCT>TCT p.P307S

Pat_76 Post-Resistance ZFP106 64397 37 15 42743832 42743832 Missense_Mutation SNP C T 40 38 c.569G>A c.(568-570)GGA>GAA p.G190E

Pat_76 Post-Resistance TTBK2 146057 37 15 43086989 43086989 Missense_Mutation SNP G A 10 10 c.833C>T c.(832-834)TCC>TTC p.S278F

Pat_76 Post-Resistance TP53BP1 7158 37 15 43748861 43748861 Nonsense_Mutation SNP G A 19 55 c.1930C>T c.(1930-1932)CAG>TAG p.Q644*

Pat_76 Post-Resistance C15orf43 145645 37 15 45250689 45250689 Missense_Mutation SNP C T 6 3 c.265C>T c.(265-267)CCT>TCT p.P89S

Pat_76 Post-Resistance DUOX1 53905 37 15 45433506 45433506 Missense_Mutation SNP G A 32 49 c.1582G>A c.(1582-1584)GAG>AAG p.E528K

Pat_76 Post-Resistance SLC28A2 9153 37 15 45545694 45545694 Missense_Mutation SNP G A 6 22 c.146G>A c.(145-147)GGA>GAA p.G49E

Pat_76 Post-Resistance HDC 3067 37 15 50535413 50535413 Missense_Mutation SNP G A 3 26 c.1169C>T c.(1168-1170)TCT>TTT p.S390F

Pat_76 Post-Resistance WDR72 256764 37 15 53908113 53908113 Missense_Mutation SNP C T 5 12 c.2290G>A c.(2290-2292)GAT>AAT p.D764N

Pat_76 Post-Resistance UNC13C 440279 37 15 54919174 54919174 Missense_Mutation SNP C T 6 25 c.6508C>T c.(6508-6510)CCT>TCT p.P2170S

Pat_76 Post-Resistance MYO1E 4643 37 15 59519723 59519724 Missense_Mutation DNP GG AA 12 21 c.576_577CC>TT (574-579)TTCCTT>TTTTT p.L193F

Pat_76 Post-Resistance HERC1 8925 37 15 63984706 63984706 Missense_Mutation SNP G A 3 11 c.5734C>T c.(5734-5736)CGC>TGC p.R1912C

Pat_76 Post-Resistance CLPX 10845 37 15 65448131 65448132 Missense_Mutation DNP GG AA 13 50 c.1209_1210CC>TT207-1212)CTCCGT>CTTT p.R404C

Pat_76 Post-Resistance CILP 8483 37 15 65490642 65490642 Missense_Mutation SNP G A 12 41 c.1982C>T c.(1981-1983)TCT>TTT p.S661F

Pat_76 Post-Resistance DENND4A 10260 37 15 65983030 65983030 Missense_Mutation SNP G A 7 31 c.3770C>T c.(3769-3771)CCT>CTT p.P1257L

Pat_76 Post-Resistance MEGF11 84465 37 15 66250017 66250018 Nonsense_Mutation DNP CC TT 22 29 c.1154_1155GG>AAc.(1153-1155)TGG>TAA p.W385*

Pat_76 Post-Resistance MAP2K5 5607 37 15 67995693 67995693 Missense_Mutation SNP G A 5 29 c.991G>A c.(991-993)GAG>AAG p.E331K

Pat_76 Post-Resistance LRRC49 54839 37 15 71197052 71197052 Missense_Mutation SNP C T 18 71 c.458C>T c.(457-459)TCG>TTG p.S153L

Pat_76 Post-Resistance CIB2 10518 37 15 78401697 78401697 Missense_Mutation SNP C T 7 37 c.226G>A c.(226-228)GCG>ACG p.A76T

Pat_76 Post-Resistance ACSBG1 23205 37 15 78474348 78474348 Missense_Mutation SNP C T 45 30 c.1034G>A c.(1033-1035)GGG>GAG p.G345E

Pat_76 Post-Resistance KIAA1199 57214 37 15 81199043 81199043 Missense_Mutation SNP G A 42 50 c.1451G>A c.(1450-1452)GGC>GAC p.G484D

Pat_76 Post-Resistance C15orf40 123207 37 15 83677352 83677352 Missense_Mutation SNP C T 22 31 c.314G>A c.(313-315)CGG>CAG p.R105Q



Pat_76 Post-Resistance SLC28A1 9154 37 15 85447408 85447408 Missense_Mutation SNP C T 48 60 c.542C>T c.(541-543)TCC>TTC p.S181F

Pat_76 Post-Resistance AKAP13 11214 37 15 86122597 86122597 Missense_Mutation SNP C T 7 20 c.1298C>T c.(1297-1299)CCC>CTC p.P433L

Pat_76 Post-Resistance KLHL25 64410 37 15 86311780 86311780 Missense_Mutation SNP G A 19 18 c.1262C>T c.(1261-1263)GCC>GTC p.A421V

Pat_76 Post-Resistance DET1 55070 37 15 89073951 89073951 Missense_Mutation SNP A T 5 12 c.986T>A c.(985-987)CTG>CAG p.L329Q

Pat_76 Post-Resistance ACAN 176 37 15 89400288 89400288 Missense_Mutation SNP C T 6 47 c.4472C>T c.(4471-4473)CCT>CTT p.P1491L

Pat_76 Post-Resistance ZNF710 374655 37 15 90610437 90610437 Missense_Mutation SNP C T 5 16 c.68C>T c.(67-69)GCC>GTC p.A23V

Pat_76 Post-Resistance C15orf58 390637 37 15 90784313 90784313 Missense_Mutation SNP C T 122 100 c.173C>T c.(172-174)CCC>CTC p.P58L

Pat_76 Post-Resistance IQGAP1 8826 37 15 91009306 91009306 Missense_Mutation SNP C T 9 66 c.1850C>T c.(1849-1851)ACC>ATC p.T617I

Pat_76 Post-Resistance ST8SIA2 8128 37 15 92988160 92988160 Splice_Site SNP G A 35 108 c.842_splice c.e5+1 p.G281_splice

Pat_76 Post-Resistance FAM174B 400451 37 15 93173525 93173525 Missense_Mutation SNP G A 7 18 c.395C>T c.(394-396)CCA>CTA p.P132L

Pat_76 Post-Resistance SPATA8 145946 37 15 97328244 97328244 Missense_Mutation SNP G A 46 54 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Post-Resistance ADAMTS17 170691 37 15 100594150 100594150 Nonsense_Mutation SNP C T 165 377 c.2247G>A c.(2245-2247)TGG>TGA p.W749*

Pat_76 Post-Resistance LINS1 55180 37 15 101120947 101120947 Missense_Mutation SNP G A 9 11 c.101C>T c.(100-102)CCA>CTA p.P34L

Pat_76 Post-Resistance TMEM8A 58986 37 16 427448 427448 Missense_Mutation SNP G A 14 21 c.437C>T c.(436-438)TCC>TTC p.S146F

Pat_76 Post-Resistance BAIAP3 8938 37 16 1391412 1391412 Missense_Mutation SNP C T 42 79 c.758C>T c.(757-759)CCC>CTC p.P253L

Pat_76 Post-Resistance GNPTG 84572 37 16 1412108 1412109 Missense_Mutation DNP CC TT 3 7 c.387_388CC>TT(385-390)TGCCGT>TGTTG p.R130C

Pat_76 Post-Resistance EME2 197342 37 16 1825965 1825965 Missense_Mutation SNP C T 6 7 c.1142C>T c.(1141-1143)CCC>CTC p.P381L

Pat_76 Post-Resistance HS3ST6 64711 37 16 1961872 1961873 Missense_Mutation DNP CC TT 29 57 c.654_655GG>AA652-657)GGGGAG>GGAA p.E219K

Pat_76 Post-Resistance PRSS22 64063 37 16 2903913 2903913 Missense_Mutation SNP C T 16 48 c.670G>A c.(670-672)GAC>AAC p.D224N

Pat_76 Post-Resistance CLDN6 9074 37 16 3065689 3065689 Missense_Mutation SNP C T 13 24 c.334G>A c.(334-336)GAT>AAT p.D112N

Pat_76 Post-Resistance ZSCAN10 84891 37 16 3139460 3139460 Missense_Mutation SNP C T 8 18 c.1810G>A c.(1810-1812)GAG>AAG p.E604K

Pat_76 Post-Resistance MEFV 4210 37 16 3293401 3293401 Missense_Mutation SNP C T 13 26 c.2086G>A c.(2086-2088)GAA>AAA p.E696K

Pat_76 Post-Resistance NLRC3 197358 37 16 3607625 3607625 Missense_Mutation SNP G A 5 6 c.2068C>T c.(2068-2070)CTC>TTC p.L690F

Pat_76 Post-Resistance CREBBP 1387 37 16 3823918 3823919 Missense_Mutation DNP GG AA 17 60 c.2296_2297CC>TT c.(2296-2298)CCT>TTT p.P766F

Pat_76 Post-Resistance 12-Sep 124404 37 16 4829778 4829778 Missense_Mutation SNP G A 26 39 c.736C>T c.(736-738)CCT>TCT p.P246S

Pat_76 Post-Resistance PPL 5493 37 16 4934443 4934443 Missense_Mutation SNP C T 6 9 c.4213G>A c.(4213-4215)GAG>AAG p.E1405K

Pat_76 Post-Resistance GRIN2A 2903 37 16 9858255 9858255 Missense_Mutation SNP G A 15 47 c.3146C>T c.(3145-3147)CCT>CTT p.P1049L

Pat_76 Post-Resistance GRIN2A 2903 37 16 9923297 9923297 Missense_Mutation SNP C T 14 26 c.1990G>A c.(1990-1992)GGC>AGC p.G664S

Pat_76 Post-Resistance CIITA 4261 37 16 11001309 11001309 Missense_Mutation SNP C T 3 9 c.1960C>T c.(1960-1962)CCC>TCC p.P654S

Pat_76 Post-Resistance ERCC4 2072 37 16 14029042 14029042 Missense_Mutation SNP C T 15 37 c.1253C>T c.(1252-1254)TCC>TTC p.S418F

Pat_76 Post-Resistance C16orf88 400506 37 16 19718383 19718383 Missense_Mutation SNP G A 15 36 c.1226C>T c.(1225-1227)GCT>GTT p.A409V

Pat_76 Post-Resistance PDILT 204474 37 16 20384348 20384348 Missense_Mutation SNP C T 25 54 c.778G>A c.(778-780)GAA>AAA p.E260K

Pat_76 Post-Resistance ACSM2A 123876 37 16 20476967 20476968 Missense_Mutation DNP CC TG 4 49 c.306_307CC>TG304-309)GGCCTG>GGTG p.L103V

Pat_76 Post-Resistance ACSM2B 348158 37 16 20570640 20570641 Missense_Mutation DNP GG CA 6 16 c.306_307CC>TG304-309)GGCCTG>GGTG p.L103V

Pat_76 Post-Resistance ACSM1 116285 37 16 20648710 20648710 Missense_Mutation SNP G A 29 42 c.1180C>T c.(1180-1182)CCA>TCA p.P394S

Pat_76 Post-Resistance ACSM1 116285 37 16 20696554 20696554 Missense_Mutation SNP G A 24 87 c.364C>T c.(364-366)CCT>TCT p.P122S

Pat_76 Post-Resistance OTOA 146183 37 16 21696638 21696638 Missense_Mutation SNP C T 4 13 c.355C>T c.(355-357)CGC>TGC p.R119C

Pat_76 Post-Resistance VWA3A 146177 37 16 22161253 22161253 Splice_Site SNP G A 33 111 c.3129_splice c.e29+1 p.L1043_splice

Pat_76 Post-Resistance VWA3A 146177 37 16 22166979 22166979 Missense_Mutation SNP C T 7 33 c.3497C>T c.(3496-3498)TCC>TTC p.S1166F

Pat_76 Post-Resistance EEF2K 29904 37 16 22268602 22268602 Missense_Mutation SNP C T 29 50 c.797C>T c.(796-798)TCC>TTC p.S266F

Pat_76 Post-Resistance RBBP6 5930 37 16 24578597 24578597 Missense_Mutation SNP C T 37 94 c.1723C>T c.(1723-1725)CCT>TCT p.P575S

Pat_76 Post-Resistance XPO6 23214 37 16 28167780 28167780 Missense_Mutation SNP G A 30 57 c.712C>T c.(712-714)CTT>TTT p.L238F

Pat_76 Post-Resistance LAT 27040 37 16 28997467 28997467 Missense_Mutation SNP C T 70 171 c.175C>T c.(175-177)CCC>TCC p.P59S

Pat_76 Post-Resistance KIF22 3835 37 16 29810772 29810772 Missense_Mutation SNP C T 22 47 c.947C>T c.(946-948)CCT>CTT p.P316L

Pat_76 Post-Resistance ITGAL 3683 37 16 30500437 30500438 Missense_Mutation DNP GG AA 27 65 .1041_1042GG>AA039-1044)ATGGAG>ATAA.347_348ME>I

Pat_76 Post-Resistance STX1B 112755 37 16 31004706 31004706 Missense_Mutation SNP C T 13 31 c.637G>A c.(637-639)GAT>AAT p.D213N

Pat_76 Post-Resistance STX4 6810 37 16 31046302 31046302 Nonsense_Mutation SNP C T 19 65 c.319C>T c.(319-321)CAG>TAG p.Q107*



Pat_76 Post-Resistance ZNF668 79759 37 16 31072586 31072586 Missense_Mutation SNP C T 11 34 c.1663G>A c.(1663-1665)GAC>AAC p.D555N

Pat_76 Post-Resistance PRSS36 146547 37 16 31150517 31150517 Missense_Mutation SNP G A 8 19 c.2510C>T c.(2509-2511)TCG>TTG p.S837L

Pat_76 Post-Resistance FUS 2521 37 16 31202331 31202331 Nonsense_Mutation SNP C T 14 25 c.1441C>T c.(1441-1443)CGA>TGA p.R481*

Pat_76 Post-Resistance ITGAX 3687 37 16 31374263 31374263 Missense_Mutation SNP C T 9 42 c.1367C>T c.(1366-1368)TCC>TTC p.S456F

Pat_76 Post-Resistance ITGAX 3687 37 16 31383723 31383723 Missense_Mutation SNP C T 11 49 c.2185C>T c.(2185-2187)CCC>TCC p.P729S

Pat_76 Post-Resistance ABCC12 94160 37 16 48138242 48138242 Missense_Mutation SNP G A 21 65 c.2711C>T c.(2710-2712)CCC>CTC p.P904L

Pat_76 Post-Resistance HEATR3 55027 37 16 50112773 50112773 Missense_Mutation SNP G A 11 13 c.885G>A c.(883-885)ATG>ATA p.M295I

Pat_76 Post-Resistance CES1 1066 37 16 55857576 55857576 Missense_Mutation SNP C T 11 52 c.422G>A c.(421-423)GGA>GAA p.G141E

Pat_76 Post-Resistance CES1 1066 37 16 55862715 55862715 Nonsense_Mutation SNP C T 12 52 c.221G>A c.(220-222)TGG>TAG p.W74*

Pat_76 Post-Resistance BBS2 583 37 16 56531684 56531684 Missense_Mutation SNP A T 17 46 c.1768T>A c.(1768-1770)TTT>ATT p.F590I

Pat_76 Post-Resistance CPNE2 221184 37 16 57153117 57153117 Missense_Mutation SNP G A 21 48 c.518G>A c.(517-519)GGG>GAG p.G173E

Pat_76 Post-Resistance CSNK2A2 1459 37 16 58199576 58199576 Missense_Mutation SNP A C 6 13 c.864T>G c.(862-864)AGT>AGG p.S288R

Pat_76 Post-Resistance CDH5 1003 37 16 66413316 66413316 Missense_Mutation SNP G A 16 39 c.76G>A c.(76-78)GCA>ACA p.A26T

Pat_76 Post-Resistance CA7 766 37 16 66885408 66885408 Missense_Mutation SNP G A 40 90 c.400G>A c.(400-402)GGG>AGG p.G134R

Pat_76 Post-Resistance ZDHHC1 29800 37 16 67432155 67432155 Missense_Mutation SNP C T 25 125 c.887G>A c.(886-888)AGG>AAG p.R296K

Pat_76 Post-Resistance HSD11B2 3291 37 16 67470217 67470217 Missense_Mutation SNP G A 67 147 c.730G>A c.(730-732)GAC>AAC p.D244N

Pat_76 Post-Resistance DPEP3 64180 37 16 68014081 68014081 Missense_Mutation SNP C T 7 17 c.278G>A c.(277-279)GGC>GAC p.G93D

Pat_76 Post-Resistance HYDIN 54768 37 16 70871640 70871640 Missense_Mutation SNP G A 6 31 c.13192C>T c.(13192-13194)CTC>TTC p.L4398F

Pat_76 Post-Resistance HYDIN 54768 37 16 71218881 71218881 Missense_Mutation SNP C T 4 12 c.148G>A c.(148-150)GAG>AAG p.E50K

Pat_76 Post-Resistance ADAMTS18 170692 37 16 77353954 77353954 Missense_Mutation SNP C T 6 17 c.2324G>A c.(2323-2325)CGA>CAA p.R775Q

Pat_76 Post-Resistance VAT1L 57687 37 16 77918574 77918574 Missense_Mutation SNP C T 7 9 c.952C>T c.(952-954)CTT>TTT p.L318F

Pat_76 Post-Resistance BCMO1 53630 37 16 81295883 81295883 Missense_Mutation SNP G A 15 24 c.466G>A c.(466-468)GAG>AAG p.E156K

Pat_76 Post-Resistance PLCG2 5336 37 16 81965224 81965224 Missense_Mutation SNP A T 24 47 c.2704A>T c.(2704-2706)AGC>TGC p.S902C

Pat_76 Post-Resistance MBTPS1 8720 37 16 84088064 84088064 Missense_Mutation SNP G A 4 9 c.3149C>T c.(3148-3150)CCT>CTT p.P1050L

Pat_76 Post-Resistance MBTPS1 8720 37 16 84127376 84127376 Missense_Mutation SNP G A 12 26 c.676C>T c.(676-678)CCC>TCC p.P226S

Pat_76 Post-Resistance ADAD2 161931 37 16 84229876 84229876 Missense_Mutation SNP G A 16 36 c.1426G>A c.(1426-1428)GAA>AAA p.E476K

Pat_76 Post-Resistance ATP2C2 9914 37 16 84456002 84456002 Missense_Mutation SNP G A 20 30 c.631G>A c.(631-633)GAC>AAC p.D211N

Pat_76 Post-Resistance KIAA0182 23199 37 16 85688001 85688001 Missense_Mutation SNP C T 49 108 c.544C>T c.(544-546)CCC>TCC p.P182S

Pat_76 Post-Resistance NXN 64359 37 17 722732 722733 Missense_Mutation DNP GG AA 18 66 c.766_767CC>TT c.(766-768)CCC>TTC p.P256F

Pat_76 Post-Resistance OR1E1 8387 37 17 3300846 3300846 Missense_Mutation SNP G A 20 88 c.859C>T c.(859-861)CCC>TCC p.P287S

Pat_76 Post-Resistance RABEP1 9135 37 17 5281522 5281522 Missense_Mutation SNP G A 6 20 c.2266G>A c.(2266-2268)GGA>AGA p.G756R

Pat_76 Post-Resistance ALOX12 239 37 17 6909842 6909842 Missense_Mutation SNP G A 13 39 c.1456G>A c.(1456-1458)GAT>AAT p.D486N

Pat_76 Post-Resistance NEURL4 84461 37 17 7227274 7227274 Missense_Mutation SNP G A 7 18 c.2120C>T c.(2119-2121)TCT>TTT p.S707F

Pat_76 Post-Resistance C17orf74 201243 37 17 7329674 7329674 Missense_Mutation SNP C T 34 77 c.364C>T c.(364-366)CGC>TGC p.R122C

Pat_76 Post-Resistance PFAS 5198 37 17 8172012 8172012 Missense_Mutation SNP G A 6 17 c.3544G>A c.(3544-3546)GGC>AGC p.G1182S

Pat_76 Post-Resistance MYH13 8735 37 17 10248630 10248630 Missense_Mutation SNP G T 36 133 c.1473C>A c.(1471-1473)TTC>TTA p.F491L

Pat_76 Post-Resistance MYH13 8735 37 17 10265482 10265482 Missense_Mutation SNP G A 19 124 c.458C>T c.(457-459)CCC>CTC p.P153L

Pat_76 Post-Resistance MYH1 4619 37 17 10398328 10398328 Missense_Mutation SNP C T 29 48 c.5386G>A c.(5386-5388)GAC>AAC p.D1796N

Pat_76 Post-Resistance MYH2 4620 37 17 10432559 10432559 Missense_Mutation SNP C T 6 19 c.3274G>A c.(3274-3276)GAA>AAA p.E1092K

Pat_76 Post-Resistance MYH3 4621 37 17 10543521 10543521 Missense_Mutation SNP A G 3 40 c.2474T>C c.(2473-2475)GTC>GCC p.V825A

Pat_76 Post-Resistance DNAH9 1770 37 17 11572873 11572873 Missense_Mutation SNP G A 6 35 c.3115G>A c.(3115-3117)GAA>AAA p.E1039K

Pat_76 Post-Resistance DNAH9 1770 37 17 11593270 11593270 Missense_Mutation SNP G C 5 10 c.4131G>C c.(4129-4131)CAG>CAC p.Q1377H

Pat_76 Post-Resistance TRIM16 10626 37 17 15535907 15535907 Missense_Mutation SNP G A 16 40 c.931C>T c.(931-933)CGC>TGC p.R311C

Pat_76 Post-Resistance MYO15A 51168 37 17 18082167 18082167 Missense_Mutation SNP G A 26 39 c.10576G>A c.(10576-10578)GAG>AAG p.E3526K

Pat_76 Post-Resistance FAM83G 644815 37 17 18907240 18907240 Missense_Mutation SNP C T 12 17 c.115G>A c.(115-117)GTG>ATG p.V39M

Pat_76 Post-Resistance RNF112 7732 37 17 19318195 19318195 Missense_Mutation SNP C T 15 27 c.1121C>T c.(1120-1122)CCT>CTT p.P374L

Pat_76 Post-Resistance LGALS9B 284194 37 17 20363726 20363726 Missense_Mutation SNP C T 23 56 c.70G>A c.(70-72)GGT>AGT p.G24S



Pat_76 Post-Resistance SUPT6H 6830 37 17 27002156 27002156 Missense_Mutation SNP G A 4 17 c.514G>A c.(514-516)GAG>AAG p.E172K

Pat_76 Post-Resistance HNF1B 6928 37 17 36104814 36104814 Missense_Mutation SNP A G 8 43 c.62T>C c.(61-63)GTC>GCC p.V21A

Pat_76 Post-Resistance THRA 7067 37 17 38244573 38244573 Missense_Mutation SNP G A 29 26 c.802G>A c.(802-804)GAC>AAC p.D268N

Pat_76 Post-Resistance KRT39 390792 37 17 39122844 39122844 Missense_Mutation SNP C T 67 35 c.265G>A c.(265-267)GGT>AGT p.G89S

Pat_76 Post-Resistance KRTAP4-4 84616 37 17 39316620 39316621 Missense_Mutation DNP GG AT 74 38 c.323_324CC>AT c.(322-324)CCC>CAT p.P108H

Pat_76 Post-Resistance KRT14 3861 37 17 39741234 39741234 Missense_Mutation SNP G A 51 93 c.601C>T c.(601-603)CGC>TGC p.R201C

Pat_76 Post-Resistance WNK4 65266 37 17 40946862 40946862 Missense_Mutation SNP G A 19 18 c.2423G>A c.(2422-2424)GGA>GAA p.G808E

Pat_76 Post-Resistance AOC2 314 37 17 41002225 41002225 Missense_Mutation SNP C T 39 120 c.2131C>T c.(2131-2133)CCC>TCC p.P711S

Pat_76 Post-Resistance PLEKHM1 9842 37 17 43531155 43531155 Missense_Mutation SNP G A 33 20 c.2063C>T c.(2062-2064)TCC>TTC p.S688F

Pat_76 Post-Resistance GOSR2 9570 37 17 45009497 45009497 Missense_Mutation SNP C T 46 112 c.268C>T c.(268-270)CGG>TGG p.R90W

Pat_76 Post-Resistance CACNA1G 8913 37 17 48673939 48673939 Missense_Mutation SNP C T 42 21 c.2996C>T c.(2995-2997)TCC>TTC p.S999F

Pat_76 Post-Resistance ABCC3 8714 37 17 48762122 48762122 Missense_Mutation SNP G A 59 37 c.4166G>A c.(4165-4167)AGC>AAC p.S1389N

Pat_76 Post-Resistance EFCAB3 146779 37 17 60493646 60493646 Missense_Mutation SNP G A 30 17 c.1273G>A c.(1273-1275)GGA>AGA p.G425R

Pat_76 Post-Resistance 10-Mar 162333 37 17 60814149 60814149 Missense_Mutation SNP C T 41 23 c.1080G>A c.(1078-1080)ATG>ATA p.M360I

Pat_76 Post-Resistance NOL11 25926 37 17 65734057 65734057 Missense_Mutation SNP G A 21 15 c.1498G>A c.(1498-1500)GTC>ATC p.V500I

Pat_76 Post-Resistance ABCA9 10350 37 17 67008196 67008196 Missense_Mutation SNP C T 28 18 c.3068G>A c.(3067-3069)CGA>CAA p.R1023Q

Pat_76 Post-Resistance ABCA9 10350 37 17 67014656 67014656 Nonsense_Mutation SNP G A 110 67 c.2665C>T c.(2665-2667)CAG>TAG p.Q889*

Pat_76 Post-Resistance ABCA9 10350 37 17 67047281 67047281 Splice_Site SNP C T 4 6 c.-12_splice c.e2-1

Pat_76 Post-Resistance C17orf80 55028 37 17 71232451 71232451 Missense_Mutation SNP C T 12 5 c.830C>T c.(829-831)TCC>TTC p.S277F

Pat_76 Post-Resistance GPRC5C 55890 37 17 72436177 72436177 Missense_Mutation SNP G A 15 7 c.262G>A c.(262-264)GGG>AGG p.G88R

Pat_76 Post-Resistance SLC38A10 124565 37 17 79226403 79226403 Missense_Mutation SNP C T 23 16 c.1537G>A c.(1537-1539)GAC>AAC p.D513N

Pat_76 Post-Resistance LRRC45 201255 37 17 79983359 79983360 Missense_Mutation DNP CC TT 27 11 c.637_638CC>TT c.(637-639)CCT>TTT p.P213F

Pat_76 Post-Resistance COLEC12 81035 37 18 335059 335059 Missense_Mutation SNP C T 4 6 c.1499G>A c.(1498-1500)GGA>GAA p.G500E

Pat_76 Post-Resistance LPIN2 9663 37 18 2960660 2960660 Missense_Mutation SNP G A 24 37 c.179C>T c.(178-180)TCC>TTC p.S60F

Pat_76 Post-Resistance ZFP161 7541 37 18 5291174 5291174 Missense_Mutation SNP C T 12 22 c.1033G>A c.(1033-1035)GCC>ACC p.A345T

Pat_76 Post-Resistance TMEM200C 645369 37 18 5890387 5890387 Missense_Mutation SNP C T 12 16 c.1676G>A c.(1675-1677)CGA>CAA p.R559Q

Pat_76 Post-Resistance TXNDC2 84203 37 18 9887689 9887689 Missense_Mutation SNP C T 23 59 c.1213C>T c.(1213-1215)CCC>TCC p.P405S

Pat_76 Post-Resistance ZNF519 162655 37 18 14106150 14106150 Missense_Mutation SNP A C 4 11 c.389T>G c.(388-390)TTT>TGT p.F130C

Pat_76 Post-Resistance ANKRD30B 374860 37 18 14851568 14851568 Missense_Mutation SNP G A 4 9 c.3268G>A c.(3268-3270)GAA>AAA p.E1090K

Pat_76 Post-Resistance LAMA3 3909 37 18 21494505 21494505 Missense_Mutation SNP G A 12 18 c.7461G>A c.(7459-7461)ATG>ATA p.M2487I

Pat_76 Post-Resistance ZNF521 25925 37 18 22669428 22669428 Splice_Site SNP C G 6 12 c.3906_splice c.e7+1 p.Q1302_splice

Pat_76 Post-Resistance SS18 6760 37 18 23619273 23619273 Missense_Mutation SNP G A 25 58 c.755C>T c.(754-756)CCC>CTC p.P252L

Pat_76 Post-Resistance AQP4 361 37 18 24436207 24436207 Missense_Mutation SNP C T 21 73 c.940G>A c.(940-942)GAC>AAC p.D314N

Pat_76 Post-Resistance CDH2 1000 37 18 25565092 25565092 Missense_Mutation SNP G A 11 23 c.2081C>T c.(2080-2082)TCC>TTC p.S694F

Pat_76 Post-Resistance DSC1 1823 37 18 28719770 28719770 Missense_Mutation SNP C T 3 5 c.1604G>A c.(1603-1605)AGA>AAA p.R535K

Pat_76 Post-Resistance ZNF24 7572 37 18 32919934 32919934 Missense_Mutation SNP G A 6 19 c.427C>T c.(427-429)CTC>TTC p.L143F

Pat_76 Post-Resistance SETBP1 26040 37 18 42529852 42529852 Missense_Mutation SNP G A 4 21 c.547G>A c.(547-549)GAG>AAG p.E183K

Pat_76 Post-Resistance ZBTB7C 201501 37 18 45566863 45566864 Missense_Mutation DNP CC TT 9 24 c.615_616GG>AA613-618)AGGGAC>AGAAA p.D206N

Pat_76 Post-Resistance MAPK4 5596 37 18 48190519 48190519 Missense_Mutation SNP G A 11 24 c.191G>A c.(190-192)CGA>CAA p.R64Q

Pat_76 Post-Resistance DCC 1630 37 18 50936948 50936948 Missense_Mutation SNP G A 12 30 c.3062G>A c.(3061-3063)CGA>CAA p.R1021Q

Pat_76 Post-Resistance ATP8B1 5205 37 18 55335733 55335733 Missense_Mutation SNP C T 11 11 c.2137G>A c.(2137-2139)GGA>AGA p.G713R

Pat_76 Post-Resistance TNFRSF11A 8792 37 18 60015422 60015422 Missense_Mutation SNP C T 24 52 c.97C>T c.(97-99)CCA>TCA p.P33S

Pat_76 Post-Resistance SERPINB4 6318 37 18 61324207 61324207 Missense_Mutation SNP G A 3 13 c.626C>T c.(625-627)TCC>TTC p.S209F

Pat_76 Post-Resistance SERPINB2 5055 37 18 61569055 61569055 Missense_Mutation SNP G A 15 14 c.617G>A c.(616-618)GGA>GAA p.G206E

Pat_76 Post-Resistance CDH7 1005 37 18 63547911 63547911 Missense_Mutation SNP A T 8 26 c.2139A>T c.(2137-2139)GAA>GAT p.E713D

Pat_76 Post-Resistance CD226 10666 37 18 67540447 67540447 Missense_Mutation SNP C T 27 51 c.763G>A c.(763-765)GGA>AGA p.G255R

Pat_76 Post-Resistance ADNP2 22850 37 18 77875472 77875472 Missense_Mutation SNP G A 10 15 c.47G>A c.(46-48)CGA>CAA p.R16Q



Pat_76 Post-Resistance DIRAS1 148252 37 19 2717729 2717729 Missense_Mutation SNP G C 28 63 c.76C>G c.(76-78)CGC>GGC p.R26G

Pat_76 Post-Resistance MAP2K2 5605 37 19 4110581 4110581 Missense_Mutation SNP T C 7 60 c.376A>G c.(376-378)AAC>GAC p.N126D

Pat_76 Post-Resistance ANKRD24 170961 37 19 4217073 4217073 Missense_Mutation SNP G A 9 19 c.1916G>A c.(1915-1917)GGG>GAG p.G639E

Pat_76 Post-Resistance CCDC94 55702 37 19 4249233 4249233 Nonsense_Mutation SNP C A 5 20 c.33C>A c.(31-33)TAC>TAA p.Y11*

Pat_76 Post-Resistance TMIGD2 126259 37 19 4298151 4298151 Missense_Mutation SNP C T 10 20 c.238G>A c.(238-240)GTC>ATC p.V80I

Pat_76 Post-Resistance CHAF1A 10036 37 19 4409220 4409221 Missense_Mutation DNP CC TT 37 50 c.424_425CC>TT c.(424-426)CCC>TTC p.P142F

Pat_76 Post-Resistance PTPRS 5802 37 19 5220119 5220119 Missense_Mutation SNP G A 8 12 c.3596C>T c.(3595-3597)TCG>TTG p.S1199L

Pat_76 Post-Resistance SAFB 6294 37 19 5667169 5667169 Missense_Mutation SNP C T 4 7 c.2447C>T c.(2446-2448)CCC>CTC p.P816L

Pat_76 Post-Resistance TNFSF14 8740 37 19 6665025 6665025 Missense_Mutation SNP C T 30 43 c.635G>A c.(634-636)GGG>GAG p.G212E

Pat_76 Post-Resistance VAV1 7409 37 19 6854037 6854038 Missense_Mutation DNP GG AA 23 54 .2412_2413GG>AA410-2415)AAGGAG>AAAA p.E805K

Pat_76 Post-Resistance EMR1 2015 37 19 6935005 6935005 Missense_Mutation SNP C T 26 52 c.2297C>T c.(2296-2298)TCC>TTC p.S766F

Pat_76 Post-Resistance ZNF557 79230 37 19 7083192 7083192 Missense_Mutation SNP A T 23 44 c.709A>T c.(709-711)ACC>TCC p.T237S

Pat_76 Post-Resistance LASS4 79603 37 19 8321133 8321133 Nonsense_Mutation SNP G A 7 26 c.482G>A c.(481-483)TGG>TAG p.W161*

Pat_76 Post-Resistance MYO1F 4542 37 19 8619449 8619449 Missense_Mutation SNP A G 15 114 c.238T>C c.(238-240)TAT>CAT p.Y80H

Pat_76 Post-Resistance MUC16 94025 37 19 8996484 8996484 Missense_Mutation SNP C G 13 17 c.41088G>C c.(41086-41088)AAG>AAC p.K13696N

Pat_76 Post-Resistance MUC16 94025 37 19 9020005 9020005 Missense_Mutation SNP C T 62 139 c.37490G>A c.(37489-37491)AGG>AAG p.R12497K

Pat_76 Post-Resistance MUC16 94025 37 19 9054252 9054252 Missense_Mutation SNP G A 6 9 c.31370C>T c.(31369-31371)TCG>TTG p.S10457L

Pat_76 Post-Resistance MUC16 94025 37 19 9058282 9058282 Missense_Mutation SNP C T 6 7 c.29164G>A c.(29164-29166)GAA>AAA p.E9722K

Pat_76 Post-Resistance MUC16 94025 37 19 9061096 9061096 Missense_Mutation SNP C T 12 25 c.26350G>A c.(26350-26352)GAA>AAA p.E8784K

Pat_76 Post-Resistance MUC16 94025 37 19 9064315 9064315 Missense_Mutation SNP G A 16 49 c.23131C>T c.(23131-23133)CCC>TCC p.P7711S

Pat_76 Post-Resistance MUC16 94025 37 19 9068557 9068557 Missense_Mutation SNP G A 14 35 c.18889C>T c.(18889-18891)CCT>TCT p.P6297S

Pat_76 Post-Resistance MUC16 94025 37 19 9076162 9076162 Missense_Mutation SNP C T 15 36 c.11284G>A c.(11284-11286)GAA>AAA p.E3762K

Pat_76 Post-Resistance MUC16 94025 37 19 9083768 9083768 Missense_Mutation SNP C T 9 20 c.8047G>A c.(8047-8049)GAG>AAG p.E2683K

Pat_76 Post-Resistance OR7G1 125962 37 19 9226282 9226282 Missense_Mutation SNP G A 31 85 c.158C>T c.(157-159)TCC>TTC p.S53F

Pat_76 Post-Resistance OR7D2 162998 37 19 9297226 9297226 Missense_Mutation SNP G A 10 29 c.769G>A c.(769-771)GGG>AGG p.G257R

Pat_76 Post-Resistance OR7E24 26648 37 19 9362051 9362051 Missense_Mutation SNP C T 10 25 c.332C>T c.(331-333)TCC>TTC p.S111F

Pat_76 Post-Resistance ZNF560 147741 37 19 9578557 9578557 Missense_Mutation SNP C T 12 21 c.1066G>A c.(1066-1068)GAT>AAT p.D356N

Pat_76 Post-Resistance ZNF560 147741 37 19 9580356 9580356 Missense_Mutation SNP G A 16 48 c.479C>T c.(478-480)TCT>TTT p.S160F

Pat_76 Post-Resistance LPPR2 64748 37 19 11472097 11472097 Missense_Mutation SNP C G 8 22 c.596C>G c.(595-597)GCC>GGC p.A199G

Pat_76 Post-Resistance ZNF442 79973 37 19 12462077 12462077 Missense_Mutation SNP C T 12 22 c.322G>A c.(322-324)GAA>AAA p.E108K

Pat_76 Post-Resistance DAND5 199699 37 19 13080638 13080638 Missense_Mutation SNP C T 11 19 c.164C>T c.(163-165)TCT>TTT p.S55F

Pat_76 Post-Resistance MRI1 84245 37 19 13876782 13876782 Missense_Mutation SNP C T 6 77 c.386C>T c.(385-387)ACC>ATC p.T129I

Pat_76 Post-Resistance CCDC105 126402 37 19 15131365 15131366 Nonsense_Mutation DNP GG AT 5 12 c.768_769GG>AT(766-771)CTGGAG>CTATA p.E257*

Pat_76 Post-Resistance CYP4F3 4051 37 19 15752308 15752308 Missense_Mutation SNP C T 21 37 c.83C>T c.(82-84)TCC>TTC p.S28F

Pat_76 Post-Resistance CYP4F12 66002 37 19 15795640 15795641 Missense_Mutation DNP GG AA 20 49 c.933_934GG>AA931-936)AAGGCA>AAAAC p.A312T

Pat_76 Post-Resistance OR10H2 26538 37 19 15838861 15838861 Missense_Mutation SNP G A 57 75 c.8G>A c.(7-9)GGG>GAG p.G3E

Pat_76 Post-Resistance CHERP 10523 37 19 16641445 16641445 Missense_Mutation SNP G A 22 75 c.827C>T c.(826-828)TCC>TTC p.S276F

Pat_76 Post-Resistance CPAMD8 27151 37 19 17056424 17056424 Missense_Mutation SNP C T 18 52 c.2869G>A c.(2869-2871)GAG>AAG p.E957K

Pat_76 Post-Resistance NXNL1 115861 37 19 17571671 17571671 Missense_Mutation SNP G A 18 28 c.8C>T c.(7-9)TCC>TTC p.S3F

Pat_76 Post-Resistance UNC13A 23025 37 19 17783267 17783267 Missense_Mutation SNP C T 12 45 c.454G>A c.(454-456)GTG>ATG p.V152M

Pat_76 Post-Resistance COMP 1311 37 19 18899298 18899298 Missense_Mutation SNP C T 8 8 c.788G>A c.(787-789)GGG>GAG p.G263E

Pat_76 Post-Resistance SFRS14 10147 37 19 19136391 19136391 Missense_Mutation SNP G A 15 50 c.766C>T c.(766-768)CCC>TCC p.P256S

Pat_76 Post-Resistance ZNF14 7561 37 19 19822792 19822792 Missense_Mutation SNP G A 18 29 c.1298C>T c.(1297-1299)TCC>TTC p.S433F

Pat_76 Post-Resistance ZNF682 91120 37 19 20116872 20116872 Missense_Mutation SNP G A 7 15 c.1439C>T c.(1438-1440)TCC>TTC p.S480F

Pat_76 Post-Resistance ZNF90 7643 37 19 20216075 20216075 Missense_Mutation SNP G A 24 69 c.176G>A c.(175-177)GGA>GAA p.G59E

Pat_76 Post-Resistance ZNF626 199777 37 19 20807233 20807233 Missense_Mutation SNP C T 3 3 c.1450G>A c.(1450-1452)GAA>AAA p.E484K

Pat_76 Post-Resistance ZNF626 199777 37 19 20807401 20807401 Missense_Mutation SNP C T 17 64 c.1282G>A c.(1282-1284)GAA>AAA p.E428K



Pat_76 Post-Resistance ZNF676 163223 37 19 22362756 22362756 Missense_Mutation SNP G A 7 21 c.1763C>T c.(1762-1764)CCC>CTC p.P588L

Pat_76 Post-Resistance ZNF99 7652 37 19 22940472 22940472 Missense_Mutation SNP T G 8 28 c.1966A>C c.(1966-1968)AAA>CAA p.K656Q

Pat_76 Post-Resistance ZNF536 9745 37 19 31040082 31040082 Missense_Mutation SNP G A 21 58 c.3556G>A c.(3556-3558)GAA>AAA p.E1186K

Pat_76 Post-Resistance NPHS1 4868 37 19 36321798 36321798 Missense_Mutation SNP C T 9 47 c.3542G>A c.(3541-3543)AGA>AAA p.R1181K

Pat_76 Post-Resistance ZNF793 390927 37 19 38028549 38028549 Missense_Mutation SNP G A 3 21 c.989G>A c.(988-990)CGA>CAA p.R330Q

Pat_76 Post-Resistance ZNF540 163255 37 19 38102515 38102515 Missense_Mutation SNP C T 15 40 c.334C>T c.(334-336)CGT>TGT p.R112C

Pat_76 Post-Resistance ZNF607 84775 37 19 38189410 38189410 Missense_Mutation SNP G A 9 18 c.1622C>T c.(1621-1623)TCT>TTT p.S541F

Pat_76 Post-Resistance RYR1 6261 37 19 38995971 38995971 Missense_Mutation SNP G A 7 13 c.8333G>A c.(8332-8334)GGA>GAA p.G2778E

Pat_76 Post-Resistance RYR1 6261 37 19 39018297 39018297 Missense_Mutation SNP C T 3 7 c.10697C>T c.(10696-10698)TCC>TTC p.S3566F

Pat_76 Post-Resistance RYR1 6261 37 19 39038941 39038941 Missense_Mutation SNP G A 24 49 c.12163G>A c.(12163-12165)GAG>AAG p.E4055K

Pat_76 Post-Resistance FCGBP 8857 37 19 40419983 40419983 Missense_Mutation SNP C T 16 36 c.3011G>A c.(3010-3012)GGG>GAG p.G1004E

Pat_76 Post-Resistance ADCK4 79934 37 19 41220263 41220263 Missense_Mutation SNP C T 7 49 c.142G>A c.(142-144)GAT>AAT p.D48N

Pat_76 Post-Resistance GRIK5 2901 37 19 42566913 42566913 Missense_Mutation SNP C A 27 39 c.339G>T c.(337-339)AAG>AAT p.K113N

Pat_76 Post-Resistance PSG3 5671 37 19 43237041 43237041 Missense_Mutation SNP G A 44 117 c.604C>T c.(604-606)CTC>TTC p.L202F

Pat_76 Post-Resistance PSG8 440533 37 19 43262276 43262276 Missense_Mutation SNP G A 76 151 c.587C>T c.(586-588)TCT>TTT p.S196F

Pat_76 Post-Resistance PSG1 5669 37 19 43373139 43373140 Missense_Mutation DNP CC TT 29 107 c.756_757GG>AA754-759)AGGGAG>AGAAA p.E253K

Pat_76 Post-Resistance PSG1 5669 37 19 43382107 43382107 Missense_Mutation SNP C T 75 163 c.388G>A c.(388-390)GGG>AGG p.G130R

Pat_76 Post-Resistance PSG6 5675 37 19 43411960 43411961 Missense_Mutation DNP CC GT 44 121 c.752_753GG>AC c.(751-753)AGG>AAC p.R251N

Pat_76 Post-Resistance ZNF226 7769 37 19 44681760 44681760 Missense_Mutation SNP C T 8 14 c.2345C>T c.(2344-2346)TCC>TTC p.S782F

Pat_76 Post-Resistance ZNF285 26974 37 19 44891610 44891610 Missense_Mutation SNP C T 11 36 c.797G>A c.(796-798)GGA>GAA p.G266E

Pat_76 Post-Resistance ZNF285 26974 37 19 44891787 44891787 Missense_Mutation SNP G A 7 24 c.620C>T c.(619-621)CCC>CTC p.P207L

Pat_76 Post-Resistance CEACAM20 125931 37 19 45016954 45016954 Missense_Mutation SNP C A 6 20 c.1485G>T c.(1483-1485)AAG>AAT p.K495N

Pat_76 Post-Resistance PVRL2 5819 37 19 45389243 45389243 Missense_Mutation SNP G A 24 55 c.1246G>A c.(1246-1248)GAG>AAG p.E416K

Pat_76 Post-Resistance RELB 5971 37 19 45536001 45536001 Missense_Mutation SNP G A 7 8 c.1201G>A c.(1201-1203)GAC>AAC p.D401N

Pat_76 Post-Resistance SFRS16 11129 37 19 45556053 45556053 Missense_Mutation SNP C T 22 67 c.202C>T c.(202-204)CCC>TCC p.P68S

Pat_76 Post-Resistance IGFL2 147920 37 19 46664003 46664003 Missense_Mutation SNP C T 63 164 c.206C>T c.(205-207)CCC>CTC p.P69L

Pat_76 Post-Resistance PNMAL1 55228 37 19 46973649 46973649 Missense_Mutation SNP G A 6 15 c.644C>T c.(643-645)CCC>CTC p.P215L

Pat_76 Post-Resistance PTGIR 5739 37 19 47124731 47124731 Missense_Mutation SNP G A 12 31 c.967C>T c.(967-969)CTT>TTT p.L323F

Pat_76 Post-Resistance GRLF1 2909 37 19 47503857 47503857 Missense_Mutation SNP C T 14 12 c.4412C>T c.(4411-4413)CCG>CTG p.P1471L

Pat_76 Post-Resistance ZC3H4 23211 37 19 47588399 47588399 Missense_Mutation SNP G A 37 75 c.1021C>T c.(1021-1023)CGG>TGG p.R341W

Pat_76 Post-Resistance ELSPBP1 64100 37 19 48519260 48519260 Missense_Mutation SNP G A 17 60 c.319G>A c.(319-321)GAT>AAT p.D107N

Pat_76 Post-Resistance CABP5 56344 37 19 48537511 48537511 Missense_Mutation SNP C T 8 30 c.457G>A c.(457-459)GAG>AAG p.E153K

Pat_76 Post-Resistance GRIN2D 2906 37 19 48922977 48922977 Missense_Mutation SNP C T 51 140 c.1997C>T c.(1996-1998)GCC>GTC p.A666V

Pat_76 Post-Resistance SULT2B1 6820 37 19 49079332 49079333 Missense_Mutation DNP CC TT 24 98 c.206_207CC>TT c.(205-207)CCC>CTT p.P69L

Pat_76 Post-Resistance CGB2 114336 37 19 49536425 49536425 Missense_Mutation SNP C T 20 35 c.439C>T c.(439-441)CCA>TCA p.P147S

Pat_76 Post-Resistance SLC6A16 28968 37 19 49813080 49813080 Missense_Mutation SNP G A 6 18 c.704C>T c.(703-705)CCT>CTT p.P235L

Pat_76 Post-Resistance TBC1D17 79735 37 19 50385521 50385521 Missense_Mutation SNP C T 19 62 c.662C>T c.(661-663)TCC>TTC p.S221F

Pat_76 Post-Resistance IL4I1 259307 37 19 50399286 50399286 Missense_Mutation SNP G A 12 23 c.38C>T c.(37-39)CCC>CTC p.P13L

Pat_76 Post-Resistance ZNF473 25888 37 19 50549595 50549595 Missense_Mutation SNP C T 11 22 c.1895C>T c.(1894-1896)TCC>TTC p.S632F

Pat_76 Post-Resistance C19orf41 126123 37 19 50655885 50655885 Missense_Mutation SNP C T 39 101 c.647G>A c.(646-648)CGA>CAA p.R216Q

Pat_76 Post-Resistance C19orf41 126123 37 19 50666268 50666268 Missense_Mutation SNP C T 9 41 c.184G>A c.(184-186)GGG>AGG p.G62R

Pat_76 Post-Resistance MYH14 79784 37 19 50753023 50753023 Missense_Mutation SNP G C 35 97 c.1575G>C c.(1573-1575)TGG>TGC p.W525C

Pat_76 Post-Resistance MYH14 79784 37 19 50779268 50779268 Missense_Mutation SNP C T 5 10 c.3365C>T c.(3364-3366)GCC>GTC p.A1122V

Pat_76 Post-Resistance SPIB 6689 37 19 50923210 50923210 Missense_Mutation SNP G C 9 13 c.31G>C c.(31-33)GGG>CGG p.G11R

Pat_76 Post-Resistance KLK15 55554 37 19 51330397 51330397 Missense_Mutation SNP C T 21 56 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Post-Resistance FPR1 2357 37 19 52249742 52249742 Missense_Mutation SNP C T 18 30 c.506G>A c.(505-507)GGT>GAT p.G169D

Pat_76 Post-Resistance ZNF613 79898 37 19 52448416 52448416 Missense_Mutation SNP C T 8 42 c.1280C>T c.(1279-1281)CCC>CTC p.P427L



Pat_76 Post-Resistance ZNF701 55762 37 19 53085781 53085781 Missense_Mutation SNP G A 22 70 c.469G>A c.(469-471)GAA>AAA p.E157K

Pat_76 Post-Resistance ZNF347 84671 37 19 53644928 53644928 Missense_Mutation SNP G A 20 58 c.1153C>T c.(1153-1155)CGT>TGT p.R385C

Pat_76 Post-Resistance CACNG6 59285 37 19 54503025 54503025 Missense_Mutation SNP G T 6 22 c.544G>T c.(544-546)GGC>TGC p.G182C

Pat_76 Post-Resistance LILRB2 10288 37 19 54783794 54783794 Nonsense_Mutation SNP C T 35 80 c.207G>A c.(205-207)TGG>TGA p.W69*

Pat_76 Post-Resistance LILRA1 11024 37 19 55107653 55107653 Splice_Site SNP G A 8 37 c.959_splice c.e7-1 p.G320_splice

Pat_76 Post-Resistance LILRB1 10859 37 19 55148297 55148297 Missense_Mutation SNP C T 23 42 c.1921C>T c.(1921-1923)CCC>TCC p.P641S

Pat_76 Post-Resistance NLRP7 199713 37 19 55450725 55450726 Missense_Mutation DNP CC TT 9 33 .1461_1462GG>AA459-1464)GGGGAG>GGAA p.E488K

Pat_76 Post-Resistance SYT5 6861 37 19 55689725 55689725 Missense_Mutation SNP C T 7 13 c.91G>A c.(91-93)GCC>ACC p.A31T

Pat_76 Post-Resistance PTPRH 5794 37 19 55716882 55716882 Missense_Mutation SNP C T 18 40 c.431G>A c.(430-432)GGC>GAC p.G144D

Pat_76 Post-Resistance NLRP9 338321 37 19 56244864 56244864 Nonsense_Mutation SNP C T 12 17 c.333G>A c.(331-333)TGG>TGA p.W111*

Pat_76 Post-Resistance NLRP5 126206 37 19 56530714 56530714 Missense_Mutation SNP C T 4 17 c.572C>T c.(571-573)TCA>TTA p.S191L

Pat_76 Post-Resistance PEG3 5178 37 19 57325941 57325941 Missense_Mutation SNP G A 12 20 c.3869C>T c.(3868-3870)TCT>TTT p.S1290F

Pat_76 Post-Resistance ZNF543 125919 37 19 57840542 57840542 Missense_Mutation SNP C T 12 36 c.1712C>T c.(1711-1713)CCT>CTT p.P571L

Pat_76 Post-Resistance ZNF304 57343 37 19 57868658 57868658 Missense_Mutation SNP C T 27 126 c.1421C>T c.(1420-1422)CCT>CTT p.P474L

Pat_76 Post-Resistance ZSCAN4 201516 37 19 58187859 58187859 Missense_Mutation SNP G A 9 22 c.346G>A c.(346-348)GAG>AAG p.E116K

Pat_76 Post-Resistance ZSCAN4 201516 37 19 58190127 58190127 Missense_Mutation SNP C T 33 67 c.1156C>T c.(1156-1158)CAT>TAT p.H386Y

Pat_76 Post-Resistance RPS5 6193 37 19 58904521 58904521 Missense_Mutation SNP C T 23 47 c.287C>T c.(286-288)GCC>GTC p.A96V

Pat_76 Post-Resistance TSSC1 7260 37 2 3341881 3341881 Missense_Mutation SNP T G 3 13 c.166A>C c.(166-168)AAT>CAT p.N56H

Pat_76 Post-Resistance RSAD2 91543 37 2 7035946 7035946 Missense_Mutation SNP C T 6 16 c.959C>T c.(958-960)CCT>CTT p.P320L

Pat_76 Post-Resistance GRHL1 29841 37 2 10104169 10104169 Nonsense_Mutation SNP C T 13 35 c.901C>T c.(901-903)CGA>TGA p.R301*

Pat_76 Post-Resistance RRM2 6241 37 2 10269026 10269026 Missense_Mutation SNP C T 7 29 c.850C>T c.(850-852)CCA>TCA p.P284S

Pat_76 Post-Resistance ATP6V1C2 245973 37 2 10914963 10914963 Nonsense_Mutation SNP C T 23 58 c.688C>T c.(688-690)CGA>TGA p.R230*

Pat_76 Post-Resistance PUM2 23369 37 2 20460196 20460196 Missense_Mutation SNP G A 7 26 c.2257C>T c.(2257-2259)CCA>TCA p.P753S

Pat_76 Post-Resistance APOB 338 37 2 21231860 21231860 Missense_Mutation SNP G A 7 15 c.7880C>T c.(7879-7881)CCA>CTA p.P2627L

Pat_76 Post-Resistance APOB 338 37 2 21235356 21235356 Missense_Mutation SNP C T 12 23 c.4384G>A c.(4384-4386)GGA>AGA p.G1462R

Pat_76 Post-Resistance DPYSL5 56896 37 2 27167566 27167566 Missense_Mutation SNP G A 19 40 c.1483G>A c.(1483-1485)GAT>AAT p.D495N

Pat_76 Post-Resistance ZNF513 130557 37 2 27601169 27601169 Missense_Mutation SNP C T 8 48 c.869G>A c.(868-870)GGG>GAG p.G290E

Pat_76 Post-Resistance PLB1 151056 37 2 28812377 28812377 Missense_Mutation SNP G C 22 47 c.1876G>C c.(1876-1878)GTT>CTT p.V626L

Pat_76 Post-Resistance FAM179A 165186 37 2 29247101 29247101 Missense_Mutation SNP G A 5 11 c.1714G>A c.(1714-1716)GAG>AAG p.E572K

Pat_76 Post-Resistance ALK 238 37 2 29543713 29543713 Missense_Mutation SNP C T 21 44 c.1450G>A c.(1450-1452)GAT>AAT p.D484N

Pat_76 Post-Resistance XDH 7498 37 2 31558835 31558835 Missense_Mutation SNP C A 14 32 c.3991G>T c.(3991-3993)GTG>TTG p.V1331L

Pat_76 Post-Resistance FAM98A 25940 37 2 33810710 33810710 Missense_Mutation SNP G A 7 38 c.775C>T c.(775-777)CCT>TCT p.P259S

Pat_76 Post-Resistance MAP4K3 8491 37 2 39487761 39487761 Nonsense_Mutation SNP C T 3 14 c.2294G>A c.(2293-2295)TGG>TAG p.W765*

Pat_76 Post-Resistance SLC8A1 6546 37 2 40405536 40405536 Missense_Mutation SNP C T 30 59 c.1906G>A c.(1906-1908)GAG>AAG p.E636K

Pat_76 Post-Resistance LOC728819 728819 37 2 43903146 43903146 Missense_Mutation SNP C T 5 26 c.316G>A c.(316-318)GAT>AAT p.D106N

Pat_76 Post-Resistance ABCG8 64241 37 2 44078738 44078738 Missense_Mutation SNP C T 14 27 c.338C>T c.(337-339)TCC>TTC p.S113F

Pat_76 Post-Resistance PREPL 9581 37 2 44559788 44559789 Missense_Mutation DNP GG AA 4 11 c.1162_1163CC>TT c.(1162-1164)CCT>TTT p.P388F

Pat_76 Post-Resistance FOXN2 3344 37 2 48573793 48573793 Missense_Mutation SNP C T 14 27 c.440C>T c.(439-441)CCA>CTA p.P147L

Pat_76 Post-Resistance PSME4 23198 37 2 54131220 54131220 Missense_Mutation SNP G A 5 33 c.3017C>T c.(3016-3018)CCC>CTC p.P1006L

Pat_76 Post-Resistance C2orf63 130162 37 2 55445106 55445106 Missense_Mutation SNP G A 6 10 c.206C>T c.(205-207)TCC>TTC p.S69F

Pat_76 Post-Resistance EFEMP1 2202 37 2 56094269 56094269 Missense_Mutation SNP C T 22 20 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Post-Resistance CCDC85A 114800 37 2 56611435 56611435 Missense_Mutation SNP C T 8 22 c.1607C>T c.(1606-1608)TCG>TTG p.S536L

Pat_76 Post-Resistance PLEK 5341 37 2 68607955 68607955 Missense_Mutation SNP T A 32 56 c.299T>A c.(298-300)ATT>AAT p.I100N

Pat_76 Post-Resistance FBXO48 554251 37 2 68691389 68691389 Missense_Mutation SNP C T 42 89 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Post-Resistance GFPT1 2673 37 2 69597165 69597165 Missense_Mutation SNP C T 3 12 c.191G>A c.(190-192)GGA>GAA p.G64E

Pat_76 Post-Resistance C2orf42 54980 37 2 70377634 70377634 Missense_Mutation SNP G A 8 30 c.1579C>T c.(1579-1581)CTT>TTT p.L527F

Pat_76 Post-Resistance PCYOX1 51449 37 2 70502156 70502156 Missense_Mutation SNP G A 14 38 c.560G>A c.(559-561)GGA>GAA p.G187E



Pat_76 Post-Resistance ATP6V1B1 525 37 2 71191923 71191923 Missense_Mutation SNP G A 8 23 c.1306G>A c.(1306-1308)GAG>AAG p.E436K

Pat_76 Post-Resistance C2orf78 388960 37 2 74043815 74043815 Missense_Mutation SNP C T 3 23 c.2465C>T c.(2464-2466)TCT>TTT p.S822F

Pat_76 Post-Resistance DOK1 1796 37 2 74782764 74782765 Missense_Mutation DNP GG AC 9 14 c.423_424GG>AC421-426)CTGGAG>CTACA p.E142Q

Pat_76 Post-Resistance DOK1 1796 37 2 74783648 74783648 Missense_Mutation SNP C T 11 39 c.853C>T c.(853-855)CCC>TCC p.P285S

Pat_76 Post-Resistance HK2 3099 37 2 75108931 75108931 Missense_Mutation SNP T G 16 27 c.1664T>G c.(1663-1665)ATG>AGG p.M555R

Pat_76 Post-Resistance CTNNA2 1496 37 2 80808840 80808840 Missense_Mutation SNP G A 6 22 c.1903G>A c.(1903-1905)GAA>AAA p.E635K

Pat_76 Post-Resistance THNSL2 55258 37 2 88484883 88484883 Missense_Mutation SNP G A 20 34 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Post-Resistance TMEM131 23505 37 2 98475846 98475846 Missense_Mutation SNP G A 6 13 c.404C>T c.(403-405)CCT>CTT p.P135L

Pat_76 Post-Resistance MRPL30 51263 37 2 99812220 99812220 Splice_Site SNP G A 6 10 c.537_splice c.e6+1

Pat_76 Post-Resistance LYG2 254773 37 2 99861748 99861748 Missense_Mutation SNP C T 14 64 c.358G>A c.(358-360)GGA>AGA p.G120R

Pat_76 Post-Resistance NPAS2 4862 37 2 101565879 101565879 Missense_Mutation SNP C T 10 25 c.535C>T c.(535-537)CCA>TCA p.P179S

Pat_76 Post-Resistance CREG2 200407 37 2 102000157 102000158 Missense_Mutation DNP CC TT 5 49 c.448_449GG>AA c.(448-450)GGA>AAA p.G150K

Pat_76 Post-Resistance IL18R1 8809 37 2 103013029 103013029 Missense_Mutation SNP C G 7 20 c.1309C>G c.(1309-1311)CGA>GGA p.R437G

Pat_76 Post-Resistance TGFBRAP1 9392 37 2 105912941 105912941 Missense_Mutation SNP C T 4 29 c.910G>A c.(910-912)GGA>AGA p.G304R

Pat_76 Post-Resistance RGPD3 653489 37 2 107049684 107049684 Missense_Mutation SNP C T 42 132 c.2263G>A c.(2263-2265)GAA>AAA p.E755K

Pat_76 Post-Resistance SULT1C3 442038 37 2 108881461 108881461 Missense_Mutation SNP G A 24 31 c.802G>A c.(802-804)GGG>AGG p.G268R

Pat_76 Post-Resistance RGPD5 84220 37 2 113147135 113147135 Nonsense_Mutation SNP C T 27 166 c.3387G>A c.(3385-3387)TGG>TGA p.W1129*

Pat_76 Post-Resistance POLR1B 84172 37 2 113322062 113322062 Missense_Mutation SNP C T 15 33 c.1732C>T c.(1732-1734)CTT>TTT p.L578F

Pat_76 Post-Resistance IL1F6 27179 37 2 113764178 113764178 Missense_Mutation SNP C T 99 211 c.128C>T c.(127-129)ACT>ATT p.T43I

Pat_76 Post-Resistance PSD4 23550 37 2 113953840 113953840 Missense_Mutation SNP G A 17 14 c.2342G>A c.(2341-2343)GGC>GAC p.G781D

Pat_76 Post-Resistance DPP10 57628 37 2 116066815 116066815 Missense_Mutation SNP G A 5 7 c.61G>A c.(61-63)GAA>AAA p.E21K

Pat_76 Post-Resistance DPP10 57628 37 2 116572369 116572369 Missense_Mutation SNP G A 12 17 c.1701G>A c.(1699-1701)ATG>ATA p.M567I

Pat_76 Post-Resistance GLI2 2736 37 2 121748199 121748199 Missense_Mutation SNP C T 28 69 c.4709C>T c.(4708-4710)TCC>TTC p.S1570F

Pat_76 Post-Resistance TFCP2L1 29842 37 2 121992851 121992851 Missense_Mutation SNP A G 6 72 c.1040T>C c.(1039-1041)GTC>GCC p.V347A

Pat_76 Post-Resistance TFCP2L1 29842 37 2 121997133 121997133 Splice_Site SNP C T 6 21 c.860_splice c.e8+1 p.G287_splice

Pat_76 Post-Resistance MKI67IP 84365 37 2 122493301 122493301 Missense_Mutation SNP G T 11 12 c.131C>A c.(130-132)CCT>CAT p.P44H

Pat_76 Post-Resistance MYO7B 4648 37 2 128341852 128341852 Missense_Mutation SNP C T 24 65 c.1499C>T c.(1498-1500)GCC>GTC p.A500V

Pat_76 Post-Resistance MYO7B 4648 37 2 128346086 128346086 Missense_Mutation SNP C T 10 29 c.1810C>T c.(1810-1812)CAT>TAT p.H604Y

Pat_76 Post-Resistance YSK4 80122 37 2 135744766 135744766 Missense_Mutation SNP G A 9 12 c.1676C>T c.(1675-1677)CCC>CTC p.P559L

Pat_76 Post-Resistance LCT 3938 37 2 136566810 136566810 Missense_Mutation SNP G A 11 27 c.3107C>T c.(3106-3108)CCT>CTT p.P1036L

Pat_76 Post-Resistance HNMT 3176 37 2 138762777 138762777 Missense_Mutation SNP C T 13 34 c.505C>T c.(505-507)CTC>TTC p.L169F

Pat_76 Post-Resistance LRP1B 53353 37 2 141232728 141232728 Missense_Mutation SNP C T 15 29 c.9604G>A c.(9604-9606)GAT>AAT p.D3202N

Pat_76 Post-Resistance KYNU 8942 37 2 143643012 143643012 Missense_Mutation SNP G A 10 20 c.76G>A c.(76-78)GAT>AAT p.D26N

Pat_76 Post-Resistance KYNU 8942 37 2 143718310 143718310 Missense_Mutation SNP C T 23 37 c.700C>T c.(700-702)CCT>TCT p.P234S

Pat_76 Post-Resistance ARHGAP15 55843 37 2 143913139 143913139 Missense_Mutation SNP G A 5 19 c.80G>A c.(79-81)AGA>AAA p.R27K

Pat_76 Post-Resistance KIF5C 3800 37 2 149864490 149864490 Missense_Mutation SNP A G 22 47 c.2459A>G c.(2458-2460)GAC>GGC p.D820G

Pat_76 Post-Resistance GALNT5 11227 37 2 158140927 158140927 Missense_Mutation SNP G A 5 14 c.1588G>A c.(1588-1590)GAG>AAG p.E530K

Pat_76 Post-Resistance RBMS1 5937 37 2 161349804 161349804 Missense_Mutation SNP G A 7 19 c.71C>T c.(70-72)GCC>GTC p.A24V

Pat_76 Post-Resistance SCN3A 6328 37 2 165997216 165997216 Missense_Mutation SNP G A 13 51 c.1964C>T c.(1963-1965)TCC>TTC p.S655F

Pat_76 Post-Resistance SCN2A 6326 37 2 166188065 166188065 Missense_Mutation SNP C T 4 15 c.2375C>T c.(2374-2376)TCT>TTT p.S792F

Pat_76 Post-Resistance SCN9A 6335 37 2 167060726 167060726 Nonsense_Mutation SNP G A 6 9 c.4480C>T c.(4480-4482)CAA>TAA p.Q1494*

Pat_76 Post-Resistance SCN9A 6335 37 2 167134772 167134772 Missense_Mutation SNP C T 3 12 c.2362G>A c.(2362-2364)GAT>AAT p.D788N

Pat_76 Post-Resistance SCN7A 6332 37 2 167297955 167297955 Missense_Mutation SNP G A 10 25 c.2108C>T c.(2107-2109)TCC>TTC p.S703F

Pat_76 Post-Resistance XIRP2 129446 37 2 168099884 168099884 Missense_Mutation SNP G A 12 30 c.1982G>A c.(1981-1983)AGG>AAG p.R661K

Pat_76 Post-Resistance XIRP2 129446 37 2 168106418 168106418 Missense_Mutation SNP G A 8 25 c.8516G>A c.(8515-8517)AGA>AAA p.R2839K

Pat_76 Post-Resistance ITGA6 3655 37 2 173355997 173355997 Missense_Mutation SNP G A 29 53 c.2827G>A c.(2827-2829)GGG>AGG p.G943R

Pat_76 Post-Resistance CDCA7 83879 37 2 174232372 174232372 Nonsense_Mutation SNP G T 19 49 c.1096G>T c.(1096-1098)GAA>TAA p.E366*



Pat_76 Post-Resistance CDCA7 83879 37 2 174232374 174232374 Missense_Mutation SNP A T 18 49 c.1098A>T c.(1096-1098)GAA>GAT p.E366D

Pat_76 Post-Resistance TTN 7273 37 2 179416869 179416870 Missense_Mutation DNP CC TT 17 72 83053_83054GG>Ac.(83053-83055)GGA>AAA p.G27685K

Pat_76 Post-Resistance TTN 7273 37 2 179417904 179417904 Missense_Mutation SNP C T 14 29 c.82019G>A c.(82018-82020)GGA>GAA p.G27340E

Pat_76 Post-Resistance TTN 7273 37 2 179431781 179431781 Missense_Mutation SNP G A 12 51 c.71374C>T c.(71374-71376)CGT>TGT p.R23792C

Pat_76 Post-Resistance TTN 7273 37 2 179432002 179432002 Missense_Mutation SNP C T 19 54 c.71153G>A c.(71152-71154)AGA>AAA p.R23718K

Pat_76 Post-Resistance TTN 7273 37 2 179483389 179483389 Missense_Mutation SNP C T 9 25 c.39184G>A c.(39184-39186)GGA>AGA p.G13062R

Pat_76 Post-Resistance TTN 7273 37 2 179552940 179552940 Missense_Mutation SNP C T 4 24 c.28477G>A c.(28477-28479)GAG>AAG p.E9493K

Pat_76 Post-Resistance TTN 7273 37 2 179584053 179584053 Missense_Mutation SNP C T 30 87 c.20332G>A c.(20332-20334)GGA>AGA p.G6778R

Pat_76 Post-Resistance TTN 7273 37 2 179587255 179587255 Missense_Mutation SNP G A 12 40 c.18527C>T c.(18526-18528)TCT>TTT p.S6176F

Pat_76 Post-Resistance TTN 7273 37 2 179590750 179590750 Missense_Mutation SNP G A 4 9 c.16567C>T c.(16567-16569)CCT>TCT p.P5523S

Pat_76 Post-Resistance TTN 7273 37 2 179594203 179594203 Missense_Mutation SNP G A 18 41 c.14948C>T c.(14947-14949)CCG>CTG p.P4983L

Pat_76 Post-Resistance TTN 7273 37 2 179605785 179605786 Missense_Mutation DNP CC TT 26 52 11661_11662GG>A659-11664)AAGGGT>AAA p.G3888S

Pat_76 Post-Resistance TTN 7273 37 2 179614199 179614199 Nonsense_Mutation SNP G A 4 15 c.12928C>T c.(12928-12930)CAA>TAA p.Q4310*

Pat_76 Post-Resistance TTN 7273 37 2 179638813 179638813 Missense_Mutation SNP C T 11 30 c.7082G>A c.(7081-7083)GGA>GAA p.G2361E

Pat_76 Post-Resistance CCDC141 285025 37 2 179701823 179701823 Nonsense_Mutation SNP G A 4 8 c.2398C>T c.(2398-2400)CAA>TAA p.Q800*

Pat_76 Post-Resistance ZNF804A 91752 37 2 185798352 185798353 Missense_Mutation DNP GG AA 6 12 c.278_279GG>AA c.(277-279)AGG>AAA p.R93K

Pat_76 Post-Resistance ZSWIM2 151112 37 2 187702046 187702046 Missense_Mutation SNP C T 7 24 c.730G>A c.(730-732)GGG>AGG p.G244R

Pat_76 Post-Resistance ZSWIM2 151112 37 2 187702277 187702277 Missense_Mutation SNP C T 8 25 c.499G>A c.(499-501)GGC>AGC p.G167S

Pat_76 Post-Resistance COL3A1 1281 37 2 189854823 189854823 Missense_Mutation SNP G A 9 16 c.692G>A c.(691-693)GGA>GAA p.G231E

Pat_76 Post-Resistance MYO1B 4430 37 2 192265124 192265124 Missense_Mutation SNP G A 25 63 c.2312G>A c.(2311-2313)CGG>CAG p.R771Q

Pat_76 Post-Resistance DNAH7 56171 37 2 196723464 196723464 Nonsense_Mutation SNP G A 14 40 c.7801C>T c.(7801-7803)CAA>TAA p.Q2601*

Pat_76 Post-Resistance DNAH7 56171 37 2 196729497 196729497 Missense_Mutation SNP C T 21 61 c.6882G>A c.(6880-6882)ATG>ATA p.M2294I

Pat_76 Post-Resistance DNAH7 56171 37 2 196756414 196756414 Missense_Mutation SNP G A 13 29 c.5011C>T c.(5011-5013)CTT>TTT p.L1671F

Pat_76 Post-Resistance HECW2 57520 37 2 197092934 197092934 Missense_Mutation SNP G A 6 14 c.3809C>T c.(3808-3810)TCC>TTC p.S1270F

Pat_76 Post-Resistance SPATS2L 26010 37 2 201342632 201342632 Missense_Mutation SNP G A 9 6 c.1555G>A c.(1555-1557)GAG>AAG p.E519K

Pat_76 Post-Resistance RAPH1 65059 37 2 204306082 204306083 Missense_Mutation DNP GG AA 4 29 c.1830_1831CC>TT828-1833)TCCCCG>TCTT p.P611S

Pat_76 Post-Resistance ZDBF2 57683 37 2 207173096 207173096 Missense_Mutation SNP G A 4 12 c.3844G>A c.(3844-3846)GAT>AAT p.D1282N

Pat_76 Post-Resistance PTH2R 5746 37 2 209307123 209307123 Missense_Mutation SNP C T 24 56 c.446C>T c.(445-447)ACC>ATC p.T149I

Pat_76 Post-Resistance CPS1 1373 37 2 211454911 211454911 Missense_Mutation SNP C T 60 172 c.793C>T c.(793-795)CCG>TCG p.P265S

Pat_76 Post-Resistance ABCA12 26154 37 2 215843664 215843665 Missense_Mutation DNP CC TT 10 18 .4840_4841GG>AAc.(4840-4842)GGA>AAA p.G1614K

Pat_76 Post-Resistance SERPINE2 5270 37 2 224842266 224842266 Missense_Mutation SNP G A 14 42 c.1154C>T c.(1153-1155)CCT>CTT p.P385L

Pat_76 Post-Resistance COL4A4 1286 37 2 227872874 227872874 Missense_Mutation SNP C T 7 17 c.4669G>A c.(4669-4671)GAG>AAG p.E1557K

Pat_76 Post-Resistance COL4A3 1285 37 2 228155552 228155552 Missense_Mutation SNP G A 3 8 c.3160G>A c.(3160-3162)GGA>AGA p.G1054R

Pat_76 Post-Resistance SP100 6672 37 2 231404082 231404082 Missense_Mutation SNP C T 19 22 c.2195C>T c.(2194-2196)TCC>TTC p.S732F

Pat_76 Post-Resistance UGT1A6 54578 37 2 234601885 234601885 Missense_Mutation SNP C T 10 23 c.235C>T c.(235-237)CCA>TCA p.P79S

Pat_76 Post-Resistance ASB18 401036 37 2 237149963 237149963 Missense_Mutation SNP C T 24 33 c.288G>A c.(286-288)ATG>ATA p.M96I

Pat_76 Post-Resistance RBM44 375316 37 2 238738134 238738134 Missense_Mutation SNP C T 16 54 c.2878C>T c.(2878-2880)CCT>TCT p.P960S

Pat_76 Post-Resistance RNPEPL1 57140 37 2 241514551 241514551 Missense_Mutation SNP T A 33 54 c.700T>A c.(700-702)TTT>ATT p.F234I

Pat_76 Post-Resistance SNED1 25992 37 2 241989314 241989314 Missense_Mutation SNP T C 13 38 c.1699T>C c.(1699-1701)TGC>CGC p.C567R

Pat_76 Post-Resistance CPXM1 56265 37 20 2774842 2774842 Missense_Mutation SNP C G 16 32 c.2199G>C c.(2197-2199)AAG>AAC p.K733N

Pat_76 Post-Resistance CPXM1 56265 37 20 2777701 2777701 Missense_Mutation SNP G A 4 15 c.872C>T c.(871-873)TCC>TTC p.S291F

Pat_76 Post-Resistance SLC4A11 83959 37 20 3209023 3209023 Missense_Mutation SNP G A 29 83 c.2488C>T c.(2488-2490)CAC>TAC p.H830Y

Pat_76 Post-Resistance GPCPD1 56261 37 20 5539440 5539440 Missense_Mutation SNP G A 3 13 c.1558C>T c.(1558-1560)CCG>TCG p.P520S

Pat_76 Post-Resistance PLCB1 23236 37 20 8130959 8130959 Missense_Mutation SNP C T 4 5 c.118C>T c.(118-120)CCA>TCA p.P40S

Pat_76 Post-Resistance PLCB1 23236 37 20 8626748 8626748 Splice_Site SNP G A 5 21 c.385_splice c.e5-1 p.E129_splice

Pat_76 Post-Resistance PAK7 57144 37 20 9561234 9561234 Missense_Mutation SNP G A 19 37 c.548C>T c.(547-549)TCT>TTT p.S183F

Pat_76 Post-Resistance SNAP25 6616 37 20 10256176 10256176 Missense_Mutation SNP G A 4 13 c.37G>A c.(37-39)GAG>AAG p.E13K



Pat_76 Post-Resistance SEL1L2 80343 37 20 13839970 13839970 Missense_Mutation SNP G A 9 23 c.1756C>T c.(1756-1758)CAC>TAC p.H586Y

Pat_76 Post-Resistance KIF16B 55614 37 20 16360462 16360462 Missense_Mutation SNP C T 5 28 c.2185G>A c.(2185-2187)GAA>AAA p.E729K

Pat_76 Post-Resistance C20orf26 26074 37 20 20257987 20257987 Missense_Mutation SNP G A 29 29 c.2681G>A c.(2680-2682)GGA>GAA p.G894E

Pat_76 Post-Resistance INSM1 3642 37 20 20350319 20350319 Missense_Mutation SNP C T 7 20 c.1408C>T c.(1408-1410)CCC>TCC p.P470S

Pat_76 Post-Resistance XRN2 22803 37 20 21362668 21362668 Missense_Mutation SNP C T 3 18 c.2621C>T c.(2620-2622)CCC>CTC p.P874L

Pat_76 Post-Resistance FOXA2 3170 37 20 22563239 22563239 Missense_Mutation SNP C T 33 39 c.623G>A c.(622-624)CGC>CAC p.R208H

Pat_76 Post-Resistance MYLK2 85366 37 20 30409442 30409442 Missense_Mutation SNP C T 77 87 c.674C>T c.(673-675)TCG>TTG p.S225L

Pat_76 Post-Resistance TTLL9 164395 37 20 30507671 30507671 Missense_Mutation SNP C T 35 35 c.509C>T c.(508-510)GCC>GTC p.A170V

Pat_76 Post-Resistance ZNF341 84905 37 20 32377334 32377334 Missense_Mutation SNP G A 20 82 c.1975G>A c.(1975-1977)GGC>AGC p.G659S

Pat_76 Post-Resistance ITCH 83737 37 20 33059310 33059310 Missense_Mutation SNP C T 18 16 c.1682C>T c.(1681-1683)TCC>TTC p.S561F

Pat_76 Post-Resistance GSS 2937 37 20 33529540 33529540 Missense_Mutation SNP G A 17 16 c.584C>T c.(583-585)GCC>GTC p.A195V

Pat_76 Post-Resistance FAM83C 128876 37 20 33875149 33875149 Missense_Mutation SNP G A 3 15 c.1433C>T c.(1432-1434)CCC>CTC p.P478L

Pat_76 Post-Resistance MANBAL 63905 37 20 35929694 35929694 Missense_Mutation SNP C T 3 7 c.28C>T c.(28-30)CCG>TCG p.P10S

Pat_76 Post-Resistance TGM2 7052 37 20 36760777 36760777 Missense_Mutation SNP C T 29 90 c.1741G>A c.(1741-1743)GAC>AAC p.D581N

Pat_76 Post-Resistance L3MBTL 26013 37 20 42143326 42143326 Missense_Mutation SNP C T 3 8 c.346C>T c.(346-348)CCG>TCG p.P116S

Pat_76 Post-Resistance TOX2 84969 37 20 42680074 42680074 Missense_Mutation SNP G T 16 15 c.567G>T c.(565-567)ATG>ATT p.M189I

Pat_76 Post-Resistance JPH2 57158 37 20 42788428 42788428 Missense_Mutation SNP G T 15 52 c.999C>A c.(997-999)GAC>GAA p.D333E

Pat_76 Post-Resistance JPH2 57158 37 20 42788430 42788430 Missense_Mutation SNP C T 15 51 c.997G>A c.(997-999)GAC>AAC p.D333N

Pat_76 Post-Resistance HNF4A 3172 37 20 43056995 43056995 Missense_Mutation SNP C T 48 62 c.1150C>T c.(1150-1152)CAT>TAT p.H384Y

Pat_76 Post-Resistance SEMG2 6407 37 20 43850643 43850643 Missense_Mutation SNP C T 19 16 c.370C>T c.(370-372)CAC>TAC p.H124Y

Pat_76 Post-Resistance MMP9 4318 37 20 44641179 44641179 Missense_Mutation SNP C T 27 24 c.1288C>T c.(1288-1290)CCC>TCC p.P430S

Pat_76 Post-Resistance ZNF334 55713 37 20 45130345 45130345 Missense_Mutation SNP C T 37 90 c.1633G>A c.(1633-1635)GAA>AAA p.E545K

Pat_76 Post-Resistance ZNF334 55713 37 20 45130930 45130930 Missense_Mutation SNP C T 23 129 c.1048G>A c.(1048-1050)GAA>AAA p.E350K

Pat_76 Post-Resistance ARFGEF2 10564 37 20 47635499 47635499 Missense_Mutation SNP C T 8 8 c.4588C>T c.(4588-4590)CCA>TCA p.P1530S

Pat_76 Post-Resistance SALL4 57167 37 20 50408016 50408016 Missense_Mutation SNP G A 6 10 c.1006C>T c.(1006-1008)CCT>TCT p.P336S

Pat_76 Post-Resistance SALL4 57167 37 20 50408730 50408730 Missense_Mutation SNP G A 19 20 c.292C>T c.(292-294)CCA>TCA p.P98S

Pat_76 Post-Resistance CBLN4 140689 37 20 54575833 54575833 Missense_Mutation SNP C T 25 38 c.362G>A c.(361-363)AGT>AAT p.S121N

Pat_76 Post-Resistance MC3R 4159 37 20 54824619 54824620 Missense_Mutation DNP GG AA 23 21 c.720_721GG>AA718-723)GGGGCA>GGAA p.A241T

Pat_76 Post-Resistance CSTF1 1477 37 20 54974146 54974146 Missense_Mutation SNP C T 40 135 c.769C>T c.(769-771)CCT>TCT p.P257S

Pat_76 Post-Resistance CASS4 57091 37 20 55027514 55027514 Missense_Mutation SNP G A 11 10 c.1282G>A c.(1282-1284)GAG>AAG p.E428K

Pat_76 Post-Resistance GNAS 2778 37 20 57484421 57484421 Missense_Mutation SNP G A 7 25 c.2531G>A c.(2530-2532)CGT>CAT p.R844H

Pat_76 Post-Resistance ZNF831 128611 37 20 57768785 57768785 Missense_Mutation SNP C T 28 16 c.2711C>T c.(2710-2712)ACC>ATC p.T904I

Pat_76 Post-Resistance ZNF831 128611 37 20 57769723 57769723 Nonsense_Mutation SNP C T 5 13 c.3649C>T c.(3649-3651)CGA>TGA p.R1217*

Pat_76 Post-Resistance ZNF831 128611 37 20 57770945 57770945 Missense_Mutation SNP G A 48 167 c.3760G>A c.(3760-3762)GGG>AGG p.G1254R

Pat_76 Post-Resistance SYCP2 10388 37 20 58495521 58495521 Missense_Mutation SNP G A 9 6 c.190C>T c.(190-192)CAC>TAC p.H64Y

Pat_76 Post-Resistance SRMS 6725 37 20 62178665 62178666 Missense_Mutation DNP GG AA 4 13 c.151_152CC>TT c.(151-153)CCC>TTC p.P51F

Pat_76 Post-Resistance NCAM2 4685 37 21 22656657 22656657 Missense_Mutation SNP C T 7 21 c.274C>T c.(274-276)CGT>TGT p.R92C

Pat_76 Post-Resistance JAM2 58494 37 21 27066190 27066190 Missense_Mutation SNP G A 50 85 c.364G>A c.(364-366)GAA>AAA p.E122K

Pat_76 Post-Resistance SFRS15 57466 37 21 33067289 33067289 Missense_Mutation SNP G A 8 11 c.1073C>T c.(1072-1074)CCA>CTA p.P358L

Pat_76 Post-Resistance HUNK 30811 37 21 33370917 33370917 Missense_Mutation SNP C T 15 31 c.1565C>T c.(1564-1566)CCC>CTC p.P522L

Pat_76 Post-Resistance C21orf59 56683 37 21 33976521 33976521 Missense_Mutation SNP C T 14 42 c.448G>A c.(448-450)GTG>ATG p.V150M

Pat_76 Post-Resistance DNAJC28 54943 37 21 34861059 34861059 Missense_Mutation SNP T G 19 24 c.642A>C c.(640-642)AAA>AAC p.K214N

Pat_76 Post-Resistance SLC5A3 6526 37 21 35467832 35467832 Missense_Mutation SNP A G 38 86 c.335A>G c.(334-336)TAC>TGC p.Y112C

Pat_76 Post-Resistance SLC5A3 6526 37 21 35467859 35467859 Missense_Mutation SNP G A 39 83 c.362G>A c.(361-363)AGG>AAG p.R121K

Pat_76 Post-Resistance SETD4 54093 37 21 37420683 37420683 Missense_Mutation SNP C T 68 158 c.219G>A c.(217-219)ATG>ATA p.M73I

Pat_76 Post-Resistance DOPEY2 9980 37 21 37597961 37597961 Missense_Mutation SNP C T 8 13 c.1469C>T c.(1468-1470)CCT>CTT p.P490L

Pat_76 Post-Resistance TTC3 7267 37 21 38462544 38462545 Missense_Mutation DNP CC TT 4 24 c.438_439CC>TT (436-441)TTCCTT>TTTTT p.L147F



Pat_76 Post-Resistance TTC3 7267 37 21 38539906 38539906 Missense_Mutation SNP C T 6 10 c.4451C>T c.(4450-4452)CCT>CTT p.P1484L

Pat_76 Post-Resistance DSCR4 10281 37 21 39426981 39426981 Missense_Mutation SNP C T 6 27 c.325G>A c.(325-327)GAC>AAC p.D109N

Pat_76 Post-Resistance DSCAM 1826 37 21 41450781 41450781 Missense_Mutation SNP G A 5 11 c.4544C>T c.(4543-4545)CCC>CTC p.P1515L

Pat_76 Post-Resistance DSCAM 1826 37 21 41455916 41455916 Missense_Mutation SNP G A 5 15 c.4150C>T c.(4150-4152)CGG>TGG p.R1384W

Pat_76 Post-Resistance FAM3B 54097 37 21 42694883 42694883 Missense_Mutation SNP C T 16 35 c.53C>T c.(52-54)TCC>TTC p.S18F

Pat_76 Post-Resistance PRDM15 63977 37 21 43299455 43299455 Missense_Mutation SNP G A 6 15 c.26C>T c.(25-27)TCC>TTC p.S9F

Pat_76 Post-Resistance CRYAA 1409 37 21 44590730 44590730 Missense_Mutation SNP G A 11 25 c.293G>A c.(292-294)GGA>GAA p.G98E

Pat_76 Post-Resistance SIK1 150094 37 21 44838191 44838191 Missense_Mutation SNP G A 9 29 c.1693C>T c.(1693-1695)CCT>TCT p.P565S

Pat_76 Post-Resistance RRP1 8568 37 21 45217545 45217546 Missense_Mutation DNP CC TT 18 79 c.586_587CC>TT c.(586-588)CCC>TTC p.P196F

Pat_76 Post-Resistance C21orf29 54084 37 21 45987779 45987779 Missense_Mutation SNP C T 10 25 c.193G>A c.(193-195)GCC>ACC p.A65T

Pat_76 Post-Resistance KRTAP10-4 386672 37 21 45994771 45994771 Missense_Mutation SNP C T 49 96 c.1136C>T c.(1135-1137)TCC>TTC p.S379F

Pat_76 Post-Resistance COL6A1 1291 37 21 47418068 47418069 Missense_Mutation DNP GG AA 7 11 .1558_1559GG>AAc.(1558-1560)GGC>AAC p.G520N

Pat_76 Post-Resistance COL6A2 1292 37 21 47532283 47532283 Missense_Mutation SNP C T 4 4 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Post-Resistance LSS 4047 37 21 47633739 47633739 Missense_Mutation SNP G A 9 25 c.1022C>T c.(1021-1023)ACC>ATC p.T341I

Pat_76 Post-Resistance PCNT 5116 37 21 47769597 47769598 Splice_Site DNP GG AA 11 31 c.1208_splice c.e8-1 p.R403_splice

Pat_76 Post-Resistance PCNT 5116 37 21 47817270 47817270 Missense_Mutation SNP G A 10 17 c.4308G>A c.(4306-4308)ATG>ATA p.M1436I

Pat_76 Post-Resistance DIP2A 23181 37 21 47981665 47981665 Missense_Mutation SNP C T 34 67 c.4036C>T c.(4036-4038)CGT>TGT p.R1346C

Pat_76 Post-Resistance POTEH 23784 37 22 16267070 16267070 Missense_Mutation SNP C T 15 202 c.1379G>A c.(1378-1380)GGA>GAA p.G460E

Pat_76 Post-Resistance POTEH 23784 37 22 16279222 16279222 Missense_Mutation SNP T A 13 182 c.1001A>T c.(1000-1002)AAT>ATT p.N334I

Pat_76 Post-Resistance OR11H1 81061 37 22 16449102 16449102 Missense_Mutation SNP G A 34 36 c.703C>T c.(703-705)CTT>TTT p.L235F

Pat_76 Post-Resistance RTDR1 27156 37 22 23401774 23401774 Missense_Mutation SNP C T 23 22 c.913G>A c.(913-915)GGC>AGC p.G305S

Pat_76 Post-Resistance RAB36 9609 37 22 23495309 23495309 Missense_Mutation SNP A T 32 49 c.515A>T c.(514-516)TAT>TTT p.Y172F

Pat_76 Post-Resistance MMP11 4320 37 22 24124425 24124425 Nonsense_Mutation SNP G A 33 68 c.1088G>A c.(1087-1089)TGG>TAG p.W363*

Pat_76 Post-Resistance CABIN1 23523 37 22 24481098 24481099 Missense_Mutation DNP CC TT 8 27 c.3257_3258CC>TTc.(3256-3258)CCC>CTT p.P1086L

Pat_76 Post-Resistance GGT1 2678 37 22 25023398 25023398 Splice_Site SNP G A 25 44 c.1021_splice c.e12-1 p.V341_splice

Pat_76 Post-Resistance MYO18B 84700 37 22 26351183 26351183 Missense_Mutation SNP G A 4 14 c.6009G>A c.(6007-6009)ATG>ATA p.M2003I

Pat_76 Post-Resistance CABP7 164633 37 22 30125183 30125183 Missense_Mutation SNP C T 4 12 c.506C>T c.(505-507)CCC>CTC p.P169L

Pat_76 Post-Resistance SEC14L3 266629 37 22 30863013 30863013 Missense_Mutation SNP C T 32 60 c.475G>A c.(475-477)GGA>AGA p.G159R

Pat_76 Post-Resistance NCF4 4689 37 22 37261013 37261013 Missense_Mutation SNP G A 27 44 c.170G>A c.(169-171)CGC>CAC p.R57H

Pat_76 Post-Resistance TMPRSS6 164656 37 22 37499418 37499418 Missense_Mutation SNP C T 32 52 c.67G>A c.(67-69)GGG>AGG p.G23R

Pat_76 Post-Resistance TRIOBP 11078 37 22 38120224 38120224 Missense_Mutation SNP C T 51 157 c.1661C>T c.(1660-1662)GCC>GTC p.A554V

Pat_76 Post-Resistance TRIOBP 11078 37 22 38131325 38131326 Missense_Mutation DNP CC TT 6 17 c.4982_4983CC>TT c.(4981-4983)TCC>TTT p.S1661F

Pat_76 Post-Resistance TAB1 10454 37 22 39822888 39822888 Missense_Mutation SNP C T 23 57 c.1102C>T c.(1102-1104)CCG>TCG p.P368S

Pat_76 Post-Resistance CACNA1I 8911 37 22 40069069 40069069 Missense_Mutation SNP G A 60 108 c.4765G>A c.(4765-4767)GTT>ATT p.V1589I

Pat_76 Post-Resistance XRCC6 2547 37 22 42053023 42053023 Missense_Mutation SNP C T 7 16 c.1408C>T c.(1408-1410)CGC>TGC p.R470C

Pat_76 Post-Resistance WNT7B 7477 37 22 46345835 46345835 Missense_Mutation SNP C T 14 38 c.263G>A c.(262-264)GGC>GAC p.G88D

Pat_76 Post-Resistance CNTN4 152330 37 3 3081778 3081778 Missense_Mutation SNP C T 12 19 c.2221C>T c.(2221-2223)CCC>TCC p.P741S

Pat_76 Post-Resistance IL5RA 3568 37 3 3139668 3139668 Missense_Mutation SNP G A 22 32 c.595C>T c.(595-597)CCC>TCC p.P199S

Pat_76 Post-Resistance ITPR1 3708 37 3 4735393 4735393 Missense_Mutation SNP C T 11 10 c.4222C>T c.(4222-4224)CGC>TGC p.R1408C

Pat_76 Post-Resistance C3orf31 132001 37 3 11871271 11871271 Missense_Mutation SNP G A 10 38 c.479C>T c.(478-480)GCT>GTT p.A160V

Pat_76 Post-Resistance PPARG 5468 37 3 12458228 12458228 Missense_Mutation SNP C T 9 13 c.845C>T c.(844-846)TCC>TTC p.S282F

Pat_76 Post-Resistance NUP210 23225 37 3 13378363 13378363 Missense_Mutation SNP T C 25 64 c.3608A>G c.(3607-3609)AAT>AGT p.N1203S

Pat_76 Post-Resistance GRIP2 80852 37 3 14561732 14561732 Missense_Mutation SNP C T 16 19 c.1206G>A c.(1204-1206)ATG>ATA p.M402I

Pat_76 Post-Resistance FGD5 152273 37 3 14861563 14861563 Missense_Mutation SNP C T 9 20 c.985C>T c.(985-987)CCT>TCT p.P329S

Pat_76 Post-Resistance PLCL2 23228 37 3 17051292 17051292 Missense_Mutation SNP G A 4 14 c.430G>A c.(430-432)GTT>ATT p.V144I

Pat_76 Post-Resistance EFHB 151651 37 3 19974997 19974997 Missense_Mutation SNP C T 11 23 c.514G>A c.(514-516)GAA>AAA p.E172K

Pat_76 Post-Resistance SLC4A7 9497 37 3 27475470 27475470 Missense_Mutation SNP G A 16 21 c.688C>T c.(688-690)CTT>TTT p.L230F



Pat_76 Post-Resistance OSBPL10 114884 37 3 31725572 31725572 Missense_Mutation SNP G C 16 31 c.1280C>G c.(1279-1281)TCT>TGT p.S427C

Pat_76 Post-Resistance CNOT10 25904 37 3 32776347 32776347 Missense_Mutation SNP C T 42 122 c.1393C>T c.(1393-1395)CTC>TTC p.L465F

Pat_76 Post-Resistance ARPP21 10777 37 3 35730819 35730819 Missense_Mutation SNP G A 14 36 c.427G>A c.(427-429)GAT>AAT p.D143N

Pat_76 Post-Resistance ITGA9 3680 37 3 37783285 37783285 Missense_Mutation SNP C T 7 23 c.2299C>T c.(2299-2301)CAC>TAC p.H767Y

Pat_76 Post-Resistance DLEC1 9940 37 3 38150967 38150967 Missense_Mutation SNP G A 18 29 c.3174G>A c.(3172-3174)ATG>ATA p.M1058I

Pat_76 Post-Resistance SCN5A 6331 37 3 38592468 38592468 Missense_Mutation SNP C T 10 19 c.5395G>A c.(5395-5397)GAG>AAG p.E1799K

Pat_76 Post-Resistance SCN10A 6336 37 3 38739493 38739493 Missense_Mutation SNP C T 17 44 c.5218G>A c.(5218-5220)GAC>AAC p.D1740N

Pat_76 Post-Resistance CSRNP1 64651 37 3 39185196 39185196 Missense_Mutation SNP G A 13 14 c.1120C>T c.(1120-1122)CAC>TAC p.H374Y

Pat_76 Post-Resistance SACM1L 22908 37 3 45780142 45780142 Missense_Mutation SNP C A 3 18 c.1455C>A c.(1453-1455)AAC>AAA p.N485K

Pat_76 Post-Resistance SACM1L 22908 37 3 45780147 45780148 Missense_Mutation DNP CC TT 3 18 c.1460_1461CC>TT c.(1459-1461)TCC>TTT p.S487F

Pat_76 Post-Resistance LRRC2 79442 37 3 46592991 46592991 Missense_Mutation SNP C T 10 39 c.91G>A c.(91-93)GAG>AAG p.E31K

Pat_76 Post-Resistance PLXNB1 5364 37 3 48456394 48456395 Missense_Mutation DNP GG AA 21 48 c.4022_4023CC>TTc.(4021-4023)GCC>GTT p.A1341V

Pat_76 Post-Resistance CCDC51 79714 37 3 48474195 48474195 Missense_Mutation SNP C T 15 49 c.859G>A c.(859-861)GGT>AGT p.G287S

Pat_76 Post-Resistance QARS 5859 37 3 49135820 49135820 Missense_Mutation SNP G A 21 48 c.2050C>T c.(2050-2052)CCT>TCT p.P684S

Pat_76 Post-Resistance TNNC1 7134 37 3 52485442 52485442 Missense_Mutation SNP C T 8 18 c.419G>A c.(418-420)GGA>GAA p.G140E

Pat_76 Post-Resistance PBRM1 55193 37 3 52682442 52682442 Missense_Mutation SNP C T 3 16 c.731G>A c.(730-732)AGT>AAT p.S244N

Pat_76 Post-Resistance CACNA1D 776 37 3 53835242 53835242 Missense_Mutation SNP G A 13 33 c.5198G>A c.(5197-5199)GGA>GAA p.G1733E

Pat_76 Post-Resistance ERC2 26059 37 3 55984533 55984533 Missense_Mutation SNP C T 3 19 c.2323G>A c.(2323-2325)GAA>AAA p.E775K

Pat_76 Post-Resistance CCDC66 285331 37 3 56627597 56627597 Nonsense_Mutation SNP C T 13 18 c.1147C>T c.(1147-1149)CAG>TAG p.Q383*

Pat_76 Post-Resistance FLNB 2317 37 3 58109342 58109342 Missense_Mutation SNP C T 20 54 c.3649C>T c.(3649-3651)CCC>TCC p.P1217S

Pat_76 Post-Resistance DNASE1L3 1776 37 3 58191217 58191217 Nonsense_Mutation SNP G A 23 49 c.301C>T c.(301-303)CAA>TAA p.Q101*

Pat_76 Post-Resistance ROBO1 6091 37 3 78683100 78683100 Missense_Mutation SNP C T 5 39 c.3466G>A c.(3466-3468)GGC>AGC p.G1156S

Pat_76 Post-Resistance EPHA3 2042 37 3 89499331 89499331 Missense_Mutation SNP T G 6 20 c.2501T>G c.(2500-2502)ATT>AGT p.I834S

Pat_76 Post-Resistance PROS1 5627 37 3 93646102 93646102 Missense_Mutation SNP G A 13 18 c.226C>T c.(226-228)CCG>TCG p.P76S

Pat_76 Post-Resistance OR5H14 403273 37 3 97868560 97868560 Missense_Mutation SNP G A 29 76 c.331G>A c.(331-333)GAA>AAA p.E111K

Pat_76 Post-Resistance OR5H15 403274 37 3 97888271 97888271 Missense_Mutation SNP C G 3 18 c.728C>G c.(727-729)GCC>GGC p.A243G

Pat_76 Post-Resistance GPR128 84873 37 3 100349614 100349614 Missense_Mutation SNP G A 12 26 c.295G>A c.(295-297)GGA>AGA p.G99R

Pat_76 Post-Resistance IMPG2 50939 37 3 101038529 101038529 Missense_Mutation SNP C T 10 27 c.233G>A c.(232-234)AGA>AAA p.R78K

Pat_76 Post-Resistance ZPLD1 131368 37 3 102187971 102187971 Missense_Mutation SNP C T 14 39 c.925C>T c.(925-927)CTT>TTT p.L309F

Pat_76 Post-Resistance CCDC54 84692 37 3 107096863 107096864 Missense_Mutation DNP GG AA 6 13 c.429_430GG>AA(427-432)CTGGAA>CTAAA p.E144K

Pat_76 Post-Resistance MYH15 22989 37 3 108110641 108110641 Missense_Mutation SNP C T 13 44 c.5456G>A c.(5455-5457)GGG>GAG p.G1819E

Pat_76 Post-Resistance MYH15 22989 37 3 108149702 108149702 Nonsense_Mutation SNP G A 4 8 c.3349C>T c.(3349-3351)CAG>TAG p.Q1117*

Pat_76 Post-Resistance MYH15 22989 37 3 108218318 108218318 Nonsense_Mutation SNP G A 9 9 c.568C>T c.(568-570)CAG>TAG p.Q190*

Pat_76 Post-Resistance CD96 10225 37 3 111263955 111263955 Missense_Mutation SNP A C 16 44 c.124A>C c.(124-126)AAC>CAC p.N42H

Pat_76 Post-Resistance TMPRSS7 344805 37 3 111793194 111793194 Missense_Mutation SNP G A 13 25 c.1340G>A c.(1339-1341)AGG>AAG p.R447K

Pat_76 Post-Resistance CCDC80 151887 37 3 112357513 112357513 Missense_Mutation SNP G A 11 20 c.1240C>T c.(1240-1242)CTT>TTT p.L414F

Pat_76 Post-Resistance ZNF80 7634 37 3 113955513 113955513 Missense_Mutation SNP C T 16 44 c.409G>A c.(409-411)GAG>AAG p.E137K

Pat_76 Post-Resistance RABL3 285282 37 3 120449568 120449568 Missense_Mutation SNP G A 14 37 c.113C>T c.(112-114)ACT>ATT p.T38I

Pat_76 Post-Resistance GOLGB1 2804 37 3 121409852 121409852 Missense_Mutation SNP C T 12 13 c.8344G>A c.(8344-8346)GAT>AAT p.D2782N

Pat_76 Post-Resistance PARP15 165631 37 3 122336009 122336009 Missense_Mutation SNP C T 13 33 c.998C>T c.(997-999)TCA>TTA p.S333L

Pat_76 Post-Resistance MYLK 4638 37 3 123452812 123452812 Missense_Mutation SNP G A 18 33 c.1031C>T c.(1030-1032)TCC>TTC p.S344F

Pat_76 Post-Resistance KALRN 8997 37 3 124053179 124053179 Missense_Mutation SNP C T 24 69 c.1478C>T c.(1477-1479)TCC>TTC p.S493F

Pat_76 Post-Resistance SLC12A8 84561 37 3 124909340 124909340 Nonsense_Mutation SNP C T 48 91 c.77G>A c.(76-78)TGG>TAG p.W26*

Pat_76 Post-Resistance MCM2 4171 37 3 127336204 127336205 Missense_Mutation DNP CC TT 5 25 c.1856_1857CC>TT c.(1855-1857)TCC>TTT p.S619F

Pat_76 Post-Resistance DNAJB8 165721 37 3 128181833 128181833 Missense_Mutation SNP G A 19 39 c.256C>T c.(256-258)CCC>TCC p.P86S

Pat_76 Post-Resistance TOPBP1 11073 37 3 133358805 133358806 Missense_Mutation DNP TC AT 5 8 c.2230_2231GA>AT c.(2230-2232)GAA>ATA p.E744I

Pat_76 Post-Resistance KY 339855 37 3 134366318 134366318 Missense_Mutation SNP C T 5 6 c.158G>A c.(157-159)GGA>GAA p.G53E



Pat_76 Post-Resistance EPHB1 2047 37 3 134670519 134670519 Missense_Mutation SNP G A 15 54 c.430G>A c.(430-432)GAG>AAG p.E144K

Pat_76 Post-Resistance PPP2R3A 5523 37 3 135720516 135720516 Missense_Mutation SNP C T 10 16 c.176C>T c.(175-177)CCT>CTT p.P59L

Pat_76 Post-Resistance NCK1 4690 37 3 136664562 136664562 Missense_Mutation SNP G A 22 38 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Post-Resistance COPB2 9276 37 3 139097898 139097898 Missense_Mutation SNP T C 12 23 c.346A>G c.(346-348)ACT>GCT p.T116A

Pat_76 Post-Resistance TRIM42 287015 37 3 140401461 140401461 Missense_Mutation SNP G A 21 59 c.499G>A c.(499-501)GAG>AAG p.E167K

Pat_76 Post-Resistance TRIM42 287015 37 3 140406746 140406746 Missense_Mutation SNP G A 6 16 c.1222G>A c.(1222-1224)GAA>AAA p.E408K

Pat_76 Post-Resistance PLS1 5357 37 3 142388285 142388285 Missense_Mutation SNP G A 25 47 c.124G>A c.(124-126)GAA>AAA p.E42K

Pat_76 Post-Resistance TRPC1 7220 37 3 142521065 142521065 Missense_Mutation SNP C T 6 16 c.1636C>T c.(1636-1638)CTT>TTT p.L546F

Pat_76 Post-Resistance MED12L 116931 37 3 151067889 151067889 Missense_Mutation SNP C T 69 163 c.2188C>T c.(2188-2190)CTC>TTC p.L730F

Pat_76 Post-Resistance IGSF10 285313 37 3 151161477 151161477 Missense_Mutation SNP T G 11 34 c.5258A>C c.(5257-5259)AAA>ACA p.K1753T

Pat_76 Post-Resistance PLCH1 23007 37 3 155267673 155267673 Missense_Mutation SNP C T 12 28 c.1229G>A c.(1228-1230)GGA>GAA p.G410E

Pat_76 Post-Resistance SLC33A1 9197 37 3 155571045 155571045 Nonsense_Mutation SNP G A 9 15 c.742C>T c.(742-744)CAG>TAG p.Q248*

Pat_76 Post-Resistance OTOL1 131149 37 3 161221642 161221642 Nonsense_Mutation SNP G A 4 15 c.1346G>A c.(1345-1347)TGG>TAG p.W449*

Pat_76 Post-Resistance MECOM 2122 37 3 168834150 168834150 Missense_Mutation SNP G A 7 20 c.946C>T c.(946-948)CCT>TCT p.P316S

Pat_76 Post-Resistance MECOM 2122 37 3 168834203 168834203 Missense_Mutation SNP C G 5 26 c.893G>C c.(892-894)GGA>GCA p.G298A

Pat_76 Post-Resistance MECOM 2122 37 3 169098985 169098985 Missense_Mutation SNP T A 9 15 c.365A>T c.(364-366)TAT>TTT p.Y122F

Pat_76 Post-Resistance SKIL 6498 37 3 170078829 170078829 Missense_Mutation SNP G A 17 32 c.710G>A c.(709-711)CGA>CAA p.R237Q

Pat_76 Post-Resistance YEATS2 55689 37 3 183469945 183469945 Missense_Mutation SNP C T 20 53 c.1054C>T c.(1054-1056)CCT>TCT p.P352S

Pat_76 Post-Resistance CLCN2 1181 37 3 184069842 184069842 Missense_Mutation SNP G A 58 97 c.2374C>T c.(2374-2376)CCT>TCT p.P792S

Pat_76 Post-Resistance MASP1 5648 37 3 186961374 186961374 Missense_Mutation SNP C T 14 44 c.1126G>A c.(1126-1128)GGG>AGG p.G376R

Pat_76 Post-Resistance LEPREL1 55214 37 3 189706753 189706753 Missense_Mutation SNP G A 9 37 c.898C>T c.(898-900)CCC>TCC p.P300S

Pat_76 Post-Resistance ATP13A4 84239 37 3 193120506 193120506 Missense_Mutation SNP G A 33 54 c.3526C>T c.(3526-3528)CCG>TCG p.P1176S

Pat_76 Post-Resistance ATP13A4 84239 37 3 193158390 193158390 Missense_Mutation SNP G A 7 28 c.2476C>T c.(2476-2478)CCT>TCT p.P826S

Pat_76 Post-Resistance PDE6B 5158 37 4 654259 654259 Missense_Mutation SNP G A 3 26 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Post-Resistance TMEM175 84286 37 4 946167 946167 Missense_Mutation SNP G A 21 35 c.391G>A c.(391-393)GTG>ATG p.V131M

Pat_76 Post-Resistance OTOP1 133060 37 4 4207848 4207848 Missense_Mutation SNP G A 4 13 c.550C>T c.(550-552)CTT>TTT p.L184F

Pat_76 Post-Resistance MAN2B2 23324 37 4 6590881 6590881 Missense_Mutation SNP C T 23 43 c.674C>T c.(673-675)TCC>TTC p.S225F

Pat_76 Post-Resistance AFAP1 60312 37 4 7776536 7776537 Missense_Mutation DNP GG CT 12 22 .1739_1740CC>AGc.(1738-1740)GCC>GAG p.A580E

Pat_76 Post-Resistance BOD1L 259282 37 4 13601911 13601911 Missense_Mutation SNP G A 4 17 c.6613C>T c.(6613-6615)CTT>TTT p.L2205F

Pat_76 Post-Resistance SLIT2 9353 37 4 20620619 20620619 Missense_Mutation SNP G A 6 22 c.4577G>A c.(4576-4578)AGG>AAG p.R1526K

Pat_76 Post-Resistance PPARGC1A 10891 37 4 23814447 23814447 Missense_Mutation SNP C T 19 69 c.1942G>A c.(1942-1944)GAA>AAA p.E648K

Pat_76 Post-Resistance ARAP2 116984 37 4 36149359 36149359 Missense_Mutation SNP G A 3 7 c.3010C>T c.(3010-3012)CCC>TCC p.P1004S

Pat_76 Post-Resistance PGM2 55276 37 4 37846170 37846170 Missense_Mutation SNP T C 8 18 c.905T>C c.(904-906)GTC>GCC p.V302A

Pat_76 Post-Resistance RBM47 54502 37 4 40439863 40439863 Missense_Mutation SNP C T 12 27 c.1048G>A c.(1048-1050)GAC>AAC p.D350N

Pat_76 Post-Resistance BEND4 389206 37 4 42119560 42119560 Missense_Mutation SNP C T 3 5 c.1580G>A c.(1579-1581)AGT>AAT p.S527N

Pat_76 Post-Resistance GABRA2 2555 37 4 46314655 46314655 Nonsense_Mutation SNP G A 4 14 c.334C>T c.(334-336)CGA>TGA p.R112*

Pat_76 Post-Resistance GABRB1 2560 37 4 47405358 47405358 Missense_Mutation SNP G A 8 23 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Post-Resistance REST 5978 37 4 57797533 57797533 Missense_Mutation SNP C T 16 69 c.2509C>T c.(2509-2511)CTT>TTT p.L837F

Pat_76 Post-Resistance UGT2A3 79799 37 4 69796394 69796394 Missense_Mutation SNP G A 8 24 c.1174C>T c.(1174-1176)CCC>TCC p.P392S

Pat_76 Post-Resistance UGT2B11 10720 37 4 70079869 70079869 Missense_Mutation SNP G A 11 26 c.572C>T c.(571-573)CCT>CTT p.P191L

Pat_76 Post-Resistance UGT2B11 10720 37 4 70080370 70080370 Missense_Mutation SNP C T 66 145 c.71G>A c.(70-72)GGA>GAA p.G24E

Pat_76 Post-Resistance UGT2A1 10941 37 4 70455112 70455112 Missense_Mutation SNP C T 7 8 c.1562G>A c.(1561-1563)GGA>GAA p.G521E

Pat_76 Post-Resistance ADAMTS3 9508 37 4 73414436 73414436 Missense_Mutation SNP C T 8 16 c.263G>A c.(262-264)GGA>GAA p.G88E

Pat_76 Post-Resistance ANKRD17 26057 37 4 73956389 73956389 Missense_Mutation SNP G A 3 19 c.6956C>T c.(6955-6957)CCC>CTC p.P2319L

Pat_76 Post-Resistance RASGEF1B 153020 37 4 82377830 82377830 Missense_Mutation SNP G A 7 13 c.413C>T c.(412-414)GCT>GTT p.A138V

Pat_76 Post-Resistance AGPAT9 84803 37 4 84502813 84502813 Missense_Mutation SNP G A 11 41 c.307G>A c.(307-309)GGA>AGA p.G103R

Pat_76 Post-Resistance FAM13A 10144 37 4 89679958 89679958 Missense_Mutation SNP G A 16 29 c.1673C>T c.(1672-1674)TCC>TTC p.S558F



Pat_76 Post-Resistance BMPR1B 658 37 4 96052444 96052444 Missense_Mutation SNP C T 5 21 c.857C>T c.(856-858)TCC>TTC p.S286F

Pat_76 Post-Resistance UBE2D3 7323 37 4 103720648 103720648 Missense_Mutation SNP G A 9 18 c.314C>T c.(313-315)TCC>TTC p.S105F

Pat_76 Post-Resistance TET2 54790 37 4 106156166 106156166 Missense_Mutation SNP C T 10 12 c.1067C>T c.(1066-1068)TCC>TTC p.S356F

Pat_76 Post-Resistance TET2 54790 37 4 106157650 106157650 Missense_Mutation SNP C T 15 16 c.2551C>T c.(2551-2553)CCT>TCT p.P851S

Pat_76 Post-Resistance NPNT 255743 37 4 106888470 106888470 Missense_Mutation SNP G A 9 9 c.1471G>A c.(1471-1473)GGG>AGG p.G491R

Pat_76 Post-Resistance AGXT2L1 64850 37 4 109667970 109667970 Missense_Mutation SNP C T 14 56 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Post-Resistance ANK2 287 37 4 114257821 114257821 Missense_Mutation SNP G A 10 16 c.3680G>A c.(3679-3681)AGA>AAA p.R1227K

Pat_76 Post-Resistance C4orf31 79625 37 4 121957496 121957496 Missense_Mutation SNP C T 22 24 c.1630G>A c.(1630-1632)GAT>AAT p.D544N

Pat_76 Post-Resistance KIAA1109 84162 37 4 123237921 123237921 Missense_Mutation SNP C T 8 30 c.10574C>T c.(10573-10575)GCT>GTT p.A3525V

Pat_76 Post-Resistance FAT4 79633 37 4 126240894 126240894 Missense_Mutation SNP G A 15 22 c.3328G>A c.(3328-3330)GAA>AAA p.E1110K

Pat_76 Post-Resistance FAT4 79633 37 4 126328272 126328272 Missense_Mutation SNP G A 21 50 c.5545G>A c.(5545-5547)GAC>AAC p.D1849N

Pat_76 Post-Resistance FAT4 79633 37 4 126329641 126329641 Missense_Mutation SNP G A 19 40 c.5612G>A c.(5611-5613)GGT>GAT p.G1871D

Pat_76 Post-Resistance PLK4 10733 37 4 128814932 128814933 Missense_Mutation DNP CC TT 23 71 c.2458_2459CC>TT c.(2458-2460)CCT>TTT p.P820F

Pat_76 Post-Resistance TBC1D9 23158 37 4 141578759 141578759 Missense_Mutation SNP G A 41 107 c.2129C>T c.(2128-2130)GCC>GTC p.A710V

Pat_76 Post-Resistance HHIP 64399 37 4 145573802 145573802 Missense_Mutation SNP G A 14 31 c.325G>A c.(325-327)GAA>AAA p.E109K

Pat_76 Post-Resistance FHDC1 85462 37 4 153897274 153897274 Missense_Mutation SNP C T 5 15 c.2831C>T c.(2830-2832)TCC>TTC p.S944F

Pat_76 Post-Resistance DCHS2 54798 37 4 155298497 155298497 Missense_Mutation SNP C T 14 26 c.334G>A c.(334-336)GAC>AAC p.D112N

Pat_76 Post-Resistance GUCY1A3 2982 37 4 156651237 156651237 Missense_Mutation SNP C T 9 41 c.1927C>T c.(1927-1929)CCA>TCA p.P643S

Pat_76 Post-Resistance GUCY1B3 2983 37 4 156725790 156725791 Missense_Mutation DNP GG AA 12 23 .1600_1601GG>AAc.(1600-1602)GGA>AAA p.G534K

Pat_76 Post-Resistance GLRB 2743 37 4 158041814 158041814 Missense_Mutation SNP G A 7 15 c.229G>A c.(229-231)GGC>AGC p.G77S

Pat_76 Post-Resistance GLRB 2743 37 4 158057831 158057831 Missense_Mutation SNP G A 8 23 c.508G>A c.(508-510)GAT>AAT p.D170N

Pat_76 Post-Resistance DDX60 55601 37 4 169146695 169146696 Missense_Mutation DNP GG AA 5 20 c.4665_4666CC>TT4663-4668)CTCCCA>CTTT p.P1556S

Pat_76 Post-Resistance MORF4 10934 37 4 174537317 174537317 Missense_Mutation SNP C T 31 70 c.478G>A c.(478-480)GAT>AAT p.D160N

Pat_76 Post-Resistance MORF4 10934 37 4 174537505 174537505 Missense_Mutation SNP G A 28 73 c.290C>T c.(289-291)CCT>CTT p.P97L

Pat_76 Post-Resistance ADAM29 11086 37 4 175896821 175896821 Missense_Mutation SNP C T 5 17 c.145C>T c.(145-147)CCA>TCA p.P49S

Pat_76 Post-Resistance ODZ3 55714 37 4 183600893 183600893 Missense_Mutation SNP A T 17 18 c.1401A>T c.(1399-1401)AGA>AGT p.R467S

Pat_76 Post-Resistance ODZ3 55714 37 4 183714966 183714966 Missense_Mutation SNP C T 5 7 c.7141C>T c.(7141-7143)CCT>TCT p.P2381S

Pat_76 Post-Resistance C4orf41 60684 37 4 184600505 184600505 Splice_Site SNP G A 8 13 c.832_splice c.e9-1 p.I278_splice

Pat_76 Post-Resistance ZFP42 132625 37 4 188924469 188924469 Missense_Mutation SNP G A 13 58 c.508G>A c.(508-510)GAA>AAA p.E170K

Pat_76 Post-Resistance TRIML1 339976 37 4 189061047 189061047 Missense_Mutation SNP G A 8 15 c.335G>A c.(334-336)GGA>GAA p.G112E

Pat_76 Post-Resistance PLEKHG4B 153478 37 5 151653 151653 Missense_Mutation SNP G A 7 25 c.863G>A c.(862-864)AGT>AAT p.S288N

Pat_76 Post-Resistance BRD9 65980 37 5 865586 865586 Missense_Mutation SNP G A 15 34 c.1636C>T c.(1636-1638)CCG>TCG p.P546S

Pat_76 Post-Resistance DNAH5 1767 37 5 13719036 13719036 Missense_Mutation SNP C T 15 48 c.12454G>A c.(12454-12456)GAT>AAT p.D4152N

Pat_76 Post-Resistance DNAH5 1767 37 5 13901602 13901602 Missense_Mutation SNP G A 6 8 c.1811C>T c.(1810-1812)TCA>TTA p.S604L

Pat_76 Post-Resistance TRIO 7204 37 5 14497016 14497016 Missense_Mutation SNP C T 17 28 c.7909C>T c.(7909-7911)CGT>TGT p.R2637C

Pat_76 Post-Resistance CDH6 1004 37 5 31294126 31294126 Missense_Mutation SNP G A 5 12 c.286G>A c.(286-288)GGA>AGA p.G96R

Pat_76 Post-Resistance RAD1 5810 37 5 34911678 34911678 Missense_Mutation SNP G A 19 41 c.547C>T c.(547-549)CCT>TCT p.P183S

Pat_76 Post-Resistance PRLR 5618 37 5 35065850 35065850 Missense_Mutation SNP G A 19 58 c.1210C>T c.(1210-1212)CCC>TCC p.P404S

Pat_76 Post-Resistance PRLR 5618 37 5 35065883 35065883 Missense_Mutation SNP C T 16 28 c.1177G>A c.(1177-1179)GAC>AAC p.D393N

Pat_76 Post-Resistance SPEF2 79925 37 5 35667216 35667216 Missense_Mutation SNP C T 7 7 c.1210C>T c.(1210-1212)CTT>TTT p.L404F

Pat_76 Post-Resistance IL7R 3575 37 5 35876456 35876457 Missense_Mutation DNP CC TT 9 22 c.1248_1249CC>TT246-1251)CCCCCT>CCTT p.P417S

Pat_76 Post-Resistance UGT3A2 167127 37 5 36064452 36064453 Splice_Site DNP CC TT 4 14 c.95_splice c.e2-1 p.G32_splice

Pat_76 Post-Resistance EGFLAM 133584 37 5 38406257 38406257 Missense_Mutation SNP G A 12 13 c.742G>A c.(742-744)GGA>AGA p.G248R

Pat_76 Post-Resistance PTGER4 5734 37 5 40681235 40681235 Missense_Mutation SNP A T 24 45 c.140A>T c.(139-141)AAG>ATG p.K47M

Pat_76 Post-Resistance C7 730 37 5 40934512 40934512 Missense_Mutation SNP C T 14 49 c.224C>T c.(223-225)CCT>CTT p.P75L

Pat_76 Post-Resistance HEATR7B2 133558 37 5 41000395 41000395 Missense_Mutation SNP C T 9 17 c.4409G>A c.(4408-4410)GGG>GAG p.G1470E

Pat_76 Post-Resistance C6 729 37 5 41149409 41149409 Missense_Mutation SNP A G 27 59 c.2557T>C c.(2557-2559)TCA>CCA p.S853P



Pat_76 Post-Resistance PARP8 79668 37 5 50090751 50090751 Missense_Mutation SNP G A 13 24 c.928G>A c.(928-930)GGA>AGA p.G310R

Pat_76 Post-Resistance ADAMTS6 11174 37 5 64511271 64511271 Nonsense_Mutation SNP C T 9 14 c.2316G>A c.(2314-2316)TGG>TGA p.W772*

Pat_76 Post-Resistance ADAMTS6 11174 37 5 64522007 64522008 Missense_Mutation DNP CC TT 10 29 .1972_1973GG>AAc.(1972-1974)GGT>AAT p.G658N

Pat_76 Post-Resistance IQGAP2 10788 37 5 75858277 75858277 Missense_Mutation SNP G A 9 28 c.203G>A c.(202-204)GGG>GAG p.G68E

Pat_76 Post-Resistance GPR98 84059 37 5 90106784 90106784 Missense_Mutation SNP G A 15 14 c.15707G>A c.(15706-15708)GGC>GAC p.G5236D

Pat_76 Post-Resistance PCSK1 5122 37 5 95733081 95733081 Missense_Mutation SNP C T 3 18 c.1681G>A c.(1681-1683)GAG>AAG p.E561K

Pat_76 Post-Resistance RIOK2 55781 37 5 96514819 96514819 Missense_Mutation SNP A T 8 11 c.145T>A c.(145-147)TGT>AGT p.C49S

Pat_76 Post-Resistance SLCO4C1 353189 37 5 101585427 101585427 Missense_Mutation SNP T A 9 22 c.1535A>T c.(1534-1536)TAT>TTT p.Y512F

Pat_76 Post-Resistance CAMK4 814 37 5 110818528 110818528 Missense_Mutation SNP T A 19 26 c.874T>A c.(874-876)TTT>ATT p.F292I

Pat_76 Post-Resistance FEM1C 56929 37 5 114860426 114860426 Missense_Mutation SNP C T 15 40 c.1433G>A c.(1432-1434)AGG>AAG p.R478K

Pat_76 Post-Resistance SEMA6A 57556 37 5 115783483 115783483 Missense_Mutation SNP T G 3 10 c.1919A>C c.(1918-1920)AAA>ACA p.K640T

Pat_76 Post-Resistance FAM170A 340069 37 5 118969718 118969718 Missense_Mutation SNP G A 10 28 c.275G>A c.(274-276)CGA>CAA p.R92Q

Pat_76 Post-Resistance FTMT 94033 37 5 121188022 121188022 Missense_Mutation SNP G A 4 16 c.364G>A c.(364-366)GAG>AAG p.E122K

Pat_76 Post-Resistance SNCAIP 9627 37 5 121758806 121758806 Missense_Mutation SNP G A 4 6 c.374G>A c.(373-375)GGA>GAA p.G125E

Pat_76 Post-Resistance SNCAIP 9627 37 5 121761092 121761092 Missense_Mutation SNP G A 20 48 c.1048G>A c.(1048-1050)GGA>AGA p.G350R

Pat_76 Post-Resistance SNCAIP 9627 37 5 121761194 121761194 Missense_Mutation SNP G A 18 39 c.1150G>A c.(1150-1152)GAG>AAG p.E384K

Pat_76 Post-Resistance FBN2 2201 37 5 127626457 127626457 Missense_Mutation SNP C T 17 36 c.6412G>A c.(6412-6414)GAC>AAC p.D2138N

Pat_76 Post-Resistance DDX46 9879 37 5 134131837 134131837 Missense_Mutation SNP G A 4 17 c.1951G>A c.(1951-1953)GGA>AGA p.G651R

Pat_76 Post-Resistance TGFBI 7045 37 5 135388802 135388802 Missense_Mutation SNP G A 6 15 c.1120G>A c.(1120-1122)GAC>AAC p.D374N

Pat_76 Post-Resistance KLHL3 26249 37 5 137028094 137028094 Missense_Mutation SNP G A 14 26 c.406C>T c.(406-408)CGG>TGG p.R136W

Pat_76 Post-Resistance LRRTM2 26045 37 5 138209183 138209183 Missense_Mutation SNP C T 10 24 c.1067G>A c.(1066-1068)GGA>GAA p.G356E

Pat_76 Post-Resistance IK 3550 37 5 140032614 140032614 Missense_Mutation SNP G A 9 27 c.289G>A c.(289-291)GAG>AAG p.E97K

Pat_76 Post-Resistance PCDHA4 56144 37 5 140186787 140186788 Nonsense_Mutation DNP GG AA 11 45 c.15_16GG>AA .(13-18)TGGGGA>TGAAG p.5_6WG>*R

Pat_76 Post-Resistance PCDHA4 56144 37 5 140188520 140188520 Nonsense_Mutation SNP G A 17 35 c.1748G>A c.(1747-1749)TGG>TAG p.W583*

Pat_76 Post-Resistance PCDHA7 56141 37 5 140214158 140214158 Missense_Mutation SNP T A 56 123 c.190T>A c.(190-192)TTC>ATC p.F64I

Pat_76 Post-Resistance PCDHA8 56140 37 5 140222893 140222893 Missense_Mutation SNP G A 30 57 c.1987G>A c.(1987-1989)GCC>ACC p.A663T

Pat_76 Post-Resistance PCDHA10 56139 37 5 140237626 140237626 Missense_Mutation SNP C T 9 17 c.1993C>T c.(1993-1995)CTT>TTT p.L665F

Pat_76 Post-Resistance PCDHAC2 56134 37 5 140347871 140347871 Missense_Mutation SNP C T 26 31 c.1520C>T c.(1519-1521)TCC>TTC p.S507F

Pat_76 Post-Resistance PCDHB1 29930 37 5 140431731 140431731 Missense_Mutation SNP G A 3 3 c.676G>A c.(676-678)GCT>ACT p.A226T

Pat_76 Post-Resistance PCDHB1 29930 37 5 140432475 140432475 Missense_Mutation SNP G A 5 26 c.1420G>A c.(1420-1422)GTC>ATC p.V474I

Pat_76 Post-Resistance PCDHB2 56133 37 5 140474589 140474589 Missense_Mutation SNP G A 10 16 c.215G>A c.(214-216)GGA>GAA p.G72E

Pat_76 Post-Resistance PCDHB3 56132 37 5 140481729 140481729 Missense_Mutation SNP C T 23 83 c.1496C>T c.(1495-1497)CCC>CTC p.P499L

Pat_76 Post-Resistance PCDHB6 56130 37 5 140530292 140530292 Missense_Mutation SNP C T 44 100 c.454C>T c.(454-456)CCT>TCT p.P152S

Pat_76 Post-Resistance PCDHB6 56130 37 5 140532002 140532002 Missense_Mutation SNP C T 43 95 c.2164C>T c.(2164-2166)CGC>TGC p.R722C

Pat_76 Post-Resistance PCDHB7 56129 37 5 140554046 140554046 Missense_Mutation SNP G A 10 21 c.1630G>A c.(1630-1632)GAG>AAG p.E544K

Pat_76 Post-Resistance PCDHB16 57717 37 5 140562564 140562564 Missense_Mutation SNP G A 7 9 c.430G>A c.(430-432)GAA>AAA p.E144K

Pat_76 Post-Resistance PCDHB16 57717 37 5 140562910 140562910 Missense_Mutation SNP C T 19 29 c.776C>T c.(775-777)TCC>TTC p.S259F

Pat_76 Post-Resistance PCDHB9 56127 37 5 140567229 140567229 Missense_Mutation SNP C T 3 31 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_76 Post-Resistance PCDHB9 56127 37 5 140568021 140568021 Missense_Mutation SNP G A 5 2 c.1129G>A c.(1129-1131)GAA>AAA p.E377K

Pat_76 Post-Resistance PCDHB10 56126 37 5 140572462 140572462 Missense_Mutation SNP C T 8 23 c.337C>T c.(337-339)CCC>TCC p.P113S

Pat_76 Post-Resistance PCDHGA1 56114 37 5 140712307 140712307 Missense_Mutation SNP G A 44 78 c.2056G>A c.(2056-2058)GAT>AAT p.D686N

Pat_76 Post-Resistance PCDHGA2 56113 37 5 140719019 140719019 Missense_Mutation SNP G A 28 41 c.481G>A c.(481-483)GAC>AAC p.D161N

Pat_76 Post-Resistance PCDHGA9 56107 37 5 140782892 140782892 Missense_Mutation SNP G A 14 42 c.373G>A c.(373-375)GAT>AAT p.D125N

Pat_76 Post-Resistance SH3RF2 153769 37 5 145379890 145379890 Missense_Mutation SNP G T 3 13 c.648G>T c.(646-648)AAG>AAT p.K216N

Pat_76 Post-Resistance PDGFRB 5159 37 5 149499118 149499118 Missense_Mutation SNP A C 25 44 c.2710T>G c.(2710-2712)TAC>GAC p.Y904D

Pat_76 Post-Resistance GLRA1 2741 37 5 151271938 151271938 Missense_Mutation SNP C T 8 21 c.118G>A c.(118-120)GAT>AAT p.D40N

Pat_76 Post-Resistance GALNT10 55568 37 5 153709295 153709295 Nonsense_Mutation SNP C T 5 20 c.565C>T c.(565-567)CGA>TGA p.R189*



Pat_76 Post-Resistance KIF4B 285643 37 5 154393439 154393439 Missense_Mutation SNP G A 25 78 c.20G>A c.(19-21)GGA>GAA p.G7E

Pat_76 Post-Resistance KIF4B 285643 37 5 154396219 154396219 Missense_Mutation SNP C T 10 26 c.2800C>T c.(2800-2802)CTT>TTT p.L934F

Pat_76 Post-Resistance CYFIP2 26999 37 5 156819926 156819926 Missense_Mutation SNP C T 29 44 c.3680C>T c.(3679-3681)TCC>TTC p.S1227F

Pat_76 Post-Resistance GABRB2 2561 37 5 160721303 160721303 Missense_Mutation SNP G A 11 19 c.1324C>T c.(1324-1326)CGG>TGG p.R442W

Pat_76 Post-Resistance ODZ2 57451 37 5 167420012 167420013 Missense_Mutation DNP CC TT 28 49 c.1011_1012CC>TT1009-1014)TACCCT>TATT p.P338S

Pat_76 Post-Resistance CPLX2 10814 37 5 175306947 175306947 Missense_Mutation SNP C T 11 13 c.304C>T c.(304-306)CCT>TCT p.P102S

Pat_76 Post-Resistance MXD3 83463 37 5 176734669 176734669 Missense_Mutation SNP C T 25 44 c.541G>A c.(541-543)GGG>AGG p.G181R

Pat_76 Post-Resistance ZNF454 285676 37 5 178392376 178392376 Missense_Mutation SNP G A 4 22 c.971G>A c.(970-972)GGA>GAA p.G324E

Pat_76 Post-Resistance RUFY1 80230 37 5 179025788 179025788 Missense_Mutation SNP G A 28 79 c.1727G>A c.(1726-1728)AGG>AAG p.R576K

Pat_76 Post-Resistance TBC1D9B 23061 37 5 179292874 179292874 Missense_Mutation SNP C T 25 41 c.2929G>A c.(2929-2931)GAA>AAA p.E977K

Pat_76 Post-Resistance RASGEF1C 255426 37 5 179545807 179545807 Missense_Mutation SNP C T 10 27 c.967G>A c.(967-969)GCC>ACC p.A323T

Pat_76 Post-Resistance DSP 1832 37 6 7569516 7569516 Missense_Mutation SNP C T 25 45 c.1517C>T c.(1516-1518)CCC>CTC p.P506L

Pat_76 Post-Resistance HDGFL1 154150 37 6 22569943 22569943 Missense_Mutation SNP G A 9 35 c.139G>A c.(139-141)GAG>AAG p.E47K

Pat_76 Post-Resistance HIST1H1D 3007 37 6 26234911 26234911 Missense_Mutation SNP C T 7 36 c.251G>A c.(250-252)GGC>GAC p.G84D

Pat_76 Post-Resistance BTN3A3 10384 37 6 26452269 26452269 Missense_Mutation SNP G A 11 26 c.1385G>A c.(1384-1386)GGG>GAG p.G462E

Pat_76 Post-Resistance SCAND3 114821 37 6 28543719 28543719 Missense_Mutation SNP C T 4 20 c.763G>A c.(763-765)GAA>AAA p.E255K

Pat_76 Post-Resistance OR2J2 26707 37 6 29142001 29142001 Missense_Mutation SNP G A 18 28 c.589G>A c.(589-591)GAG>AAG p.E197K

Pat_76 Post-Resistance OR2H1 26716 37 6 29429955 29429955 Missense_Mutation SNP C T 52 144 c.409C>T c.(409-411)CGC>TGC p.R137C

Pat_76 Post-Resistance HLA-L 3139 37 6 30231076 30231076 Missense_Mutation SNP G A 29 89 c.520G>A c.(520-522)GGT>AGT p.G174S

Pat_76 Post-Resistance KIAA1949 170954 37 6 30645059 30645059 Missense_Mutation SNP G A 25 48 c.1829C>T c.(1828-1830)TCC>TTC p.S610F

Pat_76 Post-Resistance C6orf15 29113 37 6 31079874 31079874 Missense_Mutation SNP G A 7 17 c.262C>T c.(262-264)CCA>TCA p.P88S

Pat_76 Post-Resistance LY6G6F 259215 37 6 31675497 31675498 Missense_Mutation DNP GT TA 4 18 c.315_316GT>TA 313-318)TGGTGC>TGTAG105_106WC>C

Pat_76 Post-Resistance NEU1 4758 37 6 31827660 31827660 Nonsense_Mutation SNP G A 43 80 c.1084C>T c.(1084-1086)CAG>TAG p.Q362*

Pat_76 Post-Resistance SKIV2L 6499 37 6 31935813 31935813 Nonsense_Mutation SNP G T 3 18 c.2812G>T c.(2812-2814)GAG>TAG p.E938*

Pat_76 Post-Resistance C4A 720 37 6 31996291 31996291 Missense_Mutation SNP C T 28 68 c.3212C>T c.(3211-3213)TCA>TTA p.S1071L

Pat_76 Post-Resistance NOTCH4 4855 37 6 32180981 32180981 Missense_Mutation SNP G A 9 14 c.2369C>T c.(2368-2370)TCC>TTC p.S790F

Pat_76 Post-Resistance C6orf10 10665 37 6 32260979 32260979 Missense_Mutation SNP C T 13 25 c.1471G>A c.(1471-1473)GAG>AAG p.E491K

Pat_76 Post-Resistance C6orf10 10665 37 6 32261012 32261012 Missense_Mutation SNP C T 13 60 c.1438G>A c.(1438-1440)GTA>ATA p.V480I

Pat_76 Post-Resistance C6orf10 10665 37 6 32261248 32261248 Missense_Mutation SNP C T 10 37 c.1202G>A c.(1201-1203)AGG>AAG p.R401K

Pat_76 Post-Resistance HLA-DRB1 3123 37 6 32548562 32548562 Missense_Mutation SNP G A 9 59 c.724C>T c.(724-726)CTT>TTT p.L242F

Pat_76 Post-Resistance COL11A2 1302 37 6 33138658 33138658 Missense_Mutation SNP C T 22 35 c.3403G>A c.(3403-3405)GGA>AGA p.G1135R

Pat_76 Post-Resistance DAXX 1616 37 6 33287202 33287202 Missense_Mutation SNP G A 28 65 c.1895C>T c.(1894-1896)TCT>TTT p.S632F

Pat_76 Post-Resistance TULP1 7287 37 6 35477652 35477652 Missense_Mutation SNP C T 17 31 c.553G>A c.(553-555)GAA>AAA p.E185K

Pat_76 Post-Resistance DNAH8 1769 37 6 38905837 38905837 Missense_Mutation SNP C A 12 23 c.11000C>A c.(10999-11001)GCT>GAT p.A3667D

Pat_76 Post-Resistance DNAH8 1769 37 6 38906638 38906638 Missense_Mutation SNP G A 3 12 c.11230G>A c.(11230-11232)GTT>ATT p.V3744I

Pat_76 Post-Resistance DNAH8 1769 37 6 38998080 38998080 Missense_Mutation SNP C T 12 46 c.13385C>T c.(13384-13386)ACC>ATC p.T4462I

Pat_76 Post-Resistance GLP1R 2740 37 6 39040780 39040780 Missense_Mutation SNP C T 12 32 c.652C>T c.(652-654)CTC>TTC p.L218F

Pat_76 Post-Resistance TREM2 54209 37 6 41126761 41126762 Missense_Mutation DNP GG AA 5 6 c.525_526CC>TT (523-528)ATCCTT>ATTTT p.L176F

Pat_76 Post-Resistance TREML2 79865 37 6 41162514 41162514 Missense_Mutation SNP C T 10 30 c.434G>A c.(433-435)GGA>GAA p.G145E

Pat_76 Post-Resistance TTBK1 84630 37 6 43250765 43250765 Missense_Mutation SNP G A 3 9 c.2287G>A c.(2287-2289)GAG>AAG p.E763K

Pat_76 Post-Resistance HSP90AB1 3326 37 6 44218846 44218846 Missense_Mutation SNP C T 20 49 c.1019C>T c.(1018-1020)CCC>CTC p.P340L

Pat_76 Post-Resistance GPR116 221395 37 6 46849828 46849828 Missense_Mutation SNP C T 22 59 c.629G>A c.(628-630)GGA>GAA p.G210E

Pat_76 Post-Resistance GPR111 222611 37 6 47648023 47648023 Missense_Mutation SNP G A 22 49 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Post-Resistance GPR111 222611 37 6 47649928 47649928 Missense_Mutation SNP T G 5 10 c.1633T>G c.(1633-1635)TAT>GAT p.Y545D

Pat_76 Post-Resistance GPR115 221393 37 6 47684567 47684567 Missense_Mutation SNP C T 6 29 c.1958C>T c.(1957-1959)ACC>ATC p.T653I

Pat_76 Post-Resistance PKHD1 5314 37 6 51524392 51524393 Missense_Mutation DNP CC TT 6 13 10531_10532GG>Ac.(10531-10533)GGG>AAG p.G3511K

Pat_76 Post-Resistance BAI3 577 37 6 69646453 69646453 Missense_Mutation SNP C T 4 17 c.911C>T c.(910-912)TCG>TTG p.S304L



Pat_76 Post-Resistance COL9A1 1297 37 6 70984444 70984444 Missense_Mutation SNP G A 9 14 c.1007C>T c.(1006-1008)TCC>TTC p.S336F

Pat_76 Post-Resistance COL9A1 1297 37 6 70991139 70991139 Missense_Mutation SNP G A 3 12 c.830C>T c.(829-831)CCC>CTC p.P277L

Pat_76 Post-Resistance IMPG1 3617 37 6 76731904 76731904 Missense_Mutation SNP G A 5 25 c.595C>T c.(595-597)CTC>TTC p.L199F

Pat_76 Post-Resistance HTR1B 3351 37 6 78173077 78173077 Missense_Mutation SNP C T 6 28 c.44G>A c.(43-45)GGC>GAC p.G15D

Pat_76 Post-Resistance ME1 4199 37 6 83933652 83933652 Missense_Mutation SNP C T 5 16 c.1276G>A c.(1276-1278)GGA>AGA p.G426R

Pat_76 Post-Resistance TBX18 9096 37 6 85466491 85466492 Missense_Mutation DNP CC TT 6 30 c.695_696GG>AA c.(694-696)GGG>GAA p.G232E

Pat_76 Post-Resistance NT5E 4907 37 6 86180955 86180955 Missense_Mutation SNP G A 3 4 c.563G>A c.(562-564)GGG>GAG p.G188E

Pat_76 Post-Resistance EPHA7 2045 37 6 93955105 93955105 Nonsense_Mutation SNP C T 8 18 c.2793G>A c.(2791-2793)TGG>TGA p.W931*

Pat_76 Post-Resistance EPHA7 2045 37 6 93956552 93956552 Missense_Mutation SNP C T 9 22 c.2684G>A c.(2683-2685)CGA>CAA p.R895Q

Pat_76 Post-Resistance KIAA0776 23376 37 6 97000533 97000533 Missense_Mutation SNP C T 4 12 c.2161C>T c.(2161-2163)CCA>TCA p.P721S

Pat_76 Post-Resistance GRIK2 2898 37 6 102307279 102307279 Missense_Mutation SNP G A 3 19 c.1435G>A c.(1435-1437)GAA>AAA p.E479K

Pat_76 Post-Resistance GRIK2 2898 37 6 102372501 102372501 Missense_Mutation SNP C T 17 30 c.1774C>T c.(1774-1776)CCA>TCA p.P592S

Pat_76 Post-Resistance SOBP 55084 37 6 107827494 107827494 Missense_Mutation SNP C T 22 70 c.284C>T c.(283-285)CCA>CTA p.P95L

Pat_76 Post-Resistance SEC63 11231 37 6 108279182 108279182 Missense_Mutation SNP C T 27 115 c.32G>A c.(31-33)AGT>AAT p.S11N

Pat_76 Post-Resistance ARMC2 84071 37 6 109220963 109220963 Missense_Mutation SNP G A 4 14 c.815G>A c.(814-816)AGG>AAG p.R272K

Pat_76 Post-Resistance HDAC2 3066 37 6 114274532 114274532 Missense_Mutation SNP C T 4 26 c.830G>A c.(829-831)GGT>GAT p.G277D

Pat_76 Post-Resistance FRK 2444 37 6 116263590 116263590 Missense_Mutation SNP T C 13 23 c.1505A>G c.(1504-1506)AAC>AGC p.N502S

Pat_76 Post-Resistance DSE 29940 37 6 116758336 116758336 Missense_Mutation SNP G A 3 28 c.2705G>A c.(2704-2706)AGG>AAG p.R902K

Pat_76 Post-Resistance RFX6 222546 37 6 117240459 117240460 Splice_Site DNP GG AA 11 17 c.1182_splice c.e11+1 p.Q394_splice

Pat_76 Post-Resistance RFX6 222546 37 6 117248514 117248514 Missense_Mutation SNP G C 7 30 c.2210G>C c.(2209-2211)AGA>ACA p.R737T

Pat_76 Post-Resistance C6orf170 221322 37 6 121481215 121481215 Missense_Mutation SNP G A 14 32 c.2714C>T c.(2713-2715)TCA>TTA p.S905L

Pat_76 Post-Resistance C6orf58 352999 37 6 127898569 127898569 Missense_Mutation SNP C T 8 72 c.239C>T c.(238-240)CCA>CTA p.P80L

Pat_76 Post-Resistance PTPRK 5796 37 6 128304508 128304508 Missense_Mutation SNP C T 16 37 c.3263G>A c.(3262-3264)CGA>CAA p.R1088Q

Pat_76 Post-Resistance LAMA2 3908 37 6 129802517 129802517 Missense_Mutation SNP G A 26 58 c.7682G>A c.(7681-7683)GGC>GAC p.G2561D

Pat_76 Post-Resistance C6orf191 253582 37 6 130166939 130166939 Missense_Mutation SNP G A 22 53 c.92C>T c.(91-93)TCC>TTC p.S31F

Pat_76 Post-Resistance ENPP3 5169 37 6 131973708 131973708 Missense_Mutation SNP C T 31 67 c.304C>T c.(304-306)CGT>TGT p.R102C

Pat_76 Post-Resistance ENPP3 5169 37 6 131995347 131995347 Missense_Mutation SNP G A 13 12 c.688G>A c.(688-690)GAT>AAT p.D230N

Pat_76 Post-Resistance TAAR8 83551 37 6 132874774 132874774 Missense_Mutation SNP C T 6 25 c.943C>T c.(943-945)CCT>TCT p.P315S

Pat_76 Post-Resistance AHI1 54806 37 6 135754272 135754272 Missense_Mutation SNP G A 17 31 c.2159C>T c.(2158-2160)TCC>TTC p.S720F

Pat_76 Post-Resistance BCLAF1 9774 37 6 136599690 136599690 Missense_Mutation SNP G A 7 45 c.329C>T c.(328-330)TCA>TTA p.S110L

Pat_76 Post-Resistance MAP7 9053 37 6 136680963 136680963 Missense_Mutation SNP C T 26 66 c.1907G>A c.(1906-1908)GGA>GAA p.G636E

Pat_76 Post-Resistance MAP7 9053 37 6 136681842 136681842 Missense_Mutation SNP C T 64 125 c.1796G>A c.(1795-1797)AGA>AAA p.R599K

Pat_76 Post-Resistance KIAA1244 57221 37 6 138619758 138619758 Missense_Mutation SNP G A 7 7 c.3664G>A c.(3664-3666)GAA>AAA p.E1222K

Pat_76 Post-Resistance PLAGL1 5325 37 6 144263084 144263084 Missense_Mutation SNP G A 11 27 c.869C>T c.(868-870)TCC>TTC p.S290F

Pat_76 Post-Resistance UTRN 7402 37 6 145156938 145156938 Nonsense_Mutation SNP C T 52 134 c.9688C>T c.(9688-9690)CAG>TAG p.Q3230*

Pat_76 Post-Resistance FBXL18 80028 37 7 5540452 5540452 Missense_Mutation SNP G T 9 33 c.1448C>A c.(1447-1449)CCC>CAC p.P483H

Pat_76 Post-Resistance C7orf26 79034 37 7 6639796 6639796 Missense_Mutation SNP C T 13 16 c.917C>T c.(916-918)ACC>ATC p.T306I

Pat_76 Post-Resistance COL28A1 340267 37 7 7457519 7457519 Missense_Mutation SNP G A 22 34 c.2107C>T c.(2107-2109)CCC>TCC p.P703S

Pat_76 Post-Resistance ETV1 2115 37 7 13971333 13971333 Missense_Mutation SNP G A 9 21 c.596C>T c.(595-597)CCT>CTT p.P199L

Pat_76 Post-Resistance AHR 196 37 7 17349748 17349748 Splice_Site SNP G A 3 16 c.253_splice c.e2+1 p.V85_splice

Pat_76 Post-Resistance HDAC9 9734 37 7 18975562 18975562 Missense_Mutation SNP T G 23 21 c.2925T>G c.(2923-2925)AAT>AAG p.N975K

Pat_76 Post-Resistance TWISTNB 221830 37 7 19748518 19748518 Missense_Mutation SNP A C 15 13 c.122T>G c.(121-123)GTG>GGG p.V41G

Pat_76 Post-Resistance DNAH11 8701 37 7 21639612 21639612 Missense_Mutation SNP C T 3 19 c.2875C>T c.(2875-2877)CCT>TCT p.P959S

Pat_76 Post-Resistance STK31 56164 37 7 23827672 23827672 Missense_Mutation SNP C T 16 54 c.2561C>T c.(2560-2562)TCA>TTA p.S854L

Pat_76 Post-Resistance GARS 2617 37 7 30656730 30656730 Missense_Mutation SNP G A 10 89 c.1195G>A c.(1195-1197)GGT>AGT p.G399S

Pat_76 Post-Resistance BMPER 168667 37 7 34118765 34118765 Missense_Mutation SNP G A 22 94 c.1375G>A c.(1375-1377)GAT>AAT p.D459N

Pat_76 Post-Resistance POU6F2 11281 37 7 39446295 39446295 Missense_Mutation SNP C T 23 25 c.982C>T c.(982-984)CTT>TTT p.L328F



Pat_76 Post-Resistance C7orf36 57002 37 7 39612174 39612174 Missense_Mutation SNP G A 13 55 c.550G>A c.(550-552)GAA>AAA p.E184K

Pat_76 Post-Resistance GLI3 2737 37 7 42065985 42065985 Missense_Mutation SNP G A 5 20 c.1055C>T c.(1054-1056)TCC>TTC p.S352F

Pat_76 Post-Resistance C7orf44 55744 37 7 43687203 43687203 Missense_Mutation SNP C T 7 34 c.46G>A c.(46-48)GGA>AGA p.G16R

Pat_76 Post-Resistance PGAM2 5224 37 7 44105164 44105164 Splice_Site SNP G A 30 26 c.-34_splice c.e1-1

Pat_76 Post-Resistance NPC1L1 29881 37 7 44579071 44579071 Missense_Mutation SNP G A 28 76 c.925C>T c.(925-927)CCC>TCC p.P309S

Pat_76 Post-Resistance PKD1L1 168507 37 7 47917146 47917146 Missense_Mutation SNP G A 79 78 c.3604C>T c.(3604-3606)CCC>TCC p.P1202S

Pat_76 Post-Resistance UPP1 7378 37 7 48139273 48139274 Missense_Mutation DNP CC TT 10 21 c.51_52CC>TT .(49-54)TGCCCC>TGTTCC p.P18S

Pat_76 Post-Resistance ABCA13 154664 37 7 48311987 48311987 Missense_Mutation SNP G T 7 24 c.2724G>T c.(2722-2724)TTG>TTT p.L908F

Pat_76 Post-Resistance ABCA13 154664 37 7 48338080 48338080 Missense_Mutation SNP C T 8 20 c.9317C>T c.(9316-9318)TCC>TTC p.S3106F

Pat_76 Post-Resistance ZPBP 11055 37 7 50022979 50022979 Missense_Mutation SNP C T 8 29 c.920G>A c.(919-921)GGA>GAA p.G307E

Pat_76 Post-Resistance ZNF713 349075 37 7 56007625 56007625 Missense_Mutation SNP C T 21 33 c.1219C>T c.(1219-1221)CAT>TAT p.H407Y

Pat_76 Post-Resistance ZNF479 90827 37 7 57187752 57187752 Missense_Mutation SNP C T 23 113 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Post-Resistance ZNF727 442319 37 7 63538454 63538454 Missense_Mutation SNP G A 9 43 c.1027G>A c.(1027-1029)GAA>AAA p.E343K

Pat_76 Post-Resistance CALN1 83698 37 7 71275372 71275372 Missense_Mutation SNP C T 14 63 c.481G>A c.(481-483)GAA>AAA p.E161K

Pat_76 Post-Resistance POR 5447 37 7 75583414 75583414 Missense_Mutation SNP C T 5 14 c.104C>T c.(103-105)TCG>TTG p.S35L

Pat_76 Post-Resistance MAGI2 9863 37 7 77885584 77885584 Missense_Mutation SNP C T 10 51 c.1723G>A c.(1723-1725)GAT>AAT p.D575N

Pat_76 Post-Resistance PCLO 27445 37 7 82451858 82451858 Missense_Mutation SNP G C 31 85 c.14744C>G c.(14743-14745)GCC>GGC p.A4915G

Pat_76 Post-Resistance PCLO 27445 37 7 82546104 82546104 Missense_Mutation SNP G A 15 28 c.11198C>T c.(11197-11199)TCC>TTC p.S3733F

Pat_76 Post-Resistance PCLO 27445 37 7 82764102 82764102 Missense_Mutation SNP T G 4 9 c.2764A>C c.(2764-2766)ACT>CCT p.T922P

Pat_76 Post-Resistance PCLO 27445 37 7 82764708 82764708 Missense_Mutation SNP C T 5 15 c.2158G>A c.(2158-2160)GCC>ACC p.A720T

Pat_76 Post-Resistance PCLO 27445 37 7 82785182 82785182 Nonsense_Mutation SNP G A 4 16 c.775C>T c.(775-777)CAG>TAG p.Q259*

Pat_76 Post-Resistance SEMA3A 10371 37 7 83636707 83636707 Missense_Mutation SNP G A 7 52 c.1102C>T c.(1102-1104)CCT>TCT p.P368S

Pat_76 Post-Resistance ABCB1 5243 37 7 87133609 87133609 Missense_Mutation SNP C T 42 49 c.3793G>A c.(3793-3795)GGC>AGC p.G1265S

Pat_76 Post-Resistance RUNDC3B 154661 37 7 87407136 87407136 Missense_Mutation SNP G A 5 14 c.872G>A c.(871-873)CGA>CAA p.R291Q

Pat_76 Post-Resistance STEAP4 79689 37 7 87913456 87913456 Nonsense_Mutation SNP A C 13 38 c.129T>G c.(127-129)TAT>TAG p.Y43*

Pat_76 Post-Resistance PEX1 5189 37 7 92119180 92119180 Missense_Mutation SNP G A 3 26 c.3484C>T c.(3484-3486)CCT>TCT p.P1162S

Pat_76 Post-Resistance SAMD9L 219285 37 7 92762118 92762118 Missense_Mutation SNP G A 10 48 c.3167C>T c.(3166-3168)TCC>TTC p.S1056F

Pat_76 Post-Resistance COL1A2 1278 37 7 94039582 94039582 Missense_Mutation SNP G A 9 29 c.1064G>A c.(1063-1065)GGA>GAA p.G355E

Pat_76 Post-Resistance NPTX2 4885 37 7 98254473 98254473 Missense_Mutation SNP G A 15 76 c.883G>A c.(883-885)GAC>AAC p.D295N

Pat_76 Post-Resistance CYP3A4 1576 37 7 99359664 99359664 Missense_Mutation SNP C T 32 43 c.1253G>A c.(1252-1254)AGA>AAA p.R418K

Pat_76 Post-Resistance ZAN 7455 37 7 100348419 100348419 Missense_Mutation SNP G A 8 10 c.1421G>A c.(1420-1422)GGG>GAG p.G474E

Pat_76 Post-Resistance MUC17 140453 37 7 100678919 100678919 Missense_Mutation SNP G A 258 544 c.4222G>A c.(4222-4224)GTA>ATA p.V1408I

Pat_76 Post-Resistance MUC17 140453 37 7 100683798 100683798 Missense_Mutation SNP C T 188 594 c.9101C>T c.(9100-9102)ACC>ATC p.T3034I

Pat_76 Post-Resistance MUC17 140453 37 7 100686761 100686761 Missense_Mutation SNP A C 41 127 c.12064A>C c.(12064-12066)ACT>CCT p.T4022P

Pat_76 Post-Resistance ZNHIT1 10467 37 7 100867093 100867093 Missense_Mutation SNP T C 22 110 c.413T>C c.(412-414)GTG>GCG p.V138A

Pat_76 Post-Resistance CUX1 1523 37 7 101918517 101918517 Splice_Site SNP G A 38 83 c.1451_splice c.e17-1 p.G484_splice

Pat_76 Post-Resistance SLC26A5 375611 37 7 103048336 103048336 Missense_Mutation SNP C T 6 34 c.850G>A c.(850-852)GAG>AAG p.E284K

Pat_76 Post-Resistance RELN 5649 37 7 103185660 103185660 Missense_Mutation SNP C T 37 32 c.6434G>A c.(6433-6435)GGA>GAA p.G2145E

Pat_76 Post-Resistance RELN 5649 37 7 103294623 103294623 Missense_Mutation SNP C T 8 27 c.1471G>A c.(1471-1473)GAA>AAA p.E491K

Pat_76 Post-Resistance RELN 5649 37 7 103341421 103341421 Missense_Mutation SNP G A 32 61 c.838C>T c.(838-840)CCC>TCC p.P280S

Pat_76 Post-Resistance IFRD1 3475 37 7 112096120 112096120 Missense_Mutation SNP T G 15 11 c.263T>G c.(262-264)ATT>AGT p.I88S

Pat_76 Post-Resistance PPP1R3A 5506 37 7 113518127 113518127 Missense_Mutation SNP G A 10 38 c.3020C>T c.(3019-3021)TCT>TTT p.S1007F

Pat_76 Post-Resistance PPP1R3A 5506 37 7 113558273 113558273 Missense_Mutation SNP G A 8 35 c.779C>T c.(778-780)TCA>TTA p.S260L

Pat_76 Post-Resistance FOXP2 93986 37 7 114329931 114329931 Missense_Mutation SNP G A 13 53 c.2098G>A c.(2098-2100)GAA>AAA p.E700K

Pat_76 Post-Resistance MET 4233 37 7 116371883 116371884 Missense_Mutation DNP TC AT 24 15 c.1362_1363TC>AT1360-1365)AATCTT>AAAT.454_455NL>K

Pat_76 Post-Resistance WNT2 7472 37 7 116918241 116918241 Missense_Mutation SNP G A 19 80 c.1051C>T c.(1051-1053)CCC>TCC p.P351S

Pat_76 Post-Resistance CFTR 1080 37 7 117232163 117232163 Missense_Mutation SNP G A 26 18 c.1942G>A c.(1942-1944)GAT>AAT p.D648N



Pat_76 Post-Resistance CFTR 1080 37 7 117307052 117307052 Missense_Mutation SNP G A 7 51 c.4333G>A c.(4333-4335)GAC>AAC p.D1445N

Pat_76 Post-Resistance TSPAN12 23554 37 7 120428929 120428929 Missense_Mutation SNP G A 5 30 c.635C>T c.(634-636)TCC>TTC p.S212F

Pat_76 Post-Resistance RNF148 378925 37 7 122342384 122342384 Missense_Mutation SNP G A 64 310 c.421C>T c.(421-423)CCC>TCC p.P141S

Pat_76 Post-Resistance IQUB 154865 37 7 123136870 123136870 Missense_Mutation SNP C T 19 11 c.1114G>A c.(1114-1116)GAA>AAA p.E372K

Pat_76 Post-Resistance FSCN3 29999 37 7 127236496 127236496 Missense_Mutation SNP C T 123 50 c.956C>T c.(955-957)TCC>TTC p.S319F

Pat_76 Post-Resistance SND1 27044 37 7 127326763 127326763 Missense_Mutation SNP C T 16 116 c.175C>T c.(175-177)CTT>TTT p.L59F

Pat_76 Post-Resistance FLNC 2318 37 7 128484752 128484752 Missense_Mutation SNP G A 15 73 c.3233G>A c.(3232-3234)GGC>GAC p.G1078D

Pat_76 Post-Resistance FLNC 2318 37 7 128485144 128485144 Missense_Mutation SNP G A 55 186 c.3625G>A c.(3625-3627)GAT>AAT p.D1209N

Pat_76 Post-Resistance FLNC 2318 37 7 128493532 128493532 Missense_Mutation SNP G A 29 15 c.6218G>A c.(6217-6219)GGC>GAC p.G2073D

Pat_76 Post-Resistance PLXNA4 91584 37 7 131831452 131831452 Missense_Mutation SNP C T 39 149 c.4872G>A c.(4870-4872)ATG>ATA p.M1624I

Pat_76 Post-Resistance PLXNA4 91584 37 7 131853205 131853205 Missense_Mutation SNP C T 30 79 c.4144G>A c.(4144-4146)GAC>AAC p.D1382N

Pat_76 Post-Resistance PLXNA4 91584 37 7 131853241 131853241 Missense_Mutation SNP G A 21 89 c.4108C>T c.(4108-4110)CGC>TGC p.R1370C

Pat_76 Post-Resistance PLXNA4 91584 37 7 132192864 132192864 Missense_Mutation SNP G A 31 128 c.589C>T c.(589-591)CCC>TCC p.P197S

Pat_76 Post-Resistance CHRM2 1129 37 7 136700405 136700405 Missense_Mutation SNP G A 15 27 c.793G>A c.(793-795)GCC>ACC p.A265T

Pat_76 Post-Resistance DGKI 9162 37 7 137304634 137304634 Missense_Mutation SNP G A 73 40 c.929C>T c.(928-930)TCC>TTC p.S310F

Pat_76 Post-Resistance KIAA1549 57670 37 7 138552834 138552835 Nonsense_Mutation DNP GG AA 6 18 c.4815_4816CC>TT4813-4818)CACCAG>CATT p.Q1606*

Pat_76 Post-Resistance RAB19 401409 37 7 140107597 140107597 Missense_Mutation SNP G A 10 79 c.151G>A c.(151-153)GGA>AGA p.G51R

Pat_76 Post-Resistance RAB19 401409 37 7 140111792 140111792 Missense_Mutation SNP C T 34 164 c.320C>T c.(319-321)TCC>TTC p.S107F

Pat_76 Post-Resistance DENND2A 27147 37 7 140301773 140301773 Missense_Mutation SNP C A 43 161 c.425G>T c.(424-426)GGC>GTC p.G142V

Pat_76 Post-Resistance ADCK2 90956 37 7 140373899 140373899 Missense_Mutation SNP C T 39 25 c.769C>T c.(769-771)CTT>TTT p.L257F

Pat_76 Post-Resistance BRAF 673 37 7 140453136 140453136 Missense_Mutation SNP A T 28 23 c.1799T>A c.(1798-1800)GTG>GAG p.V600E

Pat_76 Post-Resistance BRAF 673 37 7 140481408 140481408 Missense_Mutation SNP G A 27 184 c.1400C>T c.(1399-1401)TCA>TTA p.S467L

Pat_76 Post-Resistance WEE2 494551 37 7 141408728 141408728 Nonsense_Mutation SNP G A 124 66 c.170G>A c.(169-171)TGG>TAG p.W57*

Pat_76 Post-Resistance MGAM 8972 37 7 141759301 141759301 Missense_Mutation SNP G A 7 9 c.3849G>A c.(3847-3849)ATG>ATA p.M1283I

Pat_76 Post-Resistance TRPV6 55503 37 7 142574981 142574981 Missense_Mutation SNP C T 40 141 c.401G>A c.(400-402)CGA>CAA p.R134Q

Pat_76 Post-Resistance TRPV5 56302 37 7 142625878 142625878 Missense_Mutation SNP C T 19 83 c.670G>A c.(670-672)GGA>AGA p.G224R

Pat_76 Post-Resistance TAS2R39 259285 37 7 142880593 142880593 Missense_Mutation SNP G A 8 25 c.82G>A c.(82-84)GAA>AAA p.E28K

Pat_76 Post-Resistance TAS2R39 259285 37 7 142881212 142881212 Missense_Mutation SNP C T 106 61 c.701C>T c.(700-702)TCT>TTT p.S234F

Pat_76 Post-Resistance CLCN1 1180 37 7 143044013 143044013 Missense_Mutation SNP G A 17 58 c.2374G>A c.(2374-2376)GAT>AAT p.D792N

Pat_76 Post-Resistance EPHA1 2041 37 7 143096756 143096756 Missense_Mutation SNP C T 60 190 c.823G>A c.(823-825)GAA>AAA p.E275K

Pat_76 Post-Resistance TAS2R41 259287 37 7 143175540 143175540 Missense_Mutation SNP C T 8 23 c.575C>T c.(574-576)CCT>CTT p.P192L

Pat_76 Post-Resistance OR2F1 26211 37 7 143657369 143657369 Missense_Mutation SNP T A 35 90 c.306T>A c.(304-306)TTT>TTA p.F102L

Pat_76 Post-Resistance OR2A2 442361 37 7 143807452 143807452 Missense_Mutation SNP G A 102 91 c.777G>A c.(775-777)ATG>ATA p.M259I

Pat_76 Post-Resistance ARHGEF5 7984 37 7 144060324 144060324 Missense_Mutation SNP G A 31 96 c.562G>A c.(562-564)GAG>AAG p.E188K

Pat_76 Post-Resistance ARHGEF5 7984 37 7 144062290 144062290 Missense_Mutation SNP C T 8 137 c.2528C>T c.(2527-2529)CCC>CTC p.P843L

Pat_76 Post-Resistance ARHGEF5 7984 37 7 144068336 144068336 Missense_Mutation SNP C T 6 150 c.3614C>T c.(3613-3615)TCA>TTA p.S1205L

Pat_76 Post-Resistance CNTNAP2 26047 37 7 146825794 146825794 Missense_Mutation SNP G A 7 46 c.949G>A c.(949-951)GGA>AGA p.G317R

Pat_76 Post-Resistance C7orf33 202865 37 7 148311169 148311169 Missense_Mutation SNP G A 43 133 c.240G>A c.(238-240)ATG>ATA p.M80I

Pat_76 Post-Resistance ZNF786 136051 37 7 148768291 148768292 Missense_Mutation DNP GG AA 18 22 c.1572_1573CC>TT570-1575)CTCCGT>CTTT p.R525C

Pat_76 Post-Resistance ZNF398 57541 37 7 148876126 148876126 Missense_Mutation SNP A G 27 192 c.1162A>G c.(1162-1164)ACC>GCC p.T388A

Pat_76 Post-Resistance ZNF777 27153 37 7 149152767 149152767 Missense_Mutation SNP G A 45 22 c.347C>T c.(346-348)TCC>TTC p.S116F

Pat_76 Post-Resistance KRBA1 84626 37 7 149422535 149422535 Missense_Mutation SNP G A 3 29 c.1256G>A c.(1255-1257)AGG>AAG p.R419K

Pat_76 Post-Resistance SSPO 23145 37 7 149473161 149473161 Missense_Mutation SNP G A 5 31 c.31G>A c.(31-33)GCG>ACG p.A11T

Pat_76 Post-Resistance SSPO 23145 37 7 149492413 149492413 Missense_Mutation SNP G A 9 34 c.6302G>A c.(6301-6303)GGG>GAG p.G2101E

Pat_76 Post-Resistance REPIN1 29803 37 7 150068839 150068839 Missense_Mutation SNP C T 6 42 c.509C>T c.(508-510)CCC>CTC p.P170L

Pat_76 Post-Resistance GIMAP8 155038 37 7 150174179 150174179 Splice_Site SNP G A 46 43 c.1310_splice c.e5-1 p.E437_splice

Pat_76 Post-Resistance GIMAP8 155038 37 7 150174386 150174386 Missense_Mutation SNP G A 28 22 c.1516G>A c.(1516-1518)GAC>AAC p.D506N



Pat_76 Post-Resistance TMEM176A 55365 37 7 150499346 150499346 Missense_Mutation SNP G A 17 81 c.218G>A c.(217-219)GGA>GAA p.G73E

Pat_76 Post-Resistance NOS3 4846 37 7 150696324 150696324 Missense_Mutation SNP G A 20 144 c.1003G>A c.(1003-1005)GCA>ACA p.A335T

Pat_76 Post-Resistance MLL3 58508 37 7 152027710 152027710 Missense_Mutation SNP G A 17 94 c.365C>T c.(364-366)TCT>TTT p.S122F

Pat_76 Post-Resistance HTR5A 3361 37 7 154862632 154862632 Missense_Mutation SNP C T 33 197 c.23C>T c.(22-24)ACC>ATC p.T8I

Pat_76 Post-Resistance HTR5A 3361 37 7 154876022 154876022 Missense_Mutation SNP C T 22 97 c.899C>T c.(898-900)CCC>CTC p.P300L

Pat_76 Post-Resistance RNF32 140545 37 7 156437211 156437211 Missense_Mutation SNP G A 3 38 c.34G>A c.(34-36)GAT>AAT p.D12N

Pat_76 Post-Resistance ERICH1 157697 37 8 623397 623398 Missense_Mutation DNP CC TT 30 82 c.954_955GG>AA952-957)GGGGAG>GGAA p.E319K

Pat_76 Post-Resistance CSMD1 64478 37 8 2806873 2806873 Missense_Mutation SNP A C 4 7 c.10353T>G c.(10351-10353)TTT>TTG p.F3451L

Pat_76 Post-Resistance CSMD1 64478 37 8 3253899 3253899 Nonsense_Mutation SNP G A 3 5 c.2413C>T c.(2413-2415)CAG>TAG p.Q805*

Pat_76 Post-Resistance SGK223 157285 37 8 8235065 8235065 Missense_Mutation SNP G A 10 18 c.854C>T c.(853-855)TCA>TTA p.S285L

Pat_76 Post-Resistance FAM167A 83648 37 8 11281901 11281901 Missense_Mutation SNP C T 19 48 c.626G>A c.(625-627)CGG>CAG p.R209Q

Pat_76 Post-Resistance SGCZ 137868 37 8 13959889 13959889 Missense_Mutation SNP C T 8 28 c.740G>A c.(739-741)GGG>GAG p.G247E

Pat_76 Post-Resistance TUSC3 7991 37 8 15531307 15531307 Missense_Mutation SNP C T 10 32 c.760C>T c.(760-762)CCT>TCT p.P254S

Pat_76 Post-Resistance MTMR7 9108 37 8 17159783 17159783 Nonsense_Mutation SNP C T 9 26 c.1500G>A c.(1498-1500)TGG>TGA p.W500*

Pat_76 Post-Resistance XPO7 23039 37 8 21834014 21834014 Missense_Mutation SNP C T 20 36 c.745C>T c.(745-747)CCC>TCC p.P249S

Pat_76 Post-Resistance LOXL2 4017 37 8 23225624 23225624 Missense_Mutation SNP C T 22 49 c.241G>A c.(241-243)GGC>AGC p.G81S

Pat_76 Post-Resistance ADAM28 10863 37 8 24187543 24187543 Missense_Mutation SNP G A 13 25 c.1018G>A c.(1018-1020)GAA>AAA p.E340K

Pat_76 Post-Resistance ADAM7 8756 37 8 24324376 24324376 Missense_Mutation SNP G C 21 31 c.454G>C c.(454-456)GAA>CAA p.E152Q

Pat_76 Post-Resistance EBF2 64641 37 8 25718576 25718576 Missense_Mutation SNP C T 15 46 c.1331G>A c.(1330-1332)GGA>GAA p.G444E

Pat_76 Post-Resistance DPYSL2 1808 37 8 26513185 26513185 Missense_Mutation SNP C T 27 99 c.1682C>T c.(1681-1683)CCC>CTC p.P561L

Pat_76 Post-Resistance C8orf80 389643 37 8 27931885 27931885 Missense_Mutation SNP C T 5 12 c.43G>A c.(43-45)GTT>ATT p.V15I

Pat_76 Post-Resistance TEX15 56154 37 8 30695198 30695198 Missense_Mutation SNP G A 10 25 c.7453C>T c.(7453-7455)CCA>TCA p.P2485S

Pat_76 Post-Resistance ZMAT4 79698 37 8 40625228 40625228 Missense_Mutation SNP C T 5 17 c.124G>A c.(124-126)GTC>ATC p.V42I

Pat_76 Post-Resistance AGPAT6 137964 37 8 41470462 41470463 Missense_Mutation DNP CC TT 12 31 c.894_895CC>TT 892-897)CGCCAC>CGTTA p.H299Y

Pat_76 Post-Resistance ANK1 286 37 8 41551487 41551487 Missense_Mutation SNP G A 7 16 c.3461C>T c.(3460-3462)TCC>TTC p.S1154F

Pat_76 Post-Resistance POTEA 340441 37 8 43152483 43152483 Missense_Mutation SNP G A 32 78 c.469G>A c.(469-471)GAT>AAT p.D157N

Pat_76 Post-Resistance MCM4 4173 37 8 48882577 48882577 Missense_Mutation SNP C T 12 37 c.1394C>T c.(1393-1395)GCC>GTC p.A465V

Pat_76 Post-Resistance C8orf22 492307 37 8 49986883 49986883 Missense_Mutation SNP C T 4 14 c.224C>T c.(223-225)TCT>TTT p.S75F

Pat_76 Post-Resistance RP1 6101 37 8 55541492 55541492 Missense_Mutation SNP G A 15 34 c.5050G>A c.(5050-5052)GAA>AAA p.E1684K

Pat_76 Post-Resistance RP1 6101 37 8 55541652 55541652 Missense_Mutation SNP A G 8 22 c.5210A>G c.(5209-5211)GAA>GGA p.E1737G

Pat_76 Post-Resistance XKR4 114786 37 8 56436719 56436719 Missense_Mutation SNP C T 15 23 c.1886C>T c.(1885-1887)CCT>CTT p.P629L

Pat_76 Post-Resistance PLAG1 5324 37 8 57079014 57079014 Missense_Mutation SNP G A 4 11 c.1291C>T c.(1291-1293)CCC>TCC p.P431S

Pat_76 Post-Resistance CYP7A1 1581 37 8 59409562 59409563 Missense_Mutation DNP CC TT 14 53 c.508_509GG>AA c.(508-510)GGG>AAG p.G170K

Pat_76 Post-Resistance PREX2 80243 37 8 69028113 69028113 Missense_Mutation SNP G A 23 44 c.3272G>A c.(3271-3273)GGA>GAA p.G1091E

Pat_76 Post-Resistance CRISPLD1 83690 37 8 75925132 75925132 Missense_Mutation SNP C T 11 13 c.385C>T c.(385-387)CCC>TCC p.P129S

Pat_76 Post-Resistance ZFHX4 79776 37 8 77763658 77763658 Missense_Mutation SNP C T 3 22 c.4366C>T c.(4366-4368)CCT>TCT p.P1456S

Pat_76 Post-Resistance PAG1 55824 37 8 81899700 81899700 Missense_Mutation SNP G A 16 32 c.179C>T c.(178-180)CCT>CTT p.P60L

Pat_76 Post-Resistance WWP1 11059 37 8 87393063 87393064 Missense_Mutation DNP CT TC 10 8 c.179_180CT>TC c.(178-180)TCT>TTC p.S60F

Pat_76 Post-Resistance CNGB3 54714 37 8 87656094 87656094 Nonsense_Mutation SNP G A 9 33 c.1063C>T c.(1063-1065)CGA>TGA p.R355*

Pat_76 Post-Resistance SLC26A7 115111 37 8 92352666 92352666 Missense_Mutation SNP C T 22 40 c.913C>T c.(913-915)CTC>TTC p.L305F

Pat_76 Post-Resistance POP1 10940 37 8 99140736 99140736 Missense_Mutation SNP C T 7 11 c.454C>T c.(454-456)CCC>TCC p.P152S

Pat_76 Post-Resistance POP1 10940 37 8 99161210 99161210 Nonsense_Mutation SNP G A 6 6 c.1878G>A c.(1876-1878)TGG>TGA p.W626*

Pat_76 Post-Resistance OSR2 116039 37 8 99961245 99961245 Missense_Mutation SNP C T 17 32 c.65C>T c.(64-66)TCC>TTC p.S22F

Pat_76 Post-Resistance UBR5 51366 37 8 103326127 103326127 Missense_Mutation SNP G A 8 21 c.1912C>T c.(1912-1914)CCT>TCT p.P638S

Pat_76 Post-Resistance RIMS2 9699 37 8 104778681 104778681 Missense_Mutation SNP G A 10 20 c.614G>A c.(613-615)CGA>CAA p.R205Q

Pat_76 Post-Resistance RIMS2 9699 37 8 105257255 105257255 Missense_Mutation SNP G A 37 70 c.3500G>A c.(3499-3501)GGT>GAT p.G1167D

Pat_76 Post-Resistance ZFPM2 23414 37 8 106813565 106813565 Missense_Mutation SNP G A 6 28 c.1255G>A c.(1255-1257)GAA>AAA p.E419K



Pat_76 Post-Resistance ANGPT1 284 37 8 108306214 108306214 Missense_Mutation SNP G A 26 45 c.988C>T c.(988-990)CGT>TGT p.R330C

Pat_76 Post-Resistance TRHR 7201 37 8 110131469 110131469 Missense_Mutation SNP C A 33 78 c.982C>A c.(982-984)CGT>AGT p.R328S

Pat_76 Post-Resistance PKHD1L1 93035 37 8 110477198 110477198 Missense_Mutation SNP C T 16 41 c.8137C>T c.(8137-8139)CTT>TTT p.L2713F

Pat_76 Post-Resistance CSMD3 114788 37 8 113243822 113243822 Missense_Mutation SNP C T 18 18 c.10780G>A c.(10780-10782)GGA>AGA p.G3594R

Pat_76 Post-Resistance CSMD3 114788 37 8 113519002 113519002 Missense_Mutation SNP G A 7 25 c.4813C>T c.(4813-4815)CCT>TCT p.P1605S

Pat_76 Post-Resistance CSMD3 114788 37 8 113966963 113966963 Missense_Mutation SNP C T 4 10 c.1370G>A c.(1369-1371)AGA>AAA p.R457K

Pat_76 Post-Resistance ENPP2 5168 37 8 120629774 120629774 Missense_Mutation SNP G A 3 14 c.509C>T c.(508-510)TCC>TTC p.S170F

Pat_76 Post-Resistance DEPDC6 64798 37 8 120942126 120942126 Missense_Mutation SNP C T 14 30 c.373C>T c.(373-375)CCA>TCA p.P125S

Pat_76 Post-Resistance FER1L6 654463 37 8 124989687 124989687 Missense_Mutation SNP G A 41 107 c.901G>A c.(901-903)GAT>AAT p.D301N

Pat_76 Post-Resistance FER1L6 654463 37 8 125083819 125083819 Missense_Mutation SNP G A 14 49 c.4039G>A c.(4039-4041)GGG>AGG p.G1347R

Pat_76 Post-Resistance FAM135B 51059 37 8 139164961 139164961 Missense_Mutation SNP C T 21 59 c.1757G>A c.(1756-1758)GGA>GAA p.G586E

Pat_76 Post-Resistance DENND3 22898 37 8 142161766 142161766 Missense_Mutation SNP G A 25 68 c.664G>A c.(664-666)GAC>AAC p.D222N

Pat_76 Post-Resistance LY6K 54742 37 8 143784711 143784711 Missense_Mutation SNP G A 11 24 c.420G>A c.(418-420)ATG>ATA p.M140I

Pat_76 Post-Resistance SPATC1 375686 37 8 145095631 145095632 Missense_Mutation DNP CC TT 16 28 c.929_930CC>TT c.(928-930)CCC>CTT p.P310L

Pat_76 Post-Resistance ERMP1 79956 37 9 5810087 5810087 Missense_Mutation SNP G A 17 28 c.1472C>T c.(1471-1473)TCC>TTC p.S491F

Pat_76 Post-Resistance PTPRD 5789 37 9 8518132 8518132 Missense_Mutation SNP G A 26 73 c.1259C>T c.(1258-1260)GCC>GTC p.A420V

Pat_76 Post-Resistance BNC2 54796 37 9 16436831 16436831 Missense_Mutation SNP C T 12 39 c.1361G>A c.(1360-1362)GGT>GAT p.G454D

Pat_76 Post-Resistance SH3GL2 6456 37 9 17761434 17761434 Splice_Site SNP G A 10 9 c.115_splice c.e3-1 p.K39_splice

Pat_76 Post-Resistance HAUS6 54801 37 9 19063041 19063041 Missense_Mutation SNP G A 17 41 c.1594C>T c.(1594-1596)CCA>TCA p.P532S

Pat_76 Post-Resistance DENND4C 55667 37 9 19346035 19346035 Missense_Mutation SNP C T 9 19 c.2413C>T c.(2413-2415)CCT>TCT p.P805S

Pat_76 Post-Resistance TAF1L 138474 37 9 32630273 32630273 Missense_Mutation SNP C T 17 40 c.5305G>A c.(5305-5307)GGA>AGA p.G1769R

Pat_76 Post-Resistance DNAI1 27019 37 9 34491492 34491492 Splice_Site SNP G A 15 18 c.622_splice c.e8-1 p.D208_splice

Pat_76 Post-Resistance SHB 6461 37 9 37955901 37955901 Missense_Mutation SNP G A 3 7 c.1205C>T c.(1204-1206)GCC>GTC p.A402V

Pat_76 Post-Resistance LOC442421 442421 37 9 66499716 66499716 Missense_Mutation SNP A G 9 43 c.526A>G c.(526-528)AAT>GAT p.N176D

Pat_76 Post-Resistance PCSK5 5125 37 9 78749077 78749077 Missense_Mutation SNP G T 16 45 c.1261G>T c.(1261-1263)GCG>TCG p.A421S

Pat_76 Post-Resistance PCSK5 5125 37 9 78790033 78790033 Missense_Mutation SNP G A 3 32 c.1888G>A c.(1888-1890)GAG>AAG p.E630K

Pat_76 Post-Resistance PCSK5 5125 37 9 78804120 78804121 Missense_Mutation DNP GG AA 9 27 .2491_2492GG>AAc.(2491-2493)GGA>AAA p.G831K

Pat_76 Post-Resistance GCNT1 2650 37 9 79118124 79118124 Missense_Mutation SNP C T 11 26 c.827C>T c.(826-828)CCT>CTT p.P276L

Pat_76 Post-Resistance PRUNE2 158471 37 9 79323229 79323229 Missense_Mutation SNP C T 9 14 c.3961G>A c.(3961-3963)GAT>AAT p.D1321N

Pat_76 Post-Resistance PRUNE2 158471 37 9 79441589 79441589 Missense_Mutation SNP C T 12 18 c.568G>A c.(568-570)GAA>AAA p.E190K

Pat_76 Post-Resistance VPS13A 23230 37 9 79827939 79827939 Missense_Mutation SNP C T 6 13 c.610C>T c.(610-612)CGT>TGT p.R204C

Pat_76 Post-Resistance FRMD3 257019 37 9 85950537 85950537 Missense_Mutation SNP C T 10 17 c.490G>A c.(490-492)GAT>AAT p.D164N

Pat_76 Post-Resistance KIF27 55582 37 9 86518174 86518174 Missense_Mutation SNP G A 4 20 c.1259C>T c.(1258-1260)ACC>ATC p.T420I

Pat_76 Post-Resistance PHF2 5253 37 9 96428104 96428104 Missense_Mutation SNP C T 39 98 c.2074C>T c.(2074-2076)CCC>TCC p.P692S

Pat_76 Post-Resistance HSD17B3 3293 37 9 99064356 99064356 Missense_Mutation SNP G A 16 45 c.31C>T c.(31-33)CTC>TTC p.L11F

Pat_76 Post-Resistance CTSL2 1515 37 9 99800270 99800271 Missense_Mutation DNP GG AA 8 37 c.55_56CC>TT c.(55-57)CCA>TTA p.P19L

Pat_76 Post-Resistance FOXE1 2304 37 9 100616596 100616596 Missense_Mutation SNP G A 14 28 c.400G>A c.(400-402)GAG>AAG p.E134K

Pat_76 Post-Resistance TRIM14 9830 37 9 100857249 100857250 Missense_Mutation DNP GG AA 12 36 c.599_600CC>TT c.(598-600)CCC>CTT p.P200L

Pat_76 Post-Resistance LPPR1 54886 37 9 104079716 104079716 Missense_Mutation SNP C T 15 43 c.883C>T c.(883-885)CGT>TGT p.R295C

Pat_76 Post-Resistance GRIN3A 116443 37 9 104449092 104449092 Missense_Mutation SNP C T 7 21 c.1090G>A c.(1090-1092)GAA>AAA p.E364K

Pat_76 Post-Resistance CYLC2 1539 37 9 105767050 105767050 Missense_Mutation SNP C T 5 6 c.254C>T c.(253-255)TCT>TTT p.S85F

Pat_76 Post-Resistance OR13F1 138805 37 9 107267121 107267121 Missense_Mutation SNP C T 51 105 c.578C>T c.(577-579)TCC>TTC p.S193F

Pat_76 Post-Resistance OR13C9 286362 37 9 107379644 107379644 Missense_Mutation SNP G A 11 30 c.842C>T c.(841-843)TCC>TTC p.S281F

Pat_76 Post-Resistance TXNDC8 255220 37 9 113096507 113096507 Missense_Mutation SNP G A 6 20 c.118C>T c.(118-120)CCT>TCT p.P40S

Pat_76 Post-Resistance ZNF618 114991 37 9 116795009 116795009 Splice_Site SNP G A 18 107 c.1168_splice c.e12+1 p.E390_splice

Pat_76 Post-Resistance AKNA 80709 37 9 117118393 117118393 Missense_Mutation SNP G A 7 25 c.2870C>T c.(2869-2871)CCC>CTC p.P957L

Pat_76 Post-Resistance TNC 3371 37 9 117819506 117819506 Missense_Mutation SNP G A 11 35 c.4505C>T c.(4504-4506)ACT>ATT p.T1502I



Pat_76 Post-Resistance ASTN2 23245 37 9 119738438 119738438 Missense_Mutation SNP C T 13 14 c.1706G>A c.(1705-1707)GGC>GAC p.G569D

Pat_76 Post-Resistance TRAF1 7185 37 9 123667467 123667467 Missense_Mutation SNP G A 5 15 c.1082C>T c.(1081-1083)GCC>GTC p.A361V

Pat_76 Post-Resistance TRAF1 7185 37 9 123675765 123675765 Missense_Mutation SNP C T 5 20 c.546G>A c.(544-546)ATG>ATA p.M182I

Pat_76 Post-Resistance OR1N1 138883 37 9 125289062 125289063 Missense_Mutation DNP CC TT 6 15 c.510_511GG>AA508-513)GGGGAA>GGAA p.E171K

Pat_76 Post-Resistance RABGAP1 23637 37 9 125832695 125832695 Missense_Mutation SNP C T 22 47 c.1975C>T c.(1975-1977)CTT>TTT p.L659F

Pat_76 Post-Resistance SPTAN1 6709 37 9 131394511 131394511 Missense_Mutation SNP C T 4 18 c.6853C>T c.(6853-6855)CAC>TAC p.H2285Y

Pat_76 Post-Resistance LAMC3 10319 37 9 133901843 133901843 Missense_Mutation SNP G A 8 13 c.545G>A c.(544-546)GGC>GAC p.G182D

Pat_76 Post-Resistance NTNG2 84628 37 9 135042312 135042312 Missense_Mutation SNP C T 20 31 c.94C>T c.(94-96)CCC>TCC p.P32S

Pat_76 Post-Resistance SETX 23064 37 9 135204652 135204652 Missense_Mutation SNP C T 5 20 c.2333G>A c.(2332-2334)CGA>CAA p.R778Q

Pat_76 Post-Resistance ADAMTS13 11093 37 9 136323188 136323189 Missense_Mutation DNP CC TT 4 7 c.4049_4050CC>TT c.(4048-4050)ACC>ATT p.T1350I

Pat_76 Post-Resistance DBH 1621 37 9 136518122 136518122 Splice_Site SNP G A 16 52 c.1434_splice c.e9+1 p.V478_splice

Pat_76 Post-Resistance CAMSAP1 157922 37 9 138707828 138707828 Missense_Mutation SNP G A 17 36 c.4295C>T c.(4294-4296)CCC>CTC p.P1432L

Pat_76 Post-Resistance SEC16A 9919 37 9 139371934 139371934 Missense_Mutation SNP G A 6 24 c.134C>T c.(133-135)ACT>ATT p.T45I

Pat_76 Post-Resistance ANAPC2 29882 37 9 140069793 140069793 Missense_Mutation SNP C T 8 10 c.2152G>A c.(2152-2154)GAG>AAG p.E718K

Pat_76 Post-Resistance ANAPC2 29882 37 9 140077628 140077628 Missense_Mutation SNP G A 45 83 c.1235C>T c.(1234-1236)CCT>CTT p.P412L

Pat_76 Post-Resistance ENTPD8 377841 37 9 140330184 140330184 Missense_Mutation SNP C T 12 10 c.1148G>A c.(1147-1149)AGG>AAG p.R383K

Pat_76 Post-Resistance SHOX 6473 37 X 591723 591723 Missense_Mutation SNP G A 41 75 c.91G>A c.(91-93)GAT>AAT p.D31N

Pat_76 Post-Resistance ASMT 438 37 X 1742197 1742197 Missense_Mutation SNP G A 6 14 c.235G>A c.(235-237)GGA>AGA p.G79R

Pat_76 Post-Resistance ASMT 438 37 X 1748718 1748718 Missense_Mutation SNP G A 47 133 c.448G>A c.(448-450)GAG>AAG p.E150K

Pat_76 Post-Resistance ARSD 414 37 X 2836227 2836227 Missense_Mutation SNP G A 3 10 c.481C>T c.(481-483)CAC>TAC p.H161Y

Pat_76 Post-Resistance MXRA5 25878 37 X 3240077 3240077 Missense_Mutation SNP C T 11 20 c.3649G>A c.(3649-3651)GAA>AAA p.E1217K

Pat_76 Post-Resistance NLGN4X 57502 37 X 6069266 6069266 Missense_Mutation SNP G A 17 22 c.242C>T c.(241-243)CCC>CTC p.P81L

Pat_76 Post-Resistance VCX 26609 37 X 7811971 7811971 Missense_Mutation SNP G A 75 248 c.535G>A c.(535-537)GAG>AAG p.E179K

Pat_76 Post-Resistance SHROOM2 357 37 X 9863495 9863495 Missense_Mutation SNP C T 4 12 c.1547C>T c.(1546-1548)CCA>CTA p.P516L

Pat_76 Post-Resistance TLR8 51311 37 X 12938573 12938573 Missense_Mutation SNP C T 11 33 c.1414C>T c.(1414-1416)CGT>TGT p.R472C

Pat_76 Post-Resistance TLR8 51311 37 X 12939914 12939914 Missense_Mutation SNP G A 11 34 c.2755G>A c.(2755-2757)GAG>AAG p.E919K

Pat_76 Post-Resistance EGFL6 25975 37 X 13621532 13621532 Missense_Mutation SNP C T 10 28 c.497C>T c.(496-498)GCC>GTC p.A166V

Pat_76 Post-Resistance PHEX 5251 37 X 22117199 22117199 Missense_Mutation SNP G A 37 57 c.1009G>A c.(1009-1011)GAG>AAG p.E337K

Pat_76 Post-Resistance PHEX 5251 37 X 22237170 22237170 Missense_Mutation SNP C T 13 43 c.1718C>T c.(1717-1719)GCT>GTT p.A573V

Pat_76 Post-Resistance POLA1 5422 37 X 24721395 24721395 Missense_Mutation SNP G A 11 10 c.178G>A c.(178-180)GAA>AAA p.E60K

Pat_76 Post-Resistance CXorf21 80231 37 X 30578039 30578039 Missense_Mutation SNP G A 7 27 c.434C>T c.(433-435)CCC>CTC p.P145L

Pat_76 Post-Resistance FAM47A 158724 37 X 34148687 34148687 Missense_Mutation SNP G A 5 12 c.1709C>T c.(1708-1710)TCG>TTG p.S570L

Pat_76 Post-Resistance CXorf59 286464 37 X 36117969 36117969 Nonsense_Mutation SNP G A 14 24 c.825G>A c.(823-825)TGG>TGA p.W275*

Pat_76 Post-Resistance SRPX 8406 37 X 38031196 38031196 Missense_Mutation SNP C T 19 35 c.464G>A c.(463-465)GGG>GAG p.G155E

Pat_76 Post-Resistance RPGR 6103 37 X 38129006 38129006 Missense_Mutation SNP G A 7 21 c.2321C>T c.(2320-2322)TCC>TTC p.S774F

Pat_76 Post-Resistance GPR34 2857 37 X 41555789 41555789 Nonsense_Mutation SNP G A 7 18 c.903G>A c.(901-903)TGG>TGA p.W301*

Pat_76 Post-Resistance GRIPAP1 56850 37 X 48844287 48844287 Missense_Mutation SNP G A 3 9 c.953C>T c.(952-954)TCC>TTC p.S318F

Pat_76 Post-Resistance TFE3 7030 37 X 48895543 48895543 Missense_Mutation SNP G A 3 10 c.877C>T c.(877-879)CCC>TCC p.P293S

Pat_76 Post-Resistance CCDC120 90060 37 X 48925184 48925184 Missense_Mutation SNP C T 10 20 c.1429C>T c.(1429-1431)CGC>TGC p.R477C

Pat_76 Post-Resistance GPKOW 27238 37 X 48976140 48976140 Missense_Mutation SNP C A 6 15 c.484G>T c.(484-486)GTC>TTC p.V162F

Pat_76 Post-Resistance PRICKLE3 4007 37 X 49032516 49032516 Missense_Mutation SNP C T 3 6 c.1354G>A c.(1354-1356)GAG>AAG p.E452K

Pat_76 Post-Resistance DGKK 139189 37 X 50119787 50119787 Nonsense_Mutation SNP A C 10 19 c.3242T>G c.(3241-3243)TTA>TGA p.L1081*

Pat_76 Post-Resistance PHF8 23133 37 X 54069119 54069119 Missense_Mutation SNP C T 27 51 c.151G>A c.(151-153)GAT>AAT p.D51N

Pat_76 Post-Resistance FAAH2 158584 37 X 57313331 57313331 Missense_Mutation SNP G A 4 5 c.73G>A c.(73-75)GGC>AGC p.G25S

Pat_76 Post-Resistance MTMR8 55613 37 X 63564991 63564991 Missense_Mutation SNP G A 15 42 c.799C>T c.(799-801)CGC>TGC p.R267C

Pat_76 Post-Resistance LAS1L 81887 37 X 64738050 64738050 Missense_Mutation SNP C T 13 26 c.1744G>A c.(1744-1746)GAG>AAG p.E582K

Pat_76 Post-Resistance MSN 4478 37 X 64936728 64936728 Nonsense_Mutation SNP C T 26 61 c.61C>T c.(61-63)CAG>TAG p.Q21*



Pat_76 Post-Resistance HEPH 9843 37 X 65476115 65476115 Missense_Mutation SNP G A 13 23 c.2848G>A c.(2848-2850)GAT>AAT p.D950N

Pat_76 Post-Resistance AR 367 37 X 66905918 66905918 Missense_Mutation SNP G T 4 15 c.1835G>T c.(1834-1836)TGT>TTT p.C612F

Pat_76 Post-Resistance OTUD6A 139562 37 X 69283186 69283187 Missense_Mutation DNP CC TT 5 22 c.812_813CC>TT c.(811-813)TCC>TTT p.S271F

Pat_76 Post-Resistance DGAT2L6 347516 37 X 69419701 69419701 Nonsense_Mutation SNP G A 9 20 c.236G>A c.(235-237)TGG>TAG p.W79*

Pat_76 Post-Resistance P2RY4 5030 37 X 69478907 69478907 Missense_Mutation SNP G A 9 27 c.568C>T c.(568-570)CGG>TGG p.R190W

Pat_76 Post-Resistance MED12 9968 37 X 70344131 70344131 Missense_Mutation SNP G A 11 24 c.1867G>A c.(1867-1869)GAC>AAC p.D623N

Pat_76 Post-Resistance TAF1 6872 37 X 70586306 70586306 Missense_Mutation SNP G A 4 14 c.142G>A c.(142-144)GGA>AGA p.G48R

Pat_76 Post-Resistance TAF1 6872 37 X 70597668 70597668 Missense_Mutation SNP T G 5 23 c.927T>G c.(925-927)GAT>GAG p.D309E

Pat_76 Post-Resistance ACRC 93953 37 X 70823696 70823696 Missense_Mutation SNP A G 88 353 c.569A>G c.(568-570)GAC>GGC p.D190G

Pat_76 Post-Resistance RGAG4 340526 37 X 71350547 71350547 Missense_Mutation SNP C T 28 72 c.844G>A c.(844-846)GAA>AAA p.E282K

Pat_76 Post-Resistance PHKA1 5255 37 X 71830949 71830949 Missense_Mutation SNP C T 11 22 c.2455G>A c.(2455-2457)GAA>AAA p.E819K

Pat_76 Post-Resistance PHKA1 5255 37 X 71838692 71838692 Missense_Mutation SNP G A 7 29 c.2237C>T c.(2236-2238)TCT>TTT p.S746F

Pat_76 Post-Resistance PHKA1 5255 37 X 71838696 71838696 Missense_Mutation SNP G A 7 29 c.2233C>T c.(2233-2235)CCC>TCC p.P745S

Pat_76 Post-Resistance ZCCHC13 389874 37 X 73524355 73524355 Missense_Mutation SNP G A 11 36 c.254G>A c.(253-255)CGA>CAA p.R85Q

Pat_76 Post-Resistance ATRX 546 37 X 76939192 76939192 Missense_Mutation SNP G A 37 92 c.1556C>T c.(1555-1557)TCT>TTT p.S519F

Pat_76 Post-Resistance ATP7A 538 37 X 77254089 77254089 Missense_Mutation SNP G A 19 72 c.1451G>A c.(1450-1452)GGA>GAA p.G484E

Pat_76 Post-Resistance FAM46D 169966 37 X 79698084 79698084 Missense_Mutation SNP A C 6 12 c.46A>C c.(46-48)ACA>CCA p.T16P

Pat_76 Post-Resistance RPS6KA6 27330 37 X 83357077 83357077 Missense_Mutation SNP G A 4 21 c.1744C>T c.(1744-1746)CCA>TCA p.P582S

Pat_76 Post-Resistance TSPAN6 7105 37 X 99885830 99885830 Missense_Mutation SNP G A 7 26 c.703C>T c.(703-705)CGT>TGT p.R235C

Pat_76 Post-Resistance DRP2 1821 37 X 100492690 100492690 Missense_Mutation SNP G A 22 78 c.364G>A c.(364-366)GAT>AAT p.D122N

Pat_76 Post-Resistance NXF2B 728343 37 X 101623758 101623758 Missense_Mutation SNP G A 10 54 c.604C>T c.(604-606)CCC>TCC p.P202S

Pat_76 Post-Resistance GPRASP1 9737 37 X 101911210 101911210 Missense_Mutation SNP G A 22 42 c.2369G>A c.(2368-2370)AGA>AAA p.R790K

Pat_76 Post-Resistance GPRASP2 114928 37 X 101971581 101971581 Missense_Mutation SNP C T 11 34 c.1784C>T c.(1783-1785)TCT>TTT p.S595F

Pat_76 Post-Resistance RAB40AL 282808 37 X 102192944 102192944 Missense_Mutation SNP C T 25 102 c.698C>T c.(697-699)GCC>GTC p.A233V

Pat_76 Post-Resistance ESX1 80712 37 X 103499043 103499043 Missense_Mutation SNP C T 22 28 c.298G>A c.(298-300)GAG>AAG p.E100K

Pat_76 Post-Resistance ESX1 80712 37 X 103499180 103499181 Missense_Mutation DNP CC TT 54 163 c.160_161GG>AA c.(160-162)GGA>AAA p.G54K

Pat_76 Post-Resistance MORC4 79710 37 X 106185285 106185285 Missense_Mutation SNP C T 8 25 c.2543G>A c.(2542-2544)AGA>AAA p.R848K

Pat_76 Post-Resistance VSIG1 340547 37 X 107315967 107315967 Missense_Mutation SNP C T 35 66 c.473C>T c.(472-474)TCC>TTC p.S158F

Pat_76 Post-Resistance VSIG1 340547 37 X 107320451 107320451 Missense_Mutation SNP G A 4 13 c.1004G>A c.(1003-1005)GGA>GAA p.G335E

Pat_76 Post-Resistance COL4A6 1288 37 X 107413919 107413919 Missense_Mutation SNP C T 36 52 c.3416G>A c.(3415-3417)GGA>GAA p.G1139E

Pat_76 Post-Resistance COL4A6 1288 37 X 107430407 107430407 Missense_Mutation SNP C T 52 99 c.1873G>A c.(1873-1875)GGA>AGA p.G625R

Pat_76 Post-Resistance COL4A6 1288 37 X 107431160 107431160 Missense_Mutation SNP G A 29 54 c.1688C>T c.(1687-1689)TCT>TTT p.S563F

Pat_76 Post-Resistance COL4A5 1287 37 X 107814644 107814644 Missense_Mutation SNP G A 11 35 c.386G>A c.(385-387)GGA>GAA p.G129E

Pat_76 Post-Resistance COL4A5 1287 37 X 107865965 107865965 Nonsense_Mutation SNP A T 12 21 c.2827A>T c.(2827-2829)AAA>TAA p.K943*

Pat_76 Post-Resistance GUCY2F 2986 37 X 108697082 108697082 Missense_Mutation SNP G A 5 7 c.1039C>T c.(1039-1041)CCG>TCG p.P347S

Pat_76 Post-Resistance DCX 1641 37 X 110576334 110576335 Missense_Mutation DNP GG AA 6 19 c.995_996CC>TT c.(994-996)GCC>GTT p.A332V

Pat_76 Post-Resistance SLC6A14 11254 37 X 115590014 115590014 Missense_Mutation SNP C A 6 49 c.1822C>A c.(1822-1824)CCA>ACA p.P608T

Pat_76 Post-Resistance KLHL13 90293 37 X 117079486 117079486 Missense_Mutation SNP C T 7 23 c.151G>A c.(151-153)GAA>AAA p.E51K

Pat_76 Post-Resistance WDR44 54521 37 X 117577623 117577623 Missense_Mutation SNP C T 22 32 c.2485C>T c.(2485-2487)CGT>TGT p.R829C

Pat_76 Post-Resistance DOCK11 139818 37 X 117676792 117676792 Missense_Mutation SNP G A 23 54 c.207G>A c.(205-207)ATG>ATA p.M69I

Pat_76 Post-Resistance DOCK11 139818 37 X 117744362 117744362 Missense_Mutation SNP G A 10 32 c.3077G>A c.(3076-3078)AGT>AAT p.S1026N

Pat_76 Post-Resistance LONRF3 79836 37 X 118123461 118123461 Missense_Mutation SNP G A 7 28 c.1150G>A c.(1150-1152)GGG>AGG p.G384R

Pat_76 Post-Resistance UPF3B 65109 37 X 118985459 118985459 Missense_Mutation SNP T G 4 15 c.369A>C c.(367-369)AAA>AAC p.K123N

Pat_76 Post-Resistance AKAP14 158798 37 X 119037548 119037548 Missense_Mutation SNP C T 5 12 c.260C>T c.(259-261)TCG>TTG p.S87L

Pat_76 Post-Resistance ODZ1 10178 37 X 123699255 123699255 Missense_Mutation SNP G A 21 28 c.2233C>T c.(2233-2235)CCT>TCT p.P745S

Pat_76 Post-Resistance ACTRT1 139741 37 X 127185537 127185537 Missense_Mutation SNP C T 27 65 c.649G>A c.(649-651)GAG>AAG p.E217K

Pat_76 Post-Resistance OCRL 4952 37 X 128703368 128703368 Missense_Mutation SNP C T 16 79 c.1594C>T c.(1594-1596)CAT>TAT p.H532Y



Pat_76 Post-Resistance ZDHHC9 51114 37 X 128957792 128957792 Missense_Mutation SNP G A 27 46 c.350C>T c.(349-351)CCC>CTC p.P117L

Pat_76 Post-Resistance ELF4 2000 37 X 129203363 129203363 Missense_Mutation SNP C T 24 86 c.1099G>A c.(1099-1101)GGA>AGA p.G367R

Pat_76 Post-Resistance ARHGAP36 158763 37 X 130218339 130218339 Missense_Mutation SNP C T 10 21 c.706C>T c.(706-708)CCC>TCC p.P236S

Pat_76 Post-Resistance IGSF1 3547 37 X 130409467 130409467 Missense_Mutation SNP C T 30 80 c.3169G>A c.(3169-3171)GAA>AAA p.E1057K

Pat_76 Post-Resistance MBNL3 55796 37 X 131573612 131573612 Missense_Mutation SNP G A 49 116 c.28C>T c.(28-30)CGT>TGT p.R10C

Pat_76 Post-Resistance USP26 83844 37 X 132160571 132160571 Missense_Mutation SNP G A 3 18 c.1678C>T c.(1678-1680)CCC>TCC p.P560S

Pat_76 Post-Resistance MMGT1 93380 37 X 135047268 135047268 Missense_Mutation SNP G A 42 93 c.311C>T c.(310-312)TCG>TTG p.S104L

Pat_76 Post-Resistance GPR112 139378 37 X 135431671 135431671 Missense_Mutation SNP G A 7 37 c.5806G>A c.(5806-5808)GCA>ACA p.A1936T

Pat_76 Post-Resistance MAGEC1 9947 37 X 140993818 140993818 Missense_Mutation SNP T G 18 196 c.628T>G c.(628-630)TTA>GTA p.L210V

Pat_76 Post-Resistance MAGEC1 9947 37 X 140994421 140994421 Missense_Mutation SNP C T 35 61 c.1231C>T c.(1231-1233)CCT>TCT p.P411S

Pat_76 Post-Resistance MAGEA11 4110 37 X 148797442 148797442 Missense_Mutation SNP C T 23 58 c.296C>T c.(295-297)CCC>CTC p.P99L

Pat_76 Post-Resistance MAGEA11 4110 37 X 148798372 148798373 Missense_Mutation DNP GG AA 45 78 .1226_1227GG>AAc.(1225-1227)AGG>AAA p.R409K

Pat_76 Post-Resistance GPR50 9248 37 X 150348908 150348908 Missense_Mutation SNP T G 30 52 c.853T>G c.(853-855)TTC>GTC p.F285V

Pat_76 Post-Resistance MAGEA10 4109 37 X 151303507 151303507 Missense_Mutation SNP G A 16 37 c.586C>T c.(586-588)CCC>TCC p.P196S

Pat_76 Post-Resistance GABRQ 55879 37 X 151821313 151821314 Missense_Mutation DNP GG AA 20 55 .1468_1469GG>AAc.(1468-1470)GGC>AAC p.G490N

Pat_76 Post-Resistance MAGEA6 4105 37 X 151869683 151869683 Nonsense_Mutation SNP C T 76 90 c.373C>T c.(373-375)CGA>TGA p.R125*

Pat_76 Post-Resistance MAGEA12 4111 37 X 151900098 151900098 Missense_Mutation SNP C T 42 110 c.703G>A c.(703-705)GAG>AAG p.E235K

Pat_76 Post-Resistance CETN2 1069 37 X 151996420 151996420 Missense_Mutation SNP A G 13 57 c.484T>C c.(484-486)TTC>CTC p.F162L

Pat_76 Post-Resistance HCFC1 3054 37 X 153217050 153217050 Missense_Mutation SNP G A 33 62 c.5369C>T c.(5368-5370)TCC>TTC p.S1790F

Pat_76 Post-Resistance HCFC1 3054 37 X 153224937 153224937 Missense_Mutation SNP G A 10 22 c.1450C>T c.(1450-1452)CCT>TCT p.P484S

Pat_76 Post-Resistance FLNA 2316 37 X 153594560 153594560 Nonsense_Mutation SNP G A 26 34 c.1261C>T c.(1261-1263)CAG>TAG p.Q421*

Pat_76 Post-Resistance PLXNA3 55558 37 X 153691999 153691999 Missense_Mutation SNP G A 4 14 c.1513G>A c.(1513-1515)GAC>AAC p.D505N

Pat_76 Post-Resistance PLXNA3 55558 37 X 153693191 153693191 Missense_Mutation SNP G A 11 14 c.2023G>A c.(2023-2025)GGC>AGC p.G675S

Pat_76 Post-Resistance PLXNA3 55558 37 X 153696206 153696206 Missense_Mutation SNP G C 23 33 c.3682G>C c.(3682-3684)GGT>CGT p.G1228R

Pat_01 Pre-Treatment RERE 473 37 1 8557555 8557555 Frame_Shift_Del DEL G - 8 585 c.914delC c.(913-915)CCAfs p.P305fs

Pat_01 Pre-Treatment PABPC4 8761 37 1 40028016 40028016 Frame_Shift_Del DEL G - 7 491 c.1693delC c.(1693-1695)CAGfs p.Q565fs

Pat_01 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 14 732 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_01 Pre-Treatment SV2A 9900 37 1 149885223 149885225 In_Frame_Del DEL TCA - 7 429 c.168_170delTGAc.(166-171)GATGAC>GACp.56_57DD>D

Pat_01 Pre-Treatment LCE1F 353137 37 1 152749003 152749008 In_Frame_Del DEL TGGCTC - 8 305 156_161delTGGCT154-162)TGTGGCTCC>TG p.GS53del

Pat_01 Pre-Treatment CCT3 7203 37 1 156290648 156290648 Frame_Shift_Del DEL T - 9 706 c.591delA c.(589-591)AAAfs p.K197fs

Pat_01 Pre-Treatment OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 9 1448 c.259delG c.(259-261)GGGfs p.G87fs

Pat_01 Pre-Treatment NOS1AP 9722 37 1 162326888 162326890 In_Frame_Del DEL CAG - 8 112 c.901_903delCAG c.(901-903)CAGdel p.Q306del

Pat_01 Pre-Treatment LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 13 60 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_01 Pre-Treatment DIP2C 22982 37 10 412274 412275 Frame_Shift_Del DEL CA - 9 171 c.2208_2209delTG c.(2206-2211)TGTGCAfs p.C736fs

Pat_01 Pre-Treatment NUP98 4928 37 11 3720389 3720389 Frame_Shift_Del DEL T - 7 756 c.3932delA c.(3931-3933)AACfs p.N1311fs

Pat_01 Pre-Treatment DENND5A 23258 37 11 9199797 9199799 In_Frame_Del DEL ATC - 8 430 c.1786_1788delGAT c.(1786-1788)GATdel p.D596del

Pat_01 Pre-Treatment AMPD3 272 37 11 10508911 10508915 Splice_Site DEL GGTGC - 118 473 c.939_splice c.e6+1 p.K313_splice

Pat_01 Pre-Treatment NDUFV1 4723 37 11 67376193 67376194 Splice_Site INS - GT 8 493 c.326_splice c.e3+1 p.R109_splice

Pat_01 Pre-Treatment PAK1 5058 37 11 77069990 77069992 In_Frame_Del DEL CAT - 8 691 c.548_550delATGc.(547-552)GATGCT>GCT p.D183del

Pat_01 Pre-Treatment CHD4 1108 37 12 6711207 6711209 In_Frame_Del DEL CTT - 7 62 c.355_357delAAG c.(355-357)AAGdel p.K119del

Pat_01 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 7 938 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_01 Pre-Treatment C12orf42 374470 37 12 103695960 103695960 Frame_Shift_Del DEL G - 7 694 c.1009delC c.(1009-1011)CGCfs p.R337fs

Pat_01 Pre-Treatment KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 18 1000 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_01 Pre-Treatment ZC3H13 23091 37 13 46542016 46542017 Frame_Shift_Del DEL CT - 8 300 c.3943_3944delAG c.(3943-3945)AGGfs p.R1315fs

Pat_01 Pre-Treatment DZIP1 22873 37 13 96237096 96237096 Frame_Shift_Del DEL T - 8 196 c.2418delA c.(2416-2418)AAAfs p.K806fs

Pat_01 Pre-Treatment KIAA0391 9692 37 14 35592700 35592700 Frame_Shift_Del DEL T - 9 197 c.249delT c.(247-249)CATfs p.H83fs

Pat_01 Pre-Treatment ARID4A 5926 37 14 58831996 58831997 Frame_Shift_Del DEL AG - 9 354 c.3189_3190delAGc.(3187-3192)CAAGAGfs p.Q1063fs



Pat_01 Pre-Treatment AMN 81693 37 14 103396993 103396994 In_Frame_Ins INS - GCCGGG 12 26 338_1339insGCCGc.(1336-1341)insGCCGGGp.448_449insAG

Pat_01 Pre-Treatment WDR72 256764 37 15 53992038 53992038 Frame_Shift_Del DEL A - 12 1076 c.1674delT c.(1672-1674)TTTfs p.F558fs

Pat_01 Pre-Treatment FEM1B 10116 37 15 68583340 68583340 Frame_Shift_Del DEL T - 8 851 c.1644delT c.(1642-1644)GATfs p.D548fs

Pat_01 Pre-Treatment CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 564 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_01 Pre-Treatment UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 11 1032 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_01 Pre-Treatment C16orf70 80262 37 16 67180989 67180989 Frame_Shift_Del DEL C - 7 915 c.1224delC c.(1222-1224)GGCfs p.G408fs

Pat_01 Pre-Treatment FANCA 2175 37 16 89869675 89869675 Frame_Shift_Del DEL T - 7 448 c.784delA c.(784-786)ATGfs p.M262fs

Pat_01 Pre-Treatment FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 14 1160 .1773_1775delCCG(1771-1776)CGCCGT>CGp.591_592RR>R

Pat_01 Pre-Treatment MYOCD 93649 37 17 12647692 12647694 In_Frame_Del DEL CAG - 7 131 c.910_912delCAG c.(910-912)CAGdel p.Q310del

Pat_01 Pre-Treatment CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 7 170 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_01 Pre-Treatment CRTC1 23373 37 19 18887993 18887993 Frame_Shift_Del DEL C - 7 371 c.1706delC c.(1705-1707)TCCfs p.S569fs

Pat_01 Pre-Treatment FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 8 175 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_01 Pre-Treatment CCDC97 90324 37 19 41825698 41825700 In_Frame_Del DEL AGG - 7 92 c.722_724delAGGc.(721-726)CAGGAG>CAG p.E245del

Pat_01 Pre-Treatment FLT3LG 2323 37 19 49978960 49978962 In_Frame_Del DEL CTG - 8 450 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_01 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 9 1311 c.275delC c.(274-276)CCAfs p.P92fs

Pat_01 Pre-Treatment AGBL5 60509 37 2 27278900 27278901 Frame_Shift_Ins INS - C 8 1065 c.1259_1260insC c.(1258-1260)ATCfs p.I420fs

Pat_01 Pre-Treatment ZNF831 128611 37 20 57766219 57766220 Frame_Shift_Ins INS - C 10 163 c.145_146insC c.(145-147)GCCfs p.A49fs

Pat_01 Pre-Treatment CCT8 10694 37 21 30445903 30445903 Frame_Shift_Del DEL A - 83 282 c.9delT c.(7-9)CTTfs p.L3fs

Pat_01 Pre-Treatment KRTAP10-6 386674 37 21 46012219 46012220 In_Frame_Ins INS - GCGCAGCA 11 227 7insCAGCTGCTG7)CCG>CCCAGCTGCTGC49_49P>PSCCA

Pat_01 Pre-Treatment TCF20 6942 37 22 42610948 42610948 Frame_Shift_Del DEL G - 7 590 c.364delC c.(364-366)CAGfs p.Q122fs

Pat_01 Pre-Treatment ATRIP 84126 37 3 48501288 48501288 Frame_Shift_Del DEL C - 9 803 c.1028delC c.(1027-1029)ACCfs p.T343fs

Pat_01 Pre-Treatment FOXP1 27086 37 3 71247357 71247359 In_Frame_Del DEL TGC - 9 494 c.174_176delGCAc.(172-177)CAGCAA>CAAp.58_59QQ>Q

Pat_01 Pre-Treatment VEPH1 79674 37 3 157081226 157081227 Frame_Shift_Ins INS - T 9 334 c.1661_1662insA c.(1660-1662)AACfs p.N554fs

Pat_01 Pre-Treatment EIF4A2 1974 37 3 186504426 186504427 Frame_Shift_Del DEL GA - 131 285 c.763_764delGA c.(763-765)GAGfs p.E255fs

Pat_01 Pre-Treatment FGFRL1 53834 37 4 1019055 1019056 Frame_Shift_Del DEL CA - 9 47 c.1435_1436delCA c.(1435-1437)CACfs p.H479fs

Pat_01 Pre-Treatment FGF5 2250 37 4 81187992 81187994 In_Frame_Del DEL TCC - 9 324 c.14_16delTCC c.(13-18)TTCCTC>TTC p.L9del

Pat_01 Pre-Treatment ZFR 51663 37 5 32419951 32419953 In_Frame_Del DEL GGT - 8 930 c.393_395delACCc.(391-396)CCACCC>CCCp.131_132PP>P

Pat_01 Pre-Treatment THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 7 1219 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_01 Pre-Treatment H2AFY 9555 37 5 134724672 134724673 Frame_Shift_Ins INS - G 107 216 c.111_112insC c.(109-114)CCCAAGfs p.P37fs

Pat_01 Pre-Treatment IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 8 153 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_01 Pre-Treatment NUP153 9972 37 6 17633077 17633078 Splice_Site INS - AA 10 54 c.2465_splice c.e17-1 p.G822_splice

Pat_01 Pre-Treatment BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 17 850 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_01 Pre-Treatment PBX2 5089 37 6 32156158 32156160 In_Frame_Del DEL GCT - 8 468 c.417_419delAGCc.(415-420)GCAGCT>GCTp.139_140AA>A

Pat_01 Pre-Treatment FOXP4 116113 37 6 41555085 41555085 Frame_Shift_Del DEL C - 7 931 c.707delC c.(706-708)GCCfs p.A236fs

Pat_01 Pre-Treatment OLIG3 167826 37 6 137815210 137815212 In_Frame_Del DEL TGG - 7 277 c.96_98delCCA c.(94-99)CACCAG>CAG p.H32del

Pat_01 Pre-Treatment PARK2 5071 37 6 161781122 161781122 Frame_Shift_Del DEL T - 8 660 c.1283delA c.(1282-1284)AATfs p.N428fs

Pat_01 Pre-Treatment CCDC126 90693 37 7 23651156 23651156 Frame_Shift_Del DEL T - 308 363 c.222delT c.(220-222)GCTfs p.A74fs

Pat_01 Pre-Treatment HOXA10 3206 37 7 27213229 27213231 In_Frame_Del DEL CGC - 2 4 c.695_697delGCGc.(694-699)GGCGCG>GCG p.G232del

Pat_01 Pre-Treatment INHBA 3624 37 7 41729741 41729743 In_Frame_Del DEL TTC - 8 115 c.786_788delGAAc.(784-789)AAGAAA>AAAp.262_263KK>K

Pat_01 Pre-Treatment PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 7 254 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_01 Pre-Treatment KIAA1147 57189 37 7 141365101 141365103 In_Frame_Del DEL AGC - 7 329 c.836_838delGCTc.(835-840)TGCTTG>TTG p.C279del

Pat_01 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 12 1014 c.528delT c.(526-528)AATfs p.N176fs

Pat_01 Pre-Treatment EPHA1 2041 37 7 143095836 143095836 Frame_Shift_Del DEL C - 7 460 c.1194delG c.(1192-1194)GGGfs p.G398fs

Pat_01 Pre-Treatment ZNF777 27153 37 7 149152747 149152747 Frame_Shift_Del DEL G - 7 943 c.367delC c.(367-369)CACfs p.H123fs

Pat_01 Pre-Treatment ABCA1 19 37 9 107593323 107593323 Frame_Shift_Del DEL C - 7 296 c.1775delG c.(1774-1776)GGCfs p.G592fs

Pat_01 Pre-Treatment ENG 2022 37 9 130587583 130587584 Frame_Shift_Ins INS - A 25 231 c.742_743insT c.(742-744)GATfs p.D248fs

Pat_01 Pre-Treatment ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 7 699 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del



Pat_01 Post-Resistance ZBTB8A 653121 37 1 33065979 33065981 In_Frame_Del DEL GAA - 7 369 .1285_1287delGAA c.(1285-1287)GAAdel p.E433del

Pat_01 Post-Resistance RHBDL2 54933 37 1 39384834 39384834 Frame_Shift_Del DEL C - 7 356 c.51delG c.(49-51)GGGfs p.G17fs

Pat_01 Post-Resistance MFSD2A 84879 37 1 40424435 40424435 Frame_Shift_Del DEL C - 7 968 c.330delC c.(328-330)GACfs p.D110fs

Pat_01 Post-Resistance TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 7 809 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_01 Post-Resistance KDM4A 9682 37 1 44157180 44157180 Frame_Shift_Del DEL C - 7 642 c.2256delC c.(2254-2256)GTCfs p.V752fs

Pat_01 Post-Resistance MAST2 23139 37 1 46494559 46494559 Frame_Shift_Del DEL T - 8 793 c.2172delT c.(2170-2172)CCTfs p.P724fs

Pat_01 Post-Resistance DOCK7 85440 37 1 63128738 63128738 Frame_Shift_Del DEL G - 7 1409 c.102delC c.(100-102)CTCfs p.L34fs

Pat_01 Post-Resistance WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 7 597 c.89delA c.(88-90)AAGfs p.K30fs

Pat_01 Post-Resistance LPAR3 23566 37 1 85331664 85331665 Frame_Shift_Ins INS - A 8 288 c.139_140insT c.(139-141)TCTfs p.S47fs

Pat_01 Post-Resistance TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 10 209 .3480_3482delGAG.(3478-3483)AAGAGA>AA p.R1163del

Pat_01 Post-Resistance TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 12 188 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_01 Post-Resistance PRCC 5546 37 1 156761535 156761536 Frame_Shift_Ins INS - C 14 765 c.1130_1131insC c.(1129-1131)GTCfs p.V377fs

Pat_01 Post-Resistance NOS1AP 9722 37 1 162326758 162326758 Frame_Shift_Del DEL C - 9 1331 c.771delC c.(769-771)CACfs p.H257fs

Pat_01 Post-Resistance TNR 7143 37 1 175372615 175372615 Frame_Shift_Del DEL C - 10 1438 c.637delG c.(637-639)GTGfs p.V213fs

Pat_01 Post-Resistance DHX9 1660 37 1 182845333 182845333 Frame_Shift_Del DEL T - 7 1233 c.1964delT c.(1963-1965)GTTfs p.V655fs

Pat_01 Post-Resistance CFH 3075 37 1 196646766 196646766 Frame_Shift_Del DEL T - 8 1559 c.588delT c.(586-588)GGTfs p.G196fs

Pat_01 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 11 55 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_01 Post-Resistance TMEM206 55248 37 1 212548597 212548597 Frame_Shift_Del DEL T - 7 870 c.829delA c.(829-831)AGTfs p.S277fs

Pat_01 Post-Resistance PTPN14 5784 37 1 214588042 214588042 Frame_Shift_Del DEL T - 9 1572 c.372delA c.(370-372)AAAfs p.K124fs

Pat_01 Post-Resistance OBSCN 84033 37 1 228467013 228467013 Frame_Shift_Del DEL G - 7 656 c.7264delG c.(7264-7266)GGGfs p.G2422fs

Pat_01 Post-Resistance SLC16A9 220963 37 10 61414180 61414180 Frame_Shift_Del DEL T - 8 278 c.604delA c.(604-606)ATAfs p.I202fs

Pat_01 Post-Resistance ANAPC16 119504 37 10 73983786 73983786 Frame_Shift_Del DEL C - 7 557 c.114delC c.(112-114)TACfs p.Y38fs

Pat_01 Post-Resistance APBB1 322 37 11 6423808 6423808 Frame_Shift_Del DEL C - 9 504 c.1252delG c.(1252-1254)GAAfs p.E418fs

Pat_01 Post-Resistance AMPD3 272 37 11 10508911 10508915 Splice_Site DEL GGTGC - 49 644 c.939_splice c.e6+1 p.K313_splice

Pat_01 Post-Resistance PSMA1 5682 37 11 14529252 14529254 In_Frame_Del DEL CAT - 8 681 c.683_685delATGc.(682-687)GATGTG>GTG p.D228del

Pat_01 Post-Resistance C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 17 635 c.259delA c.(259-261)AAAfs p.K87fs

Pat_01 Post-Resistance PRRG4 79056 37 11 32874997 32874999 In_Frame_Del DEL CAC - 9 685 c.605_607delCACc.(604-609)TCACCA>TCA p.P206del

Pat_01 Post-Resistance OR8H3 390152 37 11 55890089 55890089 Frame_Shift_Del DEL A - 7 1904 c.241delA c.(241-243)AAAfs p.K81fs

Pat_01 Post-Resistance FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 7 699 c.736delC c.(736-738)CCCfs p.P246fs

Pat_01 Post-Resistance RARRES3 5920 37 11 63313709 63313709 Frame_Shift_Del DEL A - 9 297 c.476delA c.(475-477)CAAfs p.Q159fs

Pat_01 Post-Resistance DRAP1 10589 37 11 65688853 65688853 Frame_Shift_Del DEL C - 8 797 c.565delC c.(565-567)CCCfs p.P189fs

Pat_01 Post-Resistance PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 8 1025 .3440_3442delCCA.(3439-3444)ACCAAC>AA p.T1147del

Pat_01 Post-Resistance ZCRB1 85437 37 12 42706971 42706971 Frame_Shift_Del DEL T - 7 111 c.552delA c.(550-552)AAAfs p.K184fs

Pat_01 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 10 1216 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_01 Post-Resistance MLL2 8085 37 12 49442512 49442514 In_Frame_Del DEL TCC - 7 1216 .4059_4061delGG (4057-4062)GAGGAA>GA1353_1354EE>

Pat_01 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 10 676 c.93delC c.(91-93)ATCfs p.I31fs

Pat_01 Post-Resistance SUOX 6821 37 12 56397930 56397930 Frame_Shift_Del DEL T - 7 616 c.757delT c.(757-759)TTTfs p.F253fs

Pat_01 Post-Resistance ACACB 32 37 12 109604774 109604775 Frame_Shift_Ins INS - G 7 474 c.762_763insG c.(760-765)TTTGGGfs p.F254fs

Pat_01 Post-Resistance KIAA1704 55425 37 13 45580365 45580367 In_Frame_Del DEL GAT - 13 1122 c.250_252delGAT c.(250-252)GATdel p.D88del

Pat_01 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 16 1460 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_01 Post-Resistance IRF9 10379 37 14 24633132 24633134 In_Frame_Del DEL AGC - 10 270 c.541_543delAGC c.(541-543)AGCdel p.S187del

Pat_01 Post-Resistance IPO4 79711 37 14 24655611 24655611 Frame_Shift_Del DEL A - 7 748 c.887delT c.(886-888)TTCfs p.F296fs

Pat_01 Post-Resistance KIAA0391 9692 37 14 35592700 35592700 Frame_Shift_Del DEL T - 8 234 c.249delT c.(247-249)CATfs p.H83fs

Pat_01 Post-Resistance ARID4A 5926 37 14 58831996 58831997 Frame_Shift_Del DEL AG - 10 392 c.3189_3190delAGc.(3187-3192)CAAGAGfs p.Q1063fs

Pat_01 Post-Resistance DDX24 57062 37 14 94545821 94545823 In_Frame_Del DEL CCT - 16 549 c.266_268delAGGc.(265-270)GAGGGA>GGA p.E89del

Pat_01 Post-Resistance HSP90AA1 3320 37 14 102552130 102552130 Frame_Shift_Del DEL G - 8 743 c.494delC c.(493-495)TCAfs p.S165fs

Pat_01 Post-Resistance AMN 81693 37 14 103396993 103396994 In_Frame_Ins INS - GCCGGG 14 12 338_1339insGCCGc.(1336-1341)insGCCGGGp.448_449insAG



Pat_01 Post-Resistance NIPA1 123606 37 15 23086365 23086367 In_Frame_Del DEL GCC - 4 9 c.45_47delGGC c.(43-48)GCGGCC>GCC p.15_16AA>A

Pat_01 Post-Resistance PIGB 9488 37 15 55621922 55621922 Frame_Shift_Del DEL T - 8 914 c.523delT c.(523-525)TTTfs p.F175fs

Pat_01 Post-Resistance RNF111 54778 37 15 59359142 59359144 In_Frame_Del DEL CAC - 7 974 .1546_1548delCAC c.(1546-1548)CACdel p.H520del

Pat_01 Post-Resistance PPIB 5479 37 15 64454280 64454280 Frame_Shift_Del DEL G - 10 2889 c.209delC c.(208-210)CCAfs p.P70fs

Pat_01 Post-Resistance KIAA1199 57214 37 15 81173394 81173394 Frame_Shift_Del DEL T - 7 580 c.534delT c.(532-534)TATfs p.Y178fs

Pat_01 Post-Resistance MKL2 57496 37 16 14334253 14334255 In_Frame_Del DEL CAG - 10 686 c.991_993delCAG c.(991-993)CAGdel p.Q334del

Pat_01 Post-Resistance IL4R 3566 37 16 27373787 27373789 In_Frame_Del DEL GAG - 9 115 c.1114_1116delGAG c.(1114-1116)GAGdel p.E376del

Pat_01 Post-Resistance IL21R 50615 37 16 27460530 27460530 Frame_Shift_Del DEL C - 8 293 c.1543delC c.(1543-1545)CCCfs p.P515fs

Pat_01 Post-Resistance CD2BP2 10421 37 16 30365545 30365545 Frame_Shift_Del DEL C - 8 1078 c.177delG c.(175-177)GGGfs p.G59fs

Pat_01 Post-Resistance LRRC36 55282 37 16 67409201 67409201 Frame_Shift_Del DEL C - 7 1807 c.1546delC c.(1546-1548)CCCfs p.P516fs

Pat_01 Post-Resistance WWP2 11060 37 16 69959337 69959338 Frame_Shift_Ins INS - T 8 2315 c.1184_1185insT c.(1183-1185)TCGfs p.S395fs

Pat_01 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 19 1162 .1773_1775delCCG(1771-1776)CGCCGT>CGp.591_592RR>R

Pat_01 Post-Resistance KDM6B 23135 37 17 7750576 7750576 Frame_Shift_Del DEL C - 7 805 c.1063delC c.(1063-1065)CCCfs p.P355fs

Pat_01 Post-Resistance MYH10 4628 37 17 8415820 8415822 In_Frame_Del DEL TTC - 11 101 .2806_2808delGAA c.(2806-2808)GAAdel p.E936del

Pat_01 Post-Resistance NUFIP2 57532 37 17 27620932 27620934 In_Frame_Del DEL TGG - 13 858 c.144_146delCCA c.(142-147)CACCAT>CAT p.48_49HH>H

Pat_01 Post-Resistance TTLL6 284076 37 17 46863643 46863643 Frame_Shift_Del DEL C - 7 1537 c.1644delG c.(1642-1644)AAGfs p.K548fs

Pat_01 Post-Resistance VEZF1 7716 37 17 56056605 56056607 In_Frame_Del DEL TGC - 7 813 .1044_1046delGCA.(1042-1047)CAGCAA>CA.348_349QQ>Q

Pat_01 Post-Resistance TEX2 55852 37 17 62291438 62291440 In_Frame_Del DEL TCC - 7 216 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_01 Post-Resistance C18orf19 125228 37 18 13681751 13681751 Frame_Shift_Del DEL T - 7 603 c.326delA c.(325-327)AAGfs p.K109fs

Pat_01 Post-Resistance C18orf8 29919 37 18 21110531 21110531 Frame_Shift_Del DEL G - 7 507 c.1849delG c.(1849-1851)GAAfs p.E617fs

Pat_01 Post-Resistance CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 10 147 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_01 Post-Resistance STK11 6794 37 19 1207156 1207156 Frame_Shift_Del DEL A - 11 22 c.244delA c.(244-246)AAGfs p.K82fs

Pat_01 Post-Resistance FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 7 161 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_01 Post-Resistance PLEKHG2 64857 37 19 39913725 39913725 Frame_Shift_Del DEL C - 7 952 c.2031delC c.(2029-2031)GTCfs p.V677fs

Pat_01 Post-Resistance CD3EAP 10849 37 19 45910372 45910372 Frame_Shift_Del DEL C - 8 896 c.43delC c.(43-45)CCCfs p.P15fs

Pat_01 Post-Resistance PLEKHA4 57664 37 19 49340723 49340723 Frame_Shift_Del DEL G - 7 575 c.2163delC c.(2161-2163)CCCfs p.P721fs

Pat_01 Post-Resistance ZNF816A 125893 37 19 53454172 53454173 Frame_Shift_Del DEL TG - 11 618 c.855_856delCA c.(853-858)TACAAGfs p.Y285fs

Pat_01 Post-Resistance SMC6 79677 37 2 17898126 17898126 Frame_Shift_Del DEL T - 7 101 c.1228delA c.(1228-1230)ATAfs p.I410fs

Pat_01 Post-Resistance FOXN2 3344 37 2 48573666 48573667 Frame_Shift_Ins INS - A 7 401 c.313_314insA c.(313-315)GAAfs p.E105fs

Pat_01 Post-Resistance EHBP1 23301 37 2 63101604 63101604 Frame_Shift_Del DEL A - 7 653 c.1227delA c.(1225-1227)CCAfs p.P409fs

Pat_01 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 9 900 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_01 Post-Resistance REV1 51455 37 2 100055102 100055102 Frame_Shift_Del DEL T - 8 537 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_01 Post-Resistance SULT1C3 442038 37 2 108863685 108863685 Frame_Shift_Del DEL A - 7 361 c.35delA c.(34-36)GAAfs p.E12fs

Pat_01 Post-Resistance TNFAIP6 7130 37 2 152226673 152226673 Frame_Shift_Del DEL A - 7 814 c.534delA c.(532-534)TTAfs p.L178fs

Pat_01 Post-Resistance WIPF1 7456 37 2 175436671 175436673 In_Frame_Del DEL GAG - 7 141 c.860_862delCTCc.(859-864)CCTCAG>CAG p.P287del

Pat_01 Post-Resistance PPP1R1C 151242 37 2 182852619 182852619 Frame_Shift_Del DEL C - 7 1341 c.135delC c.(133-135)AACfs p.N45fs

Pat_01 Post-Resistance SGOL2 151246 37 2 201437003 201437004 Frame_Shift_Ins INS - T 8 347 c.1934_1935insT c.(1933-1935)AATfs p.N645fs

Pat_01 Post-Resistance C2orf67 151050 37 2 210887680 210887680 Frame_Shift_Del DEL T - 8 123 c.2957delA c.(2956-2958)AATfs p.N986fs

Pat_01 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 9 1803 c.350delT c.(349-351)CTTfs p.L117fs

Pat_01 Post-Resistance GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 10 648 .1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_01 Post-Resistance HDLBP 3069 37 2 242186208 242186208 Frame_Shift_Del DEL C - 8 561 c.1909delG c.(1909-1911)GAAfs p.E637fs

Pat_01 Post-Resistance CST4 1472 37 20 23667825 23667826 Frame_Shift_Ins INS - C 7 851 c.241_242insG c.(241-243)GTGfs p.V81fs

Pat_01 Post-Resistance CCT8 10694 37 21 30445903 30445903 Frame_Shift_Del DEL A - 88 427 c.9delT c.(7-9)CTTfs p.L3fs

Pat_01 Post-Resistance PWP2 5822 37 21 45535692 45535694 In_Frame_Del DEL GAG - 7 99 c.727_729delGAG c.(727-729)GAGdel p.E247del

Pat_01 Post-Resistance TBC1D10A 83874 37 22 30691732 30691732 Frame_Shift_Del DEL C - 8 292 c.518delG c.(517-519)GGCfs p.G173fs

Pat_01 Post-Resistance CDC42EP1 11135 37 22 37964409 37964429 In_Frame_Del DEL CTGCTGCAA - 7 152 CAGCGCCTGCTGCAGCGCCTGCTGCAAACCAPAANPS254d

Pat_01 Post-Resistance GRM7 2917 37 3 7621013 7621013 Frame_Shift_Del DEL T - 7 158 c.2420delT c.(2419-2421)ATTfs p.I807fs



Pat_01 Post-Resistance MAGI1 9223 37 3 65342666 65342666 Frame_Shift_Del DEL T - 7 1008 c.3776delA c.(3775-3777)AAGfs p.K1259fs

Pat_01 Post-Resistance LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 10 1499 .1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_01 Post-Resistance FOXP1 27086 37 3 71247357 71247359 In_Frame_Del DEL TGC - 16 457 c.174_176delGCAc.(172-177)CAGCAA>CAAp.58_59QQ>Q

Pat_01 Post-Resistance CCDC80 151887 37 3 112326049 112326049 Frame_Shift_Del DEL C - 8 597 c.2480delG c.(2479-2481)GGAfs p.G827fs

Pat_01 Post-Resistance KALRN 8997 37 3 123946891 123946891 Frame_Shift_Del DEL A - 8 726 c.122delA c.(121-123)GAAfs p.E41fs

Pat_01 Post-Resistance TMEM108 66000 37 3 133098606 133098606 Frame_Shift_Del DEL G - 8 1430 c.51delG c.(49-51)CTGfs p.L17fs

Pat_01 Post-Resistance VEPH1 79674 37 3 157081227 157081227 Frame_Shift_Del DEL T - 8 440 c.1661delA c.(1660-1662)AACfs p.N554fs

Pat_01 Post-Resistance PSMD2 5708 37 3 184024574 184024574 Frame_Shift_Del DEL G - 7 1137 c.1986delG c.(1984-1986)ATGfs p.M662fs

Pat_01 Post-Resistance MUC4 4585 37 3 195517485 195517486 Frame_Shift_Del DEL AG - 7 556 c.965_966delCT c.(964-966)TCTfs p.S322fs

Pat_01 Post-Resistance UBXN7 26043 37 3 196088753 196088753 Frame_Shift_Del DEL T - 7 423 c.1270delA c.(1270-1272)AGGfs p.R424fs

Pat_01 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 9 324 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_01 Post-Resistance CRIPAK 285464 37 4 1389057 1389058 Frame_Shift_Ins INS - AT 7 1017 c.758_759insAT c.(757-759)ACGfs p.T253fs

Pat_01 Post-Resistance CRIPAK 285464 37 4 1389287 1389287 Frame_Shift_Del DEL C - 7 1193 c.988delC c.(988-990)CCCfs p.P330fs

Pat_01 Post-Resistance GRPEL1 80273 37 4 7062606 7062606 Frame_Shift_Del DEL C - 8 1743 c.637delG c.(637-639)GTGfs p.V213fs

Pat_01 Post-Resistance FRYL 285527 37 4 48622661 48622662 Frame_Shift_Del DEL AG - 7 1270 c.308_309delCT c.(307-309)TCTfs p.S103fs

Pat_01 Post-Resistance PKD2 5311 37 4 88986559 88986559 Frame_Shift_Del DEL A - 9 422 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_01 Post-Resistance ANK2 287 37 4 114214679 114214681 In_Frame_Del DEL CAC - 8 381 .2460_2462delCAC.(2458-2463)GTCACC>GT p.T826del

Pat_01 Post-Resistance INTU 27152 37 4 128608872 128608872 Frame_Shift_Del DEL T - 7 699 c.1299delT c.(1297-1299)CATfs p.H433fs

Pat_01 Post-Resistance ODZ3 55714 37 4 183652245 183652245 Frame_Shift_Del DEL T - 7 234 c.2920delT c.(2920-2922)TTTfs p.F974fs

Pat_01 Post-Resistance MYO10 4651 37 5 16694605 16694606 Frame_Shift_Ins INS - C 8 411 c.3674_3675insG c.(3673-3675)GGCfs p.G1225fs

Pat_01 Post-Resistance NIPBL 25836 37 5 37063925 37063927 In_Frame_Del DEL GAA - 8 134 .7894_7896delGAA c.(7894-7896)GAAdel p.E2636del

Pat_01 Post-Resistance GZMK 3003 37 5 54326347 54326347 Frame_Shift_Del DEL A - 7 358 c.298delA c.(298-300)AAAfs p.K100fs

Pat_01 Post-Resistance BDP1 55814 37 5 70797445 70797446 Frame_Shift_Del DEL AG - 7 542 c.2013_2014delAG c.(2011-2016)ACAGAGfs p.T671fs

Pat_01 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 15 1138 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_01 Post-Resistance H2AFY 9555 37 5 134724672 134724673 Frame_Shift_Ins INS - G 52 268 c.111_112insC c.(109-114)CCCAAGfs p.P37fs

Pat_01 Post-Resistance CDC25C 995 37 5 137627690 137627690 Frame_Shift_Del DEL T - 7 299 c.731delA c.(730-732)AAGfs p.K244fs

Pat_01 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 38 1097 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_01 Post-Resistance MAS1L 116511 37 6 29455156 29455157 Frame_Shift_Del DEL AC - 7 553 c.523_524delGT c.(523-525)GTCfs p.V175fs

Pat_01 Post-Resistance PPP1R10 5514 37 6 30569334 30569334 Frame_Shift_Del DEL G - 8 440 c.2815delC c.(2815-2817)CTGfs p.L939fs

Pat_01 Post-Resistance TUBB 203068 37 6 30688336 30688336 Frame_Shift_Del DEL C - 7 857 c.53delC c.(52-54)GCCfs p.A18fs

Pat_01 Post-Resistance BAT3 7917 37 6 31612806 31612806 Frame_Shift_Del DEL G - 7 734 c.1304delC c.(1303-1305)CCGfs p.P435fs

Pat_01 Post-Resistance PHF3 23469 37 6 64422954 64422954 Frame_Shift_Del DEL C - 8 1165 c.5470delC c.(5470-5472)CCCfs p.P1824fs

Pat_01 Post-Resistance CCDC126 90693 37 7 23651156 23651156 Frame_Shift_Del DEL T - 252 557 c.222delT c.(220-222)GCTfs p.A74fs

Pat_01 Post-Resistance NRF1 4899 37 7 129311286 129311288 In_Frame_Del DEL GCT - 8 302 c.241_243delGCT c.(241-243)GCTdel p.A84del

Pat_01 Post-Resistance ATG9B 285973 37 7 150721484 150721484 Frame_Shift_Del DEL C - 10 61 c.27delG c.(25-27)GGGfs p.G9fs

Pat_01 Post-Resistance ADAM9 8754 37 8 38880792 38880793 Frame_Shift_Ins INS - G 9 788 c.862_863insG c.(862-864)CGGfs p.R288fs

Pat_01 Post-Resistance PREX2 80243 37 8 68942851 68942852 Frame_Shift_Del DEL AG - 9 668 c.663_664delAG c.(661-666)TTAGAAfs p.L221fs

Pat_01 Post-Resistance HNF4G 3174 37 8 76471135 76471135 Frame_Shift_Del DEL G - 7 921 c.845delG c.(844-846)CGGfs p.R282fs

Pat_01 Post-Resistance PDP1 54704 37 8 94934712 94934712 Frame_Shift_Del DEL T - 7 546 c.425delT c.(424-426)GTTfs p.V142fs

Pat_01 Post-Resistance RANBP6 26953 37 9 6012690 6012690 Frame_Shift_Del DEL T - 7 258 c.2918delA c.(2917-2919)AATfs p.N973fs

Pat_01 Post-Resistance HNRNPK 3190 37 9 86586806 86586808 In_Frame_Del DEL GGT - 9 463 c.942_944delACCc.(940-945)CCACCT>CCTp.314_315PP>P

Pat_01 Post-Resistance KIAA1529 57653 37 9 100137790 100137790 Frame_Shift_Del DEL C - 9 413 c.5310delC c.(5308-5310)CTCfs p.L1770fs

Pat_01 Post-Resistance CRB2 286204 37 9 126139182 126139184 In_Frame_Del DEL CCT - 11 45 .3699_3701delCCT.(3697-3702)TGCCTC>TG p.L1239del

Pat_01 Post-Resistance DDX3X 1654 37 X 41205517 41205517 Frame_Shift_Del DEL A - 7 612 c.1351delA c.(1351-1353)AAAfs p.K451fs

Pat_01 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 8 746 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_01 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 9 751 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_01 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 9 92 c.475_477delGAG c.(475-477)GAGdel p.E165del



Pat_02 Post-Resistance FAM43B 163933 37 1 20880268 20880270 In_Frame_Del DEL GAG - 4 5 c.802_804delGAG c.(802-804)GAGdel p.E272del

Pat_02 Post-Resistance ANKRD13C 81573 37 1 70740447 70740448 Frame_Shift_Del DEL TT - 7 237 c.1349_1350delAA c.(1348-1350)AAAfs p.K450fs

Pat_02 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 12 449 c.2225_2227delCTT.(2224-2229)CCTTCT>CC p.S746del

Pat_02 Post-Resistance NOTCH2 4853 37 1 120468185 120468185 Frame_Shift_Del DEL G - 8 291 c.4254delC c.(4252-4254)CCCfs p.P1418fs

Pat_02 Post-Resistance PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 7 217 .1673_1675delAGG(1672-1677)AAGGAG>AA p.E559del

Pat_02 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 9 436 .2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_02 Post-Resistance SMARCC2 6601 37 12 56559113 56559113 Frame_Shift_Del DEL G - 8 245 c.3128delC c.(3127-3129)CCTfs p.P1043fs

Pat_02 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 7 266 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_02 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 16 682 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_02 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 7 289 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_02 Post-Resistance C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 13 332 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_02 Post-Resistance B2M 567 37 15 45003781 45003782 Frame_Shift_Del DEL CT - 78 105 c.37_38delCT c.(37-39)CTCfs p.L13fs

Pat_02 Post-Resistance ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 8 531 .4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_02 Post-Resistance PPL 5493 37 16 4934835 4934835 Frame_Shift_Del DEL T - 7 313 c.3821delA c.(3820-3822)AAGfs p.K1274fs

Pat_02 Post-Resistance MKS1 54903 37 17 56290367 56290369 In_Frame_Del DEL CTC - 7 374 c.832_834delGAG c.(832-834)GAGdel p.E278del

Pat_02 Post-Resistance TMPRSS9 360200 37 19 2422242 2422242 Frame_Shift_Del DEL C - 10 280 c.2443delC c.(2443-2445)CCAfs p.P815fs

Pat_02 Post-Resistance ECSIT 51295 37 19 11618821 11618821 Frame_Shift_Del DEL G - 7 334 c.781delC c.(781-783)CAGfs p.Q261fs

Pat_02 Post-Resistance GRAMD1A 57655 37 19 35510312 35510312 Frame_Shift_Del DEL C - 7 264 c.1350delC c.(1348-1350)GGCfs p.G450fs

Pat_02 Post-Resistance RYR1 6261 37 19 38948159 38948160 Frame_Shift_Del DEL TG - 9 498 c.1814_1815delTG c.(1813-1815)CTGfs p.L605fs

Pat_02 Post-Resistance ANKRD23 200539 37 2 97507821 97507821 Frame_Shift_Del DEL G - 7 268 c.276delC c.(274-276)CCCfs p.P92fs

Pat_02 Post-Resistance GZF1 64412 37 20 23345921 23345923 In_Frame_Del DEL GAG - 8 186 c.901_903delGAG c.(901-903)GAGdel p.E306del

Pat_02 Post-Resistance GINS1 9837 37 20 25422397 25422397 Frame_Shift_Del DEL A - 8 146 c.507delA c.(505-507)TTAfs p.L169fs

Pat_02 Post-Resistance NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 12 333 .3090_3092delGCA.(3088-3093)CAGCAA>CA1030_1031QQ>

Pat_02 Post-Resistance LAMA5 3911 37 20 60889865 60889866 Frame_Shift_Ins INS - C 7 361 c.8185_8186insG c.(8185-8187)GCTfs p.A2729fs

Pat_02 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 9 392 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_02 Post-Resistance SHANK3 85358 37 22 51159909 51159909 Frame_Shift_Del DEL C - 2 4 c.3696delC c.(3694-3696)AGCfs p.S1232fs

Pat_02 Post-Resistance WWTR1 25937 37 3 149260194 149260196 In_Frame_Del DEL CTG - 7 142 c.697_699delCAG c.(697-699)CAGdel p.Q233del

Pat_02 Post-Resistance CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 8 536 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_02 Post-Resistance YTHDC1 91746 37 4 69202891 69202893 In_Frame_Del DEL TCC - 8 80 c.735_737delGGAc.(733-738)GAGGAA>GAAp.245_246EE>E

Pat_02 Post-Resistance BMP2K 55589 37 4 79792164 79792166 In_Frame_Del DEL CAC - 7 59 .1459_1461delCAC c.(1459-1461)CACdel p.H494del

Pat_02 Post-Resistance ZNF827 152485 37 4 146823381 146823383 In_Frame_Del DEL GTG - 7 184 .1028_1030delCAC.(1027-1032)CCACAA>CA p.P343del

Pat_02 Post-Resistance SH3D19 152503 37 4 152095944 152095944 Frame_Shift_Del DEL G - 7 1808 c.572delC c.(571-573)CCAfs p.P191fs

Pat_02 Post-Resistance SH3RF1 57630 37 4 170043324 170043326 In_Frame_Del DEL CAG - 10 279 .1271_1273delCTG(1270-1275)GCTGGA>GG p.A424del

Pat_02 Post-Resistance PLEKHG4B 153478 37 5 163098 163098 Frame_Shift_Del DEL G - 3 3 c.1843delG c.(1843-1845)GCCfs p.A615fs

Pat_02 Post-Resistance C5orf51 285636 37 5 41909932 41909939 Frame_Shift_Del DEL GAGCTGAT - 18 18 92_299delGAGCTGc.(292-300)GAGCTGATTfs p.E98fs

Pat_02 Post-Resistance NNT 23530 37 5 43651893 43651893 Frame_Shift_Del DEL C - 7 490 c.1770delC c.(1768-1770)GACfs p.D590fs

Pat_02 Post-Resistance SLC12A2 6558 37 5 127420207 127420209 In_Frame_Del DEL CGG - 7 94 c.561_563delCGGc.(559-564)TCCGGC>TCC p.G192del

Pat_02 Post-Resistance STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 12 624 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_02 Post-Resistance DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 8 151 .1353_1355delGG (1351-1356)GAGGAA>GAp.451_452EE>E

Pat_02 Post-Resistance UHRF1BP1 54887 37 6 34839369 34839369 Frame_Shift_Del DEL C - 11 439 c.3990delC c.(3988-3990)ATCfs p.I1330fs

Pat_02 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 13 722 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_02 Post-Resistance DST 667 37 6 56501426 56501426 Frame_Shift_Del DEL G - 197 421 c.2890delC c.(2890-2892)CAGfs p.Q964fs

Pat_02 Post-Resistance IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 7 281 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_02 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 7 257 c.231delA c.(229-231)AAAfs p.K77fs

Pat_02 Post-Resistance DYNC1I1 1780 37 7 95614249 95614249 Frame_Shift_Del DEL T - 9 476 c.754delT c.(754-756)TTTfs p.F252fs

Pat_02 Post-Resistance ZKSCAN5 23660 37 7 99103706 99103706 Frame_Shift_Del DEL C - 7 692 c.39delC c.(37-39)GACfs p.D13fs

Pat_02 Post-Resistance WNT2 7472 37 7 116955171 116955175 Frame_Shift_Del DEL TCCTT - 7 316 538_542delAAGG c.(538-543)AAGGATfs p.K180fs



Pat_02 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 10 1212 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_02 Post-Resistance ZNF398 57541 37 7 148876153 148876153 Frame_Shift_Del DEL C - 7 697 c.1189delC c.(1189-1191)CCCfs p.P397fs

Pat_02 Post-Resistance NOM1 64434 37 7 156743209 156743211 In_Frame_Del DEL GAG - 7 164 c.778_780delGAG c.(778-780)GAGdel p.E264del

Pat_02 Post-Resistance RAB11FIP1 80223 37 8 37732235 37732235 Frame_Shift_Del DEL C - 9 601 c.1420delG c.(1420-1422)GAGfs p.E474fs

Pat_02 Post-Resistance ESRP1 54845 37 8 95686610 95686611 Frame_Shift_Ins INS - A 7 268 c.1527_1528insA c.(1525-1530)CATAAAfs p.H509fs

Pat_02 Post-Resistance CSMD3 114788 37 8 114448928 114448928 Frame_Shift_Del DEL T - 9 870 c.156delA c.(154-156)TTAfs p.L52fs

Pat_02 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 9 382 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_02 Post-Resistance FOXB2 442425 37 9 79635081 79635083 In_Frame_Del DEL CCG - 7 38 c.511_513delCCG c.(511-513)CCGdel p.P174del

Pat_02 Post-Resistance AKNA 80709 37 9 117124014 117124014 Frame_Shift_Del DEL G - 7 830 c.2094delC c.(2092-2094)CCCfs p.P698fs

Pat_02 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 8 437 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_02 Post-Resistance FAM157B 100132403 37 9 141107536 141107537 In_Frame_Ins INS - GCA 5 10 c.218_219insGCAc.(217-219)CGG>CGGCAG p.85_86insQ

Pat_02 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 8 511 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_02 Post-Resistance MAMLD1 10046 37 X 149639633 149639635 In_Frame_Del DEL GCA - 10 243 .1788_1790delGCA.(1786-1791)CTGCAG>CT p.Q606del

Pat_02 Post-Resistance CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 10 466 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_05 Pre-Treatment TNFRSF9 3604 37 1 7980912 7980914 In_Frame_Del DEL CTT - 10 506 c.749_751delAAGc.(748-753)GAAGGA>GGA p.E250del

Pat_05 Pre-Treatment C1orf201 90529 37 1 24696167 24696168 Frame_Shift_Del DEL AA - 32 192 c.733_734delTT c.(733-735)TTCfs p.F245fs

Pat_05 Pre-Treatment EYA3 2140 37 1 28343685 28343687 In_Frame_Del DEL CTG - 7 1393 c.563_565delCAGc.(562-567)GCAGTA>GTA p.A188del

Pat_05 Pre-Treatment DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 8 260 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del

Pat_05 Pre-Treatment HIAT1 64645 37 1 100534121 100534122 Frame_Shift_Ins INS - T 9 290 c.798_799insT c.(796-801)AGCTTTfs p.S266fs

Pat_05 Pre-Treatment BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 13 585 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_05 Pre-Treatment BCL9 607 37 1 147092681 147092681 Frame_Shift_Del DEL C - 8 845 c.2720delC c.(2719-2721)TCCfs p.S907fs

Pat_05 Pre-Treatment PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 9 512 .2186_2188delACC(2185-2190)CACCGG>CG p.H729del

Pat_05 Pre-Treatment ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 11 712 c.865delC c.(865-867)CTCfs p.L289fs

Pat_05 Pre-Treatment PVRL4 81607 37 1 161059028 161059030 In_Frame_Del DEL AGC - 8 710 c.57_59delGCT c.(55-60)CTGCTA>CTA p.19_20LL>L

Pat_05 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 8 806 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_05 Pre-Treatment REN 5972 37 1 204135375 204135377 In_Frame_Del DEL AGC - 7 593 c.45_47delGCT c.(43-48)CTGCTC>CTC p.15_16LL>L

Pat_05 Pre-Treatment PPP1R15B 84919 37 1 204380466 204380466 Frame_Shift_Del DEL A - 7 486 c.74delT c.(73-75)TTCfs p.F25fs

Pat_05 Pre-Treatment TMEM206 55248 37 1 212583815 212583815 Frame_Shift_Del DEL C - 7 2185 c.85delG c.(85-87)GAGfs p.E29fs

Pat_05 Pre-Treatment HEATR1 55127 37 1 236719429 236719429 Frame_Shift_Del DEL T - 9 775 c.5485delA c.(5485-5487)ACTfs p.T1829fs

Pat_05 Pre-Treatment JMJD1C 221037 37 10 64952699 64952699 Frame_Shift_Del DEL T - 10 336 c.6075delA c.(6073-6075)AAAfs p.K2025fs

Pat_05 Pre-Treatment IDE 3416 37 10 94274688 94274689 Frame_Shift_Del DEL AC - 90 210 c.772_773delGT c.(772-774)GTTfs p.V258fs

Pat_05 Pre-Treatment HPSE2 60495 37 10 100401606 100401607 Frame_Shift_Del DEL TC - 8 998 c.1095_1096delGA c.(1093-1098)CAGAAAfs p.Q365fs

Pat_05 Pre-Treatment CNNM2 54805 37 10 104678768 104678768 Frame_Shift_Del DEL C - 8 810 c.531delC c.(529-531)ATCfs p.I177fs

Pat_05 Pre-Treatment SORCS3 22986 37 10 107005314 107005314 Frame_Shift_Del DEL G - 8 606 c.2883delG c.(2881-2883)TTGfs p.L961fs

Pat_05 Pre-Treatment FAM45A 404636 37 10 120871369 120871369 Frame_Shift_Del DEL T - 7 474 c.261delT c.(259-261)CATfs p.H87fs

Pat_05 Pre-Treatment EML3 256364 37 11 62369967 62369967 Frame_Shift_Del DEL C - 4 2 c.2671delG c.(2671-2673)GCCfs p.A891fs

Pat_05 Pre-Treatment PTS 5805 37 11 112101391 112101391 Frame_Shift_Del DEL A - 7 500 c.229delA c.(229-231)AAAfs p.K77fs

Pat_05 Pre-Treatment PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 10 912 .3440_3442delCCA.(3439-3444)ACCAAC>AA p.T1147del

Pat_05 Pre-Treatment PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 7 323 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_05 Pre-Treatment NR4A1 3164 37 12 52448766 52448766 Frame_Shift_Del DEL G - 8 1039 c.654delG c.(652-654)CTGfs p.L218fs

Pat_05 Pre-Treatment OR6C75 390323 37 12 55759486 55759486 Frame_Shift_Del DEL T - 7 264 c.592delT c.(592-594)TTTfs p.F198fs

Pat_05 Pre-Treatment RFC3 5983 37 13 34398062 34398063 Frame_Shift_Ins INS - A 8 133 c.234_235insA c.(232-237)TCTAAAfs p.S78fs

Pat_05 Pre-Treatment ZC3H13 23091 37 13 46542016 46542017 Frame_Shift_Del DEL CT - 10 237 c.3943_3944delAG c.(3943-3945)AGGfs p.R1315fs

Pat_05 Pre-Treatment SLAIN1 122060 37 13 78320722 78320722 Frame_Shift_Del DEL A - 8 222 c.498delA c.(496-498)GGAfs p.G166fs

Pat_05 Pre-Treatment LIG4 3981 37 13 108861736 108861737 Frame_Shift_Ins INS - T 7 199 c.1880_1881insA c.(1879-1881)AAGfs p.K627fs

Pat_05 Pre-Treatment COL4A1 1282 37 13 110857850 110857850 Frame_Shift_Del DEL T - 7 705 c.894delA c.(892-894)AAAfs p.K298fs

Pat_05 Pre-Treatment ACIN1 22985 37 14 23528607 23528609 In_Frame_Del DEL TCT - 9 135 .3774_3776delAGA(3772-3777)GAAGAG>GA1258_1259EE>



Pat_05 Pre-Treatment RGS6 9628 37 14 73002904 73002905 Frame_Shift_Del DEL AC - 8 534 c.1289_1290delAC c.(1288-1290)TACfs p.Y430fs

Pat_05 Pre-Treatment MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 9 366 .2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_05 Pre-Treatment C15orf17 57184 37 15 75197009 75197011 In_Frame_Del DEL GCA - 7 1131 c.423_425delTGCc.(421-426)TCTGCA>TCA p.A142del

Pat_05 Pre-Treatment SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 8 111 .1761_1763delCAG(1759-1764)GCCAGC>GC p.S592del

Pat_05 Pre-Treatment CTNS 1497 37 17 3543532 3543532 Frame_Shift_Del DEL T - 7 885 c.32delT c.(31-33)CTTfs p.L11fs

Pat_05 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 9 1245 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_05 Pre-Treatment GADD45GIP1 90480 37 19 13065273 13065275 In_Frame_Del DEL GCT - 8 484 c.416_418delAGCc.(415-420)CAGCGG>CGG p.Q139del

Pat_05 Pre-Treatment LSM14A 26065 37 19 34710340 34710340 Frame_Shift_Del DEL C - 8 722 c.826delC c.(826-828)CGGfs p.R276fs

Pat_05 Pre-Treatment CAPNS1 826 37 19 36632024 36632025 In_Frame_Ins INS - GGC 5 11 c.111_112insGGC c.(109-114)insGGC p.56_57insG

Pat_05 Pre-Treatment KIF3C 3797 37 2 26203790 26203791 Frame_Shift_Ins INS - C 7 191 c.996_997insG c.(994-999)GGGAATfs p.G332fs

Pat_05 Pre-Treatment ZNF514 84874 37 2 95815034 95815035 Frame_Shift_Ins INS - T 11 309 c.1195_1196insA c.(1195-1197)ACCfs p.T399fs

Pat_05 Pre-Treatment AAMP 14 37 2 219134766 219134766 Frame_Shift_Del DEL G - 10 1446 c.44delC c.(43-45)CCAfs p.P15fs

Pat_05 Pre-Treatment DOCK10 55619 37 2 225750871 225750871 Frame_Shift_Del DEL C - 7 984 c.521delG c.(520-522)GGTfs p.G174fs

Pat_05 Pre-Treatment CHRNG 1146 37 2 233404488 233404490 In_Frame_Del DEL CTG - 7 552 c.31_33delCTG c.(31-33)CTGdel p.L14del

Pat_05 Pre-Treatment GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 8 509 .1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_05 Pre-Treatment TP53RK 112858 37 20 45315634 45315634 Frame_Shift_Del DEL G - 7 729 c.520delC c.(520-522)CTGfs p.L174fs

Pat_05 Pre-Treatment TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 8 424 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_05 Pre-Treatment DDX17 10521 37 22 38881965 38881967 In_Frame_Del DEL GGA - 11 744 c.2169_2171delTCC.(2167-2172)CCTCCC>CCp.723_724PP>P

Pat_05 Pre-Treatment TNRC6B 23112 37 22 40708591 40708591 Frame_Shift_Del DEL G - 9 1192 c.4518delG c.(4516-4518)CTGfs p.L1506fs

Pat_05 Pre-Treatment KCTD6 200845 37 3 58486772 58486772 Frame_Shift_Del DEL G - 11 684 c.127delG c.(127-129)GGGfs p.G43fs

Pat_05 Pre-Treatment LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 12 1043 .1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_05 Pre-Treatment CPOX 1371 37 3 98304319 98304319 Frame_Shift_Del DEL G - 7 1856 c.1138delC c.(1138-1140)CAGfs p.Q380fs

Pat_05 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 9 1320 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_05 Pre-Treatment BBX 56987 37 3 107497244 107497244 Frame_Shift_Del DEL A - 8 502 c.2081delA c.(2080-2082)GAAfs p.E694fs

Pat_05 Pre-Treatment ACAD11 84129 37 3 132297681 132297681 Frame_Shift_Del DEL C - 8 748 c.1733delG c.(1732-1734)GGAfs p.G578fs

Pat_05 Pre-Treatment XRN1 54464 37 3 142144319 142144319 Frame_Shift_Del DEL G - 7 221 c.468delC c.(466-468)TCCfs p.S156fs

Pat_05 Pre-Treatment THPO 7066 37 3 184093760 184093761 Frame_Shift_Ins INS - GTTA 17 163 c.56_57insTAAC c.(55-57)ACGfs p.T19fs

Pat_05 Pre-Treatment UTP3 57050 37 4 71554620 71554622 In_Frame_Del DEL GAG - 7 165 c.226_228delGAG c.(226-228)GAGdel p.E81del

Pat_05 Pre-Treatment CDKL2 8999 37 4 76539579 76539580 Frame_Shift_Ins INS - T 7 164 c.222_223insA c.(220-225)AAACGAfs p.K74fs

Pat_05 Pre-Treatment PTPN13 5783 37 4 87622849 87622849 Frame_Shift_Del DEL C - 9 450 c.1090delC c.(1090-1092)CACfs p.H364fs

Pat_05 Pre-Treatment EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 15 514 c.227delT c.(226-228)CTTfs p.L76fs

Pat_05 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 7 336 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_05 Pre-Treatment CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 7 822 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_05 Pre-Treatment ISOC1 51015 37 5 128440739 128440739 Frame_Shift_Del DEL G - 7 837 c.400delG c.(400-402)GGGfs p.G134fs

Pat_05 Pre-Treatment SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 12 605 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_05 Pre-Treatment CTNNA1 1495 37 5 138160447 138160449 In_Frame_Del DEL GGA - 7 970 c.817_819delGGA c.(817-819)GGAdel p.G276del

Pat_05 Pre-Treatment TMEM14C 51522 37 6 10725219 10725219 Frame_Shift_Del DEL G - 7 2443 c.46delG c.(46-48)GGCfs p.G16fs

Pat_05 Pre-Treatment RANBP9 10048 37 6 13632610 13632610 Frame_Shift_Del DEL T - 8 820 c.1939delA c.(1939-1941)ATGfs p.M647fs

Pat_05 Pre-Treatment FAM65B 9750 37 6 24873931 24873931 Frame_Shift_Del DEL G - 8 293 c.198delC c.(196-198)CCCfs p.P66fs

Pat_05 Pre-Treatment HIST1H2BJ 8970 37 6 27100400 27100401 Frame_Shift_Del DEL TG - 7 2128 c.129_130delCA c.(127-132)TACAAGfs p.Y43fs

Pat_05 Pre-Treatment NFKBIL1 4795 37 6 31525882 31525884 In_Frame_Del DEL CAG - 9 205 c.640_642delCAG c.(640-642)CAGdel p.Q217del

Pat_05 Pre-Treatment KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 7 237 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_05 Pre-Treatment NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 8 739 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_05 Pre-Treatment TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 9 1498 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_05 Pre-Treatment ITGB8 3696 37 7 20444381 20444382 Frame_Shift_Del DEL GT - 10 900 c.1818_1819delGT c.(1816-1821)ACGTGTfs p.T606fs

Pat_05 Pre-Treatment ZNRF2 223082 37 7 30395358 30395359 Frame_Shift_Del DEL AA - 8 880 c.580_581delAA c.(580-582)AAAfs p.K194fs

Pat_05 Pre-Treatment PSPH 5723 37 7 56082719 56082721 In_Frame_Del DEL AGG - 35 441 c.565_567delCCT c.(565-567)CCTdel p.P189del



Pat_05 Pre-Treatment STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 12 808 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_05 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 10 713 c.796delG c.(796-798)GTCfs p.V266fs

Pat_05 Pre-Treatment SRRT 51593 37 7 100479332 100479332 Frame_Shift_Del DEL G - 12 251 c.304delG c.(304-306)GGGfs p.G102fs

Pat_05 Pre-Treatment RAB11FIP1 80223 37 8 37728963 37728966 Frame_Shift_Del DEL GTGA - 102 374 3354_3357delTCA c.(3352-3357)ACTCACfs p.T1118fs

Pat_05 Pre-Treatment NSMAF 8439 37 8 59510031 59510031 Frame_Shift_Del DEL C - 9 1728 c.1707delG c.(1705-1707)GTGfs p.V569fs

Pat_05 Pre-Treatment TOX 9760 37 8 59750796 59750798 In_Frame_Del DEL CTT - 11 669 c.766_768delAAG c.(766-768)AAGdel p.K256del

Pat_05 Pre-Treatment COPS5 10987 37 8 67974094 67974095 Frame_Shift_Del DEL AG - 7 1274 c.137_138delCT c.(136-138)ACTfs p.T46fs

Pat_05 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 11 1341 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_05 Pre-Treatment EIF2C2 27161 37 8 141554344 141554345 Frame_Shift_Ins INS - G 7 1015 c.1806_1807insC c.(1804-1809)CCCGCCfs p.P602fs

Pat_05 Pre-Treatment PUF60 22827 37 8 144906520 144906522 In_Frame_Del DEL GCC - 10 302 c.72_74delGGC c.(70-75)GCGGCA>GCA p.24_25AA>A

Pat_05 Pre-Treatment C9orf98 158067 37 9 135753607 135753607 Frame_Shift_Del DEL G - 9 214 c.36delC c.(34-36)CCCfs p.P12fs

Pat_05 Pre-Treatment TXLNG 55787 37 X 16850849 16850850 Frame_Shift_Del DEL AG - 9 163 c.968_969delAG c.(967-969)CAGfs p.Q323fs

Pat_05 Pre-Treatment CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 8 126 .2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_05 Post-Resistance BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 17 792 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_05 Post-Resistance TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 8 231 .3480_3482delGAG.(3478-3483)AAGAGA>AA p.R1163del

Pat_05 Post-Resistance KPRP 448834 37 1 152732678 152732678 Frame_Shift_Del DEL C - 8 1055 c.614delC c.(613-615)ACCfs p.T205fs

Pat_05 Post-Resistance GON4L 54856 37 1 155735138 155735141 Frame_Shift_Del DEL CTGT - 27 1052 4123_4126delACA c.(4123-4128)ACAGTCfs p.T1375fs

Pat_05 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 15 713 c.865delC c.(865-867)CTCfs p.L289fs

Pat_05 Post-Resistance CALCOCO1 57658 37 12 54115378 54115378 Frame_Shift_Del DEL C - 8 1470 c.631delG c.(631-633)GAGfs p.E211fs

Pat_05 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 7 742 13289_13291delTG13288-13293)TTGCTG>TT4430_4431LL>

Pat_05 Post-Resistance GLI1 2735 37 12 57865177 57865177 Frame_Shift_Del DEL C - 8 564 c.2654delC c.(2653-2655)TCCfs p.S885fs

Pat_05 Post-Resistance NCOR2 9612 37 12 124848228 124848228 Frame_Shift_Del DEL G - 7 964 c.2925delC c.(2923-2925)CCCfs p.P975fs

Pat_05 Post-Resistance TPSD1 23430 37 16 1306312 1306314 In_Frame_Del DEL CTG - 7 413 c.31_33delCTG c.(31-33)CTGdel p.L14del

Pat_05 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 7 152 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_05 Post-Resistance KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 94 .2253_2255delCAC.(2251-2256)GTCACC>GT p.T762del

Pat_05 Post-Resistance NEK8 284086 37 17 27064841 27064841 Frame_Shift_Del DEL C - 8 1384 c.894delC c.(892-894)ATCfs p.I298fs

Pat_05 Post-Resistance AP2B1 163 37 17 33953803 33953803 Frame_Shift_Del DEL G - 8 1360 c.880delG c.(880-882)GGGfs p.G294fs

Pat_05 Post-Resistance RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 449 .1407_1409delCCA.(1405-1410)CACCAA>CA p.H469del

Pat_05 Post-Resistance GINS1 9837 37 20 25422397 25422397 Frame_Shift_Del DEL A - 7 136 c.507delA c.(505-507)TTAfs p.L169fs

Pat_05 Post-Resistance DIDO1 11083 37 20 61512380 61512381 Frame_Shift_Ins INS - G 12 141 c.4927_4928insC c.(4927-4929)CGCfs p.R1643fs

Pat_05 Post-Resistance CCDC116 164592 37 22 21990728 21990730 In_Frame_Del DEL GCA - 10 196 .1211_1213delGCA.(1210-1215)TGCAGC>TG p.S407del

Pat_05 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 14 276 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_05 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 10 427 .4049_4051delAGG(4048-4053)GAGGCC>GC p.E1350del

Pat_05 Post-Resistance LIMD1 8994 37 3 45636543 45636545 In_Frame_Del DEL CAG - 9 80 c.172_174delCAG c.(172-174)CAGdel p.Q63del

Pat_05 Post-Resistance QRICH1 54870 37 3 49094314 49094316 In_Frame_Del DEL TGC - 8 203 .1317_1319delGCA.(1315-1320)CAGCAA>CA.439_440QQ>Q

Pat_05 Post-Resistance LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 1303 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_05 Post-Resistance GOLGB1 2804 37 3 121413503 121413503 Frame_Shift_Del DEL T - 7 435 c.5852delA c.(5851-5853)AATfs p.N1951fs

Pat_05 Post-Resistance UTP3 57050 37 4 71554620 71554622 In_Frame_Del DEL GAG - 8 152 c.226_228delGAG c.(226-228)GAGdel p.E81del

Pat_05 Post-Resistance SLC1A3 6507 37 5 36679799 36679799 Frame_Shift_Del DEL G - 8 1552 c.931delG c.(931-933)GGGfs p.G311fs

Pat_05 Post-Resistance LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 7 357 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_05 Post-Resistance TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 7 360 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_05 Post-Resistance KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 7 171 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_05 Post-Resistance ABCB4 5244 37 7 87053264 87053264 Frame_Shift_Del DEL C - 7 906 c.2169delG c.(2167-2169)GGGfs p.G723fs

Pat_05 Post-Resistance TAF6 6878 37 7 99705124 99705124 Frame_Shift_Del DEL G - 8 1360 c.1779delC c.(1777-1779)CCCfs p.P593fs

Pat_05 Post-Resistance SLC12A9 56996 37 7 100463628 100463628 Frame_Shift_Del DEL G - 7 877 c.2146delG c.(2146-2148)GGGfs p.G716fs

Pat_05 Post-Resistance WNT16 51384 37 7 120971879 120971879 Frame_Shift_Del DEL G - 9 569 c.494delG c.(493-495)TGGfs p.W165fs

Pat_05 Post-Resistance RAB11FIP1 80223 37 8 37728963 37728966 Frame_Shift_Del DEL GTGA - 104 258 3354_3357delTCA c.(3352-3357)ACTCACfs p.T1118fs



Pat_05 Post-Resistance BHLHE22 27319 37 8 65493617 65493618 In_Frame_Ins INS - GGC 10 16 c.270_271insGGC c.(268-273)insGGC p.97_98insG

Pat_05 Post-Resistance IKBKAP 8518 37 9 111693425 111693427 Translation_Start_Site DEL ATG - 48 192

Pat_06 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 7 1129 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_06 Pre-Treatment CLSTN1 22883 37 1 9790640 9790642 In_Frame_Del DEL CCT - 7 499 .2870_2872delAGG(2869-2874)GAGGGG>GG p.E957del

Pat_06 Pre-Treatment FBLIM1 54751 37 1 16103673 16103673 Frame_Shift_Del DEL C - 7 1304 c.899delC c.(898-900)GCCfs p.A300fs

Pat_06 Pre-Treatment MST1P9 11223 37 1 17086003 17086003 Frame_Shift_Del DEL G - 7 1135 c.894delC c.(892-894)GGCfs p.G298fs

Pat_06 Pre-Treatment TSSK3 81629 37 1 32828389 32828390 Frame_Shift_Ins INS - A 8 1113 c.87_88insA c.(85-90)TCCAAAfs p.S29fs

Pat_06 Pre-Treatment EIF2C4 192670 37 1 36307305 36307305 Frame_Shift_Del DEL A - 11 1084 c.2129delA c.(2128-2130)CAAfs p.Q710fs

Pat_06 Pre-Treatment MACF1 23499 37 1 39788668 39788670 In_Frame_Del DEL GGA - 8 986 .4239_4241delGG (4237-4242)CTGGAG>CT p.E1417del

Pat_06 Pre-Treatment MPL 4352 37 1 43814993 43814995 In_Frame_Del DEL CTG - 8 893 .1528_1530delCTG c.(1528-1530)CTGdel p.L513del

Pat_06 Pre-Treatment IPO13 9670 37 1 44425920 44425922 Splice_Site DEL GGT - 10 2459 c.2029_splice c.e12-1 p.V677_splice

Pat_06 Pre-Treatment EIF2B3 8891 37 1 45407182 45407182 Frame_Shift_Del DEL T - 21 626 c.450delA c.(448-450)AAAfs p.K150fs

Pat_06 Pre-Treatment MAST2 23139 37 1 46494559 46494559 Frame_Shift_Del DEL T - 9 1448 c.2172delT c.(2170-2172)CCTfs p.P724fs

Pat_06 Pre-Treatment PCSK9 255738 37 1 55505552 55505553 In_Frame_Ins INS - CTG 5 9 c.42_43insCTG c.(40-45)insCTG p.23_24insL

Pat_06 Pre-Treatment JUN 3725 37 1 59248443 59248443 Frame_Shift_Del DEL G - 8 1536 c.300delC c.(298-300)CCCfs p.P100fs

Pat_06 Pre-Treatment SGIP1 84251 37 1 67147814 67147814 Frame_Shift_Del DEL C - 7 1129 c.1077delC c.(1075-1077)GGCfs p.G359fs

Pat_06 Pre-Treatment WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 9 754 c.89delA c.(88-90)AAGfs p.K30fs

Pat_06 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 27 573 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_06 Pre-Treatment LRRIQ3 127255 37 1 74648381 74648381 Frame_Shift_Del DEL T - 8 1269 c.414delA c.(412-414)AAAfs p.K138fs

Pat_06 Pre-Treatment TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 36 1808 c.2225_2227delCTT.(2224-2229)CCTTCT>CC p.S746del

Pat_06 Pre-Treatment CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 17 497 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_06 Pre-Treatment SLC44A3 126969 37 1 95357932 95357932 Frame_Shift_Del DEL T - 8 933 c.1716delT c.(1714-1716)GCTfs p.A572fs

Pat_06 Pre-Treatment AMY2B 280 37 1 104115838 104115838 Frame_Shift_Del DEL A - 9 2770 c.469delA c.(469-471)AAAfs p.K157fs

Pat_06 Pre-Treatment WNT2B 7482 37 1 113052023 113052025 In_Frame_Del DEL CTG - 12 303 c.139_141delCTG c.(139-141)CTGdel p.L50del

Pat_06 Pre-Treatment TSPAN2 10100 37 1 115601537 115601537 Frame_Shift_Del DEL T - 7 1456 c.411delA c.(409-411)AAAfs p.K137fs

Pat_06 Pre-Treatment PSMB4 5692 37 1 151372073 151372073 Frame_Shift_Del DEL T - 7 682 c.10delT c.(10-12)TTTfs p.F4fs

Pat_06 Pre-Treatment SPRR4 163778 37 1 152944376 152944378 In_Frame_Del DEL CAG - 7 660 c.10_12delCAG c.(10-12)CAGdel p.Q7del

Pat_06 Pre-Treatment SPRR2G 6706 37 1 153122566 153122568 In_Frame_Del DEL CTG - 12 1072 c.19_21delCAG c.(19-21)CAGdel p.Q7del

Pat_06 Pre-Treatment S100A8 6279 37 1 153362715 153362715 Frame_Shift_Del DEL T - 7 1013 c.146delA c.(145-147)AAGfs p.K49fs

Pat_06 Pre-Treatment KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 14 74 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_06 Pre-Treatment GPATCH4 54865 37 1 156565504 156565504 Frame_Shift_Del DEL T - 8 265 c.629delA c.(628-630)AAGfs p.K210fs

Pat_06 Pre-Treatment NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 20 1720 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_06 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 13 723 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_06 Pre-Treatment PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 11 740 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_06 Pre-Treatment SLC9A11 284525 37 1 173552687 173552688 Frame_Shift_Ins INS - A 7 399 c.597_598insT c.(595-600)TTTGGAfs p.F199fs

Pat_06 Pre-Treatment DHX9 1660 37 1 182845333 182845333 Frame_Shift_Del DEL T - 11 1493 c.1964delT c.(1963-1965)GTTfs p.V655fs

Pat_06 Pre-Treatment IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 12 542 .2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_06 Pre-Treatment ZC3H11A 9877 37 1 203786224 203786225 Frame_Shift_Ins INS - T 25 640 c.26_27insT c.(25-27)TATfs p.Y9fs

Pat_06 Pre-Treatment PIK3C2B 5287 37 1 204434363 204434363 Frame_Shift_Del DEL A - 7 1515 c.1018delT c.(1018-1020)TGCfs p.C340fs

Pat_06 Pre-Treatment CR1L 1379 37 1 207867814 207867814 Frame_Shift_Del DEL A - 7 1447 c.580delA c.(580-582)AAAfs p.K194fs

Pat_06 Pre-Treatment KCTD3 51133 37 1 215747171 215747171 Frame_Shift_Del DEL T - 7 799 c.126delT c.(124-126)TCTfs p.S42fs

Pat_06 Pre-Treatment TP53BP2 7159 37 1 223991931 223991931 Frame_Shift_Del DEL T - 7 1343 c.594delA c.(592-594)AAAfs p.K198fs

Pat_06 Pre-Treatment OBSCN 84033 37 1 228467013 228467013 Frame_Shift_Del DEL G - 7 885 c.7264delG c.(7264-7266)GGGfs p.G2422fs

Pat_06 Pre-Treatment RHOU 58480 37 1 228879414 228879414 Frame_Shift_Del DEL C - 7 651 c.704delC c.(703-705)TCTfs p.S235fs

Pat_06 Pre-Treatment C10orf18 54906 37 10 5788554 5788554 Frame_Shift_Del DEL A - 8 566 c.3170delA c.(3169-3171)GAAfs p.E1057fs

Pat_06 Pre-Treatment ITIH2 3698 37 10 7791225 7791225 Frame_Shift_Del DEL A - 9 1605 c.2769delA c.(2767-2769)GGAfs p.G923fs

Pat_06 Pre-Treatment NEBL 10529 37 10 21124517 21124517 Frame_Shift_Del DEL T - 9 1578 c.1374delA c.(1372-1374)AAAfs p.K458fs



Pat_06 Pre-Treatment MPP7 143098 37 10 28347455 28347455 Frame_Shift_Del DEL T - 9 2255 c.1376delA c.(1375-1377)AACfs p.N459fs

Pat_06 Pre-Treatment FRMPD2 143162 37 10 49409420 49409420 Frame_Shift_Del DEL T - 7 2068 c.1805delA c.(1804-1806)AAGfs p.K602fs

Pat_06 Pre-Treatment A1CF 29974 37 10 52569667 52569669 In_Frame_Del DEL AGC - 9 528 .1618_1620delGC c.(1618-1620)GCTdel p.A540del

Pat_06 Pre-Treatment ARID5B 84159 37 10 63852298 63852298 Frame_Shift_Del DEL A - 7 728 c.3076delA c.(3076-3078)AAAfs p.K1026fs

Pat_06 Pre-Treatment ZMIZ1 57178 37 10 81050829 81050831 In_Frame_Del DEL GCA - 9 895 c.654_656delGCAc.(652-657)GGGCAG>GGG p.Q222del

Pat_06 Pre-Treatment ZMIZ1 57178 37 10 81066062 81066062 Frame_Shift_Del DEL C - 8 546 c.2629delC c.(2629-2631)CCCfs p.P877fs

Pat_06 Pre-Treatment STAMBPL1 57559 37 10 90682146 90682146 Frame_Shift_Del DEL A - 17 539 c.1207delA c.(1207-1209)AAAfs p.K403fs

Pat_06 Pre-Treatment FAS 355 37 10 90768708 90768708 Frame_Shift_Del DEL T - 7 4111 c.397delT c.(397-399)TTTfs p.F133fs

Pat_06 Pre-Treatment HECTD2 143279 37 10 93247481 93247481 Frame_Shift_Del DEL A - 7 1115 c.1137delA c.(1135-1137)GCAfs p.A379fs

Pat_06 Pre-Treatment TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 9 876 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_06 Pre-Treatment DMBT1 1755 37 10 124345598 124345599 Frame_Shift_Del DEL GA - 7 2750 c.1482_1483delGAc.(1480-1485)CTGAGGfs p.L494fs

Pat_06 Pre-Treatment DOCK1 1793 37 10 129231579 129231579 Frame_Shift_Del DEL C - 7 1232 c.4884delC c.(4882-4884)CGCfs p.R1628fs

Pat_06 Pre-Treatment PHRF1 57661 37 11 592586 592588 In_Frame_Del DEL GAG - 8 1189 c.532_534delGAG c.(532-534)GAGdel p.E181del

Pat_06 Pre-Treatment OR51B6 390058 37 11 5373220 5373220 Frame_Shift_Del DEL A - 7 1251 c.483delA c.(481-483)CTAfs p.L161fs

Pat_06 Pre-Treatment PSMA1 5682 37 11 14529252 14529254 In_Frame_Del DEL CAT - 8 904 c.683_685delATGc.(682-687)GATGTG>GTG p.D228del

Pat_06 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 7 1999 c.302delG c.(301-303)GGTfs p.G101fs

Pat_06 Pre-Treatment ARHGAP1 392 37 11 46702224 46702224 Frame_Shift_Del DEL G - 8 848 c.709delC c.(709-711)CTGfs p.L237fs

Pat_06 Pre-Treatment FNBP4 23360 37 11 47744589 47744591 In_Frame_Del DEL GGA - 8 33 c.2742_2744delTCC.(2740-2745)CCTCCA>CCp.914_915PP>P

Pat_06 Pre-Treatment FNBP4 23360 37 11 47746087 47746087 Frame_Shift_Del DEL G - 8 1730 c.2252delC c.(2251-2253)CCTfs p.P751fs

Pat_06 Pre-Treatment SERPING1 710 37 11 57365774 57365776 In_Frame_Del DEL CTG - 14 66 c.31_33delCTG c.(31-33)CTGdel p.L15del

Pat_06 Pre-Treatment UBXN1 51035 37 11 62444384 62444384 Frame_Shift_Del DEL C - 7 826 c.745delG c.(745-747)GAGfs p.E249fs

Pat_06 Pre-Treatment SF1 7536 37 11 64534435 64534437 In_Frame_Del DEL GCT - 10 1552 .1517_1519delAGC.(1516-1521)CAGCCT>CC p.Q506del

Pat_06 Pre-Treatment EHBP1L1 254102 37 11 65351726 65351726 Frame_Shift_Del DEL G - 8 1520 c.3108delG c.(3106-3108)CTGfs p.L1036fs

Pat_06 Pre-Treatment SNX32 254122 37 11 65617623 65617623 Frame_Shift_Del DEL C - 10 812 c.255delC c.(253-255)ATCfs p.I85fs

Pat_06 Pre-Treatment NUMA1 4926 37 11 71724190 71724190 Frame_Shift_Del DEL C - 7 1146 c.4359delG c.(4357-4359)GGGfs p.G1453fs

Pat_06 Pre-Treatment DGAT2 84649 37 11 75509300 75509300 Frame_Shift_Del DEL G - 7 1490 c.838delG c.(838-840)GGAfs p.G280fs

Pat_06 Pre-Treatment PAK1 5058 37 11 77069990 77069992 In_Frame_Del DEL CAT - 9 632 c.548_550delATGc.(547-552)GATGCT>GCT p.D183del

Pat_06 Pre-Treatment USP35 57558 37 11 77920720 77920722 In_Frame_Del DEL CGC - 7 687 .1819_1821delCG c.(1819-1821)CGCdel p.R610del

Pat_06 Pre-Treatment FAT3 120114 37 11 92531072 92531074 In_Frame_Del DEL GAC - 9 1070 .4893_4895delGAC.(4891-4896)ATGACG>ATG p.T1633del

Pat_06 Pre-Treatment C11orf54 28970 37 11 93494710 93494710 Frame_Shift_Del DEL T - 9 1672 c.804delT c.(802-804)CATfs p.H268fs

Pat_06 Pre-Treatment MRE11A 4361 37 11 94153333 94153335 In_Frame_Del DEL ATC - 8 514 c.2083_2085delGAT c.(2083-2085)GATdel p.D695del

Pat_06 Pre-Treatment BARX2 8538 37 11 129246064 129246064 Frame_Shift_Del DEL A - 8 1086 c.134delA c.(133-135)TACfs p.Y45fs

Pat_06 Pre-Treatment GUCY2C 2984 37 12 14766135 14766135 Frame_Shift_Del DEL T - 8 1653 c.3138delA c.(3136-3138)AAAfs p.K1046fs

Pat_06 Pre-Treatment NELL2 4753 37 12 44917102 44917102 Frame_Shift_Del DEL T - 7 1866 c.1970delA c.(1969-1971)AATfs p.N657fs

Pat_06 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 26 1702 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_06 Pre-Treatment SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 10 970 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_06 Pre-Treatment PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 7 1108 c.93delC c.(91-93)ATCfs p.I31fs

Pat_06 Pre-Treatment OR6C75 390323 37 12 55759192 55759192 Frame_Shift_Del DEL T - 13 836 c.298delT c.(298-300)TTTfs p.F100fs

Pat_06 Pre-Treatment ESYT1 23344 37 12 56537395 56537395 Frame_Shift_Del DEL C - 9 1528 c.3257delC c.(3256-3258)TCCfs p.S1086fs

Pat_06 Pre-Treatment KIF5A 3798 37 12 57972048 57972048 Frame_Shift_Del DEL G - 7 943 c.2461delG c.(2461-2463)GGGfs p.G821fs

Pat_06 Pre-Treatment B4GALNT1 2583 37 12 58025102 58025103 Frame_Shift_Ins INS - C 10 737 c.263_264insG c.(262-264)GGCfs p.G88fs

Pat_06 Pre-Treatment CEP290 80184 37 12 88524078 88524079 Frame_Shift_Ins INS - T 15 1077 c.635_636insA c.(634-636)AACfs p.N212fs

Pat_06 Pre-Treatment CCDC63 160762 37 12 111311658 111311659 Frame_Shift_Ins INS - A 11 337 c.382_383insA c.(382-384)GAAfs p.E128fs

Pat_06 Pre-Treatment C12orf51 283450 37 12 112605648 112605650 In_Frame_Del DEL CAG - 13 541 11014_11016delCT c.(11014-11016)CTGdel p.L3672del

Pat_06 Pre-Treatment KSR2 283455 37 12 117977605 117977605 Frame_Shift_Del DEL G - 11 638 c.1519delC c.(1519-1521)CTCfs p.L507fs

Pat_06 Pre-Treatment MLEC 9761 37 12 121134166 121134168 In_Frame_Del DEL GAA - 8 542 c.697_699delGAA c.(697-699)GAAdel p.E238del

Pat_06 Pre-Treatment WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 7 949 c.716_splice c.e7+1 p.R239_splice



Pat_06 Pre-Treatment WASF3 10810 37 13 27259836 27259836 Frame_Shift_Del DEL A - 8 685 c.1363delA c.(1363-1365)AAAfs p.K455fs

Pat_06 Pre-Treatment CKAP2 26586 37 13 53049034 53049034 Frame_Shift_Del DEL A - 7 233 c.1810delA c.(1810-1812)AAAfs p.K604fs

Pat_06 Pre-Treatment FBXL3 26224 37 13 77581683 77581683 Frame_Shift_Del DEL A - 8 306 c.884delT c.(883-885)TTAfs p.L295fs

Pat_06 Pre-Treatment MYCBP2 23077 37 13 77748553 77748553 Frame_Shift_Del DEL G - 7 951 c.5430delC c.(5428-5430)ACCfs p.T1810fs

Pat_06 Pre-Treatment SLITRK5 26050 37 13 88328374 88328375 Frame_Shift_Del DEL TC - 7 1061 c.731_732delTC c.(730-732)ATCfs p.I244fs

Pat_06 Pre-Treatment UBAC2 337867 37 13 99966405 99966405 Frame_Shift_Del DEL C - 7 1206 c.444delC c.(442-444)GTCfs p.V148fs

Pat_06 Pre-Treatment SALL2 6297 37 14 21991334 21991336 In_Frame_Del DEL GGT - 11 551 .2526_2528delACC.(2524-2529)CCACCT>CCp.842_843PP>P

Pat_06 Pre-Treatment RBM23 55147 37 14 23371030 23371030 Frame_Shift_Del DEL G - 9 1133 c.1309delC c.(1309-1311)CAGfs p.Q437fs

Pat_06 Pre-Treatment CPNE6 9362 37 14 24545608 24545608 Frame_Shift_Del DEL C - 7 1081 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_06 Pre-Treatment TINF2 26277 37 14 24710268 24710268 Frame_Shift_Del DEL C - 7 2120 c.562delG c.(562-564)GCCfs p.A188fs

Pat_06 Pre-Treatment FERMT2 10979 37 14 53360081 53360082 Frame_Shift_Ins INS - T 9 267 c.455_456insA c.(454-456)AAGfs p.K152fs

Pat_06 Pre-Treatment C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 14 581 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_06 Pre-Treatment ZBTB1 22890 37 14 64989787 64989787 Frame_Shift_Del DEL A - 7 1373 c.1565delA c.(1564-1566)CAAfs p.Q522fs

Pat_06 Pre-Treatment C14orf115 55237 37 14 74824463 74824463 Frame_Shift_Del DEL G - 14 903 c.977delG c.(976-978)CGGfs p.R326fs

Pat_06 Pre-Treatment GALC 2581 37 14 88406276 88406276 Frame_Shift_Del DEL T - 10 2322 c.1884delA c.(1882-1884)AAAfs p.K628fs

Pat_06 Pre-Treatment ATXN3 4287 37 14 92537355 92537357 In_Frame_Del DEL CTG - 7 517 c.913_915delCAG c.(913-915)CAGdel p.Q305del

Pat_06 Pre-Treatment RIN3 79890 37 14 93125641 93125643 In_Frame_Del DEL CCA - 7 537 .2162_2164delCCA(2161-2166)GCCACC>GC p.T725del

Pat_06 Pre-Treatment CHGA 1113 37 14 93398009 93398009 Frame_Shift_Del DEL A - 8 696 c.770delA c.(769-771)CACfs p.H257fs

Pat_06 Pre-Treatment BTBD7 55727 37 14 93720048 93720048 Frame_Shift_Del DEL T - 9 1323 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_06 Pre-Treatment DICER1 23405 37 14 95562455 95562455 Frame_Shift_Del DEL T - 10 2394 c.4802delA c.(4801-4803)AAGfs p.K1601fs

Pat_06 Pre-Treatment DYNC1H1 1778 37 14 102476702 102476703 Frame_Shift_Del DEL AG - 8 481 c.6311_6312delAG c.(6310-6312)AAGfs p.K2104fs

Pat_06 Pre-Treatment EIF5 1983 37 14 103803136 103803137 Frame_Shift_Ins INS - T 9 725 c.277_278insT c.(277-279)ATTfs p.I93fs

Pat_06 Pre-Treatment AKT1 207 37 14 105242073 105242075 In_Frame_Del DEL CTC - 13 532 c.349_351delGAG c.(349-351)GAGdel p.E117del

Pat_06 Pre-Treatment ATP10A 57194 37 15 25963499 25963501 In_Frame_Del DEL CCT - 8 106 .1409_1411delAGG(1408-1413)GAGGTG>GT p.E470del

Pat_06 Pre-Treatment MTMR10 54893 37 15 31239358 31239358 Frame_Shift_Del DEL G - 7 2035 c.1523delC c.(1522-1524)CCTfs p.P508fs

Pat_06 Pre-Treatment SLC12A6 9990 37 15 34628626 34628626 Frame_Shift_Del DEL G - 7 556 c.256delC c.(256-258)CAGfs p.Q86fs

Pat_06 Pre-Treatment PAK6 56924 37 15 40566360 40566360 Frame_Shift_Del DEL G - 8 796 c.1761delG c.(1759-1761)CTGfs p.L587fs

Pat_06 Pre-Treatment TP53BP1 7158 37 15 43748493 43748494 Frame_Shift_Del DEL GG - 7 297 c.2297_2298delCC c.(2296-2298)CCCfs p.P766fs

Pat_06 Pre-Treatment TRIM69 140691 37 15 45059455 45059455 Frame_Shift_Del DEL A - 7 778 c.988delA c.(988-990)AAAfs p.K330fs

Pat_06 Pre-Treatment SLC28A2 9153 37 15 45567679 45567680 Frame_Shift_Del DEL TG - 7 2237 c.1945_1946delTG c.(1945-1947)TGTfs p.C649fs

Pat_06 Pre-Treatment ONECUT1 3175 37 15 53049972 53049972 Frame_Shift_Del DEL G - 8 1414 c.1178delC c.(1177-1179)ACAfs p.T393fs

Pat_06 Pre-Treatment ZNF280D 54816 37 15 56970872 56970873 Frame_Shift_Ins INS - T 7 1070 c.1151_1152insA c.(1150-1152)CATfs p.H384fs

Pat_06 Pre-Treatment SNAPC5 10302 37 15 66786799 66786801 In_Frame_Del DEL TCC - 7 721 c.270_272delGGAc.(268-273)GAGGAA>GAAp.90_91EE>E

Pat_06 Pre-Treatment SPESP1 246777 37 15 69238674 69238676 In_Frame_Del DEL AGC - 9 467 c.801_803delAGCc.(799-804)CTAGCA>CTA p.A271del

Pat_06 Pre-Treatment IQGAP1 8826 37 15 91019925 91019925 Frame_Shift_Del DEL A - 7 563 c.2815delA c.(2815-2817)AAAfs p.K939fs

Pat_06 Pre-Treatment BLM 641 37 15 91304286 91304288 In_Frame_Del DEL TGA - 8 649 c.1683_1685delTGAc.(1681-1686)TTTGAT>TTT p.D566del

Pat_06 Pre-Treatment VPS33B 26276 37 15 91550236 91550238 In_Frame_Del DEL TCC - 15 1581 c.642_644delGGAc.(640-645)GAGGAT>GAT p.E214del

Pat_06 Pre-Treatment TPSD1 23430 37 16 1306312 1306314 In_Frame_Del DEL CTG - 9 805 c.31_33delCTG c.(31-33)CTGdel p.L14del

Pat_06 Pre-Treatment ABCA3 21 37 16 2373622 2373622 Frame_Shift_Del DEL A - 7 2325 c.515delT c.(514-516)TTCfs p.F172fs

Pat_06 Pre-Treatment TIGD7 91151 37 16 3350471 3350472 Frame_Shift_Ins INS - T 7 477 c.143_144insA c.(142-144)AATfs p.N48fs

Pat_06 Pre-Treatment C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 14 566 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_06 Pre-Treatment ATXN2L 11273 37 16 28847350 28847350 Frame_Shift_Del DEL G - 7 684 c.2992delG c.(2992-2994)GGGfs p.G998fs

Pat_06 Pre-Treatment SRCAP 10847 37 16 30724910 30724910 Frame_Shift_Del DEL T - 7 1006 c.2371delT c.(2371-2373)TTTfs p.F791fs

Pat_06 Pre-Treatment RSPRY1 89970 37 16 57255221 57255222 Frame_Shift_Del DEL GC - 7 1198 c.1055_1056delGC c.(1054-1056)TGCfs p.C352fs

Pat_06 Pre-Treatment FHOD1 29109 37 16 67267852 67267852 Frame_Shift_Del DEL G - 8 329 c.1754delC c.(1753-1755)CCTfs p.P585fs

Pat_06 Pre-Treatment ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 13 1230 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_06 Pre-Treatment EDC4 23644 37 16 67913767 67913769 In_Frame_Del DEL CAG - 7 241 .1836_1838delCAG(1834-1839)CCCAGC>CC p.S617del



Pat_06 Pre-Treatment CDH3 1001 37 16 68718504 68718504 Frame_Shift_Del DEL A - 7 1486 c.1201delA c.(1201-1203)AAAfs p.K401fs

Pat_06 Pre-Treatment TERF2IP 54386 37 16 75690204 75690206 In_Frame_Del DEL GAA - 9 237 c.895_897delGAA c.(895-897)GAAdel p.E304del

Pat_06 Pre-Treatment CNTNAP4 85445 37 16 76389351 76389351 Frame_Shift_Del DEL G - 7 1214 c.333delG c.(331-333)CTGfs p.L111fs

Pat_06 Pre-Treatment MNT 4335 37 17 2290831 2290831 Frame_Shift_Del DEL G - 12 1592 c.1113delC c.(1111-1113)CCCfs p.P371fs

Pat_06 Pre-Treatment ZNF232 7775 37 17 5012755 5012756 Frame_Shift_Del DEL AG - 7 1556 c.350_351delCT c.(349-351)CCTfs p.P117fs

Pat_06 Pre-Treatment DHX33 56919 37 17 5372037 5372039 In_Frame_Del DEL CCT - 8 245 c.141_143delAGGc.(139-144)GGAGGC>GGCp.47_48GG>G

Pat_06 Pre-Treatment BCL6B 255877 37 17 6927858 6927858 Frame_Shift_Del DEL C - 7 1159 c.540delC c.(538-540)GGCfs p.G180fs

Pat_06 Pre-Treatment PLSCR3 57048 37 17 7294059 7294059 Frame_Shift_Del DEL C - 8 1323 c.725delG c.(724-726)GGCfs p.G242fs

Pat_06 Pre-Treatment PER1 5187 37 17 8049759 8049761 In_Frame_Del DEL AGG - 8 311 .1967_1969delCCTc.(1966-1971)TCCTAT>TAT p.S656del

Pat_06 Pre-Treatment NDEL1 81565 37 17 8370271 8370273 In_Frame_Del DEL CTC - 10 927 c.968_970delCTCc.(967-972)GCTCCT>GCT p.P327del

Pat_06 Pre-Treatment USP43 124739 37 17 9578264 9578265 Frame_Shift_Del DEL TG - 7 2721 c.797_798delTG c.(796-798)CTGfs p.L266fs

Pat_06 Pre-Treatment SUPT6H 6830 37 17 27002006 27002006 Frame_Shift_Del DEL A - 9 323 c.364delA c.(364-366)AAAfs p.K122fs

Pat_06 Pre-Treatment RHOT1 55288 37 17 30525994 30525994 Frame_Shift_Del DEL G - 7 1108 c.898delG c.(898-900)GAAfs p.E300fs

Pat_06 Pre-Treatment ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 9 1413 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_06 Pre-Treatment CCL23 6368 37 17 34340806 34340806 Frame_Shift_Del DEL C - 8 615 c.229delG c.(229-231)GAGfs p.E77fs

Pat_06 Pre-Treatment STARD3 10948 37 17 37815015 37815015 Frame_Shift_Del DEL G - 7 1280 c.588delG c.(586-588)CTGfs p.L196fs

Pat_06 Pre-Treatment STAT5A 6776 37 17 40453398 40453399 Frame_Shift_Ins INS - C 7 419 c.1095_1096insC c.(1093-1098)AATCCCfs p.N365fs

Pat_06 Pre-Treatment HDAC5 10014 37 17 42157800 42157801 Frame_Shift_Ins INS - G 7 598 c.2793_2794insC c.(2791-2796)CCCATTfs p.P931fs

Pat_06 Pre-Treatment CCDC103 388389 37 17 42980014 42980015 Frame_Shift_Del DEL AG - 10 328 c.558_559delAG c.(556-561)GCAGAGfs p.A186fs

Pat_06 Pre-Treatment BRIP1 83990 37 17 59878722 59878722 Frame_Shift_Del DEL C - 8 1226 c.1032delG c.(1030-1032)GGGfs p.G344fs

Pat_06 Pre-Treatment DCAF7 10238 37 17 61661029 61661029 Frame_Shift_Del DEL C - 8 445 c.694delC c.(694-696)CAGfs p.Q232fs

Pat_06 Pre-Treatment FTSJ3 117246 37 17 61901516 61901518 In_Frame_Del DEL TCC - 8 1232 .1080_1082delGG (1078-1083)GAGGAA>GAp.360_361EE>E

Pat_06 Pre-Treatment COG1 9382 37 17 71204457 71204458 Frame_Shift_Ins INS - C 7 682 c.2810_2811insC c.(2809-2811)GTCfs p.V937fs

Pat_06 Pre-Treatment SLC26A11 284129 37 17 78201649 78201651 In_Frame_Del DEL TGC - 14 1016 c.626_628delTGCc.(625-630)ATGCTG>ATG p.L213del

Pat_06 Pre-Treatment FAM38B 63895 37 18 10689722 10689723 Frame_Shift_Del DEL GG - 7 787 c.959_960delCC c.(958-960)TCCfs p.S320fs

Pat_06 Pre-Treatment ESCO1 114799 37 18 19153983 19153984 Frame_Shift_Del DEL TG - 8 1212 c.821_822delCA c.(820-822)ACAfs p.T274fs

Pat_06 Pre-Treatment HAUS1 115106 37 18 43685174 43685174 Frame_Shift_Del DEL A - 9 241 c.45delA c.(43-45)TTAfs p.L15fs

Pat_06 Pre-Treatment MBD2 8932 37 18 51750459 51750459 Frame_Shift_Del DEL G - 7 405 c.471delC c.(469-471)CCCfs p.P157fs

Pat_06 Pre-Treatment WDR7 23335 37 18 54358513 54358513 Frame_Shift_Del DEL G - 11 980 c.784delG c.(784-786)GGGfs p.G262fs

Pat_06 Pre-Treatment DSEL 92126 37 18 65180521 65180521 Frame_Shift_Del DEL C - 7 712 c.1355delG c.(1354-1356)GGAfs p.G452fs

Pat_06 Pre-Treatment GTF2F1 2962 37 19 6381791 6381793 In_Frame_Del DEL CTT - 7 129 c.751_753delAAG c.(751-753)AAGdel p.K251del

Pat_06 Pre-Treatment ZNF442 79973 37 19 12461740 12461741 Frame_Shift_Ins INS - A 7 638 c.658_659insT c.(658-660)TGGfs p.W220fs

Pat_06 Pre-Treatment NWD1 284434 37 19 16908642 16908642 Frame_Shift_Del DEL T - 9 1920 c.3404delT c.(3403-3405)GTTfs p.V1135fs

Pat_06 Pre-Treatment ZNF43 7594 37 19 22002025 22002026 Splice_Site INS - A 7 459 c.4_splice c.e2-1 p.G2_splice

Pat_06 Pre-Treatment WDR88 126248 37 19 33666419 33666421 In_Frame_Del DEL TCA - 16 865 c.1360_1362delTCA c.(1360-1362)TCAdel p.S458del

Pat_06 Pre-Treatment FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 7 335 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_06 Pre-Treatment CAPN12 147968 37 19 39224369 39224371 In_Frame_Del DEL TCG - 7 472 .1929_1931delCGA.(1927-1932)TACGAG>TAGp.643_644YE>*

Pat_06 Pre-Treatment CAPN12 147968 37 19 39228931 39228931 Frame_Shift_Del DEL T - 12 517 c.947delA c.(946-948)AAGfs p.K316fs

Pat_06 Pre-Treatment PAF1 54623 37 19 39879780 39879780 Frame_Shift_Del DEL T - 9 1503 c.520delA c.(520-522)AGCfs p.S174fs

Pat_06 Pre-Treatment CEACAM5 1048 37 19 42224866 42224866 Frame_Shift_Del DEL C - 7 1910 c.1796delC c.(1795-1797)TCCfs p.S599fs

Pat_06 Pre-Treatment CD3EAP 10849 37 19 45911859 45911861 In_Frame_Del DEL GAA - 7 441 c.633_635delGAAc.(631-636)CGGAAG>CGG p.K217del

Pat_06 Pre-Treatment SAE1 10055 37 19 47712448 47712450 In_Frame_Del DEL CTT - 7 877 c.981_983delCTT c.(979-984)AACTTC>AAC p.F331del

Pat_06 Pre-Treatment TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 14 1369 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_06 Pre-Treatment FUZ 80199 37 19 50310483 50310485 In_Frame_Del DEL CAG - 15 398 c.1180_1182delCTG c.(1180-1182)CTGdel p.L394del

Pat_06 Pre-Treatment ATF5 22809 37 19 50435750 50435750 Frame_Shift_Del DEL C - 7 667 c.250delC c.(250-252)CCCfs p.P84fs

Pat_06 Pre-Treatment ZNF649 65251 37 19 52393999 52393999 Frame_Shift_Del DEL C - 8 2696 c.1390delG c.(1390-1392)GAAfs p.E464fs

Pat_06 Pre-Treatment LENG1 79165 37 19 54660660 54660660 Frame_Shift_Del DEL C - 7 645 c.416delG c.(415-417)GGCfs p.G139fs



Pat_06 Pre-Treatment SOX11 6664 37 2 5833526 5833528 In_Frame_Del DEL GAC - 10 181 c.673_675delGAC c.(673-675)GACdel p.D233del

Pat_06 Pre-Treatment GREB1 9687 37 2 11738052 11738053 Frame_Shift_Ins INS - C 7 2274 c.2100_2101insC c.(2098-2103)ATTCCCfs p.I700fs

Pat_06 Pre-Treatment GREB1 9687 37 2 11750934 11750934 Frame_Shift_Del DEL G - 9 430 c.2787delG c.(2785-2787)CTGfs p.L929fs

Pat_06 Pre-Treatment PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 10 801 .1449_1451delAGC.(1447-1452)GCAGCT>GCp.483_484AA>A

Pat_06 Pre-Treatment OTOF 9381 37 2 26693554 26693556 In_Frame_Del DEL CTT - 7 340 .3928_3930delAAG c.(3928-3930)AAGdel p.K1310del

Pat_06 Pre-Treatment RTN4 57142 37 2 55253745 55253746 Frame_Shift_Ins INS - T 11 269 c.1489_1490insA c.(1489-1491)ATAfs p.I497fs

Pat_06 Pre-Treatment AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 13 1383 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_06 Pre-Treatment HK2 3099 37 2 75104378 75104378 Frame_Shift_Del DEL G - 7 1466 c.961delG c.(961-963)GGGfs p.G321fs

Pat_06 Pre-Treatment GGCX 2677 37 2 85778065 85778065 Frame_Shift_Del DEL T - 8 1375 c.1871delA c.(1870-1872)AAGfs p.K624fs

Pat_06 Pre-Treatment SLC9A4 389015 37 2 103124586 103124587 Frame_Shift_Del DEL TC - 7 1348 c.1247_1248delTC c.(1246-1248)TTCfs p.F416fs

Pat_06 Pre-Treatment MRPS9 64965 37 2 105708963 105708963 Frame_Shift_Del DEL A - 7 915 c.756delA c.(754-756)TCAfs p.S252fs

Pat_06 Pre-Treatment SULT1C4 27233 37 2 108998938 108998938 Frame_Shift_Del DEL G - 8 902 c.393delG c.(391-393)AAGfs p.K131fs

Pat_06 Pre-Treatment GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 11 999 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_06 Pre-Treatment POLR1B 84172 37 2 113331367 113331367 Frame_Shift_Del DEL G - 8 1265 c.2500delG c.(2500-2502)GGGfs p.G834fs

Pat_06 Pre-Treatment SCN9A 6335 37 2 167141131 167141131 Frame_Shift_Del DEL G - 8 794 c.1806delC c.(1804-1806)ATCfs p.I602fs

Pat_06 Pre-Treatment LRP2 4036 37 2 170012800 170012800 Frame_Shift_Del DEL T - 8 1351 c.12135delA c.(12133-12135)AAAfs p.K4045fs

Pat_06 Pre-Treatment CDCA7 83879 37 2 174229648 174229650 In_Frame_Del DEL GGA - 10 347 c.588_590delGGAc.(586-591)ATGGAG>ATG p.E202del

Pat_06 Pre-Treatment TTN 7273 37 2 179422872 179422872 Frame_Shift_Del DEL C - 8 459 c.79505delG c.(79504-79506)GGAfs p.G26502fs

Pat_06 Pre-Treatment ALS2CR11 151254 37 2 202352352 202352352 Frame_Shift_Del DEL T - 7 290 c.1855delA c.(1855-1857)ATTfs p.I619fs

Pat_06 Pre-Treatment ATIC 471 37 2 216214333 216214333 Frame_Shift_Del DEL G - 7 1187 c.1734delG c.(1732-1734)CTGfs p.L578fs

Pat_06 Pre-Treatment ALPI 248 37 2 233320926 233320928 In_Frame_Del DEL TGC - 10 225 c.17_19delTGC c.(16-21)GTGCTG>GTG p.L10del

Pat_06 Pre-Treatment DEFB118 117285 37 20 29960672 29960672 Frame_Shift_Del DEL A - 7 179 c.71delA c.(70-72)GAAfs p.E24fs

Pat_06 Pre-Treatment ROMO1 140823 37 20 34287672 34287672 Frame_Shift_Del DEL T - 9 1140 c.118delT c.(118-120)TTTfs p.F40fs

Pat_06 Pre-Treatment SFRS6 6431 37 20 42089162 42089163 Frame_Shift_Del DEL TC - 7 848 c.598_599delTC c.(598-600)TCTfs p.S200fs

Pat_06 Pre-Treatment SLC9A8 23315 37 20 48466159 48466159 Frame_Shift_Del DEL T - 8 557 c.476delT c.(475-477)GTTfs p.V159fs

Pat_06 Pre-Treatment SALL4 57167 37 20 50408526 50408526 Frame_Shift_Del DEL G - 7 1330 c.496delC c.(496-498)CAGfs p.Q166fs

Pat_06 Pre-Treatment SYCP2 10388 37 20 58452518 58452519 Frame_Shift_Ins INS - T 9 270 c.3071_3072insA c.(3070-3072)AACfs p.N1024fs

Pat_06 Pre-Treatment RTEL1 51750 37 20 62292822 62292824 In_Frame_Del DEL GCT - 9 218 c.274_276delGCT c.(274-276)GCTdel p.A96del

Pat_06 Pre-Treatment LCA5L 150082 37 21 40794907 40794907 Frame_Shift_Del DEL T - 7 691 c.832delA c.(832-834)ATAfs p.I278fs

Pat_06 Pre-Treatment ZNF295 49854 37 21 43412376 43412376 Frame_Shift_Del DEL G - 9 1056 c.1829delC c.(1828-1830)TCAfs p.S610fs

Pat_06 Pre-Treatment PKNOX1 5316 37 21 44450072 44450072 Frame_Shift_Del DEL C - 7 1174 c.1172delC c.(1171-1173)GCCfs p.A391fs

Pat_06 Pre-Treatment MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 36 439 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_06 Pre-Treatment MED15 51586 37 22 20922855 20922857 In_Frame_Del DEL GCA - 12 1334 .1089_1091delGCA(1087-1092)GTGCAG>GT p.Q367del

Pat_06 Pre-Treatment RAB36 9609 37 22 23494663 23494665 In_Frame_Del DEL GGT - 10 1105 c.375_377delGGTc.(373-378)AAGGTG>AAG p.V129del

Pat_06 Pre-Treatment SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 26 884 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_06 Pre-Treatment SMCR7L 54471 37 22 39910089 39910090 Frame_Shift_Del DEL CT - 9 555 c.1153_1154delCT c.(1153-1155)CTAfs p.L385fs

Pat_06 Pre-Treatment NAGA 4668 37 22 42463133 42463133 Frame_Shift_Del DEL G - 7 2154 c.486delC c.(484-486)CCCfs p.P162fs

Pat_06 Pre-Treatment FANCD2 2177 37 3 10116273 10116274 Frame_Shift_Del DEL CC - 9 416 c.2775_2776delCC c.(2773-2778)TTCCGAfs p.F925fs

Pat_06 Pre-Treatment DYNC1LI1 51143 37 3 32571050 32571050 Frame_Shift_Del DEL T - 7 212 c.1288delA c.(1288-1290)ATTfs p.I430fs

Pat_06 Pre-Treatment DLEC1 9940 37 3 38127767 38127767 Frame_Shift_Del DEL G - 7 1412 c.1471delG c.(1471-1473)GGGfs p.G491fs

Pat_06 Pre-Treatment NKTR 4820 37 3 42680269 42680271 In_Frame_Del DEL GAG - 10 596 .3073_3075delGAG c.(3073-3075)GAGdel p.E1029del

Pat_06 Pre-Treatment HHATL 57467 37 3 42740315 42740317 In_Frame_Del DEL AGC - 9 398 c.366_368delGCTc.(364-369)CTGCTT>CTTp.122_123LL>L

Pat_06 Pre-Treatment ZNF167 55888 37 3 44612159 44612159 Frame_Shift_Del DEL T - 7 1272 c.1557delT c.(1555-1557)GGTfs p.G519fs

Pat_06 Pre-Treatment CACNA2D2 9254 37 3 50418529 50418529 Frame_Shift_Del DEL C - 8 2041 c.681delG c.(679-681)TGGfs p.W227fs

Pat_06 Pre-Treatment NT5DC2 64943 37 3 52568595 52568595 Frame_Shift_Del DEL G - 8 1136 c.75delC c.(73-75)ACCfs p.T25fs

Pat_06 Pre-Treatment ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 9 654 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_06 Pre-Treatment DPPA4 55211 37 3 109049606 109049606 Frame_Shift_Del DEL T - 9 467 c.444delA c.(442-444)AAAfs p.K148fs



Pat_06 Pre-Treatment KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 19 463 c.439delA c.(439-441)ATTfs p.I147fs

Pat_06 Pre-Treatment DIRC2 84925 37 3 122514097 122514097 Frame_Shift_Del DEL G - 2 4 c.58delG c.(58-60)GGGfs p.G20fs

Pat_06 Pre-Treatment ABTB1 80325 37 3 127393289 127393290 Frame_Shift_Ins INS - C 9 269 c.112_113insC c.(112-114)ACCfs p.T38fs

Pat_06 Pre-Treatment NEK11 79858 37 3 130748696 130748696 Frame_Shift_Del DEL C - 7 819 c.144delC c.(142-144)GACfs p.D48fs

Pat_06 Pre-Treatment EIF2A 83939 37 3 150280427 150280427 Frame_Shift_Del DEL C - 9 249 c.272delC c.(271-273)GCAfs p.A91fs

Pat_06 Pre-Treatment ATP11B 23200 37 3 182602674 182602674 Frame_Shift_Del DEL T - 8 305 c.2643delT c.(2641-2643)TATfs p.Y881fs

Pat_06 Pre-Treatment EIF4G1 1981 37 3 184039744 184039746 In_Frame_Del DEL GAA - 11 304 .1372_1374delGAA c.(1372-1374)GAAdel p.E465del

Pat_06 Pre-Treatment TRA2B 6434 37 3 185637260 185637262 In_Frame_Del DEL TCC - 9 585 c.745_747delGGA c.(745-747)GGAdel p.G249del

Pat_06 Pre-Treatment KLF3 51274 37 4 38690460 38690460 Frame_Shift_Del DEL A - 7 945 c.312delA c.(310-312)ATAfs p.I104fs

Pat_06 Pre-Treatment GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 17 563 c.792delT c.(790-792)TTTfs p.F264fs

Pat_06 Pre-Treatment CSN3 1448 37 4 71114987 71114987 Frame_Shift_Del DEL C - 7 1269 c.360delC c.(358-360)ATCfs p.I120fs

Pat_06 Pre-Treatment NUP54 53371 37 4 77065307 77065309 In_Frame_Del DEL TGC - 8 1781 c.288_290delGCAc.(286-291)CAGCAA>CAAp.96_97QQ>Q

Pat_06 Pre-Treatment PRDM8 56978 37 4 81123250 81123252 In_Frame_Del DEL CAG - 8 132 c.634_636delCAG c.(634-636)CAGdel p.Q217del

Pat_06 Pre-Treatment SEC31A 22872 37 4 83785675 83785677 In_Frame_Del DEL TGC - 7 906 .1272_1274delGCA.(1270-1275)CAGCAC>CA p.Q424del

Pat_06 Pre-Treatment CDS1 1040 37 4 85556475 85556475 Frame_Shift_Del DEL T - 30 534 c.781delT c.(781-783)TTTfs p.F261fs

Pat_06 Pre-Treatment SPARCL1 8404 37 4 88403670 88403671 Frame_Shift_Del DEL AG - 9 548 c.1573_1574delCT c.(1573-1575)CTAfs p.L525fs

Pat_06 Pre-Treatment NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 9 305 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_06 Pre-Treatment NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 13 594 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_06 Pre-Treatment SEC24B 10427 37 4 110402913 110402915 In_Frame_Del DEL GAG - 9 1342 .1141_1143delGAG c.(1141-1143)GAGdel p.E384del

Pat_06 Pre-Treatment KIAA1109 84162 37 4 123178593 123178593 Frame_Shift_Del DEL G - 7 1926 c.6562delG c.(6562-6564)GGGfs p.G2188fs

Pat_06 Pre-Treatment POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 26 33 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_06 Pre-Treatment LRBA 987 37 4 151842374 151842374 Frame_Shift_Del DEL A - 7 1478 c.621delT c.(619-621)TTTfs p.F207fs

Pat_06 Pre-Treatment CPE 1363 37 4 166405613 166405613 Frame_Shift_Del DEL T - 7 2322 c.830delT c.(829-831)ATTfs p.I277fs

Pat_06 Pre-Treatment DNAH5 1767 37 5 13919383 13919383 Frame_Shift_Del DEL T - 15 1377 c.877delA c.(877-879)AGAfs p.R293fs

Pat_06 Pre-Treatment PDZD2 23037 37 5 31799656 31799657 Frame_Shift_Ins INS - G 7 625 c.301_302insG c.(301-303)AGGfs p.R101fs

Pat_06 Pre-Treatment NIPBL 25836 37 5 37063925 37063927 In_Frame_Del DEL GAA - 7 237 .7894_7896delGAA c.(7894-7896)GAAdel p.E2636del

Pat_06 Pre-Treatment EMB 133418 37 5 49707099 49707099 Frame_Shift_Del DEL T - 7 1018 c.315delA c.(313-315)AAAfs p.K105fs

Pat_06 Pre-Treatment ADAMTS6 11174 37 5 64569175 64569175 Frame_Shift_Del DEL C - 9 2410 c.1612delG c.(1612-1614)GAAfs p.E538fs

Pat_06 Pre-Treatment THBS4 7060 37 5 79355567 79355567 Frame_Shift_Del DEL C - 7 1706 c.826delC c.(826-828)CCCfs p.P276fs

Pat_06 Pre-Treatment VCAN 1462 37 5 82816057 82816057 Frame_Shift_Del DEL T - 7 1261 c.1932delT c.(1930-1932)CCTfs p.P644fs

Pat_06 Pre-Treatment PAM 5066 37 5 102296908 102296910 In_Frame_Del DEL AGA - 8 1183 c.1137_1139delAGA.(1135-1140)CGAGAA>CG p.E383del

Pat_06 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 16 634 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_06 Pre-Treatment ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 11 1431 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_06 Pre-Treatment LMNB1 4001 37 5 126168434 126168436 In_Frame_Del DEL GAG - 7 882 .1660_1662delGAG c.(1660-1662)GAGdel p.E559del

Pat_06 Pre-Treatment RAD50 10111 37 5 131944382 131944382 Frame_Shift_Del DEL A - 7 141 c.2794delA c.(2794-2796)AAAfs p.K932fs

Pat_06 Pre-Treatment IL9 3578 37 5 135229787 135229787 Frame_Shift_Del DEL G - 10 518 c.237delC c.(235-237)ACCfs p.T79fs

Pat_06 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139885350 139885350 Frame_Shift_Del DEL G - 12 1529 c.3304delG c.(3304-3306)GGAfs p.G1102fs

Pat_06 Pre-Treatment PCDHA2 56146 37 5 140176837 140176838 Frame_Shift_Ins INS - C 8 467 c.2288_2289insC c.(2287-2289)GACfs p.D763fs

Pat_06 Pre-Treatment PCDHB10 56126 37 5 140574324 140574324 Frame_Shift_Del DEL T - 7 955 c.2199delT c.(2197-2199)CCTfs p.P733fs

Pat_06 Pre-Treatment PCDHGC3 5098 37 5 140857742 140857742 Frame_Shift_Del DEL A - 9 940 c.2059delA c.(2059-2061)AAAfs p.K687fs

Pat_06 Pre-Treatment DIAPH1 1729 37 5 140953309 140953309 Frame_Shift_Del DEL G - 7 149 c.2108delC c.(2107-2109)CCAfs p.P703fs

Pat_06 Pre-Treatment LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 11 882 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_06 Pre-Treatment RNF145 153830 37 5 158603761 158603761 Frame_Shift_Del DEL G - 9 394 c.500delC c.(499-501)ACAfs p.T167fs

Pat_06 Pre-Treatment HNRNPH1 3187 37 5 179050112 179050112 Frame_Shift_Del DEL C - 9 713 c.23delG c.(22-24)GGAfs p.G8fs

Pat_06 Pre-Treatment TUBB2A 7280 37 6 3154114 3154116 In_Frame_Del DEL CCT - 7 846 .1319_1321delAGG(1318-1323)GAGGGC>GG p.E440del

Pat_06 Pre-Treatment CDYL 9425 37 6 4892244 4892244 Frame_Shift_Del DEL A - 8 806 c.484delA c.(484-486)AAAfs p.K162fs

Pat_06 Pre-Treatment RANBP9 10048 37 6 13632610 13632610 Frame_Shift_Del DEL T - 7 1283 c.1939delA c.(1939-1941)ATGfs p.M647fs



Pat_06 Pre-Treatment KIF13A 63971 37 6 17780984 17780984 Frame_Shift_Del DEL C - 7 611 c.3823delG c.(3823-3825)GCAfs p.A1275fs

Pat_06 Pre-Treatment KDM1B 221656 37 6 18213941 18213941 Frame_Shift_Del DEL T - 7 2021 c.1429delT c.(1429-1431)TTTfs p.F477fs

Pat_06 Pre-Treatment SLC17A1 6568 37 6 25830753 25830753 Frame_Shift_Del DEL T - 7 1710 c.33delA c.(31-33)AAAfs p.K11fs

Pat_06 Pre-Treatment GABBR1 2550 37 6 29599254 29599254 Frame_Shift_Del DEL C - 10 1706 c.208delG c.(208-210)GAGfs p.E70fs

Pat_06 Pre-Treatment TRIM26 7726 37 6 30157254 30157254 Frame_Shift_Del DEL T - 17 1006 c.845delA c.(844-846)AAGfs p.K282fs

Pat_06 Pre-Treatment PPP1R10 5514 37 6 30569334 30569334 Frame_Shift_Del DEL G - 8 570 c.2815delC c.(2815-2817)CTGfs p.L939fs

Pat_06 Pre-Treatment PPP1R10 5514 37 6 30570264 30570266 In_Frame_Del DEL GGA - 7 202 c.2160_2162delTCC.(2158-2163)CCTCCA>CCp.720_721PP>P

Pat_06 Pre-Treatment DDR1 780 37 6 30863251 30863251 Frame_Shift_Del DEL C - 7 2055 c.1584delC c.(1582-1584)GGCfs p.G528fs

Pat_06 Pre-Treatment BAT1 7919 37 6 31504446 31504446 Frame_Shift_Del DEL A - 10 494 c.447delT c.(445-447)TTTfs p.F149fs

Pat_06 Pre-Treatment BAT3 7917 37 6 31608162 31608163 Frame_Shift_Ins INS - G 8 1860 c.3047_3048insC c.(3046-3048)CCAfs p.P1016fs

Pat_06 Pre-Treatment HSPA1L 3305 37 6 31778562 31778564 In_Frame_Del DEL CAG - 8 920 c.1186_1188delCTG c.(1186-1188)CTGdel p.L396del

Pat_06 Pre-Treatment SCUBE3 222663 37 6 35205699 35205699 Frame_Shift_Del DEL G - 8 1306 c.733delG c.(733-735)GGGfs p.G245fs

Pat_06 Pre-Treatment ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 9 1140 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_06 Pre-Treatment MUT 4594 37 6 49409649 49409649 Frame_Shift_Del DEL T - 7 1944 c.1712delA c.(1711-1713)AAGfs p.K571fs

Pat_06 Pre-Treatment HCRTR2 3062 37 6 55039411 55039411 Frame_Shift_Del DEL C - 11 696 c.26delC c.(25-27)TCCfs p.S9fs

Pat_06 Pre-Treatment DST 667 37 6 56362804 56362804 Frame_Shift_Del DEL A - 7 1028 c.13587delT c.(13585-13587)GTTfs p.V4529fs

Pat_06 Pre-Treatment PHF3 23469 37 6 64408371 64408371 Frame_Shift_Del DEL A - 10 1635 c.2858delA c.(2857-2859)GAAfs p.E953fs

Pat_06 Pre-Treatment PHF3 23469 37 6 64415953 64415953 Frame_Shift_Del DEL A - 11 1784 c.3402delA c.(3400-3402)CCAfs p.P1134fs

Pat_06 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 15 214 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_06 Pre-Treatment MARCKS 4082 37 6 114181209 114181210 Frame_Shift_Ins INS - A 10 48 c.453_454insA c.(451-456)CCGAAAfs p.P151fs

Pat_06 Pre-Treatment SLC2A12 154091 37 6 134350115 134350115 Frame_Shift_Del DEL A - 8 479 c.848delT c.(847-849)CTAfs p.L283fs

Pat_06 Pre-Treatment IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 12 926 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_06 Pre-Treatment REPS1 85021 37 6 139266690 139266690 Frame_Shift_Del DEL T - 15 1625 c.422delA c.(421-423)AAGfs p.K141fs

Pat_06 Pre-Treatment TIAM2 26230 37 6 155450474 155450474 Frame_Shift_Del DEL G - 7 405 c.117delG c.(115-117)GAGfs p.E39fs

Pat_06 Pre-Treatment PRKAR1B 5575 37 7 720281 720281 Frame_Shift_Del DEL G - 12 639 c.260delC c.(259-261)CCGfs p.P87fs

Pat_06 Pre-Treatment PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 16 1542 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_06 Pre-Treatment TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 9 2401 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_06 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 9 237 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_06 Pre-Treatment H2AFV 94239 37 7 44874102 44874102 Frame_Shift_Del DEL A - 8 431 c.385delT c.(385-387)TAGfs p.*129fs

Pat_06 Pre-Treatment EGFR 1956 37 7 55240694 55240695 Frame_Shift_Del DEL CG - 7 829 c.1938_1939delCG c.(1936-1941)ATCGCCfs p.I646fs

Pat_06 Pre-Treatment STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 7 958 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_06 Pre-Treatment TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 14 574 c.231delA c.(229-231)AAAfs p.K77fs

Pat_06 Pre-Treatment PHTF2 57157 37 7 77569580 77569581 Frame_Shift_Ins INS - T 8 776 c.1701_1702insT c.(1699-1704)TTCTTTfs p.F567fs

Pat_06 Pre-Treatment PCLO 27445 37 7 82390055 82390055 Frame_Shift_Del DEL T - 7 156 c.15188delA c.(15187-15189)AAGfs p.K5063fs

Pat_06 Pre-Treatment PCLO 27445 37 7 82578907 82578907 Frame_Shift_Del DEL G - 7 1546 c.10997delC c.(10996-10998)CCAfs p.P3666fs

Pat_06 Pre-Treatment AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 8 304 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_06 Pre-Treatment TAF6 6878 37 7 99705124 99705124 Frame_Shift_Del DEL G - 8 1473 c.1779delC c.(1777-1779)CCCfs p.P593fs

Pat_06 Pre-Treatment ACHE 43 37 7 100491788 100491790 In_Frame_Del DEL GAG - 8 108 c.64_66delCTC c.(64-66)CTCdel p.L22del

Pat_06 Pre-Treatment RELN 5649 37 7 103270544 103270545 Frame_Shift_Del DEL GG - 8 1501 c.2544_2545delCCc.(2542-2547)TCCCAGfs p.S848fs

Pat_06 Pre-Treatment EXOC4 60412 37 7 133682285 133682285 Frame_Shift_Del DEL C - 7 779 c.2247delC c.(2245-2247)CTCfs p.L749fs

Pat_06 Pre-Treatment MLL3 58508 37 7 151856009 151856009 Frame_Shift_Del DEL T - 8 1439 c.11609delA c.(11608-11610)AAGfs p.K3870fs

Pat_06 Pre-Treatment XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 17 604 c.350delT c.(349-351)TTGfs p.L117fs

Pat_06 Pre-Treatment C8orf42 157695 37 8 494659 494664 In_Frame_Del DEL GGCGGC - 12 30 .94_99delGCCGCC c.(94-99)GCCGCCdel p.AA32del

Pat_06 Pre-Treatment SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 20 818 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_06 Pre-Treatment WRN 7486 37 8 30945377 30945379 In_Frame_Del DEL AAG - 15 336 .1517_1519delAAG.(1516-1521)AAAGAA>AAA p.E510del

Pat_06 Pre-Treatment UNC5D 137970 37 8 35608248 35608248 Frame_Shift_Del DEL T - 12 1572 c.2084delT c.(2083-2085)GTTfs p.V695fs

Pat_06 Pre-Treatment MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 10 711 .2977_2979delGAG c.(2977-2979)GAGdel p.E993del



Pat_06 Pre-Treatment TOX 9760 37 8 59750796 59750798 In_Frame_Del DEL CTT - 8 699 c.766_768delAAG c.(766-768)AAGdel p.K256del

Pat_06 Pre-Treatment MYBL1 4603 37 8 67488452 67488453 Frame_Shift_Ins INS - T 7 1127 c.1259_1260insA c.(1258-1260)AACfs p.N420fs

Pat_06 Pre-Treatment ARFGEF1 10565 37 8 68128855 68128856 Frame_Shift_Ins INS - G 7 805 c.4655_4656insC c.(4654-4656)CCAfs p.P1552fs

Pat_06 Pre-Treatment LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 10 374 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_06 Pre-Treatment MMP16 4325 37 8 89086959 89086959 Frame_Shift_Del DEL A - 8 1634 c.1096delT c.(1096-1098)TGGfs p.W366fs

Pat_06 Pre-Treatment MMP16 4325 37 8 89128860 89128860 Frame_Shift_Del DEL T - 7 1829 c.959delA c.(958-960)AATfs p.N320fs

Pat_06 Pre-Treatment NBN 4683 37 8 90965666 90965666 Frame_Shift_Del DEL T - 12 1073 c.1651delA c.(1651-1653)AGGfs p.R551fs

Pat_06 Pre-Treatment RUNX1T1 862 37 8 92998419 92998419 Frame_Shift_Del DEL T - 8 839 c.1212delA c.(1210-1212)AAAfs p.K404fs

Pat_06 Pre-Treatment UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 8 729 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_06 Pre-Treatment LRP12 29967 37 8 105503633 105503633 Frame_Shift_Del DEL C - 7 609 c.1848delG c.(1846-1848)GGGfs p.G616fs

Pat_06 Pre-Treatment TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 11 705 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_06 Pre-Treatment ZC3H3 23144 37 8 144621235 144621235 Frame_Shift_Del DEL C - 7 536 c.302delG c.(301-303)GGCfs p.G101fs

Pat_06 Pre-Treatment ZNF251 90987 37 8 145947867 145947867 Frame_Shift_Del DEL A - 7 890 c.1178delT c.(1177-1179)TTCfs p.F393fs

Pat_06 Pre-Treatment KIAA0020 9933 37 9 2837296 2837296 Frame_Shift_Del DEL T - 10 1106 c.188delA c.(187-189)AAGfs p.K63fs

Pat_06 Pre-Treatment C9orf46 55848 37 9 5361787 5361787 Frame_Shift_Del DEL A - 7 341 c.183delT c.(181-183)TTTfs p.F61fs

Pat_06 Pre-Treatment KIAA1045 23349 37 9 34977582 34977584 In_Frame_Del DEL CAG - 7 175 .1050_1052delCAG(1048-1053)GCCAGC>GC p.S354del

Pat_06 Pre-Treatment VCP 7415 37 9 35062983 35062985 In_Frame_Del DEL AAG - 13 988 c.801_803delCTT c.(799-804)TTCTTG>TTG p.F267del

Pat_06 Pre-Treatment KLF9 687 37 9 73002714 73002714 Frame_Shift_Del DEL T - 8 700 c.713delA c.(712-714)AAGfs p.K238fs

Pat_06 Pre-Treatment GOLGA2 2801 37 9 131019390 131019390 Frame_Shift_Del DEL A - 12 754 c.2965delT c.(2965-2967)TACfs p.Y989fs

Pat_06 Pre-Treatment CEL 1056 37 9 135941982 135941982 Frame_Shift_Del DEL G - 12 1121 c.613delG c.(613-615)GGGfs p.G205fs

Pat_06 Pre-Treatment RALGDS 5900 37 9 135975698 135975700 In_Frame_Del DEL CTC - 7 2126 .2524_2526delGAG c.(2524-2526)GAGdel p.E842del

Pat_06 Pre-Treatment WDR5 11091 37 9 137019598 137019598 Frame_Shift_Del DEL C - 12 2800 c.642delC c.(640-642)AACfs p.N214fs

Pat_06 Pre-Treatment YY2 404281 37 X 21857869 21857871 In_Frame_Del DEL TGG - 7 124 c.17_19delTGG c.(16-21)CTGGTG>CTG p.V11del

Pat_06 Pre-Treatment GNL3L 54552 37 X 54578339 54578341 In_Frame_Del DEL GAA - 9 351 c.1113_1115delGAA(1111-1116)GGGAAG>GG p.K375del

Pat_06 Pre-Treatment TAF1 6872 37 X 70603000 70603000 Frame_Shift_Del DEL A - 7 439 c.1930delA c.(1930-1932)AAAfs p.K644fs

Pat_06 Pre-Treatment KIAA2022 340533 37 X 73960934 73960934 Frame_Shift_Del DEL T - 7 1158 c.3458delA c.(3457-3459)AACfs p.N1153fs

Pat_06 Pre-Treatment BRWD3 254065 37 X 79932487 79932487 Frame_Shift_Del DEL C - 8 2050 c.5030delG c.(5029-5031)GGAfs p.G1677fs

Pat_06 Pre-Treatment TAF7L 54457 37 X 100536709 100536709 Frame_Shift_Del DEL T - 9 1119 c.719delA c.(718-720)AAGfs p.K240fs

Pat_06 Pre-Treatment FAM199X 139231 37 X 103432837 103432839 In_Frame_Del DEL CAG - 8 998 c.846_848delCAGc.(844-849)GCCAGC>GCC p.S286del

Pat_06 Pre-Treatment PAK3 5063 37 X 110406206 110406208 In_Frame_Del DEL GAA - 10 596 c.577_579delGAA c.(577-579)GAAdel p.E197del

Pat_06 Pre-Treatment SLC6A14 11254 37 X 115584256 115584256 Frame_Shift_Del DEL T - 8 529 c.1234delT c.(1234-1236)TTTfs p.F412fs

Pat_06 Pre-Treatment NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 11 973 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_06 Pre-Treatment PLAC1 10761 37 X 133700524 133700525 Frame_Shift_Ins INS - G 8 1803 c.188_189insC c.(187-189)CCAfs p.P63fs

Pat_06 Pre-Treatment SLC9A6 10479 37 X 135106581 135106581 Frame_Shift_Del DEL T - 7 1820 c.1459delT c.(1459-1461)TTTfs p.F487fs

Pat_06 Pre-Treatment BRS3 680 37 X 135574250 135574250 Frame_Shift_Del DEL G - 8 3201 c.916delG c.(916-918)GCCfs p.A306fs

Pat_06 Pre-Treatment HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 21 737 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_06 Pre-Treatment CD99L2 83692 37 X 149937526 149937528 In_Frame_Del DEL GGC - 13 1668 c.768_770delGCCc.(766-771)CCGCCC>CCCp.256_257PP>P

Pat_06 Post-Resistance CLSTN1 22883 37 1 9790640 9790642 In_Frame_Del DEL CCT - 11 509 .2870_2872delAGG(2869-2874)GAGGGG>GG p.E957del

Pat_06 Post-Resistance EXOSC10 5394 37 1 11128120 11128120 Frame_Shift_Del DEL T - 7 453 c.2572delA c.(2572-2574)ATTfs p.I858fs

Pat_06 Post-Resistance SPEN 23013 37 1 16262680 16262680 Frame_Shift_Del DEL C - 10 1174 c.9945delC c.(9943-9945)CACfs p.H3315fs

Pat_06 Post-Resistance MST1P9 11223 37 1 17086003 17086003 Frame_Shift_Del DEL G - 11 1323 c.894delC c.(892-894)GGCfs p.G298fs

Pat_06 Post-Resistance IGSF21 84966 37 1 18554420 18554420 Frame_Shift_Del DEL C - 12 1242 c.99delC c.(97-99)CTCfs p.L33fs

Pat_06 Post-Resistance USP48 84196 37 1 22083040 22083040 Frame_Shift_Del DEL T - 7 1307 c.411delA c.(409-411)AAAfs p.K137fs

Pat_06 Post-Resistance PEF1 553115 37 1 32100885 32100885 Frame_Shift_Del DEL C - 7 491 c.263delG c.(262-264)GGCfs p.G88fs

Pat_06 Post-Resistance PHC2 1912 37 1 33799792 33799792 Frame_Shift_Del DEL G - 7 1565 c.1657delC c.(1657-1659)CAGfs p.Q553fs

Pat_06 Post-Resistance EIF2B3 8891 37 1 45407182 45407182 Frame_Shift_Del DEL T - 12 339 c.450delA c.(448-450)AAAfs p.K150fs

Pat_06 Post-Resistance PCSK9 255738 37 1 55505552 55505553 In_Frame_Ins INS - CTG 10 18 c.42_43insCTG c.(40-45)insCTG p.23_24insL



Pat_06 Post-Resistance FGGY 55277 37 1 59812017 59812017 Frame_Shift_Del DEL G - 8 540 c.412delG c.(412-414)GGGfs p.G138fs

Pat_06 Post-Resistance LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 20 410 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_06 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 20 1936 c.2225_2227delCTT.(2224-2229)CCTTCT>CC p.S746del

Pat_06 Post-Resistance TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 10 2370 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_06 Post-Resistance PTGFRN 5738 37 1 117527425 117527426 Frame_Shift_Del DEL GC - 7 1086 c.2291_2292delGC c.(2290-2292)AGCfs p.S764fs

Pat_06 Post-Resistance FMO5 2330 37 1 146684955 146684955 Frame_Shift_Del DEL T - 8 2762 c.407delA c.(406-408)AAGfs p.K136fs

Pat_06 Post-Resistance RFX5 5993 37 1 151318741 151318741 Frame_Shift_Del DEL G - 7 756 c.56delC c.(55-57)CCAfs p.P19fs

Pat_06 Post-Resistance TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 13 313 .3480_3482delGAG.(3478-3483)AAGAGA>AA p.R1163del

Pat_06 Post-Resistance TCHH 7062 37 1 152084657 152084658 In_Frame_Ins INS - CTC 9 614 .1035_1036insGAG c.(1033-1038)insGAG p.345_346insE

Pat_06 Post-Resistance ILF2 3608 37 1 153640096 153640096 Frame_Shift_Del DEL T - 7 1876 c.329delA c.(328-330)AAGfs p.K110fs

Pat_06 Post-Resistance KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 10 105 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_06 Post-Resistance NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 18 1915 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_06 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 714 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_06 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 10 830 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_06 Post-Resistance CACNA1S 779 37 1 201046178 201046180 In_Frame_Del DEL AGC - 7 1026 .1695_1697delGC.(1693-1698)CTGCTC>CTp.565_566LL>L

Pat_06 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 12 549 .2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_06 Post-Resistance GPR37L1 9283 37 1 202097525 202097527 In_Frame_Del DEL CTG - 8 88 .1287_1289delCTG(1285-1290)GACTGC>GA p.C436del

Pat_06 Post-Resistance ZC3H11A 9877 37 1 203786225 203786225 Frame_Shift_Del DEL T - 13 364 c.27delT c.(25-27)TATfs p.Y9fs

Pat_06 Post-Resistance AVPR1B 553 37 1 206225073 206225075 In_Frame_Del DEL GGT - 7 833 c.633_635delGGTc.(631-636)CCGGTG>CCG p.V212del

Pat_06 Post-Resistance DYRK3 8444 37 1 206821441 206821441 Frame_Shift_Del DEL A - 9 600 c.898delA c.(898-900)AAAfs p.K300fs

Pat_06 Post-Resistance MOSC2 54996 37 1 220955170 220955170 Frame_Shift_Del DEL T - 7 993 c.935delT c.(934-936)CTTfs p.L312fs

Pat_06 Post-Resistance OR2W5 441932 37 1 247654684 247654684 Frame_Shift_Del DEL G - 7 702 c.255delG c.(253-255)CTGfs p.L85fs

Pat_06 Post-Resistance OR2T33 391195 37 1 248436882 248436882 Frame_Shift_Del DEL T - 7 2732 c.235delA c.(235-237)ATGfs p.M79fs

Pat_06 Post-Resistance NET1 10276 37 10 5497067 5497070 Frame_Shift_Del DEL AGCA - 7 768 1183_1186delAGC c.(1183-1188)AGCAAGfs p.S395fs

Pat_06 Post-Resistance NCOA4 8031 37 10 51585146 51585147 Frame_Shift_Del DEL GT - 7 320 c.1245_1246delGT c.(1243-1248)GAGTGTfs p.E415fs

Pat_06 Post-Resistance SLC16A12 387700 37 10 91203597 91203598 Frame_Shift_Ins INS - A 11 389 c.129_130insT c.(127-132)TTTGTGfs p.F43fs

Pat_06 Post-Resistance TNKS2 80351 37 10 93601945 93601946 Frame_Shift_Ins INS - A 11 291 c.1856_1857insA c.(1855-1857)ACAfs p.T619fs

Pat_06 Post-Resistance PAX2 5076 37 10 102584452 102584452 Frame_Shift_Del DEL C - 8 1691 c.1036delC c.(1036-1038)CCCfs p.P346fs

Pat_06 Post-Resistance ATRNL1 26033 37 10 117486826 117486826 Frame_Shift_Del DEL G - 7 378 c.3864delG c.(3862-3864)GTGfs p.V1288fs

Pat_06 Post-Resistance RAB11FIP2 22841 37 10 119798647 119798647 Frame_Shift_Del DEL T - 7 1027 c.1101delA c.(1099-1101)AAAfs p.K367fs

Pat_06 Post-Resistance CUZD1 50624 37 10 124593215 124593215 Frame_Shift_Del DEL T - 8 1210 c.1624delA c.(1624-1626)AGGfs p.R542fs

Pat_06 Post-Resistance PTPRE 5791 37 10 129876002 129876004 In_Frame_Del DEL AGC - 8 742 .1847_1849delAGC.(1846-1851)AAGCAG>AA p.Q620del

Pat_06 Post-Resistance PHRF1 57661 37 11 592586 592588 In_Frame_Del DEL GAG - 8 1106 c.532_534delGAG c.(532-534)GAGdel p.E181del

Pat_06 Post-Resistance BRSK2 9024 37 11 1471060 1471060 Frame_Shift_Del DEL C - 8 1128 c.1281delC c.(1279-1281)AGCfs p.S427fs

Pat_06 Post-Resistance DENND5A 23258 37 11 9182390 9182390 Frame_Shift_Del DEL T - 8 1271 c.2306delA c.(2305-2307)AAGfs p.K769fs

Pat_06 Post-Resistance PAX6 5080 37 11 31812317 31812317 Frame_Shift_Del DEL G - 7 714 c.1124delC c.(1123-1125)CCAfs p.P375fs

Pat_06 Post-Resistance PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 8 2309 c.302delG c.(301-303)GGTfs p.G101fs

Pat_06 Post-Resistance DGKZ 8525 37 11 46400752 46400753 Splice_Site INS - C 10 932 c.3104_splice c.e30-1 p.A1035_splice

Pat_06 Post-Resistance CHRM4 1132 37 11 46406723 46406723 Frame_Shift_Del DEL T - 7 353 c.1385delA c.(1384-1386)AAGfs p.K462fs

Pat_06 Post-Resistance CPSF7 79869 37 11 61183765 61183767 In_Frame_Del DEL AGG - 8 305 c.775_777delCCT c.(775-777)CCTdel p.P259del

Pat_06 Post-Resistance SLC22A12 116085 37 11 64367266 64367268 In_Frame_Del DEL CTG - 10 750 c.1189_1191delCTG c.(1189-1191)CTGdel p.L400del

Pat_06 Post-Resistance TM7SF2 7108 37 11 64880874 64880874 Frame_Shift_Del DEL G - 7 594 c.487delG c.(487-489)GGGfs p.G163fs

Pat_06 Post-Resistance LRFN4 78999 37 11 66625231 66625233 In_Frame_Del DEL CTG - 11 200 c.16_18delCTG c.(16-18)CTGdel p.L10del

Pat_06 Post-Resistance UVRAG 7405 37 11 75727924 75727924 Frame_Shift_Del DEL T - 7 1016 c.1126delT c.(1126-1128)TTTfs p.F376fs

Pat_06 Post-Resistance NCAPD3 23310 37 11 134048586 134048586 Frame_Shift_Del DEL G - 7 778 c.2725delC c.(2725-2727)CAGfs p.Q909fs

Pat_06 Post-Resistance PRMT8 56341 37 12 3649780 3649780 Frame_Shift_Del DEL C - 7 927 c.84delC c.(82-84)AGCfs p.S28fs

Pat_06 Post-Resistance TAS2R50 259296 37 12 11139432 11139432 Frame_Shift_Del DEL A - 7 186 c.28delT c.(28-30)TCAfs p.S10fs



Pat_06 Post-Resistance ITPR2 3709 37 12 26589238 26589239 Frame_Shift_Del DEL AG - 8 763 c.6684_6685delCT c.(6682-6687)CTCTGGfs p.L2228fs

Pat_06 Post-Resistance PKP2 5318 37 12 32955396 32955396 Frame_Shift_Del DEL T - 7 1541 c.2240delA c.(2239-2241)AAGfs p.K747fs

Pat_06 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 23 1840 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_06 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 14 983 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_06 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 10 1377 c.93delC c.(91-93)ATCfs p.I31fs

Pat_06 Post-Resistance ACCN2 41 37 12 50452565 50452567 In_Frame_Del DEL GAG - 7 744 c.16_18delGAG c.(16-18)GAGdel p.E9del

Pat_06 Post-Resistance KRT77 374454 37 12 53097076 53097078 In_Frame_Del DEL CCA - 8 645 c.141_143delTGGc.(139-144)GGTGGA>GGAp.47_48GG>G

Pat_06 Post-Resistance B4GALNT1 2583 37 12 58025102 58025103 Frame_Shift_Ins INS - C 8 820 c.263_264insG c.(262-264)GGCfs p.G88fs

Pat_06 Post-Resistance CAND1 55832 37 12 67699692 67699692 Frame_Shift_Del DEL G - 7 985 c.2244delG c.(2242-2244)CAGfs p.Q748fs

Pat_06 Post-Resistance ZDHHC17 23390 37 12 77203639 77203640 Splice_Site INS - A 7 194 c.543_splice c.e5+2 p.Q181_splice

Pat_06 Post-Resistance CEP290 80184 37 12 88524078 88524079 Frame_Shift_Ins INS - T 11 967 c.635_636insA c.(634-636)AACfs p.N212fs

Pat_06 Post-Resistance UTP20 27340 37 12 101680157 101680157 Frame_Shift_Del DEL T - 13 1117 c.385delT c.(385-387)TTTfs p.F129fs

Pat_06 Post-Resistance SPIC 121599 37 12 101876674 101876674 Frame_Shift_Del DEL A - 7 501 c.315delA c.(313-315)GGAfs p.G105fs

Pat_06 Post-Resistance CUX2 23316 37 12 111758235 111758237 In_Frame_Del DEL TCC - 7 345 c.2422_2424delTCC c.(2422-2424)TCCdel p.S813del

Pat_06 Post-Resistance C12orf51 283450 37 12 112605648 112605650 In_Frame_Del DEL CAG - 7 590 11014_11016delCT c.(11014-11016)CTGdel p.L3672del

Pat_06 Post-Resistance WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 15 728 c.716_splice c.e7+1 p.R239_splice

Pat_06 Post-Resistance WASF3 10810 37 13 27259836 27259836 Frame_Shift_Del DEL A - 10 779 c.1363delA c.(1363-1365)AAAfs p.K455fs

Pat_06 Post-Resistance ATP7B 540 37 13 52549201 52549201 Frame_Shift_Del DEL C - 85 281 c.155delG c.(154-156)GGCfs p.G52fs

Pat_06 Post-Resistance FBXL3 26224 37 13 77581683 77581683 Frame_Shift_Del DEL A - 14 275 c.884delT c.(883-885)TTAfs p.L295fs

Pat_06 Post-Resistance GPR18 2841 37 13 99907540 99907540 Frame_Shift_Del DEL A - 8 508 c.587delT c.(586-588)TTCfs p.F196fs

Pat_06 Post-Resistance OR4L1 122742 37 14 20528881 20528881 Frame_Shift_Del DEL A - 7 1006 c.678delA c.(676-678)CCAfs p.P226fs

Pat_06 Post-Resistance TEP1 7011 37 14 20854270 20854270 Frame_Shift_Del DEL G - 8 998 c.2946delC c.(2944-2946)CCCfs p.P982fs

Pat_06 Post-Resistance ACIN1 22985 37 14 23528502 23528503 Frame_Shift_Del DEL TC - 10 276 c.3880_3881delGA c.(3880-3882)GAAfs p.E1294fs

Pat_06 Post-Resistance PCK2 5106 37 14 24572757 24572757 Frame_Shift_Del DEL T - 7 923 c.1507delT c.(1507-1509)TTTfs p.F503fs

Pat_06 Post-Resistance KLHDC2 23588 37 14 50241333 50241334 Frame_Shift_Del DEL TG - 7 1251 c.288_289delTG c.(286-291)GCTGTGfs p.A96fs

Pat_06 Post-Resistance ARID4A 5926 37 14 58831995 58831996 Frame_Shift_Ins INS - AG 8 512 c.3188_3189insAG c.(3187-3189)CAAfs p.Q1063fs

Pat_06 Post-Resistance KCNH5 27133 37 14 63174303 63174303 Frame_Shift_Del DEL G - 9 2261 c.2890delC c.(2890-2892)CAGfs p.Q964fs

Pat_06 Post-Resistance RBM25 58517 37 14 73563781 73563783 In_Frame_Del DEL GAA - 11 480 c.702_704delGAAc.(700-705)AGGAAG>AGG p.K238del

Pat_06 Post-Resistance PNMA1 9240 37 14 74179325 74179327 In_Frame_Del DEL CCT - 7 97 .1016_1018delAGG(1015-1020)GAGGCT>GC p.E339del

Pat_06 Post-Resistance GALC 2581 37 14 88406276 88406276 Frame_Shift_Del DEL T - 9 2157 c.1884delA c.(1882-1884)AAAfs p.K628fs

Pat_06 Post-Resistance FOXN3 1112 37 14 89629149 89629151 In_Frame_Del DEL GAG - 20 290 c.1080_1082delCTC.(1078-1083)TCCTCA>TCAp.360_361SS>S

Pat_06 Post-Resistance AKT1 207 37 14 105242073 105242075 In_Frame_Del DEL CTC - 10 689 c.349_351delGAG c.(349-351)GAGdel p.E117del

Pat_06 Post-Resistance ZFP106 64397 37 15 42734498 42734498 Frame_Shift_Del DEL A - 9 433 c.3467delT c.(3466-3468)TTCfs p.F1156fs

Pat_06 Post-Resistance TTBK2 146057 37 15 43038031 43038031 Frame_Shift_Del DEL G - 7 1929 c.3697delC c.(3697-3699)CAAfs p.Q1233fs

Pat_06 Post-Resistance MNS1 55329 37 15 56736847 56736847 Frame_Shift_Del DEL T - 8 1363 c.481delA c.(481-483)ACCfs p.T161fs

Pat_06 Post-Resistance ALPK3 57538 37 15 85400267 85400267 Frame_Shift_Del DEL A - 8 585 c.2904delA c.(2902-2904)CCAfs p.P968fs

Pat_06 Post-Resistance FURIN 5045 37 15 91422039 91422039 Frame_Shift_Del DEL G - 8 665 c.886delG c.(886-888)GGGfs p.G296fs

Pat_06 Post-Resistance TFAP4 7023 37 16 4308219 4308219 Frame_Shift_Del DEL T - 8 371 c.854delA c.(853-855)AAGfs p.K285fs

Pat_06 Post-Resistance CLEC16A 23274 37 16 11141159 11141159 Frame_Shift_Del DEL T - 7 188 c.1826delT c.(1825-1827)ATTfs p.I609fs

Pat_06 Post-Resistance CLEC16A 23274 37 16 11272415 11272415 Frame_Shift_Del DEL C - 7 658 c.3030delC c.(3028-3030)GTCfs p.V1010fs

Pat_06 Post-Resistance NTAN1 123803 37 16 15131931 15131931 Frame_Shift_Del DEL T - 8 480 c.890delA c.(889-891)AATfs p.N297fs

Pat_06 Post-Resistance SRCAP 10847 37 16 30731611 30731611 Frame_Shift_Del DEL C - 7 1911 c.2946delC c.(2944-2946)GACfs p.D982fs

Pat_06 Post-Resistance ITGAD 3681 37 16 31435495 31435495 Frame_Shift_Del DEL C - 7 464 c.3232delC c.(3232-3234)CCAfs p.P1078fs

Pat_06 Post-Resistance GPT2 84706 37 16 46956286 46956286 Frame_Shift_Del DEL C - 13 921 c.1170delC c.(1168-1170)AACfs p.N390fs

Pat_06 Post-Resistance NUDT21 11051 37 16 56485066 56485066 Frame_Shift_Del DEL C - 7 1640 c.49delG c.(49-51)GTCfs p.V17fs

Pat_06 Post-Resistance CCDC135 84229 37 16 57731885 57731887 In_Frame_Del DEL GGA - 8 320 c.24_26delGGA c.(22-27)GTGGAG>GTG p.E13del

Pat_06 Post-Resistance ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 11 1229 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del



Pat_06 Post-Resistance TSNAXIP1 55815 37 16 67859576 67859576 Frame_Shift_Del DEL G - 7 1192 c.659delG c.(658-660)TGGfs p.W220fs

Pat_06 Post-Resistance DHX38 9785 37 16 72138457 72138457 Frame_Shift_Del DEL T - 7 791 c.2083delT c.(2083-2085)TTTfs p.F695fs

Pat_06 Post-Resistance MYO18A 399687 37 17 27493058 27493058 Frame_Shift_Del DEL C - 9 1323 c.901delG c.(901-903)GACfs p.D301fs

Pat_06 Post-Resistance NUFIP2 57532 37 17 27614342 27614342 Frame_Shift_Del DEL T - 8 756 c.670delA c.(670-672)AGGfs p.R224fs

Pat_06 Post-Resistance GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 10 2200 c.863delC c.(862-864)CCGfs p.P288fs

Pat_06 Post-Resistance CDK12 51755 37 17 37686962 37686962 Frame_Shift_Del DEL C - 7 1352 c.3866delC c.(3865-3867)GCCfs p.A1289fs

Pat_06 Post-Resistance FAM134C 162427 37 17 40737147 40737148 Frame_Shift_Del DEL TC - 7 465 c.722_723delGA c.(721-723)AGAfs p.R241fs

Pat_06 Post-Resistance MPP3 4356 37 17 41888206 41888206 Frame_Shift_Del DEL T - 8 1639 c.1427delA c.(1426-1428)AACfs p.N476fs

Pat_06 Post-Resistance CCDC43 124808 37 17 42756253 42756253 Frame_Shift_Del DEL T - 8 165 c.646delA c.(646-648)AGGfs p.R216fs

Pat_06 Post-Resistance CCDC103 388389 37 17 42980014 42980015 Frame_Shift_Del DEL AG - 13 304 c.558_559delAG c.(556-561)GCAGAGfs p.A186fs

Pat_06 Post-Resistance HOXB7 3217 37 17 46685277 46685277 Frame_Shift_Del DEL T - 8 2779 c.581delA c.(580-582)AAGfs p.K194fs

Pat_06 Post-Resistance ANKRD40 91369 37 17 48777070 48777071 Frame_Shift_Ins INS - G 7 690 c.467_468insC c.(466-468)CCTfs p.P156fs

Pat_06 Post-Resistance MKS1 54903 37 17 56290367 56290369 In_Frame_Del DEL CTC - 8 1744 c.832_834delGAG c.(832-834)GAGdel p.E278del

Pat_06 Post-Resistance ACE 1636 37 17 61560495 61560495 Frame_Shift_Del DEL C - 8 2126 c.1448delC c.(1447-1449)ACCfs p.T483fs

Pat_06 Post-Resistance GNA13 10672 37 17 63052468 63052469 Frame_Shift_Del DEL CG - 9 560 c.243_244delCG c.(241-246)CGCGAGfs p.R81fs

Pat_06 Post-Resistance SLC16A6 9120 37 17 66267124 66267125 Frame_Shift_Ins INS - A 7 1102 c.1176_1177insT c.(1174-1179)TTTGGGfs p.F392fs

Pat_06 Post-Resistance KIAA0195 9772 37 17 73482037 73482039 In_Frame_Del DEL TGC - 7 442 c.230_232delTGCc.(229-234)GTGCTG>GTG p.L81del

Pat_06 Post-Resistance KIAA0195 9772 37 17 73491063 73491063 Frame_Shift_Del DEL C - 7 1553 c.2676delC c.(2674-2676)ATCfs p.I892fs

Pat_06 Post-Resistance DNAH17 8632 37 17 76425217 76425217 Frame_Shift_Del DEL G - 9 1400 c.3390delC c.(3388-3390)CCCfs p.P1130fs

Pat_06 Post-Resistance MPND 84954 37 19 4352936 4352938 In_Frame_Del DEL GAG - 8 270 c.574_576delGAG c.(574-576)GAGdel p.E195del

Pat_06 Post-Resistance GTF2F1 2962 37 19 6381410 6381412 In_Frame_Del DEL CTC - 7 82 c.976_978delGAG c.(976-978)GAGdel p.E326del

Pat_06 Post-Resistance SLC25A41 284427 37 19 6433605 6433605 Frame_Shift_Del DEL G - 8 467 c.100delC c.(100-102)CAAfs p.Q34fs

Pat_06 Post-Resistance CD209 30835 37 19 7808004 7808004 Frame_Shift_Del DEL T - 7 1123 c.1136delA c.(1135-1137)AAGfs p.K379fs

Pat_06 Post-Resistance FBXL12 54850 37 19 9922225 9922228 Frame_Shift_Del DEL GCAG - 7 829 c.325_328delCTGC c.(325-330)CTGCACfs p.L109fs

Pat_06 Post-Resistance RFX1 5989 37 19 14083694 14083696 In_Frame_Del DEL CCG - 7 46 .1173_1175delCGG(1171-1176)GGCGGG>GG.391_392GG>G

Pat_06 Post-Resistance F2RL3 9002 37 19 17000408 17000408 Frame_Shift_Del DEL C - 8 1412 c.134delC c.(133-135)GCCfs p.A45fs

Pat_06 Post-Resistance ZNF43 7594 37 19 22002025 22002026 Splice_Site INS - A 11 416 c.4_splice c.e2-1 p.G2_splice

Pat_06 Post-Resistance FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 9 266 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_06 Post-Resistance TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 28 1519 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_06 Post-Resistance FUZ 80199 37 19 50310483 50310485 In_Frame_Del DEL CAG - 13 400 c.1180_1182delCTG c.(1180-1182)CTGdel p.L394del

Pat_06 Post-Resistance PTOV1 53635 37 19 50363527 50363527 Frame_Shift_Del DEL G - 7 249 c.1242delG c.(1240-1242)ATGfs p.M414fs

Pat_06 Post-Resistance ZNF416 55659 37 19 58084579 58084579 Frame_Shift_Del DEL A - 8 1541 c.693delT c.(691-693)TTTfs p.F231fs

Pat_06 Post-Resistance ZIK1 284307 37 19 58101799 58101799 Frame_Shift_Del DEL A - 7 755 c.620delA c.(619-621)CAAfs p.Q207fs

Pat_06 Post-Resistance PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 7 606 .1449_1451delAGC.(1447-1452)GCAGCT>GCp.483_484AA>A

Pat_06 Post-Resistance HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 7 2425 c.275delC c.(274-276)CCAfs p.P92fs

Pat_06 Post-Resistance GTF3C2 2976 37 2 27549710 27549710 Frame_Shift_Del DEL C - 7 469 c.2568delG c.(2566-2568)GGGfs p.G856fs

Pat_06 Post-Resistance CRIM1 51232 37 2 36583501 36583503 In_Frame_Del DEL GCT - 8 125 c.66_68delGCT c.(64-69)GGGCTG>GGG p.L27del

Pat_06 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 7 1194 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_06 Post-Resistance MOGS 7841 37 2 74691815 74691815 Frame_Shift_Del DEL C - 8 515 c.387delG c.(385-387)GGGfs p.G129fs

Pat_06 Post-Resistance SEMA4F 10505 37 2 74900583 74900583 Splice_Site DEL G - 14 1098 c.551_splice c.e6-1 p.G184_splice

Pat_06 Post-Resistance VPS24 51652 37 2 86732976 86732978 In_Frame_Del DEL TCC - 9 418 c.618_620delGGAc.(616-621)GAGGAA>GAAp.206_207EE>E

Pat_06 Post-Resistance GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 10 773 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_06 Post-Resistance ZC3H6 376940 37 2 113088959 113088961 In_Frame_Del DEL GAT - 8 669 c.2464_2466delGAT c.(2464-2466)GATdel p.D825del

Pat_06 Post-Resistance CDCA7 83879 37 2 174229648 174229650 In_Frame_Del DEL GGA - 14 352 c.588_590delGGAc.(586-591)ATGGAG>ATG p.E202del

Pat_06 Post-Resistance NEUROD1 4760 37 2 182542972 182542972 Frame_Shift_Del DEL G - 11 793 c.616delC c.(616-618)CACfs p.H206fs

Pat_06 Post-Resistance HTR2B 3357 37 2 231973838 231973838 Frame_Shift_Del DEL T - 12 1285 c.839delA c.(838-840)AAGfs p.K280fs

Pat_06 Post-Resistance DGKD 8527 37 2 234346026 234346026 Frame_Shift_Del DEL C - 7 490 c.823delC c.(823-825)CACfs p.H275fs



Pat_06 Post-Resistance ADAM33 80332 37 20 3652888 3652888 Frame_Shift_Del DEL G - 9 1100 c.1490delC c.(1489-1491)CCAfs p.P497fs

Pat_06 Post-Resistance RRBP1 6238 37 20 17617358 17617358 Frame_Shift_Del DEL T - 10 1072 c.902delA c.(901-903)AAGfs p.K301fs

Pat_06 Post-Resistance PLAC4 191585 37 21 42551432 42551432 Frame_Shift_Del DEL T - 7 338 c.124delA c.(124-126)AGAfs p.R42fs

Pat_06 Post-Resistance SLC19A1 6573 37 21 46951916 46951918 In_Frame_Del DEL CAG - 16 192 c.334_336delCTG c.(334-336)CTGdel p.L112del

Pat_06 Post-Resistance LSS 4047 37 21 47641824 47641824 Frame_Shift_Del DEL C - 9 874 c.494delG c.(493-495)GGTfs p.G165fs

Pat_06 Post-Resistance MED15 51586 37 22 20918793 20918795 In_Frame_Del DEL CAG - 10 313 c.508_510delCAG c.(508-510)CAGdel p.Q174del

Pat_06 Post-Resistance MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 29 372 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_06 Post-Resistance ASCC2 84164 37 22 30218355 30218355 Frame_Shift_Del DEL T - 7 1082 c.510delA c.(508-510)AAAfs p.K170fs

Pat_06 Post-Resistance TBC1D10A 83874 37 22 30688545 30688545 Frame_Shift_Del DEL G - 8 1130 c.1346delC c.(1345-1347)CCAfs p.P449fs

Pat_06 Post-Resistance SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 17 873 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_06 Post-Resistance SFI1 9814 37 22 32002366 32002366 Frame_Shift_Del DEL A - 8 454 c.2107delA c.(2107-2109)AAAfs p.K703fs

Pat_06 Post-Resistance SH3BP1 23616 37 22 38039752 38039754 In_Frame_Del DEL AGG - 9 692 c.575_577delAGGc.(574-579)AAGGAG>AAG p.E197del

Pat_06 Post-Resistance CYP2D6 1565 37 22 42524213 42524214 Frame_Shift_Ins INS - G 8 196 c.805_806insC c.(805-807)CGAfs p.R269fs

Pat_06 Post-Resistance TCF20 6942 37 22 42605990 42605992 In_Frame_Del DEL CTG - 9 380 .5320_5322delCAG c.(5320-5322)CAGdel p.Q1774del

Pat_06 Post-Resistance SRGAP3 9901 37 3 9027284 9027286 In_Frame_Del DEL GCT - 9 456 .3217_3219delAGC c.(3217-3219)AGCdel p.S1074del

Pat_06 Post-Resistance GRIP2 80852 37 3 14552763 14552763 Frame_Shift_Del DEL C - 7 339 c.2137delG c.(2137-2139)GACfs p.D713fs

Pat_06 Post-Resistance TRANK1 9881 37 3 36897261 36897261 Frame_Shift_Del DEL G - 8 1766 c.2170delC c.(2170-2172)CGGfs p.R724fs

Pat_06 Post-Resistance LTF 4057 37 3 46479445 46479445 Frame_Shift_Del DEL T - 7 1942 c.2084delA c.(2083-2085)AAGfs p.K695fs

Pat_06 Post-Resistance SCAP 22937 37 3 47456383 47456383 Frame_Shift_Del DEL T - 8 685 c.3240delA c.(3238-3240)AAAfs p.K1080fs

Pat_06 Post-Resistance KLHDC8B 200942 37 3 49211690 49211691 Frame_Shift_Ins INS - G 8 946 c.395_396insG c.(394-396)CTGfs p.L132fs

Pat_06 Post-Resistance ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 16 664 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_06 Post-Resistance KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 12 406 c.439delA c.(439-441)ATTfs p.I147fs

Pat_06 Post-Resistance ATP6V1A 523 37 3 113505224 113505224 Frame_Shift_Del DEL T - 7 1307 c.710delT c.(709-711)CTTfs p.L237fs

Pat_06 Post-Resistance NR1I2 8856 37 3 119531660 119531660 Frame_Shift_Del DEL G - 7 769 c.647delG c.(646-648)CGGfs p.R216fs

Pat_06 Post-Resistance PARP15 165631 37 3 122340370 122340370 Frame_Shift_Del DEL A - 7 609 c.1143delA c.(1141-1143)GGAfs p.G381fs

Pat_06 Post-Resistance EIF4G1 1981 37 3 184039744 184039746 In_Frame_Del DEL GAA - 10 280 .1372_1374delGAA c.(1372-1374)GAAdel p.E465del

Pat_06 Post-Resistance CLCN2 1181 37 3 184070896 184070896 Frame_Shift_Del DEL C - 9 917 c.2068delG c.(2068-2070)GAGfs p.E690fs

Pat_06 Post-Resistance SLC2A9 56606 37 4 9828133 9828133 Frame_Shift_Del DEL T - 11 856 c.1511delA c.(1510-1512)AACfs p.N504fs

Pat_06 Post-Resistance ANAPC4 29945 37 4 25390191 25390191 Frame_Shift_Del DEL A - 8 1112 c.438delA c.(436-438)CCAfs p.P146fs

Pat_06 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 15 572 c.792delT c.(790-792)TTTfs p.F264fs

Pat_06 Post-Resistance CLOCK 9575 37 4 56304530 56304532 In_Frame_Del DEL CTG - 11 322 .2278_2280delCAG c.(2278-2280)CAGdel p.Q760del

Pat_06 Post-Resistance PRDM8 56978 37 4 81123250 81123252 In_Frame_Del DEL CAG - 7 161 c.634_636delCAG c.(634-636)CAGdel p.Q217del

Pat_06 Post-Resistance CDS1 1040 37 4 85556475 85556475 Frame_Shift_Del DEL T - 13 431 c.781delT c.(781-783)TTTfs p.F261fs

Pat_06 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 16 344 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_06 Post-Resistance NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 22 735 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_06 Post-Resistance KIAA1109 84162 37 4 123178593 123178593 Frame_Shift_Del DEL G - 8 1870 c.6562delG c.(6562-6564)GGGfs p.G2188fs

Pat_06 Post-Resistance ANKRD50 57182 37 4 125591169 125591169 Frame_Shift_Del DEL T - 8 501 c.3263delA c.(3262-3264)AATfs p.N1088fs

Pat_06 Post-Resistance POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 22 38 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_06 Post-Resistance LRBA 987 37 4 151842374 151842374 Frame_Shift_Del DEL A - 11 1238 c.621delT c.(619-621)TTTfs p.F207fs

Pat_06 Post-Resistance FHDC1 85462 37 4 153889130 153889130 Splice_Site DEL A - 7 1485 c.1101_splice c.e9-2 p.R367_splice

Pat_06 Post-Resistance TLL1 7092 37 4 167020619 167020619 Frame_Shift_Del DEL G - 8 1634 c.2847delG c.(2845-2847)GTGfs p.V949fs

Pat_06 Post-Resistance CLPTM1L 81037 37 5 1331941 1331943 In_Frame_Del DEL TCT - 7 526 c.947_949delAGAc.(946-951)AAGAGC>AGC p.K316del

Pat_06 Post-Resistance NIPBL 25836 37 5 37063925 37063927 In_Frame_Del DEL GAA - 7 174 .7894_7896delGAA c.(7894-7896)GAAdel p.E2636del

Pat_06 Post-Resistance FGF10 2255 37 5 44388715 44388717 In_Frame_Del DEL AGC - 7 814 c.68_70delGCT c.(67-72)TGCTTT>TTT p.C23del

Pat_06 Post-Resistance FAM172A 83989 37 5 93111877 93111877 Frame_Shift_Del DEL G - 7 1387 c.1096delC c.(1096-1098)CGGfs p.R366fs

Pat_06 Post-Resistance AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 16 601 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_06 Post-Resistance FBN2 2201 37 5 127648337 127648337 Frame_Shift_Del DEL G - 7 2504 c.4868delC c.(4867-4869)CCTfs p.P1623fs



Pat_06 Post-Resistance EGR1 1958 37 5 137801633 137801635 In_Frame_Del DEL CAG - 7 129 c.183_185delCAGc.(181-186)AACAGC>AAC p.S67del

Pat_06 Post-Resistance JAKMIP2 9832 37 5 147040890 147040890 Frame_Shift_Del DEL T - 8 1125 c.248delA c.(247-249)AAGfs p.K83fs

Pat_06 Post-Resistance FAT2 2196 37 5 150885487 150885488 Frame_Shift_Ins INS - G 7 1810 c.12688_12689insC c.(12688-12690)CTGfs p.L4230fs

Pat_06 Post-Resistance CPLX2 10814 37 5 175306965 175306967 In_Frame_Del DEL GAG - 8 285 c.322_324delGAG c.(322-324)GAGdel p.E114del

Pat_06 Post-Resistance HIVEP1 3096 37 6 12089463 12089463 Frame_Shift_Del DEL A - 7 556 c.87delA c.(85-87)TCAfs p.S29fs

Pat_06 Post-Resistance HLA-G 3135 37 6 29797195 29797196 Frame_Shift_Ins INS - C 8 2152 c.620_621insC c.(619-621)GACfs p.D207fs

Pat_06 Post-Resistance TRIM26 7726 37 6 30157254 30157254 Frame_Shift_Del DEL T - 10 797 c.845delA c.(844-846)AAGfs p.K282fs

Pat_06 Post-Resistance GTF2H4 2968 37 6 30877804 30877804 Frame_Shift_Del DEL T - 8 1563 c.338delT c.(337-339)ATTfs p.I113fs

Pat_06 Post-Resistance CFB 629 37 6 31905102 31905102 Frame_Shift_Del DEL A - 7 994 c.536delA c.(535-537)GAAfs p.E179fs

Pat_06 Post-Resistance FANCE 2178 37 6 35425714 35425715 Frame_Shift_Ins INS - C 7 807 c.922_923insC c.(922-924)GCCfs p.A308fs

Pat_06 Post-Resistance MAPK13 5603 37 6 36099144 36099146 In_Frame_Del DEL GCT - 7 1218 c.216_218delGCTc.(214-219)GAGCTG>GAG p.L76del

Pat_06 Post-Resistance KHDRBS2 202559 37 6 62604602 62604602 Frame_Shift_Del DEL C - 9 2668 c.748delG c.(748-750)GCAfs p.A250fs

Pat_06 Post-Resistance MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 15 288 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_06 Post-Resistance FYN 2534 37 6 111983042 111983042 Frame_Shift_Del DEL T - 7 1242 c.1514delA c.(1513-1515)AAGfs p.K505fs

Pat_06 Post-Resistance SASH1 23328 37 6 148848658 148848658 Frame_Shift_Del DEL A - 10 1839 c.1354delA c.(1354-1356)AAAfs p.K452fs

Pat_06 Post-Resistance CARD11 84433 37 7 2968323 2968323 Frame_Shift_Del DEL G - 7 1007 c.1663delC c.(1663-1665)CGGfs p.R555fs

Pat_06 Post-Resistance ICA1 3382 37 7 8198251 8198251 Frame_Shift_Del DEL T - 8 342 c.611delA c.(610-612)AACfs p.N204fs

Pat_06 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 1577 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_06 Post-Resistance ETV1 2115 37 7 13975473 13975473 Frame_Shift_Del DEL G - 8 996 c.414delC c.(412-414)CCCfs p.P138fs

Pat_06 Post-Resistance AGR2 10551 37 7 16841329 16841329 Frame_Shift_Del DEL T - 8 1019 c.92delA c.(91-93)AAGfs p.K31fs

Pat_06 Post-Resistance OSBPL3 26031 37 7 24910452 24910453 Frame_Shift_Del DEL TC - 13 669 c.279_280delGA c.(277-282)GAGAAGfs p.E93fs

Pat_06 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 11 449 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_06 Post-Resistance JAZF1 221895 37 7 27872456 27872456 Frame_Shift_Del DEL G - 13 2181 c.695delC c.(694-696)CCGfs p.P232fs

Pat_06 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 10 323 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_06 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 21 266 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_06 Post-Resistance ABCA13 154664 37 7 48318519 48318519 Frame_Shift_Del DEL A - 7 448 c.7728delA c.(7726-7728)TTAfs p.L2576fs

Pat_06 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 8 1316 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_06 Post-Resistance HIP1 3092 37 7 75168684 75168684 Frame_Shift_Del DEL T - 7 2508 c.3020delA c.(3019-3021)AAGfs p.K1007fs

Pat_06 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 15 508 c.231delA c.(229-231)AAAfs p.K77fs

Pat_06 Post-Resistance PHTF2 57157 37 7 77569581 77569581 Frame_Shift_Del DEL T - 10 585 c.1702delT c.(1702-1704)TTTfs p.F568fs

Pat_06 Post-Resistance AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 9 254 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_06 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 8 844 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_06 Post-Resistance MLL5 55904 37 7 104749488 104749488 Frame_Shift_Del DEL G - 7 814 c.3568delG c.(3568-3570)GGAfs p.G1190fs

Pat_06 Post-Resistance NUP205 23165 37 7 135301911 135301911 Frame_Shift_Del DEL T - 7 687 c.3606delT c.(3604-3606)GATfs p.D1202fs

Pat_06 Post-Resistance GSTK1 373156 37 7 142961764 142961764 Frame_Shift_Del DEL A - 9 1910 c.278delA c.(277-279)GAAfs p.E93fs

Pat_06 Post-Resistance CHPF2 54480 37 7 150932283 150932283 Frame_Shift_Del DEL G - 7 1379 c.413delG c.(412-414)CGGfs p.R138fs

Pat_06 Post-Resistance MLL3 58508 37 7 151874013 151874013 Frame_Shift_Del DEL T - 7 846 c.8525delA c.(8524-8526)AATfs p.N2842fs

Pat_06 Post-Resistance XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 8 569 c.350delT c.(349-351)TTGfs p.L117fs

Pat_06 Post-Resistance WDR60 55112 37 7 158704352 158704353 Frame_Shift_Ins INS - A 10 727 c.1572_1573insA c.(1570-1575)GGGAAAfs p.G524fs

Pat_06 Post-Resistance SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 11 1007 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_06 Post-Resistance WRN 7486 37 8 30945377 30945379 In_Frame_Del DEL AAG - 7 269 .1517_1519delAAG.(1516-1521)AAAGAA>AAA p.E510del

Pat_06 Post-Resistance ZFHX4 79776 37 8 77765755 77765755 Frame_Shift_Del DEL A - 7 1497 c.6463delA c.(6463-6465)ATAfs p.I2155fs

Pat_06 Post-Resistance LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 7 371 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_06 Post-Resistance CA2 760 37 8 86386588 86386588 Frame_Shift_Del DEL T - 8 1774 c.387delT c.(385-387)GATfs p.D129fs

Pat_06 Post-Resistance TMEM55A 55529 37 8 92032481 92032481 Frame_Shift_Del DEL T - 10 738 c.266delA c.(265-267)AACfs p.N89fs

Pat_06 Post-Resistance RUNX1T1 862 37 8 92998419 92998419 Frame_Shift_Del DEL T - 9 824 c.1212delA c.(1210-1212)AAAfs p.K404fs

Pat_06 Post-Resistance CCNE2 9134 37 8 95902737 95902737 Frame_Shift_Del DEL T - 7 1605 c.359delA c.(358-360)AAGfs p.K120fs



Pat_06 Post-Resistance VPS13B 157680 37 8 100887781 100887781 Frame_Shift_Del DEL C - 10 883 c.11956delC c.(11956-11958)CCCfs p.P3986fs

Pat_06 Post-Resistance DCAF13 25879 37 8 104442912 104442912 Frame_Shift_Del DEL A - 8 1055 c.1153delA c.(1153-1155)AAAfs p.K385fs

Pat_06 Post-Resistance ENPP2 5168 37 8 120592369 120592369 Frame_Shift_Del DEL T - 7 2390 c.1767delA c.(1765-1767)AAAfs p.K589fs

Pat_06 Post-Resistance ZNF572 137209 37 8 125987892 125987893 Frame_Shift_Ins INS - A 7 583 c.10_11insA c.(10-12)GAAfs p.E4fs

Pat_06 Post-Resistance FAM135B 51059 37 8 139149485 139149485 Frame_Shift_Del DEL T - 10 898 c.3920delA c.(3919-3921)AACfs p.N1307fs

Pat_06 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 12 873 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_06 Post-Resistance PAX5 5079 37 9 37020764 37020764 Frame_Shift_Del DEL A - 8 1383 c.81delT c.(79-81)TTTfs p.F27fs

Pat_06 Post-Resistance FBP1 2203 37 9 97380075 97380075 Frame_Shift_Del DEL C - 7 395 c.401delG c.(400-402)GGAfs p.G134fs

Pat_06 Post-Resistance TMEM38B 55151 37 9 108456999 108456999 Frame_Shift_Del DEL T - 7 840 c.58delT c.(58-60)TTTfs p.F20fs

Pat_06 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 16 1423 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_06 Post-Resistance CRB2 286204 37 9 126139182 126139184 In_Frame_Del DEL CCT - 9 112 .3699_3701delCCT.(3697-3702)TGCCTC>TG p.L1239del

Pat_06 Post-Resistance FAM129B 64855 37 9 130270778 130270778 Frame_Shift_Del DEL G - 7 1482 c.1357delC c.(1357-1359)CACfs p.H453fs

Pat_06 Post-Resistance GOLGA2 2801 37 9 131019390 131019390 Frame_Shift_Del DEL A - 11 810 c.2965delT c.(2965-2967)TACfs p.Y989fs

Pat_06 Post-Resistance CEL 1056 37 9 135941982 135941982 Frame_Shift_Del DEL G - 18 1462 c.613delG c.(613-615)GGGfs p.G205fs

Pat_06 Post-Resistance C9orf86 55684 37 9 139734218 139734218 Frame_Shift_Del DEL C - 8 671 c.1831delC c.(1831-1833)CCCfs p.P611fs

Pat_06 Post-Resistance CDKL5 6792 37 X 18622143 18622144 Frame_Shift_Ins INS - T 7 1519 c.1099_1100insT c.(1099-1101)CTAfs p.L367fs

Pat_06 Post-Resistance DMD 1756 37 X 32717353 32717353 Frame_Shift_Del DEL A - 7 1124 c.707delT c.(706-708)TTCfs p.F236fs

Pat_06 Post-Resistance PCDH19 57526 37 X 99663560 99663562 In_Frame_Del DEL CAG - 7 126 c.34_36delCTG c.(34-36)CTGdel p.L12del

Pat_06 Post-Resistance IRS4 8471 37 X 107975867 107975869 In_Frame_Del DEL GTC - 7 1834 .3706_3708delGAC c.(3706-3708)GACdel p.D1236del

Pat_06 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 7 865 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_06 Post-Resistance BCORL1 63035 37 X 129147360 129147361 Frame_Shift_Ins INS - C 7 1405 c.612_613insC c.(610-615)TGTCCCfs p.C204fs

Pat_06 Post-Resistance BCORL1 63035 37 X 129190011 129190011 Frame_Shift_Del DEL C - 7 420 c.5036delC c.(5035-5037)TCCfs p.S1679fs

Pat_06 Post-Resistance CD99L2 83692 37 X 149937526 149937528 In_Frame_Del DEL GGC - 11 1875 c.768_770delGCCc.(766-771)CCGCCC>CCCp.256_257PP>P

Pat_08 Pre-Treatment ARID1A 8289 37 1 27057930 27057931 Frame_Shift_Ins INS - C 9 679 c.1638_1639insC c.(1636-1641)CAGAGCfs p.Q546fs

Pat_08 Pre-Treatment MUTYH 4595 37 1 45795066 45795066 Frame_Shift_Del DEL T - 7 1007 c.1553delA c.(1552-1554)AAGfs p.K518fs

Pat_08 Pre-Treatment NUDT17 200035 37 1 145586936 145586938 In_Frame_Del DEL TCC - 10 323 c.750_752delGGAc.(748-753)GAGGAT>GAT p.E250del

Pat_08 Pre-Treatment TYSND1 219743 37 10 71905929 71905931 In_Frame_Del DEL CAG - 2 4 c.412_414delCTG c.(412-414)CTGdel p.L138del

Pat_08 Pre-Treatment TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 13 337 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_08 Pre-Treatment FAM111A 63901 37 11 58920855 58920857 In_Frame_Del DEL ATT - 8 306 c.1714_1716delATT c.(1714-1716)ATTdel p.I572del

Pat_08 Pre-Treatment PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 12 399 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_08 Pre-Treatment PRB2 653247 37 12 11546233 11546235 In_Frame_Del DEL GGA - 7 151 c.777_779delTCCc.(775-780)CCTCCA>CCAp.259_260PP>P

Pat_08 Pre-Treatment DHX37 57647 37 12 125465270 125465272 In_Frame_Del DEL CTC - 3 3 c.502_504delGAG c.(502-504)GAGdel p.E168del

Pat_08 Pre-Treatment PIWIL1 9271 37 12 130845801 130845801 Frame_Shift_Del DEL C - 64 85 c.1742delC c.(1741-1743)ACCfs p.T581fs

Pat_08 Pre-Treatment MSLNL 401827 37 16 830829 830831 In_Frame_Del DEL AAG - 7 506 c.170_172delCTT c.(169-174)GCTTTC>GTC p.57_58AF>V

Pat_08 Pre-Treatment ZFHX3 463 37 16 72821468 72821469 Frame_Shift_Del DEL AG - 14 777 10706_10707delC c.(10705-10707)CCTfs p.P3569fs

Pat_08 Pre-Treatment ITGAE 3682 37 17 3638140 3638141 Frame_Shift_Ins INS - G 13 432 c.2625_2626insC c.(2623-2628)CCCAGAfs p.P875fs

Pat_08 Pre-Treatment BPTF 2186 37 17 65850118 65850118 Frame_Shift_Del DEL C - 67 243 c.676delC c.(676-678)CCCfs p.P226fs

Pat_08 Pre-Treatment SERTAD1 29950 37 19 40929409 40929411 In_Frame_Del DEL CTC - 9 377 c.43_45delGAG c.(43-45)GAGdel p.E15del

Pat_08 Pre-Treatment ZC3H4 23211 37 19 47572401 47572403 In_Frame_Del DEL CTC - 8 246 .2344_2346delGAG c.(2344-2346)GAGdel p.E782del

Pat_08 Pre-Treatment RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 278 .1407_1409delCCA.(1405-1410)CACCAA>CA p.H469del

Pat_08 Pre-Treatment RALGAPA2 57186 37 20 20527432 20527433 Frame_Shift_Ins INS - A 21 50 c.3200_3201insT c.(3199-3201)TTCfs p.F1067fs

Pat_08 Pre-Treatment ULK4 54986 37 3 41860985 41860985 Frame_Shift_Del DEL T - 8 74 c.1778delA c.(1777-1779)AAGfs p.K593fs

Pat_08 Pre-Treatment CRIPAK 285464 37 4 1388714 1388715 Frame_Shift_Del DEL CA - 10 448 c.415_416delCA c.(415-417)CACfs p.H139fs

Pat_08 Pre-Treatment CRIPAK 285464 37 4 1388993 1388994 Frame_Shift_Del DEL CA - 12 795 c.694_695delCA c.(694-696)CACfs p.H232fs

Pat_08 Pre-Treatment ENPEP 2028 37 4 111470502 111470503 In_Frame_Ins INS - AATACT 8 89 152_2153insAATA2152-2154)GAA>GAATACTp.718_719insY

Pat_08 Pre-Treatment TPBG 7162 37 6 83074809 83074810 Frame_Shift_Del DEL CG - 3 5 c.131_132delCG c.(130-132)TCGfs p.S44fs

Pat_08 Pre-Treatment ANK1 286 37 8 41543694 41543695 Frame_Shift_Del DEL TG - 42 98 c.4365_4366delCA c.(4363-4368)GTCATCfs p.V1455fs



Pat_08 Pre-Treatment DENND3 22898 37 8 142161936 142161937 Splice_Site INS - GTTA 7 209 c.834_splice c.e7+1 p.K278_splice

Pat_08 Pre-Treatment CT45A5 441521 37 X 134948047 134948047 Frame_Shift_Del DEL G - 25 567 c.278delC c.(277-279)CCTfs p.P93fs

Pat_08 Pre-Treatment RBMX 27316 37 X 135956571 135956572 Frame_Shift_Ins INS - GG 15 336 c.905_906insCC c.(904-906)CCAfs p.P302fs

Pat_08 Post-Resistance TMEM52 339456 37 1 1850628 1850636 In_Frame_Del DEL AGCGGCAGG - 3 4 9_77delCCTGCCG7-78)CTCCTGCCGCTG>Cp.23_26LLPL>L

Pat_08 Post-Resistance MMEL1 79258 37 1 2560819 2560821 In_Frame_Del DEL CAG - 7 54 c.103_105delCTG c.(103-105)CTGdel p.L35del

Pat_08 Post-Resistance MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 7 218 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_08 Post-Resistance C1orf173 127254 37 1 75037803 75037803 Frame_Shift_Del DEL G - 7 792 c.3591delC c.(3589-3591)TCCfs p.S1197fs

Pat_08 Post-Resistance GBP4 115361 37 1 89662859 89662861 In_Frame_Del DEL CCA - 8 447 c.167_169delTGGc.(166-171)GTGGCC>GCC p.V56del

Pat_08 Post-Resistance KIAA1324 57535 37 1 109727724 109727725 Frame_Shift_Del DEL AC - 9 791 c.1010_1011delAC c.(1009-1011)TACfs p.Y337fs

Pat_08 Post-Resistance LYZL2 119180 37 10 30900902 30900902 Frame_Shift_Del DEL T - 7 1631 c.567delA c.(565-567)AAAfs p.K189fs

Pat_08 Post-Resistance POLL 27343 37 10 103345131 103345133 In_Frame_Del DEL GGA - 7 103 c.513_515delTCCc.(511-516)CCTCCC>CCCp.171_172PP>P

Pat_08 Post-Resistance TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 10 400 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_08 Post-Resistance OR4D11 219986 37 11 59271848 59271848 Frame_Shift_Del DEL C - 8 1523 c.800delC c.(799-801)ACAfs p.T267fs

Pat_08 Post-Resistance TIGD3 220359 37 11 65123714 65123714 Frame_Shift_Del DEL C - 7 355 c.435delC c.(433-435)TTCfs p.F145fs

Pat_08 Post-Resistance PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 7 1060 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_08 Post-Resistance NEUROD4 58158 37 12 55421128 55421128 Frame_Shift_Del DEL C - 8 3752 c.905delC c.(904-906)ACCfs p.T302fs

Pat_08 Post-Resistance CUX2 23316 37 12 111760230 111760231 Frame_Shift_Del DEL GG - 4 8 c.2772_2773delGGc.(2770-2775)CTGGGCfs p.L924fs

Pat_08 Post-Resistance BRAP 8315 37 12 112121081 112121081 Frame_Shift_Del DEL T - 7 522 c.113delA c.(112-114)AAGfs p.K38fs

Pat_08 Post-Resistance PIWIL1 9271 37 12 130845801 130845801 Frame_Shift_Del DEL C - 107 193 c.1742delC c.(1741-1743)ACCfs p.T581fs

Pat_08 Post-Resistance C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 7 228 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_08 Post-Resistance EML1 2009 37 14 100367334 100367334 Frame_Shift_Del DEL T - 7 669 c.966delT c.(964-966)GGTfs p.G322fs

Pat_08 Post-Resistance ADAM6 8755 37 14 106774086 106774087 Splice_Site INS - AATACACG 8 25 c.15674_splice c.e430+1

Pat_08 Post-Resistance CLPX 10845 37 15 65450094 65450094 Frame_Shift_Del DEL T - 7 863 c.1047delA c.(1045-1047)AAAfs p.K349fs

Pat_08 Post-Resistance NUDT21 11051 37 16 56485066 56485066 Frame_Shift_Del DEL C - 7 794 c.49delG c.(49-51)GTCfs p.V17fs

Pat_08 Post-Resistance ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 7 633 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_08 Post-Resistance RANBP10 57610 37 16 67763279 67763281 In_Frame_Del DEL GAG - 8 101 c.1254_1256delCTC.(1252-1257)TCCTCG>TCGp.418_419SS>S

Pat_08 Post-Resistance MYOCD 93649 37 17 12647692 12647694 In_Frame_Del DEL CAG - 9 114 c.910_912delCAG c.(910-912)CAGdel p.Q310del

Pat_08 Post-Resistance BPTF 2186 37 17 65850118 65850118 Frame_Shift_Del DEL C - 158 336 c.676delC c.(676-678)CCCfs p.P226fs

Pat_08 Post-Resistance OR7E24 26648 37 19 9362007 9362007 Frame_Shift_Del DEL C - 8 421 c.288delC c.(286-288)GTCfs p.V96fs

Pat_08 Post-Resistance ZNF224 7767 37 19 44611162 44611162 Frame_Shift_Del DEL G - 7 745 c.849delG c.(847-849)ACGfs p.T283fs

Pat_08 Post-Resistance ZC3H4 23211 37 19 47572401 47572403 In_Frame_Del DEL CTC - 9 458 .2344_2346delGAG c.(2344-2346)GAGdel p.E782del

Pat_08 Post-Resistance CPT1C 126129 37 19 50203964 50203964 Frame_Shift_Del DEL G - 7 281 c.305delG c.(304-306)CGGfs p.R102fs

Pat_08 Post-Resistance SLC30A3 7781 37 2 27479380 27479380 Frame_Shift_Del DEL G - 7 536 c.892delC c.(892-894)CGCfs p.R298fs

Pat_08 Post-Resistance ZDBF2 57683 37 2 207174869 207174869 Frame_Shift_Del DEL A - 9 77 c.5617delA c.(5617-5619)AAAfs p.K1873fs

Pat_08 Post-Resistance RALGAPA2 57186 37 20 20527432 20527433 Frame_Shift_Ins INS - A 36 94 c.3200_3201insT c.(3199-3201)TTCfs p.F1067fs

Pat_08 Post-Resistance SFRS15 57466 37 21 33043971 33043972 Frame_Shift_Del DEL TC - 9 388 c.3184_3185delGA c.(3184-3186)GATfs p.D1062fs

Pat_08 Post-Resistance MN1 4330 37 22 28195625 28195627 In_Frame_Del DEL GCT - 8 40 c.905_907delAGCc.(904-909)CAGCCC>CCC p.Q302del

Pat_08 Post-Resistance SATB1 6304 37 3 18391133 18391135 In_Frame_Del DEL CTG - 11 118 .1819_1821delCAG c.(1819-1821)CAGdel p.Q607del

Pat_08 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 7 1794 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_08 Post-Resistance MYLK 4638 37 3 123368043 123368044 Splice_Site INS - G 8 340 c.4289_splice c.e25-1 p.E1430_splice

Pat_08 Post-Resistance TRIM59 286827 37 3 160156367 160156368 Frame_Shift_Ins INS - T 8 92 c.604_605insA c.(604-606)AGTfs p.S202fs

Pat_08 Post-Resistance SAMD7 344658 37 3 169646268 169646268 Frame_Shift_Del DEL G - 8 685 c.943delG c.(943-945)GGGfs p.G315fs

Pat_08 Post-Resistance FXR1 8087 37 3 180666228 180666228 Frame_Shift_Del DEL A - 9 252 c.364delA c.(364-366)AAAfs p.K122fs

Pat_08 Post-Resistance CRIPAK 285464 37 4 1388714 1388715 Frame_Shift_Del DEL CA - 8 968 c.415_416delCA c.(415-417)CACfs p.H139fs

Pat_08 Post-Resistance LIMCH1 22998 37 4 41648508 41648509 Frame_Shift_Del DEL GA - 7 291 c.1263_1264delGAc.(1261-1266)CGGAGAfs p.R421fs

Pat_08 Post-Resistance ENPEP 2028 37 4 111470502 111470503 In_Frame_Ins INS - AATACT 16 179 152_2153insAATA2152-2154)GAA>GAATACTp.718_719insY

Pat_08 Post-Resistance ITGA1 3672 37 5 52157315 52157315 Frame_Shift_Del DEL A - 9 422 c.217delA c.(217-219)AAAfs p.K73fs



Pat_08 Post-Resistance KCNN2 3781 37 5 113698631 113698632 In_Frame_Ins INS - GCC 8 20 c.159_160insGCC c.(157-162)insGCC p.58_59insA

Pat_08 Post-Resistance PCDHB12 56124 37 5 140589279 140589279 Frame_Shift_Del DEL G - 7 933 c.800delG c.(799-801)TGGfs p.W267fs

Pat_08 Post-Resistance DEK 7913 37 6 18264079 18264081 In_Frame_Del DEL TCC - 8 339 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_08 Post-Resistance ZBTB22 9278 37 6 33283522 33283522 Frame_Shift_Del DEL C - 7 1632 c.1172delG c.(1171-1173)GGTfs p.G391fs

Pat_08 Post-Resistance DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 7 210 .1353_1355delGG (1351-1356)GAGGAA>GAp.451_452EE>E

Pat_08 Post-Resistance SLC26A8 116369 37 6 35980013 35980013 Frame_Shift_Del DEL G - 7 1932 c.325delC c.(325-327)CAAfs p.Q109fs

Pat_08 Post-Resistance CUL9 23113 37 6 43173022 43173022 Frame_Shift_Del DEL T - 7 1570 c.4654delT c.(4654-4656)TACfs p.Y1552fs

Pat_08 Post-Resistance MEP1A 4224 37 6 46787424 46787424 Frame_Shift_Del DEL G - 8 1917 c.539delG c.(538-540)TGGfs p.W180fs

Pat_08 Post-Resistance GLCCI1 113263 37 7 8008992 8008994 In_Frame_Del DEL CCT - 8 129 c.11_13delCCT c.(10-15)GCCTCC>GCC p.S13del

Pat_08 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 10 999 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_08 Post-Resistance LIMK1 3984 37 7 73535323 73535323 Frame_Shift_Del DEL C - 7 1982 c.1725delC c.(1723-1725)TGCfs p.C575fs

Pat_08 Post-Resistance ZKSCAN5 23660 37 7 99103706 99103706 Frame_Shift_Del DEL C - 7 895 c.39delC c.(37-39)GACfs p.D13fs

Pat_08 Post-Resistance MLL5 55904 37 7 104750923 104750923 Splice_Site DEL G - 8 2137 c.3845_splice c.e25-1 p.G1282_splice

Pat_08 Post-Resistance SSPO 23145 37 7 149474083 149474083 Frame_Shift_Del DEL G - 9 982 c.293delG c.(292-294)TGGfs p.W98fs

Pat_08 Post-Resistance ANK1 286 37 8 41543694 41543695 Frame_Shift_Del DEL TG - 99 243 c.4365_4366delCA c.(4363-4368)GTCATCfs p.V1455fs

Pat_08 Post-Resistance HAS2 3037 37 8 122627104 122627104 Frame_Shift_Del DEL G - 8 1372 c.904delC c.(904-906)CAAfs p.Q302fs

Pat_08 Post-Resistance RLN2 6019 37 9 5304560 5304561 Frame_Shift_Ins INS - A 7 358 c.20_21insT c.(19-21)TTCfs p.F7fs

Pat_08 Post-Resistance NOL6 65083 37 9 33466939 33466939 Frame_Shift_Del DEL G - 12 1560 c.1921delC c.(1921-1923)CTGfs p.L641fs

Pat_08 Post-Resistance TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 11 83 .1659_1661delGG (1657-1662)GAGGAA>GAp.553_554EE>E

Pat_08 Post-Resistance FRMPD4 9758 37 X 12734864 12734864 Frame_Shift_Del DEL G - 7 816 c.2286delG c.(2284-2286)GTGfs p.V762fs

Pat_08 Post-Resistance HUWE1 10075 37 X 53589091 53589093 In_Frame_Del DEL TCC - 9 277 .7317_7319delGG (7315-7320)GAGGAA>GA2439_2440EE>

Pat_08 Post-Resistance ATRX 546 37 X 76907782 76907784 In_Frame_Del DEL TCC - 7 285 .4377_4379delGG (4375-4380)GAGGAA>GA1459_1460EE>

Pat_11 Pre-Treatment MFN2 9927 37 1 12052736 12052736 Frame_Shift_Del DEL T - 8 670 c.300delT c.(298-300)GCTfs p.A100fs

Pat_11 Pre-Treatment PTPRF 5792 37 1 44071946 44071948 In_Frame_Del DEL GCG - 8 323 .3519_3521delGCG(3517-3522)CAGCGG>CA p.R1178del

Pat_11 Pre-Treatment SNX7 51375 37 1 99167423 99167424 Frame_Shift_Del DEL TG - 7 386 c.1089_1090delTG c.(1087-1092)GTTGAAfs p.V363fs

Pat_11 Pre-Treatment SLC22A15 55356 37 1 116605457 116605457 Frame_Shift_Del DEL A - 8 745 c.1246delA c.(1246-1248)AACfs p.N416fs

Pat_11 Pre-Treatment ECM1 1893 37 1 150482151 150482151 Frame_Shift_Del DEL C - 9 965 c.136delC c.(136-138)CCCfs p.P46fs

Pat_11 Pre-Treatment LCE2A 353139 37 1 152671425 152671425 Frame_Shift_Del DEL C - 8 908 c.48delC c.(46-48)TGCfs p.C16fs

Pat_11 Pre-Treatment NPR1 4881 37 1 153659175 153659175 Frame_Shift_Del DEL C - 8 780 c.1812delC c.(1810-1812)GACfs p.D604fs

Pat_11 Pre-Treatment BCAN 63827 37 1 156626160 156626160 Frame_Shift_Del DEL G - 9 873 c.2029delG c.(2029-2031)GGGfs p.G677fs

Pat_11 Pre-Treatment TAGLN2 8407 37 1 159888725 159888725 Frame_Shift_Del DEL G - 7 419 c.465delC c.(463-465)TCCfs p.S155fs

Pat_11 Pre-Treatment PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 11 258 .1276_1277insAGG(1276-1278)AAG>AAGGAp.426_427insE

Pat_11 Pre-Treatment SRGAP2 23380 37 1 206603573 206603574 Splice_Site DEL GT - 7 685 c.1294_splice c.e11+1 p.G432_splice

Pat_11 Pre-Treatment RGS7 6000 37 1 240976980 240976980 Frame_Shift_Del DEL C - 7 287 c.894delG c.(892-894)TTGfs p.L298fs

Pat_11 Pre-Treatment SYT15 83849 37 10 46969401 46969403 In_Frame_Del DEL CAG - 9 94 c.58_60delCTG c.(58-60)CTGdel p.L21del

Pat_11 Pre-Treatment MKI67 4288 37 10 129902204 129902205 Frame_Shift_Del DEL TG - 7 122 c.7899_7900delCA c.(7897-7902)CACAAAfs p.H2633fs

Pat_11 Pre-Treatment NAT10 55226 37 11 34154601 34154601 Frame_Shift_Del DEL C - 8 626 c.1646delC c.(1645-1647)TCCfs p.S549fs

Pat_11 Pre-Treatment MYBPC3 4607 37 11 47372804 47372806 In_Frame_Del DEL TTG - 2 4 c.276_278delCAAc.(274-279)CTCAAG>CTG p.K93del

Pat_11 Pre-Treatment OR10Q1 219960 37 11 57996280 57996280 Frame_Shift_Del DEL G - 7 525 c.68delC c.(67-69)ACAfs p.T23fs

Pat_11 Pre-Treatment GANAB 23193 37 11 62393580 62393581 Frame_Shift_Del DEL TA - 10 1162 c.2681_2682delTA c.(2680-2682)ATAfs p.I894fs

Pat_11 Pre-Treatment SIK2 23235 37 11 111594527 111594529 In_Frame_Del DEL CAG - 7 352 .2455_2457delCAG c.(2455-2457)CAGdel p.Q822del

Pat_11 Pre-Treatment ZNF202 7753 37 11 123601205 123601205 Frame_Shift_Del DEL G - 8 857 c.392delC c.(391-393)CCAfs p.P131fs

Pat_11 Pre-Treatment PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 16 1063 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_11 Pre-Treatment PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 7 767 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_11 Pre-Treatment SLC4A8 9498 37 12 51865070 51865070 Splice_Site DEL G - 8 617 c.1659_splice c.e14-1 p.K553_splice

Pat_11 Pre-Treatment HOXC11 3227 37 12 54367179 54367180 Frame_Shift_Del DEL CC - 7 576 c.154_155delCC c.(154-156)CCCfs p.P52fs

Pat_11 Pre-Treatment SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 12 544 c.691_693delCTG c.(691-693)CTGdel p.L234del



Pat_11 Pre-Treatment TSPAN31 6302 37 12 58140401 58140402 Frame_Shift_Del DEL CA - 8 279 c.342_343delCA c.(340-345)GTCATGfs p.V114fs

Pat_11 Pre-Treatment OLFM4 10562 37 13 53624374 53624376 In_Frame_Del DEL ACA - 7 305 c.1001_1003delACAc.(1000-1005)TACAAC>TAC p.N337del

Pat_11 Pre-Treatment LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 9 283 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_11 Pre-Treatment ABCC4 10257 37 13 95887054 95887055 Frame_Shift_Del DEL CC - 2 4 c.340_341delGG c.(340-342)GGAfs p.G114fs

Pat_11 Pre-Treatment ZIC5 85416 37 13 100617727 100617727 Frame_Shift_Del DEL G - 7 486 c.1896delC c.(1894-1896)CCCfs p.P632fs

Pat_11 Pre-Treatment ZIC2 7546 37 13 100635008 100635010 In_Frame_Del DEL CCA - 8 126 c.690_692delCCAc.(688-693)GCCCAC>GCC p.H239del

Pat_11 Pre-Treatment COL4A2 1284 37 13 111156234 111156234 Frame_Shift_Del DEL C - 7 219 c.4179delC c.(4177-4179)ATCfs p.I1393fs

Pat_11 Pre-Treatment PABPN1 8106 37 14 23790952 23790953 Frame_Shift_Ins INS - C 2 4 c.274_275insC c.(274-276)GCCfs p.A92fs

Pat_11 Pre-Treatment DHRS4L2 317749 37 14 24464310 24464311 Frame_Shift_Del DEL CT - 7 914 c.376_377delCT c.(376-378)CTAfs p.L126fs

Pat_11 Pre-Treatment FMN1 342184 37 15 33149283 33149285 In_Frame_Del DEL CAC - 8 571 .3190_3192delGTG c.(3190-3192)GTGdel p.V1064del

Pat_11 Pre-Treatment JMJD7-PLA2G4B 8681 37 15 42138399 42138400 Splice_Site DEL AG - 8 258 c.1601_splice c.e17-1 p.D534_splice

Pat_11 Pre-Treatment NOX5 79400 37 15 69331226 69331226 Frame_Shift_Del DEL T - 7 357 c.1401delT c.(1399-1401)CCTfs p.P467fs

Pat_11 Pre-Treatment EFTUD1 79631 37 15 82450051 82450052 Splice_Site DEL AA - 7 468 c.2030_splice c.e17+1 p.R677_splice

Pat_11 Pre-Treatment NAGPA 51172 37 16 5083678 5083679 Frame_Shift_Del DEL GC - 10 105 c.137_138delGC c.(136-138)CGCfs p.R46fs

Pat_11 Pre-Treatment C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 7 294 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_11 Pre-Treatment VPS35 55737 37 16 46695735 46695735 Frame_Shift_Del DEL T - 10 260 c.2106delA c.(2104-2106)AAAfs p.K702fs

Pat_11 Pre-Treatment PLD2 5338 37 17 4720001 4720002 Frame_Shift_Del DEL TA - 7 845 c.1542_1543delTA c.(1540-1545)CTTATCfs p.L514fs

Pat_11 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 143 .2253_2255delCAC.(2251-2256)GTCACC>GT p.T762del

Pat_11 Pre-Treatment CHD3 1107 37 17 7788146 7788148 In_Frame_Del DEL GAG - 4 5 c.22_24delGAG c.(22-24)GAGdel p.E14del

Pat_11 Pre-Treatment TEKT3 64518 37 17 15234734 15234735 Frame_Shift_Del DEL TG - 10 134 c.168_169delCA c.(166-171)TACAAAfs p.Y56fs

Pat_11 Pre-Treatment SLC5A10 125206 37 17 18863872 18863872 Frame_Shift_Del DEL A - 8 806 c.360delA c.(358-360)TTAfs p.L120fs

Pat_11 Pre-Treatment ZNRF4 148066 37 19 5455868 5455868 Frame_Shift_Del DEL C - 9 441 c.366delC c.(364-366)GTCfs p.V122fs

Pat_11 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 9 1058 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_11 Pre-Treatment DMRTC2 63946 37 19 42353044 42353045 Splice_Site DEL GT - 7 348 c.628_splice c.e5+1 p.G210_splice

Pat_11 Pre-Treatment LHB 3972 37 19 49519948 49519950 In_Frame_Del DEL CAG - 7 390 c.37_39delCTG c.(37-39)CTGdel p.L13del

Pat_11 Pre-Treatment SHANK1 50944 37 19 51171736 51171738 In_Frame_Del DEL TGA - 7 389 c.3479_3481delTCA.(3478-3483)ATCAAG>AAG p.I1160del

Pat_11 Pre-Treatment ZNF814 730051 37 19 58385404 58385404 Frame_Shift_Del DEL T - 2 4 c.1354delA c.(1354-1356)AGGfs p.R452fs

Pat_11 Pre-Treatment KIF3C 3797 37 2 26203464 26203466 In_Frame_Del DEL GTT - 7 556 c.1321_1323delAAC c.(1321-1323)AACdel p.N441del

Pat_11 Pre-Treatment RAB11FIP5 26056 37 2 73303133 73303133 Frame_Shift_Del DEL G - 7 816 c.1746delC c.(1744-1746)ACCfs p.T582fs

Pat_11 Pre-Treatment WBP1 23559 37 2 74687543 74687543 Frame_Shift_Del DEL C - 7 330 c.545delC c.(544-546)GCCfs p.A182fs

Pat_11 Pre-Treatment ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 13 195 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_11 Pre-Treatment HOXD9 3235 37 2 176988002 176988002 Frame_Shift_Del DEL C - 2 4 c.506delC c.(505-507)GCCfs p.A169fs

Pat_11 Pre-Treatment SPHKAP 80309 37 2 228883847 228883848 Frame_Shift_Del DEL CA - 8 520 c.1722_1723delTGc.(1720-1725)GGTGAAfs p.G574fs

Pat_11 Pre-Treatment C20orf96 140680 37 20 257710 257712 In_Frame_Del DEL TTC - 7 734 c.798_800delGAAc.(796-801)AAGAAA>AAAp.266_267KK>K

Pat_11 Pre-Treatment IL10RB 3588 37 21 34668489 34668489 Frame_Shift_Del DEL T - 9 761 c.805delT c.(805-807)TTTfs p.F269fs

Pat_11 Pre-Treatment C21orf58 54058 37 21 47721986 47721988 In_Frame_Del DEL TGG - 4 9 c.894_896delCCA c.(892-897)CACCAT>CATp.298_299HH>H

Pat_11 Pre-Treatment MYH9 4627 37 22 36682821 36682821 Frame_Shift_Del DEL G - 8 544 c.5004delC c.(5002-5004)GCCfs p.A1668fs

Pat_11 Pre-Treatment TNRC6B 23112 37 22 40708591 40708591 Frame_Shift_Del DEL G - 8 565 c.4518delG c.(4516-4518)CTGfs p.L1506fs

Pat_11 Pre-Treatment MLC1 23209 37 22 50502593 50502595 In_Frame_Del DEL AGC - 7 125 c.927_929delGCT c.(925-930)CTGCTA>CTAp.309_310LL>L

Pat_11 Pre-Treatment TMEM40 55287 37 3 12778265 12778265 Frame_Shift_Del DEL G - 8 377 c.542delC c.(541-543)GCAfs p.A181fs

Pat_11 Pre-Treatment ZNF662 389114 37 3 42950290 42950290 Frame_Shift_Del DEL T - 8 636 c.40delT c.(40-42)TTTfs p.F14fs

Pat_11 Pre-Treatment FBXW12 285231 37 3 48420887 48420888 Splice_Site DEL CA - 7 746 c.616_splice c.e7-2 p.V206_splice

Pat_11 Pre-Treatment SEMA3F 6405 37 3 50214214 50214214 Frame_Shift_Del DEL A - 8 547 c.563delA c.(562-564)TACfs p.Y188fs

Pat_11 Pre-Treatment C3orf63 23272 37 3 56667435 56667436 Frame_Shift_Del DEL GA - 8 218 c.3200_3201delTC c.(3199-3201)TTCfs p.F1067fs

Pat_11 Pre-Treatment ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 7 269 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_11 Pre-Treatment GPR149 344758 37 3 154055553 154055553 Frame_Shift_Del DEL G - 7 605 c.2131delC c.(2131-2133)CAGfs p.Q711fs

Pat_11 Pre-Treatment PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 7 394 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del



Pat_11 Pre-Treatment CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 17 701 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_11 Pre-Treatment SLC34A2 10568 37 4 25673248 25673249 Frame_Shift_Del DEL CG - 8 1192 c.953_954delCG c.(952-954)TCGfs p.S318fs

Pat_11 Pre-Treatment PRDM5 11107 37 4 121738071 121738072 Frame_Shift_Del DEL TG - 8 353 c.658_659delCA c.(658-660)CAGfs p.Q220fs

Pat_11 Pre-Treatment BRD8 10902 37 5 137488268 137488269 Frame_Shift_Del DEL TC - 10 692 c.2758_2759delGA c.(2758-2760)GAAfs p.E920fs

Pat_11 Pre-Treatment HSPA9 3313 37 5 137902690 137902691 Frame_Shift_Del DEL CT - 7 393 c.878_879delAG c.(877-879)GAGfs p.E293fs

Pat_11 Pre-Treatment ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 11 22 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_11 Pre-Treatment MAP3K5 4217 37 6 136913692 136913694 In_Frame_Del DEL CTG - 8 292 .2937_2939delCAG.(2935-2940)AGCAGT>AGp.979_980SS>S

Pat_11 Pre-Treatment ARID1B 57492 37 6 157517438 157517438 Frame_Shift_Del DEL T - 8 438 c.3948delT c.(3946-3948)AGTfs p.S1316fs

Pat_11 Pre-Treatment TULP4 56995 37 6 158923337 158923337 Frame_Shift_Del DEL C - 10 675 c.2642delC c.(2641-2643)ACCfs p.T881fs

Pat_11 Pre-Treatment LIMK1 3984 37 7 73513509 73513509 Frame_Shift_Del DEL C - 10 1608 c.549delC c.(547-549)GACfs p.D183fs

Pat_11 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 7 548 c.796delG c.(796-798)GTCfs p.V266fs

Pat_11 Pre-Treatment AP1S1 1174 37 7 100802405 100802405 Frame_Shift_Del DEL G - 7 145 c.357delG c.(355-357)ATGfs p.M119fs

Pat_11 Pre-Treatment MOGAT3 346606 37 7 100842086 100842086 Frame_Shift_Del DEL G - 7 634 c.314delC c.(313-315)CCGfs p.P105fs

Pat_11 Pre-Treatment CUX1 1523 37 7 101845358 101845358 Frame_Shift_Del DEL C - 8 956 c.2781delC c.(2779-2781)GTCfs p.V927fs

Pat_11 Pre-Treatment SPDYE6 729597 37 7 101991235 101991236 Frame_Shift_Del DEL TG - 8 1233 c.687_688delCA c.(685-690)GTCATAfs p.V229fs

Pat_11 Pre-Treatment CTTNBP2 83992 37 7 117450827 117450827 Frame_Shift_Del DEL G - 7 1269 c.406delC c.(406-408)CAAfs p.Q136fs

Pat_11 Pre-Treatment GBX1 2636 37 7 150845991 150845991 Frame_Shift_Del DEL C - 7 463 c.777delG c.(775-777)GGGfs p.G259fs

Pat_11 Pre-Treatment XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 7 262 c.350delT c.(349-351)TTGfs p.L117fs

Pat_11 Pre-Treatment KIAA1967 57805 37 8 22472975 22472975 Frame_Shift_Del DEL C - 7 403 c.1243delC c.(1243-1245)CCCfs p.P415fs

Pat_11 Pre-Treatment PALM2-AKAP2 445815 37 9 112899247 112899247 Frame_Shift_Del DEL C - 53 82 c.2119delC c.(2119-2121)CCCfs p.P707fs

Pat_11 Pre-Treatment GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 9 113 .1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_11 Pre-Treatment GPR34 2857 37 X 41555610 41555610 Frame_Shift_Del DEL G - 2 4 c.724delG c.(724-726)GGGfs p.G242fs

Pat_11 Pre-Treatment GDI1 2664 37 X 153668286 153668287 Splice_Site DEL AG - 7 469 c.389_splice c.e5-1 p.N130_splice

Pat_11 Pre-Treatment PLXNA3 55558 37 X 153699572 153699572 Frame_Shift_Del DEL A - 8 504 c.5281delA c.(5281-5283)ACAfs p.T1761fs

Pat_11 Post-Resistance RERE 473 37 1 8716109 8716109 Frame_Shift_Del DEL T - 7 831 c.248delA c.(247-249)AAGfs p.K83fs

Pat_11 Post-Resistance MFN2 9927 37 1 12052736 12052736 Frame_Shift_Del DEL T - 8 887 c.300delT c.(298-300)GCTfs p.A100fs

Pat_11 Post-Resistance ZMYM4 9202 37 1 35846959 35846960 Frame_Shift_Ins INS - A 7 279 c.1281_1282insA c.(1279-1284)CTGAAAfs p.L427fs

Pat_11 Post-Resistance SNIP1 79753 37 1 38003368 38003370 In_Frame_Del DEL TCC - 8 628 c.1170_1172delGGA.(1168-1173)GAGGAA>GAp.390_391EE>E

Pat_11 Post-Resistance DAB1 1600 37 1 57537235 57537235 Frame_Shift_Del DEL T - 8 335 c.518delA c.(517-519)AAGfs p.K173fs

Pat_11 Post-Resistance PGM1 5236 37 1 64095210 64095210 Frame_Shift_Del DEL G - 7 821 c.361delG c.(361-363)GGGfs p.G121fs

Pat_11 Post-Resistance VANGL1 81839 37 1 116206586 116206586 Frame_Shift_Del DEL T - 8 350 c.509delT c.(508-510)CTTfs p.L170fs

Pat_11 Post-Resistance ZNF687 57592 37 1 151263487 151263487 Frame_Shift_Del DEL G - 9 685 c.3516delG c.(3514-3516)CTGfs p.L1172fs

Pat_11 Post-Resistance PSMB4 5692 37 1 151374040 151374040 Frame_Shift_Del DEL A - 7 1735 c.716delA c.(715-717)GAAfs p.E239fs

Pat_11 Post-Resistance SCAMP3 10067 37 1 155230129 155230129 Frame_Shift_Del DEL C - 8 918 c.380delG c.(379-381)GGCfs p.G127fs

Pat_11 Post-Resistance C1orf107 27042 37 1 210014267 210014267 Frame_Shift_Del DEL C - 8 780 c.1352delC c.(1351-1353)TCCfs p.S451fs

Pat_11 Post-Resistance MYO3A 53904 37 10 26417378 26417378 Frame_Shift_Del DEL A - 10 175 c.2173delA c.(2173-2175)AAAfs p.K725fs

Pat_11 Post-Resistance SLK 9748 37 10 105727547 105727549 In_Frame_Del DEL AGA - 10 316 c.44_46delAGA c.(43-48)GAGAAG>GAG p.K19del

Pat_11 Post-Resistance ADD3 120 37 10 111890224 111890225 Frame_Shift_Del DEL GT - 28 290 c.1712_1713delGT c.(1711-1713)CGTfs p.R571fs

Pat_11 Post-Resistance MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 14 263 .2441_2443delAGA(2440-2445)AAGAGC>AG p.K814del

Pat_11 Post-Resistance OR4D9 390199 37 11 59282479 59282479 Frame_Shift_Del DEL T - 7 664 c.94delT c.(94-96)TTTfs p.F32fs

Pat_11 Post-Resistance NOX4 50507 37 11 89106662 89106663 Splice_Site INS - A 22 611 c.1075_splice c.e12-1 p.C359_splice

Pat_11 Post-Resistance C11orf54 28970 37 11 93494710 93494710 Frame_Shift_Del DEL T - 7 983 c.804delT c.(802-804)CATfs p.H268fs

Pat_11 Post-Resistance BUD13 84811 37 11 116628987 116628987 Frame_Shift_Del DEL T - 10 1201 c.1497delA c.(1495-1497)AAAfs p.K499fs

Pat_11 Post-Resistance SIDT2 51092 37 11 117054525 117054527 In_Frame_Del DEL GTG - 10 571 c.733_735delGTG c.(733-735)GTGdel p.V249del

Pat_11 Post-Resistance BCL9L 283149 37 11 118773004 118773004 Frame_Shift_Del DEL G - 7 1028 c.1448delC c.(1447-1449)CCGfs p.P483fs

Pat_11 Post-Resistance CCDC153 283152 37 11 119061043 119061043 Frame_Shift_Del DEL G - 7 520 c.599delC c.(598-600)CCTfs p.P200fs

Pat_11 Post-Resistance VWF 7450 37 12 6128360 6128362 In_Frame_Del DEL CTT - 8 442 .4222_4224delAAG c.(4222-4224)AAGdel p.K1408del



Pat_11 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 9 923 c.93delC c.(91-93)ATCfs p.I31fs

Pat_11 Post-Resistance SMARCC2 6601 37 12 56559113 56559113 Frame_Shift_Del DEL G - 11 546 c.3128delC c.(3127-3129)CCTfs p.P1043fs

Pat_11 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 11 856 c.691_693delCTG c.(691-693)CTGdel p.L234del

Pat_11 Post-Resistance EP400 57634 37 12 132445252 132445253 Frame_Shift_Ins INS - C 8 134 c.88_89insC c.(88-90)GCCfs p.A30fs

Pat_11 Post-Resistance ZC3H13 23091 37 13 46553948 46553949 Frame_Shift_Del DEL CT - 11 1056 c.1911_1912delAG c.(1909-1914)AGAGATfs p.R637fs

Pat_11 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 16 1353 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_11 Post-Resistance CYSLTR2 57105 37 13 49281593 49281593 Frame_Shift_Del DEL T - 8 1173 c.640delT c.(640-642)TTTfs p.F214fs

Pat_11 Post-Resistance EBPL 84650 37 13 50235208 50235209 Frame_Shift_Ins INS - A 8 182 c.516_517insT c.(514-519)TTTAACfs p.F172fs

Pat_11 Post-Resistance DIS3 22894 37 13 73337684 73337684 Frame_Shift_Del DEL T - 10 405 c.2032delA c.(2032-2034)ATTfs p.I678fs

Pat_11 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 9 504 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_11 Post-Resistance ZIC2 7546 37 13 100635008 100635010 In_Frame_Del DEL CCA - 7 156 c.690_692delCCAc.(688-693)GCCCAC>GCC p.H239del

Pat_11 Post-Resistance FANCM 57697 37 14 45645955 45645955 Frame_Shift_Del DEL A - 7 164 c.3998delA c.(3997-3999)CAAfs p.Q1333fs

Pat_11 Post-Resistance ABHD12B 145447 37 14 51347190 51347190 Frame_Shift_Del DEL G - 8 553 c.356delG c.(355-357)CGGfs p.R119fs

Pat_11 Post-Resistance PTPN21 11099 37 14 88940113 88940113 Frame_Shift_Del DEL T - 10 421 c.2545delA c.(2545-2547)ATTfs p.I849fs

Pat_11 Post-Resistance BTBD7 55727 37 14 93761193 93761193 Frame_Shift_Del DEL T - 7 433 c.173delA c.(172-174)AAGfs p.K58fs

Pat_11 Post-Resistance CCNK 8812 37 14 99969244 99969246 In_Frame_Del DEL CAG - 10 650 c.934_936delCAG c.(934-936)CAGdel p.Q315del

Pat_11 Post-Resistance IREB2 3658 37 15 78755395 78755395 Frame_Shift_Del DEL T - 7 887 c.238delT c.(238-240)TTTfs p.F80fs

Pat_11 Post-Resistance CHRNA3 1136 37 15 78913068 78913070 In_Frame_Del DEL CAG - 3 3 c.67_69delCTG c.(67-69)CTGdel p.L23del

Pat_11 Post-Resistance TIGD7 91151 37 16 3350471 3350472 Frame_Shift_Ins INS - T 10 335 c.143_144insA c.(142-144)AATfs p.N48fs

Pat_11 Post-Resistance C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 8 310 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_11 Post-Resistance CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 11 1686 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_11 Post-Resistance CHD3 1107 37 17 7798765 7798765 Frame_Shift_Del DEL C - 8 677 c.1612delC c.(1612-1614)CCCfs p.P538fs

Pat_11 Post-Resistance GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 8 1342 c.863delC c.(862-864)CCGfs p.P288fs

Pat_11 Post-Resistance C18orf34 374864 37 18 30913143 30913143 Frame_Shift_Del DEL T - 10 105 c.874delA c.(874-876)ATGfs p.M292fs

Pat_11 Post-Resistance SNAPC2 6618 37 19 7986967 7986968 Frame_Shift_Ins INS - C 7 1080 c.420_421insC c.(418-423)AAGCCCfs p.K140fs

Pat_11 Post-Resistance NUDT19 390916 37 19 33200189 33200190 Frame_Shift_Del DEL CT - 11 751 c.813_814delCT c.(811-816)GCCTCTfs p.A271fs

Pat_11 Post-Resistance ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 11 1734 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_11 Post-Resistance ZNF566 84924 37 19 36940726 36940726 Frame_Shift_Del DEL C - 7 1490 c.410delG c.(409-411)GGAfs p.G137fs

Pat_11 Post-Resistance U2AF2 11338 37 19 56171899 56171901 In_Frame_Del DEL AGA - 7 241 c.248_250delAGAc.(247-252)GAGAAG>GAG p.K87del

Pat_11 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 7 410 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_11 Post-Resistance TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 9 444 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_11 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 10 262 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_11 Post-Resistance RIF1 55183 37 2 152320541 152320541 Frame_Shift_Del DEL A - 7 249 c.4507delA c.(4507-4509)AAAfs p.K1503fs

Pat_11 Post-Resistance HOXD8 3234 37 2 176995458 176995458 Frame_Shift_Del DEL C - 7 1018 c.364delC c.(364-366)CCCfs p.P122fs

Pat_11 Post-Resistance DNAH7 56171 37 2 196801374 196801374 Frame_Shift_Del DEL A - 8 226 c.3221delT c.(3220-3222)TTGfs p.L1074fs

Pat_11 Post-Resistance ALS2CR11 151254 37 2 202352352 202352352 Frame_Shift_Del DEL T - 7 203 c.1855delA c.(1855-1857)ATTfs p.I619fs

Pat_11 Post-Resistance CRYGA 1418 37 2 209025577 209025577 Frame_Shift_Del DEL C - 11 810 c.476delG c.(475-477)GGTfs p.G159fs

Pat_11 Post-Resistance PRDM15 63977 37 21 43221415 43221417 In_Frame_Del DEL CTG - 9 570 .4507_4509delCAG c.(4507-4509)CAGdel p.Q1503del

Pat_11 Post-Resistance CECR6 27439 37 22 17601300 17601302 In_Frame_Del DEL CCA - 10 253 c.716_718delTGGc.(715-720)GTGGGC>GGC p.V239del

Pat_11 Post-Resistance MICAL3 57553 37 22 18314825 18314827 In_Frame_Del DEL CTC - 7 98 .2848_2850delGAG c.(2848-2850)GAGdel p.E950del

Pat_11 Post-Resistance SREBF2 6721 37 22 42271637 42271637 Frame_Shift_Del DEL C - 7 605 c.1295delC c.(1294-1296)TCCfs p.S432fs

Pat_11 Post-Resistance BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 9 181 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_11 Post-Resistance CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 12 718 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_11 Post-Resistance XIRP1 165904 37 3 39228955 39228958 Frame_Shift_Del DEL TGTC - 9 249 1979_1982delGACc.(1978-1983)AGACACfs p.R660fs

Pat_11 Post-Resistance DOCK3 1795 37 3 51417604 51417604 Frame_Shift_Del DEL C - 7 312 c.5549delC c.(5548-5550)ACCfs p.T1850fs

Pat_11 Post-Resistance VPRBP 9730 37 3 51457448 51457448 Frame_Shift_Del DEL T - 7 1450 c.2976delA c.(2974-2976)AAAfs p.K992fs

Pat_11 Post-Resistance FILIP1L 11259 37 3 99568272 99568273 Frame_Shift_Ins INS - T 13 397 c.2247_2248insA c.(2245-2250)AAACTAfs p.K749fs



Pat_11 Post-Resistance WWTR1 25937 37 3 149260194 149260196 In_Frame_Del DEL CTG - 10 281 c.697_699delCAG c.(697-699)CAGdel p.Q233del

Pat_11 Post-Resistance ATP13A3 79572 37 3 194147849 194147850 Frame_Shift_Ins INS - A 11 308 c.3079_3080insT c.(3079-3081)TGGfs p.W1027fs

Pat_11 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 12 535 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_11 Post-Resistance CRIPAK 285464 37 4 1388930 1388931 Frame_Shift_Ins INS - CA 9 42 c.631_632insCA c.(631-633)TCAfs p.S211fs

Pat_11 Post-Resistance FAM193A 8603 37 4 2698177 2698177 Frame_Shift_Del DEL A - 8 241 c.2491delA c.(2491-2493)AAAfs p.K831fs

Pat_11 Post-Resistance TBC1D1 23216 37 4 38020014 38020014 Frame_Shift_Del DEL A - 7 409 c.922delA c.(922-924)AAAfs p.K308fs

Pat_11 Post-Resistance WDFY3 23001 37 4 85611708 85611709 Frame_Shift_Del DEL CA - 12 511 c.9313_9314delTG c.(9313-9315)TGGfs p.W3105fs

Pat_11 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 7 257 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_11 Post-Resistance NPNT 255743 37 4 106863682 106863684 In_Frame_Del DEL CCA - 7 466 c.982_984delCCA c.(982-984)CCAdel p.P333del

Pat_11 Post-Resistance EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 9 397 c.227delT c.(226-228)CTTfs p.L76fs

Pat_11 Post-Resistance FRG1 2483 37 4 190876218 190876219 Frame_Shift_Ins INS - AT 8 628 c.344_345insAT c.(343-345)AAAfs p.K115fs

Pat_11 Post-Resistance C5orf23 79614 37 5 32789822 32789823 Frame_Shift_Del DEL GT - 9 289 c.315_316delGT c.(313-318)GGGTGTfs p.G105fs

Pat_11 Post-Resistance C9 735 37 5 39341300 39341301 Frame_Shift_Ins INS - G 7 389 c.423_424insC c.(421-426)CCCTGCfs p.P141fs

Pat_11 Post-Resistance ADAMTS6 11174 37 5 64569170 64569170 Frame_Shift_Del DEL T - 10 835 c.1617delA c.(1615-1617)AAAfs p.K539fs

Pat_11 Post-Resistance TAF9 6880 37 5 68660786 68660788 In_Frame_Del DEL TCA - 7 273 c.777_779delTGAc.(775-780)GATGAC>GACp.259_260DD>D

Pat_11 Post-Resistance ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 8 39 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_11 Post-Resistance BAT1 7919 37 6 31504446 31504446 Frame_Shift_Del DEL A - 7 246 c.447delT c.(445-447)TTTfs p.F149fs

Pat_11 Post-Resistance BAT4 7918 37 6 31631854 31631854 Frame_Shift_Del DEL C - 7 487 c.402delG c.(400-402)GGGfs p.G134fs

Pat_11 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 10 1393 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_11 Post-Resistance TMEM63B 55362 37 6 44122157 44122159 In_Frame_Del DEL CTG - 7 486 .2282_2284delCTG.(2281-2286)ACTGCT>AC p.A764del

Pat_11 Post-Resistance DST 667 37 6 56510689 56510690 Frame_Shift_Del DEL TC - 7 542 c.1653_1654delGAc.(1651-1656)GAGAAGfs p.E551fs

Pat_11 Post-Resistance TTK 7272 37 6 80751896 80751897 Frame_Shift_Ins INS - A 9 366 c.2551_2552insA c.(2551-2553)GAAfs p.E851fs

Pat_11 Post-Resistance TPBG 7162 37 6 83075190 83075190 Frame_Shift_Del DEL C - 7 1066 c.512delC c.(511-513)GCCfs p.A171fs

Pat_11 Post-Resistance SEC63 11231 37 6 108214774 108214774 Frame_Shift_Del DEL T - 7 126 c.1586delA c.(1585-1587)AAGfs p.K529fs

Pat_11 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 11 332 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_11 Post-Resistance PKD1L1 168507 37 7 47852764 47852764 Frame_Shift_Del DEL C - 10 1057 c.7301delG c.(7300-7302)GGCfs p.G2434fs

Pat_11 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 11 1019 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_11 Post-Resistance EPHB4 2050 37 7 100410591 100410591 Frame_Shift_Del DEL C - 7 1255 c.1896delG c.(1894-1896)GGGfs p.G632fs

Pat_11 Post-Resistance MOGAT3 346606 37 7 100841562 100841562 Frame_Shift_Del DEL C - 8 440 c.578delG c.(577-579)GGTfs p.G193fs

Pat_11 Post-Resistance SLC26A3 1811 37 7 107432325 107432325 Frame_Shift_Del DEL A - 8 640 c.332delT c.(331-333)TTCfs p.F111fs

Pat_11 Post-Resistance LAMB4 22798 37 7 107763584 107763584 Frame_Shift_Del DEL A - 7 787 c.26delT c.(25-27)TTGfs p.L9fs

Pat_11 Post-Resistance WASL 8976 37 7 123332839 123332841 In_Frame_Del DEL AGG - 9 314 c.907_909delCCT c.(907-909)CCTdel p.P303del

Pat_11 Post-Resistance SLC13A4 26266 37 7 135378949 135378951 In_Frame_Del DEL TCT - 8 709 .1052_1054delAGA.(1051-1056)AAGACC>AC p.K351del

Pat_11 Post-Resistance SVOPL 136306 37 7 138312996 138312996 Frame_Shift_Del DEL C - 7 745 c.976delG c.(976-978)GACfs p.D326fs

Pat_11 Post-Resistance ZC3HAV1 56829 37 7 138732539 138732539 Frame_Shift_Del DEL T - 7 925 c.2510delA c.(2509-2511)AACfs p.N837fs

Pat_11 Post-Resistance EPHA1 2041 37 7 143104714 143104714 Frame_Shift_Del DEL G - 7 4115 c.140delC c.(139-141)CCAfs p.P47fs

Pat_11 Post-Resistance BNIP3L 665 37 8 26240684 26240686 In_Frame_Del DEL ACA - 9 282 c.38_40delACA c.(37-42)CACAAC>CAC p.N18del

Pat_11 Post-Resistance PBK 55872 37 8 27668477 27668479 In_Frame_Del DEL TCA - 7 317 c.768_770delTGAc.(766-771)GATGAA>GAA p.D256del

Pat_11 Post-Resistance BHLHE22 27319 37 8 65493617 65493618 In_Frame_Ins INS - GGC 3 3 c.270_271insGGC c.(268-273)insGGC p.97_98insG

Pat_11 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 10 1137 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_11 Post-Resistance LRRCC1 85444 37 8 86038947 86038948 Frame_Shift_Del DEL AG - 7 263 c.1296_1297delAGc.(1294-1299)CAAGAGfs p.Q432fs

Pat_11 Post-Resistance CYP11B2 1585 37 8 143993951 143993953 In_Frame_Del DEL GCA - 9 224 .1391_1393delTGC.(1390-1395)CTGCAC>CA p.L464del

Pat_11 Post-Resistance PALM2-AKAP2 445815 37 9 112899247 112899247 Frame_Shift_Del DEL C - 54 62 c.2119delC c.(2119-2121)CCCfs p.P707fs

Pat_11 Post-Resistance SNAPC4 6621 37 9 139277995 139277997 In_Frame_Del DEL GCT - 8 10 .1624_1626delAGC c.(1624-1626)AGCdel p.S542del

Pat_11 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 14 144 .2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_11 Post-Resistance ATRX 546 37 X 76931742 76931744 In_Frame_Del DEL TCA - 7 328 c.3786_3788delTGA.(3784-3789)GATGAC>GA1262_1263DD>

Pat_11 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 13 810 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del



Pat_11 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 10 97 c.475_477delGAG c.(475-477)GAGdel p.E165del

Pat_11 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 10 224 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_16 Post-Resistance CLSTN1 22883 37 1 9790726 9790728 In_Frame_Del DEL TCC - 10 142 .2784_2786delGG (2782-2787)GAGGAA>GAp.928_929EE>E

Pat_16 Post-Resistance AADACL3 126767 37 1 12785494 12785494 Frame_Shift_Del DEL G - 8 322 c.584delG c.(583-585)TGTfs p.C195fs

Pat_16 Post-Resistance ATP13A2 23400 37 1 17313000 17313002 In_Frame_Del DEL CAG - 8 252 .3361_3363delCTG c.(3361-3363)CTGdel p.L1121del

Pat_16 Post-Resistance PADI4 23569 37 1 17672605 17672606 Frame_Shift_Ins INS - A 8 350 c.1018_1019insA c.(1018-1020)GAGfs p.E340fs

Pat_16 Post-Resistance UBXN11 91544 37 1 26608843 26608844 In_Frame_Ins INS - GGGACA 8 68 509_1510insTGTCc.(1507-1512)insTGTCCCp.503_504insCP

Pat_16 Post-Resistance ARID1A 8289 37 1 27100182 27100184 In_Frame_Del DEL GCA - 7 290 .3978_3980delGCA(3976-3981)CCGCAG>CC p.Q1334del

Pat_16 Post-Resistance TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 22 469 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_16 Post-Resistance PTPRF 5792 37 1 44071946 44071948 In_Frame_Del DEL GCG - 10 264 .3519_3521delGCG(3517-3522)CAGCGG>CA p.R1178del

Pat_16 Post-Resistance FOXD2 2306 37 1 47904370 47904371 Frame_Shift_Ins INS - C 7 1449 c.563_564insC c.(562-564)ATCfs p.I188fs

Pat_16 Post-Resistance TCHH 7062 37 1 152083818 152083820 In_Frame_Del DEL CGG - 9 139 .1873_1875delCCG c.(1873-1875)CCGdel p.P625del

Pat_16 Post-Resistance CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 9 311 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_16 Post-Resistance CDC73 79577 37 1 193111146 193111147 Frame_Shift_Del DEL AG - 7 283 c.679_680delAG c.(679-681)AGAfs p.R227fs

Pat_16 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 12 1087 c.394delC c.(394-396)CCCfs p.P132fs

Pat_16 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 9 697 .2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_16 Post-Resistance KIAA1462 57608 37 10 30318585 30318585 Frame_Shift_Del DEL C - 8 798 c.492delG c.(490-492)ATGfs p.M164fs

Pat_16 Post-Resistance NFKB2 4791 37 10 104158163 104158163 Frame_Shift_Del DEL C - 8 1210 c.874delC c.(874-876)CCCfs p.P292fs

Pat_16 Post-Resistance ADAM12 8038 37 10 127737897 127737897 Frame_Shift_Del DEL C - 8 652 c.1851delG c.(1849-1851)GGGfs p.G617fs

Pat_16 Post-Resistance KRTAP5-5 439915 37 11 1651199 1651200 In_Frame_Ins INS - CTGTGGCT 92 89 130insGGCTGTGG27-132)insGGCTGTGGCT.43_44insGCG

Pat_16 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 10 459 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_16 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 10 252 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_16 Post-Resistance PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 12 477 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_16 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 7 683 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_16 Post-Resistance ESPL1 9700 37 12 53683876 53683877 Frame_Shift_Del DEL TG - 7 219 c.5121_5122delTG c.(5119-5124)ACTGTGfs p.T1707fs

Pat_16 Post-Resistance GPR182 11318 37 12 57389063 57389063 Frame_Shift_Del DEL G - 7 423 c.70delG c.(70-72)GGAfs p.G24fs

Pat_16 Post-Resistance NCOR2 9612 37 12 124848228 124848228 Frame_Shift_Del DEL G - 8 553 c.2925delC c.(2923-2925)CCCfs p.P975fs

Pat_16 Post-Resistance PABPC3 5042 37 13 25671804 25671806 In_Frame_Del DEL GCT - 10 183 .1468_1470delGC c.(1468-1470)GCTdel p.A496del

Pat_16 Post-Resistance WASF3 10810 37 13 27257023 27257023 Frame_Shift_Del DEL C - 7 795 c.1263delC c.(1261-1263)GGCfs p.G421fs

Pat_16 Post-Resistance B3GALTL 145173 37 13 31803392 31803392 Frame_Shift_Del DEL A - 9 256 c.231delA c.(229-231)TTAfs p.L77fs

Pat_16 Post-Resistance C14orf4 64207 37 14 77493792 77493794 In_Frame_Del DEL TGT - 8 65 c.342_344delACAc.(340-345)CAACAG>CAGp.114_115QQ>Q

Pat_16 Post-Resistance RIN3 79890 37 14 93118772 93118772 Frame_Shift_Del DEL C - 8 373 c.1378delC c.(1378-1380)CCCfs p.P460fs

Pat_16 Post-Resistance SPG11 80208 37 15 44876678 44876679 Frame_Shift_Ins INS - T 16 82 c.5199_5200insA c.(5197-5202)AAATGCfs p.K1733fs

Pat_16 Post-Resistance SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 10 272 .1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_16 Post-Resistance IL32 9235 37 16 3119304 3119305 Frame_Shift_Ins INS - G 8 771 c.653_654insG c.(652-654)GACfs p.D218fs

Pat_16 Post-Resistance C16orf71 146562 37 16 4796953 4796955 In_Frame_Del DEL GAG - 10 53 .1207_1209delGAG c.(1207-1209)GAGdel p.E409del

Pat_16 Post-Resistance SLC5A11 115584 37 16 24921737 24921739 In_Frame_Del DEL CAG - 10 366 .1761_1763delCAG(1759-1764)GCCAGC>GC p.S592del

Pat_16 Post-Resistance ADCY7 113 37 16 50324522 50324522 Frame_Shift_Del DEL A - 8 293 c.326delA c.(325-327)TATfs p.Y109fs

Pat_16 Post-Resistance HSD11B2 3291 37 16 67470245 67470245 Frame_Shift_Del DEL G - 8 1012 c.758delG c.(757-759)TGGfs p.W253fs

Pat_16 Post-Resistance EDC4 23644 37 16 67913786 67913788 In_Frame_Del DEL AGC - 11 191 .1855_1857delAGC c.(1855-1857)AGCdel p.S629del

Pat_16 Post-Resistance ZFHX3 463 37 16 72821594 72821596 In_Frame_Del DEL GCC - 7 321 0579_10581delGGc.(10579-10581)GGCdel p.G3527del

Pat_16 Post-Resistance CMIP 80790 37 16 81735318 81735319 Frame_Shift_Del DEL GC - 8 1847 c.1809_1810delGCc.(1807-1812)CTGCAGfs p.L603fs

Pat_16 Post-Resistance SMCR7 125170 37 17 18167778 18167780 In_Frame_Del DEL GCT - 8 152 .1065_1067delGC(1063-1068)CGGCTG>CG p.L360del

Pat_16 Post-Resistance FBXO47 494188 37 17 37101376 37101376 Frame_Shift_Del DEL T - 56 179 c.630delA c.(628-630)AAAfs p.K210fs

Pat_16 Post-Resistance FKBP10 60681 37 17 39975559 39975559 Frame_Shift_Del DEL C - 7 200 c.825delC c.(823-825)CTCfs p.L275fs

Pat_16 Post-Resistance EFTUD2 9343 37 17 42928700 42928701 Frame_Shift_Ins INS - A 8 870 c.2860_2861insT c.(2860-2862)GATfs p.D954fs

Pat_16 Post-Resistance SP2 6668 37 17 45993612 45993612 Frame_Shift_Del DEL C - 7 1330 c.175delC c.(175-177)CCCfs p.P59fs



Pat_16 Post-Resistance KIAA0195 9772 37 17 73491062 73491063 Frame_Shift_Ins INS - C 7 566 c.2675_2676insC c.(2674-2676)ATCfs p.I892fs

Pat_16 Post-Resistance EVI5L 115704 37 19 7917989 7917989 Frame_Shift_Del DEL C - 7 2010 c.1005delC c.(1003-1005)ATCfs p.I335fs

Pat_16 Post-Resistance CARM1 10498 37 19 11022887 11022887 Frame_Shift_Del DEL G - 8 1775 c.586delG c.(586-588)GGGfs p.G196fs

Pat_16 Post-Resistance OR7A5 26659 37 19 14938205 14938205 Frame_Shift_Del DEL G - 7 515 c.849delC c.(847-849)CCCfs p.P283fs

Pat_16 Post-Resistance DMKN 93099 37 19 36002362 36002412 In_Frame_Del DEL CCACTGCTG - 29 40 TGGCGGCAGCAGTGGCGGCAGCAGTGGCGGSSSGGSSG

Pat_16 Post-Resistance SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 7 933 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_16 Post-Resistance C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 25 1505 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_16 Post-Resistance CADM4 199731 37 19 44127492 44127492 Frame_Shift_Del DEL A - 162 258 c.1157delT c.(1156-1158)TTCfs p.F386fs

Pat_16 Post-Resistance NUCB1 4924 37 19 49425109 49425111 In_Frame_Del DEL AGC - 8 291 .1199_1201delAGC.(1198-1203)AAGCAG>AA p.Q407del

Pat_16 Post-Resistance U2AF2 11338 37 19 56171899 56171901 In_Frame_Del DEL AGA - 9 401 c.248_250delAGAc.(247-252)GAGAAG>GAG p.K87del

Pat_16 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 7 183 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_16 Post-Resistance OTX1 5013 37 2 63283259 63283261 In_Frame_Del DEL CCA - 7 435 c.873_875delCCAc.(871-876)GGCCAC>GGC p.H301del

Pat_16 Post-Resistance TGOLN2 10618 37 2 85554289 85554289 Frame_Shift_Del DEL G - 8 1425 c.566delC c.(565-567)CCAfs p.P189fs

Pat_16 Post-Resistance DNAH7 56171 37 2 196788374 196788374 Frame_Shift_Del DEL T - 11 146 c.3770delA c.(3769-3771)AATfs p.N1257fs

Pat_16 Post-Resistance CCNYL1 151195 37 2 208611842 208611843 Frame_Shift_Del DEL GG - 7 297 c.558_559delGG c.(556-561)CTGGGAfs p.L186fs

Pat_16 Post-Resistance CRYGA 1418 37 2 209025577 209025577 Frame_Shift_Del DEL C - 12 572 c.476delG c.(475-477)GGTfs p.G159fs

Pat_16 Post-Resistance ABCB6 10058 37 2 220078193 220078194 Frame_Shift_Del DEL TC - 7 1266 c.1686_1687delGAc.(1684-1689)GAGAACfs p.E562fs

Pat_16 Post-Resistance GINS1 9837 37 20 25422397 25422397 Frame_Shift_Del DEL A - 7 143 c.507delA c.(505-507)TTAfs p.L169fs

Pat_16 Post-Resistance LPIN3 64900 37 20 39977799 39977799 Frame_Shift_Del DEL C - 7 711 c.625delC c.(625-627)CCCfs p.P209fs

Pat_16 Post-Resistance SLC19A1 6573 37 21 46951916 46951918 In_Frame_Del DEL CAG - 7 119 c.334_336delCTG c.(334-336)CTGdel p.L112del

Pat_16 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 8 379 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_16 Post-Resistance NEFH 4744 37 22 29885859 29885876 In_Frame_Del DEL GTCCCCAG - 135 241 delGCTAAGTCCC247)GCTAAGTCCCCAGA.AKSPEK750d

Pat_16 Post-Resistance SREBF2 6721 37 22 42262949 42262951 In_Frame_Del DEL GCA - 7 168 c.203_205delGCAc.(202-207)GGCAGC>GGC p.S74del

Pat_16 Post-Resistance CACNA1D 776 37 3 53529193 53529195 Translation_Start_Site DEL GAT - 11 363

Pat_16 Post-Resistance PCOLCE2 26577 37 3 142542392 142542392 Frame_Shift_Del DEL A - 281 157 c.931delT c.(931-933)TATfs p.Y311fs

Pat_16 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 10 348 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_16 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 10 1861 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_16 Post-Resistance PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 17 277 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_16 Post-Resistance TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 8 1011 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_16 Post-Resistance FKBPL 63943 37 6 32097086 32097086 Frame_Shift_Del DEL C - 7 1657 c.472delG c.(472-474)GAGfs p.E158fs

Pat_16 Post-Resistance FOXP4 116113 37 6 41557781 41557781 Frame_Shift_Del DEL C - 7 314 c.1230delC c.(1228-1230)CACfs p.H410fs

Pat_16 Post-Resistance CUL7 9820 37 6 43011212 43011212 Frame_Shift_Del DEL G - 9 475 c.3329delC c.(3328-3330)CCTfs p.P1110fs

Pat_16 Post-Resistance SNAP91 9892 37 6 84285768 84285768 Frame_Shift_Del DEL A - 2 4 c.2304delT c.(2302-2304)CTTfs p.L768fs

Pat_16 Post-Resistance FOXK1 221937 37 7 4798771 4798771 Frame_Shift_Del DEL C - 7 1249 c.1334delC c.(1333-1335)TCCfs p.S445fs

Pat_16 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 8 1232 .1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_16 Post-Resistance DFNA5 1687 37 7 24749939 24749940 Frame_Shift_Del DEL CC - 7 416 c.765_766delGG c.(763-768)CTGGACfs p.L255fs

Pat_16 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 10 175 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_16 Post-Resistance POLM 27434 37 7 44120414 44120414 Frame_Shift_Del DEL G - 7 433 c.290delC c.(289-291)CCAfs p.P97fs

Pat_16 Post-Resistance KRIT1 889 37 7 91864157 91864157 Frame_Shift_Del DEL T - 8 477 c.810delA c.(808-810)AAAfs p.K270fs

Pat_16 Post-Resistance TAF6 6878 37 7 99705124 99705124 Frame_Shift_Del DEL G - 7 1072 c.1779delC c.(1777-1779)CCCfs p.P593fs

Pat_16 Post-Resistance PUS7 54517 37 7 105122810 105122810 Frame_Shift_Del DEL T - 7 959 c.998delA c.(997-999)AACfs p.N333fs

Pat_16 Post-Resistance MDFIC 29969 37 7 114562639 114562641 In_Frame_Del DEL GAG - 13 82 c.168_170delGAGc.(166-171)AAGAGG>AAG p.R62del

Pat_16 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 7 830 c.528delT c.(526-528)AATfs p.N176fs

Pat_16 Post-Resistance BNIP3L 665 37 8 26240684 26240686 In_Frame_Del DEL ACA - 7 392 c.38_40delACA c.(37-42)CACAAC>CAC p.N18del

Pat_16 Post-Resistance ST18 9705 37 8 53062481 53062482 Frame_Shift_Ins INS - T 7 247 c.1862_1863insA c.(1861-1863)AATfs p.N621fs

Pat_16 Post-Resistance PABPC1 26986 37 8 101724994 101724995 Frame_Shift_Ins INS - A 7 120 c.761_762insT c.(760-762)AAGfs p.K254fs

Pat_16 Post-Resistance ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 8 65 c.2637_2639delCTC.(2635-2640)TCCTCA>TCAp.879_880SS>S



Pat_16 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 9 162 .2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_16 Post-Resistance RBM10 8241 37 X 47030467 47030469 In_Frame_Del DEL GGC - 7 145 c.242_244delGGCc.(241-246)AGGCGG>AGGp.81_82RR>R

Pat_16 Post-Resistance NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DEL TCGAGGCA - 13 29

Pat_16 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 7 781 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_16 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 9 600 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_16 Pre-Treatment WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 8 539 c.89delA c.(88-90)AAGfs p.K30fs

Pat_16 Pre-Treatment TYW3 127253 37 1 75229742 75229744 In_Frame_Del DEL ATG - 7 421 c.725_727delATG c.(724-729)AATGAT>AAT p.D247del

Pat_16 Pre-Treatment CLCA4 22802 37 1 87029432 87029432 Frame_Shift_Del DEL A - 8 322 c.537delA c.(535-537)TCAfs p.S179fs

Pat_16 Pre-Treatment GBP5 115362 37 1 89735095 89735096 Frame_Shift_Del DEL GC - 7 1057 c.143_144delGC c.(142-144)CGCfs p.R48fs

Pat_16 Pre-Treatment SLC16A1 6566 37 1 113471890 113471890 Frame_Shift_Del DEL G - 7 367 c.41delC c.(40-42)CCAfs p.P14fs

Pat_16 Pre-Treatment BCAN 63827 37 1 156626160 156626160 Frame_Shift_Del DEL G - 8 771 c.2029delG c.(2029-2031)GGGfs p.G677fs

Pat_16 Pre-Treatment PEAR1 375033 37 1 156884483 156884483 Frame_Shift_Del DEL C - 7 278 c.3007delC c.(3007-3009)CCCfs p.P1003fs

Pat_16 Pre-Treatment OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 7 957 c.259delG c.(259-261)GGGfs p.G87fs

Pat_16 Pre-Treatment SMG7 9887 37 1 183515266 183515267 Frame_Shift_Ins INS - A 8 164 c.2536_2537insA c.(2536-2538)GAAfs p.E846fs

Pat_16 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 12 592 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_16 Pre-Treatment RAB7L1 8934 37 1 205741633 205741633 Frame_Shift_Del DEL C - 7 1484 c.187delG c.(187-189)GATfs p.D63fs

Pat_16 Pre-Treatment OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 11 215 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_16 Pre-Treatment C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 7 398 c.259delA c.(259-261)AAAfs p.K87fs

Pat_16 Pre-Treatment ENO2 2026 37 12 7031245 7031245 Frame_Shift_Del DEL G - 7 1029 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_16 Pre-Treatment CLEC4A 50856 37 12 8281937 8281937 Frame_Shift_Del DEL A - 11 150 c.277delA c.(277-279)AAAfs p.K93fs

Pat_16 Pre-Treatment CAND1 55832 37 12 67699692 67699692 Frame_Shift_Del DEL G - 8 488 c.2244delG c.(2242-2244)CAGfs p.Q748fs

Pat_16 Pre-Treatment EP400 57634 37 12 132491394 132491394 Frame_Shift_Del DEL T - 7 253 c.3276delT c.(3274-3276)GCTfs p.A1092fs

Pat_16 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 7 591 .1503_1505delGCA.(1501-1506)CAGCAA>CA.501_502QQ>Q

Pat_16 Pre-Treatment FBXL3 26224 37 13 77581683 77581683 Frame_Shift_Del DEL A - 7 244 c.884delT c.(883-885)TTAfs p.L295fs

Pat_16 Pre-Treatment MYCBP2 23077 37 13 77641917 77641917 Frame_Shift_Del DEL G - 8 903 c.12140delC c.(12139-12141)CCAfs p.P4047fs

Pat_16 Pre-Treatment ERCC5 2073 37 13 103524612 103524612 Frame_Shift_Del DEL A - 12 236 c.2743delA c.(2743-2745)AAAfs p.K915fs

Pat_16 Pre-Treatment SPG11 80208 37 15 44876678 44876679 Frame_Shift_Ins INS - T 14 100 c.5199_5200insA c.(5197-5202)AAATGCfs p.K1733fs

Pat_16 Pre-Treatment DMXL2 23312 37 15 51758424 51758424 Frame_Shift_Del DEL A - 7 486 c.7474delT c.(7474-7476)TCAfs p.S2492fs

Pat_16 Pre-Treatment RNF111 54778 37 15 59359142 59359144 In_Frame_Del DEL CAC - 7 568 .1546_1548delCAC c.(1546-1548)CACdel p.H520del

Pat_16 Pre-Treatment SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 8 252 .1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_16 Pre-Treatment POLG 5428 37 15 89876828 89876833 In_Frame_Del DEL TGCTGC - 8 52 153_158delGCAGC151-159)CAGCAGCAA>CAp.51_53QQQ>Q

Pat_16 Pre-Treatment IL27 246778 37 16 28511176 28511178 In_Frame_Del DEL CTC - 5 3 c.526_528delGAG c.(526-528)GAGdel p.E176del

Pat_16 Pre-Treatment EDC4 23644 37 16 67913767 67913769 In_Frame_Del DEL CAG - 8 160 .1836_1838delCAG(1834-1839)CCCAGC>CC p.S617del

Pat_16 Pre-Treatment TRIM16 10626 37 17 15554725 15554725 Frame_Shift_Del DEL C - 7 1027 c.199delG c.(199-201)GATfs p.D67fs

Pat_16 Pre-Treatment FBXO47 494188 37 17 37101376 37101376 Frame_Shift_Del DEL T - 63 211 c.630delA c.(628-630)AAAfs p.K210fs

Pat_16 Pre-Treatment HOXB2 3212 37 17 46622130 46622132 In_Frame_Del DEL AGG - 10 514 c.142_144delCCT c.(142-144)CCTdel p.P48del

Pat_16 Pre-Treatment PIP5K1C 23396 37 19 3633460 3633460 Frame_Shift_Del DEL G - 7 75 c.1979delC c.(1978-1980)CCGfs p.P660fs

Pat_16 Pre-Treatment LGI4 163175 37 19 35625552 35625554 In_Frame_Del DEL CAG - 9 191 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_16 Pre-Treatment DMKN 93099 37 19 36002362 36002412 In_Frame_Del DEL CCACTGCTG - 14 12 TGGCGGCAGCAGTGGCGGCAGCAGTGGCGGSSSGGSSG

Pat_16 Pre-Treatment CADM4 199731 37 19 44127492 44127492 Frame_Shift_Del DEL A - 209 301 c.1157delT c.(1156-1158)TTCfs p.F386fs

Pat_16 Pre-Treatment ZC3H4 23211 37 19 47572401 47572403 In_Frame_Del DEL CTC - 8 473 .2344_2346delGAG c.(2344-2346)GAGdel p.E782del

Pat_16 Pre-Treatment ZNF649 65251 37 19 52394014 52394014 Frame_Shift_Del DEL C - 7 1235 c.1375delG c.(1375-1377)GATfs p.D459fs

Pat_16 Pre-Treatment PUM2 23369 37 2 20482977 20482979 In_Frame_Del DEL GCT - 8 399 .1449_1451delAGC.(1447-1452)GCAGCT>GCp.483_484AA>A

Pat_16 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 10 1025 c.275delC c.(274-276)CCAfs p.P92fs

Pat_16 Pre-Treatment GPR113 165082 37 2 26534413 26534413 Frame_Shift_Del DEL C - 7 309 c.2183delG c.(2182-2184)GGTfs p.G728fs

Pat_16 Pre-Treatment DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 9 246 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_16 Pre-Treatment CDCA7 83879 37 2 174229648 174229650 In_Frame_Del DEL GGA - 7 187 c.588_590delGGAc.(586-591)ATGGAG>ATG p.E202del



Pat_16 Pre-Treatment PTPRA 5786 37 20 3016542 3016544 In_Frame_Del DEL AGC - 8 695 .2186_2188delAGC.(2185-2190)AAGCAG>AA p.Q733del

Pat_16 Pre-Treatment PTPN1 5770 37 20 49196293 49196293 Frame_Shift_Del DEL C - 11 409 c.918delC c.(916-918)ATCfs p.I306fs

Pat_16 Pre-Treatment COL6A6 131873 37 3 130318621 130318621 Frame_Shift_Del DEL C - 7 212 c.4620delC c.(4618-4620)GGCfs p.G1540fs

Pat_16 Pre-Treatment PCOLCE2 26577 37 3 142542392 142542392 Frame_Shift_Del DEL A - 205 154 c.931delT c.(931-933)TATfs p.Y311fs

Pat_16 Pre-Treatment SMC4 10051 37 3 160143940 160143940 Frame_Shift_Del DEL A - 8 786 c.2557delA c.(2557-2559)AAAfs p.K853fs

Pat_16 Pre-Treatment ATP13A3 79572 37 3 194181471 194181473 In_Frame_Del DEL GAG - 10 527 c.139_141delCTC c.(139-141)CTCdel p.L47del

Pat_16 Pre-Treatment ANKRD17 26057 37 4 73956601 73956601 Frame_Shift_Del DEL G - 8 1042 c.6744delC c.(6742-6744)CCCfs p.P2248fs

Pat_16 Pre-Treatment NUP54 53371 37 4 77065307 77065309 In_Frame_Del DEL TGC - 7 1036 c.288_290delGCAc.(286-291)CAGCAA>CAAp.96_97QQ>Q

Pat_16 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 12 1517 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_16 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 10 376 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_16 Pre-Treatment FGG 2266 37 4 155526059 155526059 Frame_Shift_Del DEL C - 7 1185 c.1289delG c.(1288-1290)GGAfs p.G430fs

Pat_16 Pre-Treatment SORBS2 8470 37 4 186515044 186515044 Frame_Shift_Del DEL C - 7 806 c.3130delG c.(3130-3132)GAAfs p.E1044fs

Pat_16 Pre-Treatment ADAMTS6 11174 37 5 64569170 64569170 Frame_Shift_Del DEL T - 7 1003 c.1617delA c.(1615-1617)AAAfs p.K539fs

Pat_16 Pre-Treatment SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 7 704 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_16 Pre-Treatment HIVEP1 3096 37 6 12089463 12089463 Frame_Shift_Del DEL A - 10 322 c.87delA c.(85-87)TCAfs p.S29fs

Pat_16 Pre-Treatment BTN1A1 696 37 6 26509321 26509321 Frame_Shift_Del DEL G - 8 679 c.1500delG c.(1498-1500)ATGfs p.M500fs

Pat_16 Pre-Treatment CDSN 1041 37 6 31084620 31084622 In_Frame_Del DEL CCA - 7 253 c.770_772delTGGc.(769-774)GTGGAC>GAC p.V257del

Pat_16 Pre-Treatment CDK19 23097 37 6 110943300 110943300 Frame_Shift_Del DEL T - 8 932 c.1101delA c.(1099-1101)AAAfs p.K367fs

Pat_16 Pre-Treatment GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 9 1141 .1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_16 Pre-Treatment DYNC1I1 1780 37 7 95614249 95614249 Frame_Shift_Del DEL T - 8 1582 c.754delT c.(754-756)TTTfs p.F252fs

Pat_16 Pre-Treatment NAPEPLD 222236 37 7 102769241 102769242 Splice_Site INS - A 8 553 c.-15_splice c.e2-1

Pat_16 Pre-Treatment LAMB4 22798 37 7 107763584 107763584 Frame_Shift_Del DEL A - 7 662 c.26delT c.(25-27)TTGfs p.L9fs

Pat_16 Pre-Treatment SGK223 157285 37 8 8176387 8176388 In_Frame_Ins INS - GGGGCG 23 22 497_3498insCGCC496-3498)CCG>CCCGCCC1166_1166P>PA

Pat_16 Pre-Treatment CDCA2 157313 37 8 25340934 25340936 In_Frame_Del DEL ATG - 7 651 c.1052_1054delATGc.(1051-1056)TATGAT>TAT p.D354del

Pat_16 Pre-Treatment WRN 7486 37 8 30945377 30945379 In_Frame_Del DEL AAG - 10 254 .1517_1519delAAG.(1516-1521)AAAGAA>AAA p.E510del

Pat_16 Pre-Treatment WHSC1L1 54904 37 8 38205092 38205092 Frame_Shift_Del DEL T - 9 759 c.598delA c.(598-600)AGCfs p.S200fs

Pat_16 Pre-Treatment UBR5 51366 37 8 103289348 103289349 Frame_Shift_Ins INS - T 8 584 c.6360_6361insA c.(6358-6363)AAAGAAfs p.K2120fs

Pat_16 Pre-Treatment CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 7 130 .2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_16 Pre-Treatment HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 15 305 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_21 Post-Resistance FRAS1 80144 37 4 78979223 78979223 Frame_Shift_Del DEL G - 10 364 c.60delG c.(58-60)TTGfs p.L20fs

Pat_22 Pre-Treatment GRRP1 79927 37 1 26487798 26487798 Frame_Shift_Del DEL C - 2 4 c.16delC c.(16-18)CCCfs p.P6fs

Pat_22 Pre-Treatment SASS6 163786 37 1 100584675 100584676 Frame_Shift_Ins INS - T 2 4 c.567_568insA c.(565-570)AAACAAfs p.K189fs

Pat_22 Pre-Treatment TCL6 27004 37 14 96136897 96136897 Frame_Shift_Del DEL G - 2 4 c.377delG c.(376-378)TGGfs p.W126fs

Pat_22 Pre-Treatment LINGO1 84894 37 15 77908217 77908217 Frame_Shift_Del DEL C - 2 4 c.32delG c.(31-33)GGCfs p.G11fs

Pat_22 Pre-Treatment ICAM4 3386 37 19 10397719 10397719 Frame_Shift_Del DEL T - 3 4 c.31delT c.(31-33)TTTfs p.F11fs

Pat_22 Pre-Treatment CNOT3 4849 37 19 54649671 54649671 Frame_Shift_Del DEL T - 10 125 c.729delT c.(727-729)CCCfs p.P243fs

Pat_22 Pre-Treatment NLRP13 126204 37 19 56424279 56424279 Frame_Shift_Del DEL G - 2 4 c.904delC c.(904-906)CAAfs p.Q302fs

Pat_22 Pre-Treatment KRTAP10-7 386675 37 21 46021199 46021200 Frame_Shift_Ins INS - T 47 174 c.663_664insT c.(661-666)TCCTCCfs p.S221fs

Pat_22 Pre-Treatment GARS 2617 37 7 30634677 30634679 In_Frame_Del DEL CCG - 4 7 c.140_142delCCGc.(139-144)CCCGCC>CCC p.A50del

Pat_22 Pre-Treatment PCLO 27445 37 7 82763982 82763982 Frame_Shift_Del DEL C - 2 4 c.2884delG c.(2884-2886)GCCfs p.A962fs

Pat_22 Pre-Treatment NCBP1 4686 37 9 100410326 100410326 Frame_Shift_Del DEL A - 2 4 c.718delA c.(718-720)AAAfs p.K240fs

Pat_22 Pre-Treatment FGD1 2245 37 X 54472756 54472756 Frame_Shift_Del DEL T - 2 4 c.2672delA c.(2671-2673)AAGfs p.K891fs

Pat_22 Pre-Treatment MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 8 236 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_22 Post-Resistance CLSTN1 22883 37 1 9790640 9790642 In_Frame_Del DEL CCT - 7 145 .2870_2872delAGG(2869-2874)GAGGGG>GG p.E957del

Pat_22 Post-Resistance SPEN 23013 37 1 16203144 16203146 In_Frame_Del DEL CAG - 8 807 c.852_854delCAGc.(850-855)ATCAGC>ATC p.S289del

Pat_22 Post-Resistance TYW3 127253 37 1 75229742 75229744 In_Frame_Del DEL ATG - 7 263 c.725_727delATG c.(724-729)AATGAT>AAT p.D247del

Pat_22 Post-Resistance ARHGAP29 9411 37 1 94639896 94639896 Frame_Shift_Del DEL T - 9 695 c.3315delA c.(3313-3315)AAAfs p.K1105fs



Pat_22 Post-Resistance BCL9 607 37 1 147092681 147092681 Frame_Shift_Del DEL C - 12 1437 c.2720delC c.(2719-2721)TCCfs p.S907fs

Pat_22 Post-Resistance ARNT 405 37 1 150789283 150789283 Frame_Shift_Del DEL G - 10 558 c.1783delC c.(1783-1785)CGGfs p.R595fs

Pat_22 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 13 348 .2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_22 Post-Resistance HRNR 388697 37 1 152186039 152186040 Frame_Shift_Del DEL CC - 9 377 c.8065_8066delGG c.(8065-8067)GGTfs p.G2689fs

Pat_22 Post-Resistance SLC27A3 11000 37 1 153751860 153751860 Frame_Shift_Del DEL C - 9 685 c.1927delC c.(1927-1929)CCCfs p.P643fs

Pat_22 Post-Resistance TDRD10 126668 37 1 154493908 154493908 Frame_Shift_Del DEL C - 7 971 c.322delC c.(322-324)CCCfs p.P108fs

Pat_22 Post-Resistance F5 2153 37 1 169510711 169510712 Frame_Shift_Del DEL GG - 9 1135 c.3616_3617delCC c.(3616-3618)CCAfs p.P1206fs

Pat_22 Post-Resistance PLA2G4A 5321 37 1 186925445 186925447 In_Frame_Del DEL TGA - 9 1387 c.1548_1550delTGAc.(1546-1551)TTTGAT>TTT p.D519del

Pat_22 Post-Resistance PTPN14 5784 37 1 214557049 214557051 In_Frame_Del DEL CCT - 13 198 .2147_2149delAGG(2146-2151)GAGGCT>GC p.E716del

Pat_22 Post-Resistance MTR 4548 37 1 237024474 237024474 Frame_Shift_Del DEL A - 8 125 c.2093delA c.(2092-2094)CAAfs p.Q698fs

Pat_22 Post-Resistance PARD3 56288 37 10 34671501 34671501 Frame_Shift_Del DEL T - 8 420 c.1366delA c.(1366-1368)ATAfs p.I456fs

Pat_22 Post-Resistance ARID5B 84159 37 10 63852298 63852298 Frame_Shift_Del DEL A - 7 369 c.3076delA c.(3076-3078)AAAfs p.K1026fs

Pat_22 Post-Resistance FGFR2 2263 37 10 123239466 123239466 Frame_Shift_Del DEL A - 42 141 c.2371delT c.(2371-2373)TCTfs p.S791fs

Pat_22 Post-Resistance DNHD1 144132 37 11 6578614 6578616 In_Frame_Del DEL GAG - 8 35 .8089_8091delGAG c.(8089-8091)GAGdel p.E2703del

Pat_22 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 9 361 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_22 Post-Resistance PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 9 1687 c.302delG c.(301-303)GGTfs p.G101fs

Pat_22 Post-Resistance LRP4 4038 37 11 46880748 46880748 Frame_Shift_Del DEL C - 7 341 c.5504delG c.(5503-5505)GGCfs p.G1835fs

Pat_22 Post-Resistance MYBPC3 4607 37 11 47359101 47359103 In_Frame_Del DEL TCT - 7 201 .2441_2443delAGA(2440-2445)AAGAGC>AG p.K814del

Pat_22 Post-Resistance NEU3 10825 37 11 74705655 74705655 Frame_Shift_Del DEL C - 7 1449 c.196delC c.(196-198)CCCfs p.P66fs

Pat_22 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 13 231 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_22 Post-Resistance DDX10 1662 37 11 108788635 108788637 In_Frame_Del DEL TGA - 10 91 c.2340_2342delTGA.(2338-2343)AGTGAT>AG p.D788del

Pat_22 Post-Resistance CHD4 1108 37 12 6711546 6711546 Frame_Shift_Del DEL T - 7 633 c.218delA c.(217-219)AAGfs p.K73fs

Pat_22 Post-Resistance PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 14 887 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_22 Post-Resistance ITGA7 3679 37 12 56092271 56092271 Frame_Shift_Del DEL C - 9 406 c.1100delG c.(1099-1101)GGTfs p.G367fs

Pat_22 Post-Resistance ATXN2 6311 37 12 111893853 111893853 Frame_Shift_Del DEL G - 7 887 c.3724delC c.(3724-3726)CACfs p.H1242fs

Pat_22 Post-Resistance VPS33A 65082 37 12 122748169 122748169 Frame_Shift_Del DEL A - 7 126 c.246delT c.(244-246)TTTfs p.F82fs

Pat_22 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 10 546 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_22 Post-Resistance RXFP2 122042 37 13 32376429 32376429 Frame_Shift_Del DEL A - 15 202 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_22 Post-Resistance C13orf34 79866 37 13 73320117 73320117 Frame_Shift_Del DEL A - 8 401 c.774delA c.(772-774)GCAfs p.A258fs

Pat_22 Post-Resistance NIN 51199 37 14 51288635 51288635 Frame_Shift_Del DEL G - 7 1728 c.140delC c.(139-141)CCAfs p.P47fs

Pat_22 Post-Resistance C14orf115 55237 37 14 74824463 74824463 Frame_Shift_Del DEL G - 8 477 c.977delG c.(976-978)CGGfs p.R326fs

Pat_22 Post-Resistance VPS13C 54832 37 15 62270851 62270851 Frame_Shift_Del DEL T - 7 376 c.2264delA c.(2263-2265)AATfs p.N755fs

Pat_22 Post-Resistance MPG 4350 37 16 133163 133163 Frame_Shift_Del DEL C - 7 735 c.428delC c.(427-429)ACCfs p.T143fs

Pat_22 Post-Resistance EME2 197342 37 16 1824298 1824300 In_Frame_Del DEL TGC - 7 327 c.422_424delTGCc.(421-426)TTGCTG>TTGp.141_142LL>L

Pat_22 Post-Resistance C16orf88 400506 37 16 19725705 19725706 Frame_Shift_Ins INS - T 8 90 c.652_653insA c.(652-654)ATCfs p.I218fs

Pat_22 Post-Resistance ATP2A1 487 37 16 28913640 28913640 Frame_Shift_Del DEL C - 12 404 c.2457delC c.(2455-2457)CGCfs p.R819fs

Pat_22 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 7 928 .3300_3302delGC(3298-3303)GGGCTG>GG p.L1106del

Pat_22 Post-Resistance IRF8 3394 37 16 85936681 85936681 Frame_Shift_Del DEL T - 8 876 c.60delT c.(58-60)AGTfs p.S20fs

Pat_22 Post-Resistance SMCR7 125170 37 17 18167868 18167868 Frame_Shift_Del DEL G - 9 760 c.1155delG c.(1153-1155)CTGfs p.L385fs

Pat_22 Post-Resistance GAS2L2 246176 37 17 34071994 34071996 In_Frame_Del DEL TCC - 9 137 .2520_2522delGG (2518-2523)GAGGAA>GAp.840_841EE>E

Pat_22 Post-Resistance TNS4 84951 37 17 38643307 38643307 Frame_Shift_Del DEL G - 8 2643 c.1269delC c.(1267-1269)CCCfs p.P423fs

Pat_22 Post-Resistance OTOP2 92736 37 17 72926595 72926595 Frame_Shift_Del DEL T - 9 288 c.865delT c.(865-867)TTTfs p.F289fs

Pat_22 Post-Resistance FN3K 64122 37 17 80708466 80708466 Frame_Shift_Del DEL C - 7 697 c.765delC c.(763-765)TTCfs p.F255fs

Pat_22 Post-Resistance STXBP2 6813 37 19 7706923 7706923 Frame_Shift_Del DEL C - 8 1090 c.582delC c.(580-582)GGCfs p.G194fs

Pat_22 Post-Resistance CD209 30835 37 19 7807935 7807935 Frame_Shift_Del DEL G - 7 260 c.1205delC c.(1204-1206)CCTfs p.P402fs

Pat_22 Post-Resistance TRMT1 55621 37 19 13226516 13226516 Frame_Shift_Del DEL T - 7 1045 c.377delA c.(376-378)AAGfs p.K126fs

Pat_22 Post-Resistance SIGLEC8 27181 37 19 51961617 51961619 In_Frame_Del DEL GCA - 7 357 c.23_25delTGC c.(22-27)CTGCCC>CCC p.L8del



Pat_22 Post-Resistance ZNF552 79818 37 19 58319468 58319468 Frame_Shift_Del DEL T - 7 539 c.1164delA c.(1162-1164)AAAfs p.K388fs

Pat_22 Post-Resistance C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 8 550 .1479_1481delGG (1477-1482)GAGGAA>GAp.493_494EE>E

Pat_22 Post-Resistance GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 8 701 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_22 Post-Resistance AMMECR1L 83607 37 2 128627077 128627077 Frame_Shift_Del DEL T - 8 459 c.675delA c.(673-675)AAAfs p.K225fs

Pat_22 Post-Resistance CIR1 9541 37 2 175260285 175260286 Frame_Shift_Del DEL GA - 9 754 c.65_66delTC c.(64-66)ATCfs p.I22fs

Pat_22 Post-Resistance DNAH7 56171 37 2 196788374 196788374 Frame_Shift_Del DEL T - 7 216 c.3770delA c.(3769-3771)AATfs p.N1257fs

Pat_22 Post-Resistance IGFBP2 3485 37 2 217498290 217498291 Splice_Site INS - GCCGCTGC 6 5 c.14_splice c.e1+1 p.P5_splice

Pat_22 Post-Resistance CD93 22918 37 20 23065992 23065992 Frame_Shift_Del DEL C - 7 766 c.838delG c.(838-840)GATfs p.D280fs

Pat_22 Post-Resistance TMEM90B 79953 37 20 24524183 24524185 In_Frame_Del DEL GGA - 10 663 c.450_452delGGAc.(448-453)GTGGAG>GTG p.E155del

Pat_22 Post-Resistance SPINLW1 57119 37 20 44174297 44174297 Frame_Shift_Del DEL T - 7 1164 c.204delA c.(202-204)AAAfs p.K68fs

Pat_22 Post-Resistance C20orf85 128602 37 20 56735727 56735727 Frame_Shift_Del DEL C - 7 237 c.263delC c.(262-264)TCCfs p.S88fs

Pat_22 Post-Resistance SYCP2 10388 37 20 58467046 58467047 Frame_Shift_Ins INS - T 8 144 c.2362_2363insA c.(2362-2364)ATGfs p.M788fs

Pat_22 Post-Resistance CDH4 1002 37 20 60485488 60485498 Frame_Shift_Del DEL GGTCCCCGA - 17 136 _1209delAGGTCCC198-1209)GAGGTCCCCGA p.E400fs

Pat_22 Post-Resistance IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 7 990 c.514delT c.(514-516)TTTfs p.F172fs

Pat_22 Post-Resistance KRTAP10-7 386675 37 21 46021199 46021200 Frame_Shift_Ins INS - T 132 519 c.663_664insT c.(661-666)TCCTCCfs p.S221fs

Pat_22 Post-Resistance DIP2A 23181 37 21 47987309 47987311 In_Frame_Del DEL TGG - 8 561 .4490_4492delTGG.(4489-4494)CTGGTG>CT p.V1501del

Pat_22 Post-Resistance ARVCF 421 37 22 19969169 19969169 Frame_Shift_Del DEL G - 7 340 c.461delC c.(460-462)CCAfs p.P154fs

Pat_22 Post-Resistance PICK1 9463 37 22 38471034 38471036 In_Frame_Del DEL GGA - 7 222 c.1143_1145delGGA(1141-1146)GGGGAG>GG p.E388del

Pat_22 Post-Resistance BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 12 399 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_22 Post-Resistance SCUBE1 80274 37 22 43619184 43619184 Frame_Shift_Del DEL G - 8 1135 c.1246delC c.(1246-1248)CGGfs p.R416fs

Pat_22 Post-Resistance NKTR 4820 37 3 42679035 42679036 Frame_Shift_Ins INS - C 13 1170 c.1839_1840insC c.(1837-1842)AGTCCCfs p.S613fs

Pat_22 Post-Resistance ATP13A3 79572 37 3 194147850 194147850 Frame_Shift_Del DEL A - 10 288 c.3079delT c.(3079-3081)TGGfs p.W1027fs

Pat_22 Post-Resistance RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 9 931 c.490delA c.(490-492)AGGfs p.R164fs

Pat_22 Post-Resistance OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 7 49 0_318delCTGCTGc.(310-318)CTGCTGTGGdep.LLW104del

Pat_22 Post-Resistance CCDC158 339965 37 4 77305357 77305357 Frame_Shift_Del DEL T - 8 267 c.610delA c.(610-612)ATAfs p.I204fs

Pat_22 Post-Resistance PCDH10 57575 37 4 134073569 134073571 In_Frame_Del DEL CTG - 7 98 .2274_2276delCTG.(2272-2277)CTCTGC>CT p.C763del

Pat_22 Post-Resistance LRAT 9227 37 4 155670198 155670198 Frame_Shift_Del DEL G - 7 334 c.603delG c.(601-603)TTGfs p.L201fs

Pat_22 Post-Resistance TLL1 7092 37 4 166964485 166964485 Frame_Shift_Del DEL G - 8 741 c.1438delG c.(1438-1440)GATfs p.D480fs

Pat_22 Post-Resistance NNT 23530 37 5 43704415 43704416 Frame_Shift_Del DEL TC - 7 461 c.3170_3171delTC c.(3169-3171)TTCfs p.F1057fs

Pat_22 Post-Resistance RGNEF 64283 37 5 73072464 73072464 Frame_Shift_Del DEL G - 7 1260 c.783delG c.(781-783)TTGfs p.L261fs

Pat_22 Post-Resistance SSBP2 23635 37 5 80809493 80809493 Frame_Shift_Del DEL G - 8 654 c.326delC c.(325-327)CCAfs p.P109fs

Pat_22 Post-Resistance KCNN2 3781 37 5 113698631 113698632 In_Frame_Ins INS - GCC 8 23 c.159_160insGCC c.(157-162)insGCC p.58_59insA

Pat_22 Post-Resistance LMNB1 4001 37 5 126154700 126154701 Frame_Shift_Del DEL AG - 8 434 c.1026_1027delAGc.(1024-1029)AAAGAGfs p.K342fs

Pat_22 Post-Resistance TNXB 7148 37 6 32037508 32037508 Frame_Shift_Del DEL A - 18 75 c.5409delT c.(5407-5409)TTTfs p.F1803fs

Pat_22 Post-Resistance TNXB 7148 37 6 32063945 32063945 Frame_Shift_Del DEL C - 4 7 c.1685delG c.(1684-1686)GGCfs p.G562fs

Pat_22 Post-Resistance PHF1 5252 37 6 33380050 33380050 Frame_Shift_Del DEL C - 7 241 c.10delC c.(10-12)CCCfs p.P4fs

Pat_22 Post-Resistance DNAH8 1769 37 6 38749053 38749053 Frame_Shift_Del DEL C - 7 655 c.1512delC c.(1510-1512)GACfs p.D504fs

Pat_22 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 8 1407 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_22 Post-Resistance MYO6 4646 37 6 76599857 76599858 Frame_Shift_Ins INS - A 14 152 c.2742_2743insA c.(2740-2745)CAGAAAfs p.Q914fs

Pat_22 Post-Resistance GABRR1 2569 37 6 89891719 89891721 In_Frame_Del DEL AAG - 7 333 c.852_854delCTT c.(850-855)TTCTTG>TTG p.F284del

Pat_22 Post-Resistance GLCCI1 113263 37 7 8008992 8008994 In_Frame_Del DEL CCT - 8 83 c.11_13delCCT c.(10-15)GCCTCC>GCC p.S13del

Pat_22 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 10 1428 c.693delA c.(691-693)CCAfs p.P231fs

Pat_22 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 10 387 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_22 Post-Resistance LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 121 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_22 Post-Resistance HIPK2 28996 37 7 139416310 139416310 Frame_Shift_Del DEL T - 8 761 c.524delA c.(523-525)AACfs p.N175fs

Pat_22 Post-Resistance SSPO 23145 37 7 149474083 149474083 Frame_Shift_Del DEL G - 8 455 c.293delG c.(292-294)TGGfs p.W98fs

Pat_22 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 13 821 c.8110delA c.(8110-8112)AGGfs p.R2704fs



Pat_22 Post-Resistance STAU2 27067 37 8 74507471 74507471 Frame_Shift_Del DEL T - 10 339 c.1091delA c.(1090-1092)AATfs p.N364fs

Pat_22 Post-Resistance ESRP1 54845 37 8 95686610 95686611 Frame_Shift_Ins INS - A 8 380 c.1527_1528insA c.(1525-1530)CATAAAfs p.H509fs

Pat_22 Post-Resistance KANK1 23189 37 9 712491 712491 Frame_Shift_Del DEL G - 9 758 c.1725delG c.(1723-1725)GTGfs p.V575fs

Pat_22 Post-Resistance CLIC3 9022 37 9 139889553 139889553 Frame_Shift_Del DEL C - 2 4 c.381delG c.(379-381)CTGfs p.L127fs

Pat_22 Post-Resistance PRKX 5613 37 X 3539313 3539314 Frame_Shift_Del DEL AA - 8 197 c.859_860delTT c.(859-861)TTAfs p.L287fs

Pat_22 Post-Resistance MSL3 10943 37 X 11790307 11790307 Frame_Shift_Del DEL C - 7 938 c.1314delC c.(1312-1314)TACfs p.Y438fs

Pat_22 Post-Resistance FAM47C 442444 37 X 37027594 37027594 Frame_Shift_Del DEL C - 8 477 c.1111delC c.(1111-1113)CCCfs p.P371fs

Pat_22 Post-Resistance BTK 695 37 X 100611894 100611894 Frame_Shift_Del DEL C - 7 1650 c.1227delG c.(1225-1227)GGGfs p.G409fs

Pat_22 Post-Resistance TEX13A 56157 37 X 104463676 104463676 Frame_Shift_Del DEL C - 8 1241 c.1200delG c.(1198-1200)GGGfs p.G400fs

Pat_22 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 7 980 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_22 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 7 436 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_22 Post-Resistance MAGEC1 9947 37 X 140995035 140995037 In_Frame_Del DEL TCT - 10 661 c.1845_1847delTCT.(1843-1848)CCTCTT>CC p.L616del

Pat_22 Post-Resistance SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 13 382 c.71delA c.(70-72)AATfs p.N24fs

Pat_24 Pre-Treatment TP73 7161 37 1 3645986 3645988 In_Frame_Del DEL GCA - 7 135 c.1170_1172delGCA(1168-1173)CGGCAG>CG p.Q394del

Pat_24 Pre-Treatment ERRFI1 54206 37 1 8073804 8073804 Frame_Shift_Del DEL G - 7 311 c.855delC c.(853-855)CCCfs p.P285fs

Pat_24 Pre-Treatment EIF4G3 8672 37 1 21177856 21177856 Frame_Shift_Del DEL C - 8 380 c.3499delG c.(3499-3501)GAAfs p.E1167fs

Pat_24 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 11 176 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_24 Pre-Treatment HTR1D 3352 37 1 23520195 23520195 Frame_Shift_Del DEL G - 8 270 c.518delC c.(517-519)CCGfs p.P173fs

Pat_24 Pre-Treatment RPS6KA1 6195 37 1 26873740 26873741 Frame_Shift_Del DEL CT - 7 158 c.286_287delCT c.(286-288)CTGfs p.L96fs

Pat_24 Pre-Treatment ZSCAN20 7579 37 1 33959126 33959126 Frame_Shift_Del DEL C - 8 565 c.1784delC c.(1783-1785)GCTfs p.A595fs

Pat_24 Pre-Treatment PIAS3 10401 37 1 145579285 145579285 Frame_Shift_Del DEL C - 7 1183 c.622delC c.(622-624)CCCfs p.P208fs

Pat_24 Pre-Treatment MCL1 4170 37 1 150551952 150551952 Frame_Shift_Del DEL C - 7 166 c.55delG c.(55-57)GCCfs p.A19fs

Pat_24 Pre-Treatment TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 9 221 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_24 Pre-Treatment FLG 2312 37 1 152275760 152275761 Frame_Shift_Del DEL CA - 8 723 .11601_11602delTc.(11599-11604)AGTGACfs p.S3867fs

Pat_24 Pre-Treatment UBAP2L 9898 37 1 154224054 154224054 Frame_Shift_Del DEL C - 7 538 c.1589delC c.(1588-1590)TCTfs p.S530fs

Pat_24 Pre-Treatment CCT3 7203 37 1 156290648 156290648 Frame_Shift_Del DEL T - 7 731 c.591delA c.(589-591)AAAfs p.K197fs

Pat_24 Pre-Treatment FCRL5 83416 37 1 157491062 157491062 Frame_Shift_Del DEL G - 9 242 c.2260delC c.(2260-2262)CTCfs p.L754fs

Pat_24 Pre-Treatment CCDC19 25790 37 1 159854336 159854336 Frame_Shift_Del DEL C - 8 941 c.787delG c.(787-789)GAAfs p.E263fs

Pat_24 Pre-Treatment TEDDM1 127670 37 1 182369245 182369245 Frame_Shift_Del DEL C - 7 635 c.376delG c.(376-378)GAGfs p.E126fs

Pat_24 Pre-Treatment HMCN1 83872 37 1 185958660 185958660 Frame_Shift_Del DEL C - 8 443 c.3089delC c.(3088-3090)GCAfs p.A1030fs

Pat_24 Pre-Treatment CD55 1604 37 1 207510731 207510732 Frame_Shift_Del DEL AT - 7 359 c.1037_1038delAT c.(1036-1038)AATfs p.N346fs

Pat_24 Pre-Treatment ITPKB 3707 37 1 226836425 226836425 Frame_Shift_Del DEL G - 7 674 c.1980delC c.(1978-1980)TTCfs p.F660fs

Pat_24 Pre-Treatment TTC13 79573 37 1 231067586 231067586 Frame_Shift_Del DEL G - 7 427 c.1021delC c.(1021-1023)CAAfs p.Q341fs

Pat_24 Pre-Treatment TTC13 79573 37 1 231114543 231114545 In_Frame_Del DEL AGC - 5 6 c.32_34delGCT c.(31-36)TGCTTC>TTC p.C11del

Pat_24 Pre-Treatment RPP38 10557 37 10 15146145 15146145 Frame_Shift_Del DEL A - 7 80 c.832delA c.(832-834)AAAfs p.K278fs

Pat_24 Pre-Treatment TRIM8 81603 37 10 104416541 104416541 Frame_Shift_Del DEL C - 8 690 c.1086delC c.(1084-1086)GTCfs p.V362fs

Pat_24 Pre-Treatment SLK 9748 37 10 105767938 105767938 Frame_Shift_Del DEL A - 8 579 c.2608delA c.(2608-2610)AAAfs p.K870fs

Pat_24 Pre-Treatment APBB1 322 37 11 6422218 6422218 Splice_Site DEL C - 7 1006 c.1672_splice c.e11+1 p.G558_splice

Pat_24 Pre-Treatment PLEKHA7 144100 37 11 16822574 16822574 Frame_Shift_Del DEL C - 8 669 c.2356delG c.(2356-2358)GAAfs p.E786fs

Pat_24 Pre-Treatment TMEM132A 54972 37 11 60695118 60695118 Frame_Shift_Del DEL C - 7 857 c.321delC c.(319-321)GTCfs p.V107fs

Pat_24 Pre-Treatment AHNAK 79026 37 11 62296087 62296087 Frame_Shift_Del DEL G - 8 1049 c.5802delC c.(5800-5802)CCCfs p.P1934fs

Pat_24 Pre-Treatment MRGPRF 116535 37 11 68772804 68772804 Frame_Shift_Del DEL C - 4 4 c.974delG c.(973-975)GGCfs p.G325fs

Pat_24 Pre-Treatment CHRDL2 25884 37 11 74413900 74413901 Frame_Shift_Del DEL GC - 7 359 c.1058_1059delGC c.(1057-1059)CGCfs p.R353fs

Pat_24 Pre-Treatment DYNC2H1 79659 37 11 103124106 103124106 Frame_Shift_Del DEL A - 7 255 c.10135delA c.(10135-10137)ATTfs p.I3379fs

Pat_24 Pre-Treatment TREH 11181 37 11 118529635 118529635 Frame_Shift_Del DEL C - 14 637 c.1524delG c.(1522-1524)CAGfs p.Q508fs

Pat_24 Pre-Treatment UBASH3B 84959 37 11 122659833 122659833 Frame_Shift_Del DEL C - 8 874 c.797delC c.(796-798)ACCfs p.T266fs

Pat_24 Pre-Treatment PARP11 57097 37 12 3935352 3935352 Frame_Shift_Del DEL T - 9 341 c.295delA c.(295-297)AGAfs p.R99fs



Pat_24 Pre-Treatment DYRK4 8798 37 12 4719362 4719362 Frame_Shift_Del DEL A - 9 112 c.1057delA c.(1057-1059)AAAfs p.K353fs

Pat_24 Pre-Treatment LRRC23 10233 37 12 7014818 7014819 Frame_Shift_Del DEL AG - 7 257 c.21_22delAG c.(19-24)CTAGAAfs p.L7fs

Pat_24 Pre-Treatment ETV6 2120 37 12 12022502 12022502 Frame_Shift_Del DEL C - 9 997 c.608delC c.(607-609)TCCfs p.S203fs

Pat_24 Pre-Treatment PPFIBP1 8496 37 12 27829484 27829485 Frame_Shift_Del DEL TT - 7 260 c.1585_1586delTT c.(1585-1587)TTTfs p.F529fs

Pat_24 Pre-Treatment SMARCC2 6601 37 12 56575490 56575490 Frame_Shift_Del DEL C - 8 711 c.838delG c.(838-840)GAGfs p.E280fs

Pat_24 Pre-Treatment STAT2 6773 37 12 56750268 56750270 In_Frame_Del DEL CCA - 8 276 c.86_88delTGG c.(85-90)GTGGAC>GAC p.V29del

Pat_24 Pre-Treatment PPTC7 160760 37 12 111020740 111020742 In_Frame_Del DEL CGC - 8 4 c.95_97delGCG c.(94-99)GGCGAC>GAC p.G32del

Pat_24 Pre-Treatment NAA25 80018 37 12 112481653 112481654 Frame_Shift_Del DEL TA - 8 127 c.2025_2026delTA c.(2023-2028)CATAAGfs p.H675fs

Pat_24 Pre-Treatment COQ5 84274 37 12 120954405 120954406 Frame_Shift_Del DEL CC - 7 1364 c.538_539delGG c.(538-540)GGAfs p.G180fs

Pat_24 Pre-Treatment P2RX7 5027 37 12 121598747 121598747 Frame_Shift_Del DEL A - 7 842 c.406delA c.(406-408)AAAfs p.K136fs

Pat_24 Pre-Treatment CDK2AP1 8099 37 12 123746312 123746312 Frame_Shift_Del DEL C - 10 783 c.319delG c.(319-321)GCAfs p.A107fs

Pat_24 Pre-Treatment ZNF664 144348 37 12 124497356 124497357 Frame_Shift_Ins INS - AA 10 585 c.665_666insAA c.(664-666)ACAfs p.T222fs

Pat_24 Pre-Treatment IL25 64806 37 14 23845057 23845058 Frame_Shift_Del DEL TG - 7 390 c.502_503delTG c.(502-504)TGTfs p.C168fs

Pat_24 Pre-Treatment ZFP36L1 677 37 14 69259613 69259613 Frame_Shift_Del DEL C - 8 956 c.43delG c.(43-45)GAAfs p.E15fs

Pat_24 Pre-Treatment PAPLN 89932 37 14 73731388 73731388 Frame_Shift_Del DEL G - 8 454 c.3079delG c.(3079-3081)GGGfs p.G1027fs

Pat_24 Pre-Treatment NEK9 91754 37 14 75580056 75580057 Frame_Shift_Del DEL GA - 7 394 c.923_924delTC c.(922-924)CTCfs p.L308fs

Pat_24 Pre-Treatment BAG5 9529 37 14 104026871 104026871 Frame_Shift_Del DEL C - 8 410 c.631delG c.(631-633)GAGfs p.E211fs

Pat_24 Pre-Treatment C15orf55 256646 37 15 34647879 34647880 Frame_Shift_Del DEL CA - 8 311 c.1586_1587delCA c.(1585-1587)TCAfs p.S529fs

Pat_24 Pre-Treatment WDR72 256764 37 15 53992038 53992038 Frame_Shift_Del DEL A - 7 774 c.1674delT c.(1672-1674)TTTfs p.F558fs

Pat_24 Pre-Treatment NAGPA 51172 37 16 5083678 5083679 Frame_Shift_Del DEL GC - 8 93 c.137_138delGC c.(136-138)CGCfs p.R46fs

Pat_24 Pre-Treatment TMC7 79905 37 16 19058466 19058467 Frame_Shift_Del DEL GG - 8 858 c.1635_1636delGGc.(1633-1638)CTGGGGfs p.L545fs

Pat_24 Pre-Treatment KIAA0556 23247 37 16 27786300 27786300 Frame_Shift_Del DEL G - 7 343 c.4344delG c.(4342-4344)CTGfs p.L1448fs

Pat_24 Pre-Treatment ARMC5 79798 37 16 31471010 31471010 Frame_Shift_Del DEL G - 8 73 c.165delG c.(163-165)GCGfs p.A55fs

Pat_24 Pre-Treatment SALL1 6299 37 16 51175949 51175950 Frame_Shift_Del DEL TG - 10 377 c.183_184delCA c.(181-186)CACAAGfs p.H61fs

Pat_24 Pre-Treatment TCF25 22980 37 16 89951019 89951020 Frame_Shift_Ins INS - A 9 161 c.384_385insA c.(382-387)AAGAAAfs p.K128fs

Pat_24 Pre-Treatment PLD2 5338 37 17 4719974 4719974 Frame_Shift_Del DEL C - 8 814 c.1515delC c.(1513-1515)TTCfs p.F505fs

Pat_24 Pre-Treatment SHBG 6462 37 17 7535237 7535237 Frame_Shift_Del DEL G - 8 643 c.756delG c.(754-756)TTGfs p.L252fs

Pat_24 Pre-Treatment DNAH2 146754 37 17 7702024 7702025 Frame_Shift_Del DEL TG - 8 460 c.8547_8548delTG c.(8545-8550)GATGAAfs p.D2849fs

Pat_24 Pre-Treatment MYH8 4626 37 17 10303940 10303941 Frame_Shift_Del DEL TG - 7 585 c.3501_3502delCA c.(3499-3504)AACAAGfs p.N1167fs

Pat_24 Pre-Treatment MYH2 4620 37 17 10433227 10433228 Frame_Shift_Del DEL TG - 2 4 c.2861_2862delCA c.(2860-2862)TCAfs p.S954fs

Pat_24 Pre-Treatment MYH3 4621 37 17 10535988 10535988 Frame_Shift_Del DEL C - 9 577 c.4761delG c.(4759-4761)CTGfs p.L1587fs

Pat_24 Pre-Treatment ALDOC 230 37 17 26900923 26900923 Frame_Shift_Del DEL C - 8 389 c.829delG c.(829-831)GAAfs p.E277fs

Pat_24 Pre-Treatment SEZ6 124925 37 17 27296913 27296914 Frame_Shift_Ins INS - C 8 100 c.915_916insG c.(913-918)GGGCCTfs p.G305fs

Pat_24 Pre-Treatment KRT25 147183 37 17 38906647 38906647 Frame_Shift_Del DEL A - 8 410 c.1160delT c.(1159-1161)ATAfs p.I387fs

Pat_24 Pre-Treatment CNTNAP1 8506 37 17 40843873 40843873 Frame_Shift_Del DEL C - 9 988 c.2394delC c.(2392-2394)TTCfs p.F798fs

Pat_24 Pre-Treatment AARSD1 80755 37 17 41131190 41131190 Frame_Shift_Del DEL G - 8 1339 c.414delC c.(412-414)ATCfs p.I138fs

Pat_24 Pre-Treatment HEXIM2 124790 37 17 43246388 43246388 Frame_Shift_Del DEL G - 9 1707 c.73delG c.(73-75)GGTfs p.G25fs

Pat_24 Pre-Treatment NFE2L1 4779 37 17 46134729 46134729 Frame_Shift_Del DEL A - 8 536 c.837delA c.(835-837)ATAfs p.I279fs

Pat_24 Pre-Treatment MED13 9969 37 17 60112873 60112874 Frame_Shift_Del DEL GA - 8 290 c.566_567delTC c.(565-567)CTCfs p.L189fs

Pat_24 Pre-Treatment UBE2O 63893 37 17 74394955 74394957 In_Frame_Del DEL GTT - 7 869 c.1744_1746delAAC c.(1744-1746)AACdel p.N582del

Pat_24 Pre-Treatment FASN 2194 37 17 80046409 80046409 Frame_Shift_Del DEL G - 8 85 c.2450delC c.(2449-2451)CCAfs p.P817fs

Pat_24 Pre-Treatment DSG1 1828 37 18 28923960 28923960 Splice_Site DEL T - 7 154 c.1891_splice c.e13+2 p.G631_splice

Pat_24 Pre-Treatment ZBTB7C 201501 37 18 45566519 45566519 Frame_Shift_Del DEL C - 7 161 c.960delG c.(958-960)GGGfs p.G320fs

Pat_24 Pre-Treatment SPTBN4 57731 37 19 41076369 41076369 Frame_Shift_Del DEL C - 8 296 c.7054delC c.(7054-7056)CCCfs p.P2352fs

Pat_24 Pre-Treatment HNRNPUL1 11100 37 19 41811694 41811695 Frame_Shift_Ins INS - A 10 443 c.2376_2377insA c.(2374-2379)TACAACfs p.Y792fs

Pat_24 Pre-Treatment CNOT3 4849 37 19 54656711 54656713 In_Frame_Del DEL TCT - 8 1098 c.2012_2014delTCTc.(2011-2016)CTCTTC>CTC p.F673del

Pat_24 Pre-Treatment LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 10 112 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del



Pat_24 Pre-Treatment TMEM18 129787 37 2 675512 675513 Frame_Shift_Del DEL AG - 9 401 c.175_176delCT c.(175-177)CTAfs p.L59fs

Pat_24 Pre-Treatment CRIM1 51232 37 2 36668399 36668400 Splice_Site DEL AG - 7 209 c.506_splice c.e3-1 p.E169_splice

Pat_24 Pre-Treatment LHCGR 3973 37 2 48914899 48914901 In_Frame_Del DEL CTT - 8 450 .2035_2037delAAG c.(2035-2037)AAGdel p.K679del

Pat_24 Pre-Treatment ANKRD57 65124 37 2 110373559 110373559 Frame_Shift_Del DEL G - 7 456 c.1493delG c.(1492-1494)AGGfs p.R498fs

Pat_24 Pre-Treatment GLI2 2736 37 2 121743888 121743888 Frame_Shift_Del DEL G - 7 207 c.1991delG c.(1990-1992)TGCfs p.C664fs

Pat_24 Pre-Treatment GPR155 151556 37 2 175326340 175326341 Frame_Shift_Del DEL CC - 7 425 c.1444_1445delGG c.(1444-1446)GGAfs p.G482fs

Pat_24 Pre-Treatment PDE11A 50940 37 2 178762800 178762801 Frame_Shift_Del DEL CT - 8 453 c.1286_1287delAG c.(1285-1287)GAGfs p.E429fs

Pat_24 Pre-Treatment COL3A1 1281 37 2 189873846 189873846 Frame_Shift_Del DEL T - 121 123 c.3722delT c.(3721-3723)GTTfs p.V1241fs

Pat_24 Pre-Treatment CASP10 843 37 2 202093774 202093774 Frame_Shift_Del DEL C - 10 1024 c.1534delC c.(1534-1536)CCCfs p.P512fs

Pat_24 Pre-Treatment NBEAL1 65065 37 2 204058567 204058567 Frame_Shift_Del DEL C - 7 461 c.6884delC c.(6883-6885)ACCfs p.T2295fs

Pat_24 Pre-Treatment FN1 2335 37 2 216296605 216296606 Frame_Shift_Del DEL CT - 8 671 c.497_498delAG c.(496-498)GAGfs p.E166fs

Pat_24 Pre-Treatment DES 1674 37 2 220283700 220283701 Frame_Shift_Del DEL GC - 3 6 c.516_517delGC c.(514-519)CAGCGCfs p.Q172fs

Pat_24 Pre-Treatment DEFB119 245932 37 20 29965168 29965168 Frame_Shift_Del DEL A - 8 753 c.136delT c.(136-138)TACfs p.Y46fs

Pat_24 Pre-Treatment SUN5 140732 37 20 31571699 31571699 Frame_Shift_Del DEL C - 8 991 c.1041delG c.(1039-1041)GGGfs p.G347fs

Pat_24 Pre-Treatment ZHX3 23051 37 20 39831558 39831559 Frame_Shift_Ins INS - T 7 980 c.1998_1999insA c.(1996-2001)AAAGTGfs p.K666fs

Pat_24 Pre-Treatment SYS1-DBNDD2 767557 37 20 44037564 44037564 Frame_Shift_Del DEL C - 8 730 c.263delC c.(262-264)ACCfs p.T88fs

Pat_24 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 9 1030 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_24 Pre-Treatment PWP2 5822 37 21 45542213 45542214 Frame_Shift_Del DEL AC - 8 369 c.1792_1793delAC c.(1792-1794)ACAfs p.T598fs

Pat_24 Pre-Treatment MICAL3 57553 37 22 18314652 18314654 In_Frame_Del DEL TCC - 7 47 .3021_3023delGG(3019-3024)GAGGAC>GA p.E1007del

Pat_24 Pre-Treatment DGCR14 8220 37 22 19124913 19124913 Frame_Shift_Del DEL C - 7 760 c.958delG c.(958-960)GAGfs p.E320fs

Pat_24 Pre-Treatment GCAT 23464 37 22 38211707 38211707 Frame_Shift_Del DEL G - 7 494 c.852delG c.(850-852)CTGfs p.L284fs

Pat_24 Pre-Treatment TMEM40 55287 37 3 12790198 12790200 In_Frame_Del DEL GAG - 8 319 c.165_167delCTC c.(163-168)TCCTCT>TCT p.55_56SS>S

Pat_24 Pre-Treatment ANKRD28 23243 37 3 15720817 15720817 Frame_Shift_Del DEL G - 8 561 c.2462delC c.(2461-2463)TCAfs p.S821fs

Pat_24 Pre-Treatment EXOG 9941 37 3 38537920 38537920 Frame_Shift_Del DEL T - 37 68 c.62delT c.(61-63)GTGfs p.V21fs

Pat_24 Pre-Treatment COL7A1 1294 37 3 48631059 48631060 Frame_Shift_Del DEL TG - 10 877 c.336_337delCA c.(334-339)TACAAGfs p.Y112fs

Pat_24 Pre-Treatment DOCK3 1795 37 3 51399987 51399988 Frame_Shift_Del DEL CT - 8 259 c.5175_5176delCT c.(5173-5178)GGCTCAfs p.G1725fs

Pat_24 Pre-Treatment CPOX 1371 37 3 98304365 98304366 Frame_Shift_Del DEL AG - 7 611 c.1091_1092delCT c.(1090-1092)TCTfs p.S364fs

Pat_24 Pre-Treatment MYH15 22989 37 3 108102443 108102443 Frame_Shift_Del DEL T - 7 424 c.5825delA c.(5824-5826)AAGfs p.K1942fs

Pat_24 Pre-Treatment GRK7 131890 37 3 141535708 141535708 Frame_Shift_Del DEL G - 8 733 c.1478delG c.(1477-1479)CGGfs p.R493fs

Pat_24 Pre-Treatment P2RY13 53829 37 3 151046039 151046039 Frame_Shift_Del DEL C - 8 377 c.805delG c.(805-807)GCTfs p.A269fs

Pat_24 Pre-Treatment AP2M1 1173 37 3 183901278 183901279 Frame_Shift_Del DEL CG - 8 352 c.1182_1183delCG c.(1180-1185)TTCGCGfs p.F394fs

Pat_24 Pre-Treatment FAM193A 8603 37 4 2695447 2695447 Frame_Shift_Del DEL G - 9 596 c.2065delG c.(2065-2067)GCCfs p.A689fs

Pat_24 Pre-Treatment TBC1D14 57533 37 4 7011611 7011612 Frame_Shift_Ins INS - AT 209 440 c.1454_1455insAT c.(1453-1455)CCAfs p.P485fs

Pat_24 Pre-Treatment UGT2B11 10720 37 4 70079993 70079993 Frame_Shift_Del DEL C - 8 356 c.448delG c.(448-450)GCAfs p.A150fs

Pat_24 Pre-Treatment NAAA 27163 37 4 76862043 76862045 In_Frame_Del DEL CAG - 4 4 c.58_60delCTG c.(58-60)CTGdel p.L20del

Pat_24 Pre-Treatment MAML3 55534 37 4 140810639 140810641 In_Frame_Del DEL GCT - 10 78 .1937_1939delAGC(1936-1941)CAGCCG>CC p.Q646del

Pat_24 Pre-Treatment FASTKD3 79072 37 5 7867769 7867769 Frame_Shift_Del DEL T - 8 241 c.428delA c.(427-429)AAGfs p.K143fs

Pat_24 Pre-Treatment ROPN1L 83853 37 5 10442412 10442413 Splice_Site DEL TA - 8 312 c.131_splice c.e1+2 p.G44_splice

Pat_24 Pre-Treatment SLC45A2 51151 37 5 33947305 33947305 Frame_Shift_Del DEL T - 8 1057 c.1331delA c.(1330-1332)AACfs p.N444fs

Pat_24 Pre-Treatment BDP1 55814 37 5 70786918 70786918 Frame_Shift_Del DEL G - 8 257 c.1600delG c.(1600-1602)GAAfs p.E534fs

Pat_24 Pre-Treatment JAKMIP2 9832 37 5 147040607 147040607 Frame_Shift_Del DEL A - 10 554 c.531delT c.(529-531)GATfs p.D177fs

Pat_24 Pre-Treatment DCTN4 51164 37 5 150090860 150090860 Frame_Shift_Del DEL C - 8 283 c.1234delG c.(1234-1236)GAGfs p.E412fs

Pat_24 Pre-Treatment LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 11 422 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_24 Pre-Treatment WWC1 23286 37 5 167882494 167882494 Frame_Shift_Del DEL C - 8 439 c.2792delC c.(2791-2793)TCCfs p.S931fs

Pat_24 Pre-Treatment FLT4 2324 37 5 180047630 180047632 In_Frame_Del DEL GAG - 8 130 c.2383_2385delCTC c.(2383-2385)CTCdel p.L795del

Pat_24 Pre-Treatment HDGFL1 154150 37 6 22570346 22570347 In_Frame_Ins INS - GGC 9 14 c.542_543insGGCc.(541-543)AGG>AGGGCGp.188_189insA

Pat_24 Pre-Treatment ITPR3 3710 37 6 33657874 33657875 Frame_Shift_Del DEL TA - 8 361 c.6931_6932delTA c.(6931-6933)TATfs p.Y2311fs



Pat_24 Pre-Treatment FTSJD2 23070 37 6 37414140 37414140 Frame_Shift_Del DEL C - 8 1104 c.359delC c.(358-360)TCCfs p.S120fs

Pat_24 Pre-Treatment KIF6 221458 37 6 39580993 39580993 Frame_Shift_Del DEL A - 8 253 c.611delT c.(610-612)TTAfs p.L204fs

Pat_24 Pre-Treatment UBR2 23304 37 6 42657355 42657355 Frame_Shift_Del DEL T - 7 1630 c.5073delT c.(5071-5073)TGTfs p.C1691fs

Pat_24 Pre-Treatment SRF 6722 37 6 43146551 43146551 Frame_Shift_Del DEL C - 7 1430 c.1362delC c.(1360-1362)GTCfs p.V454fs

Pat_24 Pre-Treatment GSTA3 2940 37 6 52770601 52770602 Frame_Shift_Ins INS - A 8 306 c.31_32insT c.(31-33)AATfs p.N11fs

Pat_24 Pre-Treatment CNR1 1268 37 6 88853620 88853621 Frame_Shift_Ins INS - T 8 975 c.1373_1374insA c.(1372-1374)AAGfs p.K458fs

Pat_24 Pre-Treatment HS3ST5 222537 37 6 114378467 114378467 Frame_Shift_Del DEL T - 8 212 c.995delA c.(994-996)AATfs p.N332fs

Pat_24 Pre-Treatment HBS1L 10767 37 6 135314919 135314932 Frame_Shift_Del DEL GAATGAAG - 8 98 060delGGACTTCA-1062)AAGGACTTCATTCC p.K349fs

Pat_24 Pre-Treatment PRKAR1B 5575 37 7 720281 720281 Frame_Shift_Del DEL G - 7 364 c.260delC c.(259-261)CCGfs p.P87fs

Pat_24 Pre-Treatment HOXA11 3207 37 7 27222461 27222462 Frame_Shift_Ins INS - T 7 648 c.895_896insA c.(895-897)ATTfs p.I299fs

Pat_24 Pre-Treatment EGFR 1956 37 7 55229326 55229326 Splice_Site DEL T - 8 516 c.1631_splice c.e13+2 p.G544_splice

Pat_24 Pre-Treatment FKBP9L 360132 37 7 55766777 55766778 Frame_Shift_Del DEL CA - 8 418 c.6_7delTG c.(4-9)GATGAAfs p.D2fs

Pat_24 Pre-Treatment PCLO 27445 37 7 82585325 82585325 Frame_Shift_Del DEL A - 7 318 c.4944delT c.(4942-4944)ACTfs p.T1648fs

Pat_24 Pre-Treatment CLDN12 9069 37 7 90042244 90042246 In_Frame_Del DEL TCC - 8 1116 c.254_256delTCCc.(253-258)GTCCTC>GTC p.L86del

Pat_24 Pre-Treatment PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 8 507 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_24 Pre-Treatment CYP3A43 64816 37 7 99457609 99457610 Frame_Shift_Del DEL AT - 8 232 c.1022_1023delAT c.(1021-1023)AATfs p.N341fs

Pat_24 Pre-Treatment ZCWPW1 55063 37 7 100000151 100000151 Frame_Shift_Del DEL T - 10 2168 c.1459delA c.(1459-1461)ACCfs p.T487fs

Pat_24 Pre-Treatment SLC26A5 375611 37 7 102993339 102993339 Frame_Shift_Del DEL A - 8 1273 c.1549delT c.(1549-1551)TAGfs p.*517fs

Pat_24 Pre-Treatment MET 4233 37 7 116403141 116403141 Frame_Shift_Del DEL G - 7 656 c.2402delG c.(2401-2403)TGTfs p.C801fs

Pat_24 Pre-Treatment OR2A25 392138 37 7 143771315 143771315 Frame_Shift_Del DEL G - 8 439 c.3delG c.(1-3)ATGfs p.M1fs

Pat_24 Pre-Treatment PDIA4 9601 37 7 148702234 148702234 Frame_Shift_Del DEL T - 7 949 c.1521delA c.(1519-1521)AAAfs p.K507fs

Pat_24 Pre-Treatment NOM1 64434 37 7 156743209 156743211 In_Frame_Del DEL GAG - 7 108 c.778_780delGAG c.(778-780)GAGdel p.E264del

Pat_24 Pre-Treatment ADRB3 155 37 8 37823104 37823105 Frame_Shift_Del DEL CC - 2 4 c.883_884delGG c.(883-885)GGTfs p.G295fs

Pat_24 Pre-Treatment PTDSS1 9791 37 8 97318739 97318739 Frame_Shift_Del DEL G - 8 490 c.962delG c.(961-963)TGGfs p.W321fs

Pat_24 Pre-Treatment WISP1 8840 37 8 134225137 134225137 Frame_Shift_Del DEL T - 8 138 c.100delT c.(100-102)TTTfs p.F34fs

Pat_24 Pre-Treatment NAPRT1 93100 37 8 144659876 144659876 Frame_Shift_Del DEL C - 4 5 c.388delG c.(388-390)GTGfs p.V130fs

Pat_24 Pre-Treatment TDRD7 23424 37 9 100235846 100235847 Frame_Shift_Del DEL TG - 8 248 c.2017_2018delTG c.(2017-2019)TGTfs p.C673fs

Pat_24 Pre-Treatment HEMGN 55363 37 9 100692776 100692777 Frame_Shift_Del DEL TT - 8 292 c.900_901delAA c.(898-903)AAAATAfs p.K300fs

Pat_24 Pre-Treatment OR1N2 138882 37 9 125315457 125315457 Frame_Shift_Del DEL T - 7 324 c.9delT c.(7-9)GGTfs p.G3fs

Pat_24 Pre-Treatment PTGES2 80142 37 9 130889794 130889794 Frame_Shift_Del DEL C - 4 9 c.203delG c.(202-204)GGAfs p.G68fs

Pat_24 Pre-Treatment RAPGEF1 2889 37 9 134504038 134504039 Frame_Shift_Del DEL GG - 8 403 c.863_864delCC c.(862-864)CCCfs p.P288fs

Pat_24 Pre-Treatment IQSEC2 23096 37 X 53264131 53264133 In_Frame_Del DEL TGG - 4 9 .3735_3737delCCAc.(3733-3738)CACCAT>CAT1245_1246HH>

Pat_24 Post-Resistance PIAS3 10401 37 1 145583934 145583935 Frame_Shift_Del DEL AG - 8 499 c.1165_1166delAG c.(1165-1167)AGTfs p.S389fs

Pat_24 Post-Resistance HIST2H2AB 317772 37 1 149859168 149859168 Frame_Shift_Del DEL C - 7 1193 c.299delG c.(298-300)GGTfs p.G100fs

Pat_24 Post-Resistance KPRP 448834 37 1 152732678 152732678 Frame_Shift_Del DEL C - 7 425 c.614delC c.(613-615)ACCfs p.T205fs

Pat_24 Post-Resistance PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 8 255 .2186_2188delACC(2185-2190)CACCGG>CG p.H729del

Pat_24 Post-Resistance NFASC 23114 37 1 204924033 204924033 Frame_Shift_Del DEL C - 7 595 c.489delC c.(487-489)AACfs p.N163fs

Pat_24 Post-Resistance GPR44 11251 37 11 60620166 60620167 In_Frame_Ins INS - GCG 12 12 .1029_1030insCGC c.(1027-1032)insCGC p.343_344insR

Pat_24 Post-Resistance C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 7 50 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_24 Post-Resistance LTBP3 4054 37 11 65325326 65325328 In_Frame_Del DEL CAG - 7 38 c.103_105delCTG c.(103-105)CTGdel p.L35del

Pat_24 Post-Resistance ATG16L2 89849 37 11 72528863 72528865 In_Frame_Del DEL AGG - 9 274 c.281_283delAGGc.(280-285)CAGGAG>CAG p.E98del

Pat_24 Post-Resistance USPL1 10208 37 13 31227343 31227343 Frame_Shift_Del DEL C - 7 614 c.1297delC c.(1297-1299)CACfs p.H433fs

Pat_24 Post-Resistance SLC24A1 9187 37 15 65938021 65938021 Frame_Shift_Del DEL A - 4 4 c.2212delA c.(2212-2214)AAGfs p.K738fs

Pat_24 Post-Resistance CIRH1A 84916 37 16 69167515 69167515 Frame_Shift_Del DEL G - 7 271 c.153delG c.(151-153)CAGfs p.Q51fs

Pat_24 Post-Resistance ZC3H18 124245 37 16 88694417 88694417 Frame_Shift_Del DEL G - 10 504 c.2359delG c.(2359-2361)GGGfs p.G787fs

Pat_24 Post-Resistance PRPF8 10594 37 17 1562781 1562781 Frame_Shift_Del DEL C - 8 434 c.5008delG c.(5008-5010)GACfs p.D1670fs

Pat_24 Post-Resistance ITGAE 3682 37 17 3638187 3638188 Frame_Shift_Del DEL TT - 7 788 c.2578_2579delAA c.(2578-2580)AACfs p.N860fs



Pat_24 Post-Resistance EIF5A 1984 37 17 7213020 7213021 Frame_Shift_Del DEL CT - 8 503 c.66_67delCT c.(64-69)TGCTCAfs p.C22fs

Pat_24 Post-Resistance ENGASE 64772 37 17 77075668 77075668 Frame_Shift_Del DEL C - 7 738 c.514delC c.(514-516)CCCfs p.P172fs

Pat_24 Post-Resistance HAUS1 115106 37 18 43685174 43685174 Frame_Shift_Del DEL A - 10 71 c.45delA c.(43-45)TTAfs p.L15fs

Pat_24 Post-Resistance SEMA6B 10501 37 19 4552597 4552597 Frame_Shift_Del DEL G - 7 189 c.826delC c.(826-828)CGCfs p.R276fs

Pat_24 Post-Resistance HNRNPUL1 11100 37 19 41811694 41811695 Frame_Shift_Ins INS - A 9 511 c.2376_2377insA c.(2374-2379)TACAACfs p.Y792fs

Pat_24 Post-Resistance PSG5 5673 37 19 43689036 43689036 Frame_Shift_Del DEL G - 9 875 c.328delC c.(328-330)CAGfs p.Q110fs

Pat_24 Post-Resistance SNRNP70 6625 37 19 49589712 49589712 Frame_Shift_Del DEL C - 10 2050 c.41delC c.(40-42)GCCfs p.A14fs

Pat_24 Post-Resistance HRC 3270 37 19 49656769 49656771 In_Frame_Del DEL CCT - 10 100 .1724_1726delAGG(1723-1728)GAGGGG>GG p.E575del

Pat_24 Post-Resistance LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 10 126 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_24 Post-Resistance HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 8 778 c.275delC c.(274-276)CCAfs p.P92fs

Pat_24 Post-Resistance LRP1B 53353 37 2 141607895 141607896 Frame_Shift_Ins INS - T 2 4 c.4714_4715insA c.(4714-4716)ATGfs p.M1572fs

Pat_24 Post-Resistance COL3A1 1281 37 2 189873846 189873846 Frame_Shift_Del DEL T - 36 140 c.3722delT c.(3721-3723)GTTfs p.V1241fs

Pat_24 Post-Resistance CCDC108 255101 37 2 219886541 219886541 Frame_Shift_Del DEL C - 8 474 c.3091delG c.(3091-3093)GAGfs p.E1031fs

Pat_24 Post-Resistance NCOA3 8202 37 20 46268539 46268539 Frame_Shift_Del DEL C - 17 226 c.2926delC c.(2926-2928)CAAfs p.Q976fs

Pat_24 Post-Resistance CELSR1 9620 37 22 46929720 46929721 Frame_Shift_Del DEL GG - 7 679 c.3347_3348delCC c.(3346-3348)TCCfs p.S1116fs

Pat_24 Post-Resistance TBC1D5 9779 37 3 17446189 17446189 Frame_Shift_Del DEL T - 8 1029 c.438delA c.(436-438)GAAfs p.E146fs

Pat_24 Post-Resistance EXOG 9941 37 3 38537920 38537920 Frame_Shift_Del DEL T - 16 78 c.62delT c.(61-63)GTGfs p.V21fs

Pat_24 Post-Resistance CRIPAK 285464 37 4 1388714 1388715 Frame_Shift_Del DEL CA - 7 615 c.415_416delCA c.(415-417)CACfs p.H139fs

Pat_24 Post-Resistance TBC1D14 57533 37 4 7011611 7011612 Frame_Shift_Ins INS - AT 128 538 c.1454_1455insAT c.(1453-1455)CCAfs p.P485fs

Pat_24 Post-Resistance RASGEF1B 153020 37 4 82363492 82363492 Frame_Shift_Del DEL T - 7 78 c.967delA c.(967-969)ACTfs p.T323fs

Pat_24 Post-Resistance FAT1 2195 37 4 187510184 187510184 Frame_Shift_Del DEL G - 7 655 c.13329delC c.(13327-13329)CCCfs p.P4443fs

Pat_24 Post-Resistance PAIP1 10605 37 5 43555989 43555990 Frame_Shift_Del DEL AG - 8 667 c.377_378delCT c.(376-378)TCTfs p.S126fs

Pat_24 Post-Resistance BAT2 7916 37 6 31604005 31604005 Frame_Shift_Del DEL C - 10 849 c.5644delC c.(5644-5646)CCCfs p.P1882fs

Pat_24 Post-Resistance TFAP2B 7021 37 6 50796386 50796386 Frame_Shift_Del DEL A - 8 412 c.595delA c.(595-597)AAAfs p.K199fs

Pat_24 Post-Resistance DLX6 1750 37 7 96635545 96635547 In_Frame_Del DEL CAC - 7 63 c.172_174delCAC c.(172-174)CACdel p.H63del

Pat_24 Post-Resistance CNPY4 245812 37 7 99717402 99717402 Frame_Shift_Del DEL T - 11 273 c.35delT c.(34-36)CTTfs p.L12fs

Pat_24 Post-Resistance TMEM139 135932 37 7 142983583 142983583 Frame_Shift_Del DEL C - 7 861 c.312delC c.(310-312)CGCfs p.R104fs

Pat_24 Post-Resistance PAXIP1 22976 37 7 154760267 154760269 In_Frame_Del DEL CTG - 7 51 .1642_1644delCAG c.(1642-1644)CAGdel p.Q548del

Pat_24 Post-Resistance KIAA0196 9897 37 8 126090986 126090986 Frame_Shift_Del DEL G - 8 209 c.705delC c.(703-705)TACfs p.Y235fs

Pat_24 Post-Resistance C9orf142 286257 37 9 139887414 139887414 Frame_Shift_Del DEL C - 8 498 c.218delC c.(217-219)ACCfs p.T73fs

Pat_24 Post-Resistance ENTPD2 954 37 9 139943111 139943112 Frame_Shift_Del DEL AA - 4 7 c.1485_1486delTT c.(1483-1488)ATTTAGfs p.I495fs

Pat_24 Post-Resistance TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 13 57 .1659_1661delGG (1657-1662)GAGGAA>GAp.553_554EE>E

Pat_24 Post-Resistance NLGN4X 57502 37 X 5821444 5821445 Frame_Shift_Del DEL TG - 4 9 c.1274_1275delCA c.(1273-1275)ACAfs p.T425fs

Pat_24 Post-Resistance SYN1 6853 37 X 47434113 47434113 Frame_Shift_Del DEL G - 4 5 c.1367delC c.(1366-1368)CCGfs p.P456fs

Pat_24 Post-Resistance TSPY4 728395 37 Y 9197004 9197004 Frame_Shift_Del DEL G - 2 4 c.717delG c.(715-717)CTGfs p.L239fs

Pat_27 Post-Resistance PABPC4 8761 37 1 40028016 40028016 Frame_Shift_Del DEL G - 10 428 c.1693delC c.(1693-1695)CAGfs p.Q565fs

Pat_27 Post-Resistance GBP2 2634 37 1 89587526 89587528 In_Frame_Del DEL CCA - 7 650 c.122_124delTGGc.(121-126)GTGGCG>GCG p.V41del

Pat_27 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 12 557 .2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_27 Post-Resistance PAPPA2 60676 37 1 176525710 176525710 Frame_Shift_Del DEL G - 7 1162 c.252delG c.(250-252)GTGfs p.V84fs

Pat_27 Post-Resistance FAM129A 116496 37 1 184764538 184764538 Frame_Shift_Del DEL C - 7 1270 c.2360delG c.(2359-2361)GGAfs p.G787fs

Pat_27 Post-Resistance AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 7 302 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_27 Post-Resistance CEP164 22897 37 11 117280451 117280453 In_Frame_Del DEL CGC - 7 1356 .3866_3868delCG (3865-3870)TCGCCG>TC p.P1292del

Pat_27 Post-Resistance GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 13 519 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_27 Post-Resistance TENC1 23371 37 12 53452903 53452903 Frame_Shift_Del DEL C - 9 454 c.1478delC c.(1477-1479)ACCfs p.T493fs

Pat_27 Post-Resistance RBM19 9904 37 12 114395612 114395612 Frame_Shift_Del DEL T - 7 536 c.815delA c.(814-816)AAGfs p.K272fs

Pat_27 Post-Resistance INTS6 26512 37 13 51948408 51948408 Frame_Shift_Del DEL T - 8 1034 c.2040delA c.(2038-2040)AAAfs p.K680fs

Pat_27 Post-Resistance APBA2 321 37 15 29346361 29346363 In_Frame_Del DEL GAG - 7 863 c.274_276delGAG c.(274-276)GAGdel p.E95del



Pat_27 Post-Resistance MEF2A 4205 37 15 100252710 100252715 In_Frame_Del DEL CAGCAG - 12 31 258_1263delCAGCc.(1258-1263)CAGCAGdel p.QQ428del

Pat_27 Post-Resistance NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 7 159 .2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_27 Post-Resistance CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 9 574 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_27 Post-Resistance SLC16A6 9120 37 17 66267125 66267125 Frame_Shift_Del DEL A - 7 483 c.1176delT c.(1174-1176)TTTfs p.F392fs

Pat_27 Post-Resistance KIAA0195 9772 37 17 73491063 73491063 Frame_Shift_Del DEL C - 7 641 c.2676delC c.(2674-2676)ATCfs p.I892fs

Pat_27 Post-Resistance ICAM1 3383 37 19 10394740 10394740 Frame_Shift_Del DEL C - 7 487 c.669delC c.(667-669)AGCfs p.S223fs

Pat_27 Post-Resistance SLC44A2 57153 37 19 10748914 10748916 In_Frame_Del DEL TTC - 8 241 c.1852_1854delTTC c.(1852-1854)TTCdel p.F621del

Pat_27 Post-Resistance KIR2DL4 3805 37 19 55324675 55324675 Splice_Site DEL A - 7 92 c.801_splice c.e6+1 p.S267_splice

Pat_27 Post-Resistance PSME4 23198 37 2 54167139 54167140 Splice_Site INS - G 8 400 c.501_splice c.e4-1 p.N167_splice

Pat_27 Post-Resistance OTX1 5013 37 2 63283275 63283277 In_Frame_Del DEL CAC - 8 424 c.889_891delCAC c.(889-891)CACdel p.H301del

Pat_27 Post-Resistance TEKT4 150483 37 2 95539829 95539830 Frame_Shift_Ins INS - G 8 379 c.689_690insG c.(688-690)CCGfs p.P230fs

Pat_27 Post-Resistance PLA2R1 22925 37 2 160801442 160801442 Frame_Shift_Del DEL T - 8 446 c.4119delA c.(4117-4119)AAAfs p.K1373fs

Pat_27 Post-Resistance CERKL 375298 37 2 182403897 182403899 In_Frame_Del DEL TCC - 7 571 .1536_1538delGG.(1534-1539)GAGGAT>GA p.E512del

Pat_27 Post-Resistance CLTCL1 8218 37 22 19220690 19220690 Frame_Shift_Del DEL T - 8 1191 c.1520delA c.(1519-1521)AAGfs p.K507fs

Pat_27 Post-Resistance CCDC116 164592 37 22 21990728 21990730 In_Frame_Del DEL GCA - 7 171 .1211_1213delGCA.(1210-1215)TGCAGC>TG p.S407del

Pat_27 Post-Resistance CNTN6 27255 37 3 1371501 1371501 Frame_Shift_Del DEL A - 8 298 c.1246delA c.(1246-1248)AAAfs p.K416fs

Pat_27 Post-Resistance SGOL1 151648 37 3 20216050 20216050 Frame_Shift_Del DEL T - 10 74 c.973delA c.(973-975)ATGfs p.M325fs

Pat_27 Post-Resistance XIRP1 165904 37 3 39228955 39228958 Frame_Shift_Del DEL TGTC - 7 171 1979_1982delGACc.(1978-1983)AGACACfs p.R660fs

Pat_27 Post-Resistance HHATL 57467 37 3 42739670 42739672 In_Frame_Del DEL GAA - 13 393 c.655_657delTTC c.(655-657)TTCdel p.F219del

Pat_27 Post-Resistance CELSR3 1951 37 3 48685385 48685385 Frame_Shift_Del DEL C - 7 955 c.7018delG c.(7018-7020)GCCfs p.A2340fs

Pat_27 Post-Resistance VGLL3 389136 37 3 87027685 87027685 Frame_Shift_Del DEL G - 8 584 c.394delC c.(394-396)CTAfs p.L132fs

Pat_27 Post-Resistance FILIP1L 11259 37 3 99569346 99569346 Frame_Shift_Del DEL T - 7 573 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_27 Post-Resistance TMEM22 80723 37 3 136573486 136573486 Frame_Shift_Del DEL A - 7 217 c.184delA c.(184-186)AAAfs p.K62fs

Pat_27 Post-Resistance SULT1B1 27284 37 4 70599153 70599153 Frame_Shift_Del DEL A - 7 858 c.575delT c.(574-576)TTGfs p.L192fs

Pat_27 Post-Resistance FGF5 2250 37 4 81187992 81187994 In_Frame_Del DEL TCC - 7 445 c.14_16delTCC c.(13-18)TTCCTC>TTC p.L9del

Pat_27 Post-Resistance WDFY3 23001 37 4 85611708 85611709 Frame_Shift_Del DEL CA - 7 390 c.9313_9314delTG c.(9313-9315)TGGfs p.W3105fs

Pat_27 Post-Resistance BTNL8 79908 37 5 180338421 180338421 Frame_Shift_Del DEL C - 7 1234 c.480delC c.(478-480)TTCfs p.F160fs

Pat_27 Post-Resistance FOXF2 2295 37 6 1390277 1390279 In_Frame_Del DEL CCG - 10 6 c.95_97delCCG c.(94-99)CCCGCC>CCC p.A41del

Pat_27 Post-Resistance HSP90AB1 3326 37 6 44221052 44221052 Frame_Shift_Del DEL T - 7 2628 c.2002delT c.(2002-2004)TTTfs p.F668fs

Pat_27 Post-Resistance TBX18 9096 37 6 85446744 85446744 Frame_Shift_Del DEL G - 7 958 c.1483delC c.(1483-1485)CAGfs p.Q495fs

Pat_27 Post-Resistance ARID1B 57492 37 6 157100024 157100026 In_Frame_Del DEL GGA - 7 57 c.787_789delGGA c.(787-789)GGAdel p.G270del

Pat_27 Post-Resistance TTYH3 80727 37 7 2687612 2687614 In_Frame_Del DEL CTG - 7 402 c.646_648delCTG c.(646-648)CTGdel p.L219del

Pat_27 Post-Resistance SDK1 221935 37 7 4008947 4008947 Frame_Shift_Del DEL G - 8 1753 c.1605delG c.(1603-1605)TCGfs p.S535fs

Pat_27 Post-Resistance PURB 5814 37 7 44924044 44924046 In_Frame_Del DEL CGC - 7 611 c.902_904delGCGc.(901-906)GGCGAA>GAA p.G301del

Pat_27 Post-Resistance AKAP9 10142 37 7 91603085 91603085 Frame_Shift_Del DEL A - 8 161 c.109delA c.(109-111)AAAfs p.K37fs

Pat_27 Post-Resistance MLL3 58508 37 7 151856009 151856009 Frame_Shift_Del DEL T - 8 1214 c.11609delA c.(11608-11610)AAGfs p.K3870fs

Pat_27 Post-Resistance PSD3 23362 37 8 18413785 18413785 Frame_Shift_Del DEL G - 7 845 c.2862delC c.(2860-2862)CCCfs p.P954fs

Pat_27 Post-Resistance EPB49 2039 37 8 21927773 21927773 Frame_Shift_Del DEL C - 7 440 c.532delC c.(532-534)CCCfs p.P178fs

Pat_27 Post-Resistance PTPLAD2 401494 37 9 21007046 21007046 Frame_Shift_Del DEL T - 9 280 c.689delA c.(688-690)AAGfs p.K230fs

Pat_27 Post-Resistance HUWE1 10075 37 X 53589091 53589093 In_Frame_Del DEL TCC - 7 168 .7317_7319delGG (7315-7320)GAGGAA>GA2439_2440EE>

Pat_27 Post-Resistance ATRX 546 37 X 76931742 76931744 In_Frame_Del DEL TCA - 7 249 c.3786_3788delTGA.(3784-3789)GATGAC>GA1262_1263DD>

Pat_28 Post-Resistance RBBP5 5929 37 1 205074198 205074198 Frame_Shift_Del DEL A - 31 120 c.317delT c.(316-318)TTCfs p.F106fs

Pat_28 Post-Resistance CR2 1380 37 1 207642044 207642044 Frame_Shift_Del DEL C - 7 677 c.618delC c.(616-618)GTCfs p.V206fs

Pat_28 Post-Resistance PITRM1 10531 37 10 3187863 3187863 Frame_Shift_Del DEL T - 2 4 c.2088delA c.(2086-2088)AAAfs p.K696fs

Pat_28 Post-Resistance PTEN 5728 37 10 89693002 89693003 Frame_Shift_Ins INS - A 41 19 c.486_487insA c.(484-489)GACAAAfs p.D162fs

Pat_28 Post-Resistance CAPN5 726 37 11 76830082 76830082 Frame_Shift_Del DEL T - 17 19 c.1174delT c.(1174-1176)TTCfs p.F392fs

Pat_28 Post-Resistance FGFR1OP2 26127 37 12 27109491 27109492 Frame_Shift_Ins INS - AA 59 245 c.151_152insAA c.(151-153)CAAfs p.Q51fs



Pat_28 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 11 659 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_28 Post-Resistance MAP3K9 4293 37 14 71275774 71275776 In_Frame_Del DEL CCT - 4 3 c.113_115delAGGc.(112-117)GAGGCG>GCG p.E38del

Pat_28 Post-Resistance ITGA11 22801 37 15 68624270 68624271 Frame_Shift_Ins INS - G 8 20 c.1696_1697insC c.(1696-1698)CTGfs p.L566fs

Pat_28 Post-Resistance NKTR 4820 37 3 42680269 42680271 In_Frame_Del DEL GAG - 7 249 .3073_3075delGAG c.(3073-3075)GAGdel p.E1029del

Pat_28 Post-Resistance NAP1L5 266812 37 4 89618484 89618486 In_Frame_Del DEL TCC - 7 135 c.420_422delGGAc.(418-423)GAGGAA>GAAp.140_141EE>E

Pat_28 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 7 991 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_28 Post-Resistance BMP6 654 37 6 7880531 7880532 Frame_Shift_Ins INS - A 61 335 c.1497_1498insA c.(1495-1500)CTGAAAfs p.L499fs

Pat_28 Post-Resistance TRERF1 55809 37 6 42222620 42222620 Frame_Shift_Del DEL T - 222 86 c.2625delA c.(2623-2625)AAAfs p.K875fs

Pat_28 Post-Resistance TARP 445347 37 7 38313227 38313227 Frame_Shift_Del DEL T - 7 522 c.388delA c.(388-390)ATCfs p.I130fs

Pat_30 Pre-Treatment MMEL1 79258 37 1 2560819 2560821 In_Frame_Del DEL CAG - 11 40 c.103_105delCTG c.(103-105)CTGdel p.L35del

Pat_30 Pre-Treatment ESPNP 284729 37 1 17026043 17026044 In_Frame_Ins INS - GCA 3 6 c.1291_1292insTGC(1291-1293)CCG>CTGCCp.430_431insL

Pat_30 Pre-Treatment MST1P9 11223 37 1 17085590 17085595 In_Frame_Del DEL GCGCTG - 9 340 126_1131delCAGCc.(1126-1131)CAGCGCdel p.QR376del

Pat_30 Pre-Treatment NFIA 4774 37 1 61848988 61848989 Frame_Shift_Del DEL GG - 9 1268 c.1026_1027delGGc.(1024-1029)CTGGGAfs p.L342fs

Pat_30 Pre-Treatment SLC27A3 11000 37 1 153751860 153751860 Frame_Shift_Del DEL C - 7 591 c.1927delC c.(1927-1929)CCCfs p.P643fs

Pat_30 Pre-Treatment HAX1 10456 37 1 154246391 154246391 Frame_Shift_Del DEL C - 8 514 c.458delC c.(457-459)TCCfs p.S153fs

Pat_30 Pre-Treatment TNR 7143 37 1 175372615 175372615 Frame_Shift_Del DEL C - 8 1386 c.637delG c.(637-639)GTGfs p.V213fs

Pat_30 Pre-Treatment PRG4 10216 37 1 186277340 186277340 Frame_Shift_Del DEL C - 7 1140 c.2489delC c.(2488-2490)ACCfs p.T830fs

Pat_30 Pre-Treatment ACBD3 64746 37 1 226352490 226352491 Frame_Shift_Ins INS - T 10 251 c.568_569insA c.(568-570)AGGfs p.R190fs

Pat_30 Pre-Treatment PSD 5662 37 10 104173620 104173622 In_Frame_Del DEL CCT - 8 155 .1457_1459delAGG(1456-1461)GAGGCA>GC p.E486del

Pat_30 Pre-Treatment APBB1 322 37 11 6432090 6432092 In_Frame_Del DEL TCC - 7 42 c.486_488delGGAc.(484-489)GAGGAT>GAT p.E162del

Pat_30 Pre-Treatment OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 8 445 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_30 Pre-Treatment PLEKHA7 144100 37 11 16847710 16847710 Frame_Shift_Del DEL G - 7 1731 c.1300delC c.(1300-1302)CAGfs p.Q434fs

Pat_30 Pre-Treatment USH1C 10083 37 11 17542501 17542501 Frame_Shift_Del DEL C - 7 1983 c.1126delG c.(1126-1128)GAAfs p.E376fs

Pat_30 Pre-Treatment OR9G4 283189 37 11 56510933 56510933 Frame_Shift_Del DEL A - 7 606 c.355delT c.(355-357)TCCfs p.S119fs

Pat_30 Pre-Treatment EML3 256364 37 11 62376055 62376055 Frame_Shift_Del DEL C - 7 1054 c.1069delG c.(1069-1071)GCCfs p.A357fs

Pat_30 Pre-Treatment USP35 57558 37 11 77920720 77920722 In_Frame_Del DEL CGC - 7 442 .1819_1821delCG c.(1819-1821)CGCdel p.R610del

Pat_30 Pre-Treatment MED17 9440 37 11 93528167 93528167 Frame_Shift_Del DEL T - 97 243 c.953delT c.(952-954)ATTfs p.I318fs

Pat_30 Pre-Treatment IGSF9B 22997 37 11 133807827 133807827 Frame_Shift_Del DEL G - 7 96 c.439delC c.(439-441)CAGfs p.Q147fs

Pat_30 Pre-Treatment PRB2 653247 37 12 11546233 11546235 In_Frame_Del DEL GGA - 7 361 c.777_779delTCCc.(775-780)CCTCCA>CCAp.259_260PP>P

Pat_30 Pre-Treatment LRP1 4035 37 12 57605948 57605948 Frame_Shift_Del DEL G - 7 210 c.13398delG c.(13396-13398)GTGfs p.V4466fs

Pat_30 Pre-Treatment PIP4K2C 79837 37 12 57988949 57988949 Frame_Shift_Del DEL C - 7 1078 c.313delC c.(313-315)CCCfs p.P105fs

Pat_30 Pre-Treatment SIRT4 23409 37 12 120750293 120750294 Frame_Shift_Ins INS - G 7 340 c.532_533insG c.(532-534)CGGfs p.R178fs

Pat_30 Pre-Treatment DNAH10 196385 37 12 124274524 124274524 Frame_Shift_Del DEL G - 7 585 c.1488delG c.(1486-1488)ACGfs p.T496fs

Pat_30 Pre-Treatment EP400 57634 37 12 132547156 132547158 In_Frame_Del DEL GAC - 9 314 .8244_8246delGAC(8242-8247)CAGACG>CA p.T2752del

Pat_30 Pre-Treatment TEP1 7011 37 14 20852647 20852647 Frame_Shift_Del DEL C - 12 1255 c.3242delG c.(3241-3243)GGTfs p.G1081fs

Pat_30 Pre-Treatment SAMD4A 23034 37 14 55226890 55226890 Frame_Shift_Del DEL G - 7 1484 c.1185delG c.(1183-1185)GAGfs p.E395fs

Pat_30 Pre-Treatment HERC1 8925 37 15 63928179 63928180 Frame_Shift_Del DEL TG - 8 1894 12394_12395delC c.(12394-12396)CAAfs p.Q4132fs

Pat_30 Pre-Treatment DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 8 219 .1628_1630delCTG.(1627-1632)GCTGAT>GA p.A543del

Pat_30 Pre-Treatment POLDIP2 26073 37 17 26684394 26684395 Splice_Site INS - G 7 6 c.78_splice c.e2+1 p.W26_splice

Pat_30 Pre-Treatment GAS2L2 246176 37 17 34074257 34074257 Frame_Shift_Del DEL G - 7 922 c.863delC c.(862-864)CCGfs p.P288fs

Pat_30 Pre-Treatment RAMP2 10266 37 17 40913329 40913329 Frame_Shift_Del DEL C - 2 4 c.50delC c.(49-51)ACCfs p.T17fs

Pat_30 Pre-Treatment CA10 56934 37 17 50008357 50008357 Frame_Shift_Del DEL C - 8 1682 c.272delG c.(271-273)GGCfs p.G91fs

Pat_30 Pre-Treatment TIMP2 7077 37 17 76869979 76869982 Frame_Shift_Del DEL ACTG - 59 369 c.150_153delCAGT c.(148-153)GTCAGTfs p.V50fs

Pat_30 Pre-Treatment ASXL3 80816 37 18 31325784 31325784 Frame_Shift_Del DEL C - 8 883 c.5972delC c.(5971-5973)TCCfs p.S1991fs

Pat_30 Pre-Treatment ZNF490 57474 37 19 12692378 12692378 Frame_Shift_Del DEL G - 7 714 c.511delC c.(511-513)CTTfs p.L171fs

Pat_30 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 11 1373 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_30 Pre-Treatment KLC3 147700 37 19 45850756 45850758 In_Frame_Del DEL GAG - 7 486 c.541_543delGAG c.(541-543)GAGdel p.E184del



Pat_30 Pre-Treatment TSKS 60385 37 19 50243088 50243088 Frame_Shift_Del DEL C - 8 352 c.1724delG c.(1723-1725)GGAfs p.G575fs

Pat_30 Pre-Treatment ACPT 93650 37 19 51298106 51298106 Frame_Shift_Del DEL C - 10 1393 c.1050delC c.(1048-1050)CTCfs p.L350fs

Pat_30 Pre-Treatment ZNF432 9668 37 19 52537288 52537288 Frame_Shift_Del DEL T - 7 538 c.1644delA c.(1642-1644)AAAfs p.K548fs

Pat_30 Pre-Treatment NLRP9 338321 37 19 56249563 56249563 Frame_Shift_Del DEL C - 10 1762 c.178delG c.(178-180)GACfs p.D60fs

Pat_30 Pre-Treatment PUM2 23369 37 2 20494235 20494235 Frame_Shift_Del DEL C - 8 977 c.1054delG c.(1054-1056)GTGfs p.V352fs

Pat_30 Pre-Treatment CAD 790 37 2 27464020 27464020 Frame_Shift_Del DEL C - 8 1261 c.5733delC c.(5731-5733)CACfs p.H1911fs

Pat_30 Pre-Treatment KIF3B 9371 37 20 30898763 30898765 In_Frame_Del DEL GAG - 8 127 .1183_1185delGAG c.(1183-1185)GAGdel p.E399del

Pat_30 Pre-Treatment CECR6 27439 37 22 17601300 17601302 In_Frame_Del DEL CCA - 8 100 c.716_718delTGGc.(715-720)GTGGGC>GGC p.V239del

Pat_30 Pre-Treatment MN1 4330 37 22 28194933 28194934 In_Frame_Ins INS - TGC 11 46 .1598_1599insGCA.(1597-1599)CAA>CAGCA.533_533Q>QQ

Pat_30 Pre-Treatment MTMR3 8897 37 22 30408494 30408494 Frame_Shift_Del DEL C - 8 1893 c.1259delC c.(1258-1260)ACCfs p.T420fs

Pat_30 Pre-Treatment TAB1 10454 37 22 39772049 39772049 Frame_Shift_Del DEL C - 7 689 c.108delC c.(106-108)GACfs p.D36fs

Pat_30 Pre-Treatment MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 12 343 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_30 Pre-Treatment SGOL1 151648 37 3 20216050 20216050 Frame_Shift_Del DEL T - 7 89 c.973delA c.(973-975)ATGfs p.M325fs

Pat_30 Pre-Treatment XYLB 9942 37 3 38454444 38454444 Frame_Shift_Del DEL C - 7 493 c.1551delC c.(1549-1551)CTCfs p.L517fs

Pat_30 Pre-Treatment TM4SF4 7104 37 3 149192694 149192694 Frame_Shift_Del DEL G - 9 170 c.30delG c.(28-30)CTGfs p.L10fs

Pat_30 Pre-Treatment MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 15 374 .6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_30 Pre-Treatment FGF5 2250 37 4 81187992 81187994 In_Frame_Del DEL TCC - 7 385 c.14_16delTCC c.(13-18)TTCCTC>TTC p.L9del

Pat_30 Pre-Treatment CFI 3426 37 4 110662159 110662159 Frame_Shift_Del DEL C - 7 1416 c.1642delG c.(1642-1644)GAAfs p.E548fs

Pat_30 Pre-Treatment RASGRF2 5924 37 5 80409566 80409568 In_Frame_Del DEL CCA - 11 466 .2297_2299delCCA(2296-2301)CCCACC>CC p.T770del

Pat_30 Pre-Treatment PCDHGB4 8641 37 5 140767492 140767497 In_Frame_Del DEL TGCCAG - 2 4 c.41_46delTGCCAG.(40-48)CTGCCAGTG>CTG p.PV15del

Pat_30 Pre-Treatment SPRY4 81848 37 5 141694154 141694154 Frame_Shift_Del DEL G - 8 666 c.520delC c.(520-522)CGGfs p.R174fs

Pat_30 Pre-Treatment C6orf223 221416 37 6 43970503 43970504 In_Frame_Ins INS - GCG 10 34 c.369_370insGCG c.(367-372)insGCG p.132_133insA

Pat_30 Pre-Treatment COL12A1 1303 37 6 75887504 75887504 Frame_Shift_Del DEL G - 8 1469 c.2312delC c.(2311-2313)CCAfs p.P771fs

Pat_30 Pre-Treatment WBSCR17 64409 37 7 71142212 71142212 Frame_Shift_Del DEL C - 7 1623 c.1421delC c.(1420-1422)GCAfs p.A474fs

Pat_30 Pre-Treatment C7orf51 222950 37 7 100086313 100086313 Frame_Shift_Del DEL C - 7 781 c.969delC c.(967-969)ATCfs p.I323fs

Pat_30 Pre-Treatment SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 7 78 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_30 Pre-Treatment FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 7 66 c.598_splice c.e6-1 p.Q200_splice

Pat_30 Pre-Treatment CCNE2 9134 37 8 95902737 95902737 Frame_Shift_Del DEL T - 7 1288 c.359delA c.(358-360)AAGfs p.K120fs

Pat_30 Pre-Treatment KIAA2026 158358 37 9 5968044 5968044 Frame_Shift_Del DEL T - 4 6 c.2187delA c.(2185-2187)AAAfs p.K729fs

Pat_30 Pre-Treatment RUSC2 9853 37 9 35555452 35555452 Frame_Shift_Del DEL C - 7 623 c.2410delC c.(2410-2412)CCCfs p.P804fs

Pat_30 Pre-Treatment FRMPD4 9758 37 X 12734864 12734864 Frame_Shift_Del DEL G - 7 777 c.2286delG c.(2284-2286)GTGfs p.V762fs

Pat_30 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 7 187 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_30 Post-Resistance RPS6KA1 6195 37 1 26885311 26885311 Frame_Shift_Del DEL C - 7 321 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_30 Post-Resistance KIAA0467 23334 37 1 43898257 43898257 Frame_Shift_Del DEL C - 7 318 c.2815delC c.(2815-2817)CCCfs p.P939fs

Pat_30 Post-Resistance LCE2A 353139 37 1 152671425 152671425 Frame_Shift_Del DEL C - 14 1173 c.48delC c.(46-48)TGCfs p.C16fs

Pat_30 Post-Resistance GATAD2B 57459 37 1 153784567 153784567 Frame_Shift_Del DEL G - 7 533 c.1461delC c.(1459-1461)CCCfs p.P487fs

Pat_30 Post-Resistance SHC1 6464 37 1 154938468 154938468 Frame_Shift_Del DEL G - 7 511 c.1338delC c.(1336-1338)CCCfs p.P446fs

Pat_30 Post-Resistance GON4L 54856 37 1 155774769 155774769 Frame_Shift_Del DEL C - 7 766 c.1616delG c.(1615-1617)GGAfs p.G539fs

Pat_30 Post-Resistance EFCAB2 84288 37 1 245133550 245133551 Frame_Shift_Del DEL GC - 5 4 c.126_127delGC c.(124-129)GGGCGCfs p.G42fs

Pat_30 Post-Resistance PTEN 5728 37 10 89623858 89623861 Splice_Site DEL GGCT - 4 4 c.-365_splice c.e1+1

Pat_30 Post-Resistance B4GALNT4 338707 37 11 369845 369847 In_Frame_Del DEL GCT - 4 8 c.42_44delGCT c.(40-45)AAGCTG>AAG p.L22del

Pat_30 Post-Resistance C11orf95 65998 37 11 63531514 63531516 In_Frame_Del DEL CTC - 7 55 .1579_1581delGAG c.(1579-1581)GAGdel p.E527del

Pat_30 Post-Resistance GPR137 56834 37 11 64055631 64055631 Frame_Shift_Del DEL C - 7 716 c.728delC c.(727-729)GCCfs p.A243fs

Pat_30 Post-Resistance CTSF 8722 37 11 66335859 66335859 Frame_Shift_Del DEL C - 2 4 c.99delG c.(97-99)GGGfs p.G33fs

Pat_30 Post-Resistance KRTAP5-8 57830 37 11 71249125 71249126 In_Frame_Ins INS - GCTCCGG 10 586 GCTGTGGCTCCGnsGGCTGTGGCTCCGGC2_23insGCGSG

Pat_30 Post-Resistance MED17 9440 37 11 93528167 93528167 Frame_Shift_Del DEL T - 58 83 c.953delT c.(952-954)ATTfs p.I318fs

Pat_30 Post-Resistance EFS 10278 37 14 23829997 23829997 Frame_Shift_Del DEL G - 7 282 c.64delC c.(64-66)CAGfs p.Q22fs



Pat_30 Post-Resistance NYNRIN 57523 37 14 24886571 24886571 Frame_Shift_Del DEL G - 2 4 c.5616delG c.(5614-5616)CTGfs p.L1872fs

Pat_30 Post-Resistance AKT1 207 37 14 105242073 105242075 In_Frame_Del DEL CTC - 8 283 c.349_351delGAG c.(349-351)GAGdel p.E117del

Pat_30 Post-Resistance NUDT21 11051 37 16 56485066 56485066 Frame_Shift_Del DEL C - 10 872 c.49delG c.(49-51)GTCfs p.V17fs

Pat_30 Post-Resistance CAMTA2 23125 37 17 4883038 4883038 Frame_Shift_Del DEL G - 7 407 c.1579delC c.(1579-1581)CAGfs p.Q527fs

Pat_30 Post-Resistance WNK4 65266 37 17 40932962 40932962 Frame_Shift_Del DEL C - 8 248 c.246delC c.(244-246)GACfs p.D82fs

Pat_30 Post-Resistance TIMP2 7077 37 17 76869979 76869982 Frame_Shift_Del DEL ACTG - 102 187 c.150_153delCAGT c.(148-153)GTCAGTfs p.V50fs

Pat_30 Post-Resistance ZNF700 90592 37 19 12060595 12060596 Frame_Shift_Del DEL CA - 78 233 c.1756_1757delCA c.(1756-1758)CACfs p.H586fs

Pat_30 Post-Resistance GLTSCR1 29998 37 19 48197567 48197568 Frame_Shift_Ins INS - C 7 54 c.2479_2480insC c.(2479-2481)GCCfs p.A827fs

Pat_30 Post-Resistance PMEPA1 56937 37 20 56284593 56284595 In_Frame_Del DEL CGG - 6 10 c.44_46delCCG c.(43-48)GCCGGG>GGG p.A15del

Pat_30 Post-Resistance MN1 4330 37 22 28194933 28194934 In_Frame_Ins INS - TGC 12 66 .1598_1599insGCA.(1597-1599)CAA>CAGCA.533_533Q>QQ

Pat_30 Post-Resistance HSCB 150274 37 22 29140667 29140667 Frame_Shift_Del DEL C - 7 300 c.398delC c.(397-399)GCCfs p.A133fs

Pat_30 Post-Resistance MTMR3 8897 37 22 30408494 30408494 Frame_Shift_Del DEL C - 7 1546 c.1259delC c.(1258-1260)ACCfs p.T420fs

Pat_30 Post-Resistance C22orf30 253143 37 22 32099549 32099549 Frame_Shift_Del DEL G - 7 574 c.5987delC c.(5986-5988)CCAfs p.P1996fs

Pat_30 Post-Resistance MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 16 275 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_30 Post-Resistance ADCY5 111 37 3 123167191 123167193 In_Frame_Del DEL GCT - 4 4 c.200_202delAGCc.(199-204)CAGCGC>CGC p.Q67del

Pat_30 Post-Resistance CXCL5 6374 37 4 74864215 74864217 In_Frame_Del DEL CAG - 2 4 c.82_84delCTG c.(82-84)CTGdel p.L28del

Pat_30 Post-Resistance STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 10 832 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_30 Post-Resistance SCUBE3 222663 37 6 35210453 35210453 Frame_Shift_Del DEL C - 8 670 c.1589delC c.(1588-1590)TCCfs p.S530fs

Pat_30 Post-Resistance BYSL 705 37 6 41900405 41900405 Frame_Shift_Del DEL C - 8 656 c.1275delC c.(1273-1275)GTCfs p.V425fs

Pat_30 Post-Resistance CNPY3 10695 37 6 42897358 42897360 In_Frame_Del DEL TGC - 9 73 c.50_52delTGC c.(49-54)TTGCTG>TTG p.17_18LL>L

Pat_30 Post-Resistance C6orf223 221416 37 6 43970503 43970504 In_Frame_Ins INS - GCG 11 77 c.369_370insGCG c.(367-372)insGCG p.132_133insA

Pat_30 Post-Resistance TNFRSF21 27242 37 6 47253989 47253989 Frame_Shift_Del DEL G - 8 1536 c.439delC c.(439-441)CATfs p.H147fs

Pat_30 Post-Resistance GARS 2617 37 7 30671998 30671998 Frame_Shift_Del DEL C - 7 389 c.2039delC c.(2038-2040)ACCfs p.T680fs

Pat_30 Post-Resistance AGFG2 3268 37 7 100161550 100161551 Frame_Shift_Ins INS - C 8 1285 c.1265_1266insC c.(1264-1266)TTCfs p.F422fs

Pat_30 Post-Resistance SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 7 67 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_30 Post-Resistance FLNC 2318 37 7 128480704 128480704 Frame_Shift_Del DEL G - 9 1330 c.1652delG c.(1651-1653)TGGfs p.W551fs

Pat_30 Post-Resistance ARHGEF5 7984 37 7 144075858 144075858 Frame_Shift_Del DEL C - 11 1561 c.4535delC c.(4534-4536)TCCfs p.S1512fs

Pat_30 Post-Resistance ZNF398 57541 37 7 148876153 148876153 Frame_Shift_Del DEL C - 10 1166 c.1189delC c.(1189-1191)CCCfs p.P397fs

Pat_30 Post-Resistance NOS3 4846 37 7 150696157 150696157 Frame_Shift_Del DEL C - 8 1303 c.940delC c.(940-942)CCCfs p.P314fs

Pat_30 Post-Resistance CDK5 1020 37 7 150754217 150754217 Frame_Shift_Del DEL T - 9 1308 c.68delA c.(67-69)AACfs p.N23fs

Pat_30 Post-Resistance LSM1 27257 37 8 38027393 38027393 Frame_Shift_Del DEL C - 8 1110 c.158delG c.(157-159)GGCfs p.G53fs

Pat_30 Post-Resistance TPD52 7163 37 8 80965625 80965625 Frame_Shift_Del DEL G - 7 203 c.296delC c.(295-297)GCAfs p.A99fs

Pat_30 Post-Resistance DDX58 23586 37 9 32466441 32466443 Splice_Site DEL TAT - 2 4 c.2186_splice c.e16-1 p.G729_splice

Pat_30 Post-Resistance TFE3 7030 37 X 48887806 48887808 In_Frame_Del DEL CCT - 7 233 .1589_1591delAGG(1588-1593)GAGGGG>GG p.E530del

Pat_31 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 9 765 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_31 Pre-Treatment BEND5 79656 37 1 49201967 49201967 Frame_Shift_Del DEL T - 7 255 c.1052delA c.(1051-1053)AAGfs p.K351fs

Pat_31 Pre-Treatment ST6GALNAC5 81849 37 1 77334292 77334293 In_Frame_Ins INS - CAGCAA 29 25 126_127insCAGCA c.(124-129)insCAGCAA p.48_49insQQ

Pat_31 Pre-Treatment BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 8 422 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_31 Pre-Treatment PSMB4 5692 37 1 151374040 151374040 Frame_Shift_Del DEL A - 12 1434 c.716delA c.(715-717)GAAfs p.E239fs

Pat_31 Pre-Treatment TCHH 7062 37 1 152082301 152082303 In_Frame_Del DEL CTC - 10 868 .3390_3392delGAG.(3388-3393)AAGAGA>AA p.R1133del

Pat_31 Pre-Treatment TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 10 265 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_31 Pre-Treatment FLG2 388698 37 1 152324558 152324559 Frame_Shift_Del DEL TG - 11 1623 c.5703_5704delCAc.(5701-5706)CACAGCfs p.H1901fs

Pat_31 Pre-Treatment KCNN3 3782 37 1 154680586 154680588 In_Frame_Del DEL GCT - 7 208 .2060_2062delAGC.(2059-2064)CAGCTC>CT p.Q687del

Pat_31 Pre-Treatment KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 8 81 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_31 Pre-Treatment PBXIP1 57326 37 1 154917508 154917510 In_Frame_Del DEL GGT - 7 260 .2186_2188delACC(2185-2190)CACCGG>CG p.H729del

Pat_31 Pre-Treatment SHC1 6464 37 1 154942910 154942911 Frame_Shift_Ins INS - G 7 236 c.92_93insC c.(91-93)CCGfs p.P31fs

Pat_31 Pre-Treatment BCAN 63827 37 1 156626160 156626160 Frame_Shift_Del DEL G - 7 656 c.2029delG c.(2029-2031)GGGfs p.G677fs



Pat_31 Pre-Treatment NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 15 902 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_31 Pre-Treatment OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 10 1048 c.259delG c.(259-261)GGGfs p.G87fs

Pat_31 Pre-Treatment PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 7 562 .1058_1060delTGG(1057-1062)GTGGGT>GG p.V353del

Pat_31 Pre-Treatment PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 13 492 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_31 Pre-Treatment PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 9 575 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_31 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 17 359 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_31 Pre-Treatment PRG4 10216 37 1 186276643 186276645 In_Frame_Del DEL AAG - 7 774 .1792_1794delAAG c.(1792-1794)AAGdel p.K599del

Pat_31 Pre-Treatment PPP1R15B 84919 37 1 204379335 204379335 Frame_Shift_Del DEL C - 10 187 c.1205delG c.(1204-1206)AGTfs p.S402fs

Pat_31 Pre-Treatment LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 21 39 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_31 Pre-Treatment PTPN14 5784 37 1 214557049 214557051 In_Frame_Del DEL CCT - 10 221 .2147_2149delAGG(2146-2151)GAGGCT>GC p.E716del

Pat_31 Pre-Treatment MIA3 375056 37 1 222838784 222838785 Frame_Shift_Del DEL CC - 7 1664 c.5547_5548delCCc.(5545-5550)GGCCCAfs p.G1849fs

Pat_31 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 9 362 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_31 Pre-Treatment LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 18 675 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_31 Pre-Treatment FRG2B 441581 37 10 135438960 135438960 Frame_Shift_Del DEL C - 18 680 c.480delG c.(478-480)AGGfs p.R160fs

Pat_31 Pre-Treatment LOC653544 653544 37 10 135491013 135491014 Frame_Shift_Ins INS - T 11 775 c.624_625insT c.(622-627)GCCAGGfs p.A208fs

Pat_31 Pre-Treatment FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 12 620 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_31 Pre-Treatment UVRAG 7405 37 11 75694430 75694431 Splice_Site INS - A 14 125 c.700_splice c.e8-1 p.K234_splice

Pat_31 Pre-Treatment CADM1 23705 37 11 115080312 115080314 In_Frame_Del DEL TGG - 7 212 .1058_1060delCCAc.(1057-1062)ACCATC>ATC p.T353del

Pat_31 Pre-Treatment H2AFX 3014 37 11 118965823 118965823 Frame_Shift_Del DEL G - 8 751 c.282delC c.(280-282)CTCfs p.L94fs

Pat_31 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 30 991 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_31 Pre-Treatment PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 12 1080 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_31 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 8 535 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_31 Pre-Treatment R3HDM2 22864 37 12 57674205 57674207 In_Frame_Del DEL TGC - 11 245 .1236_1238delGCA.(1234-1239)CAGCAA>CA.412_413QQ>Q

Pat_31 Pre-Treatment EP400 57634 37 12 132446446 132446448 In_Frame_Del DEL GAG - 9 306 .1282_1284delGAG c.(1282-1284)GAGdel p.E437del

Pat_31 Pre-Treatment EP400 57634 37 12 132547138 132547139 In_Frame_Ins INS - CAA 8 295 c.8226_8227insCAA c.(8224-8229)insCAA .2748_2749ins

Pat_31 Pre-Treatment KBTBD7 84078 37 13 41768293 41768293 Frame_Shift_Del DEL A - 7 529 c.101delT c.(100-102)TTCfs p.F34fs

Pat_31 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 21 336 .1503_1505delGCA.(1501-1506)CAGCAA>CA.501_502QQ>Q

Pat_31 Pre-Treatment FARP1 10160 37 13 99092237 99092237 Frame_Shift_Del DEL G - 10 1272 c.2456delG c.(2455-2457)TGGfs p.W819fs

Pat_31 Pre-Treatment FAM155A 728215 37 13 108518338 108518338 Frame_Shift_Del DEL C - 11 696 c.607delG c.(607-609)GACfs p.D203fs

Pat_31 Pre-Treatment FAM155A 728215 37 13 108518687 108518689 In_Frame_Del DEL CTG - 10 119 c.256_258delCAG c.(256-258)CAGdel p.Q86del

Pat_31 Pre-Treatment APEX1 328 37 14 20923820 20923820 Frame_Shift_Del DEL A - 9 256 c.16delA c.(16-18)AAAfs p.K6fs

Pat_31 Pre-Treatment EXOC5 10640 37 14 57714403 57714403 Frame_Shift_Del DEL C - 4 7 c.55delG c.(55-57)GAAfs p.E19fs

Pat_31 Pre-Treatment PTPN21 11099 37 14 88945628 88945630 In_Frame_Del DEL TCC - 10 161 .2145_2147delGG(2143-2148)GAGGAC>GA p.E715del

Pat_31 Pre-Treatment BTBD7 55727 37 14 93720048 93720048 Frame_Shift_Del DEL T - 7 409 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_31 Pre-Treatment MEIS2 4212 37 15 37385874 37385874 Frame_Shift_Del DEL T - 7 944 c.547delA c.(547-549)ATGfs p.M183fs

Pat_31 Pre-Treatment HERC1 8925 37 15 63922683 63922683 Frame_Shift_Del DEL C - 7 1682 c.12948delG c.(12946-12948)GGGfs p.G4316fs

Pat_31 Pre-Treatment KIAA0430 9665 37 16 15729982 15729984 In_Frame_Del DEL CCA - 7 475 c.360_362delTGGc.(358-363)GGTGGC>GGC.120_121GG>G

Pat_31 Pre-Treatment C16orf88 400506 37 16 19725706 19725706 Frame_Shift_Del DEL T - 8 217 c.652delA c.(652-654)ATCfs p.I218fs

Pat_31 Pre-Treatment LOC100132247 100132247 37 16 22545744 22545755 In_Frame_Del DEL CACCCTCA - 14 77 1451delTCCACCC-1452)CTTCCACCCTCAGCp.PPSA485del

Pat_31 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 9 289 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_31 Pre-Treatment CCDC135 84229 37 16 57731885 57731887 In_Frame_Del DEL GGA - 7 260 c.24_26delGGA c.(22-27)GTGGAG>GTG p.E13del

Pat_31 Pre-Treatment ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 11 783 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_31 Pre-Treatment ADAMTS18 170692 37 16 77356311 77356311 Frame_Shift_Del DEL A - 16 313 c.2085delT c.(2083-2085)TTTfs p.F695fs

Pat_31 Pre-Treatment KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 17 439 c.359delC c.(358-360)ACCfs p.T120fs

Pat_31 Pre-Treatment YBX2 51087 37 17 7193599 7193599 Frame_Shift_Del DEL G - 7 681 c.715delC c.(715-717)CGGfs p.R239fs

Pat_31 Pre-Treatment CHRNB1 1140 37 17 7357666 7357668 In_Frame_Del DEL CTG - 9 547 c.871_873delCTG c.(871-873)CTGdel p.L294del

Pat_31 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 142 .2253_2255delCAC.(2251-2256)GTCACC>GT p.T762del



Pat_31 Pre-Treatment CHD3 1107 37 17 7798765 7798765 Frame_Shift_Del DEL C - 9 443 c.1612delC c.(1612-1614)CCCfs p.P538fs

Pat_31 Pre-Treatment PRR11 55771 37 17 57247171 57247171 Frame_Shift_Del DEL A - 11 218 c.58delA c.(58-60)AAAfs p.K20fs

Pat_31 Pre-Treatment USP36 57602 37 17 76795074 76795074 Frame_Shift_Del DEL G - 8 931 c.3156delC c.(3154-3156)GTCfs p.V1052fs

Pat_31 Pre-Treatment PIAS4 51588 37 19 4037775 4037777 In_Frame_Del DEL GAG - 9 47 .1435_1437delGAG c.(1435-1437)GAGdel p.E487del

Pat_31 Pre-Treatment MLLT1 4298 37 19 6222272 6222274 In_Frame_Del DEL AGG - 8 127 c.968_970delCCT c.(967-972)TCCTTC>TTC p.S323del

Pat_31 Pre-Treatment GADD45GIP1 90480 37 19 13065273 13065275 In_Frame_Del DEL GCT - 8 306 c.416_418delAGCc.(415-420)CAGCGG>CGG p.Q139del

Pat_31 Pre-Treatment SFRS14 10147 37 19 19136394 19136394 Frame_Shift_Del DEL T - 8 342 c.763delA c.(763-765)ATAfs p.I255fs

Pat_31 Pre-Treatment ATP4A 495 37 19 36054349 36054351 In_Frame_Del DEL CTT - 12 1307 c.91_93delAAG c.(91-93)AAGdel p.K31del

Pat_31 Pre-Treatment HAUS5 23354 37 19 36108990 36108990 Frame_Shift_Del DEL C - 7 882 c.714delC c.(712-714)CACfs p.H238fs

Pat_31 Pre-Treatment PSG1 5669 37 19 43382402 43382402 Frame_Shift_Del DEL G - 8 795 c.93delC c.(91-93)CCCfs p.P31fs

Pat_31 Pre-Treatment TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 10 761 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_31 Pre-Treatment LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 9 181 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_31 Pre-Treatment RPL23AP32 56969 37 2 54756588 54756588 Frame_Shift_Del DEL A - 8 499 c.106delA c.(106-108)AAAfs p.K36fs

Pat_31 Pre-Treatment TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 9 357 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_31 Pre-Treatment ANKRD36 375248 37 2 97808574 97808575 Splice_Site INS - A 27 63 c.901_splice c.e8+2 p.V301_splice

Pat_31 Pre-Treatment MRPS9 64965 37 2 105713707 105713707 Frame_Shift_Del DEL G - 7 251 c.1024delG c.(1024-1026)GGAfs p.G342fs

Pat_31 Pre-Treatment CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 9 235 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_31 Pre-Treatment ALPP 250 37 2 233243529 233243531 In_Frame_Del DEL TGC - 7 125 c.17_19delTGC c.(16-21)ATGCTG>ATG p.L13del

Pat_31 Pre-Treatment GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 9 432 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_31 Pre-Treatment ZMYND8 23613 37 20 45875072 45875072 Frame_Shift_Del DEL T - 7 589 c.1904delA c.(1903-1905)AAGfs p.K635fs

Pat_31 Pre-Treatment CTCFL 140690 37 20 56099187 56099187 Frame_Shift_Del DEL T - 9 1575 c.75delA c.(73-75)AAAfs p.K25fs

Pat_31 Pre-Treatment TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 19 725 c.537delT c.(535-537)TTTfs p.F179fs

Pat_31 Pre-Treatment IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 9 1239 c.514delT c.(514-516)TTTfs p.F172fs

Pat_31 Pre-Treatment DNAJC28 54943 37 21 34860940 34860940 Frame_Shift_Del DEL G - 11 948 c.761delC c.(760-762)CCAfs p.P254fs

Pat_31 Pre-Treatment PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 10 86 c.243delG c.(241-243)TGGfs p.W81fs

Pat_31 Pre-Treatment DGCR14 8220 37 22 19124913 19124913 Frame_Shift_Del DEL C - 7 940 c.958delG c.(958-960)GAGfs p.E320fs

Pat_31 Pre-Treatment MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 9 369 .4049_4051delAGG(4048-4053)GAGGCC>GC p.E1350del

Pat_31 Pre-Treatment TCF20 6942 37 22 42605990 42605992 In_Frame_Del DEL CTG - 8 323 .5320_5322delCAG c.(5320-5322)CAGdel p.Q1774del

Pat_31 Pre-Treatment CCR3 1232 37 3 46306948 46306948 Frame_Shift_Del DEL T - 7 703 c.299delT c.(298-300)GTTfs p.V100fs

Pat_31 Pre-Treatment BSN 8927 37 3 49698670 49698670 Frame_Shift_Del DEL T - 7 249 c.9392delT c.(9391-9393)CTTfs p.L3131fs

Pat_31 Pre-Treatment SLCO2A1 6578 37 3 133670082 133670083 Frame_Shift_Ins INS - A 7 198 c.830_831insT c.(829-831)TTCfs p.F277fs

Pat_31 Pre-Treatment PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 9 358 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_31 Pre-Treatment SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 9 377 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_31 Pre-Treatment FRG1 2483 37 4 190878555 190878556 Frame_Shift_Ins INS - A 9 119 c.435_436insA c.(433-438)GGGAAAfs p.G145fs

Pat_31 Pre-Treatment MED10 84246 37 5 6374471 6374471 Frame_Shift_Del DEL T - 7 352 c.275delA c.(274-276)AATfs p.N92fs

Pat_31 Pre-Treatment C6 729 37 5 41160299 41160300 Frame_Shift_Del DEL AC - 8 491 c.1628_1629delGT c.(1627-1629)TGTfs p.C543fs

Pat_31 Pre-Treatment HAPLN1 1404 37 5 82937358 82937358 Frame_Shift_Del DEL T - 9 571 c.1022delA c.(1021-1023)AAGfs p.K341fs

Pat_31 Pre-Treatment MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 9 30 c.63_64insGGC c.(61-66)insGGC p.21_22insG

Pat_31 Pre-Treatment KCTD16 57528 37 5 143853531 143853531 Frame_Shift_Del DEL A - 7 227 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_31 Pre-Treatment ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 27 41 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_31 Pre-Treatment BAT2 7916 37 6 31597338 31597340 In_Frame_Del DEL AGC - 8 915 .1970_1972delAGC.(1969-1974)AAGCAG>AA p.Q661del

Pat_31 Pre-Treatment CYP21A2 1589 37 6 31975223 31975224 Frame_Shift_Ins INS - T 8 403 c.916_917insT c.(916-918)GTTfs p.V306fs

Pat_31 Pre-Treatment PHACTR2 9749 37 6 144086414 144086414 Frame_Shift_Del DEL A - 7 401 c.678delA c.(676-678)TCAfs p.S226fs

Pat_31 Pre-Treatment NOX3 50508 37 6 155743925 155743926 Frame_Shift_Del DEL CA - 7 880 c.1210_1211delTG c.(1210-1212)TGCfs p.C404fs

Pat_31 Pre-Treatment TWISTNB 221830 37 7 19738111 19738113 In_Frame_Del DEL TTC - 7 1597 c.843_845delGAAc.(841-846)AAGAAA>AAAp.281_282KK>K

Pat_31 Pre-Treatment POM121 9883 37 7 72413723 72413724 In_Frame_Ins INS - CTC 13 201 c.3191_3192insCTCc.(3190-3192)TTC>TTCTCC.1064_1065ins

Pat_31 Pre-Treatment PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 9 498 c.259_261delGAG c.(259-261)GAGdel p.E87del



Pat_31 Pre-Treatment GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 8 794 c.796delG c.(796-798)GTCfs p.V266fs

Pat_31 Pre-Treatment FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 9 56 c.598_splice c.e6-1 p.Q200_splice

Pat_31 Pre-Treatment WASL 8976 37 7 123332839 123332841 In_Frame_Del DEL AGG - 7 179 c.907_909delCCT c.(907-909)CCTdel p.P303del

Pat_31 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 8 120 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_31 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 7 956 c.528delT c.(526-528)AATfs p.N176fs

Pat_31 Pre-Treatment CDK5 1020 37 7 150754217 150754217 Frame_Shift_Del DEL T - 8 1275 c.68delA c.(67-69)AACfs p.N23fs

Pat_31 Pre-Treatment EPB49 2039 37 8 21926552 21926552 Frame_Shift_Del DEL C - 10 989 c.275delC c.(274-276)TCCfs p.S92fs

Pat_31 Pre-Treatment SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 10 330 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_31 Pre-Treatment KIAA1967 57805 37 8 22473324 22473324 Frame_Shift_Del DEL C - 7 486 c.1507delC c.(1507-1509)CCCfs p.P503fs

Pat_31 Pre-Treatment CHD7 55636 37 8 61769038 61769040 In_Frame_Del DEL GGA - 10 118 .7199_7201delGG(7198-7203)CGGAGG>CG2400_2401RR>

Pat_31 Pre-Treatment KCNB2 9312 37 8 73479985 73479985 Frame_Shift_Del DEL C - 7 610 c.16delC c.(16-18)CCCfs p.P6fs

Pat_31 Pre-Treatment TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 9 361 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_31 Pre-Treatment TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 7 41 .1659_1661delGG (1657-1662)GAGGAA>GAp.553_554EE>E

Pat_31 Pre-Treatment MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 7 603 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_31 Pre-Treatment MAGEC1 9947 37 X 140994639 140994641 In_Frame_Del DEL CTC - 7 756 c.1449_1451delCTC.(1447-1452)AGCTCC>AGp.483_484SS>S

Pat_31 Pre-Treatment MAGEC1 9947 37 X 140995035 140995037 In_Frame_Del DEL TCT - 7 696 c.1845_1847delTCT.(1843-1848)CCTCTT>CC p.L616del

Pat_31 Post-Resistance SPEN 23013 37 1 16262465 16262466 Frame_Shift_Ins INS - C 7 98 c.9730_9731insC c.(9730-9732)ACCfs p.T3244fs

Pat_31 Post-Resistance NBPF1 55672 37 1 16918438 16918438 Frame_Shift_Del DEL G - 8 1302 c.79delC c.(79-81)CAGfs p.Q27fs

Pat_31 Post-Resistance PABPC4 8761 37 1 40028016 40028016 Frame_Shift_Del DEL G - 8 301 c.1693delC c.(1693-1695)CAGfs p.Q565fs

Pat_31 Post-Resistance ST6GALNAC5 81849 37 1 77334292 77334293 In_Frame_Ins INS - CAGCAA 23 22 126_127insCAGCA c.(124-129)insCAGCAA p.48_49insQQ

Pat_31 Post-Resistance SPAG17 200162 37 1 118642274 118642274 Frame_Shift_Del DEL G - 7 605 c.784delC c.(784-786)CTGfs p.L262fs

Pat_31 Post-Resistance NOTCH2 4853 37 1 120458346 120458347 Frame_Shift_Del DEL CG - 17 813 c.6998_6999delCG c.(6997-6999)GCGfs p.A2333fs

Pat_31 Post-Resistance ECM1 1893 37 1 150483467 150483467 Frame_Shift_Del DEL C - 9 873 c.501delC c.(499-501)TTCfs p.F167fs

Pat_31 Post-Resistance NUP210L 91181 37 1 154026862 154026862 Frame_Shift_Del DEL G - 7 219 c.3325delC c.(3325-3327)CAGfs p.Q1109fs

Pat_31 Post-Resistance KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 17 199 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_31 Post-Resistance OR10Z1 128368 37 1 158576487 158576487 Frame_Shift_Del DEL G - 7 702 c.259delG c.(259-261)GGGfs p.G87fs

Pat_31 Post-Resistance KCNJ9 3765 37 1 160054230 160054232 In_Frame_Del DEL TGC - 8 213 c.410_412delTGCc.(409-414)GTGCTG>GTG p.L141del

Pat_31 Post-Resistance HMCN1 83872 37 1 186050426 186050426 Frame_Shift_Del DEL C - 8 987 c.8687delC c.(8686-8688)TCCfs p.S2896fs

Pat_31 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 11 31 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_31 Post-Resistance URB2 9816 37 1 229771782 229771782 Frame_Shift_Del DEL G - 8 1101 c.1422delG c.(1420-1422)TTGfs p.L474fs

Pat_31 Post-Resistance CHRM3 1131 37 1 240072444 240072444 Frame_Shift_Del DEL A - 10 132 c.1693delA c.(1693-1695)AAAfs p.K565fs

Pat_31 Post-Resistance OR2M2 391194 37 1 248343440 248343441 Frame_Shift_Del DEL GG - 8 1323 c.153_154delGG c.(151-156)CTGGACfs p.L51fs

Pat_31 Post-Resistance SFMBT2 57713 37 10 7212995 7212997 In_Frame_Del DEL CTC - 8 560 .2437_2439delGAG c.(2437-2439)GAGdel p.E813del

Pat_31 Post-Resistance MTPAP 55149 37 10 30653930 30653932 In_Frame_Del DEL TCC - 8 135 c.250_252delGGA c.(250-252)GGAdel p.G84del

Pat_31 Post-Resistance CHST15 51363 37 10 125804296 125804296 Frame_Shift_Del DEL A - 4 8 c.686delT c.(685-687)TTCfs p.F229fs

Pat_31 Post-Resistance C11orf95 65998 37 11 63533335 63533337 In_Frame_Del DEL TCC - 8 41 c.579_581delGGAc.(577-582)GAGGAA>GAAp.193_194EE>E

Pat_31 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 10 155 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_31 Post-Resistance PRDM10 56980 37 11 129827738 129827738 Frame_Shift_Del DEL G - 7 1265 c.137delC c.(136-138)CCAfs p.P46fs

Pat_31 Post-Resistance PRPF40B 25766 37 12 50027673 50027675 In_Frame_Del DEL CAG - 7 392 c.544_546delCAG c.(544-546)CAGdel p.Q185del

Pat_31 Post-Resistance GEFT 115557 37 12 58005763 58005763 Frame_Shift_Del DEL G - 8 196 c.86delG c.(85-87)CGGfs p.R29fs

Pat_31 Post-Resistance CUX2 23316 37 12 111758235 111758237 In_Frame_Del DEL TCC - 10 207 c.2422_2424delTCC c.(2422-2424)TCCdel p.S813del

Pat_31 Post-Resistance PTPN21 11099 37 14 88945628 88945630 In_Frame_Del DEL TCC - 8 136 .2145_2147delGG(2143-2148)GAGGAC>GA p.E715del

Pat_31 Post-Resistance HERC2 8924 37 15 28518115 28518115 Frame_Shift_Del DEL C - 19 239 c.836delG c.(835-837)GGAfs p.G279fs

Pat_31 Post-Resistance THBS1 7057 37 15 39881489 39881489 Frame_Shift_Del DEL C - 8 749 c.1860delC c.(1858-1860)TGCfs p.C620fs

Pat_31 Post-Resistance SHC4 399694 37 15 49254948 49254948 Frame_Shift_Del DEL G - 10 401 c.265delC c.(265-267)CGCfs p.R89fs

Pat_31 Post-Resistance CPEB1 64506 37 15 83224645 83224646 Frame_Shift_Del DEL CT - 7 183 c.1013_1014delAG c.(1012-1014)GAGfs p.E338fs

Pat_31 Post-Resistance C16orf79 283870 37 16 2260586 2260588 In_Frame_Del DEL CAG - 7 44 c.115_117delCTG c.(115-117)CTGdel p.L39del



Pat_31 Post-Resistance RABEP2 79874 37 16 28931200 28931202 In_Frame_Del DEL CTG - 11 92 c.337_339delCAG c.(337-339)CAGdel p.Q113del

Pat_31 Post-Resistance LRRC36 55282 37 16 67409220 67409220 Frame_Shift_Del DEL C - 8 1339 c.1565delC c.(1564-1566)ACCfs p.T522fs

Pat_31 Post-Resistance ACD 65057 37 16 67693646 67693648 In_Frame_Del DEL GCA - 10 1012 c.551_553delTGCc.(550-555)CTGCAG>CAG p.L184del

Pat_31 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 14 358 c.359delC c.(358-360)ACCfs p.T120fs

Pat_31 Post-Resistance PELP1 27043 37 17 4575894 4575894 Frame_Shift_Del DEL G - 9 154 c.2392delC c.(2392-2394)CTGfs p.L798fs

Pat_31 Post-Resistance PELP1 27043 37 17 4607293 4607295 In_Frame_Del DEL CAG - 12 862 c.112_114delCTG c.(112-114)CTGdel p.L38del

Pat_31 Post-Resistance DHX33 56919 37 17 5372037 5372039 In_Frame_Del DEL CCT - 7 228 c.141_143delAGGc.(139-144)GGAGGC>GGCp.47_48GG>G

Pat_31 Post-Resistance PLSCR3 57048 37 17 7294059 7294059 Frame_Shift_Del DEL C - 9 770 c.725delG c.(724-726)GGCfs p.G242fs

Pat_31 Post-Resistance CHD3 1107 37 17 7788146 7788148 In_Frame_Del DEL GAG - 10 87 c.22_24delGAG c.(22-24)GAGdel p.E14del

Pat_31 Post-Resistance NUFIP2 57532 37 17 27620932 27620934 In_Frame_Del DEL TGG - 7 582 c.144_146delCCA c.(142-147)CACCAT>CAT p.48_49HH>H

Pat_31 Post-Resistance KCNH4 23415 37 17 40328259 40328259 Frame_Shift_Del DEL C - 10 393 c.642delG c.(640-642)GGGfs p.G214fs

Pat_31 Post-Resistance KIAA0195 9772 37 17 73482037 73482039 In_Frame_Del DEL TGC - 7 313 c.230_232delTGCc.(229-234)GTGCTG>GTG p.L81del

Pat_31 Post-Resistance CBX4 8535 37 17 77808241 77808243 In_Frame_Del DEL GTG - 11 103 c.1198_1200delCAC c.(1198-1200)CACdel p.H400del

Pat_31 Post-Resistance LRG1 116844 37 19 4538890 4538890 Frame_Shift_Del DEL C - 7 276 c.106delG c.(106-108)GTCfs p.V36fs

Pat_31 Post-Resistance SLC25A41 284427 37 19 6433605 6433605 Frame_Shift_Del DEL G - 8 173 c.100delC c.(100-102)CAAfs p.Q34fs

Pat_31 Post-Resistance MCOLN1 57192 37 19 7592423 7592423 Frame_Shift_Del DEL C - 8 914 c.589delC c.(589-591)CCCfs p.P197fs

Pat_31 Post-Resistance MYO1F 4542 37 19 8595361 8595361 Frame_Shift_Del DEL C - 7 1167 c.2140delG c.(2140-2142)GAGfs p.E714fs

Pat_31 Post-Resistance SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 8 449 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_31 Post-Resistance BCL3 602 37 19 45262726 45262726 Frame_Shift_Del DEL C - 7 1428 c.1219delC c.(1219-1221)CCCfs p.P407fs

Pat_31 Post-Resistance RELB 5971 37 19 45540824 45540824 Frame_Shift_Del DEL C - 4 7 c.1516delC c.(1516-1518)CCCfs p.P506fs

Pat_31 Post-Resistance HRC 3270 37 19 49656769 49656771 In_Frame_Del DEL CCT - 7 58 .1724_1726delAGG(1723-1728)GAGGGG>GG p.E575del

Pat_31 Post-Resistance TBC1D17 79735 37 19 50385312 50385312 Frame_Shift_Del DEL C - 7 2268 c.542delC c.(541-543)TCCfs p.S181fs

Pat_31 Post-Resistance SIGLEC9 27180 37 19 51628233 51628235 In_Frame_Del DEL TGC - 7 114 c.2_4delTGC c.(1-6)ATGCTG>ATG p.L6del

Pat_31 Post-Resistance BRE 9577 37 2 28521301 28521301 Frame_Shift_Del DEL A - 7 350 c.1031delA c.(1030-1032)CAAfs p.Q344fs

Pat_31 Post-Resistance HK2 3099 37 2 75061739 75061740 Frame_Shift_Del DEL TC - 11 816 c.32_33delTC c.(31-33)TTCfs p.F11fs

Pat_31 Post-Resistance GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 17 471 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_31 Post-Resistance MED15 51586 37 22 20918793 20918795 In_Frame_Del DEL CAG - 8 183 c.508_510delCAG c.(508-510)CAGdel p.Q174del

Pat_31 Post-Resistance PI4KA 5297 37 22 21064242 21064242 Frame_Shift_Del DEL C - 8 373 c.5953delG c.(5953-5955)GACfs p.D1985fs

Pat_31 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 11 380 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_31 Post-Resistance POLR2F 5435 37 22 38363691 38363691 Frame_Shift_Del DEL G - 7 891 c.353delG c.(352-354)TGGfs p.W118fs

Pat_31 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 7 1087 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_31 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 10 199 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_31 Post-Resistance CRIPAK 285464 37 4 1388530 1388531 Frame_Shift_Ins INS - CA 12 1495 c.231_232insCA c.(229-234)GCTCATfs p.A77fs

Pat_31 Post-Resistance CRIPAK 285464 37 4 1388993 1388994 Frame_Shift_Del DEL CA - 14 1562 c.694_695delCA c.(694-696)CACfs p.H232fs

Pat_31 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 8 95 c.792delT c.(790-792)TTTfs p.F264fs

Pat_31 Post-Resistance SPRY1 10252 37 4 124322763 124322763 Frame_Shift_Del DEL A - 8 843 c.17delA c.(16-18)CAAfs p.Q6fs

Pat_31 Post-Resistance RGS14 10636 37 5 176798525 176798525 Frame_Shift_Del DEL C - 9 904 c.1433delC c.(1432-1434)TCCfs p.S478fs

Pat_31 Post-Resistance ATXN1 6310 37 6 16327864 16327865 In_Frame_Ins INS - TGC 30 57 c.677_678insGCAc.(676-678)CAC>CAGCACp.225_226insQ

Pat_31 Post-Resistance REPS1 85021 37 6 139266690 139266690 Frame_Shift_Del DEL T - 9 787 c.422delA c.(421-423)AAGfs p.K141fs

Pat_31 Post-Resistance GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 7 600 .3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_31 Post-Resistance STK31 56164 37 7 23809306 23809306 Frame_Shift_Del DEL G - 7 303 c.1644delG c.(1642-1644)ATGfs p.M548fs

Pat_31 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 10 355 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_31 Post-Resistance MEPCE 56257 37 7 100028067 100028068 Frame_Shift_Ins INS - G 7 114 c.426_427insG c.(424-429)CCTGGGfs p.P142fs

Pat_31 Post-Resistance FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 10 52 c.598_splice c.e6-1 p.Q200_splice

Pat_31 Post-Resistance RBM28 55131 37 7 127964714 127964715 Frame_Shift_Del DEL TG - 8 1595 c.1236_1237delCA c.(1234-1239)CTCAAGfs p.L412fs

Pat_31 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 14 482 c.528delT c.(526-528)AATfs p.N176fs

Pat_31 Post-Resistance PAXIP1 22976 37 7 154760670 154760672 In_Frame_Del DEL TGC - 8 49 .1239_1241delGCA.(1237-1242)CAGCAC>CA p.Q413del



Pat_31 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 10 498 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_31 Post-Resistance NEFM 4741 37 8 24771483 24771483 Frame_Shift_Del DEL G - 7 502 c.177delG c.(175-177)CCGfs p.P59fs

Pat_31 Post-Resistance GOT1L1 137362 37 8 37791958 37791958 Frame_Shift_Del DEL G - 8 1097 c.1119delC c.(1117-1119)CCCfs p.P373fs

Pat_31 Post-Resistance SDCBP 6386 37 8 59484810 59484811 Frame_Shift_Del DEL GA - 8 834 c.177_178delGA c.(175-180)CTGAGTfs p.L59fs

Pat_31 Post-Resistance CHD7 55636 37 8 61769038 61769040 In_Frame_Del DEL GGA - 8 97 .7199_7201delGG(7198-7203)CGGAGG>CG2400_2401RR>

Pat_31 Post-Resistance ZFHX4 79776 37 8 77775449 77775451 In_Frame_Del DEL CCT - 8 68 .9364_9366delCCT c.(9364-9366)CCTdel p.P3128del

Pat_31 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 8 393 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_31 Post-Resistance ZC3H3 23144 37 8 144522387 144522389 In_Frame_Del DEL GAG - 7 94 c.2637_2639delCTC.(2635-2640)TCCTCA>TCAp.879_880SS>S

Pat_31 Post-Resistance CYC1 1537 37 8 145151068 145151068 Frame_Shift_Del DEL C - 7 1144 c.368delC c.(367-369)TCCfs p.S123fs

Pat_31 Post-Resistance FAM75A6 389730 37 9 43625017 43625017 Frame_Shift_Del DEL G - 11 719 c.3670delC c.(3670-3672)CATfs p.H1224fs

Pat_31 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 15 94 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_31 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 9 441 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_32 Pre-Treatment NBPF1 55672 37 1 16892147 16892147 Frame_Shift_Del DEL G - 11 1848 c.3270delC c.(3268-3270)GGCfs p.G1090fs

Pat_32 Pre-Treatment EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 8 189 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_32 Pre-Treatment SDC3 9672 37 1 31347370 31347370 Frame_Shift_Del DEL C - 7 553 c.936delG c.(934-936)GGGfs p.G312fs

Pat_32 Pre-Treatment MAP7D1 55700 37 1 36636587 36636587 Frame_Shift_Del DEL C - 8 307 c.62delC c.(61-63)ACCfs p.T21fs

Pat_32 Pre-Treatment HIAT1 64645 37 1 100534122 100534122 Frame_Shift_Del DEL T - 7 137 c.799delT c.(799-801)TTTfs p.F267fs

Pat_32 Pre-Treatment C1orf189 388701 37 1 154171938 154171939 Frame_Shift_Del DEL GA - 7 529 c.270_271delTC c.(268-273)AATCAGfs p.N90fs

Pat_32 Pre-Treatment ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 8 196 c.865delC c.(865-867)CTCfs p.L289fs

Pat_32 Pre-Treatment HMCN1 83872 37 1 186151356 186151356 Frame_Shift_Del DEL G - 8 240 c.16351delG c.(16351-16353)GGAfs p.G5451fs

Pat_32 Pre-Treatment CDC42BPA 8476 37 1 227257519 227257519 Frame_Shift_Del DEL C - 8 174 c.2863delG c.(2863-2865)GCAfs p.A955fs

Pat_32 Pre-Treatment ARID5B 84159 37 10 63852298 63852298 Frame_Shift_Del DEL A - 9 249 c.3076delA c.(3076-3078)AAAfs p.K1026fs

Pat_32 Pre-Treatment LDB3 11155 37 10 88439241 88439242 Frame_Shift_Del DEL TC - 40 75 c.211_212delTC c.(211-213)TCTfs p.S71fs

Pat_32 Pre-Treatment PDE3B 5140 37 11 14666110 14666110 Frame_Shift_Del DEL G - 6 13 c.489delG c.(487-489)CTGfs p.L163fs

Pat_32 Pre-Treatment C11orf9 745 37 11 61539013 61539013 Frame_Shift_Del DEL C - 7 216 c.782delC c.(781-783)TCCfs p.S261fs

Pat_32 Pre-Treatment SLC25A45 283130 37 11 65146856 65146856 Frame_Shift_Del DEL C - 7 331 c.330delG c.(328-330)GGGfs p.G110fs

Pat_32 Pre-Treatment NDUFV1 4723 37 11 67377888 67377889 Frame_Shift_Del DEL GG - 7 459 c.547_548delGG c.(547-549)GGCfs p.G183fs

Pat_32 Pre-Treatment C15orf52 388115 37 15 40631782 40631782 Frame_Shift_Del DEL C - 7 549 c.294delG c.(292-294)GGGfs p.G98fs

Pat_32 Pre-Treatment SPTBN5 51332 37 15 42159187 42159187 Frame_Shift_Del DEL C - 4 4 c.6345delG c.(6343-6345)CTGfs p.L2115fs

Pat_32 Pre-Treatment BLM 641 37 15 91304286 91304288 In_Frame_Del DEL TGA - 11 306 c.1683_1685delTGAc.(1681-1686)TTTGAT>TTT p.D566del

Pat_32 Pre-Treatment DHX33 56919 37 17 5365825 5365825 Frame_Shift_Del DEL G - 8 428 c.492delC c.(490-492)GACfs p.D164fs

Pat_32 Pre-Treatment NUFIP2 57532 37 17 27620990 27620992 In_Frame_Del DEL GCT - 7 91 c.86_88delAGC c.(85-90)CAGCCG>CCG p.Q29del

Pat_32 Pre-Treatment STXBP4 252983 37 17 53068301 53068301 Frame_Shift_Del DEL G - 45 120 c.163delG c.(163-165)GGAfs p.G55fs

Pat_32 Pre-Treatment ELAC1 55520 37 18 48510487 48510488 Frame_Shift_Ins INS - CA 31 74 c.179_180insCA c.(178-180)ATCfs p.I60fs

Pat_32 Pre-Treatment SMAD4 4089 37 18 48584514 48584514 Frame_Shift_Del DEL G - 8 107 c.687delG c.(685-687)CTGfs p.L229fs

Pat_32 Pre-Treatment DOHH 83475 37 19 3492277 3492278 Frame_Shift_Del DEL GC - 4 9 c.571_572delGC c.(571-573)GCCfs p.A191fs

Pat_32 Pre-Treatment CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 13 89 .1005_1007delGCA.(1003-1008)CAGCAA>CA.335_336QQ>Q

Pat_32 Pre-Treatment SPTBN4 57731 37 19 41060321 41060322 Frame_Shift_Del DEL AC - 2 4 c.4943_4944delAC c.(4942-4944)GACfs p.D1648fs

Pat_32 Pre-Treatment ZNF579 163033 37 19 56089908 56089909 In_Frame_Ins INS - CCG 5 9 .1097_1098insCGG(1096-1098)GGG>GGCGG.366_366G>GG

Pat_32 Pre-Treatment AGBL5 60509 37 2 27278901 27278901 Frame_Shift_Del DEL C - 9 647 c.1260delC c.(1258-1260)ATCfs p.I420fs

Pat_32 Pre-Treatment GTF3C2 2976 37 2 27559092 27559092 Frame_Shift_Del DEL C - 8 250 c.1328delG c.(1327-1329)GGCfs p.G443fs

Pat_32 Pre-Treatment GCC2 9648 37 2 109087832 109087832 Frame_Shift_Del DEL T - 7 254 c.2047delT c.(2047-2049)TTGfs p.L683fs

Pat_32 Pre-Treatment CCDC150 284992 37 2 197596853 197596853 Frame_Shift_Del DEL G - 9 133 c.3166delG c.(3166-3168)GGGfs p.G1056fs

Pat_32 Pre-Treatment TRPM8 79054 37 2 234879010 234879010 Frame_Shift_Del DEL C - 10 978 c.2295delC c.(2293-2295)CACfs p.H765fs

Pat_32 Pre-Treatment SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 8 897 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_32 Pre-Treatment CEBPB 1051 37 20 48807612 48807614 In_Frame_Del DEL GCC - 8 277 c.42_44delGCC c.(40-45)CTGCCG>CTG p.P19del

Pat_32 Pre-Treatment SLMO2 51012 37 20 57613630 57613630 Frame_Shift_Del DEL G - 8 1184 c.92delC c.(91-93)CCAfs p.P31fs



Pat_32 Pre-Treatment SLC17A9 63910 37 20 61594045 61594045 Frame_Shift_Del DEL C - 7 441 c.567delC c.(565-567)TTCfs p.F189fs

Pat_32 Pre-Treatment KCNE2 9992 37 21 35742893 35742893 Frame_Shift_Del DEL C - 7 456 c.116delC c.(115-117)GCCfs p.A39fs

Pat_32 Pre-Treatment PTTG1IP 754 37 21 46276194 46276196 In_Frame_Del DEL GCA - 8 173 c.361_363delTGC c.(361-363)TGCdel p.C121del

Pat_32 Pre-Treatment C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 8 461 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_32 Pre-Treatment MCAT 27349 37 22 43537228 43537230 In_Frame_Del DEL CAG - 7 576 c.449_451delCTGc.(448-453)GCTGGA>GGA p.A150del

Pat_32 Pre-Treatment CELSR3 1951 37 3 48698223 48698224 Frame_Shift_Del DEL CT - 8 53 c.1844_1845delAG c.(1843-1845)GAGfs p.E615fs

Pat_32 Pre-Treatment GSK3B 2932 37 3 119624606 119624606 Frame_Shift_Del DEL A - 10 638 c.809delT c.(808-810)ATCfs p.I270fs

Pat_32 Pre-Treatment TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 10 198 .1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_32 Pre-Treatment FGFRL1 53834 37 4 1019055 1019056 Frame_Shift_Del DEL CA - 8 9 c.1435_1436delCA c.(1435-1437)CACfs p.H479fs

Pat_32 Pre-Treatment CRIPAK 285464 37 4 1389330 1389331 Frame_Shift_Del DEL CA - 8 831 c.1031_1032delCA c.(1030-1032)TCAfs p.S344fs

Pat_32 Pre-Treatment PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 8 225 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_32 Pre-Treatment EPHA5 2044 37 4 66213776 66213777 Frame_Shift_Del DEL TG - 8 425 c.2653_2654delCA c.(2653-2655)CAAfs p.Q885fs

Pat_32 Pre-Treatment C5orf35 133383 37 5 56208946 56208946 Frame_Shift_Del DEL C - 7 308 c.575delC c.(574-576)TCAfs p.S192fs

Pat_32 Pre-Treatment IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 8 73 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_32 Pre-Treatment PCDHB4 56131 37 5 140502607 140502607 Frame_Shift_Del DEL C - 8 316 c.1027delC c.(1027-1029)CCCfs p.P343fs

Pat_32 Pre-Treatment SPRY4 81848 37 5 141694361 141694363 In_Frame_Del DEL TGC - 9 416 c.311_313delGCAc.(310-315)AGCACA>ACA p.S104del

Pat_32 Pre-Treatment RBM27 54439 37 5 145647319 145647320 Frame_Shift_Ins INS - A 7 74 c.2439_2440insA c.(2437-2442)CTTAAAfs p.L813fs

Pat_32 Pre-Treatment C6orf134 79969 37 6 30610757 30610757 Frame_Shift_Del DEL G - 7 462 c.937delG c.(937-939)GGGfs p.G313fs

Pat_32 Pre-Treatment DAXX 1616 37 6 33288519 33288520 Frame_Shift_Del DEL TA - 8 452 c.1032_1033delTA c.(1030-1035)TATAGGfs p.Y344fs

Pat_32 Pre-Treatment SRPK1 6732 37 6 35888274 35888274 Frame_Shift_Del DEL G - 8 446 c.45delC c.(43-45)ACCfs p.T15fs

Pat_32 Pre-Treatment TNRC18 84629 37 7 5352831 5352833 In_Frame_Del DEL CTG - 5 6 .7689_7691delCAG.(7687-7692)AGCAGT>AG2563_2564SS>

Pat_32 Pre-Treatment NEUROD6 63974 37 7 31378634 31378635 Frame_Shift_Ins INS - T 10 301 c.248_249insA c.(247-249)AAGfs p.K83fs

Pat_32 Pre-Treatment LIMK1 3984 37 7 73510992 73510993 Frame_Shift_Del DEL GA - 8 311 c.193_194delGA c.(193-195)GAGfs p.E65fs

Pat_32 Pre-Treatment PRKRIP1 79706 37 7 102065517 102065519 In_Frame_Del DEL GAG - 8 209 c.514_516delGAG c.(514-516)GAGdel p.E176del

Pat_32 Pre-Treatment TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 8 815 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_32 Pre-Treatment PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 8 422 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_32 Pre-Treatment EIF2C2 27161 37 8 141554345 141554345 Frame_Shift_Del DEL G - 8 378 c.1806delC c.(1804-1806)CCCfs p.P602fs

Pat_32 Pre-Treatment TSTA3 7264 37 8 144696820 144696820 Frame_Shift_Del DEL G - 8 288 c.438delC c.(436-438)GCCfs p.A146fs

Pat_32 Pre-Treatment HABP4 22927 37 9 99212888 99212889 Frame_Shift_Ins INS - G 4 2 c.327_328insG c.(325-330)CCCGGGfs p.P109fs

Pat_32 Pre-Treatment NUP188 23511 37 9 131742947 131742949 In_Frame_Del DEL CTC - 7 211 c.1332_1334delCTC.(1330-1335)CTCTCC>CT p.S445del

Pat_32 Pre-Treatment HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 7 321 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_32 Pre-Treatment HCFC1 3054 37 X 153228755 153228755 Frame_Shift_Del DEL T - 7 622 c.633delA c.(631-633)AAAfs p.K211fs

Pat_32 Post-Resistance TNFRSF9 3604 37 1 7980912 7980914 In_Frame_Del DEL CTT - 8 576 c.749_751delAAGc.(748-753)GAAGGA>GGA p.E250del

Pat_32 Post-Resistance SPEN 23013 37 1 16255142 16255143 Frame_Shift_Del DEL GA - 7 281 c.2407_2408delGA c.(2407-2409)GAGfs p.E803fs

Pat_32 Post-Resistance FUCA1 2517 37 1 24192052 24192053 Frame_Shift_Del DEL CC - 8 369 c.452_453delGG c.(451-453)TGGfs p.W151fs

Pat_32 Post-Resistance EXTL1 2134 37 1 26349533 26349535 In_Frame_Del DEL CCT - 11 261 c.396_398delCCTc.(394-399)TGCCTC>TGC p.L137del

Pat_32 Post-Resistance MACF1 23499 37 1 39788668 39788670 In_Frame_Del DEL GGA - 9 742 .4239_4241delGG (4237-4242)CTGGAG>CT p.E1417del

Pat_32 Post-Resistance MAST2 23139 37 1 46494559 46494559 Frame_Shift_Del DEL T - 10 683 c.2172delT c.(2170-2172)CCTfs p.P724fs

Pat_32 Post-Resistance WDR78 79819 37 1 67390426 67390426 Frame_Shift_Del DEL T - 7 417 c.89delA c.(88-90)AAGfs p.K30fs

Pat_32 Post-Resistance ZRANB2 9406 37 1 71536533 71536533 Frame_Shift_Del DEL G - 8 1363 c.660delC c.(658-660)CCCfs p.P220fs

Pat_32 Post-Resistance TCHH 7062 37 1 152083818 152083820 In_Frame_Del DEL CGG - 7 113 .1873_1875delCCG c.(1873-1875)CCGdel p.P625del

Pat_32 Post-Resistance RPTN 126638 37 1 152128709 152128712 Frame_Shift_Del DEL TGTC - 9 2069 c.863_866delGACA c.(862-867)AGACAAfs p.R288fs

Pat_32 Post-Resistance FLG2 388698 37 1 152324558 152324559 Frame_Shift_Del DEL TG - 7 1240 c.5703_5704delCAc.(5701-5706)CACAGCfs p.H1901fs

Pat_32 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 12 364 c.865delC c.(865-867)CTCfs p.L289fs

Pat_32 Post-Resistance OR10R2 343406 37 1 158450570 158450571 Frame_Shift_Del DEL CA - 7 539 c.903_904delCA c.(901-906)GTCACTfs p.V301fs

Pat_32 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 7 523 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_32 Post-Resistance PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 15 290 .1523_1525delCCA(1522-1527)CCCACC>CC p.T511del



Pat_32 Post-Resistance PCDH15 65217 37 10 55587198 55587200 In_Frame_Del DEL GGC - 9 159 .4320_4322delGC.(4318-4323)CCGCCT>CC1440_1441PP>

Pat_32 Post-Resistance LDB3 11155 37 10 88439241 88439242 Frame_Shift_Del DEL TC - 42 105 c.211_212delTC c.(211-213)TCTfs p.S71fs

Pat_32 Post-Resistance HELLS 3070 37 10 96331163 96331163 Frame_Shift_Del DEL A - 7 148 c.454delA c.(454-456)AAAfs p.K152fs

Pat_32 Post-Resistance LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 8 325 c.647delG c.(646-648)AGGfs p.R216fs

Pat_32 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 7 308 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_32 Post-Resistance TMEM132A 54972 37 11 60695118 60695118 Frame_Shift_Del DEL C - 8 450 c.321delC c.(319-321)GTCfs p.V107fs

Pat_32 Post-Resistance STX5 6811 37 11 62598584 62598585 Frame_Shift_Ins INS - G 7 35 c.131_132insC c.(130-132)CCAfs p.P44fs

Pat_32 Post-Resistance KDM2A 22992 37 11 67018079 67018081 In_Frame_Del DEL GAG - 7 48 .2578_2580delGAG c.(2578-2580)GAGdel p.E866del

Pat_32 Post-Resistance PRB2 653247 37 12 11546419 11546421 In_Frame_Del DEL GGA - 9 189 c.591_593delTCCc.(589-594)CCTCCA>CCAp.197_198PP>P

Pat_32 Post-Resistance PRB2 653247 37 12 11546727 11546728 In_Frame_Ins INS - GGA 16 609 c.284_285insTCCc.(283-285)CCA>CCTCCA p.95_95P>PP

Pat_32 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 9 551 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_32 Post-Resistance PRB2 653247 37 12 11546856 11546858 In_Frame_Del DEL AGA - 10 420 c.154_156delTCT c.(154-156)TCTdel p.S52del

Pat_32 Post-Resistance LGR5 8549 37 12 71960435 71960436 Frame_Shift_Ins INS - A 8 542 c.953_954insA c.(952-954)ATAfs p.I318fs

Pat_32 Post-Resistance DCLK1 9201 37 13 36367554 36367554 Frame_Shift_Del DEL G - 8 441 c.2007delC c.(2005-2007)TTCfs p.F669fs

Pat_32 Post-Resistance FAM155A 728215 37 13 108518687 108518689 In_Frame_Del DEL CTG - 7 41 c.256_258delCAG c.(256-258)CAGdel p.Q86del

Pat_32 Post-Resistance NAA30 122830 37 14 57858199 57858201 In_Frame_Del DEL AGG - 4 9 c.524_526delAGGc.(523-528)CAGGAG>CAG p.E180del

Pat_32 Post-Resistance BEGAIN 57596 37 14 101005271 101005273 In_Frame_Del DEL CCT - 7 34 c.815_817delAGGc.(814-819)GAGGCC>GCC p.E272del

Pat_32 Post-Resistance CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 221 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_32 Post-Resistance NAGPA 51172 37 16 5083678 5083679 Frame_Shift_Del DEL GC - 7 49 c.137_138delGC c.(136-138)CGCfs p.R46fs

Pat_32 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 10 221 c.359delC c.(358-360)ACCfs p.T120fs

Pat_32 Post-Resistance STXBP4 252983 37 17 53068301 53068301 Frame_Shift_Del DEL G - 106 57 c.163delG c.(163-165)GGAfs p.G55fs

Pat_32 Post-Resistance CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 18 99 .1005_1007delGCA.(1003-1008)CAGCAA>CA.335_336QQ>Q

Pat_32 Post-Resistance TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 13 528 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_32 Post-Resistance ZNF579 163033 37 19 56089908 56089909 In_Frame_Ins INS - CCG 5 4 .1097_1098insCGG(1096-1098)GGG>GGCGG.366_366G>GG

Pat_32 Post-Resistance GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 8 244 .1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_32 Post-Resistance SNX21 90203 37 20 44469908 44469908 Frame_Shift_Del DEL C - 8 1385 c.1078delC c.(1078-1080)CCCfs p.P360fs

Pat_32 Post-Resistance PREX1 57580 37 20 47361666 47361667 Frame_Shift_Del DEL CG - 8 2053 c.309_310delCG c.(307-312)ATCGAAfs p.I103fs

Pat_32 Post-Resistance DDX27 55661 37 20 47858504 47858504 Frame_Shift_Del DEL A - 7 285 c.2065delA c.(2065-2067)AAAfs p.K689fs

Pat_32 Post-Resistance SLMO2 51012 37 20 57613630 57613630 Frame_Shift_Del DEL G - 11 1889 c.92delC c.(91-93)CCAfs p.P31fs

Pat_32 Post-Resistance TIAM1 7074 37 21 32595809 32595809 Frame_Shift_Del DEL G - 7 417 c.1908delC c.(1906-1908)CCCfs p.P636fs

Pat_32 Post-Resistance PTTG1IP 754 37 21 46276194 46276196 In_Frame_Del DEL GCA - 10 252 c.361_363delTGC c.(361-363)TGCdel p.C121del

Pat_32 Post-Resistance DIP2A 23181 37 21 47987309 47987311 In_Frame_Del DEL TGG - 7 546 .4490_4492delTGG.(4489-4494)CTGGTG>CT p.V1501del

Pat_32 Post-Resistance MED15 51586 37 22 20918916 20918918 In_Frame_Del DEL CAG - 8 38 c.631_633delCAG c.(631-633)CAGdel p.Q218del

Pat_32 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 8 344 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_32 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 9 492 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_32 Post-Resistance WDR6 11180 37 3 49051381 49051382 Frame_Shift_Ins INS - G 9 132 c.2504_2505insG c.(2503-2505)GCGfs p.A835fs

Pat_32 Post-Resistance BBX 56987 37 3 107497243 107497244 Frame_Shift_Ins INS - A 7 245 c.2080_2081insA c.(2080-2082)GAAfs p.E694fs

Pat_32 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 10 211 .1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_32 Post-Resistance PDE6B 5158 37 4 661763 661765 In_Frame_Del DEL AGG - 7 318 .2471_2473delAGG(2470-2475)AAGGAG>AA p.E828del

Pat_32 Post-Resistance TMEM175 84286 37 4 946206 946207 Frame_Shift_Del DEL TG - 9 426 c.430_431delTG c.(430-432)TGTfs p.C144fs

Pat_32 Post-Resistance CRIPAK 285464 37 4 1389057 1389058 Frame_Shift_Ins INS - AT 7 1180 c.758_759insAT c.(757-759)ACGfs p.T253fs

Pat_32 Post-Resistance CRIPAK 285464 37 4 1389330 1389331 Frame_Shift_Del DEL CA - 12 1319 c.1031_1032delCA c.(1030-1032)TCAfs p.S344fs

Pat_32 Post-Resistance C4orf23 152992 37 4 8470022 8470022 Frame_Shift_Del DEL T - 8 451 c.1189delT c.(1189-1191)TTAfs p.L397fs

Pat_32 Post-Resistance BOD1L 259282 37 4 13603546 13603547 Frame_Shift_Del DEL CA - 7 1117 c.4977_4978delTG c.(4975-4980)TCTGAAfs p.S1659fs

Pat_32 Post-Resistance CPEB2 132864 37 4 15067858 15067858 Frame_Shift_Del DEL T - 10 840 c.1624delT c.(1624-1626)TTTfs p.F542fs

Pat_32 Post-Resistance KLF3 51274 37 4 38691496 38691496 Frame_Shift_Del DEL C - 7 1001 c.691delC c.(691-693)CAAfs p.Q231fs

Pat_32 Post-Resistance MTHFD2L 441024 37 4 75167509 75167509 Frame_Shift_Del DEL A - 7 268 c.1027delA c.(1027-1029)AAAfs p.K343fs



Pat_32 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 8 1729 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_32 Post-Resistance EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 8 503 c.227delT c.(226-228)CTTfs p.L76fs

Pat_32 Post-Resistance PCDH10 57575 37 4 134073569 134073571 In_Frame_Del DEL CTG - 11 161 .2274_2276delCTG.(2272-2277)CTCTGC>CT p.C763del

Pat_32 Post-Resistance POU4F2 5458 37 4 147561241 147561243 In_Frame_Del DEL CAC - 11 85 c.511_513delCAC c.(511-513)CACdel p.H182del

Pat_32 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 9 472 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_32 Post-Resistance SYNJ2 8871 37 6 158508009 158508009 Frame_Shift_Del DEL C - 7 135 c.3331delC c.(3331-3333)CCCfs p.P1111fs

Pat_32 Post-Resistance SUN1 23353 37 7 883110 883110 Frame_Shift_Del DEL C - 7 1346 c.611delC c.(610-612)GCCfs p.A204fs

Pat_32 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 1184 .1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_32 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 7 145 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_32 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 7 171 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_32 Post-Resistance AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 11 201 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_32 Post-Resistance SAMD9L 219285 37 7 92761061 92761061 Frame_Shift_Del DEL T - 10 918 c.4224delA c.(4222-4224)AAAfs p.K1408fs

Pat_32 Post-Resistance CCDC132 55610 37 7 92923947 92923948 Frame_Shift_Ins INS - G 7 507 c.1166_1167insG c.(1165-1167)CAGfs p.Q389fs

Pat_32 Post-Resistance GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 8 870 c.796delG c.(796-798)GTCfs p.V266fs

Pat_32 Post-Resistance PRKRIP1 79706 37 7 102065517 102065519 In_Frame_Del DEL GAG - 9 305 c.514_516delGAG c.(514-516)GAGdel p.E176del

Pat_32 Post-Resistance PAXIP1 22976 37 7 154760670 154760672 In_Frame_Del DEL TGC - 9 44 .1239_1241delGCA.(1237-1242)CAGCAC>CA p.Q413del

Pat_32 Post-Resistance DLC1 10395 37 8 12957611 12957613 In_Frame_Del DEL GCT - 10 124 .2233_2235delAGC c.(2233-2235)AGCdel p.S745del

Pat_32 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 7 689 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_32 Post-Resistance ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 7 152 .2748_2750delGG (2746-2751)GAGGAA>GAp.916_917EE>E

Pat_32 Post-Resistance PRDM12 59335 37 9 133543701 133543702 Splice_Site DEL GT - 22 175 c.570_splice c.e3+1 p.E190_splice

Pat_32 Post-Resistance ABL1 25 37 9 133759490 133759492 In_Frame_Del DEL AAG - 11 186 .1813_1815delAAG c.(1813-1815)AAGdel p.K609del

Pat_32 Post-Resistance NHS 4810 37 X 17742525 17742525 Frame_Shift_Del DEL C - 8 688 c.1152delC c.(1150-1152)ATCfs p.I384fs

Pat_32 Post-Resistance ACOT9 23597 37 X 23754034 23754034 Splice_Site DEL G - 7 1066 c.118_splice c.e2+1 p.V40_splice

Pat_32 Post-Resistance DUSP21 63904 37 X 44703633 44703634 Frame_Shift_Del DEL TG - 20 519 c.255_256delTG c.(253-258)TTTGACfs p.F85fs

Pat_32 Post-Resistance ZNF630 57232 37 X 47920326 47920327 Splice_Site DEL TA - 8 716 c.16_splice c.e3-1 p.E6_splice

Pat_32 Post-Resistance NUDT11 55190 37 X 51239296 51239309 Translation_Start_Site DEL TCGAGGCA - 12 43

Pat_32 Post-Resistance HUWE1 10075 37 X 53589091 53589093 In_Frame_Del DEL TCC - 7 274 .7317_7319delGG (7315-7320)GAGGAA>GA2439_2440EE>

Pat_32 Post-Resistance HEPH 9843 37 X 65390435 65390435 Frame_Shift_Del DEL G - 25 175 c.32delG c.(31-33)TGGfs p.W11fs

Pat_32 Post-Resistance TAF1 6872 37 X 70603000 70603000 Frame_Shift_Del DEL A - 9 332 c.1930delA c.(1930-1932)AAAfs p.K644fs

Pat_32 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 8 896 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_32 Post-Resistance BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 19 623 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_32 Post-Resistance FRMD7 90167 37 X 131231343 131231343 Frame_Shift_Del DEL C - 8 1556 c.235delG c.(235-237)GTGfs p.V79fs

Pat_32 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 10 644 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_36 Post-Resistance PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 7 309 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_36 Post-Resistance DNAJC11 55735 37 1 6727803 6727804 Frame_Shift_Del DEL TC - 7 45 c.343_344delGA c.(343-345)GAAfs p.E115fs

Pat_36 Post-Resistance VAMP3 9341 37 1 7838212 7838214 In_Frame_Del DEL TCA - 8 468 c.266_268delTCA c.(265-270)TTCATC>TTC p.I94del

Pat_36 Post-Resistance GRIK3 2899 37 1 37324835 37324835 Frame_Shift_Del DEL C - 7 355 c.978delG c.(976-978)CTGfs p.L326fs

Pat_36 Post-Resistance EIF2B3 8891 37 1 45407181 45407182 Frame_Shift_Ins INS - T 7 233 c.450_451insA c.(448-453)AAAGCAfs p.K150fs

Pat_36 Post-Resistance MIER1 57708 37 1 67447526 67447526 Frame_Shift_Del DEL C - 7 512 c.1294delC c.(1294-1296)CCCfs p.P432fs

Pat_36 Post-Resistance LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 12 196 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_36 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 11 676 c.2225_2227delCTT.(2224-2229)CCTTCT>CC p.S746del

Pat_36 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 8 257 c.136delA c.(136-138)ATAfs p.I46fs

Pat_36 Post-Resistance ZNF326 284695 37 1 90470782 90470784 In_Frame_Del DEL GTG - 14 532 c.188_190delGTGc.(187-192)AGTGGT>AGT p.G68del

Pat_36 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 230 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_36 Post-Resistance COL11A1 1301 37 1 103348792 103348792 Frame_Shift_Del DEL C - 7 473 c.4934delG c.(4933-4935)GGTfs p.G1645fs

Pat_36 Post-Resistance SLC16A4 9122 37 1 110906427 110906427 Frame_Shift_Del DEL A - 8 163 c.1425delT c.(1423-1425)TTTfs p.F475fs

Pat_36 Post-Resistance SYCP1 6847 37 1 115537600 115537601 Frame_Shift_Ins INS - A 19 141 c.2891_2892insA c.(2890-2892)AGAfs p.R964fs



Pat_36 Post-Resistance HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 8 174 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_36 Post-Resistance ADAMTSL4 54507 37 1 150526141 150526141 Frame_Shift_Del DEL C - 7 429 c.674delC c.(673-675)TCCfs p.S225fs

Pat_36 Post-Resistance MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 7 252 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_36 Post-Resistance TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 9 80 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_36 Post-Resistance SPRR2B 6701 37 1 153043134 153043134 Frame_Shift_Del DEL G - 8 593 c.182delC c.(181-183)CCAfs p.P61fs

Pat_36 Post-Resistance ADAR 103 37 1 154574333 154574333 Frame_Shift_Del DEL G - 8 477 c.785delC c.(784-786)CCAfs p.P262fs

Pat_36 Post-Resistance NES 10763 37 1 156642804 156642804 Frame_Shift_Del DEL G - 10 424 c.1176delC c.(1174-1176)CCCfs p.P392fs

Pat_36 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 7 287 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_36 Post-Resistance POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 8 548 .2201_2203delCCA.(2200-2205)TCCACC>TC p.T738del

Pat_36 Post-Resistance PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 9 320 .1673_1675delAGG(1672-1677)AAGGAG>AA p.E559del

Pat_36 Post-Resistance PKP1 5317 37 1 201292157 201292157 Frame_Shift_Del DEL G - 8 808 c.1583delG c.(1582-1584)TGCfs p.C528fs

Pat_36 Post-Resistance REN 5972 37 1 204135375 204135377 In_Frame_Del DEL AGC - 9 464 c.45_47delGCT c.(43-48)CTGCTC>CTC p.15_16LL>L

Pat_36 Post-Resistance TMEM81 388730 37 1 205052694 205052694 Frame_Shift_Del DEL C - 7 624 c.755delG c.(754-756)GGCfs p.G252fs

Pat_36 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 11 49 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_36 Post-Resistance KCTD3 51133 37 1 215747171 215747171 Frame_Shift_Del DEL T - 7 835 c.126delT c.(124-126)TCTfs p.S42fs

Pat_36 Post-Resistance MIA3 375056 37 1 222803699 222803700 Frame_Shift_Del DEL CT - 15 1414 c.3137_3138delCT c.(3136-3138)CCTfs p.P1046fs

Pat_36 Post-Resistance FAM177B 400823 37 1 222920005 222920007 In_Frame_Del DEL GAG - 8 226 c.118_120delGAG c.(118-120)GAGdel p.E46del

Pat_36 Post-Resistance FBXO28 23219 37 1 224345075 224345075 Frame_Shift_Del DEL T - 7 969 c.734delT c.(733-735)CTAfs p.L245fs

Pat_36 Post-Resistance OBSCN 84033 37 1 228467013 228467013 Frame_Shift_Del DEL G - 7 351 c.7264delG c.(7264-7266)GGGfs p.G2422fs

Pat_36 Post-Resistance EXOC8 149371 37 1 231471559 231471560 Frame_Shift_Del DEL CC - 8 840 c.1932_1933delGGc.(1930-1935)TTGGAGfs p.L644fs

Pat_36 Post-Resistance SLC35F3 148641 37 1 234444927 234444927 Frame_Shift_Del DEL G - 8 513 c.482delG c.(481-483)TGGfs p.W161fs

Pat_36 Post-Resistance MTR 4548 37 1 237024474 237024474 Frame_Shift_Del DEL A - 8 188 c.2093delA c.(2092-2094)CAAfs p.Q698fs

Pat_36 Post-Resistance RYR2 6262 37 1 237969494 237969494 Frame_Shift_Del DEL T - 7 198 c.14209delT c.(14209-14211)TTTfs p.F4737fs

Pat_36 Post-Resistance OR2W3 343171 37 1 248059041 248059042 Frame_Shift_Del DEL GG - 8 1982 c.153_154delGG c.(151-156)CTGGACfs p.L51fs

Pat_36 Post-Resistance OR2L2 26246 37 1 248201719 248201719 Frame_Shift_Del DEL G - 7 1799 c.150delG c.(148-150)TTGfs p.L50fs

Pat_36 Post-Resistance OR2L3 391192 37 1 248224578 248224578 Frame_Shift_Del DEL T - 7 1140 c.595delT c.(595-597)TTTfs p.F199fs

Pat_36 Post-Resistance OR2T10 127069 37 1 248756363 248756363 Frame_Shift_Del DEL T - 7 452 c.707delA c.(706-708)AAGfs p.K236fs

Pat_36 Post-Resistance TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 8 299 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_36 Post-Resistance NUP98 4928 37 11 3720389 3720389 Frame_Shift_Del DEL T - 8 587 c.3932delA c.(3931-3933)AACfs p.N1311fs

Pat_36 Post-Resistance OR52E8 390079 37 11 5878504 5878504 Frame_Shift_Del DEL G - 7 1712 c.429delC c.(427-429)ACCfs p.T143fs

Pat_36 Post-Resistance OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 8 293 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_36 Post-Resistance PARVA 55742 37 11 12534902 12534902 Frame_Shift_Del DEL A - 9 940 c.793delA c.(793-795)AAAfs p.K265fs

Pat_36 Post-Resistance OR8I2 120586 37 11 55861308 55861308 Frame_Shift_Del DEL T - 8 640 c.525delT c.(523-525)CATfs p.H175fs

Pat_36 Post-Resistance PGA3 643834 37 11 60971045 60971047 In_Frame_Del DEL GCT - 8 493 c.9_11delGCT c.(7-12)TGGCTG>TGG p.L7del

Pat_36 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 8 747 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_36 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 9 201 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_36 Post-Resistance NDUFC2 4718 37 11 77784147 77784147 Frame_Shift_Del DEL A - 15 327 c.207delT c.(205-207)TTTfs p.F69fs

Pat_36 Post-Resistance CASP5 838 37 11 104879687 104879687 Frame_Shift_Del DEL T - 19 265 c.28delA c.(28-30)AGGfs p.R10fs

Pat_36 Post-Resistance CADM1 23705 37 11 115080312 115080314 In_Frame_Del DEL TGG - 8 292 .1058_1060delCCAc.(1057-1062)ACCATC>ATC p.T353del

Pat_36 Post-Resistance IFT46 56912 37 11 118427645 118427647 In_Frame_Del DEL TCA - 8 511 c.159_161delTGAc.(157-162)GATGAA>GAA p.D53del

Pat_36 Post-Resistance CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 10 218 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_36 Post-Resistance CBL 867 37 11 119170435 119170435 Frame_Shift_Del DEL A - 7 2569 c.2665delA c.(2665-2667)AAAfs p.K889fs

Pat_36 Post-Resistance PRB2 653247 37 12 11546727 11546728 In_Frame_Ins INS - GGA 11 679 c.284_285insTCCc.(283-285)CCA>CCTCCA p.95_95P>PP

Pat_36 Post-Resistance PRB2 653247 37 12 11546732 11546733 In_Frame_Ins INS - AGA 11 641 c.279_280insTCT c.(277-282)insTCT p.93_94insS

Pat_36 Post-Resistance KIF21A 55605 37 12 39727052 39727052 Frame_Shift_Del DEL T - 8 465 c.2449delA c.(2449-2451)AGAfs p.R817fs

Pat_36 Post-Resistance RPAP3 79657 37 12 48084302 48084302 Frame_Shift_Del DEL T - 8 547 c.666delA c.(664-666)AAAfs p.K222fs

Pat_36 Post-Resistance PRPF40B 25766 37 12 50027729 50027729 Frame_Shift_Del DEL C - 7 396 c.600delC c.(598-600)GACfs p.D200fs



Pat_36 Post-Resistance DIP2B 57609 37 12 51034605 51034606 Frame_Shift_Del DEL GG - 8 202 c.271_272delGG c.(271-273)GGGfs p.G91fs

Pat_36 Post-Resistance KRT73 319101 37 12 53012151 53012151 Frame_Shift_Del DEL C - 10 337 c.158delG c.(157-159)GGTfs p.G53fs

Pat_36 Post-Resistance OR6C75 390323 37 12 55759192 55759192 Frame_Shift_Del DEL T - 8 276 c.298delT c.(298-300)TTTfs p.F100fs

Pat_36 Post-Resistance RAP1B 5908 37 12 69047987 69047988 Frame_Shift_Del DEL AC - 8 1019 c.279_280delAC c.(277-282)TTACAAfs p.L93fs

Pat_36 Post-Resistance SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 12 418 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_36 Post-Resistance TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 7 214 c.483delT c.(481-483)TTTfs p.F161fs

Pat_36 Post-Resistance DIAPH3 81624 37 13 60582733 60582734 Frame_Shift_Ins INS - T 10 370 c.958_959insA c.(958-960)ATTfs p.I320fs

Pat_36 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 8 211 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_36 Post-Resistance RBM26 64062 37 13 79918806 79918807 Frame_Shift_Ins INS - T 7 96 c.2187_2188insA c.(2185-2190)AAACAGfs p.K729fs

Pat_36 Post-Resistance SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 11 417 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_36 Post-Resistance ZSCAN10 84891 37 16 3142237 3142237 Frame_Shift_Del DEL G - 7 151 c.312delC c.(310-312)CCCfs p.P104fs

Pat_36 Post-Resistance MEFV 4210 37 16 3294471 3294471 Splice_Site DEL A - 8 470 c.1726_splice c.e7+1 p.E576_splice

Pat_36 Post-Resistance UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 13 663 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_36 Post-Resistance DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 7 195 .1628_1630delCTG.(1627-1632)GCTGAT>GA p.A543del

Pat_36 Post-Resistance TNRC6A 27327 37 16 24807240 24807240 Frame_Shift_Del DEL A - 8 724 c.3541delA c.(3541-3543)AAAfs p.K1181fs

Pat_36 Post-Resistance SRCAP 10847 37 16 30736314 30736314 Frame_Shift_Del DEL C - 8 798 c.5569delC c.(5569-5571)CCCfs p.P1857fs

Pat_36 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 10 169 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_36 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 365 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_36 Post-Resistance CNGB1 1258 37 16 57983275 57983277 In_Frame_Del DEL TCC - 10 119 c.1101_1103delGGA.(1099-1104)GAGGAA>GAp.367_368EE>E

Pat_36 Post-Resistance EXOC3L 283849 37 16 67220950 67220951 Frame_Shift_Del DEL CC - 7 349 c.1131_1132delGG c.(1129-1134)CTGGAGfs p.L377fs

Pat_36 Post-Resistance SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 8 197 .2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_36 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 11 223 c.359delC c.(358-360)ACCfs p.T120fs

Pat_36 Post-Resistance C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 8 279 .1056_1058delGG (1054-1059)GAGGAA>GAp.352_353EE>E

Pat_36 Post-Resistance MYOCD 93649 37 17 12639482 12639482 Frame_Shift_Del DEL C - 7 472 c.420delC c.(418-420)AACfs p.N140fs

Pat_36 Post-Resistance SLC13A2 9058 37 17 26821446 26821446 Frame_Shift_Del DEL C - 8 168 c.1224delC c.(1222-1224)CTCfs p.L408fs

Pat_36 Post-Resistance SUPT6H 6830 37 17 27001303 27001305 In_Frame_Del DEL GAG - 8 166 c.112_114delGAG c.(112-114)GAGdel p.E43del

Pat_36 Post-Resistance SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 13 778 .4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_36 Post-Resistance KRTAP4-8 728224 37 17 39254335 39254336 Frame_Shift_Ins INS - T 38 60 c.1_2insA c.(1-3)ATGfs p.M1fs

Pat_36 Post-Resistance COIL 8161 37 17 55028117 55028118 Frame_Shift_Ins INS - T 7 309 c.485_486insA c.(484-486)AACfs p.N162fs

Pat_36 Post-Resistance USP32 84669 37 17 58257949 58257949 Frame_Shift_Del DEL T - 7 583 c.4598delA c.(4597-4599)AACfs p.N1533fs

Pat_36 Post-Resistance ZNF236 7776 37 18 74593429 74593430 Frame_Shift_Ins INS - A 7 209 c.1372_1373insA c.(1372-1374)GAAfs p.E458fs

Pat_36 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 10 635 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_36 Post-Resistance RYR1 6261 37 19 38948159 38948160 Frame_Shift_Del DEL TG - 7 801 c.1814_1815delTG c.(1813-1815)CTGfs p.L605fs

Pat_36 Post-Resistance PSG1 5669 37 19 43371298 43371298 Frame_Shift_Del DEL C - 7 196 c.1248delG c.(1246-1248)TGGfs p.W416fs

Pat_36 Post-Resistance CCDC8 83987 37 19 46915034 46915034 Frame_Shift_Del DEL G - 10 328 c.1034delC c.(1033-1035)GCAfs p.A345fs

Pat_36 Post-Resistance SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 21 374 .2130_2132delGG(2128-2133)GAGGAC>GA p.E710del

Pat_36 Post-Resistance MAMSTR 284358 37 19 49218105 49218106 Frame_Shift_Ins INS - G 8 224 c.485_486insC c.(484-486)CCAfs p.P162fs

Pat_36 Post-Resistance CNOT3 4849 37 19 54649671 54649671 Frame_Shift_Del DEL T - 10 319 c.729delT c.(727-729)CCCfs p.P243fs

Pat_36 Post-Resistance TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 12 227 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_36 Post-Resistance ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 19 244 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_36 Post-Resistance RASGRP3 25780 37 2 33749070 33749070 Frame_Shift_Del DEL C - 9 917 c.641delC c.(640-642)ACCfs p.T214fs

Pat_36 Post-Resistance PSME4 23198 37 2 54167139 54167140 Splice_Site INS - G 8 382 c.501_splice c.e4-1 p.N167_splice

Pat_36 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 8 706 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_36 Post-Resistance ZNF514 84874 37 2 95815944 95815945 Frame_Shift_Del DEL GG - 7 854 c.285_286delCC c.(283-288)TTCCAGfs p.F95fs

Pat_36 Post-Resistance ANKRD36 375248 37 2 97808574 97808575 Splice_Site INS - A 14 40 c.901_splice c.e8+2 p.V301_splice

Pat_36 Post-Resistance RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 15 255 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_36 Post-Resistance NCKAP1 10787 37 2 183888543 183888544 Frame_Shift_Del DEL GC - 7 455 c.209_210delGC c.(208-210)CGCfs p.R70fs



Pat_36 Post-Resistance SGOL2 151246 37 2 201436992 201436992 Frame_Shift_Del DEL A - 7 332 c.1923delA c.(1921-1923)CTAfs p.L641fs

Pat_36 Post-Resistance TRPM8 79054 37 2 234879009 234879010 Frame_Shift_Ins INS - C 8 991 c.2294_2295insC c.(2293-2295)CACfs p.H765fs

Pat_36 Post-Resistance GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 11 323 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_36 Post-Resistance SEL1L2 80343 37 20 13850192 13850192 Frame_Shift_Del DEL T - 7 234 c.1212delA c.(1210-1212)AAAfs p.K404fs

Pat_36 Post-Resistance MYBL2 4605 37 20 42338611 42338611 Frame_Shift_Del DEL C - 7 1146 c.1514delC c.(1513-1515)ACCfs p.T505fs

Pat_36 Post-Resistance NCOA3 8202 37 20 46279864 46279866 In_Frame_Del DEL CAA - 10 84 c.3790_3792delCAA c.(3790-3792)CAAdel p.Q1276del

Pat_36 Post-Resistance CTCFL 140690 37 20 56099187 56099187 Frame_Shift_Del DEL T - 7 901 c.75delA c.(73-75)AAAfs p.K25fs

Pat_36 Post-Resistance TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 9 480 c.537delT c.(535-537)TTTfs p.F179fs

Pat_36 Post-Resistance ADAMTS5 11096 37 21 28302327 28302327 Frame_Shift_Del DEL C - 8 1369 c.2103delG c.(2101-2103)GGGfs p.G701fs

Pat_36 Post-Resistance TFIP11 24144 37 22 26906183 26906185 In_Frame_Del DEL TCA - 9 331 c.54_56delTGA c.(52-57)GATGAC>GAC p.18_19DD>D

Pat_36 Post-Resistance MN1 4330 37 22 28194933 28194934 In_Frame_Ins INS - TGC 20 63 .1598_1599insGCA.(1597-1599)CAA>CAGCA.533_533Q>QQ

Pat_36 Post-Resistance SELM 140606 37 22 31503422 31503422 Frame_Shift_Del DEL C - 4 6 c.70delG c.(70-72)GCCfs p.A24fs

Pat_36 Post-Resistance SH3BP1 23616 37 22 38039752 38039754 In_Frame_Del DEL AGG - 7 227 c.575_577delAGGc.(574-579)AAGGAG>AAG p.E197del

Pat_36 Post-Resistance TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 7 498 2_1690delCCTCCA1-1692)GCCTCCAGAACC p.SRT562del

Pat_36 Post-Resistance TAB1 10454 37 22 39772009 39772009 Frame_Shift_Del DEL C - 7 463 c.68delC c.(67-69)TCCfs p.S23fs

Pat_36 Post-Resistance ATP2B2 491 37 3 10443796 10443796 Frame_Shift_Del DEL C - 7 611 c.634delG c.(634-636)GACfs p.D212fs

Pat_36 Post-Resistance SYN2 6854 37 3 12046124 12046126 In_Frame_Del DEL AGC - 2 4 c.99_101delAGC c.(97-102)CAACCG>CAG p.P40del

Pat_36 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 107 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_36 Post-Resistance ULK4 54986 37 3 41860984 41860985 Frame_Shift_Ins INS - T 8 82 c.1778_1779insA c.(1777-1779)AAGfs p.K593fs

Pat_36 Post-Resistance NKTR 4820 37 3 42679035 42679036 Frame_Shift_Ins INS - C 8 823 c.1839_1840insC c.(1837-1842)AGTCCCfs p.S613fs

Pat_36 Post-Resistance DNAH1 25981 37 3 52430786 52430786 Frame_Shift_Del DEL G - 8 701 c.11583delG c.(11581-11583)CTGfs p.L3861fs

Pat_36 Post-Resistance PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 10 1044 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_36 Post-Resistance ERC2 26059 37 3 55733470 55733472 In_Frame_Del DEL TGG - 13 836 .2781_2783delCCAc.(2779-2784)CACCAT>CATp.927_928HH>H

Pat_36 Post-Resistance LRIG1 26018 37 3 66436625 66436627 In_Frame_Del DEL GCT - 9 712 .1567_1569delAGC c.(1567-1569)AGCdel p.S524del

Pat_36 Post-Resistance ZNF717 100131827 37 3 75790810 75790811 Frame_Shift_Ins INS - T 7 153 c.134_135insA c.(133-135)ACCfs p.T45fs

Pat_36 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 11 275 .1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_36 Post-Resistance ASTE1 28990 37 3 130733047 130733047 Frame_Shift_Del DEL T - 12 64 c.1894delA c.(1894-1896)AGGfs p.R632fs

Pat_36 Post-Resistance GRK7 131890 37 3 141535708 141535708 Frame_Shift_Del DEL G - 7 754 c.1478delG c.(1477-1479)CGGfs p.R493fs

Pat_36 Post-Resistance PARL 55486 37 3 183560119 183560119 Frame_Shift_Del DEL G - 8 885 c.724delC c.(724-726)CAAfs p.Q242fs

Pat_36 Post-Resistance CRIPAK 285464 37 4 1389054 1389055 Frame_Shift_Ins INS - CA 12 1266 c.755_756insCA c.(754-756)CTCfs p.L252fs

Pat_36 Post-Resistance CRIPAK 285464 37 4 1389057 1389058 Frame_Shift_Ins INS - AT 10 1312 c.758_759insAT c.(757-759)ACGfs p.T253fs

Pat_36 Post-Resistance CRIPAK 285464 37 4 1389330 1389331 Frame_Shift_Del DEL CA - 13 1459 c.1031_1032delCA c.(1030-1032)TCAfs p.S344fs

Pat_36 Post-Resistance CCKAR 886 37 4 26483672 26483674 In_Frame_Del DEL CTG - 7 188 c.873_875delCAGc.(871-876)AGCAGG>AGG p.S291del

Pat_36 Post-Resistance CLOCK 9575 37 4 56336953 56336954 Frame_Shift_Ins INS - A 10 279 c.368_369insT c.(367-369)TTAfs p.L123fs

Pat_36 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 12 1286 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_36 Post-Resistance ANK2 287 37 4 114214679 114214681 In_Frame_Del DEL CAC - 10 226 .2460_2462delCAC.(2458-2463)GTCACC>GT p.T826del

Pat_36 Post-Resistance ANK2 287 37 4 114260460 114260460 Frame_Shift_Del DEL C - 7 530 c.3875delC c.(3874-3876)ACAfs p.T1292fs

Pat_36 Post-Resistance OTUD4 54726 37 4 146063356 146063356 Frame_Shift_Del DEL C - 8 665 c.1619delG c.(1618-1620)GGAfs p.G540fs

Pat_36 Post-Resistance LRBA 987 37 4 151842374 151842374 Frame_Shift_Del DEL A - 8 441 c.621delT c.(619-621)TTTfs p.F207fs

Pat_36 Post-Resistance DDX4 54514 37 5 55076947 55076948 Frame_Shift_Del DEL TC - 8 221 c.550_551delTC c.(550-552)TCTfs p.S184fs

Pat_36 Post-Resistance TAF9 6880 37 5 68660786 68660788 In_Frame_Del DEL TCA - 7 366 c.777_779delTGAc.(775-780)GATGAC>GACp.259_260DD>D

Pat_36 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 13 806 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_36 Post-Resistance HAVCR2 84868 37 5 156535948 156535950 In_Frame_Del DEL AGC - 7 180 c.45_47delGCT c.(43-48)CTGCTA>CTA p.15_16LL>L

Pat_36 Post-Resistance NSD1 64324 37 5 176683996 176683996 Frame_Shift_Del DEL A - 7 357 c.4810delA c.(4810-4812)AAAfs p.K1604fs

Pat_36 Post-Resistance CANX 821 37 5 179149920 179149920 Frame_Shift_Del DEL T - 41 1847 c.1298delT c.(1297-1299)ATTfs p.I433fs

Pat_36 Post-Resistance RASGEF1C 255426 37 5 179564993 179564993 Frame_Shift_Del DEL G - 12 1016 c.60delC c.(58-60)CCCfs p.P20fs

Pat_36 Post-Resistance RPP40 10799 37 6 4995370 4995371 Frame_Shift_Del DEL TT - 8 542 c.1033_1034delAA c.(1033-1035)AATfs p.N345fs



Pat_36 Post-Resistance ATXN1 6310 37 6 16327900 16327901 In_Frame_Ins INS - TGC 11 81 c.641_642insGCAc.(640-642)CAG>CAGCAG.214_214Q>QQ

Pat_36 Post-Resistance ATXN1 6310 37 6 16327907 16327909 In_Frame_Del DEL TGA - 10 77 c.633_635delTCAc.(631-636)CATCAG>CAG p.H211del

Pat_36 Post-Resistance SLC17A2 10246 37 6 25921520 25921520 Frame_Shift_Del DEL T - 8 472 c.361delA c.(361-363)ATGfs p.M121fs

Pat_36 Post-Resistance GABBR1 2550 37 6 29599254 29599254 Frame_Shift_Del DEL C - 7 920 c.208delG c.(208-210)GAGfs p.E70fs

Pat_36 Post-Resistance HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 13 998 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_36 Post-Resistance HLA-L 3139 37 6 30231140 30231140 Frame_Shift_Del DEL T - 8 701 c.584delT c.(583-585)ATTfs p.I195fs

Pat_36 Post-Resistance RING1 6015 37 6 33178989 33178990 Frame_Shift_Ins INS - G 7 1107 c.510_511insG c.(508-513)AGTGGGfs p.S170fs

Pat_36 Post-Resistance UHRF1BP1 54887 37 6 34804004 34804006 In_Frame_Del DEL CAG - 9 866 c.912_914delCAGc.(910-915)AACAGC>AAC p.S308del

Pat_36 Post-Resistance CUL9 23113 37 6 43167713 43167714 Frame_Shift_Del DEL AT - 9 441 c.3203_3204delAT c.(3202-3204)CATfs p.H1068fs

Pat_36 Post-Resistance MEP1A 4224 37 6 46761166 46761166 Frame_Shift_Del DEL T - 8 1332 c.31delT c.(31-33)TTTfs p.F11fs

Pat_36 Post-Resistance TMEM14A 28978 37 6 52541950 52541950 Frame_Shift_Del DEL T - 7 1116 c.50delT c.(49-51)ATTfs p.I17fs

Pat_36 Post-Resistance GSTA1 2938 37 6 52658948 52658948 Frame_Shift_Del DEL T - 10 1656 c.389delA c.(388-390)AATfs p.N130fs

Pat_36 Post-Resistance KLHL31 401265 37 6 53519759 53519759 Frame_Shift_Del DEL T - 11 746 c.312delA c.(310-312)AAAfs p.K104fs

Pat_36 Post-Resistance MYO6 4646 37 6 76599857 76599858 Frame_Shift_Ins INS - A 9 204 c.2742_2743insA c.(2740-2745)CAGAAAfs p.Q914fs

Pat_36 Post-Resistance RARS2 57038 37 6 88229955 88229955 Frame_Shift_Del DEL T - 7 618 c.1055delA c.(1054-1056)AAGfs p.K352fs

Pat_36 Post-Resistance GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 9 492 .3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_36 Post-Resistance IQCE 23288 37 7 2623881 2623881 Frame_Shift_Del DEL C - 7 587 c.786delC c.(784-786)CTCfs p.L262fs

Pat_36 Post-Resistance ZDHHC4 55146 37 7 6621848 6621849 Frame_Shift_Ins INS - T 7 776 c.336_337insT c.(334-339)CTGTTTfs p.L112fs

Pat_36 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 982 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_36 Post-Resistance MPP6 51678 37 7 24705666 24705666 Frame_Shift_Del DEL A - 9 468 c.910delA c.(910-912)AAAfs p.K304fs

Pat_36 Post-Resistance OSBPL3 26031 37 7 24846521 24846522 Splice_Site DEL TC - 8 522 c.2318_splice c.e21-1 p.N773_splice

Pat_36 Post-Resistance GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 7 97 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_36 Post-Resistance C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 13 751 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_36 Post-Resistance FKBP9 11328 37 7 33014804 33014804 Frame_Shift_Del DEL C - 7 438 c.378delC c.(376-378)ATCfs p.I126fs

Pat_36 Post-Resistance OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 13 399 c.233delT c.(232-234)ATTfs p.I78fs

Pat_36 Post-Resistance ABCA13 154664 37 7 48318279 48318280 Frame_Shift_Del DEL AG - 7 1006 c.7488_7489delAG c.(7486-7491)TTAGAAfs p.L2496fs

Pat_36 Post-Resistance MRPS17 51373 37 7 56022659 56022659 Frame_Shift_Del DEL G - 7 1700 c.181delG c.(181-183)GGGfs p.G61fs

Pat_36 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 17 1426 c.693delA c.(691-693)CCAfs p.P231fs

Pat_36 Post-Resistance ABCB4 5244 37 7 87074281 87074282 Frame_Shift_Ins INS - A 7 98 c.1015_1016insT c.(1015-1017)TCAfs p.S339fs

Pat_36 Post-Resistance PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 23 386 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_36 Post-Resistance ZCWPW1 55063 37 7 100000151 100000151 Frame_Shift_Del DEL T - 7 2574 c.1459delA c.(1459-1461)ACCfs p.T487fs

Pat_36 Post-Resistance ZCWPW1 55063 37 7 100004397 100004398 Frame_Shift_Ins INS - A 7 239 c.1089_1090insT c.(1087-1092)TTTGGAfs p.F363fs

Pat_36 Post-Resistance SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 9 57 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_36 Post-Resistance RINT1 60561 37 7 105204285 105204285 Frame_Shift_Del DEL G - 7 226 c.1777delG c.(1777-1779)GATfs p.D593fs

Pat_36 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 8 1114 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_36 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 10 523 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_36 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 15 652 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_36 Post-Resistance TMEM66 51669 37 8 29931442 29931442 Frame_Shift_Del DEL G - 7 1473 c.233delC c.(232-234)CCAfs p.P78fs

Pat_36 Post-Resistance MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 7 496 .2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_36 Post-Resistance MYST3 7994 37 8 41836184 41836184 Frame_Shift_Del DEL T - 11 1400 c.1019delA c.(1018-1020)AACfs p.N340fs

Pat_36 Post-Resistance POP1 10940 37 8 99158810 99158811 Frame_Shift_Del DEL AG - 7 485 c.1609_1610delAG c.(1609-1611)AGAfs p.R537fs

Pat_36 Post-Resistance DPYS 1807 37 8 105440214 105440214 Frame_Shift_Del DEL T - 8 1461 c.1086delA c.(1084-1086)AAAfs p.K362fs

Pat_36 Post-Resistance NDUFB9 4715 37 8 125559305 125559306 Frame_Shift_Del DEL CC - 8 1225 c.359_360delCC c.(358-360)GCCfs p.A120fs

Pat_36 Post-Resistance KCNQ3 3786 37 8 133142050 133142050 Frame_Shift_Del DEL G - 8 306 c.2078delC c.(2077-2079)CCGfs p.P693fs

Pat_36 Post-Resistance SMARCA2 6595 37 9 2104067 2104068 Frame_Shift_Del DEL GC - 8 388 c.3190_3191delGC c.(3190-3192)GCGfs p.A1064fs

Pat_36 Post-Resistance GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 7 141 .1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_36 Post-Resistance ARHGAP6 395 37 X 11200196 11200196 Frame_Shift_Del DEL T - 8 1912 c.1316delA c.(1315-1317)AAGfs p.K439fs



Pat_36 Post-Resistance OFD1 8481 37 X 13764946 13764946 Frame_Shift_Del DEL A - 10 241 c.702delA c.(700-702)GCAfs p.A234fs

Pat_36 Post-Resistance OFD1 8481 37 X 13778677 13778677 Frame_Shift_Del DEL G - 8 763 c.2098delG c.(2098-2100)GAGfs p.E700fs

Pat_36 Post-Resistance FAM48B1 100130302 37 X 24382374 24382376 In_Frame_Del DEL TGC - 11 37 .1497_1499delTGCc.(1495-1500)ATTGCT>ATT p.A517del

Pat_36 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 37 537 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_36 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 10 973 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_36 Post-Resistance RAB9B 51209 37 X 103080347 103080348 Frame_Shift_Del DEL CC - 7 1613 c.367_368delGG c.(367-369)GGTfs p.G123fs

Pat_36 Post-Resistance IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 26 1011 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_36 Post-Resistance CXorf56 63932 37 X 118694316 118694316 Frame_Shift_Del DEL G - 7 826 c.157delC c.(157-159)CGGfs p.R53fs

Pat_36 Post-Resistance AIFM1 9131 37 X 129267377 129267378 Frame_Shift_Del DEL CT - 7 3116 c.1358_1359delAG c.(1357-1359)GAGfs p.E453fs

Pat_36 Post-Resistance SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 10 476 c.71delA c.(70-72)AATfs p.N24fs

Pat_36 Post-Resistance SPANXN2 494119 37 X 142803692 142803692 Frame_Shift_Del DEL T - 11 464 c.71delA c.(70-72)AATfs p.N24fs

Pat_36 Post-Resistance MAMLD1 10046 37 X 149639325 149639327 In_Frame_Del DEL CAG - 11 240 .1480_1482delCAG c.(1480-1482)CAGdel p.Q502del

Pat_36 Post-Resistance MAMLD1 10046 37 X 149639633 149639635 In_Frame_Del DEL GCA - 7 211 .1788_1790delGCA.(1786-1791)CTGCAG>CT p.Q606del

Pat_36 Post-Resistance HMGB3 3149 37 X 150156358 150156360 In_Frame_Del DEL GAG - 10 143 c.574_576delGAG c.(574-576)GAGdel p.E198del

Pat_36 Post-Resistance PASD1 139135 37 X 150817142 150817144 In_Frame_Del DEL GCT - 11 858 c.685_687delGCT c.(685-687)GCTdel p.A236del

Pat_36 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 11 252 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_37 Post-Resistance UBR4 23352 37 1 19488943 19488943 Frame_Shift_Del DEL C - 7 577 c.4927delG c.(4927-4929)GAAfs p.E1643fs

Pat_37 Post-Resistance MTPAP 55149 37 10 30653930 30653932 In_Frame_Del DEL TCC - 11 399 c.250_252delGGA c.(250-252)GGAdel p.G84del

Pat_37 Post-Resistance NLRP6 171389 37 11 281553 281555 In_Frame_Del DEL GAG - 13 300 .1819_1821delGAG c.(1819-1821)GAGdel p.E611del

Pat_37 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 9 663 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_37 Post-Resistance SPON1 10418 37 11 14276276 14276277 Splice_Site DEL GT - 63 174 c.1092_splice c.e9+1 p.E364_splice

Pat_37 Post-Resistance RIN1 9610 37 11 66103474 66103474 Frame_Shift_Del DEL T - 6 9 c.242delA c.(241-243)CACfs p.H81fs

Pat_37 Post-Resistance MMP1 4312 37 11 102668791 102668793 In_Frame_Del DEL CAG - 13 298 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_37 Post-Resistance TMPRSS13 84000 37 11 117789346 117789360 In_Frame_Del DEL GAGATGCCC - 10 102 9delGCCGGGCAT1)GGCCGGGCATCTCCAGp.GRASP72de

Pat_37 Post-Resistance RERG 85004 37 12 15262412 15262412 Frame_Shift_Del DEL C - 12 2794 c.232delG c.(232-234)GAAfs p.E78fs

Pat_37 Post-Resistance ESPL1 9700 37 12 53683876 53683877 Frame_Shift_Del DEL TG - 8 286 c.5121_5122delTG c.(5119-5124)ACTGTGfs p.T1707fs

Pat_37 Post-Resistance OR6C65 403282 37 12 55794610 55794610 Frame_Shift_Del DEL T - 7 289 c.298delT c.(298-300)TTTfs p.F100fs

Pat_37 Post-Resistance R3HDM2 22864 37 12 57651794 57651794 Frame_Shift_Del DEL G - 7 349 c.2386delC c.(2386-2388)CGGfs p.R796fs

Pat_37 Post-Resistance C12orf56 115749 37 12 64784307 64784307 Frame_Shift_Del DEL C - 7 18 c.39delG c.(37-39)AGGfs p.R13fs

Pat_37 Post-Resistance UTP20 27340 37 12 101736770 101736770 Frame_Shift_Del DEL T - 9 601 c.4348delT c.(4348-4350)TTTfs p.F1450fs

Pat_37 Post-Resistance IFT81 28981 37 12 110618365 110618367 In_Frame_Del DEL CAA - 15 281 c.1327_1329delCAA c.(1327-1329)CAAdel p.Q445del

Pat_37 Post-Resistance WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 8 440 c.716_splice c.e7+1 p.R239_splice

Pat_37 Post-Resistance MLH3 27030 37 14 75514338 75514338 Frame_Shift_Del DEL T - 7 248 c.2021delA c.(2020-2022)AATfs p.N674fs

Pat_37 Post-Resistance ASPG 374569 37 14 104571684 104571684 Frame_Shift_Del DEL G - 7 147 c.1070delG c.(1069-1071)CGGfs p.R357fs

Pat_37 Post-Resistance MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 12 323 .2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_37 Post-Resistance ZNF592 9640 37 15 85327539 85327539 Frame_Shift_Del DEL A - 7 194 c.1633delA c.(1633-1635)AAAfs p.K545fs

Pat_37 Post-Resistance SRCAP 10847 37 16 30731611 30731611 Frame_Shift_Del DEL C - 8 1480 c.2946delC c.(2944-2946)GACfs p.D982fs

Pat_37 Post-Resistance RNF167 26001 37 17 4845690 4845690 Frame_Shift_Del DEL C - 8 688 c.220delC c.(220-222)CCCfs p.P74fs

Pat_37 Post-Resistance CNTROB 116840 37 17 7843518 7843519 Frame_Shift_Del DEL GA - 12 448 c.1269_1270delGAc.(1267-1272)CGGAGAfs p.R423fs

Pat_37 Post-Resistance TRIM16 10626 37 17 15554874 15554886 Frame_Shift_Del DEL AGTGGCCCT - 9 54 0delCCAGGGCCA7-51)CCCAGGGCCACTGC p.P13fs

Pat_37 Post-Resistance ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 8 1090 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_37 Post-Resistance BZRAP1 9256 37 17 56387404 56387406 In_Frame_Del DEL TCC - 8 209 .3813_3815delGG.(3811-3816)GAGGAA>GA1271_1272EE>

Pat_37 Post-Resistance FTSJ3 117246 37 17 61899155 61899157 In_Frame_Del DEL CTC - 10 640 .1522_1524delGAG c.(1522-1524)GAGdel p.E508del

Pat_37 Post-Resistance C18orf10 25941 37 18 34376822 34376842 In_Frame_Del DEL ACCGGAGG - 11 70 TCAGGACCCTCC9)TCAGGACCCTCCGGTCSGPSGPS277d

Pat_37 Post-Resistance TMEFF2 23671 37 2 193059175 193059177 In_Frame_Del DEL GCA - 9 176 c.74_76delTGC c.(73-78)CTGCCC>CCC p.L25del

Pat_37 Post-Resistance GBX2 2637 37 2 237076427 237076429 In_Frame_Del DEL GGC - 4 9 c.186_188delGCCc.(184-189)CCGCCC>CCCp.62_63PP>P

Pat_37 Post-Resistance KIF3B 9371 37 20 30898763 30898765 In_Frame_Del DEL GAG - 7 147 .1183_1185delGAG c.(1183-1185)GAGdel p.E399del



Pat_37 Post-Resistance MICAL3 57553 37 22 18314825 18314827 In_Frame_Del DEL CTC - 7 171 .2848_2850delGAG c.(2848-2850)GAGdel p.E950del

Pat_37 Post-Resistance CRYBB2 1415 37 22 25627664 25627664 Frame_Shift_Del DEL C - 7 540 c.543delC c.(541-543)CACfs p.H181fs

Pat_37 Post-Resistance SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 14 474 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_37 Post-Resistance PICK1 9463 37 22 38471034 38471036 In_Frame_Del DEL GGA - 7 133 c.1143_1145delGGA(1141-1146)GGGGAG>GG p.E388del

Pat_37 Post-Resistance MAPK8IP2 23542 37 22 51041769 51041771 In_Frame_Del DEL GAG - 7 37 c.289_291delGAG c.(289-291)GAGdel p.E103del

Pat_37 Post-Resistance GRM7 2917 37 3 7621013 7621013 Frame_Shift_Del DEL T - 7 105 c.2420delT c.(2419-2421)ATTfs p.I807fs

Pat_37 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 13 198 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_37 Post-Resistance MLH1 4292 37 3 37070349 37070349 Frame_Shift_Del DEL C - 8 1768 c.1484delC c.(1483-1485)ACCfs p.T495fs

Pat_37 Post-Resistance SLC25A38 54977 37 3 39437924 39437924 Frame_Shift_Del DEL C - 7 1105 c.828delC c.(826-828)ATCfs p.I276fs

Pat_37 Post-Resistance HHATL 57467 37 3 42740315 42740317 In_Frame_Del DEL AGC - 9 265 c.366_368delGCTc.(364-369)CTGCTT>CTTp.122_123LL>L

Pat_37 Post-Resistance LIMD1 8994 37 3 45636543 45636545 In_Frame_Del DEL CAG - 8 112 c.172_174delCAG c.(172-174)CAGdel p.Q63del

Pat_37 Post-Resistance ALS2CL 259173 37 3 46729622 46729624 In_Frame_Del DEL GCA - 11 267 c.266_268delTGCc.(265-270)CTGCGA>CGA p.L89del

Pat_37 Post-Resistance VPRBP 9730 37 3 51457448 51457448 Frame_Shift_Del DEL T - 8 1050 c.2976delA c.(2974-2976)AAAfs p.K992fs

Pat_37 Post-Resistance CPEB2 132864 37 4 15067858 15067858 Frame_Shift_Del DEL T - 7 911 c.1624delT c.(1624-1626)TTTfs p.F542fs

Pat_37 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 12 270 c.792delT c.(790-792)TTTfs p.F264fs

Pat_37 Post-Resistance SEC31A 22872 37 4 83745800 83745800 Frame_Shift_Del DEL T - 8 115 c.3319delA c.(3319-3321)ATTfs p.I1107fs

Pat_37 Post-Resistance KIAA1109 84162 37 4 123188069 123188078 Frame_Shift_Del DEL GGATTCAGA - 57 277 9_7458delGGATTC447-7458)GTGGATTCAGA p.V2483fs

Pat_37 Post-Resistance PDZD2 23037 37 5 31799541 31799541 Frame_Shift_Del DEL C - 7 837 c.186delC c.(184-186)AGCfs p.S62fs

Pat_37 Post-Resistance JARID2 3720 37 6 15501164 15501164 Frame_Shift_Del DEL T - 8 1311 c.1972delT c.(1972-1974)TTTfs p.F658fs

Pat_37 Post-Resistance ATXN1 6310 37 6 16328093 16328093 Frame_Shift_Del DEL G - 8 720 c.449delC c.(448-450)CCAfs p.P150fs

Pat_37 Post-Resistance HLA-DPB1 3115 37 6 33052934 33052934 Frame_Shift_Del DEL C - 7 808 c.572delC c.(571-573)ACCfs p.T191fs

Pat_37 Post-Resistance PHF1 5252 37 6 33383637 33383637 Frame_Shift_Del DEL C - 7 1097 c.1466delC c.(1465-1467)GCCfs p.A489fs

Pat_37 Post-Resistance PHACTR2 9749 37 6 144086414 144086414 Frame_Shift_Del DEL A - 8 256 c.678delA c.(676-678)TCAfs p.S226fs

Pat_37 Post-Resistance GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 9 958 .3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_37 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 1014 .1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_37 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 971 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_37 Post-Resistance LIMK1 3984 37 7 73535311 73535311 Frame_Shift_Del DEL C - 7 1466 c.1713delC c.(1711-1713)TGCfs p.C571fs

Pat_37 Post-Resistance KIAA0020 9933 37 9 2837296 2837296 Frame_Shift_Del DEL T - 7 1086 c.188delA c.(187-189)AAGfs p.K63fs

Pat_37 Post-Resistance KIAA2026 158358 37 9 5968043 5968044 Frame_Shift_Ins INS - T 5 8 c.2187_2188insA c.(2185-2190)AAAGCAfs p.K729fs

Pat_40 Pre-Treatment TNFRSF9 3604 37 1 7998254 7998254 Frame_Shift_Del DEL T - 8 324 c.345delA c.(343-345)AAAfs p.K115fs

Pat_40 Pre-Treatment RERE 473 37 1 8716284 8716285 Frame_Shift_Del DEL TC - 9 196 c.72_73delGA c.(70-75)GAGAAAfs p.E24fs

Pat_40 Pre-Treatment FABP3 2170 37 1 31842256 31842257 Frame_Shift_Del DEL TG - 8 869 c.221_222delCA c.(220-222)ACAfs p.T74fs

Pat_40 Pre-Treatment JAK1 3716 37 1 65332708 65332708 Frame_Shift_Del DEL C - 8 461 c.831delG c.(829-831)TTGfs p.L277fs

Pat_40 Pre-Treatment FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 133 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_40 Pre-Treatment TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 7 113 .3480_3482delGAG.(3478-3483)AAGAGA>AA p.R1163del

Pat_40 Pre-Treatment TCHH 7062 37 1 152084489 152084490 In_Frame_Ins INS - CTC 3 3 .1203_1204insGAG c.(1201-1206)insGAG p.401_402insE

Pat_40 Pre-Treatment RPTN 126638 37 1 152127845 152127848 Frame_Shift_Del DEL TGTC - 8 1303 1727_1730delGAC c.(1726-1731)AGACAAfs p.R576fs

Pat_40 Pre-Treatment POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 8 448 .2201_2203delCCA.(2200-2205)TCCACC>TC p.T738del

Pat_40 Pre-Treatment PAPPA2 60676 37 1 176709182 176709182 Frame_Shift_Del DEL T - 7 432 c.4001delT c.(4000-4002)CTTfs p.L1334fs

Pat_40 Pre-Treatment PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 7 376 .1523_1525delCCA(1522-1527)CCCACC>CC p.T511del

Pat_40 Pre-Treatment OR14I1 401994 37 1 248844831 248844832 Frame_Shift_Del DEL CT - 8 299 c.774_775delAG c.(772-777)TTAGGAfs p.L258fs

Pat_40 Pre-Treatment JMJD1C 221037 37 10 64966802 64966802 Frame_Shift_Del DEL G - 7 157 c.4627delC c.(4627-4629)CAAfs p.Q1543fs

Pat_40 Pre-Treatment KCNMA1 3778 37 10 78729786 78729786 Frame_Shift_Del DEL T - 11 163 c.2306delA c.(2305-2307)AAGfs p.K769fs

Pat_40 Pre-Treatment ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 12 388 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_40 Pre-Treatment CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 8 348 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_40 Pre-Treatment FTH1 2495 37 11 61732517 61732517 Frame_Shift_Del DEL T - 11 611 c.329delA c.(328-330)AATfs p.N110fs

Pat_40 Pre-Treatment SF3B2 10992 37 11 65836146 65836146 Frame_Shift_Del DEL A - 9 108 c.2618delA c.(2617-2619)CAAfs p.Q873fs



Pat_40 Pre-Treatment CCS 9973 37 11 66372993 66372994 Frame_Shift_Del DEL GA - 7 116 c.601_602delGA c.(601-603)GATfs p.D201fs

Pat_40 Pre-Treatment MMP12 4321 37 11 102738795 102738796 Frame_Shift_Ins INS - T 34 1 c.629_630insA c.(628-630)ACCfs p.T210fs

Pat_40 Pre-Treatment TAS2R31 259290 37 12 11183679 11183680 Frame_Shift_Del DEL TA - 8 348 c.255_256delTA c.(253-258)TATAATfs p.Y85fs

Pat_40 Pre-Treatment PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 7 153 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_40 Pre-Treatment PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 7 255 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_40 Pre-Treatment GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 7 369 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_40 Pre-Treatment KIAA0528 9847 37 12 22646202 22646202 Frame_Shift_Del DEL A - 9 706 c.1217delT c.(1216-1218)TTAfs p.L406fs

Pat_40 Pre-Treatment MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 7 56 c.204delT c.(202-204)TATfs p.Y68fs

Pat_40 Pre-Treatment MDM1 56890 37 12 68689067 68689067 Frame_Shift_Del DEL C - 8 207 c.2112delG c.(2110-2112)AAGfs p.K704fs

Pat_40 Pre-Treatment SART3 9733 37 12 108917255 108917255 Frame_Shift_Del DEL G - 8 478 c.2871delC c.(2869-2871)GCCfs p.A957fs

Pat_40 Pre-Treatment TPCN1 53373 37 12 113704096 113704098 In_Frame_Del DEL CTG - 26 743 c.349_351delCTG c.(349-351)CTGdel p.L122del

Pat_40 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 7 362 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_40 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 11 489 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_40 Pre-Treatment NUFIP1 26747 37 13 45563293 45563293 Frame_Shift_Del DEL G - 4 7 c.279delC c.(277-279)TTCfs p.F93fs

Pat_40 Pre-Treatment ZC3H13 23091 37 13 46549613 46549614 Frame_Shift_Del DEL CT - 4 9 c.2272_2273delAG c.(2272-2274)AGGfs p.R758fs

Pat_40 Pre-Treatment DIAPH3 81624 37 13 60582733 60582734 Frame_Shift_Ins INS - T 10 250 c.958_959insA c.(958-960)ATTfs p.I320fs

Pat_40 Pre-Treatment C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 10 34 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_40 Pre-Treatment DMXL2 23312 37 15 51773148 51773149 Frame_Shift_Del DEL AT - 7 210 c.6154_6155delAT c.(6154-6156)ATGfs p.M2052fs

Pat_40 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 9 450 .4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_40 Pre-Treatment DIS3L 115752 37 15 66607405 66607405 Frame_Shift_Del DEL G - 8 299 c.846delG c.(844-846)ATGfs p.M282fs

Pat_40 Pre-Treatment PKM2 5315 37 15 72502122 72502123 Frame_Shift_Del DEL CA - 8 549 c.456_457delTG c.(454-459)TGTGACfs p.C152fs

Pat_40 Pre-Treatment CYP1A2 1544 37 15 75044574 75044575 Frame_Shift_Del DEL CA - 8 596 c.1152_1153delCA c.(1150-1155)TTCACCfs p.F384fs

Pat_40 Pre-Treatment CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 155 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_40 Pre-Treatment ADCY9 115 37 16 4016132 4016132 Frame_Shift_Del DEL G - 8 186 c.3706delC c.(3706-3708)CAGfs p.Q1236fs

Pat_40 Pre-Treatment GLYR1 84656 37 16 4895089 4895089 Frame_Shift_Del DEL A - 7 309 c.141delT c.(139-141)TTTfs p.F47fs

Pat_40 Pre-Treatment ARHGAP17 55114 37 16 24942118 24942119 Frame_Shift_Del DEL GG - 7 717 c.2501_2502delCC c.(2500-2502)TCCfs p.S834fs

Pat_40 Pre-Treatment APOB48R 55911 37 16 28509543 28509543 Frame_Shift_Del DEL A - 2 4 c.3070delA c.(3070-3072)AACfs p.N1024fs

Pat_40 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 11 96 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_40 Pre-Treatment TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 8 110 .1865_1867delTGC(1864-1869)GTGCTG>GT p.L627del

Pat_40 Pre-Treatment MYO1D 4642 37 17 31092016 31092017 Frame_Shift_Del DEL AG - 9 124 c.914_915delCT c.(913-915)TCTfs p.S305fs

Pat_40 Pre-Treatment MMP28 79148 37 17 34105964 34105964 Frame_Shift_Del DEL C - 8 239 c.307delG c.(307-309)GCTfs p.A103fs

Pat_40 Pre-Treatment KLHL10 317719 37 17 39998235 39998235 Frame_Shift_Del DEL T - 7 190 c.355delT c.(355-357)TTTfs p.F119fs

Pat_40 Pre-Treatment BPTF 2186 37 17 65940454 65940456 In_Frame_Del DEL CAC - 9 410 .6666_6668delCAC(6664-6669)AGCACC>AG p.T2227del

Pat_40 Pre-Treatment KPNA2 3838 37 17 66040578 66040579 Frame_Shift_Ins INS - T 7 682 c.1306_1307insT c.(1306-1308)ATTfs p.I436fs

Pat_40 Pre-Treatment DOK6 220164 37 18 67406306 67406307 Frame_Shift_Ins INS - T 43 262 c.705_706insT c.(703-708)GAAAGAfs p.E235fs

Pat_40 Pre-Treatment DMKN 93099 37 19 36002362 36002412 In_Frame_Del DEL CCACTGCTG - 7 17 TGGCGGCAGCAGTGGCGGCAGCAGTGGCGGSSSGGSSG

Pat_40 Pre-Treatment ZFP112 7771 37 19 44832512 44832512 Frame_Shift_Del DEL C - 8 522 c.1816delG c.(1816-1818)GAAfs p.E606fs

Pat_40 Pre-Treatment NPAS1 4861 37 19 47542363 47542364 Frame_Shift_Del DEL CC - 8 105 c.758_759delCC c.(757-759)TCCfs p.S253fs

Pat_40 Pre-Treatment FLT3LG 2323 37 19 49978960 49978962 In_Frame_Del DEL CTG - 7 178 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_40 Pre-Treatment ZNF160 90338 37 19 53572481 53572482 Frame_Shift_Del DEL AC - 7 267 c.1305_1306delGT c.(1303-1308)AGGTACfs p.R435fs

Pat_40 Pre-Treatment TMC4 147798 37 19 54672280 54672280 Frame_Shift_Del DEL G - 4 9 c.587delC c.(586-588)CCAfs p.P196fs

Pat_40 Pre-Treatment HS1BP3 64342 37 2 20840864 20840864 Frame_Shift_Del DEL G - 7 424 c.275delC c.(274-276)CCAfs p.P92fs

Pat_40 Pre-Treatment USP34 9736 37 2 61447530 61447530 Frame_Shift_Del DEL T - 7 1116 c.7962delA c.(7960-7962)AAAfs p.K2654fs

Pat_40 Pre-Treatment SLC9A4 389015 37 2 103120126 103120127 Frame_Shift_Del DEL TA - 8 257 c.940_941delTA c.(940-942)TACfs p.Y314fs

Pat_40 Pre-Treatment XIRP2 129446 37 2 168099958 168099958 Frame_Shift_Del DEL G - 7 248 c.2056delG c.(2056-2058)GGGfs p.G686fs

Pat_40 Pre-Treatment SAMHD1 25939 37 20 35526234 35526234 Frame_Shift_Del DEL G - 8 395 c.1737delC c.(1735-1737)ACCfs p.T579fs

Pat_40 Pre-Treatment TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 15 300 c.537delT c.(535-537)TTTfs p.F179fs



Pat_40 Pre-Treatment MN1 4330 37 22 28195603 28195605 In_Frame_Del DEL TGC - 3 5 c.927_929delGCAc.(925-930)CAGCAT>CAT p.Q309del

Pat_40 Pre-Treatment MTMR3 8897 37 22 30408494 30408494 Frame_Shift_Del DEL C - 7 954 c.1259delC c.(1258-1260)ACCfs p.T420fs

Pat_40 Pre-Treatment TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 9 316 2_1690delCCTCCA1-1692)GCCTCCAGAACC p.SRT562del

Pat_40 Pre-Treatment GRIP2 80852 37 3 14555863 14555864 Frame_Shift_Del DEL GC - 4 8 c.1723_1724delGC c.(1723-1725)GCCfs p.A575fs

Pat_40 Pre-Treatment GTF2E1 2960 37 3 120489634 120489634 Frame_Shift_Del DEL A - 7 442 c.508delA c.(508-510)AAAfs p.K170fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1388345 1388346 Frame_Shift_Del DEL CA - 7 551 c.46_47delCA c.(46-48)CACfs p.H16fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 12 415 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389175 1389176 Frame_Shift_Del DEL CA - 10 471 c.876_877delCA c.(874-879)CTCACAfs p.L292fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 7 616 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_40 Pre-Treatment CRIPAK 285464 37 4 1389425 1389426 Frame_Shift_Del DEL CA - 15 715 c.1126_1127delCA c.(1126-1128)CACfs p.H376fs

Pat_40 Pre-Treatment HTT 3064 37 4 3076604 3076606 In_Frame_Del DEL CAG - 8 18 c.58_60delCAG c.(58-60)CAGdel p.Q40del

Pat_40 Pre-Treatment SMAD1 4086 37 4 146436139 146436139 Frame_Shift_Del DEL A - 9 462 c.374delA c.(373-375)TACfs p.Y125fs

Pat_40 Pre-Treatment HAND2 9464 37 4 174450345 174450347 In_Frame_Del DEL GGC - 2 4 c.94_96delGCC c.(94-96)GCCdel p.A32del

Pat_40 Pre-Treatment TNPO1 3842 37 5 72195897 72195898 Frame_Shift_Del DEL TA - 8 320 c.2403_2404delTA c.(2401-2406)TTTATAfs p.F801fs

Pat_40 Pre-Treatment GPR98 84059 37 5 89948207 89948207 Frame_Shift_Del DEL G - 7 367 c.3461delG c.(3460-3462)TGGfs p.W1154fs

Pat_40 Pre-Treatment SRP19 6728 37 5 112227328 112227328 Frame_Shift_Del DEL G - 2 4 c.67delG c.(67-69)GCTfs p.A23fs

Pat_40 Pre-Treatment SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 11 385 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_40 Pre-Treatment KIF3A 11127 37 5 132070092 132070093 Frame_Shift_Del DEL TC - 8 539 c.84_85delGA c.(82-87)GAGAAAfs p.E28fs

Pat_40 Pre-Treatment RREB1 6239 37 6 7230034 7230034 Frame_Shift_Del DEL G - 4 9 c.1702delG c.(1702-1704)GGGfs p.G568fs

Pat_40 Pre-Treatment PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 9 542 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_40 Pre-Treatment ZNF716 441234 37 7 57529007 57529008 In_Frame_Ins INS - TCT 8 174 c.840_841insTCT c.(838-843)insTCT p.281_282insS

Pat_40 Pre-Treatment ZNF716 441234 37 7 57529089 57529091 In_Frame_Del DEL TCT - 7 338 c.922_924delTCT c.(922-924)TCTdel p.S309del

Pat_40 Pre-Treatment TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 7 582 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_40 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 15 531 c.528delT c.(526-528)AATfs p.N176fs

Pat_40 Pre-Treatment KCNU1 157855 37 8 36766827 36766828 Splice_Site DEL AG - 7 334 c.2107_splice c.e21-1 p.K703_splice

Pat_40 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 9 885 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_40 Pre-Treatment ZNF704 619279 37 8 81733778 81733778 Frame_Shift_Del DEL T - 8 1134 c.52delA c.(52-54)ATGfs p.M18fs

Pat_40 Pre-Treatment NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 10 363 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_40 Pre-Treatment CCNE2 9134 37 8 95895082 95895083 Frame_Shift_Del DEL CT - 8 512 c.869_870delAG c.(868-870)GAGfs p.E290fs

Pat_40 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 7 185 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_40 Pre-Treatment RNF19A 25897 37 8 101299727 101299727 Splice_Site DEL A - 10 498 c.674_splice c.e3+1 p.G225_splice

Pat_40 Pre-Treatment DPYS 1807 37 8 105440214 105440214 Frame_Shift_Del DEL T - 12 1004 c.1086delA c.(1084-1086)AAAfs p.K362fs

Pat_40 Pre-Treatment HEATR7A 727957 37 8 145255353 145255353 Frame_Shift_Del DEL A - 4 3 c.1050delA c.(1048-1050)CTAfs p.L350fs

Pat_40 Pre-Treatment SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 14 10 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_40 Pre-Treatment MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 7 55 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_40 Pre-Treatment ZNF367 195828 37 9 99160470 99160470 Frame_Shift_Del DEL G - 7 488 c.547delC c.(547-549)CAGfs p.Q183fs

Pat_40 Pre-Treatment KIAA1529 57653 37 9 100082418 100082418 Frame_Shift_Del DEL C - 7 679 c.1639delC c.(1639-1641)CCCfs p.P547fs

Pat_40 Pre-Treatment SVEP1 79987 37 9 113166648 113166649 Frame_Shift_Ins INS - T 7 549 c.9624_9625insA c.(9622-9627)GCAGAAfs p.A3208fs

Pat_40 Pre-Treatment NUP214 8021 37 9 134007993 134007993 Frame_Shift_Del DEL A - 8 157 c.674delA c.(673-675)GAAfs p.E225fs

Pat_40 Pre-Treatment MED12 9968 37 X 70360589 70360591 In_Frame_Del DEL AGC - 10 195 .6149_6151delAGC(6148-6153)GAGCAG>GA p.Q2076del

Pat_40 Pre-Treatment ALG13 79868 37 X 110928220 110928220 Frame_Shift_Del DEL A - 7 483 c.272delA c.(271-273)GAAfs p.E91fs

Pat_40 Pre-Treatment CUL4B 8450 37 X 119694117 119694119 In_Frame_Del DEL GAG - 8 77 c.429_431delCTC c.(427-432)TCCTCA>TCAp.143_144SS>S

Pat_40 Pre-Treatment CDR1 1038 37 X 139865995 139865995 Frame_Shift_Del DEL C - 8 428 c.537delG c.(535-537)TGGfs p.W179fs

Pat_40 Post-Resistance VAMP3 9341 37 1 7838212 7838214 In_Frame_Del DEL TCA - 14 928 c.266_268delTCA c.(265-270)TTCATC>TTC p.I94del

Pat_40 Post-Resistance RERE 473 37 1 8716284 8716285 Frame_Shift_Del DEL TC - 15 263 c.72_73delGA c.(70-75)GAGAAAfs p.E24fs

Pat_40 Post-Resistance AADACL3 126767 37 1 12785494 12785494 Frame_Shift_Del DEL G - 8 304 c.584delG c.(583-585)TGTfs p.C195fs

Pat_40 Post-Resistance ZNF362 149076 37 1 33745818 33745820 In_Frame_Del DEL CCA - 8 738 c.443_445delCCAc.(442-447)CCCACC>CCC p.T151del



Pat_40 Post-Resistance MACF1 23499 37 1 39788668 39788670 In_Frame_Del DEL GGA - 8 675 .4239_4241delGG (4237-4242)CTGGAG>CT p.E1417del

Pat_40 Post-Resistance ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 7 519 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_40 Post-Resistance CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 12 179 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_40 Post-Resistance BRDT 676 37 1 92447228 92447230 In_Frame_Del DEL AGC - 8 599 .1918_1920delAGC c.(1918-1920)AGCdel p.S648del

Pat_40 Post-Resistance COL11A1 1301 37 1 103355065 103355065 Frame_Shift_Del DEL T - 8 423 c.4410delA c.(4408-4410)AAAfs p.K1470fs

Pat_40 Post-Resistance FLG2 388698 37 1 152324558 152324559 Frame_Shift_Del DEL TG - 7 1252 c.5703_5704delCAc.(5701-5706)CACAGCfs p.H1901fs

Pat_40 Post-Resistance LCE2A 353139 37 1 152671425 152671425 Frame_Shift_Del DEL C - 7 1127 c.48delC c.(46-48)TGCfs p.C16fs

Pat_40 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 398 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_40 Post-Resistance PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 7 527 .1058_1060delTGG(1057-1062)GTGGGT>GG p.V353del

Pat_40 Post-Resistance POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 10 867 .2201_2203delCCA.(2200-2205)TCCACC>TC p.T738del

Pat_40 Post-Resistance RCSD1 92241 37 1 167654710 167654711 Frame_Shift_Ins INS - C 7 642 c.161_162insC c.(160-162)TTCfs p.F54fs

Pat_40 Post-Resistance GLUL 2752 37 1 182355463 182355463 Frame_Shift_Del DEL G - 7 810 c.403delC c.(403-405)CAGfs p.Q135fs

Pat_40 Post-Resistance PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 10 277 .1276_1277insAGG(1276-1278)AAG>AAGGAp.426_427insE

Pat_40 Post-Resistance PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 10 386 .1523_1525delCCA(1522-1527)CCCACC>CC p.T511del

Pat_40 Post-Resistance PRG4 10216 37 1 186276386 186276388 In_Frame_Del DEL AGG - 7 418 .1535_1537delAGG(1534-1539)AAGGAG>AA p.E513del

Pat_40 Post-Resistance SYT2 127833 37 1 202573647 202573649 In_Frame_Del DEL TTC - 8 250 c.279_281delGAAc.(277-282)AAGAAC>AAC p.K93del

Pat_40 Post-Resistance WNT9A 7483 37 1 228111954 228111954 Frame_Shift_Del DEL C - 7 336 c.500delG c.(499-501)GGCfs p.G167fs

Pat_40 Post-Resistance CDH23 64072 37 10 73337735 73337736 Frame_Shift_Del DEL AC - 4 7 c.818_819delAC c.(817-819)TACfs p.Y273fs

Pat_40 Post-Resistance HECTD2 143279 37 10 93247481 93247481 Frame_Shift_Del DEL A - 9 425 c.1137delA c.(1135-1137)GCAfs p.A379fs

Pat_40 Post-Resistance CTR9 9646 37 11 10789947 10789947 Frame_Shift_Del DEL T - 7 527 c.2018delT c.(2017-2019)GTAfs p.V673fs

Pat_40 Post-Resistance BTBD10 84280 37 11 13441232 13441232 Frame_Shift_Del DEL G - 8 1155 c.359delC c.(358-360)CCAfs p.P120fs

Pat_40 Post-Resistance MMP12 4321 37 11 102738795 102738796 Frame_Shift_Ins INS - T 23 3 c.629_630insA c.(628-630)ACCfs p.T210fs

Pat_40 Post-Resistance CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 7 98 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_40 Post-Resistance GPR19 2842 37 12 12814274 12814274 Frame_Shift_Del DEL T - 7 629 c.1109delA c.(1108-1110)AACfs p.N370fs

Pat_40 Post-Resistance PLBD1 79887 37 12 14664498 14664499 Frame_Shift_Del DEL AT - 7 852 c.991_992delAT c.(991-993)ATGfs p.M331fs

Pat_40 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 10 810 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_40 Post-Resistance MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 7 123 c.204delT c.(202-204)TATfs p.Y68fs

Pat_40 Post-Resistance TPCN1 53373 37 12 113704096 113704098 In_Frame_Del DEL CTG - 19 831 c.349_351delCTG c.(349-351)CTGdel p.L122del

Pat_40 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 10 461 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_40 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 18 774 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_40 Post-Resistance ABCC4 10257 37 13 95768189 95768190 Frame_Shift_Del DEL AA - 8 647 c.2521_2522delTT c.(2521-2523)TTAfs p.L841fs

Pat_40 Post-Resistance RNASE7 84659 37 14 21511560 21511561 Frame_Shift_Del DEL CC - 7 343 c.409_410delCC c.(409-411)CCCfs p.P137fs

Pat_40 Post-Resistance RBM23 55147 37 14 23378776 23378776 Frame_Shift_Del DEL T - 7 978 c.95delA c.(94-96)AAGfs p.K32fs

Pat_40 Post-Resistance FANCM 57697 37 14 45642288 45642289 Frame_Shift_Del DEL CT - 12 525 c.2191_2192delCT c.(2191-2193)CTCfs p.L731fs

Pat_40 Post-Resistance FAM63B 54629 37 15 59064201 59064203 In_Frame_Del DEL GAG - 7 201 c.607_609delGAG c.(607-609)GAGdel p.E206del

Pat_40 Post-Resistance ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 9 671 .4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_40 Post-Resistance ZNF609 23060 37 15 64973567 64973567 Frame_Shift_Del DEL C - 10 509 c.4222delC c.(4222-4224)CCCfs p.P1408fs

Pat_40 Post-Resistance CLPX 10845 37 15 65456384 65456384 Frame_Shift_Del DEL G - 8 951 c.656delC c.(655-657)ACAfs p.T219fs

Pat_40 Post-Resistance PARP16 54956 37 15 65551806 65551808 In_Frame_Del DEL AGC - 7 347 c.906_908delGCTc.(904-909)CTGCTC>CTCp.302_303LL>L

Pat_40 Post-Resistance DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 9 254 .1628_1630delCTG.(1627-1632)GCTGAT>GA p.A543del

Pat_40 Post-Resistance TNRC6A 27327 37 16 24788376 24788378 In_Frame_Del DEL CAG - 9 150 c.286_288delCAG c.(286-288)CAGdel p.Q103del

Pat_40 Post-Resistance RABEP2 79874 37 16 28916779 28916779 Frame_Shift_Del DEL G - 4 9 c.1547delC c.(1546-1548)GCAfs p.A516fs

Pat_40 Post-Resistance STX4 6810 37 16 31046299 31046299 Frame_Shift_Del DEL C - 7 680 c.316delC c.(316-318)CCCfs p.P106fs

Pat_40 Post-Resistance IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 8 106 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_40 Post-Resistance TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 11 179 .1865_1867delTGC(1864-1869)GTGCTG>GT p.L627del

Pat_40 Post-Resistance TUBG1 7283 37 17 40764472 40764472 Frame_Shift_Del DEL G - 7 793 c.427delG c.(427-429)GGGfs p.G143fs

Pat_40 Post-Resistance PNPO 55163 37 17 46022008 46022010 In_Frame_Del DEL TGC - 8 835 c.290_292delTGCc.(289-294)TTGCTG>TTG p.97_98LL>L



Pat_40 Post-Resistance COIL 8161 37 17 55027262 55027263 Frame_Shift_Del DEL AG - 7 391 c.1340_1341delCT c.(1339-1341)TCTfs p.S447fs

Pat_40 Post-Resistance GALR2 8811 37 17 74073334 74073334 Frame_Shift_Del DEL C - 2 4 c.986delC c.(985-987)ACCfs p.T329fs

Pat_40 Post-Resistance ROCK1 6093 37 18 18564364 18564367 Frame_Shift_Del DEL TATT - 8 261 2434_2437delAAT c.(2434-2439)AATACTfs p.N812fs

Pat_40 Post-Resistance DOK6 220164 37 18 67406306 67406307 Frame_Shift_Ins INS - T 69 334 c.705_706insT c.(703-708)GAAAGAfs p.E235fs

Pat_40 Post-Resistance MAST1 22983 37 19 12978651 12978651 Frame_Shift_Del DEL C - 2 4 c.2426delC c.(2425-2427)GCCfs p.A809fs

Pat_40 Post-Resistance SERTAD1 29950 37 19 40929409 40929411 In_Frame_Del DEL CTC - 8 202 c.43_45delGAG c.(43-45)GAGdel p.E15del

Pat_40 Post-Resistance ZFP112 7771 37 19 44832512 44832512 Frame_Shift_Del DEL C - 7 739 c.1816delG c.(1816-1818)GAAfs p.E606fs

Pat_40 Post-Resistance TEAD2 8463 37 19 49850472 49850473 Frame_Shift_Ins INS - G 8 530 c.883_884insC c.(883-885)CATfs p.H295fs

Pat_40 Post-Resistance FLT3LG 2323 37 19 49978960 49978962 In_Frame_Del DEL CTG - 8 235 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_40 Post-Resistance TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 11 147 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_40 Post-Resistance RNASEH1 246243 37 2 3595620 3595620 Frame_Shift_Del DEL C - 8 1134 c.675delG c.(673-675)TGGfs p.W225fs

Pat_40 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 9 268 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_40 Post-Resistance ST3GAL5 8869 37 2 86075199 86075200 Frame_Shift_Del DEL GG - 8 1168 c.446_447delCC c.(445-447)CCCfs p.P149fs

Pat_40 Post-Resistance MYO7B 4648 37 2 128367225 128367226 Frame_Shift_Del DEL CA - 8 454 c.2959_2960delCA c.(2959-2961)CACfs p.H987fs

Pat_40 Post-Resistance XIRP2 129446 37 2 168099958 168099958 Frame_Shift_Del DEL G - 7 437 c.2056delG c.(2056-2058)GGGfs p.G686fs

Pat_40 Post-Resistance TTN 7273 37 2 179481647 179481647 Frame_Shift_Del DEL G - 9 475 c.40265delC c.(40264-40266)CCAfs p.P13422fs

Pat_40 Post-Resistance SATB2 23314 37 2 200213559 200213559 Frame_Shift_Del DEL G - 7 411 c.1038delC c.(1036-1038)CCCfs p.P346fs

Pat_40 Post-Resistance ABI2 10152 37 2 204193211 204193213 Translation_Start_Site DEL GAG - 4 9 c.-26_-24delGAGc.(-28--22)ATGAGGA>ATGA

Pat_40 Post-Resistance JAG1 182 37 20 10639255 10639256 Frame_Shift_Del DEL CA - 28 444 c.554_555delTG c.(553-555)GTGfs p.V185fs

Pat_40 Post-Resistance NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 12 324 .3090_3092delGCA.(3088-3093)CAGCAA>CA1030_1031QQ>

Pat_40 Post-Resistance YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 10 496 .1640_1642delAGG(1639-1644)GAGGTG>GT p.E547del

Pat_40 Post-Resistance TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 18 520 c.537delT c.(535-537)TTTfs p.F179fs

Pat_40 Post-Resistance KRTAP19-4 337971 37 21 31869379 31869381 In_Frame_Del DEL CCT - 7 890 c.48_50delAGG c.(46-51)GGAGGC>GGC p.16_17GG>G

Pat_40 Post-Resistance IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 8 858 c.514delT c.(514-516)TTTfs p.F172fs

Pat_40 Post-Resistance DYRK1A 1859 37 21 38884370 38884372 In_Frame_Del DEL CAC - 10 228 .1828_1830delCAC c.(1828-1830)CACdel p.H619del

Pat_40 Post-Resistance ZNF70 7621 37 22 24087314 24087314 Frame_Shift_Del DEL G - 7 320 c.14delC c.(13-15)CCAfs p.P5fs

Pat_40 Post-Resistance TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 8 355 2_1690delCCTCCA1-1692)GCCTCCAGAACC p.SRT562del

Pat_40 Post-Resistance RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 41 302 c.1101_1103delGGA.(1099-1104)GAGGAA>GAp.367_368EE>E

Pat_40 Post-Resistance CACNA1D 776 37 3 53529193 53529195 Translation_Start_Site DEL GAT - 8 148

Pat_40 Post-Resistance ADAMTS9 56999 37 3 64518879 64518880 Frame_Shift_Del DEL TG - 7 1380 c.5680_5681delCA c.(5680-5682)CAAfs p.Q1894fs

Pat_40 Post-Resistance ADAMTS9 56999 37 3 64644422 64644422 Frame_Shift_Del DEL C - 7 2484 c.725delG c.(724-726)AGAfs p.R242fs

Pat_40 Post-Resistance MITF 4286 37 3 70014329 70014329 Frame_Shift_Del DEL C - 7 1501 c.1493delC c.(1492-1494)TCCfs p.S498fs

Pat_40 Post-Resistance VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 12 199 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_40 Post-Resistance TMCC1 23023 37 3 129370576 129370578 In_Frame_Del DEL CTG - 11 253 .1708_1710delCAG c.(1708-1710)CAGdel p.Q570del

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389114 1389115 Frame_Shift_Ins INS - CA 18 604 c.815_816insCA c.(814-816)CTCfs p.L272fs

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 7 576 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 7 780 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_40 Post-Resistance CRIPAK 285464 37 4 1389425 1389426 Frame_Shift_Del DEL CA - 9 817 c.1126_1127delCA c.(1126-1128)CACfs p.H376fs

Pat_40 Post-Resistance RUFY3 22902 37 4 71628327 71628327 Frame_Shift_Del DEL G - 7 508 c.270delG c.(268-270)CTGfs p.L90fs

Pat_40 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 11 1361 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_40 Post-Resistance POU4F2 5458 37 4 147560457 147560458 In_Frame_Ins INS - GGC 4 8 c.165_166insGGC c.(163-168)insGGC p.68_69insG

Pat_40 Post-Resistance LRBA 987 37 4 151509211 151509211 Frame_Shift_Del DEL T - 8 783 c.6352delA c.(6352-6354)ATCfs p.I2118fs

Pat_40 Post-Resistance DDX60 55601 37 4 169229302 169229302 Frame_Shift_Del DEL A - 8 98 c.119delT c.(118-120)TTGfs p.L40fs

Pat_40 Post-Resistance CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 9 833 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_40 Post-Resistance TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 7 631 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_40 Post-Resistance TBC1D7 51256 37 6 13321262 13321263 Frame_Shift_Del DEL CC - 8 1506 c.258_259delGG c.(256-261)TTGGATfs p.L86fs

Pat_40 Post-Resistance NUP153 9972 37 6 17675499 17675499 Frame_Shift_Del DEL T - 11 727 c.684delA c.(682-684)AAAfs p.K228fs



Pat_40 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 8 478 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_40 Post-Resistance ANKS1A 23294 37 6 34951143 34951143 Frame_Shift_Del DEL C - 7 520 c.953delC c.(952-954)ACCfs p.T318fs

Pat_40 Post-Resistance TREML2 79865 37 6 41168714 41168716 In_Frame_Del DEL CAG - 9 121 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_40 Post-Resistance MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 7 208 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_40 Post-Resistance TTK 7272 37 6 80751896 80751897 Frame_Shift_Ins INS - A 9 301 c.2551_2552insA c.(2551-2553)GAAfs p.E851fs

Pat_40 Post-Resistance KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 12 422 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_40 Post-Resistance SUN1 23353 37 7 883110 883110 Frame_Shift_Del DEL C - 7 1067 c.611delC c.(610-612)GCCfs p.A204fs

Pat_40 Post-Resistance SDK1 221935 37 7 4119173 4119173 Frame_Shift_Del DEL A - 7 210 c.3281delA c.(3280-3282)TATfs p.Y1094fs

Pat_40 Post-Resistance USP42 84132 37 7 6155014 6155015 Frame_Shift_Del DEL TT - 8 418 c.302_303delTT c.(301-303)CTTfs p.L101fs

Pat_40 Post-Resistance HOXA11 3207 37 7 27222461 27222462 Frame_Shift_Ins INS - T 7 328 c.895_896insA c.(895-897)ATTfs p.I299fs

Pat_40 Post-Resistance ZNF716 441234 37 7 57529007 57529008 In_Frame_Ins INS - TCT 11 243 c.840_841insTCT c.(838-843)insTCT p.281_282insS

Pat_40 Post-Resistance STAG3 10734 37 7 99780446 99780446 Frame_Shift_Del DEL C - 7 1864 c.320delC c.(319-321)GCCfs p.A107fs

Pat_40 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 9 1107 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_40 Post-Resistance LUZP6 767558 37 7 135635394 135635394 Frame_Shift_Del DEL C - 7 1039 c.223delG c.(223-225)GCTfs p.A75fs

Pat_40 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 19 889 c.528delT c.(526-528)AATfs p.N176fs

Pat_40 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 9 1201 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_40 Post-Resistance ST18 9705 37 8 53062481 53062482 Frame_Shift_Ins INS - T 10 509 c.1862_1863insA c.(1861-1863)AATfs p.N621fs

Pat_40 Post-Resistance MYBL1 4603 37 8 67488452 67488453 Frame_Shift_Ins INS - T 11 1093 c.1259_1260insA c.(1258-1260)AACfs p.N420fs

Pat_40 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 9 1917 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_40 Post-Resistance KCNB2 9312 37 8 73479985 73479985 Frame_Shift_Del DEL C - 8 671 c.16delC c.(16-18)CCCfs p.P6fs

Pat_40 Post-Resistance NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 8 584 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_40 Post-Resistance DECR1 1666 37 8 91057151 91057151 Frame_Shift_Del DEL G - 10 939 c.813delG c.(811-813)CTGfs p.L271fs

Pat_40 Post-Resistance RUNX1T1 862 37 8 93088215 93088215 Frame_Shift_Del DEL T - 11 956 c.66delA c.(64-66)AAAfs p.K22fs

Pat_40 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 10 353 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_40 Post-Resistance ZFPM2 23414 37 8 106813775 106813776 Frame_Shift_Del DEL GG - 7 482 c.1465_1466delGG c.(1465-1467)GGGfs p.G489fs

Pat_40 Post-Resistance COL14A1 7373 37 8 121279110 121279110 Frame_Shift_Del DEL C - 7 1286 c.3061delC c.(3061-3063)CCAfs p.P1021fs

Pat_40 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 205 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_40 Post-Resistance PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 9 501 c.4455_splice c.e30+1 p.E1485_splice

Pat_40 Post-Resistance KANK1 23189 37 9 732475 732477 In_Frame_Del DEL GAG - 14 422 .3103_3105delGAG c.(3103-3105)GAGdel p.E1039del

Pat_40 Post-Resistance SMARCA2 6595 37 9 2039777 2039779 In_Frame_Del DEL CAG - 13 41 c.667_669delCAG c.(667-669)CAGdel p.Q238del

Pat_40 Post-Resistance KIAA1432 57589 37 9 5774148 5774148 Frame_Shift_Del DEL G - 7 222 c.3937delG c.(3937-3939)GGAfs p.G1313fs

Pat_40 Post-Resistance MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 7 41 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_40 Post-Resistance FAM157B 100132403 37 9 141107536 141107537 In_Frame_Ins INS - GCA 12 20 c.218_219insGCAc.(217-219)CGG>CGGCAG p.85_86insQ

Pat_40 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 8 177 .2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_40 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 7 306 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_40 Post-Resistance ATRX 546 37 X 76778785 76778787 In_Frame_Del DEL TCT - 7 462 .6792_6794delAGA(6790-6795)GAAGAG>GA2264_2265EE>

Pat_40 Post-Resistance ALG13 79868 37 X 110987997 110987999 In_Frame_Del DEL CCT - 10 90 .2797_2799delCCT c.(2797-2799)CCTdel p.P945del

Pat_40 Post-Resistance ODZ1 10178 37 X 123540196 123540196 Frame_Shift_Del DEL G - 7 502 c.5105delC c.(5104-5106)GCAfs p.A1702fs

Pat_40 Post-Resistance MAP7D3 79649 37 X 135314194 135314194 Frame_Shift_Del DEL G - 7 651 c.922delC c.(922-924)CAGfs p.Q308fs

Pat_40 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 15 342 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_40 Post-Resistance SPANXN2 494119 37 X 142803692 142803692 Frame_Shift_Del DEL T - 16 339 c.71delA c.(70-72)AATfs p.N24fs

Pat_40 Post-Resistance PLXNA3 55558 37 X 153688565 153688565 Frame_Shift_Del DEL G - 8 104 c.42delG c.(40-42)GTGfs p.V14fs

Pat_41 Pre-Treatment MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 12 44 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_41 Pre-Treatment TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 7 707 c.2225_2227delCTT.(2224-2229)CCTTCT>CC p.S746del

Pat_41 Pre-Treatment TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 9 804 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_41 Pre-Treatment ADAM30 11085 37 1 120436591 120436591 Frame_Shift_Del DEL T - 7 943 c.2369delA c.(2368-2370)AAGfs p.K790fs

Pat_41 Pre-Treatment TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 11 364 .2734_2736delGAG c.(2734-2736)GAGdel p.E912del



Pat_41 Pre-Treatment PRCC 5546 37 1 156761535 156761536 Frame_Shift_Ins INS - C 14 415 c.1130_1131insC c.(1129-1131)GTCfs p.V377fs

Pat_41 Pre-Treatment IGSF9 57549 37 1 159900128 159900128 Frame_Shift_Del DEL C - 7 312 c.1915delG c.(1915-1917)GTAfs p.V639fs

Pat_41 Pre-Treatment NR1I3 9970 37 1 161202999 161203000 Frame_Shift_Ins INS - G 8 862 c.367_368insC c.(367-369)CGCfs p.R123fs

Pat_41 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 8 239 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_41 Pre-Treatment ASPM 259266 37 1 197065253 197065253 Frame_Shift_Del DEL T - 7 684 c.8862delA c.(8860-8862)AAAfs p.K2954fs

Pat_41 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 8 184 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_41 Pre-Treatment MYO3A 53904 37 10 26462760 26462760 Frame_Shift_Del DEL A - 9 159 c.3567delA c.(3565-3567)CCAfs p.P1189fs

Pat_41 Pre-Treatment PCDH15 65217 37 10 55587198 55587200 In_Frame_Del DEL GGC - 9 233 .4320_4322delGC.(4318-4323)CCGCCT>CC1440_1441PP>

Pat_41 Pre-Treatment FAS 355 37 10 90768708 90768708 Frame_Shift_Del DEL T - 11 2497 c.397delT c.(397-399)TTTfs p.F133fs

Pat_41 Pre-Treatment ABCC2 1244 37 10 101559000 101559000 Frame_Shift_Del DEL A - 9 524 c.904delA c.(904-906)AAAfs p.K302fs

Pat_41 Pre-Treatment PTPRE 5791 37 10 129876002 129876004 In_Frame_Del DEL AGC - 8 321 .1847_1849delAGC.(1846-1851)AAGCAG>AA p.Q620del

Pat_41 Pre-Treatment LOC338651 338651 37 11 1619173 1619202 In_Frame_Del DEL GCCACAGC - 84 448 ACAGGAGCCACACACAGGAGCCACAGCCCRSHSPPWS10

Pat_41 Pre-Treatment DDX10 1662 37 11 108577464 108577464 Splice_Site DEL A - 7 691 c.1224_splice c.e10-2 p.R408_splice

Pat_41 Pre-Treatment CBL 867 37 11 119170435 119170435 Frame_Shift_Del DEL A - 8 2278 c.2665delA c.(2665-2667)AAAfs p.K889fs

Pat_41 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 20 836 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_41 Pre-Treatment LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 7 344 13289_13291delTG13288-13293)TTGCTG>TT4430_4431LL>

Pat_41 Pre-Treatment GLI1 2735 37 12 57860075 57860075 Frame_Shift_Del DEL G - 9 714 c.815delG c.(814-816)TGGfs p.W272fs

Pat_41 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 17 672 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_41 Pre-Treatment EP400 57634 37 12 132445252 132445253 Frame_Shift_Ins INS - C 9 74 c.88_89insC c.(88-90)GCCfs p.A30fs

Pat_41 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 13 1002 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_41 Pre-Treatment FAM155A 728215 37 13 108518338 108518338 Frame_Shift_Del DEL C - 16 486 c.607delG c.(607-609)GACfs p.D203fs

Pat_41 Pre-Treatment LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 17 294 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_41 Pre-Treatment C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 8 314 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_41 Pre-Treatment C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 8 57 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_41 Pre-Treatment BEGAIN 57596 37 14 101005271 101005273 In_Frame_Del DEL CCT - 8 43 c.815_817delAGGc.(814-819)GAGGCC>GCC p.E272del

Pat_41 Pre-Treatment ZNF609 23060 37 15 64967246 64967247 Frame_Shift_Ins INS - A 8 482 c.2193_2194insA c.(2191-2196)GACAAAfs p.D731fs

Pat_41 Pre-Treatment SLC24A1 9187 37 15 65943128 65943130 In_Frame_Del DEL GAG - 7 55 .2641_2643delGAG c.(2641-2643)GAGdel p.E890del

Pat_41 Pre-Treatment IL32 9235 37 16 3119304 3119305 Frame_Shift_Ins INS - G 11 631 c.653_654insG c.(652-654)GACfs p.D218fs

Pat_41 Pre-Treatment NFAT5 10725 37 16 69726420 69726422 In_Frame_Del DEL CAG - 7 132 .2638_2640delCAG c.(2638-2640)CAGdel p.Q888del

Pat_41 Pre-Treatment ZFHX3 463 37 16 72822564 72822566 In_Frame_Del DEL TGC - 9 257 .9609_9611delGCA.(9607-9612)CAGCAA>CA3203_3204QQ>

Pat_41 Pre-Treatment ANKRD11 29123 37 16 89349641 89349641 Frame_Shift_Del DEL T - 7 287 c.3309delA c.(3307-3309)AAAfs p.K1103fs

Pat_41 Pre-Treatment C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 17 281 .1056_1058delGG (1054-1059)GAGGAA>GAp.352_353EE>E

Pat_41 Pre-Treatment KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 8 110 .2253_2255delCAC.(2251-2256)GTCACC>GT p.T762del

Pat_41 Pre-Treatment SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 16 917 .4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_41 Pre-Treatment KRTAP4-1 85285 37 17 39340796 39340852 Splice_Site DEL CTGGGGTGG - 13 265 c.246_splice c.e2-1 p.S82_splice

Pat_41 Pre-Treatment ETV4 2118 37 17 41610701 41610701 Frame_Shift_Del DEL G - 7 79 c.399delC c.(397-399)CCCfs p.P133fs

Pat_41 Pre-Treatment ITGB1BP3 27231 37 19 3941094 3941094 Frame_Shift_Del DEL C - 7 449 c.421delC c.(421-423)CCCfs p.P141fs

Pat_41 Pre-Treatment HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 8 723 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_41 Pre-Treatment ZNF43 7594 37 19 22002025 22002026 Splice_Site INS - A 8 482 c.4_splice c.e2-1 p.G2_splice

Pat_41 Pre-Treatment PRX 57716 37 19 40900180 40900182 In_Frame_Del DEL TCC - 7 44 .4077_4079delGG (4075-4080)GAGGAA>GA1359_1360EE>

Pat_41 Pre-Treatment ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 15 321 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_41 Pre-Treatment SLC9A2 6549 37 2 103324746 103324746 Frame_Shift_Del DEL C - 7 608 c.2237delC c.(2236-2238)ACCfs p.T746fs

Pat_41 Pre-Treatment DCAF17 80067 37 2 172334537 172334538 Frame_Shift_Ins INS - A 8 192 c.1223_1224insA c.(1222-1224)GTAfs p.V408fs

Pat_41 Pre-Treatment FKBP7 51661 37 2 179343217 179343217 Frame_Shift_Del DEL T - 10 1180 c.10delA c.(10-12)ACCfs p.T4fs

Pat_41 Pre-Treatment TTN 7273 37 2 179596076 179596076 Frame_Shift_Del DEL T - 8 1407 c.13685delA c.(13684-13686)AATfs p.N4562fs

Pat_41 Pre-Treatment USP40 55230 37 2 234394236 234394237 Frame_Shift_Ins INS - T 8 122 c.3477_3478insA c.(3475-3480)AAACAAfs p.K1159fs

Pat_41 Pre-Treatment GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 15 312 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del



Pat_41 Pre-Treatment OSBPL2 9885 37 20 60854258 60854258 Frame_Shift_Del DEL C - 7 354 c.537delC c.(535-537)CACfs p.H179fs

Pat_41 Pre-Treatment IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 10 1249 c.514delT c.(514-516)TTTfs p.F172fs

Pat_41 Pre-Treatment MYH9 4627 37 22 36696948 36696950 In_Frame_Del DEL CTC - 10 350 .2785_2787delGAG c.(2785-2787)GAGdel p.E929del

Pat_41 Pre-Treatment MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 9 224 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_41 Pre-Treatment SREBF2 6721 37 22 42262949 42262951 In_Frame_Del DEL GCA - 7 211 c.203_205delGCAc.(202-207)GGCAGC>GGC p.S74del

Pat_41 Pre-Treatment BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 11 177 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_41 Pre-Treatment ULK4 54986 37 3 41860985 41860985 Frame_Shift_Del DEL T - 9 117 c.1778delA c.(1777-1779)AAGfs p.K593fs

Pat_41 Pre-Treatment PRKCD 5580 37 3 53220653 53220653 Frame_Shift_Del DEL G - 9 1161 c.1294delG c.(1294-1296)GGGfs p.G432fs

Pat_41 Pre-Treatment DPPA4 55211 37 3 109049606 109049606 Frame_Shift_Del DEL T - 10 333 c.444delA c.(442-444)AAAfs p.K148fs

Pat_41 Pre-Treatment KTELC1 56983 37 3 119205753 119205753 Frame_Shift_Del DEL A - 7 541 c.712delA c.(712-714)AAAfs p.K238fs

Pat_41 Pre-Treatment GRK7 131890 37 3 141535708 141535708 Frame_Shift_Del DEL G - 7 728 c.1478delG c.(1477-1479)CGGfs p.R493fs

Pat_41 Pre-Treatment MED12L 116931 37 3 151095826 151095828 In_Frame_Del DEL TGG - 9 329 .4238_4240delTGG.(4237-4242)TTGGTG>TTG p.V1414del

Pat_41 Pre-Treatment HGFAC 3083 37 4 3443784 3443786 In_Frame_Del DEL TCC - 7 87 c.56_58delTCC c.(55-60)TTCCTC>TTC p.L29del

Pat_41 Pre-Treatment ADH1A 124 37 4 100208033 100208033 Frame_Shift_Del DEL C - 8 1004 c.233delG c.(232-234)GGAfs p.G78fs

Pat_41 Pre-Treatment INTS12 57117 37 4 106621122 106621122 Frame_Shift_Del DEL A - 9 881 c.41delT c.(40-42)TTGfs p.L14fs

Pat_41 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 12 236 c.317delT c.(316-318)ATTfs p.I106fs

Pat_41 Pre-Treatment TRAM1L1 133022 37 4 118005517 118005517 Frame_Shift_Del DEL T - 7 642 c.1033delA c.(1033-1035)AGAfs p.R345fs

Pat_41 Pre-Treatment ZNF827 152485 37 4 146823381 146823383 In_Frame_Del DEL GTG - 7 98 .1028_1030delCAC.(1027-1032)CCACAA>CA p.P343del

Pat_41 Pre-Treatment FRG1 2483 37 4 190878555 190878556 Frame_Shift_Ins INS - A 7 79 c.435_436insA c.(433-438)GGGAAAfs p.G145fs

Pat_41 Pre-Treatment DNAH5 1767 37 5 13919383 13919383 Frame_Shift_Del DEL T - 8 1057 c.877delA c.(877-879)AGAfs p.R293fs

Pat_41 Pre-Treatment EGR1 1958 37 5 137801633 137801635 In_Frame_Del DEL CAG - 9 118 c.183_185delCAGc.(181-186)AACAGC>AAC p.S67del

Pat_41 Pre-Treatment ANKHD1-EIF4EBP3 404734 37 5 139905676 139905676 Frame_Shift_Del DEL A - 9 986 c.4588delA c.(4588-4590)AAAfs p.K1530fs

Pat_41 Pre-Treatment LARP1 23367 37 5 154181822 154181822 Frame_Shift_Del DEL G - 7 352 c.1972delG c.(1972-1974)GGGfs p.G658fs

Pat_41 Pre-Treatment TRIM52 84851 37 5 180687612 180687614 In_Frame_Del DEL TCC - 9 250 c.201_203delGGAc.(199-204)GAGGAC>GAC p.E67del

Pat_41 Pre-Treatment MAS1L 116511 37 6 29455156 29455157 Frame_Shift_Del DEL AC - 11 203 c.523_524delGT c.(523-525)GTCfs p.V175fs

Pat_41 Pre-Treatment BAT2 7916 37 6 31593814 31593815 Frame_Shift_Ins INS - G 13 189 c.857_858insG c.(856-858)GCGfs p.A286fs

Pat_41 Pre-Treatment RUNX2 860 37 6 45390467 45390469 In_Frame_Del DEL CAG - 10 92 c.196_198delCAG c.(196-198)CAGdel p.Q71del

Pat_41 Pre-Treatment GRIK2 2898 37 6 102503432 102503432 Frame_Shift_Del DEL A - 7 318 c.2539delA c.(2539-2541)AAAfs p.K847fs

Pat_41 Pre-Treatment VWC2 375567 37 7 49815163 49815163 Frame_Shift_Del DEL C - 3 6 c.132delC c.(130-132)GGCfs p.G44fs

Pat_41 Pre-Treatment CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 7 570 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_41 Pre-Treatment GIGYF1 64599 37 7 100283635 100283637 In_Frame_Del DEL TCC - 8 161 .1014_1016delGG (1012-1017)GAGGAA>GAp.338_339EE>E

Pat_41 Pre-Treatment SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 7 62 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_41 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 7 774 c.528delT c.(526-528)AATfs p.N176fs

Pat_41 Pre-Treatment TRY6 154754 37 7 142468305 142468306 Splice_Site INS - AG 10 312 c.46_splice c.e1+2

Pat_41 Pre-Treatment PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 7 1048 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_41 Pre-Treatment ZHX2 22882 37 8 123963963 123963964 Frame_Shift_Ins INS - A 11 92 c.213_214insA c.(211-216)TCCAAAfs p.S71fs

Pat_41 Pre-Treatment AMELX 265 37 X 11316787 11316787 Frame_Shift_Del DEL G - 7 921 c.264delG c.(262-264)GTGfs p.V88fs

Pat_41 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 21 455 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_41 Pre-Treatment TAF1 6872 37 X 70603000 70603000 Frame_Shift_Del DEL A - 8 172 c.1930delA c.(1930-1932)AAAfs p.K644fs

Pat_41 Pre-Treatment ATRX 546 37 X 76907782 76907784 In_Frame_Del DEL TCC - 7 352 .4377_4379delGG (4375-4380)GAGGAA>GA1459_1460EE>

Pat_41 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 10 864 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_41 Pre-Treatment IGSF1 3547 37 X 130411036 130411036 Frame_Shift_Del DEL C - 10 1628 c.2485delG c.(2485-2487)GCCfs p.A829fs

Pat_41 Pre-Treatment PLAC1 10761 37 X 133700354 133700354 Frame_Shift_Del DEL T - 7 260 c.359delA c.(358-360)AAGfs p.K120fs

Pat_41 Pre-Treatment SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 10 464 c.71delA c.(70-72)AATfs p.N24fs

Pat_41 Pre-Treatment MAMLD1 10046 37 X 149639633 149639635 In_Frame_Del DEL GCA - 7 174 .1788_1790delGCA.(1786-1791)CTGCAG>CT p.Q606del

Pat_41 Post-Resistance TNFRSF9 3604 37 1 7980912 7980914 In_Frame_Del DEL CTT - 7 503 c.749_751delAAGc.(748-753)GAAGGA>GGA p.E250del

Pat_41 Post-Resistance MFN2 9927 37 1 12061824 12061825 Splice_Site INS - G 31 933 c.971_splice c.e10-1 p.G324_splice



Pat_41 Post-Resistance SPEN 23013 37 1 16262680 16262680 Frame_Shift_Del DEL C - 7 484 c.9945delC c.(9943-9945)CACfs p.H3315fs

Pat_41 Post-Resistance PAFAH2 5051 37 1 26310537 26310537 Frame_Shift_Del DEL G - 9 1119 c.452delC c.(451-453)CCAfs p.P151fs

Pat_41 Post-Resistance RPS6KA1 6195 37 1 26885311 26885311 Frame_Shift_Del DEL C - 8 388 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_41 Post-Resistance ARID1A 8289 37 1 27106254 27106255 Frame_Shift_Del DEL AG - 7 712 c.5865_5866delAG c.(5863-5868)CTAGAGfs p.L1955fs

Pat_41 Post-Resistance ZMYM6 9204 37 1 35476363 35476364 Frame_Shift_Ins INS - A 17 265 c.1336_1337insT c.(1336-1338)TACfs p.Y446fs

Pat_41 Post-Resistance ST3GAL3 6487 37 1 44360095 44360096 Frame_Shift_Del DEL CG - 7 616 c.343_344delCG c.(343-345)CGCfs p.R115fs

Pat_41 Post-Resistance SPATA1 64173 37 1 85018771 85018772 Frame_Shift_Ins INS - A 2 4 c.1344_1345insA c.(1342-1347)CAGAAAfs p.Q448fs

Pat_41 Post-Resistance ZNF326 284695 37 1 90470782 90470784 In_Frame_Del DEL GTG - 10 658 c.188_190delGTGc.(187-192)AGTGGT>AGT p.G68del

Pat_41 Post-Resistance PRPF38B 55119 37 1 109242456 109242456 Frame_Shift_Del DEL A - 23 280 c.1455delA c.(1453-1455)TCAfs p.S485fs

Pat_41 Post-Resistance MAGI3 260425 37 1 114225919 114225919 Frame_Shift_Del DEL A - 11 239 c.3729delA c.(3727-3729)CTAfs p.L1243fs

Pat_41 Post-Resistance TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 7 1152 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_41 Post-Resistance GDAP2 54834 37 1 118454625 118454626 Frame_Shift_Del DEL TG - 14 403 c.549_550delCA c.(547-552)CACATAfs p.H183fs

Pat_41 Post-Resistance BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 14 406 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_41 Post-Resistance TCHH 7062 37 1 152081327 152081328 In_Frame_Ins INS - GCT 9 142 .4365_4366insAGC c.(4363-4368)insAGC .1455_1456ins

Pat_41 Post-Resistance TCHH 7062 37 1 152084657 152084658 In_Frame_Ins INS - CTC 7 135 .1035_1036insGAG c.(1033-1038)insGAG p.345_346insE

Pat_41 Post-Resistance PRCC 5546 37 1 156761535 156761536 Frame_Shift_Ins INS - C 7 507 c.1130_1131insC c.(1129-1131)GTCfs p.V377fs

Pat_41 Post-Resistance CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 11 181 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_41 Post-Resistance SMG7 9887 37 1 183502435 183502436 Frame_Shift_Ins INS - T 96 1218 c.980_981insT c.(979-981)TGTfs p.C327fs

Pat_41 Post-Resistance EDEM3 80267 37 1 184680896 184680896 Frame_Shift_Del DEL T - 34 507 c.1652delA c.(1651-1653)AATfs p.N551fs

Pat_41 Post-Resistance PRG4 10216 37 1 186276056 186276058 In_Frame_Del DEL AGG - 9 189 .1205_1207delAGG(1204-1209)AAGGAG>AA p.E403del

Pat_41 Post-Resistance PRG4 10216 37 1 186276127 186276128 In_Frame_Ins INS - AGG 9 327 .1276_1277insAGG(1276-1278)AAG>AAGGAp.426_427insE

Pat_41 Post-Resistance PRG4 10216 37 1 186276433 186276434 In_Frame_Ins INS - AGG 11 344 .1582_1583insAGG(1582-1584)AAG>AAGGAp.528_529insE

Pat_41 Post-Resistance PLXNA2 5362 37 1 208391176 208391176 Frame_Shift_Del DEL G - 18 252 c.92delC c.(91-93)CCAfs p.P31fs

Pat_41 Post-Resistance KCTD3 51133 37 1 215793922 215793922 Frame_Shift_Del DEL A - 21 339 c.2410delA c.(2410-2412)AAAfs p.K804fs

Pat_41 Post-Resistance USH2A 7399 37 1 215901396 215901396 Frame_Shift_Del DEL A - 8 800 c.12042delT c.(12040-12042)CCTfs p.P4014fs

Pat_41 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 7 621 c.394delC c.(394-396)CCCfs p.P132fs

Pat_41 Post-Resistance ZNF678 339500 37 1 227842489 227842489 Frame_Shift_Del DEL C - 15 551 c.538delC c.(538-540)CCCfs p.P180fs

Pat_41 Post-Resistance RGS7 6000 37 1 241032080 241032081 Frame_Shift_Ins INS - T 52 928 c.522_523insA c.(520-525)CAAGCAfs p.Q174fs

Pat_41 Post-Resistance CHML 1122 37 1 241798554 241798554 Frame_Shift_Del DEL A - 8 951 c.515delT c.(514-516)GTAfs p.V172fs

Pat_41 Post-Resistance CSTF2T 23283 37 10 53457748 53457748 Frame_Shift_Del DEL G - 2 4 c.1562delC c.(1561-1563)GCAfs p.A521fs

Pat_41 Post-Resistance USP54 159195 37 10 75258890 75258891 Frame_Shift_Del DEL GG - 8 545 c.4551_4552delCC c.(4549-4554)TCCCAAfs p.S1517fs

Pat_41 Post-Resistance CYP2C8 1558 37 10 96818090 96818090 Splice_Site DEL A - 7 236 c.819_splice c.e5+1 p.Q273_splice

Pat_41 Post-Resistance CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 7 525 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_41 Post-Resistance PKP3 11187 37 11 403623 403623 Frame_Shift_Del DEL G - 8 59 c.1929delG c.(1927-1929)GCGfs p.A643fs

Pat_41 Post-Resistance LOC338651 338651 37 11 1619173 1619202 In_Frame_Del DEL GCCACAGC - 66 307 ACAGGAGCCACACACAGGAGCCACAGCCCRSHSPPWS10

Pat_41 Post-Resistance OR52A5 390054 37 11 5153679 5153679 Frame_Shift_Del DEL A - 7 224 c.194delT c.(193-195)TTGfs p.L65fs

Pat_41 Post-Resistance FAM160A2 84067 37 11 6244097 6244097 Frame_Shift_Del DEL C - 7 535 c.967delG c.(967-969)GTTfs p.V323fs

Pat_41 Post-Resistance LIN7C 55327 37 11 27520904 27520906 Splice_Site DEL ACC - 7 161 c.438_splice c.e4+1 p.V146_splice

Pat_41 Post-Resistance CPSF7 79869 37 11 61183649 61183649 Frame_Shift_Del DEL G - 15 173 c.893delC c.(892-894)CCAfs p.P298fs

Pat_41 Post-Resistance VEGFB 7423 37 11 64004663 64004663 Frame_Shift_Del DEL A - 7 283 c.379delA c.(379-381)AAAfs p.K127fs

Pat_41 Post-Resistance TPCN2 219931 37 11 68846258 68846258 Frame_Shift_Del DEL G - 7 242 c.1407delG c.(1405-1407)CTGfs p.L469fs

Pat_41 Post-Resistance FUT4 2526 37 11 94277537 94277537 Frame_Shift_Del DEL G - 2 4 c.238delG c.(238-240)GGGfs p.G80fs

Pat_41 Post-Resistance MMP12 4321 37 11 102738795 102738796 Frame_Shift_Ins INS - T 10 24 c.629_630insA c.(628-630)ACCfs p.T210fs

Pat_41 Post-Resistance RAD51AP1 10635 37 12 4653063 4653063 Frame_Shift_Del DEL A - 10 112 c.202delA c.(202-204)AAAfs p.K68fs

Pat_41 Post-Resistance ATN1 1822 37 12 7046235 7046236 Frame_Shift_Del DEL CA - 7 294 c.1805_1806delCA c.(1804-1806)CCAfs p.P602fs

Pat_41 Post-Resistance TAS2R10 50839 37 12 10978836 10978836 Frame_Shift_Del DEL A - 9 444 c.33delT c.(31-33)TTTfs p.F11fs

Pat_41 Post-Resistance PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 12 440 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP



Pat_41 Post-Resistance PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 11 361 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_41 Post-Resistance PRB2 653247 37 12 11546544 11546545 In_Frame_Ins INS - GGA 16 351 c.467_468insTCCc.(466-468)CCA>CCTCCAp.156_156P>PP

Pat_41 Post-Resistance PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 11 160 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_41 Post-Resistance EPS8 2059 37 12 15822389 15822389 Frame_Shift_Del DEL C - 8 281 c.448delG c.(448-450)GCAfs p.A150fs

Pat_41 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 7 472 c.522delA c.(520-522)CCAfs p.P174fs

Pat_41 Post-Resistance LRRK2 120892 37 12 40704376 40704377 Frame_Shift_Del DEL TG - 7 1255 c.4461_4462delTG c.(4459-4464)TTTGTGfs p.F1487fs

Pat_41 Post-Resistance CCT2 10576 37 12 69987371 69987372 Frame_Shift_Del DEL GG - 8 412 c.960_961delGG c.(958-963)GTGGAAfs p.V320fs

Pat_41 Post-Resistance TMTC3 160418 37 12 88566417 88566417 Frame_Shift_Del DEL T - 13 358 c.1094delT c.(1093-1095)CTTfs p.L365fs

Pat_41 Post-Resistance KIAA1033 23325 37 12 105534127 105534128 Frame_Shift_Del DEL AT - 8 739 c.1508_1509delAT c.(1507-1509)CATfs p.H503fs

Pat_41 Post-Resistance ARPC3 10094 37 12 110878130 110878130 Frame_Shift_Del DEL T - 9 100 c.170delA c.(169-171)AACfs p.N57fs

Pat_41 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 21 663 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_41 Post-Resistance TRPC4 7223 37 13 38357110 38357111 Frame_Shift_Ins INS - T 18 310 c.360_361insA c.(358-363)AAACCTfs p.K120fs

Pat_41 Post-Resistance CKAP2 26586 37 13 53049034 53049034 Frame_Shift_Del DEL A - 14 142 c.1810delA c.(1810-1812)AAAfs p.K604fs

Pat_41 Post-Resistance LMO7 4008 37 13 76415307 76415308 Frame_Shift_Del DEL AG - 15 307 c.2946_2947delAGc.(2944-2949)GCAGAGfs p.A982fs

Pat_41 Post-Resistance MYCBP2 23077 37 13 77670520 77670521 Frame_Shift_Ins INS - A 8 702 c.9766_9767insT c.(9766-9768)AGCfs p.S3256fs

Pat_41 Post-Resistance RNF113B 140432 37 13 98828697 98828697 Frame_Shift_Del DEL T - 26 565 c.794delA c.(793-795)AACfs p.N265fs

Pat_41 Post-Resistance FAM155A 728215 37 13 108518338 108518338 Frame_Shift_Del DEL C - 12 539 c.607delG c.(607-609)GACfs p.D203fs

Pat_41 Post-Resistance OR4Q3 441669 37 14 20215682 20215683 Frame_Shift_Ins INS - T 7 367 c.96_97insT c.(94-99)TTGTTTfs p.L32fs

Pat_41 Post-Resistance LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 15 307 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_41 Post-Resistance PPP2R3C 55012 37 14 35585934 35585935 Frame_Shift_Ins INS - T 9 106 c.67_68insA c.(67-69)AGTfs p.S23fs

Pat_41 Post-Resistance MAP3K9 4293 37 14 71205006 71205006 Frame_Shift_Del DEL C - 8 198 c.1800delG c.(1798-1800)GGGfs p.G600fs

Pat_41 Post-Resistance PCNX 22990 37 14 71489915 71489916 Splice_Site DEL AG - 7 569 c.3151_splice c.e13-1 p.S1051_splice

Pat_41 Post-Resistance DCAF4 26094 37 14 73422362 73422363 Frame_Shift_Del DEL CC - 8 878 c.1137_1138delCC c.(1135-1140)CTCCAAfs p.L379fs

Pat_41 Post-Resistance C14orf174 161394 37 14 77844468 77844468 Frame_Shift_Del DEL C - 7 280 c.707delC c.(706-708)ACCfs p.T236fs

Pat_41 Post-Resistance SEL1L 6400 37 14 81970641 81970643 In_Frame_Del DEL TCT - 7 363 c.516_518delAGAc.(514-519)GAAGAG>GAGp.172_173EE>E

Pat_41 Post-Resistance PLA2G4E 123745 37 15 42302330 42302331 Frame_Shift_Ins INS - C 7 102 c.115_116insG c.(115-117)GCCfs p.A39fs

Pat_41 Post-Resistance ZFP106 64397 37 15 42742957 42742957 Frame_Shift_Del DEL A - 8 590 c.1444delT c.(1444-1446)TCCfs p.S482fs

Pat_41 Post-Resistance AP4E1 23431 37 15 51242051 51242053 In_Frame_Del DEL CAG - 7 512 .1345_1347delCAG c.(1345-1347)CAGdel p.Q449del

Pat_41 Post-Resistance GLCE 26035 37 15 69553629 69553629 Frame_Shift_Del DEL A - 8 715 c.790delA c.(790-792)AAGfs p.K264fs

Pat_41 Post-Resistance PML 5371 37 15 74337151 74337151 Frame_Shift_Del DEL G - 13 143 c.2451delG c.(2449-2451)CAGfs p.Q817fs

Pat_41 Post-Resistance NRG4 145957 37 15 76301581 76301582 Frame_Shift_Ins INS - C 34 516 c.63_64insG c.(61-66)GGGCTTfs p.G21fs

Pat_41 Post-Resistance AGPHD1 123688 37 15 78825826 78825826 Frame_Shift_Del DEL T - 9 204 c.936delT c.(934-936)CGTfs p.R312fs

Pat_41 Post-Resistance IL32 9235 37 16 3119304 3119305 Frame_Shift_Ins INS - G 20 533 c.653_654insG c.(652-654)GACfs p.D218fs

Pat_41 Post-Resistance AGRP 181 37 16 67516932 67516932 Frame_Shift_Del DEL G - 8 572 c.212delC c.(211-213)GCAfs p.A71fs

Pat_41 Post-Resistance ZFHX3 463 37 16 72822564 72822566 In_Frame_Del DEL TGC - 12 217 .9609_9611delGCA.(9607-9612)CAGCAA>CA3203_3204QQ>

Pat_41 Post-Resistance ADAMTS18 170692 37 16 77356311 77356311 Frame_Shift_Del DEL A - 26 267 c.2085delT c.(2083-2085)TTTfs p.F695fs

Pat_41 Post-Resistance EFNB3 1949 37 17 7611373 7611373 Frame_Shift_Del DEL C - 7 91 c.220delC c.(220-222)CCTfs p.P74fs

Pat_41 Post-Resistance MYH13 8735 37 17 10210253 10210254 Splice_Site DEL CA - 28 109 c.5295_splice c.e36+1 p.D1765_splice

Pat_41 Post-Resistance SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 8 569 .4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_41 Post-Resistance KRTAP4-1 85285 37 17 39340796 39340852 Splice_Site DEL CTGGGGTGG - 65 224 c.246_splice c.e2-1 p.S82_splice

Pat_41 Post-Resistance GHDC 84514 37 17 40345560 40345562 In_Frame_Del DEL GCA - 3 4 c.38_40delTGC c.(37-42)CTGCCA>CCA p.L13del

Pat_41 Post-Resistance ZNF652 22834 37 17 47394579 47394579 Frame_Shift_Del DEL C - 7 231 c.509delG c.(508-510)GGAfs p.G170fs

Pat_41 Post-Resistance KIAA0195 9772 37 17 73482037 73482039 In_Frame_Del DEL TGC - 7 209 c.230_232delTGCc.(229-234)GTGCTG>GTG p.L81del

Pat_41 Post-Resistance ALPK2 115701 37 18 56246440 56246440 Frame_Shift_Del DEL T - 9 1000 c.1568delA c.(1567-1569)AAGfs p.K523fs

Pat_41 Post-Resistance BSG 682 37 19 579603 579603 Frame_Shift_Del DEL G - 21 111 c.519delG c.(517-519)AAGfs p.K173fs

Pat_41 Post-Resistance ILF3 3609 37 19 10789308 10789308 Frame_Shift_Del DEL C - 19 189 c.579delC c.(577-579)GACfs p.D193fs

Pat_41 Post-Resistance ZNF90 7643 37 19 20216076 20216076 Frame_Shift_Del DEL A - 35 590 c.177delA c.(175-177)GGAfs p.G59fs



Pat_41 Post-Resistance ZNF714 148206 37 19 21300549 21300550 Frame_Shift_Del DEL TG - 11 490 c.1082_1083delTG c.(1081-1083)ATGfs p.M361fs

Pat_41 Post-Resistance GPATCH1 55094 37 19 33585147 33585148 Frame_Shift_Del DEL AA - 20 211 c.525_526delAA c.(523-528)GTAAAGfs p.V175fs

Pat_41 Post-Resistance DMKN 93099 37 19 36002394 36002405 In_Frame_Del DEL CCACTGCTG - 7 49 837delAGCAGCAG826-837)AGCAGCAGTGGCp.SSSG276del

Pat_41 Post-Resistance C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 7 665 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_41 Post-Resistance RYR1 6261 37 19 38948159 38948160 Frame_Shift_Del DEL TG - 12 731 c.1814_1815delTG c.(1813-1815)CTGfs p.L605fs

Pat_41 Post-Resistance ZNF283 284349 37 19 44351735 44351735 Frame_Shift_Del DEL T - 7 72 c.982delT c.(982-984)TTTfs p.F328fs

Pat_41 Post-Resistance LIG1 3978 37 19 48664673 48664674 Frame_Shift_Del DEL CG - 8 455 c.198_199delCG c.(196-201)AGCGAAfs p.S66fs

Pat_41 Post-Resistance FCGRT 2217 37 19 50017191 50017191 Frame_Shift_Del DEL G - 7 498 c.126delG c.(124-126)CCGfs p.P42fs

Pat_41 Post-Resistance ZNF808 388558 37 19 53046598 53046598 Frame_Shift_Del DEL C - 7 657 c.61delC c.(61-63)CAGfs p.Q21fs

Pat_41 Post-Resistance ATP6V1C2 245973 37 2 10917819 10917820 Frame_Shift_Del DEL AG - 20 261 c.934_935delAG c.(934-936)AGAfs p.R312fs

Pat_41 Post-Resistance C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 8 481 .1479_1481delGG (1477-1482)GAGGAA>GAp.493_494EE>E

Pat_41 Post-Resistance SLC9A2 6549 37 2 103324746 103324746 Frame_Shift_Del DEL C - 34 512 c.2237delC c.(2236-2238)ACCfs p.T746fs

Pat_41 Post-Resistance DGKD 8527 37 2 234365952 234365952 Frame_Shift_Del DEL G - 22 280 c.2558delG c.(2557-2559)TGGfs p.W853fs

Pat_41 Post-Resistance TGM6 343641 37 20 2384126 2384126 Frame_Shift_Del DEL C - 14 180 c.1073delC c.(1072-1074)ACCfs p.T358fs

Pat_41 Post-Resistance ATRN 8455 37 20 3542970 3542970 Frame_Shift_Del DEL G - 55 927 c.1495delG c.(1495-1497)GGGfs p.G499fs

Pat_41 Post-Resistance RALGAPB 57148 37 20 37203485 37203485 Frame_Shift_Del DEL C - 24 295 c.4360delC c.(4360-4362)CCCfs p.P1454fs

Pat_41 Post-Resistance FAM83D 81610 37 20 37555322 37555323 In_Frame_Ins INS - GCG 4 4 c.327_328insGCG c.(325-330)insGCG p.116_117insA

Pat_41 Post-Resistance PREX1 57580 37 20 47317371 47317372 Frame_Shift_Del DEL TA - 8 1074 c.836_837delTA c.(835-837)TTAfs p.L279fs

Pat_41 Post-Resistance KCNB1 3745 37 20 47989771 47989772 Frame_Shift_Ins INS - G 7 1562 c.2325_2326insC c.(2323-2328)CCCAAAfs p.P775fs

Pat_41 Post-Resistance TAF4 6874 37 20 60574086 60574087 Frame_Shift_Del DEL GC - 8 1410 c.2865_2866delGCc.(2863-2868)AAGCAGfs p.K955fs

Pat_41 Post-Resistance KCNJ15 3772 37 21 39671215 39671215 Frame_Shift_Del DEL C - 7 232 c.32delC c.(31-33)ACCfs p.T11fs

Pat_41 Post-Resistance BRWD1 54014 37 21 40558989 40558989 Frame_Shift_Del DEL A - 15 319 c.6926delT c.(6925-6927)TTAfs p.L2309fs

Pat_41 Post-Resistance DIP2A 23181 37 21 47918510 47918510 Frame_Shift_Del DEL C - 7 745 c.419delC c.(418-420)TCAfs p.S140fs

Pat_41 Post-Resistance CRKL 1399 37 22 21288130 21288130 Frame_Shift_Del DEL G - 8 536 c.375delG c.(373-375)CTGfs p.L125fs

Pat_41 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 9 281 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_41 Post-Resistance NF2 4771 37 22 30057196 30057197 Frame_Shift_Ins INS - A 7 371 c.678_679insA c.(676-681)AATAAAfs p.N226fs

Pat_41 Post-Resistance MYH9 4627 37 22 36691101 36691102 Frame_Shift_Del DEL CA - 7 401 c.3506_3507delTG c.(3505-3507)GTGfs p.V1169fs

Pat_41 Post-Resistance MYH9 4627 37 22 36696948 36696950 In_Frame_Del DEL CTC - 10 291 .2785_2787delGAG c.(2785-2787)GAGdel p.E929del

Pat_41 Post-Resistance EIF3L 51386 37 22 38247385 38247385 Frame_Shift_Del DEL A - 21 193 c.181delA c.(181-183)AAAfs p.K61fs

Pat_41 Post-Resistance C22orf32 91689 37 22 42478046 42478048 In_Frame_Del DEL GAT - 8 484 c.304_306delGAT c.(304-306)GATdel p.D107del

Pat_41 Post-Resistance TCF20 6942 37 22 42610573 42610575 In_Frame_Del DEL AGG - 12 243 c.737_739delCCT c.(736-741)TCCTTC>TTC p.S246del

Pat_41 Post-Resistance POLDIP3 84271 37 22 42988072 42988073 Frame_Shift_Del DEL CA - 7 659 c.909_910delTG c.(907-912)TGTGGGfs p.C303fs

Pat_41 Post-Resistance BHLHE40 8553 37 3 5023155 5023157 In_Frame_Del DEL CAG - 8 1446 c.337_339delCAG c.(337-339)CAGdel p.Q116del

Pat_41 Post-Resistance CAPN7 23473 37 3 15283742 15283742 Frame_Shift_Del DEL A - 21 143 c.1846delA c.(1846-1848)AAAfs p.K616fs

Pat_41 Post-Resistance ERC2 26059 37 3 55733470 55733472 In_Frame_Del DEL TGG - 9 882 .2781_2783delCCAc.(2779-2784)CACCAT>CATp.927_928HH>H

Pat_41 Post-Resistance POLQ 10721 37 3 121207671 121207673 In_Frame_Del DEL CTT - 7 359 .4105_4107delAAG c.(4105-4107)AAGdel p.K1369del

Pat_41 Post-Resistance PARP14 54625 37 3 122418640 122418640 Frame_Shift_Del DEL A - 7 579 c.1239delA c.(1237-1239)ATAfs p.I413fs

Pat_41 Post-Resistance MBD4 8930 37 3 129155872 129155873 Frame_Shift_Del DEL AG - 28 516 c.614_615delCT c.(613-615)TCTfs p.S205fs

Pat_41 Post-Resistance CEP63 80254 37 3 134267969 134267970 Frame_Shift_Del DEL TG - 8 313 c.1133_1134delTG c.(1132-1134)CTGfs p.L378fs

Pat_41 Post-Resistance MED12L 116931 37 3 151095826 151095828 In_Frame_Del DEL TGG - 109 309 .4238_4240delTGG.(4237-4242)TTGGTG>TTG p.V1414del

Pat_41 Post-Resistance SKIL 6498 37 3 170078207 170078207 Frame_Shift_Del DEL A - 9 57 c.88delA c.(88-90)AAAfs p.K30fs

Pat_41 Post-Resistance MUC4 4585 37 3 195513582 195513582 Frame_Shift_Del DEL G - 3 6 c.4869delC c.(4867-4869)TCCfs p.S1623fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1388345 1388346 Frame_Shift_Del DEL CA - 10 1216 c.46_47delCA c.(46-48)CACfs p.H16fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 8 1660 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1388683 1388684 Frame_Shift_Del DEL CA - 11 1260 c.384_385delCA c.(382-387)CTCACAfs p.L128fs

Pat_41 Post-Resistance CRIPAK 285464 37 4 1389392 1389393 Frame_Shift_Del DEL CA - 10 1602 c.1093_1094delCA c.(1093-1095)CACfs p.H365fs

Pat_41 Post-Resistance TBC1D1 23216 37 4 38119764 38119765 Frame_Shift_Del DEL CA - 7 690 c.2913_2914delCA c.(2911-2916)CTCACCfs p.L971fs



Pat_41 Post-Resistance CSN2 1447 37 4 70823289 70823289 Frame_Shift_Del DEL A - 11 125 c.378delT c.(376-378)TTTfs p.F126fs

Pat_41 Post-Resistance MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 10 1403 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_41 Post-Resistance MAML3 55534 37 4 140811064 140811072 Splice_Site DEL TGCTGCTGC - 13 213 c.1513_splice c.e3-1 p.Q505_splice

Pat_41 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 12 863 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_41 Post-Resistance MSH3 4437 37 5 79966113 79966114 Frame_Shift_Ins INS - G 16 212 c.777_778insG c.(775-780)TTTGGGfs p.F259fs

Pat_41 Post-Resistance RASGRF2 5924 37 5 80409566 80409568 In_Frame_Del DEL CCA - 7 375 .2297_2299delCCA(2296-2301)CCCACC>CC p.T770del

Pat_41 Post-Resistance WDR36 134430 37 5 110459863 110459865 In_Frame_Del DEL GAA - 19 424 .2494_2496delGAA c.(2494-2496)GAAdel p.E833del

Pat_41 Post-Resistance CTNNA1 1495 37 5 138160447 138160449 In_Frame_Del DEL GGA - 8 721 c.817_819delGGA c.(817-819)GGAdel p.G276del

Pat_41 Post-Resistance LARP1 23367 37 5 154173390 154173390 Frame_Shift_Del DEL C - 18 1116 c.899delC c.(898-900)GCCfs p.A300fs

Pat_41 Post-Resistance UBLCP1 134510 37 5 158697424 158697425 Frame_Shift_Del DEL TG - 7 485 c.303_304delTG c.(301-306)ATTGAAfs p.I101fs

Pat_41 Post-Resistance FGF18 8817 37 5 170883644 170883644 Frame_Shift_Del DEL C - 8 542 c.459delC c.(457-459)TTCfs p.F153fs

Pat_41 Post-Resistance NSD1 64324 37 5 176637122 176637122 Frame_Shift_Del DEL A - 20 151 c.1722delA c.(1720-1722)GGAfs p.G574fs

Pat_41 Post-Resistance TUBB2B 347733 37 6 3225002 3225004 In_Frame_Del DEL CCT - 9 340 .1319_1321delAGG(1318-1323)GAGGGC>GG p.E440del

Pat_41 Post-Resistance DST 667 37 6 56510689 56510690 Frame_Shift_Del DEL TC - 7 391 c.1653_1654delGAc.(1651-1656)GAGAAGfs p.E551fs

Pat_41 Post-Resistance FRK 2444 37 6 116325059 116325059 Frame_Shift_Del DEL T - 19 87 c.447delA c.(445-447)AAAfs p.K149fs

Pat_41 Post-Resistance SHPRH 257218 37 6 146275964 146275964 Frame_Shift_Del DEL T - 8 65 c.495delA c.(493-495)AAAfs p.K165fs

Pat_41 Post-Resistance MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 8 184 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_41 Post-Resistance PHF10 55274 37 6 170104147 170104148 Frame_Shift_Ins INS - G 24 263 c.1448_1449insC c.(1447-1449)CCAfs p.P483fs

Pat_41 Post-Resistance GPER 2852 37 7 1132270 1132270 Frame_Shift_Del DEL C - 11 222 c.906delC c.(904-906)CACfs p.H302fs

Pat_41 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 10 687 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_41 Post-Resistance TRA2A 29896 37 7 23552546 23552546 Frame_Shift_Del DEL A - 14 378 c.492delT c.(490-492)TTTfs p.F164fs

Pat_41 Post-Resistance OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 10 465 c.233delT c.(232-234)ATTfs p.I78fs

Pat_41 Post-Resistance ZNF716 441234 37 7 57529007 57529008 In_Frame_Ins INS - TCT 12 190 c.840_841insTCT c.(838-843)insTCT p.281_282insS

Pat_41 Post-Resistance ZNF716 441234 37 7 57529089 57529091 In_Frame_Del DEL TCT - 10 366 c.922_924delTCT c.(922-924)TCTdel p.S309del

Pat_41 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 7 555 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_41 Post-Resistance PEX1 5189 37 7 92120786 92120786 Frame_Shift_Del DEL T - 8 458 c.3238delA c.(3238-3240)AGTfs p.S1080fs

Pat_41 Post-Resistance TRRAP 8295 37 7 98609744 98609745 Frame_Shift_Ins INS - A 11 169 c.11346_11347insAc.(11344-11349)CACAAAfs p.H3782fs

Pat_41 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 7 437 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_41 Post-Resistance MCM7 4176 37 7 99691822 99691822 Frame_Shift_Del DEL C - 8 1018 c.1822delG c.(1822-1824)GCTfs p.A608fs

Pat_41 Post-Resistance MEPCE 56257 37 7 100028452 100028454 In_Frame_Del DEL CAG - 9 1204 c.811_813delCAG c.(811-813)CAGdel p.Q274del

Pat_41 Post-Resistance AP1S1 1174 37 7 100802405 100802405 Frame_Shift_Del DEL G - 22 207 c.357delG c.(355-357)ATGfs p.M119fs

Pat_41 Post-Resistance CBLL1 79872 37 7 107395909 107395909 Frame_Shift_Del DEL A - 7 1059 c.413delA c.(412-414)GAAfs p.E138fs

Pat_41 Post-Resistance CTTNBP2 83992 37 7 117431783 117431784 Frame_Shift_Del DEL CC - 7 1572 c.1466_1467delGG c.(1465-1467)CGGfs p.R489fs

Pat_41 Post-Resistance CHRM2 1129 37 7 136700150 136700150 Frame_Shift_Del DEL T - 10 536 c.538delT c.(538-540)TTTfs p.F180fs

Pat_41 Post-Resistance BRAF 673 37 7 140482927 140482927 Frame_Shift_Del DEL G - 8 260 c.1208delC c.(1207-1209)CCTfs p.P403fs

Pat_41 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 18 1002 c.528delT c.(526-528)AATfs p.N176fs

Pat_41 Post-Resistance DLC1 10395 37 8 12957611 12957613 In_Frame_Del DEL GCT - 9 175 .2233_2235delAGC c.(2233-2235)AGCdel p.S745del

Pat_41 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 11 962 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_41 Post-Resistance LACTB2 51110 37 8 71556428 71556429 Frame_Shift_Del DEL TC - 7 1159 c.463_464delGA c.(463-465)GAAfs p.E155fs

Pat_41 Post-Resistance ZNF704 619279 37 8 81733778 81733778 Frame_Shift_Del DEL T - 9 1386 c.52delA c.(52-54)ATGfs p.M18fs

Pat_41 Post-Resistance TMEM55A 55529 37 8 92021005 92021006 Frame_Shift_Del DEL TG - 8 512 c.504_505delCA c.(502-507)TTCAACfs p.F168fs

Pat_41 Post-Resistance ESRP1 54845 37 8 95686611 95686611 Frame_Shift_Del DEL A - 10 210 c.1528delA c.(1528-1530)AAAfs p.K510fs

Pat_41 Post-Resistance UBR5 51366 37 8 103298813 103298813 Frame_Shift_Del DEL C - 16 128 c.4990delG c.(4990-4992)GATfs p.D1664fs

Pat_41 Post-Resistance CSMD3 114788 37 8 113303887 113303887 Frame_Shift_Del DEL A - 8 555 c.8826delT c.(8824-8826)TCTfs p.S2942fs

Pat_41 Post-Resistance ZHX2 22882 37 8 123963963 123963964 Frame_Shift_Ins INS - A 15 60 c.213_214insA c.(211-216)TCCAAAfs p.S71fs

Pat_41 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 10 262 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_41 Post-Resistance FER1L6 654463 37 8 125022956 125022956 Splice_Site DEL T - 7 793 c.1821_splice c.e14+2 p.L607_splice



Pat_41 Post-Resistance PLEC 5339 37 8 144995120 144995122 In_Frame_Del DEL TGA - 8 194 c.9278_9280delTCA.(9277-9282)ATCAAG>AAG p.I3093del

Pat_41 Post-Resistance TFE3 7030 37 X 48887952 48887952 Frame_Shift_Del DEL C - 21 294 c.1445delG c.(1444-1446)GGAfs p.G482fs

Pat_41 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 13 493 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_41 Post-Resistance FAM155B 27112 37 X 68725672 68725672 Frame_Shift_Del DEL A - 7 70 c.547delA c.(547-549)AAAfs p.K183fs

Pat_41 Post-Resistance OGT 8473 37 X 70782825 70782825 Frame_Shift_Del DEL T - 10 352 c.2106delT c.(2104-2106)ACTfs p.T702fs

Pat_41 Post-Resistance TCEAL6 158931 37 X 101396101 101396101 Frame_Shift_Del DEL T - 14 293 c.203delA c.(202-204)AAGfs p.K68fs

Pat_41 Post-Resistance RGAG1 57529 37 X 109694602 109694603 Frame_Shift_Del DEL GG - 7 369 c.757_758delGG c.(757-759)GGAfs p.G253fs

Pat_41 Post-Resistance STAG2 10735 37 X 123159727 123159727 Frame_Shift_Del DEL G - 8 892 c.82delG c.(82-84)GAAfs p.E28fs

Pat_41 Post-Resistance GPR112 139378 37 X 135455156 135455156 Frame_Shift_Del DEL G - 8 1340 c.7709delG c.(7708-7710)CGGfs p.R2570fs

Pat_41 Post-Resistance MAGEC1 9947 37 X 140994114 140994116 In_Frame_Del DEL CTC - 7 542 c.924_926delCTCc.(922-927)AGCTCC>AGCp.308_309SS>S

Pat_41 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 9 81 c.475_477delGAG c.(475-477)GAGdel p.E165del

Pat_41 Post-Resistance L1CAM 3897 37 X 153130092 153130092 Frame_Shift_Del DEL G - 7 410 c.3114delC c.(3112-3114)CCCfs p.P1038fs

Pat_41 Post-Resistance F8 2157 37 X 154158427 154158428 Frame_Shift_Ins INS - T 3 4 c.3637_3638insA c.(3637-3639)ATTfs p.I1213fs

Pat_44 Pre-Treatment ARID1A 8289 37 1 27057991 27057991 Frame_Shift_Del DEL C - 10 459 c.1699delC c.(1699-1701)CAGfs p.Q567fs

Pat_44 Pre-Treatment RIT1 6016 37 1 155874584 155874585 Frame_Shift_Del DEL TA - 7 66 c.174_175delTA c.(172-177)TATAAGfs p.Y58fs

Pat_44 Pre-Treatment MBD6 114785 37 12 57918829 57918830 Frame_Shift_Ins INS - T 24 135 c.310_311insT c.(310-312)CGGfs p.R104fs

Pat_44 Pre-Treatment CEP290 80184 37 12 88473975 88473975 Frame_Shift_Del DEL T - 2 4 c.5210delA c.(5209-5211)AAGfs p.K1737fs

Pat_44 Pre-Treatment IPO4 79711 37 14 24656873 24656874 Frame_Shift_Del DEL CT - 8 129 c.407_408delAG c.(406-408)GAGfs p.E136fs

Pat_44 Pre-Treatment BCL11B 64919 37 14 99641544 99641546 In_Frame_Del DEL CTC - 5 7 .1627_1629delGAG c.(1627-1629)GAGdel p.E543del

Pat_44 Pre-Treatment PDE8A 5151 37 15 85658713 85658713 Frame_Shift_Del DEL C - 2 4 c.1394delC c.(1393-1395)ACAfs p.T465fs

Pat_44 Pre-Treatment TSC2 7249 37 16 2112527 2112527 Frame_Shift_Del DEL T - 2 4 c.1287delT c.(1285-1287)TATfs p.Y429fs

Pat_44 Pre-Treatment CMIP 80790 37 16 81691378 81691379 Splice_Site DEL AG - 3 4 c.640_splice c.e5-1 p.N214_splice

Pat_44 Pre-Treatment ATP6V0A1 535 37 17 40639289 40639289 Frame_Shift_Del DEL G - 7 192 c.927delG c.(925-927)CTGfs p.L309fs

Pat_44 Pre-Treatment BAHCC1 57597 37 17 79409922 79409922 Frame_Shift_Del DEL C - 2 4 c.1547delC c.(1546-1548)GCCfs p.A516fs

Pat_44 Pre-Treatment C19orf35 374872 37 19 2275696 2275696 Frame_Shift_Del DEL C - 4 9 c.1405delG c.(1405-1407)GCGfs p.A469fs

Pat_44 Pre-Treatment STAP2 55620 37 19 4324499 4324500 Frame_Shift_Del DEL CC - 4 5 c.1099_1100delGG c.(1099-1101)GGCfs p.G367fs

Pat_44 Pre-Treatment UNC13A 23025 37 19 17766924 17766926 In_Frame_Del DEL CCT - 2 4 .1313_1315delAGG(1312-1317)GAGGTG>GT p.E438del

Pat_44 Pre-Treatment KIRREL2 84063 37 19 36352837 36352838 Frame_Shift_Del DEL CC - 3 5 c.1421_1422delCC c.(1420-1422)ACCfs p.T474fs

Pat_44 Pre-Treatment SIPA1L3 23094 37 19 38684299 38684299 Frame_Shift_Del DEL C - 4 9 c.4719delC c.(4717-4719)TTCfs p.F1573fs

Pat_44 Pre-Treatment GTF3C3 9330 37 2 197649613 197649614 Frame_Shift_Ins INS - T 2 4 c.1081_1082insA c.(1081-1083)ACTfs p.T361fs

Pat_44 Pre-Treatment CADPS 8618 37 3 62464070 62464070 Frame_Shift_Del DEL T - 2 4 c.3195delA c.(3193-3195)GAAfs p.E1065fs

Pat_44 Pre-Treatment PRDM13 59336 37 6 100061624 100061625 In_Frame_Ins INS - CCG 11 4 c.1113_1114insCCG c.(1111-1116)insCCG p.378_379insP

Pat_44 Pre-Treatment FAM83H 286077 37 8 144811169 144811170 Frame_Shift_Ins INS - GT 7 268 c.704_705insAC c.(703-705)GTGfs p.V235fs

Pat_44 Pre-Treatment CCDC22 28952 37 X 49105637 49105637 Frame_Shift_Del DEL G - 2 4 c.1549delG c.(1549-1551)GATfs p.D517fs

Pat_44 Post-Resistance ATAD3B 83858 37 1 1420436 1420437 Frame_Shift_Del DEL CC - 4 7 c.791_792delCC c.(790-792)GCCfs p.A264fs

Pat_44 Post-Resistance LHX4 89884 37 1 180243506 180243506 Frame_Shift_Del DEL C - 7 519 c.965delC c.(964-966)TCCfs p.S322fs

Pat_44 Post-Resistance PGBD2 267002 37 1 249211274 249211274 Frame_Shift_Del DEL A - 8 305 c.491delA c.(490-492)TATfs p.Y164fs

Pat_44 Post-Resistance CHAT 1103 37 10 50872887 50872887 Frame_Shift_Del DEL G - 8 799 c.2042delG c.(2041-2043)TGCfs p.C681fs

Pat_44 Post-Resistance ZMIZ1 57178 37 10 81067245 81067245 Frame_Shift_Del DEL C - 7 185 c.2752delC c.(2752-2754)CCCfs p.P918fs

Pat_44 Post-Resistance FBXL15 79176 37 10 104181190 104181190 Frame_Shift_Del DEL C - 2 4 c.133delC c.(133-135)CAGfs p.Q45fs

Pat_44 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 7 460 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_44 Post-Resistance AMBRA1 55626 37 11 46564695 46564696 Frame_Shift_Del DEL CG - 4 4 c.871_872delCG c.(871-873)CGAfs p.R291fs

Pat_44 Post-Resistance CKAP5 9793 37 11 46789159 46789159 Frame_Shift_Del DEL T - 7 329 c.3377delA c.(3376-3378)AAGfs p.K1126fs

Pat_44 Post-Resistance RARRES3 5920 37 11 63313709 63313709 Frame_Shift_Del DEL A - 8 184 c.476delA c.(475-477)CAAfs p.Q159fs

Pat_44 Post-Resistance VEGFB 7423 37 11 64004663 64004663 Frame_Shift_Del DEL A - 7 218 c.379delA c.(379-381)AAAfs p.K127fs

Pat_44 Post-Resistance ODZ4 26011 37 11 78387242 78387242 Frame_Shift_Del DEL T - 2 4 c.5451delA c.(5449-5451)AAAfs p.K1817fs

Pat_44 Post-Resistance ADAMTS8 11095 37 11 130298118 130298120 In_Frame_Del DEL GCA - 7 1 c.62_64delTGC c.(61-66)CTGCCG>CCG p.L21del



Pat_44 Post-Resistance RAD52 5893 37 12 1023096 1023097 Frame_Shift_Del DEL CC - 7 140 c.1158_1159delGG c.(1156-1161)TGGGACfs p.W386fs

Pat_44 Post-Resistance XPO4 64328 37 13 21436912 21436912 Frame_Shift_Del DEL T - 7 869 c.261delA c.(259-261)AAAfs p.K87fs

Pat_44 Post-Resistance RNASE8 122665 37 14 21526082 21526084 In_Frame_Del DEL CTG - 7 118 c.31_33delCTG c.(31-33)CTGdel p.L16del

Pat_44 Post-Resistance KCNH5 27133 37 14 63174357 63174357 Frame_Shift_Del DEL T - 8 323 c.2836delA c.(2836-2838)AGCfs p.S946fs

Pat_44 Post-Resistance ZFYVE26 23503 37 14 68222747 68222747 Frame_Shift_Del DEL C - 10 1189 c.6704delG c.(6703-6705)GGAfs p.G2235fs

Pat_44 Post-Resistance TRIP11 9321 37 14 92436027 92436027 Frame_Shift_Del DEL A - 8 318 c.5930delT c.(5929-5931)TTAfs p.L1977fs

Pat_44 Post-Resistance BCL11B 64919 37 14 99641544 99641546 In_Frame_Del DEL CTC - 5 11 .1627_1629delGAG c.(1627-1629)GAGdel p.E543del

Pat_44 Post-Resistance SPINT1 6692 37 15 41149075 41149077 In_Frame_Del DEL CAC - 7 724 .1492_1494delCAC c.(1492-1494)CACdel p.H501del

Pat_44 Post-Resistance FBN1 2200 37 15 48704838 48704839 Frame_Shift_Del DEL AC - 9 472 c.8153_8154delGT c.(8152-8154)TGTfs p.C2718fs

Pat_44 Post-Resistance SCAPER 49855 37 15 77046232 77046233 Frame_Shift_Del DEL CC - 8 595 c.1782_1783delGG c.(1780-1785)ATGGAAfs p.M594fs

Pat_44 Post-Resistance POLR3E 55718 37 16 22339834 22339834 Frame_Shift_Del DEL C - 8 261 c.1870delC c.(1870-1872)CCCfs p.P624fs

Pat_44 Post-Resistance NUTF2 10204 37 16 67902402 67902403 Splice_Site DEL AG - 8 964 c.172_splice c.e4-1 p.S58_splice

Pat_44 Post-Resistance PLSCR3 57048 37 17 7294059 7294059 Frame_Shift_Del DEL C - 7 471 c.725delG c.(724-726)GGCfs p.G242fs

Pat_44 Post-Resistance SPAG9 9043 37 17 49077041 49077041 Frame_Shift_Del DEL T - 10 152 c.1645delA c.(1645-1647)AGGfs p.R549fs

Pat_44 Post-Resistance ZNF442 79973 37 19 12461637 12461638 Frame_Shift_Del DEL TC - 7 651 c.761_762delGA c.(760-762)AGAfs p.R254fs

Pat_44 Post-Resistance MAP3K10 4294 37 19 40697953 40697953 Frame_Shift_Del DEL G - 2 4 c.15delG c.(13-15)GAGfs p.E5fs

Pat_44 Post-Resistance ZNF649 65251 37 19 52394014 52394014 Frame_Shift_Del DEL C - 8 713 c.1375delG c.(1375-1377)GATfs p.D459fs

Pat_44 Post-Resistance MYT1L 23040 37 2 1921068 1921068 Frame_Shift_Del DEL G - 8 309 c.1527delC c.(1525-1527)CCCfs p.P509fs

Pat_44 Post-Resistance NTSR2 23620 37 2 11800201 11800201 Frame_Shift_Del DEL C - 8 318 c.957delG c.(955-957)ATGfs p.M319fs

Pat_44 Post-Resistance MITD1 129531 37 2 99787009 99787009 Frame_Shift_Del DEL C - 9 397 c.584delG c.(583-585)CGAfs p.R195fs

Pat_44 Post-Resistance EPHA4 2043 37 2 222301266 222301266 Frame_Shift_Del DEL C - 7 585 c.2199delG c.(2197-2199)GGGfs p.G733fs

Pat_44 Post-Resistance CLIC6 54102 37 21 36042463 36042492 In_Frame_Del DEL GGGGTCCC - 4 5 GAAGCGGGGGTCAAGCGGGGGTCCCGGCEAGVPAGDS26

Pat_44 Post-Resistance TRIOBP 11078 37 22 38120392 38120400 In_Frame_Del DEL CCTCCAGAA - 7 420 9_1837delCCTCCA8-1839)GCCTCCAGAACC p.SRT611del

Pat_44 Post-Resistance CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 21 481 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_44 Post-Resistance DLEC1 9940 37 3 38151740 38151740 Frame_Shift_Del DEL C - 8 497 c.3411delC c.(3409-3411)AGCfs p.S1137fs

Pat_44 Post-Resistance CADPS 8618 37 3 62478091 62478091 Frame_Shift_Del DEL C - 8 1527 c.2758delG c.(2758-2760)GAGfs p.E920fs

Pat_44 Post-Resistance CRIPAK 285464 37 4 1389147 1389148 Frame_Shift_Del DEL AT - 11 854 c.848_849delAT c.(847-849)CATfs p.H283fs

Pat_44 Post-Resistance TTC23L 153657 37 5 34850347 34850347 Frame_Shift_Del DEL G - 7 474 c.313delG c.(313-315)GGGfs p.G105fs

Pat_44 Post-Resistance SLCO6A1 133482 37 5 101794149 101794149 Frame_Shift_Del DEL A - 7 204 c.1068delT c.(1066-1068)TTTfs p.F356fs

Pat_44 Post-Resistance DMXL1 1657 37 5 118533562 118533563 Frame_Shift_Del DEL CG - 7 588 c.7656_7657delCG c.(7654-7659)ATCGCAfs p.I2552fs

Pat_44 Post-Resistance LRRC1 55227 37 6 53787534 53787535 Frame_Shift_Del DEL GG - 7 1416 c.1518_1519delGGc.(1516-1521)CTGGACfs p.L506fs

Pat_44 Post-Resistance PRDM13 59336 37 6 100061624 100061625 In_Frame_Ins INS - CCG 6 4 c.1113_1114insCCG c.(1111-1116)insCCG p.378_379insP

Pat_44 Post-Resistance IFNGR1 3459 37 6 137519505 137519506 Frame_Shift_Del DEL CT - 10 376 c.1132_1133delAG c.(1132-1134)AGTfs p.S378fs

Pat_44 Post-Resistance PHACTR2 9749 37 6 144086414 144086414 Frame_Shift_Del DEL A - 8 150 c.678delA c.(676-678)TCAfs p.S226fs

Pat_44 Post-Resistance UNC93A 54346 37 6 167728864 167728865 Frame_Shift_Del DEL CC - 8 876 c.1298_1299delCC c.(1297-1299)TCCfs p.S433fs

Pat_44 Post-Resistance PHTF2 57157 37 7 77569580 77569581 Frame_Shift_Ins INS - T 8 269 c.1701_1702insT c.(1699-1704)TTCTTTfs p.F567fs

Pat_44 Post-Resistance PIK3CG 5294 37 7 106509566 106509566 Frame_Shift_Del DEL G - 7 385 c.1560delG c.(1558-1560)CTGfs p.L520fs

Pat_44 Post-Resistance FOXP2 93986 37 7 114271580 114271582 Splice_Site DEL CAG - 7 54 c.598_splice c.e6-1 p.Q200_splice

Pat_44 Post-Resistance ELP3 55140 37 8 27987174 27987174 Frame_Shift_Del DEL C - 7 405 c.773delC c.(772-774)ACCfs p.T258fs

Pat_44 Post-Resistance STAU2 27067 37 8 74507471 74507471 Frame_Shift_Del DEL T - 7 172 c.1091delA c.(1090-1092)AATfs p.N364fs

Pat_44 Post-Resistance TNFRSF11B 4982 37 8 119936812 119936812 Frame_Shift_Del DEL T - 8 366 c.1007delA c.(1006-1008)AATfs p.N336fs

Pat_44 Post-Resistance DMRT2 10655 37 9 1056908 1056908 Frame_Shift_Del DEL G - 8 523 c.1321delG c.(1321-1323)GACfs p.D441fs

Pat_44 Post-Resistance ZNF462 58499 37 9 109736498 109736498 Frame_Shift_Del DEL G - 8 1338 c.6776delG c.(6775-6777)TGCfs p.C2259fs

Pat_44 Post-Resistance C9orf173 441476 37 9 140147214 140147214 Frame_Shift_Del DEL C - 2 4 c.590delC c.(589-591)ACCfs p.T197fs

Pat_44 Post-Resistance KAL1 3730 37 X 8565091 8565091 Frame_Shift_Del DEL G - 8 126 c.525delC c.(523-525)CCCfs p.P175fs

Pat_45 Pre-Treatment SNRNP40 9410 37 1 31742030 31742031 Frame_Shift_Del DEL TG - 7 498 c.832_833delCA c.(832-834)CAAfs p.Q278fs

Pat_45 Pre-Treatment LDLRAD1 388633 37 1 54480002 54480002 Frame_Shift_Del DEL C - 2 4 c.109delG c.(109-111)GCCfs p.A37fs



Pat_45 Pre-Treatment CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 9 252 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_45 Pre-Treatment CELSR2 1952 37 1 109815643 109815644 Frame_Shift_Del DEL CC - 4 7 c.8332_8333delCC c.(8332-8334)CCCfs p.P2778fs

Pat_45 Pre-Treatment FAM40A 85369 37 1 110585707 110585708 Splice_Site INS - T 4 9 c.886_splice c.e9-2 p.C296_splice

Pat_45 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 7 555 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_45 Pre-Treatment HEATR1 55127 37 1 236719429 236719429 Frame_Shift_Del DEL T - 7 360 c.5485delA c.(5485-5487)ACTfs p.T1829fs

Pat_45 Pre-Treatment FOLH1 2346 37 11 49179535 49179535 Frame_Shift_Del DEL T - 8 192 c.1501delA c.(1501-1503)AGTfs p.S501fs

Pat_45 Pre-Treatment PGA5 5222 37 11 61015898 61015899 Frame_Shift_Ins INS - AG 8 629 c.664_665insAG c.(664-666)AAGfs p.K222fs

Pat_45 Pre-Treatment PDE2A 5138 37 11 72353321 72353323 In_Frame_Del DEL GCG - 4 4 c.119_121delCGCc.(118-123)CCGCAG>CAG p.P40del

Pat_45 Pre-Treatment MLL2 8085 37 12 49426661 49426669 In_Frame_Del DEL GTTGTTGAA - 2 4 9_11827delTTCAA8-11829)CTTCAACAACAGp.LQQ3940del

Pat_45 Pre-Treatment ACAD10 80724 37 12 112130539 112130539 Frame_Shift_Del DEL C - 8 138 c.26delC c.(25-27)TCCfs p.S9fs

Pat_45 Pre-Treatment RFC3 5983 37 13 34398062 34398063 Frame_Shift_Ins INS - A 10 126 c.234_235insA c.(232-237)TCTAAAfs p.S78fs

Pat_45 Pre-Treatment ARID4A 5926 37 14 58831996 58831997 Frame_Shift_Del DEL AG - 10 138 c.3189_3190delAGc.(3187-3192)CAAGAGfs p.Q1063fs

Pat_45 Pre-Treatment TMEM30B 161291 37 14 61747546 61747546 Frame_Shift_Del DEL G - 4 2 c.320delC c.(319-321)CCAfs p.P107fs

Pat_45 Pre-Treatment PLA2G4D 283748 37 15 42363022 42363022 Frame_Shift_Del DEL C - 4 5 c.1936delG c.(1936-1938)GTGfs p.V646fs

Pat_45 Pre-Treatment TLE3 7090 37 15 70358548 70358550 In_Frame_Del DEL GCT - 2 4 c.380_382delAGCc.(379-384)CAGCTC>CTC p.Q127del

Pat_45 Pre-Treatment GSPT1 2935 37 16 12009531 12009533 In_Frame_Del DEL CCG - 3 5 c.45_47delCGG c.(43-48)GGCGGG>GGG p.15_16GG>G

Pat_45 Pre-Treatment TRIM72 493829 37 16 31230512 31230513 Splice_Site DEL GT - 4 7 c.486_splice c.e3+1 p.E162_splice

Pat_45 Pre-Treatment CDK10 8558 37 16 89761176 89761177 Frame_Shift_Del DEL CC - 4 5 c.772_773delCC c.(772-774)CCCfs p.P258fs

Pat_45 Pre-Treatment PRDM7 11105 37 16 90126961 90126962 Frame_Shift_Del DEL AG - 7 96 c.1020_1021delCT c.(1018-1023)TTCTATfs p.F340fs

Pat_45 Pre-Treatment TP53 7157 37 17 7579378 7579379 Frame_Shift_Ins INS - T 19 36 c.308_309insA c.(307-309)TACfs p.Y103fs

Pat_45 Pre-Treatment MYH10 4628 37 17 8526401 8526401 Frame_Shift_Del DEL C - 7 792 c.164delG c.(163-165)GGAfs p.G55fs

Pat_45 Pre-Treatment AKAP10 11216 37 17 19880956 19880956 Frame_Shift_Del DEL G - 2 4 c.37delC c.(37-39)CGCfs p.R13fs

Pat_45 Pre-Treatment TP53I13 90313 37 17 27896102 27896102 Frame_Shift_Del DEL C - 4 6 c.139delC c.(139-141)CAGfs p.Q47fs

Pat_45 Pre-Treatment KLHL14 57565 37 18 30350355 30350355 Frame_Shift_Del DEL G - 4 5 c.200delC c.(199-201)CCTfs p.P67fs

Pat_45 Pre-Treatment LMAN1 3998 37 18 57013285 57013285 Splice_Site DEL T - 10 161 c.823_splice c.e8-1 p.P275_splice

Pat_45 Pre-Treatment SERPINB12 89777 37 18 61233923 61233923 Frame_Shift_Del DEL C - 9 408 c.897delC c.(895-897)TTCfs p.F299fs

Pat_45 Pre-Treatment CRTC1 23373 37 19 18794544 18794545 Frame_Shift_Del DEL GC - 4 5 c.32_33delGC c.(31-33)AGCfs p.S11fs

Pat_45 Pre-Treatment C19orf47 126526 37 19 40834399 40834399 Frame_Shift_Del DEL G - 10 184 c.471delC c.(469-471)CCCfs p.P157fs

Pat_45 Pre-Treatment SMC6 79677 37 2 17898356 17898356 Frame_Shift_Del DEL T - 7 248 c.1180delA c.(1180-1182)AGTfs p.S394fs

Pat_45 Pre-Treatment ALMS1 7840 37 2 73786106 73786108 In_Frame_Del DEL TGC - 8 93 10224_10226delTG10222-10227)AGTGCT>AG p.A3413del

Pat_45 Pre-Treatment EIF2AK3 9451 37 2 88926730 88926732 In_Frame_Del DEL CAG - 4 5 c.61_63delCTG c.(61-63)CTGdel p.L21del

Pat_45 Pre-Treatment XIRP2 129446 37 2 168104998 168105000 In_Frame_Del DEL CCT - 8 202 .7096_7098delCCT c.(7096-7098)CCTdel p.P2370del

Pat_45 Pre-Treatment CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 11 229 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_45 Pre-Treatment DSTN 11034 37 20 17581679 17581680 Frame_Shift_Ins INS - T 7 350 c.300_301insT c.(298-303)ATGTTTfs p.M100fs

Pat_45 Pre-Treatment TMEM90B 79953 37 20 24524183 24524185 In_Frame_Del DEL GGA - 10 318 c.450_452delGGAc.(448-453)GTGGAG>GTG p.E155del

Pat_45 Pre-Treatment SH3BGR 6450 37 21 40823995 40823995 Frame_Shift_Del DEL G - 7 523 c.162delG c.(160-162)TTGfs p.L54fs

Pat_45 Pre-Treatment COL18A1 80781 37 21 46925143 46925143 Frame_Shift_Del DEL C - 2 4 c.4200delC c.(4198-4200)GGCfs p.G1400fs

Pat_45 Pre-Treatment ITPR1 3708 37 3 4753512 4753512 Frame_Shift_Del DEL T - 2 4 c.5036delT c.(5035-5037)CTGfs p.L1679fs

Pat_45 Pre-Treatment NCKIPSD 51517 37 3 48723233 48723233 Frame_Shift_Del DEL C - 4 8 c.8delG c.(7-9)CGCfs p.R3fs

Pat_45 Pre-Treatment UROC1 131669 37 3 126236513 126236513 Frame_Shift_Del DEL G - 4 2 c.50delC c.(49-51)CCAfs p.P17fs

Pat_45 Pre-Treatment MRAS 22808 37 3 138121035 138121037 In_Frame_Del DEL AGA - 12 809 c.551_553delAGAc.(550-555)CAGAAG>CAG p.K189del

Pat_45 Pre-Treatment ATR 545 37 3 142254993 142254994 Frame_Shift_Del DEL GG - 8 259 c.3775_3776delCC c.(3775-3777)CCAfs p.P1259fs

Pat_45 Pre-Treatment PCOLCE2 26577 37 3 142548586 142548586 Frame_Shift_Del DEL T - 8 508 c.813delA c.(811-813)AAAfs p.K271fs

Pat_45 Pre-Treatment CYP4V2 285440 37 4 187118244 187118245 Frame_Shift_Ins INS - T 15 409 c.564_565insT c.(562-567)TGCTTTfs p.C188fs

Pat_45 Pre-Treatment LRRC14B 389257 37 5 191802 191803 Frame_Shift_Del DEL CG - 4 2 c.149_150delCG c.(148-150)ACGfs p.T50fs

Pat_45 Pre-Treatment ZFR 51663 37 5 32419951 32419953 In_Frame_Del DEL GGT - 8 375 c.393_395delACCc.(391-396)CCACCC>CCCp.131_132PP>P

Pat_45 Pre-Treatment MCC 4163 37 5 112824048 112824049 In_Frame_Ins INS - GCC 3 5 c.63_64insGGC c.(61-66)insGGC p.21_22insG



Pat_45 Pre-Treatment ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 9 423 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_45 Pre-Treatment ZNF354A 6940 37 5 178140336 178140336 Frame_Shift_Del DEL G - 8 325 c.543delC c.(541-543)CCCfs p.P181fs

Pat_45 Pre-Treatment TULP1 7287 37 6 35479547 35479547 Frame_Shift_Del DEL G - 4 2 c.227delC c.(226-228)CCAfs p.P76fs

Pat_45 Pre-Treatment SEC63 11231 37 6 108214774 108214774 Frame_Shift_Del DEL T - 8 95 c.1586delA c.(1585-1587)AAGfs p.K529fs

Pat_45 Pre-Treatment RSPH4A 345895 37 6 116951612 116951612 Frame_Shift_Del DEL C - 7 397 c.1813delC c.(1813-1815)CCCfs p.P605fs

Pat_45 Pre-Treatment ELFN1 392617 37 7 1784529 1784529 Frame_Shift_Del DEL C - 2 4 c.297delC c.(295-297)ATCfs p.I99fs

Pat_45 Pre-Treatment PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 13 310 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_45 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 7 137 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_45 Pre-Treatment MLL3 58508 37 7 151874148 151874148 Frame_Shift_Del DEL T - 13 221 c.8390delA c.(8389-8391)AAGfs p.K2797fs

Pat_45 Pre-Treatment ADAM28 10863 37 8 24167472 24167473 Frame_Shift_Ins INS - A 8 314 c.216_217insA c.(214-219)TTGAAAfs p.L72fs

Pat_45 Pre-Treatment TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 7 139 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_45 Post-Resistance CPSF3L 54973 37 1 1256424 1256424 Frame_Shift_Del DEL G - 8 524 c.78delC c.(76-78)GGCfs p.G26fs

Pat_45 Post-Resistance FOXJ3 22887 37 1 42744103 42744104 Frame_Shift_Del DEL GG - 7 112 c.284_285delCC c.(283-285)CCCfs p.P95fs

Pat_45 Post-Resistance PTCH2 8643 37 1 45288194 45288194 Frame_Shift_Del DEL G - 8 89 c.3505delC c.(3505-3507)CTGfs p.L1169fs

Pat_45 Post-Resistance AGL 178 37 1 100378028 100378028 Frame_Shift_Del DEL A - 10 148 c.3904delA c.(3904-3906)AAAfs p.K1302fs

Pat_45 Post-Resistance TCHHL1 126637 37 1 152058653 152058654 Frame_Shift_Del DEL AA - 7 520 c.1504_1505delTT c.(1504-1506)TTAfs p.L502fs

Pat_45 Post-Resistance RPTN 126638 37 1 152127312 152127313 Frame_Shift_Del DEL GA - 11 890 c.2262_2263delTC c.(2260-2265)CATCAGfs p.H754fs

Pat_45 Post-Resistance EDEM3 80267 37 1 184692951 184692951 Frame_Shift_Del DEL T - 7 333 c.787delA c.(787-789)AGAfs p.R263fs

Pat_45 Post-Resistance PRG4 10216 37 1 186276433 186276434 In_Frame_Ins INS - AGG 8 586 .1582_1583insAGG(1582-1584)AAG>AAGGAp.528_529insE

Pat_45 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 11 151 .2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_45 Post-Resistance TBCE 6905 37 1 235543449 235543449 Frame_Shift_Del DEL G - 8 537 c.85delG c.(85-87)GTCfs p.V29fs

Pat_45 Post-Resistance HEATR1 55127 37 1 236739561 236739562 Frame_Shift_Del DEL TA - 7 311 c.3041_3042delTA c.(3040-3042)ATAfs p.I1014fs

Pat_45 Post-Resistance KIAA1217 56243 37 10 24833923 24833923 Frame_Shift_Del DEL C - 8 526 c.5225delC c.(5224-5226)GCCfs p.A1742fs

Pat_45 Post-Resistance NANOS1 340719 37 10 120789523 120789525 In_Frame_Del DEL CGG - 4 5 c.210_212delCGGc.(208-213)AACGGC>AAC p.G74del

Pat_45 Post-Resistance APBB1 322 37 11 6423808 6423808 Frame_Shift_Del DEL C - 8 224 c.1252delG c.(1252-1254)GAAfs p.E418fs

Pat_45 Post-Resistance KBTBD4 55709 37 11 47594883 47594883 Frame_Shift_Del DEL C - 9 271 c.1156delG c.(1156-1158)GAGfs p.E386fs

Pat_45 Post-Resistance FNBP4 23360 37 11 47744589 47744591 In_Frame_Del DEL GGA - 5 11 c.2742_2744delTCC.(2740-2745)CCTCCA>CCp.914_915PP>P

Pat_45 Post-Resistance FNBP4 23360 37 11 47788664 47788669 In_Frame_Del DEL GGTGGT - 4 4 172_177delACCAC c.(172-177)ACCACCdel p.TT58del

Pat_45 Post-Resistance PRB2 653247 37 12 11546788 11546790 In_Frame_Del DEL GGA - 11 204 c.222_224delTCCc.(220-225)CCTCCA>CCA p.74_75PP>P

Pat_45 Post-Resistance GRIP1 23426 37 12 66771014 66771014 Frame_Shift_Del DEL C - 7 642 c.2517delG c.(2515-2517)TGGfs p.W839fs

Pat_45 Post-Resistance DUSP6 1848 37 12 89744437 89744438 Frame_Shift_Del DEL TG - 8 471 c.765_766delCA c.(763-768)TACAAGfs p.Y255fs

Pat_45 Post-Resistance OLFM4 10562 37 13 53624374 53624376 In_Frame_Del DEL ACA - 7 194 c.1001_1003delACAc.(1000-1005)TACAAC>TAC p.N337del

Pat_45 Post-Resistance TEP1 7011 37 14 20852647 20852647 Frame_Shift_Del DEL C - 12 770 c.3242delG c.(3241-3243)GGTfs p.G1081fs

Pat_45 Post-Resistance OR4E2 26686 37 14 22133534 22133535 Frame_Shift_Del DEL AA - 8 474 c.238_239delAA c.(238-240)AAGfs p.K80fs

Pat_45 Post-Resistance MAP4K5 11183 37 14 50952892 50952892 Frame_Shift_Del DEL G - 2 4 c.187delC c.(187-189)CAAfs p.Q63fs

Pat_45 Post-Resistance BTBD7 55727 37 14 93717858 93717858 Frame_Shift_Del DEL G - 7 662 c.1893delC c.(1891-1893)ATCfs p.I631fs

Pat_45 Post-Resistance TNFAIP2 7127 37 14 103599784 103599786 In_Frame_Del DEL AGC - 8 236 .1631_1633delAGC(1630-1635)GAGCAG>GA p.Q548del

Pat_45 Post-Resistance MGA 23269 37 15 42003383 42003385 In_Frame_Del DEL CAG - 10 172 .2920_2922delCAG c.(2920-2922)CAGdel p.Q981del

Pat_45 Post-Resistance CHRNA5 1138 37 15 78879004 78879005 Frame_Shift_Del DEL AA - 7 429 c.276_277delAA c.(274-279)TTAATGfs p.L92fs

Pat_45 Post-Resistance CHD2 1106 37 15 93480819 93480819 Frame_Shift_Del DEL A - 9 127 c.515delA c.(514-516)CAAfs p.Q172fs

Pat_45 Post-Resistance SCARF1 8578 37 17 1542127 1542129 In_Frame_Del DEL CAG - 8 93 .1335_1337delCTG(1333-1338)TGCTGG>TG p.C445del

Pat_45 Post-Resistance PELP1 27043 37 17 4575894 4575894 Frame_Shift_Del DEL G - 8 117 c.2392delC c.(2392-2394)CTGfs p.L798fs

Pat_45 Post-Resistance ENO3 2027 37 17 4859894 4859894 Frame_Shift_Del DEL G - 10 419 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_45 Post-Resistance TP53 7157 37 17 7579378 7579379 Frame_Shift_Ins INS - T 16 53 c.308_309insA c.(307-309)TACfs p.Y103fs

Pat_45 Post-Resistance KDM6B 23135 37 17 7751859 7751861 In_Frame_Del DEL CAC - 7 101 .2253_2255delCAC.(2251-2256)GTCACC>GT p.T762del

Pat_45 Post-Resistance KLHL11 55175 37 17 40021586 40021588 In_Frame_Del DEL GCC - 2 4 c.36_38delGGC c.(34-39)GCGGCC>GCC p.12_13AA>A

Pat_45 Post-Resistance PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 9 51 .1509_1511delGGA.(1507-1512)GAGGAT>GA p.E503del



Pat_45 Post-Resistance BRIP1 83990 37 17 59876512 59876512 Frame_Shift_Del DEL A - 9 182 c.1289delT c.(1288-1290)ATAfs p.I430fs

Pat_45 Post-Resistance TANC2 26115 37 17 61278171 61278174 Frame_Shift_Del DEL CTGA - 8 941 c.400_403delCTGA c.(400-405)CTGACTfs p.L134fs

Pat_45 Post-Resistance ACE 1636 37 17 61560474 61560474 Frame_Shift_Del DEL G - 8 877 c.1427delG c.(1426-1428)TGGfs p.W476fs

Pat_45 Post-Resistance DNAH17 8632 37 17 76425217 76425217 Frame_Shift_Del DEL G - 7 439 c.3390delC c.(3388-3390)CCCfs p.P1130fs

Pat_45 Post-Resistance USP36 57602 37 17 76799858 76799859 Frame_Shift_Ins INS - C 16 230 c.2418_2419insG c.(2416-2421)CAGAGCfs p.Q806fs

Pat_45 Post-Resistance DOT1L 84444 37 19 2191199 2191199 Frame_Shift_Del DEL C - 7 452 c.453delC c.(451-453)ATCfs p.I151fs

Pat_45 Post-Resistance SLC5A5 6528 37 19 18001737 18001737 Frame_Shift_Del DEL G - 7 745 c.1694delG c.(1693-1695)TGGfs p.W565fs

Pat_45 Post-Resistance ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 8 474 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_45 Post-Resistance ZNF780B 163131 37 19 40540840 40540842 In_Frame_Del DEL TTT - 7 364 c.1924_1926delAAA c.(1924-1926)AAAdel p.K642del

Pat_45 Post-Resistance TBC1D17 79735 37 19 50385607 50385607 Frame_Shift_Del DEL C - 8 384 c.748delC c.(748-750)CCCfs p.P250fs

Pat_45 Post-Resistance PTPRH 5794 37 19 55718055 55718055 Splice_Site DEL A - 8 339 c.352_splice c.e3+1 p.A118_splice

Pat_45 Post-Resistance SLC9A4 389015 37 2 103149137 103149137 Frame_Shift_Del DEL A - 11 151 c.2387delA c.(2386-2388)CAAfs p.Q796fs

Pat_45 Post-Resistance GTF3C3 9330 37 2 197641204 197641204 Frame_Shift_Del DEL C - 9 231 c.1540delG c.(1540-1542)GAAfs p.E514fs

Pat_45 Post-Resistance TNP1 7141 37 2 217724625 217724626 Frame_Shift_Del DEL CG - 7 505 c.132_133delCG c.(130-135)GGCGATfs p.G44fs

Pat_45 Post-Resistance DGCR8 54487 37 22 20074025 20074026 Frame_Shift_Del DEL AT - 7 279 c.539_540delAT c.(538-540)GATfs p.D180fs

Pat_45 Post-Resistance TBC1D10A 83874 37 22 30691732 30691732 Frame_Shift_Del DEL C - 7 187 c.518delG c.(517-519)GGCfs p.G173fs

Pat_45 Post-Resistance SCUBE1 80274 37 22 43619184 43619184 Frame_Shift_Del DEL G - 8 558 c.1246delC c.(1246-1248)CGGfs p.R416fs

Pat_45 Post-Resistance ABHD6 57406 37 3 58260511 58260511 Frame_Shift_Del DEL G - 7 400 c.650delG c.(649-651)TGCfs p.C217fs

Pat_45 Post-Resistance CPOX 1371 37 3 98304296 98304297 Frame_Shift_Del DEL GA - 8 745 c.1160_1161delTC c.(1159-1161)CTCfs p.L387fs

Pat_45 Post-Resistance MYH15 22989 37 3 108139933 108139933 Splice_Site DEL A - 8 256 c.3889_splice c.e29+1 p.G1297_splice

Pat_45 Post-Resistance MRAS 22808 37 3 138121035 138121037 In_Frame_Del DEL AGA - 7 386 c.551_553delAGAc.(550-555)CAGAAG>CAG p.K189del

Pat_45 Post-Resistance PKD2 5311 37 4 88929174 88929176 In_Frame_Del DEL GAG - 6 3 c.289_291delGAG c.(289-291)GAGdel p.E102del

Pat_45 Post-Resistance CXXC4 80319 37 4 105412094 105412096 In_Frame_Del DEL GAG - 8 95 c.357_359delCTCc.(355-360)TCCTCG>TCGp.119_120SS>S

Pat_45 Post-Resistance SCLT1 132320 37 4 129864163 129864163 Frame_Shift_Del DEL T - 8 188 c.1620delA c.(1618-1620)AAAfs p.K540fs

Pat_45 Post-Resistance PDLIM4 8572 37 5 131606779 131606779 Frame_Shift_Del DEL C - 8 440 c.499delC c.(499-501)CCCfs p.P167fs

Pat_45 Post-Resistance TXNDC15 79770 37 5 134231988 134231989 Frame_Shift_Del DEL TC - 7 121 c.760_761delTC c.(760-762)TCTfs p.S254fs

Pat_45 Post-Resistance PCDHA6 56142 37 5 140208053 140208053 Frame_Shift_Del DEL T - 8 476 c.377delT c.(376-378)ATTfs p.I126fs

Pat_45 Post-Resistance VARS2 57176 37 6 30883771 30883771 Frame_Shift_Del DEL G - 7 1285 c.520delG c.(520-522)GGGfs p.G174fs

Pat_45 Post-Resistance COL9A1 1297 37 6 70964878 70964878 Frame_Shift_Del DEL C - 8 383 c.1586delG c.(1585-1587)GGTfs p.G529fs

Pat_45 Post-Resistance MDN1 23195 37 6 90374221 90374221 Frame_Shift_Del DEL C - 8 466 c.14221delG c.(14221-14223)GAGfs p.E4741fs

Pat_45 Post-Resistance SUN1 23353 37 7 883110 883110 Frame_Shift_Del DEL C - 8 1502 c.611delC c.(610-612)GCCfs p.A204fs

Pat_45 Post-Resistance MNX1 3110 37 7 156802730 156802732 In_Frame_Del DEL GCC - 4 8 c.313_315delGGC c.(313-315)GGCdel p.G105del

Pat_45 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 10 125 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_45 Post-Resistance CYC1 1537 37 8 145152139 145152141 In_Frame_Del DEL TGA - 8 114 c.878_880delTGA c.(877-882)TTGATG>TTG p.M296del

Pat_45 Post-Resistance ELAVL2 1993 37 9 23701410 23701410 Frame_Shift_Del DEL G - 9 1190 c.680delC c.(679-681)CCAfs p.P227fs

Pat_45 Post-Resistance PIGO 84720 37 9 35091693 35091693 Frame_Shift_Del DEL G - 9 181 c.2191delC c.(2191-2193)CGTfs p.R731fs

Pat_45 Post-Resistance GPR144 347088 37 9 127239329 127239331 In_Frame_Del DEL CTG - 4 3 .2842_2844delCTG c.(2842-2844)CTGdel p.L948del

Pat_45 Post-Resistance ANGPTL2 23452 37 9 129870357 129870357 Frame_Shift_Del DEL G - 7 87 c.654delC c.(652-654)CCCfs p.P218fs

Pat_45 Post-Resistance C9orf69 90120 37 9 139008444 139008446 In_Frame_Del DEL CAG - 8 77 c.375_377delCTGc.(373-378)TGCTGG>TGG p.C125del

Pat_45 Post-Resistance GYG2 8908 37 X 2799201 2799202 Frame_Shift_Ins INS - GGAA 4 7 1453_1454insGGA c.(1453-1455)GGGfs p.G485fs

Pat_51 Pre-Treatment TARS2 80222 37 1 150460373 150460374 Frame_Shift_Ins INS - T 7 125 c.106_107insT c.(106-108)CTTfs p.L36fs

Pat_51 Pre-Treatment FAM5B 57795 37 1 177250096 177250097 Frame_Shift_Ins INS - C 7 45 c.1784_1785insC c.(1783-1785)GGCfs p.G595fs

Pat_51 Pre-Treatment TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 9 102 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_51 Pre-Treatment TSPAN10 83882 37 17 79614933 79614936 Splice_Site DEL TAAC - 9 17 c.681_splice c.e3-1 p.F227_splice

Pat_51 Pre-Treatment EPN1 29924 37 19 56190126 56190150 Frame_Shift_Del DEL CTACAACGT - 11 34 CCTCACCTACAAACCTCACCTACAACGTTG p.D45fs

Pat_51 Pre-Treatment BLCAP 10904 37 20 36147480 36147480 Frame_Shift_Del DEL G - 15 33 c.97delC c.(97-99)CTGfs p.L33fs

Pat_51 Pre-Treatment BAP1 8314 37 3 52442559 52442562 Frame_Shift_Del DEL GACC - 14 1 c.183_186delGGTC c.(181-186)AAGGTCfs p.K61fs



Pat_51 Pre-Treatment HLA-A 3105 37 6 29911319 29911319 Frame_Shift_Del DEL G - 7 52 c.618delG c.(616-618)ACGfs p.T206fs

Pat_51 Pre-Treatment PRSS35 167681 37 6 84233673 84233702 In_Frame_Del DEL AGGACTATG - 9 75 GATGGAAAGGACTGATGGAAAGGACTATGTCDGKDYVKGS17

Pat_51 Pre-Treatment ZAN 7455 37 7 100385562 100385596 Frame_Shift_Del DEL CTTGCAAGG - 8 28 GCTACCGCTTGCACAGCTACCGCTTGCAAGG p.G2344fs

Pat_53 Pre-Treatment PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 10 330 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_53 Pre-Treatment CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 11 995 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_53 Pre-Treatment PRDM2 7799 37 1 14108749 14108749 Frame_Shift_Del DEL A - 29 1122 c.4459delA c.(4459-4461)AAAfs p.K1487fs

Pat_53 Pre-Treatment MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 9 175 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_53 Pre-Treatment MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 13 28 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_53 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 9 171 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_53 Pre-Treatment ARID1A 8289 37 1 27100182 27100184 In_Frame_Del DEL GCA - 9 214 .3978_3980delGCA(3976-3981)CCGCAG>CC p.Q1334del

Pat_53 Pre-Treatment SFRS4 6429 37 1 29475219 29475221 In_Frame_Del DEL CTT - 7 241 c.1186_1188delAAG c.(1186-1188)AAGdel p.K396del

Pat_53 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 8 562 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_53 Pre-Treatment CCDC30 728621 37 1 43002200 43002201 Frame_Shift_Del DEL AG - 37 269 c.45_46delAG c.(43-48)AAAGAGfs p.K15fs

Pat_53 Pre-Treatment EIF2B3 8891 37 1 45407182 45407182 Frame_Shift_Del DEL T - 10 341 c.450delA c.(448-450)AAAfs p.K150fs

Pat_53 Pre-Treatment IPP 3652 37 1 46184897 46184898 Frame_Shift_Del DEL AC - 15 438 c.1163_1164delGT c.(1162-1164)TGTfs p.C388fs

Pat_53 Pre-Treatment IPP 3652 37 1 46193446 46193446 Frame_Shift_Del DEL C - 9 694 c.905delG c.(904-906)GGTfs p.G302fs

Pat_53 Pre-Treatment LRRC41 10489 37 1 46752129 46752129 Frame_Shift_Del DEL A - 9 234 c.400delT c.(400-402)TCCfs p.S134fs

Pat_53 Pre-Treatment BEND5 79656 37 1 49201966 49201967 Frame_Shift_Ins INS - T 11 238 c.1052_1053insA c.(1051-1053)AAGfs p.K351fs

Pat_53 Pre-Treatment LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 15 307 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_53 Pre-Treatment TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 10 577 c.2225_2227delCTT.(2224-2229)CCTTCT>CC p.S746del

Pat_53 Pre-Treatment RBMXL1 494115 37 1 89448604 89448605 Frame_Shift_Ins INS - GG 26 787 c.905_906insCC c.(904-906)CCAfs p.P302fs

Pat_53 Pre-Treatment RBMXL1 494115 37 1 89449509 89449509 Frame_Shift_Del DEL T - 74 537 c.1delA c.(1-3)ATGfs p.M1fs

Pat_53 Pre-Treatment EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 365 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_53 Pre-Treatment KIAA1324 57535 37 1 109727724 109727725 Frame_Shift_Del DEL AC - 9 629 c.1010_1011delAC c.(1009-1011)TACfs p.Y337fs

Pat_53 Pre-Treatment GSTM3 2947 37 1 110280279 110280279 Frame_Shift_Del DEL T - 8 623 c.467delA c.(466-468)AAGfs p.K156fs

Pat_53 Pre-Treatment RPTN 126638 37 1 152127881 152127884 Frame_Shift_Del DEL TGTC - 9 2980 1691_1694delGAC c.(1690-1695)AGACAAfs p.R564fs

Pat_53 Pre-Treatment ASH1L 55870 37 1 155307999 155308000 Frame_Shift_Ins INS - T 10 306 c.8698_8699insA c.(8698-8700)ACAfs p.T2900fs

Pat_53 Pre-Treatment KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 21 550 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_53 Pre-Treatment SLAMF1 6504 37 1 160589601 160589601 Frame_Shift_Del DEL T - 19 869 c.829delA c.(829-831)AGCfs p.S277fs

Pat_53 Pre-Treatment PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 8 312 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_53 Pre-Treatment POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 10 583 .2201_2203delCCA.(2200-2205)TCCACC>TC p.T738del

Pat_53 Pre-Treatment CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 14 263 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_53 Pre-Treatment APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 11 662 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_53 Pre-Treatment PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 7 491 .1673_1675delAGG(1672-1677)AAGGAG>AA p.E559del

Pat_53 Pre-Treatment IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 7 209 .2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_53 Pre-Treatment TMEM63A 9725 37 1 226034840 226034842 In_Frame_Del DEL CTG - 12 414 .2323_2325delCAG c.(2323-2325)CAGdel p.Q775del

Pat_53 Pre-Treatment PCDH15 65217 37 10 55587198 55587200 In_Frame_Del DEL GGC - 11 215 .4320_4322delGC.(4318-4323)CCGCCT>CC1440_1441PP>

Pat_53 Pre-Treatment ANK3 288 37 10 61828745 61828747 In_Frame_Del DEL GTG - 7 161 11892_11894delCA(11890-11895)ACCACT>AC3964_3965TT>

Pat_53 Pre-Treatment FAS 355 37 10 90768708 90768708 Frame_Shift_Del DEL T - 10 3598 c.397delT c.(397-399)TTTfs p.F133fs

Pat_53 Pre-Treatment TM9SF3 56889 37 10 98336475 98336475 Frame_Shift_Del DEL T - 8 481 c.214delA c.(214-216)AGTfs p.S72fs

Pat_53 Pre-Treatment C10orf62 414157 37 10 99350236 99350237 Frame_Shift_Ins INS - CA 9 278 c.582_583insCA c.(580-585)AATCACfs p.N194fs

Pat_53 Pre-Treatment LOC653544 653544 37 10 135491013 135491014 Frame_Shift_Ins INS - T 8 266 c.624_625insT c.(622-627)GCCAGGfs p.A208fs

Pat_53 Pre-Treatment LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 14 268 c.647delG c.(646-648)AGGfs p.R216fs

Pat_53 Pre-Treatment TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 10 226 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_53 Pre-Treatment OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 10 212 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_53 Pre-Treatment RARRES3 5920 37 11 63313709 63313709 Frame_Shift_Del DEL A - 11 526 c.476delA c.(475-477)CAAfs p.Q159fs

Pat_53 Pre-Treatment VEGFB 7423 37 11 64004663 64004663 Frame_Shift_Del DEL A - 14 595 c.379delA c.(379-381)AAAfs p.K127fs



Pat_53 Pre-Treatment UVRAG 7405 37 11 75727924 75727924 Frame_Shift_Del DEL T - 7 515 c.1126delT c.(1126-1128)TTTfs p.F376fs

Pat_53 Pre-Treatment CD3G 917 37 11 118220583 118220583 Frame_Shift_Del DEL A - 16 225 c.205delA c.(205-207)AAAfs p.K69fs

Pat_53 Pre-Treatment MLL 4297 37 11 118344185 118344186 Frame_Shift_Ins INS - C 7 690 c.2311_2312insC c.(2311-2313)ACCfs p.T771fs

Pat_53 Pre-Treatment CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 27 827 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_53 Pre-Treatment SRPR 6734 37 11 126137087 126137087 Frame_Shift_Del DEL T - 26 1121 c.509delA c.(508-510)AAGfs p.K170fs

Pat_53 Pre-Treatment PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 8 651 .3440_3442delCCA.(3439-3444)ACCAAC>AA p.T1147del

Pat_53 Pre-Treatment GLB1L3 112937 37 11 134181005 134181005 Frame_Shift_Del DEL C - 7 1271 c.1228delC c.(1228-1230)CCCfs p.P410fs

Pat_53 Pre-Treatment LRRC23 10233 37 12 7015719 7015719 Frame_Shift_Del DEL C - 10 2402 c.383delC c.(382-384)GCCfs p.A128fs

Pat_53 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 10 695 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_53 Pre-Treatment CASC1 55259 37 12 25314066 25314068 In_Frame_Del DEL CTC - 7 864 c.67_69delGAG c.(67-69)GAGdel p.E23del

Pat_53 Pre-Treatment SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 8 397 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_53 Pre-Treatment CCNT1 904 37 12 49087434 49087436 In_Frame_Del DEL ATG - 47 1644 c.1561_1563delCAT c.(1561-1563)CATdel p.H521del

Pat_53 Pre-Treatment OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 10 455 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_53 Pre-Treatment IKZF4 64375 37 12 56428977 56428978 Frame_Shift_Del DEL GG - 7 1087 c.1620_1621delGGc.(1618-1623)CTGGACfs p.L540fs

Pat_53 Pre-Treatment B4GALNT1 2583 37 12 58025102 58025103 Frame_Shift_Ins INS - C 8 228 c.263_264insG c.(262-264)GGCfs p.G88fs

Pat_53 Pre-Treatment MSI1 4440 37 12 120800902 120800903 Frame_Shift_Ins INS - C 7 722 c.345_346insG c.(343-348)GGGCTGfs p.G115fs

Pat_53 Pre-Treatment POP5 51367 37 12 121017154 121017156 In_Frame_Del DEL CTC - 7 364 c.457_459delGAG c.(457-459)GAGdel p.E153del

Pat_53 Pre-Treatment SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 19 422 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_53 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 14 762 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_53 Pre-Treatment TSC22D1 8848 37 13 45148706 45148708 In_Frame_Del DEL TGC - 7 250 .1503_1505delGCA.(1501-1506)CAGCAA>CA.501_502QQ>Q

Pat_53 Pre-Treatment ZC3H13 23091 37 13 46553948 46553949 Frame_Shift_Del DEL CT - 7 576 c.1911_1912delAG c.(1909-1914)AGAGATfs p.R637fs

Pat_53 Pre-Treatment LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 8 1045 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_53 Pre-Treatment ZIC2 7546 37 13 100635008 100635010 In_Frame_Del DEL CCA - 13 96 c.690_692delCCAc.(688-693)GCCCAC>GCC p.H239del

Pat_53 Pre-Treatment LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 14 266 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_53 Pre-Treatment JPH4 84502 37 14 24040436 24040436 Frame_Shift_Del DEL C - 23 388 c.1504delG c.(1504-1506)GCAfs p.A502fs

Pat_53 Pre-Treatment PSMA6 5687 37 14 35782216 35782216 Frame_Shift_Del DEL A - 11 835 c.539delA c.(538-540)GAAfs p.E180fs

Pat_53 Pre-Treatment C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 14 304 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_53 Pre-Treatment MGAT2 4247 37 14 50088327 50088327 Frame_Shift_Del DEL C - 7 399 c.341delC c.(340-342)GCCfs p.A114fs

Pat_53 Pre-Treatment PRKCH 5583 37 14 62014535 62014535 Frame_Shift_Del DEL T - 7 1033 c.1836delT c.(1834-1836)CCTfs p.P612fs

Pat_53 Pre-Treatment SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 10 347 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_53 Pre-Treatment C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 14 679 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_53 Pre-Treatment C15orf52 388115 37 15 40631782 40631782 Frame_Shift_Del DEL C - 8 435 c.294delG c.(292-294)GGGfs p.G98fs

Pat_53 Pre-Treatment SLTM 79811 37 15 59182564 59182565 Frame_Shift_Del DEL CT - 32 519 c.1994_1995delAG c.(1993-1995)GAGfs p.E665fs

Pat_53 Pre-Treatment RNF111 54778 37 15 59359142 59359144 In_Frame_Del DEL CAC - 7 387 .1546_1548delCAC c.(1546-1548)CACdel p.H520del

Pat_53 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 9 632 .4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_53 Pre-Treatment SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 9 227 .1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_53 Pre-Treatment CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 146 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_53 Pre-Treatment UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 8 932 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_53 Pre-Treatment KIAA0430 9665 37 16 15729982 15729984 In_Frame_Del DEL CCA - 10 509 c.360_362delTGGc.(358-363)GGTGGC>GGC.120_121GG>G

Pat_53 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 12 2259 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_53 Pre-Treatment ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 8 732 .3300_3302delGC(3298-3303)GGGCTG>GG p.L1106del

Pat_53 Pre-Treatment SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 13 486 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_53 Pre-Treatment BRD7 29117 37 16 50368678 50368679 Frame_Shift_Del DEL CT - 54 778 c.830_831delAG c.(829-831)GAGfs p.E277fs

Pat_53 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 9 371 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_53 Pre-Treatment CKLF 51192 37 16 66592117 66592117 Frame_Shift_Del DEL T - 7 766 c.103delT c.(103-105)TTTfs p.F35fs

Pat_53 Pre-Treatment ZFP90 146198 37 16 68598462 68598463 Frame_Shift_Ins INS - A 9 653 c.1772_1773insA c.(1771-1773)CGAfs p.R591fs

Pat_53 Pre-Treatment NOB1 28987 37 16 69782978 69782980 In_Frame_Del DEL TCC - 10 322 c.567_569delGGAc.(565-570)GAGGAA>GAAp.189_190EE>E



Pat_53 Pre-Treatment ADAMTS18 170692 37 16 77356311 77356311 Frame_Shift_Del DEL A - 7 305 c.2085delT c.(2083-2085)TTTfs p.F695fs

Pat_53 Pre-Treatment NUP88 4927 37 17 5290964 5290964 Frame_Shift_Del DEL T - 7 845 c.1796delA c.(1795-1797)AAGfs p.K599fs

Pat_53 Pre-Treatment FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 12 1022 .1773_1775delCCG(1771-1776)CGCCGT>CGp.591_592RR>R

Pat_53 Pre-Treatment SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 19 830 .4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_53 Pre-Treatment SUPT6H 6830 37 17 27028487 27028487 Frame_Shift_Del DEL A - 7 266 c.5025delA c.(5023-5025)GGAfs p.G1675fs

Pat_53 Pre-Treatment CDC27 996 37 17 45219355 45219355 Frame_Shift_Del DEL C - 7 701 c.1415delG c.(1414-1416)GGTfs p.G472fs

Pat_53 Pre-Treatment SPAG9 9043 37 17 49077041 49077041 Frame_Shift_Del DEL T - 8 210 c.1645delA c.(1645-1647)AGGfs p.R549fs

Pat_53 Pre-Treatment BZRAP1 9256 37 17 56387404 56387406 In_Frame_Del DEL TCC - 7 138 .3813_3815delGG.(3811-3816)GAGGAA>GA1271_1272EE>

Pat_53 Pre-Treatment FTSJ3 117246 37 17 61899155 61899157 In_Frame_Del DEL CTC - 8 503 .1522_1524delGAG c.(1522-1524)GAGdel p.E508del

Pat_53 Pre-Treatment BPTF 2186 37 17 65940454 65940456 In_Frame_Del DEL CAC - 7 578 .6666_6668delCAC(6664-6669)AGCACC>AG p.T2227del

Pat_53 Pre-Treatment ZNF236 7776 37 18 74593429 74593430 Frame_Shift_Ins INS - A 7 300 c.1372_1373insA c.(1372-1374)GAAfs p.E458fs

Pat_53 Pre-Treatment C19orf29 58509 37 19 3613226 3613227 In_Frame_Ins INS - CCTCGC 14 86 615_1616insGCGA615-1617)GCG>GGCGAGGp.538_539insGE

Pat_53 Pre-Treatment DNM2 1785 37 19 10940986 10940986 Frame_Shift_Del DEL C - 10 505 c.2475delC c.(2473-2475)TTCfs p.F825fs

Pat_53 Pre-Treatment ZNF563 147837 37 19 12430217 12430217 Frame_Shift_Del DEL A - 10 505 c.622delT c.(622-624)TGGfs p.W208fs

Pat_53 Pre-Treatment CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 9 65 .1005_1007delGCA.(1003-1008)CAGCAA>CA.335_336QQ>Q

Pat_53 Pre-Treatment HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 9 479 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_53 Pre-Treatment C19orf55 148137 37 19 36255947 36255949 In_Frame_Del DEL CTC - 8 624 c.639_641delCTC c.(637-642)ATCTCC>ATC p.S218del

Pat_53 Pre-Treatment LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 7 671 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_53 Pre-Treatment RSPH6A 81492 37 19 46299147 46299149 In_Frame_Del DEL CCT - 7 193 .2132_2134delAGG(2131-2136)GAGGGC>GG p.E711del

Pat_53 Pre-Treatment RSPH6A 81492 37 19 46299165 46299167 In_Frame_Del DEL CCT - 16 222 .2114_2116delAGG(2113-2118)GAGGGC>GG p.E705del

Pat_53 Pre-Treatment SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 10 291 .2130_2132delGG(2128-2133)GAGGAC>GA p.E710del

Pat_53 Pre-Treatment ASXL2 55252 37 2 26022304 26022306 In_Frame_Del DEL CTG - 15 685 c.351_353delCAGc.(349-354)AGCAGT>AGTp.117_118SS>S

Pat_53 Pre-Treatment DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 12 253 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_53 Pre-Treatment PSME4 23198 37 2 54167139 54167140 Splice_Site INS - G 8 637 c.501_splice c.e4-1 p.N167_splice

Pat_53 Pre-Treatment MTIF2 4528 37 2 55464461 55464461 Frame_Shift_Del DEL T - 7 267 c.1974delA c.(1972-1974)AAAfs p.K658fs

Pat_53 Pre-Treatment UGP2 7360 37 2 64084969 64084969 Frame_Shift_Del DEL A - 9 1913 c.154delA c.(154-156)AAAfs p.K52fs

Pat_53 Pre-Treatment TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 11 348 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_53 Pre-Treatment ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 14 147 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_53 Pre-Treatment IL1F6 27179 37 2 113764196 113764198 In_Frame_Del DEL GCC - 7 1273 c.146_148delGCCc.(145-150)TGCCGA>TGA p.49_50CR>*

Pat_53 Pre-Treatment MKI67IP 84365 37 2 122485323 122485323 Frame_Shift_Del DEL T - 7 548 c.859delA c.(859-861)AGAfs p.R287fs

Pat_53 Pre-Treatment PLA2R1 22925 37 2 160801441 160801442 Frame_Shift_Ins INS - T 8 660 c.4119_4120insA c.(4117-4122)AAAGGCfs p.K1373fs

Pat_53 Pre-Treatment MYO3B 140469 37 2 171240259 171240259 Frame_Shift_Del DEL C - 7 356 c.1225delC c.(1225-1227)CCCfs p.P409fs

Pat_53 Pre-Treatment RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 20 321 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_53 Pre-Treatment ITGAV 3685 37 2 187521084 187521085 Frame_Shift_Ins INS - G 8 1043 c.1675_1676insG c.(1675-1677)AGGfs p.R559fs

Pat_53 Pre-Treatment SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 14 1437 c.591delT c.(589-591)GCTfs p.A197fs

Pat_53 Pre-Treatment GIGYF2 26058 37 2 233676006 233676008 In_Frame_Del DEL CAG - 11 343 .1951_1953delCAG c.(1951-1953)CAGdel p.Q655del

Pat_53 Pre-Treatment GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 7 267 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_53 Pre-Treatment FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 61 695 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_53 Pre-Treatment NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 7 223 .3090_3092delGCA.(3088-3093)CAGCAA>CA1030_1031QQ>

Pat_53 Pre-Treatment KCNB1 3745 37 20 47989771 47989772 Frame_Shift_Ins INS - G 7 1044 c.2325_2326insC c.(2323-2328)CCCAAAfs p.P775fs

Pat_53 Pre-Treatment YTHDF1 54915 37 20 61833650 61833652 In_Frame_Del DEL CCT - 10 428 .1640_1642delAGG(1639-1644)GAGGTG>GT p.E547del

Pat_53 Pre-Treatment TPTE 7179 37 21 10944697 10944697 Frame_Shift_Del DEL A - 16 605 c.537delT c.(535-537)TTTfs p.F179fs

Pat_53 Pre-Treatment C21orf91 54149 37 21 19169352 19169352 Frame_Shift_Del DEL G - 7 325 c.211delC c.(211-213)CAGfs p.Q71fs

Pat_53 Pre-Treatment SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 10 348 .2897_2899delAGC.(2896-2901)CAGCCA>CC p.Q966del

Pat_53 Pre-Treatment SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 9 252 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_53 Pre-Treatment MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 7 157 .4049_4051delAGG(4048-4053)GAGGCC>GC p.E1350del

Pat_53 Pre-Treatment CDC42EP1 11135 37 22 37964409 37964429 In_Frame_Del DEL CTGCTGCAA - 37 87 CAGCGCCTGCTGCAGCGCCTGCTGCAAACCAPAANPS254d



Pat_53 Pre-Treatment DNAJB7 150353 37 22 41257114 41257115 Frame_Shift_Ins INS - T 8 404 c.884_885insA c.(883-885)AAGfs p.K295fs

Pat_53 Pre-Treatment RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 23 304 c.1101_1103delGGA.(1099-1104)GAGGAA>GAp.367_368EE>E

Pat_53 Pre-Treatment SREBF2 6721 37 22 42262949 42262951 In_Frame_Del DEL GCA - 7 159 c.203_205delGCAc.(202-207)GGCAGC>GGC p.S74del

Pat_53 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 16 787 c.896delA c.(895-897)AATfs p.N299fs

Pat_53 Pre-Treatment TATDN2 9797 37 3 10291121 10291123 In_Frame_Del DEL CTC - 8 742 c.237_239delCTCc.(235-240)AACTCC>AAC p.S83del

Pat_53 Pre-Treatment NKTR 4820 37 3 42679764 42679764 Frame_Shift_Del DEL A - 8 234 c.2568delA c.(2566-2568)TCAfs p.S856fs

Pat_53 Pre-Treatment ANO10 55129 37 3 43647213 43647213 Frame_Shift_Del DEL T - 12 299 c.132delA c.(130-132)AAAfs p.K44fs

Pat_53 Pre-Treatment MAP4 4134 37 3 47957524 47957525 Frame_Shift_Del DEL TG - 7 679 c.1792_1793delCA c.(1792-1794)CAAfs p.Q598fs

Pat_53 Pre-Treatment ALAS1 211 37 3 52246368 52246368 Frame_Shift_Del DEL G - 8 1999 c.1694delG c.(1693-1695)CGGfs p.R565fs

Pat_53 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 13 987 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_53 Pre-Treatment EAF2 55840 37 3 121573658 121573659 Frame_Shift_Ins INS - A 7 478 c.326_327insA c.(325-327)GTAfs p.V109fs

Pat_53 Pre-Treatment MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 12 305 .6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_53 Pre-Treatment PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 15 1587 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_53 Pre-Treatment FETUB 26998 37 3 186362544 186362544 Frame_Shift_Del DEL A - 10 383 c.429delA c.(427-429)TCAfs p.S143fs

Pat_53 Pre-Treatment RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 12 1197 c.490delA c.(490-492)AGGfs p.R164fs

Pat_53 Pre-Treatment CRIPAK 285464 37 4 1388498 1388499 Frame_Shift_Del DEL CA - 8 1203 c.199_200delCA c.(199-201)CACfs p.H67fs

Pat_53 Pre-Treatment CRIPAK 285464 37 4 1388622 1388623 Frame_Shift_Ins INS - CA 10 1005 c.323_324insCA c.(322-324)CTCfs p.L108fs

Pat_53 Pre-Treatment PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 8 327 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_53 Pre-Treatment KLF3 51274 37 4 38691476 38691476 Frame_Shift_Del DEL C - 7 938 c.671delC c.(670-672)TCCfs p.S224fs

Pat_53 Pre-Treatment FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 26 207 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_53 Pre-Treatment AASDH 132949 37 4 57220269 57220269 Frame_Shift_Del DEL A - 25 268 c.1319delT c.(1318-1320)TTGfs p.L440fs

Pat_53 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 8 1289 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_53 Pre-Treatment EXOSC9 5393 37 4 122723894 122723894 Frame_Shift_Del DEL T - 9 441 c.227delT c.(226-228)CTTfs p.L76fs

Pat_53 Pre-Treatment OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 7 327 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_53 Pre-Treatment LRBA 987 37 4 151509211 151509211 Frame_Shift_Del DEL T - 10 1102 c.6352delA c.(6352-6354)ATCfs p.I2118fs

Pat_53 Pre-Treatment PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 9 177 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_53 Pre-Treatment CTNND2 1501 37 5 11110989 11110991 In_Frame_Del DEL TTC - 43 1126 .2442_2444delGAA.(2440-2445)AAGAAA>AAAp.814_815KK>K

Pat_53 Pre-Treatment DNAH5 1767 37 5 13701426 13701426 Frame_Shift_Del DEL A - 7 385 c.13458delT c.(13456-13458)TTTfs p.F4486fs

Pat_53 Pre-Treatment CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 7 965 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_53 Pre-Treatment C6 729 37 5 41160299 41160300 Frame_Shift_Del DEL AC - 9 581 c.1628_1629delGT c.(1627-1629)TGTfs p.C543fs

Pat_53 Pre-Treatment TAF9 6880 37 5 68660786 68660788 In_Frame_Del DEL TCA - 8 354 c.777_779delTGAc.(775-780)GATGAC>GACp.259_260DD>D

Pat_53 Pre-Treatment THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 9 838 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_53 Pre-Treatment MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 12 828 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_53 Pre-Treatment AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 7 277 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_53 Pre-Treatment PCDHB3 56132 37 5 140481964 140481976 Frame_Shift_Del DEL GGGCGGCTG - 7 112 743delCCGGGCG9-1743)CCCCGGGCGGCT p.P577fs

Pat_53 Pre-Treatment TIMD4 91937 37 5 156378745 156378747 In_Frame_Del DEL TTG - 9 716 c.455_457delCAAc.(454-459)ACAAGC>AGC p.T152del

Pat_53 Pre-Treatment RNF145 153830 37 5 158621763 158621763 Frame_Shift_Del DEL A - 7 924 c.254delT c.(253-255)TTGfs p.L85fs

Pat_53 Pre-Treatment CANX 821 37 5 179149920 179149920 Frame_Shift_Del DEL T - 8 376 c.1298delT c.(1297-1299)ATTfs p.I433fs

Pat_53 Pre-Treatment DSP 1832 37 6 7575664 7575664 Frame_Shift_Del DEL A - 8 990 c.2573delA c.(2572-2574)GAAfs p.E858fs

Pat_53 Pre-Treatment BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 10 526 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_53 Pre-Treatment BTN2A3 54718 37 6 26422388 26422390 In_Frame_Del DEL CCT - 31 837 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L19del

Pat_53 Pre-Treatment HLA-A 3105 37 6 29911319 29911319 Frame_Shift_Del DEL G - 24 169 c.618delG c.(616-618)ACGfs p.T206fs

Pat_53 Pre-Treatment BAT2 7916 37 6 31604005 31604005 Frame_Shift_Del DEL C - 8 1619 c.5644delC c.(5644-5646)CCCfs p.P1882fs

Pat_53 Pre-Treatment BAT3 7917 37 6 31617055 31617055 Frame_Shift_Del DEL G - 7 413 c.344delC c.(343-345)CCTfs p.P115fs

Pat_53 Pre-Treatment FKBPL 63943 37 6 32097086 32097086 Frame_Shift_Del DEL C - 7 1472 c.472delG c.(472-474)GAGfs p.E158fs

Pat_53 Pre-Treatment FKBP5 2289 37 6 35610515 35610515 Frame_Shift_Del DEL T - 7 658 c.87delA c.(85-87)AAAfs p.K29fs

Pat_53 Pre-Treatment ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 9 1684 c.1570delA c.(1570-1572)AGGfs p.R524fs



Pat_53 Pre-Treatment CD2AP 23607 37 6 47576961 47576961 Frame_Shift_Del DEL A - 7 393 c.1735delA c.(1735-1737)AAAfs p.K579fs

Pat_53 Pre-Treatment KIAA1009 22832 37 6 84896233 84896233 Frame_Shift_Del DEL A - 11 463 c.1218delT c.(1216-1218)TTTfs p.F406fs

Pat_53 Pre-Treatment GRM1 2911 37 6 146755399 146755401 In_Frame_Del DEL CAG - 9 339 .3052_3054delCAG c.(3052-3054)CAGdel p.Q1022del

Pat_53 Pre-Treatment COX19 90639 37 7 1009017 1009017 Frame_Shift_Del DEL T - 7 1627 c.270delA c.(268-270)AAAfs p.K90fs

Pat_53 Pre-Treatment C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 12 671 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_53 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 7 85 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_53 Pre-Treatment OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 15 609 c.233delT c.(232-234)ATTfs p.I78fs

Pat_53 Pre-Treatment DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 11 1281 c.693delA c.(691-693)CCAfs p.P231fs

Pat_53 Pre-Treatment CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 10 663 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_53 Pre-Treatment XRCC2 7516 37 7 152346220 152346220 Frame_Shift_Del DEL A - 7 287 c.350delT c.(349-351)TTGfs p.L117fs

Pat_53 Pre-Treatment SFTPC 6440 37 8 22020159 22020161 In_Frame_Del DEL GTG - 8 251 c.115_117delGTG c.(115-117)GTGdel p.V44del

Pat_53 Pre-Treatment C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 7 576 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_53 Pre-Treatment MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 17 519 .2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_53 Pre-Treatment PABPC1 26986 37 8 101730036 101730037 Frame_Shift_Ins INS - C 24 276 c.467_468insG c.(466-468)GAAfs p.E156fs

Pat_53 Pre-Treatment C8orf76 84933 37 8 124250059 124250063 Frame_Shift_Del DEL CGCCT - 28 138 332_336delAGGC c.(331-336)GAGGCGfs p.E111fs

Pat_53 Pre-Treatment ANXA13 312 37 8 124707761 124707762 Frame_Shift_Ins INS - T 13 772 c.451_452insA c.(451-453)ATCfs p.I151fs

Pat_53 Pre-Treatment PLEC 5339 37 8 145000951 145000953 Splice_Site DEL CCT - 7 494 c.4455_splice c.e30+1 p.E1485_splice

Pat_53 Pre-Treatment MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 13 97 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_53 Pre-Treatment TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 10 255 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_53 Pre-Treatment VCP 7415 37 9 35059646 35059647 Frame_Shift_Ins INS - T 10 234 c.1847_1848insA c.(1846-1848)AATfs p.N616fs

Pat_53 Pre-Treatment TLN1 7094 37 9 35720430 35720430 Frame_Shift_Del DEL T - 7 801 c.1283delA c.(1282-1284)AAGfs p.K428fs

Pat_53 Pre-Treatment C9orf114 51490 37 9 131591119 131591120 Frame_Shift_Ins INS - T 11 253 c.102_103insA c.(100-105)AAATGGfs p.K34fs

Pat_53 Pre-Treatment NUP188 23511 37 9 131750436 131750436 Frame_Shift_Del DEL C - 9 679 c.2504delC c.(2503-2505)TCCfs p.S835fs

Pat_53 Pre-Treatment PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 15 355 c.394delC c.(394-396)CCCfs p.P132fs

Pat_53 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 10 242 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_53 Pre-Treatment IRS4 8471 37 X 107977802 107977803 Frame_Shift_Ins INS - C 10 367 c.1772_1773insG c.(1771-1773)GGCfs p.G591fs

Pat_53 Pre-Treatment SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 56 590 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_53 Pre-Treatment MAGEC1 9947 37 X 140994639 140994641 In_Frame_Del DEL CTC - 7 470 c.1449_1451delCTC.(1447-1452)AGCTCC>AGp.483_484SS>S

Pat_53 Pre-Treatment SPANXN3 139067 37 X 142605149 142605149 Frame_Shift_Del DEL T - 12 233 c.71delA c.(70-72)AATfs p.N24fs

Pat_53 Post-Resistance CAMTA1 23261 37 1 7811329 7811329 Frame_Shift_Del DEL A - 8 622 c.4760delA c.(4759-4761)CAAfs p.Q1587fs

Pat_53 Post-Resistance TNFRSF9 3604 37 1 7998254 7998254 Frame_Shift_Del DEL T - 8 643 c.345delA c.(343-345)AAAfs p.K115fs

Pat_53 Post-Resistance PRDM2 7799 37 1 14108749 14108749 Frame_Shift_Del DEL A - 48 794 c.4459delA c.(4459-4461)AAAfs p.K1487fs

Pat_53 Post-Resistance MST1P9 11223 37 1 17086085 17086086 Frame_Shift_Ins INS - C 7 9 c.811_812insG c.(811-813)GCGfs p.A271fs

Pat_53 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 7 187 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_53 Post-Resistance CCDC30 728621 37 1 43002200 43002201 Frame_Shift_Del DEL AG - 24 139 c.45_46delAG c.(43-48)AAAGAGfs p.K15fs

Pat_53 Post-Resistance LRRIQ3 127255 37 1 74575212 74575213 Frame_Shift_Ins INS - T 20 398 c.732_733insA c.(730-735)AAACAGfs p.K244fs

Pat_53 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 9 305 c.136delA c.(136-138)ATAfs p.I46fs

Pat_53 Post-Resistance GBP3 2635 37 1 89473441 89473442 Frame_Shift_Ins INS - T 23 504 c.1753_1754insA c.(1753-1755)ACCfs p.T585fs

Pat_53 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 299 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_53 Post-Resistance TRIM33 51592 37 1 114968116 114968118 In_Frame_Del DEL TGT - 9 620 c.1648_1650delACA c.(1648-1650)ACAdel p.T550del

Pat_53 Post-Resistance CD160 11126 37 1 145704034 145704034 Frame_Shift_Del DEL A - 7 501 c.383delT c.(382-384)TTCfs p.F128fs

Pat_53 Post-Resistance BCL9 607 37 1 147091501 147091501 Frame_Shift_Del DEL C - 12 251 c.1540delC c.(1540-1542)CCCfs p.P514fs

Pat_53 Post-Resistance ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 12 207 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_53 Post-Resistance RPTN 126638 37 1 152127845 152127848 Frame_Shift_Del DEL TGTC - 8 1574 1727_1730delGAC c.(1726-1731)AGACAAfs p.R576fs

Pat_53 Post-Resistance RPTN 126638 37 1 152127881 152127884 Frame_Shift_Del DEL TGTC - 13 2210 1691_1694delGAC c.(1690-1695)AGACAAfs p.R564fs

Pat_53 Post-Resistance RPTN 126638 37 1 152127917 152127920 Frame_Shift_Del DEL TGTC - 14 2404 1655_1658delGAC c.(1654-1659)AGACAAfs p.R552fs

Pat_53 Post-Resistance NPR1 4881 37 1 153659175 153659175 Frame_Shift_Del DEL C - 12 231 c.1812delC c.(1810-1812)GACfs p.D604fs



Pat_53 Post-Resistance KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 22 506 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_53 Post-Resistance SLAMF1 6504 37 1 160589601 160589601 Frame_Shift_Del DEL T - 12 820 c.829delA c.(829-831)AGCfs p.S277fs

Pat_53 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 218 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_53 Post-Resistance PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 9 299 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_53 Post-Resistance ABL2 27 37 1 179078404 179078404 Frame_Shift_Del DEL G - 8 662 c.1998delC c.(1996-1998)CCCfs p.P666fs

Pat_53 Post-Resistance APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 10 448 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_53 Post-Resistance PRG4 10216 37 1 186276374 186276376 In_Frame_Del DEL CCA - 7 370 .1523_1525delCCA(1522-1527)CCCACC>CC p.T511del

Pat_53 Post-Resistance TP53BP2 7159 37 1 223991931 223991931 Frame_Shift_Del DEL T - 7 640 c.594delA c.(592-594)AAAfs p.K198fs

Pat_53 Post-Resistance CUBN 8029 37 10 17113554 17113554 Frame_Shift_Del DEL A - 7 339 c.2496delT c.(2494-2496)TTTfs p.F832fs

Pat_53 Post-Resistance FRMPD2 143162 37 10 49409419 49409420 Frame_Shift_Ins INS - T 8 350 c.1805_1806insA c.(1804-1806)AAGfs p.K602fs

Pat_53 Post-Resistance BICC1 80114 37 10 60380663 60380663 Splice_Site DEL T - 7 249 c.237_splice c.e2+2 p.K79_splice

Pat_53 Post-Resistance RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 12 195 c.457delA c.(457-459)ATGfs p.M153fs

Pat_53 Post-Resistance TM9SF3 56889 37 10 98336475 98336475 Frame_Shift_Del DEL T - 9 294 c.214delA c.(214-216)AGTfs p.S72fs

Pat_53 Post-Resistance LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 8 308 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_53 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 8 146 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_53 Post-Resistance TSG101 7251 37 11 18505466 18505466 Frame_Shift_Del DEL T - 8 669 c.794delA c.(793-795)AAGfs p.K265fs

Pat_53 Post-Resistance APIP 51074 37 11 34910341 34910341 Frame_Shift_Del DEL T - 7 190 c.283delA c.(283-285)AGCfs p.S95fs

Pat_53 Post-Resistance PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 11 558 c.302delG c.(301-303)GGTfs p.G101fs

Pat_53 Post-Resistance ACCS 84680 37 11 44098856 44098856 Frame_Shift_Del DEL A - 8 457 c.584delA c.(583-585)TATfs p.Y195fs

Pat_53 Post-Resistance TSKU 25987 37 11 76506673 76506675 In_Frame_Del DEL CTG - 9 121 c.13_15delCTG c.(13-15)CTGdel p.L9del

Pat_53 Post-Resistance TAF1D 79101 37 11 93471453 93471453 Frame_Shift_Del DEL T - 7 533 c.281delA c.(280-282)AAGfs p.K94fs

Pat_53 Post-Resistance CD3G 917 37 11 118220583 118220583 Frame_Shift_Del DEL A - 10 143 c.205delA c.(205-207)AAAfs p.K69fs

Pat_53 Post-Resistance CBL 867 37 11 119149356 119149358 In_Frame_Del DEL ATG - 7 102 c.1364_1366delATGc.(1363-1368)TATGAT>TAT p.D460del

Pat_53 Post-Resistance C11orf61 79684 37 11 124637350 124637350 Frame_Shift_Del DEL C - 7 280 c.1402delG c.(1402-1404)GAAfs p.E468fs

Pat_53 Post-Resistance CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 12 489 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_53 Post-Resistance SRPR 6734 37 11 126137087 126137087 Frame_Shift_Del DEL T - 35 1096 c.509delA c.(508-510)AAGfs p.K170fs

Pat_53 Post-Resistance PRB1 5542 37 12 11506815 11506816 In_Frame_Ins INS - GGA 9 354 c.221_222insTCCc.(220-222)CCA>CCTCCA p.74_74P>PP

Pat_53 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 7 232 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_53 Post-Resistance CCNT1 904 37 12 49087434 49087436 In_Frame_Del DEL ATG - 35 867 c.1561_1563delCAT c.(1561-1563)CATdel p.H521del

Pat_53 Post-Resistance KRT1 3848 37 12 53069189 53069190 In_Frame_Ins INS - GCC 2 4 .1722_1723insGG c.(1720-1725)insGGC p.574_575insG

Pat_53 Post-Resistance OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 11 307 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_53 Post-Resistance ESYT1 23344 37 12 56525070 56525070 Frame_Shift_Del DEL T - 7 309 c.684delT c.(682-684)TATfs p.Y228fs

Pat_53 Post-Resistance UHRF1BP1L 23074 37 12 100466559 100466559 Frame_Shift_Del DEL G - 7 257 c.1440delC c.(1438-1440)CCCfs p.P480fs

Pat_53 Post-Resistance SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 10 189 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_53 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 13 328 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_53 Post-Resistance SACS 26278 37 13 23914687 23914687 Frame_Shift_Del DEL T - 27 853 c.3328delA c.(3328-3330)ATTfs p.I1110fs

Pat_53 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 7 864 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_53 Post-Resistance ABCC4 10257 37 13 95696016 95696016 Frame_Shift_Del DEL T - 11 276 c.3655delA c.(3655-3657)ATCfs p.I1219fs

Pat_53 Post-Resistance LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 14 206 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_53 Post-Resistance C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 15 199 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_53 Post-Resistance MGAT2 4247 37 14 50088327 50088327 Frame_Shift_Del DEL C - 7 355 c.341delC c.(340-342)GCCfs p.A114fs

Pat_53 Post-Resistance C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 21 611 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_53 Post-Resistance SLTM 79811 37 15 59182564 59182565 Frame_Shift_Del DEL CT - 22 405 c.1994_1995delAG c.(1993-1995)GAGfs p.E665fs

Pat_53 Post-Resistance CPLX3 594855 37 15 75122558 75122560 In_Frame_Del DEL GAG - 7 175 c.340_342delGAG c.(340-342)GAGdel p.E118del

Pat_53 Post-Resistance TIGD7 91151 37 16 3350472 3350472 Frame_Shift_Del DEL T - 8 281 c.143delA c.(142-144)AATfs p.N48fs

Pat_53 Post-Resistance C16orf88 400506 37 16 19722723 19722724 Frame_Shift_Ins INS - T 7 250 c.957_958insA c.(955-960)AAAGGCfs p.K319fs

Pat_53 Post-Resistance EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 16 2050 c.871_873delGAG c.(871-873)GAGdel p.E295del



Pat_53 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 9 484 .3300_3302delGC(3298-3303)GGGCTG>GG p.L1106del

Pat_53 Post-Resistance SRCAP 10847 37 16 30736370 30736371 Frame_Shift_Ins INS - C 14 564 c.5625_5626insC c.(5623-5628)CAGCCCfs p.Q1875fs

Pat_53 Post-Resistance BRD7 29117 37 16 50368678 50368679 Frame_Shift_Del DEL CT - 44 726 c.830_831delAG c.(829-831)GAGfs p.E277fs

Pat_53 Post-Resistance IRX6 79190 37 16 55362674 55362676 In_Frame_Del DEL GAG - 12 82 c.784_786delGAG c.(784-786)GAGdel p.E268del

Pat_53 Post-Resistance CPNE2 221184 37 16 57153143 57153144 Frame_Shift_Del DEL TA - 8 356 c.544_545delTA c.(544-546)TATfs p.Y182fs

Pat_53 Post-Resistance CIAPIN1 57019 37 16 57473182 57473182 Frame_Shift_Del DEL C - 7 690 c.222delG c.(220-222)CTGfs p.L74fs

Pat_53 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 305 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_53 Post-Resistance SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 8 118 .2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_53 Post-Resistance KIAA0182 23199 37 16 85682290 85682290 Frame_Shift_Del DEL C - 8 177 c.359delC c.(358-360)ACCfs p.T120fs

Pat_53 Post-Resistance FXR2 9513 37 17 7495872 7495874 In_Frame_Del DEL CGG - 19 1016 .1773_1775delCCG(1771-1776)CGCCGT>CGp.591_592RR>R

Pat_53 Post-Resistance CNTROB 116840 37 17 7843518 7843519 Frame_Shift_Del DEL GA - 10 271 c.1269_1270delGAc.(1267-1272)CGGAGAfs p.R423fs

Pat_53 Post-Resistance CYTSB 92521 37 17 20135087 20135087 Frame_Shift_Del DEL G - 8 414 c.2088delG c.(2086-2088)CTGfs p.L696fs

Pat_53 Post-Resistance SUPT6H 6830 37 17 27027202 27027204 In_Frame_Del DEL AGC - 12 637 .4573_4575delAGC c.(4573-4575)AGCdel p.S1528del

Pat_53 Post-Resistance SSH2 85464 37 17 27959375 27959375 Frame_Shift_Del DEL G - 9 744 c.2756delC c.(2755-2757)CCAfs p.P919fs

Pat_53 Post-Resistance GPATCH8 23131 37 17 42477345 42477346 Frame_Shift_Del DEL AG - 10 1073 c.2099_2100delCT c.(2098-2100)TCTfs p.S700fs

Pat_53 Post-Resistance CCDC43 124808 37 17 42756253 42756253 Frame_Shift_Del DEL T - 8 78 c.646delA c.(646-648)AGGfs p.R216fs

Pat_53 Post-Resistance MYL4 4635 37 17 45299094 45299095 Frame_Shift_Del DEL GC - 8 284 c.360_361delGC c.(358-363)CTGCAGfs p.L120fs

Pat_53 Post-Resistance COX11 1353 37 17 53040139 53040139 Frame_Shift_Del DEL A - 8 183 c.786delT c.(784-786)TTTfs p.F262fs

Pat_53 Post-Resistance SLC9A3R1 9368 37 17 72764624 72764624 Frame_Shift_Del DEL C - 8 604 c.906delC c.(904-906)AGCfs p.S302fs

Pat_53 Post-Resistance CHERP 10523 37 19 16640581 16640583 In_Frame_Del DEL TGC - 7 29 .1005_1007delGCA.(1003-1008)CAGCAA>CA.335_336QQ>Q

Pat_53 Post-Resistance LSM14A 26065 37 19 34710340 34710340 Frame_Shift_Del DEL C - 8 401 c.826delC c.(826-828)CGGfs p.R276fs

Pat_53 Post-Resistance HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 11 291 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_53 Post-Resistance LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 10 401 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_53 Post-Resistance PNMAL1 55228 37 19 46973195 46973197 In_Frame_Del DEL CTT - 8 336 .1096_1098delAAG c.(1096-1098)AAGdel p.K366del

Pat_53 Post-Resistance ASXL2 55252 37 2 26022304 26022306 In_Frame_Del DEL CTG - 11 454 c.351_353delCAGc.(349-354)AGCAGT>AGTp.117_118SS>S

Pat_53 Post-Resistance USP34 9736 37 2 61575023 61575025 In_Frame_Del DEL TGG - 9 114 .2265_2267delCCAc.(2263-2268)CACCAT>CATp.755_756HH>H

Pat_53 Post-Resistance DYSF 8291 37 2 71801420 71801422 In_Frame_Del DEL CCG - 8 332 .3267_3269delCCG.(3265-3270)TTCCGC>TTC p.R1093del

Pat_53 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 9 82 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_53 Post-Resistance 7-Mar 64844 37 2 160604680 160604680 Frame_Shift_Del DEL T - 9 133 c.879delT c.(877-879)ACTfs p.T293fs

Pat_53 Post-Resistance GRB14 2888 37 2 165365288 165365288 Frame_Shift_Del DEL T - 16 369 c.891delA c.(889-891)AAAfs p.K297fs

Pat_53 Post-Resistance RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 8 234 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_53 Post-Resistance ASNSD1 54529 37 2 190531266 190531266 Frame_Shift_Del DEL T - 7 398 c.408delT c.(406-408)GATfs p.D136fs

Pat_53 Post-Resistance CYP20A1 57404 37 2 204150380 204150380 Frame_Shift_Del DEL A - 8 234 c.896delA c.(895-897)CAAfs p.Q299fs

Pat_53 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 13 885 c.350delT c.(349-351)CTTfs p.L117fs

Pat_53 Post-Resistance DSTN 11034 37 20 17581488 17581489 Frame_Shift_Ins INS - T 12 349 c.109_110insT c.(109-111)ATTfs p.I37fs

Pat_53 Post-Resistance FRG1B 284802 37 20 29628229 29628230 Frame_Shift_Ins INS - A 36 581 c.141_142insA c.(139-144)GGGAAAfs p.G47fs

Pat_53 Post-Resistance BCL2L1 598 37 20 30309591 30309591 Frame_Shift_Del DEL A - 7 1960 c.431delT c.(430-432)TTCfs p.F144fs

Pat_53 Post-Resistance MYLK2 85366 37 20 30407987 30407987 Frame_Shift_Del DEL C - 8 272 c.111delC c.(109-111)GGCfs p.G37fs

Pat_53 Post-Resistance SYCP2 10388 37 20 58490593 58490593 Frame_Shift_Del DEL T - 7 483 c.526delA c.(526-528)ATGfs p.M176fs

Pat_53 Post-Resistance SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 13 314 .2897_2899delAGC.(2896-2901)CAGCCA>CC p.Q966del

Pat_53 Post-Resistance TCP10L 140290 37 21 33949091 33949091 Frame_Shift_Del DEL C - 7 554 c.641delG c.(640-642)GGTfs p.G214fs

Pat_53 Post-Resistance IFNGR2 3460 37 21 34799292 34799292 Frame_Shift_Del DEL T - 13 1666 c.514delT c.(514-516)TTTfs p.F172fs

Pat_53 Post-Resistance TTC3 7267 37 21 38538054 38538054 Frame_Shift_Del DEL A - 8 714 c.3538delA c.(3538-3540)AAAfs p.K1180fs

Pat_53 Post-Resistance SF3A1 10291 37 22 30742328 30742330 In_Frame_Del DEL CTG - 8 216 c.364_366delCAG c.(364-366)CAGdel p.Q122del

Pat_53 Post-Resistance CDC42EP1 11135 37 22 37964409 37964429 In_Frame_Del DEL CTGCTGCAA - 31 80 CAGCGCCTGCTGCAGCGCCTGCTGCAAACCAPAANPS254d

Pat_53 Post-Resistance RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 25 252 c.1101_1103delGGA.(1099-1104)GAGGAA>GAp.367_368EE>E

Pat_53 Post-Resistance ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 13 730 c.896delA c.(895-897)AATfs p.N299fs



Pat_53 Post-Resistance TUBGCP6 85378 37 22 50664481 50664481 Frame_Shift_Del DEL G - 7 195 c.1831delC c.(1831-1833)CGGfs p.R611fs

Pat_53 Post-Resistance CNTN6 27255 37 3 1371501 1371501 Frame_Shift_Del DEL A - 7 337 c.1246delA c.(1246-1248)AAAfs p.K416fs

Pat_53 Post-Resistance NKTR 4820 37 3 42679035 42679036 Frame_Shift_Ins INS - C 14 827 c.1839_1840insC c.(1837-1842)AGTCCCfs p.S613fs

Pat_53 Post-Resistance ANO10 55129 37 3 43647213 43647213 Frame_Shift_Del DEL T - 8 251 c.132delA c.(130-132)AAAfs p.K44fs

Pat_53 Post-Resistance ABHD5 51099 37 3 43756534 43756534 Frame_Shift_Del DEL A - 10 379 c.757delA c.(757-759)AATfs p.N253fs

Pat_53 Post-Resistance MYLK 4638 37 3 123368043 123368044 Splice_Site INS - G 7 131 c.4289_splice c.e25-1 p.E1430_splice

Pat_53 Post-Resistance TOPBP1 11073 37 3 133329880 133329880 Frame_Shift_Del DEL T - 7 559 c.4141delA c.(4141-4143)ATCfs p.I1381fs

Pat_53 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 8 142 .1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_53 Post-Resistance MED12L 116931 37 3 151148114 151148116 In_Frame_Del DEL CAG - 13 257 .6331_6333delCAG c.(6331-6333)CAGdel p.Q2115del

Pat_53 Post-Resistance PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 14 959 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_53 Post-Resistance PARL 55486 37 3 183585678 183585678 Frame_Shift_Del DEL A - 7 316 c.296delT c.(295-297)ATAfs p.I99fs

Pat_53 Post-Resistance FETUB 26998 37 3 186362544 186362544 Frame_Shift_Del DEL A - 8 242 c.429delA c.(427-429)TCAfs p.S143fs

Pat_53 Post-Resistance PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 11 253 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_53 Post-Resistance FIP1L1 81608 37 4 54319248 54319249 Frame_Shift_Del DEL AG - 34 150 c.1447_1448delAG c.(1447-1449)AGAfs p.R483fs

Pat_53 Post-Resistance CFI 3426 37 4 110670394 110670394 Frame_Shift_Del DEL C - 8 1093 c.1128delG c.(1126-1128)CTGfs p.L376fs

Pat_53 Post-Resistance EXOSC9 5393 37 4 122728764 122728764 Frame_Shift_Del DEL T - 7 359 c.592delT c.(592-594)TTTfs p.F198fs

Pat_53 Post-Resistance CLGN 1047 37 4 141313402 141313402 Frame_Shift_Del DEL T - 7 749 c.1622delA c.(1621-1623)AAGfs p.K541fs

Pat_53 Post-Resistance OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 11 287 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_53 Post-Resistance HMGB2 3148 37 4 174253277 174253279 In_Frame_Del DEL TCC - 14 267 c.582_584delGGAc.(580-585)GAGGAA>GAAp.194_195EE>E

Pat_53 Post-Resistance CTNND2 1501 37 5 11110989 11110991 In_Frame_Del DEL TTC - 27 844 .2442_2444delGAA.(2440-2445)AAGAAA>AAAp.814_815KK>K

Pat_53 Post-Resistance MYO10 4651 37 5 16694605 16694606 Frame_Shift_Ins INS - C 7 299 c.3674_3675insG c.(3673-3675)GGCfs p.G1225fs

Pat_53 Post-Resistance CDH10 1008 37 5 24492973 24492973 Frame_Shift_Del DEL A - 8 871 c.1577delT c.(1576-1578)TTCfs p.F526fs

Pat_53 Post-Resistance THBS4 7060 37 5 79372774 79372776 In_Frame_Del DEL TGA - 11 470 c.1989_1991delTGAc.(1987-1992)TGTGAT>TGT p.D668del

Pat_53 Post-Resistance MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 18 941 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_53 Post-Resistance AP3S1 1176 37 5 115202418 115202421 Frame_Shift_Del DEL AAGA - 7 259 c.121_124delAAGA c.(121-126)AAGAGAfs p.K41fs

Pat_53 Post-Resistance ZNF608 57507 37 5 124079813 124079815 In_Frame_Del DEL CTC - 14 585 c.868_870delGAG c.(868-870)GAGdel p.E290del

Pat_53 Post-Resistance RAPGEF6 51735 37 5 130782332 130782332 Frame_Shift_Del DEL T - 7 422 c.3265delA c.(3265-3267)AGGfs p.R1089fs

Pat_53 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 7 524 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_53 Post-Resistance IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 10 190 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_53 Post-Resistance PCDH1 5097 37 5 141244442 141244442 Frame_Shift_Del DEL G - 9 392 c.1454delC c.(1453-1455)CCAfs p.P485fs

Pat_53 Post-Resistance LARP1 23367 37 5 154173389 154173390 Frame_Shift_Ins INS - C 13 762 c.898_899insC c.(898-900)GCCfs p.A300fs

Pat_53 Post-Resistance MRPL22 29093 37 5 154336746 154336746 Frame_Shift_Del DEL A - 8 412 c.313delA c.(313-315)AAAfs p.K105fs

Pat_53 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 9 321 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_53 Post-Resistance BTN2A3 54718 37 6 26422388 26422390 In_Frame_Del DEL CCT - 18 489 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L19del

Pat_53 Post-Resistance HLA-A 3105 37 6 29911319 29911319 Frame_Shift_Del DEL G - 22 166 c.618delG c.(616-618)ACGfs p.T206fs

Pat_53 Post-Resistance BAT2 7916 37 6 31604005 31604005 Frame_Shift_Del DEL C - 9 1126 c.5644delC c.(5644-5646)CCCfs p.P1882fs

Pat_53 Post-Resistance BAT3 7917 37 6 31608571 31608571 Frame_Shift_Del DEL G - 7 221 c.2842delC c.(2842-2844)CAGfs p.Q948fs

Pat_53 Post-Resistance KIFC1 3833 37 6 33372838 33372838 Frame_Shift_Del DEL G - 7 261 c.966delG c.(964-966)CCGfs p.P322fs

Pat_53 Post-Resistance ZNF318 24149 37 6 43323502 43323502 Frame_Shift_Del DEL T - 7 1062 c.1570delA c.(1570-1572)AGGfs p.R524fs

Pat_53 Post-Resistance C6orf165 154313 37 6 88144700 88144700 Frame_Shift_Del DEL A - 11 191 c.1423delA c.(1423-1425)AAAfs p.K475fs

Pat_53 Post-Resistance ARID1B 57492 37 6 157510806 157510806 Frame_Shift_Del DEL C - 7 502 c.3527delC c.(3526-3528)ACCfs p.T1176fs

Pat_53 Post-Resistance QKI 9444 37 6 163899920 163899920 Frame_Shift_Del DEL A - 7 255 c.394delA c.(394-396)AAAfs p.K132fs

Pat_53 Post-Resistance COX19 90639 37 7 1009017 1009017 Frame_Shift_Del DEL T - 8 1450 c.270delA c.(268-270)AAAfs p.K90fs

Pat_53 Post-Resistance GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 7 776 .1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_53 Post-Resistance C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 10 482 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_53 Post-Resistance OGDH 4967 37 7 44684936 44684936 Frame_Shift_Del DEL T - 9 629 c.233delT c.(232-234)ATTfs p.I78fs

Pat_53 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 10 950 c.693delA c.(691-693)CCAfs p.P231fs



Pat_53 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 9 466 c.231delA c.(229-231)AAAfs p.K77fs

Pat_53 Post-Resistance PHTF2 57157 37 7 77569581 77569581 Frame_Shift_Del DEL T - 14 735 c.1702delT c.(1702-1704)TTTfs p.F568fs

Pat_53 Post-Resistance PCLO 27445 37 7 82784451 82784451 Frame_Shift_Del DEL T - 10 418 c.1506delA c.(1504-1506)CAAfs p.Q502fs

Pat_53 Post-Resistance SLC25A40 55972 37 7 87483549 87483549 Frame_Shift_Del DEL A - 8 481 c.234delT c.(232-234)TATfs p.Y78fs

Pat_53 Post-Resistance CYP51A1 1595 37 7 91752494 91752494 Frame_Shift_Del DEL T - 12 530 c.1026delA c.(1024-1026)AAAfs p.K342fs

Pat_53 Post-Resistance CCDC132 55610 37 7 92923947 92923948 Frame_Shift_Ins INS - G 9 419 c.1166_1167insG c.(1165-1167)CAGfs p.Q389fs

Pat_53 Post-Resistance PTCD1 26024 37 7 99032605 99032607 In_Frame_Del DEL CTC - 7 275 c.259_261delGAG c.(259-261)GAGdel p.E87del

Pat_53 Post-Resistance GPC2 221914 37 7 99771554 99771554 Frame_Shift_Del DEL C - 10 500 c.796delG c.(796-798)GTCfs p.V266fs

Pat_53 Post-Resistance DNAJC2 27000 37 7 102964992 102964992 Frame_Shift_Del DEL T - 7 367 c.590delA c.(589-591)AATfs p.N197fs

Pat_53 Post-Resistance LAMB4 22798 37 7 107763584 107763584 Frame_Shift_Del DEL A - 7 503 c.26delT c.(25-27)TTGfs p.L9fs

Pat_53 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 10 460 c.528delT c.(526-528)AATfs p.N176fs

Pat_53 Post-Resistance CNPY1 285888 37 7 155299760 155299760 Frame_Shift_Del DEL G - 8 143 c.196delC c.(196-198)CAGfs p.Q66fs

Pat_53 Post-Resistance RP1L1 94137 37 8 10467706 10467707 In_Frame_Ins INS - CCC 23 347 .3901_3902insGGG(3901-3903)GTG>GGGGT.1300_1301ins

Pat_53 Post-Resistance MTMR7 9108 37 8 17169103 17169103 Frame_Shift_Del DEL C - 8 1209 c.1018delG c.(1018-1020)GATfs p.D340fs

Pat_53 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 7 417 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_53 Post-Resistance GOT1L1 137362 37 8 37791833 37791834 Frame_Shift_Ins INS - T 9 219 c.1243_1244insA c.(1243-1245)ACAfs p.T415fs

Pat_53 Post-Resistance ADAM9 8754 37 8 38880792 38880793 Frame_Shift_Ins INS - G 8 338 c.862_863insG c.(862-864)CGGfs p.R288fs

Pat_53 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 7 832 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_53 Post-Resistance CA2 760 37 8 86386635 86386635 Frame_Shift_Del DEL T - 10 454 c.434delT c.(433-435)ATTfs p.I145fs

Pat_53 Post-Resistance TP53INP1 94241 37 8 95952409 95952411 In_Frame_Del DEL TCT - 7 148 c.150_152delAGAc.(148-153)GAAGAG>GAGp.50_51EE>E

Pat_53 Post-Resistance PABPC1 26986 37 8 101721933 101721933 Frame_Shift_Del DEL T - 9 139 c.999delA c.(997-999)AAAfs p.K333fs

Pat_53 Post-Resistance C8orf76 84933 37 8 124250059 124250063 Frame_Shift_Del DEL CGCCT - 11 137 332_336delAGGC c.(331-336)GAGGCGfs p.E111fs

Pat_53 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 7 124 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_53 Post-Resistance MLLT3 4300 37 9 20414377 20414379 In_Frame_Del DEL CTG - 9 36 c.465_467delCAGc.(463-468)AGCAGT>AGTp.155_156SS>S

Pat_53 Post-Resistance NFIL3 4783 37 9 94172779 94172779 Frame_Shift_Del DEL T - 8 610 c.238delA c.(238-240)AGGfs p.R80fs

Pat_53 Post-Resistance ECM2 1842 37 9 95277146 95277148 In_Frame_Del DEL TCC - 9 140 c.819_821delGGAc.(817-822)GAGGAT>GAT p.E273del

Pat_53 Post-Resistance C9orf114 51490 37 9 131591119 131591120 Frame_Shift_Ins INS - T 7 173 c.102_103insA c.(100-105)AAATGGfs p.K34fs

Pat_53 Post-Resistance TXLNG 55787 37 X 16850849 16850850 Frame_Shift_Del DEL AG - 8 90 c.968_969delAG c.(967-969)CAGfs p.Q323fs

Pat_53 Post-Resistance PRRG1 5638 37 X 37312611 37312611 Frame_Shift_Del DEL C - 9 312 c.394delC c.(394-396)CCCfs p.P132fs

Pat_53 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 12 209 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_53 Post-Resistance OPHN1 4983 37 X 67454384 67454384 Frame_Shift_Del DEL A - 7 220 c.431delT c.(430-432)TTAfs p.L144fs

Pat_53 Post-Resistance BRWD3 254065 37 X 79938006 79938007 Frame_Shift_Del DEL AG - 8 550 c.4354_4355delCT c.(4354-4356)CTAfs p.L1452fs

Pat_53 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 16 255 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_53 Post-Resistance PSMD10 5716 37 X 107331258 107331258 Frame_Shift_Del DEL T - 8 340 c.285delA c.(283-285)AAAfs p.K95fs

Pat_53 Post-Resistance SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 46 503 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_53 Post-Resistance HTATSF1 27336 37 X 135585048 135585050 In_Frame_Del DEL AAG - 10 256 c.682_684delAAG c.(682-684)AAGdel p.K232del

Pat_53 Post-Resistance MAGEC1 9947 37 X 140994114 140994116 In_Frame_Del DEL CTC - 13 388 c.924_926delCTCc.(922-927)AGCTCC>AGCp.308_309SS>S

Pat_58 Pre-Treatment TCHH 7062 37 1 152084580 152084582 In_Frame_Del DEL CTC - 8 39 c.1111_1113delGAG c.(1111-1113)GAGdel p.E371del

Pat_58 Pre-Treatment BUB1B 701 37 15 40477506 40477506 Frame_Shift_Del DEL C - 7 159 c.892delC c.(892-894)CCCfs p.P298fs

Pat_58 Pre-Treatment RAI1 10743 37 17 17699359 17699359 Frame_Shift_Del DEL C - 3 5 c.3097delC c.(3097-3099)CCCfs p.P1033fs

Pat_58 Pre-Treatment POLDIP2 26073 37 17 26684394 26684395 Splice_Site INS - G 3 5 c.78_splice c.e2+1 p.W26_splice

Pat_58 Pre-Treatment SEMA6B 10501 37 19 4544182 4544182 Frame_Shift_Del DEL G - 2 4 c.2098delC c.(2098-2100)CACfs p.H700fs

Pat_58 Pre-Treatment INHBA 3624 37 7 41729741 41729743 In_Frame_Del DEL TTC - 8 21 c.786_788delGAAc.(784-789)AAGAAA>AAAp.262_263KK>K

Pat_58 Pre-Treatment AUTS2 26053 37 7 70231241 70231242 Frame_Shift_Ins INS - C 8 138 c.1610_1611insC c.(1609-1611)CACfs p.H537fs

Pat_58 Pre-Treatment POMT1 10585 37 9 134393867 134393879 Frame_Shift_Del DEL AGACCATCC - 33 150 386delGAAGACC2-1386)TGGAAGACCATC p.W458fs

Pat_58 Pre-Treatment TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 3 5 .1659_1661delGG (1657-1662)GAGGAA>GAp.553_554EE>E

Pat_58 Post-Resistance DLGAP3 58512 37 1 35370281 35370283 In_Frame_Del DEL TGG - 7 371 c.702_704delCCAc.(700-705)CACCAG>CAG p.H234del



Pat_58 Post-Resistance SNIP1 79753 37 1 38003363 38003365 In_Frame_Del DEL CTT - 9 423 c.1175_1177delAAG.(1174-1179)GAAGTG>GTG p.E392del

Pat_58 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 11 373 c.136delA c.(136-138)ATAfs p.I46fs

Pat_58 Post-Resistance EVI5 7813 37 1 93159366 93159366 Frame_Shift_Del DEL T - 7 327 c.1222delA c.(1222-1224)ATGfs p.M408fs

Pat_58 Post-Resistance COL11A1 1301 37 1 103355065 103355065 Frame_Shift_Del DEL T - 9 325 c.4410delA c.(4408-4410)AAAfs p.K1470fs

Pat_58 Post-Resistance HAX1 10456 37 1 154245864 154245866 In_Frame_Del DEL GAA - 7 230 c.106_108delGAA c.(106-108)GAAdel p.E40del

Pat_58 Post-Resistance EPHX1 2052 37 1 226026384 226026384 Frame_Shift_Del DEL C - 8 751 c.394delC c.(394-396)CCCfs p.P132fs

Pat_58 Post-Resistance UBQLN3 50613 37 11 5529918 5529920 In_Frame_Del DEL TGG - 8 364 c.869_871delCCAc.(868-873)ACCAGC>AGC p.T290del

Pat_58 Post-Resistance IFT46 56912 37 11 118427683 118427685 In_Frame_Del DEL ATC - 9 282 c.121_123delGAT c.(121-123)GATdel p.D41del

Pat_58 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 7 403 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_58 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 8 586 c.691_693delCTG c.(691-693)CTGdel p.L234del

Pat_58 Post-Resistance TMTC3 160418 37 12 88566417 88566417 Frame_Shift_Del DEL T - 7 392 c.1094delT c.(1093-1095)CTTfs p.L365fs

Pat_58 Post-Resistance RXFP2 122042 37 13 32376429 32376429 Frame_Shift_Del DEL A - 32 451 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_58 Post-Resistance LRCH1 23143 37 13 47127609 47127611 In_Frame_Del DEL CCA - 3 6 c.78_80delCCA c.(76-81)CCCCAC>CCC p.H33del

Pat_58 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 13 792 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_58 Post-Resistance SIPA1L1 26037 37 14 72190482 72190484 In_Frame_Del DEL TCC - 13 439 c.4390_4392delTCC c.(4390-4392)TCCdel p.S1468del

Pat_58 Post-Resistance C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 7 55 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_58 Post-Resistance BTBD7 55727 37 14 93761193 93761193 Frame_Shift_Del DEL T - 7 439 c.173delA c.(172-174)AAGfs p.K58fs

Pat_58 Post-Resistance VPS33B 26276 37 15 91550236 91550238 In_Frame_Del DEL TCC - 8 508 c.642_644delGGAc.(640-645)GAGGAT>GAT p.E214del

Pat_58 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 11 329 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_58 Post-Resistance C17orf85 55421 37 17 3721809 3721811 In_Frame_Del DEL TCC - 7 303 .1056_1058delGG (1054-1059)GAGGAA>GAp.352_353EE>E

Pat_58 Post-Resistance SDF2 6388 37 17 26988863 26988863 Frame_Shift_Del DEL C - 7 975 c.32delG c.(31-33)GGTfs p.G11fs

Pat_58 Post-Resistance ZNF207 7756 37 17 30677314 30677316 In_Frame_Del DEL AAG - 8 883 c.10_12delAAG c.(10-12)AAGdel p.K7del

Pat_58 Post-Resistance FAM134C 162427 37 17 40737147 40737148 Frame_Shift_Del DEL TC - 8 277 c.722_723delGA c.(721-723)AGAfs p.R241fs

Pat_58 Post-Resistance PLCD3 113026 37 17 43192760 43192762 In_Frame_Del DEL TCC - 7 100 .1509_1511delGGA.(1507-1512)GAGGAT>GA p.E503del

Pat_58 Post-Resistance TNFSF9 8744 37 19 6531149 6531151 In_Frame_Del DEL GCT - 7 193 c.102_104delGCTc.(100-105)GGGCTG>GGG p.L41del

Pat_58 Post-Resistance CYP4F3 4051 37 19 15769322 15769322 Frame_Shift_Del DEL T - 9 1204 c.1271delT c.(1270-1272)GTTfs p.V424fs

Pat_58 Post-Resistance NWD1 284434 37 19 16908642 16908642 Frame_Shift_Del DEL T - 10 1393 c.3404delT c.(3403-3405)GTTfs p.V1135fs

Pat_58 Post-Resistance FFAR2 2867 37 19 35940788 35940790 In_Frame_Del DEL CTG - 7 166 c.172_174delCTG c.(172-174)CTGdel p.L62del

Pat_58 Post-Resistance USP34 9736 37 2 61575023 61575025 In_Frame_Del DEL TGG - 13 264 .2265_2267delCCAc.(2263-2268)CACCAT>CATp.755_756HH>H

Pat_58 Post-Resistance ZMYND8 23613 37 20 45875072 45875072 Frame_Shift_Del DEL T - 10 706 c.1904delA c.(1903-1905)AAGfs p.K635fs

Pat_58 Post-Resistance SYCP2 10388 37 20 58452518 58452519 Frame_Shift_Ins INS - T 7 153 c.3071_3072insA c.(3070-3072)AACfs p.N1024fs

Pat_58 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 8 288 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_58 Post-Resistance APPL1 26060 37 3 57276921 57276921 Frame_Shift_Del DEL A - 8 321 c.453delA c.(451-453)TCAfs p.S151fs

Pat_58 Post-Resistance ETV5 2119 37 3 185783667 185783667 Frame_Shift_Del DEL G - 7 383 c.845delC c.(844-846)CCAfs p.P282fs

Pat_58 Post-Resistance ATP13A3 79572 37 3 194181471 194181473 In_Frame_Del DEL GAG - 9 462 c.139_141delCTC c.(139-141)CTCdel p.L47del

Pat_58 Post-Resistance CPEB2 132864 37 4 15067858 15067858 Frame_Shift_Del DEL T - 8 567 c.1624delT c.(1624-1626)TTTfs p.F542fs

Pat_58 Post-Resistance SORBS2 8470 37 4 186544620 186544622 In_Frame_Del DEL GGT - 10 170 .1949_1951delACC(1948-1953)CACCGC>CG p.H650del

Pat_58 Post-Resistance PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 7 105 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_58 Post-Resistance NIPBL 25836 37 5 36985083 36985083 Frame_Shift_Del DEL A - 7 166 c.1801delA c.(1801-1803)AAAfs p.K601fs

Pat_58 Post-Resistance DEK 7913 37 6 18264079 18264081 In_Frame_Del DEL TCC - 7 331 c.138_140delGGAc.(136-141)GAGGAA>GAAp.46_47EE>E

Pat_58 Post-Resistance CYP21A2 1589 37 6 31975223 31975224 Frame_Shift_Ins INS - T 7 414 c.916_917insT c.(916-918)GTTfs p.V306fs

Pat_58 Post-Resistance SLC17A5 26503 37 6 74351590 74351590 Frame_Shift_Del DEL A - 10 529 c.349delT c.(349-351)TATfs p.Y117fs

Pat_58 Post-Resistance ARHGAP18 93663 37 6 129959602 129959603 Frame_Shift_Ins INS - T 7 724 c.488_489insA c.(487-489)AACfs p.N163fs

Pat_58 Post-Resistance SDK1 221935 37 7 4008947 4008947 Frame_Shift_Del DEL G - 16 1579 c.1605delG c.(1603-1605)TCGfs p.S535fs

Pat_58 Post-Resistance NEUROD6 63974 37 7 31378634 31378635 Frame_Shift_Ins INS - T 10 624 c.248_249insA c.(247-249)AAGfs p.K83fs

Pat_58 Post-Resistance INHBA 3624 37 7 41729741 41729743 In_Frame_Del DEL TTC - 7 127 c.786_788delGAAc.(784-789)AAGAAA>AAAp.262_263KK>K

Pat_58 Post-Resistance WBSCR17 64409 37 7 71142234 71142234 Frame_Shift_Del DEL G - 10 1838 c.1443delG c.(1441-1443)CAGfs p.Q481fs



Pat_58 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 14 1048 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_58 Post-Resistance MEPCE 56257 37 7 100028823 100028825 In_Frame_Del DEL CCA - 7 285 c.1182_1184delCCA.(1180-1185)CGCCAC>CG p.H399del

Pat_58 Post-Resistance SRRT 51593 37 7 100482040 100482042 In_Frame_Del DEL AGG - 9 115 c.809_811delAGGc.(808-813)CAGGAG>CAG p.E275del

Pat_58 Post-Resistance LRRC17 10234 37 7 102584992 102584993 Frame_Shift_Ins INS - A 7 442 c.1264_1265insA c.(1264-1266)GAAfs p.E422fs

Pat_58 Post-Resistance WNT2 7472 37 7 116955171 116955175 Frame_Shift_Del DEL TCCTT - 7 481 538_542delAAGG c.(538-543)AAGGATfs p.K180fs

Pat_58 Post-Resistance ZNF398 57541 37 7 148876153 148876153 Frame_Shift_Del DEL C - 7 782 c.1189delC c.(1189-1191)CCCfs p.P397fs

Pat_58 Post-Resistance CDK5 1020 37 7 150754217 150754217 Frame_Shift_Del DEL T - 7 1117 c.68delA c.(67-69)AACfs p.N23fs

Pat_58 Post-Resistance NOM1 64434 37 7 156743209 156743211 In_Frame_Del DEL GAG - 9 206 c.778_780delGAG c.(778-780)GAGdel p.E264del

Pat_58 Post-Resistance WDR60 55112 37 7 158704353 158704353 Frame_Shift_Del DEL A - 7 468 c.1573delA c.(1573-1575)AAAfs p.K525fs

Pat_58 Post-Resistance MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 11 638 .2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_58 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 8 910 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_58 Post-Resistance INTS8 55656 37 8 95892420 95892421 Frame_Shift_Ins INS - A 7 256 c.2946_2947insA c.(2944-2949)AGGAAAfs p.R982fs

Pat_58 Post-Resistance C9orf131 138724 37 9 35043650 35043650 Frame_Shift_Del DEL C - 8 1214 c.1024delC c.(1024-1026)CCCfs p.P342fs

Pat_58 Post-Resistance NFIL3 4783 37 9 94172779 94172779 Frame_Shift_Del DEL T - 8 552 c.238delA c.(238-240)AGGfs p.R80fs

Pat_58 Post-Resistance POMT1 10585 37 9 134393867 134393879 Frame_Shift_Del DEL AGACCATCC - 211 288 386delGAAGACC2-1386)TGGAAGACCATC p.W458fs

Pat_58 Post-Resistance LRCH2 57631 37 X 114468474 114468476 In_Frame_Del DEL CCG - 3 6 c.129_131delCGGc.(127-132)GGCGGG>GGGp.43_44GG>G

Pat_58 Post-Resistance NKAP 79576 37 X 119072752 119072753 Frame_Shift_Del DEL TC - 11 425 c.407_408delGA c.(406-408)AGAfs p.R136fs

Pat_58 Post-Resistance AFF2 2334 37 X 147733548 147733548 Frame_Shift_Del DEL A - 7 828 c.76delA c.(76-78)AAAfs p.K26fs

Pat_59 Pre-Treatment SNIP1 79753 37 1 38003368 38003370 In_Frame_Del DEL TCC - 7 191 c.1170_1172delGGA.(1168-1173)GAGGAA>GAp.390_391EE>E

Pat_59 Pre-Treatment CDC14A 8556 37 1 100843107 100843107 Frame_Shift_Del DEL A - 7 152 c.146delA c.(145-147)TATfs p.Y49fs

Pat_59 Pre-Treatment FMO5 2330 37 1 146684955 146684955 Frame_Shift_Del DEL T - 7 468 c.407delA c.(406-408)AAGfs p.K136fs

Pat_59 Pre-Treatment TCHH 7062 37 1 152081323 152081324 In_Frame_Ins INS - GGC 7 172 .4369_4370insGCC(4369-4371)CAG>CGCCA.1456_1457ins

Pat_59 Pre-Treatment TCHH 7062 37 1 152082211 152082213 In_Frame_Del DEL CTC - 8 85 .3480_3482delGAG.(3478-3483)AAGAGA>AA p.R1163del

Pat_59 Pre-Treatment PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 8 220 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_59 Pre-Treatment FAM5B 57795 37 1 177247719 177247719 Frame_Shift_Del DEL A - 7 594 c.1033delA c.(1033-1035)AAAfs p.K345fs

Pat_59 Pre-Treatment ETNK2 55224 37 1 204120939 204120939 Frame_Shift_Del DEL A - 2 4 c.42delT c.(40-42)TTTfs p.F14fs

Pat_59 Pre-Treatment PARP1 142 37 1 226558192 226558192 Frame_Shift_Del DEL C - 8 194 c.2097delG c.(2095-2097)GGGfs p.G699fs

Pat_59 Pre-Treatment OR2L2 26246 37 1 248201881 248201881 Frame_Shift_Del DEL G - 7 143 c.312delG c.(310-312)TTGfs p.L104fs

Pat_59 Pre-Treatment ZNF365 22891 37 10 64159366 64159366 Frame_Shift_Del DEL A - 9 384 c.1087delA c.(1087-1089)AAAfs p.K363fs

Pat_59 Pre-Treatment FAM53B 9679 37 10 126370292 126370292 Frame_Shift_Del DEL A - 2 4 c.790delT c.(790-792)TCCfs p.S264fs

Pat_59 Pre-Treatment NUP98 4928 37 11 3720389 3720389 Frame_Shift_Del DEL T - 8 335 c.3932delA c.(3931-3933)AACfs p.N1311fs

Pat_59 Pre-Treatment DCHS1 8642 37 11 6662763 6662764 In_Frame_Ins INS - CAA 4 9 c.81_82insTTG c.(79-84)insTTG p.33_34insL

Pat_59 Pre-Treatment C11orf80 79703 37 11 66512290 66512291 In_Frame_Ins INS - GGC 8 4 c.77_78insGGC c.(76-78)GGG>GGGGCG p.34_35insA

Pat_59 Pre-Treatment C11orf54 28970 37 11 93486914 93486914 Frame_Shift_Del DEL A - 9 97 c.221delA c.(220-222)CAAfs p.Q74fs

Pat_59 Pre-Treatment KDM4D 55693 37 11 94730807 94730807 Frame_Shift_Del DEL A - 7 147 c.271delA c.(271-273)AAAfs p.K91fs

Pat_59 Pre-Treatment NPAT 4863 37 11 108032189 108032192 Frame_Shift_Del DEL GGTC - 7 622 3621_3624delGAC c.(3619-3624)ATGACCfs p.M1207fs

Pat_59 Pre-Treatment TMPRSS5 80975 37 11 113561583 113561583 Frame_Shift_Del DEL C - 2 4 c.1043delG c.(1042-1044)GGCfs p.G348fs

Pat_59 Pre-Treatment PRB1 5542 37 12 11506327 11506329 In_Frame_Del DEL GGA - 10 251 c.708_710delTCCc.(706-711)CCTCCA>CCAp.236_237PP>P

Pat_59 Pre-Treatment PRB1 5542 37 12 11506510 11506512 In_Frame_Del DEL GGA - 42 707 c.525_527delTCCc.(523-528)CCTCCA>CCAp.175_176PP>P

Pat_59 Pre-Treatment PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 13 1007 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_59 Pre-Treatment PRB2 653247 37 12 11546419 11546421 In_Frame_Del DEL GGA - 7 183 c.591_593delTCCc.(589-594)CCTCCA>CCAp.197_198PP>P

Pat_59 Pre-Treatment CASC1 55259 37 12 25314066 25314068 In_Frame_Del DEL CTC - 7 599 c.67_69delGAG c.(67-69)GAGdel p.E23del

Pat_59 Pre-Treatment NCKAP5L 57701 37 12 50188584 50188586 In_Frame_Del DEL TGG - 2 4 .3057_3059delCCAc.(3055-3060)TACCAA>TAA1019_1020YQ

Pat_59 Pre-Treatment OR6C75 390323 37 12 55759192 55759192 Frame_Shift_Del DEL T - 7 263 c.298delT c.(298-300)TTTfs p.F100fs

Pat_59 Pre-Treatment MARS 4141 37 12 57883053 57883053 Frame_Shift_Del DEL T - 11 99 c.204delT c.(202-204)TATfs p.Y68fs

Pat_59 Pre-Treatment GNPTAB 79158 37 12 102158002 102158002 Frame_Shift_Del DEL T - 10 312 c.2693delA c.(2692-2694)AAGfs p.K898fs

Pat_59 Pre-Treatment TMEM116 89894 37 12 112374986 112374986 Frame_Shift_Del DEL G - 8 84 c.151delC c.(151-153)CAAfs p.Q51fs



Pat_59 Pre-Treatment TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 7 114 c.483delT c.(481-483)TTTfs p.F161fs

Pat_59 Pre-Treatment RXFP2 122042 37 13 32376428 32376429 Frame_Shift_Ins INS - A 9 154 c.2151_2152insA c.(2149-2154)ATTAAAfs p.I717fs

Pat_59 Pre-Treatment NBEA 26960 37 13 35517069 35517069 Frame_Shift_Del DEL G - 2 4 c.112delG c.(112-114)GGGfs p.G38fs

Pat_59 Pre-Treatment ABCC4 10257 37 13 95696016 95696016 Frame_Shift_Del DEL T - 12 240 c.3655delA c.(3655-3657)ATCfs p.I1219fs

Pat_59 Pre-Treatment ERCC5 2073 37 13 103459866 103459866 Frame_Shift_Del DEL T - 8 170 c.249delT c.(247-249)TATfs p.Y83fs

Pat_59 Pre-Treatment HEATR5A 25938 37 14 31856337 31856337 Frame_Shift_Del DEL T - 7 285 c.299delA c.(298-300)AAGfs p.K100fs

Pat_59 Pre-Treatment KIAA0391 9692 37 14 35592700 35592700 Frame_Shift_Del DEL T - 7 49 c.249delT c.(247-249)CATfs p.H83fs

Pat_59 Pre-Treatment CREBBP 1387 37 16 3817721 3817721 Frame_Shift_Del DEL T - 7 242 c.3250delA c.(3250-3252)ATCfs p.I1084fs

Pat_59 Pre-Treatment UBN1 29855 37 16 4910691 4910693 In_Frame_Del DEL AGA - 9 504 c.698_700delAGAc.(697-702)GAGAAG>GAG p.K238del

Pat_59 Pre-Treatment 1-Sep 1731 37 16 30392716 30392717 Frame_Shift_Ins INS - T 7 163 c.383_384insA c.(382-384)AACfs p.N128fs

Pat_59 Pre-Treatment COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 10 184 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_59 Pre-Treatment LGALS9 3965 37 17 25973579 25973579 Frame_Shift_Del DEL G - 7 751 c.634delG c.(634-636)GCCfs p.A212fs

Pat_59 Pre-Treatment SPAG9 9043 37 17 49077041 49077041 Frame_Shift_Del DEL T - 11 218 c.1645delA c.(1645-1647)AGGfs p.R549fs

Pat_59 Pre-Treatment PPM1D 8493 37 17 58677987 58677987 Frame_Shift_Del DEL C - 4 9 c.212delC c.(211-213)GCAfs p.A71fs

Pat_59 Pre-Treatment BPTF 2186 37 17 65822234 65822236 In_Frame_Del DEL GAG - 6 13 c.394_396delGAG c.(394-396)GAGdel p.E138del

Pat_59 Pre-Treatment AZI1 22994 37 17 79166370 79166370 Frame_Shift_Del DEL A - 4 9 c.2462delT c.(2461-2463)CTGfs p.L821fs

Pat_59 Pre-Treatment LMAN1 3998 37 18 57013285 57013285 Splice_Site DEL T - 9 314 c.823_splice c.e8-1 p.P275_splice

Pat_59 Pre-Treatment ISYNA1 51477 37 19 18547527 18547528 Frame_Shift_Del DEL CG - 2 4 c.575_576delCG c.(574-576)GCGfs p.A192fs

Pat_59 Pre-Treatment C19orf47 126526 37 19 40834399 40834399 Frame_Shift_Del DEL G - 7 236 c.471delC c.(469-471)CCCfs p.P157fs

Pat_59 Pre-Treatment NOVA2 4858 37 19 46476609 46476610 Translation_Start_Site INS - G 4 7

Pat_59 Pre-Treatment FPR3 2359 37 19 52327875 52327875 Frame_Shift_Del DEL T - 13 451 c.874delT c.(874-876)TTTfs p.F292fs

Pat_59 Pre-Treatment ROCK2 9475 37 2 11332379 11332379 Frame_Shift_Del DEL G - 7 707 c.4058delC c.(4057-4059)CCAfs p.P1353fs

Pat_59 Pre-Treatment HNRPLL 92906 37 2 38818670 38818670 Splice_Site DEL A - 7 332 c.308_splice c.e2+1 p.C103_splice

Pat_59 Pre-Treatment TET3 200424 37 2 74273651 74273651 Frame_Shift_Del DEL T - 4 9 c.202delT c.(202-204)TTTfs p.F68fs

Pat_59 Pre-Treatment LOXL3 84695 37 2 74779723 74779723 Frame_Shift_Del DEL C - 4 6 c.39delG c.(37-39)GGGfs p.G13fs

Pat_59 Pre-Treatment SCN9A 6335 37 2 167055992 167055992 Frame_Shift_Del DEL T - 7 636 c.5124delA c.(5122-5124)AAAfs p.K1708fs

Pat_59 Pre-Treatment DNAJC10 54431 37 2 183594603 183594605 In_Frame_Del DEL CAA - 7 298 c.662_664delCAAc.(661-666)TCAAAG>TAGp.221_222SK>*

Pat_59 Pre-Treatment NINL 22981 37 20 25485706 25485708 In_Frame_Del DEL GCA - 4 9 c.524_526delTGCc.(523-528)CTGCAG>CAG p.L175del

Pat_59 Pre-Treatment RBL1 5933 37 20 35663913 35663914 Splice_Site INS - A 4 9 c.1904_splice c.e15-1 p.D635_splice

Pat_59 Pre-Treatment FAM83D 81610 37 20 37555322 37555323 In_Frame_Ins INS - GCG 8 12 c.327_328insGCG c.(325-330)insGCG p.116_117insA

Pat_59 Pre-Treatment CNOT10 25904 37 3 32805950 32805950 Frame_Shift_Del DEL C - 8 289 c.1844delC c.(1843-1845)TCAfs p.S615fs

Pat_59 Pre-Treatment NKTR 4820 37 3 42680269 42680271 In_Frame_Del DEL GAG - 7 148 .3073_3075delGAG c.(3073-3075)GAGdel p.E1029del

Pat_59 Pre-Treatment VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 7 49 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_59 Pre-Treatment WDR49 151790 37 3 167293789 167293789 Frame_Shift_Del DEL C - 8 252 c.403delG c.(403-405)GCAfs p.A135fs

Pat_59 Pre-Treatment MUC4 4585 37 3 195513456 195513456 Frame_Shift_Del DEL A - 6 4 c.4995delT c.(4993-4995)CTTfs p.L1665fs

Pat_59 Pre-Treatment MUC4 4585 37 3 195516779 195516779 Frame_Shift_Del DEL T - 10 262 c.1672delA c.(1672-1674)ACAfs p.T558fs

Pat_59 Pre-Treatment RNF168 165918 37 3 196214338 196214338 Frame_Shift_Del DEL T - 9 583 c.490delA c.(490-492)AGGfs p.R164fs

Pat_59 Pre-Treatment UGT2B11 10720 37 4 70078331 70078332 Frame_Shift_Del DEL AC - 7 730 c.829_830delGT c.(829-831)GTTfs p.V277fs

Pat_59 Pre-Treatment AFM 173 37 4 74347532 74347532 Frame_Shift_Del DEL T - 7 188 c.40delT c.(40-42)TTTfs p.F14fs

Pat_59 Pre-Treatment ADAMTS16 170690 37 5 5186212 5186213 Frame_Shift_Del DEL TA - 7 170 c.811_812delTA c.(811-813)TATfs p.Y271fs

Pat_59 Pre-Treatment PAM 5066 37 5 102296908 102296910 In_Frame_Del DEL AGA - 7 330 c.1137_1139delAGA.(1135-1140)CGAGAA>CG p.E383del

Pat_59 Pre-Treatment MGC29506 51237 37 5 138725510 138725512 In_Frame_Del DEL CAG - 3 6 c.34_36delCTG c.(34-36)CTGdel p.L12del

Pat_59 Pre-Treatment TRIM26 7726 37 6 30157254 30157254 Frame_Shift_Del DEL T - 9 242 c.845delA c.(844-846)AAGfs p.K282fs

Pat_59 Pre-Treatment STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 7 304 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_59 Pre-Treatment DAXX 1616 37 6 33287898 33287900 In_Frame_Del DEL TCC - 11 82 .1353_1355delGG (1351-1356)GAGGAA>GAp.451_452EE>E

Pat_59 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 9 58 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_59 Pre-Treatment PRDM1 639 37 6 106536280 106536280 Frame_Shift_Del DEL T - 7 351 c.247delT c.(247-249)TTAfs p.L83fs



Pat_59 Pre-Treatment C7orf16 10842 37 7 31735179 31735179 Frame_Shift_Del DEL A - 8 327 c.179delA c.(178-180)CAAfs p.Q60fs

Pat_59 Pre-Treatment POLM 27434 37 7 44120414 44120414 Frame_Shift_Del DEL G - 8 98 c.290delC c.(289-291)CCAfs p.P97fs

Pat_59 Pre-Treatment TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 11 207 c.231delA c.(229-231)AAAfs p.K77fs

Pat_59 Pre-Treatment PCLO 27445 37 7 82545386 82545386 Frame_Shift_Del DEL G - 8 437 c.11916delC c.(11914-11916)CCCfs p.P3972fs

Pat_59 Pre-Treatment SERPINE1 5054 37 7 100773817 100773817 Frame_Shift_Del DEL C - 8 553 c.387delC c.(385-387)GTCfs p.V129fs

Pat_59 Pre-Treatment TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 7 504 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_59 Pre-Treatment SGK223 157285 37 8 8175804 8175806 In_Frame_Del DEL TCA - 8 299 c.4079_4081delTGA.(4078-4083)ATGAAG>AAGp.M1360del

Pat_59 Pre-Treatment ADAM28 10863 37 8 24167472 24167473 Frame_Shift_Ins INS - A 10 134 c.216_217insA c.(214-219)TTGAAAfs p.L72fs

Pat_59 Pre-Treatment SLC26A7 115111 37 8 92406218 92406218 Frame_Shift_Del DEL T - 7 163 c.1886delT c.(1885-1887)ATTfs p.I629fs

Pat_59 Pre-Treatment RGS22 26166 37 8 100990177 100990178 Frame_Shift_Ins INS - T 7 150 c.3486_3487insA c.(3484-3489)AAATTGfs p.K1162fs

Pat_59 Pre-Treatment CRAT 1384 37 9 131864813 131864814 Frame_Shift_Ins INS - C 7 305 c.495_496insG c.(493-498)GGGAAGfs p.G165fs

Pat_59 Pre-Treatment PPP2R4 5524 37 9 131890273 131890273 Frame_Shift_Del DEL C - 2 4 c.247delC c.(247-249)CAGfs p.Q83fs

Pat_59 Pre-Treatment NHS 4810 37 X 17394330 17394330 Frame_Shift_Del DEL C - 2 4 c.450delC c.(448-450)TTCfs p.F150fs

Pat_59 Pre-Treatment NAP1L3 4675 37 X 92928035 92928036 Frame_Shift_Ins INS - C 9 42 c.268_269insG c.(268-270)GCCfs p.A90fs

Pat_59 Pre-Treatment BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 8 102 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_59 Pre-Treatment TCEAL4 79921 37 X 102841867 102841868 Frame_Shift_Del DEL AG - 2 4 c.264_265delAG c.(262-267)TCAGAGfs p.S88fs

Pat_59 Post-Resistance SCNN1D 6339 37 1 1226736 1226736 Frame_Shift_Del DEL G - 2 4 c.1663delG c.(1663-1665)GCCfs p.A555fs

Pat_59 Post-Resistance HSPG2 3339 37 1 22202765 22202766 Frame_Shift_Del DEL CC - 2 4 c.2959_2960delGG c.(2959-2961)GGAfs p.G987fs

Pat_59 Post-Resistance SASS6 163786 37 1 100550947 100550947 Frame_Shift_Del DEL G - 10 788 c.1911delC c.(1909-1911)TCCfs p.S637fs

Pat_59 Post-Resistance FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 155 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_59 Post-Resistance PRG4 10216 37 1 186276524 186276526 In_Frame_Del DEL AGG - 11 237 .1673_1675delAGG(1672-1677)AAGGAG>AA p.E559del

Pat_59 Post-Resistance PIH1D2 120379 37 11 111941931 111941932 Frame_Shift_Ins INS - T 10 380 c.377_378insA c.(376-378)AATfs p.N126fs

Pat_59 Post-Resistance SNX19 399979 37 11 130775872 130775872 Frame_Shift_Del DEL G - 7 161 c.2419delC c.(2419-2421)CAAfs p.Q807fs

Pat_59 Post-Resistance DDX12 440081 37 12 9574061 9574061 Frame_Shift_Del DEL G - 7 368 c.1975delC c.(1975-1977)CTGfs p.L659fs

Pat_59 Post-Resistance PRB1 5542 37 12 11506327 11506329 In_Frame_Del DEL GGA - 8 133 c.708_710delTCCc.(706-711)CCTCCA>CCAp.236_237PP>P

Pat_59 Post-Resistance PRB1 5542 37 12 11506632 11506633 In_Frame_Ins INS - GGA 7 405 c.404_405insTCCc.(403-405)CCA>CCTCCAp.135_135P>PP

Pat_59 Post-Resistance RERG 85004 37 12 15262412 15262412 Frame_Shift_Del DEL C - 8 956 c.232delG c.(232-234)GAAfs p.E78fs

Pat_59 Post-Resistance PPM1A 5494 37 14 60752371 60752371 Frame_Shift_Del DEL G - 7 452 c.864delG c.(862-864)TTGfs p.L288fs

Pat_59 Post-Resistance KIAA0317 9870 37 14 75151191 75151191 Frame_Shift_Del DEL T - 7 133 c.209delA c.(208-210)TATfs p.Y70fs

Pat_59 Post-Resistance C14orf174 161394 37 14 77844868 77844869 Frame_Shift_Ins INS - A 7 344 c.1107_1108insA c.(1105-1110)GAGAAAfs p.E369fs

Pat_59 Post-Resistance TTC8 123016 37 14 89338724 89338726 In_Frame_Del DEL CAA - 7 323 c.1323_1325delCAA.(1321-1326)GTCAAC>GT p.N445del

Pat_59 Post-Resistance C14orf102 55051 37 14 90798215 90798215 Frame_Shift_Del DEL C - 7 287 c.34delG c.(34-36)GAGfs p.E12fs

Pat_59 Post-Resistance NFAT5 10725 37 16 69693775 69693775 Frame_Shift_Del DEL C - 8 229 c.1288delC c.(1288-1290)CAAfs p.Q430fs

Pat_59 Post-Resistance STXBP4 252983 37 17 53077006 53077007 Frame_Shift_Del DEL TG - 7 158 c.301_302delTG c.(301-303)TGGfs p.W101fs

Pat_59 Post-Resistance EXOC7 23265 37 17 74097358 74097358 Frame_Shift_Del DEL G - 7 225 c.411delC c.(409-411)AACfs p.N137fs

Pat_59 Post-Resistance CEBPZ 10153 37 2 37454908 37454908 Frame_Shift_Del DEL T - 8 54 c.1428delA c.(1426-1428)AAAfs p.K476fs

Pat_59 Post-Resistance IFIH1 64135 37 2 163134716 163134716 Frame_Shift_Del DEL T - 7 140 c.1764delA c.(1762-1764)AAAfs p.K588fs

Pat_59 Post-Resistance OSBPL6 114880 37 2 179248813 179248813 Frame_Shift_Del DEL C - 9 652 c.1923delC c.(1921-1923)TTCfs p.F641fs

Pat_59 Post-Resistance TNS1 7145 37 2 218712998 218712998 Frame_Shift_Del DEL A - 8 88 c.1867delT c.(1867-1869)TCGfs p.S623fs

Pat_59 Post-Resistance RQCD1 9125 37 2 219449364 219449364 Frame_Shift_Del DEL T - 7 445 c.350delT c.(349-351)CTTfs p.L117fs

Pat_59 Post-Resistance C20orf194 25943 37 20 3355680 3355681 Frame_Shift_Del DEL GG - 8 819 c.501_502delCC c.(499-504)TCCCAAfs p.S167fs

Pat_59 Post-Resistance XPNPEP3 63929 37 22 41318413 41318413 Frame_Shift_Del DEL G - 7 715 c.1132delG c.(1132-1134)GGGfs p.G378fs

Pat_59 Post-Resistance TUBGCP6 85378 37 22 50666360 50666360 Frame_Shift_Del DEL A - 4 2 c.1388delT c.(1387-1389)TTCfs p.F463fs

Pat_59 Post-Resistance CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 8 361 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_59 Post-Resistance CRIPAK 285464 37 4 1389297 1389298 Frame_Shift_Del DEL CA - 10 461 c.998_999delCA c.(997-999)TCAfs p.S333fs

Pat_59 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 7 137 c.792delT c.(790-792)TTTfs p.F264fs

Pat_59 Post-Resistance KIAA0947 23379 37 5 5447608 5447609 Frame_Shift_Del DEL TT - 2 4 c.493_494delTT c.(493-495)TTTfs p.F165fs



Pat_59 Post-Resistance HNRNPA0 10949 37 5 137089109 137089111 In_Frame_Del DEL CCG - 2 4 c.645_647delCGGc.(643-648)GGCGGT>GGT.215_216GG>G

Pat_59 Post-Resistance BTN2A2 10385 37 6 26384091 26384093 In_Frame_Del DEL CCT - 15 241 c.42_44delCCT c.(40-45)TCCCTC>TCC p.L24del

Pat_59 Post-Resistance RRAGD 58528 37 6 90121645 90121647 In_Frame_Del DEL TCC - 6 7 c.66_68delGGA c.(64-69)GAGGAT>GAT p.E22del

Pat_59 Post-Resistance PMPCB 9512 37 7 102952294 102952295 Frame_Shift_Del DEL TA - 7 245 c.1280_1281delTA c.(1279-1281)TTAfs p.L427fs

Pat_59 Post-Resistance RBM33 155435 37 7 155531073 155531074 Frame_Shift_Del DEL CA - 9 258 c.1713_1714delCA c.(1711-1716)CCCACAfs p.P571fs

Pat_59 Post-Resistance RANBP6 26953 37 9 6013873 6013873 Frame_Shift_Del DEL C - 8 308 c.1735delG c.(1735-1737)GAAfs p.E579fs

Pat_63 Pre-Treatment MAP3K6 9064 37 1 27687695 27687696 Frame_Shift_Ins INS - G 4 6 c.1784_1785insC c.(1783-1785)CCGfs p.P595fs

Pat_63 Pre-Treatment HDAC1 3065 37 1 32782289 32782289 Frame_Shift_Del DEL G - 7 245 c.186delG c.(184-186)GAGfs p.E62fs

Pat_63 Pre-Treatment AMY2B 280 37 1 104118151 104118151 Frame_Shift_Del DEL C - 7 517 c.1090delC c.(1090-1092)CAAfs p.Q364fs

Pat_63 Pre-Treatment FAM102B 284611 37 1 109172239 109172240 Frame_Shift_Del DEL GG - 8 155 c.1000_1001delGG c.(1000-1002)GGGfs p.G334fs

Pat_63 Pre-Treatment ANP32E 81611 37 1 150201420 150201420 Frame_Shift_Del DEL C - 7 238 c.478delG c.(478-480)GAGfs p.E160fs

Pat_63 Pre-Treatment ILF2 3608 37 1 153635185 153635185 Frame_Shift_Del DEL G - 7 457 c.1008delC c.(1006-1008)GCCfs p.A336fs

Pat_63 Pre-Treatment PLA2G4A 5321 37 1 186925445 186925447 In_Frame_Del DEL TGA - 14 255 c.1548_1550delTGAc.(1546-1551)TTTGAT>TTT p.D519del

Pat_63 Pre-Treatment LAMB3 3914 37 1 209795971 209795971 Frame_Shift_Del DEL C - 7 225 c.2611delG c.(2611-2613)GAGfs p.E871fs

Pat_63 Pre-Treatment RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 10 50 c.457delA c.(457-459)ATGfs p.M153fs

Pat_63 Pre-Treatment DGKZ 8525 37 11 46391529 46391529 Frame_Shift_Del DEL C - 7 138 c.1104delC c.(1102-1104)CGCfs p.R368fs

Pat_63 Pre-Treatment MMP1 4312 37 11 102668791 102668793 In_Frame_Del DEL CAG - 7 93 c.31_33delCTG c.(31-33)CTGdel p.L11del

Pat_63 Pre-Treatment PAN3 255967 37 13 28713064 28713064 Frame_Shift_Del DEL G - 4 7 c.270delG c.(268-270)CTGfs p.L90fs

Pat_63 Pre-Treatment ITM2B 9445 37 13 48807583 48807583 Frame_Shift_Del DEL C - 3 4 c.87delC c.(85-87)ATCfs p.I29fs

Pat_63 Pre-Treatment FOXN3 1112 37 14 89629149 89629151 In_Frame_Del DEL GAG - 5 5 c.1080_1082delCTC.(1078-1083)TCCTCA>TCAp.360_361SS>S

Pat_63 Pre-Treatment BTBD7 55727 37 14 93720048 93720048 Frame_Shift_Del DEL T - 7 141 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_63 Pre-Treatment SEPHS2 22928 37 16 30456879 30456879 Frame_Shift_Del DEL A - 4 7 c.170delT c.(169-171)ATGfs p.M57fs

Pat_63 Pre-Treatment WSCD1 23302 37 17 5984072 5984074 In_Frame_Del DEL CTG - 4 6 c.94_96delCTG c.(94-96)CTGdel p.L35del

Pat_63 Pre-Treatment FMNL1 752 37 17 43319435 43319437 In_Frame_Del DEL CCG - 2 4 .1807_1809delCCG c.(1807-1809)CCGdel p.P612del

Pat_63 Pre-Treatment MAP3K14 9020 37 17 43344473 43344473 Frame_Shift_Del DEL C - 4 4 c.2419delG c.(2419-2421)GATfs p.D807fs

Pat_63 Pre-Treatment ACE 1636 37 17 61574550 61574550 Frame_Shift_Del DEL G - 3 4 c.3744delG c.(3742-3744)CTGfs p.L1248fs

Pat_63 Pre-Treatment SPOPL 339745 37 2 139326585 139326586 Frame_Shift_Del DEL CG - 7 554 c.1114_1115delCG c.(1114-1116)CGAfs p.R372fs

Pat_63 Pre-Treatment THBD 7056 37 20 23029278 23029279 Frame_Shift_Del DEL GC - 4 8 c.863_864delGC c.(862-864)TGCfs p.C288fs

Pat_63 Pre-Treatment DOK5 55816 37 20 53260114 53260114 Frame_Shift_Del DEL C - 4 5 c.853delC c.(853-855)CAAfs p.Q285fs

Pat_63 Pre-Treatment PCNT 5116 37 21 47831343 47831343 Frame_Shift_Del DEL C - 4 5 c.5356delC c.(5356-5358)CAGfs p.Q1786fs

Pat_63 Pre-Treatment TRIOBP 11078 37 22 38120098 38120109 In_Frame_Del DEL CTCCAGAAC - 7 61 1546delCCTCCAG1548)GCCTCCAGAACCTCp.SRTS513del

Pat_63 Pre-Treatment TRIOBP 11078 37 22 38120245 38120253 In_Frame_Del DEL CCTCCAGAA - 8 155 2_1690delCCTCCA1-1692)GCCTCCAGAACC p.SRT562del

Pat_63 Pre-Treatment ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 18 1303 c.896delA c.(895-897)AATfs p.N299fs

Pat_63 Pre-Treatment TMCC1 23023 37 3 129546725 129546725 Frame_Shift_Del DEL G - 4 8 c.497delC c.(496-498)TCTfs p.S166fs

Pat_63 Pre-Treatment LMLN 89782 37 3 197687255 197687255 Frame_Shift_Del DEL C - 7 201 c.163delC c.(163-165)CCCfs p.P55fs

Pat_63 Pre-Treatment CRIPAK 285464 37 4 1389236 1389237 Frame_Shift_Ins INS - CA 13 325 c.937_938insCA c.(937-939)TCAfs p.S313fs

Pat_63 Pre-Treatment WFS1 7466 37 4 6293083 6293084 Frame_Shift_Del DEL TC - 3 6 c.620_621delTC c.(619-621)GTCfs p.V207fs

Pat_63 Pre-Treatment CCNA2 890 37 4 122740016 122740017 Frame_Shift_Ins INS - A 7 121 c.1054_1055insT c.(1054-1056)CCAfs p.P352fs

Pat_63 Pre-Treatment DIAPH1 1729 37 5 140953387 140953387 Frame_Shift_Del DEL G - 4 5 c.2030delC c.(2029-2031)CCAfs p.P677fs

Pat_63 Pre-Treatment KLHDC3 116138 37 6 42986216 42986216 Frame_Shift_Del DEL T - 8 180 c.655delT c.(655-657)TTTfs p.F219fs

Pat_63 Pre-Treatment ATG5 9474 37 6 106764043 106764043 Frame_Shift_Del DEL C - 7 420 c.41delG c.(40-42)GGAfs p.G14fs

Pat_63 Pre-Treatment BCL7B 9275 37 7 72957887 72957888 Frame_Shift_Del DEL CA - 8 477 c.255_256delTG c.(253-258)CTTGAAfs p.L85fs

Pat_63 Pre-Treatment SEMA3C 10512 37 7 80546049 80546051 In_Frame_Del DEL TAG - 7 331 c.47_49delCTA c.(46-51)TCTATC>TTC p.16_17SI>F

Pat_63 Pre-Treatment DOCK4 9732 37 7 111407097 111407097 Frame_Shift_Del DEL G - 7 196 c.3879delC c.(3877-3879)AGCfs p.S1293fs

Pat_63 Pre-Treatment MET 4233 37 7 116339595 116339595 Frame_Shift_Del DEL G - 7 576 c.457delG c.(457-459)GACfs p.D153fs

Pat_63 Pre-Treatment IDO2 169355 37 8 39836691 39836692 Frame_Shift_Del DEL GC - 4 4 c.340_341delGC c.(340-342)GCGfs p.A114fs

Pat_63 Pre-Treatment SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 10 1278 c.1023delT c.(1021-1023)CCTfs p.P341fs



Pat_63 Pre-Treatment ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 9 251 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_63 Pre-Treatment ANXA13 312 37 8 124724928 124724928 Frame_Shift_Del DEL G - 8 860 c.81delC c.(79-81)TGCfs p.C27fs

Pat_63 Pre-Treatment MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 264 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_63 Pre-Treatment KIF24 347240 37 9 34256285 34256285 Frame_Shift_Del DEL G - 4 9 c.3320delC c.(3319-3321)TCAfs p.S1107fs

Pat_63 Pre-Treatment ALDH1A1 216 37 9 75531976 75531976 Frame_Shift_Del DEL G - 8 398 c.895delC c.(895-897)CAGfs p.Q299fs

Pat_63 Pre-Treatment TPRN 286262 37 9 140087025 140087027 In_Frame_Del DEL TCC - 4 8 .1659_1661delGG (1657-1662)GAGGAA>GAp.553_554EE>E

Pat_63 Pre-Treatment CDKL5 6792 37 X 18631336 18631336 Frame_Shift_Del DEL A - 8 141 c.2217delA c.(2215-2217)CTAfs p.L739fs

Pat_63 Pre-Treatment ZBTB33 10009 37 X 119388255 119388257 In_Frame_Del DEL GAG - 7 180 c.985_987delGAG c.(985-987)GAGdel p.E333del

Pat_63 Pre-Treatment PRRG3 79057 37 X 150869296 150869297 Frame_Shift_Ins INS - G 4 8 c.487_488insG c.(487-489)CGGfs p.R163fs

Pat_63 Post-Resistance PHACTR4 65979 37 1 28785729 28785730 Frame_Shift_Ins INS - A 9 74 c.150_151insA c.(148-153)AGGAAAfs p.R50fs

Pat_63 Post-Resistance ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 7 324 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_63 Post-Resistance FNDC7 163479 37 1 109276138 109276138 Frame_Shift_Del DEL A - 7 93 c.2124delA c.(2122-2124)CCAfs p.P708fs

Pat_63 Post-Resistance S100A1 6271 37 1 153604197 153604197 Frame_Shift_Del DEL G - 7 1554 c.165delG c.(163-165)GTGfs p.V55fs

Pat_63 Post-Resistance SLAMF1 6504 37 1 160589601 160589601 Frame_Shift_Del DEL T - 9 292 c.829delA c.(829-831)AGCfs p.S277fs

Pat_63 Post-Resistance PRG4 10216 37 1 186276548 186276550 In_Frame_Del DEL AGG - 12 307 .1697_1699delAGG(1696-1701)AAGGAG>AA p.E567del

Pat_63 Post-Resistance CTSE 1510 37 1 206325294 206325294 Frame_Shift_Del DEL C - 8 400 c.519delC c.(517-519)GGCfs p.G173fs

Pat_63 Post-Resistance RUFY2 55680 37 10 70156583 70156583 Frame_Shift_Del DEL T - 8 60 c.457delA c.(457-459)ATGfs p.M153fs

Pat_63 Post-Resistance SAAL1 113174 37 11 18127531 18127533 In_Frame_Del DEL CCT - 7 44 c.56_58delAGG c.(55-60)GAGGTG>GTG p.E19del

Pat_63 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 7 421 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_63 Post-Resistance IFFO1 25900 37 12 6649704 6649706 In_Frame_Del DEL GGC - 8 220 .1623_1625delGC (1621-1626)CCGCCA>CCp.541_542PP>P

Pat_63 Post-Resistance DHX37 57647 37 12 125473494 125473494 Frame_Shift_Del DEL G - 7 85 c.75delC c.(73-75)CCCfs p.P25fs

Pat_63 Post-Resistance LIG4 3981 37 13 108862104 108862105 Frame_Shift_Del DEL GA - 7 387 c.1512_1513delTC c.(1510-1515)TCTCGTfs p.S504fs

Pat_63 Post-Resistance VPS18 57617 37 15 41188208 41188208 Frame_Shift_Del DEL A - 108 690 c.164delA c.(163-165)GAGfs p.E55fs

Pat_63 Post-Resistance FAM174B 400451 37 15 93198679 93198684 In_Frame_Del DEL TGGAGC - 4 5 206_211delGCTCC205-213)AGCTCCAAC>AA p.SS69del

Pat_63 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 9 345 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_63 Post-Resistance LRP2 4036 37 2 170136098 170136099 Frame_Shift_Ins INS - A 8 29 c.1348_1349insT c.(1348-1350)TCAfs p.S450fs

Pat_63 Post-Resistance PRKAG3 53632 37 2 219692729 219692729 Frame_Shift_Del DEL G - 4 9 c.772delC c.(772-774)CTGfs p.L258fs

Pat_63 Post-Resistance OLIG1 116448 37 21 34442677 34442679 In_Frame_Del DEL CCT - 6 12 c.125_127delCCTc.(124-129)CCCTCC>CCC p.S48del

Pat_63 Post-Resistance DNAJB7 150353 37 22 41257114 41257115 Frame_Shift_Ins INS - T 10 952 c.884_885insA c.(883-885)AAGfs p.K295fs

Pat_63 Post-Resistance SREBF2 6721 37 22 42271637 42271637 Frame_Shift_Del DEL C - 7 608 c.1295delC c.(1294-1296)TCCfs p.S432fs

Pat_63 Post-Resistance TCF20 6942 37 22 42610776 42610778 In_Frame_Del DEL TGC - 13 337 c.534_536delGCAc.(532-537)CAGCAA>CAA.178_179QQ>Q

Pat_63 Post-Resistance ARFGAP3 26286 37 22 43213780 43213780 Frame_Shift_Del DEL T - 19 1761 c.896delA c.(895-897)AATfs p.N299fs

Pat_63 Post-Resistance NCEH1 57552 37 3 172365826 172365826 Frame_Shift_Del DEL T - 8 100 c.313delA c.(313-315)AGCfs p.S105fs

Pat_63 Post-Resistance AASDH 132949 37 4 57220269 57220269 Frame_Shift_Del DEL A - 9 111 c.1319delT c.(1318-1320)TTGfs p.L440fs

Pat_63 Post-Resistance CCNO 10309 37 5 54529340 54529340 Frame_Shift_Del DEL G - 6 8 c.12delC c.(10-12)CCCfs p.P4fs

Pat_63 Post-Resistance DEPDC1B 55789 37 5 59938636 59938637 Splice_Site INS - A 13 70 c.757_splice c.e6+1 p.W253_splice

Pat_63 Post-Resistance MSH3 4437 37 5 79970915 79970915 Frame_Shift_Del DEL A - 10 387 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_63 Post-Resistance LARP1 23367 37 5 154173389 154173390 Frame_Shift_Ins INS - C 9 659 c.898_899insC c.(898-900)GCCfs p.A300fs

Pat_63 Post-Resistance RDBP 7936 37 6 31926206 31926206 Frame_Shift_Del DEL G - 7 366 c.18delC c.(16-18)CCCfs p.P6fs

Pat_63 Post-Resistance SLC35F1 222553 37 6 118606435 118606435 Frame_Shift_Del DEL C - 8 749 c.936delC c.(934-936)GTCfs p.V312fs

Pat_63 Post-Resistance DNAH11 8701 37 7 21698641 21698641 Frame_Shift_Del DEL A - 2 4 c.5335delA c.(5335-5337)AAAfs p.K1779fs

Pat_63 Post-Resistance EGFR 1956 37 7 55221748 55221748 Frame_Shift_Del DEL C - 7 332 c.792delC c.(790-792)TGCfs p.C264fs

Pat_63 Post-Resistance PEX1 5189 37 7 92146721 92146721 Frame_Shift_Del DEL T - 7 171 c.1108delA c.(1108-1110)ATTfs p.I370fs

Pat_63 Post-Resistance PXDNL 137902 37 8 52359603 52359603 Frame_Shift_Del DEL C - 7 2188 c.1486delG c.(1486-1488)GTGfs p.V496fs

Pat_63 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 21 2547 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_63 Post-Resistance ZNF704 619279 37 8 81733778 81733778 Frame_Shift_Del DEL T - 9 765 c.52delA c.(52-54)ATGfs p.M18fs

Pat_63 Post-Resistance ZHX1 11244 37 8 124266775 124266775 Frame_Shift_Del DEL T - 10 1528 c.1412delA c.(1411-1413)AAGfs p.K471fs



Pat_63 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 8 313 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_63 Post-Resistance MYC 4609 37 8 128750605 128750607 In_Frame_Del DEL CAG - 7 471 c.97_99delCAG c.(97-99)CAGdel p.Q37del

Pat_63 Post-Resistance CNKSR2 22866 37 X 21627678 21627680 In_Frame_Del DEL GAG - 12 101 .2635_2637delGAG c.(2635-2637)GAGdel p.E886del

Pat_63 Post-Resistance ZFP92 139735 37 X 152686591 152686591 Frame_Shift_Del DEL G - 2 4 c.756delG c.(754-756)CTGfs p.L252fs

Pat_70 Pre-Treatment PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 18 458 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_70 Pre-Treatment MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 11 232 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_70 Pre-Treatment SFRS4 6429 37 1 29475219 29475221 In_Frame_Del DEL CTT - 12 156 c.1186_1188delAAG c.(1186-1188)AAGdel p.K396del

Pat_70 Pre-Treatment TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 10 341 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_70 Pre-Treatment CPT2 1376 37 1 53676267 53676284 In_Frame_Del DEL GTGGCAATG - 23 173 elGAGTAGTGGCAATGAGTAGTGGCAATGAG.SSGNEE308d

Pat_70 Pre-Treatment USP24 23358 37 1 55620379 55620380 Frame_Shift_Ins INS - TGAA 52 115 .1182_1183insTTC c.(1180-1185)TCAGATfs p.S394fs

Pat_70 Pre-Treatment TCHH 7062 37 1 152083818 152083820 In_Frame_Del DEL CGG - 9 81 .1873_1875delCCG c.(1873-1875)CCGdel p.P625del

Pat_70 Pre-Treatment KCNN3 3782 37 1 154842331 154842333 In_Frame_Del DEL TGC - 7 84 c.108_110delGCAc.(106-111)CAGCAA>CAAp.36_37QQ>Q

Pat_70 Pre-Treatment KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 9 379 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_70 Pre-Treatment LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 7 36 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_70 Pre-Treatment TMEM63A 9725 37 1 226034840 226034842 In_Frame_Del DEL CTG - 13 392 .2323_2325delCAG c.(2323-2325)CAGdel p.Q775del

Pat_70 Pre-Treatment AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 7 104 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_70 Pre-Treatment CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 8 447 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_70 Pre-Treatment PAMR1 25891 37 11 35513670 35513670 Frame_Shift_Del DEL C - 13 976 c.302delG c.(301-303)GGTfs p.G101fs

Pat_70 Pre-Treatment KBTBD4 55709 37 11 47599139 47599139 Frame_Shift_Del DEL A - 8 1015 c.413delT c.(412-414)TTGfs p.L138fs

Pat_70 Pre-Treatment STX5 6811 37 11 62598584 62598585 Frame_Shift_Ins INS - G 9 28 c.131_132insC c.(130-132)CCAfs p.P44fs

Pat_70 Pre-Treatment DDX6 1656 37 11 118629613 118629614 Splice_Site INS - G 12 401 c.865_splice c.e9-1 p.N289_splice

Pat_70 Pre-Treatment CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 12 420 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_70 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 16 443 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_70 Pre-Treatment SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 8 492 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_70 Pre-Treatment SYCP3 50511 37 12 102122901 102122901 Frame_Shift_Del DEL T - 7 58 c.643delA c.(643-645)ATTfs p.I215fs

Pat_70 Pre-Treatment POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 16 659 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_70 Pre-Treatment PABPC3 5042 37 13 25671804 25671806 In_Frame_Del DEL GCT - 8 82 .1468_1470delGC c.(1468-1470)GCTdel p.A496del

Pat_70 Pre-Treatment TEP1 7011 37 14 20852647 20852647 Frame_Shift_Del DEL C - 10 650 c.3242delG c.(3241-3243)GGTfs p.G1081fs

Pat_70 Pre-Treatment APEX1 328 37 14 20923820 20923820 Frame_Shift_Del DEL A - 9 303 c.16delA c.(16-18)AAAfs p.K6fs

Pat_70 Pre-Treatment LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 23 301 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_70 Pre-Treatment PSMA6 5687 37 14 35782215 35782216 Frame_Shift_Ins INS - A 7 382 c.538_539insA c.(538-540)GAAfs p.E180fs

Pat_70 Pre-Treatment C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 8 151 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_70 Pre-Treatment ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 10 630 .4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_70 Pre-Treatment SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 13 178 .1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_70 Pre-Treatment APOB48R 55911 37 16 28507398 28507424 Splice_Site DEL TCAGGAGGG - 15 31 c.1043_splice c.e2+1 p.A348_splice

Pat_70 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 9 1502 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_70 Pre-Treatment SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 8 174 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_70 Pre-Treatment SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 12 173 .2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_70 Pre-Treatment ENO3 2027 37 17 4859894 4859894 Frame_Shift_Del DEL G - 7 511 c.1094delG c.(1093-1095)TGGfs p.W365fs

Pat_70 Pre-Treatment KDM6B 23135 37 17 7751859 7751864 In_Frame_Del DEL CACCAC - 16 142 253_2258delCACC251-2259)GTCACCACC>G p.TT760del

Pat_70 Pre-Treatment TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 9 217 .1865_1867delTGC(1864-1869)GTGCTG>GT p.L627del

Pat_70 Pre-Treatment CDK12 51755 37 17 37686901 37686901 Frame_Shift_Del DEL C - 7 895 c.3805delC c.(3805-3807)CCCfs p.P1269fs

Pat_70 Pre-Treatment KRT10 3858 37 17 38978766 38978768 In_Frame_Del DEL TCC - 8 79 c.70_72delGGA c.(70-72)GGAdel p.G24del

Pat_70 Pre-Treatment KRTAP4-5 85289 37 17 39305775 39305776 In_Frame_Ins INS - GCAGCTG 22 101 5insGCCCCAGCT6)CAG>CGCCCCAGCTGC81_82insRPSC

Pat_70 Pre-Treatment FMNL1 752 37 17 43319434 43319435 In_Frame_Ins INS - CCG 7 6 .1806_1807insCCG c.(1804-1809)insCCG p.612_613insP

Pat_70 Pre-Treatment NPEPPS 9520 37 17 45669428 45669429 Splice_Site INS - A 13 28 c.1365_splice c.e11+2 p.K455_splice

Pat_70 Pre-Treatment CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 12 174 c.481_483delCAG c.(481-483)CAGdel p.Q161del



Pat_70 Pre-Treatment LDLR 3949 37 19 11216065 11216065 Frame_Shift_Del DEL C - 8 446 c.483delC c.(481-483)ATCfs p.I161fs

Pat_70 Pre-Treatment HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 14 421 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_70 Pre-Treatment ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 8 764 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_70 Pre-Treatment LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 17 799 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_70 Pre-Treatment SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 19 361 .2130_2132delGG(2128-2133)GAGGAC>GA p.E710del

Pat_70 Pre-Treatment TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 8 147 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_70 Pre-Treatment LILRB2 10288 37 19 54780707 54780709 In_Frame_Del DEL GAG - 7 281 c.1435_1437delCTC c.(1435-1437)CTCdel p.L479del

Pat_70 Pre-Treatment LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 7 74 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_70 Pre-Treatment ZNF579 163033 37 19 56089908 56089909 In_Frame_Ins INS - CCG 7 10 .1097_1098insCGG(1096-1098)GGG>GGCGG.366_366G>GG

Pat_70 Pre-Treatment C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 9 387 .1479_1481delGG (1477-1482)GAGGAA>GAp.493_494EE>E

Pat_70 Pre-Treatment ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 12 158 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_70 Pre-Treatment SLC20A1 6574 37 2 113416607 113416608 Frame_Shift_Del DEL AG - 7 85 c.984_985delAG c.(982-987)CCAGAGfs p.P328fs

Pat_70 Pre-Treatment UGGT1 56886 37 2 128938648 128938649 Splice_Site INS - GGCCCTTA 7 168 c.4083_splice c.e36+2 p.Q1361_splice

Pat_70 Pre-Treatment NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 11 209 .3090_3092delGCA.(3088-3093)CAGCAA>CA1030_1031QQ>

Pat_70 Pre-Treatment SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 7 311 .2897_2899delAGC.(2896-2901)CAGCCA>CC p.Q966del

Pat_70 Pre-Treatment TRIOBP 11078 37 22 38120029 38120031 In_Frame_Del DEL CCT - 12 310 .1466_1468delCCT(1465-1470)GCCTCC>GC p.S491del

Pat_70 Pre-Treatment TRIOBP 11078 37 22 38120323 38120325 In_Frame_Del DEL CCT - 11 644 .1760_1762delCCT(1759-1764)GCCTCC>GC p.S589del

Pat_70 Pre-Treatment RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 15 215 c.1101_1103delGGA.(1099-1104)GAGGAA>GAp.367_368EE>E

Pat_70 Pre-Treatment XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 163 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_70 Pre-Treatment QRICH1 54870 37 3 49094313 49094314 In_Frame_Ins INS - TGC 36 73 .1319_1320insGCA.(1318-1320)CAA>CAGCA.440_440Q>QQ

Pat_70 Pre-Treatment ROBO2 6092 37 3 77657038 77657038 Frame_Shift_Del DEL C - 7 139 c.3226delC c.(3226-3228)CCCfs p.P1076fs

Pat_70 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 9 1040 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_70 Pre-Treatment CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 13 686 c.601_602delCA c.(601-603)CACfs p.H201fs

Pat_70 Pre-Treatment CRIPAK 285464 37 4 1389392 1389393 Frame_Shift_Del DEL CA - 12 1369 c.1093_1094delCA c.(1093-1095)CACfs p.H365fs

Pat_70 Pre-Treatment PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 7 170 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_70 Pre-Treatment MMRN1 22915 37 4 90844391 90844393 In_Frame_Del DEL AGC - 9 1178 c.923_925delAGCc.(922-927)GAGCAG>GAG p.Q313del

Pat_70 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 7 182 c.317delT c.(316-318)ATTfs p.I106fs

Pat_70 Pre-Treatment SDHA 6389 37 5 256484 256485 Frame_Shift_Del DEL TT - 23 389 c.1944_1945delTT c.(1942-1947)ACTTTGfs p.T648fs

Pat_70 Pre-Treatment HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 15 715 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_70 Pre-Treatment KIAA1949 170954 37 6 30653494 30653496 In_Frame_Del DEL TGC - 7 114 c.300_302delGCAc.(298-303)CAGCAA>CAA.100_101QQ>Q

Pat_70 Pre-Treatment ZBTB22 9278 37 6 33283253 33283254 Frame_Shift_Del DEL CC - 8 1203 c.1440_1441delGGc.(1438-1443)GGGGACfs p.G480fs

Pat_70 Pre-Treatment MDN1 23195 37 6 90432674 90432675 Frame_Shift_Ins INS - T 8 413 c.5966_5967insA c.(5965-5967)AAGfs p.K1989fs

Pat_70 Pre-Treatment MAP3K7 6885 37 6 91296568 91296570 In_Frame_Del DEL GAG - 8 99 c.33_35delCTC c.(31-36)TCCTCG>TCG p.11_12SS>S

Pat_70 Pre-Treatment HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 7 134 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_70 Pre-Treatment GARS 2617 37 7 30634583 30634585 In_Frame_Del DEL CTG - 7 130 c.46_48delCTG c.(46-48)CTGdel p.L20del

Pat_70 Pre-Treatment DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 22 1228 c.693delA c.(691-693)CCAfs p.P231fs

Pat_70 Pre-Treatment RSBN1L 222194 37 7 77326220 77326222 In_Frame_Del DEL CCG - 10 140 c.434_436delCCGc.(433-438)CCCGCC>CCC p.A151del

Pat_70 Pre-Treatment MCM7 4176 37 7 99695272 99695272 Frame_Shift_Del DEL C - 7 1266 c.1082delG c.(1081-1083)GGTfs p.G361fs

Pat_70 Pre-Treatment MUC17 140453 37 7 100684131 100684133 In_Frame_Del DEL CTC - 36 1591 c.9434_9436delCTCc.(9433-9438)TCTCCT>TCT p.P3146del

Pat_70 Pre-Treatment MUC17 140453 37 7 100684307 100684308 In_Frame_Ins INS - CTC 61 1466 c.9610_9611insCTCc.(9610-9612)TCT>TCTCCT.3204_3205ins

Pat_70 Pre-Treatment SCRIB 23513 37 8 144890900 144890902 In_Frame_Del DEL TCC - 8 45 .1992_1994delGG (1990-1995)GAGGAA>GAp.664_665EE>E

Pat_70 Pre-Treatment KANK1 23189 37 9 732475 732477 In_Frame_Del DEL GAG - 10 365 .3103_3105delGAG c.(3103-3105)GAGdel p.E1039del

Pat_70 Pre-Treatment TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 7 165 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_70 Pre-Treatment NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 10 72 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_70 Pre-Treatment PRDM12 59335 37 9 133543701 133543702 Splice_Site DEL GT - 16 192 c.570_splice c.e3+1 p.E190_splice

Pat_70 Pre-Treatment CEL 1056 37 9 135941982 135941982 Frame_Shift_Del DEL G - 7 408 c.613delG c.(613-615)GGGfs p.G205fs

Pat_70 Pre-Treatment TSPAN7 7102 37 X 38530682 38530682 Frame_Shift_Del DEL C - 7 761 c.323delC c.(322-324)TCAfs p.S108fs



Pat_70 Pre-Treatment PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 13 368 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_70 Pre-Treatment BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 7 311 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_70 Pre-Treatment FAM199X 139231 37 X 103432837 103432839 In_Frame_Del DEL CAG - 7 330 c.846_848delCAGc.(844-849)GCCAGC>GCC p.S286del

Pat_70 Pre-Treatment SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 33 745 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_70 Pre-Treatment CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 7 466 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_70 Pre-Treatment BCAP31 10134 37 X 152981034 152981043 Frame_Shift_Del DEL CCTCTGGG - 35 239 _304delGCCCAGA295-306)GCCCAGAGGAAT p.A99fs

Pat_70 Post-Resistance RPL22 6146 37 1 6257785 6257785 Frame_Shift_Del DEL T - 7 253 c.44delA c.(43-45)AAGfs p.K15fs

Pat_70 Post-Resistance PLEKHG5 57449 37 1 6536011 6536013 In_Frame_Del DEL CTC - 29 618 c.295_297delGAG c.(295-297)GAGdel p.E99del

Pat_70 Post-Resistance AADACL3 126767 37 1 12785494 12785494 Frame_Shift_Del DEL G - 17 724 c.584delG c.(583-585)TGTfs p.C195fs

Pat_70 Post-Resistance MST1P9 11223 37 1 17085995 17085996 Frame_Shift_Ins INS - C 18 358 c.901_902insG c.(901-903)GCGfs p.A301fs

Pat_70 Post-Resistance RPS6KA1 6195 37 1 26885311 26885311 Frame_Shift_Del DEL C - 9 496 c.1098delC c.(1096-1098)ATCfs p.I366fs

Pat_70 Post-Resistance XKR8 55113 37 1 28293145 28293147 In_Frame_Del DEL CTG - 9 611 c.622_624delCTG c.(622-624)CTGdel p.L211del

Pat_70 Post-Resistance SFRS4 6429 37 1 29475219 29475221 In_Frame_Del DEL CTT - 17 348 c.1186_1188delAAG c.(1186-1188)AAGdel p.K396del

Pat_70 Post-Resistance SFRS4 6429 37 1 29475575 29475575 Frame_Shift_Del DEL G - 8 1472 c.832delC c.(832-834)CAAfs p.Q278fs

Pat_70 Post-Resistance ZMYM6 9204 37 1 35485090 35485090 Frame_Shift_Del DEL T - 8 426 c.292delA c.(292-294)ATGfs p.M98fs

Pat_70 Post-Resistance ZMYM4 9202 37 1 35846959 35846960 Frame_Shift_Ins INS - A 9 272 c.1281_1282insA c.(1279-1284)CTGAAAfs p.L427fs

Pat_70 Post-Resistance INPP5B 3633 37 1 38411495 38411495 Frame_Shift_Del DEL C - 7 319 c.85delG c.(85-87)GACfs p.D29fs

Pat_70 Post-Resistance TMCO2 127391 37 1 40713708 40713709 Frame_Shift_Del DEL TC - 13 879 c.43_44delTC c.(43-45)TCTfs p.S15fs

Pat_70 Post-Resistance STIL 6491 37 1 47767947 47767947 Frame_Shift_Del DEL T - 7 420 c.224delA c.(223-225)AATfs p.N75fs

Pat_70 Post-Resistance CPT2 1376 37 1 53676267 53676284 In_Frame_Del DEL GTGGCAATG - 10 399 elGAGTAGTGGCAATGAGTAGTGGCAATGAG.SSGNEE308d

Pat_70 Post-Resistance USP24 23358 37 1 55620379 55620380 Frame_Shift_Ins INS - TGAA 55 389 .1182_1183insTTC c.(1180-1185)TCAGATfs p.S394fs

Pat_70 Post-Resistance TNNI3K 51086 37 1 74957824 74957826 In_Frame_Del DEL CTT - 13 1099 c.2225_2227delCTT.(2224-2229)CCTTCT>CC p.S746del

Pat_70 Post-Resistance BCL10 8915 37 1 85736511 85736511 Frame_Shift_Del DEL T - 16 450 c.136delA c.(136-138)ATAfs p.I46fs

Pat_70 Post-Resistance CDC7 8317 37 1 91967356 91967357 Frame_Shift_Ins INS - A 10 286 c.83_84insA c.(82-84)TTAfs p.L28fs

Pat_70 Post-Resistance IGSF3 3321 37 1 117122270 117122272 In_Frame_Del DEL GTC - 7 60 .3076_3078delGAC c.(3076-3078)GACdel p.D1026del

Pat_70 Post-Resistance ADAM30 11085 37 1 120436591 120436591 Frame_Shift_Del DEL T - 8 1059 c.2369delA c.(2368-2370)AAGfs p.K790fs

Pat_70 Post-Resistance NBPF9 400818 37 1 144615246 144615247 Splice_Site INS - AG 8 135 c.114_splice c.e3+2 p.L38_splice

Pat_70 Post-Resistance HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 8 464 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_70 Post-Resistance ADAMTSL4 54507 37 1 150530506 150530506 Frame_Shift_Del DEL G - 8 546 c.2263delG c.(2263-2265)GGGfs p.G755fs

Pat_70 Post-Resistance MCL1 4170 37 1 150551492 150551494 In_Frame_Del DEL TCC - 14 591 c.513_515delGGAc.(511-516)GAGGAC>GAC p.E171del

Pat_70 Post-Resistance TCHH 7062 37 1 152082957 152082959 In_Frame_Del DEL CTC - 12 399 .2734_2736delGAG c.(2734-2736)GAGdel p.E912del

Pat_70 Post-Resistance LCE4A 199834 37 1 152681693 152681698 In_Frame_Del DEL TGTGGT - 12 389 142_147delTGTGG c.(142-147)TGTGGTdel p.CG48del

Pat_70 Post-Resistance SLC27A3 11000 37 1 153751859 153751860 Frame_Shift_Ins INS - C 7 740 c.1926_1927insC c.(1924-1929)CGTCCCfs p.R642fs

Pat_70 Post-Resistance KIAA0907 22889 37 1 155886422 155886423 Frame_Shift_Del DEL CT - 25 917 c.1546_1547delAG c.(1546-1548)AGGfs p.R516fs

Pat_70 Post-Resistance ISG20L2 81875 37 1 156694023 156694023 Frame_Shift_Del DEL G - 14 573 c.865delC c.(865-867)CTCfs p.L289fs

Pat_70 Post-Resistance ARHGAP30 257106 37 1 161039361 161039361 Frame_Shift_Del DEL A - 7 501 c.54delT c.(52-54)TTTfs p.F18fs

Pat_70 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 581 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del

Pat_70 Post-Resistance PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 9 736 .1058_1060delTGG(1057-1062)GTGGGT>GG p.V353del

Pat_70 Post-Resistance GPA33 10223 37 1 167024257 167024259 In_Frame_Del DEL GCA - 8 642 c.781_783delTGC c.(781-783)TGCdel p.C261del

Pat_70 Post-Resistance C1orf114 57821 37 1 169366580 169366580 Frame_Shift_Del DEL T - 7 159 c.1265delA c.(1264-1266)AAGfs p.K422fs

Pat_70 Post-Resistance PAPPA2 60676 37 1 176762724 176762724 Frame_Shift_Del DEL C - 11 872 c.5049delC c.(5047-5049)ATCfs p.I1683fs

Pat_70 Post-Resistance CACNA1E 777 37 1 181680102 181680103 Frame_Shift_Del DEL AG - 33 674 c.1068_1069delAGc.(1066-1071)AAAGAGfs p.K356fs

Pat_70 Post-Resistance APOBEC4 403314 37 1 183616826 183616828 In_Frame_Del DEL TTC - 10 787 .1089_1091delGAA.(1087-1092)AAGAAA>AAAp.363_364KK>K

Pat_70 Post-Resistance CAMSAP1L1 23271 37 1 200822549 200822549 Frame_Shift_Del DEL A - 9 341 c.3782delA c.(3781-3783)CAAfs p.Q1261fs

Pat_70 Post-Resistance IPO9 55705 37 1 201843998 201844000 In_Frame_Del DEL GAG - 12 473 .2872_2874delGAG c.(2872-2874)GAGdel p.E962del

Pat_70 Post-Resistance LOC642587 642587 37 1 209605637 209605648 In_Frame_Del DEL CAGCAGCA - 10 82 263delAGCAGCAG264)GTAGCAGCAGCAGC p.AAAA93del

Pat_70 Post-Resistance INTS7 25896 37 1 212115191 212115193 In_Frame_Del DEL TGC - 7 917 .2862_2864delGCA.(2860-2865)CAGCAA>CA.954_955QQ>Q



Pat_70 Post-Resistance TMEM63A 9725 37 1 226034840 226034842 In_Frame_Del DEL CTG - 37 766 .2323_2325delCAG c.(2323-2325)CAGdel p.Q775del

Pat_70 Post-Resistance AGT 183 37 1 230839055 230839055 Frame_Shift_Del DEL A - 8 309 c.1290delT c.(1288-1290)TTTfs p.F430fs

Pat_70 Post-Resistance KMO 8564 37 1 241753511 241753511 Frame_Shift_Del DEL T - 8 682 c.1206delT c.(1204-1206)ACTfs p.T402fs

Pat_70 Post-Resistance ANK3 288 37 10 61828727 61828729 In_Frame_Del DEL GTG - 10 264 11910_11912delCA(11908-11913)ACCACT>AC3970_3971TT>

Pat_70 Post-Resistance ZMIZ1 57178 37 10 81072446 81072446 Frame_Shift_Del DEL C - 8 1241 c.3144delC c.(3142-3144)GACfs p.D1048fs

Pat_70 Post-Resistance PANK1 53354 37 10 91359120 91359120 Frame_Shift_Del DEL T - 7 1206 c.1199delA c.(1198-1200)AAGfs p.K400fs

Pat_70 Post-Resistance SEMA4G 57715 37 10 102743836 102743836 Frame_Shift_Del DEL A - 7 538 c.2480delA c.(2479-2481)GAAfs p.E827fs

Pat_70 Post-Resistance LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 16 648 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_70 Post-Resistance TACC2 10579 37 10 123970380 123970380 Frame_Shift_Del DEL C - 10 625 c.6440delC c.(6439-6441)ACCfs p.T2147fs

Pat_70 Post-Resistance CPXM2 119587 37 10 125528165 125528167 In_Frame_Del DEL CAG - 12 1142 c.1174_1176delCTG c.(1174-1176)CTGdel p.L392del

Pat_70 Post-Resistance LOC653544 653544 37 10 135491013 135491014 Frame_Shift_Ins INS - T 9 548 c.624_625insT c.(622-627)GCCAGGfs p.A208fs

Pat_70 Post-Resistance TSPAN4 7106 37 11 864443 864445 In_Frame_Del DEL CTG - 15 403 c.262_264delCTG c.(262-264)CTGdel p.L92del

Pat_70 Post-Resistance OR10A5 144124 37 11 6867223 6867225 In_Frame_Del DEL TTC - 13 409 c.310_312delTTC c.(310-312)TTCdel p.F108del

Pat_70 Post-Resistance OR10A2 341276 37 11 6891253 6891255 In_Frame_Del DEL TTC - 15 558 c.268_270delTTC c.(268-270)TTCdel p.F94del

Pat_70 Post-Resistance C11orf46 120534 37 11 30352754 30352754 Frame_Shift_Del DEL A - 18 610 c.259delA c.(259-261)AAAfs p.K87fs

Pat_70 Post-Resistance OR8I2 120586 37 11 55861308 55861308 Frame_Shift_Del DEL T - 15 1003 c.525delT c.(523-525)CATfs p.H175fs

Pat_70 Post-Resistance FADS2 9415 37 11 61607885 61607887 In_Frame_Del DEL TCC - 11 888 c.398_400delTCC c.(397-402)TTCCTC>TTC p.L137del

Pat_70 Post-Resistance RARRES3 5920 37 11 63313708 63313709 Frame_Shift_Ins INS - A 11 618 c.475_476insA c.(475-477)CAAfs p.Q159fs

Pat_70 Post-Resistance FAU 2197 37 11 64888248 64888250 In_Frame_Del DEL TCT - 7 340 c.305_307delAGAc.(304-309)AAGACA>ACA p.K102del

Pat_70 Post-Resistance KDM2A 22992 37 11 67018079 67018081 In_Frame_Del DEL GAG - 9 134 .2578_2580delGAG c.(2578-2580)GAGdel p.E866del

Pat_70 Post-Resistance ATG16L2 89849 37 11 72528863 72528865 In_Frame_Del DEL AGG - 9 300 c.281_283delAGGc.(280-285)CAGGAG>CAG p.E98del

Pat_70 Post-Resistance C11orf30 56946 37 11 76207304 76207304 Frame_Shift_Del DEL C - 9 858 c.1154delC c.(1153-1155)TCCfs p.S385fs

Pat_70 Post-Resistance MMP12 4321 37 11 102738793 102738794 Splice_Site INS - T 11 49 c.630_splice c.e5+1 p.T210_splice

Pat_70 Post-Resistance DDX10 1662 37 11 108788635 108788637 In_Frame_Del DEL TGA - 7 182 c.2340_2342delTGA.(2338-2343)AGTGAT>AG p.D788del

Pat_70 Post-Resistance CHEK1 1111 37 11 125505377 125505378 Frame_Shift_Ins INS - A 22 872 c.667_668insA c.(667-669)GAAfs p.E223fs

Pat_70 Post-Resistance PRDM10 56980 37 11 129772249 129772251 In_Frame_Del DEL TGG - 9 1039 .3440_3442delCCA.(3439-3444)ACCAAC>AA p.T1147del

Pat_70 Post-Resistance KLHDC5 57542 37 12 27950769 27950769 Frame_Shift_Del DEL G - 8 423 c.1188delG c.(1186-1188)GTGfs p.V396fs

Pat_70 Post-Resistance FAR2 55711 37 12 29450110 29450110 Frame_Shift_Del DEL A - 7 686 c.522delA c.(520-522)CCAfs p.P174fs

Pat_70 Post-Resistance C12orf35 55196 37 12 32134718 32134720 In_Frame_Del DEL CCT - 7 520 c.829_831delCCT c.(829-831)CCTdel p.P281del

Pat_70 Post-Resistance KIF21A 55605 37 12 39735366 39735368 In_Frame_Del DEL TCC - 12 258 .1860_1862delGG (1858-1863)GAGGAA>GAp.620_621EE>E

Pat_70 Post-Resistance ANO6 196527 37 12 45610140 45610142 In_Frame_Del DEL GGA - 9 134 c.36_38delGGA c.(34-39)ATGGAG>ATG p.E16del

Pat_70 Post-Resistance SFRS2IP 9169 37 12 46318575 46318577 In_Frame_Del DEL GGT - 9 781 .3840_3842delACC(3838-3843)CCACCC>CC1280_1281PP>

Pat_70 Post-Resistance SFRS2IP 9169 37 12 46320707 46320708 Frame_Shift_Del DEL TC - 14 596 c.2776_2777delGA c.(2776-2778)GAAfs p.E926fs

Pat_70 Post-Resistance PRPF40B 25766 37 12 50025258 50025258 Frame_Shift_Del DEL C - 7 697 c.93delC c.(91-93)ATCfs p.I31fs

Pat_70 Post-Resistance TENC1 23371 37 12 53451561 53451561 Frame_Shift_Del DEL C - 7 1102 c.963delC c.(961-963)TTCfs p.F321fs

Pat_70 Post-Resistance AMHR2 269 37 12 53818999 53819001 In_Frame_Del DEL CTG - 7 566 c.475_477delCTG c.(475-477)CTGdel p.L162del

Pat_70 Post-Resistance OR10A7 121364 37 12 55615114 55615116 In_Frame_Del DEL CTT - 7 774 c.306_308delCTT c.(304-309)TACTTC>TAC p.F107del

Pat_70 Post-Resistance SLC39A5 283375 37 12 56628997 56628999 In_Frame_Del DEL CTG - 7 662 c.691_693delCTG c.(691-693)CTGdel p.L234del

Pat_70 Post-Resistance GOLGA2B 55592 37 12 100551828 100551830 In_Frame_Del DEL CCT - 12 162 c.23_25delAGG c.(22-27)GAGGTG>GTG p.E8del

Pat_70 Post-Resistance CUX2 23316 37 12 111758235 111758237 In_Frame_Del DEL TCC - 7 230 c.2422_2424delTCC c.(2422-2424)TCCdel p.S813del

Pat_70 Post-Resistance GCN1L1 10985 37 12 120595737 120595739 In_Frame_Del DEL CTC - 9 270 .3001_3003delGAG c.(3001-3003)GAGdel p.E1001del

Pat_70 Post-Resistance SBNO1 55206 37 12 123794283 123794283 Frame_Shift_Del DEL T - 14 573 c.3416delA c.(3415-3417)AATfs p.N1139fs

Pat_70 Post-Resistance NCOR2 9612 37 12 124848228 124848228 Frame_Shift_Del DEL G - 7 778 c.2925delC c.(2923-2925)CCCfs p.P975fs

Pat_70 Post-Resistance EP400 57634 37 12 132547138 132547139 In_Frame_Ins INS - CAG 14 320 .8226_8227insCAG c.(8224-8229)insCAG .2748_2749ins

Pat_70 Post-Resistance POLE 5426 37 12 133220099 133220100 Frame_Shift_Del DEL CA - 38 1337 c.4337_4338delTG c.(4336-4338)GTGfs p.V1446fs

Pat_70 Post-Resistance TPTE2 93492 37 13 20041394 20041394 Frame_Shift_Del DEL A - 9 347 c.483delT c.(481-483)TTTfs p.F161fs

Pat_70 Post-Resistance PABPC3 5042 37 13 25671804 25671806 In_Frame_Del DEL GCT - 7 224 .1468_1470delGC c.(1468-1470)GCTdel p.A496del



Pat_70 Post-Resistance CDK8 1024 37 13 26975609 26975611 In_Frame_Del DEL CAG - 7 266 c.1117_1119delCAG c.(1117-1119)CAGdel p.Q377del

Pat_70 Post-Resistance WASF3 10810 37 13 27250862 27250863 Splice_Site DEL GT - 12 559 c.716_splice c.e7+1 p.R239_splice

Pat_70 Post-Resistance RXFP2 122042 37 13 32376429 32376429 Frame_Shift_Del DEL A - 15 261 c.2152delA c.(2152-2154)AAAfs p.K718fs

Pat_70 Post-Resistance ZC3H13 23091 37 13 46542016 46542017 Frame_Shift_Del DEL CT - 12 396 c.3943_3944delAG c.(3943-3945)AGGfs p.R1315fs

Pat_70 Post-Resistance LRCH1 23143 37 13 47243183 47243186 Frame_Shift_Del DEL CCTG - 17 1386 c.471_474delCCTG c.(469-474)GCCCTGfs p.A157fs

Pat_70 Post-Resistance RBM26 64062 37 13 79918806 79918807 Frame_Shift_Ins INS - T 11 182 c.2187_2188insA c.(2185-2190)AAACAGfs p.K729fs

Pat_70 Post-Resistance TOX4 9878 37 14 21961060 21961062 In_Frame_Del DEL GCT - 18 404 .1285_1287delGC c.(1285-1287)GCTdel p.A434del

Pat_70 Post-Resistance LRP10 26020 37 14 23341527 23341529 In_Frame_Del DEL CCT - 17 562 c.15_17delCCT c.(13-18)ACCCTC>ACC p.L11del

Pat_70 Post-Resistance IRF9 10379 37 14 24633132 24633134 In_Frame_Del DEL AGC - 7 303 c.541_543delAGC c.(541-543)AGCdel p.S187del

Pat_70 Post-Resistance G2E3 55632 37 14 31074771 31074772 Frame_Shift_Ins INS - A 7 76 c.1071_1072insA c.(1069-1074)ATTAAAfs p.I357fs

Pat_70 Post-Resistance CTAGE5 4253 37 14 39746243 39746243 Frame_Shift_Del DEL T - 7 374 c.169delT c.(169-171)TTTfs p.F57fs

Pat_70 Post-Resistance C14orf106 55320 37 14 45693722 45693722 Frame_Shift_Del DEL T - 18 365 c.2068delA c.(2068-2070)AGTfs p.S690fs

Pat_70 Post-Resistance PLEKHG3 26030 37 14 65207900 65207900 Frame_Shift_Del DEL C - 8 716 c.1665delC c.(1663-1665)GACfs p.D555fs

Pat_70 Post-Resistance C14orf43 91748 37 14 74205926 74205928 In_Frame_Del DEL CTG - 12 133 c.784_786delCAG c.(784-786)CAGdel p.Q262del

Pat_70 Post-Resistance C14orf115 55237 37 14 74824463 74824463 Frame_Shift_Del DEL G - 7 631 c.977delG c.(976-978)CGGfs p.R326fs

Pat_70 Post-Resistance MLH3 27030 37 14 75514604 75514604 Frame_Shift_Del DEL T - 9 241 c.1755delA c.(1753-1755)AAAfs p.K585fs

Pat_70 Post-Resistance PTPN21 11099 37 14 88945628 88945630 In_Frame_Del DEL TCC - 7 308 .2145_2147delGG(2143-2148)GAGGAC>GA p.E715del

Pat_70 Post-Resistance TTC8 123016 37 14 89338724 89338726 In_Frame_Del DEL CAA - 7 648 c.1323_1325delCAA.(1321-1326)GTCAAC>GT p.N445del

Pat_70 Post-Resistance ATXN3 4287 37 14 92537355 92537357 In_Frame_Del DEL CTG - 8 374 c.913_915delCAG c.(913-915)CAGdel p.Q305del

Pat_70 Post-Resistance YY1 7528 37 14 100705708 100705710 In_Frame_Del DEL GAG - 10 123 c.127_129delGAG c.(127-129)GAGdel p.E47del

Pat_70 Post-Resistance C15orf52 388115 37 15 40631782 40631782 Frame_Shift_Del DEL C - 7 585 c.294delG c.(292-294)GGGfs p.G98fs

Pat_70 Post-Resistance ZFP106 64397 37 15 42742957 42742957 Frame_Shift_Del DEL A - 7 1046 c.1444delT c.(1444-1446)TCCfs p.S482fs

Pat_70 Post-Resistance ADAL 161823 37 15 43641115 43641115 Frame_Shift_Del DEL A - 10 423 c.563delA c.(562-564)CAAfs p.Q188fs

Pat_70 Post-Resistance TUBGCP4 27229 37 15 43687855 43687855 Frame_Shift_Del DEL G - 7 2064 c.1140delG c.(1138-1140)TTGfs p.L380fs

Pat_70 Post-Resistance SPG11 80208 37 15 44905698 44905698 Frame_Shift_Del DEL T - 10 378 c.3075delA c.(3073-3075)AAAfs p.K1025fs

Pat_70 Post-Resistance ZNF609 23060 37 15 64972995 64972997 In_Frame_Del DEL CAC - 11 877 .4096_4098delCAC c.(4096-4098)CACdel p.H1371del

Pat_70 Post-Resistance SPG21 51324 37 15 65262526 65262526 Frame_Shift_Del DEL T - 8 876 c.487delA c.(487-489)ATAfs p.I163fs

Pat_70 Post-Resistance SLC24A1 9187 37 15 65918177 65918179 In_Frame_Del DEL CTG - 21 370 .1759_1761delCTG c.(1759-1761)CTGdel p.L591del

Pat_70 Post-Resistance NOX5 79400 37 15 69328208 69328210 In_Frame_Del DEL CTG - 11 857 c.1120_1122delCTG c.(1120-1122)CTGdel p.L380del

Pat_70 Post-Resistance KIF7 374654 37 15 90189153 90189155 In_Frame_Del DEL CTC - 8 207 .1891_1893delGAG c.(1891-1893)GAGdel p.E631del

Pat_70 Post-Resistance RAB40C 57799 37 16 677579 677580 Frame_Shift_Ins INS - C 13 337 c.803_804insC c.(802-804)AGCfs p.S268fs

Pat_70 Post-Resistance NTAN1 123803 37 16 15131931 15131931 Frame_Shift_Del DEL T - 8 579 c.890delA c.(889-891)AATfs p.N297fs

Pat_70 Post-Resistance C16orf62 57020 37 16 19580800 19580802 In_Frame_Del DEL TCC - 9 374 c.172_174delTCC c.(172-174)TCCdel p.S64del

Pat_70 Post-Resistance C16orf88 400506 37 16 19725705 19725706 Frame_Shift_Ins INS - T 11 191 c.652_653insA c.(652-654)ATCfs p.I218fs

Pat_70 Post-Resistance DNAH3 55567 37 16 21132130 21132132 In_Frame_Del DEL CAG - 8 287 .1628_1630delCTG.(1627-1632)GCTGAT>GA p.A543del

Pat_70 Post-Resistance IL4R 3566 37 16 27373787 27373789 In_Frame_Del DEL GAG - 10 169 c.1114_1116delGAG c.(1114-1116)GAGdel p.E376del

Pat_70 Post-Resistance EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 11 2604 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_70 Post-Resistance ATP2A1 487 37 16 28913640 28913640 Frame_Shift_Del DEL C - 11 525 c.2457delC c.(2455-2457)CGCfs p.R819fs

Pat_70 Post-Resistance ITGAL 3683 37 16 30531249 30531251 In_Frame_Del DEL GCT - 7 1252 .3300_3302delGC(3298-3303)GGGCTG>GG p.L1106del

Pat_70 Post-Resistance SETD1A 9739 37 16 30982809 30982811 In_Frame_Del DEL TCC - 8 300 c.3127_3129delTCC c.(3127-3129)TCCdel p.S1058del

Pat_70 Post-Resistance SALL1 6299 37 16 51175413 51175415 In_Frame_Del DEL CTG - 7 444 c.718_720delCAG c.(718-720)CAGdel p.Q240del

Pat_70 Post-Resistance COQ9 57017 37 16 57486732 57486734 In_Frame_Del DEL GAG - 8 738 c.262_264delGAG c.(262-264)GAGdel p.E91del

Pat_70 Post-Resistance SLC9A5 6553 37 16 67300017 67300019 In_Frame_Del DEL GAG - 15 284 .2107_2109delGAG c.(2107-2109)GAGdel p.E708del

Pat_70 Post-Resistance MARVELD3 91862 37 16 71668442 71668442 Frame_Shift_Del DEL G - 7 338 c.942delG c.(940-942)GCGfs p.A314fs

Pat_70 Post-Resistance ZFHX3 463 37 16 72822564 72822566 In_Frame_Del DEL TGC - 14 387 .9609_9611delGCA.(9607-9612)CAGCAA>CA3203_3204QQ>

Pat_70 Post-Resistance KDM6B 23135 37 17 7751859 7751864 In_Frame_Del DEL CACCAC - 18 104 253_2258delCACC251-2259)GTCACCACC>G p.TT760del

Pat_70 Post-Resistance CHD3 1107 37 17 7801857 7801859 In_Frame_Del DEL AAG - 10 244 .2095_2097delAAG c.(2095-2097)AAGdel p.K703del



Pat_70 Post-Resistance TRPV2 51393 37 17 16335490 16335492 In_Frame_Del DEL TGC - 17 381 .1865_1867delTGC(1864-1869)GTGCTG>GT p.L627del

Pat_70 Post-Resistance MED9 55090 37 17 17394705 17394707 In_Frame_Del DEL CAG - 9 587 c.337_339delCAG c.(337-339)CAGdel p.Q117del

Pat_70 Post-Resistance NUFIP2 57532 37 17 27620932 27620934 In_Frame_Del DEL TGG - 7 655 c.144_146delCCA c.(142-147)CACCAT>CAT p.48_49HH>H

Pat_70 Post-Resistance CDK12 51755 37 17 37686901 37686901 Frame_Shift_Del DEL C - 8 1658 c.3805delC c.(3805-3807)CCCfs p.P1269fs

Pat_70 Post-Resistance KRT10 3858 37 17 38978766 38978768 In_Frame_Del DEL TCC - 16 130 c.70_72delGGA c.(70-72)GGAdel p.G24del

Pat_70 Post-Resistance KRTAP4-5 85289 37 17 39305775 39305776 In_Frame_Ins INS - GCAGCTG 104 345 5insGCCCCAGCT6)CAG>CGCCCCAGCTGC81_82insRPSC

Pat_70 Post-Resistance STAT5B 6777 37 17 40370236 40370236 Frame_Shift_Del DEL G - 12 283 c.1102delC c.(1102-1104)CAGfs p.Q368fs

Pat_70 Post-Resistance CDC27 996 37 17 45219355 45219355 Frame_Shift_Del DEL C - 9 742 c.1415delG c.(1414-1416)GGTfs p.G472fs

Pat_70 Post-Resistance NPEPPS 9520 37 17 45669428 45669429 Splice_Site INS - A 14 54 c.1365_splice c.e11+2 p.K455_splice

Pat_70 Post-Resistance HOXB2 3212 37 17 46622130 46622132 In_Frame_Del DEL AGG - 9 373 c.142_144delCCT c.(142-144)CCTdel p.P48del

Pat_70 Post-Resistance BZRAP1 9256 37 17 56387404 56387406 In_Frame_Del DEL TCC - 9 270 .3813_3815delGG.(3811-3816)GAGGAA>GA1271_1272EE>

Pat_70 Post-Resistance GGA3 23163 37 17 73239175 73239175 Frame_Shift_Del DEL T - 7 695 c.497delA c.(496-498)AACfs p.N166fs

Pat_70 Post-Resistance NEDD4L 23327 37 18 55992284 55992286 In_Frame_Del DEL TCC - 16 943 c.570_572delTCC c.(568-573)CTTCCT>CTT p.P194del

Pat_70 Post-Resistance MLLT1 4298 37 19 6222272 6222274 In_Frame_Del DEL AGG - 10 152 c.968_970delCCT c.(967-972)TCCTTC>TTC p.S323del

Pat_70 Post-Resistance HAUS8 93323 37 19 17160706 17160707 Frame_Shift_Del DEL GA - 11 1102 c.1209_1210delTC c.(1207-1212)TCTCGTfs p.S403fs

Pat_70 Post-Resistance ANO8 57719 37 19 17439422 17439424 In_Frame_Del DEL TCC - 7 82 .1773_1775delGG(1771-1776)GAGGAC>GA p.E591del

Pat_70 Post-Resistance IL12RB1 3594 37 19 18194264 18194265 Frame_Shift_Ins INS - G 8 850 c.101_102insC c.(100-102)CCGfs p.P34fs

Pat_70 Post-Resistance LSM14A 26065 37 19 34710340 34710340 Frame_Shift_Del DEL C - 11 708 c.826delC c.(826-828)CGGfs p.R276fs

Pat_70 Post-Resistance HAMP 57817 37 19 35773520 35773522 In_Frame_Del DEL CTC - 25 853 c.40_42delCTC c.(40-42)CTCdel p.L18del

Pat_70 Post-Resistance ZNF569 148266 37 19 37916813 37916815 In_Frame_Del DEL TTC - 7 2209 c.193_195delGAA c.(193-195)GAAdel p.E65del

Pat_70 Post-Resistance FAM98C 147965 37 19 38899502 38899504 In_Frame_Del DEL AAG - 16 178 .1030_1032delAAG c.(1030-1032)AAGdel p.K349del

Pat_70 Post-Resistance ZFP36 7538 37 19 39898948 39898950 In_Frame_Del DEL CAC - 9 976 c.590_592delCACc.(589-594)TCACCA>TCA p.P201del

Pat_70 Post-Resistance SERTAD1 29950 37 19 40929409 40929411 In_Frame_Del DEL CTC - 7 353 c.43_45delGAG c.(43-45)GAGdel p.E15del

Pat_70 Post-Resistance LYPD3 27076 37 19 43969653 43969655 In_Frame_Del DEL AGC - 16 1004 c.69_71delGCT c.(67-72)CTGCTT>CTT p.23_24LL>L

Pat_70 Post-Resistance MARK4 57787 37 19 45805664 45805664 Frame_Shift_Del DEL C - 7 1703 c.1955delC c.(1954-1956)GCCfs p.A652fs

Pat_70 Post-Resistance RSPH6A 81492 37 19 46299165 46299167 In_Frame_Del DEL CCT - 9 437 .2114_2116delAGG(2113-2118)GAGGGC>GG p.E705del

Pat_70 Post-Resistance PNMAL1 55228 37 19 46973195 46973197 In_Frame_Del DEL CTT - 7 585 .1096_1098delAAG c.(1096-1098)AAGdel p.K366del

Pat_70 Post-Resistance SLC8A2 6543 37 19 47935681 47935683 In_Frame_Del DEL TCC - 40 605 .2130_2132delGG(2128-2133)GAGGAC>GA p.E710del

Pat_70 Post-Resistance TMC4 147798 37 19 54675747 54675749 In_Frame_Del DEL TCC - 18 392 c.201_203delGGAc.(199-204)GAGGAT>GAT p.E67del

Pat_70 Post-Resistance LILRB2 10288 37 19 54780707 54780709 In_Frame_Del DEL GAG - 22 582 c.1435_1437delCTC c.(1435-1437)CTCdel p.L479del

Pat_70 Post-Resistance LILRB1 10859 37 19 55146148 55146150 In_Frame_Del DEL CTC - 9 201 c.1417_1419delCTC c.(1417-1419)CTCdel p.L479del

Pat_70 Post-Resistance C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 17 728 .1479_1481delGG (1477-1482)GAGGAA>GAp.493_494EE>E

Pat_70 Post-Resistance DHX57 90957 37 2 39095411 39095413 In_Frame_Del DEL CCA - 11 285 c.135_137delTGGc.(133-138)GGTGGA>GGAp.45_46GG>G

Pat_70 Post-Resistance USP34 9736 37 2 61577526 61577527 Splice_Site INS - A 7 489 c.1378_splice c.e12-1 p.T460_splice

Pat_70 Post-Resistance AFTPH 54812 37 2 64778672 64778674 In_Frame_Del DEL GAT - 11 758 c.64_66delGAT c.(64-66)GATdel p.D26del

Pat_70 Post-Resistance RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 407 .1407_1409delCCA.(1405-1410)CACCAA>CA p.H469del

Pat_70 Post-Resistance ALMS1 7840 37 2 73613032 73613037 In_Frame_Del DEL GGAGGA - 7 25 .36_41delGGAGG (34-42)CTGGAGGAG>CT p.EE27del

Pat_70 Post-Resistance TMEM127 55654 37 2 96919781 96919783 In_Frame_Del DEL TGC - 13 511 c.480_482delGCAc.(478-483)CAGCAT>CAT p.Q160del

Pat_70 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 12 203 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_70 Post-Resistance REV1 51455 37 2 100055102 100055102 Frame_Shift_Del DEL T - 7 555 c.1174delA c.(1174-1176)ATGfs p.M392fs

Pat_70 Post-Resistance GCC2 9648 37 2 109087883 109087884 Frame_Shift_Ins INS - A 11 994 c.2098_2099insA c.(2098-2100)GAAfs p.E700fs

Pat_70 Post-Resistance NPHP1 4867 37 2 110922711 110922713 In_Frame_Del DEL CTT - 7 650 c.644_646delAAGc.(643-648)GAAGGC>GGC p.E215del

Pat_70 Post-Resistance SLC20A1 6574 37 2 113416607 113416608 Frame_Shift_Del DEL AG - 8 241 c.984_985delAG c.(982-987)CCAGAGfs p.P328fs

Pat_70 Post-Resistance UGGT1 56886 37 2 128938648 128938649 Splice_Site INS - GGCCCTTA 20 359 c.4083_splice c.e36+2 p.Q1361_splice

Pat_70 Post-Resistance RIF1 55183 37 2 152293790 152293790 Frame_Shift_Del DEL T - 7 797 c.1408delT c.(1408-1410)TTTfs p.F470fs

Pat_70 Post-Resistance PLA2R1 22925 37 2 160801441 160801442 Frame_Shift_Ins INS - T 12 709 c.4119_4120insA c.(4117-4122)AAAGGCfs p.K1373fs

Pat_70 Post-Resistance PPP1R1C 151242 37 2 182852619 182852619 Frame_Shift_Del DEL C - 8 1336 c.135delC c.(133-135)AACfs p.N45fs



Pat_70 Post-Resistance SLC11A1 6556 37 2 219252307 219252307 Frame_Shift_Del DEL T - 10 1368 c.591delT c.(589-591)GCTfs p.A197fs

Pat_70 Post-Resistance DOCK10 55619 37 2 225729790 225729790 Frame_Shift_Del DEL A - 9 544 c.1272delT c.(1270-1272)TTTfs p.F424fs

Pat_70 Post-Resistance USP40 55230 37 2 234394236 234394237 Frame_Shift_Ins INS - T 8 184 c.3477_3478insA c.(3475-3480)AAACAAfs p.K1159fs

Pat_70 Post-Resistance GAL3ST2 64090 37 2 242738494 242738496 In_Frame_Del DEL TCC - 17 503 c.44_46delTCC c.(43-48)ATCCTC>ATC p.L20del

Pat_70 Post-Resistance FRG1B 284802 37 20 29625899 29625900 Frame_Shift_Ins INS - AT 20 404 c.53_54insAT c.(52-54)AAAfs p.K18fs

Pat_70 Post-Resistance NCOA6 23054 37 20 33330968 33330970 In_Frame_Del DEL TGC - 14 508 .3090_3092delGCA.(3088-3093)CAGCAA>CA1030_1031QQ>

Pat_70 Post-Resistance KCNB1 3745 37 20 47989771 47989772 Frame_Shift_Ins INS - G 7 2126 c.2325_2326insC c.(2323-2328)CCCAAAfs p.P775fs

Pat_70 Post-Resistance CTCFL 140690 37 20 56099187 56099187 Frame_Shift_Del DEL T - 13 1891 c.75delA c.(73-75)AAAfs p.K25fs

Pat_70 Post-Resistance COL9A3 1299 37 20 61468444 61468444 Frame_Shift_Del DEL C - 7 2144 c.1613delC c.(1612-1614)GCAfs p.A538fs

Pat_70 Post-Resistance SFRS15 57466 37 21 33044257 33044259 In_Frame_Del DEL GCT - 29 637 .2897_2899delAGC.(2896-2901)CAGCCA>CC p.Q966del

Pat_70 Post-Resistance KRTAP10-6 386674 37 21 46012219 46012220 In_Frame_Ins INS - GCGCAGCA 8 160 7insCAGCTGCTG7)CCG>CCCAGCTGCTGC49_49P>PSCCA

Pat_70 Post-Resistance MCM3AP 8888 37 21 47663397 47663397 Frame_Shift_Del DEL G - 7 592 c.5278delC c.(5278-5280)CGGfs p.R1760fs

Pat_70 Post-Resistance C22orf43 51233 37 22 23959767 23959769 In_Frame_Del DEL CAT - 8 375 c.512_514delATGc.(511-516)GATGCC>GCC p.D171del

Pat_70 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 7 427 .4049_4051delAGG(4048-4053)GAGGCC>GC p.E1350del

Pat_70 Post-Resistance TRIOBP 11078 37 22 38120323 38120325 In_Frame_Del DEL CCT - 8 1133 .1760_1762delCCT(1759-1764)GCCTCC>GC p.S589del

Pat_70 Post-Resistance MKL1 57591 37 22 40807831 40807831 Frame_Shift_Del DEL G - 9 687 c.2359delC c.(2359-2361)CTGfs p.L787fs

Pat_70 Post-Resistance RANGAP1 5905 37 22 41650469 41650471 In_Frame_Del DEL TCC - 44 427 c.1101_1103delGGA.(1099-1104)GAGGAA>GAp.367_368EE>E

Pat_70 Post-Resistance TCF20 6942 37 22 42610573 42610575 In_Frame_Del DEL AGG - 21 384 c.737_739delCCT c.(736-741)TCCTTC>TTC p.S246del

Pat_70 Post-Resistance TCF20 6942 37 22 42610776 42610778 In_Frame_Del DEL TGC - 8 320 c.534_536delGCAc.(532-537)CAGCAA>CAA.178_179QQ>Q

Pat_70 Post-Resistance BIK 638 37 22 43525245 43525247 In_Frame_Del DEL GCT - 10 332 c.417_419delGCTc.(415-420)GCGCTG>GCG p.L144del

Pat_70 Post-Resistance GRM7 2917 37 3 7621013 7621013 Frame_Shift_Del DEL T - 7 137 c.2420delT c.(2419-2421)ATTfs p.I807fs

Pat_70 Post-Resistance XPC 7508 37 3 14219966 14219968 In_Frame_Del DEL CCT - 9 236 c.101_103delAGGc.(100-105)GAGGAT>GAT p.E34del

Pat_70 Post-Resistance KAT2B 8850 37 3 20113879 20113879 Frame_Shift_Del DEL C - 8 822 c.358delC c.(358-360)CCCfs p.P120fs

Pat_70 Post-Resistance CLASP2 23122 37 3 33602361 33602361 Frame_Shift_Del DEL T - 11 827 c.2869delA c.(2869-2871)ATGfs p.M957fs

Pat_70 Post-Resistance PDCD6IP 10015 37 3 33866811 33866811 Frame_Shift_Del DEL T - 8 328 c.595delT c.(595-597)TTTfs p.F199fs

Pat_70 Post-Resistance MLH1 4292 37 3 37070349 37070349 Frame_Shift_Del DEL C - 9 1766 c.1484delC c.(1483-1485)ACCfs p.T495fs

Pat_70 Post-Resistance HHATL 57467 37 3 42739670 42739672 In_Frame_Del DEL GAA - 7 472 c.655_657delTTC c.(655-657)TTCdel p.F219del

Pat_70 Post-Resistance CDC25A 993 37 3 48200922 48200923 Frame_Shift_Del DEL TC - 15 454 c.1345_1346delGA c.(1345-1347)GATfs p.D449fs

Pat_70 Post-Resistance QRICH1 54870 37 3 49094313 49094314 In_Frame_Ins INS - TGC 68 169 .1319_1320insGCA.(1318-1320)CAA>CAGCA.440_440Q>QQ

Pat_70 Post-Resistance USP4 7375 37 3 49321969 49321971 In_Frame_Del DEL TCT - 10 550 .2318_2320delAGA.(2317-2322)AAGACC>AC p.K773del

Pat_70 Post-Resistance DAG1 1605 37 3 49569266 49569268 In_Frame_Del DEL CCA - 11 640 .1322_1324delCCA.(1321-1326)TCCACC>TC p.T446del

Pat_70 Post-Resistance FOXP1 27086 37 3 71027087 71027087 Frame_Shift_Del DEL G - 9 731 c.1240delC c.(1240-1242)CTGfs p.L414fs

Pat_70 Post-Resistance FOXP1 27086 37 3 71247357 71247359 In_Frame_Del DEL TGC - 9 419 c.174_176delGCAc.(172-177)CAGCAA>CAAp.58_59QQ>Q

Pat_70 Post-Resistance VGLL3 389136 37 3 87027857 87027859 In_Frame_Del DEL CTC - 29 246 c.220_222delGAG c.(220-222)GAGdel p.E74del

Pat_70 Post-Resistance TBC1D23 55773 37 3 100039736 100039736 Frame_Shift_Del DEL A - 8 246 c.1939delA c.(1939-1941)AAAfs p.K647fs

Pat_70 Post-Resistance LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 1420 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_70 Post-Resistance SLC9A10 285335 37 3 111981842 111981845 Frame_Shift_Del DEL GCAT - 8 337 1123_1126delATG c.(1123-1128)ATGCCTfs p.M375fs

Pat_70 Post-Resistance KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 9 281 c.439delA c.(439-441)ATTfs p.I147fs

Pat_70 Post-Resistance GPR156 165829 37 3 119885960 119885960 Frame_Shift_Del DEL C - 9 1485 c.2364delG c.(2362-2364)GGGfs p.G788fs

Pat_70 Post-Resistance PARP14 54625 37 3 122433232 122433232 Frame_Shift_Del DEL A - 10 203 c.3956delA c.(3955-3957)GAAfs p.E1319fs

Pat_70 Post-Resistance ZXDC 79364 37 3 126178522 126178522 Frame_Shift_Del DEL T - 11 2630 c.2186delA c.(2185-2187)AAGfs p.K729fs

Pat_70 Post-Resistance TMCC1 23023 37 3 129546680 129546682 In_Frame_Del DEL GCA - 9 317 c.540_542delTGCc.(538-543)GCTGCA>GCAp.180_181AA>A

Pat_70 Post-Resistance DBR1 51163 37 3 137880741 137880743 In_Frame_Del DEL TCG - 11 417 .1623_1625delCGAc.(1621-1626)GATGAT>GATp.541_542DD>D

Pat_70 Post-Resistance FXR1 8087 37 3 180666228 180666228 Frame_Shift_Del DEL A - 8 410 c.364delA c.(364-366)AAAfs p.K122fs

Pat_70 Post-Resistance ATP13A3 79572 37 3 194181471 194181473 In_Frame_Del DEL GAG - 8 737 c.139_141delCTC c.(139-141)CTCdel p.L47del

Pat_70 Post-Resistance TNK2 10188 37 3 195595229 195595229 Frame_Shift_Del DEL G - 12 310 c.1895delC c.(1894-1896)CCGfs p.P632fs

Pat_70 Post-Resistance CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 9 1300 c.601_602delCA c.(601-603)CACfs p.H201fs



Pat_70 Post-Resistance CRIPAK 285464 37 4 1389456 1389457 Frame_Shift_Del DEL CA - 13 843 c.1157_1158delCA c.(1156-1158)TCAfs p.S386fs

Pat_70 Post-Resistance GRK4 2868 37 4 3015470 3015470 Frame_Shift_Del DEL A - 11 397 c.656delA c.(655-657)CAAfs p.Q219fs

Pat_70 Post-Resistance OTOP1 133060 37 4 4228274 4228282 In_Frame_Del DEL CCACAGCAG - 7 115 0_318delCTGCTGc.(310-318)CTGCTGTGGdep.LLW104del

Pat_70 Post-Resistance LYAR 55646 37 4 4276167 4276169 In_Frame_Del DEL CTT - 7 1332 c.757_759delAAG c.(757-759)AAGdel p.K253del

Pat_70 Post-Resistance PROM1 8842 37 4 15995680 15995680 Frame_Shift_Del DEL T - 24 492 c.1697delA c.(1696-1698)AATfs p.N566fs

Pat_70 Post-Resistance GABRG1 2565 37 4 46060358 46060358 Frame_Shift_Del DEL A - 8 284 c.792delT c.(790-792)TTTfs p.F264fs

Pat_70 Post-Resistance KIAA1211 57482 37 4 57182265 57182267 In_Frame_Del DEL AGA - 9 185 .2597_2599delAGA(2596-2601)CAGAAG>CA p.K870del

Pat_70 Post-Resistance UTP3 57050 37 4 71554620 71554622 In_Frame_Del DEL GAG - 8 220 c.226_228delGAG c.(226-228)GAGdel p.E81del

Pat_70 Post-Resistance SEC31A 22872 37 4 83745800 83745800 Frame_Shift_Del DEL T - 9 223 c.3319delA c.(3319-3321)ATTfs p.I1107fs

Pat_70 Post-Resistance SEC31A 22872 37 4 83785565 83785565 Frame_Shift_Del DEL T - 13 267 c.1384delA c.(1384-1386)ATTfs p.I462fs

Pat_70 Post-Resistance WDFY3 23001 37 4 85611708 85611709 Frame_Shift_Del DEL CA - 15 602 c.9313_9314delTG c.(9313-9315)TGGfs p.W3105fs

Pat_70 Post-Resistance NAP1L5 266812 37 4 89618431 89618433 In_Frame_Del DEL CCT - 8 446 c.473_475delAGGc.(472-477)GAGGCT>GCT p.E158del

Pat_70 Post-Resistance RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 7 382 c.317delT c.(316-318)ATTfs p.I106fs

Pat_70 Post-Resistance GAB1 2549 37 4 144390234 144390236 In_Frame_Del DEL TGT - 7 473 c.1977_1979delTGTc.(1975-1980)TATGTT>TAT p.V662del

Pat_70 Post-Resistance OTUD4 54726 37 4 146077123 146077125 In_Frame_Del DEL CAG - 16 479 c.458_460delCTGc.(457-462)GCTGAT>GAT p.A153del

Pat_70 Post-Resistance SDHA 6389 37 5 256484 256485 Frame_Shift_Del DEL TT - 55 811 c.1944_1945delTT c.(1942-1947)ACTTTGfs p.T648fs

Pat_70 Post-Resistance PAPD7 11044 37 5 6755013 6755014 Frame_Shift_Del DEL AC - 16 362 c.1584_1585delAC c.(1582-1587)AAACACfs p.K528fs

Pat_70 Post-Resistance NNT 23530 37 5 43651893 43651893 Frame_Shift_Del DEL C - 7 1392 c.1770delC c.(1768-1770)GACfs p.D590fs

Pat_70 Post-Resistance AP3B1 8546 37 5 77536741 77536741 Frame_Shift_Del DEL T - 8 1167 c.224delA c.(223-225)AATfs p.N75fs

Pat_70 Post-Resistance TNFAIP8 25816 37 5 118728991 118728992 Frame_Shift_Del DEL TG - 7 694 c.512_513delTG c.(511-513)TTGfs p.L171fs

Pat_70 Post-Resistance ALDH7A1 501 37 5 125891661 125891661 Frame_Shift_Del DEL T - 8 299 c.1055delA c.(1054-1056)AAGfs p.K352fs

Pat_70 Post-Resistance SLC12A2 6558 37 5 127420207 127420209 In_Frame_Del DEL CGG - 8 172 c.561_563delCGGc.(559-564)TCCGGC>TCC p.G192del

Pat_70 Post-Resistance RAPGEF6 51735 37 5 130782332 130782332 Frame_Shift_Del DEL T - 7 716 c.3265delA c.(3265-3267)AGGfs p.R1089fs

Pat_70 Post-Resistance RAPGEF6 51735 37 5 130815368 130815369 Frame_Shift_Ins INS - T 8 648 c.1918_1919insA c.(1918-1920)AGTfs p.S640fs

Pat_70 Post-Resistance SLC22A4 6583 37 5 131676327 131676327 Frame_Shift_Del DEL T - 12 902 c.1514delT c.(1513-1515)CTTfs p.L505fs

Pat_70 Post-Resistance IK 3550 37 5 140032593 140032594 Frame_Shift_Del DEL GA - 10 289 c.268_269delGA c.(268-270)GAGfs p.E90fs

Pat_70 Post-Resistance KCTD16 57528 37 5 143853531 143853531 Frame_Shift_Del DEL A - 8 195 c.1141delA c.(1141-1143)AAAfs p.K381fs

Pat_70 Post-Resistance LARS 51520 37 5 145523014 145523014 Frame_Shift_Del DEL C - 7 1847 c.1838delG c.(1837-1839)GGTfs p.G613fs

Pat_70 Post-Resistance HAVCR2 84868 37 5 156535948 156535950 In_Frame_Del DEL AGC - 10 550 c.45_47delGCT c.(43-48)CTGCTA>CTA p.15_16LL>L

Pat_70 Post-Resistance RIOK1 83732 37 6 7393450 7393452 In_Frame_Del DEL GAC - 8 343 c.190_192delGAC c.(190-192)GACdel p.D69del

Pat_70 Post-Resistance JARID2 3720 37 6 15501164 15501164 Frame_Shift_Del DEL T - 8 1199 c.1972delT c.(1972-1974)TTTfs p.F658fs

Pat_70 Post-Resistance HSPA1L 3305 37 6 31778562 31778564 In_Frame_Del DEL CAG - 8 532 c.1186_1188delCTG c.(1186-1188)CTGdel p.L396del

Pat_70 Post-Resistance STK19 8859 37 6 31939829 31939830 Frame_Shift_Ins INS - A 13 856 c.56_57insA c.(55-57)GCAfs p.A19fs

Pat_70 Post-Resistance SYNGAP1 8831 37 6 33411201 33411203 In_Frame_Del DEL CAC - 7 329 .2872_2874delCAC c.(2872-2874)CACdel p.H966del

Pat_70 Post-Resistance TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 7 363 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_70 Post-Resistance MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 10 444 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_70 Post-Resistance GABRR1 2569 37 6 89891719 89891721 In_Frame_Del DEL AAG - 11 598 c.852_854delCTT c.(850-855)TTCTTG>TTG p.F284del

Pat_70 Post-Resistance GABRR2 2570 37 6 89975427 89975429 In_Frame_Del DEL AAG - 7 564 c.867_869delCTT c.(865-870)TTCTTG>TTG p.F289del

Pat_70 Post-Resistance REV3L 5980 37 6 111693904 111693904 Frame_Shift_Del DEL G - 7 963 c.5654delC c.(5653-5655)CCAfs p.P1885fs

Pat_70 Post-Resistance CCDC28A 25901 37 6 139097330 139097330 Frame_Shift_Del DEL A - 10 517 c.343delA c.(343-345)AAAfs p.K115fs

Pat_70 Post-Resistance MTHFD1L 25902 37 6 151358163 151358164 Frame_Shift_Ins INS - A 8 428 c.2757_2758insA c.(2755-2760)GACAAAfs p.D919fs

Pat_70 Post-Resistance QKI 9444 37 6 163899920 163899920 Frame_Shift_Del DEL A - 8 404 c.394delA c.(394-396)AAAfs p.K132fs

Pat_70 Post-Resistance CARD11 84433 37 7 2963941 2963943 In_Frame_Del DEL GGA - 8 351 c.1864_1866delTCC c.(1864-1866)TCCdel p.S622del

Pat_70 Post-Resistance PHF14 9678 37 7 11075380 11075381 Frame_Shift_Del DEL AG - 11 1375 c.1569_1570delAGc.(1567-1572)CAAGAGfs p.Q523fs

Pat_70 Post-Resistance HOXA1 3198 37 7 27135314 27135316 In_Frame_Del DEL CGA - 8 280 c.216_218delTCGc.(214-219)CATCAC>CACp.72_73HH>H

Pat_70 Post-Resistance NEUROD6 63974 37 7 31378635 31378635 Frame_Shift_Del DEL T - 7 1030 c.248delA c.(247-249)AAGfs p.K83fs

Pat_70 Post-Resistance POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 11 221 c.559_561delCAG c.(559-561)CAGdel p.Q196del



Pat_70 Post-Resistance AEBP1 165 37 7 44153778 44153780 In_Frame_Del DEL AGA - 7 265 .3395_3397delAGA.(3394-3399)GAGAAA>GA p.K1133del

Pat_70 Post-Resistance STX1A 6804 37 7 73123425 73123427 In_Frame_Del DEL CAT - 7 923 c.56_58delATG c.(55-60)GATGTC>GTC p.D19del

Pat_70 Post-Resistance LIMK1 3984 37 7 73513509 73513509 Frame_Shift_Del DEL C - 7 1429 c.549delC c.(547-549)GACfs p.D183fs

Pat_70 Post-Resistance DTX2 113878 37 7 76112249 76112249 Frame_Shift_Del DEL A - 46 2230 c.693delA c.(691-693)CCAfs p.P231fs

Pat_70 Post-Resistance TMEM60 85025 37 7 77423460 77423460 Frame_Shift_Del DEL T - 7 359 c.231delA c.(229-231)AAAfs p.K77fs

Pat_70 Post-Resistance SEMA3D 223117 37 7 84651801 84651801 Frame_Shift_Del DEL G - 7 1892 c.1320delC c.(1318-1320)TTCfs p.F440fs

Pat_70 Post-Resistance AKAP9 10142 37 7 91671392 91671393 Frame_Shift_Del DEL AG - 10 179 c.4950_4951delAGc.(4948-4953)TCAGAGfs p.S1650fs

Pat_70 Post-Resistance AKAP9 10142 37 7 91732039 91732039 Frame_Shift_Del DEL G - 8 1491 c.11229delG c.(11227-11229)ATGfs p.M3743fs

Pat_70 Post-Resistance CNPY4 245812 37 7 99717401 99717402 Frame_Shift_Ins INS - T 7 321 c.34_35insT c.(34-36)CTTfs p.L12fs

Pat_70 Post-Resistance AGFG2 3268 37 7 100150976 100150976 Frame_Shift_Del DEL C - 7 713 c.438delC c.(436-438)GTCfs p.V146fs

Pat_70 Post-Resistance KCND2 3751 37 7 119915596 119915597 Frame_Shift_Ins INS - C 24 154 c.910_911insC c.(910-912)TCCfs p.S304fs

Pat_70 Post-Resistance TNPO3 23534 37 7 128610259 128610259 Frame_Shift_Del DEL G - 11 1543 c.2541delC c.(2539-2541)CCCfs p.P847fs

Pat_70 Post-Resistance OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 10 950 c.528delT c.(526-528)AATfs p.N176fs

Pat_70 Post-Resistance SGK223 157285 37 8 8175804 8175806 In_Frame_Del DEL TCA - 7 1234 c.4079_4081delTGA.(4078-4083)ATGAAG>AAGp.M1360del

Pat_70 Post-Resistance DLC1 10395 37 8 12957997 12957997 Frame_Shift_Del DEL G - 8 446 c.1849delC c.(1849-1851)CGGfs p.R617fs

Pat_70 Post-Resistance TUSC3 7991 37 8 15601076 15601078 In_Frame_Del DEL CTA - 8 1357 c.892_894delCTA c.(892-894)CTAdel p.L298del

Pat_70 Post-Resistance C8orf80 389643 37 8 27888776 27888776 Frame_Shift_Del DEL T - 7 937 c.1892delA c.(1891-1893)AATfs p.N631fs

Pat_70 Post-Resistance MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 8 668 .2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_70 Post-Resistance PRKDC 5591 37 8 48746799 48746799 Frame_Shift_Del DEL T - 12 1442 c.8110delA c.(8110-8112)AGGfs p.R2704fs

Pat_70 Post-Resistance MYBL1 4603 37 8 67488452 67488453 Frame_Shift_Ins INS - T 7 923 c.1259_1260insA c.(1258-1260)AACfs p.N420fs

Pat_70 Post-Resistance SULF1 23213 37 8 70514026 70514026 Frame_Shift_Del DEL T - 11 1441 c.1023delT c.(1021-1023)CCTfs p.P341fs

Pat_70 Post-Resistance NBN 4683 37 8 90967512 90967512 Frame_Shift_Del DEL T - 8 537 c.1396delA c.(1396-1398)AGGfs p.R466fs

Pat_70 Post-Resistance DPYS 1807 37 8 105440214 105440214 Frame_Shift_Del DEL T - 11 1576 c.1086delA c.(1084-1086)AAAfs p.K362fs

Pat_70 Post-Resistance WDR67 93594 37 8 124140520 124140521 Splice_Site INS - T 9 192 c.1885_splice c.e14-1 p.F629_splice

Pat_70 Post-Resistance ATAD2 29028 37 8 124368685 124368685 Frame_Shift_Del DEL A - 9 261 c.1590delT c.(1588-1590)TTTfs p.F530fs

Pat_70 Post-Resistance EIF2C2 27161 37 8 141554345 141554345 Frame_Shift_Del DEL G - 8 827 c.1806delC c.(1804-1806)CCCfs p.P602fs

Pat_70 Post-Resistance TSNARE1 203062 37 8 143310866 143310868 In_Frame_Del DEL GAT - 11 488 c.1519_1521delATC c.(1519-1521)ATCdel p.I507del

Pat_70 Post-Resistance KANK1 23189 37 9 732475 732477 In_Frame_Del DEL GAG - 12 623 .3103_3105delGAG c.(3103-3105)GAGdel p.E1039del

Pat_70 Post-Resistance RANBP6 26953 37 9 6012690 6012690 Frame_Shift_Del DEL T - 8 531 c.2918delA c.(2917-2919)AATfs p.N973fs

Pat_70 Post-Resistance TAF1L 138474 37 9 32633584 32633584 Frame_Shift_Del DEL T - 14 530 c.1994delA c.(1993-1995)AAGfs p.K665fs

Pat_70 Post-Resistance KIF24 347240 37 9 34257623 34257623 Frame_Shift_Del DEL T - 7 230 c.1982delA c.(1981-1983)AAGfs p.K661fs

Pat_70 Post-Resistance HRCT1 646962 37 9 35906605 35906607 In_Frame_Del DEL CCG - 9 78 c.321_323delCCGc.(319-324)CACCGC>CAC p.R108del

Pat_70 Post-Resistance ROR2 4920 37 9 94486026 94486028 In_Frame_Del DEL TCC - 7 405 .2748_2750delGG (2746-2751)GAGGAA>GAp.916_917EE>E

Pat_70 Post-Resistance XPA 7507 37 9 100455962 100455964 In_Frame_Del DEL TTC - 9 302 c.250_252delGAA c.(250-252)GAAdel p.E84del

Pat_70 Post-Resistance NR4A3 8013 37 9 102590616 102590618 In_Frame_Del DEL CAC - 9 175 c.292_294delCAC c.(292-294)CACdel p.H108del

Pat_70 Post-Resistance TNC 3371 37 9 117797539 117797539 Frame_Shift_Del DEL G - 11 875 c.5731delC c.(5731-5733)CGGfs p.R1911fs

Pat_70 Post-Resistance ASTN2 23245 37 9 119976989 119976991 In_Frame_Del DEL CAG - 13 294 c.661_663delCTG c.(661-663)CTGdel p.L221del

Pat_70 Post-Resistance RAB14 51552 37 9 123954449 123954450 Frame_Shift_Ins INS - T 7 475 c.105_106insA c.(103-108)AAATTTfs p.K35fs

Pat_70 Post-Resistance DAB2IP 153090 37 9 124522389 124522391 In_Frame_Del DEL AAG - 12 355 c.757_759delAAG c.(757-759)AAGdel p.K257del

Pat_70 Post-Resistance PRDM12 59335 37 9 133543701 133543702 Splice_Site DEL GT - 33 447 c.570_splice c.e3+1 p.E190_splice

Pat_70 Post-Resistance GRIN1 2902 37 9 140056884 140056886 In_Frame_Del DEL GAG - 13 201 .1780_1782delGAG c.(1780-1782)GAGdel p.E598del

Pat_70 Post-Resistance IQSEC2 23096 37 X 53285045 53285047 In_Frame_Del DEL CTC - 7 152 c.934_936delGAG c.(934-936)GAGdel p.E312del

Pat_70 Post-Resistance PHF8 23133 37 X 54011405 54011407 In_Frame_Del DEL CTC - 36 867 .2491_2493delGAG c.(2491-2493)GAGdel p.E831del

Pat_70 Post-Resistance NAP1L2 4674 37 X 72433664 72433666 In_Frame_Del DEL TCC - 8 165 c.663_665delGGAc.(661-666)GAGGAC>GAC p.E221del

Pat_70 Post-Resistance ARMCX3 51566 37 X 100880152 100880154 In_Frame_Del DEL TGA - 14 1187 c.183_185delTGA c.(181-186)TCTGAT>TCT p.D66del

Pat_70 Post-Resistance BHLHB9 80823 37 X 102004419 102004421 In_Frame_Del DEL GAG - 20 809 c.496_498delGAG c.(496-498)GAGdel p.E171del

Pat_70 Post-Resistance SLC6A14 11254 37 X 115584255 115584256 Frame_Shift_Ins INS - T 7 360 c.1233_1234insT c.(1231-1236)TTATTTfs p.L411fs



Pat_70 Post-Resistance SLC25A5 292 37 X 118603706 118603707 Frame_Shift_Ins INS - G 74 1071 c.194_195insG c.(193-195)CAGfs p.Q65fs

Pat_70 Post-Resistance ZBTB33 10009 37 X 119387381 119387382 Frame_Shift_Del DEL TG - 7 1884 c.111_112delTG c.(109-114)ATTGTGfs p.I37fs

Pat_70 Post-Resistance CUL4B 8450 37 X 119694117 119694119 In_Frame_Del DEL GAG - 11 194 c.429_431delCTC c.(427-432)TCCTCA>TCAp.143_144SS>S

Pat_70 Post-Resistance USP26 83844 37 X 132160788 132160788 Frame_Shift_Del DEL A - 13 696 c.1461delT c.(1459-1461)TTTfs p.F487fs

Pat_70 Post-Resistance PLAC1 10761 37 X 133700525 133700525 Frame_Shift_Del DEL G - 7 1281 c.188delC c.(187-189)CCAfs p.P63fs

Pat_70 Post-Resistance MAGEC1 9947 37 X 140994114 140994116 In_Frame_Del DEL CTC - 8 1124 c.924_926delCTCc.(922-927)AGCTCC>AGCp.308_309SS>S

Pat_70 Post-Resistance MAMLD1 10046 37 X 149639325 149639327 In_Frame_Del DEL CAG - 10 285 .1480_1482delCAG c.(1480-1482)CAGdel p.Q502del

Pat_70 Post-Resistance CD99L2 83692 37 X 149984524 149984526 In_Frame_Del DEL GTG - 13 1064 c.156_158delCACc.(154-159)ACCACA>ACA p.52_53TT>T

Pat_70 Post-Resistance ZNF185 7739 37 X 152087570 152087572 In_Frame_Del DEL GAG - 10 119 c.475_477delGAG c.(475-477)GAGdel p.E165del

Pat_70 Post-Resistance BCAP31 10134 37 X 152981034 152981043 Frame_Shift_Del DEL CCTCTGGG - 27 513 _304delGCCCAGA295-306)GCCCAGAGGAAT p.A99fs

Pat_70 Post-Resistance F8 2157 37 X 154157686 154157686 Frame_Shift_Del DEL T - 12 329 c.4379delA c.(4378-4380)AATfs p.N1460fs

Pat_73 Pre-Treatment AHDC1 27245 37 1 27875353 27875355 In_Frame_Del DEL AGG - 11 126 .3272_3274delCCTc.(3271-3276)TCCTTC>TTC p.S1091del

Pat_73 Pre-Treatment THRAP3 9967 37 1 36752261 36752262 Frame_Shift_Del DEL AG - 8 578 c.430_431delAG c.(430-432)AGAfs p.R144fs

Pat_73 Pre-Treatment ROR1 4919 37 1 64608186 64608187 Frame_Shift_Del DEL CA - 7 450 c.1027_1028delCA c.(1027-1029)CACfs p.H343fs

Pat_73 Pre-Treatment PRG4 10216 37 1 186276143 186276145 In_Frame_Del DEL CTC - 25 446 c.1292_1294delCTC.(1291-1296)ACTCCC>AC p.P432del

Pat_73 Pre-Treatment INTS7 25896 37 1 212115191 212115193 In_Frame_Del DEL TGC - 8 382 .2862_2864delGCA.(2860-2865)CAGCAA>CA.954_955QQ>Q

Pat_73 Pre-Treatment FLVCR1 28982 37 1 213037113 213037114 Frame_Shift_Del DEL AC - 7 265 c.785_786delAC c.(784-786)AACfs p.N262fs

Pat_73 Pre-Treatment LZTS2 84445 37 10 102763415 102763417 In_Frame_Del DEL CCT - 10 336 c.560_562delCCTc.(559-564)GCCTCC>GCC p.S197del

Pat_73 Pre-Treatment LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 17 421 c.647delG c.(646-648)AGGfs p.R216fs

Pat_73 Pre-Treatment FADS2 9415 37 11 61615748 61615748 Frame_Shift_Del DEL C - 8 852 c.736delC c.(736-738)CCCfs p.P246fs

Pat_73 Pre-Treatment KLHL35 283212 37 11 75134762 75134762 Frame_Shift_Del DEL C - 7 657 c.877delG c.(877-879)GAGfs p.E293fs

Pat_73 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 25 726 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_73 Pre-Treatment DACH1 1602 37 13 72440659 72440664 Splice_Site DEL GCCGCC - 4 7 c.242_splice c.e2-1 p.G81_splice

Pat_73 Pre-Treatment SNX6 58533 37 14 35099154 35099154 Frame_Shift_Del DEL G - 2 4 c.49delC c.(49-51)CTGfs p.L17fs

Pat_73 Pre-Treatment FANCM 57697 37 14 45642288 45642289 Frame_Shift_Del DEL CT - 7 172 c.2191_2192delCT c.(2191-2193)CTCfs p.L731fs

Pat_73 Pre-Treatment C14orf39 317761 37 14 60903565 60903565 Frame_Shift_Del DEL A - 7 168 c.1762delT c.(1762-1764)TGAfs p.*588fs

Pat_73 Pre-Treatment EIF3CL 728689 37 16 28734579 28734581 In_Frame_Del DEL GAG - 7 2395 c.871_873delGAG c.(871-873)GAGdel p.E295del

Pat_73 Pre-Treatment CD2BP2 10421 37 16 30365550 30365552 In_Frame_Del DEL CAT - 11 1107 c.170_172delATGc.(169-174)GATGGG>GGG p.D57del

Pat_73 Pre-Treatment PSTPIP2 9050 37 18 43591185 43591185 Frame_Shift_Del DEL C - 7 530 c.316delG c.(316-318)GAAfs p.E106fs

Pat_73 Pre-Treatment SPPL2B 56928 37 19 2340953 2340953 Frame_Shift_Del DEL C - 7 129 c.897delC c.(895-897)CTCfs p.L299fs

Pat_73 Pre-Treatment USE1 55850 37 19 17330180 17330181 Frame_Shift_Del DEL TC - 4 2 c.581_582delTC c.(580-582)ATCfs p.I194fs

Pat_73 Pre-Treatment C2orf71 388939 37 2 29295647 29295649 In_Frame_Del DEL TCC - 7 418 .1479_1481delGG (1477-1482)GAGGAA>GAp.493_494EE>E

Pat_73 Pre-Treatment ARHGAP25 9938 37 2 69002410 69002410 Frame_Shift_Del DEL C - 7 1250 c.119delC c.(118-120)ACCfs p.T40fs

Pat_73 Pre-Treatment ANKRD36 375248 37 2 97808574 97808575 Splice_Site INS - A 19 49 c.901_splice c.e8+2 p.V301_splice

Pat_73 Pre-Treatment CD28 940 37 2 204591576 204591576 Frame_Shift_Del DEL C - 7 305 c.273delC c.(271-273)GGCfs p.G91fs

Pat_73 Pre-Treatment PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 13 87 c.243delG c.(241-243)TGGfs p.W81fs

Pat_73 Pre-Treatment RNF215 200312 37 22 30783221 30783223 In_Frame_Del DEL GCA - 6 4 c.80_82delTGC c.(79-84)CTGCCC>CCC p.L27del

Pat_73 Pre-Treatment MST1R 4486 37 3 49940112 49940112 Frame_Shift_Del DEL C - 7 302 c.931delG c.(931-933)GCCfs p.A311fs

Pat_73 Pre-Treatment LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 944 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_73 Pre-Treatment ACTL6A 86 37 3 179301188 179301188 Frame_Shift_Del DEL G - 215 180 c.1074delG c.(1072-1074)CAGfs p.Q358fs

Pat_73 Pre-Treatment CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 18 2494 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_73 Pre-Treatment CRIPAK 285464 37 4 1389143 1389144 Frame_Shift_Ins INS - CA 7 1287 c.844_845insCA c.(844-846)TCAfs p.S282fs

Pat_73 Pre-Treatment SH3TC2 79628 37 5 148386620 148386620 Frame_Shift_Del DEL C - 7 265 c.3499delG c.(3499-3501)GTGfs p.V1167fs

Pat_73 Pre-Treatment SLIT3 6586 37 5 168137990 168137991 Frame_Shift_Del DEL TG - 4 8 c.2628_2629delCA c.(2626-2631)TACAAGfs p.Y876fs

Pat_73 Pre-Treatment FOXC1 2296 37 6 1612017 1612018 In_Frame_Ins INS - CGG 21 42 .1337_1338insCGG(1336-1338)CAC>CACGGp.456_457insG

Pat_73 Pre-Treatment RIOK1 83732 37 6 7393450 7393452 In_Frame_Del DEL GAC - 9 357 c.190_192delGAC c.(190-192)GACdel p.D69del

Pat_73 Pre-Treatment ATXN1 6310 37 6 16327900 16327901 In_Frame_Ins INS - TGC 7 202 c.641_642insGCAc.(640-642)CAG>CAGCAG.214_214Q>QQ



Pat_73 Pre-Treatment ATXN1 6310 37 6 16327907 16327909 In_Frame_Del DEL TGA - 8 199 c.633_635delTCAc.(631-636)CATCAG>CAG p.H211del

Pat_73 Pre-Treatment PPP1R10 5514 37 6 30570264 30570266 In_Frame_Del DEL GGA - 7 218 c.2160_2162delTCC.(2158-2163)CCTCCA>CCp.720_721PP>P

Pat_73 Pre-Treatment DDR1 780 37 6 30863251 30863251 Frame_Shift_Del DEL C - 8 1757 c.1584delC c.(1582-1584)GGCfs p.G528fs

Pat_73 Pre-Treatment CFB 629 37 6 31895549 31895549 Frame_Shift_Del DEL T - 7 2402 c.20delT c.(19-21)CTTfs p.L7fs

Pat_73 Pre-Treatment TULP1 7287 37 6 35478775 35478777 In_Frame_Del DEL TCC - 10 454 c.360_362delGGAc.(358-363)GAGGAA>GAAp.120_121EE>E

Pat_73 Pre-Treatment FTSJD2 23070 37 6 37447821 37447821 Frame_Shift_Del DEL G - 9 955 c.2408delG c.(2407-2409)TGGfs p.W803fs

Pat_73 Pre-Treatment MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 21 773 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_73 Pre-Treatment TTBK1 84630 37 6 43250681 43250683 In_Frame_Del DEL GAG - 11 210 .2203_2205delGAG c.(2203-2205)GAGdel p.E740del

Pat_73 Pre-Treatment TNFRSF21 27242 37 6 47200623 47200624 Frame_Shift_Del DEL CA - 8 1338 c.1845_1846delTG c.(1843-1848)ATTGAAfs p.I615fs

Pat_73 Pre-Treatment KCNB2 9312 37 8 73480397 73480397 Frame_Shift_Del DEL A - 8 393 c.428delA c.(427-429)CAAfs p.Q143fs

Pat_73 Pre-Treatment C9orf43 257169 37 9 116187646 116187648 In_Frame_Del DEL GCA - 7 154 c.888_890delGCAc.(886-891)CGGCAG>CGG p.Q304del

Pat_73 Pre-Treatment TNC 3371 37 9 117848734 117848735 Frame_Shift_Del DEL CA - 8 704 c.1275_1276delTG c.(1273-1278)TGTGATfs p.C425fs

Pat_73 Post-Resistance DPH2 1802 37 1 44436809 44436809 Frame_Shift_Del DEL C - 2 4 c.432delC c.(430-432)GACfs p.D144fs

Pat_73 Post-Resistance LOC653544 653544 37 10 135491036 135491036 Frame_Shift_Del DEL G - 14 238 c.647delG c.(646-648)AGGfs p.R216fs

Pat_73 Post-Resistance PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 8 425 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_73 Post-Resistance LRP1 4035 37 12 57605740 57605742 In_Frame_Del DEL TGC - 8 150 13289_13291delTG13288-13293)TTGCTG>TT4430_4431LL>

Pat_73 Post-Resistance C14orf4 64207 37 14 77493648 77493650 In_Frame_Del DEL GCG - 4 9 c.486_488delCGCc.(484-489)GCCGCT>GCTp.162_163AA>A

Pat_73 Post-Resistance DYX1C1 161582 37 15 55759242 55759242 Frame_Shift_Del DEL T - 2 4 c.523delA c.(523-525)ATTfs p.I175fs

Pat_73 Post-Resistance CHRNA3 1136 37 15 78913068 78913070 In_Frame_Del DEL CAG - 6 3 c.67_69delCTG c.(67-69)CTGdel p.L23del

Pat_73 Post-Resistance CCDC144B 284047 37 17 18498059 18498060 Splice_Site INS - A 7 41 c.1867_splice c.e9-1 p.E623_splice

Pat_73 Post-Resistance ITPRIPL1 150771 37 2 96992793 96992795 In_Frame_Del DEL GAG - 9 78 c.424_426delGAG c.(424-426)GAGdel p.E147del

Pat_73 Post-Resistance MFF 56947 37 2 228197214 228197214 Frame_Shift_Del DEL G - 7 775 c.339delG c.(337-339)CTGfs p.L113fs

Pat_73 Post-Resistance MKL1 57591 37 22 40816887 40816889 In_Frame_Del DEL TGC - 7 122 c.843_845delGCAc.(841-846)CAGCAC>CAC p.Q281del

Pat_73 Post-Resistance C22orf26 55267 37 22 46449890 46449890 Frame_Shift_Del DEL G - 4 4 c.84delC c.(82-84)CCCfs p.P28fs

Pat_73 Post-Resistance LNP1 348801 37 3 100148586 100148588 In_Frame_Del DEL GAT - 7 480 c.13_15delGAT c.(13-15)GATdel p.D10del

Pat_73 Post-Resistance ACTL6A 86 37 3 179301188 179301188 Frame_Shift_Del DEL G - 107 129 c.1074delG c.(1072-1074)CAGfs p.Q358fs

Pat_73 Post-Resistance CRIPAK 285464 37 4 1388441 1388442 Frame_Shift_Ins INS - CG 25 1243 c.142_143insCG c.(142-144)ATGfs p.M48fs

Pat_73 Post-Resistance FOXC1 2296 37 6 1612017 1612018 In_Frame_Ins INS - CGG 4 6 .1337_1338insCGG(1336-1338)CAC>CACGGp.456_457insG

Pat_73 Post-Resistance RIOK1 83732 37 6 7393450 7393452 In_Frame_Del DEL GAC - 8 225 c.190_192delGAC c.(190-192)GACdel p.D69del

Pat_73 Post-Resistance MDFI 4188 37 6 41621169 41621171 In_Frame_Del DEL CTG - 7 337 c.597_599delCTGc.(595-600)CTCTGC>CTC p.C204del

Pat_74 Pre-Treatment ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 9 77 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_74 Pre-Treatment PHACTR4 65979 37 1 28785730 28785730 Frame_Shift_Del DEL A - 7 96 c.151delA c.(151-153)AAAfs p.K51fs

Pat_74 Pre-Treatment HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 9 86 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_74 Pre-Treatment DARC 2532 37 1 159176167 159176167 Frame_Shift_Del DEL G - 7 732 c.938delG c.(937-939)CGCfs p.R313fs

Pat_74 Pre-Treatment RNF141 50862 37 11 10536563 10536563 Frame_Shift_Del DEL G - 7 300 c.593delC c.(592-594)GCAfs p.A198fs

Pat_74 Pre-Treatment RNF121 55298 37 11 71705825 71705825 Frame_Shift_Del DEL G - 7 439 c.688delG c.(688-690)GGGfs p.G230fs

Pat_74 Pre-Treatment PRB2 653247 37 12 11546506 11546508 In_Frame_Del DEL TTG - 8 355 c.504_506delCAAc.(502-507)AACAAG>AAG p.N168del

Pat_74 Pre-Treatment C15orf24 56851 37 15 34393991 34393993 In_Frame_Del DEL AGC - 7 451 c.48_50delGCT c.(46-51)CTGCTA>CTA p.16_17LL>L

Pat_74 Pre-Treatment CHD2 1106 37 15 93480819 93480819 Frame_Shift_Del DEL A - 7 179 c.515delA c.(514-516)CAAfs p.Q172fs

Pat_74 Pre-Treatment CXXC1 30827 37 18 47812275 47812277 In_Frame_Del DEL CTG - 7 75 c.481_483delCAG c.(481-483)CAGdel p.Q161del

Pat_74 Pre-Treatment LRP2 4036 37 2 170009348 170009349 Frame_Shift_Del DEL AC - 7 646 12421_12422delG c.(12421-12423)GTAfs p.V4141fs

Pat_74 Pre-Treatment C20orf85 128602 37 20 56735727 56735727 Frame_Shift_Del DEL C - 8 112 c.263delC c.(262-264)TCCfs p.S88fs

Pat_74 Pre-Treatment PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 7 39 c.243delG c.(241-243)TGGfs p.W81fs

Pat_74 Pre-Treatment TRIOBP 11078 37 22 38120029 38120031 In_Frame_Del DEL CCT - 18 261 .1466_1468delCCT(1465-1470)GCCTCC>GC p.S491del

Pat_74 Pre-Treatment CTNNB1 1499 37 3 41266134 41266136 In_Frame_Del DEL CTT - 35 58 c.131_133delCTT c.(130-135)CCTTCT>CCT p.S45del

Pat_74 Pre-Treatment CRIPAK 285464 37 4 1388900 1388901 Frame_Shift_Del DEL CA - 9 428 c.601_602delCA c.(601-603)CACfs p.H201fs

Pat_74 Pre-Treatment TMEM154 201799 37 4 153562130 153562137 Frame_Shift_Del DEL AAAGTCGG - 8 98 79_486delCCGACTc.(478-486)GCCGACTTTfs p.A160fs



Pat_74 Pre-Treatment PHF3 23469 37 6 64394097 64394097 Frame_Shift_Del DEL A - 9 672 c.474delA c.(472-474)ACAfs p.T158fs

Pat_74 Pre-Treatment CDCA7L 55536 37 7 21956486 21956486 Frame_Shift_Del DEL A - 7 331 c.51delT c.(49-51)TTTfs p.F17fs

Pat_74 Pre-Treatment MUC17 140453 37 7 100684131 100684133 In_Frame_Del DEL CTC - 29 830 c.9434_9436delCTCc.(9433-9438)TCTCCT>TCT p.P3146del

Pat_74 Pre-Treatment CSGALNACT1 55790 37 8 19315974 19315974 Frame_Shift_Del DEL T - 7 1461 c.814delA c.(814-816)AGGfs p.R272fs

Pat_74 Pre-Treatment MYST3 7994 37 8 41798420 41798422 In_Frame_Del DEL CTC - 7 253 .2977_2979delGAG c.(2977-2979)GAGdel p.E993del

Pat_74 Post-Resistance ZBTB40 9923 37 1 22838561 22838563 In_Frame_Del DEL AAG - 8 59 .2395_2397delAAG c.(2395-2397)AAGdel p.K803del

Pat_74 Post-Resistance XPOT 11260 37 12 64812755 64812755 Frame_Shift_Del DEL T - 8 100 c.370delT c.(370-372)TTTfs p.F124fs

Pat_74 Post-Resistance RTN4 57142 37 2 55253746 55253746 Frame_Shift_Del DEL T - 7 64 c.1489delA c.(1489-1491)ATAfs p.I497fs

Pat_74 Post-Resistance RNF160 26046 37 21 30339206 30339206 Frame_Shift_Del DEL T - 7 44 c.1745delA c.(1744-1746)AATfs p.N582fs

Pat_74 Post-Resistance PLAC4 191585 37 21 42551313 42551313 Frame_Shift_Del DEL C - 5 8 c.243delG c.(241-243)TGGfs p.W81fs

Pat_74 Post-Resistance MYH9 4627 37 22 36689419 36689421 In_Frame_Del DEL CCT - 7 62 .4049_4051delAGG(4048-4053)GAGGCC>GC p.E1350del

Pat_74 Post-Resistance TRIOBP 11078 37 22 38120029 38120031 In_Frame_Del DEL CCT - 14 186 .1466_1468delCCT(1465-1470)GCCTCC>GC p.S491del

Pat_74 Post-Resistance CTNNB1 1499 37 3 41266134 41266136 In_Frame_Del DEL CTT - 26 36 c.131_133delCTT c.(130-135)CCTTCT>CCT p.S45del

Pat_74 Post-Resistance TMEM154 201799 37 4 153562130 153562137 Frame_Shift_Del DEL AAAGTCGG - 12 60 79_486delCCGACTc.(478-486)GCCGACTTTfs p.A160fs

Pat_74 Post-Resistance MPP6 51678 37 7 24705665 24705666 Frame_Shift_Ins INS - A 7 168 c.909_910insA c.(907-912)AGCAAAfs p.S303fs

Pat_74 Post-Resistance MUC17 140453 37 7 100684131 100684133 In_Frame_Del DEL CTC - 9 487 c.9434_9436delCTCc.(9433-9438)TCTCCT>TCT p.P3146del

Pat_76 Pre-Treatment LRRC47 57470 37 1 3712520 3712520 Frame_Shift_Del DEL C - 4 8 c.521delG c.(520-522)CGCfs p.R174fs

Pat_76 Pre-Treatment DNAJC11 55735 37 1 6727803 6727804 Frame_Shift_Del DEL TC - 9 81 c.343_344delGA c.(343-345)GAAfs p.E115fs

Pat_76 Pre-Treatment HFE2 148738 37 1 145415369 145415371 In_Frame_Del DEL GAG - 7 230 c.188_190delGAGc.(187-192)CGAGGA>CGA p.G69del

Pat_76 Pre-Treatment POLR3C 10623 37 1 145608575 145608575 Frame_Shift_Del DEL G - 7 444 c.232delC c.(232-234)CAGfs p.Q78fs

Pat_76 Pre-Treatment PEAR1 375033 37 1 156877507 156877507 Frame_Shift_Del DEL C - 8 511 c.750delC c.(748-750)TGCfs p.C250fs

Pat_76 Pre-Treatment PVRL4 81607 37 1 161044104 161044106 In_Frame_Del DEL CCA - 8 373 .1058_1060delTGG(1057-1062)GTGGGT>GG p.V353del

Pat_76 Pre-Treatment PCP4L1 654790 37 1 161254154 161254156 In_Frame_Del DEL GGA - 10 316 c.90_92delGGA c.(88-93)GCGGAG>GCG p.E35del

Pat_76 Pre-Treatment POU2F1 5451 37 1 167385016 167385018 In_Frame_Del DEL CCA - 12 784 .2201_2203delCCA.(2200-2205)TCCACC>TC p.T738del

Pat_76 Pre-Treatment SCYL3 57147 37 1 169825006 169825006 Frame_Shift_Del DEL A - 113 75 c.1405delT c.(1405-1407)TCTfs p.S469fs

Pat_76 Pre-Treatment KLHL20 27252 37 1 173744859 173744859 Frame_Shift_Del DEL C - 8 317 c.1516delC c.(1516-1518)CAGfs p.Q506fs

Pat_76 Pre-Treatment PAPPA2 60676 37 1 176809369 176809369 Frame_Shift_Del DEL G - 7 615 c.5263delG c.(5263-5265)GGGfs p.G1755fs

Pat_76 Pre-Treatment GPR25 2848 37 1 200842776 200842778 In_Frame_Del DEL TGC - 7 36 c.611_613delTGC c.(610-615)TTGCTG>TTGp.204_205LL>L

Pat_76 Pre-Treatment PPP2R5A 5525 37 1 212534111 212534111 Frame_Shift_Del DEL A - 8 57 c.1460delA c.(1459-1461)TAAfs p.*487fs

Pat_76 Pre-Treatment PANK1 53354 37 10 91359120 91359120 Frame_Shift_Del DEL T - 7 536 c.1199delA c.(1198-1200)AAGfs p.K400fs

Pat_76 Pre-Treatment MKI67 4288 37 10 129905725 129905725 Frame_Shift_Del DEL T - 7 289 c.4379delA c.(4378-4380)AAGfs p.K1460fs

Pat_76 Pre-Treatment SYT8 90019 37 11 1858552 1858552 Frame_Shift_Del DEL C - 2 4 c.1097delC c.(1096-1098)GCCfs p.A366fs

Pat_76 Pre-Treatment ACCSL 390110 37 11 44074222 44074222 Frame_Shift_Del DEL G - 7 624 c.783delG c.(781-783)CTGfs p.L261fs

Pat_76 Pre-Treatment RAD9A 5883 37 11 67164978 67164978 Frame_Shift_Del DEL C - 7 108 c.1124delC c.(1123-1125)TCCfs p.S375fs

Pat_76 Pre-Treatment TCIRG1 10312 37 11 67811611 67811612 Frame_Shift_Del DEL AC - 4 3 c.820_821delAC c.(820-822)ACAfs p.T274fs

Pat_76 Pre-Treatment CCDC15 80071 37 11 124857232 124857252 In_Frame_Del DEL AGAAGGCCA - 28 142 lTGAGCCAGAAGGCTGAGCCAGAAGGCCAGEPEGQAI371d

Pat_76 Pre-Treatment SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 12 545 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_76 Pre-Treatment IPO4 79711 37 14 24656873 24656874 Frame_Shift_Del DEL CT - 7 197 c.407_408delAG c.(406-408)GAGfs p.E136fs

Pat_76 Pre-Treatment TMED10 10972 37 14 75614382 75614383 Frame_Shift_Del DEL CG - 7 1036 c.395_396delCG c.(394-396)GCGfs p.A132fs

Pat_76 Pre-Treatment DMXL2 23312 37 15 51780185 51780185 Frame_Shift_Del DEL A - 7 661 c.5183delT c.(5182-5184)TTCfs p.F1728fs

Pat_76 Pre-Treatment MCTP2 55784 37 15 94841579 94841579 Frame_Shift_Del DEL A - 7 514 c.85delA c.(85-87)AAAfs p.K29fs

Pat_76 Pre-Treatment IGFALS 3483 37 16 1841122 1841123 Frame_Shift_Ins INS - C 4 7 c.1296_1297insG c.(1294-1299)GGGCTGfs p.G432fs

Pat_76 Pre-Treatment ABCA3 21 37 16 2373583 2373583 Frame_Shift_Del DEL A - 8 627 c.554delT c.(553-555)TTCfs p.F185fs

Pat_76 Pre-Treatment KIF1C 10749 37 17 4906945 4906945 Frame_Shift_Del DEL G - 20 34 c.759delG c.(757-759)GAGfs p.E253fs

Pat_76 Pre-Treatment MYOCD 93649 37 17 12647692 12647694 In_Frame_Del DEL CAG - 7 20 c.910_912delCAG c.(910-912)CAGdel p.Q310del

Pat_76 Pre-Treatment TOP3A 7156 37 17 18188461 18188462 Frame_Shift_Del DEL TG - 7 271 c.1871_1872delCA c.(1870-1872)GCAfs p.A624fs

Pat_76 Pre-Treatment ADAM11 4185 37 17 42851673 42851673 Frame_Shift_Del DEL T - 4 6 c.1003delT c.(1003-1005)TTCfs p.F335fs



Pat_76 Pre-Treatment ABCA6 23460 37 17 67125767 67125767 Frame_Shift_Del DEL A - 8 117 c.917delT c.(916-918)TTAfs p.L306fs

Pat_76 Pre-Treatment GRIN2C 2905 37 17 72839130 72839131 In_Frame_Ins INS - CTCCGGG 2 4 5_3146insCCCCGG5-3147)CTG>CCCCCGGA 048_1049insP

Pat_76 Pre-Treatment DHPS 1725 37 19 12791042 12791042 Frame_Shift_Del DEL C - 8 472 c.305delG c.(304-306)GGAfs p.G102fs

Pat_76 Pre-Treatment OR10H1 26539 37 19 15918794 15918795 Frame_Shift_Del DEL AG - 115 137 c.53_54delCT c.(52-54)TCTfs p.S18fs

Pat_76 Pre-Treatment PSG9 5678 37 19 43772052 43772053 Frame_Shift_Ins INS - C 213 362 c.313_314insG c.(313-315)GCAfs p.A105fs

Pat_76 Pre-Treatment LILRB5 10990 37 19 54760181 54760181 Frame_Shift_Del DEL A - 48 62 c.380delT c.(379-381)TTAfs p.L127fs

Pat_76 Pre-Treatment RAB11FIP5 26056 37 2 73315337 73315339 In_Frame_Del DEL TGG - 7 216 .1407_1409delCCA.(1405-1410)CACCAA>CA p.H469del

Pat_76 Pre-Treatment RBM45 129831 37 2 178988920 178988920 Frame_Shift_Del DEL A - 8 105 c.1135delA c.(1135-1137)AAAfs p.K379fs

Pat_76 Pre-Treatment ABI2 10152 37 2 204193211 204193213 Translation_Start_Site DEL GAG - 3 3 c.-26_-24delGAGc.(-28--22)ATGAGGA>ATGA

Pat_76 Pre-Treatment NINL 22981 37 20 25442165 25442166 Frame_Shift_Del DEL TG - 8 167 c.3688_3689delCA c.(3688-3690)CAAfs p.Q1230fs

Pat_76 Pre-Treatment SYCP2 10388 37 20 58467047 58467047 Frame_Shift_Del DEL T - 8 95 c.2362delA c.(2362-2364)ATGfs p.M788fs

Pat_76 Pre-Treatment SFRS15 57466 37 21 33043971 33043972 Frame_Shift_Del DEL TC - 9 206 c.3184_3185delGA c.(3184-3186)GATfs p.D1062fs

Pat_76 Pre-Treatment HMGXB4 10042 37 22 35661543 35661544 Frame_Shift_Ins INS - A 8 47 c.1162_1163insA c.(1162-1164)GAAfs p.E388fs

Pat_76 Pre-Treatment COLQ 8292 37 3 15518644 15518645 Frame_Shift_Del DEL CA - 4 5 c.453_454delTG c.(451-456)CCTGAAfs p.P151fs

Pat_76 Pre-Treatment KIAA2018 205717 37 3 113380090 113380090 Frame_Shift_Del DEL T - 8 133 c.439delA c.(439-441)ATTfs p.I147fs

Pat_76 Pre-Treatment GPR156 165829 37 3 119885960 119885960 Frame_Shift_Del DEL C - 8 1157 c.2364delG c.(2362-2364)GGGfs p.G788fs

Pat_76 Pre-Treatment DIRC2 84925 37 3 122598119 122598119 Frame_Shift_Del DEL G - 9 666 c.1331delG c.(1330-1332)TGGfs p.W444fs

Pat_76 Pre-Treatment FAM194A 131831 37 3 150421591 150421593 In_Frame_Del DEL TCC - 7 29 c.93_95delGGA c.(91-96)GAGGAA>GAA p.31_32EE>E

Pat_76 Pre-Treatment PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 13 918 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_76 Pre-Treatment EMCN 51705 37 4 101439033 101439033 Frame_Shift_Del DEL G - 7 486 c.39delC c.(37-39)CCCfs p.P13fs

Pat_76 Pre-Treatment RRH 10692 37 4 110756541 110756541 Frame_Shift_Del DEL T - 7 117 c.317delT c.(316-318)ATTfs p.I106fs

Pat_76 Pre-Treatment RBM27 54439 37 5 145641118 145641118 Frame_Shift_Del DEL A - 8 137 c.1939delA c.(1939-1941)ACCfs p.T647fs

Pat_76 Pre-Treatment PPP2R2B 5521 37 5 145969651 145969652 Frame_Shift_Ins INS - C 8 387 c.1190_1191insG c.(1189-1191)GGCfs p.G397fs

Pat_76 Pre-Treatment KIF13A 63971 37 6 17764958 17764958 Frame_Shift_Del DEL A - 4 8 c.4801delT c.(4801-4803)TCCfs p.S1601fs

Pat_76 Pre-Treatment HLA-F 3134 37 6 29694802 29694803 Frame_Shift_Ins INS - T 7 426 c.1179_1180insT c.(1177-1182)TTGTTTfs p.L393fs

Pat_76 Pre-Treatment CCHCR1 54535 37 6 31122281 31122281 Frame_Shift_Del DEL G - 7 951 c.526delC c.(526-528)CAAfs p.Q176fs

Pat_76 Pre-Treatment HSPA1L 3305 37 6 31778150 31778151 Frame_Shift_Del DEL GG - 7 558 c.1599_1600delCCc.(1597-1602)GTCCAGfs p.V533fs

Pat_76 Pre-Treatment RNF5 6048 37 6 32147672 32147672 Frame_Shift_Del DEL C - 7 397 c.291delC c.(289-291)CGCfs p.R97fs

Pat_76 Pre-Treatment PKHD1 5314 37 6 51523814 51523815 Frame_Shift_Del DEL TC - 7 294 .11109_11110delGAc.(11107-11112)GAGAATfs p.E3703fs

Pat_76 Pre-Treatment ICK 22858 37 6 52883129 52883129 Frame_Shift_Del DEL T - 7 455 c.662delA c.(661-663)AAGfs p.K221fs

Pat_76 Pre-Treatment GLCCI1 113263 37 7 8126097 8126099 In_Frame_Del DEL CAG - 9 683 .1573_1575delCAG c.(1573-1575)CAGdel p.Q528del

Pat_76 Pre-Treatment POU6F2 11281 37 7 39379288 39379290 In_Frame_Del DEL CAG - 7 105 c.559_561delCAG c.(559-561)CAGdel p.Q196del

Pat_76 Pre-Treatment LIMK1 3984 37 7 73535323 73535323 Frame_Shift_Del DEL C - 7 768 c.1725delC c.(1723-1725)TGCfs p.C575fs

Pat_76 Pre-Treatment GIGYF1 64599 37 7 100280978 100280980 In_Frame_Del DEL CTG - 7 306 .2140_2142delCAG c.(2140-2142)CAGdel p.Q714del

Pat_76 Pre-Treatment EPHB4 2050 37 7 100410591 100410591 Frame_Shift_Del DEL C - 7 514 c.1896delG c.(1894-1896)GGGfs p.G632fs

Pat_76 Pre-Treatment PPP1R3A 5506 37 7 113519082 113519082 Frame_Shift_Del DEL T - 7 1411 c.2065delA c.(2065-2067)AGAfs p.R689fs

Pat_76 Pre-Treatment LUC7L2 51631 37 7 139094365 139094366 Frame_Shift_Del DEL AG - 15 163 c.744_745delAG c.(742-747)GAAGAGfs p.E248fs

Pat_76 Pre-Treatment OR9A4 130075 37 7 141619203 141619203 Frame_Shift_Del DEL T - 10 492 c.528delT c.(526-528)AATfs p.N176fs

Pat_76 Pre-Treatment CNTNAP2 26047 37 7 146829358 146829358 Frame_Shift_Del DEL G - 8 410 c.1105delG c.(1105-1107)GTGfs p.V369fs

Pat_76 Pre-Treatment SSPO 23145 37 7 149501110 149501110 Frame_Shift_Del DEL G - 4 9 c.8246delG c.(8245-8247)TGGfs p.W2749fs

Pat_76 Pre-Treatment ANXA13 312 37 8 124707761 124707762 Frame_Shift_Ins INS - T 7 468 c.451_452insA c.(451-453)ATCfs p.I151fs

Pat_76 Pre-Treatment FLJ43860 389690 37 8 142505021 142505022 Frame_Shift_Ins INS - TGTG 10 27 c.424_425insCACA c.(424-426)AAGfs p.K142fs

Pat_76 Pre-Treatment OFD1 8481 37 X 13786842 13786842 Frame_Shift_Del DEL A - 7 519 c.2934delA c.(2932-2934)TCAfs p.S978fs

Pat_76 Pre-Treatment FGD1 2245 37 X 54497147 54497148 Frame_Shift_Ins INS - G 3 4 c.527_528insC c.(526-528)CCAfs p.P176fs

Pat_76 Pre-Treatment NXF5 55998 37 X 101097764 101097764 Frame_Shift_Del DEL T - 8 374 c.1delA c.(1-3)ATGfs p.M1fs

Pat_76 Pre-Treatment CXorf66 347487 37 X 139038599 139038599 Frame_Shift_Del DEL T - 9 302 c.542delA c.(541-543)AAGfs p.K181fs

Pat_76 Post-Resistance PVRL4 81607 37 1 161044057 161044059 In_Frame_Del DEL CAC - 7 256 c.1105_1107delGTG c.(1105-1107)GTGdel p.V369del



Pat_76 Post-Resistance SCYL3 57147 37 1 169825006 169825006 Frame_Shift_Del DEL A - 38 16 c.1405delT c.(1405-1407)TCTfs p.S469fs

Pat_76 Post-Resistance CCDC15 80071 37 11 124857232 124857252 In_Frame_Del DEL AGAAGGCCA - 11 52 lTGAGCCAGAAGGCTGAGCCAGAAGGCCAGEPEGQAI371d

Pat_76 Post-Resistance SFRS8 6433 37 12 132281734 132281736 In_Frame_Del DEL AGA - 10 252 .2546_2548delAGA(2545-2550)GAGAAG>GA p.K853del

Pat_76 Post-Resistance RAP1GAP2 23108 37 17 2894618 2894618 Frame_Shift_Del DEL A - 2 4 c.841delA c.(841-843)AATfs p.N281fs

Pat_76 Post-Resistance OR10H1 26539 37 19 15918794 15918795 Frame_Shift_Del DEL AG - 62 187 c.53_54delCT c.(52-54)TCTfs p.S18fs

Pat_76 Post-Resistance LGI4 163175 37 19 35625454 35625454 Frame_Shift_Del DEL G - 2 4 c.131delC c.(130-132)CCGfs p.P44fs

Pat_76 Post-Resistance SBSN 374897 37 19 36019046 36019047 Frame_Shift_Del DEL CT - 7 260 c.137_138delAG c.(136-138)GAGfs p.E46fs

Pat_76 Post-Resistance PSG9 5678 37 19 43772052 43772053 Frame_Shift_Ins INS - C 75 217 c.313_314insG c.(313-315)GCAfs p.A105fs

Pat_76 Post-Resistance LILRB5 10990 37 19 54760181 54760181 Frame_Shift_Del DEL A - 48 66 c.380delT c.(379-381)TTAfs p.L127fs

Pat_76 Post-Resistance PHC3 80012 37 3 169896635 169896637 In_Frame_Del DEL TGG - 12 426 c.68_70delCCA c.(67-72)ACCATC>ATC p.T23del

Pat_76 Post-Resistance THEMIS 387357 37 6 128134540 128134540 Frame_Shift_Del DEL T - 13 27 c.1246delA c.(1246-1248)ATCfs p.I416fs
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- 3 486 IAA0562_uc001ak NM_014704 NP_055519 O60308 CE104_HUMAN 0 CTTGTGGAAACTG 0.368

+ 2 716 pv.2_Missense_Mu NM_025106 NP_079382 Q96BD6 SPSB1_HUMAN B30.2/SPRY. 0 TGCACTCTGTCGG 0.647

+ 4 493 SF8_uc010obc.1_ NM_001243 NP_001234 P28908 TNR8_HUMAN (Potential).|TNFR-Cys 2. 5 TTAGACGACCTCG 0.597

+ 21 4982 _p.S1614F|VPS13D NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 TCAAATCCTTTAC 0.438

- 3 438 MEF5_uc001aur.2_ NM_001010889 NP_001010889 Q5VXH4 PRAM6_HUMAN 0 TAGCTTCAGACCA 0.493

+ 4 364 e_Mutation_p.S95F NM_004070 NP_004061 P51800 CLCKA_HUMAN 1 ATCTTTCCTGGAC 0.627

+ 3 1201 NM_030812 NP_110439 Q9H568 ACTL8_HUMAN 4 GTCTGGGAGGGT 0.577 rs115420942

- 2 1083 K2N1_uc001bdg.2_ NM_018584 NP_061054 Q7Z7J9 CK2N1_HUMAN 0 ACACCAGGAGGTG 0.438

- 10 1263 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 CGAGGGGCCTCG 0.537

- 3 1224 PQ_uc001byr.2_5'F NM_005066 NP_005057 P23246 SFPQ_HUMAN RRM 2. 8 TGAAAGATTACGA 0.448

- 6 819 ion_p.S214F|CSF3 NM_000760 NP_000751 Q99062 CSF3R_HUMAN III 1.|Extracellular (Potentia 3 TGTGGGGACATGC 0.507

- 11 1858 ba.1_Missense_Mu NM_000831 NP_000822 Q13003 GRIK3_HUMAN ical; (Potential). 7 TGACCCCCAGGTA 0.562

+ 1 24 P1_uc010oid.1_5'F NM_003462 NP_003453 O14645 IDLC_HUMAN 2 CGGCAAACAAGG 0.647

+ 2 161 ALI1_uc010oie.1_R NM_003462 NP_003453 O14645 IDLC_HUMAN 2 CAGGCTCGGCTAC 0.577

+ 10 1509 _p.W419*|CYP4X1_ NM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2 CTGTCTGGAAAAA 0.418

+ 6 869 DN_uc010onr.1_M NM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 7. 2 CCTGCCCTGTACA 0.662 rs138853761

+ 7 1189 wk.1_Missense_M NM_052940 NP_443172 Q9Y546 LRC42_HUMAN 0 CGGAGCCTAGAGC 0.458

- 3 383 n_p.E44K|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4 CGACTTCCTTGTC 0.498

+ 2 353 NM_152489 NP_689702 Q5VVX9 UBE2U_HUMAN 0 GAATGGGAAGTTG 0.294

- 7 1152 ddy.2_Missense_M NM_001018067 NP_001018077 Q8NC51 PAIRB_HUMAN 1 TAACCGAATCTTC 0.403

- 13 1448 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1 GGGTATGAATCAG 0.393

- 7 1327 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 ATGCAGGAAAAAA 0.353

- 14 3835 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 GCCCTTCCTTCAG 0.592

- 14 2596 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CCTCCCCTTTTCC 0.522

- 22 2078 _p.S603F|SLC44A5 NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN cellular (Potential). 4 TTTAAAGATGCTG 0.284

+ 7 944 dib.3_Missense_Mu NM_144573 NP_653174 Q0ZGT2 NEXN_HUMAN Glu-rich. 2 AACAACGACCATC 0.318

+ 11 1739 n_p.I417S|NEXN_u NM_144573 NP_653174 Q0ZGT2 NEXN_HUMAN Glu-rich. 2 TTGAAATTAAAGA 0.294

+ 2 253 2_5'UTR|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2 AAAAAAGATTTTT 0.333

+ 2 248 sw.1_Nonsense_M NM_003503 NP_003494 O00311 CDC7_HUMAN 5 GCTCTTTAAAAAA 0.403

+ 2 360 se_Mutation_p.S64 NM_020190 NP_064575 Q9NRN5 OLFL3_HUMAN Potential. 0 CCATCTCCGGGAG 0.587

+ 3 557 se_Mutation_p.W17 NM_001767 NP_001758 P06729 CD2_HUMAN Potential).|Ig-like C2-type. 1 CAAGTGGACCACC 0.502

+ 4 725_726 ehw.2_Missense_M NM_000862 NP_000853 P14060 3BHS1_HUMAN 2 GGGAAGGAAGCC 0.5

+ 34 4366_4367 10_uc010oyl.1_Int NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 CACTGAATAGATG 0.48

+ 3 387 CM1_uc001euu.2_ NM_004425 NP_004416 Q16610 ECM1_HUMAN 3 ACTCCTCTCAGCA 0.587

- 3 1199 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 4 3 GTTGTCCCTGGCT 0.562

- 3 7754 NM_002016 NP_002007 P20930 FILA_HUMAN rich.|Filaggrin 15. 16 CCCTGACTGTCAC 0.587

- 2 177 NM_001014291 NP_001014313 Q9BYE4 SPR2G_HUMAN 0 GCGTGGGGCACA 0.582

+ 5 1602 _Mutation_p.G140 NM_000906 NP_000897 P16066 ANPRA_HUMANcellular (Potential). 7 TGACAGGATACCT 0.483

- 16 2372 UP210L_uc010pe NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 TATACTGGAGTTA 0.493

- 9 1463 n|PKLR_uc001fka.3 NM_000298 NP_000289 P30613 KPYR_HUMAN ric activator binding. 5 GTTGTGGTCAGC 0.617

- 5 549 n_p.S54F|PAQR6_ NM_198406 NP_940798 Q6TCH4 PAQR6_HUMAN ical; (Potential). 0 AGGAAGGAGTTGA 0.677

- 17 2005 NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6 AGTCGGGAACTAC 0.607

+ 1 364 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN lasmic (Potential). 1 CTATGATCGCTATA 0.527



+ 1 751 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMAN Name=6; (Potential). 2 CATTATTCATTATG 0.517

+ 4 403 NM_002001 NP_001992 P12319 FCERA_HUMAN ar (Potential).|Ig-like 1. 5 GAGAGTGAACCTG 0.408

+ 5 601 NM_002001 NP_001992 P12319 FCERA_HUMANExtracellular ( p.V168F(1) 5 GCCACAGTTGAAG 0.438

+ 2 724 NM_001639 NP_001630 P02743 SAMP_HUMAN Pentaxin. 2 AACTATGAAATCA 0.488

+ 5 761 sz.1_Missense_Mu NM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 3.|Extracellu p.S240F(1) 3 TGTATTCCTTCTA 0.592 rs140713881

- 1 130 on_p.P5S|SLAMF9 NM_033438 NP_254273 Q96A28 SLAF9_HUMAN 1 GCCAAGGAAAGG 0.587

- 1 410 AMF1_uc010pjm.1_ NM_003037 NP_003028 Q13291 SLAF1_HUMAN cellular (Potential). 2 CGTAGCTTGCCCC 0.557

- 2 435 NM_199351 NP_955383 Q71H61 ILDR2_HUMAN 1 TTATTACCATGAAC 0.455

- 14 1860 0plj.1_Missense_M NM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3 CTTTTTCCATATC 0.378

- 18 5745 NM_000130 NP_000121 P12259 FA5_HUMAN 6 ATGAACCTAAAAT 0.368

+ 9 1572 e_Mutation_p.G479 NM_002021 NP_002012 Q01740 FMO1_HUMAN 1 GCCCAGGAAAATG 0.507

+ 3 557 9_uc009wwd.2_Intr NM_014283 NP_055098 Q9UBS9 OSPT_HUMAN 2 CCTATTTCTCCAA 0.308

+ 12 4826 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 GCACATCATACCA 0.423

- 6 1931 LGPS2_uc010pnb NM_004673 NP_004664 O95841 ANGL1_HUMANnogen C-terminal. 0 GATCATCATCTGA 0.403

+ 6 1071 uc001gof.1_Intron NM_033343 NP_203129 Q969G2 LHX4_HUMAN 1 CAGGCGGACAGT 0.502

- 8 1063 wyh.1_Missense_M NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4 CTTAATCCTTCTG 0.468

- 8 1221 yo.2_Missense_Mu NM_000963 NP_000954 P35354 PGH2_HUMAN 2 CAATACGATTTTG 0.378

- 2 271 S2_uc009wyo.2_5 NM_000963 NP_000954 P35354 PGH2_HUMAN EGF-like. 2 GTCCGGGTACAAT 0.438

+ 21 3605 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 19. 6 TTACTTCATTCCC 0.403

+ 3 418 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2 GTCATTCTGAATC 0.318

- 2 124 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 1. 3 GAGGAAAACCAC 0.303

- 1 961 z.1_RNA|CRB1_uc NM_194314 NP_919290 Q5SVQ8 ZBT41_HUMAN 2 TTCCAGGGTCCTC 0.388

+ 18 2123 p.G487E|PTPRC_ NM_002838 NP_002829 P08575 PTPRC_HUMAN lasmic (Potential). 12 ATGAAGGAAGAC 0.338

+ 10 1454 e_Mutation_p.P384 NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 ATTTGCCTTCTAG 0.343

+ 7 1145 1hel.1_Missense_ NM_032960 NP_116584 P49137 MAPK2_HUMANProtein kinase. 0 GAATTTCCCAACC 0.468

+ 4 622 NM_000715 NP_000706 P04003 C4BPA_HUMAN 3 AGAAGGGTGAGTG 0.318

- 8 1234 34_uc001hgx.1_3' NM_001025109 NP_001020280 P28906 CD34_HUMAN lasmic (Potential). 1 GGTCTTCGCCCTA 0.517

- 20 2923 _p.R816C|INTS7_u NM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0 GTAAGCGAATTTG 0.463

+ 13 5959 NM_016343 NP_057427 P49454 CENPF_HUMAN Potential. 13 GTAGTTCAAACAG 0.418

+ 13 6500 NM_016343 NP_057427 P49454 CENPF_HUMANction with NDE1 and NDEL 13 TGAGCTCAACACA 0.512

+ 13 6803 NM_016343 NP_057427 P49454 CENPF_HUMANm repeats.|Interaction with N 13 TAAGGTCTGAAAA 0.353

- 63 12935 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibronectin type-III 2 26 ATTTTTCCATTTGG 0.473

- 63 12712 NM_206933 NP_996816 O75445 USH2A_HUMAN II 26.|Extracellular (Potentia 26 AGTACTCCAGGAA 0.483

+ 1 1415 NM_152610 NP_689823 Q8N715 CA065_HUMAN Potential. 2 CTCATGGACTGCC 0.602

- 3 581 e_Mutation_p.P279 NM_020997 NP_066277 O75610 LFTY1_HUMAN 0 TCTCGTGGACGG 0.716

- 19 3631 p.D1044N|NID1_uc NM_002508 NP_002499 P14543 NID1_HUMAN 2 CAAGATCGAGAGC 0.502

- 7 762 1LB_uc010pxt.1_I NM_019891 NP_063944 Q86YB8 ERO1B_HUMAN 0 TCTCATCTGAACA 0.398

+ 4 262 1hxv.1_Missense_ NM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0 GCCCACGAAATTC 0.249

+ 5 2869 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 CCTCCCCCTCTCC 0.602

+ 5 2023 _p.E629K|NLRP3_ NM_001079821 NP_001073289 Q96P20 NALP3_HUMAN 26 CAGCTGGAATTG 0.468

+ 1 544 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMANcellular (Potential). 2 GACTTCCCCTCCC 0.418

- 5 633 on_p.E126K|AKR1C NM_205845 NP_995317 P52895 AK1C2_HUMAN 0 ACTTCTCCATGGC 0.458

- 6 647 p.R224Q|PRKCQ_ NM_006257 NP_006248 Q04759 KPCT_HUMAN ol-ester/DAG-type 1. 6 TTACGTCGGCACT 0.378

- 4 584 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN cellular (Potential). 4 AATTACCTGTTCC 0.463

- 6 691 AM188A_uc001iof NM_024948 NP_079224 Q9H8M7 F188A_HUMAN 1 CTGAACGATCTTT 0.289

- 10 1302 j.2_RNA|NEBL_uc NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 8. 2 TATTCTCGCTAAA 0.373

+ 3 358 ct.1_Missense_Mu NM_012443 NP_036575 O75602 SPAG6_HUMAN 1 ATTATAATGATGAC 0.408



+ 2 621 AA1217_uc010qcy NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 GGCCCCGAAGTT 0.517

- 18 2748 qdt.1_Missense_M NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN ARM 7. 6 TAAGTTCCAAACC 0.338

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGCCAGCAA 0.423

+ 13 1718 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 TAAATGGAAAATT 0.323

- 3 1715 np.2_Missense_Mu NM_004962 NP_004953 P55107 BMP3B_HUMAN 2 TGGTTGGATGGAC 0.587

+ 3 1246 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0 AAAGCTCCCAAG 0.542

- 21 2867 qgt.1_Missense_Mu NM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1 CTTTCTCCTCCAG 0.632

- 33 5659 tation_p.P1715L|PC NM_033056 NP_149045 Q96QU1 PCD15_HUMAN lasmic (Potential). 13 agaaggaggagaaat 0.129

- 33 4986 ation_p.E1491K|PC NM_033056 NP_149045 Q96QU1 PCD15_HUMAN lasmic (Potential). 13 TGTTTTCCTTATAA 0.368

+ 17 2318 kj.1_Missense_Mut NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 CTATCAAGGAGTT 0.448

- 8 903 qie.1_Missense_M NM_198215 NP_937858 Q8NE31 FA13C_HUMAN 2 ATGGGGCTGACTC 0.443

- 37 5419 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN Ser-rich. 19 TTTTTTCCTGTAA 0.418

- 37 4976 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN Ser-rich. 19 CCAGAGGAAACTT 0.473

+ 17 2573 01jrg.2_Missense_M NM_080722 NP_542453 Q8WXS8 ATS14_HUMAN TSP type-1 2. 6 GGGCCCCCTGCA 0.617

+ 8 1020 t.1_Missense_Muta NM_004190 NP_004181 P07098 LIPG_HUMAN 0 CAGCAGGAACTTC 0.348

+ 7 1345 p.P365S|CYP26A1 NM_000783 NP_000774 O43174 CP26A_HUMAN 3 TTCATTCCATTTG 0.458

+ 2 631 qnu.1_Missense_M NM_181745 NP_859529 Q5NUL3 O3FA1_HUMAN cellular (Potential). 0 AAATTTCGATTTG 0.438

+ 2 618 98R|CYP2C19_uc0 NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 GGAAGAGGAAGTT 0.448

- 7 1068 nse_Mutation_p.E2 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 TCTCTTCCTGGAC 0.423

+ 3 1371 NM_032727 NP_116116 Q16352 AINX_HUMAN Tail. 2 TCTCATCCACTGG 0.473

- 5 739 xk.2_RNA|PCGF6_ NM_001011663 NP_001011663 Q9BYE7 PCGF6_HUMAN 1 TTACCAGGTTTAG 0.289

+ 10 2058 q.1_Missense_Mu NM_006951 NP_008882 Q15542 TAF5_HUMAN WD 5. 2 TTTTCTCCCAATG 0.373

+ 13 2097 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN Potential. 5 AGAATCCTCAGAC 0.453

- 6 785 _p.Q215*|AFAP1L NM_001001936 NP_001001936 Q8N4X5 AF1L2_HUMAN 2 GCCACTGGTAAGG 0.647

+ 2 632 NM_002775 NP_002766 Q92743 HTRA1_HUMAN 0 GCCATAAATATAAC 0.453 rs35089212

+ 7 543 T1_uc009xzz.1_M NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 1. 7 GTTGTGGCTGGG 0.602

+ 20 2283 zz.1_Missense_Mu NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7 CTGTAGGATCTGA 0.537

+ 26 3362 BT1_uc009xzz.1_M NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 8. 7 CATAGTGAAGACG 0.532

- 3 595 NM_001010912 NP_001010912 Q5SQS8 CJ120_HUMAN 1 GTAAACCTTTCAA 0.478

- 13 8936 v.1_Missense_Muta NM_002417 NP_002408 P46013 KI67_HUMAN approximate repeats.|16. 7 CCAGGGGTTGGG 0.527

- 13 1861 9ycc.2_Missense_M NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 TTCCCATACTGGG 0.672

+ 11 1256 NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN TIL 1. 0 CTGCAGGGACGG 0.667

+ 11 1355 NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN 0 CCTACTCCACAGA 0.662

+ 1 905 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMAN lasmic (Potential). 2 AAATCCGTGAGAG 0.493 rs138594066

+ 1 175 NM_001005171 NP_001005171 Q8NGK4 O52K1_HUMAN Name=2; (Potential). 0 CTCCATGAACCCA 0.498

- 2 692 NM_030774 NP_110401 Q9H255 O51E2_HUMAN Name=4; (Potential). 5 ATCCGCGGACCAC 0.557

- 1 972 .1_Intron|HBE1_uc NM_033180 NP_149420 Q9Y5P1 O51B2_HUMAN lasmic (Potential). 3 TGTTTAGATAAAA 0.368

- 16 6858 NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN .|Extracellular (Potential). 5 AGGCTCCTCCAC 0.592

+ 1 589 NM_207186 NP_997069 Q9H209 O10A4_HUMAN cellular (Potential). 1 GTGTTTGAACTGG 0.498

- 1 906 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMAN lasmic (Potential). 2 TAATTTCATCAAA 0.383

- 1 499 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMAN cellular (Potential). 2 AAAAGGGAAAAC 0.323

- 2 940 NM_176821 NP_789791 Q86W26 NAL10_HUMAN NACHT. 9 ACATGACGTGCTT 0.532

- 2 633 MO1_uc001mgh.1_ NM_002315 NP_002306 P25800 RBTN1_HUMANM zinc-binding 1. 0 AGTCTTCGTGCCA 0.607

+ 12 2121 yic.2_Missense_M NM_004211 NP_004202 Q9Y345 SC6A5_HUMAN Name=9; (Potential). 4 CATCATGGGTTTT 0.522

+ 9 1067 _p.R333Q|NELL1_ NM_006157 NP_006148 Q92832 NELL1_HUMAN VWFC 1. 3 AATGCCGAAGGAT 0.517

- 6 1166 ku.1_Missense_Mu NM_020826 NP_065877 Q7L8C5 SYT13_HUMAN toplasmic (Potential). 1 TTAGCTCGTTTAG 0.547

- 5 736 ykx.2_Missense_M NM_001101802 NP_001095272 Q96BD5 PF21A_HUMAN Gln-rich. 2 GTTCATGAAGCTG 0.373



- 28 4284 NM_002334 NP_002325 O75096 LRP4_HUMAN cellular (Potential). 4 GAACAGGGACATG 0.527

+ 2 561 9ymb.2_Missense_ NR_027044 0 AGTGTGGGGCAG 0.517

+ 3 806 ik.1_Nonsense_Mu NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMANcellular (Potential). 2 TTGTTTCAGTTGT 0.433

+ 1 294 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMAN cellular (Potential). 1 GTGCATGGTGCA 0.468

+ 1 626 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMAN Name=5; (Potential). 4 TGATTTCATCTCT 0.378

- 1 647 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMAN Name=5; (Potential). 1 AGGTAGGAAATAC 0.413

- 1 91 NM_001002925 NP_001002925 Q8NGF4 O5AP2_HUMANcellular (Potential). 4 GGACTCCTTGTAG 0.408

+ 5 1059 NG1_uc001nkr.1_M NM_000062 NP_000053 P05155 IC1_HUMAN 1 GTCCTCCTCAATG 0.552

+ 1 775 9Q1_uc001nmj.2_In NM_001005186 NP_001005186 Q8NGQ2 OR6Q1_HUMAN Name=6; (Potential). 1 GGCACTCTTTTCT 0.522

+ 1 809 NM_001004729 NP_001004729 Q8NGI8 O5AN1_HUMANcellular (Potential). 1 CTTCAAGCTTTGA 0.388

+ 1 509 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANcellular (Potential). 2 TCTGTGGACCCAA 0.507

+ 3 292 NM_006552 NP_006543 O95968 SG1D1_HUMAN p.G82R(1) 1 TTCAGGGAAAAAT 0.413

- 5 912 ML3_uc001ntt.1_Mi NM_153265 NP_694997 Q32P44 EMAL3_HUMAN 1 ATCCAGGGCCCCC 0.577

+ 2 631 ux.2_Missense_Mu NM_173810 NP_776171 Q8N5M4 TTC9C_HUMAN TPR 2. 2 GAGCCCGTGAAC 0.512

- 9 1607 22A25_uc009yoq.1 NM_199352 NP_955384 Q6T423 S22AP_HUMAN lasmic (Potential). 4 AGGCTATTTACTC 0.507

+ 4 745 rpc.1_Missense_M NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0 TCACAGCTTTCTG 0.627

+ 7 2194 pc.1_Missense_Mu NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0 ACCTGTCCCTGTC 0.607

+ 11 1211 TN3_uc010rpi.1_R NM_001104 NP_001095 Q08043 ACTN3_HUMAN Spectrin 1. 0 TGCTCTCGGAGAT 0.652

- 1 660 Flank|CABP4_uc00 NM_206997 NP_996880 Q8TDT2 GP152_HUMAN lasmic (Potential). 0 GACAGGCTGTGG 0.677

- 21 4822 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 ggcgggggagcgggc 0.413

- 15 2168 09ysn.1_Intron|SH NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN PDZ. 5 CTGTGGCCGACTT 0.587

+ 14 5006 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 TCTCCTCCAGCTT 0.642

+ 8 1060 pfz.2_Missense_Mu NM_014361 NP_055176 O94779 CNTN5_HUMAN-like C2-type 2. 8 TGGCGGAAGACA 0.398

- 2 317 NM_002427 NP_002418 P45452 MMP13_HUMAN switch (By similarity). 3 GAACCCCGCATCT 0.418

+ 1 1390 .2_Intron|PDGFD_ NM_001001711 NP_001001711 Q8WTU0 DDI1_HUMAN 5 GACAAGGAAATTA 0.468 rs35182086

- 7 895 9yyb.1_Missense_ NM_020809 NP_065860 Q9P2F6 RHG20_HUMANas-associating. 5 CAATGTCCTTGGC 0.413

- 13 1729 0rwj.1_Missense_M NM_002716 NP_002707 P30154 2AAB_HUMAN HEAT 14. 0 TGAAGCGAACATT 0.363

+ 4 745 CO2_uc010rwt.1_M NM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0 AAAACAGAAAAGG 0.308

+ 12 1766 NM_001076682 NP_001070150 P13591 NCAM1_HUMAN 5.|Extracellular (Potential). 1 TGGTTTCGGGATG 0.552

+ 8 1687 R3A_uc009yyx.2_R NM_213621 NP_998786 P46098 5HT3A_HUMAN Cytoplasmic (Potential). 0 TGGGCTCCGTGC 0.602

- 3 723 NM_000482 NP_000473 0 TGAATTCGTCAGC 0.622 rs145184607

+ 3 208 .1_5'UTR|POU2F3 NM_014352 NP_055167 Q9UKI9 PO2F3_HUMAN 2 AATGATCGAAATG 0.378

+ 18 2535 NM_003105 NP_003096 Q92673 SORL_HUMAN ential).|LDL-receptor class B 15 TTGAATGGAAGCA 0.453

+ 1 454 NM_001007249 NP_001007250 Q15614 OR8G2_HUMAN 0 TCCTATCACCACT 0.448

- 1 20 NM_012378 NP_036510 Q15620 OR8B8_HUMANcellular (Potential). 1 ACGAAGGAGGAA 0.502

+ 5 420 qce.2_Missense_M NM_152713 NP_689926 P46977 STT3A_HUMANmenal (Potential). 0 GTACTCCATTTTT 0.448

+ 2 1064 n_p.V134I|NTM_uc NM_016522 NP_057606 Q9P121 NTRI_HUMAN 6 TGCAAGGTAGGT 0.552

+ 6 616 fq.1_Missense_Mu NM_001975 NP_001966 P09104 ENOG_HUMAN 0 CTGTATCGCCACA 0.627

- 3 159 0sge.1_Missense_M NM_174941 NP_777601 Q9NR16 C163B_HUMAN cellular (Potential). 11 CCAAATCTGTTCC 0.448

- 14 3352 .R1075Q|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMAN lasmic (Potential). 8 TGTCTTCGCTTTT 0.433

- 3 449 DA_uc001quq.1_M NM_020661 NP_065712 Q9GZX7 AICDA_HUMAN 2 GCCCCTCGGGCT 0.652

+ 25 3543 nse_Mutation_p.P1 NM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21 CTTCGTCCACAAG 0.408

+ 3 1041 NM_000921 NP_000912 Q14432 PDE3A_HUMAN 4 CTTCAGGAACCA 0.483

+ 2 138 s.2_Intron|SLCO1A NM_000415 NP_000406 P10997 IAPP_HUMAN 0 TTTGCAGAAAATT 0.338

- 11 1563 NM_016551 NP_057635 Q9NS93 TM7S3_HUMAN ical; (Potential). 2 ACCACCGAATAGG 0.428

+ 14 1865 e_Mutation_p.V78A NM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10 CTGTTGTTCGTGT 0.378

+ 1 854 NM_001005203 NP_001005203 Q8NH09 OR8S1_HUMAN Name=7; (Potential). 1 TGAATTCCCTCAT 0.408



+ 13 2215 PATS2_uc001ruf.2_ NM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN Ser-rich. 1 CCTCTCCTCCCAG 0.537

- 5 2359 smk.1_Missense_M NM_032130 NP_115506 Q8IYM0 F186B_HUMAN 1 ACATGGTTGATCG 0.488

+ 12 1586_1587_p.P432S|SMARCD NM_003076 NP_003067 Q96GM5 SMRD1_HUMAN R/NR3C1 interaction with th 1 GGTAACCCAGAG 0.535

+ 6 724 wa.2_Missense_Mu NM_005276 NP_005267 P21695 GPDA_HUMAN 0 CGGCTGGGACTCA 0.577

+ 24 3023 lt.2_Missense_Mut NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 CTGCTTCCGTGAT 0.458

- 1 241 NM_175068 NP_778238 Q86Y46 K2C73_HUMANHead.|Gly-rich. 6 TAGCCTCCTGCCC 0.652

- 2 794 NM_015848 NP_056932 Q01546 K22O_HUMAN Coil 1B.|Rod. 2 AGAAGTGAATCTA 0.542

- 10 1691_1692_Missense_Mutatio NM_000966 NP_000957 P13631 RARG_HUMAN gand-binding. 4 GAATCTCCATCTTC 0.55

- 2 388_389 n_p.P76L|SP7_uc0 NM_152860 NP_690599 Q8TDD2 SP7_HUMAN 0 GAAAAGGGAGGG 0.579

- 1 202 NM_001005493 NP_001005493 A6NF89 OR6C6_HUMAN Name=2; (Potential). 2 TTACTTCCAAAAA 0.378

+ 1 184 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN lasmic (Potential). 3 TTCCTTCGGAACT 0.433

- 1 243 NM_014770 NP_055585 Q99490 AGAP2_HUMAN 5 TACCTCGAATGCT 0.527 rs143760313

- 7 825 L_uc001sqk.1_5'F NM_006576 NP_006567 O75366 AVIL_HUMAN e 3.|Core (By similarity). 1 CTACCTCTGTGAC 0.493

- 3 859 zql.2_Missense_M NM_152440 NP_689653 Q96MD2 CL066_HUMAN 1 AACTTGGCAAGAA 0.458

- 6 773 tl.1_Missense_Mut NM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN PDZ 2. 2 CTGGACGAGATT 0.383

+ 3 1196 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANcellular (Potential). 3 CCTATTCCTTGCC 0.378

- 4 2288 e.2_Missense_Muta NM_139137 NP_631875 Q96PR1 KCNC2_HUMAN lasmic (Potential). 6 TGTAATCACCTGT 0.463

+ 16 4358_4359AV3_uc010sub.1_M NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17 CACGAGGTCCAG 0.55

+ 17 3739 ab.1_Missense_Mu NM_001079910 NP_001073379 Q96JM4 LRIQ1_HUMAN 6 AGTACTGAATACC 0.363

- 2 795 tdi.2_Missense_Mu NM_020698 NP_065749 Q9ULS5 TMCC3_HUMAN 2 TCTAAGGAATTTT 0.498

+ 5 935_936 k.2_Intron|TMPO_u NM_001032283 NP_001027454 P42167 LAP2B_HUMAN otential).|NAKAP95-binding 2 TGAATGGACAAG 0.396

+ 22 2587 811F|MYBPC1_uc NM_206820 NP_996556 Q00872 MYPC1_HUMAN 4 CCCATTCTCGTGA 0.423

+ 53 5785 AB2_uc009zug.2_R NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 6. 14 CGGGAGCTCTTG 0.428

- 2 245 _p.E29K|SELPLG_ NM_003006 NP_002997 Q14242 SELPL_HUMAN cellular (Potential). 0 CTTTCTCGGCTTC 0.572

+ 7 816 n_p.T186I|MAPKAP NM_139078 NP_620777 Q8IW41 MAPK5_HUMANProtein kinase. 3 AGTTCACCCCTT 0.453

- 16 3180 wn.1_Missense_M NM_000620 NP_000611 P29475 NOS1_HUMAN lavodoxin-like. 7 TCATTTCCATCAA 0.498

+ 20 3327 NM_144668 NP_653269 Q8TBY9 WDR66_HUMAN 2 CCAAAGGGAAAAA 0.468

- 16 2589 uek.1_Missense_M NM_020845 NP_065896 Q9BZ72 PITM2_HUMAN DDHD. 3 GAGGGGGCGCCA 0.667

+ 7 1647 01uhf.1_Missense_ NM_052907 NP_443139 Q14DG7 T132B_HUMAN cellular (Potential). 19 ACCCGGGAAAGC 0.537

+ 8 2004 1uhf.1_Missense_ NM_052907 NP_443139 Q14DG7 T132B_HUMAN cellular (Potential). 19 CTCGTAGCTGGC 0.597

+ 5 1623 p.R215Q|ZNF140_ NM_003440 NP_003431 P52738 ZN140_HUMAN C2H2-type 6. 0 TTACTCGACATCA 0.418

- 3 606 n_p.T18I|GJB6_uc NM_006783 NP_006774 O95452 CXB6_HUMAN lasmic (Potential). 1 ATGCTGGTGGAG 0.512

+ 3 1566 .1_Missense_Muta NM_004795 NP_004786 Q9UEF7 KLOT_HUMAN e-1 2.|Extracellular (Potenti 3 ACATTTCCCTGTG 0.438

- 5 1174 uwz.2_Missense_M NM_025138 NP_079414 Q86XN7 CM023_HUMAN 5 TAGGACGAGAATT 0.338

- 34 4179 NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 CCAACAACTATTG 0.358

- 6 1772 .1_Intron|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 GGCCTTCTCCCCT 0.567

+ 1 167 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 GGGAGCGGCAAG 0.592

+ 1 698 NM_001005501 NP_001005501 Q8NGD2 OR4K2_HUMAN lasmic (Potential). 4 GAGGATCATCTAA 0.388

+ 1 313 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMAN Name=3; (Potential). 3 GTTCTTCACAGTT 0.428

- 1 694_695 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMAN lasmic (Potential). 2 AGGATCGACTAG 0.495

- 1 289 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMANcellular (Potential). 2 CACAGCCACCAAA 0.483

+ 1 266 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMANcellular (Potential). 4 TAGAAAGAAAGAC 0.443

+ 13 4653 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 CATGTGGAGGATC 0.368

+ 13 5941 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 CACATGGGAAAGA 0.383

- 10 1538 _p.L383F|RALGAPA NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 TACAGAGACTAGA 0.378 rs145415708

+ 3 1657 R1_uc010amu.1_I NM_001049 NP_001040 P30872 SSR1_HUMAN lasmic (Potential). 5 CGCCGCGGAGG 0.587

- 4 686 1wuv.1_Splice_Site NM_001079537 NP_001073005 Q86SZ2 TPC6B_HUMAN 0 TAAATACCTTAGA 0.333



- 5 702 _Mutation_p.D98N NM_018168 NP_060638 Q9NVL8 CN105_HUMAN 0 TATGGTCCCTTGG 0.413

- 2 469 xdd.2_Missense_M NM_001001872 NP_001001872 Q86TY3 CN037_HUMAN cellular (Potential). 0 CTGAGGGGACAC 0.488

+ 1 173 NM_003813 NP_003804 Q9UKJ8 ADA21_HUMAN 2 AGGCTCCTGGATG 0.542

+ 14 1644 _p.S375F|DCAF4_ NM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3 GGGCTCCCGGG 0.637

- 2 530 se_Mutation_p.S10 NM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2 ACAGCACTGGCCA 0.438

+ 9 1812 RXN3_uc010asv.1_ NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMAN 4.|Extracellular (Potential). 10 AACATTGAAACGG 0.433

- 11 1172 ense_Mutation_p.S NM_152446 NP_689659 Q6ZU80 CE128_HUMAN Potential. 0 TGCTTGGAAATCT 0.403

- 11 1595 ALC_uc010tvy.1_M NM_000153 NP_000144 P54803 GALC_HUMAN 0 TAAGGAAGAAATG 0.289

- 20 3465 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3 GAGAACGATAGTT 0.358

+ 8 891 NM_152327 NP_689540 Q96M32 KAD7_HUMAN Potential. 1 TCTGTTCATACCC 0.368

+ 4 672 NM_182560 NP_872366 Q52M58 CN177_HUMAN 0 AGACATGAAGAAA 0.453

+ 7 1519 |OR4N4_uc010tzv NM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMANcellular (Potential). 5 TTCTGTGATGTCC 0.532

- 10 1070 Splice_Site_p.V58_ NM_001012423 NP_001012423 0 GCAAACCTGCCCA 0.547

- 1 706 NM_019066 NP_061939 0 GCAGAGGGGCCT 0.577

- 1 105 NM_002487 NP_002478 Q99608 NECD_HUMAN 0 TCAGATCCTTACT 0.647

- 6 801 zba.2_Nonsense_M NM_000814 NP_000805 P28472 GBRB3_HUMANcellular (Probable). 5 TTCCTCGAGACCA 0.557

- 1 226 RA5_uc001zbd.1_ NM_021912 NP_068712 P28472 GBRB3_HUMAN 5 GCAAATCCAGAGA 0.577

- 26 3632_3633 e_Mutation_p.E10 NM_002420 NP_002411 Q7Z4N2 TRPM1_HUMAN lasmic (Potential). 4 CTTCTCCCGGAA 0.609

- 4 1645 NM_001103184 NP_001096654 Q68DA7 FMN1_HUMAN ction with alpha-catenin (By 1 CTAGCTCGTGTTT 0.468 rs144234543

+ 3 1205 zhl.1_Missense_Mu NM_012125 NP_036257 P08912 ACM5_HUMANellular (By similarity). 2 ACAGTTCCACTG 0.542

+ 2 315 NM_207444 NP_997327 Q8NAA6 CO053_HUMAN 0 TCCAAGGAAATGC 0.498

+ 16 1669 _p.W754*|JMJD7-P NM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1 AGTTCTGGGACCG 0.642

- 13 2735 NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN 2 CTCCAGGGCCCTG 0.622

- 2 843 zpx.2_Intron|ZFP10 NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 AGGAGCCTCCTG 0.448

- 10 1659 _p.D208N|TGM5_u NM_201631 NP_963925 O43548 TGM5_HUMAN 1 TGCCATCGTGCAG 0.537

+ 2 334 e_Mutation_p.P32S NM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3 GACTTCCCTTTCC 0.527

- 11 1569 NM_000138 NP_000129 P35555 FBN1_HUMAN Pro-rich. 3 GGAACAGGGAGA 0.507

- 4 1184 NM_203349 NP_976224 Q6S5L8 SHC4_HUMAN PID. 5 TTACTTTTGCCAA 0.323

- 23 3485 ew.1_Missense_Mu NM_017672 NP_060142 Q96QT4 TRPM7_HUMANcellular (Potential). 10 AGAAATGGAGTCA 0.313

+ 3 538 agd.2_Missense_M NM_004751 NP_004742 O95395 GCNT3_HUMANmenal (Potential). 2 AACTTTCTTTCAG 0.473

+ 4 3241 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 ATCATTCCCAAGT 0.572

+ 3 845 ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0 AACTCTCCGTACA 0.507

+ 9 2651_2652 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0 GCTATGCCATCCA 0.574

- 7 620 se_Mutation_p.W78 NM_022369 NP_071764 Q9BX79 STRA6_HUMANcellular (Potential). 1 TATCTTCCAGGCC 0.612

- 3 278 RG4_uc010bkn.2_R NM_138573 NP_612640 Q8WWG1 NRG4_HUMAN ar (Potential).|EGF-like. 0 AAAATGGGCTGGG 0.393

- 25 3213 bbx.2_Missense_M NM_020843 NP_065894 Q9BY12 SCAPE_HUMAN 3 GAAGTCCAGTTGT 0.388

- 5 691 B2_uc010uoj.1_Mis NM_004644 NP_004635 Q13367 AP3B2_HUMAN 5 TGTAGAGTTTAGG 0.567

+ 14 1750 p.R509H|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 3 p.R509R(1) 27 CCACCGCGGAGA 0.458

- 7 1667 nr.3_Missense_Mu NM_002693 NP_002684 P54098 DPOG1_HUMAN 2 ATCAACGACTTCT 0.602

+ 6 1301 DIA2_uc002cgo.1_ NM_006849 NP_006840 Q13087 PDIA2_HUMANThioredoxin 1. 2 CTGGTGGAATTCT 0.692

- 10 1441 clz.2_Missense_M NM_014714 NP_055529 Q96RY7 IF140_HUMAN WD 5. 5 CGGGGCTGCCC 0.582

- 4 592 S22_uc002crz.1_I NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 AGATCCAGCAGTG 0.607

+ 3 619 orf68_uc002cza.2_ NM_024109 NP_077014 Q9BUU2 MET22_HUMAN 0 GAAGCTCAGCTG 0.592

- 30 4167 YH11_uc010bvg.2_ NM_002474 NP_002465 P35749 MYH11_HUMAN Potential. 15 TCTCCTCGTCCAG 0.592

+ 8 1249 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMANP (By similarity). 2 CTGTACGAAGGC 0.617

+ 10 1452 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2 TTGCTATTTGGTA 0.363

- 4 532 _p.R108C|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN p.R108C(1) 5 CCACACGATCCCC 0.562 rs148136861



+ 12 1932 gc.1_Missense_Mu NM_001114 NP_001105 P51828 ADCY7_HUMAN lasmic (Potential). 1 TTGAGGGGCTCAG 0.602

- 2 2411 e_Mutation_p.P697 NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8 TGTTGGGGATCTG 0.527

+ 6 1187 ekl.2_Missense_Mu NM_032206 NP_115582 Q86WI3 NLRC5_HUMAN NACHT. 7 ATGGCCCAGGCC 0.562

+ 15 1631 _Missense_Mutatio NM_024712 NP_078988 Q96BJ8 ELMO3_HUMAN ELMO. 0 CTGGCCCGCACT 0.662

- 6 973 NM_000229 NP_000220 P04180 LCAT_HUMAN 0 TCACGTGACTGCA 0.577

- 5 1220 KL_uc002fdc.2_Int NM_152649 NP_689862 Q8NB16 MLKL_HUMANProtein kinase. 2 ATGTTGGGAGATT 0.353

- 4 571 OTL1_uc010chk.2_ NM_021149 NP_066972 Q14019 COTL1_HUMAN 1 TACTCCGTCTGGG 0.612

+ 5 350 hz.2_Missense_Mu NM_001012759 NP_001012777 Q2VPK5 CTU2_HUMAN 1 ATTCTGCCAAAAG 0.562

+ 10 1524 0vqr.1_Missense_M NM_000934 NP_000925 P08697 A2AP_HUMAN 0 GAGGAGGATTACC 0.602

- 1 935 NM_003555 NP_003546 P47890 OR1G1_HUMAN lasmic (Potential). 0 TAAGGGGAATGA 0.423

+ 7 958 xu.2_Missense_Mu NM_182538 NP_872344 Q6ZMD2 SPNS3_HUMAN 1 GCAGCAACCCCGA 0.642

- 2 362 SGR2_uc002ger.3_ NM_001181 NP_001172 P07307 ASGR2_HUMAN lasmic (Potential). 1 TCCTGGGATTCAG 0.517

+ 9 1649_1650 _5'Flank|EIF4A1_u NM_015670 NP_056485 Q9H4L4 SENP3_HUMAN Protease. 2 AATCCCCATCCAC 0.505

- 21 3310_3311orf68_uc010cnv.2_ NM_025099 NP_079375 Q2NKJ3 CTC1_HUMAN 0 ACCACGGCTTCG 0.579

+ 21 2759_2760e_Mutation_p.S449 NM_012393 NP_036525 O15067 PUR4_HUMAN 5 CTTCTCCCAGCT 0.649

+ 9 1394 vva.1_Missense_M NM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5 GACTCTCTGTGGC 0.502

- 3 144 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN yosin head-like. 11 GGTAGGGAGCAG 0.498

- 5 525 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN yosin head-like. 21 TTGCCTCGGTAGG 0.512

- 27 3757 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 GCTCCCCAAGCT 0.532

- 21 2506 3_Missense_Mutati NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN IQ. 14 TGGGTTCGGGTA 0.473

- 15 1897 NM_002470 NP_002461 P11055 MYH3_HUMAN yosin head-like. 7 AGCCCAACCACAG 0.552

+ 52 10310 coo.2_Splice_Site_ NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20 CTGAAAGTACGTA 0.348

+ 7 871 E182K|RICH2_uc0 NM_014859 NP_055674 Q17R89 RHG44_HUMAN BAR. 0 AGGGAAGAAATGG 0.547

+ 14 2031 _p.V659I|MPRIP_u NM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANaction with RHOA. 0 GCCCCCGTCCACC 0.602

- 12 1551 OP3A_uc002gsw.1 NM_004618 NP_004609 Q13472 TOP3A_HUMAN 3 GCCAGGAAATGGC 0.537

+ 11 2082 p.P253L|EPN2_uc0 NM_014964 NP_055779 O95208 EPN2_HUMAN E]-P-W.|3 X 3 AA repeats o 1 GTGCTCCCGCCA 0.517

- 3 524 NM_173624 NP_775895 0 AGCTTCCAGTTCT 0.542

- 14 3151 bb.1_Missense_M NM_001033561 NP_001028733 Q96QT6 PHF12_HUMAN 1 TTCTCCGAGAAGT 0.507

- 2 1746 IP2_uc002hdx.3_I NM_020772 NP_065823 Q7Z417 NUFP2_HUMAN 4 CTGAGGGAATTAT 0.453

- 4 668 n_p.D76N|SLFN11_ NM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3 CTAAATCCAGTCC 0.438

- 4 2584 _p.P752S|SLFN13_ NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2 TTGGAGGATTTTC 0.393

- 5 2251 NM_001145027 NP_001138499 1 CACATATTAATTG 0.418

+ 7 1091 _p.P266S|CASC3_ NM_007359 NP_031385 O15234 CASC3_HUMANH and localization in nucleus 1 GGAGTCCTCCAC 0.368

- 7 1735 2_RNA|TMEM99_u NM_000421 NP_000412 P13645 K1C10_HUMAN rich.|Gly-rich.|Tail. 0 CCGGAAGAGGAG 0.313 rs112018671

- 5 967 NM_021013 NP_066293 O76011 KRT34_HUMAN Rod.|Coil 2. 1 CTGTGCGTCTCAG 0.582

- 12 1798 P1_uc002hxo.1_M NM_177977 NP_817084 P54257 HAP1_HUMAN Glu-rich. 2 CCAGTTCCACCTC 0.622

+ 3 516 e_Mutation_p.G15 NM_145273 NP_660316 Q6UXG3 CLM9_HUMAN cellular (Potential). 0 CCCCCAGGATTGA 0.572

+ 4 551 R56C|CRHR1_uc0 NM_001145146 NP_001138618 P34998 CRFR1_HUMANcellular (Pote p.R96S(1) 3 GCCGCCCGCGTG 0.642

+ 6 903 APT_uc002ijx.3_Int NM_016835 NP_058519 P10636 TAU_HUMAN 1 CTAGGAGACCTGC 0.682

+ 10 1551 GB3_uc010wkr.1_R NM_000212 NP_000203 P05106 ITB3_HUMAN ial).|Cysteine-rich tandem r 6 CAGGACGAATGCA 0.627 rs150951945

- 2 762 XB3_uc010dbf.2_5' NM_002147 NP_002138 P09067 HXB5_HUMAN Homeobox. 0 GCGCTCGGACAG 0.577

+ 13 3274 c002irv.1_Nonsens NM_018896 NP_061496 O43497 CAC1G_HUMAN lasmic (Potential). 1 GGCTTCCAGGCG 0.587

+ 12 1696 sk.3_Nonsense_Mu NM_003786 NP_003777 O15438 MRP3_HUMANmilarity).|ABC transmembran 4 TCACCTGGATGTG 0.662

+ 3 130 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2 ACAGAGGCTGAG 0.433

+ 8 1631 _p.S530F|TBX4_uc NM_018488 NP_060958 P57082 TBX4_HUMAN 2 AATCTTCCTTACA 0.532

- 9 1740 zp.2_Missense_Mu NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 TCTGAGGAGTTGA 0.458

+ 9 1466 'Flank|ACE_uc010 NM_000789 NP_000780 P12821 ACE_HUMAN Potential).|Peptidase M2 1. 4 GTGGGCGTACCC 0.552



- 19 3844 ig.2_Nonsense_Mu NM_018672 NP_061142 Q8WWZ7 ABCA5_HUMAN ical; (Potential). 4 AAATCTGAACTGT 0.308

- 19 2478 p.D179N|C17orf28 NM_030630 NP_085133 Q8IV36 CQ028_HUMAN 0 CGGTGTCGTACCA 0.622

- 1 186_187 2jnf.2_Missense_M NM_006937 NP_008868 P61956 SUMO2_HUMAN 0 ACCTTGGGCTTT 0.698

+ 7 698 CR1_uc002kcz.2_ NM_024083 NP_076988 Q9BZE9 ASPC1_HUMAN 162 CCACTTCCCTTGG 0.662

- 22 3143 wzj.1_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMAN inin EGF-like 11. 21 AGGGGGGCAGA 0.552

- 1 1671 NM_172241 NP_758441 Q96RT6 CTGE2_HUMAN 1 CTCCTCCCCGTGG 0.512

+ 21 2559 ur.2_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMANn IV 1 (domain IV B). 11 AAGGAGCCAGCC 0.433

- 16 3078 C2_uc002kwk.3_3'U NM_024422 NP_077740 Q02487 DSC2_HUMAN lasmic (Potential). 3 TCTTGTCGTTCAC 0.413

+ 13 2118 G3_uc002kwt.2_5'F NM_001944 NP_001935 P32926 DSG3_HUMAN lasmic (Potential). 9 AGTGGGGAATTGA 0.428

+ 5 654 NM_001943 NP_001934 Q14126 DSG2_HUMAN r (Potential).|Cadherin 1. 9 GACAACGAACCAG 0.373

+ 12 5081 q.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 GAAGCAGACAAGG 0.473

+ 8 1436_1437dh.1_Missense_Mu NM_006033 NP_006024 Q9Y5X9 LIPE_HUMAN PLAT. 2 TGCCACCAACAC 0.559

+ 8 1183 p.H346Y|CTDP1_u NM_004715 NP_004706 Q9Y5B0 CTDP1_HUMAN 0 GTAAATCATTCTCG 0.493

- 12 1305 mdz.2_Nonsense_M NM_007322 NP_015561 Q9H6Z4 RANB3_HUMAN 1 CCTCCTGGGACGA 0.572

+ 15 1811 NPLA6_uc002mgr. NM_006702 NP_006693 Q8IY17 PLPL6_HUMANCytoplasmic (Potential). 3 CCATCATTGCCCG 0.612

+ 11 2508 _Mutation_p.D830 NM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN Pro-rich. 1 CCCCACGACGTAG 0.716

- 4 521 q.2_Missense_Mut NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |7 X approximate tandem re 1 TCAGCCAGGTCAG 0.557

- 81 43373 wj.2_Missense_Mu NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 AGGGAGTCCACCC 0.517

- 3 31148 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 AGAGTAGCATCCC 0.532

- 3 14344 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CAAACCCCTCAGT 0.498

- 3 11893 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TGGTAACCTCCTT 0.453

- 1 5870 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CTGTTTCCCATAG 0.502

+ 6 893 ARM1_uc002mqa.2 NM_199141 NP_954592 Q86X55 CARM1_HUMAN 0 TCATCTCGGAGCC 0.597

+ 3 2106 NR_027049 0 ACCTACGAACACA 0.438

- 4 1707 _p.R487*|ZNF20_u NM_021143 NP_066966 P17024 ZNF20_HUMANC2H2-type 15. 0 GTTCTCGACATGA 0.398

- 5 787 zi.2_Missense_Mut NM_002918 NP_002909 P22670 RFX1_HUMAN 2 GGAAGAGCCTGG 0.527

- 14 1703 _p.L169F|ILVBL_uc NM_006844 NP_006835 A1L0T0 ILVBL_HUMAN osphate binding (By similarit 2 CGATGAGGCTGTA 0.577

- 15 2656 _p.S197F|RASAL3_ NM_022904 NP_075055 Q86YV0 RASL3_HUMAN 0 GAGGCGGAGTCC 0.716

+ 1 432_433 NM_013939 NP_039227 O60403 O10H2_HUMAN lasmic (Potential). 3 TGAGCCCACGGG 0.634

- 8 1263 BP1_uc002nft.1_R NM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1 ATGCTTCCTTTTC 0.597

+ 9 845_846 SBP4_uc002niz.2_ NM_032627 NP_116016 Q9BWG4 SSBP4_HUMAN Pro-rich. 0 CGCCTCCTCGTG 0.678

- 4 818 mc.2_Missense_M NM_023002 NP_075378 Q86UW8 HPLN4_HUMAN Link 1. 1 TATGGCGATACCC 0.701

+ 8 1279_1280mw.3_Missense_Mu NM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1 CCTGAGGACTGT 0.683

- 18 2104 _p.P637S|GMIP_uc NM_016573 NP_057657 Q9P107 GMIP_HUMAN Rho-GAP. 1 GCTGGGGCTGG 0.617

- 5 1656 208_uc002nqo.1_I NM_007153 NP_009084 7 CAGTATGAATTCT 0.358

- 2 277 se_Mutation_p.L43 NM_007153 NP_009084 7 CACCCAGGAAGA 0.308

+ 4 494 ecy.2_Missense_M NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN 0 GAACATGAGAATT 0.363

+ 2 968 edd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN C2H2-type 3. 11 GCTGTACCTTCTG 0.667

+ 15 4353 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 GCAGCCACAGCG 0.602

- 2 2165 NM_020862 NP_065913 Q9P244 LRFN1_HUMAN lasmic (Potential). 2 GGGCGCGGCGC 0.741

+ 2 261 2omf.2_Missense_ NM_020129 NP_064514 Q8TCE9 PPL13_HUMAN Galectin. 2 CTGTTTCCTTGCC 0.522

- 31 14265 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN TIL 11. 9 TCACAGGGCAGG 0.637

+ 5 901 EACAM21_uc002o NM_001098506 NP_001091976 Q3KPI0 CEA21_HUMAN lasmic (Potential). 1 GCCAGCGATCAGA 0.532

- 2 421 ug.1_Intron|PSG3_ NM_021016 NP_066296 Q16557 PSG3_HUMAN g-like V-type. 2 CTCGTCCACTGTA 0.453

- 3 498 2ovi.2_Missense_M NM_002782 NP_002773 Q00889 PSG6_HUMAN -like C2-type 1. 2 GAGATGGAGGGC 0.507

- 10 1083 NM_138568 NP_612635 Q2M3D2 EX3L2_HUMAN 1 CTCCCTCCTCAGA 0.672

+ 2 972 elc.1_Nonsense_M NM_014681 NP_055496 Q14147 DHX34_HUMANcase ATP-binding. 5 TGCACCCAGCCCC 0.637



+ 2 257 _p.G18R|CPT1C_u NM_152359 NP_689572 Q8TCG5 CPT1C_HUMAN lasmic (Potential). 3 CGGACGGGGCT 0.587

- 7 876 Y|KLK6_uc010ycn NM_001012964 NP_001012982 Q92876 KLK6_HUMAN Peptidase S1. 0 GGAGGTGGTCTC 0.383

- 6 603 qar.3_Missense_M NM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN KRAB. 1 CTTTCCCTTCCTC 0.458

- 1 1411 NM_033341 NP_203127 Q96P09 BIRC8_HUMAN BIR. 1 CCCAAGGATCTTC 0.433

+ 7 2752 eqr.1_Missense_M NM_018555 NP_061025 Q9NQX6 ZN331_HUMANC2H2-type 12. 6 TCCTACGAATGTA 0.468

+ 7 1034 _p.S251F|PRKCG_ NM_002739 NP_002730 P05129 KPCG_HUMAN C2. 9 GGACCTCCCGCAA 0.677

+ 1 124 0era.1_Missense_M NM_031896 NP_114102 P62955 CCG7_HUMAN 1 TACATGGAAGAAG 0.627

- 7 1489 LRB2_uc002qfc.2_ NM_005874 NP_005865 Q8N423 LIRB2_HUMAN Potential).|Ig-like C2-type 4. 1 GGGTGAGACAGC 0.632

- 2 1440 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7 ATGCTTCCAATGG 0.468

+ 3 1038 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN C2H2-type 3. 1 ATGAATCATTTTG 0.388

- 4 1328 s.1_Intron|CMPK2 NM_207315 NP_997198 Q5EBM0 CMPK2_HUMAN Potential. 0 TTTGACGAAACAC 0.542

+ 14 1580 ja.1_Missense_Mu NM_005680 NP_005671 Q53T94 TAF1B_HUMAN 3 CACAGCCTTCAGG 0.418

- 26 9693 NM_000384 NP_000375 P04114 APOB_HUMAN eparin-binding. 27 CCAAAGGATTTGT 0.348

- 26 7164 NM_000384 NP_000375 P04114 APOB_HUMAN 27 ACCTCTCGATTAA 0.373

- 26 5229 NM_000384 NP_000375 P04114 APOB_HUMAN 27 CTTTCCCATCCAG 0.473

- 5 537 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27 TCCCTTCTGGAAT 0.512

+ 1 2225 NM_032266 NP_115642 Q68DN1 CB016_HUMAN 1 AAGTAGGGACTGA 0.428

+ 14 1631_1632F512_uc010ylx.1_M NM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1 GCTTCCCGAGAC 0.535

- 16 1740 NM_000379 NP_000370 P47989 XDH_HUMAN 8 GCTGGGGGGTCT 0.498

+ 13 1696 se_Mutation_p.L43 NM_017735 NP_060205 Q6P3X3 TTC27_HUMAN TPR 2. 1 GAAATCCTTAGAC 0.373

- 15 2455 rj.3_Missense_Mut NM_005633 NP_005624 Q07889 SOS1_HUMAN Ras-GEF. 10 CTTCCAACTAATT 0.333

- 6 923 NM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN Potential. 1 TTTTCTGGATTGT 0.343

+ 9 1415 u.3_Intron|LHCGR_ NM_172196 NP_751946 Q9UNN4 TF2AY_HUMAN 0 GGACATCGTTTAA 0.244

- 2 153 NM_015717 NP_056532 Q9UJ71 CLC4K_HUMAN lasmic (Potential). 2 CCCCGGGACCAG 0.552

- 24 3231 _Missense_Mutatio NM_021196 NP_067019 Q9BY07 S4A5_HUMAN cellular (Potential). 9 TTTTTTCCTTCTC 0.527

+ 12 1851 _p.V616M|CTNNA2 NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 CGCCTGGTGTATG 0.522

+ 5 1039 Intron|TEKT4_uc01 NM_144705 NP_653306 Q8WW24 TEKT4_HUMAN Potential. 3 CTGCGGGAAATCA 0.607

+ 16 2548 10yvi.1_Nonsense_ NM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6 AAGGTTCAGAAAA 0.413

- 23 3753 f.2_Missense_Muta NM_002285 NP_002276 P51826 AFF3_HUMAN 6 AGTAGTCGTAGCT 0.547

+ 2 218 NM_024065 NP_076970 Q9H2J4 PDCL3_HUMAN 0 GAAGAGGAGCAG 0.522

+ 4 531_532 SH2P_uc002tkd.2_ NM_182905 NP_878908 0 CCCCTCCGGTGG 0.574

+ 24 4205 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN lasmic (Potential). 10 TATCCAGAAAATT 0.433

+ 5 1363 NM_080386 NP_525125 Q13748 TBA3C_HUMAN 0 AGTTCTCTGAGGC 0.582

+ 4 1148 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 p.S414F(1) 7 AAGTCTCTCTCCT 0.493

+ 25 3063_3064n.2_Missense_Muta NM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15 GGAATCCAGTGG 0.337

- 66 9669 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 86. 20 CCACATCCATAGA 0.463

- 41 5059 NM_004543 NP_004534 P20929 NEBU_HUMAN 20 TACTTGGTCTTGC 0.468

+ 5 2203 LNT5_uc010zci.1_R NM_014568 NP_055383 Q7Z7M9 GALT5_HUMANmenal (Potential). 4 ACAATTCCTCCAG 0.343

- 39 5530 ba.2_Missense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN 0 AAATTACCGTGCT 0.368

- 15 1844 b.2_Missense_Mut NM_001935 NP_001926 P27487 DPP4_HUMAN cellular (Potential). 3 TTCCTTCCTCCTG 0.303

- 17 3471 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13 CTTTTTCCTTGAG 0.393

+ 8 1516 udy.2_Missense_M NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 ATTAAACCGTTTAT 0.373

+ 8 2992 udy.2_Missense_M NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 GCCATTCAAGATC 0.393

+ 19 2307 3B_uc002ufz.2_Mi NM_138995 NP_620482 Q8WXR4 MYO3B_HUMANyosin head-like. 19 GATCTTGGATATCT 0.403

+ 3 837 NM_006898 NP_008829 P31249 HXD3_HUMAN Homeobox. 0 TGTGCCGGCCGC 0.592

- 7 985 A_uc002ume.2_M NM_003690 NP_003681 O75569 PRKRA_HUMANassociation and interaction w 2 ATCATACCTATATC 0.294

- 78 19870 TN_uc010zfj.1_Intr NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAGGTTCTGATGA 0.428



- 31 7428 TTN_uc010zfj.1_Mi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAATGTGAACCCT 0.463

- 42 3123 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 GCCCATGAGAGCC 0.612

- 39 2883 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 CATCTCCCTTCTG 0.443

- 7 1244 NM_014585 NP_055400 Q9NP59 S40A1_HUMAN 1 ACCCATCCATCTC 0.512

+ 26 2972 _p.K513N|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 GTACAAGGAAATT 0.368

+ 12 1737 nse_Mutation_p.H4 NM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10 AACTTCCATATCA 0.532

+ 42 6363 NM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN atalytic.|PIPK. 10 GTGTCTCCGGAG 0.433

+ 7 1261 f.1_Intron|MAP2_u NM_002374 NP_002365 P11137 MAP2_HUMAN 17 AAACATCGCCCTT 0.438 rs144486691

- 5 824 NM_001608 NP_001599 P28330 ACADL_HUMAN 0 TTGCTTCCATTGA 0.323

- 1 169 NM_079420 NP_524144 P05976 MYL1_HUMAN 1 CGCAGCCGCAGC 0.313

+ 32 4036 p.P1308S|CPS1_u NM_001875 NP_001866 P31327 CPSM_HUMAN 13 ATAATTCCTGCTG 0.343

+ 1 41_42 f62_uc002vhs.2_5' NM_198559 NP_940961 Q7Z7H3 CB062_HUMAN 0 CTCCAAGGTTTAC 0.574

+ 3 1058 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2 GCCCTGCCCACAG 0.657

- 27 4489 NM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4 TTTCCTCGTTCTT 0.532

+ 25 2570 u.1_Intron|SP100_u NM_003113 NP_003104 P23497 SP100_HUMAN HMG box 2. 5 ATAACACCGCTGC 0.289

+ 11 1666 PP_uc002vsr.2_R NM_001632 NP_001623 P05187 PPB1_HUMAN 1 CGCCCCCCGCC 0.736

+ 1 153 vup.2_Intron|UGT1 NM_019075 NP_061948 Q9HAW8 UD110_HUMAN 3 ATGGGAGTCACTG 0.567

+ 1 389 up.2_Intron|UGT1A NM_019075 NP_061948 Q9HAW8 UD110_HUMAN 3 TCCAGTGGTTTTC 0.378

+ 9 1037 _p.E193K|LRRFIP NM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN Potential. 3 ATGCTCGAGGTAG 0.368

+ 3 367 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4 TTTATTAGAGCCAT 0.338

- 13 2479 _p.E117K|FERMT NM_017671 NP_060141 Q9BQL6 FERM1_HUMAN FERM. 3 CAAACTCAGGCAG 0.547

- 5 1114 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 AAATCGGATTTCA 0.473

- 2 176 0zrl.1_Missense_M NM_025229 NP_079505 Q5TEA6 SE1L2_HUMAN cellular (Potential). 2 TTCTTTCCTTTTG 0.254

+ 6 706 NM_020689 NP_065740 Q9HC58 NCKX3_HUMAN (Potential).|Alpha-1. 1 TTTCAGGGGTCTT 0.522

+ 3 1280 q.1_Intron|GZF1_uc NM_022482 NP_071927 Q9H116 GZF1_HUMAN C2H2-type 2. 1 AGCGCCACGTGCA 0.652

- 22 3892 _p.A924V|NINL_uc NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5 CTCCTGGCCTGC 0.677

+ 6 639 wxb.1_RNA|TTLL9_ NM_001008409 NP_001008409 Q3SXZ7 TTLL9_HUMAN TTL. 2 AGGCAGGAAAGC 0.552

+ 16 2750 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1 CCCTTTCCCCGCG 0.607

- 24 3005 2xgk.2_Missense_M NM_152503 NP_689716 Q9H579 CT132_HUMAN 0 TGATGGGAAGTTT 0.373

+ 3 360 n_p.P64S|TOX2_u NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1 CTGCTCCCTGCC 0.647

+ 8 1128_11292_RNA|PABPC1L_u NM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1 AAAGGCCGTGAC 0.564

+ 2 1637 _p.S527F|SEMG2_ NM_003008 NP_002999 Q02383 SEMG2_HUMANat-rich region.|3-2. 1 GAAAGTCTGGTCA 0.378

+ 2 176 MATN4_uc010zwr. NM_014276 NP_055091 Q9UBG7 RBPJL_HUMAN 1 CCGACAGGCGGA 0.652

- 13 1752 0gho.1_Nonsense_ NM_022829 NP_073740 Q8WWT9 S13A3_HUMAN cellular (Potential). 1 CCAGCTGGAAGAT 0.557

- 21 3040 zyt.1_Missense_M NM_080829 NP_543019 Q96MK2 FA65C_HUMAN 2 TGGTTTCCCGGGC 0.602

+ 7 2222 ze.1_Missense_Mu NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3 AGACTCCTGAGAG 0.527

- 7 980 NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2 TGGCTTGATAACC 0.323

+ 18 2749 cb.1_Missense_Mu NM_004540 NP_004531 O15394 NCAM2_HUMAN lasmic (Potential). 4 GAAGACGACAGCA 0.358

- 1 210 NM_181621 NP_853652 Q52LG2 KR132_HUMAN approximate repeats.|2. 0 TGGGCTCCCAGC 0.607

- 5 2362 2yuj.3_Missense_M NM_001001890 NP_001001890 Q01196 RUNX1_HUMANro/Ser/Thr-ric p.Q262*(1) 387 TGGATCCCAGGTA 0.517

- 3 457 wo.2_Missense_Mu NM_002240 NP_002231 P48051 IRK6_HUMAN ellular (By similarity). 1 TTGAGGTTGGTAA 0.478

- 16 3442 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 2.|Extracellular (Potentia 11 TGAGATGATATAG 0.517

- 14 1940 yzp.2_Missense_M NM_022115 NP_071398 P57071 PRD15_HUMAN 0 CCCGGGGTGTG 0.562

- 2 273 NM_003225 NP_003216 P04155 TFF1_HUMAN 0 CCTTCTGGAGGGA 0.483

+ 9 1280 _p.S356L|TRPM2_ NM_003307 NP_003298 O94759 TRPM2_HUMAN lasmic (Potential). 3 GGGCTCGGGCC 0.642 rs138507862

- 5 739 gpv.1_Missense_M NM_144991 NP_659428 Q8WU66 TSEAR_HUMAN 0 GGGTGGCGTCTGA 0.672 rs146216896

+ 2 466 MIR1306_hsa-mir-1 NM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANnd retention.|Necessary for 0 CACCTCCCCTGCA 0.637



+ 2 198 2zuz.1_Missense_M NM_003347 NP_003338 P68036 UB2L3_HUMAN 0 ATTGTTCCTGTGA 0.413

- 7 714 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN 1 AAGAACCTGGAAG 0.398

+ 14 1869 _p.G531E|CABIN1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 GATTTGGACCTGA 0.537

+ 4 530 n_p.E69K|UPB1_uc NM_016327 NP_057411 Q9UBR1 BUP1_HUMAN CN hydrolase. 2 TGGACAGAATTTG 0.502

- 6 685 nse_Mutation_p.P2 NM_014303 NP_055118 O00541 PESC_HUMAN or nucleolar localization. 0 GCATAGGGAGTG 0.567

+ 13 1728 alz.1_Missense_M NM_000343 NP_000334 P13866 SC5A1_HUMAN ical; (Potential). 1 ATTTCACGTATGAT 0.478

- 15 1442 c010gwo.2_Missen NM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2 TTTGAGGATGTTT 0.473

+ 10 1115 F4_uc003apz.3_3'U NM_000631 NP_000622 Q15080 NCF4_HUMAN 1 CAGGCTCGTGGC 0.597

+ 8 1085 aqc.3_Missense_M NM_000395 NP_000386 P32927 IL3RB_HUMAN cellular (Potential). 3 GAGTGCTCCCCAG 0.667

- 3 724 SOX10_uc003auo.1 NM_006941 NP_008872 P56693 SOX10_HUMAN HMG box. 0 CGCTTGTCACTTT 0.627

+ 2 1203 xy.2_Missense_Mu NM_002409 NP_002400 Q09327 MGAT3_HUMANmenal (Potential). 0 GAGATCCCGGCC 0.632

+ 4 474 M50_uc011aqd.1_5 NM_015380 NP_056195 Q9Y512 SAM50_HUMAN 1 CTCCGTCTTGGAA 0.363

- 24 5787 GCP6_uc010har.1_ NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4 CCCCAGGGGGCC 0.612

- 22 3605 brg.1_Missense_M NM_014850 NP_055665 O43295 SRGP2_HUMAN Potential. 9 CGAGTTCCCGCAA 0.647

- 2 572 bva.1_Missense_M NM_173472 NP_775743 Q96PS1 CC024_HUMAN 0 AAAGTCCCGGTCC 0.517

- 23 3932 120N|ATP2B2_uc0 NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 AGTTATGGATGGA 0.537

+ 1 230 3bvy.1_Missense_M NM_014229 NP_055044 P48066 S6A11_HUMAN Name=1; (Potential). 4 GCCGGGGAGATC 0.552

+ 7 1336 NH8_uc010hex.1_5 NM_144633 NP_653234 Q96L42 KCNH8_HUMANcellular (Potential). 5 AAAATGGAGAGGG 0.408

+ 4 575 _p.S51L|RARB_uc NM_016152 NP_057236 P10826 RARB_HUMAN Hinge. 3 AGACTTCGAAGCA 0.502

- 19 1779 K10_uc003cds.1_5' NM_199347 NP_955379 Q6ZWH5 NEK10_HUMAN Potential. 13 TCAATATTTTCAG 0.348

+ 6 736 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 TCAGATCTTGTGG 0.478

- 12 2016 p.D608N|SCN5A_u NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 CTGGGTCGCCTGC 0.647

- 10 1672 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 GACTTACCTTTTT 0.358

- 2 3150 e_Mutation_p.D977 NM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8 GGGGTCCAGTGG 0.672

- 1 997_998 mg.2_Intron|CYP8 NM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2 CCACTCCCGGGG 0.559

- 10 1733 _p.Q187*|SLC6A2 NM_020208 NP_064593 Q9NP91 S6A20_HUMAN cellular (Potential). 2 AGGCTTGATACTT 0.572

- 4 471 bal.1_Missense_M NM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN RUN. 1 CAAAGCGGATCCC 0.507 rs141476300

- 14 1484 bbd.1_Missense_M NM_003074 NP_003065 Q92922 SMRC1_HUMAN SWIRM. 3 ACCATGATGCATA 0.433

+ 11 2069_2070on_p.P509L|MIR12 NM_138615 NP_619520 Q7L2E3 DHX30_HUMANcase ATP-binding. 4 CAACCCCAGCCT 0.624

- 48 11609_116103cuk.2_Missense_M NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN 11 CAGAGGGAGCGC 0.668

+ 31 3249 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 GCCTATGAACTGT 0.428

+ 21 3843 OBO2_uc011bgk.1_ NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 ATGGATCCACTTG 0.438

+ 1 460 NM_001005338 NP_001005338 A6NKK0 OR5H1_HUMAN Name=4; (Potential). 2 GGTATTCTTCATG 0.373

+ 1 340 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMAN Name=3; (Potential). 1 TGTTTTCTCTTGG 0.398

- 8 1007 _p.S266F|SENP7_u NM_020654 NP_065705 Q9BQF6 SENP7_HUMAN 5 TTCCTGGAAATCA 0.363

- 27 2713 hn.1_Nonsense_M NM_014429 NP_055244 Q86VD1 MORC1_HUMAN 8 CATATTGGACCAT 0.279

+ 4 714 96_uc003dxx.2_Int NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Ig-like V-type 2. 3 CCTTAGGAAAACA 0.428

+ 13 1432 1bji.1_Missense_M NM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN WD 8. 9 TGTATTCTATAGG 0.308

+ 23 2575 1bji.1_Missense_M NM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN 9 GAAAATTCCTATAA 0.284

+ 25 3246 bji.1_Missense_Mu NM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN WD 14. 9 CCAATGAAGGAC 0.403

- 13 5830 p.Q1868*|GOLGB1 NM_004487 NP_004478 Q14789 GOGB1_HUMAN ic (Potential).|Potential. 10 CTTCTTGGATTTG 0.368

- 14 2264 MA5B_uc003egb.1 NM_001031702 NP_001026872 Q9P283 SEM5B_HUMANcellular (Potential). 7 GGCTGGCCCCAG 0.607

- 7 788 e_Mutation_p.R169 NM_053025 NP_444253 Q15746 MYLK_HUMAN -like C2-type 2. 9 ACAACTCGGCCCA 0.562

+ 12 2534 _uc003epw.1_Intro NM_001063 NP_001054 P02787 TRFE_HUMAN ansferrin-like 1. 2 CTCATACCGTCGT 0.587

+ 3 1795 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7 CCAGCGAAGCTC 0.592

+ 16 2003 _p.T615R|PLS1_uc NM_001145319 NP_001138791 Q14651 PLSI_HUMAN 4.|Actin-binding 2. 1 TTATGACGGTGTT 0.388 rs149708405

+ 10 1491 eyn.2_Missense_M NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 ACTTTATCATAAGA 0.343



- 7 1040 n_p.I66F|IFT80_uc NM_020800 NP_065851 Q9P2H3 IFT80_HUMAN WD 4. 1 GATAAAATAAGATC 0.269

+ 13 1511 KCI_uc003fgt.2_5'U NM_002740 NP_002731 P41743 KPCI_HUMAN Protein kinase. 5 GAAATTTTAAGAG 0.343

+ 6 770 se_Mutation_p.T24 NM_033540 NP_284941 Q8IWA4 MFN1_HUMAN lasmic (Potential). 3 TGAATACGGTAGG 0.358

- 2 86 N1D1_uc011bqn.1_ NM_020640 NP_065691 Q96GG9 DCNL1_HUMAN UBA-like. 1 ACTGACGAACTTT 0.308

- 5 1231 NM_014398 NP_055213 Q9UQV4 LAMP3_HUMANmenal (Potential). 3 TTGAAGGAATGCC 0.473

- 7 971 brs.1_Missense_M NM_001966 NP_001957 Q08426 ECHP_HUMAN cyl-CoA dehydrogenase. 3 GCAAAAGAAATGA 0.418

- 7 699 py.2_Missense_Mut NM_004454 NP_004445 P41161 ETV5_HUMAN 5 GGTGGGGGAAATA 0.612

+ 10 2044 G1_uc003fqr.2_Int NM_001102416 NP_001095886 P01042 KNG1_HUMAN 1 CGACCTCCCCAA 0.433

- 2 2996 p.2_Intron|MUC4_ NM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0 GCAATTCGGTTGT 0.552

+ 15 2196_2197p.2_3'UTR|ADD1_u NM_001119 NP_001110 P35611 ADDA_HUMAN 1 CAAGCCCCACTG 0.649

- 6 767 md.2_Missense_M NM_020041 NP_064425 Q9NRM0 GTR9_HUMAN Name=6; (Potential). 3 TCACTCCAAACAG 0.587

- 2 197 e_Site_p.D30_splic NM_147182 NP_671711 Q6PIL6 KCIP4_HUMAN 0 CGCTGTCTGTGGA 0.498

+ 3 307 PC4_uc003grp.2_5 NM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5 TTTCCACCAAATG 0.333

- 47 6901 gyi.1_Splice_Site_ NM_015030 NP_055845 O94915 FRYL_HUMAN 1 GAAAGCCTATCAA 0.313

+ 5 1208 cam.1_Missense_ NM_001075 NP_001066 P36537 UDB10_HUMAN 5 CCATTGTTTTTTG 0.453

+ 10 1410 ej.1_Missense_Mut NM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4 GTGACAGCAGCA 0.433

+ 1 643 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 CCAGTCCACTACG 0.612

+ 1 665 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 TGAAGCCCCTGTT 0.612

+ 8 7244 e_Mutation_p.G71 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 CGACAGGACAAAT 0.413

- 4 3379 p.D209N|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMANBy similarity).|Cytoplasmic (P 5 TGGTATCCCCAGT 0.512

- 9 982 0A7_uc010ipa.2_MNM_001029998 NP_001025169 Q0GE19 NTCP7_HUMAN ical; (Potential). 0 TGGATAGAAAATA 0.284

- 10 1213 NM_004564 NP_004555 O75879 GATB_HUMAN 0 CGACTTCGTTCTG 0.403

- 25 7132 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 21. 4 GAATATCCCCTGT 0.413

- 5 1326_1327 e_Mutation_p.G42 NM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3 CTTGTCCCTGGA 0.5

- 5 1108 RF1_uc010irc.1_5' NM_020870 NP_065921 Q7Z6J0 SH3R1_HUMAN SH3 2. 3 GCAGCCGAGTTAA 0.453

- 13 2114 1ckv.1_Missense_M NM_021069 NP_066547 O94875 SRBS2_HUMAN 1 GCCATGGGGCAG 0.602

- 3 544 NM_024830 NP_079106 Q8NF37 PCAT1_HUMANmenal (Potential). 2 TCACAGGGATGGC 0.657

- 18 3126 NM_003966 NP_003957 Q13591 SEM5A_HUMAN .|Extracellular (Potential). 2 CGGTTCCGAATGC 0.587 rs143717547

- 77 13511 fc.2_Missense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 AAAAATCCCTGGG 0.408

- 75 13123 fc.2_Missense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 TATCATCAGCCAG 0.577

- 23 3544 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 CAAATTCAGAAAG 0.403

+ 53 8315 RIO_uc003jfg.2_RN NM_007118 NP_009049 O75962 TRIO_HUMAN g-like C2-type. 18 CCTCATCGTCGGC 0.572

- 8 1716 p.D447N|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 4. 7 CTCTGTCGAGAAC 0.363 rs145743816

- 5 915 g.2_Missense_Mu NM_016279 NP_057363 Q9ULB4 CADH9_HUMAN r (Potential).|Cadherin 2. 9 GTTCCAGAAAGGC 0.448

- 12 1292 _p.E58K|AGXT2_uc NM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4 TGTTTTCCTGTAG 0.398

- 4 492 NM_001737 NP_001728 P02748 CO9_HUMAN -receptor class A. 0 CACTTTCACAATC 0.478

- 21 2627 3jmi.3_Missense_M NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 TCTTGGGAGCATG 0.498

- 7 1686 NM_021072 NP_066550 O60741 HCN1_HUMAN ytoplasmic (Potential). 1 CAGCTCGAACAC 0.413

+ 10 1351 _p.S397F|IL31RA_ NM_139017 NP_620586 Q8NI17 IL31R_HUMAN tential).|Fibronectin type-III 1 ACATCTCTGTGTA 0.428

+ 10 1704 n_p.L481I|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2 AATCTTTTAGAAA 0.378

+ 5 5248_5249yx.1_Missense_Mu NM_005909 NP_005900 P46821 MAP1B_HUMAN 5 GATCACCCTACAG 0.465

- 8 911 _p.E230K|FAM169 NM_015566 NP_056381 Q9Y6X4 F169A_HUMAN 0 TTGCTTCGTATTC 0.338

+ 18 2013 _p.D601E|PDE8B_ NM_003719 NP_003710 O95263 PDE8B_HUMAN ytic (By similarity). 0 CCATGACGTGGAT 0.552

+ 14 10296 p.R1560C|VCAN_u NM_004385 NP_004376 P13611 CSPG2_HUMAN Sushi. 16 AAACCTCGTTATG 0.423

+ 15 10540 p.R1641K|VCAN_u NM_004385 NP_004376 P13611 CSPG2_HUMAN 16 AGTCGAGGCGCT 0.408

+ 20 4132 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 TACCATCCCTCCA 0.448

+ 3 208 _Intron|CAST_uc01 NM_001042443 NP_001035908 P20810 ICAL_HUMAN 5 CAGATGGAAGGAC 0.388



+ 22 1693 439F|CAST_uc003 NM_001042443 NP_001035908 P20810 ICAL_HUMAN 5 GACTTCCTTCTGG 0.378

- 35 5048 n.2_Missense_Mu NM_001270 NP_001261 O14646 CHD1_HUMANA repeats of H-S-D-H-R. 5 CTGAGTGAGAACG 0.408

+ 21 4184 NM_002372 NP_002363 Q16706 MA2A1_HUMANmenal (Potential). 3 GAAAAGGGTTTGA 0.453

- 4 316 TARD4_uc003kpi. NM_139164 NP_631903 Q96DR4 STAR4_HUMAN START. 1 CCCAATCCAAACG 0.393

- 6 1953 3kxy.1_Missense_ NM_133456 NP_597713 Q2M3G4 SHRM1_HUMAN 1 GGGAGGGGAGC 0.587 rs142835485

+ 1 1576 _p.E526K|PCDHA1 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 GACCACGAGGAG 0.677

+ 1 1940 03lhc.1_Nonsense NM_018905 NP_061728 Q9Y5H9 PCDA2_HUMAN |Extracellular (Potential). 4 GAGCTTCAGCTGG 0.647

+ 1 217 3lhd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 CACGGGGACCTTC 0.622

+ 1 642 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN r (Potential).|Cadherin 2. 6 TCTCTGGAAAAAC 0.478

+ 1 204 c003lhi.2_Intron|PC NM_018908 NP_061731 Q9Y5H7 PCDA5_HUMAN r (Potential). p.Q49fs*50(1) 3 TCCAAGGGCCGC 0.642

+ 1 392 hh.1_Intron|PCDH NM_018910 NP_061733 Q9UN72 PCDA7_HUMAN |Extracellular (Potential). 4 ACCCTCCGGTGTT 0.587

+ 1 812 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMAN |Extracellular (Potential). 3 ATGCTGGAAACTT 0.418

+ 1 797 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN |Extracellular (Potential). 1 CAGCCAGAGATTT 0.483

+ 1 1608 HB16_uc010jfw.1_ NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANr (Potential).|Cadherin 2. 2 AACTGAGTTCCCT 0.398

+ 1 2311 dan.1_Missense_M NM_018912 NP_061735 Q9Y5H4 PCDG1_HUMAN lasmic (Potential). 3 ATTTTCCCCCAGC 0.547

+ 1 1766 c010jfx.1_Missense NM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANr (Potential).|Cadherin 6. 1 GGTGACCAAGGT 0.682

+ 1 1889 010jfx.1_Missense_ NM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANr (Potential).|Cadherin 6. 1 CGGCGCGAGCCC 0.706

+ 5 1139 _p.R367C|TCERG1 NM_006706 NP_006697 O14776 TCRG1_HUMAN Pro-rich. 2 CCGTTTCGTGTTC 0.468

- 9 1682 loh.3_Missense_M NM_004576 NP_004567 Q00005 2ABB_HUMAN 2 AGGATAGCCCGGG 0.502

- 6 1451 ssense_Mutation_p NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2 AATTTTCCTTGGT 0.408

+ 9 1563 RIA1_uc011dcx.1_MNM_001114183 NP_001107655 P42261 GRIA1_HUMAN cellular (Potential). 6 GGGGGCGATAATT 0.478

- 5 691 NJL_uc003lyc.1_R NM_024565 NP_078841 Q8IV13 CCNJL_HUMAN clin N-terminal. 0 CTTCCCGATCCTC 0.557

+ 5 1030 n_p.V223I|ODZ2_u NM_001122679 NP_001116151 10 GGAACGGTTTACA 0.567

- 20 2617 g.2_Missense_Mut NM_003062 NP_003053 O75094 SLIT3_HUMAN LRRNT 4. 4 CTGTCTCCATACA 0.632

+ 2 713 XI1_uc003maj.3_In NM_012188 NP_036320 Q12951 FOXI1_HUMAN 4 ATGTTTCCTCTAG 0.512

+ 8 1138 N17_uc003meu.2_5 NM_001099408 NP_001092878 A6NMX2 I4E1B_HUMAN ning mRNA cap binding (By 0 CCAAGGGGGACA 0.622

+ 5 657 n_p.E50K|ZFP2_uc NM_030613 NP_085116 Q6ZN57 ZFP2_HUMAN 3 GGTAATGAATTTG 0.413

+ 1 936 .2_5'UTR|DCDC2_ NM_181337 NP_851854 Q9UBP8 KAAG1_HUMAN 0 GGCGCGGGATCG 0.657

- 1 534 NM_001005226 NP_001005226 1 GCAGCACTGAGTT 0.498

- 3 528 p.G121D|HLA-DOA NM_002119 NP_002110 P06340 DOA_HUMAN ential).|Alpha-2.|Ig-like C1-ty 0 GTTTGGCCGTTGC 0.587

+ 2 1543 tj.1_RNA|BRPF3_u NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2 GTGGCTCCCTCAA 0.448

- 7 831 on_p.G231D|YIPF3 NM_015388 NP_056203 Q9GZM5 YIPF3_HUMAN ical; (Potential). 0 AAGAGGCCATAGC 0.547

+ 6 421 ense_Mutation_p.G NM_005588 NP_005579 Q16819 MEP1A_HUMANPotential).|Metalloprotease. 3 TTTGATGGGTTGG 0.313

- 9 851 p.G199R|CRISP2_u NM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1 ATAGTCCTTTGTC 0.323

- 1 194 NM_138733 NP_620061 P07205 PGK2_HUMAN 1 CTTCTTCATGGGA 0.418

+ 2 249 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 TACCAAGAATTTC 0.383

- 6 1821 P5_uc011dxf.1_Int NM_021073 NP_066551 P22003 BMP5_HUMAN 2 TATAATCCAGTCCT 0.254

+ 4 947 pdi.3_Missense_M NM_152731 NP_689944 Q5SZJ8 BEND6_HUMAN 0 CTTAAGGGTGGGG 0.438

+ 10 3331 n.2_Missense_Mut NM_015153 NP_055968 Q92576 PHF3_HUMAN 5 CTATGTCTAAAGA 0.363

- 10 1091 COL9A1_uc003pff. NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 GGCTTTCCCGGTT 0.622

+ 14 2670 kat.2_Missense_Mu NM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7 TTACAGGAAAGC 0.522

+ 1 1171 NM_032602 NP_115991 Q969M2 CXA10_HUMAN lasmic (Potential). 0 TCCCAGGACCCA 0.522

- 10 1362 p.R140C|C6orf167 NM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0 CATGGCGATCAAA 0.328

- 10 1411 u.2_Missense_Mut NM_005068 NP_005059 P81133 SIM1_HUMAN -minded C-terminal. 4 TGTCATGATCAGA 0.532

- 14 6325 V3L_uc003puz.3_M NM_002912 NP_002903 O60673 DPOLZ_HUMAN 6 CGACTTGGGGCA 0.433

- 29 4979 1_Intron|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN III 7.|Extracellular (Potentia 25 CCAACTGATAACG 0.443

- 8 1572 NM_005907 NP_005898 P33908 MA1A1_HUMANmenal (Potential). 4 ACTGTTCGAATAT 0.343



- 22 3581 c.2_Missense_Mut NM_002844 NP_002835 Q15262 PTPRK_HUMANphatase 1.|Cytoplasmic (Po 8 TGGGAGGGTTTG 0.483

- 101 19489 .R820K|SYNE1_uc NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 TTCATTCTCATCT 0.378

- 55 9090 ou.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 TTTTTTCCTAGTA 0.398

+ 2 387 YCT1_uc003qpc.3_ NM_025107 NP_079383 Q8N699 MYCT1_HUMAN 1 TTTTACCGCCACA 0.517 rs17852097

- 20 3097 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 31. 6 CAGGATCTGGATT 0.453

+ 5 837 _p.V205M|PACRG_ NM_152410 NP_689623 Q96M98 PACRG_HUMAN 0 ATGAATGGTGAGT 0.428

+ 5 751 NM_001145121 NP_001138593 B9ZVM9 B9ZVM9_HUMAN 0 CGACTCCCGGTG 0.522

- 4 441 h.1_Missense_Mut NM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. p.R59G(1) 2 TCGAACGGATCTG 0.562 rs121908982

- 3 566 _p.R177H|ACTB_u NM_001101 NP_001092 P60709 ACTB_HUMAN 0 TCCAGACGCAGG 0.642

+ 36 6042 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 1 (By similarity). 15 TGAACCCGGGTTA 0.398

+ 61 9794 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN k (By similarity). 15 TTGCAGGTTGATG 0.338

+ 22 2712 p.R882Q|STK31_u NM_031414 NP_113602 Q9BXU1 STK31_HUMANProtein kinase. 9 GTCAGCGAGCCTC 0.383

- 2 772 bw.1_Missense_M NM_013389 NP_037521 Q9UHC9 NPCL1_HUMANcellular (Potential). 5 GCAACCCCCTCAT 0.632

+ 8 1313 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMANmenal (Potential). 7 CATTAAGGAAAAG 0.448

- 14 3887_3888 NM_032408 NP_115784 Q9UIG0 BAZ1B_HUMAN 7 TCTGCGGACATAT 0.431 rs148299208

- 19 3585 _p.P1097S|MAGI2_ NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN Pro-rich. 11 CAAGGGTGGGGG 0.612

- 8 13625 v.2_Missense_Mut NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GTTTATCAAACCA 0.463

- 7 12686 p.R4133C|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CTCTACGAAATTC 0.408

- 6 11237 p.D3650N|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TTATATCATCAGG 0.468

- 6 9714 _p.S3142L|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 AAATATGATCTAG 0.428

- 5 8217 _Mutation_p.G264 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 AAAGCTCCAGAGA 0.433

- 3 2357 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GTTTTGGTGCAGC 0.532

- 16 2180 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN r 1.|Cytoplasmic (Potential) 7 ACAAACGATGAG 0.393

+ 33 8809 _p.Q2485*|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 GCCGTTCAGTTAC 0.373

- 5 1117 10lff.2_Missense_MNM_001039372 NP_001034461 A8MVW5 HECA2_HUMAN ical; (Potential). 5 CACATGGATATAA 0.289

- 3 577 010lff.2_Missense_ NM_001039372 NP_001034461 A8MVW5 HECA2_HUMAN 1.|Extracellular (Potential). 5 CTCCCATTTTTTA 0.507

+ 3 228 RPC1B_uc003uqb.2 NM_005720 NP_005711 O15143 ARC1B_HUMAN 0 GTGCACGAGCTCA 0.577

- 7 1349 _p.R381C|TRIM4_ NM_033017 NP_148977 Q9C037 TRIM4_HUMAN B30.2/SPRY. 2 TTGAACGATCAGT 0.512

+ 8 969 _p.P60S|STAG3_u NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 AGGGGCCAGGG 0.522

- 2 433 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0 CTTTTGGGAGCTC 0.542

- 4 497 NM_138403 NP_612412 Q9BUA6 MYL10_HUMAN nd 1.|1 (Potential). 2 AGTCCTCTTTGTC 0.622

- 66 10533 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN rg-rich (basic). 19 GGGTATCGCCTAA 0.328

- 44 7031 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 AGCGAAGGCGAG 0.498

- 1 371 z.2_Missense_Mu NM_005045 NP_005036 P78509 RELN_HUMAN Reelin. 19 CTTGTCCCGGAAC 0.637

+ 8 1033 P29_uc011klz.1_In NM_018844 NP_061332 Q9UHQ4 BAP29_HUMAN lasmic (Potential). 2 CAGGATCGTTTAG 0.299

- 4 492 e_Mutation_p.G74E NM_012252 NP_036384 O14948 TFEC_HUMAN anscriptional transactivation 1 GAAATTCCTTGTT 0.333

+ 2 755 h.1_Missense_Mu NM_000245 NP_000236 P08581 MET_HUMAN ular (Potential).|Sema. 159 GTAAAGGACCGGT 0.463

+ 6 809 pa.1_Missense_Mu NM_005011 NP_005002 Q16656 NRF1_HUMAN 1 GCAAGCCCATCTG 0.542

+ 11 1529 a.1_Missense_Mu NM_005011 NP_005002 Q16656 NRF1_HUMAN transcriptional activation. 1 GCAACGGACCAG 0.602

+ 5 568 e_Mutation_p.G78 NM_001868 NP_001859 P15085 CBPA1_HUMAN 1 ACGGGGGGCAGT 0.622

+ 6 717 qf.2_Missense_Mu NM_002402 NP_002393 Q5EB52 MEST_HUMAN 2 CTGGTCGGCTTAC 0.468 rs142718124

- 2 497 n_p.E90K|PLXNA4_ NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANular (Potential).|Sema. 1 TGTCCTCGTCCGG 0.547

- 11 1848 3vtv.2_Missense_M NM_194071 NP_919047 Q70SY1 CR3L2_HUMANmenal (Potential). 160 ACTTCTCCAGGCT 0.547

+ 2 253 0lnb.2_Missense_MNM_001085429 NP_001078898 A2RRL7 TM213_HUMAN cellular (Potential). 0 ACCCTGGAGCAG 0.562

+ 13 1788 AS1_uc003vvi.2_M NM_001130966 NP_001124438 P24557 THAS_HUMAN lasmic (Potential). 3 CTGCTCCACGTGC 0.692

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.366 rs121913378

- 1 553 NM_176817 NP_789787 P59533 T2R38_HUMAN Name=4; (Potential). 2 CACAGAGGACAGT 0.453



+ 1 595 NM_176881 NP_795362 P59534 T2R39_HUMAN cellular (Potential). 1 AAGAAAACATACT 0.438

- 6 2601 wcu.3_Nonsense_ NM_014690 NP_055505 Q86XD5 F131B_HUMAN 0 CTTCTCGTGGGG 0.597

- 4 1978 ense_Mutation_p.W NM_014690 NP_055505 Q86XD5 F131B_HUMAN 0 TTCCCCCAGCCCT 0.612

+ 1 364 NM_012365 NP_036497 Q96R48 OR2A5_HUMAN lasmic (Potential). 3 TACGATCGGTACA 0.468 rs139541008

+ 70 9759_9760 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN SP type-1 12. 0 GCTGGGGGATGG 0.703

+ 4 479 862_uc003wgm.2_ NM_001099220 NP_001092690 O60290 ZN862_HUMAN 1 AAGGTCCCACCAG 0.517

+ 2 903 3_uc003wip.2_Spli NM_004769 NP_004760 Q9UHC3 ACCN3_HUMAN 2 GCCCCAGATCTTC 0.572

- 2 848 NM_001098834 NP_001092304 Q14549 GBX1_HUMAN 0 CCTCTTCCTCCTG 0.592

- 60 9821 p.W2473*|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25 CCTTTCCACACCC 0.557

- 4 6182 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 GGGTCTCCACTTC 0.597

- 9 1336 e_Mutation_p.E398 NM_138715 NP_619729 P21757 MSRE_HUMAN xtracellular (Potential). 1 GCACTTCCCAGCG 0.542

+ 2 967 NM_000015 NP_000006 P11245 ARY2_HUMAN 2 ATGGATCCCTTAC 0.274

- 8 1225 e_Mutation_p.E25 NM_001135691 NP_001129163 P54219 VMAT1_HUMAN l, vesicle (Potential). 2 CAAACTCGTACAT 0.522 rs144299315

- 4 941 xbj.3_Missense_M NM_001099335 NP_001092805 Q92561 PHYIP_HUMAN ronectin type-III. 0 TGTACTCCGTGCG 0.642

+ 22 2820 nse_Mutation_p.L8 NM_018068 NP_060538 Q8TC59 PIWL2_HUMAN Piwi. 1 TCTATCTTCTTGC 0.398

+ 14 1545 se_Mutation_p.D25 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN Extracellular (Potential). 5 CCTGATGATAGAT 0.502

+ 16 1917 ec.2_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN ar (Potential).|Cys-rich. 5 GACATTGGCCTGG 0.373

- 15 1704 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN p.G563R(1) 4 TGAATCCATTTCC 0.493 rs144787348

- 13 1182 .2_Intron|EBF2_uc NM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4 ATGTCCTACAAAA 0.488

- 1 4630 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 TAATTTCCCCCTT 0.378

- 30 3653 NK1_uc003xoj.2_M NM_020476 NP_065209 P16157 ANK1_HUMAN 9 GTGGTTCCTGTTA 0.537

- 17 2740 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 TAGACTGAATCCA 0.662

- 17 2622 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 AACAAGGAGGGT 0.692

- 6 1173 n_p.R278*|PCMTD NM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0 TCTTTCTTTTCCT 0.363

+ 4 3384 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 AAACTCCAAAAGA 0.418

+ 1 130 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2 TGCAGGGATTGG 0.443

+ 8 962 h.1_RNA|CSPP1_u NM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5 GAGGATCGTGTTT 0.373 rs114953032

+ 3 270 lyy.1_Missense_M NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 CAGAATCCAAAGG 0.308

+ 6 557 p.E170K|C8orf34_ NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 CTTCAGGAAACAG 0.388

+ 3 2833 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Pote p.P749S(1) 7 ACTACCCCGCAG 0.562 rs143326877

+ 2 2353 au.1_Nonsense_Mu NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN C2H2-type 2. 15 AAATATCAGCAGA 0.517

- 2 564 _p.R41K|TPD52_u NM_001025252 NP_001020423 P55327 TPD52_HUMAN Potential. p.R81del(1) 1 AGTTCTCTTCTTA 0.428

- 2 199 P2_uc010lzv.1_Int NM_002677 NP_002668 P02689 MYP2_HUMAN 0 AAATTTCCCAGTT 0.398

- 8 1474 c.1_Missense_Muta NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 TCTCTCCCAATGT 0.343

- 5 545 hb.1_Missense_M NM_152628 NP_689841 Q8N9S9 SNX31_HUMAN 0 ATAATTTCGATTCT 0.368

- 57 9295 ynt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential). 63 AATGAGGTTGTGA 0.393

+ 3 1420 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN omodimerization.|Required 2 AAGTTTCCTTACC 0.502

+ 2 2310 n_p.S99F|FAM83A NM_032899 NP_116288 Q86UY5 FA83A_HUMAN 4 CCAGCTCCCTACA 0.662

- 1 1098 mds.2_Missense_M NM_001115 NP_001106 P40145 ADCY8_HUMAN ical; (Potential). 6 TGTAGGTGGCGA 0.672

- 5 1213 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANSP N-terminal. 13 AGATTTCCTTCAC 0.453

- 4 710 eu.2_Missense_Mu NM_001029976 NP_001025147 P17020 ZNF16_HUMAN 5 CTGTAGGGATTTC 0.537

+ 22 3629 _p.Q762*|KDM4C_ NM_015061 NP_055876 Q9H3R0 KDM4C_HUMAN 1 ATTATCCAAGGGG 0.448

- 10 2409 EM1_uc010mic.2_R NM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 3. 5 AATCTTCAAAGAT 0.373

- 2 384 DKN2A_uc010miu.2 NM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 2. )|p.V28_V51de 3678 CCACTCGGGCGC 0.677 rs121913387

+ 1 783 NM_004039 NP_004030 0 GCATCAGGAAAGA 0.478

- 4 965_966 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 AGCTTCCATCTGA 0.525

- 1 1026 NM_001126334 NP_001119806 Q5VV16 FX4L5_HUMAN 0 ACCCCGCCCCACC 0.547



- 2 937 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1 CCTCGTCGCGCT 0.726

+ 11 2141 _RNA|uc004aho.1_ NM_153267 NP_694999 Q7Z304 MAMC2_HUMAN MAM 4. 2 TGGAGAGTGTACT 0.483

- 16 2390 ahy.2_Missense_M NM_001007471 NP_001007472 Q9HCF6 TRPM3_HUMAN lasmic (Potential). 9 GCTGTTCGTCCTG 0.567

+ 22 2748 _uc004ajc.1_Splice NM_138691 NP_619636 Q8TDI8 TMC1_HUMAN 1 AAAATGGTATGAT 0.303

+ 3 923 e_Mutation_p.P129 NM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3 AATGATCCCAAGT 0.478

+ 19 2928 CSK5_uc004akb.2_ NM_006200 NP_006191 Q92824 PCSK5_HUMANM (Cys-rich motif). 3 CAGGAGCTGATG 0.458

- 8 4931 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 TTTTCTCTAAATC 0.368

- 8 1175 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 TGACTTCCTTGAC 0.552

- 2 1658 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 CCCAACGAAGTTC 0.512

+ 1 200 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMAN Name=2; (Potential). 3 ATCTCTCCTTTCT 0.483

- 7 983 bea.2_Missense_M NM_019114 NP_061987 Q9H329 E41LB_HUMAN FERM. 3 TGAACCGAAACTC 0.443

+ 14 2478 ez.1_Missense_Mu NM_005592 NP_005583 O15146 MUSK_HUMAN e.|Cytoplasmic (Potential). 6 CTCTGGGAGATC 0.527

- 7 824 orf84_uc004bfq.2_M NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2 TCAATTCCATGCT 0.353

+ 1 442 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMAN lasmic (Potential). 4 CCACTCCATTACA 0.522

- 11 2007 _p.P535L|CIZ1_uc0 NM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN 4 TGCTGAGGCTCC 0.667

+ 4 550 1mbx.1_Missense_ NM_001136557 NP_001130029 Q5VW38 GP107_HUMAN 1 GTGAATTACTGTAT 0.363

+ 11 1096 _p.S228F|ASS1_uc NM_000050 NP_000041 P00966 ASSY_HUMAN 1 AGACCTCCTTGGA 0.652

+ 15 2213 e_Mutation_p.P131 NM_005085 NP_005076 P35658 NU214_HUMANA approximate repeats. 16 CAGATCCTGTAAT 0.448

+ 24 3598 3_Missense_Mutat NM_139025 NP_620594 Q76LX8 ATS13_HUMAN TSP type-1 7. 6 GTGGACGAGGCG 0.667

+ 7 1473 NM_000093 NP_000084 P20908 CO5A1_HUMAN nhelical region. 11 AGAACCCCGACCA 0.592

+ 44 3896 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 AAGGGGGACAAAG 0.617

- 11 1852 p.G508R|CAMSAP NM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3 GTCTCCCTTCCCC 0.532

- 10 1607 CH1_uc004cia.1_5 NM_017617 NP_060087 P46531 NOTC1_HUMAN GF-like 14; calcium-binding 856 TGCAGGGGGTGC 0.647

- 3 281 u.1_Missense_Mu NM_003792 NP_003783 O60869 EDF1_HUMAN ype.|Interaction with NR5A2 0 TCTGCCGACCTTG 0.632

+ 2 324 e|NDOR1_uc011me NM_014434 NP_055249 Q9UHB4 NDOR1_HUMAN 0 ATGAAGGTAAGGC 0.512

- 4 809 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN LRRCT. 8 TCCACGGATTTCC 0.478

+ 16 3294 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13 CAGTCAGAAAACC 0.547

+ 10 953 NM_005089 NP_005080 Q15696 U2AFM_HUMAN RRM. 3 CTGCCCCGTGAC 0.428

- 5 1007 nfb.2_Missense_Mu NM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5 CATTTTCATTTTC 0.433

- 3 496 4czl.2_Missense_M NM_031892 NP_114098 Q96B97 SH3K1_HUMAN 0 CTTTCTTCATCTCT 0.393

+ 3 296 mjn.1_Missense_M NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN CRIC. 2 TAAAAACCCTTTC 0.303

+ 9 2561 se_Mutation_p.S80 NM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 12. 2 TTATTTCCATTCA 0.433

+ 4 1809 4dni.2_Missense_M NM_033215 NP_149992 Q6ZSY5 PPR3F_HUMANcellular (Potential). 3 AGGAATCGCCTCC 0.612 rs148829919

- 1 488 NM_138703 NP_619648 Q8TD90 MAGE2_HUMAN MAGE 1. 2 GCTTTTCATTCTC 0.537

+ 1 1071 4efm.1_Nonsense_ NM_032968 NP_116750 Q9BZA7 PC11X_HUMAN r (Potential).|Cadherin 1. 2 CTGATTCGAATTG 0.443

- 3 438 NM_018476 NP_060946 Q9HBH7 BEX1_HUMAN 1 ATGCATCATATCC 0.517 rs1045082

+ 19 3503 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 TCGTTCGAACCAG 0.493

- 3 1385 pm.1_Missense_M NM_012471 NP_036603 Q9UL62 TRPC5_HUMANmic (Potential).|ANK 4. 1 TGATTTCGTAGTT 0.512

+ 3 1024 NM_001004308 NP_001004308 Q6ZR62 ZCH16_HUMAN 1 CAGGATGAAGAGA 0.473

+ 3 367 e_Mutation_p.P62 NM_018990 NP_061863 O75995 SASH3_HUMAN 3 CCACCCCAGAAG 0.547

- 8 1610 _p.E447K|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN Potential).|Ig-like C2-type 5. 5 ATGTTTCTCTTTC 0.463

+ 6 659 e_Mutation_p.M13 NM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3 GAGAATGGAAAAT 0.463

+ 6 2218 _p.D438N|GPR112_ NM_153834 NP_722576 Q8IZF6 GP112_HUMAN cellular (Potential). 12 ACAACTGATGAAG 0.498

- 1 848 uc004fbf.1_RNA NM_004065 NP_004056 P51861 CDR1_HUMAN 0 CCAAATCCAGGTC 0.438

- 7 881 BRE_uc011myd.1_ NM_004961 NP_004952 P78334 GBRE_HUMAN 2 CCAAACCGCCTGC 0.493

- 5 625 04ffl.2_Missense_M NM_001011543 NP_001011543 P43363 MAGAA_HUMAN 0 AAACCTCCTCTGG 0.383

+ 3 1002 e_Mutation_p.E270 NM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0 TGCTATGAGTTCC 0.527



+ 15 2743 P9Y_uc010nwu.1_R NM_004654 NP_004645 O00507 USP9Y_HUMAN 0 TTTTATCGCCATG 0.348

+ 2 161 ALI1_uc010oie.1_R NM_003462 NP_003453 O14645 IDLC_HUMAN 2 CAGGCTCGGCTAC 0.577

- 1 130 on_p.P5S|SLAMF9 NM_033438 NP_254273 Q96A28 SLAF9_HUMAN 1 GCCAAGGAAAGG 0.587

- 1 410 AMF1_uc010pjm.1_ NM_003037 NP_003028 Q13291 SLAF1_HUMAN cellular (Potential). 2 CGTAGCTTGCCCC 0.557

+ 10 1454 e_Mutation_p.P384 NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 ATTTGCCTTCTAG 0.343

+ 13 6500 NM_016343 NP_057427 P49454 CENPF_HUMANction with NDE1 and NDEL 13 TGAGCTCAACACA 0.512

+ 17 2318 kj.1_Missense_Mut NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 CTATCAAGGAGTT 0.448

+ 1 589 NM_207186 NP_997069 Q9H209 O10A4_HUMAN cellular (Potential). 1 GTGTTTGAACTGG 0.498

+ 1 509 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANcellular (Potential). 2 TCTGTGGACCCAA 0.507

+ 8 1722 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCCCAAAGA 0.403 rs112861775

+ 14 1644 _p.S375F|DCAF4_ NM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3 GGGCTCCCGGG 0.637

+ 2 334 e_Mutation_p.P32S NM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3 GACTTCCCTTTCC 0.527

- 4 532 _p.R108C|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN p.R108C(1) 5 CCACACGATCCCC 0.562 rs148136861

+ 9 1649_1650 _5'Flank|EIF4A1_u NM_015670 NP_056485 Q9H4L4 SENP3_HUMAN Protease. 2 AATCCCCATCCAC 0.505

- 12 1798 P1_uc002hxo.1_M NM_177977 NP_817084 P54257 HAP1_HUMAN Glu-rich. 2 CCAGTTCCACCTC 0.622

+ 6 903 APT_uc002ijx.3_Int NM_016835 NP_058519 P10636 TAU_HUMAN 1 CTAGGAGACCTGC 0.682

+ 10 1551 GB3_uc010wkr.1_R NM_000212 NP_000203 P05106 ITB3_HUMAN ial).|Cysteine-rich tandem r 6 CAGGACGAATGCA 0.627 rs150951945

- 2 762 XB3_uc010dbf.2_5' NM_002147 NP_002138 P09067 HXB5_HUMAN Homeobox. 0 GCGCTCGGACAG 0.577

- 9 1740 zp.2_Missense_Mu NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 TCTGAGGAGTTGA 0.458

- 26 7164 NM_000384 NP_000375 P04114 APOB_HUMAN 27 ACCTCTCGATTAA 0.373

- 24 3231 _Missense_Mutatio NM_021196 NP_067019 Q9BY07 S4A5_HUMAN cellular (Potential). 9 TTTTTTCCTTCTC 0.527

+ 3 367 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4 TTTATTAGAGCCAT 0.338

+ 2 444 NM_022358 NP_071753 Q9H427 KCNKF_HUMAN ical; (Potential). 0 CCAGAGCCTGGG 0.672

+ 2 1629 zxg.1_Missense_M NM_080752 NP_542790 Q96MP5 ZSWM3_HUMAN 2 CCAGACGCACAGC 0.577 rs139419541

- 13 1752 0gho.1_Nonsense_ NM_022829 NP_073740 Q8WWT9 S13A3_HUMAN cellular (Potential). 1 CCAGCTGGAAGAT 0.557

- 12 2016 p.D608N|SCN5A_u NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 CTGGGTCGCCTGC 0.647

- 13 5830 p.Q1868*|GOLGB1 NM_004487 NP_004478 Q14789 GOGB1_HUMAN ic (Potential).|Potential. 10 CTTCTTGGATTTG 0.368

- 9 1116 dx.1_Missense_Mu NM_024007 NP_076870 Q9UH73 COE1_HUMAN IPT/TIG. 5 TCCATCCTTCACT 0.468

- 3 528 p.G121D|HLA-DOA NM_002119 NP_002110 P06340 DOA_HUMAN ential).|Alpha-2.|Ig-like C1-ty 0 GTTTGGCCGTTGC 0.587

+ 6 421 ense_Mutation_p.G NM_005588 NP_005579 Q16819 MEP1A_HUMANPotential).|Metalloprotease. 3 TTTGATGGGTTGG 0.313

- 22 3581 c.2_Missense_Mut NM_002844 NP_002835 Q15262 PTPRK_HUMANphatase 1.|Cytoplasmic (Po 8 TGGGAGGGTTTG 0.483

- 2 772 bw.1_Missense_M NM_013389 NP_037521 Q9UHC9 NPCL1_HUMANcellular (Potential). 5 GCAACCCCCTCAT 0.632

- 14 3887_3888 NM_032408 NP_115784 Q9UIG0 BAZ1B_HUMAN 7 TCTGCGGACATAT 0.431 rs148299208

+ 8 969 _p.P60S|STAG3_u NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 AGGGGCCAGGG 0.522

- 4 492 e_Mutation_p.G74E NM_012252 NP_036384 O14948 TFEC_HUMAN anscriptional transactivation 1 GAAATTCCTTGTT 0.333

+ 1 595 NM_176881 NP_795362 P59534 T2R39_HUMAN cellular (Potential). 1 AAGAAAACATACT 0.438

+ 16 1917 ec.2_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN ar (Potential).|Cys-rich. 5 GACATTGGCCTGG 0.373

- 30 3653 NK1_uc003xoj.2_M NM_020476 NP_065209 P16157 ANK1_HUMAN 9 GTGGTTCCTGTTA 0.537

+ 10 953 NM_005089 NP_005080 Q15696 U2AFM_HUMAN RRM. 3 CTGCCCCGTGAC 0.428

+ 19 3503 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 TCGTTCGAACCAG 0.493

+ 3 1002 e_Mutation_p.E270 NM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0 TGCTATGAGTTCC 0.527

- 20 1882 p.R557C|CDK11B_ NM_033486 NP_277021 P21127 CD11B_HUMANProtein kinase. 1 GGCGCGGTACCA 0.687

- 10 1474 ATA21_uc010occ.1 NM_198546 NP_940948 Q7Z572 SPT21_HUMAN 3 TGATTTCCTCTAA 0.542

- 2 554 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2 GCTGCCCATGGTT 0.642

- 8 1333 1A7_uc001cux.2_5 NM_006671 NP_006662 O00341 EAA5_HUMAN ical; (Potential). 3 GATGGCGGCCAC 0.627

- 13 1443 R11_uc010pbm.1_ NM_001145862 NP_001139334 A4FU01 MTMRB_HUMAN ularin phosphatase. 1 GTGTTCGGGCTTC 0.562

- 2 1066 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN peats of R-R-E-Q-E-E- E-R- 5 tctcctcctcctgctcgcg 0



- 3 1023 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TCTGACTGTAGTG 0.507 rs12117644

- 18 3154 uc001fdc.1_RNA NM_014856 NP_055671 O75064 DEN4B_HUMAN Gln-rich. 1 CCTGCCTCTTGAT 0.453

- 2 1266 c010plt.1_5'Flank| NM_033418 NP_219486 O95568 MET18_HUMAN 0 CACCTACACCAAA 0.348 rs1801567

- 6 1408 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN nal.|Extracellular (Potential 26 AGAGAGGATGGG 0.443

+ 34 9203 _p.I3053M|OBSCN_NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 30. 28 TGAGATCGATGCC 0.657

- 1 1019 KG1_uc001jjn.2_In NM_015235 NP_056050 Q9H0L4 CSTFT_HUMAN Gly-rich. 1 GAGGAGGCAGAC 0.572

+ 4 1231 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi67_Y68insY(1)| 2334 ACAAGATATACAA 0.279

- 6 810 h.1_Missense_Mut NM_002334 NP_002325 O75096 LRP4_HUMAN ential).|LDL-receptor class A 4 CAGACTCGTCTGA 0.622

- 1 292 NM_006637 NP_006628 Q13606 OR5I1_HUMAN cellular (Potential). 1 CACACCCATAATA 0.428

- 1 617 NM_001004740 NP_001004740 Q8NGP8 OR5M1_HUMAN Name=5; (Potential). 1 GAGAGATTAAAGC 0.443

- 13 1912 WCE_uc001nrb.2_R NM_152718 NP_689931 Q96DN2 VWCE_HUMAN VWFC 3. 1 CTTCTCGGGGGCA 0.672

- 8 2614 _p.S614L|TRPC6_ NM_004621 NP_004612 Q9Y210 TRPC6_HUMAN lasmic (Potential). 4 TGGAATGAACTGT 0.328

- 3 318 _uc001pmu.2_5'Fla NM_138789 NP_620144 Q8WWB5 PIHD2_HUMAN 1 GATTGGGGAGCTG 0.363

+ 13 1942 e_Mutation_p.Y592 NM_005480 NP_005471 Q12815 TROAP_HUMAN approximate tandem repea 1 AGTCCTACTGTAG 0.617

+ 1 255 XC5_uc001set.2_In NM_004503 NP_004494 P09630 HXC6_HUMAN 3 AGAACCGGATCTA 0.562

- 17 2082 p.P410S|R3HDM2_ NM_014925 NP_055740 Q9Y2K5 R3HD2_HUMAN Gln-rich. 2 GAGAGGGAGACTG 0.547

+ 26 3147 x.2_Missense_Mut NM_178826 NP_849148 Q32M45 ANO4_HUMAN lasmic (Potential). 6 GATACCGGGACT 0.408

+ 8 905 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN r (Potential).|EGF-like 4. 14 TCAATCCATGTTT 0.483

+ 2 360 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN 0 CATGCCGCCACCA 0.662

+ 2 876 _p.E82K|GPC6_uc NM_005708 NP_005699 Q9Y625 GPC6_HUMAN 0 AAACTCGAATTTG 0.413

- 1 461 NM_001001968 NP_001001968 Q8NH40 OR6S1_HUMAN Name=4; (Potential). 2 ACGAGTCCCCCC 0.607

+ 3 307 HD4_uc010tna.1_M NM_022060 NP_071343 Q8TB40 ABHD4_HUMAN 1 GGGGCGGCGTG 0.577

- 8 1465 C35F4_uc010apa. NM_001080455 NP_001073924 2 TCTTTTCCTTCAG 0.522

+ 15 1725 qv.2_Missense_Mu NM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1 TGGTGTGCACGT 0.632

+ 15 2318 e_Mutation_p.R397 NM_006122 NP_006113 P49641 MA2A2_HUMANmenal (Potential). 3 TCTGTGCGCATCT 0.672

- 24 2048 ze.1_Missense_Mu NM_002582 NP_002573 O95453 PARN_HUMAN 2 TGTCAGGAACTTC 0.527

- 16 2723 n_p.T663I|KCTD19 NM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1 GGCAGTGTAAGCT 0.552

- 4 669 .2_5'UTR|KCTD19 NM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1 GCACTCGCACTCG 0.612

- 34 5280 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 TAGTTTCCACCAG 0.488

+ 14 2519 vof.1_Missense_M NM_005153 NP_005144 Q14694 UBP10_HUMAN 0 TATTACCGCCGAG 0.572

- 12 2633 CCHC14_uc002fkb. NM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2 GCAAACGTGGACT 0.632

- 4 568 R|TP53_uc010cni.1 NM_001126112 NP_001119584 P04637 P53_HUMAN with HIPK1 (G105_T125del 22245 CTGACCGTGCAAG 0.542

- 31 4319 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 TTCGCCGTCTCC 0.532

- 29 4074 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7 CAGGGCGTGCG 0.552

+ 4 400 NM_002795 NP_002786 P49720 PSB3_HUMAN 0 GAGCCAGTCATTG 0.517

- 2 875 _5'Flank|PLEKHH NM_016602 NP_057686 P46092 CCR10_HUMAN Name=7; (Potential). 0 GCAGTGCGACATC 0.677

- 18 2941 w.1_Missense_Mu NM_004104 NP_004095 P49327 FAS_HUMAN 1 GGCACGGGAGG 0.687

+ 1 718 NM_005913 NP_005904 P33032 MC5R_HUMAN Name=6; (Potential). 6 GTCACCGTCACC 0.617

+ 4 1429 BYR_uc002kva.2_M NM_012189 NP_036321 O75952 CABYR_HUMAN 0 CTTCAATAGTCTC 0.502 rs142770673

- 9 1375 NM_152769 NP_689982 Q8N350 DOS_HUMAN 0 AGGGGCGGGGG 0.692

- 2 642 N5_uc002mat.1_In NM_052972 NP_443204 P02750 A2GL_HUMAN 1 CAGCGGACCCCT 0.577

- 4 452 vq.2_Missense_Mu NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |2.|7 X approximate tandem 1 TCAGCCGGGTCAG 0.567 rs146082308

+ 1 85 NM_017682 NP_060152 Q8NFU1 BEST2_HUMAN ical; (Potential). 2 AGCATCTACAAAC 0.547

+ 2 751 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN Potential. 1 GATATGGAAAAAT 0.498

- 4 1447 _p.K353E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTTTCCAGT 0.343

+ 29 5900 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Poly-Pro. 11 CATCTCCACCACC 0.657

+ 29 6004 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11 ACTGAGCCCTTCC 0.667



+ 29 6164 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11 CTGGAGCCCCCC 0.697

+ 98 14321 u.2_Missense_Muta NM_000540 NP_000531 P21817 RYR1_HUMAN 12 CATGGGGACATCT 0.612

+ 100 14561 u.2_Missense_Mut NM_000540 NP_000531 P21817 RYR1_HUMAN 12 TTCTTTGCTGCCC 0.587

- 12 2175 nse_Mutation_p.A5 NM_001081563 NP_001075032 Q09013 DMPK_HUMAN p.T544M(1) 3 GTGACAGCTGGAA 0.662

+ 3 296 n_p.A75V|NUCB1_ NM_006184 NP_006175 Q02818 NUCB1_HUMAN 0 AGGCTGCCAATGC 0.582

+ 5 3725 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN Pro-rich. 2 CCTCATCGGGTGA 0.622

+ 2 96 eti.2_Missense_Mu NM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0 CTCCCTCCGTCCC 0.642

+ 4 655 p.R173Q|ZNF324B NM_207395 NP_997278 Q6AW86 Z324B_HUMAN 1 AGTACCGGGTGCC 0.677

+ 14 1746 F512_uc010ylx.1_M NM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1 GTTCCAGAAAGTA 0.488

- 1 760 sd.3_Missense_Mu NM_021097 NP_066920 P32418 NAC1_HUMAN ical; (Potential). 4 ACACAACACAGAT 0.443

- 9 1458 O1_uc010ypn.1_Mis NM_003400 NP_003391 O14980 XPO1_HUMANRex-mediated mRNA export 4 ATTTGGTCTCAAA 0.348

- 7 932 NM_005735 NP_005726 P42025 ACTY_HUMAN 1 GCAACGTGTACTG 0.642

+ 6 596 0zbl.1_Missense_M NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2 GCCAAGGAAAAAT 0.358

- 282 81666 843*|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GACCCTGTCCAGC 0.423

+ 3 339 NM_080628 NP_542195 A0PJX2 CT118_HUMAN TLD. 0 GGGACCAGGACG 0.677

- 4 598 se_Mutation_p.G1 NM_198433 NP_940835 O14965 AURKA_HUMAN 8 ACAGGTCCTGAAA 0.383

- 1 326 GP_uc002yvx.1_M NM_153681 NP_710148 P57054 PIGP_HUMAN 0 TAAATCGCTCTTT 0.478

- 1 5912 CE2_uc002yyx.2_In NM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 tgtccagggtgaggagt 0.04

- 28 6150 i.2_Missense_Mut NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 GGTTATCGCTGGT 0.607

- 23 4417 G1408E|SCN5A_u NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 AGGTACCCGGCC 0.542

- 2 310 cm.1_Missense_M NM_000581 NP_000572 P07203 GPX1_HUMAN 1 TTGCACGGGAAGC 0.617

- 17 2101 p.R523C|ITIH4_uc0 NM_002218 NP_002209 Q14624 ITIH4_HUMAN 3 CAGACGGCGGAA 0.622

+ 18 1678 _p.E450K|CACNA2 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANular (Potential).|Cache. 7 TAGTACGAAGAAG 0.443

- 5 506 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1 TACTGTCGTCCAG 0.423

- 5 916 hln.2_RNA|PAQR3_NM_001040202 NP_001035292 Q6TCH7 PAQR3_HUMANmenal (Potential). 0 ACGGGGTGCAAA 0.353

+ 10 1421 e_Mutation_p.K19 NM_005983 NP_005974 Q13309 SKP2_HUMAN 4 CATCAAATGCCGA 0.453

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 AAACAGGAGATG 0.358

+ 8 3268 e_Mutation_p.N98 NM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0 ACAGCAATTTACC 0.353

+ 20 4090 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 TTTACCGGACTAG 0.443

+ 10 1820 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMAN toplasmic (Potential). 1 GGGCAGCTGGG 0.667

+ 5 723 11dme.1_Intron|HLA-J_uc003nou.3_RNA|HLA-J_uc003nov.3_RNA 0 ACTGAGAGGCAA 0.438 rs113017032

+ 56 7970 ey.2_Missense_Mu NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 ACTACACGGGCCC 0.537

+ 12 1398 vn.1_Missense_Mu NM_007058 NP_008989 Q9UMQ6 CAN11_HUMAN Domain III. 2 AACTGGCGGCATG 0.612

- 2 976 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN 1 CTTGCATCATTCT 0.408

- 12 1237 ense_Mutation_p.P NM_014841 NP_055656 O60641 AP180_HUMAN 1 GTGGCTGGAGAAG 0.453

- 3 414 kq.2_Missense_Mu NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 CGACGGAGAAAT 0.577

+ 8 902 k.2_Missense_Mut NM_001159767 NP_001153239 Q9Y6E2 BZW2_HUMAN 2 AAGGAGCTTTCCG 0.488

+ 35 5930 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 1 (By similarity). 15 GTGGCAGTACAAG 0.438

+ 9 1413 3_5'Flank|AEBP1_u NM_001129 NP_001120 Q8IUX7 AEBP1_HUMAN 0 CGAAAGGGCGAG 0.647

+ 16 2096 n_p.V570I|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN WD 7. 4 TATGACGTTGGAG 0.473 rs145694237

+ 17 3762 Mutation_p.S493F NM_022742 NP_073579 Q96JN2 CC136_HUMAN ical; (Potential). 2 TCTTCTCCTTGCC 0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 8 1601 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 TACAGGGAAATTT 0.433

+ 2 890 NM_024012 NP_076917 P47898 5HT5A_HUMANasmic (By similarity). 3 ACGTGGCGGGAG 0.607

- 14 1457 ck.1_Missense_M NM_001464 NP_001455 Q99965 ADAM2_HUMAN r (Potential).|Disintegrin. 2 GCAGATGATCCAT 0.408

+ 10 988 pc.2_Missense_Mu NM_005662 NP_005653 Q9Y277 VDAC3_HUMANanded; (By similarity). 1 AACTGGAAGCTTA 0.398

+ 4 4659 NM_001001670 NP_001001670 Q6ZQQ2 F75D1_HUMAN 0 AGCCTGGTGTGTC 0.517



- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0 GTGGGCGTTGGT 0.692

- 18 3549 ua.1_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN 7 GGACACGATTCAC 0.423

- 26 2318 _p.N394I|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 ATGTCATTGCATG 0.388

- 10 1474 ATA21_uc010occ.1 NM_198546 NP_940948 Q7Z572 SPT21_HUMAN 3 TGATTTCCTCTAA 0.542

- 2 554 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2 GCTGCCCATGGTT 0.642

+ 8 1012 ciy.2_Missense_Mu NM_001255 NP_001246 Q12834 CDC20_HUMAN 0 GGCCACACTGAG 0.562

- 6 1408 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN nal.|Extracellular (Potential 26 AGAGAGGATGGG 0.443

+ 4 1231 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi67_Y68insY(1)| 2334 ACAAGATATACAA 0.279

- 4 531 _Mutation_p.D144 NM_199292 NP_954986 P07101 TY3H_HUMAN 0 GCCAGGTCCCCTC 0.697

- 1 292 NM_006637 NP_006628 Q13606 OR5I1_HUMAN cellular (Potential). 1 CACACCCATAATA 0.428

- 8 2614 _p.S614L|TRPC6_ NM_004621 NP_004612 Q9Y210 TRPC6_HUMAN lasmic (Potential). 4 TGGAATGAACTGT 0.328

+ 29 6083 Flank|PFDN5_uc00 NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 GATTTGTATATGT 0.547

- 7 795 NM_024057 NP_076962 Q8NFH4 NUP37_HUMAN 1 TATTTTGAGGATA 0.353

+ 8 905 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN r (Potential).|EGF-like 4. 14 TCAATCCATGTTT 0.483

+ 2 876 _p.E82K|GPC6_uc NM_005708 NP_005699 Q9Y625 GPC6_HUMAN 0 AAACTCGAATTTG 0.413

+ 4 1054 ml.2_Missense_Mu NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 AGGTATCTCAAG 0.468

- 8 1465 C35F4_uc010apa. NM_001080455 NP_001073924 2 TCTTTTCCTTCAG 0.522

+ 8 902 PIP_uc002dcx.3_R NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0 CCTCAGCGGATG 0.557

- 2 1257 uc002dyl.1_5'Flank NM_024671 NP_078947 Q9H5H4 ZN768_HUMAN C2H2-type 4. 0 GTCGCAGGAGGTA 0.632

- 34 5280 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 TAGTTTCCACCAG 0.488

- 4 568 R|TP53_uc010cni.1 NM_001126112 NP_001119584 P04637 P53_HUMAN with HIPK1 (G105_T125del 22245 CTGACCGTGCAAG 0.542

- 7 554 3_Intron|PIK3R5_u NM_014308 NP_055123 Q8WYR1 PI3R5_HUMAN 5 GCAGCACGGTGCT 0.642 rs149885535

+ 19 2544 _p.E479G|KSR1_u NM_014238 NP_055053 Q8IVT5 KSR1_HUMANProtein kinase. 4 GCGGGGAAGGAA 0.572

- 18 2941 w.1_Missense_Mu NM_004104 NP_004095 P49327 FAS_HUMAN 1 GGCACGGGAGG 0.687

- 1 757 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3 ACAGCACCACTTG 0.622

+ 4 1429 BYR_uc002kva.2_M NM_012189 NP_036321 O75952 CABYR_HUMAN 0 CTTCAATAGTCTC 0.502 rs142770673

- 37 5246 _p.C223Y|MYO5B_ NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Dilute. 5 TCCAGGCAGTATG 0.522

- 2 642 N5_uc002mat.1_In NM_052972 NP_443204 P02750 A2GL_HUMAN 1 CAGCGGACCCCT 0.577

- 8 1939 mkc.2_Missense_M NM_032152 NP_115528 Q96QH2 PRAM_HUMAN SH3. 0 GTTCTGGGCACG 0.701

+ 2 751 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN Potential. 1 GATATGGAAAAAT 0.498

+ 29 6004 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11 ACTGAGCCCTTCC 0.667

+ 29 6164 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11 CTGGAGCCCCCC 0.697

+ 98 14321 u.2_Missense_Muta NM_000540 NP_000531 P21817 RYR1_HUMAN 12 CATGGGGACATCT 0.612

+ 100 14561 u.2_Missense_Mut NM_000540 NP_000531 P21817 RYR1_HUMAN 12 TTCTTTGCTGCCC 0.587

- 5 1308 uj.3_Missense_Mu NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 3. 0 AGCTTTCCTTGCC 0.468

+ 3 273 880_uc002pzb.3_RNM_001145434 NP_001138906 Q6PDB4 ZN880_HUMAN KRAB. 0 AAATAGCAAACAA 0.423

+ 11 1400 n_p.V391I|BRSK1_ NM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6 AATGATGTTGGTG 0.393

+ 3 1505 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMANC2H2-type 11. 1 CAGAGCGCCTAC 0.642

+ 3 1069 c002sma.1_Silent_ NM_016170 NP_057254 O43763 TLX2_HUMAN 0 TGCCCCCGGACC 0.726

- 7 932 NM_005735 NP_005726 P42025 ACTY_HUMAN 1 GCAACGTGTACTG 0.642

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 ATCTTGTTCCTGA 0.607

+ 6 596 0zbl.1_Missense_M NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2 GCCAAGGAAAAAT 0.358

- 4 848 f.2_Missense_Muta NM_003111 NP_003102 Q02447 SP3_HUMAN ation domain (Gln-rich). 6 CTGTGGTATGAGA 0.453

- 282 81666 843*|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GACCCTGTCCAGC 0.423

- 4 598 se_Mutation_p.G1 NM_198433 NP_940835 O14965 AURKA_HUMAN 8 ACAGGTCCTGAAA 0.383

- 1 326 GP_uc002yvx.1_M NM_153681 NP_710148 P57054 PIGP_HUMAN 0 TAAATCGCTCTTT 0.478

- 28 6150 i.2_Missense_Mut NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 GGTTATCGCTGGT 0.607



+ 18 1678 _p.E450K|CACNA2 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANular (Potential).|Cache. 7 TAGTACGAAGAAG 0.443

+ 13 3836 p.A355T|PPP2R3A NM_002718 NP_002709 Q06190 P2R3A_HUMAN 7 TTTGCCGCTGAG 0.448

- 5 485 r.1_Intron|PHC3_u NM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Ser-rich. 2 GGGAACGGCTTA 0.453

- 13 1384 se_Mutation_p.A42 NM_001313 NP_001304 Q14194 DPYL1_HUMAN 2 TCCACCGCCTGCA 0.458

+ 10 1421 e_Mutation_p.K19 NM_005983 NP_005974 Q13309 SKP2_HUMAN 4 CATCAAATGCCGA 0.453

+ 8 3268 e_Mutation_p.N98 NM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0 ACAGCAATTTACC 0.353

+ 1 645 NR_024356 0 GCTCATCGGGATG 0.662

- 2 976 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN 1 CTTGCATCATTCT 0.408

- 3 414 kq.2_Missense_Mu NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 CGACGGAGAAAT 0.577

+ 8 902 k.2_Missense_Mut NM_001159767 NP_001153239 Q9Y6E2 BZW2_HUMAN 2 AAGGAGCTTTCCG 0.488

+ 16 2039 e.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 TCAGATGATCCTG 0.308

+ 13 1662 0ldp.2_Missense_M NM_020879 NP_065930 Q8IYE0 CC146_HUMAN 2 GACTGAGAGAGTT 0.313

+ 16 2096 n_p.V570I|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN WD 7. 4 TATGACGTTGGAG 0.473 rs145694237

+ 17 3762 Mutation_p.S493F NM_022742 NP_073579 Q96JN2 CC136_HUMAN ical; (Potential). 2 TCTTCTCCTTGCC 0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 8 1601 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 TACAGGGAAATTT 0.433

- 14 1457 ck.1_Missense_M NM_001464 NP_001455 Q99965 ADAM2_HUMAN r (Potential).|Disintegrin. 2 GCAGATGATCCAT 0.408

+ 10 988 pc.2_Missense_Mu NM_005662 NP_005653 Q9Y277 VDAC3_HUMANanded; (By similarity). 1 AACTGGAAGCTTA 0.398

- 14 2175 NM_031415 NP_113603 Q9BYG8 GSDMC_HUMAN 3 GATGCTCCTTACC 0.468

+ 6 1697 NM_001702 NP_001693 O14514 BAI1_HUMAN (Potential).|TSP type-1 4. 8 AGTGCCAGGGCC 0.697

+ 21 3206 _p.F338L|RGS3_u NM_144488 NP_652759 P49796 RGS3_HUMAN 3 CCTCTTCTTCACA 0.607

- 6 637 _p.R123H|PRICKLE NM_006150 NP_006141 O43900 PRIC3_HUMANM zinc-binding 1. 1 CCTGCACGGCTG 0.562

- 12 1474 _p.P402L|FOXP3_ NM_014009 NP_054728 Q9BZS1 FOXP3_HUMAN 0 GGGCCAGGTGTAG 0.622

- 26 2318 _p.N394I|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 ATGTCATTGCATG 0.388

- 18 2892 HD5_uc001amc.1_ NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12 TTGAGCCGCCTGA 0.592

- 6 1389 mx.2_Missense_M NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1 GTCGGGGCTGC 0.632

+ 5 738 M1_uc001axg.1_M NM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN Pro-rich. 1 GTGCTTCCTGACC 0.652

- 3 1243 _p.S231L|HSPB7_ NM_014424 NP_055239 Q9UBY9 HSPB7_HUMAN 0 AGAGCCGAGGTC 0.642

- 2 66 2G2D_uc009vpo.2_ NM_012400 NP_036532 Q9UNK4 PA2GD_HUMAN 0 GGATTGGAATCAC 0.577

- 5 536 p.P94S|EIF4G3_uc NM_003760 NP_003751 O43432 IF4G3_HUMAN 1 AAAAAGGACCTGG 0.423

+ 4 534 se_Mutation_p.P38 NM_000478 NP_000469 P05186 PPBT_HUMAN 5 AAGTTCCCCTTCG 0.473

- 65 8508 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 13. 9 CACCTGGGGCTG 0.677

+ 4 383 _p.H108N|GRHL3_ NM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1 CCCACACACCTCA 0.522

+ 8 1610 C21_uc010ofa.1_M NM_022778 NP_073615 Q6P2H3 CEP85_HUMAN Potential. 0 CCATCAGAAGCAG 0.542

+ 7 807 os.2_Missense_M NM_152660 NP_689873 Q8TAV0 FA76A_HUMAN Potential. 0 TCAAAAGGATCAA 0.448

- 4 3698 se_Mutation_p.P82 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN TRAF-dependent NF-Kapp 6 GTGATGGGAACTG 0.552 rs144929442

- 4 1479 se_Mutation_p.S89 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 TGGACGGATGCTT 0.607

+ 12 1672 nse_Mutation_p.Q4 NM_001017922 NP_001017922 Q96PL5 ERMAP_HUMAN lasmic (Potential). 1 GCCCTTCAGGAG 0.562

+ 14 2321 _p.Q704K|TIE1_uc NM_005424 NP_005415 P35590 TIE1_HUMAN cellular (Potential). 7 CCAGTCCAAGAGA 0.642

+ 20 4028 vwt.2_Missense_M NM_002840 NP_002831 P10586 PTPRF_HUMANcellular (Potential). 10 TTGAAGGAACCCA 0.592

- 28 4910 ctz.2_Missense_M NM_015269 NP_056084 Q5TAX3 TUT4_HUMAN Pro-rich. 3 ACCAGGGAATTTG 0.463

- 5 1273 e_Mutation_p.P347 NM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3 GGGAAGGAGGTG 0.328

- 3 1480 NM_201546 NP_963840 Q5VXM1 CDCP2_HUMAN CUB 2. 1 GGGTGGGGCCA 0.632

- 4 696 cyr.1_Nonsense_M NM_021080 NP_066566 O75553 DAB1_HUMAN 3 CTACTTGAAGTTC 0.453

+ 8 1092 zj.3_Nonsense_Mu NM_018291 NP_060761 Q96C11 FGGY_HUMAN 1 ATCTGTGGAACGT 0.572

- 3 402 NM_152377 NP_689590 Q8N0U7 CA087_HUMAN 2 TTGCCCCTGTTAG 0.368

+ 7 1276_1277CK7_uc001dap.2_In NM_014495 NP_055310 Q9Y5C1 ANGL3_HUMANnogen C-terminal. 0 AGTGTGGAGAAA 0.391



- 11 1820 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCTTTTTTATCATC 0.403

+ 6 716 HN2_uc001div.2_M NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 CCCTATCGTACCG 0.398

+ 13 2645 E822K|LPHN2_uc NM_012302 NP_036434 O95490 LPHN2_HUMAN ular (Potential).|GPS. 9 CACAGGGAAATTG 0.428

+ 16 3119 HN2_uc009wcd.2_ NM_012302 NP_036434 O95490 LPHN2_HUMAN Name=5; (Potential). 9 ATATGGAGCTTCA 0.358

- 8 1905 e_Mutation_p.E253 NM_152763 NP_689976 Q5T1N1 AKND1_HUMAN 3 GCTCCTCGTTGGG 0.662

- 11 1958 _p.E568*|NOTCH2_ NM_024408 NP_077719 Q04721 NOTC2_HUMAN ng (Potential).|Extracellular 27 TCTCCTCACACAA 0.463

- 3 1227 h.2_Missense_Mu NM_014849 NP_055664 Q7L0J3 SV2A_HUMAN ical; (Potential). 7 AGAAGGCGAAGA 0.532

- 5 909 eto.2_Missense_M NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN |OTU.|TRAF-binding. 3 CCAAAGGAAGCAG 0.517

- 3 2451 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 8 3 TGTTGGCCGTGG 0.597

- 3 1020 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 GTGTCTGGGTGCT 0.602

- 3 326 RL4_uc010phy.1_R NM_031282 NP_112572 Q96PJ5 FCRL4_HUMANPotential).|Ig-like C2-type 1. 4 TTTCTCCCCAGTA 0.517

- 8 1547 sn.2_RNA|FCRL3_ NM_052939 NP_443171 Q96P31 FCRL3_HUMAN 5.|Extracellular (Potential). 4 CCTCATGATAAAA 0.582

- 1 367 NM_001004475 NP_001004475 Q8NGX3 O10T2_HUMAN lasmic (Potential). 3 CATAGCGATCATA 0.478

- 4 665 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 2. 8 GGCCCGCAGCAA 0.527

- 1 772 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMAN Name=6; (Potential). 1 ACATGAGAGTCAC 0.468

- 12 2129 _p.G441S|ARHGAP NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 GGGGCCAGCGG 0.567

- 7 1089 se_Mutation_p.P94 NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 GCAGTGGCCTGG 0.587

- 6 1308 n_p.E16K|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN cellular (Potential). 2 AGTCTTCCTGGGG 0.602

- 3 209 _p.W12C|DEDD_uc NM_001039712 NP_001034801 O75618 DEDD_HUMAN 0 TTCTGGCCACACC 0.592

+ 1 576 NR_024151 0 ACAAGACGTTCTA 0.637

+ 3 478 cr.1_Nonsense_Mu NM_145697 NP_663735 Q9BZD4 NUF2_HUMAN h the N-terminus of NDC80. 4 GGAATTCGACTGG 0.348

- 2 304 NM_199351 NP_955383 Q71H61 ILDR2_HUMAN .|Extracellular (Potential). 1 AGGTTTCTCTTGC 0.537

- 14 1981 te_p.S78_splice|S NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2 GCTACTCTAAACA 0.333

- 15 1952 glh.1_Missense_M NM_033127 NP_149118 Q96JE7 SC16B_HUMAN 4 ATGAAGGATTTGG 0.498

+ 3 245 orf49_uc001glv.1_R NM_032126 NP_115502 Q5T0J7 CA049_HUMAN Potential. 0 TTTACCAAAGCAG 0.418

+ 6 1811 pb.1_Missense_M NM_201253 NP_957705 P82279 CRUM1_HUMANPotential).|Laminin G-like 1. 9 TCATTTCCCACAA 0.458

+ 5 1140 e_Mutation_p.R297 NM_000299 NP_000290 Q13835 PKP1_HUMAN ARM 2. 2 CTCCTCCGCAGC 0.617

+ 13 2534_2535_p.V873S|CR2_uc0 NM_001877 NP_001868 P20023 CR2_HUMAN Extracellular (Potential). 8 GTGTATGTTGACTG 0.441

- 9 1466 n_p.M306I|IRF6_uc NM_006147 NP_006138 O14896 IRF6_HUMAN 2 GTAGATCATCCGA 0.453

+ 7 1275 xcu.1_Missense_M NM_014388 NP_055203 Q68CQ4 DIEXF_HUMAN 0 CAGATCCCGAGGA 0.468

- 5 717 hic.2_Missense_Mu NM_172362 NP_758872 O95259 KCNH1_HUMAN lasmic (Potential). 5 CCAGGCGGGAGT 0.517

- 21 4948 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN 1.|Extracellular (Potential). 26 TGAAACGGATTCC 0.433

+ 2 276 hoi.2_Missense_M NM_144780 NP_659004 O15121 DEGS1_HUMAN ical; (Potential). 0 CCAGTTGGGTGC 0.383

+ 27 7217 SCN_uc001hsp.1_MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 AGTGATGGAGCCC 0.632

+ 41 11140 p.G3699E|OBSCN_NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 37. 28 GTGCGGGAAGGA 0.622

+ 2 234 NM_173508 NP_775779 Q8IY50 S35F3_HUMAN 2 CCCGGAGACTGTC 0.647

+ 7 704 BCE_uc010pxr.1_M NM_003193 NP_003184 Q15813 TBCE_HUMAN LRR 2. 0 AATTTCCCTCCGG 0.333

+ 8 1124 n_p.R234L|MTR_u NM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3 GTGGGCGGACTC 0.393

+ 41 6485 NM_001035 NP_001026 Q92736 RYR2_HUMAN ilarity).|4 X approximate rep 33 TGGCATCCCTTGG 0.502

- 2 770 NM_022469 NP_071914 Q9H772 GREM2_HUMAN 0 CCGAGTCGCTCAG 0.517

+ 6 770 .1_Intron|SDCCAG NM_006642 NP_006633 Q86SQ7 SDCG8_HUMAN 0 AAAGACCATTTTC 0.413

+ 11 2817 n_p.Q411*|KIF26B_ NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3 ACCATCCAGATTG 0.607

+ 1 276 NM_001001915 NP_001001915 Q8NGZ5 OR2G2_HUMANcellular (Potential). 0 ACCCATGAAAAC 0.522

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 TGGCCAGCCACAC 0.483 rs140989725

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 ATCCTGATGGGAC 0.488

- 13 1525 _p.S95F|PITRM1_uc001igu.1_Missense_Mutation_p.S5 E7ES23 E7ES23_HUMAN 1 CGGGGGACAGA 0.557

+ 8 1072 _p.D274N|AKR1C3 NM_003739 NP_003730 P42330 AK1C3_HUMAN 1 GCCATAGATGGCC 0.358



- 9 1472 ND7_uc001iml.2_R NM_152751 NP_689964 Q8N7W2 BEND7_HUMAN 2 TGTCCCTTTTCTT 0.557

- 3 340 e_Mutation_p.R10 NM_001029954 NP_001025125 Q49AH0 CDNF_HUMAN 0 ATTGGGCGAGTGA 0.438

+ 3 992 DC2_uc001iqh.1_I NM_032812 NP_116201 Q6UX71 PXDC2_HUMANcellular (Potential). 4 ATATCTCGAATATA 0.333

- 28 3287 BL_uc001iqk.2_Mi NM_006393 NP_006384 O76041 NEBL_HUMAN SH3. 2 TGTAATCGTACAT 0.502

+ 6 1989 e_Mutation_p.G37 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CTGCAGGATTATC 0.552

- 16 2397 qdt.1_Missense_M NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN ARM 5. 6 GCTGATCTGTTAG 0.428

+ 7 2588 _p.A624E|ZEB1_uc NM_030751 NP_110378 P37275 ZEB1_HUMAN 5 AGGTGGCATACAC 0.488

- 1 736 _p.G94R|GDF10_u NM_004962 NP_004953 P55107 BMP3B_HUMAN 2 CCCTCCCGGCCG 0.662

- 4 382 _p.R73Q|A1CF_uc0 NM_138932 NP_620310 Q9NQ94 A1CF_HUMAN RRM 1. 1 AGGTCTCGGGGA 0.393

- 25 3711 se_Mutation_p.R11 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN .|Extracellular (Potential). 13 GGACTCGAAGTAC 0.373

- 19 2776 CDH15_uc010qhw. NM_033056 NP_149045 Q96QU1 PCD15_HUMAN r (Potential).|Cadherin 7. 13 ACTGCTCCATCTG 0.423 rs146468805

- 40 12746 p.S750T|ANK3_uc NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 GCAAAACTTCTGG 0.328

- 1 235 NK3_uc001jkz.3_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 TGATTTCTAAATC 0.408

+ 10 2638 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 CTTTTCCTTCCCA 0.483

+ 2 1010 mx.3_Intron|CTNN NM_178011 NP_821079 Q86VH5 LRRT3_HUMANular (Potential).|LRR 4. 3 CAGTTTCGGGGCT 0.448

+ 6 1371 e_Mutation_p.P39 NM_032578 NP_115967 Q86TC9 MYPN_HUMAN action with CARP. 5 ATTCCTCCAGCAG 0.458

- 2 256 NM_020999 NP_066279 Q9Y4Z2 NGN3_HUMAN 0 GCGGACGTGGGG 0.716

+ 6 1031 SLC29A3_uc001jrt. NM_018344 NP_060814 Q9BZD2 S29A3_HUMAN ical; (Potential). 0 ACCCCGCCATCTG 0.562

+ 2 949 G3_uc001kcp.2_M NM_001010848 NP_001010848 P56975 NRG3_HUMAN Extracellular (Potential). 6 GTGATCGAAACCC 0.557

+ 7 1252 mk.1_Missense_M NM_033282 NP_150598 Q9UHM6 OPN4_HUMAN Name=7; (Potential). 1 AGGCCTCTGCAAT 0.602

+ 3 125 NM_019054 NP_061927 Q86V20 FA35A_HUMAN 4 GTGGAGGATCTCA 0.338

+ 20 2455_2456 NM_006204 NP_006195 P51160 PDE6C_HUMAN 4 GAATTACCTAAACT 0.277

- 4 620 xuv.2_Missense_Mu NM_020992 NP_066272 O00151 PDLI1_HUMAN 0 CCACCCCGCTGG 0.572

- 11 1822 _p.P478L|CRTAC1 NM_018058 NP_060528 Q9NQ79 CRAC1_HUMAN 5 GCCACGGGCTCC 0.607

+ 26 3678 NM_014978 NP_055793 Q9UPU3 SORC3_HUMAN lasmic (Potential). 10 AAAATCCCTTGGA 0.488

+ 7 447 u.1_RNA|PNLIPRP NM_005396 NP_005387 P54317 LIPR2_HUMAN 1 AACATTCGGGTTG 0.562

- 7 1375 orf46_uc010qst.1_ NM_153810 NP_722517 Q86Y37 CJ046_HUMAN 0 CTGAACCCACTCT 0.348

+ 10 1295 NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN SAC. 2 ATTAACTTGGTAG 0.338

+ 3 440 lw.2_Missense_Mu NM_001083909 NP_001077378 Q86SQ6 GP123_HUMAN cellular (Potential). 0 CCTCAGGATCTGA 0.657

- 13 1964 p.G652E|TRPM5_u NM_014555 NP_055370 Q9NZQ8 TRPM5_HUMAN ical; (Potential). 4 AAGGCTCCTAGCA 0.647

- 2 365 NM_001039165 NP_001034254 Q86SM8 MRGRE_HUMANcellular (Potential). 2 CCACATCCTCCTG 0.667

- 1 865 G2_uc001mak.1_In NM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3 AAATGAACTGCCA 0.473

- 1 911 G2_uc001mak.1_In NM_001005289 NP_001005289 Q8NGJ2 O52H1_HUMAN lasmic (Potential). 2 TGCTTGGTCTTCA 0.408

- 8 1224 5_uc001mbn.2_Int NM_033034 NP_149023 Q9C035 TRIM5_HUMAN B30.2/SPRY. 1 GTTTCGGAGAGCT 0.413

- 1 926 NM_001005173 NP_001005173 Q8NGH7 O52L1_HUMAN cellular (Potential). 2 GAACATGGACATG 0.502

+ 7 1852 _p.C430S|DNHD1_ NM_144666 NP_653267 Q96M86 DNHD1_HUMAN 2 GATCGGTGCTATG 0.552

- 12 2308 rcw.1_Missense_M NM_002645 NP_002636 O00443 P3C2A_HUMAN 10 GGATAGGAAAAAT 0.308

- 1 532 NM_147199 NP_671732 Q96LB2 MRGX1_HUMANName=3; (Potential). 3 AAGTAGGAAAACA 0.547

+ 7 810 qj.2_Missense_Mu NM_213599 NP_998764 Q75V66 ANO5_HUMAN lasmic (Potential). 4 CACACTCCTATAA 0.463

+ 18 2283 qj.2_Missense_Mu NM_213599 NP_998764 Q75V66 ANO5_HUMAN cellular (Potential). 4 CGATGGGAGCAGG 0.403

- 7 803 o.1_Missense_Mut NM_015957 NP_057041 Q96GX9 MTNB_HUMAN 0 AGCTGTGAAGGAT 0.313

- 2 412 1_5'Flank|C11orf74 NM_000536 NP_000527 P55895 RAG2_HUMAN 5 GTGGCTGGGTAGC 0.433

+ 7 843 2_uc001ndg.3_RN NM_000506 NP_000497 P00734 THRB_HUMAN Kringle 2. 3 CAGACGGGGATGA 0.632

- 12 1585 _p.L427F|FOLH1_u NM_004476 NP_004467 Q04609 FOLH1_HUMAN .|Extracellular (Probable). 3 CTTGAAGGAGTCT 0.368

- 1 899 NM_001005270 NP_001005270 Q96R67 OR4CC_HUMAN lasmic (Potential). 3 TTTCTCCAAAGCT 0.348

+ 1 272 NM_001004701 NP_001004701 Q8NGL9 OR4CG_HUMANcellular (Potential). 2 CTATCTCCTTCAG 0.448

+ 1 857 NM_001004735 NP_001004735 Q8NGL3 OR5DE_HUMAN Name=7; (Potential). 3 ACCCCATGCTGAA 0.428



- 1 547 NM_001004058 NP_001004058 Q8NH50 OR8K5_HUMANcellular (Potential). 4 GCAAAGGAACATC 0.353

+ 1 374_375 NM_001004745 NP_001004745 Q8NG75 OR5T1_HUMAN Name=3; (Potential). 3 AATGCTTTCTCTTG 0.411

- 6 940 SLS5_uc010rmq.1_ NM_054108 NP_473449 Q96KN8 HRSL5_HUMAN 1 CTCCTTCCATCAG 0.512

+ 3 540 DX5_uc001nzw.2_I NM_012094 NP_036226 P30044 PRDX5_HUMAN Thioredoxin. 1 CGAGCCCACAAG 0.577

- 5 1522 v.1_Missense_Mut NM_006795 NP_006786 Q9H4M9 EHD1_HUMAN 0 GTGCCCGAACGG 0.667

- 3 906 ce.1_Missense_Mu NM_138456 NP_612465 Q8N1L9 BATF2_HUMAN 1 AGGGTGAGGGC 0.612

+ 5 357 NM_001008778 NP_001008778 Q5MJ68 SPDYC_HUMANuired for CDK- binding (By s 0 TGCAAACGACATG 0.562

+ 15 2758 2_5'Flank|PCNXL3 NM_032223 NP_115599 Q9H6A9 PCX3_HUMAN ical; (Potential). 0 GGCCTCCTGCCCC 0.632

+ 4 696 AS4_uc010rpc.1_5' NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0 CGATTCCATGCTC 0.612

+ 10 1190 RD13D_uc001okg.1 NM_207354 NP_997237 Q6ZTN6 AN13D_HUMAN 1 ACACCGGGGTGA 0.687 rs144238691

- 6 1157 plice_Site_p.G323_ NM_004910 NP_004901 O00562 PITM1_HUMAN 3 CAGCCCCTGCCGG 0.632

+ 1 238 NM_003251 NP_003242 Q92748 THRSP_HUMAN 1 GACCATGGGCTGC 0.632

- 5 951 RS2_uc010rsq.1_5' NM_024678 NP_078954 Q96I59 SYNM_HUMAN 2 AGTTCTCCAGCTC 0.343

- 26 4517 NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN ular (Potential).|NHL 3. 4 CCTTACCCCTGGG 0.443

+ 11 1687 0rtq.1_Missense_M NM_001156474 NP_001149946 Q6ZN84 CCD81_HUMAN 1 CTGCGCTTAATGC 0.373

- 1 940 ww.1_RNA|PGR_u NM_000926 NP_000917 P06401 PRGR_HUMAN ulating, Pro-Rich. 4 TCCTGTCCCTGGC 0.637

+ 5 494 0*|C11orf70_uc001 NM_032930 NP_116319 Q9BRQ4 CK070_HUMAN 1 AAAATATGAAATAT 0.343

- 5 809 NM_002425 NP_002416 P09238 MMP10_HUMAN 4 ACTCACCGTAGAG 0.458

- 10 1316 NM_002426 NP_002417 P39900 MMP12_HUMAN mopexin-like 3. 0 CCGATTCCTTGGA 0.393

- 5 807 xg.1_Missense_Mu NM_001225 NP_001216 P49662 CASP4_HUMAN 4 TTCAGACTGAGGC 0.473

- 5 1697 p.R457Q|GUCY1A NM_000855 NP_000846 P33402 GCYA2_HUMAN 8 GCCCTCGGCCCA 0.463

+ 3 515 .R60Q|LAYN_uc00 NM_178834 NP_849156 Q6UX15 LAYN_HUMAN .|Extracellular (Potential). 0 CTTCTCGAAGACT 0.463

+ 14 2088 NM_001076682 NP_001070150 P13591 NCAM1_HUMAN tential).|Fibronectin type-III 1 GGCATTCCAAGTG 0.532

+ 5 917 os.1_Missense_Mu NM_006169 NP_006160 P40261 NNMT_HUMAN 1 GGGCCGGGAGG 0.542

+ 3 343 S4_uc010rxr.1_5'UT NM_019894 NP_063947 Q9NRS4 TMPS4_HUMAN lasmic (Potential). 2 GTCAAACCCCTGC 0.552

+ 19 2644 _p.G786E|GRIK4_u NM_014619 NP_055434 Q16099 GRIK4_HUMAN cellular (Potential). 3 GGAAGGAGGGA 0.567

+ 45 6228 _p.E896K|SORL1_ NM_003105 NP_003096 Q92673 SORL_HUMAN tential).|Fibronectin type-III 15 TTAAAGGAAAAGC 0.343

+ 1 597 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMAN Name=5; (Potential). 1 TTTAATGGTGTCT 0.502

- 1 71 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMAN cellular (Potential). 2 AAGAAGTGGCTCA 0.502

+ 2 268 NM_052959 NP_443191 Q96QZ0 PANX3_HUMANcellular (Potential). 0 CTGCTTCACCATA 0.562

- 2 1158 _p.M350I|KCNJ1_ NM_000220 NP_000211 P48048 IRK1_HUMAN asmic (By similarity). 4 TCTCTTCATCCTG 0.428

- 4 649 e_Mutation_p.R36W NM_003044 NP_003035 P48065 S6A12_HUMAN lasmic (Potential). 1 GGCCCCGATCCTT 0.577

+ 20 3060 _uc001qkn.2_Miss NM_199460 NP_955630 Q13936 CAC1C_HUMANS1 of repeat III; (Potential).|I 11 GCATTTCCCTGGC 0.582

- 1 348 NM_020996 NP_066276 P10767 FGF6_HUMAN 3 CGTCGGGGAGCA 0.632

+ 11 1959 NM_017417 NP_059113 Q9NY28 GALT8_HUMAN ectin.|Lumenal (Potential). 4 GTGTGGGAAATCC 0.512

- 17 2517 WF_uc010set.1_Int NM_000552 NP_000543 P04275 VWF_HUMAN 12 ACAGGGGACTGC 0.557

+ 6 783 sl.2_Missense_Mut NM_201442 NP_958850 P09871 C1S_HUMAN CUB 1. 1 TATGGGGAGATCC 0.483

- 10 1897 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0 CTACGGGCAGAC 0.517

+ 1 143 NM_001007033 NP_001007034 Q6EIG7 CLC6A_HUMAN lasmic (Potential). 1 CTCAAAGTACAGG 0.458

+ 2 98 D1_uc009zhh.2_5' NM_001114396 NP_001107868 Q13241 KLRD1_HUMAN 0 CTTTCAGATTCTT 0.328

- 1 298 NM_023919 NP_076408 Q9NYW3 TA2R7_HUMAN cellular (Potential). 1 TCATTTCTTTACC 0.358

- 3 700 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN G-[PQS]-P-[PS]-Q-[GE]-G-N 1 CCGGACGAGGTG 0.622 rs113884749

- 3 1119 NM_006248 NP_006239 0 TGGAGGAGATCG 0.612

- 10 1545 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0 AAGGATCCTTCTT 0.448

- 3 279 rdr.2_Missense_M NM_024730 NP_079006 Q9H628 RERGL_HUMAN all GTPase-like. 0 CAATGAATCGCTT 0.333

- 3 277 rdr.2_Missense_M NM_024730 NP_079006 Q9H628 RERGL_HUMAN all GTPase-like. 0 ATGAATCGCTTAG 0.338 rs138852095

+ 27 3807 se_Mutation_p.E12 NM_004570 NP_004561 O75747 P3C2G_HUMAN PX. 21 AACAACGAAACAA 0.418



+ 29 4063 se_Mutation_p.S1 NM_004570 NP_004561 O75747 P3C2G_HUMAN 21 AAGAATCATCACC 0.284

+ 27 3157 ria.2_Missense_M NM_003622 NP_003613 Q86W92 LIPB1_HUMAN 5 TTTGTCCAATGGA 0.383

+ 14 1765 mn.1_Missense_Mu NM_001843 NP_001834 Q12860 CNTN1_HUMAN-like C2-type 6. 9 TTAACAAAGAGAA 0.393

- 25 3619 _p.P325T|ADAMTS NM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 8. 19 CACAAGGGGTAAA 0.373

- 10 941 _p.C228F|SLC38A NM_030674 NP_109599 Q9H2H9 S38A1_HUMAN ical; (Potential). 5 ACCATACAGCTCA 0.269

+ 4 1828 rpq.2_Missense_M NM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5 ATGCAGGTTTCTT 0.527

- 34 2465 OL2A1_uc001rqv.2 NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 TGGGCCCAGCGA 0.627

- 10 1541 NM_003482 NP_003473 O14686 MLL2_HUMAN s of S/P-P-P-E/P-E/A.|Pro-ri 41 TCCAGTGGAGAAA 0.622

- 11 1140 001rxh.1_Missense NM_000617 NP_000608 P49281 NRAM2_HUMANcellular (Potential). 1 GAGTTATCTTTAG 0.408

- 5 900 sns.1_Nonsense_M NM_001146225 NP_001139697 Q14CN4 K2C72_HUMAN inker 12.|Rod. 6 GGGACTGGATCTG 0.572

- 1 194 _p.S59A|KRT8_uc NM_002273 NP_002264 P05787 K2C8_HUMANHead.|Ser-rich. 2 GCGGGAACCGGG 0.662

+ 7 915 _p.Y237H|EIF4B_u NM_001417 NP_001408 P23588 IF4B_HUMAN g-rich.|Asp-rich. 2 gggatgggtatcgggat 0.388

+ 3 738 eq.2_Missense_Mu NM_006897 NP_008828 P31274 HXC9_HUMAN Homeobox. 3 TCTCTTCAATATGT 0.537

+ 8 781 G173C|DGKA_uc00 NM_001345 NP_001336 P23743 DGKA_HUMAN nd 2.|2 (Probable). 4 GGCAGTGGCTCTG 0.547

- 10 1105 NM_173595 NP_775866 Q8NB46 ANR52_HUMAN ANK 11. 2 TGTTCCCAAATTT 0.577

- 22 2521 _p.R598*|MYO1A_ NM_005379 NP_005370 Q9UBC5 MYO1A_HUMAN IQ 3. 7 CTTTCGGGCCTG 0.443 rs147166068

- 10 1123 _p.R132C|MYO1A_ NM_005379 NP_005370 Q9UBC5 MYO1A_HUMANyosin head-like. 7 CATCACGGATGCC 0.527

+ 6 1248 .2_RNA|SLC26A10 NM_133489 NP_597996 Q8NG04 S2610_HUMAN 2 TCCAACCAGGTGG 0.537

- 10 1585 1svf.2_Missense_M NM_032735 NP_116124 Q8N1M1 BEST3_HUMAN lasmic (Potential). 0 AAGCAGGATTTCT 0.592

+ 2 949 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANcellular (Potential). 3 CCAGTGGAAACTT 0.403

- 3 263 1tan.2_Missense_M NM_152589 NP_689802 Q8NA57 CL050_HUMAN 3 TTTCGAGGTTTGC 0.378

- 3 1553 az.2_Missense_Mu NM_001946 NP_001937 Q16828 DUS6_HUMAN -protein phosphatase. 0 TGTGCTGGAACC 0.507

- 4 698 CN_uc001tbr.2_Int NM_133503 NP_598010 P07585 PGS2_HUMAN LRR 6. 4 AGGAGAGCTTCTT 0.398

- 9 926 NM_003566 NP_003557 Q15075 EEA1_HUMAN Potential. 3 CATCTTCTATACC 0.333

- 2 532 e_Mutation_p.S28F NM_021229 NP_067052 Q9HB63 NET4_HUMAN 2 CAGCGGGAACTCA 0.512

- 13 2732 tgk.2_Missense_M NM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN 0 GGTGTTCTTTCAG 0.423

+ 1 399 9ztx.2_Missense_M NM_139319 NP_647480 Q8NDX2 VGLU3_HUMAN lasmic (Potential). 3 GATTCTTTGGGAAT 0.383

- 13 2187 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2 CTTTGGGAATATC 0.423

+ 5 1429 e_Mutation_p.G229 NM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN 3 TCAGATGGAAGTG 0.458

+ 2 702 NM_004416 NP_004407 Q86Y01 DTX1_HUMAN WWE 2. 4 CTACGATATGGAC 0.622

- 2 854 NM_022363 NP_071758 Q9H2C1 LHX5_HUMANM zinc-binding 2. 0 TACACACCATGCA 0.582

- 5 1857 u.1_Missense_Mut NM_016569 NP_057653 O15119 TBX3_HUMAN ox; second part. 3 GCAAAAGGGTTGT 0.353

- 1 1020 n_p.P19L|TBX3_uc NM_016569 NP_057653 O15119 TBX3_HUMAN 3 AGGAACGGATGGT 0.687

+ 16 2059 uij.1_Missense_Mu NM_004764 NP_004755 Q96J94 PIWL1_HUMAN ng (By similarity).|Piwi. 2 ATGACCCGGTGAG 0.507

- 3 636 C4L_uc001ujz.1_5'F NM_175066 NP_778236 Q8N8A6 DDX51_HUMAN 2 GTCCTCGATAGGA 0.587

- 9 1152 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1 CTTACGGAATTTT 0.308

+ 1 876 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 CAGTGGGGGCAC 0.512

+ 1 1965 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 AGGAGAGGACAG 0.542

+ 4 840 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 TGAGCTCCCTTTC 0.408

+ 35 5165 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 TTGAAAGAATCTG 0.383

+ 11 1345 DS5B_uc010abg.2_ NM_015032 NP_055847 Q9NTI5 PDS5B_HUMAN HEAT. 4 GAGAGAGAACATT 0.249

- 11 1823 uwz.2_Missense_M NM_025138 NP_079414 Q86XN7 CM023_HUMAN Pro-rich. 5 TGCCCTGGGAACA 0.512

- 9 2102 p.H553Y|ELF1_uc0 NM_172373 NP_758961 P32519 ELF1_HUMAN 1 TCAAATGATCTTC 0.418

- 7 2226 7B_uc010tgu.1_Mi NM_000053 NP_000044 P35670 ATP7B_HUMAN cellular (Potential). 3 AGTCCTGGAATG 0.483

- 2 1673 RK6_uc010afe.1_I NM_032229 NP_115605 Q9H5Y7 SLIK6_HUMAN ular (Potential).|LRR 7. 3 AACGATCCTTCTT 0.343

- 31 4066 p.S107L|ABCC4_u NM_005845 NP_005836 O15439 MRP4_HUMAN 4 AGGTCGAGGGCT 0.383

- 12 1430 OCK9_uc010tis.1_ NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1 GCTTCGGATACTG 0.532



- 11 1143 RS2_uc010tjm.1_R NM_024537 NP_078813 Q9HA77 SYCM_HUMAN 0 AGCCCCAGGAGC 0.637

+ 1 305 NM_002929 NP_002920 Q15835 RK_HUMAN GS.|N-terminal. 2 AGCAGCCCATCGG 0.582

+ 1 423 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMAN Name=4; (Potential). 1 AGCCTGCTATGC 0.517

- 2 908 akj.2_Nonsense_M NM_012244 NP_036376 Q9UHI5 LAT2_HUMAN 1 TTTGGCGAGACAA 0.547 rs142012722

+ 2 129 S4L1_uc010tnu.1_ NM_001082488 NP_001075957 P0CG22 DR4L1_HUMAN 0 CTCACAGGATCGG 0.418

+ 9 4699 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3 CCAAAGGATGTGC 0.607

- 3 291 NM_001911 NP_001902 P08311 CATG_HUMAN Peptidase S1. 2 TGCTGGGTGTTTT 0.532 rs34281853

+ 10 1156 _p.P220S|SRP54_u NM_003136 NP_003127 P61011 SRP54_HUMAN G-domain. 1 AAAAGTCCGATTA 0.373

+ 10 1867 CM_uc010anf.2_M NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN case C-terminal. 7 ATCCTTTCTGAAG 0.398

- 2 396 yv.2_5'UTR|PYGL_ NM_002863 NP_002854 P06737 PYGL_HUMAN 1 ATGTAAAATTCCA 0.403

- 6 1007 O34_uc001xbv.2_ NM_199047 NP_950248 Q6SJ96 TBPL2_HUMAN 0 ACAATTCGTGGTT 0.333

- 4 352 B_uc010tsm.1_Intr NM_198686 NP_941959 P59190 RAB15_HUMAN 1 CGCTGCTAATGTC 0.537

+ 10 1118_1119_p.R342L|GALNTL NM_020692 NP_065743 Q8N428 GLTL1_HUMAN main B.|Lumenal (Potential 2 CAGCCGGGTGGG 0.525

+ 16 4819 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN 4 AAACCCGAAGGAA 0.393

- 10 2469 _p.S195F|ZFYVE1 NM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN FYVE-type 1. 1 TTAAAGGACGTCG 0.527

+ 6 347 p.D105N|C14orf17 NM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0 ATTCCGGATCTGG 0.483

+ 1 1486 1_5'Flank|TMED8_ NM_001010860 NP_001010860 Q9P1V8 SAM15_HUMAN 0 TACTCAGATCCCT 0.398 rs151304084

- 6 739 vo.3_Missense_Mu NM_005065 NP_005056 Q9UBV2 SE1L1_HUMAN with ERLEC1, OS9 and SY 1 GATACCGATATGC 0.348

- 15 2023 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 TCTCCTCCTGGAG 0.632

- 28 5808 v.2_Missense_Mut NM_030621 NP_085124 Q9UPY3 DICER_HUMAN DRBM. 5 CCTTCCCGTCGTA 0.428

+ 7 858 gg.3_Missense_Mu NM_001099402 NP_001092872 O75909 CCNK_HUMAN 0 ATGTCCCGGTCGA 0.473

+ 25 2699 on.3_Missense_Mu NM_153046 NP_694591 Q8NDG6 TDRD9_HUMAN 3 CATCAGACAGGTC 0.358

+ 18 2838 F2_uc001ypc.2_No NM_022489 NP_071934 Q27J81 INF2_HUMAN Potential.|FH2. 0 CTGTGTGAGGACG 0.657

+ 24 2896 p.E959G|CYFIP1_ NM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9 TCATGGAGGAGCT 0.572

- 81 12620 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 17. 13 AGTCCCCGTCCCC 0.627

+ 2 1093 NM_015995 NP_057079 Q9Y2Y9 KLF13_HUMAN 0 TTCCACCCGGGAA 0.701

+ 35 5006 r.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN eats.|Cytoplasmic (By simil 10 CGGACGAGTCCA 0.567

- 10 1645 nse_Mutation_p.P4 NM_133647 NP_598408 Q9UHW9 S12A6_HUMAN ical; (Potential). 7 ACAGAGGGAAAGA 0.438

- 2 368 uc001zit.1_5'Flank NM_020660 NP_065711 Q9UKL4 CXD2_HUMAN lasmic (Potential). 0 CCTATGGACTCAG 0.557

- 3 503 1zkd.3_Missense_ NM_005739 NP_005730 O95267 GRP1_HUMAN ansforming activity (By sim 2 GATATAGGGTGAT 0.393

+ 4 2402 NM_020857 NP_065908 Q9P253 VPS18_HUMAN Clathrin. 3 CTGGGGCCAGCC 0.637

+ 2 225 _p.P62Q|JMJD7-PL NM_005090 NP_005081 P0C869 PA24B_HUMAN 1 ACTGGCCGGCCC 0.622

- 13 2151 _p.Y372N|TGM5_u NM_201631 NP_963925 O43548 TGM5_HUMAN 1 CTACATAAACATT 0.433

- 11 1216 zwh.3_5'Flank|MYE NM_016132 NP_057216 Q9P2K5 MYEF2_HUMAN Gly-rich. 3 CATTCCCATACCT 0.289

- 8 1114 ew.1_Missense_M NM_017672 NP_060142 Q96QT4 TRPM7_HUMAN lasmic (Potential). 10 CCACAGGGACAC 0.408

- 30 7625 fy.1_Missense_Mut NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9 GACAAAGGAAGAA 0.219

+ 1 617 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 AAAAATCCTGGGG 0.438

+ 1 2500 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 AGATTTCGGACA 0.438

- 27 5153 api.2_Missense_M NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4 AAGGGGCCAGAA 0.403

+ 10 1545 se_Mutation_p.R47 NM_024505 NP_078781 Q96PH1 NOX5_HUMAN smic (Potential).|C-terminal 2 CACATTCGGTCCC 0.567

- 11 1020_1021p.R333C|GRAMD2 NM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0 AATACGGAACGC 0.475 rs144563180

- 14 1441 RA6_uc002axl.2_N NM_022369 NP_071764 Q9BX79 STRA6_HUMANcellular (Potential). 1 CTCATCCAACAG 0.622

- 3 636 x.2_RNA|MESDC2_ NM_015154 NP_055969 Q14696 MESD_HUMAN omain (By similarity). 0 TACACCTGGCCC 0.493

+ 3 1246 e_Mutation_p.P37 NM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2 ATTATTCCTGCAG 0.358

+ 11 1414 p.S397N|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN 27 AATGCAGCATGGA 0.418

+ 15 1875 _p.K551E|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN 27 TGGCTGAAACAAG 0.388

+ 15 1691 LC28A1_uc010upf NM_004213 NP_004204 O00337 S28A1_HUMAN 3 CTGAACGAGTTTG 0.597



+ 22 4215 _p.S998F|BLM_uc0 NM_000057 NP_000048 P54132 BLM_HUMAN 6 CGAAATCCTCCAG 0.398

+ 6 1404 2B_uc010uqv.1_M NM_014848 NP_055663 Q7L1I2 SV2B_HUMAN lasmic (Potential). 8 AGGTTTCCAACAT 0.368

+ 2 579 _p.E177K|IGF1R_u NM_000875 NP_000866 P08069 IGF1R_HUMAN 8 CCAAAGGAATGTG 0.522

+ 7 938 uwc.1_Missense_M NM_015944 NP_057028 Q9Y303 NAGA_HUMAN 4 CGGATCGCCCACC 0.672

- 2 756 NM_000243 NP_000234 O15553 MEFV_HUMAN 6 CTAGGTCGCATCT 0.617

- 4 931 NM_152457 NP_689670 Q96LX8 ZN597_HUMAN C2H2-type 4. 0 CCACATAAAACCT 0.443

+ 3 355 NAT15_uc010uxc.1 NM_001083601 NP_001077070 Q9H7X0 NAT15_HUMAN cetyltransferase. 0 CCCATCGAGTAAG 0.657

- 31 7354 vw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN 127 GGGGTGGGGGG 0.647

- 7 1237 NM_003223 NP_003214 Q01664 TFAP4_HUMAN 1 TCCTCCCGGCTC 0.706

- 13 4425 D1293N|GRIN2A_u NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TGTTATCGTAGGA 0.527

- 3 553 b.3_Intron|CPPED1 NM_018340 NP_060810 Q9BRF8 CPPED_HUMAN 0 AGTCATCTCCCCA 0.607

+ 14 2028 p.P633Q|TMC7_uc NM_024847 NP_079123 Q7Z402 TMC7_HUMAN cellular (Potential). 3 GTGGGCCGTTCA 0.607

- 43 6364 NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 3 (By similarity). 18 GTCGTCGATCCAG 0.517

- 5 1511_1512_p.R165*|ZKSCAN NM_001012981 NP_001012999 Q63HK3 ZKSC2_HUMAN 4 ATTTCGGGGACA 0.455

+ 3 735 P223S|JMJD5_uc0 NM_024773 NP_079049 Q8N371 KDM8_HUMAN 3 ACAGTCCCCCGGC 0.512

+ 3 286 _p.W18*|IL21R_uc NM_181078 NP_851564 Q9HBE5 IL21R_HUMAN 4 AGGCTGGGGCTG 0.632

+ 19 2925 Mutation_p.N914S NM_173201 NP_775293 O14983 AT2A1_HUMAN ame=8; (By similarity). 4 ACTGAACAGGTG 0.632

+ 6 722 uc002dsc.2_Intron NM_014387 NP_055202 O43561 LAT_HUMAN lasmic (Potential). 0 AGGCTGGGTGG 0.607

+ 13 1623 e_Mutation_p.P400 NM_002209 NP_002200 P20701 ITAL_HUMAN Extracellular (Potential). 10 GGTGCCCCACTG 0.597

- 11 1636 vfg.1_Missense_Mu NM_173502 NP_775773 Q5K4E3 POLS2_HUMAN eptidase S1 2. 1 CTGATTCCAGCCA 0.567

+ 7 716 ap.1_Missense_Mu NM_005353 NP_005344 Q13349 ITAD_HUMAN ular (Potential).|VWFA. 1 CTGAAAGGCCTGA 0.597

+ 16 1888 cap.1_Splice_Site_ NM_005353 NP_005344 Q13349 ITAD_HUMAN 1 CCCTCAGGAGTCT 0.632

- 9 1226 eep.2_Missense_M NM_005880 NP_005871 O60884 DNJA2_HUMAN 1 TGTTAGGAACTTC 0.403

+ 4 1903 c010cbm.1_Missen NM_022162 NP_071445 Q9HC29 NOD2_HUMAN NACHT. 4 CCCCTGGAATTC 0.567

+ 4 2179 ha.1_Missense_Mu NM_025134 NP_079410 Q3L8U1 CHD9_HUMAN 7 CTTTACCTGGTGA 0.308

- 9 1162 m.1_Missense_Mu NM_002080 NP_002071 P00505 AATM_HUMAN 2 TGATGCGGTCAGC 0.488

- 5 965 eoh.2_Missense_M NM_001796 NP_001787 P55286 CADH8_HUMAN r (Potential).|Cadherin 2. 9 TACTCCTCCTTGG 0.448

+ 11 1843 NM_001795 NP_001786 P33151 CADH5_HUMAN |Extracellular (Potential). 6 GGGATGCCAAGTC 0.592

- 1 528 0vjt.1_Missense_M NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 CCTTTCCTCGGAA 0.746

- 84 14757 DIN_uc010cfy.2_R NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 CAAACTGGGAGGG 0.622

- 56 9492 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 TTGCATGGAAGAA 0.468

- 25 3961 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 GTTTTTCTTAGTT 0.463

- 18 3148 _p.S498F|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN 18 AATGAGGAATTGA 0.388

+ 2 406 Mutation_p.R63K|BC NM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0 CCATCAGAGACGG 0.358

+ 7 1865 ense_Mutation_p.D NM_013370 NP_037502 Q9UJX0 OSGI1_HUMAN 0 GGCTGACTTTGCA 0.647

+ 5 764 RC50_uc010chi.1_R NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN LRR 4. 0 TGCCTCCCAGTCC 0.388

- 16 2404_2405 sf.1_Missense_Mu NM_014389 NP_055204 Q8IZL8 PELP1_HUMAN Pro-rich. 2 CTCAGGGCCAGG 0.629

- 8 1232 ER1_uc010vur.1_M NM_002616 NP_002607 O15534 PER1_HUMAN 9 GTGCAGGGGCCC 0.642

- 6 864 NM_001128076 NP_001121548 A6NLX3 SPDE4_HUMAN 0 CGGGCCCACACC 0.592

- 36 5338_5339 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 ATCTCTCCCTGGA 0.446

- 3 304 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 CAGCTTCGGTCTT 0.458

+ 51 10107 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20 ATCTCCCTTGCCA 0.502

+ 4 506 0vvi.1_Missense_ NM_003010 NP_003001 P45985 MP2K4_HUMANProtein kinase p.?(1) 58 AACTTCTTATGGA 0.353

+ 13 1118 _uc002gsj.1_3'UTR NM_001388 NP_001379 P55039 DRG2_HUMAN 1 ATGGAGCATGAGG 0.662

+ 1 50 NM_002986 NP_002977 P51671 CCL11_HUMAN 0 TATAAAAGGCAGG 0.557

- 4 1148 _p.F283L|HNF1B_ NM_000458 NP_000449 P35680 HNF1B_HUMANeobox; HNF1-type. 3 TTGCCGGAATGCC 0.622

+ 5 913 F2_uc002hui.1_Mis NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3 GGACCTCCTGCTC 0.607



- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -C-[GIKRQVHEL]- [SPTR]-[ 0 GGACGCAGGcagc 0.323 rs141357429

- 4 859 wfr.1_Missense_Mu NM_153490 NP_705694 P13646 K1C13_HUMAN inker 12.|Rod. 5 GCCTGGGGTGG 0.577

- 2 157 NM_024320 NP_077296 Q9BU68 PR15L_HUMAN 1 TTTTCCGGAGGAA 0.567

- 7 1743 x.3_Missense_Mut NM_020178 NP_064563 Q9NS85 CAH10_HUMAN 2 TGTTCATTATGAT 0.393

+ 11 1346 Missense_Mutation_ NM_030938 NP_112200 Q96GC9 VMP1_HUMAN lasmic (Potential). 0 GCACACCACAGG 0.488

+ 16 2355 E_uc010wpj.1_Mis NM_000789 NP_000780 P12821 ACE_HUMAN Potential).|Peptidase M2 2. 4 CGTCCCGGAAATA 0.532

+ 9 2140 wpm.1_Missense_M NM_030779 NP_110406 Q9H252 KCNH6_HUMANytoplasmic (Potential). 1 TCCAGCGGGCAG 0.607

- 32 4606 se_Mutation_p.A23 NM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN ntial).|ABC transporter 2. 4 TACCAGCTCCATT 0.358

- 2 617 _p.A157V|CDC42E NM_012121 NP_036253 Q9H3Q1 BORG4_HUMAN 0 GTGCCCGCCTCC 0.662

- 4 378 r.2_Missense_Muta NM_015654 NP_056469 Q9BTE0 NAT9_HUMAN cetyltransferase. 0 CCAAGGTGAGGT 0.592

- 5 628 1_Missense_Muta NM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4 GAACTCCGGGCAT 0.637

+ 3 1396 .F208L|TGIF1_uc0 NM_170695 NP_733796 Q15583 TGIF1_HUMAN 1 AAAAACTTCACAG 0.488

+ 3 844 NM_153000 NP_694545 Q8J025 APCD1_HUMANcellular (Potential). 0 AAGCTCGGCCAG 0.667

+ 5 2973 _p.S807F|ZNF532 NM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2 ACAAATCTCCCTA 0.512

- 1 628 NM_005912 NP_005903 P32245 MC4R_HUMAN lasmic (Potential). 1 TTCTTGGCTATTG 0.453

+ 9 1243 _p.E234K|SERPIN NM_001143818 NP_001137290 P05120 PAI2_HUMAN 2 GAAGATGAAGTTG 0.368

+ 2 628 NM_012283 NP_036415 Q9UJ96 KCNG2_HUMAN 0 CAGGGCGAGTGC 0.701

+ 5 658 nse_Mutation_p.S1 NM_024100 NP_077005 Q9BV38 WDR18_HUMAN WD 4. 1 TGCTCTCCGTCC 0.652

+ 8 1867 NM_177401 NP_796375 Q504T8 MIDN_HUMAN 0 AGGACTCCGTGTG 0.682

+ 2 1084 2_Intron|SCAMP4_ NM_138422 NP_612431 Q96EY9 ADAT3_HUMAN 2 CTGTACGTGACCC 0.731

- 10 1606 NM_005934 NP_005925 Q03111 ENL_HUMAN 1 TCAGGCTTGCTGC 0.667

- 5 877 xjg.1_Missense_M NM_005490 NP_005481 Q9BRG2 SH23A_HUMAN 2 GTCGGGGGACGT 0.667

- 4 665_666 D320_uc002mjl.1_M NM_016579 NP_057663 Q9NPF0 CD320_HUMAN cellular (Potential). 0 AGGGGGCCCCAT 0.609

- 5 34481 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCACCAGAAGAAA 0.458

- 3 26315 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 AGGGAGGAAGTTG 0.493

- 3 24798 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 GATCATCATTTCT 0.483

- 3 23674 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CTAGCTCTGTCTG 0.547

- 1 8465 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 GTAGTTCCCGCAG 0.493

- 1 575 NM_001005191 NP_001005191 Q8NG98 OR7D4_HUMANcellular (Potential). 4 AGGAGGGTGTTAG 0.502

- 4 595 YK2_uc002mod.2_ NM_003331 NP_003322 P29597 TYK2_HUMAN FERM. 9 CAAAGAGATTGAA 0.527

- 4 719 _p.M127I|CCDC15 NM_145045 NP_659482 A5D8V7 CC151_HUMAN Potential. 1 CTCCGCCATCTCC 0.667

- 4 814 n_p.P48S|ZNF823_ NM_001080493 NP_001073962 P16415 ZN823_HUMAN C2H2-type 3. 2 AAAAAGGAAAGG 0.413

- 20 3624 mwy.3_Missense_M NM_001127221 NP_001120693 O00555 CAC1A_HUMAN lasmic (Potential). 2 GGTTCCCCGGGT 0.652

- 14 2065 mwy.3_Missense_ NM_001127221 NP_001120693 O00555 CAC1A_HUMANasmic (Potential).|II. 2 TTCATGGAGTTGA 0.577

+ 1 705 NM_001004713 NP_001004713 O60431 OR1I1_HUMAN lasmic (Potential). 3 CAAGTGGAAAGC 0.537

+ 7 874 F3_uc010xom.1_M NM_000896 NP_000887 Q08477 CP4F3_HUMAN 3 AGCGGCGCCGCA 0.572

+ 1 97 NM_013938 NP_039226 O60404 O10H3_HUMAN Name=1; (Potential). 0 CTGTACCTCCTGA 0.498

- 3 117 9orf42_uc002neo.1 NM_024104 NP_077009 Q9BQ49 CS042_HUMAN cellular (Potential). 0 TCTTTTTCCTACA 0.502

- 13 1527 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 GCACTGGCTGGG 0.592

- 4 589_590 ense_Mutation_p.S NM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1 CCAAGGGAACCT 0.683

- 1 159 _5'Flank|uc002ngm NM_004335 NP_004326 Q10589 BST2_HUMAN cellular (Potential). 3 GGCCTCGCTGTTG 0.562

+ 2 465 n_p.S190L|ZNF493 NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN C2H2-type 2. 1 GCAAATCATTTTG 0.299

+ 2 903 _p.P336L|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN type 7; degenerate. 1 CAACCCCTACTAA 0.348 rs142651314

+ 2 260 257_uc010ecy.2_5 NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN KRAB. 0 TATAGGGATGTGA 0.403

- 3 1051 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN C2H2-type 3. 0 TGAATTATCTTATG 0.363

+ 4 1759 xrk.1_Missense_Mu NM_203282 NP_975011 O75437 ZN254_HUMAN 0 ATACTGAAGAGAA 0.353

+ 4 1782 xrk.1_Missense_Mu NM_203282 NP_975011 O75437 ZN254_HUMANC2H2-type 13. 0 TGTGAAAAATGTG 0.358



- 11 1248 C123_uc010edg.2_ NM_032816 NP_116205 Q96ST8 CEP89_HUMAN Potential. 0 CCTTGAGGGTGG 0.383

- 1 307_308 ad.1_Missense_Mu NM_198538 NP_940940 Q6UWP8 SBSN_HUMAN a/Gly/His-rich. 1 CTTGCCGGTGTG 0.554

+ 3 449 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11 CGCCCCGAGGTC 0.527

+ 3 1484 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Pro-rich. 11 CTCCTCCCACTCC 0.672

- 5 676 uc002oev.1_Intron NM_206894 NP_996777 Q6PG37 ZN790_HUMAN 2 TGTTGAGTATGAT 0.353

- 6 854 ogx.1_Missense_M NM_014898 NP_055713 Q9Y2G7 ZFP30_HUMAN 0 TCAAGTCCACAGC 0.358

+ 13 1556 iu.2_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN Cytoplasmic. 12 CAGAGCCTCTTCC 0.701

- 13 1058 oiy.1_Missense_M NM_007181 NP_009112 Q92918 M4K1_HUMAN 8 CTGATCCGCCGAG 0.607

- 4 461 NM_001828 NP_001819 Q05315 LPPL_HUMAN Galectin. 0 AGATATCTCTCCA 0.418

- 7 2178 e_Mutation_p.P498 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANKL]-[LIVMAP]- [AQKHRPE]; 2 CCTCAGGGAGTTT 0.577

- 4 541 CK4_uc002oos.2_M NM_024876 NP_079152 Q96D53 ADCK4_HUMAN 0 CGTTCTCGAGAGC 0.592

+ 3 706 NM_002483 NP_002474 P40199 CEAM6_HUMAN-like C2-type p.P186P(1) 1 GCCTCCCGGTCAG 0.527

- 11 1478 _p.W53*|GRIK5_u NM_002088 NP_002079 Q16478 GRIK5_HUMAN cellular (Potential). 0 CCCGTCCAGGAG 0.697

- 5 1040 2ozb.3_Missense_M NM_004234 NP_004225 Q14590 ZN235_HUMAN 3 CAGTACGAACACT 0.438 rs144837895

+ 3 368 e_Mutation_p.P115 NM_015710 NP_056525 Q9NZM5 GSCR2_HUMAN 1 AGAAACCCCTTCG 0.527

- 4 257 Mutation_p.R75L|SP NM_000979 NP_000970 Q07020 RL18_HUMAN 0 TTTTCCCGGCCAG 0.582

- 2 492 se_Mutation_p.D28 NM_053003 NP_443729 Q96PQ1 SIG12_HUMAN 2.|Extracellular (Potential). 5 GTAGGTCCTGGGA 0.587

+ 4 2668 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 23. 0 CATAAGGCAATTC 0.383

+ 4 2891 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0 CCTTCCGTCACAA 0.363 rs150688663

- 11 1685 A6_uc002qel.1_Mi NM_006864 NP_006855 O75022 LIRB3_HUMAN lasmic (Potential). 3 TCCACCCTGTCCT 0.423

+ 4 931 qgr.2_Missense_M NM_006847 NP_006838 Q8NHJ6 LIRB4_HUMAN 2.|Extracellular (Potential). 3 GCACGGGGGGA 0.607

+ 5 727 10esf.2_Missense_ NM_013289 NP_037421 P43629 KI3L1_HUMAN cellular (Potential). 5 CCATATGAGAAAC 0.552

- 2 1670 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7 ACAAACCAATGAA 0.338

- 1 610 2qnt.2_Missense_ NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN SCAN box. 12 AGAGCTCGATGAT 0.537

- 5 1533 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 8. 2 GGATTTTTTTATG 0.383

+ 3 702 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN 1 ATATGTCACATGA 0.403

- 3 1016 _p.C230G|ZNF417_ NM_152475 NP_689688 Q8TAU3 ZN417_HUMAN C2H2-type 3. 0 TCCCACACTCTCC 0.433

- 4 2172 NF418_uc010yho.1 NM_133460 NP_597717 Q8TF45 ZN418_HUMANC2H2-type 15. 0 GCAAAGGATTTCC 0.433

+ 5 1285 nse_Mutation_p.H3 NM_003436 NP_003427 B4DHH9 B4DHH9_HUMAN 1 GAGTGCCATGAGT 0.542

- 17 2414 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8 GTCGGTGGGGGT 0.652

- 14 2761 se_Mutation_p.S64 NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6 TCAAACGAGGTCT 0.483

- 10 1760_1761Mutation_p.311_312 NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6 CTTTTCCATGAGT 0.475

+ 3 896 c.1_Missense_Mut NM_003597 NP_003588 O14901 KLF11_HUMAN 2 TCACTGACAAAGG 0.527

- 51 6853 AS_uc010exl.1_Mi NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 ACTGCCGTGATTT 0.418 rs144615326

+ 3 557 uc002rvb.2_Intron NM_012249 NP_036381 P17081 RHOQ_HUMAN 2 TACCCAATGACCG 0.393

- 40 4636 ense_Mutation_p.S NM_014614 NP_055429 Q14997 PSME4_HUMAN 5 TGAGGCGATATGG 0.383

- 3 257 se_Mutation_p.P66 NM_144709 NP_653310 Q3MIT2 PUS10_HUMAN Potential. p.P66R(1) 4 GGAGGTGGGTTC 0.353

+ 5 541 NM_019617 NP_062563 Q9NS71 GKN1_HUMAN BRICHOS. 1 GGGATTCCAACAT 0.507

+ 3 563 se_Mutation_p.G49 NM_001298 NP_001289 Q16281 CNGA3_HUMAN 6 AGCCGGGGATCG 0.587

- 7 1415 NM_207362 NP_997245 Q6NV74 CB055_HUMAN Pro-rich. 0 GGCGCCTCCCCA 0.756

- 10 1873_1874_p.A596V|TBC1D8 NM_001102426 NP_001095896 O95759 TBCD8_HUMANRab-GAP TBC. 3 CGGTGGGCATAG 0.569

+ 21 5084 e_Mutation_p.H85 NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 GCAGATCACTTAA 0.453

+ 9 1823 0fjj.2_Missense_Mu NM_021815 NP_068587 Q9GZV3 SC5A7_HUMAN lasmic (Potential). 4 TTGATGCTGTTGT 0.358

+ 24 2608 NM_001029996 NP_001025167 Q4G0U5 PCDP1_HUMAN 0 AAAGTGGAATTCC 0.383

+ 2 525 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN |Extracellular (Potential). 10 CTCACAGCCCAG 0.478

+ 12 2217 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN ential).|Fibrinogen C-termin 10 CTCTCCAGGTGTA 0.532

- 2 585 NM_004807 NP_004798 O60243 H6ST1_HUMANmenal (Potential). 1 TCTCGTAGCAGG 0.622



+ 6 562 NM_033416 NP_219484 Q96G21 IMP4_HUMAN Brix. 2 GGAGGCCAAGCC 0.642

- 1 1002 NR_002826 0 GGACGGGGCCA 0.577 rs112041013

- 14 3070 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 ATGGCAGGCCTTG 0.632

+ 2 175 j.1_RNA|THSD7B_ NM_001080427 NP_001073896 7 CCAAAGGAAAGAA 0.537

+ 2 608 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 GTCCTCTTGGGGA 0.463

+ 25 4413 SD7B_uc010zbj.1_RNM_001080427 NP_001073896 7 GATAATGAAATCA 0.378

- 72 12103 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50 GCCATACCACACA 0.438

- 55 9712 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 AGTCATCCTTATT 0.398

- 7 1830 P1B_uc010fnl.1_In NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANential).|LDL-receptor class B 50 CATTTGTTGCACA 0.403

+ 10 1004 p.E292K|KYNU_uc NM_003937 NP_003928 Q16719 KYNU_HUMAN 2 ATTCATGAAAAGC 0.308

- 71 10581 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 95. 20 ATGACATGAATAGT 0.348

+ 8 1100 NM_052905 NP_443137 Q96PY5 FMNL2_HUMAN GBD/FH3. 3 TCTCATCCACACG 0.378

+ 3 1489 NJ3_uc010zce.1_3' NM_002239 NP_002230 P48549 IRK3_HUMAN asmic (By similarity). 2 TTGGGAGACTTGC 0.413

+ 4 550 o.2_Missense_Mu NM_173355 NP_775491 O95045 UPP2_HUMAN 0 GCATCCCCTCCAT 0.408

+ 10 1311 C4A10_uc002uby. NM_022058 NP_071341 Q6U841 S4A10_HUMAN lasmic (Potential). 5 TCTGGGACCCCT 0.333

- 8 2104 uci.2_Missense_Mu NM_033272 NP_150375 Q9NS40 KCNH7_HUMANty filter (By similarity). 5 ACATTCCCGAATC 0.383

- 17 3783 zcx.1_Missense_M NM_014900 NP_055715 Q53SF7 COBL1_HUMAN 3 CTGAGTCTTGACC 0.428

- 28 5539 y.2_Missense_Mut NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 CAGCTTCCTTTTT 0.453

+ 7 1186 _p.S299L|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8 ACAATTCATTGGA 0.333

- 6 981 p.R85*|SCN9A_uc0 NM_002977 NP_002968 Q15858 SCN9A_HUMANor; Name=S4 p.R214*(1) 13 AAGTTCGAAGAGC 0.338

- 20 3098 df.1_Missense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN cellular (Potential). 29 ATCATACGATTTCA 0.398

- 185 36159 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCCCTTCGTCTTG 0.433

- 61 15111 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCACAGGCTTCAG 0.463

- 58 14493 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGCATTGGTTGTG 0.388

- 52 12562 TN_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AAAAATGGAGCAA 0.463

- 46 15286 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TCACCTCCTGAAT 0.393

- 46 11904 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CTATTTCTTCACT 0.358

- 46 10905 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 AAGAGTGATGGT 0.418

- 28 5598 TTN_uc010zfj.1_Mi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAATAAGGGTAGC 0.413

+ 12 1208 uqn.1_Missense_M NM_032168 NP_115544 Q8IWA0 WDR75_HUMAN 2 ATGATTATGGTCT 0.333

+ 6 944 sy.2_RNA|OBFC2A NM_001031716 NP_001026886 Q96AH0 SOSB2_HUMAN 0 ACACTGGCCCTGA 0.388

- 43 8022 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN k (By similarity). 12 TTTTTTCAGTTTTG 0.418

- 9 848 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 AATTTCCATTCTG 0.294

- 1 261 se_Mutation_p.Q49 NM_024989 NP_079265 Q75T13 PGAP1_HUMANmenal (Potential). 4 CCTTACCTGATAC 0.562

+ 42 6732 uzs.3_Missense_M NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN BEACH. 2 TCGACAGTTCCAT 0.338

+ 5 1937 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 AAACTTCGGAAGA 0.438

- 7 617 NM_001099334 NP_001092804 Q0P641 CB080_HUMAN 1 GTTTGCGGGCGTA 0.463

- 21 2712 0zji.1_Missense_Mu NM_005235 NP_005226 Q15303 ERBB4_HUMAN e.|Cytoplasm p.E872K(1) 33 CTTTTTCATCTCC 0.378

- 17 2886 _p.P830S|TNS1_u NM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4 GCCCTGGAGGGC 0.602

- 16 1379 fvj.1_Nonsense_Mu NM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4 GGTGTTATAGTCC 0.607

- 15 1689 kx.1_Missense_Mu NM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0 TAGACCCAAAGCT 0.453

+ 4 246 se_Mutation_p.Q60 NM_013335 NP_037467 Q96IJ6 GMPPA_HUMAN 0 TTCTACCAACCTG 0.532

+ 5 1539 _p.K528*|ACCN4_u NM_182847 NP_878267 Q96FT7 ACCN4_HUMANcellular (Potential). 2 GCGAGGAAGTACA 0.443

- 7 4371 p.E1442K|SPHKAP NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 CAGGTTCCCCAGC 0.498

- 2 446 PR55_uc010fxs.1_ NM_005683 NP_005674 Q9Y2T6 GPR55_HUMANcellular (Potential). 1 GTACCTGGGACAG 0.562

+ 5 736 mp.1_Missense_M NM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2 GCCCAGGACTCT 0.473

+ 2 187 NM_153325 NP_697020 Q8N687 DB125_HUMAN 3 TCACATGAATATAC 0.368



- 6 725 20orf27_uc002wjh. NM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0 TGTGCTCTGAGTC 0.662

+ 2 241 n_p.P14T|SMOX_u NM_175839 NP_787033 Q9NWM0 SMOX_HUMAN 1 GATGACCCTCTCA 0.617

- 6 1798 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 GAGGAGGAGCCC 0.652

+ 1 344 NM_001052 NP_001043 P31391 SSR4_HUMAN Name=2; (Potential). 1 GCCGACGAGCTC 0.662

+ 2 63 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 AGAATCGCCCTGA 0.353 rs7266938

- 5 953 11_splice|COMMD NM_053041 NP_444269 Q86VX2 COMD7_HUMAN 1 GAATTATACCTTTT 0.274

+ 33 4352 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2 CCAGTGGAGGAG 0.627

- 28 4302 NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 CCTGCCCGGCTG 0.408

- 16 2573 e_Mutation_p.E816 NM_007050 NP_008981 O14522 PTPRT_HUMAN lasmic (Potential). 20 CCATCTCCCTCTG 0.557

+ 14 2221 wj.1_Missense_Mu NM_002466 NP_002457 P10244 MYBB_HUMAN 5 CTGCGGGGGGA 0.617

+ 3 231 n_p.N21Y|TOX2_uc NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1 AGCGAGAACAACG 0.507

+ 2 427 G2_uc010ggz.2_In NM_003007 NP_002998 P04279 SEMG1_HUMAN 2 CATTTTCACAGGG 0.418

- 4 389 ws.1_Missense_Mu NM_002999 NP_002990 P31431 SDC4_HUMAN cellular (Potential). 0 CGGGTGAGATTCT 0.527

+ 11 1246 C9A8_uc010gic.2_M NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1 CAGATCCTCATGC 0.552

+ 6 2087 e_Mutation_p.S62 NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3 CTGAATCACACCA 0.408

- 9 2426 NM_003185 NP_003176 O00268 TAF4_HUMAN 3 GTGCCGAGACAG 0.512

+ 13 1481 _p.E415*|OSBPL2_ NM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2 CGGCTGGAGGAG 0.622

- 5 1126_1127_p.S342F|EEF1A2_ NM_001958 NP_001949 Q05639 EF1A2_HUMAN 0 ACCTGGGAGGTG 0.678

- 3 606 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN SH2. 2 CAGGCCGGGAAA 0.637

- 21 1714 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5 ACATTTTCCTAATG 0.318

+ 1 509 NM_174981 NP_778146 Q86YR6 POTED_HUMAN 6 AAAGTCCCCAGAA 0.567

+ 19 2577 P25_uc002yjz.1_M NM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5 ATGCAAGGTTGGT 0.343

- 4 714 YYR1_uc002yme.2_ NM_052954 NP_443186 Q96J86 CYYR1_HUMAN lasmic (Potential). 0 GAGTATGGAGGA 0.527

- 9 1715 on_p.K417N|GRIK NM_000830 NP_000821 P39086 GRIK1_HUMAN cellular (Potential). 3 ACAAACCTTCTTC 0.438

+ 2 268 NM_172201 NP_751951 Q9Y6J6 KCNE2_HUMAN 0 TTGATGCTGAGAA 0.458

+ 12 1582 NM_005441 NP_005432 Q13112 CAF1B_HUMAN 2 CCATCCCGGAGG 0.532

- 2 251 NM_003225 NP_003216 P04155 TFF1_HUMAN P-type. 0 TATTAGGATAGAA 0.468

- 2 250 NM_080860 NP_543136 Q8WYR4 RSPH1_HUMAN MORN 2. 1 CGAATTCGTAGCT 0.502

+ 1 96 .1_Intron|C21orf29 NM_198689 NP_941962 P60409 KR107_HUMAN 0 CTGGTTCCTGTGA 0.662

+ 1 632 .1_Intron|C21orf29 NM_198699 NP_941972 P60413 KR10C_HUMANA repeats of C-C-X(3). 0 GCCGCCCTGTGTG 0.716

+ 3 718 e_Mutation_p.P86 NM_006031 NP_006022 O95613 PCNT_HUMAN 8 ACCACCCAGCAGA 0.438

- 7 829 _p.N135K|SLC25A1 NM_005984 NP_005975 P53007 TXTP_HUMAN e=5; (Potential).|Solcar 3. 0 AGGAGTGTTTCCA 0.612

+ 5 1643 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2 GCACCTCCCACTG 0.662

- 8 1305 2_5'UTR|HPS4_uc NM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0 TTCGGTGAAGCAG 0.562

+ 4 2181 FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN S-P-[AEPV]-[EAK]- [AEVK] 0 GCAAAGTCCCCTG 0.557

- 21 2755 h.1_Missense_Mu NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CCTGCCGGCTCAC 0.617

- 8 1045 _p.V302I|TMPRSS NM_153609 NP_705837 Q8IU80 TMPS6_HUMAN xtracellular (Potential). 6 CCAGACGACCGC 0.667

+ 4 570 aus.2_Missense_M NM_012407 NP_036539 Q9NRD5 PICK1_HUMAN PDZ. 0 AGCCTTGGACGG 0.547

- 13 2130 gxp.2_Missense_M NM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4 CTAGAGCTCTGTG 0.532

+ 4 536 GRAP2_uc011aoo. NM_004810 NP_004801 O75791 GRAP2_HUMAN SH2. 2 AGGGGACTTCTC 0.562

- 2 222 bdr.1_Missense_Mu NM_015140 NP_055955 Q14166 TTL12_HUMAN 1 CTTCCCCAGCGTC 0.642

- 20 3449 XNB2_uc003bku.1 NM_012401 NP_036533 O15031 PLXB2_HUMAN cellular (Potential). 6 TCACCCGGGCGT 0.642

+ 18 2440 p.P653S|CNTN6_u NM_014461 NP_055276 Q9UQ52 CNTN6_HUMANonectin type-III 2. 8 TCAATTCCAGAAG 0.388

+ 24 3235 bpf.2_Missense_Mu NM_175607 NP_783200 Q8IWV2 CNTN4_HUMAN 7 CCACTTCGAATGC 0.468

+ 42 5755 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 CACTCCTTTTTCT 0.428

- 16 2027 RIP2_uc011avh.1_ NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 5. 1 CCTCGTTTCCTGC 0.483

- 10 1351 cy.3_Missense_Mu NM_001128176 NP_001121648 P10828 THB_HUMAN g.|Interaction with NR2F6. 3 CACTGCCATTTCC 0.527



+ 7 2062 cen.2_Missense_M NM_003242 NP_003233 P37173 TGFR2_HUMAN lasmic (Potential). 26 TGAAGACGGCTCC 0.592

- 15 1510 NM_207359 NP_997242 Q6ZQY3 GADL1_HUMAN 0 ACCTTTCCCCGGT 0.562

+ 2 1361 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 2. 1 AGAAGCGATACCT 0.368

+ 6 552 P21_uc011axy.1_M NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3 TTCCAGTTTTTCC 0.363

- 9 3829 NM_014831 NP_055646 O15050 TRNK1_HUMAN TPR 3. 2 AATGCACCTCCTT 0.478

+ 21 6812 GA4_uc010hgs.2_ NM_002078 NP_002069 Q13439 GOGA4_HUMAN RIP.|Potential. 4 CTCTTTGGAGAAC 0.363

+ 3 424 003cja.2_Missense NM_145755 NP_665698 Q8NDW8 TT21A_HUMAN 1 TATGCTCACAAAA 0.542

+ 5 797 kz.3_Missense_Mu NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANal.|HAP1 N-terminal. 1 CAACCCCGTAAGT 0.577

+ 6 2604 NF167_uc003cnj.2_ NM_018651 NP_061121 Q9P0L1 ZN167_HUMANC2H2-type 13. 2 ACCAGCGAACTCA 0.458 rs151170690

+ 1 944 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMAN 1 GTGTCAGCACCCT 0.622

+ 2 1312 _p.E355K|CCRL2_ NM_003965 NP_003956 O00421 CCRL2_HUMAN lasmic (Potential). 1 TCCACCGAAGTGT 0.423

- 26 3041 cpz.1_Nonsense_M NM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5 AGAGCTCCCTGGA 0.607

- 54 5048 a-mir-711|MI00124 NM_000094 NP_000085 Q02388 CO7A1_HUMAN le-helical region. 11 CATTTCGTCCATC 0.567

- 5 428 NM_000884 NP_000875 P12268 IMDH2_HUMAN 1 GAATCCCTGTTCA 0.512

- 5 1033 mw.2_Missense_M NM_003392 NP_003383 P41221 WNT5A_HUMAN 0 GGCACTTGCAGGC 0.552

- 13 2537 lm.2_Missense_Mu NM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3 AGATGTCGGTGAC 0.512

- 23 3441 3dmh.1_Missense_ NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN TSP type-1 6. 4 AAGTCCCAATGAT 0.413

- 2 612 fx.1_Missense_Mu NM_007114 NP_009045 P82094 TMF1_HUMAN 0 CGTTGTGATTTTG 0.428

- 2 1677 dnt.2_Missense_M NM_198271 NP_938012 Q0VAK6 LMOD3_HUMAN 1 TCTTCAGCTTCAC 0.532

- 3 1206 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 TCTGTCTTTGTGA 0.542

+ 4 1237 drp.1_Missense_Mu NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANcellular (Potential). 16 ATACATGGAAGCA 0.383

+ 5 942 x.2_Missense_Mut NM_198196 NP_937839 P40200 TACT_HUMAN cellular (Potential). 3 ATCTTGAGGAGCT 0.498

+ 3 659 dyn.2_Missense_M NM_001008272 NP_001008273 Q9UI15 TAGL3_HUMAN CH. 0 AAATCTCCCAGTT 0.488

+ 8 968 bjd.1_Missense_M NM_033364 NP_203528 Q7Z4T9 AAT1_HUMAN Potential. 3 TCTAAAAGAGCTG 0.443

+ 10 1045 1bji.1_Missense_M NM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN 9 GAAAATCTGAATC 0.254

+ 1 161 1bjn.1_Missense_ NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 TGAATCCTTTCCA 0.493

- 9 1494 hrt.2_Missense_M NM_022757 NP_073594 Q49A88 CCD14_HUMAN 0 ACTGTTGGAAGTA 0.353

- 7 877 003eht.3_Missense NM_024628 NP_078904 A0AV02 S12A8_HUMAN 0 TGAGGTCGCCCC 0.637

+ 4 787 SEC_uc003ekj.2_I NM_021937 NP_068756 P57772 SELB_HUMAN 1 GCTCCATCAGCCT 0.582

- 18 3673_3674 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMAN cellular (Potential). 1 CTCCCCGGGGTG 0.668

+ 4 1367 _Mutation_p.D365 NM_023943 NP_076432 Q6UXF1 TM108_HUMAN cellular (Potential). 4 GCCTTCGATACCA 0.592 rs79118437

- 5 685 blu.1_Nonsense_M NM_016577 NP_057661 Q9NRW1 RAB6B_HUMAN 1 TCTGTTGGAAGGA 0.547

- 13 2017 NM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2 TTGGCTGGGCCTC 0.577

- 2 1219 NM_005067 NP_005058 O43255 SIAH2_HUMAN SBD. 2 CCTGAAGGGTGG 0.537

- 4 4475 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13 ATGGGAGTCGCC 0.493

- 1 293 n_p.E89K|SERPIN NM_006217 NP_006208 O75830 SPI2_HUMAN 3 AGGTTTCCTGTTG 0.358

+ 7 1388 0hwy.1_Missense_M NM_207015 NP_996898 Q58DX5 NADL2_HUMANcellular (Potential). 1 TTGTTGGATTTGT 0.299

- 6 827 DC39_uc003fkn.2_ NM_181426 NP_852091 Q9UFE4 CCD39_HUMAN Potential. 4 CTCCATCCCTCTT 0.348

+ 33 4874 c003fnv.3_Missens NM_198241 NP_937884 Q04637 IF4G1_HUMAN .|EIF4A-binding. 7 AGGATGCCTTCTA 0.577

- 2 892 NM_001025266 NP_001020437 A6NLC5 CC070_HUMAN 0 AGGGGGAGAGA 0.537

+ 1 108 NM_153708 NP_714919 P59025 RTP1_HUMAN lasmic (Potential). 3 AAGGTGGAAATTG 0.527

- 2 442 ASP1_uc003frk.1_ NM_001879 NP_001870 P48740 MASP1_HUMANh MBL2.|Homodimerization 4 GAGTCTGGATAAC 0.483

- 2 1027 NM_001004312 NP_001004312 Q5QGT7 RTP2_HUMAN ical; (Potential). 0 ACCAGCGAAGAG 0.587

- 3 1118 3fsg.2_Missense_M NM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4 CTGTATCTTCAAC 0.418

- 19 2227 NM_198505 NP_940907 Q4VNC0 AT135_HUMAN 11 CAATGATCACTTG 0.468

- 2 2438 p.2_Intron|MUC4_ NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 TGGTGTCAGTCAT 0.562

+ 9 987 _p.R322Q|LMLN_uc NM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1 TAGTTCGAAAAGT 0.308



+ 3 305 .P50L|ZNF595_uc0 NM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0 CTAACCCAGACCT 0.398

+ 2 666 ao.3_Missense_Mu NM_000283 NP_000274 P35913 PDE6B_HUMAN GAF 1. 0 AGCGAAGACGAA 0.403

+ 7 1459 gcg.2_Missense_M NM_021923 NP_068742 Q8N441 FGRL1_HUMAN lasmic (Potential). 0 ACCTTCCCTCGTT 0.736

- 8 831 dk.1_Missense_Mu NM_006527 NP_006518 Q14493 SLBP_HUMAN 0 TTGGTGGGTGTGC 0.493

+ 11 1380 se_Mutation_p.E35 NM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3 CCGCAGGAAAAAG 0.577

+ 13 2581 .R781S|STIM2_uc NM_020860 NP_065911 Q9P246 STIM2_HUMAN lasmic (Potential). 2 AAACCTCGCCACA 0.483 rs142749005

- 2 557 n_p.L60I|TLR10_u NM_030956 NP_112218 Q9BXR5 TLR10_HUMANular (Potential).|LRR 2. 2 GAAAAAGGAGGT 0.423

+ 8 3224 bzz.1_Missense_M NM_020722 NP_065773 Q6ZU35 K1211_HUMAN Pro-rich. 2 ACCCCGGCTCCG 0.652

- 5 458 NM_182502 NP_872308 Q86T26 TM11B_HUMAN tracellular (Potential). 1 TTGAACCATTGGC 0.328

- 9 1264 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 CAGATTCCTGACT 0.368

+ 3 226 NM_006419 NP_006410 O43927 CXL13_HUMAN 0 ATTGATCGAATTC 0.393

- 2 827_828 NM_006168 NP_006159 P78426 NKX61_HUMAN Homeobox. 0 GTCATCCCCAAC 0.54

+ 4 1156 kn.2_Missense_Mu NM_020203 NP_064588 Q9NQ76 MEPE_HUMAN 3 GAGTTTCATTACC 0.438

- 5 982 _p.R163S|ABCG2_ NM_004827 NP_004818 Q9UNQ0 ABCG2_HUMAN er.|Cytoplasmic (Potential). 1 AATGACCCTGTTA 0.438

+ 3 1691 190A_uc010ikv.2_ NM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2 CCATTTCGTGAAG 0.363

+ 6 2267 M190A_uc003hsw. NM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2 GTTCTTCAAGAG 0.313

- 6 911 4_uc011ced.1_Miss NM_000670 NP_000661 P08319 ADH4_HUMAN 2 TGGTTTCAGATCC 0.378

+ 29 3407 _p.D279N|ANK2_u NM_001148 NP_001139 Q01484 ANK2_HUMAN raction with SPTBN1. 14 AATGGGGACAGCT 0.468

- 21 2688 Mutation_p.G803S| NM_001083 NP_001074 O76074 PDE5A_HUMAN ytic (By similarity). 0 TGCAGCCATCTAG 0.517

- 3 515 n_p.P89S|PRDM5_ NM_018699 NP_061169 Q9NQX1 PRDM5_HUMAN SET. 2 GAGATGGTGCCTC 0.448

+ 1 106 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN 18 TTCCGGGGCAGG 0.632

+ 1 783 P_uc003ijr.1_Miss NM_022475 NP_071920 Q96QV1 HHIP_HUMAN Arg-rich. 6 ATGGGAACCCCCC 0.592

- 18 4567 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 13. 4 ATGCACCAGAAGC 0.483

- 5 962 e_Mutation_p.P30 NM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3 TTCCAGGTCCAGA 0.572

+ 10 1555 _p.S391F|GUCY1B NM_000857 NP_000848 Q02153 GCYB1_HUMANanylate cyclase. 0 CTGATTCCCGGAA 0.488

- 5 684 NM_001334 NP_001325 P43234 CATO_HUMAN 0 AATCCAGAATGTG 0.294

+ 8 1434 IL3_uc010irs.2_3'U NM_018248 NP_060718 Q8TAT5 NEIL3_HUMAN 4 AAACGATATAACT 0.373

- 4 458 PDLIM3_uc003ixy. NM_014476 NP_055291 Q53GG5 PDLI3_HUMAN 2 AGTTCCCGTCCTG 0.473

- 13 3274 ckv.1_Missense_M NM_021069 NP_066547 O94875 SRBS2_HUMAN 1 TTCTCCCGCAGTC 0.607

- 3 390 y.1_5'UTR|CTNND2 NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN Potential. 8 TTGCATCGCTCCA 0.522

- 53 8891 NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 4 (By similarity). 31 GCATTTCCCTGAG 0.438

+ 3 433 NM_138348 NP_612357 Q96BN8 F105B_HUMAN 2 GCAAAAAAGAATG 0.323

+ 9 1098 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMAN SET. 6 TATGTGGATGGAA 0.423

+ 27 4021 e_Mutation_p.E790 NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 AAAAAGGAGCCAC 0.403

- 1 296 .2_Missense_Muta NM_199335 NP_955367 O15117 FYB_HUMAN 2 TGGGTTCCTTGTC 0.552

- 18 2276 3jmi.3_Nonsense_ NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 7. 8 AATCCTGAGTCAG 0.388

- 4 659 NM_000436 NP_000427 P55809 SCOT1_HUMAN 3 CCATGCGTTTTAT 0.423

+ 5 431 R_uc011cpq.1_5'U NM_000163 NP_000154 P10912 GHR_HUMAN cellular (Potential). 6 AAGCTAACTAGCA 0.333

+ 9 1203 _p.S348T|IL31RA_ NM_139017 NP_620586 Q8NI17 IL31R_HUMAN tential).|Fibronectin type-III 1 CAAAGCTCTGCTC 0.522

- 2 294 3kin.2_Missense_M NM_001884 NP_001875 P10915 HPLN1_HUMAN g-like V-type. 5 ATTTTATGGATTCC 0.428

+ 4 658 se_Mutation_p.R8K NM_198150 NP_937793 Q6UWY0 ARSK_HUMAN 1 GTAACAGGACTAA 0.413

+ 16 3357 y.3_Missense_Mut NM_001127511 NP_001120983 P25054 APC_HUMAN n through a p11(1)|p.K993fs* 2515 GAAAGTAAGTTTT 0.348

+ 3 1252 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANmenal (Potential). 3 GAACTTCGCTACC 0.488

- 3 462 n_p.S107F|FNIP1_ NM_133372 NP_588613 Q8TF40 FNIP1_HUMAN 2 CAGAAGATGAAG 0.308

+ 3 345 NM_002188 NP_002179 P35225 IL13_HUMAN 2 TCAGCTGGGGTAA 0.612

+ 21 3055 NM_014829 NP_055644 Q7L014 DDX46_HUMAN 1 TACTCTGAAGCCG 0.418

- 5 1429 nse_Mutation_p.G4 NM_020389 NP_065122 Q9HCX4 TRPC7_HUMAN ical; (Potential). 0 GCATCCCGAAATC 0.572



- 3 661 LHL3_uc010jem.1_ NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN BTB. 0 AGTAGGGGCTGCA 0.542

+ 1 1384 hh.1_Intron|PCDHA NM_018910 NP_061733 Q9UN72 PCDA7_HUMAN |Extracellular (Potential). 4 TATACGGTGTTCG 0.667

+ 1 1132 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 3. 6 ACTATTCAGGCCA 0.418

- 3 1004 0jgh.2_Missense_M NM_005471 NP_005462 P46926 GNPI1_HUMAN 0 CTCTCCGGGTGGT 0.542

- 2 194 NM_003122 NP_003113 P00995 ISK1_HUMAN 0 CCAGGGAGTCAG 0.373

- 2 470 on_p.G92E|CSF1R NM_005211 NP_005202 P07333 CSF1R_HUMAN 1.|Extracellular (Potential). 54 CTGCCTCCCAGG 0.597

- 5 842 MD4_uc010jii.2_Int NM_138379 NP_612388 Q96H15 TIMD4_HUMANExtracellular (Potential). 2 GATGTTGATGGGA 0.398

+ 26 5531 t.3_Missense_Muta NM_001122679 NP_001116151 10 ATGATCGAAATAT 0.507

+ 3 748 NM_003862 NP_003853 O76093 FGF18_HUMAN 0 CTGGGCCGCAGG 0.592

+ 4 1395 mcf.2_Missense_M NM_153607 NP_705835 Q8IUR6 CE041_HUMAN Glu-rich. 0 aggaggatgttgatgatg 0.139

+ 2 179 NM_015980 NP_057064 Q9Y328 NSG2_HUMAN lasmic (Potential). 1 GAGAAGGGAACC 0.532

+ 13 2239 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMAN lasmic (Potential). 1 GGAATGGCACGC 0.622

- 4 580 NM_001012418 NP_001012418 Q86YV6 MYLK4_HUMAN 4 GCTTGGCTGTCAC 0.463

- 7 1709 6orf146_uc003mvy. NM_173563 NP_775834 Q8IXS0 CF146_HUMAN 1 TTTCTTCCTTCTG 0.388

+ 16 2482 q.1_Missense_Mut NM_004415 NP_004406 P15924 DESP_HUMAN Globular 1. 9 TTCAGAGGTTCTG 0.363

+ 9 7846 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 TAATCCCCTCAGT 0.532

+ 3 692 p.W120G|EDN1_u NM_001955 NP_001946 P05305 EDN1_HUMAN ndothelin-like. 1 AAGTGCTGGAATT 0.443

+ 3 534 dkk.1_Missense_M NM_007048 NP_008979 O00481 BT3A1_HUMAN 1.|Extracellular (Potential). 2 CTGTTCCCGACCA 0.572

+ 3 275 1_5'UTR|PRSS16_ NM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5 AACATTGGGTTGG 0.488

- 3 2488 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 TTGCATGGATATT 0.413

- 1 906 NM_030876 NP_110503 Q9UGF6 OR5V1_HUMAN Name=7; (Potential). 4 AACACTGAAACCA 0.423

+ 4 641 uc003nuj.2_Silent_ NM_000594 NP_000585 P01375 TNFA_HUMAN cellular (Potential). 3 ATCAGCCGCATCG 0.632

- 28 3543 ation_p.S976*|EHM NM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN Post-SET. 1 TCGGCTGAGTGC 0.582

- 19 6917 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 15. 0 GCACCCGCACCG 0.632

- 5 1239 sq.1_Missense_Mu NM_012391 NP_036523 O95238 SPDEF_HUMAN ETS. 5 CCCTTCTCCTTGT 0.637

- 8 1581 NM_001010903 NP_001010903 P0C671 CF222_HUMAN 4 TTGGGTCGTCGGG 0.607

+ 25 3473 NM_001371 NP_001362 21 TTTCAGGATCTTT 0.333

+ 27 3854 NM_001371 NP_001362 p.R1085Q(2) 21 TCTGTCGATATCT 0.328

+ 58 8884 NM_001371 NP_001362 21 AATATATGAATTGG 0.378

+ 32 6398 L9_uc010jyk.2_Mis NM_015089 NP_055904 Q8IWT3 CUL9_HUMAN RING-type 1. 12 AGCAGAACCTTGT 0.592

- 2 680 n_p.P33S|CLIC5_u NM_001114086 NP_001107558 Q9NZA1 CLIC5_HUMAN 2 AGAAAGGACAGTT 0.478

+ 1 4054 e.2_Missense_Mu NM_001010870 NP_001010870 O60522 TDRD6_HUMAN Tudor 6. 6 GGTCCACCTTTGC 0.373

+ 6 994 _p.H303Y|GPR115_ NM_153838 NP_722580 Q8IZF3 GP115_HUMAN cellular (Potential). 8 GGGTTTCACATCA 0.393

- 1 403 NM_138733 NP_620061 P07205 PGK2_HUMAN 1 CCTACACAGTCCT 0.537

- 3 334 wu.1_Missense_M NM_002388 NP_002379 P25205 MCM3_HUMAN 3 TGGAAGGCAACC 0.468

+ 10 1423 NAG_uc010jzt.2_R NM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4 CACAAGGGCAGA 0.363

+ 5 1186 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 GTCACGGATACAA 0.328

+ 6 933 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANcellular (Potential). 2 GATATCCTTGGGA 0.413

- 3 436 MGCLL1_uc011dx NM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4 CTACCTTTTCATT 0.308

- 7 1931 xf.1_Missense_Mut NM_021073 NP_066551 P22003 BMP5_HUMAN 2 TCAGATGAACCTG 0.333

- 23 2334 OL21A1_uc011dxh NM_030820 NP_110447 Q96P44 COLA1_HUMAN ollagen-like 4. 2 TGATTTCCTTTGT 0.299

- 10 1607 nse_Mutation_p.D4 NM_030820 NP_110447 Q96P44 COLA1_HUMAN ollagen-like 1. 2 CAGGGTCACCCTA 0.458

- 4 891 nse_Mutation_p.R2 NM_030820 NP_110447 Q96P44 COLA1_HUMAN 2 GGAATTCGTGTTG 0.323

+ 3 1070 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN cellular (Potential). 50 GGGATCGACGAC 0.493

+ 6 538_539 0kam.1_Missense_ NM_001858 NP_001849 Q14993 COJA1_HUMAN SP N-terminal. 4 AGAAGGTGGTGG 0.332

- 10 1746 OL12A1_uc003phu NM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 2. 9 TTCTCTCTGACAT 0.378

- 13 1697 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3 ACAGATCCATTTC 0.498



+ 17 2793 _p.Q836K|DOPEY1 NM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4 CCAAACCAGGGAA 0.463

- 3 895 NM_198568 NP_940970 Q6PEY0 CXB7_HUMAN ical; (Potential). 0 GATGACCAAGAAG 0.388

+ 16 1980_1981e_Mutation_p.G483 NM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN 3 CTGCAGGTCCAG 0.53

- 3 1299 ou.2_Missense_Mu NM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMAN lasmic (Potential). 2 ATCCTCAAGGCAT 0.463

+ 5 867 SP3_uc003pvo.2_ NM_003880 NP_003871 O95389 WISP3_HUMAN TSP type-1. 0 CCTTGCGACAGC 0.338 rs140750750

- 27 3886 p.P1186S|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMANaminin G-like 2. 9 TAGGGGAAGGTG 0.458

- 3 234 NM_001010876 NP_001010876 Q5VVB8 CF191_HUMAN 1 TGAAATCAAATGG 0.338

- 9 1442 3qci.2_Missense_M NM_001431 NP_001422 O43491 E41L2_HUMAN FERM. 2 GCCCAGCTTGATG 0.413

+ 7 1097 el.2_Missense_Mu NM_004865 NP_004856 P62380 TBPL1_HUMAN 0 TGTGTTTGAAAGC 0.388

+ 4 559 B_uc003qgr.2_Mis NM_018945 NP_061818 Q9NP56 PDE7B_HUMAN 1 CTGCTTCGTGGA 0.468

+ 2 185 on_p.Q3K|TAB2_uc NM_015093 NP_055908 Q9NYJ8 TAB2_HUMAN 0 ATGGCCCAAGGAA 0.423

- 45 7290 ou.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45 TGAGGTGGTTATC 0.413

+ 2 173 on_p.M1L|VIP_uc0 NM_003381 NP_003372 P01282 VIP_HUMAN 0 ACAGAAATGGACA 0.478

- 3 493 NM_018452 NP_060922 Q9NWH2 CF035_HUMAN 0 GCAAGGGAAGAC 0.493

+ 10 1307_1308SYNJ2_uc011efn.1 NM_003898 NP_003889 O15056 SYNJ2_HUMAN SAC. p.T411T(1) 1 CAAGACCCTGGG 0.564 rs150778836

+ 9 1583 22A1_uc003qtd.2_ NM_003057 NP_003048 O15245 S22A1_HUMAN ical; (Potential). 0 GGCAAGCCTTGCC 0.498

- 18 2804 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 30. 6 TACTCCCACCTGA 0.512 rs35765299

+ 3 566 _5'Flank|TTYH3_u NM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN cellular (Potential). 0 GCCAACCGCACGG 0.711

- 17 1646 a.2_Missense_Mut NM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN DAGKc. 12 AGTCAGGAACATC 0.373

- 5 596 _p.D137N|DGKB_u NM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN 12 CAATGTCCTTCAG 0.433

+ 6 949 uh.2_Missense_Mu NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN r 1.|Extracellular (Potential) 6 GTGGTAGCACACC 0.403

+ 16 2425 h.2_Missense_Mu NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN otential).|ABC transporter 2 6 GTGCAAGGACAAG 0.483

+ 19 2983 uh.2_Nonstop_Mu NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN 6 GTGCAGTGATGCT 0.368

+ 3 676 0kwc.1_RNA|INMT_ NM_006774 NP_006765 O95050 INMT_HUMAN 0 GAGGAGGTGGAG 0.582

+ 9 817 _p.L224P|AVL9_uc NM_015060 NP_055875 Q8NBF6 AVL9_HUMAN ical; (Potential). 0 TATCCCTTTTTCC 0.328

+ 7 1355 kal.1_Missense_M NM_007270 NP_009201 O95302 FKBP9_HUMANase FKBP-type 4. 14 AGATTACCTCAAAT 0.527

+ 8 1345 e_Mutation_p.R27 NM_198428 NP_940820 Q3SYG4 PTHB1_HUMAN 5 CAAATTCGATTCA 0.378

- 5 1323 3tes.3_Missense_M NM_022373 NP_071768 Q9BSE4 HERP2_HUMAN 3 GCTTGCCCAGGA 0.408

+ 7 1198 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMANmenal (Potential). 7 GCTCTTCGCGTTG 0.537

+ 10 1116 NM_000265 NP_000256 P14598 NCF1_HUMAN s-rich (highly basic). 1 GGAGCCCGCTCG 0.517

- 6 10908 p.R3540Q|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CGTGCCCGTATGG 0.443

- 5 8183 _Mutation_p.P2632 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 AAATTGGAATTTC 0.458

- 3 2934 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GTAGGTCGTGGGC 0.517

+ 3 1009 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3 GCCAACGAGATCG 0.637

+ 18 2374 _p.S722F|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN p.S722F(10) 37 CTGTCTCCCTCTT 0.413 rs147405090

+ 52 8015_8016p.R2585*|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 ACTCTCCGAGAG 0.475

- 15 1882 TAF6_uc011kji.1_M NM_139315 NP_647476 P49848 TAF6_HUMAN 2 CACTCCCAGGACC 0.652

+ 14 2890 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 ACCATCTCCCCAG 0.502

+ 14 2893 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 ATCTCCCCAGAAA 0.498

+ 4 485 NM_001283 NP_001274 P61966 AP1S1_HUMAN 0 CCAGGACACCTCC 0.577

- 3 173 vey.2_Missense_M NM_007356 NP_031382 A4D0S4 LAMB4_HUMANminin N-terminal. 8 GTGGTGGGATGAC 0.517

+ 10 1479 RD1_uc011kmo.1_R NM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2 AGGGCAGTGGAG 0.433

- 4 1731 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Pro-rich. 5 TTTTTGGAGGGAT 0.537

- 4 1212 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Pro-rich. 5 AGGTGGGAAAGC 0.547

+ 12 3361 .2_Intron|PTPRZ1_ NM_002851 NP_002842 P23471 PTPRZ_HUMANcellular (Potential). 9 CTCATGCCCTCTC 0.453

- 23 2788 kb.2_Missense_Mu NM_005763 NP_005754 Q9UDR5 AASS_HUMAN opine dehydrogenase. 2 AAAAGGGCCCCAT 0.368

- 5 1124 _p.E21K|CADPS2_ NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 GACTTTCCAAATT 0.343



+ 3 1086 n_p.T182I|BPGM_u NM_199186 NP_954655 P07738 PMGE_HUMAN 0 GCAAAACCATTCT 0.443

- 1 663 NND2A_uc003vvw NM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4 GCCGACCCATCC 0.597

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 1 595 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMAN Name=5; (Potential). 1 GTTTATCCTCTTCT 0.403

+ 14 1639 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 TTGTAGGATATGA 0.353

- 15 1885 NM_000420 NP_000411 P23276 KELL_HUMAN cellular (Potential). 4 ATGGGGGTTGGAG 0.542

- 1 454 NM_001001658 NP_001001658 Q8NGT5 OR9A2_HUMAN Name=4; (Potential). 1 AGATTTCAGAAAG 0.413

+ 1 19 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMANcellular (Potential). 1 AGCCAGCCCTCC 0.393

- 4 584 wjo.1_Missense_Mu NM_007189 NP_009120 Q9UG63 ABCF2_HUMAN C transporter 1. 1 TGCAAGGGTGTCT 0.562

- 12 1443 _p.E435*|SMARCD NM_001003801 NP_001003801 Q6STE5 SMRD3_HUMAN 2 AGAACTCAGCCCG 0.637

+ 13 2623 vv.1_Missense_Mu NM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1 CCAGAAGCTCACA 0.552

+ 10 1160_1161OM2_uc011kwi.1_In NM_003970 NP_003961 P54296 MYOM2_HUMAN-like C2-type 2. 6 CCTGTCCTTCAG 0.569

+ 29 3705 1kwi.1_Splice_Site_ NM_003970 NP_003961 P54296 MYOM2_HUMAN 6 CCAAAGGTATCAG 0.418

- 52 8407 e_Mutation_p.E200 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 17. 25 GAGTTTCGCTGCC 0.458

- 25 4282 p.P690S|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 8. 25 CATACGGAGCTGG 0.468

- 2 307 NM_001926 NP_001917 Q01524 DEF6_HUMAN 0 ATGACAGTGCAGG 0.438

+ 5 836 NM_016353 NP_057437 Q9UIJ5 ZDHC2_HUMAN DHHC-type. 0 GTCTGTGATAAGT 0.388

- 12 1564 se_Mutation_p.R36 NM_001135691 NP_001129163 P54219 VMAT1_HUMAN lasmic (Potential). 2 CATACCGACCCAT 0.498 rs138845247

+ 4 1100 010ltz.2_RNA|SLC NM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN ical; Name=6; (Potential). 0 CCATTTCTTGGTC 0.512

+ 16 1905 DAM28_uc010lua.2 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN ar (Potential).|Cys-rich. 5 TGTGGCGATAACA 0.408

+ 9 953 xec.2_Missense_M NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN2B.|Extracellular (Potential). 5 CCTTAAAACACGG 0.299

- 6 1148 _p.E364K|CLU_uc0 NM_203339 NP_976084 P10909 CLUS_HUMAN 2 ACTGCTCGTTCAG 0.572

+ 13 1595 ar.1_Missense_Mu NM_018091 NP_060561 Q9H9T3 ELP3_HUMAN cetyltransferase. 0 GTGGTCCCTGTGA 0.428

+ 4 678 qa.1_Missense_Mu NM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 4. 1 AACAGCGAATGGT 0.303 rs148181653

- 6 1168 n_p.R276K|PCMTD NM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0 CTTTTCCTTTTGG 0.373

- 15 2681 xrf.3_Missense_Mu NM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11 ATGTTTGGATGGG 0.363 rs34016926

+ 1 339 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2 GCAGGGAGCAG 0.463

+ 3 928 3xui.2_RNA|CLVS1 NM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN CRAL-TRIO. 5 TCAATCCTTAAAC 0.378

- 2 365 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3 AGATAAGGAAGCC 0.373

+ 2 838 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 CTGAACGAGAACG 0.512

- 10 1618 _p.S485G|RUNX1T NM_175634 NP_783552 Q06455 MTG8_HUMAN 16 CCTCGCTTGAATC 0.483

- 6 975 se_Mutation_p.V10 NM_012415 NP_036547 O95073 FSBP_HUMAN 4 GATATACAAGGTA 0.358

+ 14 2536 .1_Missense_Muta NM_002380 NP_002371 O00339 MATN2_HUMAN VWFA 2. 2 CCGACGGACGG 0.557

+ 1 409 NM_024410 NP_077721 Q14990 ODFP1_HUMAN 2 GAAGATGAGAAGC 0.363

+ 3 1185 NM_030788 NP_110415 Q9H295 TM7S4_HUMAN ical; (Potential). 4 GGGTTCCTCTCAG 0.398

+ 50 8637 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 AGCTTTCACCGTT 0.443

- 62 10049 ynt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMANar (Potential).|Sushi 26. 63 TGGGCAGGTATAC 0.383

- 22 2211 tion_p.Y601H|PTK NM_153831 NP_722560 Q05397 FAK1_HUMAN Protein kinase. 6 GGTCATAGGCCCA 0.522

- 7 1375 1_5'Flank|LRRC14 NM_004260 NP_004251 O94761 RECQ4_HUMAN 4 ACGGTGGGGTCC 0.627

+ 33 4322 mgv.2_Missense_M NM_203447 NP_982272 Q8NF50 DOCK8_HUMAN DHR-2. 6 CAGACACATTGGC 0.403

- 38 5360 .V1143A|PTPRD_u NM_002839 NP_002830 P23468 PTPRD_HUMAN l).|Tyrosine-protein phospha 22 TGCACAACCATCG 0.468

- 1 254 NM_001017363 NP_001017363 A6NKF2 ARI3C_HUMAN 1 AAGGCGAGCTGG 0.413 rs143589793

- 15 2604 NAP3_uc011lqr.1_ NM_033655 NP_387504 Q9BZ76 CNTP3_HUMANminal.|Extracellular (Potentia 1 ACTTACGATCTCC 0.448 rs148747631

- 7 1311 4aia.2_Missense_ NM_001007471 NP_001007472 Q9HCF6 TRPM3_HUMAN lasmic (Potential). 9 GCACGGGAGGG 0.537

- 8 6452 3_5'Flank|PRUNE2 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 CAGAATCGTGAC 0.488

- 8 3341 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 TGCTTTCCCCGAC 0.468

+ 1 203 NM_001013735 NP_001013757 Q5VYV0 FOXB2_HUMAN Fork-head. 0 CCTTCAACGACTG 0.617



- 18 2172 p.N614H|SLC28A3 NM_022127 NP_071410 Q9HAS3 S28A3_HUMAN cellular (Potential). 4 TGCAGTTAAAGGT 0.438

- 2 454 NM_017594 NP_060064 Q96HU8 DIRA2_HUMAN 0 TGATGGGGATGCT 0.582

- 1 963 004atq.3_5'Flank|FA NM_198841 NP_942138 Q5T036 F120S_HUMAN 0 GGGACACTTGAGG 0.657

- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0 GTGGGCGTTGGT 0.692

- 6 1050 NM_005458 NP_005449 O75899 GABR2_HUMANcellular (Potential). 4 GGATGAGTTGGC 0.542

+ 3 895 bag.1_Missense_M NM_006981 NP_008912 Q92570 NR4A3_HUMAN 173 TCCCTGCCCAGC 0.572

+ 6 689 sx.2_RNA|STX17_ NM_017919 NP_060389 P56962 STX17_HUMANhomology.|Cytoplasmic (Pot 1 AGCCAACTGGTCA 0.343

- 1 420 N3A_uc004bbq.1_ NM_147180 NP_671709 Q96LZ3 CANB2_HUMAN EF-hand 3. 2 GCACCTGGAAGAG 0.532

- 1 190 N3A_uc004bbq.1_I NM_147180 NP_671709 Q96LZ3 CANB2_HUMANEF-hand 1.|1. 2 CTCAGAGACCCT 0.557

+ 1 814 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMAN cellular (Potential). 2 TCAGGTAATGAAG 0.453

- 1 709 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN lasmic (Potential). 0 AGAAAGCTTTGCT 0.408

- 6 1754 _p.E473K|SVEP1_ NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 2. 7 TGCCTTCTAGTCT 0.473

- 6 1704 _p.M456T|SVEP1_ NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 2. 7 TATAACATTTCCC 0.428

+ 6 1983 483_uc004bfg.2_In NM_133464 NP_597721 Q8TF39 ZN483_HUMAN C2H2-type 6. 1 GGAAAAGCCTTTA 0.398

+ 8 3209 _p.G638E|PAPPA_u NM_002581 NP_002572 Q13219 PAPP1_HUMAN 9 TCCATGGAAGTGG 0.438

- 8 1645 yb.1_Nonsense_M NM_001080497 NP_001073966 Q9H1U4 MEGF9_HUMANcellular (Potential). 0 TAAATTGGGTCCA 0.403

+ 3 457 n_p.S68L|LRRC8A NM_019594 NP_062540 Q8IWT6 LRC8A_HUMAN 0 ATGATTCGTTCCG 0.612 rs147311433

- 10 1608 APGEF1_uc010mz NM_005312 NP_005303 Q13905 RPGF1_HUMAN 7 CTCTGCAGGTCCT 0.627

+ 43 3836 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 GGTCCCCCTGGAG 0.632

- 5 881 NM_182974 NP_892019 Q7Z4J2 GL6D1_HUMANmenal (Potential). 1 CCTCCTCTCATAA 0.522

+ 3 342 _Mutation_p.E113K NM_015160 NP_055975 Q10713 MPPA_HUMAN 0 TTTTTGGAAAAAT 0.303

- 2 1463 A2_uc004ckl.1_5'F NM_004479 NP_004470 Q11130 FUT7_HUMANmenal (Potential). 0 CCATTGGCACGG 0.647

+ 8 1073 mes.1_Missense_M NM_014434 NP_055249 Q9UHB4 NDOR1_HUMAN-binding FR-type. 0 GTCTATCCCTCCA 0.632

- 2 464 25A6_uc004cpu.2_ NM_001636 NP_001627 P12236 ADT3_HUMAN al; Name=3; (By similarity). 0 CGCCGGCCGCA 0.642

+ 6 500 p.2_Missense_Mut NM_175569 NP_780778 P55808 XG_HUMAN cellular (Potential). 1 GACCGTGATGACG 0.627

+ 8 1032 n_p.M64I|GYG2_uc NM_003918 NP_003909 O15488 GLYG2_HUMAN 2 GTCCATGAAACCT 0.507

+ 4 550 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN ical; (Potential). 1 CTCATTCCCAAGT 0.517

- 6 6504 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN-like C2-type 5. 8 CCGCTGTCCTTGG 0.662

- 5 4379 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 AAGGGGAGGGT 0.507

- 6 2360 0ndi.2_Missense_M NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 GGAAATGATGTCA 0.498

- 4 1265 0ndi.2_Missense_M NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 GCCCCAGCCCCC 0.572

- 4 1235 0ndi.2_Missense_M NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 CTCTTGGGGTCCC 0.582

+ 3 553 NM_013452 NP_038480 Q9H320 VCX1_HUMAN ats of L-S-Q-E-S- [EQ]-V-E- 0 CTGGAGGAACCA 0.647

+ 19 2870 se_Mutation_p.R55 NM_015691 NP_056506 Q9ULE0 WWC3_HUMAN 4 CCAGCCGCCGGG 0.557

+ 4 579 _p.E105K|HCCS_u NM_005333 NP_005324 P53701 CCHL_HUMAN 0 GTCAGAGAAGAGT 0.398

+ 6 861 _p.R199C|HCCS_u NM_005333 NP_005324 P53701 CCHL_HUMAN 0 CGAATTCGTTCCT 0.463

+ 3 493 se_Mutation_p.R54 NM_001118885 NP_001112357 P23416 GLRA2_HUMANcellular (Probable). 2 GGGAAGGACATC 0.403

+ 9 960 cwj.2_Missense_M NM_152581 NP_689794 Q8NHP6 MSPD2_HUMAN 1 CTCTTCTTAAAAA 0.199

+ 6 777 cyd.2_Missense_M NM_001037540 NP_001032629 Q9UN30 SCML1_HUMAN 3 ATTCCCCGAGCAA 0.507

- 20 1830 se_Mutation_p.L53 NM_001079858 NP_001073327 Q8IZP9 GPR64_HUMANcellular (Potential). 0 GCTTTAATGTGAC 0.512

+ 5 567 HA1_uc011mjd.1_M NM_000284 NP_000275 P08559 ODPA_HUMAN 1 AGGACGAAAAGG 0.488

- 16 2053 4czj.1_Missense_M NM_001001671 NP_001001671 Q6ZN16 M3K15_HUMANmilarity).|Protein kinase. 7 ACAATCCCATACG 0.468

- 15 2161_2162_p.L663F|MAP7D2 NM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3 CGATAAGGTTTTT 0.426

+ 1 314 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN RING-type. 2 AAAGTCGGATATA 0.403

+ 2 289 se_Mutation_p.E32 NM_002970 NP_002961 P21673 SAT1_HUMAN cetyltransferase. 0 TGGAAGAACAAGT 0.517

+ 4 651 bh.2_Missense_Mu NM_005391 NP_005382 Q15120 PDK3_HUMAN stidine kinase. 6 TTGATCCTTTCAT 0.373

+ 9 712 _p.G236D|POLA1_ NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 CTACAGGCGATGA 0.358



+ 2 479 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN 1 CAAGGGAAGCTG 0.463

+ 3 970 nse_Mutation_p.L2 NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMAN Name=5; (Potential). 1 TCTGGCTAATTTT 0.328

+ 3 990 nse_Mutation_p.L2 NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMAN Name=5; (Potential). 1 AATAATCCTTTCAT 0.328

- 6 775 _p.S184L|MAOB_u NM_000898 NP_000889 P27338 AOFB_HUMAN Cytoplasmic. 2 GTTGTCGAGATGA 0.463 rs12850496

+ 15 2171 hq.2_Missense_Mu NM_004651 NP_004642 P51784 UBP11_HUMAN 3 TGAACTCCAATGG 0.597

- 4 2073 hw.3_Missense_Mu NM_153380 NP_700359 P51814 ZNF41_HUMANC2H2-type 13. 3 TGGATTCTATGAT 0.468

+ 4 1542_15434dni.2_Missense_M NM_033215 NP_149992 Q6ZSY5 PPR3F_HUMANcellular (Potential). 3 GGCAGGGGGTGG 0.668

- 25 3432 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2 GCCACTGTCTTGG 0.443

- 3 257 NM_173358 NP_775494 Q7RTT5 SSX7_HUMAN KRAB-related. 1 TTCTTAGAGAAGT 0.388

+ 1 335 e_Mutation_p.P68L NM_022117 NP_071400 Q9H2G4 TSYL2_HUMAN Pro-rich. 0 GGGCCCCGCGC 0.692

- 9 3182 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN 6 CCAGCTCCTCCCA 0.483

+ 3 567 Q154K|TRO_uc004 NM_001039705 NP_001034794 Q12816 TROP_HUMAN 1 GGCTCCCAATCCC 0.502

+ 5 716 HEPH_uc010nkr.2_ NM_138737 NP_620074 Q9BQS7 HEPH_HUMAN cellular (Potential). 9 ACTCCCCTCCTCA 0.478

- 2 1979 xg.2_Missense_Mu NM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0 GATTGGCCACCT 0.567

+ 3 297 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1 CAGGTGGCAGGC 0.557

+ 6 902 TAF1_uc004dzt.3_ NM_138923 NP_620278 P21675 TAF1_HUMAN otein kinase 1. 17 TAGAATCAGAAGT 0.512

- 1 1191 mqj.1_Missense_M NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1 CGCCAGGATCTGA 0.363

+ 5 792 efz.2_Missense_Mu NM_022144 NP_071427 Q9H2S6 TNMD_HUMAN cellular (Potential). 1 ATCCCACTCTAAT 0.378

+ 8 1271 rh.1_Missense_Mu NM_001939 NP_001930 Q13474 DRP2_HUMAN Spectrin 2. 2 TTGCCATTTCTGA 0.488

+ 4 969 ehw.2_Missense_M NM_016608 NP_057692 Q9P291 ARMX1_HUMAN ARM 1. 4 ATTGATGATATTC 0.468

+ 4 1511 ehw.2_Missense_M NM_016608 NP_057692 Q9P291 ARMX1_HUMAN ARM 3. 4 TAAAGAATGGGAT 0.333

+ 5 1633 eib.1_Missense_M NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 TCATGGCCAAACT 0.239

- 2 4238 n.2_Missense_Mut NM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1 GCTATCTCCTATCT 0.408

+ 5 4093 .Q1098*|GPRASP NM_014710 NP_055525 Q5JY77 GASP1_HUMAN PRD1-binding. 2 GAAGATCAGGAA 0.468

+ 11 1204 K_uc010npc.1_5'U NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN Protein kinase. 14 CTGTTTCGTCCTA 0.363

- 2 663 _p.P216L|SERPINA NM_000354 NP_000345 P05543 THBG_HUMAN 0 TTGGATGGATCAA 0.403

- 1 564 _p.G183E|SERPINA NM_000354 NP_000345 P05543 THBG_HUMAN 0 ACTTTCCCTTTGG 0.408

- 11 1508 ense_Mutation_p.P NM_024657 NP_078933 Q8TE76 MORC4_HUMAN CW-type. 1 TGGTCAGGAACC 0.403

+ 12 1141 1_Missense_Mutat NM_052936 NP_443168 Q8WYN0 ATG4A_HUMAN 1 CCCCAGGAAATTC 0.428

+ 46 4311 _p.P1367L|COL4A NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 CTGGTCCTTCAGG 0.483

+ 51 5102 p.P1631S|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMANollagen IV NC1. 4 TCAGCTCCCTTCA 0.488

+ 3 1689 msr.1_Missense_M NM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4 CTCTATGAAAGCC 0.512

+ 4 852 n_p.D42N|HTR2C_ NM_000868 NP_000859 P28335 5HT2C_HUMANellular (By similarity). 3 ACCTCCGATGGTG 0.423 rs143566182

+ 4 541 A14_uc011mtm.1_ NM_007231 NP_009162 Q9UN76 S6A14_HUMAN cellular (Potential). 3 TTGCTTCTTTTCA 0.343

- 11 1219 _p.R317Q|THOC2_ NM_001081550 NP_001075019 Q8NI27 THOC2_HUMAN 3 TACCTTCGGTAGA 0.343

+ 3 404 MST4_uc010nrj.1_M NM_016542 NP_057626 Q9P289 MST4_HUMAN milarity).|Protein kinase. 9 GGCTCATTTGGGG 0.398

- 3 849 vh.1_Missense_Mu NM_004484 NP_004475 P51654 GPC3_HUMAN 5 GACTTGGAAACCT 0.468

+ 10 1558 26B_uc004eyx.3_5 NM_182540 NP_872346 Q5JSJ4 DX26B_HUMAN 0 ACAGATGACTTGT 0.343

- 8 1247 mwc.1_Missense_M NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 CCTCCGGGGATG 0.597

- 2 311 NM_145665 NP_663698 Q8TAD1 SPNXE_HUMAN 0 TTCTTTCGGGCGT 0.428

+ 9 1069 R1_uc004fck.3_Mis NM_002024 NP_002015 Q06787 FMR1_HUMAN KH 2. 3 TTAGTAGGTAAGT 0.328

+ 11 1199 _p.S337F|FMR1_u NM_002024 NP_002015 Q06787 FMR1_HUMAN 3 CAAATTCCCTTCC 0.259

+ 3 537 NM_152578 NP_689791 Q8N0W7 FMR1N_HUMANxtracellular (Potential). 1 GAGAGTGAATGTT 0.368

+ 14 1595 TM1_uc011mxz.1_ NM_000252 NP_000243 Q13496 MTM1_HUMAN ularin phosphatase. 3 AATAAAGAAAAAT 0.363

+ 14 1714 TM1_uc011mxz.1_ NM_000252 NP_000243 Q13496 MTM1_HUMAN 3 GATCAAGCAACAA 0.358

+ 5 622 MGB3_uc004fer.2_ NM_005342 NP_005333 O15347 HMGB3_HUMAN 0 TTGCCCGGAAAA 0.289

- 10 996 04fir.2_Missense_M NM_004135 NP_004126 P51553 IDH3G_HUMAN 0 CATCACCATGACA 0.617



- 41 6961 n.1_Missense_Muta NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 21. 6 TGTGGGCTCCCCC 0.667

+ 2 210 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1 CCGCAGGAGAAC 0.577

- 4 492 L2_uc001afk.2_5'Fl NM_017971 NP_060441 Q9BYC9 RM20_HUMAN 0 ATCCCCCAAGGCA 0.498

- 3 843 SLC35E2_uc001ah NM_182838 NP_878258 P0CK97 S35E2_HUMAN ical; (Potential). 1 TCATAAGGAAGTT 0.468

+ 13 3076 _p.R998Q|PRDM16 NM_022114 NP_071397 Q9HAZ2 PRD16_HUMANof TGF-beta signaling.|Intera 7 ACGTCCGGAACA 0.617

+ 10 1476 _p.L423R|PIK3CD_ NM_005026 NP_005017 O00329 PK3CD_HUMAN 7 CCAACCTCATGC 0.652

- 4 732 atb.1_Missense_Mu NM_005957 NP_005948 P42898 MTHR_HUMAN 0 TCACTTCGGATGT 0.567

+ 36 8173 atx.2_Missense_M NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 AATGCGGAACCTC 0.502

+ 5 958 NM_001013641 NP_001013663 A0PJX8 TMM82_HUMAN .|Helical; (Potential). 2 ATGGGCGGCCTC 0.682

- 13 2154 _p.L26F|ARHGEF NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN PH. 3 GTGGAGGAGCTG 0.647

- 4 1468 NM_152232 NP_689418 Q8TE23 TS1R2_HUMAN 4 GGCTGACCGTGTT 0.637

- 22 2954 m.1_Missense_Mu NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 TTCTCCTAACTGT 0.438

- 16 2136 G463R|TMCO4_uc NM_181719 NP_859070 Q5TGY1 TMCO4_HUMAN 0 CAGCCCCGTGCT 0.642

- 7 1370 _p.R398C|ZNF683 NM_173574 NP_775845 Q8IZ20 ZN683_HUMAN type 3; degenerate. 0 GCAGGCGCAGGT 0.637

- 1 422 NM_018066 NP_060536 Q9H9Y4 GPN2_HUMAN 0 TTGGCCGGGTCCA 0.731

- 6 435_436 _p.P91S|EYA3_uc0 NM_001990 NP_001981 Q99504 EYA3_HUMAN 3 TCCAGGGTAAGC 0.416

- 5 1025 N1_uc001bsa.1_Mis NM_002379 NP_002370 P21941 MATN1_HUMAN VWFA 2. 1 GAAGCGACCCAG 0.567

+ 7 1159 p.W172*|HCRTR1_ NM_001525 NP_001516 O43613 OX1R_HUMAN lasmic (Potential). 1 GAACTGGAAGCG 0.647

+ 3 283 SP_uc001coj.1_M NM_002482 NP_002473 P49321 NASP_HUMAN TPR 1. 1 ATTCCAGCAGCTG 0.348

+ 20 3395 R_uc009waq.2_3'U NM_002303 NP_002294 P48357 LEPR_HUMAN lasmic (Potential). 1 TTGGAGGGAAATT 0.373

+ 17 1725 _p.A103V|SGIP1_u NM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN 3 GCGGGCTGAAAG 0.458

- 5 1879 se_Mutation_p.S46 NM_015534 NP_056349 Q8IYH5 ZZZ3_HUMAN 5 TTGGCAGATGGCA 0.393

+ 4 447 se_Mutation_p.R83 NM_001081472 NP_001074941 1 GGGAGCGTCTTGG 0.308

- 10 1391 OLN2_uc001dkn.2_ NM_153259 NP_694991 Q8IZK6 MCLN2_HUMAN ical; (Potential). 4 TAGAGGTTCCAAG 0.408

- 6 1125 _p.F321L|GFI1_uc0 NM_001127215 NP_001120687 Q99684 GFI1_HUMAN C2H2-type 3. 1 TCTTGAAGCTCTT 0.428

- 8 731 e|WDR77_uc010o NM_024102 NP_077007 Q9BQA1 MEP50_HUMAN 0 CATCACCTGTAGA 0.313

+ 5 1193 wgy.1_Missense_M NM_138959 NP_620409 Q8TAA9 VANG1_HUMAN lasmic (Potential). 1 ATGGCCGGGCTGA 0.463

- 4 532 _p.A31V|REG4_uc NM_001159352 NP_001152824 Q9BYZ8 REG4_HUMAN 1 CAGGAGCACAGC 0.373

- 2 317 Z_uc010pdc.1_Mis NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 AGGTCGGTGTCC 0.388

- 3 1807 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 AGTGGGAACTCT 0.463

- 23 3281 UP210L_uc010peh NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 TATTTTCTTCCCA 0.378

- 9 1006 n_p.P328L|THBS3_ NM_007112 NP_009043 P49746 TSP3_HUMAN alcium-binding (Potential). 5 GAGCCCGGGAAAC 0.617

- 9 1016 hj.1_Nonsense_Mu NM_005998 NP_005989 P49368 TCPG_HUMAN 2 GAATTCGGGTGAA 0.468

- 5 1048 DCAF8_uc010pjb. NM_015726 NP_056541 Q5TAQ9 DCAF8_HUMAN WD 2. 2 TGTTAGGAAGAAA 0.428

- 5 842 _p.R212Q|SLAMF6 NM_052931 NP_443163 Q96DU3 SLAF6_HUMAN lasmic (Potential). 2 TGTGTTCGCTGAG 0.483 rs149372302

- 8 2418 NM_005099 NP_005090 O75173 ATS4_HUMAN Cys-rich. 5 TGATGCGATCACA 0.547

- 7 696 se_Mutation_p.P99 NM_019026 NP_061899 Q9UM00 TMCO1_HUMAN Poly-Pro. 1 AGAAGGAGGTGG 0.473

- 5 769 o.2_Missense_Mut NM_153832 NP_722561 Q8N6U8 GP161_HUMAN Name=4; (Potential). 0 TGAAGCCAGATG 0.552

+ 9 1633 e_Mutation_p.I499M NM_002021 NP_002012 Q01740 FMO1_HUMAN 1 GGTCATCAAAGCT 0.458

- 3 927 n|ANGPTL1_uc001 NM_004673 NP_004664 O95841 ANGL1_HUMAN Potential. 0 GGGAAAGTTCAAG 0.398

+ 70 11078 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23 AGAGTGCATGGTA 0.388

+ 7 1615 _Mutation_p.P429A NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|23 1 AAGGAGCCTGCAC 0.637

- 46 6775 NM_003292 NP_003283 P12270 TPR_HUMAN 7 GGACACCAGCAAC 0.393

+ 4 554 NM_133494 NP_598001 Q8TDX7 NEK7_HUMANProtein kinase. 4 AAGCACGTGCTG 0.279

+ 13 2359 _p.A682V|PKP1_uc NM_000299 NP_000290 Q13835 PKP1_HUMAN ARM 9. 2 CAGAAGCTGCCC 0.577

+ 15 1970 hbi.2_Missense_Mu NM_001005388 NP_001005388 O94856 NFASC_HUMANPotential).|Ig-like C2-type 6. 6 AAGCACGACCCC 0.597

+ 4 871 _p.A272T|RASSF5 NM_182663 NP_872604 Q8WWW0 RASF5_HUMAN 1 CTGGCGGCTACCA 0.587



+ 4 860 .1_RNA|CD55_uc0 NM_000574 NP_000565 P08174 DAF_HUMAN Sushi 3. 1 CCTTCTCATGTAA 0.378

- 5 1015 e_Mutation_p.G16 NM_144567 NP_653168 Q5VTE6 ANGE2_HUMAN 0 ACTAATCCAACAT 0.418

- 6 1688 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1 AAAGATCCTGCTT 0.438

+ 12 1583 NM_016002 NP_057086 Q8NBX0 SCPDH_HUMAN 1 GATTGACAGACTC 0.418

+ 6 857 iln.2_Missense_M NM_153498 NP_705718 Q8IU85 KCC1D_HUMANProtein kinase. 2 TCCATCGGAGTGA 0.408

- 1 3215 NR_003525 0 TAGGTGGACCTGT 0.498

- 1 1979 NR_003525 0 GGGTCTCCTGCTG 0.552

+ 12 1598 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CAGAATCCAAACA 0.279

- 23 3507 se_Mutation_p.E1 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN .|Extracellular (Potential). 13 ATTCCTCCTGTGT 0.413

+ 2 813 1jmx.3_Intron|CTN NM_178011 NP_821079 Q86VH5 LRRT3_HUMANular (Potential).|LRR 2. 3 AGCTCACCTGGC 0.383

- 8 1938 uu.3_Missense_Mu NM_001144000 NP_001137472 A6NIR3 AGAP5_HUMAN ANK 1. 0 CCTTGCGGCAGGC 0.662

+ 13 2746 AA0913_uc001jvi.2 NM_015037 NP_055852 A7E2V4 K0913_HUMAN 1 GTGCCGGGCAG 0.572

+ 8 1187 GI1_uc001kjd.3_Int NM_005097 NP_005088 O95970 LGI1_HUMAN EAR 2. 4 CCACTGTAGTATG 0.458

- 5 762 xuv.2_Missense_M NM_020992 NP_066272 O00151 PDLI1_HUMAN 0 TGCAAAACCAAGA 0.458

- 11 1163 9L1_uc001kqt.1_M NM_018294 NP_060764 Q69YN2 C19L1_HUMAN 0 TCATCAGATAAGC 0.488

- 1 441 OC2_uc009xxx.2_In NR_026715 0 GCCAGGTGCCCC 0.537

+ 4 456 NM_058222 NP_478129 Q96PL2 TECTB_HUMAN ZP. 0 ATTTGAGAGCCAA 0.498

+ 9 939 NM_000936 NP_000927 P16233 LIPP_HUMAN 3 TTGCTGGATTCCC 0.448 rs146995349

- 2 606 b.1_Missense_Mut NM_001112704 NP_001106175 Q5SQQ9 VAX1_HUMAN Homeobox. 2 GCAGCGCTGGAA 0.657

- 5 923 p.P216S|SIRT3_uc NM_012239 NP_036371 Q9NTG7 SIRT3_HUMAN etylase sirtuin-type. 1 GCAGCGGCTCCC 0.587

- 15 2518 qwh.1_5'Flank|CDH NM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN lasmic (Potential). 0 TGAGAACGACCAC 0.706

- 2 258 NM_016564 NP_057648 Q8N111 CEND_HUMAN lasmic (Potential). 0 CCGGGGGTACCTT 0.692

+ 51 14351 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 CCACCCCGTCCTC 0.642

- 1 71 x.1_Intron|LOC338 NM_001005922 NP_001005922 Q6L8H4 KRA51_HUMAN 0 CACAGCTGGAGC 0.672

- 22 3313 p.E1008K|NUP98_ NM_016320 NP_057404 P52948 NUP98_HUMAN 12 AGATTTCTTGAGA 0.418

+ 1 496 NM_001005170 NP_001005170 Q8NH67 O52I2_HUMAN lasmic (Potential). 1 AGAATTCTCACGC 0.498

- 4 1132 .1_Intron|MUC15_ NM_145650 NP_663625 Q8N387 MUC15_HUMAN lasmic (Potential). 3 GGTTCCGGTGCAT 0.378

+ 11 1850 _p.V427I|PDHX_u NM_003477 NP_003468 O00330 ODPX_HUMAN 1 TGGCGGTTGGGA 0.498

- 10 1430 rew.1_Missense_M NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2 GCCACGGCCAGC 0.547

+ 4 321 yd.2_Missense_M NM_002231 NP_002222 P27701 CD82_HUMAN ical; (Potential). 1 CTGGGCGCAGTG 0.617

+ 15 1879 1ncz.2_Missense_MNM_001142673 NP_001136145 O75143 ATG13_HUMAN 0 TTTGCTCCCAAGA 0.512

+ 6 1068 3_uc001nej.2_Intro NM_005693 NP_005684 Q13133 NR1H3_HUMAN -binding (Potential). 3 CTCAGCCGGGAG 0.582

+ 1 385 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMAN lasmic (Potential). 1 TGTAACCCCCTGC 0.532

+ 11 2586 _p.A799V|TMEM13 NM_178031 NP_821174 Q24JP5 T132A_HUMANalization similar to full-length 1 AGGTGGCAGGCA 0.612

+ 3 291_292 1_Intron|DAK_uc0 NM_015533 NP_056348 Q3LXA3 DHAK_HUMAN DhaK. 0 TGGCTGGCTGTG 0.624

+ 1 629 22A9_uc001nwx.2_ NM_080866 NP_543142 Q8IVM8 S22A9_HUMAN cellular (Potential). 3 GGCTGGGTGTATG 0.512

- 20 3284 09ypw.2_5'Flank|RA NM_005609 NP_005600 P11217 PYGM_HUMAN 2 TCTCCCGGGCATA 0.617

+ 8 1504 x.2_RNA|KDM2A_u NM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN JmjC. 9 CATGTGGACTTTG 0.433

+ 23 4900 g.2_Missense_Mut NM_002335 NP_002326 O75197 LRP5_HUMAN mic (Potential).|PPPSP mot 7 CCTCCGTCCCCC 0.582

+ 4 485 _p.W116*|FOLR1_ NM_016724 NP_057936 P15328 FOLR1_HUMAN 1 GGCCCTGGATCCA 0.572

+ 19 2287 osg.2_Missense_M NM_001567 NP_001558 O15357 SHIP2_HUMAN 4 GACATCGTCACCA 0.552

- 7 829 e_Mutation_p.P175 NM_015159 NP_055974 Q92567 F168A_HUMAN 0 CAACAGGTGCTG 0.602

- 9 3007 m.2_Missense_Mu NM_016578 NP_057662 Q96T23 RSF1_HUMAN Potential. 4 CGGCACGCTCTTT 0.338

+ 10 2986 sp.1_Missense_Mu NM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3 TTCTTCCCTAAGG 0.587

+ 2 224 PRSS23_uc010rts. NM_007173 NP_009104 O95084 PRS23_HUMAN 2 TGGCAGGGATTCC 0.552

+ 2 1369 NM_015036 NP_055851 O94919 ENDD1_HUMAN 0 CCTGTCCGTGTCC 0.547

+ 12 1323 _p.R299C|ELMOD NM_018712 NP_061182 Q8N336 ELMD1_HUMAN ELMO. 0 AAATTCCGCAAGA 0.463 rs140465562



+ 1 229 NM_017516 NP_059986 Q14964 RB39A_HUMAN P (By similarity). 0 CGGCGGGACAG 0.741

+ 8 1453 UL5_uc001pju.2_R NM_003478 NP_003469 Q93034 CUL5_HUMAN 1 GCTCATGGAATGC 0.328

+ 21 2037 e_Mutation_p.R68 NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN cellular (Potential). 0 ATCTTCCGCCGC 0.642

- 9 1712 n_p.R319W|SLC37 NM_001164277 NP_001157749 O43826 G6PT1_HUMAN ical; (Potential). 1 TTACCCGGAAGAG 0.567

+ 6 1422 p.R403C|NLRX1_u NM_024618 NP_078894 Q86UT6 NLRX1_HUMANeraction with MAVS.|NACHT 2 TTCCTGCGCCTCA 0.592

+ 25 3555 rzp.1_Missense_M NM_003105 NP_003096 Q92673 SORL_HUMAN ential).|LDL-receptor class A 15 CAGTGCCGGAGT 0.517

+ 1 569 NM_001005197 NP_001005197 Q8NGM9 OR8D4_HUMANcellular (Potential). 1 CCTGCTCCAGCA 0.373

- 2 244 09zcl.2_Missense_ NM_145013 NP_659450 Q8TAV5 CK045_HUMAN 0 ccagggcggagaGGT 0.124

+ 6 715 78_uc010sde.1_Missense_Mutation_p.S54G|LOC100288778_uc010sdf.1_Missense_Mutation_p.S54G|LOC1002887 0 CTGCCCAGCATTG 0.587

+ 8 1455 .1_Missense_Muta NM_000616 NP_000607 P01730 CD4_HUMAN ical; (Potential). 0 TGGGGGGCGTCG 0.627

+ 2 375 n_p.P43L|CLEC4A NM_016184 NP_057268 Q9UMR7 CLC4A_HUMAN lasmic (Potential). 0 GATTCCCCAAGCT 0.398

- 2 203 NM_014358 NP_055173 Q9ULY5 CLC4E_HUMAN 1 CTCTCTCTGTAGA 0.408

+ 22 2854 p.C499Y|A2ML1_u NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 TGCTGTGCCCAAA 0.418

- 12 1431 k.1_Missense_Mut NM_000014 NP_000005 P01023 A2MG_HUMAN 5 CGTGTTCTTCTGA 0.418

- 3 700 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN G-[PQS]-P-[PS]-Q-[GE]-G-N 1 CCGGACGAGGTG 0.622 rs113884749

- 3 257 zt.2_Missense_Mu NM_002723 NP_002714 P10163 PRB4_HUMAN PR]-[PR]-P-Q-G-G-N-Q-[PS] 1 TTCCTGGAGGAGG 0.607

+ 6 645 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMAN Name=4; (Potential). 8 ATGCTTCGTGGAA 0.348 rs138965366

+ 4 865 NM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2 ATGCCGGCACTAC 0.418

- 19 2689 nse_Mutation_p.V8 NM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7 CGAGTAACTTTCC 0.483

+ 4 1135_1136_p.S15F|FAM113B_ NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 GAACTCCTGGAG 0.604

- 9 1585 k|CCNT1_uc009zkz NM_001240 NP_001231 O60563 CCNT1_HUMAN Potential. 6 TGGGCAGCATATG 0.463

- 19 2501 rut.1_Missense_Mu NM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN FH2. 4 TGACGGAAGCGG 0.552

- 1 194 _p.S59A|KRT8_uc NM_002273 NP_002264 P05787 K2C8_HUMANHead.|Ser-rich. 2 GCGGGAACCGGG 0.662

- 8 896 nse_Mutation_p.T2 NM_001130059 NP_001123531 P17544 ATF7_HUMAN activation domain. 2 CTGGCAGTACCCA 0.537

+ 3 351 NP_uc001sht.2_5'F NM_014182 NP_054901 Q53FV1 ORML2_HUMAN 0 CACTGGGAGCAAA 0.517

- 27 5409 p.P545S|BAZ2A_u NM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN 0 GCTTTGGGAAACC 0.542

- 9 1569 1_5'Flank|BAZ2A_u NM_001686 NP_001677 P06576 ATPB_HUMAN 1 TCCTTTGATGGTC 0.468

- 5 608 _uc001soc.2_Misse NM_032496 NP_115885 Q9BRR9 RHG09_HUMAN SH3. 1 GAGCTTCTAGGC 0.552

+ 18 2579 se_Mutation_p.S82 NM_003667 NP_003658 O75473 LGR5_HUMAN lasmic (Potential). 9 CAAGATCAAAACA 0.448

+ 4 680 wy.2_Missense_Mu NM_173353 NP_775489 Q8IWU9 TPH2_HUMAN 4 ACCACCCAGTAAG 0.468

- 9 926 orf50_uc001tan.2_I NM_152589 NP_689802 Q8NA57 CL050_HUMAN 3 ACATGCGTTGTAG 0.358 rs112656239

+ 15 1831 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 2. 14 GATGGAGTTGGTG 0.403

+ 8 823 FX4_uc001tlt.2_M NM_213594 NP_998759 Q33E94 RFX4_HUMAN 1 ATTGTCGGCGTGT 0.542

+ 9 1264 E3B_uc001too.1_R NM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN 4 AGACCCCGTCCT 0.398

+ 5 789 01tzs.2_Missense_ NM_002560 NP_002551 Q99571 P2RX4_HUMAN cellular (Potential). 0 GGTGGCGGCCTG 0.522

- 10 1394 n_p.Q26H|ANAPC5 NM_016237 NP_057321 Q9UJX4 APC5_HUMAN 6 CGTTTTCTGTGCG 0.552

- 2 564 ci.1_Missense_Mu NM_002956 NP_002947 P30622 CLIP1_HUMAN Ser-rich. 3 CTGGCCGTAGAAG 0.557

- 8 1690 15A4_uc001uhv.2_ NM_145648 NP_663623 Q8N697 S15A4_HUMAN ical; (Potential). 0 AGGAGGGTAGCT 0.468

- 5 1682 NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 CTTTCACCGGGAC 0.562

- 2 450 NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 AGCAAGGAAAAC 0.527

+ 18 2209 uij.1_Missense_Mu NM_004764 NP_004755 Q96J94 PIWL1_HUMAN Piwi. 2 GGAGACGGCCAG 0.478

+ 3 573 RS8_uc001ujb.1_5 NM_004592 NP_004583 Q12872 SFSWA_HUMAN 0 GATGGGAGCTACA 0.453

- 25 3134 NM_006437 NP_006428 Q9UKK3 PARP4_HUMAN VWFA. 4 CGTGACGATTTGC 0.333

+ 33 4828 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 AGCCAACAATGAG 0.448

- 1 442 NM_145203 NP_660204 Q8N752 KC1AL_HUMAN 1 CCACAACGAGTTC 0.587

- 17 2165 zc.3_Missense_Mu NM_001127615 NP_001121087 Q8TC92 ENOX1_HUMAN 2 ACACCCGTGAATT 0.433

- 38 3394 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 GGCATTCCTGGGA 0.527



- 5 728 vsf.2_Missense_M NM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1 CTGGGAGGAGAG 0.577

+ 8 830 1vxb.1_Splice_Site NM_005484 NP_005475 Q9UGN5 PARP2_HUMAN 2 ACTTGGTAGGACT 0.353

- 20 2981 EP1_uc010tlf.1_R NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 TGGGGGGAATGTA 0.557

- 31 4745 Mutation_p.R1447C NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 AAGTGCGGAAGC 0.493

+ 4 678 TOX4_uc010tlu.1_M NM_014828 NP_055643 O94842 TOX4_HUMAN 1 ATTTCCGGAGGGT 0.488

- 9 2687 IN1_uc001wir.3_M NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN 4 GAGGTTCTGGAA 0.537

- 14 1479 PO4_uc001wmy.1_ NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 3. 1 TGTGTCCAAGAGG 0.577

- 5 1813 p.R475W|NOVA1_ NM_002515 NP_002506 P51513 NOVA1_HUMAN 5 CAGCCCGAACTCC 0.448

- 5 720 tqb.1_Missense_M NM_006364 NP_006355 Q15436 SC23A_HUMAN 5 GTAATAAGTCCAA 0.383

+ 4 807 my.1_Missense_Mu NM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2 AGTATGGAACAGG 0.443

- 1 866 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN 9 CCCGACGATTTAT 0.373

- 11 1560 xbt.2_Missense_M NM_014750 NP_055565 Q15398 DLGP5_HUMAN 2 TCGAAGCAATGTG 0.338

+ 4 951 dx.2_Missense_Mu NM_016651 NP_057735 Q9NYF0 DACT1_HUMAN 5 AAAAACGGGAATG 0.493

- 1 1432 1_Intron|TMEM30B NM_001017970 NP_001017970 Q3MIR4 CC50B_HUMAN 0 GCCGCCGTGCGC 0.687

- 9 1669 _p.L540V|KCNH5_ NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 GGTTTAGATGAAC 0.483

+ 62 12420 NE2_uc010apx.1_M NM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14 GCCACCGTACTAA 0.458 rs144164967

- 2 1674 NM_003814 NP_003805 O43506 ADA20_HUMAN Extracellular (Potential). 1 ACTGCCGTATGGT 0.443 rs147557544

- 11 3145 wo.1_Missense_Mu NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 ATATTCCTGTGGAT 0.478

+ 3 1081 ygl.1_Missense_Mu NM_001127258 NP_001120730 Q96JK4 HIPL1_HUMAN 2 GAGACCCCTTTGG 0.527

- 1 400 NR_024387 0 TCGTTACATTTAT 0.373

+ 4 1390 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3 CTGACCGGGCAG 0.632

+ 10 2280 NM_019074 NP_061947 Q9NR61 DLL4_HUMAN lasmic (Potential). 2 GAGTGTCGGATAT 0.562

- 13 1854 NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1 GATTCCAGGGAAT 0.597

+ 7 855 e_Mutation_p.S190 NM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 3. 10 ATTGCAGCTACTT 0.517

- 17 2017 dk.1_Missense_Mu NM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1 GACAACGTAAAG 0.393

+ 13 1837 NM_024908 NP_079184 Q9H967 WDR76_HUMAN WD 7. 0 CAACTCGGTATAT 0.418 rs140407429

+ 10 1278 e_Mutation_p.A37 NM_002044 NP_002035 Q01415 GALK2_HUMAN 1 TTTGGGGCTCAAG 0.438

+ 6 1484 _p.P365S|SLC27A2 NM_003645 NP_003636 O14975 S27A2_HUMAN lasmic (Potential). 2 AGAGTTCCCAAAG 0.353

- 6 745 _p.A165V|CYP19A NM_031226 NP_112503 P11511 CP19A_HUMAN 3 GATTCAGCACAGA 0.537

- 6 804 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 CCCATTGGGCAGG 0.537

- 8 3321 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMAN lasmic (Potential). 6 ATCAGCGGGGTC 0.687

- 5 1233 n_p.F107L|CYP1A NM_000499 NP_000490 P04798 CP1A1_HUMAN 5 GGATGAAGGCCT 0.577

- 5 753_754 2azg.2_Splice_Site NM_020447 NP_065180 Q5XKK7 CO017_HUMAN 0 GTTCACCTGCTA 0.53 rs143038267

+ 12 2270 6_uc002bgg.2_Mis NM_172217 NP_757366 Q14005 IL16_HUMAN 4 CCCACCTGTGGCC 0.512

- 2 835 NM_032246 NP_115622 Q6ZN04 MEX3B_HUMAN KH 2. 2 CCACGAGCCCCAC 0.662

- 14 1683 bgu.1_Missense_M NM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN 1 GCAATAAAAGACT 0.433 rs142283736

+ 7 3091 13_uc002blu.1_Mi NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 GTGCCAAGGACAA 0.463

+ 12 6954 e_Mutation_p.D219 NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 TCTGGAGACAGG 0.612

+ 14 1847 NM_002569 NP_002560 P09958 FURIN_HUMAN 7 ATCCCTCTGGCGA 0.572

- 10 1551 2bvx.1_Missense_ NM_139057 NP_620688 Q8TE56 ATS17_HUMAN Disintegrin. 3 CTTACCTCCATGT 0.572

- 11 1633 clz.2_Missense_M NM_014714 NP_055529 Q96RY7 IF140_HUMAN 5 AGACTCGGGGAG 0.617

+ 5 1113 yv.1_Missense_Mu NM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0 AATACACGGCCC 0.637 rs146499343

- 10 1588 x.2_Missense_Mut NM_001007240 NP_001007241 P55259 GP2_HUMAN 4 CCTCTCCGAGTGA 0.527

- 19 2353 _p.P278S|ARHGA NM_001006634 NP_001006635 Q68EM7 RHG17_HUMANng (Potential).|Pro-rich. 0 GGGGAGGGGTGT 0.622

- 4 562 Missense_Mutation NM_000086 NP_000077 Q13286 CLN3_HUMAN 0 ATCGGCGTTGGG 0.483

+ 5 1403 22S|SH2B1_uc002 NM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMANndependent of JAK2 phosph 2 AGCATCCCCTGCT 0.542

+ 3 456 rt_Site|FBXL19_uc0 NM_001099784 NP_001093254 Q6PCT2 FXL19_HUMAN PHD-type. 4 GACACGGTGGAG 0.602



+ 3 341 eag.2_Missense_M NM_025193 NP_079469 Q9H2F3 3BHS7_HUMAN 0 GTGGCCGGAGCC 0.647

- 4 617 XDC2_uc002eyb.2_RNA|PDXDC2_uc002eyc.2_RNA 0 CTTTGGCGGTCTT 0.373 rs139165288

+ 16 2493 _p.G630E|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMAN ential).|Fibrinogen C-termin 2 GGGTAGGAAGAA 0.408

+ 8 1132 vnt.1_Missense_Mu NM_001257 NP_001248 P55290 CAD13_HUMAN Cadherin 2. 1 ATGGCTGGACTGG 0.418

- 6 1179 se_Mutation_p.G33 NM_020947 NP_065998 Q6P9B6 K1609_HUMAN TLD. 2 CCAGTCCGTTCGG 0.597

- 4 1556 _p.G334E|NLRP1_ NM_033004 NP_127497 Q9C000 NALP1_HUMANHT.|ATP (Potential). 9 GCAGCCCCCTGC 0.532

- 6 1191 PL1_uc010clk.2_M NM_014336 NP_055151 Q9NZN9 AIPL1_HUMAN 0 gcagggggccctgcgg 0.264

- 3 400 se_Mutation_p.R80 NM_014336 NP_055151 Q9NZN9 AIPL1_HUMAN ase FKBP-type. 0 AGGCTCCGGGATA 0.632

- 28 4367 URL4_uc002gfy.1_ NM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2 CCCCAGGTTCTCC 0.612

+ 3 459 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. 0 ccgccgccgccgccacc 0.413

+ 75 11602 nm.1_Missense_M NM_020877 NP_065928 Q9P225 DYH2_HUMANA 6 (By similarity). 13 CCCAGCGCTTCCA 0.657

+ 25 4151 Missense_Mutation NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1 ACCTAGCCCGGA 0.527

+ 16 3097 NM_000180 NP_000171 Q02846 GUC2D_HUMANase.|Cytoplasmic (Potential) 1 CCTCGCGCATGGA 0.697

- 18 2179 n.1_Missense_Muta NM_002018 NP_002009 Q13045 FLII_HUMAN ction with ACTL6A. 2 AGAGGGCTCCCC 0.592

+ 2 179 S9C_uc010vyb.1_ NM_001040078 NP_001035167 Q6DKI2 LEG9C_HUMAN Galectin 1. 1 GGGGCCGTTCTCA 0.562

- 2 171 se_Mutation_p.A36 NM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1 GAACGGCCCCATT 0.562 rs144269928

- 11 2310 cry.1_Missense_Mu NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN cellular (Potential). 2 CATTGCGGGGCA 0.612

+ 10 2747 NM_207313 NP_997196 Q6IEE7 T132E_HUMAN ical; (Potential). 1 CTGGGCGTCTTCT 0.637

- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -C-[GIKRQVHEL]- [SPTR]-[ 0 GGACGCAGGcagc 0.323 rs141357429

+ 17 2897 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMAN 3.|Extracellular (Potential). 8 ATCACCGGCCCTG 0.567

- 11 3171 _p.C973R|PLEKHM NM_014798 NP_055613 Q9Y4G2 PKHM1_HUMAN ol-ester/DAG-type. 0 TCTGGCAGATGAA 0.582

+ 6 885 e_Mutation_p.R185 NM_006310 NP_006301 P55786 PSA_HUMAN 0 TTGACCGGAAACC 0.343

+ 2 339 n_p.Q8*|B4GALNT NM_153446 NP_703147 Q8NHY0 B4GN2_HUMANmenal (Potential). 2 TTCCTTCAAGCAG 0.502

- 1 649 _p.S205F|TOB1_uc NM_005749 NP_005740 P50616 TOB1_HUMAN 1 ATGGGAGAAGTAC 0.473

- 16 2161 itf.2_Missense_Mu NM_001130528 NP_001124000 O60271 JIP4_HUMAN 5 TTCTGAGGCAGAC 0.483

+ 4 461 p.R46W|PCTP_uc0 NM_021213 NP_067036 Q9UKL6 PPCT_HUMAN START. 1 TACCTTCGGCAGC 0.572 rs151142834

- 6 1458 NM_007146 NP_009077 Q14119 VEZF1_HUMANats of P-[LV]-T-[IL]-T-[ST]- P. 2 TCATTGGGCTGGT 0.488

- 22 4862 nse_Mutation_p.S1 NM_004758 NP_004749 O95153 RIMB1_HUMAN 3 GATGCTAAAGAG 0.463

- 3 307 2jde.2_Missense_M NM_022579 NP_072101 Q14406 CSHL_HUMAN 0 CAGAAGGAGGTCT 0.527

- 4 565 _p.S141F|ABCA9_ NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 CCCCAAGAAAACT 0.368

- 18 2762 wsc.1_Missense_M NM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN Pro-rich. 1 GGGCCGCTCTGT 0.657

- 18 1927 n_p.T516I|UNC13D NM_199242 NP_954712 Q70J99 UN13D_HUMANction with RAB27A. 2 TTGAGGGTACTGG 0.622

+ 9 1258 _p.W331R|SEC14L NM_003003 NP_002994 Q92503 S14L1_HUMAN CRAL-TRIO. 2 GGAGGCTGGCAT 0.498

+ 3 417 wub.1_Missense_M NM_017950 NP_060420 Q4G0X9 CCD40_HUMAN 3 ATACGATAGTGTT 0.562

+ 8 4802 NA|RNF213_uc010 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 GTTTCTGATGTGA 0.602

+ 9 2032 T|FOXK2_uc002kf NM_004514 NP_004505 Q01167 FOXK2_HUMAN 0 CACAACGGTGAC 0.627

+ 5 1526 NM_153000 NP_694545 Q8J025 APCD1_HUMANcellular (Potential). 0 GTGCGGGGCCGA 0.587

- 16 2026 PIRE1_uc010wzx.1 NM_001128626 NP_001122098 Q08AE8 SPIR1_HUMAN 0 GGGCAGTGGAG 0.517

- 5 1696 kxk.1_Missense_M NM_022751 NP_073588 Q9H706 FA59A_HUMAN Pro-rich. 2 ATGGAGGGACTG 0.577

+ 12 4163 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 AGATTTCCTTCTG 0.498

+ 7 962 e_Mutation_p.R13 NM_020776 NP_065827 Q86T90 K1328_HUMAN 1 GCAGATCGTGTTC 0.458

+ 4 1209 wn.3_Missense_Mu NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 CAGTGTGGGAAGA 0.448

+ 9 696 E6_uc010dtg.2_Mis NM_024760 NP_079036 Q9H808 TLE6_HUMAN 1 CTGAGGGTTCCCA 0.652

+ 10 1291 p.G362R|TJP3_uc0 NM_014428 NP_055243 O95049 ZO3_HUMAN PDZ 3. 3 CTGGCAGGGGGC 0.672

- 2 334 _p.R27*|UBXN6_u NM_025241 NP_079517 Q9BZV1 UBXN6_HUMAN 0 GGTTTCGGATGGT 0.657

- 3 1676 N4_uc010dub.1_5'F NM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN roximate tandem repeat.|15 0 GCCCCCGTGAGC 0.612

+ 6 768 S4_uc002mji.2_5'U NM_024552 NP_078828 Q9HA82 CERS4_HUMANHelical; (Potential). 1 TGGGCGGCCTCT 0.617



- 22 2888 p.L359M|ADAMTS NM_030957 NP_112219 Q9H324 ATS10_HUMAN TSP type-1 2. 4 GGGCAGCTTGCT 0.672

+ 4 1683 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCACATCTGC 0.408

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0 ATAACGCTTTCCC 0.428

- 1 71 um.1_Missense_M NM_032301 NP_115677 Q5XUX1 FBXW9_HUMAN 1 GGGTCTGTCTCTG 0.687

- 22 3677 ao.1_Missense_M NM_000435 NP_000426 Q9UM47 NOTC3_HUMAN GF-like 30; calcium-binding 21 CGCAGCGCAAAC 0.652

- 5 705 HERP_uc002nej.2_ NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN CID. 2 GCAGCCGCAGCT 0.642

+ 31 5190 1_Missense_Mutat NM_004145 NP_004136 Q13459 MYO9B_HUMAN rbol-ester/DAG-type. 1 CAGAGCCACTGCT 0.577

+ 4 1706 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 TTCATACTAGAGA 0.358

+ 2 903 _p.P336L|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN type 7; degenerate. 1 CAACCCCTACTAA 0.348 rs142651314

- 6 2953 208_uc002nqo.1_I NM_007153 NP_009084 7 GCTTTGCCACATT 0.453

+ 4 1483 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 10. 0 ATAAGATAATTCAT 0.363

+ 4 1759 xrk.1_Missense_Mu NM_203282 NP_975011 O75437 ZN254_HUMAN 0 ATACTGAAGAGAA 0.353

+ 4 1782 xrk.1_Missense_Mu NM_203282 NP_975011 O75437 ZN254_HUMANC2H2-type 13. 0 TGTGAAAAATGTG 0.358

- 4 1973 dm.1_Missense_M NM_001007248 NP_001007249 Q96NL3 ZN599_HUMANC2H2-type 12. 2 CAGTGTGGATCC 0.423

- 1 386 NM_152481 NP_689694 Q17R55 F187B_HUMAN cellular (Potential). 2 AGGGTGGTGACAT 0.532

+ 6 735 ap.2_Missense_Mu NM_024321 NP_077297 Q9BTD8 RBM42_HUMAN Pro-rich. 0 TGGGCTCCATGG 0.677

+ 17 5043 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 ATCGAGGATGACC 0.582

+ 5 632 NM_001001414 NP_001001414 Q6ZVX7 NCRP1_HUMAN FBA. 1 GCCGACCGCCGC 0.682

+ 18 2264 AXL_uc010ehk.2_ NM_021913 NP_068713 P30530 UFO_HUMAN (Potential).|Protein kinase. 13 GACTTCGGGCTC 0.552

- 2 518 tion_p.G127E|PSG NM_006905 NP_008836 P11464 PSG1_HUMAN g-like V-type. 2 ATCATCTCCCTTTA 0.502

+ 2 764 0ekb.1_Missense_ NM_006732 NP_006723 P53539 FOSB_HUMAN 3 CCCACGGTCACC 0.517

- 3 467 p.E145G|STRN4_u NM_013403 NP_037535 Q9NRL3 STRN4_HUMAN 0 TTCTTCTCCCCCT 0.493

- 10 1290 H4_uc002pgb.1_In NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN 6 TTGGGAGTTCGAT 0.453

+ 5 479 NM_004533 NP_004524 Q14324 MYPC2_HUMAN-like C2-type 1. 1 AGGACACCTGTGA 0.602

+ 4 1385 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0 GTCAGATGTCATC 0.408

+ 11 1796 se_Mutation_p.R48 NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 GACATCGACGTCA 0.473

+ 2 336 20H2_uc002qkk.1_ NM_032701 NP_116090 Q86Y97 SV422_HUMAN 0 GGTTTCCGCACC 0.687

+ 22 4156 bp.1_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 CTGCCCTCCCCCT 0.647

- 3 226 02rfu.1_RNA|DNAJ NM_016544 NP_057628 Q9NZQ0 DJC27_HUMAN 1 TGACGTGTACCCT 0.343

- 7 575 _p.T154I|IFT172_u NM_015662 NP_056477 Q9UG01 IF172_HUMAN WD 4. 2 ACGATGGTACCAT 0.358

+ 3 557 uc002rvb.2_Intron NM_012249 NP_036381 P17081 RHOQ_HUMAN 2 TACCCAATGACCG 0.393

+ 10 1486 _p.S300F|EHBP1_u NM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN 2 AGGATTCTCCTCC 0.373

+ 45 5270 YSF_uc010fej.2_M NM_003494 NP_003485 O75923 DYSF_HUMAN mic (Potential).|C2 5. 7 ATGTTCGAGCTGA 0.572

+ 3 790 NM_003124 NP_003115 P35270 SPRE_HUMAN 2 GGAAAAGGACGA 0.512

- 2 875 02sit.3_Missense_M NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 TTGGGAGGATGGC 0.552

- 9 1678 mc.2_Missense_M NM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2 GAGGACGGGTAAA 0.527

+ 5 852 2_5'Flank|TMEM12 NM_004804 NP_004795 O76071 CIAO1_HUMAN WD 5. 0 ATGACCGTACTGT 0.542 rs142522111

+ 3 512 l.2_Missense_Muta NM_002881 NP_002872 P11234 RALB_HUMAN 3 GAATTCAGGTATG 0.443

+ 6 1178 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN 1.|Extracellular (Potential). 10 CACTCGGTCCTC 0.607

- 4 618 NM_005915 NP_005906 Q14566 MCM6_HUMAN 0 GGATTTCGGCAGA 0.398

+ 2 361 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 AACCGAACTGTGG 0.532

- 63 10964 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 CAGAATGGAATAC 0.328

- 9 1274 0fnn.2_Missense_MNM_001006636 NP_001006637 Q4AE62 GTDC1_HUMAN 1 GCCTCTGAAAAAA 0.358

- 129 17979 p.Q2353K|NEB_uc NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 162. 20 GCATCTGCTGAGA 0.448

- 40 4879 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 40. 20 TTTGCAGCAACAA 0.303

+ 8 7058 se_Mutation_p.P21 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Pro-rich. 14 CTCTTCCTCCACC 0.458

+ 4 669 gh.2_Missense_Mu NM_000817 NP_000808 Q99259 DCE1_HUMAN 1 AACAGCGACCGG 0.552



- 287 84469 777V|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATGGGAGCACAAC 0.448

- 17 3046 _p.T895I|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTGGAGTAACAG 0.353

+ 4 2591 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11 CCATATCCTTAAG 0.318

- 3 192 urv.2_Missense_M NM_014362 NP_055177 Q6NVY1 HIBCH_HUMAN 0 GCACCTCTTCTGC 0.358

- 41 7471 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 TTGAAAAGGGCTA 0.458

- 12 1603 _p.G446V|FAM126 NM_173822 NP_776183 Q8IXS8 F126B_HUMAN 1 TCAGTGCCAACCC 0.453

- 3 587 n_p.W67*|GPR1_u NM_005279 NP_005270 P46091 GPR1_HUMAN lasmic (Potential). 0 CTTCTTCCACTTG 0.458

+ 11 1612 iv.2_Missense_Mu NM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11 GCCAGCGCATCCA 0.507

+ 5 426 e_Mutation_p.D12 NM_013335 NP_037467 Q96IJ6 GMPPA_HUMAN 0 TGCTCCGACTTCC 0.597

- 4 1389 h.1_Missense_Mut NM_024536 NP_078812 Q8IZ52 CHSS2_HUMANmenal (Potential). 0 AAAGCGGGAGGC 0.657

+ 7 536 se_Mutation_p.F67 NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7 AAAGAATTTCTGC 0.418

+ 7 1413 N10_uc002vzn.1_M NM_023083 NP_075571 Q9HC96 CAN10_HUMAN Domain III 1 p.A410A(1) 6 GCCCAGCGAGCAT 0.657

- 3 1147 _Mutation_p.A326V NM_014948 NP_055763 O94941 RNF37_HUMAN U-box. 2 ATCCGGGCCTTGA 0.602

- 7 782_783 gci.1_Missense_Mu NM_024704 NP_078980 Q96L93 KI16B_HUMAN Kinesin-motor. 8 TGGTCCGGTTGAT 0.48

+ 2 435 130264_uc010zsd NM_020689 NP_065740 Q9HC58 NCKX3_HUMANcellular (Potential). 1 GATGCCGGACTCC 0.547

- 5 635 wtu.2_Missense_M NM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1 TCGTGACGTTGGG 0.622

+ 2 63 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 AGAATCGCCCTGA 0.353 rs7266938

+ 8 1220 2wxg.2_Missense_ NM_080625 NP_542192 Q9NUG4 CT160_HUMAN 4 GCGGAGTAAGCT 0.607

+ 12 2260 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN p.Q592fs*5(1) 248 GGCGCCAGGACC 0.637

+ 11 2022 sense_Mutation_p. NM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2 TCAGCTCTTGAAA 0.438

+ 15 1847_1848 uc002xjn.1_Intron NM_003286 NP_003277 P11387 TOP1_HUMAN 7 AGGACTCCATCAG 0.455

- 5 896 ntron|SYS1-DBNDD NM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1 CGCGATCTCCACC 0.557

- 14 1466 e_Mutation_p.E353 NM_006045 NP_006036 O75110 ATP9A_HUMAN lasmic (Potential). 4 GAGTCTTCGTACT 0.597

+ 17 1772 e_Mutation_p.L501 NM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0 CTCATCCTTACCA 0.677

- 14 2312 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 2-type 6; atypical. 0 TCGTTGGGACAG 0.622

- 1 130 NM_181609 NP_853640 Q7Z4W3 KR193_HUMAN 0 ATCCGTAGCCTCC 0.567

+ 3 204 n_p.P30S|PPIL2_u NM_148175 NP_680480 Q13356 PPIL2_HUMAN 2 GATCTCCCACAAA 0.353

+ 19 3912 _p.D1062N|BCR_uc NM_004327 NP_004318 P11274 BCR_HUMAN Rho-GAP. 12 GCCTTCGACGTCA 0.632

+ 5 730 NM_019601 NP_062547 Q9UGT4 SUSD2_HUMANcellular (Potential). 1 CCGGCTCTTTCAC 0.552

- 13 1968 _p.P595L|AP1B1_u NM_001127 NP_001118 Q10567 AP1B1_HUMANrich (stalk region). 2 GTGCGAGGTGGC 0.637

+ 4 2181 FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN S-P-[AEPV]-[EAK]- [AEVK] 0 GCAAAGTCCCCTG 0.557

- 3 961 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMAN xtracellular (Potential). 2 GCAGGTCGTGCAC 0.592

+ 6 795 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 TGATCCCGAGGAG 0.627

- 4 458 vo.2_Missense_Mu NM_152221 NP_689407 P49674 KC1E_HUMANProtein kinase. 3 ATGGACGGGATCC 0.647

+ 3 344 ion_p.G6D|L3MBT NM_031488 NP_113676 Q969R5 LMBL2_HUMAN FCS-type. 3 TCGTGGGTACAAG 0.512

+ 14 1795 H7B_uc010gyl.1_In NM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN 1 CTCTTCGACCCGC 0.622

+ 22 2806 H7B_uc010gyl.1_In NM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN C2H2-type. 1 CAGTCCGAGAAGC 0.622

+ 13 1258 nse_Mutation_p.R2 NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3 CTCTTTCGGTTGG 0.303

+ 9 1026 hc.2_Missense_Mu NM_002207 NP_002198 Q13797 ITA9_HUMAN r (Potential).|FG-GAP 5. 6 GTGGGGGCCCCC 0.542

+ 4 697 LC22A13_uc011ay NM_004256 NP_004247 Q9Y226 S22AD_HUMAN ical; (Potential). 1 GTGACAGAATGGG 0.622

- 14 2344 p.P717L|SCN5A_u NM_198056 NP_932173 Q14524 SCN5A_HUMAN=S1 of repeat II; (Potential). 9 GTAAACGGGTCCA 0.547

+ 5 608 ssense_Mutation_p NM_001904 NP_001895 P35222 CTNB1_HUMAN ARM 1. 0del(1)|p.A20_R 3166 CCACACGTGCAAT 0.433

+ 14 2032 _p.G606S|TRAK1_ NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN 1 CGGCCCGGTGTG 0.512

+ 14 2053 p.R613W|TRAK1_ NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN 1 GGCTTCCGGACG 0.582

+ 10 1065 hit.1_Missense_Mu NM_015340 NP_056155 Q15031 SYLM_HUMAN 2 ACGGGCGAAAAG 0.557

+ 3 449 010hiv.1_Missense NM_031200 NP_112477 P51686 CCR9_HUMAN Name=2; (Potential). 3 CTCTTTCTTGTCA 0.473

+ 2 820 bal.1_Intron|CXCR NM_006564 NP_006555 O00574 CXCR6_HUMAN Name=6; (Potential). 1 ATGCCCTTCAACC 0.493



- 4 514 NM_000258 NP_000249 P08590 MYL3_HUMAN EF-hand 2. 0 CCTTGTCGAAGAC 0.587

- 3 578 n_p.L44F|CCDC51_ NM_024661 NP_078937 Q96ER9 CCD51_HUMAN Potential. 0 GCTCGAGAGTAGC 0.612

- 2 4427 uf.1_Missense_Mu NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN tial).|EGF-like 1; calcium-bin 11 ACAGGGCTCTCGC 0.662

- 20 4283 dc.1_Missense_Mu NM_002447 NP_002438 Q04912 RON_HUMAN (Potential).|Protein kinase. 6 TCCACCTCCCCCA 0.557

+ 43 4447 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0 GCCTGTGGATTGA 0.537

+ 3 645 _p.G79R|ABHD6_ NM_020676 NP_065727 Q9BV23 ABHD6_HUMAN lasmic (Potential). 2 CTCCACGGATTCT 0.448

- 7 2117 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMAN 5 AGCCCCCTTCCTC 0.547

- 12 1332 p.D106N|LRIG1_uc NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN lar (Potential).|LRRCT. 5 AGCTGTCGCTGC 0.562

+ 6 1612 se_Mutation_p.P46 NM_005233 NP_005224 P29320 EPHA3_HUMAN tential).|Fibronectin type-III 33 GAACATCCTAATG 0.453

+ 4 1217 rp.1_Missense_Mu NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANcellular (Potential). 16 TGTCCTCCACACA 0.373

+ 12 1861 T1_uc011big.1_Mis NM_017699 NP_060169 Q9NXL6 SIDT1_HUMAN lasmic (Potential). 5 GAGAGCGACTTC 0.552

- 5 807 ebb.1_Splice_Site_ NM_000796 NP_000787 P35462 DRD3_HUMAN 4 TGTACCTGAAAAA 0.498

+ 6 643_644 _p.P105L|UPK1B_u NM_006952 NP_008883 O75841 UPK1B_HUMANcellular (Potential). 0 ACTATCCCTGGCC 0.46

- 2 418 M39A_uc003ecl.1_5 NM_018266 NP_060736 Q9NV64 TM39A_HUMAN 2 AAGAAGGTAAAGC 0.483

- 17 4112_4113 p.A203T|HEG1_uc NM_020733 NP_065784 Q9ULI3 HEG1_HUMAN lasmic (Potential). 2 GTAGGCCGGGTA 0.431

- 5 1016 eoy.2_Missense_M NM_032169 NP_115545 Q709F0 ACD11_HUMAN 1 ATTGTCATTATCG 0.403

+ 5 1030 NM_003571 NP_003562 Q13515 BFSP2_HUMAN 0 CCACAGCAACAG 0.572

- 14 1829 eyh.2_Missense_M NM_152394 NP_689607 Q7L0X2 F194A_HUMAN 3 TCATCTCCACTTA 0.453

+ 16 2076 M1_uc003fcg.2_M NM_024996 NP_079272 Q96RP9 EFGM_HUMAN 4 GTAGCTCCAAATG 0.383

- 13 2749 _p.S827F|MECOM_ NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 AGTTCAGAATGAG 0.408

- 16 2449 _p.T290A|ABCC5_ NM_005688 NP_005679 O15440 MRP5_HUMAN C transporter 1. 4 TTTCCGTAATACA 0.428

- 16 1883 P13A4_uc011bsr.1_ NM_032279 NP_115655 Q4VNC1 AT134_HUMAN cellular (Potential). 2 GCAATTCCTTCCA 0.473

+ 6 1442 1bus.1_Missense_ NM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0 AAGAATGTGGCAA 0.383

- 3 1986 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 GATGCAGCTCCAA 0.378

+ 27 3029 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 1. 11 TTTACCGATGCAC 0.398

- 13 1259 NM_003215 NP_003206 P42680 TEC_HUMAN Protein kinase. 9 GGGCTCGCCATTT 0.453

+ 5 1220 gyb.1_Missense_M NM_020846 NP_065897 Q9P270 SLAI2_HUMAN 0 CACCCAGAAATTC 0.478

- 10 1921 hk.1_RNA|CENPC NM_001812 NP_001803 Q03188 CENPC_HUMAN 2 TCTGCCTTTTAAG 0.343

- 1 1475 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4 TCAAATCGTTCCA 0.507

+ 45 7493 qa.2_Missense_Mu NM_080683 NP_542414 Q12923 PTN13_HUMAN -protein phosphatase. 6 GACTTCGACTGGC 0.448

+ 5 782 36_splice|HSPA4L_ NM_014278 NP_055093 O95757 HS74L_HUMAN 4 CTGCAGGTGAGCA 0.328

+ 9 1367 _p.V331I|HSPA4L_ NM_014278 NP_055093 O95757 HS74L_HUMAN 4 GAAGCTGTTGCAA 0.338

- 17 1613 jz.3_Missense_Mu NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 GCAGGAGAAGGG 0.353

- 7 1613 me.2_Nonsense_M NM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN Pro-rich. 2 TGGCTTGTGATGC 0.552

- 7 1368 ime.2_Missense_M NM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN Pro-rich. 2 CTTCCCGCTTCTT 0.537

+ 3 364_365 B_uc010ipv.2_Intro NM_005141 NP_005132 P02675 FIBB_HUMAN 3 CTACAGGATGTC 0.401

- 3 1339 sn.3_Nonsense_M NM_021647 NP_067679 O75121 MFA3L_HUMAN lasmic (Potential). 1 TTCCAGGTAAGCT 0.483

- 4 809 NM_153343 NP_699174 Q6UWR7 ENPP6_HUMANcellular (Potential). 1 GGATCCACTTGGT 0.547

+ 3 470 w.1_RNA|C5orf22_ NM_018356 NP_060826 Q49AR2 CE022_HUMAN 2 CACTTTTTAGTAG 0.378

- 20 4256 0iuq.1_Missense_M NM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 5. 9 AGCACAGGGACG 0.557

- 6 1038 NM_001007527 NP_001007528 Q68DH5 LMBD2_HUMAN lasmic (Potential). 0 GGAATTTCCACCA 0.423

- 12 1984 1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN TSP type-1 3. 7 GGGCAGGATTATT 0.502

- 1 633 84_uc003jng.2_5'F NM_001014279 NP_001014301 Q3ZCQ2 AX2R_HUMAN 0 CGGGTTCCTCTGC 0.607

+ 21 3298 .2_Missense_Muta NM_012343 NP_036475 Q13423 NNTM_HUMAN chondrial matrix. 3 AATTCAGCAGCTC 0.343

+ 10 2324 NM_005921 NP_005912 Q13233 M3K1_HUMAN 2 TGGGGGCAGCAG 0.577

+ 13 1990 p.G542R|POLK_uc NM_016218 NP_057302 Q9UBT6 POLK_HUMAN UBZ-type 1. 4 GCTCAAGGGTGC 0.368

+ 2 10147 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AGTCACGGTAATG 0.483



- 8 1129 SK1_uc010jbi.1_In NM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2 CCGTTTCCCGAAG 0.512

- 2 1198 xj.1_Missense_Mut NM_005260 NP_005251 O60383 GDF9_HUMAN 1 GGTGACGGTGATG 0.512

- 2 962 1_RNA|TRPC7_uc NM_020389 NP_065122 Q9HCX4 TRPC7_HUMAN lasmic (Potential). 0 CTTACCTTCTTGA 0.493

+ 20 4926_4927 p.P1232F|KDM3B_ NM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN JmjC. 11 GGATTCCCATCGG 0.421

+ 1 1887 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 GGGTGCGGGCC 0.682

+ 1 1848 HA7_uc003lhq.2_In NM_018898 NP_061721 Q9H158 PCDC1_HUMANcellular (Pote p.P558S(1) 5 TTGTTTCCCTTGC 0.493 rs140626189

+ 1 802 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 2. 6 TTCAGTTTAACCC 0.498

+ 1 964 DHGA4_uc003ljq.1 NM_018919 NP_061742 Q9Y5G7 PCDG6_HUMAN |Extracellular (Potential). 1 AAGCCCGGGATG 0.413

+ 11 2285 _p.R542Q|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 ATGGGCGGAAGAA 0.502

- 2 1043 NM_130899 NP_570969 Q8TC56 FA71B_HUMAN Ala-rich. 6 CTGCTCCCGCCAG 0.532

+ 19 2120 61_splice|CYFIP2_ NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 GATGGAGTAAGAG 0.522

+ 2 495 NM_000811 NP_000802 Q16445 GBRA6_HUMAN 12 TTGGAGGTAAGAA 0.453

+ 8 1317 lyy.3_Missense_M NM_000816 NP_000807 P18507 GBRG2_HUMAN ical; (Probable). 5 TCAGCACCATTGC 0.463

+ 10 1903 Missense_Mutation_ NM_001122679 NP_001116151 10 TGCGACGTGCCC 0.577

+ 11 1648 deq.1_Missense_M NM_017785 NP_060255 Q96EA4 SPDLY_HUMAN 2 GTGCTCCCTGTG 0.448

+ 3 342 mck.3_Missense_M NM_001205 NP_001196 Q12981 SEC20_HUMANCytoplasmic (Potential). 1 CTCCAGGAAGTGG 0.473

- 10 1399 T2L2_uc003mja.2_ NM_153373 NP_699204 Q8IUZ5 AT2L2_HUMAN 1 CCTCTTCAGTTGC 0.512

- 7 1576 ense_Mutation_p.A NM_000843 NP_000834 O15303 GRM6_HUMAN cellular (Potential). 8 CCGGGCGCATCT 0.642

+ 1 326 xq.1_Missense_Mu NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 TGGGCCGCATGAT 0.697

- 23 2971 ch.3_Missense_M NM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4 ACCGGTGGCCCC 0.473

+ 7 1298 e_Mutation_p.R270 NM_006355 NP_006346 O00635 TRI38_HUMAN B30.2/SPRY. 0 TGTTAAGGAGTCA 0.438

+ 7 1253 c011dly.1_RNA|LO NM_001098479 NP_001091949 P30511 HLAF_HUMAN 0 TGCCTCCGGAGT 0.512

- 4 1107 F39_uc003npd.2_In NM_025236 NP_079512 Q9H2S5 RNF39_HUMAN B30.2/SPRY. 0 GGGTGCCGTGAG 0.756

- 13 6352 nrf.3_Missense_Mu NM_014641 NP_055456 Q14676 MDC1_HUMAN uclear localization (NLS2). 4 GGGTCGGTCACC 0.547

- 10 4203 DC1_uc011dmp.1_ NM_014641 NP_055456 Q14676 MDC1_HUMAN on with the PRKDC comple 4 CTGTGGAGGTGGA 0.532

+ 2 229 CA_uc003rxz.1_5'UTR 0 CAGAAATGCAGG 0.552 rs17200172

- 2 821 2_5'Flank|ATF6B_u NM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0 CTGACAGGAGGT 0.587

- 3 737 e_Mutation_p.E219 NM_002123 NP_002114 P01920 DQB1_HUMAN ential).|Beta-2.|Ig-like C1-ty 0 GCCACTCCACGGT 0.537

- 3 592 fb.2_Missense_Mu NM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0 AAGGGCTCCAGC 0.622

- 10 4907 318_uc003ouw.2_I NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 GTGTCTGAACTTT 0.502

- 3 221 NM_032111 NP_115487 Q6P1L8 RM14_HUMAN 1 TGAATCGCACTCA 0.532

- 2 585 bx.2_Missense_Mu NM_001498 NP_001489 P48506 GSH1_HUMAN 2 ACCAACCGGACT 0.378 rs148272922

+ 1 818 NM_032602 NP_115991 Q969M2 CXA10_HUMAN lasmic (Potential). 0 TGATTTGCTCTTC 0.423

- 4 830 pqi.1_Missense_M NM_001040179 NP_001035269 Q969V1 MCHR2_HUMANName=4; (Potential). 8 ACCTTCGAGTAGA 0.443 rs145638548

- 27 3384 at.1_Missense_Mu NM_001145128 NP_001138600 Q5TCS8 AKD1_HUMAN 1 CTTCAAGAATTTC 0.303 rs144036651

+ 2 567_568 NM_175057 NP_778227 Q96RI9 TAAR9_HUMAN cellular (Potential). 0 TAGGAGGCTGCC 0.406

- 2 277 kfr.1_Missense_Mu NM_001033080 NP_001028252 Q9P1P5 TAAR2_HUMAN Name=2; (Potential). 1 TGAATCCCAGGAG 0.423

+ 12 1592 ense_Mutation_p.A NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CTGACCGCACAC 0.502

- 82 16305 ou.3_Missense_M NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 TTCCAGGTAACTT 0.398

- 29 4657 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 36. 6 AGGATATGCCTCG 0.448

+ 9 1153 NM_000301 NP_000292 P00747 PLMN_HUMAN 4 TTGGCTCCCACAG 0.488

- 3 421 NM_182924 NP_891554 Q8IY33 MILK2_HUMAN CH. 1 CAGCCGGTCAGG 0.657 rs150995341

- 9 1183 sh.1_Missense_M NM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. 2 TCGTTCTCCAGCT 0.637

+ 3 873 _p.S125L|FOXK1_ NM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2 CCGCGTCGGAGC 0.657

+ 7 964 .S268N|SLC29A4_ NM_153247 NP_694979 Q7RTT9 S29A4_HUMAN lasmic (Potential). 1 GTGACAGCCACCG 0.662

- 8 1320 NM_001077653 NP_001071121 Q9UMR3 TBX20_HUMAN 1 AATGGCGTAGTCC 0.498

+ 48 13316 CA13_uc010kyt.1_ NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 ACAATACGGTAATG 0.358



+ 10 1116 NM_000265 NP_000256 P14598 NCF1_HUMAN s-rich (highly basic). 1 GGAGCCCGCTCG 0.517

- 11 1659 NM_012431 NP_036563 O15041 SEM3E_HUMAN Sema. 3 TCATCAGGATAGT 0.393

- 3 337 NM_006304 NP_006295 P60896 DSS1_HUMAN 0 CCATACGGGGTTT 0.363

+ 1 1411 u.1_5'Flank|ZCWPW NM_019606 NP_062552 Q7L2J0 MEPCE_HUMANin3-type SAM. 1 ATGGGCGCCTTCG 0.562

+ 4 734 _p.G181S|SERPIN NM_000602 NP_000593 P05121 PAI1_HUMAN 3 TTCAACGGCCAGT 0.562

- 7 718 NM_138403 NP_612412 Q9BUA6 MYL10_HUMAN EF-hand 2. 2 TTTTTCTTTGATG 0.562

- 22 3342 ev.2_Missense_Mu NM_002291 NP_002282 P07942 LAMB1_HUMAN inin EGF-like 10. 8 CCGTGTGGTACAG 0.532

- 3 330 3A1_uc010lks.2_5 NM_022444 NP_071889 Q9BZW2 S13A1_HUMAN 2 CAAATTCCATTTTT 0.378

- 12 2684 UB_uc003vko.2_M NM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4 GGGATTTATTCCA 0.468

- 4 393 MPDH1_uc011kon. NM_001142573 NP_001136045 P20839 IMDH1_HUMAN 4 TCTGGGGTGCAG 0.612

+ 9 1728 _p.A525T|ZYX_uc NM_001010972 NP_001010972 Q15942 ZYX_HUMAN M zinc-binding 3. 0 GTGGTCGCCCTG 0.607

+ 44 6434 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0 GCTCCTCCAACG 0.617

- 5 995 _p.R232C|KCNH2_ NM_000238 NP_000229 Q12809 KCNH2_HUMAN lasmic (Potential). 4 GGTGCGGTAGCG 0.617

+ 24 3030 _p.P913L|ARHGE NM_014629 NP_055444 O15013 ARHGA_HUMAN 1 CACCCCCGGACC 0.592

- 1 101 .1_Intron|FAM66D NM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3 GAAGTCCGCTGG 0.522

- 18 6054 p.I1837T|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7 ATGCCAATGTTGG 0.562

+ 8 801 pc.2_Missense_Mu NM_005662 NP_005653 Q9Y277 VDAC3_HUMANanded; (By similarity). 1 CGTTTTGGCATTG 0.423

+ 2 243 NM_000749 NP_000740 Q05901 ACHB3_HUMANcellular (Potential). 1 TTCCAAGGTTATC 0.423

+ 3 461 xqa.1_Missense_M NM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 2. 1 CAGGCCGTACAAT 0.373

+ 5 482 NTG1_uc010lxz.1_M NM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN 5 TTTGATGATCCAG 0.383

+ 1 420 NM_022454 NP_071899 Q9H6I2 SOX17_HUMAN HMG box. 1 GCCGATGAACGC 0.677

- 22 3851 nt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN xtracellular (Potential). 63 GGTGCACTCCACA 0.507

- 7 2645 i.2_RNA|ZFAT_uc0 NM_020863 NP_065914 Q9P243 ZFAT_HUMAN 1 CCAGTGCTGTGTG 0.478

- 4 684 _p.S158L|ZFAT_uc NM_020863 NP_065914 Q9P243 ZFAT_HUMAN 1 CTTTTCGAGGCTT 0.438

- 3 552 c003yxj.2_Missens NM_000497 NP_000488 P15538 C11B1_HUMAN 3 AGGCTCCCCCGG 0.632

+ 18 2474 3zjl.3_Missense_M NM_020829 NP_065880 Q4ADV7 RIC1_HUMAN 0 AAGAAGCTACCTC 0.542

- 1 2961 n_p.I632L|RANBP6 NM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3 TCCCTATTGCTGA 0.363

+ 21 2593 zoh.1_Missense_M NM_017794 NP_060264 Q5VW36 K1797_HUMAN 10 GATGACGATGAAG 0.378

+ 1 490 42421_uc004aed.1_RNA 0 GTTAACCCCTTCC 0.582

+ 7 613 1_RNA|TMC1_uc0 NM_138691 NP_619636 Q8TDI8 TMC1_HUMAN Arg/Asp/Glu/Lys-rich (highly 1 GAAGAGGAAGAGG 0.413

- 5 1128 NM_004297 NP_004288 O95837 GNA14_HUMAN P (By similarity). 2 CCACCAACATCCA 0.428

+ 13 2217 lsz.1_Missense_M NM_001018064 NP_001018074 Q16620 NTRK2_HUMANcellular (Potential). 16 AAAACCGGTCGGG 0.458 rs142393662

- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0 GTGGGCGTTGGT 0.692

+ 10 7136 ssense_Mutation_p NM_021224 NP_067047 Q96JM2 ZN462_HUMAN 5 GTTGTCCCCATTG 0.428

+ 5 692 .1_Intron|SLC31A1 NM_001859 NP_001850 O15431 COPT1_HUMAN ical; (Potential). 0 GGGCCGGTACAG 0.502

+ 3 883 L27A1_uc010mvd. NM_032888 NP_116277 Q8IZC6 CORA1_HUMAN Pro-rich. 4 GCACCCGCCACG 0.672 rs145824150

- 12 3883 f.2_Missense_Muta NM_002160 NP_002151 P24821 TENA_HUMAN onectin type-III 7. 7 ACCTCGGCCACCA 0.502

- 2 558 _p.A153T|ASTN2_u NM_198187 NP_937830 O75129 ASTN2_HUMANcellular (Potential). 9 CCGCTGCTGTGCC 0.607

- 10 4055 p.K910R|SETX_uc NM_015046 NP_055861 Q7Z333 SETX_HUMAN 3 GGACCCTTTTTCA 0.438

- 1 105 NM_001080483 NP_001073952 A6NI61 TMM8C_HUMAN ical; (Potential). 0 GTAGACCATGGCC 0.647

- 9 1460 NM_017617 NP_060087 P46531 NOTC1_HUMAN GF-like 12; calcium-binding 856 ACCTCGCAGTGCA 0.652

+ 10 1733 .R468Q|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMANcellular (Potential). 1 TGGCACGGACCA 0.632

+ 3 531 _p.P165L|EHMT1_ NM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3 GGACTCCAAGCG 0.657

- 5 687 v.2_Missense_Muta NM_003662 NP_003653 O00625 PIR_HUMAN 1 ATGACAGCAACTG 0.473

+ 4 938 NM_014271 NP_055086 Q9NZN1 IRPL1_HUMAN 2.|Extracellular (Potential). 5 CTCTGCTATAATT 0.393

- 6 1982 n_p.T440I|TAB3_uc NM_152787 NP_690000 Q8N5C8 TAB3_HUMAN Pro-rich. 1 GATGGAGTACAAG 0.393

- 16 2197 D_uc004ddb.1_No NM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 3. 6 ATTATCCCAACAC 0.388



+ 1 1665 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 GAGCCTCCTGAGA 0.617

+ 4 742 hh.2_Missense_M NM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Glu. 5 aggatgaggaggagg 0.522

+ 8 1202 p.S352N|WDR13_ NM_017883 NP_060353 Q9H1Z4 WDR13_HUMAN 2 GGGGAGCCCTG 0.627

- 19 1766 p.R210K|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 GAACCTCTCTCTG 0.328

- 3 1571_1572 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 CATTGTCCTGAAA 0.416

+ 6 1814 cw.2_Missense_Mu NM_000052 NP_000043 Q04656 ATP7A_HUMAN ytoplasmic (Potential). 0 GGATTTGGAGCCA 0.388

+ 4 249 n_p.L45F|ARL13A_ NM_001012990 NP_001013008 Q5H913 AR13A_HUMAN 1 ACAGTACTTCCCA 0.428

+ 10 1465 rh.1_Missense_Mu NM_001939 NP_001930 Q13474 DRP2_HUMAN WW. 2 CCCAATAAAGTTC 0.502

- 16 2789 ense_Mutation_p.T NM_024657 NP_078933 Q8TE76 MORC4_HUMAN Potential. 1 TCTTTGGTTCTTT 0.488

- 1 3026 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 AGGGGAGGAAGT 0.488

- 4 1187 _p.R258C|DCX_uc NM_000555 NP_000546 O43602 DCX_HUMAN Doublecortin 2. 4 CATAGCGAAATTT 0.388

- 6 2388 pm.1_Missense_M NM_012471 NP_036603 Q9UL62 TRPC5_HUMAN ical; (Potential). 1 CGCAACGAACTTA 0.463

- 2 137 RA69_uc004ery.1_5 NM_001000 NP_000991 P62891 RL39_HUMAN 0 ACTGGGGAATGGG 0.408

+ 1 310 NM_182540 NP_872346 Q5JSJ4 DX26B_HUMAN 0 CGGCAGTGAGG 0.557

- 8 1196 mwc.1_Missense_M NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 TCGGGAGTGCTT 0.582

+ 5 943 m.2_Intron|MAGEA NM_005366 NP_005357 P43364 MAGAB_HUMAN MAGE. 2 GTGAAGGAAGTGG 0.473

+ 12 1615 eh.1_Missense_Mu NM_003828 NP_003819 Q13613 MTMR1_HUMAN ularin phosphatase. 1 CATGCGGATGCTG 0.378

+ 2 1208 3202-2|MI0014253 NM_003492 NP_003483 Q14656 TM187_HUMAN 0 TCACAGGCCACTT 0.552

- 6 631 nse_Mutation_p.K1 NM_002436 NP_002427 Q00013 EM55_HUMAN SH3. 3 GTCCTTTTTGGGA 0.463

- 5 887 p.R241W|TMLHE_ NM_018196 NP_060666 Q9NVH6 TMLH_HUMAN 1 TGTGCCGATCCAG 0.418 rs146027951

- 21 2902 FRSF25_uc001ani. NM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1 GCCTCGGACTTAG 0.697

- 2 262 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1 AGGCGGCGGAAG 0.602

- 2 227 n_p.P13S|ATP13A2 NM_022089 NP_071372 Q9NQ11 AT132_HUMAN ical; (Potential). 4 GGTGGGCGTGCT 0.527

+ 1 2328 C7A_uc009vpg.2_ NM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3 AGGGCACCCTCC 0.647

+ 3 435 n_p.Q90*|SYTL1_u NM_032872 NP_116261 Q8IYJ3 SYTL1_HUMAN 1 CGCTCCCAGCGG 0.642

- 6 1017 K2_uc010olo.1_Mi NM_007170 NP_009101 Q96S53 TESK2_HUMANProtein kinase. 5 ACATCGGGGATCT 0.542

+ 8 1233 nr.1_Missense_Mu NM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 12. 2 AGCGGTTGCACAC 0.662

- 3 385 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMANEGF-like 2; calcium-binding 2 CTGTGTTAGTGCA 0.343

+ 6 978 _p.D75N|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN VWFA. 2 GTTCTTGATAAGT 0.423

- 2 714 P6_uc009wjj.1_Int NM_016361 NP_057445 Q9NPH0 PPA6_HUMAN 4 GGGGTGGGACCT 0.418

+ 14 1688 wkt.1_Missense_M NM_001102663 NP_001096133 0 GCTCAGCAGGGA 0.478

+ 3 814 .2_Intron|CD1E_uc NM_030893 NP_112155 P15812 CD1E_HUMAN Ig-like. 3 GCCCTCGATTTCT 0.507

+ 1 586 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMAN cellular (Potential). 2 CCGAGTGAGCTG 0.498

+ 10 1447 wb.2_Missense_M NM_015569 NP_056384 Q9UQ16 DYN3_HUMAN 1 GGCCTTCCTTGAA 0.398

- 6 1040 9A11_uc010pmq.1_ NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2 TGGATTCTGTTGC 0.274

- 7 1507_1508e_Mutation_p.G432 NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 TGGCTCCCCTCC 0.589

+ 3 355 R3_uc010poy.1_M NM_021023 NP_066303 Q02985 FHR3_HUMAN Sushi 2. 0 TATTTTCCTTATTT 0.299

+ 3 391 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2 TGTGTTCCTTTCC 0.308

- 6 981 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3 GTATTTCTGCTGA 0.363

- 30 4297 xgh.1_Missense_M NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 GCTCCGGGACG 0.443

- 4 531 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN cellular (Potential). 4 CCGAAGGGGAG 0.517

- 8 919 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMAN lasmic (Potential). 0 CGGTGGGGTTTG 0.488

+ 3 2053 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0 ATCAATCCCCAGA 0.542

- 6 1624 hv.1_Missense_Mu NM_014912 NP_055727 Q8NE35 CPEB3_HUMAN RRM 1. 0 TTACCTTTAGGAG 0.413

+ 22 2606 p.P710L|HELLS_u NM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2 CCAGTCCTGAATG 0.323

+ 3 807 2C19_uc009xus.1_ NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 ACCAATGGTGGGT 0.323

+ 4 962 W212*|CYP2C19_u NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 TCCATGGATCCAG 0.294



- 9 1393 YP2C8_uc010qob.1 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 CAAATTCGTTTTC 0.363

+ 1 386 y.2_Intron|DHDPS NM_001009997 NP_001009997 Q5T681 CJ062_HUMAN 0 GCTCCACGGTTC 0.582

- 20 2209 nse_Mutation_p.Q6 NM_198060 NP_932326 Q86VF7 NRAP_HUMAN Nebulin 16. 10 TTGTACTGCAGCT 0.502

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMAN Name=4; (Potential). 2 GGTAATGGAAAAA 0.473

+ 7 1301 ax.1_5'UTR|ZNF21 NM_013250 NP_037382 Q9UL58 ZN215_HUMAN 0 CTTTAGACATGAA 0.403

- 3 366 NM_000315 NP_000306 P01270 PTHY_HUMAN 1 TCCTTTTTTCGGG 0.458

- 13 2124 q.1_Missense_Mut NM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2 AGACACTGAGTGA 0.259

+ 1 922 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMAN lasmic (Potential). 1 GGCTCCAAAATTC 0.463

+ 1 151 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMAN lasmic (Potential). 2 ATAATCCGCCTGG 0.438

+ 1 298 NM_001004747 NP_001004747 Q8NGG3 OR5T3_HUMAN Name=2; (Potential). 0 TTCTTGGATGCTT 0.383

+ 1 29 NM_001013358 NP_001013376 P0C7N8 OR9G9_HUMANcellular (Potential). 0 TGACTGAGTTTAT 0.478

+ 2 1105 nr.2_Missense_Mut NM_015177 NP_055992 Q9Y2E6 DTX4_HUMAN 3 ACAGCAAGACCGG 0.632

- 10 1516 oss.2_Missense_M NM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN PH 2. 1 CAGCGCGGTCAG 0.622 rs138364636

+ 6 820 e_Mutation_p.E190 NM_018480 NP_060950 Q8IUX1 T126B_HUMAN 0 GTATTTGAAGAGA 0.333

+ 1 1190 NM_001161630 NP_001155102 B2RXH2 KD4DL_HUMAN JmjC. 0 CACGATGGATTGA 0.512

+ 16 2258 e_Mutation_p.I640 NM_014361 NP_055176 O94779 CNTN5_HUMAN-like C2-type 6. 8 GGAACATCCTTCT 0.463

- 3 2639 R_uc009yww.1_RN NM_000926 NP_000917 P06401 PRGR_HUMAN uclear receptor. 4 AAGGACCATGCCA 0.368

- 4 1441 _p.R351*|GUCY1A NM_000855 NP_000846 P33402 GCYA2_HUMAN 8 CACATCGAAGCTG 0.473

+ 1 299 NM_000486 NP_000477 P41181 AQP2_HUMAN mic (Potential).|NPA 1. 2 ACCCTGCCGTGAC 0.662

- 3 776 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0 CAAATTCATTCTC 0.478

+ 21 2435 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN r (Potential).|EGF-like 6. 14 GCTCAGGAAATGG 0.413

+ 5 1112 NM_001080533 NP_001074002 A6NIH7 U119B_HUMAN 1 AAAATCCTTACGA 0.443

+ 63 10837_10838 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN |AAA 5 (By similarity). 6 TCCACGGGGAAC 0.594

- 1 2778 NM_052910 NP_443142 Q96PX8 SLIK1_HUMAN ical; (Potential). 5 AAGGCGGAGGTG 0.592

- 45 5042 p.P306S|DOCK9_u NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN DHR-2. 1 GTGGGGGAGAAG 0.592

+ 1 158 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 GGTGCAGGGGGA 0.592

- 1 127 xvo.3_Missense_M NM_005065 NP_005056 Q9UBV2 SE1L1_HUMAN 1 CTATCCGGACCCG 0.706

+ 14 1474 _p.P465S|SLC24A4 NM_153646 NP_705932 Q8NFF2 NCKX4_HUMANmic (Potential).|Alpha-2. 3 AGTGTTCCAGACT 0.542

+ 6 523 n_p.I147R|KIAA140 NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 TGTGTATAGACCC 0.418

+ 3 846 ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0 ACTCTCCGTACAT 0.512

- 9 713 _p.P230L|GRAMD NM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0 GATGATGGAGGG 0.537

+ 2 2715 _p.P799S|C15orf39 NM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0 GCTGGGCCCTGG 0.642

- 13 1918 _p.T617N|ACSBG1 NM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1 TCAGAGGTGTCTG 0.527

+ 1 318 9M|SLCO3A1_uc0 NM_013272 NP_037404 Q9UIG8 SO3A1_HUMAN lasmic (Potential). 1 CAACATCAAGATC 0.662

- 12 3745 NM_032444 NP_115820 Q8IY92 SLX4_HUMAN PLK1 and TERF2-TERF2IP 0 CCTGGGGAGGCC 0.662

+ 13 1422 RN1_uc002cxb.2_M NM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2 GCTGTCCCCTCGC 0.662

- 14 2043 NM_153603 NP_705831 P83436 COG7_HUMAN 0 GACTAAAGGCGGG 0.517

+ 2 1755 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 GAGGGTGATAAAT 0.468

+ 2 232 D2_uc010cbk.1_Mi NM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4 CTGGTCGAGCTG 0.602

- 2 391 p.W81*|CES7_uc0 NM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0 TTATCCCAGGGCG 0.592

- 4 729 nse_Mutation_p.P1 NM_017853 NP_060323 Q9NX01 TXN4B_HUMAN 1 ATTTGGGAATATT 0.383

- 5 802 8B_uc010vmu.1_M NM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0 CAGGCACCCTTC 0.607

+ 2 120 A|TRAPPC2L_uc00 NM_016209 NP_057293 Q9UL33 TPC2L_HUMAN 0 CCTACGGAGAACG 0.552

- 9 1486 2fnc.1_Missense_M NM_013275 NP_037407 Q6UB99 ANR11_HUMAN 6 TGACGGGGGCC 0.547

- 1 697 NM_002551 NP_002542 P47893 OR3A2_HUMAN Name=5; (Potential). 1 GAACCAAAGGTGT 0.562

- 10 1218 TP53_uc002gii.1_N NM_001126112 NP_001119584 P04637 P53_HUMAN teraction wit3)|p.R342Q(2)|p 22245 GCTCTCGGAACAT 0.498

- 45 7282 pm.2_Missense_M NM_006311 NP_006302 O75376 NCOR1_HUMANwith C1D (By similarity). 5 GCCGTTCCGTTC 0.502



- 4 2350 _p.R674C|SLFN13_ NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2 CAGTACGGAAATT 0.433

- 6 1756 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 CAGGTCCCAGGA 0.612

- 3 372_373 ense_Mutation_p.G NM_152349 NP_689562 Q8N1A0 KT222_HUMAN Potential. 2 CTAGTCCTTCAAT 0.46

- 16 2488 .2_Intron|TTLL6_u NM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0 CCAGAGCTGTCAC 0.547

+ 1 120 .1_Intron|B4GALNT NM_153446 NP_703147 Q8NHY0 B4GN2_HUMAN lasmic (Potential). 2 GGCCGGGAATGT 0.667

+ 9 1125 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN ronectin type-III. 2 ACACCGGCATGTG 0.502

+ 12 2517 wpm.1_Missense_M NM_030779 NP_110406 Q9H252 KCNH6_HUMAN lasmic (Potential). 1 CCTCAGGAAGACC 0.622

- 24 5443 NM_000334 NP_000325 P35499 SCN4A_HUMAN 3 CTTGGCGAGCTG 0.667

+ 5 1028 2jip.2_Missense_M NM_018658 NP_061128 Q9NPI9 IRK16_HUMANasmic (By similarity). 3 CCCAAACCATTCG 0.463

- 2 609 NM_006678 NP_006669 Q08708 CLM6_HUMAN (Potential).|Ig-like V-type. 0 CTGATGGACACTC 0.547

+ 12 1755 2jth.2_Missense_M NM_198955 NP_945193 Q3V5L5 MGT5B_HUMANmenal (Potential). 3 CCGCCCCCCTGG 0.657

- 5 1264 NM_002522 NP_002513 Q15818 NPTX1_HUMAN Pentaxin. 0 GCCTGGGTGGCAT 0.622

- 10 1602 wm.2_Missense_Mu NM_024421 NP_077739 Q08554 DSC1_HUMAN r (Potential).|Cadherin 3. 4 TGTGAGCTCGCTG 0.408

+ 15 2641 bp.1_Missense_Mu NM_001942 NP_001933 Q02413 DSG1_HUMAN lasmic (Potential). 7 TAATTTCTGAGAG 0.517

+ 8 1055 p.R268Q|RNF165_ NM_152470 NP_689683 Q6ZSG1 RN165_HUMAN G-type; atypical. 0 TCTGCCGAGTGG 0.577

+ 2 168 002ljj.3_5'UTR|SER NM_080475 NP_536723 Q96P15 SPB11_HUMAN 1 AGTCTGCTTTATG 0.443

- 3 208 NM_017550 NP_060020 Q8N344 MIER2_HUMAN 0 TGTCTGGGCACCT 0.597

+ 4 708 .2_Intron|MADCAM NM_130760 NP_570116 Q13477 MADCA_HUMANT- T-S-[QP]-E.|Extracellular 0 AGCCTCCCGACA 0.592

- 29 3841 3_uc002mfl.2_5'UT NM_000064 NP_000055 P01024 CO3_HUMAN 5 GTAGTATCTCTGTT 0.577

+ 11 1150 a.1_Missense_Mu NM_005428 NP_005419 P15498 VAV_HUMAN DH. 16 GGCGATGGAGAAG 0.627

- 48 6181 N3_uc002mje.2_5'F NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 8. 11 ACAGTTCGCAGG 0.612 rs149936210

- 3 19097 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TTTATAGAAGGAT 0.448

- 1 6782 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CTAAAGGAAACCA 0.468

- 1 2516 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATGGAGGAAAGAA 0.502

- 10 1717 dwr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 6. 6 CAAAAAGAGATGA 0.413

+ 6 1372 nvq.1_Missense_M NM_018443 NP_060913 Q9NR11 ZN302_HUMAN C2H2-type 5. 0 ATAGTTCGTCTCT 0.413

- 5 449 se_Mutation_p.P11 NM_000234 NP_000225 P18858 DNLI1_HUMAN 3 TCCATGGGAGAGG 0.557

+ 32 4599 .1_Missense_Muta NM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1 CGTGAGGAGCTGG 0.706

- 4 340 n_p.T41I|KLK5_uc NM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN 0 GGCACGGTGTTAG 0.627

+ 7 2419 _p.R600K|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 16. 1 ATAGGAGAATTCA 0.398

+ 6 1933 470_uc010etn.2_In NM_001001668 NP_001001668 Q6ECI4 ZN470_HUMAN C2H2-type 7. 2 AACTCATACTGGA 0.413

- 1 554 qnt.2_Missense_M NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN SCAN box. 12 AGGTTTCGGAGT 0.502

+ 3 2079 547_uc002qpm.3_I NM_001023561 NP_001018855 O43361 ZN749_HUMAN 0 ACTGGAGAAAAG 0.388

+ 4 2168 eud.1_Intron|ZNF5 NM_153263 NP_694995 Q6P9A3 ZN549_HUMAN 1 AAGAGCCCTAGC 0.428

+ 1 439 NM_001105569 NP_001099039 A6NI15 MSGN1_HUMANx-loop-helix motif. 1 CACACCCTCCGG 0.572

- 4 854 .2_3'UTR|TMEM17 NM_198276 NP_938017 Q86X19 TMM17_HUMAN 0 GGAAACGAACTGC 0.428

- 12 2083 p.R615W|LOXL3_u NM_032603 NP_115992 P58215 LOXL3_HUMAN syl-oxidase like. 0 CATGCCGGTAGAG 0.517

- 4 1138 NM_000575 NP_000566 P01583 IL1A_HUMAN 1 TTTTAGAGGTTTC 0.453

+ 2 108 A|THSD7B_uc002tv NM_001080427 NP_001073896 7 AGTGTGGTGTTTT 0.507

- 17 3485 p.P1036L|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 ACTACGGGCTGTT 0.418

- 29 5058 NM_004525 NP_004516 P98164 LRP2_HUMAN s B 13.|Extracellular (Potent 29 GGAGTCCATGAAG 0.478

- 4 1537 f.2_Missense_Muta NM_003111 NP_003102 Q02447 SP3_HUMAN ation domain (Gln-rich). 6 GTCCAGAAGGGG 0.433

+ 14 1735 fe.1_Nonsense_M NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 TGTGATCAGGTTG 0.328

- 226 45691 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGGTTCCAACGT 0.443

- 46 15390 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TCTCCCCTGGGGG 0.498

- 17 2224 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN y similarity).|Potential. 12 CCAAATGAATAAA 0.328

- 15 1632 zhj.1_Missense_Mu NM_006190 NP_006181 Q13416 ORC2_HUMAN 0 CATAGGAGGTTTC 0.433



+ 17 2525 e_Mutation_p.R773 NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GGTTCGAGGCCG 0.517

- 10 1922_1923we.1_Missense_M NM_005689 NP_005680 Q9NP58 ABCB6_HUMAN ).|ABC transmembrane type 2 AGTAGGTGCCAA 0.51

+ 1 760 zmv.1_Missense_M NM_019076 NP_061949 Q9HAW9 UD18_HUMAN 2 GCCTCTGAAATTC 0.418

- 1 143 0zpn.1_Missense_ NM_015985 NP_057069 Q9Y264 ANGP4_HUMAN 2 CCACAAGGAGGAG 0.592

- 1 238 PROKR2_uc010zq NM_144773 NP_658986 Q8NFJ6 PKR2_HUMAN lasmic (Potential). 5 ATAGCGGGTGAG 0.552

+ 5 794 SP1_uc010zri.1_In NM_080826 NP_543016 B1AKI9 ISM1_HUMAN 0 TGTTTAGGAATTG 0.398

- 9 885 L1L2_uc010zrl.1_M NM_025229 NP_079505 Q5TEA6 SE1L2_HUMAN cellular (Potential). 2 GGTCTTTCCGTTA 0.368

+ 2 162 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0 CCCAAAGATGCTG 0.423

+ 14 1760 e_Mutation_p.R42 NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN trin--actin-binding. 3 GGGATCGAGACTG 0.607

+ 1 371 .2_Intron|SGK2_uc NM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6 CTGTCCCCCCAGA 0.617

+ 5 733 _p.R20W|NCAM2_u NM_004540 NP_004531 O15394 NCAM2_HUMAN 2.|Extracellular (Potential). 4 CCAGATCGGTTCG 0.403

- 3 575 _p.P33L|RCAN1_u NM_004414 NP_004405 P53805 RCAN1_HUMAN 0 CTGGCGGAGAGG 0.542

- 2 671 _p.G177S|CLDN14 NM_012130 NP_036262 O95500 CLD14_HUMAN ical; (Potential). 0 TGCCACCAATGAG 0.637

- 12 1399 p.D273N|TMPRSS NM_024022 NP_076927 P57727 TMPS3_HUMAN .|Extracellular (Potential). 3 CGCTGTCCCCCTG 0.597

+ 13 2837 6L_uc011akd.1_Mis NM_021115 NP_066938 Q9BYH1 SE6L1_HUMAN xtracellular (Potential). 6 GCCAGGAGAGTC 0.567

+ 7 3572 atq.1_Missense_Mu NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CAGTCCCCCCAAC 0.667

+ 2 1635 xy.2_Missense_Mu NM_002409 NP_002400 Q09327 MGAT3_HUMANmenal (Potential). 0 TGGTTCGACGGC 0.637

+ 11 1815 e_Mutation_p.P558 NM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3 GGGAGGCCTTCT 0.473

- 2 934 hfn.2_Missense_M NM_005442 NP_005433 O95936 EOMES_HUMAN T-box. 4 GTAGTGGGCAGT 0.502

- 7 970 _p.F259S|SCN5A_ NM_198056 NP_932173 Q14524 SCN5A_HUMAN =S5 of repeat I; (Potential). 9 AGGCAGAAGACTG 0.592

- 2 389 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN S1 of repeat I; (Potential).|I 10 GGATATGAGTGGA 0.483

- 14 2453 1A_uc010hhn.1_5 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN II. 9 AATCCCCCATGTG 0.498

- 2 885_886 tron|NAT6_uc003c NM_012191 NP_036323 Q93015 NAT6_HUMAN 1 GAAGGGGGCCCT 0.579

+ 31 5284 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANA 1 (By similarity). 3 CTGGTGCCATCCT 0.612

+ 5 784 NM_022072 NP_071355 Q9H649 NSUN3_HUMAN 1 TGTTTTCTTCTGA 0.398

+ 1 644 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN Name=5; (Potential). 2 ACTATTCTTATATC 0.348

+ 1 848 NM_001004736 NP_001004736 Q8NHB7 OR5K1_HUMAN Name=7; (Potential). 1 TAGTTCCCTTACT 0.308

- 2 1379 w.2_Intron|CD96_uc NM_024508 NP_078784 Q9BTP6 ZBED2_HUMAN 1 ACTGCCCTTTCCC 0.602

- 5 557 2018_uc003eal.2_5 NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN x-loop-helix motif. 3 AGGGCAGGAGAA 0.368

+ 4 505 NM_017554 NP_060024 Q460N5 PAR14_HUMAN 6 TTTCCTCTTTGGT 0.378

+ 5 2003 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN cal region.|VWFA 4. 8 CCAGATCGGGTG 0.418

+ 4 873 _Mutation_p.R200 NM_023943 NP_076432 Q6UXF1 TM108_HUMAN cellular (Pote p.R200Q(1) 4 GAGGACGAAATCC 0.592 rs140878635

- 1 469 NM_001134659 NP_001128131 A6NEV1 PR23A_HUMAN 0 CCTCCTCGTAGGC 0.632

- 8 847 K5_uc010hus.1_RNNM_001039547 NP_001034636 Q6ZS86 GLPK5_HUMAN 0 GGTATCGAAATTA 0.348

- 2 401 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMAN A 1.|Plastocyanin-like 1. 1 AATGTTCCCTGCA 0.328

- 11 1028 _p.M235I|ZBBX_uc NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 TCTTTTCATCGTT 0.328

- 7 2080 fk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 TTTTTTCGAGGCT 0.512

+ 13 1768 se_Mutation_p.S46 NM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12 GTTCATCATGTCT 0.448

- 4 455 DLG1_uc010ial.2_M NM_001098424 NP_001091894 Q12959 DLG1_HUMAN 3 TAGAGCTTGGAAG 0.408

- 2 178 NM_001001290 NP_001001290 Q9NRM0 GTR9_HUMAN 3 CTCGGTCCTTTTT 0.388

- 3 3405 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 AAAACAACTTTGA 0.443

+ 13 1672 _p.S292F|FAM114 NM_138389 NP_612398 Q8IWE2 NXP20_HUMAN 1 TGGCCTCTTTATC 0.323

- 6 785 NM_182592 NP_872398 Q8N8F6 YIPF7_HUMAN 0 TCCTTCCATGTGC 0.453

+ 9 1541_1542nse_Mutation_p.E3 NM_145263 NP_660306 Q8TC71 MIEAP_HUMAN 4 CATCCAGGAGATA 0.426

- 11 1834 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 CCTTGTCCTTCTC 0.478

- 10 1812 p.S358F|LEF1_uc0 NM_016269 NP_057353 Q9UJU2 LEF1_HUMAN 1 GATGCAGATTCCT 0.433

+ 38 9920 NK2_uc003ibh.3_In NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GATTCTCCCGATT 0.443



+ 3 617 se_Mutation_p.P14 NM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN 2 GAAGTTCCCCTAG 0.547

+ 6 940 R17_uc003ium.3_M NM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6 ACAACATTTAATC 0.433

- 2 138_139 AM173B_uc010itr.2 NM_199133 NP_954584 Q6P4H8 F173B_HUMAN 2 AGAACCCCCAGT 0.475

- 14 2020 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 TGCGAATTATAGG 0.532

- 3 374 m.1_Intron|TTC33_ NM_012382 NP_036514 Q6PID6 TTC33_HUMAN TPR 1. 1 CCTCCCGATATCT 0.284

- 6 1463 NM_021072 NP_066550 O60741 HCN1_HUMAN ytoplasmic (Potential). 1 TAGGATCCGCATT 0.383

+ 5 1551 486K|MARVELD2_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMAN lasmic (Potential). 0 CATTCGGAAAGCC 0.408

+ 30 6646 _p.T2128I|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2 GTGTAACCAAAGG 0.338

+ 2 578 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 GCAGTCCTTTAAC 0.383

+ 70 14320 p.E2448K|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GGAGCCGAACTG 0.438

- 8 1706 w.1_Missense_Mu NM_004883 NP_004874 O14511 NRG2_HUMAN lasmic (Potential). 6 CTCCCAGAGAAGG 0.542

+ 1 323 HB2_uc003lim.1_I NM_018936 NP_061759 Q9Y5E7 PCDB2_HUMAN r (Potential).|Cadherin 1. 6 AACTTGCTGTGAG 0.502

+ 1 2443 2_5'Flank|PCDHB1 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN lasmic (Potential). 4 CAGTACGAGGTGT 0.577

+ 1 1418 DHGA5_uc003lju.1 NM_018925 NP_061748 Q9Y5G0 PCDGH_HUMANr (Potential).|Cadherin 5. 0 GCGCCTCGGACCT 0.587

- 2 439 FIP2_uc003lwr.2_I NM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN ronectin type-III. 0 CTGTAAGGGAAGG 0.567

+ 3 380 ED9_uc010jko.2_R NM_017510 NP_059980 Q9BVK6 TMED9_HUMAN Lumenal (Potential). 0 CCAATTCCACCAA 0.562

- 7 2280 .R705W|NEDD9_u NM_006403 NP_006394 Q14511 CASL_HUMAN 0 ACTGCCGATCCTG 0.517

- 3 577 1dip.1_Splice_Site NM_032744 NP_116133 Q96IZ2 CF105_HUMAN 0 TACAAACTGGAAA 0.363

+ 4 2526 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 GATTCCCCCAAAT 0.433

+ 4 1052 _p.K313Q|ZNF193_ NM_006299 NP_006290 O15535 ZN193_HUMAN C2H2-type 3. 0 CACTGCAAGGAGT 0.458

- 1 7 NM_030959 NP_112221 Q9UGF7 O12D3_HUMAN cellular (Potential). 3 ATTCTCCATTGCT 0.343

+ 3 1230 _p.P263S|OR2H1_ NM_030883 NP_112145 Q9GZK4 OR2H1_HUMANcellular (Potential). 0 AAAAATCCGTATG 0.517

- 2 284 BR1_uc003nmp.3_3 NM_006398 NP_006389 O15205 UBD_HUMAN Ubiquitin 1. 0 AAAGGTCATTAAA 0.488

+ 15 2234 NM_001371 NP_001362 21 CAAGTCCGGACGG 0.368

+ 14 3331 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9 AATGGCCCGGCC 0.667

- 13 2123 oyp.3_Missense_M NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN cellular (Potential). 2 TCTTACCAGCAGG 0.393

- 3 1538 xf.1_Missense_Mut NM_021073 NP_066551 P22003 BMP5_HUMAN 2 CATCCCCTGTTTC 0.348

- 64 10851_10852 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 GCAGGGGGAACT 0.495

- 9 3120 nw.2_Missense_M NM_021813 NP_068585 Q9BYV9 BACH2_HUMAN 6 CTGGCTCCAAGCA 0.642

- 5 1325 p.D362N|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN tential).|Fibronectin type-III 28 TCACATCGTTTCT 0.498

+ 17 2033 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 TCATTAACCAAGG 0.527

+ 12 2039 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2 AGTCCCTGGAAGG 0.572

+ 2 1234 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0 CATGTGTTCAGAA 0.607

- 9 6741 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6 ATAGCCTCTGGTA 0.438

+ 16 4238 qf.2_Missense_Mu NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 GACAGTGACCTG 0.532

+ 5 919 22A3_uc011efx.1_ NM_021977 NP_068812 O75751 S22A3_HUMAN 4 ATTACTCGGAAGA 0.428

+ 13 1733 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 ATCCTAGAGAAGA 0.378

+ 4 434 n_p.E71K|ADCYAP NM_001118 NP_001109 P41586 PACR_HUMAN cellular (Potential). 1 GTGGGTGAGATGG 0.562

+ 14 1562 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 2. 3 AATACTGGAAACA 0.403

- 5 1673 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4 ATTCTTCACATGT 0.428

- 9 1623 dy.1_Missense_Mu NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 2. 11 CATCCGGAATCAC 0.428

- 5 366 uix.1_Missense_M NM_018849 NP_061337 P21439 MDR3_HUMAN rity).|ABC transmembrane t 6 GGAAAAGTTCACt 0.244

+ 4 1908 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 TTCAATGGCCTAC 0.418

+ 4 2384 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 AGAAAGGCAGTT 0.388

+ 68 10894 p.T3533I|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37 AGGAGACCACCAA 0.582

- 50 8277 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 TTACCTGAAGTTT 0.483

- 3 619 NT2_uc003vja.2_Int NM_003391 NP_003382 P09544 WNT2_HUMAN p.E107E(1) 7 CAGATTCCCGACT 0.398



- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 7 2428 o.1_Intron|uc011ktp NM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0 ACCTTTGGTCAGT 0.617

+ 1 533 NM_001004685 NP_001004685 O95006 OR2F2_HUMANcellular (Potential). 4 ACATATCCTGTGA 0.498

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 CTGCACGGAGAAG 0.388

+ 4 1084 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 GTCCTCCTTGTGG 0.562

+ 11 1683 _p.E463K|NOS3_uc NM_000603 NP_000594 P29474 NOS3_HUMAN action with NOSIP. 8 CATCAGGAGATGG 0.627

- 5 416 kvs.1_Missense_M NM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN ction with PA1 (By similarity) 5 CTCCCCCATAGAA 0.443

- 2 232 n_p.S22L|SPAG11 NM_016512 NP_057596 Q08648 SG11B_HUMAN 0 TGAGACGATCCTG 0.582

- 3 660 NM_003155 NP_003146 P52823 STC1_HUMAN 4 ACTCTTCCTGCAC 0.537

+ 4 557 n_p.E34K|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 GGAGAGGAAATTA 0.453

+ 16 1766 DAM18_uc010lwx.2 NM_014237 NP_055052 Q9Y3Q7 ADA18_HUMANExtracellular (Potential). 6 TGAGATCAGATGG 0.368

- 1 272 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1 TCTGGACCTTTTT 0.502

- 5 407 NM_005836 NP_005827 P52758 UK114_HUMAN 1 TAGCAGGAAAATT 0.274

+ 10 1639 NM_024915 NP_079191 Q6ISB3 GRHL2_HUMAN 3 AAGAAAGGGAAAG 0.468

- 13 3201 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 GGACCCCATGATG 0.512

- 2 759 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1 CGCATTCATGGCT 0.677

+ 3 923_924 e_Mutation_p.P129 NM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3 ATGATCCCAAGTG 0.475

+ 1 894 NM_001005235 NP_001005235 Q8NGR5 OR1L4_HUMAN lasmic (Potential). 0 AGATATGAAAAGG 0.398

- 1 876 NM_203434 NP_982258 Q5T953 IER5L_HUMAN Ala-rich. 0 gcgggcggagaagcg 0.353

+ 3 832 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin N-terminal. 3 CGTTTGGGGACGA 0.592

+ 10 1238 hd.1_Missense_Mu NM_002183 NP_002174 P26951 IL3RA_HUMAN cellular (Potential). 3 CAGGAGGAGGGC 0.667

- 5 3341 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 ACATCTCTTTCAT 0.458

- 6 526 AM9B_uc004csh.2_ NM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0 CTAACACTTCTAT 0.318

+ 4 983 _p.W221*|MAGEB1 NM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0 GATCTGGAAATTC 0.483

- 5 370 z.1_Missense_Mut NM_175723 NP_783729 O60225 SSX5_HUMAN 0 AAGATTCCCTGGA 0.423

+ 5 652 _5'UTR|TBC1D25_ NM_002536 NP_002527 Q3MII6 TBC25_HUMAN 1 AAGGTCCAACAAG 0.582

- 23 3169 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2 TTACCCGATCTCT 0.438

+ 2 1132 NM_005448 NP_005439 O95972 BMP15_HUMAN 2 ATTTTGTACAAGG 0.463

- 1 1 NM_001009616 NP_001009616 Q5MJ07 SPXN5_HUMAN 0 TTCCATGATTCTG 0.448

+ 6 2479 _p.D461N|NHSL2_ NM_001013627 NP_001013649 Q5HYW2 NHSL2_HUMAN 0 CAGTCCGACCTAC 0.512

- 22 2196 p.M707V|RPS6KA NM_014496 NP_055311 Q9UK32 KS6A6_HUMAN 8 CAACCATTGCTCC 0.403 rs145715341

+ 13 2218 mtr.1_Missense_M NM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5 GGCAACGGCCATT 0.343

+ 2 105 e_Mutation_p.Y26 NM_006649 NP_006640 Q9BVJ6 UT14A_HUMAN 2 CAAAAgactacctcttg 0.259

+ 6 744 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN Lys-rich. 4 CCAAATCCAGGAC 0.557

- 8 1820_1821_p.P567*|GPC3_uc NM_004484 NP_004475 P51654 GPC3_HUMAN 5 CCTTCGGAGTTG 0.495

+ 2 768 NM_001727 NP_001718 P32247 BRS3_HUMAN cellular (Potential). 1 TCTTATCCTGTCT 0.348

- 5 1312 p.R227Q|FGF13_u NM_004114 NP_004105 Q92913 FGF13_HUMAN 3 CCAGATCGGGAGA 0.517

- 3 582 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0 TGGCTCGATACTT 0.532

+ 2 993 RY3_uc010nvl.1_In NM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0 CTGAGAGCCTCCT 0.582

+ 2 1001 RY3_uc010nvl.1_In NM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0 CTCCTCGATTATG 0.592

+ 2 241 NM_000815 NP_000806 O14764 GBRD_HUMAN cellular (Probable). 3 TGATAGCCGGCTA 0.677

- 21 2902 FRSF25_uc001ani. NM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1 GCCTCGGACTTAG 0.697

- 2 262 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1 AGGCGGCGGAAG 0.602

+ 3 526 on_p.A3P|TMEM51 NM_001136216 NP_001129688 Q9NW97 TMM51_HUMAN 0 ATGATGGCCCAGT 0.557

- 7 1702 NM_004431 NP_004422 P29317 EPHA2_HUMAN tential).|Fibronectin type-III 10 AATTCGTGCACCT 0.617

- 2 227 n_p.P13S|ATP13A2 NM_022089 NP_071372 Q9NQ11 AT132_HUMAN ical; (Potential). 4 GGTGGGCGTGCT 0.527

+ 1 2328 C7A_uc009vpg.2_ NM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3 AGGGCACCCTCC 0.647



- 85 12608 2_5'Flank|UBR4_u NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CCCGAGCTGCCAA 0.537

+ 12 1741 qb.2_Missense_Mu NM_032264 NP_115640 Q9H094 NBPF3_HUMAN NBPF 4. 2 TGAAAAAGGACCA 0.468

+ 16 2953 NM_020526 NP_065387 P29322 EPHA8_HUMAN mic (Potential).|SAM. 13 CCATCCGCATGGG 0.692

+ 5 589 se_Mutation_p.V19 NM_198137 NP_937770 Q7RTX7 CTSR4_HUMANe=Segment S4; (Potential). 1 ATGGCGGTGGAG 0.627

+ 3 435 n_p.Q90*|SYTL1_u NM_032872 NP_116261 Q8IYJ3 SYTL1_HUMAN 1 CGCTCCCAGCGG 0.642

+ 7 969 _p.D146Y|EIF3I_uc NM_003757 NP_003748 Q13347 EIF3I_HUMAN WD 3. 1 TGCAATGACTCTA 0.532

+ 15 2243 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN Piwi. 1 TGGCCAGAACTAA 0.393

+ 2 214 ciy.2_Missense_M NM_001255 NP_001246 Q12834 CDC20_HUMAN 0 CAGGCCCGGCCC 0.672

- 6 1017 K2_uc010olo.1_Mi NM_007170 NP_009101 Q96S53 TESK2_HUMANProtein kinase. 5 ACATCGGGGATCT 0.542

+ 15 1648 p.S512G|RAD54L_ NM_001142548 NP_001136020 Q92698 RAD54_HUMAN case C-terminal. 3 AGCCGTAGCAGTG 0.547

- 8 952 p.P263S|SPATA6_ NM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1 TTGGGGGATCAA 0.418

+ 8 1233 nr.1_Missense_Mu NM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 12. 2 AGCGGTTGCACAC 0.662

- 2 1413 NM_152268 NP_689481 Q7L3T8 SYPM_HUMAN 2 TGCAGGGTCCTC 0.512

+ 19 1835 OK1_uc001czp.2_I NM_015888 NP_056972 Q9UJC3 HOOK1_HUMAN Potential. 2 CCAGATATAAATCA 0.353

+ 2 188 HD1_uc001dbp.1_5 NM_020925 NP_065976 Q5VU97 CAHD1_HUMANcellular (Potential). 2 AAATCTCAAATGG 0.378

- 3 385 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMANEGF-like 2; calcium-binding 2 CTGTGTTAGTGCA 0.343

+ 6 978 _p.D75N|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN VWFA. 2 GTTCTTGATAAGT 0.423

- 1 264 e_Mutation_p.A3V NM_024408 NP_077719 Q04721 NOTC2_HUMAN 27 CGCAGGGCGGGC 0.647 rs150390977

- 2 714 P6_uc009wjj.1_Int NM_016361 NP_057445 Q9NPH0 PPA6_HUMAN 4 GGGGTGGGACCT 0.418

- 3 3611 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17 GCTGTCCAAAACT 0.493

+ 3 814 .2_Intron|CD1E_uc NM_030893 NP_112155 P15812 CD1E_HUMAN Ig-like. 3 GCCCTCGATTTCT 0.507

+ 1 586 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMAN cellular (Potential). 2 CCGAGTGAGCTG 0.498

+ 1 931 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMAN Name=7; (Potential). 1 GCTCCCTTTTTCA 0.438

+ 3 275 _p.R85H|FCRL6_u NM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 1.|Extracellular (Potential). 3 AGAGCCGTGGCC 0.488 rs147917646

- 10 1448 _p.A214T|ARHGA NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 CCTCTGCTGCCT 0.632

+ 10 1447 wb.2_Missense_M NM_015569 NP_056384 Q9UQ16 DYN3_HUMAN 1 GGCCTTCCTTGAA 0.398

- 6 1040 9A11_uc010pmq.1_ NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2 TGGATTCTGTTGC 0.274

- 7 1507_1508e_Mutation_p.G432 NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 TGGCTCCCCTCC 0.589

+ 7 2159 _Mutation_p.E610G NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|42; appro 1 CTAAGGAGACTGC 0.592

+ 3 355 R3_uc010poy.1_M NM_021023 NP_066303 Q02985 FHR3_HUMAN Sushi 2. 0 TATTTTCCTTATTT 0.299

+ 3 391 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2 TGTGTTCCTTTCC 0.308

- 6 981 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3 GTATTTCTGCTGA 0.363

- 1 347_348 e_Mutation_p.E31K NM_018136 NP_060606 Q8IZT6 ASPM_HUMAN 6 cgcctcctcctcggccgc 0.277

+ 3 757 YRK3_uc001hei.2_ NM_003582 NP_003573 O43781 DYRK3_HUMAN 3 GGGGCCTATATTC 0.428

- 2 1179 ha.3_Missense_M NM_025179 NP_079455 O75051 PLXA2_HUMANular (Potential).|Sema. 3 CAGCCGCAGCAG 0.572

+ 10 1269 _p.T323M|HHAT_u NM_001122834 NP_001116306 Q5VTY9 HHAT_HUMAN ical; (Potential). 2 TTTCCACGGCGAT 0.557

- 48 9761 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibronectin type-III 1 26 TGAAGAGATCTGC 0.358

- 15 2157 RS_uc001hlz.1_M NM_004446 NP_004437 P07814 SYEP_HUMAN yl-tRNA synthetase. 2 TGTGATCAAGTGC 0.393

+ 4 1739 NM_021958 NP_068777 Q14774 HLX_HUMAN Ser-rich. 2 gagcagcggcggcgg 0.224

- 30 4297 xgh.1_Missense_M NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 GCTCCGGGACG 0.443

+ 7 726 |GTPBP4_uc010qa NM_012341 NP_036473 Q9BZE4 NOG1_HUMAN 2 GTGTTAGGTTGTA 0.557

- 3 245 NM_145314 NP_660357 Q8WVF2 UCMA_HUMAN 0 TCTTGAGGAAATT 0.577

- 4 531 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN cellular (Potential). 4 CCGAAGGGGAG 0.517

+ 5 599 01izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0 CTCGCAATGCAAG 0.453 rs2257765

- 8 919 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMAN lasmic (Potential). 0 CGGTGGGGTTTG 0.488

+ 3 2053 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0 ATCAATCCCCAGA 0.542

- 9 1349 _p.K409R|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 ATTTCCTTTTCCCG 0.438



- 6 1624 hv.1_Missense_Mu NM_014912 NP_055727 Q8NE35 CPEB3_HUMAN RRM 1. 0 TTACCTTTAGGAG 0.413

- 23 2908 _p.L389F|IDE_uc0 NM_004969 NP_004960 P14735 IDE_HUMAN 3 TACTGCCAACATT 0.428

+ 19 5153 p.E1491K|PLCE1_ NM_016341 NP_057425 Q9P212 PLCE1_HUMANPI-PLC X-box. 3 TTTGGAGAAAAGC 0.303

+ 22 2606 p.P710L|HELLS_u NM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2 CCAGTCCTGAATG 0.323

+ 3 807 2C19_uc009xus.1_ NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 ACCAATGGTGGGT 0.323

+ 4 962 W212*|CYP2C19_u NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 TCCATGGATCCAG 0.294

- 9 1393 YP2C8_uc010qob.1 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 CAAATTCGTTTTC 0.363

+ 1 386 y.2_Intron|DHDPS NM_001009997 NP_001009997 Q5T681 CJ062_HUMAN 0 GCTCCACGGTTC 0.582

- 14 2391 ense_Mutation_p.R NM_014631 NP_055446 Q5TCZ1 SPD2A_HUMAN 0 GGCGCCGTAAAGT 0.647

- 1 341 OC2_uc009xxx.2_In NR_026715 0 GGATGCAGTCAAA 0.592

- 20 2209 nse_Mutation_p.Q6 NM_198060 NP_932326 Q86VF7 NRAP_HUMAN Nebulin 16. 10 TTGTACTGCAGCT 0.502

+ 10 2035 LRC2_uc001lay.1_R NM_198514 NP_940916 Q8NBF2 NHLC2_HUMAN 1 TGACTGCGTGTGC 0.463 rs150975627

+ 5 723 NM_198075 NP_932341 Q8IYG6 LRC56_HUMAN 1 TGAGGACGCTGG 0.647

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMAN Name=4; (Potential). 2 GGTAATGGAAAAA 0.473

- 2 619 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3 AGACCCGGGATGA 0.552

- 21 3000 _Mutation_p.Y557H NM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN ical; (Potential). 3 AATTGTAGAGCCC 0.532

- 3 366 NM_000315 NP_000306 P01270 PTHY_HUMAN 1 TCCTTTTTTCGGG 0.458

- 5 416 RFGAP2_uc010rhc NM_032389 NP_115765 Q8N6H7 ARFG2_HUMAN interaction with coatomer. 1 TCTATCCAAAGCT 0.502

- 13 2124 q.1_Missense_Mut NM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2 AGACACTGAGTGA 0.259

+ 1 922 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMAN lasmic (Potential). 1 GGCTCCAAAATTC 0.463

+ 1 151 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMAN lasmic (Potential). 2 ATAATCCGCCTGG 0.438

+ 1 298 NM_001004747 NP_001004747 Q8NGG3 OR5T3_HUMAN Name=2; (Potential). 0 TTCTTGGATGCTT 0.383

+ 1 29 NM_001013358 NP_001013376 P0C7N8 OR9G9_HUMANcellular (Potential). 0 TGACTGAGTTTAT 0.478

+ 2 1105 nr.2_Missense_Mut NM_015177 NP_055992 Q9Y2E6 DTX4_HUMAN 3 ACAGCAAGACCGG 0.632

- 4 849 R225C|CYBASC3_ NM_001161452 NP_001154924 Q8NBI2 CYAC3_HUMAN 0 CTGGGCGCTTCC 0.607

- 2 906 oer.2_Missense_Mu NM_033347 NP_203133 Q9Y2U2 KCNK7_HUMAN 0 CACGGGGTGCAG 0.652

+ 10 1054 yrm.1_Missense_M NM_001619 NP_001610 P25098 ARBK1_HUMANProtein kinase. 1 TCCACACGCCAGA 0.662

+ 23 4900 g.2_Missense_Mut NM_002335 NP_002326 O75197 LRP5_HUMAN mic (Potential).|PPPSP mot 7 CCTCCGTCCCCC 0.582

- 10 1516 oss.2_Missense_M NM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN PH 2. 1 CAGCGCGGTCAG 0.622 rs138364636

+ 1 1652 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 GGAGAGCAAAGT 0.642

+ 6 820 e_Mutation_p.E190 NM_018480 NP_060950 Q8IUX1 T126B_HUMAN 0 GTATTTGAAGAGA 0.333

- 1 683 _p.L161F|GRM5_u NM_001143831 NP_001137303 P41594 GRM5_HUMAN cellular (Potential). 9 CTGGAGCAAATTC 0.498

+ 1 1190 NM_001161630 NP_001155102 B2RXH2 KD4DL_HUMAN JmjC. 0 CACGATGGATTGA 0.512

+ 16 2258 e_Mutation_p.I640 NM_014361 NP_055176 O94779 CNTN5_HUMAN-like C2-type 6. 8 GGAACATCCTTCT 0.463

- 3 2639 R_uc009yww.1_RN NM_000926 NP_000917 P06401 PRGR_HUMAN uclear receptor. 4 AAGGACCATGCCA 0.368

- 4 1441 _p.R351*|GUCY1A NM_000855 NP_000846 P33402 GCYA2_HUMAN 8 CACATCGAAGCTG 0.473

- 11 1321 e_Mutation_p.H310 NM_020809 NP_065860 Q9P2F6 RHG20_HUMAN 5 CCAGGTGAGTGCT 0.428

+ 4 653 EM25_uc001pti.2_ NM_032780 NP_116169 Q86YD3 TMM25_HUMANcellular (Potential). 0 ACCCGCCGGCCA 0.617

+ 16 2001 aw.1_Nonsense_M NM_014619 NP_055434 Q16099 GRIK4_HUMAN lasmic (Potential). 3 CCCTACGAGTGG 0.438

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCACAAAGA 0.418 rs113451248

- 1 198 ds.1_Missense_M NM_016533 NP_057617 Q9NZG7 NINJ2_HUMAN 2 GCACCGGGTGCC 0.597

+ 9 1375 se_Mutation_p.R2 NM_201442 NP_958850 P09871 C1S_HUMAN CUB 2. 1 CCTTGCGGAGAG 0.468 rs147341600

- 3 370 124G|PRH1_uc00 NM_007244 NP_009175 Q16378 PROL4_HUMAN 0 GCAGGCTGACAGA 0.532

+ 1 287 NM_001310 NP_001301 O60519 CRBL2_HUMAN 0 ATGACAGTAAGGT 0.677

+ 21 2442 RMP_uc001rgi.2_R NM_006152 NP_006143 Q12912 LRMP_HUMANmenal (Potential). 2 GATGCCGCTCCCA 0.502

- 11 2773 _p.K514R|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 TGAGACTTCCTGC 0.473

- 9 1530 k|CCNT1_uc009zkz NM_001240 NP_001231 O60563 CCNT1_HUMAN Potential. 6 TCTTCTGGGCAGC 0.438



+ 1 299 NM_000486 NP_000477 P41181 AQP2_HUMAN mic (Potential).|NPA 1. 2 ACCCTGCCGTGAC 0.662

- 6 546 on_p.W150L|SLC1 NM_000617 NP_000608 P49281 NRAM2_HUMAN lasmic (Potential). 1 ATCAGCCACAGGA 0.428

- 3 776 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0 CAAATTCATTCTC 0.478

- 2 1328 fr.3_Missense_Mut NM_006163 NP_006154 Q16621 NFE2_HUMAN Basic motif. 0 TTGCCCCGTCGTC 0.567

+ 3 538 RDH5_uc010spu.1 NM_002905 NP_002896 Q92781 RDH1_HUMAN 1 ATCATCGGACCCA 0.587

- 2 408 e_Mutation_p.Q20 NM_001113201 NP_001106672 Q13765 NACA_HUMAN 1 CAGCCTGGGGCT 0.483

- 1 446 NM_145913 NP_666018 Q8N695 SC5A8_HUMAN ical; (Potential). 0 ATGCCCGCGAACA 0.682

+ 22 2783 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 TGGTGGCAGAGG 0.498

+ 21 2435 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN r (Potential).|EGF-like 6. 14 GCTCAGGAAATGG 0.413

+ 6 871 _p.V264I|TPCN1_ NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN =S3 of repeat I; (Potential). 3 GTGTTGGTACGG 0.652

+ 7 851 wh.2_Missense_Mu NM_138432 NP_612441 Q96GA7 SDSL_HUMAN 0 AGCCGGCAAGCT 0.622

+ 5 1112 NM_001080533 NP_001074002 A6NIH7 U119B_HUMAN 1 AAAATCCTTACGA 0.443

- 3 328 PS33A_uc001uce.2 NM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1 GCTGCCGGCAAAC 0.373

- 5 1715 nse_Mutation_p.P4 NM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2 GATGATGGCTCAA 0.448

- 1 1414 uzo.1_Missense_M NM_183422 NP_904358 Q15714 T22D1_HUMAN 0 GTGCCAGTAACAG 0.388

+ 2 1640 14C_uc001vgc.2_ NM_021645 NP_067677 Q5TAP6 UT14C_HUMAN 5 GTGGACGGACCG 0.547

- 1 2778 NM_052910 NP_443142 Q96PX8 SLIK1_HUMAN ical; (Potential). 5 AAGGCGGAGGTG 0.592

- 45 5042 p.P306S|DOCK9_u NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN DHR-2. 1 GTGGGGGAGAAG 0.592

- 5 1033 _p.Q215K|NOVA1_ NM_002515 NP_002506 P51513 NOVA1_HUMAN 5 TCTTCTGGATGAT 0.458

+ 25 3115 se_Mutation_p.K98 NM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN FH2. 1 AGAAAAAGGAGGA 0.418

- 23 3911 NM_000428 NP_000419 Q14767 LTBP2_HUMAN m-binding (Potential).|Cys- 2 TCACCCTCACACA 0.647

- 1 127 xvo.3_Missense_M NM_005065 NP_005056 Q9UBV2 SE1L1_HUMAN 1 CTATCCGGACCCG 0.706

+ 14 1474 _p.P465S|SLC24A4 NM_153646 NP_705932 Q8NFF2 NCKX4_HUMANmic (Potential).|Alpha-2. 3 AGTGTTCCAGACT 0.542

+ 6 523 n_p.I147R|KIAA140 NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 TGTGTATAGACCC 0.418

- 3 845 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1 AGGACGGTGCAA 0.532

- 4 407 AK2_uc001ypx.2_5 NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 AATGTCCGTGAGT 0.592

- 1 1786 NM_019066 NP_061939 0 TACTCTAGGTACT 0.488

- 9 1274 zba.2_Missense_M NM_000814 NP_000805 P28472 GBRB3_HUMAN lasmic (Probable). 5 CATTCATTTCATT 0.453

+ 2 410 n_p.T14M|GREM1_ NM_013372 NP_037504 O60565 GREM1_HUMAN 0 ATGTGACGGAGCG 0.642

- 3 522 .2_Intron|BMF_uc0 NM_033503 NP_277038 Q96LC9 BMF_HUMAN BH3. 1 AAGCCGGTGGAA 0.602

- 6 1279 NM_139265 NP_644670 Q9H223 EHD4_HUMAN 2 GCGTGCTCGTCT 0.637

- 12 3139 AA1370_uc002acf NM_019600 NP_062546 Q32MH5 K1370_HUMAN 0 CAGGTACAGAAAA 0.368

- 9 3382 X7_uc002adn.1_N NM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0 GATGCTGCACAGG 0.458

- 20 3000 _p.P953L|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN 1 GAGGGTGGACCAT 0.507

+ 6 1741 afu.2_Missense_Mu NM_017610 NP_060080 Q6ZNA4 RN111_HUMAN 2 CCATGTGGAGGGT 0.498

- 61 8256 p.R2728C|VPS13C NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 GTATGCGGAAATG 0.448

+ 2 472 c002amk.2_5'Flan NM_203373 NP_976307 Q6P050 FXL22_HUMAN 0 CCGACTTGCGCTC 0.746

+ 4 1235 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 GTCGGGGCAGCC 0.547

+ 3 846 ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0 ACTCTCCGTACAT 0.512

- 9 713 _p.P230L|GRAMD NM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0 GATGATGGAGGG 0.537

+ 5 1129 E299K|CD276_uc0 NM_001024736 NP_001019907 Q5ZPR3 CD276_HUMAN 2.|Extracellular (Potential). 1 TTCACCGAAGGCC 0.647

- 9 983 _p.T165I|UBL7_uc NM_032907 NP_116296 Q96S82 UBL7_HUMAN 1 AAGGCGGTGGCC 0.682

+ 2 2715 _p.P799S|C15orf39 NM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0 GCTGGGCCCTGG 0.642

+ 3 247 n_p.D16H|HMG20A NM_018200 NP_060670 Q9NP66 HM20A_HUMAN 3 TTTGCAGATGAAG 0.418

- 13 1918 _p.T617N|ACSBG1 NM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1 TCAGAGGTGTCTG 0.527

+ 2 1796 unk.1_Missense_M NM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4 CCAACAGCAAGGG 0.517

+ 20 3282 b.1_RNA|LRRK1_u NM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12 ATGACAGGTGAGG 0.582



+ 38 4934 _uc002cio.1_Misse NM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1 CCACCACGGAGG 0.652

- 13 5309 NM_032444 NP_115820 Q8IY92 SLX4_HUMAN eraction with PLK1 and TER 0 ATCGGCGTTATGG 0.502

- 12 3745 NM_032444 NP_115820 Q8IY92 SLX4_HUMAN PLK1 and TERF2-TERF2IP 0 CCTGGGGAGGCC 0.662

+ 13 1422 RN1_uc002cxb.2_M NM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2 GCTGTCCCCTCGC 0.662

- 27 3907 2_RNA|ABCC6_uc NM_001171 NP_001162 O95255 MRP6_HUMAN similarity).|ABC transporter 3 TCCTGCGTGGATC 0.597

- 14 2043 NM_153603 NP_705831 P83436 COG7_HUMAN 0 GACTAAAGGCGGG 0.517

+ 2 1755 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 GAGGGTGATAAAT 0.468

- 3 824 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN C2H2-type 3. 0 ACTTGTAGGGCTT 0.657

- 3 713 2efb.1_RNA|ABCC NM_033226 NP_150229 Q96J65 MRP9_HUMAN smembrane type-1 1. 3 TCAACACGCGTGT 0.572

+ 2 232 D2_uc010cbk.1_Mi NM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4 CTGGTCGAGCTG 0.602

- 2 391 p.W81*|CES7_uc0 NM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0 TTATCCCAGGGCG 0.592

+ 16 1794 NM_005886 NP_005877 Q9BVA0 KTNB1_HUMANTNA1 and NDEL1 (By simila 0 CAGGCCGTGAAG 0.637

+ 2 221 se_Mutation_p.V50 NM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5 GTGGGCGTGAAG 0.632 rs149175900

- 18 2924 HOD1_uc010ced.2 NM_013241 NP_037373 Q9Y613 FHOD1_HUMAN FH2. 3 CACGGCGGGCAC 0.662

- 3 633 NM_032178 NP_115554 Q96CW6 S7A6O_HUMAN 1 GTGGCCGTCTCC 0.542 rs139184366

- 4 729 nse_Mutation_p.P1 NM_017853 NP_060323 Q9NX01 TXN4B_HUMAN 1 ATTTGGGAATATT 0.383

- 5 802 8B_uc010vmu.1_M NM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0 CAGGCACCCTTC 0.607

+ 2 120 A|TRAPPC2L_uc00 NM_016209 NP_057293 Q9UL33 TPC2L_HUMAN 0 CCTACGGAGAACG 0.552

- 9 1486 2fnc.1_Missense_M NM_013275 NP_037407 Q6UB99 ANR11_HUMAN 6 TGACGGGGGCC 0.547

+ 2 147 on|CDK10_uc002fo NM_052988 NP_443714 Q15131 CDK10_HUMAN 1 CCGGAGTGTGAA 0.522

- 1 697 NM_002551 NP_002542 P47893 OR3A2_HUMAN Name=5; (Potential). 1 GAACCAAAGGTGT 0.562

- 1 617 NM_003554 NP_003545 P47887 OR1E2_HUMAN Name=5; (Potential). 1 ATCACCCATTCAT 0.473

+ 1 64 |VMO1_uc010vsi.1 NM_001014985 NP_001014985 0 AGTGGCGGCGC 0.672

+ 23 3033 NM_006612 NP_006603 O43896 KIF1C_HUMAN 2 GAGGCAGCCCCC 0.647

- 10 1218 TP53_uc002gii.1_N NM_001126112 NP_001119584 P04637 P53_HUMAN teraction wit3)|p.R342Q(2)|p 22245 GCTCTCGGAACAT 0.498

- 4 760 uc010cnq.1_RNA NM_001139 NP_001130 O75342 LX12B_HUMANLipoxygenase. 0 CCTCCGCACCGG 0.657

- 39 5629 p.R1876C|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2 TGCGACGGACTAA 0.448

- 2 337 2glo.2_Missense_M NM_144681 NP_653282 Q96M95 CCD42_HUMAN 1 GACTCCGACGCC 0.542

+ 13 2060 _p.S682N|USP43_u NM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5 ATGACAGCACGGT 0.542

- 30 4146 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 CTCCTCCTCATAC 0.612

- 45 7282 pm.2_Missense_M NM_006311 NP_006302 O75376 NCOR1_HUMANwith C1D (By similarity). 5 GCCGTTCCGTTC 0.502

+ 2 370 B_uc010vwe.1_Int NM_018955 NP_061828 P0CG47 UBB_HUMAN biquitin-like 2. 3 GGTATGCAGATCT 0.537

+ 7 1129 hbj.2_Missense_Mu NM_003593 NP_003584 O15353 FOXN1_HUMAN Fork-head. 1 CAGACAGCACCC 0.557

+ 5 727 C37B2_uc010wbq.1_RNA|LRRC37B2_uc010csi.2_RNA 0 CCAGGATATGACT 0.249

- 4 2350 _p.R674C|SLFN13_ NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2 CAGTACGGAAATT 0.433

- 6 1756 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 CAGGTCCCAGGA 0.612

+ 3 512 cwb.2_Missense_M NM_004448 NP_004439 P04626 ERBB2_HUMANcellular (Pote p.R92G(1) 143 CAAGTGAGGCAGG 0.597

- 5 492 n_p.R144C|IKZF3_ NM_012481 NP_036613 Q9UKT9 IKZF3_HUMAN 6 ATGGGCGTTCAC 0.428

- 3 372_373 ense_Mutation_p.G NM_152349 NP_689562 Q8N1A0 KT222_HUMAN Potential. 2 CTAGTCCTTCAAT 0.46

- 1 355 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN [IKRQVHEC]- [SPRT]-[STC 0 gctggacacacagcag 0.204

- 2 2008 NM_018143 NP_060613 Q9NVR0 KLH11_HUMAN 0 GTGTGCCATGCAA 0.527

- 5 486 N1_uc010whc.1_In NM_003766 NP_003757 Q14457 BECN1_HUMAN 1 GACTTGCCTTCA 0.582

- 5 371 n_p.V25I|GPATCH NM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN Potential. 4 TTTCTACTTCTAG 0.393

- 16 2488 .2_Intron|TTLL6_u NM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0 CCAGAGCTGTCAC 0.547

+ 1 120 .1_Intron|B4GALNT NM_153446 NP_703147 Q8NHY0 B4GN2_HUMAN lasmic (Potential). 2 GGCCGGGAATGT 0.667

+ 9 1125 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN ronectin type-III. 2 ACACCGGCATGTG 0.502

+ 12 2517 wpm.1_Missense_M NM_030779 NP_110406 Q9H252 KCNH6_HUMAN lasmic (Potential). 1 CCTCAGGAAGACC 0.622



- 22 3126 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN 7 AGTAGCCCATTGC 0.299

+ 5 1028 2jip.2_Missense_M NM_018658 NP_061128 Q9NPI9 IRK16_HUMANasmic (By similarity). 3 CCCAAACCATTCG 0.463

- 2 609 NM_006678 NP_006669 Q08708 CLM6_HUMAN (Potential).|Ig-like V-type. 0 CTGATGGACACTC 0.547

+ 4 577 _p.R106L|NUP85_ NM_024844 NP_079120 Q9BW27 NUP85_HUMAN 1 ACTACCGATCAGT 0.199

+ 12 1755 2jth.2_Missense_M NM_198955 NP_945193 Q3V5L5 MGT5B_HUMANmenal (Potential). 3 CCGCCCCCCTGG 0.657

- 11 1379 002jwb.1_Translatio NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5 CGGACGTATGTT 0.433

+ 7 906 2jyd.1_Missense_M NM_173626 NP_775897 Q86WA9 S2611_HUMAN ical; (Potential). 0 CTGCTGCTGGTG 0.682

- 5 1264 NM_002522 NP_002513 Q15818 NPTX1_HUMAN Pentaxin. 0 GCCTGGGTGGCAT 0.622

- 4 842 e_Mutation_p.G27 NM_001614 NP_001605 P63261 ACTG_HUMAN 2 GGATGCCGCAAG 0.537

- 6 921 PIRE1_uc010wzx.1 NM_001128626 NP_001122098 Q08AE8 SPIR1_HUMAN 0 ACTGCCGCTCTTG 0.443

- 10 1602 wm.2_Missense_Mu NM_024421 NP_077739 Q08554 DSC1_HUMAN r (Potential).|Cadherin 3. 4 TGTGAGCTCGCTG 0.408

+ 15 2641 bp.1_Missense_Mu NM_001942 NP_001933 Q02413 DSG1_HUMAN lasmic (Potential). 7 TAATTTCTGAGAG 0.517

+ 11 1920 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN Ser-rich. 3 GAGCCTGTACCAG 0.488

+ 8 1055 p.R268Q|RNF165_ NM_152470 NP_689683 Q6ZSG1 RN165_HUMAN G-type; atypical. 0 TCTGCCGAGTGG 0.577

+ 3 644 p.Y131C|LIPG_uc0 NM_006033 NP_006024 Q9Y5X9 LIPE_HUMAN 2 AGCTTTACACGGA 0.557

+ 2 168 002ljj.3_5'UTR|SER NM_080475 NP_536723 Q96P15 SPB11_HUMAN 1 AGTCTGCTTTATG 0.443

- 3 208 NM_017550 NP_060020 Q8N344 MIER2_HUMAN 0 TGTCTGGGCACCT 0.597

+ 4 708 .2_Intron|MADCAM NM_130760 NP_570116 Q13477 MADCA_HUMANT- T-S-[QP]-E.|Extracellular 0 AGCCTCCCGACA 0.592

- 4 434 ED16_uc010xfw.1_ NM_005481 NP_005472 Q9Y2X0 MED16_HUMAN WD 1. 0 GAGCCGGGAGC 0.642

+ 4 1228 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 TTTATCCCCAGTC 0.463

+ 4 1336 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 TGAACAATGTGGG 0.428

+ 4 1430 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMANC2H2-type 10. 3 GGAAAAACCTTCA 0.453

+ 1 79 NM_003811 NP_003802 P41273 TNFL9_HUMAN lasmic (Potential). 1 AAGCCCCGTGGC 0.572

- 29 3841 3_uc002mfl.2_5'UT NM_000064 NP_000055 P01024 CO3_HUMAN 5 GTAGTATCTCTGTT 0.577

+ 11 1150 a.1_Missense_Mu NM_005428 NP_005419 P15498 VAV_HUMAN DH. 16 GGCGATGGAGAAG 0.627

- 48 6181 N3_uc002mje.2_5'F NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 8. 11 ACAGTTCGCAGG 0.612 rs149936210

- 20 2204 NM_012335 NP_036467 O00160 MYO1F_HUMAN IQ. 3 GTTCGGGCAAAG 0.662

- 27 38206 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANcellular (Potential). 57 TGGTGGGCACAG 0.537

- 3 19097 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TTTATAGAAGGAT 0.448

- 1 6782 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CTAAAGGAAACCA 0.468

- 1 2516 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATGGAGGAAAGAA 0.502

- 10 1717 dwr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 6. 6 CAAAAAGAGATGA 0.413

- 1 211 T1_uc002mnh.2_5 NM_001379 NP_001370 P26358 DNMT1_HUMAN .|Interaction with the PRC2/ 6 GTGTGGGCACCC 0.736

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

- 11 1417 _Missense_Mutatio NM_013447 NP_038475 Q9UHX3 EMR2_HUMAN cellular (Potential). 4 GGGGCAGGGTCT 0.607

- 2 454 NM_024527 NP_078803 Q96I13 ABHD8_HUMAN 0 CGGAGAGGTCCC 0.692

+ 2 903 _p.P336L|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN type 7; degenerate. 1 CAACCCCTACTAA 0.348 rs142651314

- 4 1395 1_Intron|ZNF208_ NM_007153 NP_009084 7 TGACCTCATGTTT 0.368

+ 4 1512 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 11. 0 ACAAATGTGAAGA 0.373

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2 GATTGGATAAAAG 0.368

+ 6 1372 nvq.1_Missense_M NM_018443 NP_060913 Q9NR11 ZN302_HUMAN C2H2-type 5. 0 ATAGTTCGTCTCT 0.413

+ 25 2614 e_Mutation_p.S812 NM_001111020 NP_001104490 O00267 SPT5H_HUMANem repeats of G- S-[QR]-T-P 4 ATGGCAGCCGCAC 0.632

- 4 581 VRB_uc010egw.1_R NM_000713 NP_000704 P30043 BLVRB_HUMAN 0 GTGGCGGCATCAC 0.547

- 5 602 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANPotential).|Ig-like C2-type 1. 0 GAAACCGTACTGT 0.597

+ 10 1302 F3A_uc002pek.2_M NM_152795 NP_690008 Q9Y2N7 HIF3A_HUMAN 3 GATGGGGCTTCAG 0.672

- 14 2373 H4_uc002pgb.1_In NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. 6 CCTCCTCCTGCTG 0.701

- 5 449 se_Mutation_p.P11 NM_000234 NP_000225 P18858 DNLI1_HUMAN 3 TCCATGGGAGAGG 0.557



+ 2 1765 NM_014330 NP_055145 O75807 PR15A_HUMAN teraction with MLL.|4 X 34 A 1 AGGACTGGGGAG 0.627

+ 32 4599 .1_Missense_Muta NM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1 CGTGAGGAGCTGG 0.706

- 4 340 n_p.T41I|KLK5_uc NM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN 0 GGCACGGTGTTAG 0.627

- 5 2086 ydj.1_Missense_M NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0 TTATGAATTGAAA 0.383

- 5 2067 ydj.1_Missense_Mu NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0 CACTGTAATTGAA 0.388

+ 4 1385_1386 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0 TCAGATGTCATC 0.411

+ 7 2419 _p.R600K|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 16. 1 ATAGGAGAATTCA 0.398

+ 4 292 n_p.R79Q|RPS9_u NM_001013 NP_001004 P46781 RS9_HUMAN 1 TGCTGCGGCGGC 0.433

- 3 294 qne.2_Missense_M NM_022103 NP_071386 Q5HYK9 ZN667_HUMAN KRAB. 1 ATTCTCCAACATG 0.443

+ 6 1933 470_uc010etn.2_In NM_001001668 NP_001001668 Q6ECI4 ZN470_HUMAN C2H2-type 7. 2 AACTCATACTGGA 0.413

- 1 554 qnt.2_Missense_M NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN SCAN box. 12 AGGTTTCGGAGT 0.502

+ 3 2079 547_uc002qpm.3_I NM_001023561 NP_001018855 O43361 ZN749_HUMAN 0 ACTGGAGAAAAG 0.388

+ 5 1461 nse_Mutation_p.F3 NM_024691 NP_078967 Q96HQ0 ZN419_HUMAN C2H2-type 8. 0 GAGATTCTTTAGA 0.423

+ 4 2168 eud.1_Intron|ZNF5 NM_153263 NP_694995 Q6P9A3 ZN549_HUMAN 1 AAGAGCCCTAGC 0.428

- 3 1987 NM_003433 NP_003424 P52740 ZN132_HUMANC2H2-type 12. 2 ATCAGGCTGGAGC 0.498

+ 1 439 NM_001105569 NP_001099039 A6NI15 MSGN1_HUMANx-loop-helix motif. 1 CACACCCTCCGG 0.572

+ 3 1112 cw.2_Missense_Mu NM_002252 NP_002243 Q9BQ31 KCNS3_HUMANe=Segment S2; (Potential). 4 GATCCGGTGCTGG 0.577

- 6 1404 _p.R13L|ADCY3_uc NM_004036 NP_004027 O60266 ADCY3_HUMAN lasmic (Potential). 4 TTCTCCCGCACAT 0.642

- 1 1055 F3C_uc010ykr.1_M NM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4 GGGAGCGGGAG 0.597

+ 12 1842 002rkr.2_Missense NM_013392 NP_037524 Q9UHY1 NRBP_HUMAN 3 TCCTTGCGGCCCA 0.522

+ 1 5338 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN m repeat of P-S-E-R-S-H-H 1 CCCTCTGAGAGAA 0.527

+ 4 556 _p.P103S|SPTBN1 NM_003128 NP_003119 Q01082 SPTB2_HUMAN 1.|Actin-binding. 8 CCTAAACCCACCA 0.512

- 4 854 .2_3'UTR|TMEM17 NM_198276 NP_938017 Q86X19 TMM17_HUMAN 0 GGAAACGAACTGC 0.428

- 3 842 _p.A23V|TGFBRAP NM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN CNH. 2 ACAGCCGCCCCA 0.532

- 4 1138 NM_000575 NP_000566 P01583 IL1A_HUMAN 1 TTTTAGAGGTTTC 0.453

- 8 1412 _p.I375M|ERCC3_ NM_000122 NP_000113 P19447 ERCC3_HUMANcase ATP-binding. 7 ATCCAGGATCATG 0.552

+ 2 108 A|THSD7B_uc002tv NM_001080427 NP_001073896 7 AGTGTGGTGTTTT 0.507

- 17 3485 p.P1036L|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 ACTACGGGCTGTT 0.418

+ 8 9514 dy.2_Missense_Mu NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 GAAATTCACAGAG 0.473

- 29 5058 NM_004525 NP_004516 P98164 LRP2_HUMAN s B 13.|Extracellular (Potent 29 GGAGTCCATGAAG 0.478

- 4 1537 f.2_Missense_Muta NM_003111 NP_003102 Q02447 SP3_HUMAN ation domain (Gln-rich). 6 GTCCAGAAGGGG 0.433

- 4 1003 f.2_Missense_Muta NM_003111 NP_003102 Q02447 SP3_HUMAN 6 CTGCCCGAGAGTC 0.443

+ 14 1735 fe.1_Nonsense_M NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 TGTGATCAGGTTG 0.328

- 226 45691 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGGTTCCAACGT 0.443

- 88 22894 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGGCTGGTTCCA 0.403

- 46 15390 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TCTCCCCTGGGGG 0.498

+ 4 1819 NM_019048 NP_061921 Q9NWL6 ASND1_HUMANragine synthetase. 3 TTGGCTGTGCAGT 0.403

- 17 2224 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN y similarity).|Potential. 12 CCAAATGAATAAA 0.328

- 15 1632 zhj.1_Missense_Mu NM_006190 NP_006181 Q13416 ORC2_HUMAN 0 CATAGGAGGTTTC 0.433

+ 17 2525 e_Mutation_p.R773 NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GGTTCGAGGCCG 0.517

- 4 471 vjv.2_Missense_Mu NM_015680 NP_056495 Q9BV87 CNPD1_HUMAN 0 GTGCCGGAGCC 0.522 rs148051282

- 10 1922_1923we.1_Missense_M NM_005689 NP_005680 Q9NP58 ABCB6_HUMAN ).|ABC transmembrane type 2 AGTAGGTGCCAA 0.51

+ 1 760 zmv.1_Missense_M NM_019076 NP_061949 Q9HAW9 UD18_HUMAN 2 GCCTCTGAAATTC 0.418

- 1 143 0zpn.1_Missense_ NM_015985 NP_057069 Q9Y264 ANGP4_HUMAN 2 CCACAAGGAGGAG 0.592

- 1 238 PROKR2_uc010zq NM_144773 NP_658986 Q8NFJ6 PKR2_HUMAN lasmic (Potential). 5 ATAGCGGGTGAG 0.552

- 12 1270 2wmd.3_Splice_Site NM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN 0 TGCACCCTGACAG 0.383

+ 3 1542 NM_001200 NP_001191 P12643 BMP2_HUMAN 2 CACCAAGATGAAC 0.483



+ 5 794 SP1_uc010zri.1_In NM_080826 NP_543016 B1AKI9 ISM1_HUMAN 0 TGTTTAGGAATTG 0.398

- 9 885 L1L2_uc010zrl.1_M NM_025229 NP_079505 Q5TEA6 SE1L2_HUMAN cellular (Potential). 2 GGTCTTTCCGTTA 0.368

+ 2 162 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0 CCCAAAGATGCTG 0.423

+ 14 1760 e_Mutation_p.R42 NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN trin--actin-binding. 3 GGGATCGAGACTG 0.607

+ 1 371 .2_Intron|SGK2_uc NM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6 CTGTCCCCCCAGA 0.617

+ 11 1610 m.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5 CCACATGGGAGTC 0.498

+ 2 516 O4A1_uc002ydc.1_ NM_016354 NP_057438 Q96BD0 SO4A1_HUMAN Name=1; (Potential). 1 CCAAGGGCATCC 0.647

- 4 724 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN 2 AATTCGGAGTGTG 0.667

- 1 598 02ygf.2_Missense_ NM_003224 NP_003215 Q13795 ARFRP_HUMAN 2 ACATGTACTTGTA 0.517

+ 5 733 _p.R20W|NCAM2_u NM_004540 NP_004531 O15394 NCAM2_HUMAN 2.|Extracellular (Potential). 4 CCAGATCGGTTCG 0.403

- 3 575 _p.P33L|RCAN1_u NM_004414 NP_004405 P53805 RCAN1_HUMAN 0 CTGGCGGAGAGG 0.542

- 2 671 _p.G177S|CLDN14 NM_012130 NP_036262 O95500 CLD14_HUMAN ical; (Potential). 0 TGCCACCAATGAG 0.637

- 12 1399 p.D273N|TMPRSS NM_024022 NP_076927 P57727 TMPS3_HUMAN .|Extracellular (Potential). 3 CGCTGTCCCCCTG 0.597

- 5 618 pg.1_Missense_Mu NM_033661 NP_387510 P57081 WDR4_HUMAN WD 2. 1 CAGAAGGACTCG 0.612

- 20 1968 .2_Missense_Muta NM_001001438 NP_001001438 P48449 ERG7_HUMAN PFTB 4. 0 TCCTCCCCCCAGC 0.612

+ 13 2837 6L_uc011akd.1_Mis NM_021115 NP_066938 Q9BYH1 SE6L1_HUMAN xtracellular (Potential). 6 GCCAGGAGAGTC 0.567

+ 7 3572 atq.1_Missense_Mu NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CAGTCCCCCCAAC 0.667

+ 2 1635 xy.2_Missense_Mu NM_002409 NP_002400 Q09327 MGAT3_HUMANmenal (Potential). 0 TGGTTCGACGGC 0.637

- 2 485 q.1_Missense_Mut NM_032311 NP_115687 Q9BY77 PDIP3_HUMAN 0 AGGCAGCAGGGG 0.552

+ 11 1815 e_Mutation_p.P558 NM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3 GGGAGGCCTTCT 0.473

+ 2 356 k|CAV3_uc003brb.2 NM_001234 NP_001225 P56539 CAV3_HUMAN r interaction with DAG1. 2 ATCTCCTTCTGCC 0.577

+ 2 911 bsg.2_Missense_M NM_004634 NP_004625 P55201 BRPF1_HUMANwith MYST3 and MYST4. 3 CTGCGAGCACCAC 0.562

- 13 2394 _p.P571T|XPC_uc0 NM_004628 NP_004619 Q01831 XPC_HUMAN in involved in damage recog 3 GCTGGGCAGGAA 0.597

- 2 934 hfn.2_Missense_M NM_005442 NP_005433 O95936 EOMES_HUMAN T-box. 4 GTAGTGGGCAGT 0.502

- 7 970 _p.F259S|SCN5A_ NM_198056 NP_932173 Q14524 SCN5A_HUMAN =S5 of repeat I; (Potential). 9 AGGCAGAAGACTG 0.592

- 2 389 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN S1 of repeat I; (Potential).|I 10 GGATATGAGTGGA 0.483

- 14 2453 1A_uc010hhn.1_5 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN II. 9 AATCCCCCATGTG 0.498

+ 3 777 0hiv.1_Missense_M NM_031200 NP_112477 P51686 CCR9_HUMAN cellular (Potential). 3 ATGAGAGCACCAA 0.493

- 5 618 se_Mutation_p.P15 NM_016479 NP_057563 Q8N114 SHSA5_HUMANmic (Potential).|Pro-rich. 0 TTGGAGGCTGAG 0.602 rs151337676

- 21 2794 NM_003335 NP_003326 P41226 UBA7_HUMAN 2 GCCGTGGCCCAC 0.577

- 2 885_886 tron|NAT6_uc003c NM_012191 NP_036323 Q93015 NAT6_HUMAN 1 GAAGGGGGCCCT 0.579

+ 5 2740 se_Mutation_p.R21 NM_000839 NP_000830 Q14416 GRM2_HUMAN lasmic (Potential). 1 CCAGCCGCTTTGG 0.637

+ 4 706 dn.2_Intron|GLYCT NM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0 CTGGCAGCCCGTG 0.622

+ 8 1363 ddt.1_Missense_Mu NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN m (By similarity). 3 GAGGACCCTTGC 0.602

+ 31 5284 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANA 1 (By similarity). 3 CTGGTGCCATCCT 0.612

- 13 1556 P1_uc010hmg.2_R NM_004656 NP_004647 Q92560 BAP1_HUMAN 65 GCGAGTGTGTGG 0.602

+ 58 6334 ion_p.R102H|STAB NM_015136 NP_055951 Q9NY15 STAB1_HUMAN |Extracellular (Potential). 9 ATGGCCGTGTGT 0.642

+ 2 1183 GEF3_uc003dih.2_ NM_181727 NP_859078 Q7Z6I5 SPT12_HUMAN 0 TTTACTGAGGGCT 0.299

+ 5 784 NM_022072 NP_071355 Q9H649 NSUN3_HUMAN 1 TGTTTTCTTCTGA 0.398

+ 1 644 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN Name=5; (Potential). 2 ACTATTCTTATATC 0.348

+ 1 848 NM_001004736 NP_001004736 Q8NHB7 OR5K1_HUMAN Name=7; (Potential). 1 TAGTTCCCTTACT 0.308

+ 12 1994 77_splice|GPR128 NM_032787 NP_116176 Q96K78 GP128_HUMAN 4 GATGGGGTAAGTG 0.308

- 2 1379 w.2_Intron|CD96_uc NM_024508 NP_078784 Q9BTP6 ZBED2_HUMAN 1 ACTGCCCTTTCCC 0.602

- 5 557 2018_uc003eal.2_5 NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN x-loop-helix motif. 3 AGGGCAGGAGAA 0.368

+ 13 1432 1bji.1_Missense_M NM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN WD 8. 9 TGTATTCTATAGG 0.308

+ 4 505 NM_017554 NP_060024 Q460N5 PAR14_HUMAN 6 TTTCCTCTTTGGT 0.378

+ 5 2003 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN cal region.|VWFA 4. 8 CCAGATCGGGTG 0.418



+ 4 873 _Mutation_p.R200 NM_023943 NP_076432 Q6UXF1 TM108_HUMAN cellular (Pote p.R200Q(1) 4 GAGGACGAAATCC 0.592 rs140878635

+ 11 3585 p.R271Q|PPP2R3A NM_002718 NP_002709 Q06190 P2R3A_HUMAN EF-hand 2. 7 GTGAACGGATGGA 0.493 rs149384978

- 1 469 NM_001134659 NP_001128131 A6NEV1 PR23A_HUMAN 0 CCTCCTCGTAGGC 0.632

- 8 847 K5_uc010hus.1_RNNM_001039547 NP_001034636 Q6ZS86 GLPK5_HUMAN 0 GGTATCGAAATTA 0.348

+ 2 1611 NM_004267 NP_004258 Q9Y4C5 CHST2_HUMANmenal (Potential). 3 GCGGGGGGCGCA 0.667

- 2 401 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMAN A 1.|Plastocyanin-like 1. 1 AATGTTCCCTGCA 0.328

- 11 1028 _p.M235I|ZBBX_uc NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 TCTTTTCATCGTT 0.328

- 7 2080 fk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 TTTTTTCGAGGCT 0.512

+ 24 3707 e_Mutation_p.R117 NM_198241 NP_937884 Q04637 IF4G1_HUMAN 7 GGACCGTGGGG 0.627

+ 7 1084 .A280T|CHRD_uc0 NM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 2. 3 CTGGCTGCAGGTA 0.617

+ 13 1768 se_Mutation_p.S46 NM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12 GTTCATCATGTCT 0.448

- 8 13589 ation_p.L69F|MUC4 NM_018406 NP_060876 Q99102 MUC4_HUMAN NIDO. 0 CCATGAGCACCGG 0.622

+ 5 1146 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0 ATAGGTCCACAAC 0.378

+ 5 1178 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN 0 ATTCATACTGGAG 0.398

- 5 1288 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN 3 GTAGCGGGGGTG 0.572

- 2 178 NM_001001290 NP_001001290 Q9NRM0 GTR9_HUMAN 3 CTCGGTCCTTTTT 0.388

- 3 3405 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 AAAACAACTTTGA 0.443

+ 28 3112 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 2. 11 CATGGAGGAACTT 0.448

+ 13 1672 _p.S292F|FAM114 NM_138389 NP_612398 Q8IWE2 NXP20_HUMAN 1 TGGCCTCTTTATC 0.323

- 6 785 NM_182592 NP_872398 Q8N8F6 YIPF7_HUMAN 0 TCCTTCCATGTGC 0.453

+ 9 1541_1542nse_Mutation_p.E3 NM_145263 NP_660306 Q8TC71 MIEAP_HUMAN 4 CATCCAGGAGATA 0.426

- 16 2661 t.1_Missense_Muta NM_002253 NP_002244 P35968 VGFR2_HUMAN ical; (Potential). 33 CGGTCCGTAGGAT 0.433 rs1139774

+ 9 3142 NM_031889 NP_114095 Q9NRM1 ENAM_HUMAN 3 TGAGGAGGAACA 0.443

- 11 1834 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 CCTTGTCCTTCTC 0.478

+ 11 1546 .2_Missense_Muta NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. 1 CTCACcagcagcag 0.254

+ 4 452 DAPP1_uc010ilh.2_ NM_014395 NP_055210 Q9UN19 DAPP1_HUMAN SH2. 0 CAGGCACTCTGAT 0.418

- 10 1812 p.S358F|LEF1_uc0 NM_016269 NP_057353 Q9UJU2 LEF1_HUMAN 1 GATGCAGATTCCT 0.433

+ 38 9920 NK2_uc003ibh.3_In NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GATTCTCCCGATT 0.443

+ 3 617 se_Mutation_p.P14 NM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN 2 GAAGTTCCCCTAG 0.547

+ 32 4282 p.W1411*|KIAA092 NM_015196 NP_056011 A2VDJ0 T131L_HUMAN lasmic (Potential). 2 CCTGTGGCCCACT 0.567

+ 6 1377 NM_001034845 NP_001030017 Q49A17 GLTL6_HUMAN main A.|Lumenal (Potential) 4 TCATCCGGACCC 0.517 rs146548110

+ 6 940 R17_uc003ium.3_M NM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6 ACAACATTTAATC 0.433

+ 1 502 NM_178556 NP_848651 Q8N9V2 TRIML_HUMAN 4 TCCAGCGAGGCT 0.577 rs138508820

- 2 138_139 AM173B_uc010itr.2 NM_199133 NP_954584 Q6P4H8 F173B_HUMAN 2 AGAACCCCCAGT 0.475

- 14 2020 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 TGCGAATTATAGG 0.532

- 26 5351 orf42_uc011coz.1_ NM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7 GGAGTCCAAAAAA 0.323

- 3 374 m.1_Intron|TTC33_ NM_012382 NP_036514 Q6PID6 TTC33_HUMAN TPR 1. 1 CCTCCCGATATCT 0.284

- 6 1463 NM_021072 NP_066550 O60741 HCN1_HUMAN ytoplasmic (Potential). 1 TAGGATCCGCATT 0.383

+ 5 1551 486K|MARVELD2_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMAN lasmic (Potential). 0 CATTCGGAAAGCC 0.408

+ 30 6646 _p.T2128I|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2 GTGTAACCAAAGG 0.338

- 2 2246 ss.1_Missense_Mu NM_003633 NP_003624 O14682 ENC1_HUMAN Kelch 2. 3 ATGGGGGCAGCC 0.602

+ 2 1269 NM_005242 NP_005233 P55085 PAR2_HUMAN lasmic (Potential). 1 GTGTCCGCACTG 0.448 rs149001132

+ 2 578 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 GCAGTCCTTTAAC 0.383

+ 1 1158 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN eucine-zipper. 1 CTGGAGGAACAG 0.423

+ 70 14320 p.E2448K|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GGAGCCGAACTG 0.438

+ 1 424 uc003kni.2_5'Flank NM_198507 NP_940909 Q8TBP5 F174A_HUMAN cellular (Potential). 0 GCCGGGGAAGGC 0.701

- 16 2395 ym.1_Missense_Mu NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2 AGGTCATACAGGG 0.582



- 8 1706 w.1_Missense_Mu NM_004883 NP_004874 O14511 NRG2_HUMAN lasmic (Potential). 6 CTCCCAGAGAAGG 0.542

+ 1 323 HB2_uc003lim.1_I NM_018936 NP_061759 Q9Y5E7 PCDB2_HUMAN r (Potential).|Cadherin 1. 6 AACTTGCTGTGAG 0.502

+ 1 2443 2_5'Flank|PCDHB1 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN lasmic (Potential). 4 CAGTACGAGGTGT 0.577

+ 1 1418 DHGA5_uc003lju.1 NM_018925 NP_061748 Q9Y5G0 PCDGH_HUMANr (Potential).|Cadherin 5. 0 GCGCCTCGGACCT 0.587

- 3 562 e_Mutation_p.G41 NM_001024947 NP_001020118 Q969M3 YIPF5_HUMAN lasmic (Potential). 2 CATAGCCAGCATA 0.403

+ 2 162 2_Missense_Mutat NM_024028 NP_076933 Q8NBM8 PCYXL_HUMAN 1 GTTGGGGCTGGG 0.587

- 21 3341 0jhd.2_Missense_M NM_002609 NP_002600 P09619 PGFRB_HUMAN(Potential).|Protein kinase. 17 TCTCGAGAAGCAG 0.557

- 2 439 FIP2_uc003lwr.2_I NM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN ronectin type-III. 0 CTGTAAGGGAAGG 0.567

+ 39 4038 OCK2_uc010jjm.2_ NM_004946 NP_004937 Q92608 DOCK2_HUMANnteraction with CRKL. 7 CTCAGCCAGAACC 0.587

+ 4 685 2_splice|TSPAN17 NM_012171 NP_036303 Q96FV3 TSN17_HUMAN 0 GAATACGTGAGTC 0.547

+ 3 380 ED9_uc010jko.2_R NM_017510 NP_059980 Q9BVK6 TMED9_HUMAN Lumenal (Potential). 0 CCAATTCCACCAA 0.562

+ 5 1766 kz.1_Missense_Mu NM_182594 NP_872400 Q8N9F8 ZN454_HUMANC2H2-type 12. 3 AAATGTAATAAATG 0.388

- 2 1013 mh.3_Missense_Mu NM_002406 NP_002397 P26572 MGAT1_HUMANmenal (Potential). 1 TCCGGCGGCACC 0.701

+ 5 1950 se_Mutation_p.R41 NM_033549 NP_291027 Q8WV44 TRI41_HUMAN B30.2/SPRY. 0 TCGTGAGGAAAAT 0.582

+ 3 447 CP2L_uc011dim.1_ NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 CAGAAAGAGAGC 0.323

- 7 2280 .R705W|NEDD9_u NM_006403 NP_006394 Q14511 CASL_HUMAN 0 ACTGCCGATCCTG 0.517

- 3 577 1dip.1_Splice_Site NM_032744 NP_116133 Q96IZ2 CF105_HUMAN 0 TACAAACTGGAAA 0.363

+ 4 2526 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 GATTCCCCCAAAT 0.433

- 1 7 NM_030959 NP_112221 Q9UGF7 O12D3_HUMAN cellular (Potential). 3 ATTCTCCATTGCT 0.343

+ 3 1230 _p.P263S|OR2H1_ NM_030883 NP_112145 Q9GZK4 OR2H1_HUMANcellular (Potential). 0 AAAAATCCGTATG 0.517

- 2 284 BR1_uc003nmp.3_3 NM_006398 NP_006389 O15205 UBD_HUMAN Ubiquitin 1. 0 AAAGGTCATTAAA 0.488

- 10 4339 DC1_uc011dmp.1_ NM_014641 NP_055456 Q14676 MDC1_HUMAN on with the PRKDC comple 4 GTGACAGGTCGG 0.572

- 10 1351 _p.R463C|CCHCR NM_019052 NP_061925 Q8TD31 CCHCR_HUMAN Potential. 1 GAGCACGGCTCAG 0.652

- 8 919 6_uc010juo.1_RNA NM_005452 NP_005443 O15213 WDR46_HUMAN WD 3. 0 ACAGCTGTAGCCA 0.562

+ 2 200 e_Mutation_p.G65 NM_152753 NP_689966 Q8IX30 SCUB3_HUMAN alcium-binding (Potential). 1 GGGACGGCAAAC 0.572

+ 8 1639 _p.R414T|RNF8_uc NM_003958 NP_003949 O76064 RNF8_HUMAN 1 AGCAAAGAGATTG 0.373

+ 15 2234 NM_001371 NP_001362 21 CAAGTCCGGACGG 0.368

+ 14 3331 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9 AATGGCCCGGCC 0.667

- 13 2123 oyp.3_Missense_M NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN cellular (Potential). 2 TCTTACCAGCAGG 0.393

+ 7 652 _p.R191*|FBXO9_ NM_012347 NP_036479 Q9UK97 FBX9_HUMAN F-box. 1 ATCTTCCGATGGG 0.453

- 3 1538 xf.1_Missense_Mut NM_021073 NP_066551 P22003 BMP5_HUMAN 2 CATCCCCTGTTTC 0.348

- 59 8708 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMANon (COL2) with 1 imperfecti 9 TTGCACCGTCTTT 0.458

- 64 10851_10852 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 GCAGGGGGAACT 0.495

- 9 3120 nw.2_Missense_M NM_021813 NP_068585 Q9BYV9 BACH2_HUMAN 6 CTGGCTCCAAGCA 0.642

- 5 1325 p.D362N|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN tential).|Fibronectin type-III 28 TCACATCGTTTCT 0.498

- 9 1825 _p.A401V|ASCC3_ NM_006828 NP_006819 Q8N3C0 HELC1_HUMAN-binding 1.|ATP (Potential). 6 GTAGGGGCACAAA 0.398

- 10 2150 ptx.1_Missense_Mu NM_003931 NP_003922 Q92558 WASF1_HUMAN 0 GATGGTCGAATGC 0.562

+ 17 2033 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 TCATTAACCAAGG 0.527

+ 12 2039 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2 AGTCCCTGGAAGG 0.572

+ 2 1234 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0 CATGTGTTCAGAA 0.607

+ 16 4238 qf.2_Missense_Mu NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 GACAGTGACCTG 0.532

+ 5 919 22A3_uc011efx.1_ NM_021977 NP_068812 O75751 S22A3_HUMAN 4 ATTACTCGGAAGA 0.428

+ 13 1733 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 ATCCTAGAGAAGA 0.378

+ 4 434 n_p.E71K|ADCYAP NM_001118 NP_001109 P41586 PACR_HUMAN cellular (Potential). 1 GTGGGTGAGATGG 0.562

+ 14 1562 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 2. 3 AATACTGGAAACA 0.403

+ 5 911 kxo.2_Missense_M NM_007252 NP_009183 P78424 PO6F2_HUMAN o-rich.|Gln-rich. 1 TCACGCCACCCA 0.468

+ 2 846 NM_018697 NP_061167 Q9NS86 LANC2_HUMAN 2 ATGGAAGAAGGG 0.398



- 5 1673 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4 ATTCTTCACATGT 0.428

+ 4 1390 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 9. 0 GCAAAAGCTTTAC 0.388

+ 5 983 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN 1 AGAGAAACCCTAC 0.408

- 9 1623 dy.1_Missense_Mu NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 2. 11 CATCCGGAATCAC 0.428

- 5 366 uix.1_Missense_M NM_018849 NP_061337 P21439 MDR3_HUMAN rity).|ABC transmembrane t 6 GGAAAAGTTCACt 0.244

+ 4 1908 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 TTCAATGGCCTAC 0.418

+ 4 2384 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 AGAAAGGCAGTT 0.388

+ 68 10894 p.T3533I|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37 AGGAGACCACCAA 0.582

+ 14 2798 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACTCACCAT 0.502

+ 3 10033 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 CTGACGGTACTAG 0.493

- 20 3239 bg.3_RNA|DPY19L NR_003561 0 CTTGACACTTGCC 0.373

- 50 8277 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 TTACCTGAAGTTT 0.483

- 29 3981 vkg.3_Missense_M NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 GAGGCTGTGGCC 0.458

- 2 2081 NM_005302 NP_005293 O15354 GPR37_HUMAN lasmic (Potential). 3 CCTCGGGTACAGG 0.433

+ 40 6802 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN radomain insert. 12 GCGGGGCGGGG 0.682

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 7 2428 o.1_Intron|uc011ktp NM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0 ACCTTTGGTCAGT 0.617

+ 1 533 NM_001004685 NP_001004685 O95006 OR2F2_HUMANcellular (Potential). 4 ACATATCCTGTGA 0.498

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 CTGCACGGAGAAG 0.388

+ 4 1084 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 GTCCTCCTTGTGG 0.562

+ 11 1683 _p.E463K|NOS3_uc NM_000603 NP_000594 P29474 NOS3_HUMAN action with NOSIP. 8 CATCAGGAGATGG 0.627

- 5 416 kvs.1_Missense_M NM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN ction with PA1 (By similarity) 5 CTCCCCCATAGAA 0.443

- 2 232 n_p.S22L|SPAG11 NM_016512 NP_057596 Q08648 SG11B_HUMAN 0 TGAGACGATCCTG 0.582

- 3 660 NM_003155 NP_003146 P52823 STC1_HUMAN 4 ACTCTTCCTGCAC 0.537

+ 4 557 n_p.E34K|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 GGAGAGGAAATTA 0.453

+ 2 1839 NM_025069 NP_079345 Q9H7S9 ZN703_HUMAN 2 CACCCCTATGGCA 0.517

+ 16 1766 DAM18_uc010lwx.2 NM_014237 NP_055052 Q9Y3Q7 ADA18_HUMANExtracellular (Potential). 6 TGAGATCAGATGG 0.368

+ 4 374 NM_032237 NP_115613 Q9H5K3 SG196_HUMAN ical; (Potential). 0 TGCCTCGACCAC 0.572

- 31 2907 ee.1_Missense_Mu NM_003580 NP_003571 Q92636 FAN_HUMAN WD 6. 1 CTGCTACACTGTT 0.378

- 1 272 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1 TCTGGACCTTTTT 0.502

+ 5 544 NM_022351 NP_071746 Q8N987 NECA1_HUMAN 1 GCAAAACAAAGAA 0.308

- 5 407 NM_005836 NP_005827 P52758 UK114_HUMAN 1 TAGCAGGAAAATT 0.274

+ 10 1639 NM_024915 NP_079191 Q6ISB3 GRHL2_HUMAN 3 AAGAAAGGGAAAG 0.468

- 1 390 ype.2_Missense_M NM_021021 NP_066301 Q13884 SNTB1_HUMAN PH 1. 5 TACGCCGCAGCGC 0.458

- 13 3201 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 GGACCCCATGATG 0.512

+ 20 3322 NM_001702 NP_001693 O14514 BAI1_HUMAN lasmic (Potential). 8 CGGAACCGCCTCA 0.657

- 6 1253 nse_Mutation_p.R NM_021061 NP_066405 P15622 ZN250_HUMAN C2H2-type 7. 0 ACTGAGCGGTCG 0.577

+ 1 860 5K1B_uc011lrq.1_I NM_138333 NP_612206 Q96E09 F122A_HUMAN 0 GAAACAGCAGCAG 0.498

- 2 759 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1 CGCATTCATGGCT 0.677

+ 3 923_924 e_Mutation_p.P129 NM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3 ATGATCCCAAGTG 0.475

- 6 545 msf.2_Missense_M NM_007001 NP_008932 Q76EJ3 S35D2_HUMAN ical; (Potential). 0 AAGCCCCGAGAA 0.408 rs149450685

+ 1 894 NM_001005235 NP_001005235 Q8NGR5 OR1L4_HUMAN lasmic (Potential). 0 AGATATGAAAAGG 0.398

+ 13 1126 se_Mutation_p.E26 NM_001005373 NP_001005373 Q6UWE0 LRSM1_HUMAN Potential. 0 TTGCAGGAACAGA 0.587

- 1 876 NM_203434 NP_982258 Q5T953 IER5L_HUMAN Ala-rich. 0 gcgggcggagaagcg 0.353

+ 3 832 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin N-terminal. 3 CGTTTGGGGACGA 0.592

+ 43 3786 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 GAGACGGTCTCCA 0.622

- 16 1746 mez.1_Missense_ NM_001130969 NP_001124441 Q6X4W1 NELF_HUMAN 0 AAGTACGTCTCGA 0.672



+ 10 1238 hd.1_Missense_Mu NM_002183 NP_002174 P26951 IL3RA_HUMAN cellular (Potential). 3 CAGGAGGAGGGC 0.667

- 5 3341 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 ACATCTCTTTCAT 0.458

- 6 526 AM9B_uc004csh.2_ NM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0 CTAACACTTCTAT 0.318

+ 4 983 _p.W221*|MAGEB1 NM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0 GATCTGGAAATTC 0.483

- 15 1951 p.D595N|RPGR_uc NM_001034853 NP_001030025 Q92834 RPGR_HUMAN Glu-rich. 1 ccttttgaatcctctgctcc 0.179

+ 5 815 dhh.2_Missense_M NM_005676 NP_005667 P98175 RBM10_HUMAN RRM 1. 5 TAGATCCGTGGCC 0.607

- 5 370 z.1_Missense_Mut NM_175723 NP_783729 O60225 SSX5_HUMAN 0 AAGATTCCCTGGA 0.423

+ 5 652 _5'UTR|TBC1D25_ NM_002536 NP_002527 Q3MII6 TBC25_HUMAN 1 AAGGTCCAACAAG 0.582

+ 7 564 1_Missense_Mutat NM_006044 NP_006035 Q9UBN7 HDAC6_HUMAN ne deacetylase 1. 4 ACAACCCAGTACA 0.502

- 4 601 n_p.T138I|FOXP3_ NM_014009 NP_054728 Q9BZS1 FOXP3_HUMAN 0 ACCCCAGTGGCG 0.662

- 23 3169 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2 TTACCCGATCTCT 0.438

+ 2 1132 NM_005448 NP_005439 O95972 BMP15_HUMAN 2 ATTTTGTACAAGG 0.463

- 1 1 NM_001009616 NP_001009616 Q5MJ07 SPXN5_HUMAN 0 TTCCATGATTCTG 0.448

- 5 2051 dsc.2_Missense_M NM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN Pro-rich. 3 AGCTGGCGGTGG 0.632

+ 6 2479 _p.D461N|NHSL2_ NM_001013627 NP_001013649 Q5HYW2 NHSL2_HUMAN 0 CAGTCCGACCTAC 0.512

- 22 2196 p.M707V|RPS6KA NM_014496 NP_055311 Q9UK32 KS6A6_HUMAN 8 CAACCATTGCTCC 0.403 rs145715341

- 7 759 o.2_Missense_Mu NM_000061 NP_000052 Q06187 BTK_HUMAN 6 GTTGGGGGAAGA 0.478

- 4 1735 _p.S168*|MORF4L NM_012286 NP_036418 Q15014 MO4L2_HUMAN 0 CCCTGCGATTTCT 0.413

- 5 1127 ntron|TEX13A_uc00 NM_031274 NP_112564 Q9BXU3 TX13A_HUMAN 2 TATCAAAGGCCTC 0.547

+ 11 1149 _uc010npc.1_Splice NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 TTTTTTAGGTCCC 0.413

+ 2 874 CLDN2_uc004emt. NM_020384 NP_065117 P57739 CLD2_HUMAN ical; (Potential). 1 GTGGCGGTAGCAG 0.537

+ 13 2218 mtr.1_Missense_M NM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5 GGCAACGGCCATT 0.343

+ 5 401 P14_uc004esf.2_In NM_178813 NP_848928 Q86UN6 AKA28_HUMAN 0 AACAGAAGTGTGT 0.333

+ 2 105 e_Mutation_p.Y26 NM_006649 NP_006640 Q9BVJ6 UT14A_HUMAN 2 CAAAAgactacctcttg 0.259

+ 6 744 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN Lys-rich. 4 CCAAATCCAGGAC 0.557

- 3 459 _Mutation_p.P77L| NM_018388 NP_060858 Q9NUK0 MBNL3_HUMAN Pro-rich. 0 ATGGGAGGATTAG 0.418

- 8 1820_1821_p.P567*|GPC3_uc NM_004484 NP_004475 P51654 GPC3_HUMAN 5 CCTTCGGAGTTG 0.495

+ 2 768 NM_001727 NP_001718 P32247 BRS3_HUMAN cellular (Potential). 1 TCTTATCCTGTCT 0.348

- 5 1312 p.R227Q|FGF13_u NM_004114 NP_004105 Q92913 FGF13_HUMAN 3 CCAGATCGGGAGA 0.517

- 3 582 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0 TGGCTCGATACTT 0.532

+ 2 993 RY3_uc010nvl.1_In NM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0 CTGAGAGCCTCCT 0.582

+ 2 1001 RY3_uc010nvl.1_In NM_005840 NP_005831 O43610 SPY3_HUMAN SPR.|Cys-rich. 0 CTCCTCGATTATG 0.592

- 6 781 1_Missense_Muta NM_030937 NP_112199 Q96S94 CCNL2_HUMAN Cyclin-like 2. 3 GCGTCCGGGCA 0.478

- 5 566 ie.2_Missense_Mu NM_023018 NP_075394 O95544 NADK_HUMAN 0 GCTGGCGATGGC 0.522

- 9 1430 5_uc001amc.1_5'F NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN PHD-type 2. 12 GCGGGTTGAGGC 0.517

- 3 255 ame.2_Missense_M NM_000983 NP_000974 P35268 RL22_HUMAN 0 ACGGTGATCTTGC 0.542

- 8 1859 p.G357D|CLSTN1_ NM_001009566 NP_001009566 O94985 CSTN1_HUMANcellular (Potential). 1 TGGGTGCCGTTGA 0.622

+ 18 1954 _p.P330L|CLCN6_u NM_001286 NP_001277 P51797 CLCN6_HUMAN c (By similarity).|CBS 1. 0 TCTACCCGCACAC 0.627

+ 1 151 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 TTCATGGAGGCC 0.597

+ 1 1735 NM_006511 NP_006502 Q92681 RSCA1_HUMAN UBA. 1 ATTGACCGCATTC 0.468

+ 3 307 CLCNKB_uc001axx NM_000085 NP_000076 P51801 CLCKB_HUMAN 1 TGGTCCGAGGTAA 0.632 rs139676842

+ 19 2044 ense_Mutation_p.S NM_000085 NP_000076 P51801 CLCKB_HUMAN CBS 2. 1 TTCATTCCCTCTT 0.602 rs144513133

+ 2 1201 NM_000871 NP_000862 P50406 5HT6R_HUMANasmic (By similarity). 1 ACGCCCAGGGG 0.537

- 23 2147 GAP_uc001bew.2_ NM_002885 NP_002876 P47736 RPGP1_HUMAN 3 GGTGATCGAGAGG 0.692

- 73 9777 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 18. 9 AGCTTGGACCAG 0.632

- 27 3512 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN GF-like 5; second part. 9 TGCAGCGTTCACA 0.637

- 14 1773 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMANminin IV type A 1. 9 AACTCGTGCAGGG 0.652



+ 13 1857 TC1_uc001bnp.1_ NM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN 2 TGGCCCGCTGCC 0.582

- 5 1040 e_Mutation_p.R256 NM_004672 NP_004663 O95382 M3K6_HUMAN 9 AGTCTCCGCTGCA 0.562

+ 5 573 _p.W135*|GMEB1_ NM_006582 NP_006573 Q9Y692 GMEB1_HUMAN SAND. 0 GGACTGGAAGAG 0.428

+ 7 841 _p.A225T|GMEB1_ NM_006582 NP_006573 Q9Y692 GMEB1_HUMAN 0 CTCACCGCTGCTG 0.502

+ 5 1632 8A_uc001bvm.2_In NM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN 0 TTGGAAGCTGAAC 0.463

+ 1 4075 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|8. 0 GAGCCCACCTCCC 0.726 rs783822

- 13 2894 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0 AACCATCGTACCA 0.542

- 11 2610 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0 CGTGAACCAGCGA 0.527

- 8 1123 e_Mutation_p.G358 NM_000778 NP_000769 Q02928 CP4AB_HUMAN 4 AGGCTCCATCACC 0.617

- 2 708 se_Mutation_p.A4 NM_003189 NP_003180 P17542 TAL1_HUMAN 1 CGGCCGCGCGG 0.527

- 5 669_670 B5RL_uc001cwx.3_ NM_001031672 NP_001026842 Q6IPT4 NB5R5_HUMAN -binding FR-type. 0 CTATCCCTCTGAG 0.347

- 3 2008_20093_Intron|KANK4_u NM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6 CTCCTTCCCTGGG 0.619

+ 13 2076 PR_uc009waq.2_In NM_002303 NP_002294 P48357 LEPR_HUMAN Fibronectin type-III 2.|WSX 1 GTAATTGGAGCAA 0.423

- 12 2141 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCAATTTCTAAGG 0.413

+ 3 382 2_5'UTR|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2 CAGGTAGAGATGA 0.363

- 9 1173 _p.P232S|CCBL2_ NM_001008661 NP_001008661 Q6YP21 KAT3_HUMAN 1 TACCTGGAAAAGT 0.308

- 1 76_77 T_uc010oug.1_5'U NM_001918 NP_001909 P11182 ODB2_HUMAN 1 GCTTCCCCGCAT 0.579

- 8 1552 _p.T424A|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical region. 12 TTTCTGTAATATC 0.338

- 7 662 wfm.1_Missense_M NM_133181 NP_573444 Q8TE67 ES8L3_HUMAN Pro-rich. 3 GCCTTTCCATAGC 0.597

+ 11 1190 t.2_Missense_Mut NM_201653 NP_970615 Q9BZP6 CHIA_HUMAN 1 GCCATTGATCTGG 0.498

- 5 1313 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 1. 2 TTTGAATAAGTGA 0.468

+ 2 302 1orf51_uc001euj.2_ NM_144697 NP_653298 Q8N365 CA051_HUMAN 0 GGTTCACGGCCC 0.602

+ 16 3230 .A1014T|SETDB1_ NM_001145415 NP_001138887 Q15047 SETB1_HUMAN SET. 3 GCCGGGCTGGG 0.542

- 3 1246 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 CCTCTCCTCTCTT 0.473

- 2 1147_1148ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN repeats of R-R-E-Q-Q-L.|2- 5 cgcgcctcagctgctgct 0

- 3 5990_5991 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 22 3 ACCACCCTGAGC 0.604

+ 2 506 NM_005547 NP_005538 P07476 INVO_HUMAN YQEK]-[PLSQE]-[EQDV]- [Q 3 CTGTTGGAGCTCC 0.259

- 2 754 SHC1_uc001ffx.2_ NM_183001 NP_892113 P29353 SHC1_HUMAN PID. 2 TCCAGGGCACGC 0.602

- 6 947 |PKLR_uc001fka.3 NM_000298 NP_000289 P30613 KPYR_HUMAN 5 CCTTCCGGACCCA 0.602

- 1 91 K23E|ROBLD3_uc0 NM_020131 NP_064516 Q9NRR5 UBQL4_HUMANUbiquitin-like. 2 CCTCCTTGTCCTT 0.438

+ 3 1046 r.2_Missense_Muta NM_014655 NP_055470 Q96H78 S2544_HUMAN Solcar 3. 1 ACCAATCCCATGG 0.562

- 12 1319 wsb.1_Missense_M NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6 ATAGACGATGCAA 0.597

+ 1 194 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN Name=2; (Potential). 1 TTGCCATCCTTTC 0.488

- 15 2193 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 7. 8 CTGGCAACTTCAC 0.443

- 3 560 d.2_Intron|SLAMF9 NM_033438 NP_254273 Q96A28 SLAF9_HUMAN e.|Extracellular (Potential). 1 CAGGCACCTTCCC 0.527

+ 8 1624 lg.2_Missense_Mu NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 TTCCTGGAACAGA 0.587

+ 13 1532 pos.1_Missense_M NM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. 3 TCACACGAACCCA 0.393

- 2 1784 C73_uc001gtb.2_In NM_003783 NP_003774 O43825 B3GT2_HUMANmenal (Potential). 1 GAGGGGGTACAG 0.428

- 7 2682 e_Mutation_p.R809 NM_018136 NP_060606 Q8IZT6 ASPM_HUMAN 6 TCTGACGTTCTCC 0.328

- 14 2305 1_5'Flank|PLEKHA NM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4 TTCTTCCTCAGCC 0.597

- 3 1057 _p.M223I|LRRN2_ NM_006338 NP_006329 O75325 LRRN2_HUMAN xtracellular (Potential). 2 CAGGTTCATGCC 0.607

- 2 402 n_p.V65M|LGTN_u NM_006893 NP_008824 P41214 EIF2D_HUMAN 0 CACTCACGTACAC 0.458

+ 4 827 2_uc009xch.2_Mis NM_001877 NP_001868 P20023 CR2_HUMAN xtracellular (Potential). 8 GATGAAGGGTGAG 0.453

- 11 2562 hic.2_Missense_M NM_172362 NP_758872 O95259 KCNH1_HUMAN lasmic (Potential). 5 AGGATACGGGCGT 0.662

- 17 3849 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN tential).|Fibronectin type-III 26 ATAACTTAAAGTC 0.423

+ 12 1666 NM_018060 NP_060530 Q9NSE4 SYIM_HUMAN 4 ATTGGTGTATATC 0.363

- 12 2057 BP2_uc010puz.1_ NM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3 GGGCCGGACGG 0.532



- 4 1384 9xes.2_Missense_ NM_003607 NP_003598 Q5VT25 MRCKA_HUMANProtein kinase. 11 GTTATTGTCATCC 0.294

+ 2 897 NM_020435 NP_065168 Q5T442 CXG2_HUMAN cellular (Potential). 0 TGCGACCGTTCTT 0.642

+ 89 19968 sr.1_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN otein kinase 1. 28 GTGAGCGAAGCC 0.612

+ 92 20169 sr.1_Missense_Mut NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN otein kinase 1. 28 GGGCCCGGCCTA 0.701

+ 13 1678 _p.R492*|ACTN2_u NM_001103 NP_001094 P35609 ACTN2_HUMAN Spectrin 2. 5 TGGGACCGACTG 0.383

+ 5 2683 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 GGTCTGCTGGGC 0.532

+ 9 1700 o.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 GTGACCGTATACC 0.502

- 4 658 _p.P183A|TUBB8_ NM_177987 NP_817124 Q3ZCM7 TBB8_HUMAN 1 GGTGGGTGTGGG 0.537

- 3 520 n_p.L121F|IL2RA_u NM_000417 NP_000408 P01589 IL2RA_HUMAN cellular (Potential). 2 CTGGAAGGCTCGC 0.507

+ 3 423 qav.1_Missense_M NM_032905 NP_116294 Q96I25 SPF45_HUMAN 0 ATGACCGGCAAAT 0.512

- 13 2540 p.2_Nonsense_Mu NM_030569 NP_085046 Q86UX2 ITIH5_HUMAN 4 GGTGTCGCTGGAA 0.592

+ 6 1692 e_Mutation_p.R28 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CCATCCGGTCAGC 0.498

+ 16 3759 n_p.S1084F|KIAA1 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CCTCCTCCTCAAA 0.542

+ 4 1325 NM_020752 NP_065803 Q5T848 GP158_HUMAN Name=1; (Potential). 8 TCATCTCCTTCCA 0.522

- 2 976 ense_Mutation_p.G NM_020848 NP_065899 Q9P266 K1462_HUMAN Pro-rich. 4 GCTCCTCCCCTAG 0.597

- 9 1286 tion_p.G385E|PAR NM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1 GGTTTTCCCGAGG 0.517

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGCGGAAA 0.423

+ 7 1016 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 AAATTACGAGTCC 0.433

- 6 2139 NF248_uc001izc.2 NM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1 TCATACGGCTTCT 0.443

- 1 2221 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|3. 2 GGCTGTGGAACA 0.627

- 1 1687 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|2. 2 GGAGCTCCATGTG 0.652

- 1 1235 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|2. 2 AGGCCGGCATTGA 0.647

- 24 2863 h.1_Missense_Mut NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 CCAATTCCTTAAG 0.483

- 18 2317 n_p.R703*|ANK3_u NM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 20. 19 TCACTCGATCTTC 0.522

- 8 1915 jlk.2_Missense_M NM_014836 NP_055651 O94844 RHBT1_HUMAN BTB 2. 1 CTCCATCGTCCAA 0.527 rs139669589

+ 2 1515_1516 jmx.3_Intron|CTNN NM_178011 NP_821079 Q86VH5 LRRT3_HUMAN lar (Potential).|LRRCT. 3 TTGCTCCCTTGTA 0.401

+ 3 957 py.2_Intron|STOX1 NM_001130161 NP_001123633 Q6ZVD7 STOX1_HUMAN 2 GGAGCACCACATT 0.458

+ 6 786 _Mutation_p.Q203 NM_004922 NP_004913 P53992 SC24C_HUMAN 3 ACTCCCCAGCGAT 0.607

- 6 1634 n_p.V146I|MMRN2 NM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN 1 GGATGACGTCCAG 0.647

+ 4 1721 35A_uc001kej.3_5 NM_019054 NP_061927 Q86V20 FA35A_HUMAN 4 TTGGGAGTTATTC 0.328

- 1 2137 NR_002319 0 CATTATCCAGTGT 0.537

+ 29 6876 jm.2_Missense_Mu NM_016341 NP_057425 Q9P212 PLCE1_HUMAN s-associating 1. 3 CATTCCAGAGAGC 0.373

+ 8 1228 qny.1_Missense_M NM_000769 NP_000760 P33261 CP2CJ_HUMAN 6 GACCCTCGTCACT 0.393 rs17879685

- 9 1491 NM_032211 NP_115587 Q96JB6 LOXL4_HUMAN SRCR 4. 5 ACGCTCCCCCAGC 0.637

+ 19 2623 _p.A795T|GBF1_uc NM_004193 NP_004184 Q92538 GBF1_HUMAN SEC7. 2 GGGGAAGCACCA 0.547

+ 2 337 se_Mutation_p.T47 NM_017787 NP_060257 Q9NX94 OPA1L_HUMAN 1 GTGACACAGGACA 0.438 rs79433636

- 38 4955 xxq.2_Missense_M NM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0 AGTCAGTTTAGAC 0.328

- 9 1212 _p.A357V|AFAP1L NM_001001936 NP_001001936 Q8N4X5 AF1L2_HUMAN 2 TCTGAAGCCGACA 0.527

+ 1 157 NM_181840 NP_862823 Q7Z418 KCNKI_HUMAN 1 GTGGCAGCAGATG 0.567

+ 15 8353 ACC2_uc001lfz.2_ NM_206862 NP_996744 O95359 TACC2_HUMAN 10 GAGCCCGACTTAG 0.542

+ 18 2223 BT1_uc009xzz.1_M NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7 CCCAGTCCCGGTC 0.522

- 6 1322 ZD1_uc010qty.1_M NM_022034 NP_071317 Q86UP6 CUZD1_HUMAN llular (Potential).|ZP. 2 CTTTACCTTTCTG 0.299

- 3 497 _p.E223*|C10orf90 NM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2 TCTCCTCTTTGGG 0.647

+ 2 376 9ybe.2_Missense_M NM_138499 NP_612508 Q6NUJ5 PWP2B_HUMAN Pro-rich. 0 TGCCCCCGTACCC 0.751

+ 15 2817 _p.S874F|KNDC1_ NM_152643 NP_689856 Q76NI1 VKIND_HUMAN 2 CCATTTCCGAGAA 0.537

- 10 1034 _p.S367N|ADAM8_uc009ybi.2_Missense_Mutation_p.S P78325 ADAM8_HUMAN 3 CCAATGCTGCCCG 0.682

- 9 655 YCE1_uc009ybn.2_ NM_001143764 NP_001137236 Q8N0S2 SYCE1_HUMAN Potential. 1 AAATCTCCTTTGC 0.522



- 8 867 _p.A169T|OSBPL5 NM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN PH. 3 CCAGGGCGTCCAG 0.701

+ 1 766 _uc001mam.1_Int NM_001004757 NP_001004757 Q8NH59 O51Q1_HUMAN Name=6; (Potential). 1 TACATTCCCATGG 0.517

- 1 737 NM_001146033 NP_001139505 P0C7T3 O56A5_HUMAN lasmic (Potential). 0 AAGTGGGAACCAC 0.473

- 1 155 NM_001005173 NP_001005173 Q8NGH7 O52L1_HUMAN cellular (Potential). 2 GAATCCCTACCAG 0.463

- 3 1568 p.G422D|ZNF214_ NM_013249 NP_037381 Q9UL59 ZN214_HUMAN C2H2-type 6. 1 GTAAAGCCTTTAC 0.413

+ 1 1004 NM_014469 NP_055284 O75526 HNRGT_HUMANrg/Gly/Pro-rich. 0 GGGGATCATCTGA 0.662

- 4 650 P3_uc010rbu.1_In NM_020645 NP_065696 Q9NQ35 NRIP3_HUMAN 0 CCAGGCGGAGG 0.542

- 19 2545 e_Mutation_p.S794 NM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN CUB. 2 TTTGGGGATTCAA 0.547

- 3 541 se_Mutation_p.G96 NM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN UDENN. 1 CCATTCCTACTGC 0.393

- 1 1274 NTL4_uc001mjo.2_ NM_177559 NP_808227 0 TGCTGACGGGCG 0.567 rs74507390

+ 3 1667 NM_032867 NP_116256 Q6ZW33 MICLK_HUMAN Poly-Pro. 1 Gctcctcctcctcctcctcc 0.458

+ 15 1698_1699t.2_Missense_Muta NM_001178 NP_001169 O00327 BMAL1_HUMAN PAC. 0 CAAGGAAGTAGAA 0.361

+ 7 985 HA_uc009yho.2_M NM_005566 NP_005557 P00338 LDHA_HUMAN 3 ACAGTGCTTATGA 0.388

+ 16 1714_1715423LK>F*|PRMT3_ NM_005788 NP_005779 O60678 ANM3_HUMAN 0 GCCTTGAAAGGA 0.366

+ 9 1770 yic.2_Nonsense_M NM_004211 NP_004202 Q9Y345 SC6A5_HUMAN 4 CTGCTACAGGTAT 0.458

- 4 1753 NM_003654 NP_003645 O43916 CHST1_HUMANmenal (Potential). 5 CGGAAGCGCCAC 0.672

+ 7 1680 NM_005456 NP_005447 Q9UQF2 JIP1_HUMAN SH3. 4 CGACACGAAGAC 0.602

+ 12 1716 Site_p.R535_splice NM_152312 NP_689525 Q8N3Y3 LARG2_HUMAN 3 TCCTCAGGGCCT 0.642

- 17 2182 ly.2_Missense_Mu NM_004476 NP_004467 Q04609 FOLH1_HUMANcellular (Probable). 3 CAATTTCTGTAAA 0.269

+ 1 785 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMAN lasmic (Potential). 2 GGAAACGAAAAG 0.438

+ 12 1181 NM_002559 NP_002550 P56373 P2RX3_HUMAN lasmic (Potential). 0 AAAATCGCGGCTT 0.547

+ 9 2251 sense_Mutation_p NM_001085458 NP_001078927 O60716 CTND1_HUMAN ARM 5. 6 CATTTTCATTGTT 0.453

- 1 644 NM_001005469 NP_001005469 Q8NH48 OR5B3_HUMAN Name=5; (Potential). 0 GTGTAGGATATCA 0.403

+ 3 251 npb.2_Missense_M NM_148975 NP_683876 Q96JQ5 M4A4A_HUMAN ical; (Potential). 0 AGCATGGGAATAA 0.428

+ 10 2151 _Mutation_p.R654 NM_178031 NP_821174 Q24JP5 T132A_HUMAN By similarity).|Extracellular 1 GAGCCGGGGCA 0.662

+ 5 930 NR_002775 0 AAGAACGCCATGA 0.567

+ 3 665 o.1_Missense_Mut NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potential). 2 CCTCTCAGGTGAG 0.567

+ 4 951 nw.1_Missense_M NM_001040694 NP_001035784 Q9NQS7 INCE_HUMAN 1 TCGGGACGGGGC 0.622

- 12 1767 t.1_Missense_Muta NM_153265 NP_694997 Q32P44 EMAL3_HUMAN WD 4. 1 GGCTCCGCCCCC 0.542

+ 2 340 sense_Mutation_p. NM_020155 NP_064540 Q96N19 G137A_HUMAN cellular (Potential). 1 TGCCTGCTGCCGG 0.622

- 30 3926 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN CNH. 4 TGGCCACGAGAC 0.652

+ 6 1348 _p.S394C|SIPA1_u NM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Rap-GAP. 0 CGCACTCCCTCTA 0.542

+ 5 835 ox.1_Missense_Mu NM_001134775 NP_001128247 Q9H0B6 KLC2_HUMAN TPR 1. 0 GCCCGGCTCCGC 0.632

+ 7 698 CS_uc001ois.2_RN NM_005125 NP_005116 O14618 CCS_HUMAN xide dismutase-like. 0 ATCACAGGGAACT 0.602

- 2 707 NM_005117 NP_005108 O95750 FGF19_HUMAN 1 CCTTGATCTCCAG 0.657

- 22 5329 tation_p.D1156N|u NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 ATAGATCCCCAGA 0.562

+ 25 2918 sg.2_Missense_M NM_001567 NP_001558 O15357 SHIP2_HUMAN 4 AGAGGCCTCCTG 0.632

- 5 883 _5'UTR|ARAP1_uc NM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1 CCTCATCGTAGTC 0.657

+ 9 1142 se_Mutation_p.P32 NM_152222 NP_689408 Q969Z4 TR19L_HUMAN lasmic (Potential). 1 CTAACCCGACCAG 0.652

- 19 3660 NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7 CCTCACGATGCTG 0.433

+ 1 278 NM_003251 NP_003242 Q92748 THRSP_HUMAN 1 GGCAGGCAGCG 0.607

+ 23 12341 di.3_Missense_Mut NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN EGF-like 4; calcium-binding 5 GTGTGAGAACGGA 0.627

+ 4 827 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 2.|Extracellular (Potential 3 GTGGATCGAGAGT 0.383

- 2 691 hp.2_Missense_M NM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN CUB. 2 AGATATCATTTTC 0.383

+ 3 627_628 piv.2_Missense_M NM_000829 NP_000820 P48058 GRIA4_HUMAN cellular (Potential). 8 GAAGCTCCTTTTA 0.391

- 6 1250 rxd.1_Missense_M NM_152315 NP_689528 Q8N323 FA55A_HUMAN 0 TCCCGAGGGATAT 0.433

+ 7 1404 2_Missense_Mutat NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 GCCCCCGGCTGG 0.657



- 2 1064 P2_uc001pwn.3_In NM_004205 NP_004196 O75604 UBP2_HUMAN 4 CCATGCCGTCTCT 0.647

+ 8 1964 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 CAAGGTGTTCTTC 0.423

+ 2 403 _p.R30H|KCNJ5_u NM_000890 NP_000881 P48544 IRK5_HUMAN asmic (By similarity). 1 AGGCCCGCGATTA 0.577 rs142140011

+ 4 1136 NM_052875 NP_443107 Q4G0F5 VP26B_HUMAN 0 ATGACACGATAGC 0.532

+ 13 1536 B1L2_uc009zdg.1_ NM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3 CATGATCGGGGGC 0.542

- 3 229 n_p.R56C|MLF2_uc NM_005439 NP_005430 Q15773 MLF2_HUMAN 1 CCGGCGGCTGGC 0.517

- 1 312 Mutation_p.Y34*|EM NM_001144831 NP_001138303 Q99623 PHB2_HUMAN transcriptional repression. 3 CACACCGTAGGCC 0.716

- 1 271 NM_020634 NP_065685 Q9NR23 GDF3_HUMAN 6 CCCGCGGACGCC 0.493

+ 1 81 NM_199286 NP_954980 Q6W0C5 DPPA3_HUMAN 0 GCCGATGGACCC 0.493

- 6 799 NM_014358 NP_055173 Q9ULY5 CLC4E_HUMANcellular (Potential). 1 TCAAAGGATTTAT 0.418

- 4 552 M_uc009zgk.1_5'U NM_000014 NP_000005 P01023 A2MG_HUMAN 5 CAACACGAAATTT 0.393

+ 15 2248 ense_Mutation_p.T NM_004570 NP_004561 O75747 P3C2G_HUMAN 21 TGCATACCATTTT 0.413

+ 9 1157 zip.2_Missense_M NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANcellular (Potential). 7 AAAGATCCCCAGT 0.388

- 9 1457 NM_021957 NP_068776 P54840 GYS2_HUMAN 2 TTTTTTCCAAACT 0.294

+ 19 2607 mh.1_Nonsense_M NM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24 CTAATTTAAGGAA 0.318

- 2 121 NM_025003 NP_079279 P59510 ATS20_HUMAN 19 CTACTTCGTAGGA 0.567

+ 4 434 4_uc001rny.3_Intro NM_001114182 NP_001107654 Q9NWZ3 IRAK4_HUMAN Death. 0 TTGCTCCCAGGTA 0.393

- 11 2026 _p.N265I|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 TCTTCATTAACCA 0.353

- 19 3805 CY6_uc001rsi.3_M NM_015270 NP_056085 O43306 ADCY6_HUMAN lasmic (Potential). 0 CCTGATCGTAGGT 0.552

+ 13 1896 n_p.V577I|TROAP NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 CTTGAGGTACCTG 0.597

+ 2 581 mf.1_Missense_Mu NM_005556 NP_005547 P08729 K2C7_HUMAN Rod.|Coil 1B. 0 GGTCAGCTTGAGG 0.622

- 4 860 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0 TGATCTCCTCGGG 0.483

- 1 408 mh.2_Missense_Mu NM_000424 NP_000415 P13647 K2C5_HUMAN Head.|Gly-rich. 0 CTGAAGCTGCCAC 0.348

- 9 1622 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Tail. 2 GCTTTCCTTGCTG 0.627

- 11 1710 e_Mutation_p.R547 NM_000889 NP_000880 P26010 ITB7_HUMAN repeats.|Extracellular (Pote 8 TGCAGCGTCCAC 0.622 rs61730604

+ 2 458 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4 TGGGCTCCCAAAA 0.413

- 2 228 tion_p.R61H|TMEMNM_001130963 NP_001124435 O14524 T194A_HUMAN 0 CTGGCACGCTTTT 0.388

+ 8 1693 yo.2_Missense_Mu NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN 17 TGATCCCTAAGGG 0.423

+ 3 731 zm.1_Missense_M NM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4 GATCATGTAAAGG 0.373

- 48 6972 aq.2_Missense_Mu NM_025114 NP_079390 O15078 CE290_HUMAN Potential. 7 CTTTACGAAGCCT 0.313

+ 12 1994 9ztx.2_Missense_M NM_139319 NP_647480 Q8NDX2 VGLU3_HUMAN lasmic (Potential). 3 AAGAAGGAATGGA 0.448

+ 34 4636 xl.1_RNA|ACACB_ NM_001093 NP_001084 O00763 ACACB_HUMAN 8 GGATGCGTAACTT 0.552

+ 35 4824 xl.1_RNA|ACACB_ NM_001093 NP_001084 O00763 ACACB_HUMAN 8 CGGCTGCTCCTGG 0.607

- 7 974 CTD10_uc001toj.1_ NM_031954 NP_114160 Q9H3F6 BACD3_HUMAN 0 GCACGCGCTCGAT 0.716

- 54 8893 NM_001109662 NP_001103132 2 CGATGGCGTCACT 0.687

- 29 4385 NM_001109662 NP_001103132 2 AGGAGGGGACAG 0.567

- 28 4908 NM_000620 NP_000611 P29475 NOS1_HUMAN 7 TCACTTCGTACGT 0.488

+ 12 1684 NM_194286 NP_919262 A7MD48 SRRM4_HUMAN 2 CCTTCAGGGAGC 0.657

+ 74 12798 ufu.3_Missense_M NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN Potential. 6 TTCAAAGGGTGAG 0.532

+ 40 7387 .P2450L|EP400_uc NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 TGAATCCCTTTCA 0.388

- 16 1308 n_p.G289E|TPTE2_ NM_199254 NP_954863 Q6XPS3 TPTE2_HUMAN hatase tensin-type. 0 TCTACTCCCTGAA 0.368

- 3 707 vo.2_Missense_M NM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0 GGAGTTGAGGTG 0.453

- 11 2938 uwz.2_Missense_M NM_025138 NP_079414 Q86XN7 CM023_HUMAN Ser-rich. 5 CAATGGGAGTGGA 0.438

- 11 2032 wz.2_Missense_M NM_025138 NP_079414 Q86XN7 CM023_HUMAN 5 TGGACCGTGGTG 0.542

- 11 1348 Missense_Mutation NM_001268 NP_001259 O95199 RCBT2_HUMAN RCC1 5. 5 CCCTGCGTCTTGG 0.577

+ 7 731 NM_001846 NP_001837 P08572 CO4A2_HUMAN 6 CACAGGGGCCCC 0.672

+ 5 1062 |POTEG_uc010ah NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 ATCTATCTGGACA 0.358



- 15 2287_2288 p.D628N|CHD8_uc NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 GAGATCCCCAAA 0.421

- 20 2493 NM_002471 NP_002462 P13533 MYH6_HUMAN IQ. 4 CACCTGCGTTCCA 0.483

+ 3 629 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3 TCTGCTGGAGCAC 0.632

+ 1 240 NM_005249 NP_005240 P55316 FOXG1_HUMAN 4 TGATCCCCAAGTC 0.393

- 11 2785 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMANmbly) (By similarity).|Cytopla 9 TGACTTCCTGCAG 0.522

- 3 887 _p.P140L|ESR2_uc NM_001437 NP_001428 Q92731 ESR2_HUMAN Modulating. 3 GAACCTGGACCAG 0.483

- 13 1967 s.2_Missense_Mu NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 4. 11 CAGAGTCGTTTGG 0.557

+ 8 1012_1013 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1 TGCACCCAGGCG 0.634 rs104894476

+ 27 5377 _p.P1533L|PCNX_u NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 GTGAACCTGGCC 0.453

+ 2 351 NM_006399 NP_006390 Q16520 BATF_HUMAN Basic motif. 1 AAAAATCGTATTG 0.522

- 13 2166 wc.1_Missense_M NM_007039 NP_008970 Q16825 PTN21_HUMAN 4 GCCACGGGCAGG 0.682

+ 37 6039 ybs.1_Missense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 AAGAATTTACCAG 0.418

+ 2 246 ych.2_Missense_M NM_023112 NP_075601 Q96DC9 OTUB2_HUMAN 0 TTTACCGGAGGAA 0.453 rs144803702

- 3 890 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1 GGAGGACCAGCA 0.537

+ 7 1486 AIP2_uc010txz.1_M NM_006291 NP_006282 Q03169 TNAP2_HUMAN 1 GCTGGGCCCCCT 0.632

+ 5 508 e_Mutation_p.E158 NM_024071 NP_076976 Q9BQ24 ZFY21_HUMAN 0 AATCGAAATTGTA 0.498

+ 1 1169 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 CGAGCTCCTGCTT 0.612

+ 3 559 p.G118R|APBA2_u NM_005503 NP_005494 Q99767 APBA2_HUMAN 0 TGCAACGGGGAG 0.652

- 27 4456 se_Mutation_p.S13 NM_002420 NP_002411 Q7Z4N2 TRPM1_HUMAN lasmic (Potential). 4 CCCCGGGAATAGA 0.453

+ 17 2689 e_Mutation_p.S581 NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN otein kinase 2. 4 CTGACAGCAAACA 0.353

+ 26 7062 bt.1_Missense_Mu NM_170589 NP_733468 Q8NG31 CASC5_HUMAN ation and for interaction with 5 AATCACGTTGGGA 0.323

+ 19 2766 NM_006293 NP_006284 Q06418 TYRO3_HUMAN lasmic (Potential). 6 GACTGTCGGTACA 0.647

+ 3 395 y.1_Intron|MGA_uc NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12 TCAGTACTGTCAT 0.522

- 15 1744 _p.E54K|PLA2G4E NM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN PLA2c. 0 ACCCACCGATGTC 0.617

+ 1 556 0udg.1_Intron|CAP NM_000070 NP_000061 P20807 CAN3_HUMAN alpain catalytic. 1 CCGGATGAGACC 0.478

+ 7 954 3_uc010bfc.1_Spli NM_014547 NP_055362 Q9NYL9 TMOD3_HUMAN 1 CTACTGTAAGTAA 0.388

+ 1 2164 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN p.P722P(1) 7 TCTTCTCCATGCC 0.408

+ 19 5077 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN MHD1. 7 CCTTTTGTCATGC 0.348

- 9 3907 X7_uc002adn.1_M NM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0 TGGAATCGATCAT 0.413

+ 3 298 OX5_uc010bid.1_M NM_024505 NP_078781 Q96PH1 NOX5_HUMAN nal regulatory region; intera 2 ATGGCAGCCCCAT 0.552

- 15 2687 _p.L333F|MYO9A_ NM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3 ACTTTTCAAAATT 0.348

+ 4 1424 jg.2_Missense_Mu NM_001130136 NP_001123608 Q6UXK2 ISLR2_HUMAN lar (Potential).|LRRCT. 0 CTGCAGGGGGTG 0.731

+ 4 722 C33_uc002axp.2_5 NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN C2. 5 GTGATCCTCAAGG 0.448

+ 21 3640 .R1139Q|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN 27 GTGGCGGGGCA 0.552 rs148037443

- 3 440 10upl.1_Translatio NM_001012338 NP_001012338 Q16288 NTRK3_HUMANcellular (Potential). 281 TTGAGCGTGTGAA 0.443 rs147992979

- 9 1516 _p.R401Q|PCSK6_ NM_002570 NP_002561 P29122 PCSK6_HUMAN Catalytic. 2 ATTTTTCGCTCAT 0.532

+ 1 780 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMAN cellular (Potential). 0 CACATGGCCTTCT 0.423

+ 5 955 _Missense_Mutatio NM_002434 NP_002425 P29372 3MG_HUMAN 2 GACCGCGAGCTC 0.637

- 4 704 M8A_uc002cgv.3_5 NM_021259 NP_067082 Q9HCN3 TMM8A_HUMANcellular (Potential). 3 ATGATGGAAATCT 0.667

+ 2 694 _p.A198T|PIGQ_u NM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1 GTGGAGGCCAGC 0.667

+ 12 1451 qe.1_Missense_Mu NM_001761 NP_001752 P41002 CCNF_HUMAN 2 GCTGCCGCAGCC 0.667

+ 13 8644 NM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN r-rich.|Arg-rich. 4 GAGCGTCGCCGT 0.642

+ 5 849 MEN2_uc010bsx.2 NM_172229 NP_757384 Q8NCW0 KREM2_HUMANular (Potential).|WSC. 2 CTGGCCCGGGGA 0.622

+ 14 1967 _p.A327T|A2BP1_u NM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0 ACTGCCGCTGCC 0.498 rs139929599

- 11 1355 se_Mutation_p.L28 NM_003470 NP_003461 Q93009 UBP7_HUMAN 3 CCTGTAAGCCATG 0.363

- 13 3478 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 ACATAGTTATTGA 0.478

+ 8 1161 ssense_Mutation_p NM_024847 NP_079123 Q7Z402 TMC7_HUMAN lasmic (Potential). 3 GAATGCGGCAGA 0.398



+ 9 1419 ssense_Mutation_p NM_024847 NP_079123 Q7Z402 TMC7_HUMAN lasmic (Potential). 3 TCATCCGCTATGA 0.343 rs150991752

- 5 1189 NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN th ZFP106 (By similarity). 0 CGGGGCGGCTGA 0.567

- 9 1238 _p.P343L|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 GTTTCTGGAAGAA 0.527

- 13 2072 31_uc010bxm.2_5 NM_020718 NP_065769 Q70CQ4 UBP31_HUMAN 10 CTCCACGGGGAC 0.562

- 22 3050 xp.2_Missense_Mu NM_033266 NP_150296 Q76MJ5 ERN2_HUMAN lasmic (Potential). 6 CTGAGTCTGGCGG 0.642

+ 14 1764 me.2_Missense_M NM_212535 NP_997700 P05771 KPCB_HUMANProtein kinase. 9 TCCGTGGATTGGT 0.458

- 32 4932 ou.2_Missense_Mu NM_001520 NP_001511 Q12789 TF3C1_HUMAN 5 ATGCTCCGGCGCT 0.602 rs142762967

- 6 872 'Flank|RNF40_uc0 NM_001014979 NP_001014979 A1A4V9 CP093_HUMAN 0 GAGGCCGCTGTG 0.542

- 25 3931 CC11_uc002efh.1_M NM_033151 NP_149163 Q96J66 ABCCB_HUMAN r 2.|Cytoplasmic (Potential) 6 GCCATGGGCTCCA 0.597

- 15 1679 ege.1_Splice_Site_ NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0 CACTTACCTTCAG 0.443

- 2 779_780 NM_024336 NP_077312 P78415 IRX3_HUMAN 0 GTACTGGCCATAC 0.678

- 5 764 NM_013242 NP_037374 Q9Y6A4 CP080_HUMAN 0 CCCGTCGGATGCG 0.483

- 2 980 _Missense_Mutati NM_033309 NP_171608 Q6UX72 B3GN9_HUMANmenal (Potential). 0 ACGTCGGGGCAG 0.577

- 14 2271 83922_uc010vms.1_RNA 0 ggggaggggagggga 0.498

- 13 2432 _p.K259N|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. 18 ATAGGGTTTCCAC 0.378

+ 2 404 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1 GTGCCAGGATTTG 0.438

+ 10 1210 RISPLD2_uc002fim NM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN LCCL 1. 0 GCCAGTCGTCTAG 0.532

- 2 400 NM_198491 NP_940893 Q6ZTR7 FA92B_HUMAN 1 CCTGCCGGTAATC 0.657

- 7 1167 NM_003486 NP_003477 Q01650 LAT1_HUMAN 0 GTGGATCATGGAG 0.657

- 16 1770 _Site_p.E336_splic NM_021962 NP_068781 Q12979 ABR_HUMAN 1 AAACTCCTGGGGA 0.562

+ 6 670 _Mutation_p.G78S| NM_001383 NP_001374 Q9BZG8 DPH1_HUMAN 1 ATCCTGGGCTGC 0.582

- 16 3789 qv.1_Missense_Mu NM_017575 NP_060045 Q86US8 EST1A_HUMAN 4 AACAAAGGTCTG 0.582

- 5 744 e_Mutation_p.R130 NM_002561 NP_002552 Q93086 P2RX5_HUMAN cellular (Potential). 0 TCTCCGCAGGCA 0.662

- 15 2462 _p.E771K|ATP2A3 NM_174955 NP_777615 Q93084 AT2A3_HUMAN ame=5; (By similarity). 5 CGACCTCGCCAA 0.602

- 15 2112 _Mutation_p.R684 NM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2 GGCACGCGGGG 0.647

+ 25 2718 d.2_Missense_Mut NM_002663 NP_002654 O14939 PLD2_HUMAN 5 TCCCTGCGGACTC 0.647

- 7 532 V141I|CAMTA2_uc NM_015099 NP_055914 O94983 CMTA2_HUMAN CG-1. 1 CAAGGACGATGTC 0.572 rs149046611

+ 4 445 NM_006612 NP_006603 O43896 KIF1C_HUMANKinesin-motor. 2 TCAATCCTAAACA 0.542

- 4 1847 hd.3_Missense_Mu NM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN Pro-rich. 4 TGGTGGGTGTGG 0.662

+ 2 812 2A_uc002ghe.2_5'F NM_001102614 NP_001096084 P0C7Q6 AMCL3_HUMAN ical; (Potential). 0 CTGCTGGGCTCT 0.627

- 16 2366 _p.E822K|ALOXE3 NM_021628 NP_067641 Q9BYJ1 LOXE3_HUMANLipoxygenase. 5 GGGCCTCCTCTGT 0.617

+ 8 1629 _p.P503L|ARHGEF NM_173728 NP_776089 O94989 ARHGF_HUMAN DH. 3 TGGGGCCTTTCTC 0.587

- 13 1321 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN yosin head-like. 11 TTGCCAACCTTGA 0.507

- 23 3037 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 TGTTCTCTGTGGC 0.343

- 23 2786 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21 CAGCTTCCTGAGA 0.358

+ 20 4064_4065 _Missense_Mutatio NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN .|Stem (By similarity). 20 GCCATGGAGTTG 0.559

+ 8 1132_1133 CD_uc002gnp.1_M NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 AGAAGTCCCCTCC 0.485

- 1 235 M16_uc002gor.1_In NM_006382 NP_006373 O95170 CDRT1_HUMAN 0 CACAACGAAAATA 0.493

+ 6 1033_1034vwa.1_Missense_M NM_001130842 NP_001124314 Q9HBT8 Z286A_HUMAN 1 CCCAAAGGATCTT 0.337

+ 8 1090 p.R345Q|MPRIP_u NM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANwith F-actin (By similarity). 0 GAAGCGGGTGAG 0.667

+ 6 1016 NM_024052 NP_076957 Q8IVV7 CQ039_HUMAN 1 ATCAGTCCCTCAA 0.468

- 20 2398 n.1_Missense_Muta NM_002018 NP_002009 Q13045 FLII_HUMAN h ACTL6A.|Gelsolin-like 3. 2 ACACGTCGGACCA 0.672

- 5 716 A_uc010vxs.1_Miss NM_004618 NP_004609 Q13472 TOP3A_HUMAN Toprim. 3 TACACACGTGGA 0.468

+ 1 275 gul.2_Missense_M NM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1 TATTTTCGTTGTG 0.493

- 5 441 FAP4_uc002gvs.2_ NM_002404 NP_002395 P55083 MFAP4_HUMANnogen C-terminal. 0 TAGGCCGTGTTG 0.587

- 3 260 _Splice_Site_p.K69_splice|IFT20_uc010wae.1_Intron|TN Q8IY31 IFT20_HUMAN 0 CAATTTCTTTTAG 0.393

- 4 1151 hht.2_Missense_Mu NM_001094 NP_001085 Q16515 ACCN1_HUMANellular (By similarity). 4 CCATCTCTGAGGA 0.547



+ 6 700 tron|ACACA_uc002 NM_173625 NP_775896 Q8N4C9 CQ078_HUMAN 0 TAGGAGCCAGGAA 0.493

- 15 3139 p.G844S|SRCIN1_ NM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN Pro-rich. 0 CTGGCCGTGGGG 0.692

- 3 791 _p.R104*|PIP4K2B NM_003559 NP_003550 P78356 PI42B_HUMAN PIPK. 1 GGTTTCGGAACAC 0.498

- 9 1166 vt.2_Missense_Mu NM_198993 NP_945344 Q6ZMT1 STAC2_HUMAN SH3. 1 CGATCTCCAGGCC 0.627

- 4 1019 P_uc010wfs.1_Intr NM_005557 NP_005548 P08779 K1C16_HUMAN Rod.|Coil 2. 1 TCTGCTCGTACTG 0.617

+ 3 1391 _p.A411T|KLHL10_ NM_152467 NP_689680 Q6JEL2 KLH10_HUMAN Kelch 3. 4 CTCATCGCCCCCA 0.498

+ 11 1457 UBG2_uc002ias.2_ NM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1 CGGAAGCGGGAT 0.498

+ 7 1181 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMAN 1.|Extracellular (Potential). 8 TCCGCGGCTGCAT 0.632

- 11 1405 gg.3_Missense_M NM_000342 NP_000333 P02730 B3AT_HUMAN .|Membrane (anion exchang 3 ATGGCGGGTGACA 0.582

- 6 879 p.R260W|KIF18B_u NM_001080443 NP_001073912 2 ATGCCCGCTCTGA 0.627

- 4 815 _p.R187C|DCAKD_ NM_024819 NP_079095 Q8WVC6 DCAKD_HUMAN DPCK. 0 CCTGGCGTTTGGT 0.642 rs138288180

- 6 844 se_Mutation_p.P10 NM_199282 NP_954976 Q6ZUM4 RHG27_HUMAN 0 TCTGCTGGGACC 0.612

+ 2 134 2iky.2_Missense_M NM_004287 NP_004278 O14653 GOSR2_HUMAN lasmic (Potential). 2 ATGGGACGCCTGG 0.517

- 1 185 NM_000088 NP_000079 P02452 CO1A1_HUMAN 382 CGTGCGTCAGGA 0.572

+ 3 881 LT2_uc010dbo.2_R NM_022167 NP_071450 Q9H1B5 XYLT2_HUMANmenal (Potential). 1 TATCACGAGCAGC 0.592

- 1 657 mn.1_Intron|ACSF NM_001267 NP_001258 O15335 CHAD_HUMAN LRR 6. 3 TGTCCACGTGGAA 0.632

+ 5 460 n_p.E8K|STXBP4_ NM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1 TTTGAAGAAGCAA 0.358

- 7 1018_1019P198L|SEPT4_uc0 NM_004574 NP_004565 O43236 SEPT4_HUMAN P (By similarity). 0 ACTTCGGGAGGT 0.574 rs148239346

+ 7 726 A4_uc010wou.1_RN NM_000717 NP_000708 P22748 CAH4_HUMAN 0 CCAAGGAGGAGAA 0.587

- 25 5812 NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 AAGCAAGCACTGA 0.403

+ 20 2987 CE_uc010wpj.1_Mis NM_000789 NP_000780 P12821 ACE_HUMAN Potential).|Peptidase M2 2. 4 CACCACGAAATGG 0.572

+ 7 685 _p.S136F|PSMC5_ NM_002805 NP_002796 P62195 PRS8_HUMAN 1 GTGTCTCTGGCTC 0.522

- 17 3288 NM_000334 NP_000325 P35499 SCN4A_HUMANe=S2 of repeat III; (Potentia 3 TGAAGACCTTGTC 0.557

- 25 2989 DC46_uc010dep.2_ NM_145036 NP_659473 Q8N8E3 CE112_HUMAN Potential. 0 TGTCTTCAAGTTC 0.328

- 32 4204 ez.2_Missense_Mu NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN C transporter 2. 6 CCGCTCCCTTTCA 0.507

+ 3 538 wrq.1_Nonsense_M NM_178233 NP_839947 Q7RTS5 OTOP3_HUMAN 1 ATCTTCCGAGTGG 0.607

- 23 2744 p.R815W|FBF1_uc NM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0 TCACCCGCCAGC 0.652

- 4 1059 2_Missense_Muta NM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANmenal (Potential). 0 CCACGGTGCCGT 0.582

- 5 2039 orf70_uc010wuq.1_ NM_001109760 NP_001103230 Q0VG06 FP100_HUMAN 2 GTGTGTGTGGCGG 0.682

- 4 819 R168H|CSNK1D_uc NM_001893 NP_001884 P48730 KC1D_HUMANProtein kinase. 2 TTCTCACGATAGG 0.617

- 37 5441 zj.1_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMAN n II and I.|Potential. 21 CCATGAGCAGCAG 0.463

+ 70 9361 us.3_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMANaminin G-like 4. 11 GGGAGGGAAGTT 0.493

+ 6 5037 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3 GTGAAAGCCAAAA 0.662

+ 7 869 _p.R206Q|RNF165_ NM_152470 NP_689683 Q6ZSG1 RN165_HUMAN 0 CATAGCGAAGACC 0.522

- 3 230 NM_139171 NP_631910 P59095 STAR6_HUMAN START. 1 TGCAATGATTTAT 0.328

+ 2 324 hc.2_Missense_Mu NM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN C2. 4 ACAGGGAGAGTC 0.373

- 7 839 2A|CCBE1_uc002l NM_133459 NP_597716 Q6UXH8 CCBE1_HUMAN ollagen-like 1. 3 GGGAGGGCCCTG 0.577

+ 7 716 3F|SERPINB10_uc NM_002575 NP_002566 P05120 PAI2_HUMAN 2 AGGTTTCCTCAAT 0.333

+ 27 3040 _Missense_Mutatio NM_198531 NP_940933 O43861 ATP9B_HUMAN lasmic (Potential). 3 CCTTGTCCTTCAA 0.433

+ 2 1223 _p.S257F|NFATC1 NM_006162 NP_006153 O95644 NFAC1_HUMAN X SP repeats. 2 GCTCCTCCAGACC 0.726

- 12 1588 CSK4_uc002lta.2_ NM_017573 NP_060043 Q6UW60 PCSK4_HUMAN 0 GTGAGCGAGATCT 0.692

- 8 993 ta.2_Missense_Mu NM_017573 NP_060043 Q6UW60 PCSK4_HUMAN ytic (By similarity). 0 AGCCGTCGCAGTT 0.692

+ 14 1434 lvr.2_Missense_Mu NM_152988 NP_694533 Q8TCT7 PSL1_HUMAN ical; (Potential). 0 ACCATCGGTAAGT 0.537

+ 4 1228 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 TTTATCCCCAGTC 0.463

+ 7 986 p.D260G|TJP3_uc0 NM_014428 NP_055243 O95049 ZO3_HUMAN 3 TCTCGGACCTCGC 0.612

+ 17 2150 uf.2_RNA|UHRF1_ NM_001048201 NP_001041666 Q96T88 UHRF1_HUMAN 2 CGGGTCCCCGC 0.687

- 8 1080 ec.2_Missense_Mu NM_000635 NP_000626 P48378 RFX2_HUMAN type winged-helix. 6 TCAGACGAATCCC 0.577



- 10 1116 NM_000064 NP_000055 P01024 CO3_HUMAN 5 GTAGGGAGAGGT 0.602

+ 26 3233 LA6_uc002mgr.1_M NM_006702 NP_006693 Q8IY17 PLPL6_HUMAN asmic (Potential).|GXSXG. 3 GCGGCACGTCCA 0.672

- 3 220 NM_005001 NP_004992 O95182 NDUA7_HUMAN 0 GATTCCCGGCGG 0.582

- 39 39322 C16_uc010dwj.2_5 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANular (Potential).|SEA 7. 57 CCCTCTCTGTGGT 0.562

- 3 15725 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCAGAGGAACCAT 0.498

- 5 1214 NM_198535 NP_940937 Q32M78 ZN699_HUMAN C2H2-type 8. 0 CTTAAGGAGGAGG 0.433

- 12 1133 RI1_uc002mox.1_M NM_023008 NP_075384 Q8N9T8 KRI1_HUMAN Glu-rich. 1 ACTTTCCGCAGCT 0.587

+ 23 3453 057_splice|SMARC NM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67 CTTGCAGGAGTC 0.632

- 4 381 dyn.1_RNA|ZNF62 NM_145233 NP_660276 Q96I27 ZN625_HUMAN 0 GATGATCTTTCTT 0.398

- 3 572 NM_024038 NP_076943 Q9BQ61 CS043_HUMAN 0 GGGGCCGAGTTT 0.532

- 15 1970 wk.2_Missense_Mu NM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2 TAGCTTCGTCGGC 0.637

- 6 1326 sense_Mutation_p.VNM_001008701 NP_001008701 O94910 LPHN1_HUMAN ke.|Extracellular (Potential) 5 AGTCCACGCGGTT 0.602

- 8 1337 nao.1_Missense_M NM_000435 NP_000426 Q9UM47 NOTC3_HUMAN GF-like 10; calcium-binding 21 AGCCACGACCGCA 0.657

- 14 1402 PS15L1_uc002nea. NM_021235 NP_067058 Q9UBC2 EP15R_HUMAN 5 CCGGACGTCGCT 0.627

+ 6 2190 _p.R455*|NWD1_uc002nev.3_Nonsense_Mutation_p.R3 Q149M9 NWD1_HUMAN NACHT. 7 TCTTCCCGGTAAG 0.378

+ 12 1126 NM_015016 NP_055831 O60307 MAST3_HUMANmilarity).|Protein kinase. 5 AGCAACGGAGCCT 0.597

+ 14 1441 NM_015016 NP_055831 O60307 MAST3_HUMANProtein kinase. 5 GAGTACCTGCATA 0.652

+ 2 151 EP1_uc002nit.1_5'U NM_017712 NP_060182 Q9NXJ5 PGPI_HUMAN 0 GTGAACGCCAGTT 0.542

- 3 405 z.1_Intron|PBX4_uc NM_025245 NP_079521 Q9BYU1 PBX4_HUMAN 2 ATCTGTCGGATCT 0.512

- 4 694 nop.2_Missense_M NM_033196 NP_149973 O95780 ZN682_HUMAN C2H2-type 1. 2 TCTTATGATAAGAA 0.333

- 3 1610 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 10. 0 GACCAGCTGAAG 0.448

- 4 1399 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN C2H2-type 9. 2 TGAATTCTCTTAT 0.373

+ 4 3095 edd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN 11 CCGCCTCCCTCCC 0.572

- 2 1423 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8 GGGGACGTGAAG 0.552

+ 13 2088 CH1_uc002nuh.1_5 NM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN 1 GATGTCGGGGATA 0.448

+ 6 1276 _p.L352F|ZNF567_ NM_152603 NP_689816 Q8N184 ZN567_HUMAN C2H2-type 5. 0 TCACACCTCATTC 0.478

+ 10 3427 NM_015073 NP_055888 O60292 SI1L3_HUMAN PDZ. 2 GGAACGGGCTCG 0.667

+ 3 294 F1B_uc002oia.2_3 NM_033520 NP_277055 Q9GZP8 IMUP_HUMAN 0 ACGGATGTGAAG 0.687

- 4 424 n_p.R55H|SIRT2_u NM_012237 NP_036369 Q8IXJ6 SIRT2_HUMAN etylase sirtuin-type. 0 TCACAGCGTTCGC 0.572

+ 6 817 t.1_RNA|TIMM50_u NM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMAN intermembrane (Potential). 1 ACAGATGATCATC 0.607

- 26 12093 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN Cys-rich. 9 CCTGCCCCGGCTT 0.537

- 17 8396 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN 9 GTTCCTACCTCAT 0.532

+ 2 2010 osk.3_Missense_M NM_022752 NP_073589 Q6ZN55 ZN574_HUMANC2H2-type 14. 0 GCCCCCGCTCCT 0.652

+ 3 656 NM_133444 NP_597701 Q8TF50 ZN526_HUMAN 0 CTGCTACGGTAGC 0.597

+ 10 2639 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11 CCCTCCCACCGG 0.682

- 5 626 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMANPotential).|Ig-like C2-type 1. 0 CACCGTCGTCCTT 0.597

+ 6 1199 226_uc010ejg.2_3 NM_001032373 NP_001027545 Q9NYT6 ZN226_HUMAN C2H2-type 4. 0 TTAATGTTCATTG 0.478

+ 8 1258 t.2_Missense_Mut NM_012116 NP_036248 Q9ULV8 CBLC_HUMAN 6 GAGGCCGTGAGT 0.642

+ 3 1146_1147 pcf.2_Missense_M NM_001080401 NP_001073870 Q8N819 PPM1N_HUMAN 0 CCTGGGGGAGGG 0.46

+ 6 1224 ekn.2_Splice_Site_ NM_017659 NP_060129 Q9NXS2 QPCTL_HUMAN 1 GCAGAGGTACCAG 0.592

- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3 GGGGCCTCTGCC 0.607

+ 6 617 p.G148E|CCDC155 NM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2 GCTTCGGAGGCG 0.562

+ 15 2148 0yas.1_Missense_M NM_153329 NP_699160 Q8IZ83 A16A1_HUMAN 1 GCCTTCGTGTCCC 0.692

+ 25 3052 NM_004533 NP_004524 Q14324 MYPC2_HUMANonectin type-III 3. 1 GGCAATGAATAC 0.537

- 3 300_301 K1_uc010ycg.1_R NM_002257 NP_002248 P06870 KLK1_HUMAN Peptidase S1. 0 AAACTGGGCTGT 0.55

- 6 814 71F|KLK8_uc002p NM_007196 NP_009127 O60259 KLK8_HUMAN Peptidase S1. 1 CCTCCAGAATCG 0.557

- 2 232 w.1_RNA|KLK9_uc NM_012315 NP_036447 Q9UKQ9 KLK9_HUMAN Peptidase S1. 1 TCGCCCCACAGAA 0.677



- 5 740 G97V|KLK12_uc01 NM_145894 NP_665901 Q9UKR0 KLK12_HUMANPeptidase S1. 1 ACTCCCCCACACA 0.542

- 7 1874 0ycy.1_Missense_M NM_033130 NP_149121 Q96LC7 SIG10_HUMAN 3.|Extracellular (Potential). 1 CTCCTTCGTGCTC 0.667

- 2 79 8_uc002qae.2_Spl NM_001008801 NP_001008801 Q5VIY5 ZN468_HUMAN 2 TCAATCCTGAATG 0.433

+ 3 580 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0 AGCTTCCATTCTG 0.398

- 5 1742 n.1_Missense_Mut NM_003180 NP_003171 O00445 SYT5_HUMAN lasmic (Potential). 0 GCAGCTCCCGCCA 0.701

+ 7 1656 mi.2_Missense_M NM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7 CCTCATGGTTCAA 0.527

+ 5 956 p.G264E|ZNF583_ NM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1 ATACTGGAGAGAA 0.438

+ 3 809 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1 GAAGAAGGGATTT 0.388

+ 5 809 2qrf.2_Missense_M NM_003436 NP_003427 B4DHH9 B4DHH9_HUMAN 1 GTCACAGCTCAGC 0.468

- 6 859 se_Mutation_p.R1 NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6 CGCGTGCGATGC 0.617

- 3 205 AS_uc002rcd.1_R NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 AATAATAAACGAT 0.274

+ 24 2234 NM_004939 NP_004930 Q92499 DDX1_HUMAN cessary for interaction with H 4 GAGGCTGTACCAT 0.338

- 25 4290 NM_000384 NP_000375 P04114 APOB_HUMAN 27 GGTAACGAGCCCG 0.527

+ 10 1331 rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 CCGCAAGGGCCG 0.537

+ 6 980 010yli.1_Missense_ NM_173650 NP_775921 Q8N7S2 DNJ5G_HUMAN 1 GAAGATGATTTTT 0.338

- 4 1293 e_Mutation_p.M34 NM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN NACHT. 6 TTCACCCATCTGG 0.438

- 8 1492 ynd.1_Missense_M NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN Gly-rich. 1 GGCCTGcacgaccac 0.373

+ 15 1770 v.2_Missense_Muta NM_053276 NP_444506 Q6UXI7 VITRN_HUMAN VWFA 2. 2 ATCGACGGCTCCA 0.602

- 7 1111 _p.T185M|EIF2AK2 NM_002759 NP_002750 P19525 E2AK2_HUMAN 5 TCACACGTAGTAG 0.368

- 9 1119 _p.A254V|LRPPRC NM_133259 NP_573566 P42704 LPPRC_HUMAN 3 TGCAACGCTACAT 0.353 rs119466000

+ 8 3829 i.1_Missense_Muta NM_000179 NP_000170 P52701 MSH6_HUMAN 168 GGACGGCAATAG 0.303

- 1 356 YP2_uc002rxq.3_In NM_001003937 NP_001003937 Q8N831 TSYL6_HUMAN 0 GACTGCGACCCG 0.647

- 4 994 10ypj.1_Missense_ NM_022893 NP_075044 Q9H165 BC11A_HUMAN 13 GCCCTTCTGCCAG 0.572

- 8 1092 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 GTTTCTGTGTCCG 0.249

+ 29 3413 SF_uc010fek.2_Mis NM_003494 NP_003485 O75923 DYSF_HUMAN lasmic (Potential). 7 GGCTGGGAGTATA 0.617

+ 30 3660 2_Missense_Muta NM_003494 NP_003485 O75923 DYSF_HUMANmic (Potential).|Arg-rich. 7 GCTGGCGCCGTC 0.662

- 9 1069 se_Mutation_p.S35 NM_021196 NP_067019 Q9BY07 S4A5_HUMAN lasmic (Potential). 9 TTGTAGGATTTTG 0.328

- 25 3225 on_p.R838W|DCTN NM_004082 NP_004073 Q14203 DCTN1_HUMAN Potential. 5 TCAGCCGCACATT 0.572

+ 2 754 c002sma.1_Silent_ NM_016170 NP_057254 O43763 TLX2_HUMAN 0 CGCGCCGCATAG 0.667

- 4 635 X1_uc002smc.2_5'F NM_133637 NP_598376 Q8TE96 DQX1_HUMAN case ATP-binding. 2 CGGGTCGAGGCC 0.607

+ 3 2159 NM_000189 NP_000180 P52789 HXK2_HUMAN Regulatory. 2 AACACGGAGAGT 0.488

+ 1 432 OC285033_uc002sv NM_001037228 NP_001032305 Q3KRF4 Q3KRF4_HUMAN 0 CTGCTTCCTTCCT 0.547

+ 9 1094 e_Mutation_p.S313 NM_015341 NP_056156 Q15003 CND2_HUMAN 2 CTGTGTCGGCCC 0.488

- 18 2664 szi.3_Missense_M NM_182911 NP_878915 Q9BZW7 TSG10_HUMANwith HIF1A (By similarity). 2 GGAGATCGATGGT 0.383

- 7 1512 c.2_Nonsense_Mu NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN UmuC. 2 TATTTCGTATACC 0.308

- 2 735 p.R206W|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 AGAGCCGGTACAG 0.617

- 2 151 _p.R11Q|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMAN lasmic (Potential). 11 AGCATTCGTTGTC 0.507

+ 20 3830 e_Mutation_p.D437 NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 GAATGGGATAACT 0.443

+ 9 1404 0fjj.2_Missense_Mu NM_021815 NP_068587 Q9GZV3 SC5A7_HUMAN cellular (Potential). 4 CAAAGAAATCGTT 0.433

+ 6 971 dx.2_Nonsense_M NM_001056 NP_001047 O00338 ST1C2_HUMAN 1 GTTCCTGGTTTGA 0.438

+ 4 829 wr.1_RNA|SULT1C4 NM_006588 NP_006579 O75897 ST1C4_HUMAN 0 AAGAATGAATAAA 0.423

- 14 4388_4389KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 CCTCCCAACACT 0.614

- 8 3256 NM_002299 NP_002290 P09848 LPH_HUMAN ential).|4 X approximate rep 13 TTCACCCCTGGGG 0.512

+ 4 1168 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 CAGCAGGATCCC 0.542

- 45 8435 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 GAACAATTCACTC 0.408

- 77 11578 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 104. 20 ATTTTTCCTGCAT 0.423

+ 22 3941 fom.1_Missense_M NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN ANK 10. 3 TATGGCGATGCCG 0.552



- 7 1400 e_Mutation_p.D200 NM_004490 NP_004481 Q14449 GRB14_HUMAN PH. 7 AAATATCACTATTG 0.333

- 3 554 n_p.S21F|SCN3A_ NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 GCAAGAGATTCTC 0.438

- 8 1021 df.1_Missense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN s A 7.|Extracellular (Potenti 29 ACCATTCTCTTGG 0.448

- 284 83316 393K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AAGTTTCCCGCTT 0.413

- 275 76341 068K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTTTTCGTTAAC 0.418

- 275 73362 075R|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTTTCCAAAGTC 0.418

- 255 56146 36Q|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACTTTTCGCCAAG 0.478 rs148684589

- 223 44670 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTGAGGTCTTTCT 0.393

- 100 25998 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TATTTTTCATATTC 0.368

+ 39 2843 NM_000090 NP_000081 P02461 CO3A1_HUMAN le-helical region. 13 CTGCGGGTAACAC 0.557

- 46 3582 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 TTACCGGATCTCC 0.537

- 18 1417 L5A2_uc010frx.2_In NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 GGATTTCCTGGAA 0.328

- 8 2033 NM_014585 NP_055400 Q9NP59 S40A1_HUMAN 1 TCCTTCCTAACTT 0.393

+ 19 3488 2uqx.1_Splice_Site NM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4 TTTATAGGGAATT 0.343

+ 8 1795 _p.P407L|NAB1_uc NM_005966 NP_005957 Q13506 NAB1_HUMAN 0 ACAGTCCTAACGG 0.483

- 2 817 NM_004657 NP_004648 O95810 SDPR_HUMAN 2 CATTTTCCTCCTG 0.468

- 9 1302 NM_016192 NP_057276 Q9UIK5 TEFF2_HUMANdding.|Extracellular (Potentia 5 TAGTCCTTTTTTT 0.398

+ 2 235 0_uc010zgq.1_Intro NM_001080539 NP_001074008 Q8NCX0 CC150_HUMAN 0 CTTCAGCAAAGGA 0.403

- 7 802 NKRD44_uc002uub NM_153697 NP_710181 Q8N8A2 ANR44_HUMAN ANK 7. 5 GCTGCAGCATGCA 0.468

+ 28 3304 _p.S624L|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 CAATGTCGAATGT 0.453

- 6 598 _p.T145I|ICA1L_u NM_138468 NP_612477 Q8NDH6 ICA1L_HUMAN AH. 0 ATCAAGGTATCAG 0.463

+ 5 625 r.2_Missense_Mut NM_001875 NP_001866 P31327 CPSM_HUMAN phoribosyltransferase homo 13 GGAGTGGACACAA 0.299

+ 2 327 zjl.1_Missense_Mu NM_001080500 NP_001073969 B2RUY7 VWC2L_HUMAN VWFC 1. 0 GAGAACGATTTTT 0.458

- 5 1492 jm.1_Missense_Mu NM_000465 NP_000456 Q99728 BARD1_HUMAN ANK 1. 2 TTGGATCACTTCC 0.323

+ 3 362 n_p.G4E|ATIC_uc0 NM_004044 NP_004035 P31939 PUR9_HUMAN 29 GGGGGGACGTG 0.398

+ 16 1909 _p.L304P|VIL1_uc NM_007127 NP_009058 P09327 VILI_HUMAN Core. 1 AAAACCTGGTCAT 0.507

+ 3 1005 _p.S47F|TTLL4_uc NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 CTTCCTCCTATAA 0.537

+ 2 563 NM_080671 NP_542402 Q8WWG9 KCNE4_HUMAN lasmic (Potential). 1 CACCTCACCATTC 0.637

+ 5 529 NM_031313 NP_112603 P10696 PPBN_HUMAN 1 CCTCAGGAAAGTC 0.617

+ 24 2935 se_Mutation_p.E93 NM_152879 NP_690618 Q16760 DGKD_HUMAN 5 TGTCCGAGGAGG 0.627

- 2 290 nw.1_Missense_M NM_022817 NP_073728 O15055 PER2_HUMAN 2 TCCACGGGCTCC 0.607

+ 6 789 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMAN lasmic (Potential). 3 ACTACTCCTGCCG 0.632

+ 15 1766 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMAN ical; (Potential). 3 AACCTCGTCTTCA 0.657 rs149170904

+ 13 1349 FARP2_uc010zor.1 NM_014808 NP_055623 O94887 FARP2_HUMAN 3 TCTCTCCCTCCAC 0.542

+ 12 1990 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9 GCTGATGGTGGAG 0.647

+ 8 865 pw.1_Missense_Mu NM_080751 NP_542789 Q8TDI7 TMC2_HUMAN ical; (Potential). 3 GGCATGCCCTATG 0.443

+ 2 537 NM_012409 NP_036541 Q9UKY0 PRND_HUMAN 0 GGACTTCGGGTC 0.597

+ 4 472 e_Mutation_p.E146 NM_018993 NP_061866 Q8WYP3 RIN2_HUMAN SH2. 5 CTCAAGGAATTTG 0.493

+ 4 886 NM_014012 NP_054731 O75628 REM1_HUMAN 4 GGCCCGCTGCC 0.612

+ 3 1706 NM_001011718 NP_001011718 Q5GH72 XKR7_HUMAN 3 CCACACCAGTGGC 0.657

+ 7 808 _p.R192G|HCK_uc0 NM_002110 NP_002101 P08631 HCK_HUMAN SH2. 9 CCCCCCGAAGCA 0.587 rs144393224

+ 3 197 se_Mutation_p.S2F NM_031483 NP_113671 Q96J02 ITCH_HUMAN 6 GTATGTCTGACAG 0.388

- 3 902 xdk.2_Intron|CPNE NM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN Pro-rich. 3 CGGGGGCACAGG 0.602

+ 9 2477 _Intron|DLGAP4_u NM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3 ACCTCTCGGAGGA 0.468

- 2 614 NCOA5_uc002xre.2 NM_020967 NP_066018 Q9HCD5 NCOA5_HUMANcharge).|Transcription repre 2 ATTGGGGATCGAT 0.537

- 8 1235 _p.P194L|STAU1_ NM_017453 NP_059347 O95793 STAU1_HUMAN 5 GTCTGTGGCTGAG 0.488

- 2 1037 zyx.1_Missense_M NM_173091 NP_775114 Q13469 NFAC2_HUMAN  SP repeats.|3; approximat 2 GGCTCCGGGAGC 0.726



- 77 10670 NM_005560 NP_005551 O15230 LAMA5_HUMANaminin G-like 5. 3 TGGGAGGTCTGC 0.687 rs141478116

- 7 1139 NM_005560 NP_005551 O15230 LAMA5_HUMAN 3 CACTCACACTGG 0.687

- 13 1442 KL1_uc011abm.1_M NM_017859 NP_060329 Q9NWZ5 UCKL1_HUMAN 0 GCACGCGCACTG 0.637

+ 5 1116 2_uc010gks.2_Splic NM_003195 NP_003186 Q15560 TCEA2_HUMAN 0 CGGACCGTGAGTG 0.682

+ 3 3383 ON_uc002ysd.2_N NM_138927 NP_620305 P18583 SON_HUMAN repeats of [ED]-R-S-M-M-S 6 GCTGACCGATCTA 0.453

- 7 2111 NM_003906 NP_003897 O60318 MCM3A_HUMAN 5 AAGGGCCGCAGC 0.612

- 11 1322 se_Mutation_p.E36 NM_003325 NP_003316 P54198 HIRA_HUMAN 1 CTCCTCGCTCAG 0.557

+ 5 546 _p.R157H|CDC45_ NM_003504 NP_003495 O75419 CDC45_HUMAN 1 AGAAGCGCACAC 0.517

- 3 771 .R186W|TRMT2A_ NM_182984 NP_892029 Q8IZ69 TRM2A_HUMAN Potential. 1 GCTTCCGCTCAAG 0.632

- 1 4573 NM_015672 NP_056487 0 AGCTGGGGAGGT 0.572

+ 17 1567 se_Mutation_p.R36 NM_005160 NP_005151 P35626 ARBK2_HUMAN kinase C-terminal. 7 CTCCCCGGGGAG 0.428

+ 4 549 cp.3_Missense_Mu NM_001013694 NP_001013716 Q9UH36 SRR1L_HUMAN 0 ATGACCCTCTGTT 0.448

+ 6 632 eo.2_Missense_M NM_133455 NP_597712 Q96A84 EMID1_HUMAN Collagen-like. 0 AGGGCAGCCCCG 0.493

+ 7 2163 S2L1_uc003afc.1_M NM_152236 NP_689422 Q99501 GA2L1_HUMAN 0 CCCGCCGCCCCT 0.667

- 4 633 3aii.1_Missense_M NM_004861 NP_004852 Q99999 G3ST1_HUMANmenal (Potential). 0 CGGGGTCGCGGA 0.647

+ 3 527 e_Mutation_p.K11 NM_000355 NP_000346 P20062 TCO2_HUMAN 1 CCACAAGGGGGA 0.617

+ 11 1705 Missense_Mutation NM_006932 NP_008863 P53814 SMTN_HUMAN 3 CGCCCCCGACCC 0.622

+ 20 2447 FI1_uc011alp.1_Mi NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1 TGCTGCGGTGAG 0.637

+ 7 1626 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCACAACATC 0.597

+ 7 2145 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCAGAACATC 0.592

+ 15 5931 174H|TRIOBP_uc0 NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN PH. 1 CCGTACGTCCAAC 0.572

- 7 1038 ye.1_Missense_Mu NM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5 CTGCTGCTGGTTG 0.657

+ 7 1956_1957 NM_001429 NP_001420 Q09472 EP300_HUMAN 64 GTGTAGGAGTTC 0.366

- 6 1011 e_Mutation_p.M1I| NM_000106 NP_000097 Q6NWU0 Q6NWU0_HUMAN 2 GGTCACCATCCCG 0.612

- 5 916 10gyv.2_5'UTR|CY NR_002570 0 GGTCTCGGGGTGG 0.612

- 2 282 NM_022766 NP_073603 Q8TCT0 CERK1_HUMAN o sulfatide and phosphoino 1 CAACGGCGATGAT 0.443

- 33 5300 p.R524C|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 TCACGCGGCTCA 0.617

+ 14 1867 blc.2_Missense_M NM_014678 NP_055493 O75170 PP6R2_HUMAN 0 TCACACGGATCGC 0.667

+ 15 2004 blc.2_Missense_M NM_014678 NP_055493 O75170 PP6R2_HUMAN 0 ACGAACCGCAGG 0.692

+ 6 753 ow.1_Missense_Mu NM_006614 NP_006605 O00533 CHL1_HUMAN 2.|Extracellular (Potential). 12 TCCCACCTTTACA 0.398

+ 49 6965 R1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 TTCTGCGGTCTGA 0.423

- 8 790 G204R|C3orf32_u NM_015931 NP_057015 Q9Y2M2 CC032_HUMAN Cys-rich. p.G182E(1) 1 TGGCTCCGCAGCA 0.662

+ 14 1747 _p.P544S|ATG7_uc NM_006395 NP_006386 O95352 ATG7_HUMAN 1 AACATCCCTGGTT 0.493

- 5 1795 _p.E474K|IQSEC1_ NM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1 CCATCTCGTCCAC 0.612

- 4 692 385D_uc010hfb.1_ NM_024697 NP_078973 Q9H6B1 Z385D_HUMANMatrin-type 1. 5 GCCGCAGCCTGG 0.443

+ 19 2326 _p.G689R|ARPP21 NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN Gln-rich. 3 CAACAGGGATTCC 0.468

+ 1 203 LC22A13_uc011ay NM_004256 NP_004247 Q9Y226 S22AD_HUMAN cellular (Potential). 1 ACCACTGTGCAGT 0.532

+ 12 1074 _p.C185F|XYLB_uc NM_005108 NP_005099 O75191 XYLB_HUMAN 1 TCTTCTGCAACCC 0.607

- 11 1751 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 GCCTTTGGAGAGG 0.498

- 10 1662 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 TTTTGGCAATCTT 0.378

+ 4 1315 bab.1_Missense_M NM_001134440 NP_001127912 Q8TBZ5 ZN502_HUMAN C2H2-type 8. 0 AAATGTAAAGAAT 0.388

- 9 2519 NM_022842 NP_073753 Q9H5V8 CDCP1_HUMAN lasmic (Potential). 3 GAGCGAGGAGGT 0.587

- 3 542 on.2_Missense_Mu NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANcellular (Potential). 3 TCTAAACCGATGC 0.552

+ 2 905 _p.S219L|CCRL2_ NM_003965 NP_003956 O00421 CCRL2_HUMAN Name=5; (Potential). 1 ACATTTCGGTTCT 0.393

- 6 1135 cqf.1_Missense_M NM_013270 NP_037402 Q9UI38 TSP50_HUMAN 0 GCCTGCCCGTTGA 0.657

- 22 7632 SR3_uc010hkf.2_5 NM_001407 NP_001398 Q9NYQ7 CELR3_HUMANcellular (Potential). 11 TGCGTCCGTGGAA 0.597 rs118038433

+ 5 7862 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 CGACAGCAGCGT 0.637



- 2 941 BHD14B_uc003dcn NM_032750 NP_116139 Q96IU4 ABHEB_HUMAN 0 AAGAGGGCCTGG 0.632

- 3 1034 NM_001947 NP_001938 Q16829 DUS7_HUMAN -protein phosphatase. 1 GGGCTTCGTCTG 0.607

+ 2 103 CTK_uc003ddn.2_ NM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0 ATGGCTGCAGCC 0.657

- 13 1599 P1_uc010hmg.2_R NM_004656 NP_004647 Q92560 BAP1_HUMAN 65 GAGGCCGTGTCT 0.647

- 3 666 _p.N36S|FAM107A NM_007177 NP_009108 O95990 F107A_HUMAN 0 ACGGGGTTCAGCA 0.622

- 5 456_457 hob.2_Missense_M NM_003848 NP_003839 Q96I99 SUCB2_HUMAN ATP-grasp. 2 GCTTCAGCAACC 0.485

+ 17 3210 .1_RNA|ROBO2_u NM_002942 NP_002933 Q9HCK4 ROBO2_HUMANcellular (Potential). 11 ATGTGGTGAAGCA 0.393

+ 1 599 NM_153605 NP_705833 0 TCCCTTCTCCAGT 0.458

- 6 1095 se_Mutation_p.P25 NM_170662 NP_733762 Q13191 CBLB_HUMAN -PTB.|SH2-like. 9 TAACCTGGATGTG 0.333

- 1 183 3dxk.2_Missense_M NM_005459 NP_005450 O95843 GUC1C_HUMAN EF-hand 1. 0 TAAATTCATGTAG 0.388

- 16 1645 hn.1_Missense_M NM_014429 NP_055244 Q86VD1 MORC1_HUMAN CW-type. 8 TGTTTTCCAAGCG 0.274

- 3 207 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1 CCTTCCCCTTTGG 0.323

- 5 793 NM_199420 NP_955452 O75417 DPOLQ_HUMANcase ATP-binding. 11 AGTCTCCCAGCA 0.383

+ 15 1487 bjn.1_Missense_M NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 TCAAATCCTTTCA 0.323

- 7 753_754 e_Mutation_p.E158 NM_053025 NP_444253 Q15746 MYLK_HUMAN 9 GCACTCCCCCCA 0.55

+ 5 857 ehf.1_Missense_Mu NM_001024660 NP_001019831 O60229 KALRN_HUMAN Spectrin 1. 6 GTGGAGGAGCTGG 0.627

+ 1 215 uc011bkc.1_5'UTR NM_000373 NP_000364 P11172 UMPS_HUMAN OPRTase. 1 CCCATCTACATCG 0.602

+ 11 1353 on_p.V337A|SEC6 NM_013336 NP_037468 P61619 S61A1_HUMAN lasmic (Potential). 1 TGCAGGTTGCAAA 0.562

+ 15 4413 6A6_uc003eni.3_5 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN le-helical region. 8 AAGTTGGGGAAA 0.373

+ 19 1865 no.2_Missense_Mu NM_014382 NP_055197 P98194 AT2C1_HUMANasmic (By similarity). 1 ATCCACCTAGAAC 0.418

+ 6 567 htq.1_Missense_M NM_015268 NP_056083 O75165 DJC13_HUMAN 2 CAAGGAGGATTTT 0.328

- 2 529 n_p.Q80*|AMOTL2 NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1 CGCCCTGGTGCTC 0.672

+ 7 814 mc.1_Splice_Site_ NM_000532 NP_000523 P05166 PCCB_HUMAN 0 GTCAGGTGAGAG 0.473

+ 10 1909 _Mutation_p.R425 NM_032383 NP_115759 Q969F9 HPS3_HUMAN 6 GGCCCGCACGGA 0.398 rs145158238

- 6 1083 ns.1_Missense_M NM_015472 NP_056287 Q9GZV5 WWTR1_HUMAN 4 GGGAAACGGGTCT 0.413

+ 2 1200 B3GNT5_uc003fll.2 NM_032047 NP_114436 Q9BYG0 B3GN5_HUMANmenal (Potential). 1 CGTGTTCATCGTG 0.438

+ 18 2597 003flz.2_Translatio NM_018023 NP_060493 Q9ULM3 YETS2_HUMAN Gly-rich. 4 GTGGGAGTGGTG 0.224

+ 13 1512 mt.2_Missense_Mu NM_004423 NP_004414 Q92997 DVL3_HUMAN DEP. 3 GAAGGCTTCACGG 0.582

+ 3 2238 ense_Mutation_p.A NM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1 GAGCCAGCCCCC 0.662

+ 1 1377 NM_153690 NP_710157 Q8N2R8 FA43A_HUMAN 1 ACGCGCGGCTGC 0.706

+ 5 607 n_p.E20K|OSTalph NM_152672 NP_689885 Q86UW1 OSTA_HUMAN ical; (Potential). 1 ATGGTGGAAGGC 0.507

- 27 4028 GAK_uc010ibi.2_Mi NM_005255 NP_005246 O14976 GAK_HUMAN J. 4 CCTTGTCGGGGTG 0.532

+ 6 772 AEA_uc003gdd.2_R NM_001017405 NP_001017405 Q7L5Y9 MAEA_HUMAN 2 CCGCCCGACACG 0.602

- 8 1229 bvl.1_Missense_M NM_020972 NP_066023 Q9HCC9 LST2_HUMAN 3 GGGCAGCGGGTC 0.657

+ 8 3378 _p.S177F|RGS12_ NM_198229 NP_937872 O14924 RGS12_HUMAN RGS. 1 TGAAGTCCCCGCT 0.587

- 4 949 _p.E225K|JAKMIP1 NM_144720 NP_653321 Q96N16 JKIP1_HUMAN s association with microtubu 4 CAAGTTCCTTCTC 0.542

+ 3 404 BA3_uc011bxo.1_M NM_020973 NP_066024 Q9H227 GBA3_HUMAN 0 ATCATCGATGATT 0.363

+ 19 2512 p.E660K|LIMCH1_ NM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN Glu-rich. 4 TATGAGGAGGTAG 0.478

+ 8 1293 bze.1_Missense_M NM_000812 NP_000803 P18505 GBRB1_HUMAN ical; (Probable). 2 GCGATTGATATTT 0.453

- 3 465 _p.G55R|KDR_uc0 NM_002253 NP_002244 P35968 VGFR2_HUMAN 1.|Extracellular (Potential). 33 TCTGTCCCCTGAA 0.428

+ 10 1396 _p.Q396*|PAICS_u NM_006452 NP_006443 P22234 PUR6_HUMAN R carboxylase. 0 GCTGCTCAGATAT 0.413

- 12 2270 ah.1_Missense_Mu NM_004439 NP_004430 P54756 EPHA5_HUMAN(Potential).|Protein kinase. 24 TCAAACGTCCACT 0.358

- 1 1833 GNRHR_uc003hdm NM_000406 NP_000397 P30968 GNRHR_HUMANcellular (Potential). 1 TGGGGAGGTTGC 0.463

- 7 713 NM_182502 NP_872308 Q86T26 TM11B_HUMAN .|Extracellular (Potential). 1 CCCCCTCCAGGGA 0.502

+ 1 331 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 ATTTTTCACAAGA 0.294

+ 2 778 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 TTATGCGAAACTC 0.398

+ 13 917 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 4 TTCCAGGATTTGG 0.507



+ 27 4724 Site_p.G1396_splic NM_080683 NP_542414 Q12923 PTN13_HUMAN 6 TTTTTAGGTGATC 0.383

+ 4 467 e_Mutation_p.D101 NM_014606 NP_055421 Q15034 HERC3_HUMAN RCC1 2. 4 CTCAGTGACCGAG 0.512

+ 8 1097 ej.1_Missense_Mut NM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4 GCAGTTGATTCAA 0.463

- 40 6518 xc.1_Missense_Mu NM_001813 NP_001804 Q02224 CENPE_HUMANbinding domain.|Potential. 9 GGAAGTGAGAGG 0.363

+ 12 1960_1961_p.G543K|GSTCD_ NM_001031720 NP_001026890 Q8NEC7 GSTCD_HUMAN 2 TTGTGGGAGTCC 0.45

+ 9 962 _p.R288*|ANK2_uc NM_001148 NP_001139 Q01484 ANK2_HUMAN ANK 8. p.R288*(1) 14 CTGGATCGAGGCG 0.428 rs146907003

+ 2 1719 NM_152618 NP_689831 Q6ZW61 BBS12_HUMAN 2 CAGTTACTGCACA 0.413

+ 9 10450 _p.D1782N|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellula p.D3484N(2) 18 GCTGTTGATTCAG 0.458 rs143981594

+ 13 12422 p.G2404E|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN 1.|Extracellular (Potential). 18 TCAATGGAAGGC 0.413

+ 2 292_293 on_p.P6F|ARFIP1_ NM_001025595 NP_001020766 P53367 ARFP1_HUMAN 1 GAATCTCCCAAAA 0.347

- 7 1324 tz.1_Missense_Mu NM_006529 NP_006520 O75311 GLRA3_HUMAN ical; (Probable). 3 CAGAATGAAACCC 0.478

- 2 273 _5'Flank|AGA_uc0 NM_000027 NP_000018 P20933 ASPG_HUMAN 0 CAGAGCCGTCACA 0.507

- 7 860 NM_024830 NP_079106 Q8NF37 PCAT1_HUMANmenal (Potential). 2 TGCCACGTCCATG 0.617

- 4 532 X4_uc011cmf.1_5'U NM_016358 NP_057442 P78413 IRX4_HUMAN 0 ATGGTTCCATACC 0.677

- 4 441 NM_032286 NP_115662 Q9BTT4 MED10_HUMAN 1 GAAGGCGGGTGAT 0.517

- 19 3314 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 GGAGGGCGTGCG 0.577

- 56 9455 AH5_uc003jfc.2_5'F NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 4 (By similarity). 31 TCCAAACTGCAGT 0.413

- 3 1083 0itw.1_Missense_ NM_001102562 NP_001096032 A6NNE9 MARHB_HUMAN ical; (Potential). 0 TAGATCCATAAAA 0.448

- 4 930 p.D185N|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 2. 7 CTGCATCAGTAGC 0.433

- 2 380 on_p.M1I|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN 7 AATTTTCATTGTA 0.428

+ 3 321 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6 GACTGGGAGAAA 0.428

- 12 2476 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN lasmic (Potential). 12 CTTTCATTAATGA 0.463

- 30 3957 p.A1163T|RNASEN NM_013235 NP_037367 Q9NRR4 RNC_HUMAN R8 and pri-miRNA processin 0 TTATGGCGTACTC 0.527

+ 9 2135 _p.V583I|PDZD2_ NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 CCATCCGTCATCT 0.463

+ 20 4268 m.2_Missense_Mu NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 CGGGGGAGAAA 0.657

+ 20 5993 m.2_Missense_Mu NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 AGTCCGGCAGAA 0.512

- 34 6808 orf42_uc011coz.1_ NM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7 TATTTCCAGCAGG 0.433

- 22 2202 26_splice|RICTOR_ NM_152756 NP_689969 Q6R327 RICTR_HUMAN 10 ATACTCACATCAG 0.318

- 6 857 1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN MACPF. 7 CATATTCCTCCAG 0.423

+ 28 2855 iwr.2_Missense_M NM_016338 NP_057422 Q9UI26 IPO11_HUMAN 4 GAAACAGGAACT 0.333

+ 4 1287 VELD2_uc003jwr.1_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMAN lasmic (Potential). 0 GAAGTTAATTTCA 0.423

- 2 2573 ss.1_Missense_Mu NM_003633 NP_003624 O14682 ENC1_HUMAN Kelch 4. 3 GCCAGGGCTGGG 0.507

+ 18 1958 _p.G583E|PDE8B_ NM_003719 NP_003710 O95263 PDE8B_HUMAN ytic (By similarity). 0 CCAGGGAAGCCT 0.567

- 4 1551 _p.P401S|ANKRD3 NM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1 GGAAGGAGATGG 0.488

+ 1 271 NR_003719 0 GTGTTTGGGTTTC 0.443

+ 11 2122 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 TACATTCCCTTAC 0.363

+ 49 10328 p.A1117V|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN xtracellular (Potential). 16 CCGTGGCCTTGTT 0.473

+ 75 16226 .G3083E|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 AGAGTGGACTAGA 0.388

+ 20 2646 e_Mutation_p.G758 NM_000919 NP_000910 P19021 AMD_HUMAN midating lyase (By similarity) 0 TACAAGGATTTGT 0.398

+ 2 1436 NM_207317 NP_997200 Q6S9Z5 ZN474_HUMAN 0 CAAGACGCATTAG 0.478 rs76983161

+ 3 324 SNCAIP_uc010jcu.2 NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2 CAAAACGAAGACA 0.478

+ 1 541 _p.D181N|PCDHA1 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 TCTTTGGATGTAG 0.423

+ 1 1853 lhd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 GCGGTGCGCGCA 0.677

+ 1 1789 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 ACGCGCCAGCAC 0.677

+ 1 2140 q.1_Intron|PCDHG NM_018924 NP_061747 Q9Y5G1 PCDGF_HUMAN lasmic (Potential). 0 TCCCTGCGCCTGC 0.582

- 23 12656 AT2_uc003lud.3_M NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN lasmic (Potential). 6 GCATCACGACTGG 0.622

- 11 9177 2A_uc011dcs.1_In NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN (Potential).|Cadherin 27. 6 CATGCGCCCCAG 0.463



- 4 579 _p.D98N|GLRA1_u NM_001146040 NP_001139512 P23415 GLRA1_HUMANcellular (Probable). 2 GGGGGTCGTTCC 0.517

+ 3 907 _Mutation_p.R131 NM_001135037 NP_001128509 P55082 MFAP3_HUMAN e.|Extracellular (Potential). 0 CCAATTCGTGCCT 0.443

+ 6 1477 NIPAL4_uc011ddq.1 NM_001099287 NP_001092757 Q0D2K0 NIPA4_HUMAN lasmic (Potential). 0 CCTCATCACCAGA 0.478

- 10 1392 yr.1_Intron|GABRB2 NM_021911 NP_068711 P47870 GBRB2_HUMAN lasmic (Probable). 0 GAGAAATCGTaat 0.184 rs150956270

+ 35 3574 OCK2_uc010jjm.2_ NM_004946 NP_004937 Q92608 DOCK2_HUMANnteraction with CRKL. 7 AGCACCCAACCAT 0.587

- 4 839 mkq.2_Missense_M NM_014275 NP_055090 Q9UQ53 MGT4B_HUMANmenal (Potential). 0 AGGTACGAGTGCA 0.682

+ 7 1592 wr.2_Missense_Mu NM_006567 NP_006558 O95363 SYFM_HUMAN FDX-ACB. 0 CGTACCGCCACAT 0.592

+ 10 3560 _p.P1057L|RREB1_ NM_001003698 NP_001003698 Q92766 RREB1_HUMAN Pro-rich. 11 AGCCCCCCGTGA 0.657

+ 5 723 nag.1_Missense_M NM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0 AAAAGCGAAAAG 0.438

- 2 119 BC1D7_uc003nao.2 NM_016495 NP_057579 Q9P0N9 TBCD7_HUMAN 1 CTGAACGAAAGTT 0.388

+ 1 275 AN4_uc011dlb.1_5 NM_001007531 NP_001007532 Q5M9Q1 NKAPL_HUMAN 2 GGGCGGCTCCCA 0.617

- 4 3842 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 gagttcatttcgtatttcaa 0

+ 5 561 _Mutation_p.G119D NM_013993 NP_054699 Q08345 DDR1_HUMAN r (Potential).|F5/8 type C. 9 GGTGGGCACCCA 0.672

- 2 626 RS1C1_uc010jsj.1_ NM_014069 NP_054788 Q9UIG4 PS1C2_HUMAN 0 CCGGCCAAGGG 0.667

+ 6 761 se_Mutation_p.P17 NM_080686 NP_542417 P48634 PRC2A_HUMAN AA type A repeats. 0 AATTTCCGACCCT 0.577

+ 9 1100 c.3_Missense_Muta NM_080686 NP_542417 P48634 PRC2A_HUMAN 57 AA type A repeats. 0 TCCCCGTGTGGC 0.493

+ 16 2984 AT2_uc003nvc.3_M NM_080686 NP_542417 P48634 PRC2A_HUMAN AA type A repeats. 0 GCCAGGGCCCCC 0.692

+ 25 3229 1_Missense_Muta NM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0 CAGTTTCGGAAGG 0.612

- 15 5777 NM_019105 NP_061978 P22105 TENX_HUMAN 0 GGCGACGGCCGA 0.642

- 3 589 PBP_uc003odz.2_N NM_003190 NP_003181 O15533 TPSN_HUMANmenal (Potential). 1 GTGGTCGCAAGAG 0.602

+ 31 4219 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 GTGGTCGTGTTCT 0.612

- 2 425 dsq.1_Missense_M NM_012391 NP_036523 O95238 SPDEF_HUMAN 5 GGCTGGCGCTGC 0.667

+ 62 9419 uc003oof.1_Intron NM_001371 NP_001362 21 TCATTTCAAGATC 0.358

+ 10 1062 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN lasmic (Potential). 5 ATCCAAACTGAAG 0.547

- 2 1327 NM_020737 NP_065788 Q9ULH4 LRFN2_HUMAN xtracellular (Potential). 3 AGGCGGCTCGC 0.622

+ 8 1336 _p.S291F|FOXP4_ NM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1 GCTCTTCCCACGA 0.632

+ 12 2933 _p.R953Q|CUL9_uc NM_015089 NP_055904 Q8IWT3 CUL9_HUMAN 12 TGATTCGATCCCT 0.597

+ 1 361 _p.A88T|SLC22A7 NM_153320 NP_696961 Q9Y694 S22A7_HUMAN 0 CCCCAGGCTCTCC 0.637

- 7 1041 p.R247Q|GTPBP2_ NM_019096 NP_061969 Q9BX10 GTPB2_HUMAN 2 AGGACCCGCTCCA 0.597

+ 16 1568 se_Mutation_p.E40 NM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3 TTCTTTGAAGCCC 0.597

+ 7 1184 _p.R325Q|RUNX2_ NM_001024630 NP_001019801 Q13950 RUNX2_HUMANro/Ser/Thr-rich. 3 CACACGGGGCAC 0.592

- 22 2282 Mutation_p.E69K|CO NM_030820 NP_110447 Q96P44 COLA1_HUMAN ollagen-like 4. 2 CTGGTTCTCCTGG 0.418

+ 30 4688 414_splice|BAI3_uc NM_001704 NP_001695 O60242 BAI3_HUMAN 50 CTTACAGAGAAGA 0.234

- 9 1057 COL9A1_uc003pff. NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 CCGGGGGGCCCT 0.577

- 3 590 pou.2_Missense_M NM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMANcellular (Potential). 2 GGTCAGGATGCTG 0.473

+ 6 1091 SP3_uc003pvo.2_ NM_003880 NP_003871 O95389 WISP3_HUMAN CTCK. 0 TAAATGGAAGATG 0.373

+ 8 882 _p.P255S|NT5DC1 NM_152729 NP_689942 Q5TFE4 NT5D1_HUMAN 0 CAGAGACCTTTCC 0.398

- 32 5474 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN III 9.|Extracellular (Potentia 25 ATTTGGGAATGCC 0.338

+ 2 662 se_Mutation_p.G39 NM_000165 NP_000156 P17302 CXA1_HUMAN lasmic (Potential). 2 AAGTACGGTATTG 0.443

+ 14 2737 3qai.2_Missense_M NM_181782 NP_861447 Q8NI08 NCOA7_HUMAN 3 CATGCAGCTACTA 0.507

+ 3 279 G1_uc010kfm.1_Mi NM_000045 NP_000036 P05089 ARGI1_HUMAN 1 CTGTGGGAAAAGC 0.483

- 1 931 PP3_uc010kfq.2_In NM_001145659 NP_001139131 A4FU28 CTGE9_HUMAN 0 CTTTCGGAGGATC 0.368

- 2 524 0RA_uc003qhk.2_5 NM_014432 NP_055247 Q9UHF4 I20RA_HUMAN cellular (Potential). 4 CACAGGGAACTG 0.353

- 6 3204 p.R781*|LATS1_uc NM_004690 NP_004681 O95835 LATS1_HUMANProtein kinase. 6 CACATCGACAGCT 0.473

+ 2 521 NM_030949 NP_112211 Q8TAE6 PP14C_HUMAN 0 GAGCTTCAAAATT 0.443

- 43 6870 ou.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN ic (Potential).|Potential. 45 GATATTCTCTCAT 0.368

- 5 1302 p.R275Q|RSPH3_ NM_031924 NP_114130 Q86UC2 RSPH3_HUMAN Potential. 2 TCTTCTCGGTGTC 0.388



- 6 728 _p.E215K|PHF10_ NM_018288 NP_060758 Q8WUB8 PHF10_HUMAN SAY. 1 TGCGTTCCCGGTT 0.368

+ 2 436 md.2_Missense_M NM_018641 NP_061111 Q9NRB3 CHSTC_HUMANmenal (Potential). 1 GAGAGCGTGAGA 0.687

- 4 1024 RADIL_uc011jwc.1 NM_018059 NP_060529 Q96JH8 RADIL_HUMAN 7 ATGCTGGGCTTGC 0.682

+ 13 1897 _p.V592M|USP42_ NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5 CAGCCCGTGATGA 0.537

+ 15 3238 wq.1_Missense_M NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Arg-rich. 5 ACACCGAGGGCG 0.692

+ 2 326 pw.2_Missense_Mu NM_006908 NP_008839 P63000 RAC1_HUMAN 2 GCATTTCCTGGAG 0.353

- 7 2138 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANcellular (Potential). 3 CATGGGGCATCAC 0.522

+ 3 517 e_p.T27_splice|KLH NM_001031710 NP_001026880 Q8IXQ5 KLHL7_HUMAN 0 ATTGTAGCTAACA 0.383

- 2 140 kut.1_Intron|DFNA NM_001127453 NP_001120925 O60443 DFNA5_HUMAN 1 TCAGGTCACCATC 0.373

+ 3 1630 e_Mutation_p.L200 NM_001989 NP_001980 P49640 EVX1_HUMAN 1 TCCTTCCTCACCT 0.726

+ 16 1488 ADCYAP1R1_uc00 NM_001118 NP_001109 P41586 PACR_HUMAN lasmic (Potential). 1 TGAACCGTTACTT 0.587

+ 12 1680 tlp.2_Missense_Mu NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 CGCAGCCGCTCAT 0.572

+ 15 2542 NM_021116 NP_066939 Q08828 ADCY1_HUMAN lasmic (Potential). 6 CTCCTGCCGGCCC 0.607

- 22 3234 w.2_Missense_Mu NM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4 ACCATGGGCTTGG 0.602

- 45 6761 1_Intron|PKD1L1_ NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN lasmic (Potential). 11 AGGTGGCGAGCT 0.657

- 26 4149 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN 11 CACTTACCTTATTA 0.338

+ 26 9800 _p.D333N|ABCA13 NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CTTAGCGATTCTA 0.368

+ 4 329 se_Mutation_p.A87 NM_000265 NP_000256 P14598 NCF1_HUMAN PX. 1 GGGCCGCCGAG 0.652

+ 12 2240 fj.3_Missense_Mut NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CTCATCTTCACAG 0.463

- 3 2846 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GTTCTTCCTTCTT 0.483

- 16 2063 NM_006080 NP_006071 Q14563 SEM3A_HUMANg-like C2-type. 4 ATGATTCTCTCTT 0.408

+ 3 1246 p.G285S|STEAP2_ NM_152999 NP_694544 Q8NFT2 STEA2_HUMAN c oxidoreductase. 2 TATTACGGCACCA 0.408

- 3 3481_3482mg.2_Missense_Mu NM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7 ACCGATGGATACT 0.381

+ 44 3376 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 GCCCCGTGGGTC 0.537

+ 6 711 n_p.V208I|ARPC1B NM_005720 NP_005711 O15143 ARC1B_HUMAN 0 CATGGCGTCTGTT 0.637

+ 3 773 AN1_uc003usl.1_M NM_003439 NP_003430 P17029 ZKSC1_HUMAN 3 GTCTCGGAAACC 0.532

+ 15 1678 G3_uc011kjk.1_Mis NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 GGGCTCGGCTGA 0.562

- 12 2599 n_p.S610F|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN(Potential).|Protein kinase. 15 AGGAAGGAGTCCA 0.607

+ 8 1007 0liv.2_Missense_M NM_004279 NP_004270 O75439 MPPB_HUMAN 4 TGGGATCGCTCTT 0.403

+ 17 2528 e_Mutation_p.R66 NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN 3 AGCAGCGTCGGA 0.398

- 9 1107 vcv.2_Missense_M NM_182691 NP_872633 P78362 SRPK2_HUMANProtein kinase. 6 GCTGAGGTGATG 0.473

- 4 1488 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 TCTCTTCGTAAAC 0.363

+ 10 1472 kw.1_Missense_Mu NM_080928 NP_563616 Q8WXK1 ASB15_HUMAN ANK 8. 3 AATTATGAAATTG 0.428

- 4 673 g.1_Missense_Mu NM_006193 NP_006184 O43316 PAX4_HUMAN 1 TGGGTACCCCGG 0.572

- 4 750 NM_001708 NP_001699 P03999 OPSB_HUMAN Name=6; (Potential). 0 AACCACCATGCGG 0.567

+ 2 368 krc.1_Missense_Mu NM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN 0 CCGTGCGTTCCCT 0.438

- 1 608 NND2A_uc003vvw NM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4 GGGGATCGTTCTG 0.602

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 13 1565 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 CCAATCCCAACTG 0.363

+ 1 240 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0 AAAACGCCCTCTG 0.547

+ 1 698 NM_001004685 NP_001004685 O95006 OR2F2_HUMAN lasmic (Potential). 4 GAGAAGGAAGAAA 0.512

- 7 1413 NM_004911 NP_004902 P13667 PDIA4_HUMAN 6 CGCTTACCTGGAC 0.562

+ 12 1459 PO_uc010lpl.1_Int NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TIL 1. 0 GCTGCGAGGCGG 0.672

+ 3 836 lpu.2_Missense_M NM_018384 NP_060854 Q96F15 GIMA5_HUMAN lasmic (Potential). 2 GCCCTGGATGAC 0.552

- 6 1403 _p.I368F|KCNH2_ NM_000238 NP_000229 Q12809 KCNH2_HUMANe=Segment S2; (Potential). 4 CCACAATGAACAT 0.607

- 3 406 x.2_RNA|VIPR2_u NM_003382 NP_003373 P41587 VIPR2_HUMAN cellular (Potential). 2 GCAGGGCACCG 0.567

- 32 5419 p.D1069N|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|CUB 10. 25 CCAAATCATTCAG 0.423



+ 3 621 AT5_uc011kwm.1_ NM_018361 NP_060831 Q9NUQ2 PLCE_HUMAN 0 TGCTGACATCTTG 0.473

+ 4 805 tz.2_Missense_Mu NM_001715 NP_001706 P51451 BLK_HUMAN SH3. 3 ATGATCGGGACCT 0.567

+ 19 3399 _p.V993I|PCM1_u NM_006197 NP_006188 Q15154 PCM1_HUMAN 36 TCTTACGTAGAAG 0.413

- 5 680 SAH1_uc003wyn.2_ NM_177924 NP_808592 Q13510 ASAH1_HUMAN 0 ATATCAGTAACAG 0.323

- 13 1577 se_Mutation_p.S36 NM_001135691 NP_001129163 P54219 VMAT1_HUMAN ical; (Potential). 2 ATTAGGGAACACA 0.468

+ 14 1774 p.R567C|XPO7_uc NM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5 CAGTTTCGTAAGA 0.483

+ 4 530 n_p.E25K|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 TACACTGAAACAT 0.468

+ 2 235 xea.1_Missense_M NM_003817 NP_003808 Q9H2U9 ADAM7_HUMANcellular (Potential). 5 AGAAGCGAGATAC 0.403

+ 9 906 xec.2_Missense_M NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN2B.|Extracellular (Potential). 5 AATATAGAAACTA 0.318

+ 3 443 nse_Mutation_p.D NM_004331 NP_004322 O60238 BNI3L_HUMAN 0 ATGTTTGATGTGG 0.398

+ 3 445 nse_Mutation_p.D NM_004331 NP_004322 O60238 BNI3L_HUMAN 0 GTTTGATGTGGAA 0.398

+ 5 1324 xgb.1_Missense_M NM_016240 NP_057324 Q6AZY7 SCAR3_HUMANcellular (Potential). 4 GCCGAGGAGCTC 0.602

- 2 175 ense_Mutation_p.N NM_172366 NP_758954 Q8IX29 FBX16_HUMAN 1 TGATGGTTTAGGG 0.373

+ 9 1048 p.L275P|ADAM32_ NM_145004 NP_659441 Q8TC27 ADA32_HUMAN2B.|Extracellular (Potential). 3 TTAACCTAAGGCC 0.303

+ 8 850 CM4_uc011ldi.1_M NM_182746 NP_877423 P33991 MCM4_HUMAN 4 CTGACTCAATCTT 0.328

+ 14 2076 _p.R661C|MCM4_u NM_182746 NP_877423 P33991 MCM4_HUMAN MCM. 4 ACAGGCGTCTGG 0.463 rs144738849

- 17 2692 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 CTGGAGCGCGCG 0.662

+ 5 1047 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1 GGAGGCCGACAA 0.677

- 22 2009 ee.1_Missense_Mu NM_003580 NP_003571 Q92636 FAN_HUMAN 1 ACTCTTCACCTGG 0.363

+ 5 1781 _p.A433S|YTHDF3 NM_152758 NP_689971 Q7Z739 YTHD3_HUMAN YTH. 0 GCGTATGCTGGTG 0.418

- 16 2734 3xxl.1_Missense_M NM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN SEC7. 8 ACATACGAAGGGC 0.398

- 10 3078 R736W|SLCO5A1_ NM_030958 NP_112220 Q9H2Y9 SO5A1_HUMAN lasmic (Potential). 4 TAGTCCGGGCATT 0.572

- 3 219 ense_Mutation_p.G NM_001738 NP_001729 P00915 CAH1_HUMAN 2 CATATCCCCAGTC 0.328

+ 4 623 S8_uc011lgq.1_RN NM_017864 NP_060334 Q75QN2 INT8_HUMAN 0 CAAAACCCGGAC 0.353

+ 42 7898 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TTGATTCTGTATT 0.443 rs145208175

- 22 2984 ks.1_Missense_Mu NM_015902 NP_056986 O95071 UBR5_HUMAN Poly-Ser. 28 TACCTTCGGCTAC 0.413

+ 2 1099 NM_003301 NP_003292 P34981 TRFR_HUMAN lasmic (Potential). 3 GTCAGACCATTTC 0.473

+ 1 250 _Translation_Start NM_173851 NP_776250 Q8IWU4 ZNT8_HUMAN lasmic (Potential). 4 AAAGAACGTATCT 0.428

- 2 193 se_Mutation_p.E22 NM_207506 NP_997389 Q8N8I0 SAM12_HUMAN 1 TACCTTCAGCATG 0.418

+ 7 960 2_5'UTR|COL14A1 NM_021110 NP_066933 Q05707 COEA1_HUMAN VWFA 1. 12 ATAAAGGAGGAAA 0.363

- 9 2444 Y8_uc010mds.2_I NM_001115 NP_001106 P40145 ADCY8_HUMAN ical; (Potential). 6 AACTTTGTATTGC 0.353

+ 10 2265 NM_003235 NP_003226 P01266 THYG_HUMAN oglobulin type-1 7. 15 GGACGGTGCAG 0.527 rs145363255

- 11 1988 NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN ke 1.|Pro-rich.|Gly-rich. 13 TTCTCTCCCTTAG 0.587

- 6 1294 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANSP N-terminal. 13 ACACATCCCTGGA 0.522 rs145554134

+ 13 1399 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2 CTGCGCCCTCCC 0.687

- 1 4908 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 27. 2 AACATTCCTGCTT 0.627

+ 9 1275 NM_003801 NP_003792 O43292 GPAA1_HUMAN 0 GGGCTACGCTCTG 0.637

- 6 1275 RPIN_uc003zbb.2_ NM_030974 NP_112236 Q9H0F6 SHRPN_HUMANction with SHANK1 (By simi 1 GCTGGCGGGAAA 0.652

- 25 2779 NM_013291 NP_037423 Q10570 CPSF1_HUMAN lization signal (Potential). 1 TCTCACGGAAGTT 0.642

+ 12 4202 10mgx.1_Splice_S NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 ATGCCGGTATGTT 0.522

+ 3 659 LR_uc003zhm.1_R NM_003383 NP_003374 P98155 VLDLR_HUMANential).|LDL-receptor class A 3 CCCAGCCGATGGA 0.453

+ 27 5048 _p.G342S|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5 CGGGATGGCATCA 0.527

- 2 553 TR|CDKN2A_uc01 NM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 4. H83fs*2(2)|p.P1 3678 CCACGGGCAGAC 0.731 rs121913386

- 1 1687 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CATCAGGAATTTC 0.483

+ 36 4421 wr.2_Missense_Mu NM_006377 NP_006368 O14795 UN13B_HUMAN MHD2. 5 AAAACCTTCCTGG 0.512

- 6 994 xu.3_Missense_Mu NM_006289 NP_006280 Q9Y490 TLN1_HUMAN FERM. 13 ACAGGAGGTTCAG 0.577

+ 1 287 NM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN 0 GCGGCGGGGCC 0.542



+ 18 2026 p.1_Missense_Mut NM_014791 NP_055606 Q14680 MELK_HUMAN KA1. 6 AGGCAGCGGCTTA 0.453

- 3 1430 NM_003028 NP_003019 Q15464 SHB_HUMAN with LAT, FAK1, JAK1 and 3 GGGACCGGACAC 0.512

+ 2 146 NM_000692 NP_000683 P30837 AL1B1_HUMAN 1 CTTAGCCTCCAGG 0.602

- 8 3852_3853 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 TTGCTCTGAATCT 0.45

- 4 999 NM_016848 NP_058544 Q92529 SHC3_HUMAN PID. 4 CTGGCCGTGGAG 0.547

- 23 4108 rq.2_Missense_Mu NM_000264 NP_000255 Q13635 PTC1_HUMAN lasmic (Potential). 379 TCTCTGGGGGGG 0.657

- 38 7118 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 14. 7 CGAGAGGAACAC 0.483

- 5 1510 NM_001101338 NP_001094808 P0CG24 ZN883_HUMAN C2H2-type 3. 0 CAGTATGGACTCT 0.363

- 7 705 _p.S151L|ALAD_uc NM_000031 NP_000022 P13716 HEM2_HUMAN 0 ATGTCCGACGGGG 0.627

+ 18 4798 xq.1_Missense_Mu NM_002581 NP_002572 Q13219 PAPP1_HUMAN Sushi 4. 9 TGCCAGGAGATGC 0.537

- 24 2990 NM_001735 NP_001726 P01031 CO5_HUMAN 2 GACAAGATCTCAC 0.428

+ 3 315 se_Mutation_p.D85 NM_198469 NP_940871 Q5VZ52 MORN5_HUMAN 0 TACTGCGACGGC 0.507

+ 2 191 mwa.2_Missense_M NM_138777 NP_620132 Q96E11 RRFM_HUMAN 3 AGACCCGTTTCAG 0.463 rs140821991

+ 7 1774 nw.1_Missense_Mu NM_173689 NP_775960 Q5IJ48 CRUM2_HUMANPotential).|Laminin G-like 1. 1 CAACTCCGCTGCC 0.682

+ 6 627 wj.2_Missense_Mu NM_014397 NP_055212 Q9HC98 NEK6_HUMANProtein kinase. 3 AGCGCCGTGGAG 0.607

+ 7 819 zo.1_Missense_Mu NM_001045476 NP_001038941 Q5JTN6 WDR38_HUMAN WD 6. 0 TATTCCCGCATGG 0.612

- 5 1145 3_5'UTR|SH2D3C_ NM_170600 NP_733745 Q8N5H7 SH2D3_HUMAN 1 CCTGTCCCAGGC 0.657

+ 11 1480 p.R465W|DNM1_u NM_004408 NP_004399 Q05193 DYN1_HUMAN 2 CACATCCGGGAGC 0.697

- 6 1271 SB6_uc011mbt.1_M NM_017873 NP_060343 Q9NWX5 ASB6_HUMAN SOCS box. 0 AGCTCTCCAGCTG 0.607

+ 33 6032 e_Mutation_p.P140 NM_005085 NP_005076 P35658 NU214_HUMAN 1 X 5 AA approximate repe 16 CTGCTCCAGTGTT 0.537

- 11 2639 F1_uc004cbm.2_N NM_007344 NP_031370 Q15361 TTF1_HUMAN 4 TGTCTCGAAATGG 0.313

- 4 990 11mdf.1_Missense NM_020385 NP_065118 Q9GZR2 REXO4_HUMANExonuclease. 0 ACACACGGGCGG 0.557

+ 7 1470 NM_000093 NP_000084 P20908 CO5A1_HUMAN nhelical region. 11 AGGAGAACCCCG 0.592

- 17 2635 cia.1_Missense_M NM_017617 NP_060087 P46531 NOTC1_HUMAN GF-like 23; calcium-binding 856 CGTGCCGGCACG 0.701

- 21 3308 e_Mutation_p.D985 NM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN C transporter 1. 0 GGATGTCGTGCCC 0.632

+ 7 1269 _p.G411D|EHMT1_ NM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3 AAGGCGGTGACG 0.587

- 2 1285 NM_178129 NP_835230 Q86VZ1 P2RY8_HUMAN lasmic (Potential). 5 GTGGCTCCCTCCA 0.706

- 7 764 se_Mutation_p.H2 NM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 2. 0 TGATATGAACTTC 0.428

- 6 574 m.2_Intron|CDKL5_ NM_000330 NP_000321 O15537 XLRS1_HUMAN F5/8 type C. 2 CGGTCCGAGTTG 0.587

- 1 404 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN Glu-rich. 4 CTGTCTCCTCTCC 0.368

- 4 597 p.R102Q|BCOR_u NM_001123385 NP_001116857 Q6W2J9 BCOR_HUMAN 4 GCCTCCCGACCT 0.562

+ 5 812 _p.L203F|EBP_uc0 NM_006579 NP_006570 Q15125 EBP_HUMAN ical; (Potential). 1 GGAGTCCTTGTGC 0.562

- 6 2988 OOM4_uc004dpd.3 NM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN 1 GAGCCATTTCCCT 0.269

- 12 1449 R8_uc011mou.1_I NM_017677 NP_060147 Q96EF0 MTMR8_HUMAN ularin phosphatase. 4 AGAAAGGCCACAC 0.398

+ 2 660 GJB1_uc004dzg.3 NM_001097642 NP_001091111 P08034 CXB1_HUMAN cellular (Probable). 1 AAAACCGTCTTCA 0.617

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

- 31 3651 mqi.1_Missense_M NM_002637 NP_002628 P46020 KPB1_HUMAN 4 GGTACACGATTCA 0.448 rs143802511

- 34 4071 Splice_Site_p.D94 NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4 TGTATCCTTAATT 0.328

- 17 1945 _p.Y231F|BRWD3_ NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4 GGACGATAATCCG 0.383

+ 6 1474 fa.2_Missense_Mu NM_019117 NP_061990 Q9C0H6 KLHL4_HUMAN Kelch 1. 5 GGGCACTTTATGC 0.403

- 1 121 7L_uc004ehc.1_5'F NM_024885 NP_079161 Q5H9L4 TAF7L_HUMAN 1 ACCCACGGTCGAC 0.527

- 14 1526 _p.E15K|BTK_uc0 NM_000061 NP_000052 Q06187 BTK_HUMAN Protein kinase. 6 TGGCTTCTTCAAT 0.428

+ 15 2701 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 GCACATCATGTCA 0.294

+ 7 1266 sk.1_Nonsense_M NM_182607 NP_872413 Q86XK7 VSIG1_HUMAN lasmic (Potential). 2 agagtcagagccTGGG 0.408

+ 30 2652 _p.G817E|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 TGCCAGGAATAG 0.438

+ 44 4151 _Mutation_p.P131 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 GGTAATCCTGGCC 0.383

- 1 1622 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 CCACCTCGGGATC 0.632



+ 7 1114 164_uc010npq.2_M NM_032227 NP_115603 Q5U3C3 TM164_HUMAN ical; (Potential). 3 GACCATGACCCAC 0.522

+ 8 1044 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3 TGGAAAGATGCTG 0.259

- 2 2416 rr.2_Missense_Mut NM_017544 NP_060014 O15226 NKRF_HUMAN G-patch. 2 CCTTCCCGCTTAT 0.493

+ 22 2581 se_Mutation_p.E79 NM_000276 NP_000267 Q01968 OCRL_HUMAN Rho-GAP. 4 TGTTACGAGCTGT 0.517

- 15 3065 n_p.I937F|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN Potential).|Ig-like C2-type 9. 5 AGTAGATACAGCT 0.517

+ 6 1844 _p.P313L|GPR112_ NM_153834 NP_722576 Q8IZF6 GP112_HUMAN cellular (Potential). 12 CCACACCTGCCCC 0.428

+ 3 1264 NM_001727 NP_001718 P32247 BRS3_HUMAN lasmic (Potential). 1 GGTCCCGGGCA 0.512

+ 4 876 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 AGTCTCCACTCCA 0.498

+ 4 1679 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CCTGAGAGAACTC 0.478

+ 4 1681 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 TGAGAGAACTCAC 0.483

+ 4 2369 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CAAATTCCTCAGA 0.562

- 13 2122 u.1_Missense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 4. 6 CCTTGTCGTCACA 0.632

+ 16 1851 _p.P538S|ATAD3B_ NM_031921 NP_114127 Q5T9A4 ATD3B_HUMAN 0 GAGCACCCCCTAT 0.647

- 9 1430 5_uc001amc.1_5'F NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN PHD-type 2. 12 GCGGGTTGAGGC 0.517

- 3 255 ame.2_Missense_M NM_000983 NP_000974 P35268 RL22_HUMAN 0 ACGGTGATCTTGC 0.542

- 8 1859 p.G357D|CLSTN1_ NM_001009566 NP_001009566 O94985 CSTN1_HUMANcellular (Potential). 1 TGGGTGCCGTTGA 0.622

+ 1 151 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 TTCATGGAGGCC 0.597

+ 3 319 NM_001013641 NP_001013663 A0PJX8 TMM82_HUMAN Leu-rich. 2 CGACCCGAAAAGG 0.697

+ 19 2044 ense_Mutation_p.S NM_000085 NP_000076 P51801 CLCKB_HUMAN CBS 2. 1 TTCATTCCCTCTT 0.602 rs144513133

- 73 9777 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 18. 9 AGCTTGGACCAG 0.632

+ 5 573 _p.W135*|GMEB1_ NM_006582 NP_006573 Q9Y692 GMEB1_HUMAN SAND. 0 GGACTGGAAGAG 0.428

- 11 2056 NM_005955 NP_005946 Q14872 MTF1_HUMAN 2 AGTCCCGGCATG 0.607

- 11 2610 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0 CGTGAACCAGCGA 0.527

- 5 669_670 B5RL_uc001cwx.3_ NM_001031672 NP_001026842 Q6IPT4 NB5R5_HUMAN -binding FR-type. 0 CTATCCCTCTGAG 0.347

- 12 2141 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCAATTTCTAAGG 0.413

+ 3 382 2_5'UTR|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2 CAGGTAGAGATGA 0.363

- 9 1173 _p.P232S|CCBL2_ NM_001008661 NP_001008661 Q6YP21 KAT3_HUMAN 1 TACCTGGAAAAGT 0.308

- 1 76_77 T_uc010oug.1_5'U NM_001918 NP_001909 P11182 ODB2_HUMAN 1 GCTTCCCCGCAT 0.579

- 8 1552 _p.T424A|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical region. 12 TTTCTGTAATATC 0.338

- 7 662 wfm.1_Missense_M NM_133181 NP_573444 Q8TE67 ES8L3_HUMAN Pro-rich. 3 GCCTTTCCATAGC 0.597

+ 78 9679 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GGGAGCTGCTGG 0.468

- 3 1246 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 CCTCTCCTCTCTT 0.473

- 3 5990_5991 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 22 3 ACCACCCTGAGC 0.604

+ 2 506 NM_005547 NP_005538 P07476 INVO_HUMAN YQEK]-[PLSQE]-[EQDV]- [Q 3 CTGTTGGAGCTCC 0.259

- 1 91 K23E|ROBLD3_uc0 NM_020131 NP_064516 Q9NRR5 UBQL4_HUMANUbiquitin-like. 2 CCTCCTTGTCCTT 0.438

- 12 1319 wsb.1_Missense_M NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6 ATAGACGATGCAA 0.597

+ 1 194 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN Name=2; (Potential). 1 TTGCCATCCTTTC 0.488

- 3 560 d.2_Intron|SLAMF9 NM_033438 NP_254273 Q96A28 SLAF9_HUMAN e.|Extracellular (Potential). 1 CAGGCACCTTCCC 0.527

+ 8 1624 lg.2_Missense_Mu NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 TTCCTGGAACAGA 0.587

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

- 14 2305 1_5'Flank|PLEKHA NM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4 TTCTTCCTCAGCC 0.597

- 3 1057 _p.M223I|LRRN2_ NM_006338 NP_006329 O75325 LRRN2_HUMAN xtracellular (Potential). 2 CAGGTTCATGCC 0.607

+ 4 827 2_uc009xch.2_Mis NM_001877 NP_001868 P20023 CR2_HUMAN xtracellular (Potential). 8 GATGAAGGGTGAG 0.453

+ 12 1666 NM_018060 NP_060530 Q9NSE4 SYIM_HUMAN 4 ATTGGTGTATATC 0.363

- 22 4088 u.2_Intron|PCNXL2 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN ical; (Potential). 2 ACTTGTGAAGCAG 0.448

+ 13 1678 _p.R492*|ACTN2_u NM_001103 NP_001094 P35609 ACTN2_HUMAN Spectrin 2. 5 TGGGACCGACTG 0.383

+ 2 598 pxx.1_Missense_M NM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3 AAAGATCATGCCA 0.458



- 3 520 n_p.L121F|IL2RA_u NM_000417 NP_000408 P01589 IL2RA_HUMAN cellular (Potential). 2 CTGGAAGGCTCGC 0.507

+ 16 3759 n_p.S1084F|KIAA1 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CCTCCTCCTCAAA 0.542

+ 4 1325 NM_020752 NP_065803 Q5T848 GP158_HUMAN Name=1; (Potential). 8 TCATCTCCTTCCA 0.522

+ 9 1103 O3A_uc009xkp.1_R NM_017433 NP_059129 Q8NEV4 MYO3A_HUMANProtein kinase. 18 CACCCCCAAAACT 0.388

- 2 976 ense_Mutation_p.G NM_020848 NP_065899 Q9P266 K1462_HUMAN Pro-rich. 4 GCTCCTCCCCTAG 0.597

- 6 2139 NF248_uc001izc.2 NM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1 TCATACGGCTTCT 0.443

- 1 1687 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|2. 2 GGAGCTCCATGTG 0.652

- 1 1235 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|2. 2 AGGCCGGCATTGA 0.647

- 24 2863 h.1_Missense_Mut NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 CCAATTCCTTAAG 0.483

- 18 2317 n_p.R703*|ANK3_u NM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 20. 19 TCACTCGATCTTC 0.522

+ 2 1515_1516 jmx.3_Intron|CTNN NM_178011 NP_821079 Q86VH5 LRRT3_HUMAN lar (Potential).|LRRCT. 3 TTGCTCCCTTGTA 0.401

+ 3 957 py.2_Intron|STOX1 NM_001130161 NP_001123633 Q6ZVD7 STOX1_HUMAN 2 GGAGCACCACATT 0.458

+ 6 786 _Mutation_p.Q203 NM_004922 NP_004913 P53992 SC24C_HUMAN 3 ACTCCCCAGCGAT 0.607

- 1 2137 NR_002319 0 CATTATCCAGTGT 0.537

+ 8 1228 qny.1_Missense_M NM_000769 NP_000760 P33261 CP2CJ_HUMAN 6 GACCCTCGTCACT 0.393 rs17879685

- 38 4955 xxq.2_Missense_M NM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0 AGTCAGTTTAGAC 0.328

+ 8 1332 e.1_Intron|WDR11_ NM_018117 NP_060587 Q9BZH6 WDR11_HUMAN WD 3. 0 GCTGTCCTGTCAA 0.483

+ 15 8353 ACC2_uc001lfz.2_ NM_206862 NP_996744 O95359 TACC2_HUMAN 10 GAGCCCGACTTAG 0.542

+ 18 2223 BT1_uc009xzz.1_M NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7 CCCAGTCCCGGTC 0.522

- 6 1322 ZD1_uc010qty.1_M NM_022034 NP_071317 Q86UP6 CUZD1_HUMAN llular (Potential).|ZP. 2 CTTTACCTTTCTG 0.299

- 3 497 _p.E223*|C10orf90 NM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2 TCTCCTCTTTGGG 0.647

+ 15 2817 _p.S874F|KNDC1_ NM_152643 NP_689856 Q76NI1 VKIND_HUMAN 2 CCATTTCCGAGAA 0.537

- 9 655 YCE1_uc009ybn.2_ NM_001143764 NP_001137236 Q8N0S2 SYCE1_HUMAN Potential. 1 AAATCTCCTTTGC 0.522

+ 1 766 _uc001mam.1_Int NM_001004757 NP_001004757 Q8NH59 O51Q1_HUMAN Name=6; (Potential). 1 TACATTCCCATGG 0.517

+ 1 281 .1_Intron|TRIM22_ NM_001005175 NP_001005175 Q8NGI2 O52N4_HUMAN cellular (Potential). 2 GCTCTAGTACAAT 0.463

+ 1 1004 NM_014469 NP_055284 O75526 HNRGT_HUMANrg/Gly/Pro-rich. 0 GGGGATCATCTGA 0.662

+ 15 1698_1699t.2_Missense_Muta NM_001178 NP_001169 O00327 BMAL1_HUMAN PAC. 0 CAAGGAAGTAGAA 0.361

+ 8 1511 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1 CTTCATCATTCAA 0.562

+ 12 1716 Site_p.R535_splice NM_152312 NP_689525 Q8N3Y3 LARG2_HUMAN 3 TCCTCAGGGCCT 0.642

- 17 2182 ly.2_Missense_Mu NM_004476 NP_004467 Q04609 FOLH1_HUMANcellular (Probable). 3 CAATTTCTGTAAA 0.269

+ 1 785 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMAN lasmic (Potential). 2 GGAAACGAAAAG 0.438

+ 4 1602 se_Mutation_p.R63 NM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN DHHC-type. 1 CCCCCTCGATGTT 0.507

- 1 644 NM_001005469 NP_001005469 Q8NH48 OR5B3_HUMAN Name=5; (Potential). 0 GTGTAGGATATCA 0.403

+ 3 251 npb.2_Missense_M NM_148975 NP_683876 Q96JQ5 M4A4A_HUMAN ical; (Potential). 0 AGCATGGGAATAA 0.428

+ 3 665 o.1_Missense_Mut NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potential). 2 CCTCTCAGGTGAG 0.567

- 6 1318_1319nwj.2_Missense_M NM_004790 NP_004781 Q4U2R8 S22A6_HUMAN ical; (Potential). 0 GAAGAGGTGGCG 0.624

+ 6 1348 _p.S394C|SIPA1_u NM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Rap-GAP. 0 CGCACTCCCTCTA 0.542

+ 5 835 ox.1_Missense_Mu NM_001134775 NP_001128247 Q9H0B6 KLC2_HUMAN TPR 1. 0 GCCCGGCTCCGC 0.632

+ 7 698 CS_uc001ois.2_RN NM_005125 NP_005116 O14618 CCS_HUMAN xide dismutase-like. 0 ATCACAGGGAACT 0.602

- 2 707 NM_005117 NP_005108 O95750 FGF19_HUMAN 1 CCTTGATCTCCAG 0.657

+ 25 2918 sg.2_Missense_M NM_001567 NP_001558 O15357 SHIP2_HUMAN 4 AGAGGCCTCCTG 0.632

+ 9 1142 se_Mutation_p.P32 NM_152222 NP_689408 Q969Z4 TR19L_HUMAN lasmic (Potential). 1 CTAACCCGACCAG 0.652

+ 4 827 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 2.|Extracellular (Potential 3 GTGGATCGAGAGT 0.383

+ 3 627_628 piv.2_Missense_M NM_000829 NP_000820 P48058 GRIA4_HUMAN cellular (Potential). 8 GAAGCTCCTTTTA 0.391

+ 10 1589 NM_015191 NP_056006 Q9H0K1 SIK2_HUMAN 3 ACCAATCAACTGG 0.552

- 8 1237 gy.1_Missense_Mu NM_014987 NP_055802 Q9UPX0 TUTLB_HUMAN ar (Potential).|Ig-like 4. 0 CGGGCACGTAAAT 0.517

- 3 229 n_p.R56C|MLF2_uc NM_005439 NP_005430 Q15773 MLF2_HUMAN 1 CCGGCGGCTGGC 0.517



- 6 799 NM_014358 NP_055173 Q9ULY5 CLC4E_HUMANcellular (Potential). 1 TCAAAGGATTTAT 0.418

- 4 552 M_uc009zgk.1_5'U NM_000014 NP_000005 P01023 A2MG_HUMAN 5 CAACACGAAATTT 0.393

- 3 176 zt.2_Missense_Mu NM_002723 NP_002714 P10163 PRB4_HUMAN PR]-[PR]-P-Q-G-G-N-Q-[PS] 1 GACGTTGGGGCT 0.572

+ 15 2248 ense_Mutation_p.T NM_004570 NP_004561 O75747 P3C2G_HUMAN 21 TGCATACCATTTT 0.413

+ 9 1157 zip.2_Missense_M NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANcellular (Potential). 7 AAAGATCCCCAGT 0.388

+ 19 2607 mh.1_Nonsense_M NM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24 CTAATTTAAGGAA 0.318

+ 4 434 4_uc001rny.3_Intro NM_001114182 NP_001107654 Q9NWZ3 IRAK4_HUMAN Death. 0 TTGCTCCCAGGTA 0.393

- 4 860 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1B.|Rod. 0 TGATCTCCTCGGG 0.483

- 9 1622 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Tail. 2 GCTTTCCTTGCTG 0.627

+ 8 1693 yo.2_Missense_Mu NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN 17 TGATCCCTAAGGG 0.423

- 29 4385 NM_001109662 NP_001103132 2 AGGAGGGGACAG 0.567

- 28 4908 NM_000620 NP_000611 P29475 NOS1_HUMAN 7 TCACTTCGTACGT 0.488

+ 12 1684 NM_194286 NP_919262 A7MD48 SRRM4_HUMAN 2 CCTTCAGGGAGC 0.657

+ 74 12798 ufu.3_Missense_M NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN Potential. 6 TTCAAAGGGTGAG 0.532

+ 40 7387 .P2450L|EP400_uc NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 TGAATCCCTTTCA 0.388

- 16 1308 n_p.G289E|TPTE2_ NM_199254 NP_954863 Q6XPS3 TPTE2_HUMAN hatase tensin-type. 0 TCTACTCCCTGAA 0.368

- 7 2930 .2_RNA|CENPJ_uc NM_018451 NP_060921 Q9HC77 CENPJ_HUMAN 2 GGTCTTGACTTAT 0.348

- 3 707 vo.2_Missense_M NM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0 GGAGTTGAGGTG 0.453

- 1 457 NM_025113 NP_079389 Q9H714 CM018_HUMAN 0 ACTACACGCATCT 0.453

- 15 2287_2288 p.D628N|CHD8_uc NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 GAGATCCCCAAA 0.421

- 2 1292 R200Q|SALL2_uc00 NM_005407 NP_005398 Q9Y467 SALL2_HUMAN 3 GGCCTCGGGCTG 0.607

- 8 1172 _p.W75L|ADCY4_u NM_139247 NP_640340 Q8NFM4 ADCY4_HUMAN lasmic (Potential). 3 TGTGACCAAACGT 0.602

+ 3 629 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3 TCTGCTGGAGCAC 0.632

+ 3 356 NM_016039 NP_057123 Q9Y224 CN166_HUMAN 0 CAAGATCGACAAG 0.368

- 11 2785 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMANmbly) (By similarity).|Cytopla 9 TGACTTCCTGCAG 0.522

- 3 887 _p.P140L|ESR2_uc NM_001437 NP_001428 Q92731 ESR2_HUMAN Modulating. 3 GAACCTGGACCAG 0.483

+ 8 1012_1013 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1 TGCACCCAGGCG 0.634 rs104894476

+ 2 351 NM_006399 NP_006390 Q16520 BATF_HUMAN Basic motif. 1 AAAAATCGTATTG 0.522

- 13 2166 wc.1_Missense_M NM_007039 NP_008970 Q16825 PTN21_HUMAN 4 GCCACGGGCAGG 0.682

+ 37 6039 ybs.1_Missense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 AAGAATTTACCAG 0.418

- 3 890 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1 GGAGGACCAGCA 0.537

+ 7 1486 AIP2_uc010txz.1_M NM_006291 NP_006282 Q03169 TNAP2_HUMAN 1 GCTGGGCCCCCT 0.632

+ 5 508 e_Mutation_p.E158 NM_024071 NP_076976 Q9BQ24 ZFY21_HUMAN 0 AATCGAAATTGTA 0.498

+ 12 2306 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1 ACCGCACGCCTC 0.721

+ 11 3534 me.2_Missense_Mu NM_170589 NP_733468 Q8NG31 CASC5_HUMANAA approximate repeats. 5 GATAACGAAAGTG 0.378

+ 1 556 0udg.1_Intron|CAP NM_000070 NP_000061 P20807 CAN3_HUMAN alpain catalytic. 1 CCGGATGAGACC 0.478

- 9 1516 _p.R401Q|PCSK6_ NM_002570 NP_002561 P29122 PCSK6_HUMAN Catalytic. 2 ATTTTTCGCTCAT 0.532

+ 1 780 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMAN cellular (Potential). 0 CACATGGCCTTCT 0.423

- 4 704 M8A_uc002cgv.3_5 NM_021259 NP_067082 Q9HCN3 TMM8A_HUMANcellular (Potential). 3 ATGATGGAAATCT 0.667

+ 2 694 _p.A198T|PIGQ_u NM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1 GTGGAGGCCAGC 0.667

+ 2 976 D24_uc002cqm.2_M NM_020705 NP_065756 Q9ULP9 TBC24_HUMAN 0 CGAAGACGGTGTC 0.602

- 13 3478 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 ACATAGTTATTGA 0.478

- 1 655 3_5'Flank|CLEC16A NM_014015 NP_054734 O95424 DEXI_HUMAN 0 ACGTCGAGCTCCG 0.637

+ 8 1161 ssense_Mutation_p NM_024847 NP_079123 Q7Z402 TMC7_HUMAN lasmic (Potential). 3 GAATGCGGCAGA 0.398

- 9 1238 _p.P343L|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 GTTTCTGGAAGAA 0.527

- 13 1450 n.1_Missense_Mut NM_003460 NP_003451 Q05996 ZP2_HUMAN llular (Potential).|ZP. 3 CCACTGGAGGAG 0.428

+ 2 444 NM_000336 NP_000327 P51168 SCNNB_HUMANellular (By similarity). 7 AAGACCATGGACT 0.602 rs150466803



+ 14 1764 me.2_Missense_M NM_212535 NP_997700 P05771 KPCB_HUMANProtein kinase. 9 TCCGTGGATTGGT 0.458

- 25 3931 CC11_uc002efh.1_M NM_033151 NP_149163 Q96J66 ABCCB_HUMAN r 2.|Cytoplasmic (Potential) 6 GCCATGGGCTCCA 0.597

+ 9 1361 efx.2_Missense_M NM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2 AGAATTCCTTCAG 0.502

+ 1 1169 H3_uc010vli.1_5'U NM_001793 NP_001784 P22223 CADH3_HUMAN p.?(1) 5 CTCCTCCTTCTCC 0.731

- 13 2432 _p.K259N|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. 18 ATAGGGTTTCCAC 0.378

+ 2 404 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1 GTGCCAGGATTTG 0.438

- 2 404 fhu.1_Missense_M NM_172347 NP_758857 Q8TDN1 KCNG4_HUMAN lasmic (Potential). 3 TCTCCTCGTAGCT 0.622

+ 10 1210 RISPLD2_uc002fim NM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN LCCL 1. 0 GCCAGTCGTCTAG 0.532

- 16 1770 _Site_p.E336_splic NM_021962 NP_068781 Q12979 ABR_HUMAN 1 AAACTCCTGGGGA 0.562

- 16 3789 qv.1_Missense_Mu NM_017575 NP_060045 Q86US8 EST1A_HUMAN 4 AACAAAGGTCTG 0.582

+ 2 812 2A_uc002ghe.2_5'F NM_001102614 NP_001096084 P0C7Q6 AMCL3_HUMAN ical; (Potential). 0 CTGCTGGGCTCT 0.627

- 13 1321 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN yosin head-like. 11 TTGCCAACCTTGA 0.507

- 23 3037 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 TGTTCTCTGTGGC 0.343

- 23 2786 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21 CAGCTTCCTGAGA 0.358

- 34 4909 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 TGGTTTCTCTTCA 0.468

- 1 235 M16_uc002gor.1_In NM_006382 NP_006373 O95170 CDRT1_HUMAN 0 CACAACGAAAATA 0.493

+ 6 1016 NM_024052 NP_076957 Q8IVV7 CQ039_HUMAN 1 ATCAGTCCCTCAA 0.468

+ 1 275 gul.2_Missense_M NM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1 TATTTTCGTTGTG 0.493

- 3 260 _Splice_Site_p.K69_splice|IFT20_uc010wae.1_Intron|TN Q8IY31 IFT20_HUMAN 0 CAATTTCTTTTAG 0.393

- 4 1151 hht.2_Missense_Mu NM_001094 NP_001085 Q16515 ACCN1_HUMANellular (By similarity). 4 CCATCTCTGAGGA 0.547

- 15 3139 p.G844S|SRCIN1_ NM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN Pro-rich. 0 CTGGCCGTGGGG 0.692

- 9 1166 vt.2_Missense_Mu NM_198993 NP_945344 Q6ZMT1 STAC2_HUMAN SH3. 1 CGATCTCCAGGCC 0.627

- 4 1019 P_uc010wfs.1_Intr NM_005557 NP_005548 P08779 K1C16_HUMAN Rod.|Coil 2. 1 TCTGCTCGTACTG 0.617

- 7 1018_1019P198L|SEPT4_uc0 NM_004574 NP_004565 O43236 SEPT4_HUMAN P (By similarity). 0 ACTTCGGGAGGT 0.574 rs148239346

+ 7 726 A4_uc010wou.1_RN NM_000717 NP_000708 P22748 CAH4_HUMAN 0 CCAAGGAGGAGAA 0.587

+ 20 2987 CE_uc010wpj.1_Mis NM_000789 NP_000780 P12821 ACE_HUMAN Potential).|Peptidase M2 2. 4 CACCACGAAATGG 0.572

+ 7 685 _p.S136F|PSMC5_ NM_002805 NP_002796 P62195 PRS8_HUMAN 1 GTGTCTCTGGCTC 0.522

- 4 2190 _p.R673C|TEX2_uc NM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1 AGGGCGGGGTG 0.483

- 25 2989 DC46_uc010dep.2_ NM_145036 NP_659473 Q8N8E3 CE112_HUMAN Potential. 0 TGTCTTCAAGTTC 0.328

- 4 1059 2_Missense_Muta NM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANmenal (Potential). 0 CCACGGTGCCGT 0.582

+ 2 867 XNDC2_uc002koh NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P- 2 TCAGAAAAAGCCA 0.547 rs146821851

- 1 720 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3 ATAAAGGAGTTGT 0.607

- 15 2532 NM_005406 NP_005397 Q13464 ROCK1_HUMAN h FHOD1.|Potential.|REM. 5 AATTCTGACTGAC 0.294

+ 70 9361 us.3_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMANaminin G-like 4. 11 GGGAGGGAAGTT 0.493

+ 6 5037 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3 GTGAAAGCCAAAA 0.662

+ 7 869 _p.R206Q|RNF165_ NM_152470 NP_689683 Q6ZSG1 RN165_HUMAN 0 CATAGCGAAGACC 0.522

- 3 230 NM_139171 NP_631910 P59095 STAR6_HUMAN START. 1 TGCAATGATTTAT 0.328

- 7 839 2A|CCBE1_uc002l NM_133459 NP_597716 Q6UXH8 CCBE1_HUMAN ollagen-like 1. 3 GGGAGGGCCCTG 0.577

+ 7 716 3F|SERPINB10_uc NM_002575 NP_002566 P05120 PAI2_HUMAN 2 AGGTTTCCTCAAT 0.333

+ 27 3040 _Missense_Mutatio NM_198531 NP_940933 O43861 ATP9B_HUMAN lasmic (Potential). 3 CCTTGTCCTTCAA 0.433

+ 2 1223 _p.S257F|NFATC1 NM_006162 NP_006153 O95644 NFAC1_HUMAN X SP repeats. 2 GCTCCTCCAGACC 0.726

+ 2 157 JP3_uc010xhu.1_M NM_014428 NP_055243 O95049 ZO3_HUMAN PDZ 1. 3 CGGCCCGGTGGA 0.642

+ 7 986 p.D260G|TJP3_uc0 NM_014428 NP_055243 O95049 ZO3_HUMAN 3 TCTCGGACCTCGC 0.612

- 5 667 R2_uc010xhx.1_R NM_015174 NP_055989 Q9UPR6 ZFR2_HUMAN Pro-rich. 2 CTGGAGGATAGAA 0.677

- 8 1080 ec.2_Missense_Mu NM_000635 NP_000626 P48378 RFX2_HUMAN type winged-helix. 6 TCAGACGAATCCC 0.577

- 10 1116 NM_000064 NP_000055 P01024 CO3_HUMAN 5 GTAGGGAGAGGT 0.602

- 3 15725 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCAGAGGAACCAT 0.498



- 5 1214 NM_198535 NP_940937 Q32M78 ZN699_HUMAN C2H2-type 8. 0 CTTAAGGAGGAGG 0.433

+ 23 3453 057_splice|SMARC NM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67 CTTGCAGGAGTC 0.632

- 2 160 on_p.T5M|ACP5_u NM_001611 NP_001602 P13686 PPA5_HUMAN 1 AGCGCCGTCCAC 0.647

- 4 381 dyn.1_RNA|ZNF62 NM_145233 NP_660276 Q96I27 ZN625_HUMAN 0 GATGATCTTTCTT 0.398

- 15 1970 wk.2_Missense_Mu NM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2 TAGCTTCGTCGGC 0.637

- 6 1335 sense_Mutation_p.ANM_001008701 NP_001008701 O94910 LPHN1_HUMAN ke.|Extracellular (Potential) 5 TGAAGGCATAGTC 0.597

- 5 559 _p.R106W|ELL_uc NM_006532 NP_006523 P55199 ELL_HUMAN 1 GTTTCCGAAACTG 0.602

- 3 405 z.1_Intron|PBX4_uc NM_025245 NP_079521 Q9BYU1 PBX4_HUMAN 2 ATCTGTCGGATCT 0.512

+ 4 3095 edd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN 11 CCGCCTCCCTCCC 0.572

- 2 1423 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8 GGGGACGTGAAG 0.552

+ 10 3427 NM_015073 NP_055888 O60292 SI1L3_HUMAN PDZ. 2 GGAACGGGCTCG 0.667

+ 13 4095 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 AGCCACGATGGGA 0.632

+ 6 817 t.1_RNA|TIMM50_u NM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMAN intermembrane (Potential). 1 ACAGATGATCATC 0.607

- 26 12093 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN Cys-rich. 9 CCTGCCCCGGCTT 0.537

- 3 383 e.1_5'UTR|CYP2A6 NM_000762 NP_000753 P11509 CP2A6_HUMAN 2 CGCTCCCCGTTG 0.706

+ 10 2639 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11 CCCTCCCACCGG 0.682

+ 3 1146_1147 pcf.2_Missense_M NM_001080401 NP_001073870 Q8N819 PPM1N_HUMAN 0 CCTGGGGGAGGG 0.46

+ 6 617 p.G148E|CCDC155 NM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2 GCTTCGGAGGCG 0.562

+ 6 599_600 NM_021228 NP_067051 Q9H7N4 SFR19_HUMAN 0 GCAAAACGGGTA 0.614

+ 25 3052 NM_004533 NP_004524 Q14324 MYPC2_HUMANonectin type-III 3. 1 GGCAATGAATAC 0.537

- 3 300_301 K1_uc010ycg.1_R NM_002257 NP_002248 P06870 KLK1_HUMAN Peptidase S1. 0 AAACTGGGCTGT 0.55

- 6 814 71F|KLK8_uc002p NM_007196 NP_009127 O60259 KLK8_HUMAN Peptidase S1. 1 CCTCCAGAATCG 0.557

- 7 1874 0ycy.1_Missense_M NM_033130 NP_149121 Q96LC7 SIG10_HUMAN 3.|Extracellular (Potential). 1 CTCCTTCGTGCTC 0.667

- 5 1664 NM_014650 NP_055465 O94892 ZN432_HUMAN C2H2-type 9. 3 TGAGTTCGCTGAT 0.423

+ 6 1236 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0 CCCTTACATGCCA 0.423

+ 3 809 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1 GAAGAAGGGATTT 0.388

- 3 205 AS_uc002rcd.1_R NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 AATAATAAACGAT 0.274

- 25 4290 NM_000384 NP_000375 P04114 APOB_HUMAN 27 GGTAACGAGCCCG 0.527

+ 10 1331 rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 CCGCAAGGGCCG 0.537

+ 6 980 010yli.1_Missense_ NM_173650 NP_775921 Q8N7S2 DNJ5G_HUMAN 1 GAAGATGATTTTT 0.338

- 7 651 p.A147T|RBKS_uc NM_022128 NP_071411 Q9H477 RBSK_HUMAN 2 CTGCAGCGCTGCC 0.498 rs144415591

- 11 1117 NM_000379 NP_000370 P47989 XDH_HUMAN 8 ACTCACCGCCAC 0.52

+ 5 861 NM_005400 NP_005391 Q02156 KPCE_HUMAN 10 TGTGCTGGGTTAA 0.542

- 4 994 10ypj.1_Missense_ NM_022893 NP_075044 Q9H165 BC11A_HUMAN 13 GCCCTTCTGCCAG 0.572

- 8 1092 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 GTTTCTGTGTCCG 0.249

+ 29 3413 SF_uc010fek.2_Mis NM_003494 NP_003485 O75923 DYSF_HUMAN lasmic (Potential). 7 GGCTGGGAGTATA 0.617

- 9 1069 se_Mutation_p.S35 NM_021196 NP_067019 Q9BY07 S4A5_HUMAN lasmic (Potential). 9 TTGTAGGATTTTG 0.328

+ 2 261 NM_138800 NP_620155 Q96BQ3 TRI43_HUMAN RING-type. 1 GCCTTTCGTGGGA 0.502

+ 1 432 OC285033_uc002sv NM_001037228 NP_001032305 Q3KRF4 Q3KRF4_HUMAN 0 CTGCTTCCTTCCT 0.547

- 18 2664 szi.3_Missense_M NM_182911 NP_878915 Q9BZW7 TSG10_HUMANwith HIF1A (By similarity). 2 GGAGATCGATGGT 0.383

- 2 151 _p.R11Q|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMAN lasmic (Potential). 11 AGCATTCGTTGTC 0.507

+ 20 3830 e_Mutation_p.D437 NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 GAATGGGATAACT 0.443

+ 9 1404 0fjj.2_Missense_Mu NM_021815 NP_068587 Q9GZV3 SC5A7_HUMAN cellular (Potential). 4 CAAAGAAATCGTT 0.433

+ 6 971 dx.2_Nonsense_M NM_001056 NP_001047 O00338 ST1C2_HUMAN 1 GTTCCTGGTTTGA 0.438

+ 4 829 wr.1_RNA|SULT1C4 NM_006588 NP_006579 O75897 ST1C4_HUMAN 0 AAGAATGAATAAA 0.423

+ 14 2645 2_Missense_Mutat NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2 AGCAGGGAGAAGA 0.622

+ 4 683 ml.2_Missense_Mut NM_002881 NP_002872 P11234 RALB_HUMAN 3 GCCAACGTGGAC 0.547



- 45 8435 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 GAACAATTCACTC 0.408

- 42 7772 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50 CCACATCTAGTGG 0.398

- 77 11578 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 104. 20 ATTTTTCCTGCAT 0.423

- 7 1400 e_Mutation_p.D200 NM_004490 NP_004481 Q14449 GRB14_HUMAN PH. 7 AAATATCACTATTG 0.333

- 3 554 n_p.S21F|SCN3A_ NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 GCAAGAGATTCTC 0.438

+ 1 242 po.2_Missense_Mu NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 GAAGCCGGAAGA 0.512

- 8 1021 df.1_Missense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN s A 7.|Extracellular (Potenti 29 ACCATTCTCTTGG 0.448

- 284 83316 393K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AAGTTTCCCGCTT 0.413

- 275 76341 068K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTTTTCGTTAAC 0.418

- 275 73362 075R|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTTTCCAAAGTC 0.418

- 100 25998 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TATTTTTCATATTC 0.368

+ 5 974 upr.1_Missense_M NM_177454 NP_803237 Q6P995 F171B_HUMAN cellular (Potential). 10 GGGGATCGCATAC 0.358 rs149646688

- 46 3582 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 TTACCGGATCTCC 0.537

+ 19 3488 2uqx.1_Splice_Site NM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4 TTTATAGGGAATT 0.343

+ 8 1795 _p.P407L|NAB1_uc NM_005966 NP_005957 Q13506 NAB1_HUMAN 0 ACAGTCCTAACGG 0.483

- 6 598 _p.T145I|ICA1L_u NM_138468 NP_612477 Q8NDH6 ICA1L_HUMAN AH. 0 ATCAAGGTATCAG 0.463

+ 5 625 r.2_Missense_Mut NM_001875 NP_001866 P31327 CPSM_HUMAN phoribosyltransferase homo 13 GGAGTGGACACAA 0.299

+ 3 362 n_p.G4E|ATIC_uc0 NM_004044 NP_004035 P31939 PUR9_HUMAN 29 GGGGGGACGTG 0.398

+ 16 1909 _p.L304P|VIL1_uc NM_007127 NP_009058 P09327 VILI_HUMAN Core. 1 AAAACCTGGTCAT 0.507

+ 3 1005 _p.S47F|TTLL4_uc NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 CTTCCTCCTATAA 0.537

+ 4 563 zlp.1_Missense_M NM_152386 NP_689599 Q8IWX5 SGPP2_HUMAN ical; (Potential). 2 AGTATCCATTTGT 0.458

+ 5 529 NM_031313 NP_112603 P10696 PPBN_HUMAN 1 CCTCAGGAAAGTC 0.617

- 2 290 nw.1_Missense_M NM_022817 NP_073728 O15055 PER2_HUMAN 2 TCCACGGGCTCC 0.607

+ 6 789 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMAN lasmic (Potential). 3 ACTACTCCTGCCG 0.632

+ 13 1349 FARP2_uc010zor.1 NM_014808 NP_055623 O94887 FARP2_HUMAN 3 TCTCTCCCTCCAC 0.542

+ 9 1458 GDH_uc002wcg.1_ NM_152783 NP_689996 Q8N465 D2HDH_HUMAN 0 AAGCACGTGGTG 0.587

+ 8 865 pw.1_Missense_Mu NM_080751 NP_542789 Q8TDI7 TMC2_HUMAN ical; (Potential). 3 GGCATGCCCTATG 0.443

- 16 1509 p.L337R|SEL1L2_u NM_025229 NP_079505 Q5TEA6 SE1L2_HUMAN r (Potential).|Sel1-like 9. 2 TGGCCTAGTTCAC 0.438

+ 3 1706 NM_001011718 NP_001011718 Q5GH72 XKR7_HUMAN 3 CCACACCAGTGGC 0.657

+ 3 197 se_Mutation_p.S2F NM_031483 NP_113671 Q96J02 ITCH_HUMAN 6 GTATGTCTGACAG 0.388

- 8 1235 _p.P194L|STAU1_ NM_017453 NP_059347 O95793 STAU1_HUMAN 5 GTCTGTGGCTGAG 0.488

+ 18 2229 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2 CCAAGCGGGCCC 0.567

+ 4 549 cp.3_Missense_Mu NM_001013694 NP_001013716 Q9UH36 SRR1L_HUMAN 0 ATGACCCTCTGTT 0.448

- 4 633 3aii.1_Missense_M NM_004861 NP_004852 Q99999 G3ST1_HUMANmenal (Potential). 0 CGGGGTCGCGGA 0.647

+ 3 527 e_Mutation_p.K11 NM_000355 NP_000346 P20062 TCO2_HUMAN 1 CCACAAGGGGGA 0.617

+ 11 1705 Missense_Mutation NM_006932 NP_008863 P53814 SMTN_HUMAN 3 CGCCCCCGACCC 0.622

+ 4 588 B1_uc003axr.2_Int NM_004711 NP_004702 O43759 SNG1_HUMAN 0 ATTGGCGCCGACT 0.687

+ 7 1956_1957 NM_001429 NP_001420 Q09472 EP300_HUMAN 64 GTGTAGGAGTTC 0.366

- 6 1011 e_Mutation_p.M1I| NM_000106 NP_000097 Q6NWU0 Q6NWU0_HUMAN 2 GGTCACCATCCCG 0.612

+ 15 2004 blc.2_Missense_M NM_014678 NP_055493 O75170 PP6R2_HUMAN 0 ACGAACCGCAGG 0.692

- 41 5872 f.2_Missense_Muta NM_002972 NP_002963 O95248 MTMR5_HUMAN 0 CTCAGGCGTCCG 0.682

+ 6 753 ow.1_Missense_Mu NM_006614 NP_006605 O00533 CHL1_HUMAN 2.|Extracellular (Potential). 12 TCCCACCTTTACA 0.398

- 4 692 385D_uc010hfb.1_ NM_024697 NP_078973 Q9H6B1 Z385D_HUMANMatrin-type 1. 5 GCCGCAGCCTGG 0.443

+ 19 2326 _p.G689R|ARPP21 NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN Gln-rich. 3 CAACAGGGATTCC 0.468

- 11 1751 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 GCCTTTGGAGAGG 0.498

- 10 1662 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 TTTTGGCAATCTT 0.378

+ 13 1355 n_p.V201I|VIPR1_ NM_004624 NP_004615 P32241 VIPR1_HUMAN lasmic (Potential). 1 CAGGGCGTCCTGG 0.687



- 3 542 on.2_Missense_Mu NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANcellular (Potential). 3 TCTAAACCGATGC 0.552

- 6 1095 se_Mutation_p.P25 NM_170662 NP_733762 Q13191 CBLB_HUMAN -PTB.|SH2-like. 9 TAACCTGGATGTG 0.333

- 1 183 3dxk.2_Missense_M NM_005459 NP_005450 O95843 GUC1C_HUMAN EF-hand 1. 0 TAAATTCATGTAG 0.388

- 3 207 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1 CCTTCCCCTTTGG 0.323

- 5 793 NM_199420 NP_955452 O75417 DPOLQ_HUMANcase ATP-binding. 11 AGTCTCCCAGCA 0.383

+ 15 1487 bjn.1_Missense_M NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 TCAAATCCTTTCA 0.323

- 7 753_754 e_Mutation_p.E158 NM_053025 NP_444253 Q15746 MYLK_HUMAN 9 GCACTCCCCCCA 0.55

+ 11 1353 on_p.V337A|SEC6 NM_013336 NP_037468 P61619 S61A1_HUMAN lasmic (Potential). 1 TGCAGGTTGCAAA 0.562

+ 15 4413 6A6_uc003eni.3_5 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN le-helical region. 8 AAGTTGGGGAAA 0.373

+ 19 1865 no.2_Missense_Mu NM_014382 NP_055197 P98194 AT2C1_HUMANasmic (By similarity). 1 ATCCACCTAGAAC 0.418

+ 6 567 htq.1_Missense_M NM_015268 NP_056083 O75165 DJC13_HUMAN 2 CAAGGAGGATTTT 0.328

- 2 529 n_p.Q80*|AMOTL2 NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1 CGCCCTGGTGCTC 0.672

+ 2 1200 B3GNT5_uc003fll.2 NM_032047 NP_114436 Q9BYG0 B3GN5_HUMANmenal (Potential). 1 CGTGTTCATCGTG 0.438

+ 13 1512 mt.2_Missense_Mu NM_004423 NP_004414 Q92997 DVL3_HUMAN DEP. 3 GAAGGCTTCACGG 0.582

+ 5 607 n_p.E20K|OSTalph NM_152672 NP_689885 Q86UW1 OSTA_HUMAN ical; (Potential). 1 ATGGTGGAAGGC 0.507

+ 8 3378 _p.S177F|RGS12_ NM_198229 NP_937872 O14924 RGS12_HUMAN RGS. 1 TGAAGTCCCCGCT 0.587

+ 3 404 BA3_uc011bxo.1_M NM_020973 NP_066024 Q9H227 GBA3_HUMAN 0 ATCATCGATGATT 0.363

+ 8 1293 bze.1_Missense_M NM_000812 NP_000803 P18505 GBRB1_HUMAN ical; (Probable). 2 GCGATTGATATTT 0.453

- 3 465 _p.G55R|KDR_uc0 NM_002253 NP_002244 P35968 VGFR2_HUMAN 1.|Extracellular (Potential). 33 TCTGTCCCCTGAA 0.428

+ 1 331 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 ATTTTTCACAAGA 0.294

+ 2 778 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 TTATGCGAAACTC 0.398

- 40 6518 xc.1_Missense_Mu NM_001813 NP_001804 Q02224 CENPE_HUMANbinding domain.|Potential. 9 GGAAGTGAGAGG 0.363

+ 12 1960_1961_p.G543K|GSTCD_ NM_001031720 NP_001026890 Q8NEC7 GSTCD_HUMAN 2 TTGTGGGAGTCC 0.45

+ 9 10450 _p.D1782N|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellula p.D3484N(2) 18 GCTGTTGATTCAG 0.458 rs143981594

+ 13 12422 p.G2404E|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN 1.|Extracellular (Potential). 18 TCAATGGAAGGC 0.413

+ 2 293 on_p.P6L|ARFIP1_ NM_001025595 NP_001020766 P53367 ARFP1_HUMAN 1 AATCTCCCAAAAA 0.343

- 7 1324 tz.1_Missense_Mu NM_006529 NP_006520 O75311 GLRA3_HUMAN ical; (Probable). 3 CAGAATGAAACCC 0.478

- 19 3314 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 GGAGGGCGTGCG 0.577

+ 3 764 NM_012304 NP_036436 Q9UJT9 FBXL7_HUMAN 3 CCGACCCGCCTC 0.647

- 4 930 p.D185N|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 2. 7 CTGCATCAGTAGC 0.433

- 2 380 on_p.M1I|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN 7 AATTTTCATTGTA 0.428

+ 3 321 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6 GACTGGGAGAAA 0.428

- 12 2476 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN lasmic (Potential). 12 CTTTCATTAATGA 0.463

+ 20 4268 m.2_Missense_Mu NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 CGGGGGAGAAA 0.657

- 8 1241 NM_001007527 NP_001007528 Q68DH5 LMBD2_HUMAN lasmic (Potential). 0 CTGTAGGGCACta 0.224

+ 4 1287 VELD2_uc003jwr.1_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMAN lasmic (Potential). 0 GAAGTTAATTTCA 0.423

- 2 2573 ss.1_Missense_Mu NM_003633 NP_003624 O14682 ENC1_HUMAN Kelch 4. 3 GCCAGGGCTGGG 0.507

+ 1 816 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN motif (By similarity). 1 AAACAGCAGATG 0.353

- 4 1551 _p.P401S|ANKRD3 NM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1 GGAAGGAGATGG 0.488

+ 32 7174 e_Mutation_p.R66C NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GTTTATCGTGTTC 0.418

+ 49 10328 p.A1117V|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN xtracellular (Potential). 16 CCGTGGCCTTGTT 0.473

+ 75 16226 .G3083E|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 AGAGTGGACTAGA 0.388

+ 20 2646 e_Mutation_p.G758 NM_000919 NP_000910 P19021 AMD_HUMAN midating lyase (By similarity) 0 TACAAGGATTTGT 0.398

+ 3 324 SNCAIP_uc010jcu.2 NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2 CAAAACGAAGACA 0.478

- 7 1046 xf.1_Missense_Mut NM_007054 NP_008985 Q9Y496 KIF3A_HUMANKinesin-motor. 1 AGTTACGATAAGG 0.383

+ 1 541 _p.D181N|PCDHA1 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 TCTTTGGATGTAG 0.423

+ 1 2140 q.1_Intron|PCDHG NM_018924 NP_061747 Q9Y5G1 PCDGF_HUMAN lasmic (Potential). 0 TCCCTGCGCCTGC 0.582



+ 5 1306 p.R383W|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 GTCCGCCGGCCT 0.448

+ 3 907 _Mutation_p.R131 NM_001135037 NP_001128509 P55082 MFAP3_HUMAN e.|Extracellular (Potential). 0 CCAATTCGTGCCT 0.443

- 2 579 ense_Mutation_p.V NM_024007 NP_076870 Q9UH73 COE1_HUMAN 5 TCTCCACGAACCC 0.632

- 10 1392 yr.1_Intron|GABRB2 NM_021911 NP_068711 P47870 GBRB2_HUMAN lasmic (Probable). 0 GAGAAATCGTaat 0.184 rs150956270

- 4 3842 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 gagttcatttcgtatttcaa 0

- 3 582 RIM26_uc003npt.2_ NM_003449 NP_003440 Q12899 TRI26_HUMAN B box-type. 3 ACTCCCGGCACA 0.657

+ 25 3229 1_Missense_Muta NM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0 CAGTTTCGGAAGG 0.612

+ 62 9419 uc003oof.1_Intron NM_001371 NP_001362 21 TCATTTCAAGATC 0.358

+ 10 1062 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN lasmic (Potential). 5 ATCCAAACTGAAG 0.547

+ 1 361 _p.A88T|SLC22A7 NM_153320 NP_696961 Q9Y694 S22A7_HUMAN 0 CCCCAGGCTCTCC 0.637

+ 11 1337 wh.1_Missense_M NM_005588 NP_005579 Q16819 MEP1A_HUMANular (Potential).|MAM. 3 CCTGCCCCACAGG 0.517

- 11 2069 dwl.1_Missense_M NM_153840 NP_722582 Q5T601 GP110_HUMAN lasmic (Potential). 3 AAATACGACGTGT 0.468 rs138895375

- 22 2282 Mutation_p.E69K|CO NM_030820 NP_110447 Q96P44 COLA1_HUMAN ollagen-like 4. 2 CTGGTTCTCCTGG 0.418

+ 30 4688 414_splice|BAI3_uc NM_001704 NP_001695 O60242 BAI3_HUMAN 50 CTTACAGAGAAGA 0.234

+ 6 1091 SP3_uc003pvo.2_ NM_003880 NP_003871 O95389 WISP3_HUMAN CTCK. 0 TAAATGGAAGATG 0.373

+ 8 882 _p.P255S|NT5DC1 NM_152729 NP_689942 Q5TFE4 NT5D1_HUMAN 0 CAGAGACCTTTCC 0.398

+ 3 279 G1_uc010kfm.1_Mi NM_000045 NP_000036 P05089 ARGI1_HUMAN 1 CTGTGGGAAAAGC 0.483

- 1 931 PP3_uc010kfq.2_In NM_001145659 NP_001139131 A4FU28 CTGE9_HUMAN 0 CTTTCGGAGGATC 0.368

- 6 3204 p.R781*|LATS1_uc NM_004690 NP_004681 O95835 LATS1_HUMANProtein kinase. 6 CACATCGACAGCT 0.473

- 43 6870 ou.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN ic (Potential).|Potential. 45 GATATTCTCTCAT 0.368

- 6 728 _p.E215K|PHF10_ NM_018288 NP_060758 Q8WUB8 PHF10_HUMAN SAY. 1 TGCGTTCCCGGTT 0.368

- 9 2112 NM_005618 NP_005609 O00548 DLL1_HUMAN ical; (Potential). 5 CGCACACGGCCA 0.701

- 4 1024 RADIL_uc011jwc.1 NM_018059 NP_060529 Q96JH8 RADIL_HUMAN 7 ATGCTGGGCTTGC 0.682

+ 2 326 pw.2_Missense_Mu NM_006908 NP_008839 P63000 RAC1_HUMAN 2 GCATTTCCTGGAG 0.353

- 2 140 kut.1_Intron|DFNA NM_001127453 NP_001120925 O60443 DFNA5_HUMAN 1 TCAGGTCACCATC 0.373

+ 12 1680 tlp.2_Missense_Mu NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 CGCAGCCGCTCAT 0.572

- 22 3234 w.2_Missense_Mu NM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4 ACCATGGGCTTGG 0.602

+ 26 9800 _p.D333N|ABCA13 NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CTTAGCGATTCTA 0.368

+ 19 4407 p.P1198T|AUTS2_ NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 CCTCCCCCGCTC 0.662

+ 12 2240 fj.3_Missense_Mut NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CTCATCTTCACAG 0.463

+ 8 2568 gm.2_Missense_M NM_198467 NP_940869 Q6PCB5 RSBNL_HUMAN 1 AAAGACGATGACA 0.308

- 3 2846 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GTTCTTCCTTCTT 0.483

- 16 2063 NM_006080 NP_006071 Q14563 SEM3A_HUMANg-like C2-type. 4 ATGATTCTCTCTT 0.408

- 12 2599 n_p.S610F|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN(Potential).|Protein kinase. 15 AGGAAGGAGTCCA 0.607

- 6 1205 uzb.2_Missense_M NM_001146210 NP_001139682 P0CI01 SPDE6_HUMAN 0 CCTCGTCGTCCTC 0.552

- 9 1107 vcv.2_Missense_M NM_182691 NP_872633 P78362 SRPK2_HUMANProtein kinase. 6 GCTGAGGTGATG 0.473

+ 13 1565 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 CCAATCCCAACTG 0.363

+ 1 698 NM_001004685 NP_001004685 O95006 OR2F2_HUMAN lasmic (Potential). 4 GAGAAGGAAGAAA 0.512

+ 3 836 lpu.2_Missense_M NM_018384 NP_060854 Q96F15 GIMA5_HUMAN lasmic (Potential). 2 GCCCTGGATGAC 0.552

- 3 406 x.2_RNA|VIPR2_u NM_003382 NP_003373 P41587 VIPR2_HUMAN cellular (Potential). 2 GCAGGGCACCG 0.567

- 32 5419 p.D1069N|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|CUB 10. 25 CCAAATCATTCAG 0.423

- 13 1577 se_Mutation_p.S36 NM_001135691 NP_001129163 P54219 VMAT1_HUMAN ical; (Potential). 2 ATTAGGGAACACA 0.468

- 16 3801_3802 2_Missense_Muta NM_005144 NP_005135 O43593 HAIR_HUMAN JmjC. 2 TGCCCGGAGACC 0.658

+ 4 530 n_p.E25K|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 TACACTGAAACAT 0.468

+ 9 906 xec.2_Missense_M NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN2B.|Extracellular (Potential). 5 AATATAGAAACTA 0.318

+ 3 443 nse_Mutation_p.D NM_004331 NP_004322 O60238 BNI3L_HUMAN 0 ATGTTTGATGTGG 0.398

+ 3 445 nse_Mutation_p.D NM_004331 NP_004322 O60238 BNI3L_HUMAN 0 GTTTGATGTGGAA 0.398



+ 5 1324 xgb.1_Missense_M NM_016240 NP_057324 Q6AZY7 SCAR3_HUMANcellular (Potential). 4 GCCGAGGAGCTC 0.602

- 2 175 ense_Mutation_p.N NM_172366 NP_758954 Q8IX29 FBX16_HUMAN 1 TGATGGTTTAGGG 0.373

+ 8 850 CM4_uc011ldi.1_M NM_182746 NP_877423 P33991 MCM4_HUMAN 4 CTGACTCAATCTT 0.328

+ 5 1047 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1 GGAGGCCGACAA 0.677

- 22 2009 ee.1_Missense_Mu NM_003580 NP_003571 Q92636 FAN_HUMAN 1 ACTCTTCACCTGG 0.363

- 16 2734 3xxl.1_Missense_M NM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN SEC7. 8 ACATACGAAGGGC 0.398

- 3 219 ense_Mutation_p.G NM_001738 NP_001729 P00915 CAH1_HUMAN 2 CATATCCCCAGTC 0.328

+ 4 623 S8_uc011lgq.1_RN NM_017864 NP_060334 Q75QN2 INT8_HUMAN 0 CAAAACCCGGAC 0.353

+ 42 7898 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TTGATTCTGTATT 0.443 rs145208175

+ 2 1099 NM_003301 NP_003292 P34981 TRFR_HUMAN lasmic (Potential). 3 GTCAGACCATTTC 0.473

+ 7 960 2_5'UTR|COL14A1 NM_021110 NP_066933 Q05707 COEA1_HUMAN VWFA 1. 12 ATAAAGGAGGAAA 0.363

- 9 2444 Y8_uc010mds.2_I NM_001115 NP_001106 P40145 ADCY8_HUMAN ical; (Potential). 6 AACTTTGTATTGC 0.353

- 30 2939 ljo.1_Missense_M NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN ly-rich.|Collagen-like 6. 13 TTCAGTCCTGGAA 0.383

- 11 1988 NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN ke 1.|Pro-rich.|Gly-rich. 13 TTCTCTCCCTTAG 0.587

+ 13 1399 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2 CTGCGCCCTCCC 0.687

- 1 4908 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 27. 2 AACATTCCTGCTT 0.627

- 25 2779 NM_013291 NP_037423 Q10570 CPSF1_HUMAN lization signal (Potential). 1 TCTCACGGAAGTT 0.642

- 1 2961 n_p.I632L|RANBP6 NM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3 TCCCTATTGCTGA 0.363

- 24 3077 NM_000170 NP_000161 P23378 GCSP_HUMAN 2 AGGCCGGTCCCA 0.557

- 2 553 TR|CDKN2A_uc01 NM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 4. H83fs*2(2)|p.P1 3678 CCACGGGCAGAC 0.731 rs121913386

+ 36 4421 wr.2_Missense_Mu NM_006377 NP_006368 O14795 UN13B_HUMAN MHD2. 5 AAAACCTTCCTGG 0.512

+ 2 146 NM_000692 NP_000683 P30837 AL1B1_HUMAN 1 CTTAGCCTCCAGG 0.602

- 5 1131 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0 GTGGGCGTTGGT 0.692

+ 18 2329 NM_001855 NP_001846 P39059 COFA1_HUMAN lical region 2 (COL2). 6 GGAAAAAGGGAC 0.617

- 38 7118 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 14. 7 CGAGAGGAACAC 0.483

- 5 1510 NM_001101338 NP_001094808 P0CG24 ZN883_HUMAN C2H2-type 3. 0 CAGTATGGACTCT 0.363

+ 7 1774 nw.1_Missense_Mu NM_173689 NP_775960 Q5IJ48 CRUM2_HUMANPotential).|Laminin G-like 1. 1 CAACTCCGCTGCC 0.682

+ 4 541 _uc004bxn.1_Intro NM_178001 NP_821068 Q15257 PTPA_HUMAN 3 TCCTGCGATGAAT 0.154

- 6 1271 SB6_uc011mbt.1_M NM_017873 NP_060343 Q9NWX5 ASB6_HUMAN SOCS box. 0 AGCTCTCCAGCTG 0.607

- 11 2639 F1_uc004cbm.2_N NM_007344 NP_031370 Q15361 TTF1_HUMAN 4 TGTCTCGAAATGG 0.313

- 4 990 11mdf.1_Missense NM_020385 NP_065118 Q9GZR2 REXO4_HUMANExonuclease. 0 ACACACGGGCGG 0.557

+ 1 1462 T1_uc011mei.1_5'F NM_001080482 NP_001073951 C9J069 CI172_HUMAN 0 AAGGCCGGCGC 0.751

- 7 764 se_Mutation_p.H2 NM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 2. 0 TGATATGAACTTC 0.428

- 1 404 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN Glu-rich. 4 CTGTCTCCTCTCC 0.368

- 34 4071 Splice_Site_p.D94 NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4 TGTATCCTTAATT 0.328

+ 15 2701 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 GCACATCATGTCA 0.294

+ 7 1266 sk.1_Nonsense_M NM_182607 NP_872413 Q86XK7 VSIG1_HUMAN lasmic (Potential). 2 agagtcagagccTGGG 0.408

+ 30 2652 _p.G817E|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 TGCCAGGAATAG 0.438

+ 44 4151 _Mutation_p.P131 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 GGTAATCCTGGCC 0.383

- 15 3065 n_p.I937F|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN Potential).|Ig-like C2-type 9. 5 AGTAGATACAGCT 0.517

+ 4 2369 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CAAATTCCTCAGA 0.562

+ 3 1144 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi7_N212>Y(2)|p 2334 GATTTCCTGCAGA 0.289

+ 14 1708 NM_001012423 NP_001012423 1 TGCCGAGTGTCCC 0.607

- 11 1435 o.1_Missense_Mu NM_005374 NP_005365 Q14168 MPP2_HUMAN nylate kinase-like. 0 GGTAGCGCCCAGC 0.627 rs149328604

- 4 1916 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6 TTACATTCATACG 0.413

- 16 3123 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13 GACCAGCGACCT 0.478

- 8 1212 zyi.1_Missense_Mu NM_000961 NP_000952 Q16647 PTGIS_HUMAN 3 AAGGGGAAGAG 0.562



- 13 1491 AC10_uc003bkh.2_ NM_032019 NP_114408 Q969S8 HDA10_HUMAN 0 TCTGGGGAGTGG 0.657

- 1 572 n_p.H16N|MAGI1_ NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6 ATTCGTGAACCCT 0.602

+ 8 1480 p.L7R|PIK3R1_uc0 NM_181523 NP_852664 P27986 P85A_HUMAN p.?(1) 101 CAGCACTGCCTC 0.353

+ 10 1748 1dur.2_Missense_ NM_020978 NP_066188 P19961 AMY2B_HUMAN 0 CCAAATAATAATG 0.363 rs144066229

+ 12 1400 3_RNA|NBPF9_uc0 NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0 GATGACAATGAAG 0.423

+ 7 1252 e_Mutation_p.T308 NM_005807 NP_005798 Q92954 PRG4_HUMAN eats of K-X-P-X-P-T-T-X.|7. 1 ACCACCACCAAGG 0.642

+ 3 1144 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi7_N212>Y(2)|p 2334 GATTTCCTGCAGA 0.289

+ 1 2080 NR_003268 0 CTAGACGCTCTGG 0.418

+ 14 1708 NM_001012423 NP_001012423 1 TGCCGAGTGTCCC 0.607

- 13 2057 wb.2_Missense_Mu NM_015092 NP_055907 Q96Q15 SMG1_HUMAN with SMG8 and SMG9. 16 AACTTATAGGCAG 0.398

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

- 11 1435 o.1_Missense_Mu NM_005374 NP_005365 Q14168 MPP2_HUMAN nylate kinase-like. 0 GGTAGCGCCCAGC 0.627 rs149328604

- 4 508 jra.2_Missense_Mu NM_052916 NP_443148 Q96PX1 RN157_HUMAN 1 ACCTGGCAATACC 0.483

- 6 2022 ense_Mutation_p.QNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0 AATAAGTTGCATA 0.403

- 5 1005 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3 CTGTACCTCTTGT 0.502

+ 6 1175 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN 0 CACACTGGTGAGA 0.418

- 16 3123 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13 GACCAGCGACCT 0.478

- 5 635 wtu.2_Missense_M NM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1 TCGTGACGTTGGG 0.622

+ 2 127 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATTCAGATGCAAT 0.333

- 8 1212 zyi.1_Missense_Mu NM_000961 NP_000952 Q16647 PTGIS_HUMAN 3 AAGGGGAAGAG 0.562

- 4 356 ync.2_Missense_M NM_006585 NP_006576 P50990 TCPQ_HUMAN 0 CATTACAATCATTT 0.368

+ 3 591 e_Mutation_p.S44 NM_006031 NP_006022 O95613 PCNT_HUMAN 8 ACAGTCAGTGACC 0.552

- 3 3294 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 CATTCTCCACATG 0.418

+ 8 1480 p.L7R|PIK3R1_uc0 NM_181523 NP_852664 P27986 P85A_HUMAN p.?(1) 101 CAGCACTGCCTC 0.353

- 4 272 NM_138493 NP_612502 Q9P0B6 CF129_HUMAN Potential. 0 CTTGCCGAAGAAA 0.542

+ 2 269 F25_uc003qwl.1_M NM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-moto p.W3C(1) 2 ATGACATGGACCT 0.602

- 5 698 U_uc003ynm.3_M NM_001099754 NP_001093224 Q9NX95 SYBU_HUMAN eraction with KIF5B.|Ser-ric 1 GAGGACCTCGACT 0.473

- 9 870 nse_Mutation_p.L1 NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0 CGGTCAGCCCCG 0.577

+ 2 401 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMAN cellular (Potential). 0 CGCAGTACCAGCC 0.642

+ 3 857 anv.2_Intron|TAS1R NM_138697 NP_619642 Q7RTX1 TS1R1_HUMAN cellular (Potential). 3 CGAGTCCGTGGT 0.642

- 4 1598_1599LHL21_uc009vme.2 NM_014851 NP_055666 Q9UJP4 KLH21_HUMAN Kelch 6. 1 CAGAGACGTACA 0.629

+ 18 4676 1aoj.2_Missense_M NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9 ACCTTCCCTCCGC 0.488

- 12 1399 NM_207420 NP_997303 Q6PXP3 GTR7_HUMAN lasmic (Potential). 0 TCTCCGGAATAAC 0.478

+ 4 1478 asi.1_Missense_M NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANcellular (Potential). 7 TGGGGGGACAGA 0.512

- 1 306 NM_001089591 NP_001083060 0 TAAAGAGTTTGTG 0.428

+ 1 536 C7A_uc009vpg.2_ NM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3 CGCTTGGGCAGC 0.632

+ 8 1985 _p.G461S|PAX7_uc NM_002584 NP_002575 P23759 PAX7_HUMAN 203 AGTACGGCCAGT 0.642 rs140323790

- 11 1562 bfc.2_Missense_Mu NM_032236 NP_115612 Q86UV5 UBP48_HUMAN 2 TATCCCGATCTAC 0.363

- 4 621 h.2_Intron|RHCE_u NM_020485 NP_065231 P18577 RHCE_HUMAN ical; (Potential). 0 GCCCAAAATAGGC 0.542

- 25 3671 sw.1_Missense_M NM_004672 NP_004663 O95382 M3K6_HUMAN 9 TGCTGGGAGTCC 0.647

+ 4 1171 bxt.2_Missense_Mu NM_032884 NP_116273 Q6P1W5 CA094_HUMAN 0 CACTTTCCTACAG 0.512

- 2 437 122_uc001ccb.1_5 NM_024640 NP_078916 Q86U90 YRDC_HUMAN YrdC-like. 0 GGTCTTTCAGGAG 0.478

- 2 149 0oix.1_Missense_M NM_016257 NP_057341 Q9UM19 HPCL4_HUMAN p.P10H(1) 1 ACCTCGGGGGCC 0.632

- 6 1390_1391 .2_Intron|PPIE_uc0 NM_001720 NP_001711 P34820 BMP8B_HUMAN 0 GGAGTCCAGTGG 0.639

+ 12 1444 nse_Mutation_p.R3 NM_001017922 NP_001017922 Q96PL5 ERMAP_HUMAN (Potential).|B30.2/SPRY. 1 CCCCTTCGCCCT 0.448

- 9 1249 e_Mutation_p.P400 NM_000778 NP_000769 Q02928 CP4AB_HUMAN 4 CATCAGGGAAGGT 0.577

- 9 1244 e_Mutation_p.T39 NM_000778 NP_000769 Q02928 CP4AB_HUMAN 4 GGAAGGTGACGG 0.582



- 17 2295 rf168_uc001cyl.2_ NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 TTTCTAGGAGAGA 0.323

- 1 342_343 NM_032027 NP_114416 Q9BX74 TM2D1_HUMAN 1 CACGGCCTCCGG 0.673

- 3 2055 3_Intron|KANK4_u NM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6 GCCCAATAGTGGC 0.617

- 4 377 NM_018841 NP_061329 Q9UBI6 GBG12_HUMAN 0 TTGAAAGGGTTTT 0.453

- 11 1931 P2_uc001dmy.1_R NM_004120 NP_004111 P32456 GBP2_HUMAN 1 CCTGTTCCTAAAA 0.408

- 12 1667 _p.M202L|HFM1_u NM_001017975 NP_001017975 A2PYH4 HFM1_HUMAN case C-terminal. 0 AGTACATTTGTAT 0.328

- 18 2341 RHGAP29_uc001dq NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 GATGACCACAAAT 0.328

- 2 265 PYD_uc001drw.2_ NM_000110 NP_000101 Q12882 DPYD_HUMAN 8 GGATTTCTTTTCC 0.383

- 40 3424 p.G1048R|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 GAGCTCCAGGAAG 0.383

+ 7 1186 va.1_Missense_Mu NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 5. 2 CCTGTCCGTGGTG 0.512

+ 2 370 _p.G114E|CD2_uc0 NM_001767 NP_001758 P06729 CD2_HUMAN -3 (CD58) binding region 2. 1 CAAAAGGAAAAAA 0.308

+ 76 9459 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 CTGCTGGATGAGA 0.483

+ 10 1004 NKRD35_uc010oyx NM_144698 NP_653299 Q8N283 ANR35_HUMAN Potential. 5 AGTGGAGGTGGA 0.557

- 3 4818 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 ACTTCACTGTCAG 0.507

+ 2 1035 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5 AGTGCCGAATCGA 0.617

+ 3 589 po.2_Missense_Mu NM_021948 NP_068767 Q96GW7 PGCB_HUMAN g-like V-type. 2 CCCGGGGCCGG 0.711

- 1 815 NM_001005278 NP_001005278 Q8NGY6 OR6N2_HUMAN Name=7; (Potential). 0 AGTGTTCGGTCAA 0.433

- 7 816 NM_017625 NP_060095 Q8WWA0 ITLN1_HUMAN nogen C-terminal. 7 CAAATCCCGCAGT 0.488

+ 10 1625 NM_002022 NP_002013 P31512 FMO4_HUMAN 3 CCTTATCAGTACC 0.498

- 3 263 NM_005092 NP_005083 Q9UNG2 TNF18_HUMAN cellular (Potential). 1 TTGAGGGTAATGG 0.333

+ 12 2886 NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 8. 9 ACGGAGAGACCA 0.607

- 12 3066 g.3_Missense_Mut NM_007314 NP_009298 P42684 ABL2_HUMAN ng (By similarity).|Pro-rich. 14 GGTTGTGAGTGGT 0.572

+ 34 8228 _p.K750N|CEP350_ NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 TGAGAAATCCCTA 0.363

+ 4 366 gqh.2_Missense_M NM_173156 NP_775179 Q92540 SMG7_HUMAN 3 GCAAATCCGAATC 0.423

+ 7 1183 e_Mutation_p.P285 NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|4; approx 1 ACCACCCCCAAGG 0.637

+ 7 1369 _Mutation_p.P347T NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|12 1 ACCACCCCCAAGA 0.652

- 8 1763 pot.1_Missense_Mu NM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5 TGGCATGGACTTC 0.468

+ 6 922 _p.G531R|CFHR4_ NM_006684 NP_006675 Q92496 FHR4_HUMAN Sushi 5. 3 TTAAAAGGAAAAA 0.279

+ 3 511 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 2. 2 ACATTTCGTGTGT 0.378

- 8 2163 ppj.1_Missense_M NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 ACCAGGGTGAAAA 0.373

- 42 5436 NM_000069 NP_000060 Q13698 CAC1S_HUMAN lasmic (Potential). 5 CAGGAGGTGCCT 0.597

- 2 103 _Mutation_p.E12K| NM_000364 NP_000355 P45379 TNNT2_HUMAN 0 CCTCCTCGTACTC 0.567

- 18 3275 _p.L962S|LAMB3_u NM_001017402 NP_001017402 Q13751 LAMB3_HUMANmain I.|Potential. 6 CCTGCAACCGGC 0.602

- 7 2070 _p.I479N|SUSD4_u NM_017982 NP_060452 Q5VX71 SUSD4_HUMAN lasmic (Potential). 0 TCTGCAATGTCGA 0.617

+ 1 214 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1 ATATTCCTCAGGT 0.408

- 4 479 M20_uc009xfx.1_I NM_014765 NP_055580 Q15388 TOM20_HUMAN lasmic (Potential). 0 CATATTCACCTGT 0.408

- 3 490 nse_Mutation_p.P5 NM_002924 NP_002915 P49802 RGS7_HUMAN DEP. 7 CGCTAGGTATCTT 0.378

+ 1 619 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 GGCTCTCCTCCTG 0.567 rs141044958

- 1 906 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMAN lasmic (Potential). 2 GATTTTCATTAAT 0.403

- 5 791 mo.3_Missense_M NM_152751 NP_689964 Q8N7W2 BEND7_HUMAN Poly-Lys. 2 TTCTTTTTATTTCT 0.433

- 23 2739 j.2_RNA|NEBL_uc NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 22. 2 ACCATTGAAATAT 0.383

+ 15 3515 AA1217_uc010qda NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 GACTTGGAAAAGC 0.502

+ 20 2543 .S728F|MYO3A_uc NM_017433 NP_059129 Q8NEV4 MYO3A_HUMANyosin head-like. 18 AAAATTCCTTCGA 0.333

- 9 1207 01ito.2_Missense_ NM_145698 NP_663736 Q5T8D3 ACBD5_HUMAN 0 AATCCAGAATTTT 0.413

- 2 2401 nse_Mutation_p.R NM_020848 NP_065899 Q9P266 K1462_HUMAN 4 TGACTTCGGCCT 0.617

+ 5 1842 33A_uc010qev.1_M NM_006974 NP_008905 Q06730 ZN33A_HUMAN C2H2-type 9. 3 CATGTCCCGAATG 0.423

+ 5 599 01izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0 CTCGCAATGCAAG 0.453 rs2257765



- 12 1599 TKN2_uc001jlv.2_ NM_145307 NP_660350 Q8IZC4 RTKN2_HUMAN 0 TGTCTCTTTTTCC 0.418

- 10 1468 _p.A449T|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 GATTGGCTGCAAT 0.289

- 27 3320 m.2_Missense_Mut NM_015179 NP_055994 Q5JTH9 RRP12_HUMAN Glu-rich. 3 cctcctcctcctcctcctc 0.547

- 2 661 c001kvi.1_Missens NM_002779 NP_002770 A5PKW4 PSD1_HUMAN Pro-rich. 3 AGCAAGGAGCCTG 0.692

- 26 2226 a-mir-936|MI00057 NM_000494 NP_000485 Q9UMD9 COHA1_HUMANotential).|Triple-helical region 5 CGGAGCCCTTGGA 0.498

- 13 1831 9ycc.2_Missense_ NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 TTCCTGGCTCTGG 0.667 rs139058512

- 1 1006 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMAN Name=6; (Potential). 1 GGGCTGGGATATA 0.483

+ 3 411 NM_021801 NP_068573 Q9NRE1 MMP26_HUMAN 0 CATCTGGAGCAAT 0.408

+ 1 80 G2_uc001mak.1_In NM_001005162 NP_001005162 Q8NGF0 O52B6_HUMAN cellular (Potential). 1 CTGACACTCGCAT 0.502

+ 1 890 NM_001003443 NP_001003443 Q8NH54 O56A3_HUMAN Name=7; (Potential). 0 TTTACGGGGTGAG 0.443

- 1 887 NM_001001917 NP_001001917 Q8NGH5 O56A1_HUMAN Name=7; (Potential). 3 ACAATAGGGTTCA 0.458

- 3 982 _p.P208L|FAM160A NM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2 GACGGGGAGCG 0.582

- 1 262 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMAN cellular (Potential). 2 TTTTTTCAGTAGA 0.438

- 1 1095 p.R59K|STK33_uc NM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7 TTTTTTCTCTCCA 0.378

- 2 199 NF141_uc001mit.1 NM_016422 NP_057506 Q8WVD5 RN141_HUMAN 0 CTGGTAACTTGTT 0.378

+ 17 1901 ds.1_Missense_Mu NM_031418 NP_113606 Q9BYT9 ANO3_HUMAN cellular (Potential). 4 TGGAATTTCATCA 0.388

- 3 581 n_p.S154F|MPPED NM_001584 NP_001575 Q15777 MPPD2_HUMAN 1 AGGAGGGACTGA 0.413

- 6 703 h.1_Missense_Mut NM_002334 NP_002325 O75096 LRP4_HUMAN cellular (Potential). 4 GCTGGCACTGCTG 0.632

+ 1 31 NM_001004727 NP_001004727 Q8NGF9 OR4X2_HUMANcellular (Potential). 0 CTTTCTCCCAACC 0.433

+ 1 116 NM_001004059 NP_001004059 Q8NH73 OR4S2_HUMAN Name=1; (Potential). 3 TTCTGGGAAATCT 0.388

+ 1 636 NM_001004738 NP_001004738 Q8NGL2 OR5L1_HUMAN Name=5; (Potential). 5 CATCATGATCATC 0.502

+ 1 898 NM_001001952 NP_001001952 Q8NGL1 OR5DI_HUMAN lasmic (Potential). 3 GTCAAGGATACAG 0.413

+ 1 474_475 NM_001005492 NP_001005492 Q8NH18 OR5J2_HUMAN Name=4; (Potential). 4 ATTAATCCACACAA 0.441

- 1 563 NM_001004471 NP_001004471 Q8NGQ4 O10Q1_HUMANcellular (Potential). 2 AGGACGGGAGGC 0.622

+ 1 800 NM_001004728 NP_001004728 Q8NGJ0 OR5A1_HUMANcellular (Potential). 2 CCAGCTCCAGCTA 0.522

+ 1 553 NM_001004708 NP_001004708 Q8NGJ1 OR4D6_HUMANcellular (Potential). 1 CAGGTGGTAAAAC 0.507

+ 1 689 oaj.2_Nonsense_M NM_018484 NP_060954 Q9NSA0 S22AB_HUMAN cellular (Potential). 2 CAGCTGGAGCGAA 0.682

- 4 846 _p.S258L|MEN1_u NM_130800 NP_570712 O00255 MEN1_HUMAN ction with FA3L(1)|p.D252fs 238 TCCAGCGAGTCGG 0.308

+ 5 678 w.1_RNA|TSGA10I NM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0 CAGGTCCAGCTGC 0.647

- 7 894 _p.L242F|CPT1A_ NM_001876 NP_001867 P50416 CPT1A_HUMAN lasmic (Potential). 2 CTCGGAGGTAGAT 0.657

+ 10 1915 P35_uc010rsp.1_5' NM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3 CCGAGGAGCCCC 0.587

+ 4 813 DC83_uc001pbi.1_ NM_173556 NP_775827 Q8IWF9 CCD83_HUMAN Potential. 1 ATGAAGGAAAAAT 0.383

- 6 3114 _Mutation_p.E689K NM_000926 NP_000917 P06401 PRGR_HUMAN teroid-binding. 4 ATGATTCTTTCAT 0.378

- 2 391 NM_002422 NP_002413 P08254 MMP3_HUMAN 2 TTCCTCCACTTCG 0.468

- 10 1365 NM_002427 NP_002418 P45452 MMP13_HUMAN mopexin-like 4. 3 ATGGGTCCGTTGA 0.308

- 2 200 NM_002427 NP_002418 P45452 MMP13_HUMAN 3 CATTCTCCTTCAG 0.448

- 2 162 NM_002427 NP_002418 P45452 MMP13_HUMAN 3 TAGTATGATCTCA 0.458

- 6 875 _p.V212F|CASP4_u NM_001225 NP_001216 P49662 CASP4_HUMAN 4 CTCTGACCCACAG 0.498

- 3 474 Missense_Mutation NM_052968 NP_443200 Q6Q788 APOA5_HUMAN Potential. 0 TGTCTTCCCCCAC 0.657

+ 8 1722 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCCCAAAGA 0.403 rs112861775

- 11 1603 gy.1_Missense_Mu NM_014987 NP_055802 Q9UPX0 TUTLB_HUMAN ar (Potential).|Ig-like 5. 0 GCTTCCCTACCTT 0.632

- 7 774 sdl.1_Missense_M NM_016615 NP_057699 Q9NSD5 S6A13_HUMAN Name=5; (Potential). 0 GGTAAGGAAATGT 0.453

+ 14 1496 _p.F402C|B4GALN NM_173593 NP_775864 Q6L9W6 B4GN3_HUMANmenal (Potential). 2 CGTCCTTCCCAGG 0.622

+ 11 1431 X47_uc001rax.2_M NM_016355 NP_057439 Q9H0S4 DDX47_HUMAN case C-terminal. 0 CCCAGAGAACAGC 0.423

- 2 441 2A1_uc001rqv.2_In NM_001844 NP_001835 P02458 CO2A1_HUMAN VWFC. 2 CAGATGGGGCAG 0.488

- 3 336 slr.1_Missense_Mu NM_024095 NP_077000 Q9H765 ASB8_HUMAN ANK 1. 1 TGCAAGGGCTTCA 0.483

- 3 404 n_p.P66L|ZNF641_ NM_152320 NP_689533 Q96N77 ZN641_HUMAN 2 ACCCAGGGAGCA 0.537



- 7 1199 NM_002282 NP_002273 P78385 KRT83_HUMAN Rod.|Coil 2. 1 GCAGGGCGCCC 0.627

- 7 1269 NM_033448 NP_258259 Q3SY84 K2C71_HUMAN Coil 2.|Rod. 2 GCAGGGCGCCC 0.652

+ 9 970 AT2_uc009zms.2_In NM_003578 NP_003569 O75908 SOAT2_HUMAN 1 CAGGTGGAATTAT 0.547

+ 1 209 XC5_uc001set.2_In NM_004503 NP_004494 P09630 HXC6_HUMAN 3 TATGATCCAGTGA 0.562

- 2 463 NM_020370 NP_065103 Q9NQS5 GPR84_HUMAN lasmic (Potential). 2 GCTTAGGGTGGG 0.567

+ 1 259 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMANcellular (Potential). 2 TCAGGAGATAAAA 0.383

+ 1 940 NM_001005519 NP_001005519 A6NDL8 O6C68_HUMAN lasmic (Potential). 1 GCATTTCGTTTAA 0.279

+ 17 2175 c.1_Missense_Mut NM_001982 NP_001973 P21860 ERBB3_HUMAN ical; (Potential). 8 TGGGCGGCACTT 0.448

- 1 369 NM_012064 NP_036196 P30301 MIP_HUMAN ellular (By similarity). 1 TTCCTCGGACAGC 0.597

- 11 1165 PS2_uc001sxi.3_In NM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN 2 GTAAGGGATTGGT 0.343

+ 13 1785 _p.R564K|ACSS3_ NM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4 GTCACAGAATTTC 0.398

- 1 1123 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2 CGGAGGATCTGG 0.632

- 5 1898 _p.R585Q|USP44_u NM_001042403 NP_001035862 Q9H0E7 UBP44_HUMAN 3 TTCTCTCGGTTAT 0.423

+ 11 1707 9ztx.2_Missense_M NM_139319 NP_647480 Q8NDX2 VGLU3_HUMAN ical; (Potential). 3 TCTGTCCCCTCAT 0.493

+ 6 515 .G138E|MYBPC1_ NM_206820 NP_996556 Q00872 MYPC1_HUMAN-like C2-type 1. 4 TTGCAGGAAATTA 0.383

+ 2 272 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN cellular (Potential). 14 AGGCAAGAAGATG 0.423

- 7 2885 NM_014840 NP_055655 O60285 NUAK1_HUMAN 2 GGGGAGGGGATG 0.582

- 22 5039 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 CCGTGGGAATTC 0.473

- 27 3168 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 GAGGCGAGCCC 0.567

+ 31 5409 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANA 1 (By similarity). 6 GCTACGGCTACGA 0.597

- 9 3011 1uia.2_Missense_ NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 TTCTGGGGAGGTC 0.527

+ 29 4921 bi.2_Missense_Mu NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 TCATTTCGGTTCT 0.373

+ 1 2788 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11 GTGGACAACCAGC 0.547

- 26 3235 NM_052867 NP_443099 Q8IZF0 NALCN_HUMAN=S5 of repeat III; (Potential) 16 AAATTTCCTTGAA 0.438

- 26 2019 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 CCTCACCTGGCAG 0.622

- 13 1711 _p.E255K|ADCY4_ NM_139247 NP_640340 Q8NFM4 ADCY4_HUMAN lasmic (Potential). 3 CCTTCTCTCTGAA 0.562

+ 9 2663 FATC4_uc010tot.1 NM_004554 NP_004545 Q14934 NFAC4_HUMAN Pro-rich. 3 CAGTTTCCTTCCT 0.657

- 4 700 se_Mutation_p.P16 NM_001083893 NP_001077362 Q13033 STRN3_HUMAN 0 CTGTGGGAGCCT 0.353

+ 13 5916 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 TCAAAGGTATCAG 0.363

+ 3 423 _p.G90D|NPAS3_u NM_173159 NP_071406 Q8IXF0 NPAS3_HUMAN 2 TGGAAGGCCCTCC 0.448

- 13 1961 s.2_Missense_Mu NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 4. 11 CGTTTGGACTGCT 0.557

- 2 1590 e_Mutation_p.G27 NM_183002 NP_892114 P57103 NAC3_HUMAN lasmic (Potential). 7 TGGTCACCCTCTG 0.483

- 2 595 NM_001105579 NP_001099049 A6NDD5 SYN1L_HUMAN 0 TGGATGGTGACAT 0.577

- 2 960 zh.2_Missense_Mu NM_003485 NP_003476 Q15743 OGR1_HUMAN lasmic (Potential). 1 GGATGCCCTGGTA 0.657

- 27 3393 0aub.1_Missense_ NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 TCCACGGATGGAT 0.428

+ 3 811 _p.D286N|SERPIN NM_006215 NP_006206 P29622 KAIN_HUMAN 4 CTGCAGGACCAGG 0.493

- 7 802 _p.A197V|DICER1_ NM_030621 NP_085124 Q9UPY3 DICER_HUMANcase ATP-binding. 5 ATGGAAGCAGTTA 0.358

+ 14 1696 NM_001012423 NP_001012423 1 CACCTCGGCCCAT 0.607

+ 11 2017 at.1_Missense_Mu NM_005503 NP_005494 Q99767 APBA2_HUMAN PDZ 1. 0 AATGGCGGCCCGG 0.662 rs1046394

- 27 4363 se_Mutation_p.S13 NM_002420 NP_002411 Q7Z4N2 TRPM1_HUMAN lasmic (Potential). 4 GGATAGGAAATAG 0.398

+ 5 1335 _p.E422K|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 CAAGAGGAAGAAG 0.517

+ 11 1843 bbi.2_Missense_M NM_003246 NP_003237 P07996 TSP1_HUMAN EGF-like 1. 6 CCAATCCCTGCTT 0.517

+ 12 1383 _Intron|GCOM1_u NM_001018100 NP_001018110 P0CAP1 GCOM1_HUMAN 1 GAAGTGGAAACCA 0.363

+ 4 777 e_Mutation_p.E57K NM_000236 NP_000227 P11150 LIPC_HUMAN 1 TTTGGAGAAACCA 0.478

+ 13 1932 .1_Intron|IQCH_uc NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 AATATATGATATTTA 0.433

- 13 2759 0bla.2_Missense_M NM_144572 NP_653173 Q9UPU7 TBD2B_HUMAN p.D903N(1) 3 GCGCGTCGGTTCC 0.617 rs117285325

+ 2 1781 unk.1_Missense_M NM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4 TTGCCAATGGGGT 0.532



+ 12 1753 0unn.1_Missense_M NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 GGAACATCATAGT 0.532

- 5 2991 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN C2H2-type 6. 3 ACAGACGAAAACA 0.498

+ 7 756 p.R15*|LRRC28_u NM_144598 NP_653199 Q86X40 LRC28_HUMAN LRR 8. 0 TTAGGTCGATCTC 0.348

+ 25 4872 n_p.V248F|CACNA NM_021098 NP_066921 O95180 CAC1H_HUMANS6 of repeat III; (Potential).|I 2 CTCATCGTCAGCT 0.647

- 1 227 NM_000243 NP_000234 O15553 MEFV_HUMAN DAPIN. 6 ACTCTTCCCCATA 0.642

- 13 3523 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TTAGGGTTGGAC 0.493

- 13 3418 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TTGTCTCCAAAAA 0.433

- 53 9011 bd.1_Missense_Mu NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18 ACAGTTCCTGAGG 0.532

+ 1 1355 NM_006539 NP_006530 O60359 CCG3_HUMAN 0 CCAGCAGGAAGA 0.443

+ 3 201 NM_013292 NP_037424 Q96A32 MLRS_HUMAN |EF-hand 1. 0 AAGGAGGACCTTC 0.542

+ 34 9656 CAP_uc002dzg.1_ NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN 4 GTAATTCAGGATG 0.617

+ 3 456 75Q|TSNAXIP1_uc NM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0 AAAATCGAAAACC 0.582

- 5 1044 se_Mutation_p.E28 NM_020947 NP_065998 Q6P9B6 K1609_HUMAN TLD. 2 TCACCTCCCAAGA 0.582

- 30 4839 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6 GAAGATCTGGATG 0.512

- 10 1551 2fux.1_Missense_M NM_015229 NP_056044 O75153 K0664_HUMAN 2 TGCCGGGGATGAT 0.662

+ 14 1872 NASEK_uc002gea NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1 GTGCCTCTGGGG 0.468

- 9 1087 ud.1_Missense_Mu NM_004860 NP_004851 P51116 FXR2_HUMAN 0 AGGTAGCTTCGGG 0.418

+ 14 2631 oo.2_Missense_M NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN m (By similarity). 20 ATCAAGGAATCTG 0.418

+ 1 331 NR_002211 0 GGATTCGAGACC 0.607

+ 15 5208 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANyosin head-like. 9 AGGAGGAGCAG 0.498

- 19 3680 NM_014680 NP_055495 Q14667 K0100_HUMAN 4 CACTTAGAGGCTG 0.537

+ 2 362 _uc002hcz.1_RNA NM_005702 NP_005693 O75616 ERAL1_HUMAN 1 GTGGTCCTCCTGG 0.522

- 4 1027 HF12_uc002hdj.1_MNM_001033561 NP_001028733 Q96QT6 PHF12_HUMANaction with SIN3A. 1 GTGGGTGTGCCAG 0.562

- 1 229 ssense_Mutation_p NM_001042471 NP_001035936 Q8TAX9 GSDMB_HUMAN 2 AGCCCAGAATCCA 0.502

- 1 310 NM_031957 NP_114163 Q9BYS1 KRA15_HUMANC-C-[QEPVRC]- [TPIVLE]-[S 0 GAGCTGATCTGGC 0.632

- 1 329 NM_030966 NP_112228 Q8IUG1 KRA13_HUMAN 0 CTCCACTGCTGCC 0.652

- 1 335 NM_002279 NP_002270 Q14525 KT33B_HUMANLinker 1.|Rod. 0 AGCAAGGGCTCC 0.602

+ 1 573 2A_uc002hyx.2_5'F NM_033194 NP_149971 Q9BQS6 HSPB9_HUMAN 0 TCTAAGGCTTCCA 0.627

+ 10 1304 _p.P197S|TUBG2_ NM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1 TTCATCCCGTGGG 0.657

+ 1 1206 NM_001466 NP_001457 Q14332 FZD2_HUMAN lasmic (Potential). 3 CGGCATGAAGTGG 0.627

+ 10 1978 _p.P512L|CLTC_u NM_004859 NP_004850 Q00610 CLH1_HUMAN Flexible linker. 48 ACACTCCAGATTG 0.363

+ 13 2731 wpm.1_Missense_M NM_030779 NP_110406 Q9H252 KCNH6_HUMAN lasmic (Potential). 1 CGAGTCCAGGGC 0.637

- 2 708_709 wro.1_Missense_M NM_173477 NP_775748 Q495M9 USH1G_HUMAN 2 GCTGAGGGTGTC 0.708

+ 3 204 2knq.2_Missense_M NM_015210 NP_056025 Q9Y4B5 CC165_HUMAN Potential. 0 TTCGGCGAGAACT 0.488 rs149471544

- 1 809 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3 CCCAAGCGCCCAC 0.597

+ 9 1244 NM_001944 NP_001935 P32926 DSG3_HUMAN |Extracellular (Potential). 9 GTAAGAGAAGGAA 0.383

+ 2 673_674 2lbx.2_Missense_M NM_145055 NP_659492 Q96B23 CR025_HUMAN 2 CCTTCCTCTAGTG 0.505

+ 6 1719 _p.Q226*|DCC_uc NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 4. 17 TATTTTCAGATAG 0.308

+ 8 1169 _p.S343F|SERPINB NM_012397 NP_036529 Q9UIV8 SPB13_HUMAN 1 ACAGTTCCTTTGT 0.567

- 3 20955 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GGTATCCATTGGA 0.463

- 1 3628 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CAGGATCAGGAG 0.458

+ 3 434 NM_152356 NP_689569 Q8N8L2 ZN491_HUMAN type 1; degenerate. 2 GGATATTCATCCTT 0.393

+ 1 130 ZNF763_uc010xmf NM_144566 NP_653167 Q9H0M5 ZN700_HUMAN 0 GCTATGCCCTGCT 0.647

- 4 866 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMAN C2H2-type 4. 6 AGATAGGAACTGT 0.368

- 4 914 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 4. 1 AGATAGGAACTGT 0.358

+ 8 1454 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN tential).|Fibronectin type-III 0 AACCGGGGCCTG 0.637

+ 13 1610 NM_023944 NP_076433 7 CGGGTGGAGCCC 0.567



- 3 757 _p.L181F|KIAA168 NM_025249 NP_079525 Q9H0B3 K1683_HUMAN 2 ACAGAAGGCGGT 0.607

- 3 590 _p.S125F|KIAA168 NM_025249 NP_079525 Q9H0B3 K1683_HUMAN IQ 1. 2 ATCTGGGAAATCA 0.572

- 4 1282 nop.2_Missense_M NM_033196 NP_149973 O95780 ZN682_HUMAN C2H2-type 8. 2 TCTTGTGTTTAGT 0.358

- 5 1987 208_uc002nqo.1_I NM_007153 NP_009084 7 TGAATTCTCTTAT 0.368

- 5 580 2nto.1_Missense_M NM_032139 NP_115515 Q96NW4 ANR27_HUMAN 5 ACTCTCTCACATC 0.498

+ 22 2699 dd.2_Nonsense_M NM_173636 NP_775907 O43379 WDR62_HUMAN 0 GCCGGCCAAGAG 0.602

+ 14 1476 ooe.2_Missense_M NM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN 2 TCGCTTCCTTTAA 0.617

+ 6 798 zt.1_Missense_Mu NM_005581 NP_005572 P50895 BCAM_HUMAN Potential).|Ig-like V-type 2. 1 CGCCTGGACAGC 0.677

- 3 479 se_Mutation_p.E14 NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 CAGGCTCGTTGTG 0.687

- 7 1841 0ycy.1_Missense_ NM_033130 NP_149121 Q96LC7 SIG10_HUMAN 3.|Extracellular (Potential). 1 CCAGGACCCCGG 0.667

- 5 1930 NF614_uc010epj.2_ NM_025040 NP_079316 Q8N883 ZN614_HUMAN 5 CATAAGGTTTCTC 0.433

+ 6 1175 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN 0 CACACTGGTGAGA 0.418

- 6 1052 qfi.2_Missense_Mu NM_012276 NP_036408 P59901 LIRA4_HUMAN 4.|Extracellular (Potential). 2 CCGTGGGGCCC 0.612

+ 7 785 d.2_Nonsense_Mu NM_004829 NP_004820 O76036 NCTR1_HUMANcellular (Potential). 2 CCTCTGGGATCAC 0.468

- 4 1400 p.E442K|NLRP7_u NM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3 CGGACTCCTGCAC 0.652

+ 15 2027 _p.P600S|BRSK1_u NM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6 TTGACGCCAGAG 0.607

+ 4 2178 tg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN 13 ACGAATGATAAGC 0.512

+ 5 1133 _p.P323L|ZNF583_ NM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1 AGAGACCTTTCG 0.403

+ 6 2209 470_uc010etn.2_In NM_001001668 NP_001001668 Q6ECI4 ZN470_HUMANC2H2-type 11. 2 TGAATGTAAGGAA 0.438

+ 5 1616 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1 TCCCATGGAGTCC 0.463

+ 4 315 nse_Mutation_p.S7 NM_000547 NP_000538 P07202 PERT_HUMAN cellular (Potential). 20 TTCTGTCTTTTTC 0.388

- 10 1753 se_Mutation_p.G30 NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6 ATGAGTCCGTTGT 0.478

+ 4 677 sense_Mutation_p. NM_198182 NP_937825 Q9NZI5 GRHL1_HUMAN 2 CTGTGGGAATCCC 0.552

- 11 1427 gt.1_Missense_Mu NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1 GGTTTTCTTTACT 0.413

+ 3 428 NM_001105519 NP_001098989 A6NJV1 CB070_HUMAN 1 CGTGAGGGAGCC 0.592

- 1 1709_1710 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 GTCCTCCCCTCC 0.589

- 10 2732 Mutation_p.S890F| NM_021097 NP_066920 P32418 NAC1_HUMAN lasmic (Potential). 4 CCAGGGGACACT 0.557

+ 1 684 GTF2A1L_uc002rw NM_006873 NP_006864 B7ZL16 B7ZL16_HUMAN 5 AACAAGGAGATG 0.413

- 11 1103 2A1L_uc002rwt.2_ NM_000233 NP_000224 P22888 LSHR_HUMAN cellular (Potential). 8 GTTCAGGAGCACA 0.423

- 10 1009 _p.S250F|FSHR_u NM_000145 NP_000136 P23945 FSHR_HUMAN cellular (Potential). 8 AGAGAGGATCTCT 0.408

+ 10 3436 sjg.2_Nonsense_M NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN roximate tandem repeat.|13 9 TTCTACCAACAGA 0.488

+ 8 2423 _p.V651G|CNGA3_ NM_001298 NP_001289 Q16281 CNGA3_HUMAN 6 GCCAGGTGAAGG 0.562

+ 6 941 8R1_uc002tbw.3_I NM_016232 NP_057316 Q01638 ILRL1_HUMAN Potential).|Ig-like C2-type 3. 4 ATAAAGGAAGTGG 0.373

+ 6 2790 ed.2_Missense_Mu NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 AATCTTTTAATTCA 0.313

+ 1 293_294 2_uc010yxw.1_5'UT NM_172003 NP_742000 Q8IUF1 CBWD2_HUMAN 0 GCCTCGGCGCCA 0.54

- 8 3835 NM_002299 NP_002290 P09848 LPH_HUMAN ential).|4 X approximate rep 13 CCCACTCCGTTTT 0.507

- 8 2251 se_Mutation_p.P56 NM_014795 NP_055610 O60315 ZEB2_HUMAN 9 GGCCAGGAAAAC 0.418

+ 8 9488 dy.2_Missense_Mu NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 CAAGAAGGCCCAT 0.468

- 2 459 RKL_uc002uod.1_In NM_002500 NP_002491 Q13562 NDF1_HUMAN lu.|Glu-rich (acidic). 1 CGTCAtcctcctcttcct 0.383

- 2 139 on_p.L19F|PDE1A_ NM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3 CTGTAAGATACTT 0.403

+ 4 797 _p.S174L|ITGAV_u NM_002210 NP_002201 P06756 ITAV_HUMAN Extracellular (Potential). 4 GTAGATCACGTAT 0.353

- 53 4515 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN lar collagen NC1. 2 CTTGATCGTCCAT 0.383 rs139229616

- 48 9100 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 5 (By similarity). 12 TTGATCCATTTAT 0.408

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

- 1 166 NM_079420 NP_524144 P05976 MYL1_HUMAN 1 CAGCCGCAGCCA 0.318 rs143705321

+ 11 1576 viv.2_Missense_Mu NM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11 AGGCTCCTCTCAC 0.557

+ 2 473 G_uc010fwh.1_5'U NM_005876 NP_005867 Q15772 SPEG_HUMAN 14 CACCCCCACGGG 0.607



+ 36 8650 NM_005876 NP_005867 Q15772 SPEG_HUMAN Pro-rich. 14 CCGATCCCAGCCT 0.627

+ 2 745 NM_002191 NP_002182 P05111 INHA_HUMAN 1 CGCTGTCCCCTC 0.682

- 3 226 0zlm.1_Missense_M NM_004438 NP_004429 P54764 EPHA4_HUMANcellular (Potential). 12 TTTTTTCATCCAT 0.428

- 30 3248 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical reg p.P865S(1) 11 CAGCTGGCCCGG 0.622

- 24 2443 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 CTGGATCCCCTTT 0.463

+ 2 315 e_Mutation_p.M65I NM_030926 NP_112188 Q9NQX7 ITM2C_HUMAN type II membrane protein; 0 GGGCATGGTCGTG 0.622

- 3 1088 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANcellular (Potential). 5 ATCTGTCCACTGT 0.622

- 2 552_553 C20orf26_uc002wr NM_016652 NP_057736 Q9BZJ0 CRNL1_HUMAN 3 ACTTTGGGAATCC 0.653

+ 3 428 2xew.2_Missense_ NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3 AGAAATCGCCCCA 0.567

+ 12 1285 NM_004139 NP_004130 P18428 LBP_HUMAN 2 AAGTTGGACTATT 0.358

+ 10 1360 0ggc.2_Missense_ NM_015568 NP_056383 Q96T49 PP16B_HUMAN 3 ACCAGGACAGAC 0.602

- 3 1440 N|CTCFL_uc010gje NM_080618 NP_542185 Q8NI51 CTCFL_HUMAN C2H2-type 1. 4 AGACATCACAGTG 0.388

+ 8 2816 p.R127H|GNAS_uc NM_080425 NP_536350 P63092 GNAS2_HUMANP (By similar7)|p.R201L(1)|p 292 GCTGCCGTGTCCT 0.423 rs121913495

- 32 3282 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 TTTACTGGTATGT 0.264

- 5 743 e_Mutation_p.E134 NM_005975 NP_005966 Q13882 PTK6_HUMAN Protein kinase. 2 GGATCTCCGACTG 0.652

+ 7 846 gqt.2_Missense_Mu NM_014339 NP_055154 Q96F46 I17RA_HUMAN cellular (Potential). 2 GTTTTCCGCACAT 0.552

- 9 985 m.1_Missense_Mut NM_014303 NP_055118 O00541 PESC_HUMAN 0 CTCACCCCATCGG 0.597

- 3 534_535 26EF>DI|SYN3_uc NM_003490 NP_003481 O14994 SYN3_HUMAN and synaptic-vesicle bindin 1 TGAGAATTCAGC 0.441

+ 3 1108 NM_030642 NP_085145 Q9BWW9 APOL5_HUMAN 0 GGATCCCGTGTG 0.607

- 14 1677 CAB6_uc010gzi.1_M NM_022785 NP_073622 Q5THR3 EFCB6_HUMAN 7 CCAGGAGGAAAG 0.368

+ 10 1166 ak.2_Missense_M NM_024324 NP_077300 Q6UXH1 CREL2_HUMAN 0 AAAGCCCGACACA 0.552

- 3 702 NM_012401 NP_036533 O15031 PLXB2_HUMANular (Potential).|Sema. 6 GTGTAGGCTTCAA 0.607

+ 26 3620 p.E1133K|CHL1_uc NM_006614 NP_006605 O00533 CHL1_HUMAN lasmic (Potential). 12 GAAAAGGAAGATT 0.224

- 3 1039 GAP3_uc003bri.1_R NM_014850 NP_055665 O43295 SRGP2_HUMAN 9 ATTGTTCATGAAG 0.542

- 9 1330 e_Mutation_p.S23 NM_022340 NP_071735 Q9H1K0 RBNS5_HUMANary for the correct targeting 2 AGGACCGAGCTGA 0.592

- 6 1181 NM_024697 NP_078973 Q9H6B1 Z385D_HUMAN 5 GTGTTTCCTTTAT 0.438

+ 12 1880 Mutation_p.R620Q NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 TCATACGATTTGA 0.488

+ 15 2323 v.1_Missense_Mut NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 CCAGGGGAGAAC 0.488

- 28 5098 i.2_Missense_Mut NM_198056 NP_932173 Q14524 SCN5A_HUMAN ; Name=S4 of repeat IV; (P 9 ATCAGTCTGAGGA 0.597

- 26 4631 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN ; Name=S4 of repeat IV; (B 9 CAGCCCGGACAA 0.473

- 19 2330 pz.1_Nonsense_M NM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5 CCTCCTGGGCCAG 0.627

- 2 260 Intron|NAT6_uc003 NM_012191 NP_036323 Q93015 NAT6_HUMAN 1 GAGCTGGGGTCT 0.597

+ 1 1859 NM_013286 NP_037418 Q8NDT2 RB15B_HUMAN 0 GGTTTGCCCAAGC 0.597

+ 72 11768 ddv.2_Missense_M NM_015512 NP_056327 Q9P2D7 DYH1_HUMANA 6 (By similarity). 3 TTGGGCCCCTGGG 0.562

+ 74 12217 dv.2_Missense_Mu NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3 CGGGAGGAGGTG 0.617

- 9 788 1_uc010hmg.2_5'F NM_004656 NP_004647 Q92560 BAP1_HUMAN 65 GGATGTCGTGGTA 0.632

+ 8 1434 dz.2_Nonsense_Mu NM_016483 NP_057567 Q9BWX1 PHF7_HUMAN 1 AACAATCGAAAAG 0.438

+ 13 1536 ei.1_Missense_Mu NM_015136 NP_055951 Q9NY15 STAB1_HUMAN lar (Potential).|FAS1 1. 9 GTCTTCCACGTGG 0.582

- 3 1130 NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 GCGTTTCAATTCT 0.468

- 2 363 3dmh.1_5'UTR|AD NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4 GATTAAATAGAAA 0.488

- 15 3011 GI1_uc003dmp.2_M NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN PDZ 4. 6 TTCCACCCAGAAT 0.438

+ 3 934 se_Mutation_p.E23 NM_005233 NP_005224 P29320 EPHA3_HUMAN ar (Potential p.E237K(1) 33 AAGGAGGAAGATC 0.473 rs139652107

+ 1 272_273 NM_001004737 NP_001004737 Q8NHB8 OR5K2_HUMANcellular (Potential). 2 GCAAAAGGATTTC 0.446

- 12 1120 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMANyosin head-like. 7 CATCAGGAAGAAA 0.448

+ 5 370 hpx.1_Missense_M NM_016388 NP_057472 Q6PIZ9 TRAT1_HUMAN lasmic (Potential). 1 ATGGATGAAAATT 0.343

+ 4 1420 ew.3_Missense_Mu NM_000388 NP_000379 P41180 CASR_HUMAN cellular (Potential). 7 GCCAAGGAGTTTT 0.507

+ 3 716 NM_015720 NP_056535 Q9NZ53 PDXL2_HUMAN cellular (Potential). 2 CCTCATCAGGTGT 0.622



+ 5 1751_1752BD12_uc010hsq.2_ NM_207335 NP_997218 Q3ZCT8 KBTBC_HUMAN Kelch 4. 1 CCAGTGGAATGT 0.475

- 14 3699 NM_014602 NP_055417 Q99570 PI3R4_HUMAN WD 2. 12 CAATTCGGCTGTA 0.403

- 3 243 qj.2_RNA|ANAPC1 NM_015391 NP_056206 Q9BS18 APC13_HUMAN 1 TTGACAGATTCTG 0.423 rs11544840

- 36 4287 NM_001041 NP_001032 P14410 SUIS_HUMAN crase.|Lumenal. 14 TGCATTGATTAGT 0.254

- 25 2953 NM_001041 NP_001032 P14410 SUIS_HUMAN |P-type 2.|Isomaltase. 14 ATTACCGTTCTCC 0.299

- 5 1014 _p.G329E|SERPIN NM_006217 NP_006208 O75830 SPI2_HUMAN 3 GTTATTCCAGAAA 0.303

+ 27 3308 1_Missense_Mutat NM_014616 NP_055431 Q9Y2G3 AT11B_HUMAN ical; (Potential). 3 TTAGATGGCTCTG 0.294

+ 15 2062 _p.P557L|ECE2_u NM_014693 NP_055508 O60344 ECE2_HUMAN dothelin-converting enzyme 4 TGACCCCCCAGAC 0.612

+ 15 2457 e_Mutation_p.G60 NM_006206 NP_006197 P16234 PGFRA_HUMANe.|Cytoplasmic (Potential). 674 TCTTTGGATTGAA 0.443

- 11 2615 _p.S721F|AASDH_ NM_181806 NP_861522 Q4L235 ACSF4_HUMAN 4 CACTTAGATACAC 0.368

- 5 722 PEF2_uc003hiz.1_M NM_006239 NP_006230 O14830 PPE2_HUMAN 4 AGGAGTGGGAAG 0.527

+ 56 8643 NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN r (Potential).|Calx-beta 2. 5 TCTAGAGGGATGT 0.468

- 21 3698 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 CGGAGGGAGGAG 0.343

- 4 357 .P96S|ADH1A_uc0 NM_000667 NP_000658 P07327 ADH1A_HUMAN 2 ACTGAGGAATAGC 0.393

+ 4 1977 e_Mutation_p.G594 NM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN Pro-rich. 2 TCCCAGGGTCTG 0.542

- 6 847_848 e_Mutation_p.P114 NM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5 CCCAGGGGAAAG 0.386

- 14 3568 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 10. 4 CTGGATCGTGAGC 0.453

- 14 3031 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 8. 4 CAAGTTCCTTAGA 0.363

+ 6 773 NM_000824 NP_000815 P48167 GLRB_HUMAN cellular (Probable). 2 TTGTTTCCCATGG 0.348

+ 8 717 p.R131Q|RXFP1_u NM_021634 NP_067647 Q9HBX9 RXFP1_HUMAN xtracellular (Potential). 0 TCAGTCGAATTTC 0.294

+ 8 1130 HL2_uc003irc.2_M NM_007246 NP_009177 O95198 KLHL2_HUMAN 0 CGTATATTAATGA 0.443

+ 21 3689 _p.*1037Y|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN 7 AAAATAACACCAA 0.308

- 6 533 s.1_Nonsense_Mu NM_016950 NP_058646 Q9BQ16 TICN3_HUMAN 3 CCCCTCCACTGC 0.388

- 2 623 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5 CTACACTGGACAC 0.423

- 19 2358 p.P529S|NSUN2_u NM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1 GGGGTGGATGGA 0.627

- 3 690 p.D105N|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 1. 7 TGGTATCGTCAAT 0.438

- 3 262 3jju.1_Missense_M NM_001042625 NP_001036090 Q8WWF8 CAPSL_HUMAN nd 1.|1 (Potential). 1 GTTCGATTATTAT 0.303

- 3 550 NM_004465 NP_004456 O15520 FGF10_HUMAN 3 GAGCTCCTTTTCC 0.438

+ 4 504 NM_138453 NP_612462 Q96E17 RAB3C_HUMAN 2 ACAATGCCCAAG 0.413

+ 11 1983 vd.2_Nonsense_M NM_181523 NP_852664 P27986 P85A_HUMAN (2)|p.Q475_E476>VLQ(1)|p 101 ACATCCCAGGTG 0.284

+ 6 691 30A5_uc003jvk.2_5 NM_022902 NP_075053 Q8TAD4 ZNT5_HUMAN ical; (Potential). 1 TGTTTATTGCTTT 0.363

- 13 1651 _p.L397S|WDR41_ NM_018268 NP_060738 Q9HAD4 WDR41_HUMAN 0 AGGTATAAGTCAC 0.348

+ 7 4311 u.2_Missense_Muta NM_004385 NP_004376 P13611 CSPG2_HUMAN minoglycan attachment dom 16 AAATTTCACCCTG 0.443

- 6 1038 p.1_Missense_Mu NM_005711 NP_005702 O43854 EDIL3_HUMAN F5/8 type C 1. 2 CTGCAGCTGTCCA 0.398

+ 23 2999 .2_Intron|PAM_uc0 NM_000919 NP_000910 P19021 AMD_HUMAN ical; (Potential). 0 GTTATTCCGGTGG 0.483

+ 17 2443_2444kui.3_Nonsense_M NM_032446 NP_115822 Q96KG7 MEG10_HUMANAP2M1, self-assembly and f 4 CGGTTGGATTGG 0.416

+ 3 562 kuj.3_Missense_Mu NM_130809 NP_570721 Q96M27 PRRC1_HUMAN Pro-rich. 0 TCGGGTCCTCCT 0.502

+ 1 2048 hh.1_Intron|PCDH NM_018910 NP_061733 Q9UN72 PCDA7_HUMANcellular (Potential). 4 GGGCATCGTTGG 0.632

+ 1 1916 HA6_uc003lhn.2_In NM_018902 NP_061725 Q9Y5I1 PCDAB_HUMAN |Extracellula p.S353S(1) 1 TGACTTCCTTGTC 0.572

+ 1 1805 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMAN |Extracellular (Potential). 3 GGCTGTCGTACCA 0.731

+ 1 716 HB16_uc003liv.2_5 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 CCAACTCCTATTT 0.502

- 2 399 sense_Mutation_p NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN 2 TTATTTCGCCCTT 0.458

+ 2 459 GRIA1_uc011dcx.1_ NM_001114183 NP_001107655 P42261 GRIA1_HUMAN cellular (Potential). 6 ATTATTTCCAAACC 0.453

- 5 932 mbl.1_Nonsense_M NM_012300 NP_036432 Q9UKB1 FBW1B_HUMAN p.N260_I262(1 2 CTGATCCCTGGC 0.328

- 9 1636 _p.D279N|RNF44_ NM_014901 NP_055716 Q7L0R7 RNF44_HUMAN 0 GGCTGTCCGGGT 0.657

+ 14 2512 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMANytoplasmic (Potential). 1 GGCGGGGTGCC 0.672

+ 4 2386 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 AGATGCGCCCAC 0.507



+ 3 628 NM_001076781 NP_001070249 Q9UJN7 ZN391_HUMAN 3 AATCCTCTTTTGA 0.423

+ 1 886 NM_012367 NP_036499 P58173 OR2B6_HUMAN lasmic (Potential). 1 AACAAGGAGGTAA 0.383

- 3 1726 NM_052923 NP_443155 Q6R2W3 SCND3_HUMANegrase catalytic. 1 CTAACTTCCTTAAT 0.343

+ 1 503 NM_030946 NP_112208 Q9UGF5 O14J1_HUMAN cellular (Potential). 1 TCTGTGGGAAGAG 0.483

+ 2 360 uc010jsz.1_Missen NM_001320 NP_001311 P67870 CSK2B_HUMAN 0 AGGAGGTGTCCTG 0.502

+ 20 1904_1905 .1_Missense_Muta NM_172166 NP_751898 O43196 MSH5_HUMAN 3 TTGATCACATTCAT 0.554

- 18 2255 issense_Mutation_ NM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN 1 CGTCCTCCTCCTG 0.647

- 3 582 3obz.2_Missense_ NR_003937 Q5SR06 Q5SR06_HUMAN 0 CACCGGCTGTCTC 0.542

- 10 843_844 kw.3_Missense_Mu NM_003322 NP_003313 O00294 TULP1_HUMAN 3 CTCCTCCTTCTG 0.723

- 4 512 _p.S134L|SLC26A NM_052961 NP_443193 Q96RN1 S26A8_HUMAN ical; (Potential). 2 ATTACCGAAGAAC 0.393

+ 73 11127_111283oog.1_5'UTR|uc0 NM_001371 NP_001362 21 TTGGGCCGACCC 0.411

+ 6 812 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANProtein kinase. 9 ACTTCGGGCTGGC 0.647

- 10 6683 318_uc003ouw.2_I NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TCCAGGGAACTA 0.473

+ 4 771 PATS1_uc010jzb.2 NM_145026 NP_659463 Q496A3 SPAS1_HUMAN 1 GGGCATCGTCCTG 0.478 rs145942181

+ 1 550 P2D_uc011dwt.1_ NM_172238 NP_758438 Q7Z6R9 AP2D_HUMAN 7 ATGCCGAGGTAT 0.333

+ 9 1246 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMAN lasmic (Potential). 2 CTTCATCGATCCA 0.264

+ 24 3584 xx.1_Missense_Mu NM_001704 NP_001695 O60242 BAI3_HUMAN lasmic (Potential). 50 ATTTAATAAACTTG 0.388

+ 29 4361 p.E1305K|BAI3_uc NM_001704 NP_001695 O60242 BAI3_HUMAN lasmic (Potential). 50 ATGATGGAAAGTG 0.388

+ 19 2230 b.3_Missense_Muta NM_003318 NP_003309 P33981 TTK_HUMAN Protein kinase. 11 TTTGGTCCTTAGG 0.254

+ 3 467 NM_001010905 NP_001010905 Q6P5S2 CF058_HUMAN 0 GGATATCATCAGA 0.398

- 15 2283 ense_Mutation_p.D NM_001431 NP_001422 O43491 E41L2_HUMAN 2 TTTCGTCTTTCCC 0.423

- 4 1074 p.S272F|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 GAACCAGACCCAG 0.448

+ 2 179 2L_uc011edq.1_5' NM_001077706 NP_001071174 Q008S8 ECT2L_HUMAN 0 TTTCAGGAAAGAG 0.378

+ 2 326 pw.2_Missense_Mu NM_006908 NP_008839 P63000 RAC1_HUMAN 2 GCATTTCCTGGAG 0.353

+ 13 2655 _p.P614S|AUTS2_ NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 ACAGATCCTTTCA 0.368

- 16 1792 _p.R383G|TYW1B_ NM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0 TTTCTCTGCAGTA 0.418

- 7 834 ense_Mutation_p.R NM_032158 NP_115534 0 GCCTGGCGGGGG 0.622

+ 2 471 SCR28_uc003tzl.2 NM_182504 NP_872310 Q6UE05 WBS28_HUMAN ical; (Potential). 1 GCTCTTGGTGGTA 0.602

- 21 1767 2_5'Flank|PION_uc NM_017439 NP_059135 A4D1B5 GSAP_HUMAN 1 GACCTTCTTTTTC 0.368

- 17 2519 NM_012431 NP_036563 O15041 SEM3E_HUMAN 3 CATCGTCCTTGTT 0.483

+ 16 1797 u.2_Missense_Mu NM_021151 NP_066974 Q9UKG9 OCTC_HUMAN 3 GAGGAAGGTCTTC 0.373

- 2 323 10lff.2_Missense_ NM_001039372 NP_001034461 A8MVW5 HECA2_HUMANcellular (Potential). 5 TGGCATCATGGTG 0.453

+ 15 3450 ZAN_uc003uwl.2_ NM_003386 NP_003377 Q9Y493 ZAN_HUMAN cellular (Potential). 11 CAATTGCTTCTAC 0.572

- 17 2143 ey.2_Missense_Mu NM_007356 NP_031382 A4D0S4 LAMB4_HUMANminin IV type B. 8 AGACATCTATGGA 0.408

+ 14 1921 knq.1_Missense_M NM_000492 NP_000483 P13569 CFTR_HUMAN otential).|ABC transporter 1 5 ATGGCTAACAAAA 0.269

- 10 1125 lks.2_Missense_M NM_022444 NP_071889 Q9BZW2 S13A1_HUMAN ical; (Potential). 2 ACAAATCCGGGG 0.428

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.366 rs121913378

+ 4 426_427 NM_002652 NP_002643 P12273 PIP_HUMAN 1 TGTAATCCCCATC 0.436

- 14 2431 NM_005232 NP_005223 P21709 EPHA1_HUMAN e.|Cytoplasmic (Potential). 5 GGGTTTCGTATGT 0.483

+ 19 2756 pl.1_Missense_Mut NM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFC 1. 0 GCCCTTCACAGGG 0.612

- 14 2410 kwj.1_Missense_M NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 4. 25 GAAATTCCAAGCG 0.468

+ 2 392_393 NM_000015 NP_000006 P11245 ARY2_HUMAN 2 TACATCCCTCCAG 0.5

+ 5 904 _p.R145C|SH2D4A NM_022071 NP_071354 Q9H788 SH24A_HUMAN 0 ATCAATCGTATGA 0.398

- 2 598 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 1. 3 AGAAGTCGTCATC 0.637 rs144452398

- 6 1453 xgk.2_Missense_M NM_173833 NP_776194 Q6ZMJ2 SCAR5_HUMAN .|Extracellular (Potential). 2 GTACCTCTCTCCC 0.582

- 3 7628 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 ATAGATGAATTTA 0.353

- 19 2155 ck.1_Missense_Mu NM_001464 NP_001455 Q99965 ADAM2_HUMAN ical; (Potential). 2 AGAAAGGAATGAA 0.318



- 5 629 cw.1_Missense_M NM_004198 NP_004189 Q15825 ACHA6_HUMAN Extracellular. 0 TATCCACTTTTGA 0.353

+ 2 346 VS1_uc003xui.2_In NM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN 5 CTTCTTCCAAAAT 0.478

+ 5 1166 i.2_RNA|CLVS1_u NM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN 5 ACATGGGAACTTG 0.448

- 15 1990 1_Intron|uc003xyy NM_007332 NP_015628 O75762 TRPA1_HUMANCytoplasmic (Potential). 6 TTCATCCCATCTG 0.338

- 1 5171 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 30. 2 GGGGTCCGCCA 0.667

- 27 3608 3zkl.2_Missense_M NM_002839 NP_002830 P23468 PTPRD_HUMAN III 7.|Extracellular (Potentia 22 ATCGGGAGAAGGG 0.468

- 9 2295 EM1_uc010mic.2_R NM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 3. 5 TGATCTCCCCAGC 0.483

- 1 2210 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 AAGGGTCCATTTT 0.433

+ 8 660 se_Mutation_p.P19 NM_021111 NP_066934 O95980 RECK_HUMAN not repeats.|Knot 3. 3 ATTAGTCCACAAT 0.373

- 4 1058 mw.2_Missense_M NM_013438 NP_038466 Q9UMX0 UBQL1_HUMAN 0 TCAAACCCAAGCT 0.403

+ 2 247 e_Mutation_p.S12 NM_014425 NP_055240 Q9Y283 INVS_HUMAN 2 CTGGTTCATCATT 0.453

- 12 1713 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17 TTGGCCAAAAACG 0.517

+ 1 32 cfh.1_Missense_Mu NM_004108 NP_004099 Q15485 FCN2_HUMAN 1 GCTGTGGGGGTCC 0.607

+ 6 995 NM_000718 NP_000709 Q00975 CAC1B_HUMANacellular (Potential). 6 GAGTGCCGGGAG 0.592

- 1 926 NM_001135995 NP_001129467 Q9H3M9 ATX3L_HUMAN Josephin. 6 TGTAATCGAGCCA 0.393

- 8 1215 b.2_Nonsense_Mu NM_021804 NP_068576 Q9BYF1 ACE2_HUMAN cellular (Potential). 3 CAGGTCCCAAGCT 0.463

+ 4 624 rf22_uc010ngv.2_R NM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3 ATTTTTCCAACTA 0.398

+ 14 2421 rf22_uc010ngv.2_R NM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3 GATACTGATTTAG 0.343

- 17 2140 NM_032591 NP_115980 Q96T83 SL9A7_HUMAN 2 CGGCTCGAAACC 0.632

- 11 1232 mpg.1_Missense_M NM_002547 NP_002538 O60890 OPHN1_HUMAN PH. 2 TCCAAGGGCCCC 0.423

- 12 1624 RMT2B_uc004egt.2 NM_024917 NP_079193 Q96GJ1 TRM2_HUMAN 1 TGGATGGCCCTG 0.363

+ 6 1793 e_Mutation_p.W35 NM_000868 NP_000859 P28335 5HT2C_HUMAN ame=7; (By similarity). 3 TGTTTGGATTGGC 0.383

+ 5 680 p.E149K|MST4_uc NM_016542 NP_057626 Q9P289 MST4_HUMANProtein kinase. 9 CTAAAGGAAATTT 0.358

- 3 521 NM_016249 NP_057333 Q9UBF1 MAGC2_HUMAN Ser-rich. 2 GAAGAGGATGTGG 0.468

- 10 1481 NM_000808 NP_000799 P34903 GBRA3_HUMAN lasmic (Probable). 1 ATGGTGGAAAATT 0.547

+ 27 4795 NM_198576 NP_940978 O00468 AGRIN_HUMAN 3 CATCCAGGACCAA 0.726

+ 1 338 NM_080431 NP_536356 Q8TDY3 ACTT2_HUMAN 0 AAATTCCAGGCTC 0.597

+ 9 2380 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9 ACCAACGGGGTA 0.677

- 10 1717 zx.1_Missense_Mu NM_012102 NP_036234 Q9P2R6 RERE_HUMAN ELM2. 2 GAGAAGGAAATGG 0.443

+ 1 136 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 CTCTTTCCCCCAC 0.627

- 4 1316 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0 GGGCAGGATACAG 0.498

+ 4 1056 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN LRR 1. 0 GAGCTGGACCTGA 0.582

- 3 1200 NM_001099850 NP_001093320 Q5VWM3 PRA18_HUMAN 0 GCCGTGAAAGCA 0.567

- 16 1792 bco.1_Missense_M NM_181719 NP_859070 Q5TGY1 TMCO4_HUMAN 0 CCCACGGCCTTCA 0.677

- 12 2780 _p.E166K|KIF17_u NM_020816 NP_065867 Q9P2E2 KIF17_HUMAN p.E888K(1) 4 TATCTTCGTCCCA 0.577 rs141985868

- 22 3629 .T845P|EIF4G3_u NM_003760 NP_003751 O43432 IF4G3_HUMAN 1 TTAAGGTCCTTCG 0.502

+ 2 326 p.L42F|TMEM57_u NM_018202 NP_060672 Q8N5G2 MACOI_HUMAN ical; (Potential). 0 CTTGTCCTCCTAG 0.368

- 2 180 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN Pro-rich. 2 GGTTTATCATATGT 0.637

- 21 3380 _p.S651F|BAI2_uc NM_001703 NP_001694 O60241 BAI2_HUMAN Name=3; (Potential). 13 AAGGAGGAGAGA 0.647

- 31 1902 cfi.1_Missense_Mu NM_001852 NP_001843 Q14055 CO9A2_HUMAN lical region 2 (COL2). 2 TGCCCCCGTCCC 0.512

+ 11 1631 wq.2_Missense_Mu NM_005424 NP_005415 P35590 TIE1_HUMAN tential).|Fibronectin type-III 7 AGTGTTCGTGTGC 0.602

- 14 1748 olg.1_Missense_Mu NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN lasmic (Potential). 18 GGCAGGATCTGA 0.592

+ 2 291 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6 CGTCATCCTCATA 0.254

- 3 1307 orf168_uc009vzv.1 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 TCTTGGGAACAGC 0.607

+ 4 574 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3 ATTCCAGGATCAC 0.498

+ 6 922 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3 TGGTGGGTGTAG 0.408

+ 10 1660 NM_000562 NP_000553 P07357 CO8A_HUMAN EGF-like. 3 CCCATCCTCGAGG 0.617



- 5 638 _p.L129F|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN MACPF. 4 GATCAAGAACTGG 0.458

+ 2 775_776 s.1_Nonsense_Mu NM_001134673 NP_001128145 Q12857 NFIA_HUMAN CTF/NF-I. 2 ACAGGGAAAAAA 0.48

+ 6 983 CK7_uc001dap.2_In NM_014495 NP_055310 Q9Y5C1 ANGL3_HUMANnogen C-terminal. 0 TTTCAGGAGAATT 0.318

- 4 554_555 se_Mutation_p.S90 NM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61 CGGAGGGACATC 0.554 rs67657858

- 6 677 173_uc001dgi.3_5 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN 5 GTATATGGTCGAG 0.403

- 15 2127 NM_001013660 NP_001013682 Q6ZNA5 FRRS1_HUMAN (Potential).|Cytochrome b5 1 AATCAGGAAGATT 0.448

+ 3 669 l.1_Missense_Muta NM_000642 NP_000633 P35573 GDE_HUMAN -glucanotransferase. 3 CTGGTTCATTTCA 0.308

+ 5 357 ovu.1_Missense_M NM_000851 NP_000842 P46439 GSTM5_HUMAN ST C-terminal. 6 AAGATTCGTGTGG 0.542

- 7 763 e_Mutation_p.P198 NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 GATTTGGGGTCTT 0.483

- 2 332 98F|ATP5F1_uc00 NM_024102 NP_077007 Q9BQA1 MEP50_HUMAN WD 1. 0 GAATCGGAGGCCA 0.582

- 2 995 BN1_uc001edr.2_R NM_018364 NP_060834 Q5VWQ0 RSBN1_HUMAN 1 AAATTTAATCGGC 0.393

- 4 586 n_p.R77*|VTCN1_ NM_024626 NP_078902 Q7Z7D3 VTCN1_HUMAN Potential).|Ig-like V-type 2. 0 ACCATCGGGGAG 0.552

- 26 3783 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 CTTGTCCAATGAA 0.448

- 2 261 RS2_uc010oxg.1_I NM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0 GTAATGGAGTGGA 0.502

+ 11 1337 TGA10_uc009wiw.2 NM_003637 NP_003628 O75578 ITA10_HUMAN r (Potential).|FG-GAP 4. 8 GAGTTCCCCCCT 0.592

+ 10 1187 NKRD35_uc010oyx NM_144698 NP_653299 Q8N283 ANR35_HUMAN 5 AAGGCTCTAGTCT 0.592

+ 7 948 sense_Mutation_p. NM_004425 NP_004416 Q16610 ECM1_HUMAN roximate repeats.|1. 3 AGTTCTCGGTCAA 0.632

- 3 1598 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3 TAGATCCTTGTCG 0.562

- 3 428 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 1 3 TCTCCTCTTTTTC 0.418

- 3 6625 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 ATTGTTCCTTGTC 0.547

- 3 682 uc001ezv.2_Intron NM_002016 NP_002007 P20930 FILA_HUMAN Potential. 16 CATAATCATATACT 0.353

- 3 726 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 CTCTGTCCTGTTC 0.582

+ 2 348 NM_178353 NP_848130 Q5T753 LCE1E_HUMAN Cys-rich. 0 GCCAGCCCTCAG 0.657

- 9 1699 01fjn.2_Missense_M NM_006589 NP_006580 P81408 F189B_HUMAN 2 GGAGCGAAAGAG 0.701

+ 1 308 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN Name=3; (Potential). 1 TGTTTTCCTTCCT 0.498

- 8 1197 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 4. 8 GGATGGGAAAGTG 0.478

- 1 85 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMAN Name=1; (Potential). 2 CAACAAAGAAGAC 0.448

- 2 388 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2 CCGCGGGGCACC 0.632

- 6 2161 NM_005099 NP_005090 O75173 ATS4_HUMAN Cys-rich. 5 TCACCTGAGCCAG 0.627

- 13 2279 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 CTAAACGATCATG 0.403

- 7 1088 f112_uc001ggj.2_I NM_000450 NP_000441 P16581 LYAM2_HUMAN ar (Potential).|Sushi 3. 5 CATTCTGAGGCTG 0.512

+ 14 5246 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 CATCCTCCCGCAT 0.517

- 23 3997 TN1_uc001glb.1_In NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 TCAAGTCCGTAGG 0.567

+ 38 5309 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMAN Name=S6 of repeat IV. 6 AGATGCTCAACCT 0.547

+ 45 7370 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23 AGTGTCCATGGTA 0.408

+ 7 1183 e_Mutation_p.P285 NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|4; approx 1 ACCACCCCCAAGG 0.637

+ 5 617 NM_001039152 NP_001034241 Q2M5E4 RGS21_HUMAN 2 AAAAATGGCTCCC 0.333

+ 9 3670 p.D1067N|CRB1_u NM_201253 NP_957705 P82279 CRUM1_HUMAN ng (Potential).|Extracellular 9 AACATCGATGAAT 0.483

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

+ 4 241 RPE_uc010pqn.1_R NM_003094 NP_003085 P62304 RUXE_HUMAN 0 GAGATTCATTCTA 0.313

+ 6 727 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 3. 3 AGCCTCCTCCAGA 0.448

+ 27 4537 .G1016E|CR1_uc0 NM_000573 NP_000564 P17927 CR1_HUMAN ar (Potential).|Sushi 23. 3 TCAATGGAATGGT 0.378

- 64 14398 NM_206933 NP_996816 O75445 USH2A_HUMAN II 32.|Extracellular (Potentia 26 TATAATTCGTAATA 0.418

+ 30 8209 SCN_uc001hsp.1_MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 26. 28 GGGCTCCGAGG 0.692

+ 2 464 hvy.1_Missense_M NM_173508 NP_775779 Q8IY50 S35F3_HUMAN ical; (Potential). 2 GCTCCTCGTGGGC 0.637

+ 37 5303 NM_001035 NP_001026 Q92736 RYR2_HUMAN ilarity).|4 X approximate rep 33 TTGTCCCCATGAC 0.557

+ 1 668 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12 GTCCTGGGCCTG 0.682



+ 5 3164 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 CACCCCCTCTACC 0.711

+ 3 1175 NM_175911 NP_787107 Q8N349 OR2LD_HUMAN Name=7; (Potential). 4 ACCATCCTTACCC 0.468

- 4 855 ihz.2_Missense_M NM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1 GAAATGTATTCTCG 0.512

+ 6 672 OLAH_uc001int.2_MNM_001039702 NP_001034791 Q9NV23 SAST_HUMAN 0 TGGCATCGCATTC 0.393

- 8 2105 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN lasmic (Potential). 4 GCGGCTTCCCAC 0.572

- 27 2827 cb.1_Missense_Mu NM_003638 NP_003629 P53708 ITA8_HUMAN cellular (Potential). 6 CGCTTTCTCCTCC 0.478

- 20 2044 cb.1_Missense_Mu NM_003638 NP_003629 P53708 ITA8_HUMAN cellular (Potential). 6 ATGCTCCTTCCCC 0.363

- 16 2001 BL_uc001iqk.2_Int NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 15. 2 TGCATTCCTTTCC 0.368

- 2 419 NM_005028 NP_005019 P48426 PI42A_HUMAN PIPK. 2 AACAGGGATTTGA 0.353

- 1 344 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 GCCGGGGGGGTG 0.721

- 13 1342 _p.S313F|MPP7_u NM_173496 NP_775767 Q5T2T1 MPP7_HUMAN 1 CTGTTGGAAACTT 0.408

+ 31 2789 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 TAAGTGGAAAATT 0.328

+ 8 1780 p.H321Y|ZNF37A_ NM_001007094 NP_001007095 P17032 ZN37A_HUMAN C2H2-type 4. 1 AGAATTCATACAG 0.418

+ 12 1711 _p.E506K|ALOX5_ NM_000698 NP_000689 P09917 LOX5_HUMAN Lipoxygenase. 2 CTGTCGGAGTACC 0.711

- 12 1524 _p.L442F|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1 AGGCAAGGACCCC 0.537

- 11 1535 p.D408N|OGDHL_ NM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1 GGTCATCGGCATT 0.562

+ 2 309 d.1_Missense_Mut NM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2 GTTCTCCGGGCTG 0.493

- 11 1515 _p.P374S|PCDH15_ NM_033056 NP_149045 Q96QU1 PCD15_HUMAN |Extracellular (Potential). 13 GAAGAGGATGAC 0.348

- 37 11398 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 GGCCTTCTTTCTT 0.418

- 14 2017 mw.2_Missense_M NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 CCAGTTCCTCTGG 0.299

+ 37 2599 e_Mutation_p.G62 NM_005203 NP_005194 Q5TAT6 CODA1_HUMANal).|Triple-helical region 3 (C 1 CTAAAGGGGATAA 0.428

+ 2 468 T3_uc009xqs.1_RN NM_152635 NP_689848 Q8WWZ8 OIT3_HUMAN 2 ACCCACGCACCTG 0.567

- 4 370 0qkx.1_5'UTR|PLA NM_001001791 NP_001001791 Q5SWW7 CJ055_HUMAN 0 TCCAGCGAACTGT 0.562

+ 6 492 TPA1_uc010qlt.1_S NM_005411 NP_005402 Q8IWL2 SFTA1_HUMAN 0 CTCTCAGCCCTCA 0.557

+ 2 845 xtt.2_Missense_Mu NM_001548 NP_001539 P09914 IFIT1_HUMAN TPR 5. 0 GGACAGGAAGCTG 0.453

+ 2 562 79E|CYP2C19_uc0 NM_000772 NP_000763 P33260 CP2CI_HUMAN p.G79V(1) 5 TGCATGGATATGA 0.423

+ 9 6856 1lfz.2_Missense_M NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CCCAGTGGGGAG 0.562

+ 2 766 NM_153442 NP_703143 Q8NDV2 GPR26_HUMAN lasmic (Potential). 1 GACAGCGAGCCA 0.572

- 9 1464 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2 TCATTGCCGTGGG 0.597

+ 13 1962 _p.P523S|C10orf1 NM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10 TCTGATCCATCAG 0.373

- 12 1578 _p.P389S|ADAM1 NM_003474 NP_003465 O43184 ADA12_HUMANPotential).|Peptidase M12B. 9 CCATGGGAAATGG 0.547

- 3 969 _p.P380R|C10orf90 NM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2 ATTTTGGGGCTGG 0.498

- 1 748 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMAN Name=6; (Potential). 3 AGGCAAGGATTAC 0.453

- 1 643 M5_uc001mbq.1_In NM_001005168 NP_001005168 Q6IFG1 O52E8_HUMAN Name=5; (Potential). 2 TAACATCCAGTAA 0.478

- 1 380 NM_001005173 NP_001005173 Q8NGH7 O52L1_HUMAN cellular (Potential). 2 CAATCTCGTGGGC 0.537

+ 4 820 NGA4_uc001mcn.2 NM_001037329 NP_001032406 Q8IV77 CNGA4_HUMANcellular (Potential). 1 GCCGCCAGCCAG 0.582

- 2 735 NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN |Extracellular (Potential). 5 GCTCACGGTCCAA 0.597

+ 1 697_698 NM_001004489 NP_001004489 Q9H205 O2AG1_HUMAN lasmic (Potential). 1 ATGAGGGGAGGA 0.49

+ 6 1275 ax.1_Intron|ZNF21 NM_013250 NP_037382 Q9UL58 ZN215_HUMAN KRAB. 0 GGAGAAAGAAATA 0.358

+ 4 1110 NM_176822 NP_789792 Q86W24 NAL14_HUMAN NACHT. 8 TTCGATGAACTGA 0.453

+ 4 1327 NM_176822 NP_789792 Q86W24 NAL14_HUMAN NACHT. 8 ATGCAAGAGAGG 0.388

+ 11 3457 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8 GTAAACTACAAGT 0.398

- 3 1348 e_Mutation_p.P38 NM_213618 NP_998783 P78524 ST5_HUMAN Pro-rich. 1 GTTTGGGGACAGG 0.587

- 18 3002 F22_uc001mpa.2_ NM_173588 NP_775859 Q8N9C0 IGS22_HUMAN onectin type-III 2. 7 TCATCTCAAGGAT 0.562

+ 3 532 S2_uc001mqn.2_R NM_001143830 NP_001137302 O43903 GAS2_HUMAN CH. 2 ATGCAGGAGAAAT 0.388

- 9 791 1L1_uc001muf.1_ NM_001326 NP_001317 Q12996 CSTF3_HUMAN 0 TACTCCGATCTTC 0.239

- 2 807 1_5'Flank|C11orf74 NM_000536 NP_000527 P55895 RAG2_HUMAN 5 AGACATGAAAAGA 0.423



- 9 1472_1473 _p.P284L|PHF21A NM_001101802 NP_001095272 Q96BD5 PF21A_HUMAN 2 CGGACGGGGTGG 0.584

+ 3 485 ngo.3_Missense_M NM_002843 NP_002834 Q12913 PTPRJ_HUMAN cellular (Potential). 8 CCAATTCCTGACC 0.418

+ 1 227 NM_001005512 NP_001005512 Q6IF82 O4A47_HUMAN Name=2; (Potential). 2 CCATTTCCCCCAG 0.423

+ 2 402 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN B box-type. 0 TCTGAGGAGCAA 0.483

+ 3 224 C6_uc010rik.1_5'F NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN 2 TATTTAGGATTCT 0.368

+ 1 221 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMAN Name=2; (Potential). 1 GCTACTCCTCAAT 0.463

+ 1 932 NM_001001921 NP_001001921 Q8N127 O5AS1_HUMAN lasmic (Potential). 5 GATATTCAAATGA 0.284

+ 1 740 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMAN Name=6; (Potential). 2 TCTTGGGAGTCAC 0.353

+ 1 692 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMAN lasmic (Potential). 2 GTTCATCAGAAGG 0.343

- 1 465 LNR_uc001njn.3_R NM_005161 NP_005152 P35414 APJ_HUMAN cellular (Potential). 6 CAAAATCACCACC 0.562

- 7 1048 NM_003146 NP_003137 Q08945 SSRP1_HUMAN 2 TGGGGGATCCAG 0.458

+ 5 925 no.2_Missense_M NM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3 TTCTTTCCTTTCT 0.408

+ 1 326 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMAN Name=3; (Potential). 2 TTGGTGGGGCAG 0.468

+ 1 694 NM_001004711 NP_001004711 Q8NGE8 OR4D9_HUMAN lasmic (Potential). 0 GGGAAGGCAGG 0.502

+ 6 677 A2_uc009ymu.2_3 NM_000139 NP_000130 Q01362 FCERB_HUMAN ical; (Potential). 1 TTCTGGGACTTGG 0.403

+ 3 432 1_Intron|DAK_uc0 NM_015533 NP_056348 Q3LXA3 DHAK_HUMAN acetone binding (By similari 0 TCTGGCCATGAGC 0.637

- 4 655 A2_uc010rlx.1_5'U NM_004739 NP_004730 O94776 MTA2_HUMAN BAH. 2 ATTGCCGAGAAAG 0.522

- 7 1209 q.1_RNA|SLC22A2 NM_199352 NP_955384 Q6T423 S22AP_HUMAN lasmic (Potential). 4 ACGGCTCATGTG 0.502

+ 1 213 A10_uc001nwu.3_ NM_001039752 NP_001034841 Q63ZE4 S22AA_HUMAN lasmic (Potential). 2 CAATGGCCTTTGA 0.398

+ 9 1712 2A10_uc001nwu.3_ NM_001039752 NP_001034841 Q63ZE4 S22AA_HUMAN ical; (Potential). 2 ATTTATGGAATCT 0.443

+ 1 1087 yps.1_Missense_M NM_144585 NP_653186 Q96S37 S22AC_HUMAN 1 GACACGGAGCCG 0.667

- 7 754 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANProtein kinase. 4 CGTAGTGGCCCTT 0.592

+ 10 1382 ense_Mutation_p.R NM_003273 NP_003264 O76062 ERG24_HUMAN 1 CTTACCGCATCAT 0.652

- 7 753 _p.M160I|CABP2_ NM_016366 NP_057450 Q9NPB3 CABP2_HUMAN EF-hand 4. 1 AGACATCATTCGC 0.572

+ 16 2306 .R703Q|PPFIA1_u NM_003626 NP_003617 Q13136 LIPA1_HUMAN 3 CCCCACGAAGGAT 0.602

- 32 6434 _p.D216N|ODZ4_uc NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN ular (Potential).|YD 8. 4 TGAAGTCCTGTAT 0.557

- 8 1079 e_Mutation_p.P26 NM_007166 NP_009097 Q13492 PICAL_HUMAN 2 GGTCTGGTATATC 0.279

+ 2 975 NM_005959 NP_005950 P49286 MTR1B_HUMAN Name=7; (Potential). 2 CTATTTGTCACTAG 0.512

+ 9 1662 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 3.|Extracellular (Potential 3 CCTCAGGATTTGT 0.473

- 9 2662 _p.R630K|TRPC6_ NM_004621 NP_004612 Q9Y210 TRPC6_HUMAN lasmic (Potential). 4 TTGGCCCTTGCA 0.428

+ 2 325 R3A_uc009yyx.2_R NM_213621 NP_998786 P46098 5HT3A_HUMAN cellular (Potential). 0 CCAGGAGGAGCC 0.562

- 3 723 NM_000482 NP_000473 0 TGAATTCGTCAGC 0.622 rs145184607

+ 16 5318 NM_005422 NP_005413 O75443 TECTA_HUMAN 10 CCAACCGAACTTG 0.542

+ 5 530 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0 CCAGAGAGGAGG 0.403

- 7 836 dy.1_Missense_Mu NM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN Poly-Gln. 1 gctgctgctgGTGGAG 0.458

- 24 2994 _p.N3Y|A2M_uc00 NM_000014 NP_000005 P01023 A2MG_HUMAN 5 GTGTGTTTTGCAT 0.393

- 31 4104 .2_Missense_Muta NM_002864 NP_002855 5 GTCCATCGCAAGT 0.433

- 3 532 NM_006248 NP_006239 0 TTGTCTCCTTGTG 0.607

+ 25 3540 nse_Mutation_p.R1 NM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21 AATCTTCGTCCAC 0.403

+ 29 4033 se_Mutation_p.S13 NM_004570 NP_004561 O75747 P3C2G_HUMAN PX. 21 TCCTCTCTGAGGC 0.289

- 14 1824 se_Mutation_p.H28 NM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN C2. 3 GGACATGAATAAT 0.308

+ 1 813 Z1_uc001rdw.3_5'F NM_033328 NP_201585 Q96KX2 CAZA3_HUMAN 2 AACCAAGCTCAAC 0.408

- 25 3156 p.G1046S|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMANential).|ABC transmembrane 6 AAATGCCTGCTCC 0.413

- 23 2759 NM_183378 NP_899234 Q7RTY7 OVCH1_HUMAN CUB 3. 10 TGTAATCCACCTA 0.363

+ 2 297 _p.P30S|C12orf72_ NM_001135864 NP_001129336 Q8IXQ9 MET20_HUMAN 0 TTGTTTCCCTGTG 0.537

- 5 1331 _p.V406I|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 2. 2 TCTGAACTTTTAG 0.438

+ 13 1972 orf40_uc009zjv.1_I NM_001031748 NP_001026918 Q86WS4 CL040_HUMAN 6 GTGAATCTGTAAT 0.398



+ 4 517 e_Mutation_p.G93R NM_000725 NP_000716 P54284 CACB3_HUMAN SH3. 0 TGGATCGGGCGG 0.627

- 2 656 nse_Mutation_p.A1 NM_007210 NP_009141 Q8NCL4 GALT6_HUMANmenal (Potential). 2 GCAAAGGCATTGA 0.567

- 7 1297 NM_005555 NP_005546 P04259 K2C6B_HUMAN Rod.|Coil 2. 2 CCATCTCCCCACG 0.562

+ 12 2574 _p.C503Y|ESPL1_u NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 TCGGCTGTCCCA 0.602

+ 16 3041 _p.L659F|ESPL1_u NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 CAGGTTCTTTCAG 0.527

+ 1 49 NM_001005183 NP_001005183 A6NM76 O6C76_HUMAN cellular (Potential). 0 CTGACGGATAATC 0.388

+ 8 1092 RBB3_uc010sqc.1_ NM_001982 NP_001973 P21860 ERBB3_HUMANcellular (Potential). 8 AAACATCCTGTGT 0.507

+ 25 3155 RBB3_uc009zok.2 NM_001982 NP_001973 P21860 ERBB3_HUMAN lasmic (Potential). 8 ATAGCCCCTGGGC 0.502

+ 3 293 sqh.2_Missense_M NM_005726 NP_005717 P43897 EFTS_HUMAN 0 ATCTGGCTCCACA 0.473

+ 11 1561 ssense_Mutation_p NM_002392 NP_002383 Q00987 MDM2_HUMAN or interaction with USP2. 3 AAGAAACCCAAGA 0.393

+ 9 1371 u.2_Missense_Mut NM_001135805 NP_001129277 P21579 SYT1_HUMAN Phospholipid binding (Proba 6 TTTGATCGTTTCT 0.393

+ 2 455 zm.1_Missense_M NM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4 CATATTGAAAATG 0.338

- 31 3826 sui.1_RNA|PPFIA2 NM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6 CTAAATCCAGCTG 0.443

+ 4 465 CYL2_uc001thm.1_ NM_017988 NP_060458 Q6P3W7 SCYL2_HUMANProtein kinase. 6 CCTTCCCCTATAT 0.328

- 15 2162 NM_145913 NP_666018 Q8N695 SC5A8_HUMAN lasmic (Potential). 0 TTGAAAGCAGGA 0.383

+ 6 1283 e_Mutation_p.R36 NM_016816 NP_058132 P00973 OAS1_HUMAN 2 GCAGAAGAGGAC 0.373

+ 3 766 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3 CCAGCCGAAAAG 0.423

- 6 1297 SL_uc001tzk.1_3'U NM_003733 NP_003724 Q15646 OASL_HUMAN biquitin-like 1. 1 GGAGGGGATGG 0.542

+ 12 1752 _p.R118Q|DNAH10 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 GGGAACGATCTCT 0.418

- 8 1348 n_p.S303F|RIMBP2 NM_015347 NP_056162 O15034 RIMB2_HUMAN onectin type-III 2. 11 GGTGGGAGGGG 0.637

- 2 469 NM_004004 NP_003995 P29033 CXB2_HUMAN ical; (Potential). 0 GGCGTGGACACG 0.552

+ 13 1611 ry.2_Nonsense_Mu NM_175854 NP_787050 Q58A45 PAN3_HUMAN se.|Interaction with PAN2. 1 ATGGCCCAGTACC 0.299

+ 10 916 ba.2_Missense_M NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN xtracellular (Potential). 0 GCGATTCGCTCAC 0.323 rs144275111

- 5 727 RD13_uc001uux.2_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 TGCTTTCGCTGTG 0.627

- 4 1156 vo.2_Missense_Mu NM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0 TATCAGGAAACAT 0.448

+ 7 861 s.1_RNA|RB1_uc0 NM_000321 NP_000312 P06400 RB_HUMAN p.?(5) 358 CACCTCCCATGTT 0.249

- 4 514 e_Mutation_p.A135 NM_007015 NP_008946 O75829 LECT1_HUMAN BRICHOS. 2 CTTGCGCTTTAAT 0.448

+ 3 218 n_p.M16I|SCEL_uc NM_144777 NP_659001 O95171 SCEL_HUMAN 5 AGAGATGAAGAGC 0.443

- 19 2851 nse_Mutation_p.P1 NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2 GAAAAGGATCTTC 0.269

+ 19 2304 11A_uc001vsm.1_M NM_015205 NP_056020 P98196 AT11A_HUMAN lasmic (Potential). 4 ACAGCGGGAGCC 0.657

+ 1 902 NM_172194 NP_751944 Q8NH05 OR4Q3_HUMAN lasmic (Potential). 3 TGAAGAAGCTGAG 0.388

+ 1 178 NM_001005503 NP_001005503 Q8NGC1 O11G2_HUMAN cellular (Potential). 2 CCAGGGAGGGG 0.527

- 3 186_187 kp.1_Missense_M NM_002471 NP_002462 P13533 MYH6_HUMAN yosin head-like. 4 TCATCGGGCACG 0.579

+ 3 305 e_Mutation_p.P51S NM_173159 NP_071406 Q8IXF0 NPAS3_HUMANx-loop-helix motif. 2 CCTCTTCCTGCAG 0.488

+ 11 1384 IPOL1_uc010ams. NM_138731 NP_620059 Q8TD10 MIPO1_HUMAN Potential. 2 AGACTTCAGCAAA 0.433

- 1 663 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1 CATCAGGGATGAG 0.517

+ 2 976 NM_000953 NP_000944 Q13258 PD2R_HUMAN cellular (Potential). 4 TTTAAGGATGTCA 0.398

+ 4 502 ot.1_Missense_Mut NM_017799 NP_060269 Q9NX78 CN101_HUMAN 2 TTGCTGCGGGGG 0.418

+ 3 694 xex.3_Nonsense_ NM_021003 NP_066283 P35813 PPM1A_HUMAN 1 AATGTAAAGAATG 0.418

+ 4 1285_1286xex.3_Missense_M NM_021003 NP_066283 P35813 PPM1A_HUMAN 1 ATGCACCCAAAG 0.376

- 12 1359 wc.1_Missense_M NM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Pro. 4 ACTGCGGTGGGG 0.413

+ 8 1183 _splice|TDP1_uc00 NM_018319 NP_060789 Q9NUW8 TYDP1_HUMAN 2 CAAGGGTTCGTAG 0.428

- 14 1389 PERB_uc010aub.1_ NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 GGGGATGAAATAC 0.408

- 8 801 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 TGGTATCATAATC 0.378

+ 1 135 n_p.E18K|KIAA140 NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 TATCATTGAATATC 0.338

- 3 242 MA1_uc001ybx.1_R NM_178013 NP_821092 Q86XR5 PRIMA_HUMAN xtracellular (Potential). 2 gaggtggcgggggtggg 0.353

+ 2 170 n_p.S72F|SERPIN NM_006215 NP_006206 P29622 KAIN_HUMAN 4 ACAGCTCCCACCA 0.557



+ 3 610 NM_182560 NP_872366 Q52M58 CN177_HUMAN 0 AGGCCAGGTGCTG 0.473

+ 9 1684_1685 e_Mutation_p.G51 NM_014844 NP_055659 O15040 TCPR2_HUMAN 3 GTCCTGGGCAGT 0.54

+ 9 2088 e_Mutation_p.S64 NM_014844 NP_055659 O15040 TCPR2_HUMAN 3 TGAACTCACTCAC 0.602

- 15 2293 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11 CTCGGATTTGATT 0.463

- 8 1240 m.2_Missense_Muta NM_005163 NP_005154 P31749 AKT1_HUMAN Protein kinase. 134 TTGGCGTACTCCA 0.687

- 12 1913 q.2_Missense_Mut NM_003257 NP_003248 Q07157 ZO1_HUMAN PDZ 3. 6 TCTTCTCTTATGAT 0.368

+ 2 259 NM_001211 NP_001202 O60566 BUB1B_HUMAN 4 CCATGTCCCTGGA 0.413

- 15 2095_2096P1_uc001zoc.2_5'F NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1 TTCTTGGGGAGC 0.599

+ 8 1291 NM_006293 NP_006284 Q06418 TYRO3_HUMAN III 2.|Extracellular (Potentia 6 CCCTGGGACCCT 0.567

+ 17 2359 NM_198141 NP_937784 Q8TET4 GANC_HUMAN 2 GGTATTCTCTGTT 0.512

- 7 3802_3803zpv.2_Missense_M NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 AGTGGGAAAAAG 0.525

+ 1 561 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 AAAATGGAAAAAG 0.458

+ 2 701 _p.P141L|RNF111_ NM_017610 NP_060080 Q6ZNA4 RN111_HUMAN 2 CTTCTCCTTCATC 0.383

+ 3 240 uha.1_Missense_M NM_152450 NP_689663 Q8TBF8 FA81A_HUMAN 1 GCCAGTCCCTGAC 0.522

- 3 400 02apj.3_Missense_ NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4 CAACACGAGGCC 0.363

+ 15 1985 ukf.1_Missense_M NM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1 TCCAAAGGAAAAA 0.308

- 9 1150 b.2_RNA|PARP6_u NM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0 CTGGGGGCTGGG 0.597

- 8 3320 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMAN lasmic (Potential). 6 TCAGCGGGGTCCA 0.687 rs148714049

- 8 1566 se_Mutation_p.E31 NM_000781 NP_000772 P05108 CP11A_HUMAN 2 TCATCTCTAGCTC 0.562

- 26 3021 79F|MAN2C1_uc00 NM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0 CCAAGAGATCGCA 0.622

- 16 2717 GRF1_uc002ber.3_ NM_002891 NP_002882 Q13972 RGRF1_HUMAN 6 GTGTAGCCATTGG 0.597

+ 13 1864 unn.1_Missense_M NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 GATTTAAGGCAGC 0.542

- 16 1834 C3_uc002bgp.2_N NM_001080532 NP_001074001 Q7Z5M5 TMC3_HUMAN lasmic (Potential). 2 AGGCTCGAAATAC 0.473

- 3 477 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN 3 TCCAAGGCATGGA 0.493

+ 6 3070 NM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12 GTTTCCCAAAAAA 0.537

+ 7 1643 O3A1_uc010boc.1_ NM_013272 NP_037404 Q9UIG8 SO3A1_HUMANar (Potential).|Kazal-like. 1 CCGATTCCTTCAC 0.468

+ 7 1691 _p.S155F|RAB11FI NM_014700 NP_055515 O75154 RFIP3_HUMAN 0 ACCCTTCCCCCGA 0.592

+ 35 4388 _uc002cio.1_Misse NM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 17. 1 CAGCCCCGGGG 0.632

+ 1 1373 NM_020982 NP_066192 O95484 CLD9_HUMAN cellular (Potential). 0 GAGGCCCTCAAGC 0.697

- 5 884 ense_Mutation_p.G NM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1 GGGACCCATCTTC 0.637

- 12 4921 NM_032444 NP_115820 Q8IY92 SLX4_HUMAN eraction with PLK1 and TER 0 AGAGGGGCTCCA 0.647

- 11 2253 dbg.1_Nonsense_M NM_015914 NP_056998 Q6PKC3 TXD11_HUMANThioredoxin 2. 0 CTAGCTGGATGAA 0.522

- 15 1905 dx.2_Missense_Mu NM_002474 NP_002465 P35749 MYH11_HUMANyosin head-like. 15 TGTCATTCAGCGG 0.542

+ 29 4317 vl.2_Missense_Mut NM_004996 NP_004987 P33527 MRP1_HUMAN sporter 2.|Cytoplasmic. 4 TGTTTTCGGGTTC 0.562

- 5 920 wb.2_Missense_M NM_015092 NP_055907 Q96Q15 SMG1_HUMAN with SMG8 and SMG9. 16 TGTTTAACTAGTA 0.274

+ 5 619 fs.2_Missense_Mu NM_016138 NP_057222 Q99807 COQ7_HUMAN oximate tandem repeats. 1 GGCCTCGACCATG 0.468

+ 13 1747 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2 CTAACGCGGGAA 0.483 rs138362252

- 1 469_470 _uc002dja.2_RNA NR_002594 0 CTTGAGGAAGGC 0.639

+ 2 1468 NM_006539 NP_006530 O60359 CCG3_HUMAN 0 GACTACGAACAGG 0.562

- 7 1030_1031 xz.1_Missense_M NM_001109763 NP_001103233 Q6UXU4 GSG1L_HUMAN 1 TGCTTCCTGTGC 0.649

+ 8 1144 2IP_uc002drv.2_Mi NM_032815 NP_116204 Q8NCF5 NF2IP_HUMAN Ubiquitin-like. 1 ATGTCCCACTATG 0.547

- 9 1639_1640P397F|SEZ6L2_uc0 NM_201575 NP_963869 Q6UXD5 SE6L2_HUMAN xtracellular (Potential). 2 GGAAGGGGGCGA 0.564

+ 7 1615 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. p.S310F(1) 3 CCTTTTCCCGCCG 0.522 rs146035438

+ 13 1965 gc.1_Missense_M NM_001114 NP_001105 P51828 ADCY7_HUMAN lasmic (Potential). 1 CCAAGTCCGATGA 0.662

- 2 3320 e_Mutation_p.P100 NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8 CCTGAGGAGAAAC 0.572

+ 10 2618 ekl.2_Missense_Mu NM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7 CGTGTCCTACCGT 0.547

- 21 3136 NOT1_uc002enx.2_ NM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6 ATTTTGGATCCAA 0.418



- 1 125 A5_uc002esm.2_5'F NM_013241 NP_037373 Q9Y613 FHOD1_HUMAN 3 GGTCTTCCCCGCC 0.677

- 72 12396 DIN_uc010cfy.2_R NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 AGTTGAGGTGTGA 0.493

- 2 185 n_p.S29F|TAT_uc0 NM_000353 NP_000344 P17735 ATTY_HUMAN 2 GGCACAGAGCTTC 0.527

- 10 1415 ep.1_Missense_Mu NM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2 CTGAAGAGTTCCA 0.413

- 2 329 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1 AGCTTGGAGGTAC 0.527

+ 3 376 e_Mutation_p.N13 NM_001257 NP_001248 P55290 CAD13_HUMAN 1 CTGAGAAACATAA 0.527

- 9 1090 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1 CCCCAGACCAGA 0.532

- 12 1879 PV3_uc010vrl.1_M NM_145068 NP_659505 Q8NET8 TRPV3_HUMAN lasmic (Potential). 4 CCAGGCATCCGAG 0.567

- 6 918 th.1_Missense_Mu NM_053285 NP_444515 Q969V4 TEKT1_HUMAN Potential. 2 TTGTATCCTTCAG 0.537

+ 6 972 se_Mutation_p.H27 NM_001143990 NP_001137462 Q9BUR4 WAP53_HUMAN WD 3. 0 TACAACCACCTGG 0.602

+ 3 873 2gld.2_Missense_ NM_173728 NP_776089 O94989 ARHGF_HUMAN 3 CCCGCCCCCACC 0.677

+ 15 2462 _p.S816F|USP43_u NM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5 TTGGATCCAAGGA 0.577 rs76912039

- 34 4976 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21 CCATTTCATTGAG 0.498

- 27 3495 _Missense_Mutati NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 CCAGCTCCTCAAT 0.552

+ 10 1132 s.3_Missense_Muta NM_014859 NP_055674 Q17R89 RHG44_HUMAN Rho-GAP. 0 GAGATCGCCTTC 0.637

- 16 3118 NM_014680 NP_055495 Q14667 K0100_HUMAN 4 TGACAAGATCTAA 0.507 rs114130011

- 5 1332 F12_uc002hdj.1_M NM_001033561 NP_001028733 Q96QT6 PHF12_HUMANaction with SIN3A. 1 GTAAGGGAACGAG 0.388

+ 50 7681 o.2_Nonsense_Mu NM_001042492 NP_001035957 P21359 NF1_HUMAN p.R2450*(1) 330 GAAGTTCGAAGTC 0.363

- 6 1470 hht.2_Missense_Mu NM_001094 NP_001085 Q16515 ACCN1_HUMANellular (By similarity). 4 ACTTACGAGATAT 0.438

- 2 972 ht.2_Missense_Mu NM_001094 NP_001085 Q16515 ACCN1_HUMANellular (By similarity). 4 GTCTCTCCCCAGA 0.612

+ 9 1214 hjc.2_Missense_M NM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6 GAGCGCGATCAC 0.468 rs148057044

- 5 2416 NM_001145027 NP_001138499 1 TAAACTCCTCATC 0.423

- 6 1268 NM_002278 NP_002269 Q14532 K1H2_HUMAN Coil 2.|Rod. 0 AGTCCTCGTTCTC 0.617 rs70964671

- 1 448 P_uc010wfs.1_Intr NM_000226 NP_000217 P35527 K1C9_HUMAN Head. 3 cccactcccatagccac 0.09

- 1 441 T14_uc010cxp.1_M NM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1A.|Rod. 1 TAGGAGGCCAGG 0.458

+ 1 265 .1_5'UTR|WNK4_u NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 GCTCCGGACCCC 0.716

- 3 697 5K|MEOX1_uc002i NM_004527 NP_004518 P50221 MEOX1_HUMAN Homeobox. 0 TTCATCCTTCGGT 0.582

- 1 107 M101_uc010wis.1_ NM_032376 NP_115752 Q96IK0 TM101_HUMAN ical; (Potential). 2 CCCAAAAGGGGCA 0.622

- 1 486 ikd.2_Missense_M NM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2 TCTAAGGAAAACT 0.438

+ 3 296 jgl.2_Missense_Mu NM_002266 NP_002257 P52292 IMA2_HUMAN IBB. 2 TAAGCTCATTTCC 0.413

- 4 640 17orf28_uc002jmk. NM_030630 NP_085133 Q8IV36 CQ028_HUMAN 0 CTCCTCCGGTGG 0.662

- 2 901 ense_Mutation_p.G NM_001454 NP_001445 Q92949 FOXJ1_HUMAN 1 TATGCCCCAGCCT 0.736

+ 3 275 .P32L|SEPT9_uc0 NM_001113491 NP_001106963 Q9UHD8 SEPT9_HUMAN 3 AGACTCCCCTACT 0.567

- 6 927 n_p.L56F|LGALS3B NM_005567 NP_005558 Q08380 LG3BP_HUMAN 4 GGAGGAGGATGG 0.612

+ 32 4292 lk.3_RNA|SMCHD NM_015295 NP_056110 A6NHR9 SMHD1_HUMAN 0 AAAAACCCGTTCG 0.353

+ 2 1157 XNDC2_uc002koh.3 NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P- 2 CAAGGAGAGTGA 0.562

+ 21 2215 RD30B_uc010xak.1 NM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN 2 GAGTCTCCTGATA 0.289

- 9 1728 _p.L286*|NPC1_uc NM_000271 NP_000262 O15118 NPC1_HUMAN 2 TAATTTAACACAC 0.463

- 9 1709 _p.C280S|NPC1_uc NM_000271 NP_000262 O15118 NPC1_HUMAN 2 TGGTGCAGTTCGT 0.448

+ 53 6901 kus.3_Missense_M NM_198129 NP_937762 Q16787 LAMA3_HUMAN omain II and I. 11 GAGATGGTCTTCA 0.423

- 10 1810 bn.1_Missense_Mu NM_001792 NP_001783 P19022 CADH2_HUMAN r (Potential).|Cadherin 3. 4 CAAAGTCGATTGG 0.393

- 13 2062 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN r (Potential).|Cadherin 5. 4 TGATATGAAAGAC 0.333

- 3 728 n_p.R92*|DSC2_u NM_024422 NP_077740 Q02487 DSC2_HUMAN 3 AACTTCTCTTCTC 0.338

- 12 2022_2023wm.2_Missense_M NM_024421 NP_077739 Q08554 DSC1_HUMAN r (Potential).|Cadherin 5. 4 ATCCTCATTATTCT 0.391

- 12 2073 1012_uc002kxd.3_ NM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0 CTAAATCGATGGC 0.333

- 1 202 nf.2_Missense_Mu NM_002930 NP_002921 Q99578 RIT2_HUMAN 1 CCGGGGAGCAG 0.537 rs140593847

+ 9 1131 LC14A1_uc002lbh NM_001146036 NP_001139508 Q13336 UT1_HUMAN 2 TAACAGGACTCAG 0.512



- 13 1037 _uc002lbq.3_Silent NM_024430 NP_077748 Q9H939 PPIP2_HUMAN 1 CTTTTAGGAATTG 0.249

- 1 1626 NAL2_uc002lco.2_ NM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4 CCGAATCCCAGGA 0.547

- 1 817 NAL2_uc002lco.2_ NM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4 CACTTTCTCTCAG 0.662

+ 3 1014 CC_uc010xdr.1_5'U NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 2. 17 AGGTTCCTTTCAC 0.388

+ 12 2494 _p.S484L|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 TCAATTCAAGAGT 0.408

- 4 1859 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 CATTCGGCTTCTT 0.512

+ 6 632 0xet.1_Missense_M NM_001040147 NP_001035237 O75635 SPB7_HUMAN 3 CAAAGGCAAGTG 0.393

+ 12 2390 b.2_Missense_Mu NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN lasmic (Potential). 4 ACTCCAGAAATTC 0.483

- 3 2151 e.2_RNA|ZNF516_ NM_014643 NP_055458 Q92618 ZN516_HUMAN 1 TCGCCGGTGTCT 0.542

+ 2 1550 ra.2_Missense_Mu NM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4 GCAAGCCCGTGC 0.716

+ 7 2014 NM_001194 NP_001185 Q9UL51 HCN2_HUMAN ytoplasmic (Potential). 0 TCGAGACGGTGG 0.701

+ 7 1253 b.1_Missense_Mu NM_004368 NP_004359 Q99439 CNN2_HUMAN 0 AGGTCCCTGAATA 0.637

+ 4 1073 wq.2_Missense_M NM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 7 p.S329F(1) 3 CCTCATCCTTACA 0.522 rs142040650

- 5 428 _p.P124L|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4 GGGCGGGGGTG 0.622

+ 8 1096 _p.N211S|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 3. 2 AATGCAATGACTG 0.453

- 5 36001 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 AAAATTCTGGGGG 0.493

- 5 35987 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CCAACTGAAGTTA 0.493

- 3 18701 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CCAAGAGATGTCA 0.488

- 4 1916 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6 TTACATTCATACG 0.413

+ 8 852 NM_173483 NP_775754 Q6NT55 CP4FN_HUMAN 2 AGTGATTATATCT 0.557

+ 1 255 NM_013939 NP_039227 O60403 O10H2_HUMAN cellular (Potential). 3 ATCATCCCGCGCA 0.627

- 9 1513 BP1_uc002nft.1_R NM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1 TGGGTCCCCAGAA 0.607

+ 4 1529 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1 ATAAGAAAATTCA 0.368

+ 4 1613 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1 ATAAGAAAATTCA 0.348

- 4 1190 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN C2H2-type 7. 1 GCTTTGCCACATT 0.383

- 4 827 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCTCTCCAG 0.393

- 4 743 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCCCTCCAG 0.363

+ 4 1124 ecy.2_Missense_M NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 6. 0 AAATGTGAAGAGT 0.423

- 3 1834 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 13. 0 CACATTTGTAGCG 0.388

- 3 1829 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TTGTAGCGTTTCT 0.388

- 4 1530 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMANC2H2-type 11. 2 TAAAAGCTTTGCC 0.373

- 7 2771 NM_001080409 NP_001073878 2 TTAAAAGCTTTGC 0.368

- 4 326 NM_001080409 NP_001073878 2 CTCTGATCTGGCC 0.289

+ 4 475 1_5'UTR|LRP3_uc NM_002333 NP_002324 O75074 LRP3_HUMAN lar (Potential).|CUB 1. 3 CCTGCCTTCATCT 0.662

+ 15 2245 cd.3_Missense_M NM_199180 NP_954649 Q6UWL6 KIRR2_HUMANCytoplasmic (Potential). 3 CCACATCCTTTGG 0.617

- 5 1009 _p.H236Y|ZNF565_ NM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 5. 2 CTGTGTGGATTCT 0.507

+ 8 1979 _p.R402C|ZNF383_ NM_152604 NP_689817 Q8NA42 ZN383_HUMANC2H2-type 11. 2 CTCATTCGTCATC 0.378

+ 8 1821 L3_uc002olw.2_Int NM_016941 NP_058637 Q9NYJ7 DLL3_HUMAN lasmic (Potential). 3 AGGTAGCGACGC 0.562

- 3 232_233 NM_001828 NP_001819 Q05315 LPPL_HUMAN Galectin. 0 GAAATGGAAGAC 0.505

+ 9 738 2ooe.2_Missense_ NM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN 2 TGTTTTCCAGCCC 0.627

+ 2 375 02orj.1_Missense_ NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 1. 2 TAATAGGAACTCA 0.468

- 14 1750 _p.W144*|GRIK5_u NM_002088 NP_002079 Q16478 GRIK5_HUMAN lasmic (Potential). 0 TTATACCACTCAT 0.607

- 3 750 e_Mutation_p.E96K NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 1. 0 GTATTTCACATTC 0.512

- 3 571 10eio.1_Missense_ NM_006905 NP_008836 P11464 PSG1_HUMAN p.E145G(1) 2 GAGTCTCCACTGT 0.517

- 5 1261 wf.3_Missense_Mu NM_002784 NP_002775 Q00887 PSG9_HUMAN -like C2-type 3. 2 CGCTATGATTTCT 0.443

+ 5 1076 eji.2_Intron|ZNF23 NM_181756 NP_861421 A6NK53 ZN233_HUMAN type 2; degenerate. 2 GGAATGGTGACA 0.507

+ 6 853 en.2_Missense_M NM_006247 NP_006238 P53041 PPP5_HUMAN Catalytic. 2 ACCAACCCCTATG 0.557



+ 2 416 D2_uc010xyu.1_In NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 GACTTCGACGGCA 0.677

+ 5 2330 uc002pxc.1_5'Flan NM_007147 NP_009078 Q9Y473 ZN175_HUMANC2H2-type 14. 0 GGAAATCGTTCAG 0.438 rs145951696

- 5 1020 NM_003830 NP_003821 O15389 SIGL5_HUMAN Potential).|Ig-like C2-type 2. 4 GTATTGGAGATGG 0.622

+ 2 710 _p.G222E|FPR2_uc NM_001005738 NP_001005738 P25090 FPR2_HUMAN Name=5; (Potential). 4 GCTATGGGCTCAT 0.502

+ 2 496 NM_002030 NP_002021 P25089 FPR3_HUMAN Name=3; (Potential). 6 TGTTATGATAGAC 0.468

- 7 964 _p.S147L|ZNF611_ NM_030972 NP_112234 Q8N823 ZN611_HUMAN 1 AGTAATGAAGAAT 0.378

- 7 1008 415_uc002qau.2_M NR_028343 Q09FC8 ZN415_HUMAN 1 GAGGAACCATGGT 0.383

+ 5 623 L1_uc002qhl.3_Int NM_012314 NP_036446 P43632 KI2S4_HUMAN Potential).|Ig-like C2-type 2. 0 ACCCACGGAGGG 0.592

+ 9 2952 tg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN 13 AGGCTGGAAAACT 0.512

+ 8 1918 uc002qnk.1_Intron NM_020828 NP_065879 Q8NHY6 ZFP28_HUMAN 1 AGAAGCCTTTTG 0.428

- 4 322 F329_uc002qro.1_R NM_024620 NP_078896 Q86UD4 ZN329_HUMAN 1 AGCAGGGAACTTC 0.463

+ 4 800 NF8_uc002qrz.2_R NM_021089 NP_066575 P17098 ZNF8_HUMAN 1 GGCTCCCCAGGA 0.473

- 12 1501 xb.1_Missense_Mu NM_012293 NP_036425 Q92626 PXDN_HUMAN -like C2-type 3. 8 GACCAGGTGCCG 0.602

- 9 1162 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27 AGATTAGCTCTCT 0.458

- 16 2240 A|ATAD2B_uc002re NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 TGGGCACTAAGCA 0.502

- 1 1370 F3C_uc010ykr.1_M NM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4 CCCACTCGGATGT 0.607

- 12 1641 eyv.1_Missense_M NM_021095 NP_066918 Q9Y289 SC5A6_HUMAN 2 TGGGAGGAAATAT 0.468

+ 1 5312 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN m repeat of P-S-E-R-S-H-H 1 GTCCCTCTGAGAG 0.557

+ 5 910 ymm.1_Missense_M NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4 CCTGAGGCCAGCG 0.637

- 1 1027 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 GGGGAGACCCTG 0.587

- 33 5500 _p.P115S|HEATR5 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8 GTGGAGGAACCT 0.408

- 2 1120 NM_005760 NP_005751 Q03701 CEBPZ_HUMAN 1 GGGCTCGAGTTTT 0.413

- 1 676 KHH2_uc002rtf.3_I NM_001101330 NP_001094800 0 CTGCATATTTCAG 0.378

- 10 2016 _p.E586K|FSHR_u NM_000145 NP_000136 P23945 FSHR_HUMAN lasmic (Potential). 8 GCATTTCATAGCA 0.483

+ 5 1560 NM_019002 NP_061875 Q9NY74 ETAA1_HUMAN 4 AATTATCCACTGG 0.249

+ 7 806 p.P193L|CCT7_uc NM_006429 NP_006420 Q99832 TCPH_HUMAN 0 ACAATCCCAAGAT 0.438

+ 10 2257 jg.2_Missense_Mu NM_015120 NP_055935 Q8TCU4 ALMS1_HUMANapproximate tandem repeat 9 TCTACTCCCCACT 0.478

+ 18 2821 ysg.1_Missense_M NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 ACATTTCGCCTGT 0.368

- 4 358 _p.D130N|SFTPB_ NM_198843 NP_942140 P07988 PSPB_HUMAN posin B-type 1. 2 AGTAGTCGTCAAG 0.617 rs45557339

- 13 2343 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMAN (Potential).|Protein kinase. 3 GGTGAAGGAGCTA 0.453

+ 15 2401 syn.1_RNA|VWA3B NM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6 GAAAAGGATGGAG 0.522

+ 11 2466 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMAN lasmic (Potential). 3 CTGCAGGAAGAGA 0.428

+ 20 7391 NM_006267 NP_006258 P49792 RBP2_HUMAN RanBD1 3. 18 CTGTTCGTTTTAA 0.373

- 7 1645 NM_000575 NP_000566 P01583 IL1A_HUMAN 1 TAGTGCCGTGAGT 0.468

- 7 893 h.1_Missense_Muta NM_000576 NP_000567 P01584 IL1B_HUMAN 4 CTTTAGGAAGACA 0.502

- 17 5698 ttq.2_Missense_M NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 GTGGAGGAAGGC 0.597

- 3 227 _p.P66S|YSK4_uc NM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5 CACTGGGATCTTC 0.418

+ 4 443 10zbl.1_Missense_ NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2 AAGAAACTAAGG 0.333

- 131 18129 p.E2403K|NEB_uc NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 163. 20 TGCTTTCCTCTAG 0.418

- 11 1569 p.D284N|CCDC14 NM_138803 NP_620158 Q8NFR7 CC148_HUMAN 2 GAAGATCTCTCAT 0.303

- 5 980 os.2_Missense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN (Potential).|C-type lectin 1. 0 TTACCTGGATCCC 0.423

- 4 363 ce|ITGB6_uc010zc NM_000888 NP_000879 P18564 ITB6_HUMAN 3 CACCACCTGCAAA 0.522

- 23 4711 .Y1358D|SCN3A_u NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 CAAGATAGCCAGC 0.398

- 13 2246 _p.W623*|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN II. 13 TTTAACCAATATG 0.383

+ 3 461 n_p.W123*|G6PC2 NM_021176 NP_066999 Q9NQR9 G6PC2_HUMAN ical; (Potential). 1 TGTCTGGTATGTC 0.478

+ 7 1327 _p.S256F|ITGA6_u NM_001079818 NP_001073286 P23229 ITA6_HUMAN Extracellular (Potential). 2 AAGATTCTATGTT 0.358

- 2 1268 _p.G67E|PDE11A_ NM_016953 NP_058649 Q9HCR9 PDE11_HUMAN GAF 1. 4 TTGTATCCAGTTA 0.408



- 284 82389 084S|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAGAGGAGGATC 0.438

- 275 76982_76983282S|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACCTGGGGGACT 0.47

- 275 71443 435*|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGAGACCATGTTA 0.438

- 275 68106 323A|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCACAGTAACTGA 0.463

- 275 63906 923Q|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GATACTCTAATCC 0.458

- 238 48616 826E|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGGTTCCTTCTT 0.378

- 220 43725 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAGGTTCCCAAG 0.398

- 200 39450 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTTTCCATGTTT 0.363

- 143 30597 z.1_Missense_Mut NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAACTTCCTCTTC 0.453

- 80 20457 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCTTGCGGATGAA 0.512

+ 4 2903 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R770Q(1) 11 TCTATCGAAAACG 0.333

- 4 587 _p.K178*|CLK1_uc NM_004071 NP_004062 P49759 CLK1_HUMAN 2 TTCTTTTCCTTCG 0.443

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 CCTACAGATTCCA 0.393

- 2 90 NM_020989 NP_066269 P07315 CRGC_HUMAN a crystallin 'Greek key' 1. 0 TGGTTTCGTAGCT 0.522 rs145041511

+ 11 4932 g.1_Missense_Mut NM_002374 NP_002365 P11137 MAP2_HUMAN 17 GAGAATTCCTTCT 0.458

- 3 320 eb.2_Missense_Mu NM_079420 NP_524144 P05976 MYL1_HUMAN EF-hand 1. 1 CCTGTTCTGTCAA 0.438

+ 7 1185 .3_Missense_Muta NM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5 ATCCTTCGCAGGA 0.652 rs140021661

+ 10 1638 P484S|SLC4A3_uc NM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5 CCAACTCCCAGCC 0.612

- 3 757 Mutation_p.W131R NM_181457 NP_852122 P23760 PAX3_HUMAN Paired. 766 TTTCCCAGCTGAA 0.532

- 8 4528 e_Mutation_p.A149 NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 GCTTCAGCCTCTG 0.552

- 3 447 pt.3_Missense_Mu NM_001100818 NP_001094288 Q7Z2X4 PCLI1_HUMAN PID. 4 GGATTTCCAGGAG 0.557

+ 5 653 nse_Mutation_p.E1 NM_007237 NP_009168 Q13342 LY10_HUMAN 0 CCTCAGGAAGCCT 0.498

+ 5 818 _p.R196Q|ITM2C_ NM_030926 NP_112188 Q9NQX7 ITM2C_HUMAN 0 GCGCCGGGCAAC 0.632

- 2 361 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANName=1; (Potential). 5 AGGATGACCAGAC 0.632

+ 1 515 0zmy.1_Intron|UGT NM_000463 NP_000454 P22309 UD11_HUMAN 2 CTCTGCCCACTG 0.567

- 3 443 wek.2_Missense_M NM_001029871 NP_001025042 Q2I0M5 RSPO4_HUMAN FU. 0 ACTTCCCCTTGTA 0.627

+ 3 187 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0 CTTTGTTGGCCTC 0.353

+ 3 189 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0 TTGTTGGCCTCAA 0.353

+ 2 143 NM_001037730 NP_001032819 Q30KQ5 DB115_HUMAN 1 GGAAATCATGCAA 0.323

- 2 116 NM_001037731 NP_001032820 Q30KQ4 DB116_HUMAN 0 TCACATGGATTCC 0.468

+ 2 248 NM_182658 NP_872599 P59826 LPLC3_HUMAN Leu-rich. 4 GCCACGGAGGGG 0.597

- 5 446 n_p.E65K|NECAB3 NM_031232 NP_112509 Q96P71 NECA3_HUMAN 1 GCGATTCCAATGC 0.612

+ 7 924 SS2_uc010gey.2_M NM_018677 NP_061147 Q9NR19 ACSA_HUMAN 0 AGTCCCCCCCAA 0.537

- 24 3507 p.G1127A|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMANphatase 1.|Cytoplasmic (Po 20 ACCACCCCTTCAT 0.577

- 22 3180 p.R1018Q|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMANphatase 1.|Cytoplasmic (Po 20 CAGTATCGCACA 0.438

- 21 3155 p.E1010K|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMANphatase 1.|Cytoplasmic (Po 20 CCACTTCCACCAG 0.468

- 8 1628 gj.2_Missense_Mu NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 CGTCTTCCTCAGT 0.552

- 7 1154 gj.2_Missense_Mu NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 CCACTTCCTTCAG 0.567

+ 4 651 NM_004994 NP_004985 P14780 MMP9_HUMAN 2 TGTGGTCCCTGGG 0.637

- 8 1852 hk.1_Missense_Mu NM_021248 NP_067071 Q9UJ99 CAD22_HUMAN r (Potential).|Cadherin 4. 5 CTTAGGGATGCCC 0.552

- 5 705 Missense_Mutation NM_022829 NP_073740 Q8WWT9 S13A3_HUMAN lasmic (Potential). 1 CATCCTCCTTCCT 0.532

- 12 2135 F2_uc002xtq.2_Sp NM_018837 NP_061325 Q8IWU5 SULF2_HUMAN 6 ACTCACCGATGT 0.594

- 2 1634 us.1_Nonsense_M NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 CTTTGTCCATTTC 0.433

+ 7 2296 ze.1_Missense_Mu NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3 GCATTTCACGGCA 0.577

+ 1 917 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 AGAAGTCGCCGAC 0.697

+ 2 3772 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 ATGCCCCAGCACC 0.498

+ 5 4780 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 TCCAGAGGCCAG 0.468



+ 7 724 co.2_Missense_M NM_007002 NP_008933 Q16186 ADRM1_HUMAN Ser-rich. 0 GGCAGCGGTCAC 0.706

+ 11 1202 tion_p.R312*|ITSN NM_003024 NP_003015 Q15811 ITSN1_HUMAN 4 AGAGTTCGATCTG 0.388

- 15 3372 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANtential).|Fibronectin type-III 11 TGAGCTCGTTGCT 0.587

+ 2 173 c.2_RNA|UBASH3A NM_018961 NP_061834 P57075 UBS3A_HUMAN UBA. 3 CCACGGGGAGGA 0.607

- 9 1614 _p.H232Y|DGCR2_ NM_005137 NP_005128 P98153 IDD_HUMAN lasmic (Potential). 1 CGGGTGGATGGA 0.627

+ 6 1677 _p.V489M|ZNF74_u NM_003426 NP_003417 Q16587 ZNF74_HUMAN C2H2-type 9. 1 CTCATCGTGCACC 0.637

+ 26 4610 guz.1_Missense_M NM_032608 NP_115997 Q8IUG5 MY18B_HUMANPotential.|Tail. 12 AAAGGTGATGTGG 0.612

+ 2 755 NM_020437 NP_065170 Q6ICH7 ASPH2_HUMANmenal (Potential). 1 CACAACGAGGGC 0.637

- 10 1209 p.P292L|RBM9_uc NM_001082578 NP_001076047 O43251 RFOX2_HUMAN Ala-rich. 0 TAGGCGGGGATGG 0.512

+ 14 1907 aqc.3_Missense_M NM_000395 NP_000386 P32927 IL3RB_HUMAN lasmic (Potential). 3 CCACAGAGCAGC 0.637

+ 14 2411 aqc.3_Missense_M NM_000395 NP_000386 P32927 IL3RB_HUMAN lasmic (Potential). 3 CTAGTTCCCTCTC 0.627

- 5 2021 GAP1_uc003azu.2_ NM_002883 NP_002874 P46060 RAGP1_HUMAN 0 ACAAAGACCTTCA 0.582

- 8 840 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1 CCTCATGAGCTGT 0.587

- 7 640 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1 CCCTCGGGGAAG 0.592

+ 16 2991 EBF2_uc003bbj.2_ NM_004599 NP_004590 Q12772 SRBP2_HUMAN lasmic (Potential). 4 AGAGTTCCTTCTG 0.622

- 3 448 bba.1_Intron|TNFR NM_052945 NP_443177 Q96RJ3 TR13C_HUMAN lasmic (Potential). 0 ATTCCCGGAGACA 0.632

- 5 815 k.1_Intron|PHF21B_ NM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3 gggtgaaggggacagt 0.274

+ 4 381 E1_uc011aqz.1_5' NM_016426 NP_057510 Q9NYZ3 GTSE1_HUMAN 1 TTCGGACCCTTTG 0.388

+ 3 417 1arp.1_Missense_M NM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3 GGGAGTCCCTCAG 0.512

+ 3 1711 _p.E437K|PANX2_u NM_052839 NP_443071 Q96RD6 PANX2_HUMAN lasmic (Potential). 1 GAGAAGGAAATCC 0.701

+ 1 1741 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN Kelch 5. 1 GCACCACCCTGGG 0.687

+ 3 551 R_uc010hbh.1_Miss NM_001097 NP_001088 P10323 ACRO_HUMAN Peptidase S1. 0 GGTGGCCGGCTG 0.627

+ 10 1293 NM_001570 NP_001561 O43187 IRAK2_HUMANProtein kinase. 8 TGTTGGCCGAGG 0.542

- 7 2096 _p.P574L|IQSEC1_ NM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1 TCACGGGGAATGT 0.527

+ 3 419_420 bzi.2_Missense_M NM_003298 NP_003289 P49116 NR2C2_HUMAN 0 TGGCTTCCCCAG 0.554

- 11 1677 p.P495S|SCN5A_u NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 ACTTGGGGAGCCT 0.527

- 27 5456 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 AGAGAATCCAACT 0.448

- 2 4092 2_3'UTR|XIRP1_u NM_194293 NP_919269 Q702N8 XIRP1_HUMAN Pro-rich. 8 GAAGAAGGGGGT 0.607

+ 8 992 YRIP_uc010hhw.2_ NM_015460 NP_056275 Q8NFW9 MYRIP_HUMAN yosin-binding. 5 ACCGTGCTCCCGC 0.597

+ 12 2230 ssense_Mutation_ NM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5 CTGGAAGAAAATG 0.507

- 19 2006 kw.2_Missense_Mu NM_017886 NP_060356 Q96C45 ULK4_HUMAN 0 GCCAAGGGAACAG 0.448

+ 3 918 e_Mutation_p.R247 NM_001296 NP_001287 O00590 CCBP2_HUMAN lasmic (Potential). 5 CAGGGCCGGGCT 0.532

- 9 1224 NM_000094 NP_000085 Q02388 CO7A1_HUMANn (NC1).|Fibronectin type-III 11 ATCAGGGAAGTGG 0.647

- 12 982 QARS_uc003cvy.2 NM_005051 NP_005042 P47897 SYQ_HUMAN 1 TGTAGCCTGGGG 0.547

+ 6 339 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 CTTTCAGAAACAC 0.388

+ 32 3386 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 TGACATGATGGAC 0.473

+ 42 5330 e_Mutation_p.D170 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 GCAAGTGATACTG 0.458

+ 37 3202 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANcellular (Potential). 7 AGGCGCCCAGAA 0.443

- 14 2699 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CCAGTTCCTGTCT 0.512

+ 6 762 e_Mutation_p.L112 NM_001098783 NP_001092253 O95059 RPP14_HUMAN 0 ATTTCTTCTTGCAT 0.393

- 12 2359 lm.2_Missense_M NM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3 ATAAATTCATCCAT 0.383

- 8 1272 dmh.1_Missense_M NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN eptidase M12B. 4 TATAGGGATCACA 0.403

+ 3 780 BD8_uc011bfv.1_In NM_032505 NP_115894 Q8NFY9 KBTB8_HUMAN BACK. 4 CGTTTTCCTCTGA 0.398

- 8 998_999 M86D_uc003dpq.3 NR_024241 0 AGCCCGGCCTGG 0.569

+ 17 3169 HA3_uc010hon.1_R NM_005233 NP_005224 P29320 EPHA3_HUMANential).|PDZ-binding (Potent 33 CCAGTTCCCGTG 0.493 rs147992008

+ 6 1698 NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMAN III 2.|Extracellular (Potentia 16 AAAATAGCATTGC 0.418

+ 7 1922 s.3_5'UTR|EPHA6_ NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMAN III 2.|Extracellular (Potentia 16 GAATTTGAAACAG 0.373



- 36 5089 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 TCAGATCACTGTT 0.522

+ 7 1066 p.1_Missense_Mut NM_175862 NP_787058 P42081 CD86_HUMAN lasmic (Potential). 2 AAAGTTCGAAGAC 0.333 rs141281931

+ 4 453_454 bjq.1_Missense_M NM_014367 NP_055182 Q96A26 F162A_HUMAN 1 ATTGAGGGCAAG 0.45

+ 3 633 ekj.2_Missense_M NM_021937 NP_068756 P57772 SELB_HUMAN 1 GAAGCTCCACAGG 0.572

- 1 1334 NM_025041 NP_079317 Q3SXR2 CC036_HUMAN 1 TCCCCCCAGGTGA 0.672

+ 2 370 .1_RNA|IL20RB_u NM_144717 NP_653318 Q6UXL0 I20RB_HUMAN III 1.|Extracellular (Potentia 1 CAGAACCTCTCTG 0.512

+ 17 2909 NM_022131 NP_071414 Q9H4D0 CSTN2_HUMAN cidic).|Cytoplasmic (Potentia 7 GAGGAGGAAGAAG 0.542

- 38 6565 y.1_Missense_Mut NM_001184 NP_001175 Q13535 ATR_HUMAN FAT. 20 CAAATTCGAGAGA 0.343

+ 4 487 _p.S150F|MED12L NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 AATATTCTGTGCC 0.353

- 3 1117 T80_uc003fda.2_R NM_173084 NP_775107 Q8IWR1 TRI59_HUMAN 0 TTGGAGAAATTTT 0.308

- 31 3780 NM_001041 NP_001032 P14410 SUIS_HUMAN crase.|Lumenal. 14 ATTCCCGAACCTC 0.343

- 2 2627 fek.2_Missense_M NM_014926 NP_055741 O94933 SLIK3_HUMAN lasmic (Potential). 10 GGAGAGGAAAGAG 0.448

- 1 140 n_p.E38K|SERPIN NM_006217 NP_006208 O75830 SPI2_HUMAN 3 CAAATTCGGTATT 0.368 rs147443553

- 2 388 _p.H81Y|WDR49_ NM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 1. 3 GAGAGTGATAATC 0.378

+ 13 2193 n_p.S331F|EIF2B5_ NM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5 TGGATTCCCCGCT 0.532

+ 2 423 yl.2_Intron|IGF2BP2 NR_027317 0 GGTAGGGAAGCA 0.562

+ 9 1660 rw.1_Missense_Mu NM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0 GTCTATCGCATCT 0.498

- 4 1218_1219_p.A168T|C3orf21_ NM_152531 NP_689744 Q8NBI6 CC021_HUMAN 0 ATAGGCCTCGAA 0.624

+ 5 906 Missense_Mutation NM_000283 NP_000274 P35913 PDE6B_HUMAN GAF 2. 0 GCCCAGGAATTTT 0.662

+ 17 3303 3gee.3_RNA|WHS NM_001042424 NP_001035889 O96028 NSD2_HUMAN AWS. 9 TGCCACCCGCAG 0.532

+ 17 3789 E1154K|SH3TC1_ NM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3 TTTGACGAGGAGA 0.632

+ 11 2045 _p.S503L|CPZ_uc0 NM_001014447 NP_001014447 Q66K79 CBPZ_HUMAN 3 TCACATCGCTGAG 0.706

- 3 2151 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 CTTGTAGATTCCA 0.433

- 3 1452 AF16_uc003gpo.2_ NM_017741 NP_060211 Q9NXF7 DCA16_HUMAN 1 GGCTGGGACTTG 0.512

+ 20 2264 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 3. 11 TCACGGGAAATCC 0.438

+ 5 1316 _p.V102I|GBA3_uc NM_020973 NP_066024 Q9H227 GBA3_HUMAN 0 GATAAAGTCAATC 0.393

- 7 1441 NM_001358 NP_001349 O43143 DHX15_HUMAN case C-terminal. 1 ACGTCTCTGCTAT 0.318

- 7 705 3hdp.2_5'UTR|TM NM_004262 NP_004253 O60235 TM11D_HUMAN .|Extracellular (Potential). 1 GGCTGCCTCCACA 0.532

- 5 1309 e_Mutation_p.S28 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 GTACTCGACATTG 0.413

+ 6 201 n_p.R51K|CSN1S1 NM_001890 NP_001881 P47710 CASA1_HUMAN 0 TGAACAGGGTAAG 0.274

+ 2 177 NM_021225 NP_067048 Q99935 PROL1_HUMAN 1 AAGAATGAAATTA 0.299

+ 5 2791 3hkf.1_Missense_M NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3 GGCAAGCGGGTG 0.562

+ 56 8829 NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN |Extracellular (Potential). 5 CCCAACGATGCCT 0.537

- 1 384 NM_032693 NP_116082 Q9BSU3 NAA11_HUMAN cetyltransferase. 2 GGCGCCGGTGTG 0.562

- 10 1590 .S276F|ANTXR2_u NM_001145794 NP_001139266 P58335 ANTR2_HUMANcellular (Potential). 1 AGCATAGAATTAA 0.269

- 5 793 _p.E216K|RASGE NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN Ras-GEF. 0 CCAGCTCTATATG 0.468

- 17 3170 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 GGGGCGGGTGC 0.502

- 11 1433 NM_174952 NP_777612 Q8N412 CD037_HUMAN 0 AGATTTCCTTTCT 0.269

+ 8 1787 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 TGTAGGGATCTTC 0.294

- 4 796 TX2_uc010iml.2_In NM_153426 NP_700475 Q99697 PITX2_HUMAN 0 CGTCCTCATTCTT 0.592

- 4 1047 NM_024574 NP_078850 Q8TB73 CD031_HUMAN 0 ACTCAGGGTATGG 0.483

+ 7 902 _p.R224C|ADAD1_ NM_139243 NP_640336 Q96M93 ADAD1_HUMAN 0 TCTAATCGTTCAG 0.269

+ 8 7432 e_Mutation_p.P77 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN (Potential).|Cadherin 24. 18 CCATCTCCTACTC 0.383

- 1 2734 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN lasmic (Potential). 5 AGGTAGGAGATGA 0.507

- 1 2338 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN |Extracellular (Potential). 5 CCCATTCTGTGTA 0.438 rs141226164

- 5 872 hk.1_Missense_Mu NM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 3. 1 AGAAAGCCGTTGG 0.428

- 3 521 k.1_Missense_Mu NM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 2. 1 TGATTCCGTGGAG 0.468



- 6 1693 _p.G305R|RNF150_ NM_020724 NP_065775 Q9ULK6 RN150_HUMAN lasmic (Potential). 1 GACCTCCCAGAGA 0.542

- 3 304 p.S30L|GYPA_uc0 NM_002099 NP_002090 P02724 GLPA_HUMAN Extracellular. 2 ATTTCTGAAACTT 0.413

+ 7 1946 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6 CTCCACGATCCAG 0.517

- 14 1947 _p.L576F|DDX60L_ NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1 CTTTGAGAAATGA 0.333

+ 5 1556 0irr.2_Missense_Mu NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN2B.|Extracellular (Potential). 16 TTAAGAGGGTTAA 0.428

- 5 1236 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5 CCATCTCCAGCAT 0.398

+ 4 350 HRR_uc010isy.2_In NM_013232 NP_037364 O75340 PDCD6_HUMAN nd 2.|2 (Potential). 1 TTCAGCGAGTTCA 0.537

+ 1 278 NM_182632 NP_872438 Q96N87 S6A18_HUMAN Name=2; (Potential). 1 CCTATGGAGGAGG 0.637

- 7 2379 RT_uc003jcc.1_Mi NM_198253 NP_937983 O14746 TERT_HUMAN rse transcriptase. 12 AACTGTCGCATGT 0.642

- 2 299 NM_001044 NP_001035 Q01959 SC6A3_HUMAN lasmic (Potential). 6 TCTCCCGATCCTG 0.602

- 11 2084 e_Mutation_p.M569 NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 5. 7 AGAGATCATAATG 0.498

- 5 654 _p.S192F|AGXT2_ NM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4 CTGAAAGAAATGA 0.448

- 10 1942 RLR_uc003jjj.1_Int NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 GCCTTTCCCTCTT 0.542

+ 17 2734 3jle.1_Missense_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN EGF-like 3. 7 AGGAAGGAGGGC 0.622

+ 14 1939 7_uc011cpn.1_RN NM_000587 NP_000578 P10643 CO7_HUMAN Sushi 1. 0 GAAACCCAGTGG 0.388

- 23 2840 3jmi.3_Missense_M NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 9. 8 TGTAACCAATCAG 0.433

- 1 4 NM_000524 NP_000515 P08908 5HT1A_HUMANellular (By similarity). 4 GCACATCCATGCC 0.637

+ 5 4571 yx.1_Missense_Mu NM_005909 NP_005900 P46821 MAP1B_HUMAN 5 GTAAGTCCAGTTT 0.413

+ 2 132 1_5'Flank|GFM2_u NM_014886 NP_055701 O95478 NSA2_HUMAN 1 GGATACCGTTTGG 0.328

- 1 368 NR_004845 0 GAGCTGGAGCCC 0.542

+ 20 3793_3794R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 ATGGTTCCATTCA 0.421

+ 36 8419 p.D481N|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN .|Extracellular (Potential). 16 TTGTTGGATGACA 0.338

+ 38 8726 p.G583E|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 CAGTAGGAAACCT 0.393

+ 45 9775 _p.R933*|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANular (Potential).|EAR 1. 16 GTATCTCGAACTA 0.393

+ 5 1344 1_Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 1. 2 CTCAATGAGCGCA 0.488

+ 7 780 dd.1_Missense_M NM_032446 NP_115822 Q96KG7 MEG10_HUMAN  self-assembly and formatio 4 GCCTGCGATGGTG 0.582

- 2 321 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2 CCACACCCACATC 0.557

+ 1 970 hd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 GCCACGGATAAAG 0.373

+ 1 217 lhh.1_Intron|PCDH NM_018910 NP_061733 Q9UN72 PCDA7_HUMAN |Extracellular (Potential). 4 CGTGGGGATCTTC 0.612

+ 1 1823 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMAN|Extracellular (Potential). 6 GGCTTTCGTATGA 0.682

+ 1 1932 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 TCTGTTCAAAGAC 0.438

+ 1 1974 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMAN |Extracellular (Potential). 5 GGTGACCAAGGT 0.697

+ 1 1934 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN |Extracellular (Potential). 6 GGTGACCAAGGT 0.706

+ 1 2177 daj.1_Missense_M NM_018931 NP_061754 Q9Y5F2 PCDBB_HUMAN lasmic (Potential). 6 GCTGCTCGGTGC 0.657

+ 1 1997 dak.1_Missense_M NM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANr (Potential).|Cadherin 6. 3 GGCTGTCGTACCA 0.726

+ 1 2011 B5_uc003lkf.1_Intr NM_018928 NP_061751 Q9Y5F7 PCDGL_HUMAN |Extracellular (Potential). 4 ACTCATCCAGTTG 0.488

- 4 3323 NM_032420 NP_115796 Q08174 PCDH1_HUMAN 5 CTGGACGGCGTC 0.637

- 1 3399 NM_016580 NP_057664 Q9NPG4 PCD12_HUMAN ical; (Potential). 3 TCAACCCGAAGAT 0.597

+ 1 1303 TC2_uc003lpp.1_I NM_000024 NP_000015 P07550 ADRB2_HUMAN Cytoplasmic. 1 GCTACTCCAGCAA 0.522

+ 2 567 NM_000112 NP_000103 P50443 S26A2_HUMAN lasmic (Potential). 0 GGCTCCCAAAATA 0.423

- 1 587 NM_130899 NP_570969 Q8TC56 FA71B_HUMAN 6 AGAGATCTTCCCG 0.507

- 23 4448 jit.1_Missense_Mu NM_025153 NP_079429 O94823 AT10B_HUMAN ical; (Potential). 5 ATGCATCCACCAT 0.418

+ 9 1539 lyv.2_Missense_M NM_000811 NP_000802 Q16445 GBRA6_HUMAN lasmic (Prob p.P401L(1) 12 TCAACACCTGTCA 0.463

+ 11 640 NM_001079529 NP_001072997 P0C7A2 F153B_HUMAN 1 CTGGAGGAGCATG 0.507

+ 14 2470 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMAN lasmic (Potential). 1 CTCATTCGGCAGA 0.637

+ 10 491 3mig.1_Missense_ NM_001079527 NP_001072995 0 GTCCTTCCTCTGC 0.527

+ 13 1925_1926 q.1_Missense_Mu NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 GGTGTCCTGGCA 0.525



+ 2 1010 NM_001718 NP_001709 P22004 BMP6_HUMAN 3 CATTTATCAAGTCT 0.483

+ 2 201 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 CAAATTCATCCCA 0.388

- 1 88 NM_005493 NP_005484 Q96S59 RANB9_HUMAN Poly-Pro. 2 gctgctgcggcggcggc 0.517

+ 6 720 p.M133I|CAP2_uc0 NM_006366 NP_006357 P40123 CAP2_HUMAN 1 GGAGATGAATGAC 0.398

+ 21 2121 _p.G582E|LRRC16 NM_017640 NP_060110 Q5VZK9 LR16A_HUMAN LRR 9. 4 GCAACGGAATGGG 0.547

+ 1 31 NM_003523 NP_003514 P62807 H2B1C_HUMAN 0 CCGCCCCGAAGA 0.527

+ 6 1262 2A3_uc011dkm.1_Intron 0 CTCTCTGGAGGA 0.507

+ 7 1149 NM_001732 NP_001723 Q13410 BT1A1_HUMANY.|Cytoplasmic (Potential). 2 TGTAGGGAGAATG 0.557

+ 11 1396 njb.2_Missense_M NM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5 TCCTCAGAATCAA 0.567

+ 2 166 se_Mutation_p.S5 NM_001509 NP_001500 O75715 GPX5_HUMAN 1 ATGTTTCCTTCAA 0.423

+ 3 573 w.2_RNA|PPP1R11 NM_021959 NP_068778 O60927 PP1RB_HUMAN Pro-rich. 3 GACCGACCCCCAC 0.612

- 5 1323 MDC1_uc003nrh.1_ NM_014641 NP_055456 Q14676 MDC1_HUMAN uclear localization (NLS1). 4 CTCCAGGAGGTTG 0.542

+ 2 3502 NM_080870 NP_543146 Q3MIW9 DPCR1_HUMAN 0 TCCACAGAACACC 0.463

- 2 508 1_5'Flank|PSORS1 NM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0 CCTGGTGGAGGA 0.622

+ 1 80 F_uc003nuj.2_5'Fl NM_000594 NP_000585 P01375 TNFA_HUMAN 3 CTCAGACGCCACA 0.592

+ 4 674 c003nuj.2_Silent_p NM_000594 NP_000585 P01375 TNFA_HUMAN cellular (Potential). 3 GTCAACCTCCTCT 0.632

+ 6 468 IF1_uc003nva.2_M NM_001623 NP_001614 P55008 AIF1_HUMAN 1 GAAAAGGAAAAGC 0.488

+ 10 1580 3nzf.1_Missense_M NM_000500 NP_000491 P08686 CP21A_HUMAN 0 ATGGGGGCCCAC 0.682

- 48 3769_3770 se_Mutation_p.P1 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 CTGGGGGGCCAG 0.594

+ 6 961 B_uc011dqu.1_5'F NM_001077516 NP_001070984 Q92504 S39A7_HUMAN 1 GAAAAGGAAACAA 0.488

+ 60 9020 NM_001371 NP_001362 21 TTTCACGAATAAT 0.363

+ 89 13573 NM_001371 NP_001362 21 TTCACTGAACTTT 0.443

- 2 410 LH_uc011dvl.1_5'Fl NM_020750 NP_065801 Q9HAV4 XPO5_HUMAN for interaction with Ran. 4 GAAGGCCAAAATG 0.418

- 10 944 p.E230K|CRISP2_u NM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1 ACTTTTCCTTGAG 0.393

+ 8 983 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN LRR 10. 1 AGACTTCCTGAAG 0.378

+ 5 1866 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 GACACCCCTACGA 0.473

+ 5 2655 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 AGTAAGGAAGATG 0.388

- 1 860 xf.1_Missense_Mu NM_021073 NP_066551 P22003 BMP5_HUMAN 2 GTATTTCCCGTCT 0.453

- 5 532 SBL2_uc011dxp.1_RNA 0 AGTTGCGATACCA 0.507

- 10 2034 _p.A499V|EYS_uc0 NM_001142800 NP_001136272 Q5T1H1 EYS_HUMAN 6 AAATAGGCATCAA 0.343

+ 18 3102 2_Missense_Mutat NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10 GATGTGGATAGTC 0.363

- 9 1237 2CBP_uc011dyx.1_ NM_198920 NP_944602 Q7Z6J8 UB2CB_HUMAN HECT-like. 1 CACGGCGAAGGG 0.463

- 14 2723 _p.E823K|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN(Potential).|Protein kinase. 28 TAACTTCCCACAT 0.408

- 4 438 ub.2_Intron|DDO_u NM_003649 NP_003640 Q99489 OXDD_HUMAN 3 ATCTTTCGAAATC 0.468

+ 4 886 E_uc003pwt.2_Non NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 CCTACTTATGGAC 0.443

+ 3 1553 0kfi.2_Missense_M NM_052913 NP_443145 Q86VY9 T200A_HUMAN lasmic (Potential). 1 GTGGAGGAGGATG 0.498

- 4 1209 p.S317F|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 ACGAGGAACGGC 0.403

- 3 780 _uc003qhk.2_Intro NM_014432 NP_055247 Q9UHF4 I20RA_HUMAN tential).|Fibronectin type-III 4 GTTCCCCAAATGG 0.363

+ 23 3910 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2 GCCCTGGAAACAG 0.493

- 143 26523 p.R8641W|SYNE1_ NM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45 TGAGCCGATTTCC 0.423

+ 29 4232_4233wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN Pro-rich. 5 ACCTGCCTCCGC 0.614

- 13 2100 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN p.I566I(1) 50 GGGGCTCGGCGG 0.622

+ 7 672 58_uc010kst.2_Silent_p.A14A 0 CCGGCCGCCCCG 0.617

- 15 1881 0ktd.1_Missense_M NM_173565 NP_775836 B2RC85 R10B2_HUMAN 3 AAATTGCCTAAAA 0.338

+ 2 326 pw.2_Missense_Mu NM_006908 NP_008839 P63000 RAC1_HUMAN 2 GCATTTCCTGGAG 0.353

- 13 3127 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMAN .|Extracellular (Potential). 3 ATTTGTCACAAGG 0.388

- 1 484 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1 AGCCCTGAATTTG 0.448



+ 10 2243 yh.1_Missense_Mu NM_002214 NP_002205 P26012 ITB8_HUMAN repeats.|II.|Extracellular (Po 3 GCAAGTCACACAA 0.373

+ 74 11997 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 6 (By similarity). 15 CCAAAGGAGGACA 0.512

- 9 819 NM_012294 NP_036426 Q92565 RPGF5_HUMAN 1 TTGTCCGTCTGCA 0.443

- 3 481 tbc.2_RNA|GGCT_ NM_024051 NP_076956 O75223 GGCT_HUMAN 0 TTATTTCTTTTCCT 0.373

+ 16 1461 ADCYAP1R1_uc00 NM_001118 NP_001109 P41586 PACR_HUMAN lasmic (Potential). 1 TCAAGCGAAAATG 0.612

- 21 2270 p.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0 AGATTTTCGACTAT 0.274

- 8 1287 NM_001077653 NP_001071121 Q9UMR3 TBX20_HUMAN 1 CCTGCTGAAAATA 0.517

+ 11 1124 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 1. 3 ACGAACGATCTGA 0.443

- 5 1091 w.2_Intron|TBRG4_ NM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0 ATGAGGGATAGCA 0.592

+ 1 1202 NR_003595 0 AAACTTCTCTCTG 0.473

+ 1 470 n_p.G22E|VSTM2A NM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0 AACAAGGGCTTTC 0.403

- 4 488 NM_033273 NP_150376 Q96JC4 ZN479_HUMAN KRAB. 4 GGGACTCTTTATT 0.383

+ 4 680 NM_001159279 NP_001152751 2 AAAAACGATGGCA 0.328

+ 4 505 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN KRAB. 1 TAAAGAGAAATGA 0.393

+ 6 1033 3tvz.2_Missense_ NM_022479 NP_071924 Q6IS24 GLTL3_HUMAN main B.|Lumenal (Potential 7 CTGGATCCTGGCA 0.502

- 15 1835 m.2_Missense_Mu NM_000601 NP_000592 P14210 HGF_HUMAN Peptidase S1. 4 TCATCTCCTCTTC 0.363

- 7 800 3umu.1_Missense_ NM_001742 NP_001733 P30988 CALCR_HUMAN Name=1; (Potential). 9 ACTAGGGTGAAAA 0.358

+ 13 4572 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16 CCAGATCCTTTTA 0.507

+ 29 3345 .3_Intron|GATS_uc NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 ACAGCAGAGACCA 0.632

+ 26 5158 ZAN_uc010lhh.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ar (Potential).|VWFD 2. 11 TTGGTGGAAGTGA 0.602

+ 3 7653 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 GCTAGCACCCTTT 0.488

- 5 563 e_Mutation_p.P77S NM_022777 NP_073614 Q9H7X7 RABL5_HUMAN 0 CCTCAGGGTCATC 0.443

- 34 5121 .2_Nonsense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 AAATCCCAGGTCT 0.388

- 30 4595 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN p.D1479E(1) 19 TGCCATCGTTAAG 0.488

- 24 3332 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 2. 19 GGCATTCAGTGCC 0.527

- 4 3362 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 CCTCTTCCCAGGA 0.353

- 4 949 ja.2_Missense_Mu NM_003391 NP_003382 P09544 WNT2_HUMAN 7 TCCTGAGAGTACA 0.552

+ 5 709 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN al).|ABC transmembrane typ 5 TTTGATGAAGTAT 0.323

+ 12 4488 .2_Intron|PTPRZ1_ NM_002851 NP_002842 P23471 PTPRZ_HUMANcellular (Potential). 9 ACTGATCATTCTG 0.403

- 13 1407 u.2_Missense_Mut NM_004717 NP_004708 O75912 DGKI_HUMAN DAGKc. 3 AGAGTTCGAGCCA 0.552

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.366 rs121913378

- 8 1160 NM_004333 NP_004324 P15056 BRAF_HUMAN 18290 CATTGGGAGCTGA 0.393

- 5 504 se_Mutation_p.G10 NM_013252 NP_037384 Q9NY25 CLC5A_HUMAN .|Extracellular (Potential). 0 TGGATCCTTTTCC 0.448

- 1 149 NM_176817 NP_789787 P59533 T2R38_HUMAN Name=1; (Potential). 2 AGGACTGAAATGA 0.438

+ 5 669 Intron|uc003wad.2 NM_002769 NP_002760 P07477 TRY1_HUMAN Peptidase S1. 2 TGGGGTGATGGCT 0.522

+ 2 189 .2_Intron|uc003wa NR_001296 0 TCTGTCCCCTACC 0.547

+ 1 644 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMAN Name=5; (Potential). 1 TCATCTCCTATGG 0.552

+ 3 1008 _Intron|uc011kto.1 NM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0 CTAAAAGATCTGT 0.562

+ 1 650 NM_012365 NP_036497 Q96R48 OR2A5_HUMAN Name=5; (Potential). 3 TGGTCTCCTACTC 0.612

+ 43 6259 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0 CAGCTGGAACACC 0.667

+ 3 207 GIMAP4_uc011kuv. NM_018326 NP_060796 Q9NUV9 GIMA4_HUMAN TP (Potential). 1 GAGCAGGAAAAAG 0.463

- 7 1717 _p.W472*|KCNH2_ NM_000238 NP_000229 Q12809 KCNH2_HUMANe=Segment S5; (Potential). 4 GGCGTACCAGATG 0.617

- 52 8270 e_Mutation_p.S195 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 17. 25 GGAAAGGAAAGG 0.398

- 14 2275 kwj.1_Missense_M NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 4. 25 CAAAATCATTAAA 0.418

+ 8 1339 z.2_Missense_Muta NM_001715 NP_001706 P51451 BLK_HUMAN ase.|ATP (By similarity). 3 AATTCGGCGAAGT 0.572

- 1 464 .1_Intron|FAM66D NM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3 TTGCCTCTATGGA 0.522

- 5 585 NM_003840 NP_003831 Q9UBN6 TR10D_HUMAN (Potential).|TNFR-Cys 3. 0 CCATCCCTCTGGG 0.562



+ 12 1263 ec.2_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN2B.|Extracellular (Potential). 5 TTGAAGGATTATA 0.353

- 13 1198 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4 GCGGCTCGCTTC 0.488

- 10 999 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN IPT/TIG. 4 GGGCTCCTTTGCA 0.488

- 3 1765 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 ctcttcttcccgtattacctt 0.209

+ 6 628 p.Y135C|ADAM32_ NM_145004 NP_659441 Q8TC27 ADA32_HUMAN 3 TTTCTTATGGAAT 0.289

+ 11 1255 se_Mutation_p.G7 NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2 CATCTGGACAGGA 0.507

- 6 1334 3xpe.2_Missense_ NM_006749 NP_006740 Q08357 S20A2_HUMAN ical; (Potential). 2 CTATGGCCCACAT 0.537

+ 4 2771 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 AAAGGGGATAAAG 0.358

+ 3 1672 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2 CCCTACGGTCCAT 0.587

- 3 543 n_p.L99F|CA8_uc0 NM_004056 NP_004047 P35219 CAH8_HUMAN 0 CCGAAAGAACTGA 0.393

- 3 1045_1046 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3 CCTATTTCAAGGTC 0.366

+ 15 1468 wt.2_Missense_Mu NM_001033578 NP_001028750 Q96BR1 SGK3_HUMANProtein kinase. 4 CCTGGTCCATTCT 0.428

- 7 2422 O5A1_uc011lfa.1_ NM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANar (Potential).|Kazal-like. 4 CCATCTGATCCAC 0.428

- 11 1308 NM_006540 NP_006531 Q15596 NCOA2_HUMAN 16 CGGATTCATCACA 0.408

- 5 451 ense_Mutation_p.P NM_001738 NP_001729 P00915 CAH1_HUMAN 2 GAGAAAGGACCA 0.418

- 5 451 _p.P109L|CDH17_ NM_004063 NP_004054 Q12864 CAD17_HUMAN r (Potential).|Cadherin 1. 6 GGGACTGGACCCT 0.483

- 8 1276 c.1_Missense_Muta NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 TGCCATGAATAGA 0.343

+ 2 798 _p.R216Q|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 ATCAGCGATCTTA 0.458

+ 4 471 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANar (Potential).|IPT/TIG 1. 14 GTTACGGAAAATA 0.398

+ 14 1429 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 ATTTTTCCAGTCC 0.353

+ 38 5455 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN r (Potential).|IPT/TIG 10. 14 TCATTGGAAATCA 0.413

+ 26 3547 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Potential). 11 CAGATTCGCTAAC 0.527

- 2 331 _5'Flank|MGC7085 NM_001001795 NP_001001795 Q6P1X6 CH082_HUMAN 0 ATTTTGGAATCAT 0.582

+ 9 1154 _p.E343K|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5 TACCCAGAGAACA 0.453

- 1 745 zob.1_Missense_M NM_020344 NP_065077 Q9UI40 NCKX2_HUMAN lasmic (Potential). 3 ATTTCTCTAGAAA 0.413

- 1 190 uc003zrh.1_Intron NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 TAAATGGGCCACC 0.567

+ 2 1646 NM_000692 NP_000683 P30837 AL1B1_HUMAN 1 ATCAAGGTTCCTC 0.517

+ 5 378 _p.G102S|ANXA1_ NM_000700 NP_000691 P04083 ANXA1_HUMAN Annexin 1. 2 CTTACAGGTCACC 0.403

- 25 3758 c.1_Intron|TRPM6_ NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN lasmic (Potential). 8 TCACTCGGATTCG 0.368

- 21 3003 1_Intron|TRPM6_u NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN ical; (Potential). 8 CCAGCTGAAAACA 0.473

+ 17 2706 _p.E590K|NTRK2_ NM_001018064 NP_001018074 Q16620 NTRK2_HUMAN e.|Cytoplasmic (Potential). 16 GAGGCCGAGCTC 0.542

+ 4 4327 NM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3 CCCATCCACAGCT 0.607

- 2 726 NM_005384 NP_005375 Q16649 NFIL3_HUMAN eucine-zipper. 0 CGTTTTCTTCTCC 0.388

- 3 451 on_p.G129E|ECM2 NM_001393 NP_001384 O94769 ECM2_HUMAN VWFC. 2 ACTCTTCCATCTG 0.522

+ 9 1736 e_Mutation_p.E370 NM_001083536 NP_001077005 Q5JSP0 FGD3_HUMAN PH 1. 2 GCCAATGAACTG 0.587

- 1 90 N3A_uc004bbq.1_ NM_147180 NP_671709 Q96LZ3 CANB2_HUMAN 2 TGGCCTCGTTTCC 0.592

- 3 2811 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMAN lasmic (Potential). 7 CATTTTGGAGGTT 0.448

- 2 1691 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 TCAGTTCCTCCAC 0.512

- 1 278 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMAN cellular (Potential). 1 GAGAAGGAAATG 0.448

- 17 2442 9orf5_uc004bdr.3_M NM_032012 NP_114401 Q9H330 CI005_HUMAN 1 GGTAAGGATGGCC 0.433

- 38 8688 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 23. p.V2784I(1) 7 ATGGATCCATTCA 0.478

- 38 7457 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 16. 7 AAACAGGGAAAGA 0.463

- 4 1344 beu.2_Missense_M NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN 7 CTGATTCCTCCTG 0.522

- 2 923 EP1_uc004beu.2_M NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN VWFA. 7 ATCCATCAGTGAT 0.423

- 2 547 vf.2_Missense_Mu NM_002160 NP_002151 P24821 TENA_HUMAN 7 CACTGGGATCCCA 0.572

- 5 1058 kd.2_Missense_Mu NM_014618 NP_055433 O60477 DBC1_HUMAN MACPF. 8 CCCAGAGGCCCAG 0.512

- 6 1353 p.E139K|TRAF1_u NM_005658 NP_005649 Q13077 TRAF1_HUMAN 3 CCTCCTCCATGAG 0.617



+ 11 1721 bmf.1_Missense_M NM_000962 NP_000953 P23219 PGH1_HUMAN 2 CCTTTTCCCTCAA 0.512

+ 1 349 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMAN Name=3; (Potential). 1 CTGGCGGCTATGG 0.433

+ 13 1978 _p.L622F|GLE1_uc NM_001003722 NP_001003722 Q53GS7 GLE1_HUMAN 0 ACCCTCCTCTTTG 0.502

+ 6 1196 e_Mutation_p.S268 NM_013355 NP_037487 Q6P5Z2 PKN3_HUMAN 4 AGCCTTCAGGGA 0.612

+ 12 1236 bf.2_Missense_Mu NM_020822 NP_065873 Q5JUK3 KCNT1_HUMAN 4 CTCATGGACTTCC 0.647

+ 6 1029 rf.1_Missense_Mut NM_004042 NP_004033 P54793 ARSF_HUMAN 2 GTGAAGGAAGCG 0.408

+ 6 586 n_p.S22F|TBL1X_u NM_001139466 NP_001132938 O60907 TBL1X_HUMAN LisH. 1 GTTTTTCCCACTC 0.552

- 2 1585 ARHGAP6_uc004c NM_013427 NP_038286 O43182 RHG06_HUMAN 2 CACAGTCCTGTTG 0.557

+ 3 791 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN ular (Potential).|LRR 7. 5 GTCACAGCCGTCC 0.338

- 5 872 _p.D177N|GEMIN8_ NM_017856 NP_060326 Q9NWZ8 GEMI8_HUMAN 0 ACAGGTCGTGGTC 0.592

+ 3 435 se_Mutation_p.G35 NM_001118885 NP_001112357 P23416 GLRA2_HUMANcellular (Probable). 2 AGGTCTGGAAAAC 0.418

+ 3 507 se_Mutation_p.D59 NM_001118885 NP_001112357 P23416 GLRA2_HUMANcellular (Probable). 2 GGATATGATGCAA 0.378

- 3 1798 _p.E410K|RAI2_uc NM_021785 NP_068557 Q9Y5P3 RAI2_HUMAN 2 GCATCTCGGTAGC 0.557

+ 3 291 _p.G46D|PDHA1_ NM_000284 NP_000275 P08559 ODPA_HUMAN 1 AAGAAGGCCCTC 0.458

- 2 100 11mjl.1_Missense_ NM_004586 NP_004577 P51812 KS6A3_HUMAN 8 CCTCTCCCATAGG 0.348

- 2 320 w.2_RNA|APOO_u NM_024122 NP_077027 Q9BUR5 APOO_HUMAN 0 TGGGAGGTGAGT 0.413

- 14 1897 p.E577K|RPGR_uc NM_001034853 NP_001030025 Q92834 RPGR_HUMAN Glu-rich. 1 ATGCTTCGATAGT 0.423

+ 40 7412 fc.2_Missense_Mut NM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6 CTTTTGGTGATCC 0.333

- 24 2345 p.P587S|CASK_uc NM_003688 NP_003679 O14936 CSKP_HUMAN nylate kinase-like. 6 TACGTGGAATAGG 0.303

- 1 161 dgi.3_Missense_M NM_176819 NP_789789 Q9H7Y0 CX036_HUMAN 1 GAGAAAGAACAGC 0.592

- 7 794 dit.2_Missense_Mu NM_006962 NP_008893 P17025 ZN182_HUMAN 3 CAACAAGGTTTGT 0.338

+ 12 1513 NM_000377 NP_000368 P42768 WASP_HUMAN /Glu-rich (acidic). 1 CAGACGAAGGGG 0.582

+ 8 1396 uq.2_Missense_M NM_016656 NP_057740 Q5VZM2 RRAGB_HUMAN 0 CAGCTGGAAATGA 0.393

+ 13 1557 _p.S477L|KIF4A_u NM_012310 NP_036442 O95239 KIF4A_HUMAN Potential. 4 AGTTATCGGTAAG 0.393

- 1 939 mqj.1_Missense_M NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN u-rich (acidic). 1 ACATATTCATGTAC 0.338

- 1 525 1L2_uc011mqj.1_I NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1 CTTCTTCCCCAAG 0.592

- 4 498 nse_Mutation_p.P1 NM_022052 NP_071335 Q9H4D5 NXF3_HUMAN RRM. 3 CAACTGGGACGAA 0.458

+ 22 3977 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN CNH. 14 TGTTGGGAACCCG 0.353

+ 20 1421 n_p.Q407*|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 AGGGGTCAGAAAG 0.527

+ 24 1862 _p.P554S|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 ACTTTTCCAGGAA 0.498

- 11 3395 NM_012471 NP_036603 Q9UL62 TRPC5_HUMAN lasmic (Potential). 1 TTGACTTTCCTTG 0.453

- 1 984 NM_016521 NP_057605 Q5H9I0 TFDP3_HUMAN lating E2F activity.|DCB2 (B 1 TCATGCCCATCCA 0.478

+ 18 2663 _p.M801I|SAGE1_u NM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3 ATTAATGAAAGAA 0.343

- 22 2767 m.1_Nonsense_Mu NM_005369 NP_005360 P10911 MCF2_HUMAN 2 TTAATTGATCCTG 0.333

+ 6 676 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN 3 AAAGAGGAAATGT 0.294

+ 3 1086 e_Mutation_p.R298 NM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0 GGACCTCGCATTT 0.557

- 3 1149 NM_005362 NP_005353 P43357 MAGA3_HUMAN 0 CTCACTCTTCCCC 0.572

- 10 1717 zx.1_Missense_Mu NM_012102 NP_036234 Q9P2R6 RERE_HUMAN ELM2. 2 GAGAAGGAAATGG 0.443

+ 1 136 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 CTCTTTCCCCCAC 0.627

- 4 1316 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0 GGGCAGGATACAG 0.498

+ 4 1056 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN LRR 1. 0 GAGCTGGACCTGA 0.582

+ 5 475 EM50A_uc009vrr.2_ NM_014313 NP_055128 O95807 TM50A_HUMAN ical; (Potential). 0 ATCTCTGATTGCAT 0.348

+ 2 326 p.L42F|TMEM57_u NM_018202 NP_060672 Q8N5G2 MACOI_HUMAN ical; (Potential). 0 CTTGTCCTCCTAG 0.368

- 57 8859 xm.1_Missense_Mu NM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential). 12 CAGGGTCACTGCC 0.587

- 14 1748 olg.1_Missense_Mu NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN lasmic (Potential). 18 GGCAGGATCTGA 0.592

- 6 1713 0omj.1_Missense_ NM_014774 NP_055589 O75071 K0494_HUMAN 0 GTGACGGAATGAT 0.423

- 6 1289 NM_177414 NP_803133 O14495 LPP3_HUMAN ical; (Potential). 0 AGGGCTCCTTGAG 0.502



+ 2 291 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6 CGTCATCCTCATA 0.254

- 8 1565 u.1_Intron|C1orf16 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 TGTTTTTCCTTCAT 0.338

- 3 1307 orf168_uc009vzv.1 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 TCTTGGGAACAGC 0.607

+ 4 574 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3 ATTCCAGGATCAC 0.498

+ 10 1660 NM_000562 NP_000553 P07357 CO8A_HUMAN EGF-like. 3 CCCATCCTCGAGG 0.617

- 5 638 _p.L129F|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN MACPF. 4 GATCAAGAACTGG 0.458

+ 2 775_776 s.1_Nonsense_Mu NM_001134673 NP_001128145 Q12857 NFIA_HUMAN CTF/NF-I. 2 ACAGGGAAAAAA 0.48

+ 6 983 CK7_uc001dap.2_In NM_014495 NP_055310 Q9Y5C1 ANGL3_HUMANnogen C-terminal. 0 TTTCAGGAGAATT 0.318

- 6 943 e_Mutation_p.G29 NM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2 GGTGCTCCATTGA 0.294

- 7 1630 RIQ3_uc001dfz.3_In NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 TGTTCTGAATTGT 0.328

+ 3 2550 dnn.2_Missense_M NM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN LRR 9. 2 AACTTGGAGTCAC 0.348

- 15 2127 NM_001013660 NP_001013682 Q6ZNA5 FRRS1_HUMAN (Potential).|Cytochrome b5 1 AATCAGGAAGATT 0.448

+ 3 669 l.1_Missense_Muta NM_000642 NP_000633 P35573 GDE_HUMAN -glucanotransferase. 3 CTGGTTCATTTCA 0.308

- 3 372 LFM3_uc001dui.2_ NM_058170 NP_477518 Q96PB7 NOE3_HUMAN Potential. 3 AGACTTCAATAGA 0.348

- 4 2465 eab.2_Missense_M NM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0 TTTCTTCTAACTC 0.363

- 7 763 e_Mutation_p.P198 NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 GATTTGGGGTCTT 0.483

- 2 332 98F|ATP5F1_uc00 NM_024102 NP_077007 Q9BQA1 MEP50_HUMAN WD 1. 0 GAATCGGAGGCCA 0.582

- 2 995 BN1_uc001edr.2_R NM_018364 NP_060834 Q5VWQ0 RSBN1_HUMAN 1 AAATTTAATCGGC 0.393

- 3 404 se_Mutation_p.G16 NM_024626 NP_078902 Q7Z7D3 VTCN1_HUMAN 1.|Extracellular (Potential). 0 GCATTGCCAACTA 0.473

- 26 3783 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 CTTGTCCAATGAA 0.448

- 2 261 RS2_uc010oxg.1_I NM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0 GTAATGGAGTGGA 0.502

- 1 299 H2BE_uc001etc.2_ NM_175065 NP_778235 Q8IUE6 H2A2B_HUMAN 2 GTGACACCCCCGA 0.557 rs149336231

+ 7 948 sense_Mutation_p. NM_004425 NP_004416 Q16610 ECM1_HUMAN roximate repeats.|1. 3 AGTTCTCGGTCAA 0.632

+ 1 907 NM_017860 NP_060330 Q9BUN1 CA056_HUMAN 0 CCACCAGTACCAG 0.602

- 3 1598 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3 TAGATCCTTGTCG 0.562

- 3 428 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 1 3 TCTCCTCTTTTTC 0.418

- 3 682 uc001ezv.2_Intron NM_002016 NP_002007 P20930 FILA_HUMAN Potential. 16 CATAATCATATACT 0.353

- 3 726 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 CTCTGTCCTGTTC 0.582

+ 2 348 NM_178353 NP_848130 Q5T753 LCE1E_HUMAN Cys-rich. 0 GCCAGCCCTCAG 0.657

+ 12 1363 _p.P391L|UBAP2L NM_014847 NP_055662 Q14157 UBP2L_HUMAN 2 AATCCCCATCACT 0.527

+ 10 1247 _p.T409I|DCST1_u NM_152494 NP_689707 Q5T197 DCST1_HUMAN ical; (Potential). 2 CCTGCACTTTCCT 0.687

- 9 1699 01fjn.2_Missense_M NM_006589 NP_006580 P81408 F189B_HUMAN 2 GGAGCGAAAGAG 0.701

+ 1 308 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN Name=3; (Potential). 1 TGTTTTCCTTCCT 0.498

- 8 1197 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 4. 8 GGATGGGAAAGTG 0.478

- 1 85 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMAN Name=1; (Potential). 2 CAACAAAGAAGAC 0.448

- 2 388 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2 CCGCGGGGCACC 0.632

- 6 2161 NM_005099 NP_005090 O75173 ATS4_HUMAN Cys-rich. 5 TCACCTGAGCCAG 0.627

- 13 2279 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 CTAAACGATCATG 0.403

- 7 1088 f112_uc001ggj.2_I NM_000450 NP_000441 P16581 LYAM2_HUMAN ar (Potential).|Sushi 3. 5 CATTCTGAGGCTG 0.512

+ 16 3561 pmh.1_Missense_M NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0 CAAAAACCATCTC 0.468

- 23 3997 TN1_uc001glb.1_In NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 TCAAGTCCGTAGG 0.567

+ 38 5309 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMAN Name=S6 of repeat IV. 6 AGATGCTCAACCT 0.547

+ 45 7370 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23 AGTGTCCATGGTA 0.408

+ 96 15201 grs.1_Missense_Mu NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN en G2 beta-barrel. 23 TTGTGAGTGGCTA 0.423

+ 5 617 NM_001039152 NP_001034241 Q2M5E4 RGS21_HUMAN 2 AAAAATGGCTCCC 0.333

+ 12 3161 _p.P953L|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 ACTCCCCTCGTCC 0.453

+ 4 241 RPE_uc010pqn.1_R NM_003094 NP_003085 P62304 RUXE_HUMAN 0 GAGATTCATTCTA 0.313



+ 6 727 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 3. 3 AGCCTCCTCCAGA 0.448

- 11 1373 _p.R299K|INTS7_u NM_015434 NP_056249 Q9NVH2 INT7_HUMAN 0 GGGGCCTGCCCT 0.453

- 64 14398 NM_206933 NP_996816 O75445 USH2A_HUMAN II 32.|Extracellular (Potentia 26 TATAATTCGTAATA 0.418

- 63 13933 NM_206933 NP_996816 O75445 USH2A_HUMAN II 30.|Extracellular (Potentia 26 TACCCCCTTGGCT 0.502

- 10 993 f.2_RNA|RAB3GAP NM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1 AAAGGGGGACAG 0.348

+ 7 1186 e_Mutation_p.P330 NM_017898 NP_060368 Q969Z3 MOSC2_HUMAN MOSC. 0 GGTGACCCTGTG 0.458

+ 30 8209 SCN_uc001hsp.1_MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 26. 28 GGGCTCCGAGG 0.692

+ 2 464 hvy.1_Missense_M NM_173508 NP_775779 Q8IY50 S35F3_HUMAN ical; (Potential). 2 GCTCCTCGTGGGC 0.637

+ 37 5303 NM_001035 NP_001026 Q92736 RYR2_HUMAN ilarity).|4 X approximate rep 33 TTGTCCCCATGAC 0.557

+ 1 835 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 CTTCTACACCATC 0.517

+ 3 1175 NM_175911 NP_787107 Q8N349 OR2LD_HUMAN Name=7; (Potential). 4 ACCATCCTTACCC 0.468

- 4 855 ihz.2_Missense_M NM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1 GAAATGTATTCTCG 0.512

+ 6 672 OLAH_uc001int.2_MNM_001039702 NP_001034791 Q9NV23 SAST_HUMAN 0 TGGCATCGCATTC 0.393

- 27 2827 cb.1_Missense_Mu NM_003638 NP_003629 P53708 ITA8_HUMAN cellular (Potential). 6 CGCTTTCTCCTCC 0.478

- 20 2044 cb.1_Missense_Mu NM_003638 NP_003629 P53708 ITA8_HUMAN cellular (Potential). 6 ATGCTCCTTCCCC 0.363

- 2 419 NM_005028 NP_005019 P48426 PI42A_HUMAN PIPK. 2 AACAGGGATTTGA 0.353

- 1 343_344 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 CCGGGGGGGTG 0.718

- 13 1342 _p.S313F|MPP7_u NM_173496 NP_775767 Q5T2T1 MPP7_HUMAN 1 CTGTTGGAAACTT 0.408

+ 31 2789 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 TAAGTGGAAAATT 0.328

+ 8 1780 p.H321Y|ZNF37A_ NM_001007094 NP_001007095 P17032 ZN37A_HUMAN C2H2-type 4. 1 AGAATTCATACAG 0.418

- 12 1524 _p.L442F|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1 AGGCAAGGACCCC 0.537

- 11 1535 p.D408N|OGDHL_ NM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1 GGTCATCGGCATT 0.562

+ 2 309 d.1_Missense_Mut NM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2 GTTCTCCGGGCTG 0.493

- 11 1515 _p.P374S|PCDH15_ NM_033056 NP_149045 Q96QU1 PCD15_HUMAN |Extracellular (Potential). 13 GAAGAGGATGAC 0.348

+ 12 1636 kj.1_Missense_Mut NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 TCTCCCCCTCCTG 0.463

- 37 11398 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 GGCCTTCTTTCTT 0.418

+ 37 2599 e_Mutation_p.G62 NM_005203 NP_005194 Q5TAT6 CODA1_HUMANal).|Triple-helical region 3 (C 1 CTAAAGGGGATAA 0.428

- 4 370 0qkx.1_5'UTR|PLA NM_001001791 NP_001001791 Q5SWW7 CJ055_HUMAN 0 TCCAGCGAACTGT 0.562

+ 6 492 TPA1_uc010qlt.1_S NM_005411 NP_005402 Q8IWL2 SFTA1_HUMAN 0 CTCTCAGCCCTCA 0.557

+ 2 845 xtt.2_Missense_Mu NM_001548 NP_001539 P09914 IFIT1_HUMAN TPR 5. 0 GGACAGGAAGCTG 0.453

+ 2 562 79E|CYP2C19_uc0 NM_000772 NP_000763 P33260 CP2CI_HUMAN p.G79V(1) 5 TGCATGGATATGA 0.423

+ 5 2125 krs.2_Missense_M NM_018121 NP_060591 Q8IX21 F178A_HUMAN 0 CAAAGACTAATAA 0.428

+ 9 6856 1lfz.2_Missense_M NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CCCAGTGGGGAG 0.562

+ 13 1962 _p.P523S|C10orf1 NM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10 TCTGATCCATCAG 0.373

- 3 969 _p.P380R|C10orf90 NM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2 ATTTTGGGGCTGG 0.498

+ 6 1275 ax.1_Intron|ZNF21 NM_013250 NP_037382 Q9UL58 ZN215_HUMAN KRAB. 0 GGAGAAAGAAATA 0.358

+ 4 1110 NM_176822 NP_789792 Q86W24 NAL14_HUMAN NACHT. 8 TTCGATGAACTGA 0.453

+ 11 3457 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8 GTAAACTACAAGT 0.398

+ 3 456 NM_003621 NP_003612 Q8ND30 LIPB2_HUMAN 4 CAGGCACTAAAAC 0.517

- 3 1348 e_Mutation_p.P38 NM_213618 NP_998783 P78524 ST5_HUMAN Pro-rich. 1 GTTTGGGGACAGG 0.587

+ 6 997 on_p.S30F|TEAD1_ NM_021961 NP_068780 P28347 TEAD1_HUMAN 0 CCATGTCCTCAGC 0.577

- 8 1314 e_Mutation_p.D337 NM_032320 NP_115696 Q9BSF8 BTBDA_HUMAN 0 CCACATCTCTGTT 0.254

+ 3 532 S2_uc001mqn.2_R NM_001143830 NP_001137302 O43903 GAS2_HUMAN CH. 2 ATGCAGGAGAAAT 0.388

- 6 361 _p.G106E|CCDC7 NM_001008391 NP_001008392 Q6ZRK6 CCD73_HUMAN Potential. 2 ATATTTTCCCTTTA 0.259

- 9 791 1L1_uc001muf.1_ NM_001326 NP_001317 Q12996 CSTF3_HUMAN 0 TACTCCGATCTTC 0.239

- 2 807 1_5'Flank|C11orf74 NM_000536 NP_000527 P55895 RAG2_HUMAN 5 AGACATGAAAAGA 0.423

+ 1 246 e_Mutation_p.P18 NM_175732 NP_783859 Q8WUK0 PTPM1_HUMAN 1 TCTACCCGACGCT 0.776



+ 3 485 ngo.3_Missense_M NM_002843 NP_002834 Q12913 PTPRJ_HUMAN cellular (Potential). 8 CCAATTCCTGACC 0.418

+ 2 402 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN B box-type. 0 TCTGAGGAGCAA 0.483

+ 3 224 C6_uc010rik.1_5'F NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN 2 TATTTAGGATTCT 0.368

+ 1 221 NM_001004739 NP_001004739 Q8NGL0 OR5L2_HUMAN Name=2; (Potential). 1 GCTACTCCTCAAT 0.463

+ 1 932 NM_001001921 NP_001001921 Q8N127 O5AS1_HUMAN lasmic (Potential). 5 GATATTCAAATGA 0.284

+ 1 740 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMAN Name=6; (Potential). 2 TCTTGGGAGTCAC 0.353

+ 1 692 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMAN lasmic (Potential). 2 GTTCATCAGAAGG 0.343

+ 5 925 no.2_Missense_M NM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3 TTCTTTCCTTTCT 0.408

+ 1 326 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMAN Name=3; (Potential). 2 TTGGTGGGGCAG 0.468

+ 1 694 NM_001004711 NP_001004711 Q8NGE8 OR4D9_HUMAN lasmic (Potential). 0 GGGAAGGCAGG 0.502

- 13 2614 BP_uc009ymr.1_R NM_002556 NP_002547 P22059 OSBP1_HUMAN 1 CTGTGGGGGCAG 0.473

+ 6 677 A2_uc009ymu.2_3 NM_000139 NP_000130 Q01362 FCERB_HUMAN ical; (Potential). 1 TTCTGGGACTTGG 0.403

+ 3 432 1_Intron|DAK_uc0 NM_015533 NP_056348 Q3LXA3 DHAK_HUMAN acetone binding (By similari 0 TCTGGCCATGAGC 0.637

- 5 10114 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 CATCTGGGCCATG 0.408

- 4 655 A2_uc010rlx.1_5'U NM_004739 NP_004730 O94776 MTA2_HUMAN BAH. 2 ATTGCCGAGAAAG 0.522

- 7 1209 q.1_RNA|SLC22A2 NM_199352 NP_955384 Q6T423 S22AP_HUMAN lasmic (Potential). 4 ACGGCTCATGTG 0.502

+ 1 213 A10_uc001nwu.3_ NM_001039752 NP_001034841 Q63ZE4 S22AA_HUMAN lasmic (Potential). 2 CAATGGCCTTTGA 0.398

+ 9 1712 2A10_uc001nwu.3_ NM_001039752 NP_001034841 Q63ZE4 S22AA_HUMAN ical; (Potential). 2 ATTTATGGAATCT 0.443

+ 1 1087 yps.1_Missense_M NM_144585 NP_653186 Q96S37 S22AC_HUMAN 1 GACACGGAGCCG 0.667

- 7 754 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANProtein kinase. 4 CGTAGTGGCCCTT 0.592

+ 6 850 ense_Mutation_p.G NM_003273 NP_003264 O76062 ERG24_HUMAN 1 TACGTGGGTGATG 0.607

+ 10 1382 ense_Mutation_p.R NM_003273 NP_003264 O76062 ERG24_HUMAN 1 CTTACCGCATCAT 0.652

+ 7 2193 pc.1_Missense_Mu NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0 AACCTGTCCCTGT 0.607

- 7 753 _p.M160I|CABP2_ NM_016366 NP_057450 Q9NPB3 CABP2_HUMAN EF-hand 4. 1 AGACATCATTCGC 0.572

+ 16 2306 .R703Q|PPFIA1_u NM_003626 NP_003617 Q13136 LIPA1_HUMAN 3 CCCCACGAAGGAT 0.602

- 10 1949 a.2_5'UTR|SYTL2_ NM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3 CTCATCCTTTTGA 0.398

- 8 1079 e_Mutation_p.P26 NM_007166 NP_009097 Q13492 PICAL_HUMAN 2 GGTCTGGTATATC 0.279

- 9 2662 _p.R630K|TRPC6_ NM_004621 NP_004612 Q9Y210 TRPC6_HUMAN lasmic (Potential). 4 TTGGCCCTTGCA 0.428

- 3 723 NM_000482 NP_000473 0 TGAATTCGTCAGC 0.622 rs145184607

+ 5 530 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0 CCAGAGAGGAGG 0.403

- 24 3071 _p.P980L|NFRKB_ NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3 AAGAGGGCGGC 0.547

+ 19 5657 _p.P1470L|WNK1_ NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 ATTTACCACTAGG 0.488

- 3 532 NM_006248 NP_006239 0 TTGTCTCCTTGTG 0.607

+ 29 4033 se_Mutation_p.S13 NM_004570 NP_004561 O75747 P3C2G_HUMAN PX. 21 TCCTCTCTGAGGC 0.289

- 14 1824 se_Mutation_p.H28 NM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN C2. 3 GGACATGAATAAT 0.308

- 25 3156 p.G1046S|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMANential).|ABC transmembrane 6 AAATGCCTGCTCC 0.413

- 23 2759 NM_183378 NP_899234 Q7RTY7 OVCH1_HUMAN CUB 3. 10 TGTAATCCACCTA 0.363

+ 13 1972 orf40_uc009zjv.1_I NM_001031748 NP_001026918 Q86WS4 CL040_HUMAN 6 GTGAATCTGTAAT 0.398

- 6 895 _p.Q230*|ZNF641_ NM_152320 NP_689533 Q96N77 ZN641_HUMAN ransactivation. 2 CTTCCTGAAGAAA 0.527

+ 13 1738 P2B_uc009zlt.2_Int NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 GTAATGGGAGTTA 0.378

- 2 656 nse_Mutation_p.A1 NM_007210 NP_009141 Q8NCL4 GALT6_HUMANmenal (Potential). 2 GCAAAGGCATTGA 0.567

- 7 1297 NM_005555 NP_005546 P04259 K2C6B_HUMAN Rod.|Coil 2. 2 CCATCTCCCCACG 0.562

+ 16 3041 _p.L659F|ESPL1_u NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 CAGGTTCTTTCAG 0.527

+ 1 49 NM_001005183 NP_001005183 A6NM76 O6C76_HUMAN cellular (Potential). 0 CTGACGGATAATC 0.388

+ 8 1092 RBB3_uc010sqc.1_ NM_001982 NP_001973 P21860 ERBB3_HUMANcellular (Potential). 8 AAACATCCTGTGT 0.507

+ 25 3155 RBB3_uc009zok.2 NM_001982 NP_001973 P21860 ERBB3_HUMAN lasmic (Potential). 8 ATAGCCCCTGGGC 0.502

- 6 486 AC3_uc010sqy.1_R NM_013251 NP_037383 Q9UHF0 TKNK_HUMAN 2 AAGCTGGGGACG 0.517



+ 11 1561 ssense_Mutation_p NM_002392 NP_002383 Q00987 MDM2_HUMAN or interaction with USP2. 3 AAGAAACCCAAGA 0.393

+ 2 455 zm.1_Missense_M NM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4 CATATTGAAAATG 0.338

+ 2 23 _Intron|SCYL2_uc0 NM_017988 NP_060458 Q6P3W7 SCYL2_HUMAN 6 TTTCTAGGTAACT 0.333

- 15 2162 NM_145913 NP_666018 Q8N695 SC5A8_HUMAN lasmic (Potential). 0 TTGAAAGCAGGA 0.383

+ 11 1561 _p.D416N|CCDC63 NM_152591 NP_689804 Q8NA47 CCD63_HUMAN p.D456N(1) 8 ACCAACGACCTGC 0.597 rs138877502

- 18 3149 e_Mutation_p.T707 NM_002973 NP_002964 Q99700 ATX2_HUMAN Pro-rich. 2 CTATATGTCTTGG 0.348

- 2 321 uci.1_Missense_Mu NM_002956 NP_002947 P30622 CLIP1_HUMAN 3 ATAAATCCAGGCT 0.473

+ 12 1752 _p.R118Q|DNAH10 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 GGGAACGATCTCT 0.418

- 11 1812 kb.2_Missense_M NM_001122636 NP_001116108 Q9HCQ5 GALT9_HUMAN ectin.|Lumenal (Potential). 0 GCAGCGGCCCG 0.622

- 7 704 plice_Site_p.G207_ NM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1 CAGACCCTGTGAG 0.557

- 4 380 ense_Mutation_p.T NM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1 TCCCCAGTCTGTA 0.458

- 2 469 NM_004004 NP_003995 P29033 CXB2_HUMAN ical; (Potential). 0 GGCGTGGACACG 0.552

+ 13 1611 ry.2_Nonsense_Mu NM_175854 NP_787050 Q58A45 PAN3_HUMAN se.|Interaction with PAN2. 1 ATGGCCCAGTACC 0.299

- 5 727 RD13_uc001uux.2_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 TGCTTTCGCTGTG 0.627

- 4 1156 vo.2_Missense_Mu NM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0 TATCAGGAAACAT 0.448

- 9 1235 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0 GCACTGCTATCAA 0.328

+ 3 218 n_p.M16I|SCEL_uc NM_144777 NP_659001 O95171 SCEL_HUMAN 5 AGAGATGAAGAGC 0.443

- 6 468 agl.2_Missense_M NM_001845 NP_001836 P02462 CO4A1_HUMAN 6 CTGGCGGGCCGT 0.448

- 3 509 vxk.2_Missense_M NM_144568 NP_653169 Q86T03 TM55B_HUMAN 0 TTTTCCCTGGGG 0.473

+ 2 427 d.1_Missense_Mu NM_173527 NP_775798 Q8IYK8 REM2_HUMAN GTP. 2 AGTGGGGGAGAG 0.607

- 3 186_187 kp.1_Missense_M NM_002471 NP_002462 P13533 MYH6_HUMAN yosin head-like. 4 TCATCGGGCACG 0.579

+ 3 305 e_Mutation_p.P51S NM_173159 NP_071406 Q8IXF0 NPAS3_HUMANx-loop-helix motif. 2 CCTCTTCCTGCAG 0.488

+ 11 1384 IPOL1_uc010ams. NM_138731 NP_620059 Q8TD10 MIPO1_HUMAN Potential. 2 AGACTTCAGCAAA 0.433

- 16 2673 e_Mutation_p.V82 NM_006939 NP_008870 Q07890 SOS2_HUMAN Ras-GEF. 2 GAAAAACTTGCAG 0.343

+ 2 976 NM_000953 NP_000944 Q13258 PD2R_HUMAN cellular (Potential). 4 TTTAAGGATGTCA 0.398

+ 3 219 M20L_uc010trq.1_ NM_207377 NP_997260 Q6UXN7 TO20L_HUMAN lasmic (Potential). 0 TTGTGGGATCCAA 0.308

+ 3 694 xex.3_Nonsense_ NM_021003 NP_066283 P35813 PPM1A_HUMAN 1 AATGTAAAGAATG 0.418

+ 4 1285_1286xex.3_Missense_M NM_021003 NP_066283 P35813 PPM1A_HUMAN 1 ATGCACCCAAAG 0.376

- 21 2864 p.G123S|NEK9_uc NM_033116 NP_149107 Q8TD19 NEK9_HUMAN Potential. 5 CCAGACCCTGCAA 0.502

+ 1 135 n_p.E18K|KIAA140 NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 TATCATTGAATATC 0.338

- 21 3438 n_p.P1076S|DICER NM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5 CCGCAGGAAGTGA 0.453

+ 9 2088 e_Mutation_p.S64 NM_014844 NP_055659 O15040 TCPR2_HUMAN 3 TGAACTCACTCAC 0.602

- 15 2293 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11 CTCGGATTTGATT 0.463

+ 17 1827 TA1_uc001yrb.2_M NM_004689 NP_004680 Q13330 MTA1_HUMAN binding (Potential). 2 CCCGCCCCCCCAA 0.682

- 12 1913 q.2_Missense_Mut NM_003257 NP_003248 Q07157 ZO1_HUMAN PDZ 3. 6 TCTTCTCTTATGAT 0.368

+ 2 259 NM_001211 NP_001202 O60566 BUB1B_HUMAN 4 CCATGTCCCTGGA 0.413

- 15 2095_2096P1_uc001zoc.2_5'F NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1 TTCTTGGGGAGC 0.599

+ 17 2359 NM_198141 NP_937784 Q8TET4 GANC_HUMAN 2 GGTATTCTCTGTT 0.512

+ 2 565 1ztt.2_Missense_M NM_016396 NP_057480 Q05D32 CTSL2_HUMAN 0 TGTTGTCTTCAAT 0.323

- 5 942 _p.T173I|GABPB1_ NM_005254 NP_005245 Q06547 GABP1_HUMAN 1 GTCACAGTGTCAG 0.423

- 8 845 bfi.1_Missense_Mu NM_182758 NP_877435 Q3MJ13 WDR72_HUMAN 2 AGGATTCTGTGAG 0.423

+ 1 561 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 AAAATGGAAAAAG 0.458

+ 2 701 _p.P141L|RNF111_ NM_017610 NP_060080 Q6ZNA4 RN111_HUMAN 2 CTTCTCCTTCATC 0.383

- 30 5660 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 ATTGAACTACTTT 0.333

- 7 1237 SNK1G1_uc002anh NM_022048 NP_071331 Q9HCP0 KC1G1_HUMANProtein kinase. 0 GAGTCCTTGCCA 0.458

- 3 400 02apj.3_Missense_ NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4 CAACACGAGGCC 0.363

+ 21 3051 on_p.V659I|IQCH_ NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 CTAAGAGTAACAA 0.353



+ 15 1985 ukf.1_Missense_M NM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1 TCCAAAGGAAAAA 0.308

- 9 1150 b.2_RNA|PARP6_u NM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0 CTGGGGGCTGGG 0.597

- 8 1566 se_Mutation_p.E31 NM_000781 NP_000772 P05108 CP11A_HUMAN 2 TCATCTCTAGCTC 0.562

+ 13 1864 unn.1_Missense_M NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 GATTTAAGGCAGC 0.542

+ 6 3070 NM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12 GTTTCCCAAAAAA 0.537

+ 7 1643 O3A1_uc010boc.1_ NM_013272 NP_037404 Q9UIG8 SO3A1_HUMANar (Potential).|Kazal-like. 1 CCGATTCCTTCAC 0.468

+ 16 3186 e_Mutation_p.E104 NM_000875 NP_000866 P08069 IGF1R_HUMAN e.|Cytoplasmic (Potential). 8 AGGATTGAGTTTC 0.473

- 15 6988 ot.1_Missense_Mut NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|REJ. 3 CCCTCAATGATGG 0.622

- 12 3752 NM_032444 NP_115820 Q8IY92 SLX4_HUMAN PLK1 and TERF2-TERF2IP 0 CTCCCGCCCTGGG 0.672

- 5 920 wb.2_Missense_M NM_015092 NP_055907 Q96Q15 SMG1_HUMAN with SMG8 and SMG9. 16 TGTTTAACTAGTA 0.274

+ 2 1468 NM_006539 NP_006530 O60359 CCG3_HUMAN 0 GACTACGAACAGG 0.562

+ 7 1615 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. p.S310F(1) 3 CCTTTTCCCGCCG 0.522 rs146035438

+ 10 1452 _p.E353V|GPT2_u NM_133443 NP_597700 Q8TD30 ALAT2_HUMAN 2 CTGTGGAGGCTGC 0.582

- 4 727 _p.G98E|CDH11_u NM_001797 NP_001788 P55287 CAD11_HUMAN r (Potential).|Cadherin 1. 14 ATGGTTCCAGCTC 0.433

+ 3 528 se_Mutation_p.N9 NM_001048251 NP_001041716 Q96MX0 CKLF3_HUMAN MARVEL. 1 AGCTGAATGACAA 0.592

- 7 2151 ers.2_Missense_M NM_001040715 NP_001035805 Q68EN5 K895L_HUMAN 0 CCAGCCGGTTGG 0.637

- 2 185 n_p.S29F|TAT_uc0 NM_000353 NP_000344 P17735 ATTY_HUMAN 2 GGCACAGAGCTTC 0.527

- 10 1415 ep.1_Missense_Mu NM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2 CTGAAGAGTTCCA 0.413

+ 11 1938 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN 2 ATTCCCCTTGAGG 0.527

- 4 641_642 DL1_uc010vnv.1_In NM_031463 NP_113651 Q3SXM5 HSDL1_HUMAN 0 ACACACCCACGT 0.475 rs144743188

- 11 3752 p.G1036E|NLRP1_ NM_033004 NP_127497 Q9C000 NALP1_HUMAN 9 AGGTCCCCTTGAG 0.567

+ 2 1231 NM_000676 NP_000667 P29275 AA2BR_HUMANasmic (By similarity). 2 GCTACACTTTTCA 0.488

- 1 424 .1_Intron|uc002gyh NM_001004306 NP_001004306 Q6NUI1 C144L_HUMAN 0 CTCCAGGAGCCAA 0.627

- 5 1332 F12_uc002hdj.1_M NM_001033561 NP_001028733 Q96QT6 PHF12_HUMANaction with SIN3A. 1 GTAAGGGAACGAG 0.388

+ 50 7681 o.2_Nonsense_Mu NM_001042492 NP_001035957 P21359 NF1_HUMAN p.R2450*(1) 330 GAAGTTCGAAGTC 0.363

+ 9 1214 hjc.2_Missense_M NM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6 GAGCGCGATCAC 0.468 rs148057044

- 6 1268 NM_002278 NP_002269 Q14532 K1H2_HUMAN Coil 2.|Rod. 0 AGTCCTCGTTCTC 0.617 rs70964671

- 1 441 T14_uc010cxp.1_M NM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1A.|Rod. 1 TAGGAGGCCAGG 0.458

+ 1 265 .1_5'UTR|WNK4_u NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 GCTCCGGACCCC 0.716

- 3 697 5K|MEOX1_uc002i NM_004527 NP_004518 P50221 MEOX1_HUMAN Homeobox. 0 TTCATCCTTCGGT 0.582

- 1 486 ikd.2_Missense_M NM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2 TCTAAGGAAAACT 0.438

+ 2 722 h.2_5'UTR|HLF_uc NM_002126 NP_002117 Q16534 HLF_HUMAN 2 TCCTGGGGCCTAC 0.488

+ 3 296 jgl.2_Missense_Mu NM_002266 NP_002257 P52292 IMA2_HUMAN IBB. 2 TAAGCTCATTTCC 0.413

+ 2 207 NM_001545 NP_001536 Q14197 ICT1_HUMAN 2 CAAGCCGACAGTG 0.269

- 4 309 TD2_uc010dfz.2_In NM_006356 NP_006347 O75947 ATP5H_HUMAN 0 CCTCTGGCACGG 0.448

+ 32 4292 lk.3_RNA|SMCHD NM_015295 NP_056110 A6NHR9 SMHD1_HUMAN 0 AAAAACCCGTTCG 0.353

+ 2 1157 XNDC2_uc002koh.3 NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P- 2 CAAGGAGAGTGA 0.562

+ 21 2215 RD30B_uc010xak.1 NM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN 2 GAGTCTCCTGATA 0.289

- 9 1728 _p.L286*|NPC1_uc NM_000271 NP_000262 O15118 NPC1_HUMAN 2 TAATTTAACACAC 0.463

- 9 1709 _p.C280S|NPC1_uc NM_000271 NP_000262 O15118 NPC1_HUMAN 2 TGGTGCAGTTCGT 0.448

+ 27 3373 ur.2_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMANn IV 1 (domain IV B). 11 AGCAGTCGTCAC 0.438

+ 53 6901 kus.3_Missense_M NM_198129 NP_937762 Q16787 LAMA3_HUMAN omain II and I. 11 GAGATGGTCTTCA 0.423

- 13 2062 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN r (Potential).|Cadherin 5. 4 TGATATGAAAGAC 0.333

- 3 728 n_p.R92*|DSC2_u NM_024422 NP_077740 Q02487 DSC2_HUMAN 3 AACTTCTCTTCTC 0.338

- 12 2073 1012_uc002kxd.3_ NM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0 CTAAATCGATGGC 0.333

- 13 1037 _uc002lbq.3_Silent NM_024430 NP_077748 Q9H939 PPIP2_HUMAN 1 CTTTTAGGAATTG 0.249

- 1 1626 NAL2_uc002lco.2_ NM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4 CCGAATCCCAGGA 0.547



- 1 817 NAL2_uc002lco.2_ NM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4 CACTTTCTCTCAG 0.662

+ 3 1014 CC_uc010xdr.1_5'U NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 2. 17 AGGTTCCTTTCAC 0.388

+ 12 2494 _p.S484L|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 TCAATTCAAGAGT 0.408

- 4 1859 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 CATTCGGCTTCTT 0.512

+ 6 632 0xet.1_Missense_M NM_001040147 NP_001035237 O75635 SPB7_HUMAN 3 CAAAGGCAAGTG 0.393

+ 12 2390 b.2_Missense_Mu NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN lasmic (Potential). 4 ACTCCAGAAATTC 0.483

+ 7 1253 b.1_Missense_Mu NM_004368 NP_004359 Q99439 CNN2_HUMAN 0 AGGTCCCTGAATA 0.637

- 5 428 _p.P124L|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4 GGGCGGGGGTG 0.622

+ 3 450 0xib.1_Missense_M NM_032607 NP_115996 Q68CJ9 CR3L3_HUMAN lasmic (Potential). 2 CCCGCCGGCTGC 0.657 rs145839480

+ 5 702 n_p.A80T|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN KRAB. 2 AACCTGGCCTCAC 0.433

- 5 36001 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 AAAATTCTGGGGG 0.493

- 5 35987 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CCAACTGAAGTTA 0.493

- 3 18701 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CCAAGAGATGTCA 0.488

- 6 1016 _p.E248K|ZNF562_ NM_001130032 NP_001123504 Q6V9R5 ZN562_HUMAN 0 ACTTCTCTCCTTT 0.348

+ 8 852 NM_173483 NP_775754 Q6NT55 CP4FN_HUMAN 2 AGTGATTATATCT 0.557

- 9 1513 BP1_uc002nft.1_R NM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1 TGGGTCCCCAGAA 0.607

- 3 1834 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 13. 0 CACATTTGTAGCG 0.388

+ 6 2690 td.2_Nonsense_M NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN C2H2-type 8. 5 TATGTGGAAACAT 0.453

+ 15 2245 cd.3_Missense_M NM_199180 NP_954649 Q6UWL6 KIRR2_HUMANCytoplasmic (Potential). 3 CCACATCCTTTGG 0.617

- 5 1009 _p.H236Y|ZNF565_ NM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 5. 2 CTGTGTGGATTCT 0.507

+ 8 1979 _p.R402C|ZNF383_ NM_152604 NP_689817 Q8NA42 ZN383_HUMANC2H2-type 11. 2 CTCATTCGTCATC 0.378

- 3 232 NM_001828 NP_001819 Q05315 LPPL_HUMAN Galectin. 0 GAAATGGAAGACA 0.502

+ 9 738 2ooe.2_Missense_ NM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN 2 TGTTTTCCAGCCC 0.627

+ 2 375 02orj.1_Missense_ NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 1. 2 TAATAGGAACTCA 0.468

- 3 750 e_Mutation_p.E96K NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 1. 0 GTATTTCACATTC 0.512

- 3 571 10eio.1_Missense_ NM_006905 NP_008836 P11464 PSG1_HUMAN p.E145G(1) 2 GAGTCTCCACTGT 0.517

- 5 1261 wf.3_Missense_Mu NM_002784 NP_002775 Q00887 PSG9_HUMAN -like C2-type 3. 2 CGCTATGATTTCT 0.443

+ 2 146 NM_015603 NP_056418 Q9Y3X0 CCDC9_HUMAN 0 CCCTCAGTGCTGC 0.542

+ 5 2330 uc002pxc.1_5'Flan NM_007147 NP_009078 Q9Y473 ZN175_HUMANC2H2-type 14. 0 GGAAATCGTTCAG 0.438 rs145951696

- 5 1020 NM_003830 NP_003821 O15389 SIGL5_HUMAN Potential).|Ig-like C2-type 2. 4 GTATTGGAGATGG 0.622

+ 2 710 _p.G222E|FPR2_uc NM_001005738 NP_001005738 P25090 FPR2_HUMAN Name=5; (Potential). 4 GCTATGGGCTCAT 0.502

+ 2 496 NM_002030 NP_002021 P25089 FPR3_HUMAN Name=3; (Potential). 6 TGTTATGATAGAC 0.468

- 7 964 _p.S147L|ZNF611_ NM_030972 NP_112234 Q8N823 ZN611_HUMAN 1 AGTAATGAAGAAT 0.378

+ 5 623 L1_uc002qhl.3_Int NM_012314 NP_036446 P43632 KI2S4_HUMAN Potential).|Ig-like C2-type 2. 0 ACCCACGGAGGG 0.592

+ 9 2952 tg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN 13 AGGCTGGAAAACT 0.512

+ 8 1918 uc002qnk.1_Intron NM_020828 NP_065879 Q8NHY6 ZFP28_HUMAN 1 AGAAGCCTTTTG 0.428

- 4 322 F329_uc002qro.1_R NM_024620 NP_078896 Q86UD4 ZN329_HUMAN 1 AGCAGGGAACTTC 0.463

- 16 2240 A|ATAD2B_uc002re NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 TGGGCACTAAGCA 0.502

+ 11 883 e_Mutation_p.E179 NM_007266 NP_009197 Q9HCN4 GPN1_HUMAN 0 GAATATGAACGTC 0.373

- 1 1027 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 GGGGAGACCCTG 0.587

+ 7 806 p.P193L|CCT7_uc NM_006429 NP_006420 Q99832 TCPH_HUMAN 0 ACAATCCCAAGAT 0.438

+ 6 1126 sjf.1_Missense_Mu NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 TGTGATCGTTATG 0.378

+ 18 2821 ysg.1_Missense_M NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 ACATTTCGCCTGT 0.368

- 13 2343 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMAN (Potential).|Protein kinase. 3 GGTGAAGGAGCTA 0.453

+ 11 2466 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMAN lasmic (Potential). 3 CTGCAGGAAGAGA 0.428

- 7 1645 NM_000575 NP_000566 P01583 IL1A_HUMAN 1 TAGTGCCGTGAGT 0.468

- 17 5698 ttq.2_Missense_M NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 GTGGAGGAAGGC 0.597



+ 4 443 10zbl.1_Missense_ NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN PH. 2 AAGAAACTAAGG 0.333

- 11 1569 p.D284N|CCDC14 NM_138803 NP_620158 Q8NFR7 CC148_HUMAN 2 GAAGATCTCTCAT 0.303

- 5 980 os.2_Missense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN (Potential).|C-type lectin 1. 0 TTACCTGGATCCC 0.423

- 4 363 ce|ITGB6_uc010zc NM_000888 NP_000879 P18564 ITB6_HUMAN 3 CACCACCTGCAAA 0.522

- 13 2246 _p.W623*|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN II. 13 TTTAACCAATATG 0.383

+ 3 461 n_p.W123*|G6PC2 NM_021176 NP_066999 Q9NQR9 G6PC2_HUMAN ical; (Potential). 1 TGTCTGGTATGTC 0.478

+ 39 5582 e_Mutation_p.R71 NM_172070 NP_742067 Q6ZT12 UBR3_HUMAN 0 AGGAAAGATACAA 0.368

+ 7 1327 _p.S256F|ITGA6_u NM_001079818 NP_001073286 P23229 ITA6_HUMAN Extracellular (Potential). 2 AAGATTCTATGTT 0.358

- 306 92958 607K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATATTTCACTCCA 0.388

- 275 71443 435*|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGAGACCATGTTA 0.438

- 275 68106 323A|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCACAGTAACTGA 0.463

- 275 63906 923Q|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GATACTCTAATCC 0.458

- 220 43725 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAGGTTCCCAAG 0.398

- 200 39450 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTTTCCATGTTT 0.363

- 157 32061 Intron|TTN_uc010f NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTTGGGAGCCTC 0.423

- 143 30597 z.1_Missense_Mut NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAACTTCCTCTTC 0.453

- 80 20457 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCTTGCGGATGAA 0.512

+ 4 2903 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R770Q(1) 11 TCTATCGAAAACG 0.333

- 4 587 _p.K178*|CLK1_uc NM_004071 NP_004062 P49759 CLK1_HUMAN 2 TTCTTTTCCTTCG 0.443

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 CCTACAGATTCCA 0.393

- 2 90 NM_020989 NP_066269 P07315 CRGC_HUMAN a crystallin 'Greek key' 1. 0 TGGTTTCGTAGCT 0.522 rs145041511

+ 7 2206 f.1_Intron|MAP2_u NM_002374 NP_002365 P11137 MAP2_HUMAN 17 AACCCAGTTCTCC 0.443

+ 11 4932 g.1_Missense_Mut NM_002374 NP_002365 P11137 MAP2_HUMAN 17 GAGAATTCCTTCT 0.458

- 3 320 eb.2_Missense_Mu NM_079420 NP_524144 P05976 MYL1_HUMAN EF-hand 1. 1 CCTGTTCTGTCAA 0.438

- 7 970 wb.2_Intron|SLC23 NM_001144889 NP_001138361 Q6PIS1 S23A3_HUMAN ical; (Potential). 0 CCTGGGGGATAAC 0.522

+ 7 1185 .3_Missense_Muta NM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5 ATCCTTCGCAGGA 0.652 rs140021661

+ 5 653 nse_Mutation_p.E1 NM_007237 NP_009168 Q13342 LY10_HUMAN 0 CCTCAGGAAGCCT 0.498

- 2 361 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANName=1; (Potential). 5 AGGATGACCAGAC 0.632

+ 8 1425 NM_018327 NP_060797 Q9NUV7 SPTC3_HUMAN 0 GAGGTTACATAGC 0.512

- 2 258 n_p.P53S|C20orf3_ NM_020531 NP_065392 Q9HDC9 APMAP_HUMAN type II membrane protein; 1 GCAGGGGAACGG 0.517

- 2 116 NM_001037731 NP_001032820 Q30KQ4 DB116_HUMAN 0 TCACATGGATTCC 0.468

- 5 446 n_p.E65K|NECAB3 NM_031232 NP_112509 Q96P71 NECA3_HUMAN 1 GCGATTCCAATGC 0.612

- 24 3507 p.G1127A|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMANphatase 1.|Cytoplasmic (Po 20 ACCACCCCTTCAT 0.577

- 22 3180 p.R1018Q|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMANphatase 1.|Cytoplasmic (Po 20 CAGTATCGCACA 0.438

- 21 3155 p.E1010K|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMANphatase 1.|Cytoplasmic (Po 20 CCACTTCCACCAG 0.468

+ 4 651 NM_004994 NP_004985 P14780 MMP9_HUMAN 2 TGTGGTCCCTGGG 0.637

- 8 1852 hk.1_Missense_Mu NM_021248 NP_067071 Q9UJ99 CAD22_HUMAN r (Potential).|Cadherin 4. 5 CTTAGGGATGCCC 0.552

- 5 705 Missense_Mutation NM_022829 NP_073740 Q8WWT9 S13A3_HUMAN lasmic (Potential). 1 CATCCTCCTTCCT 0.532

- 2 1634 us.1_Nonsense_M NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 CTTTGTCCATTTC 0.433

+ 2 3772 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 ATGCCCCAGCACC 0.498

+ 5 4780 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 TCCAGAGGCCAG 0.468

+ 11 1202 tion_p.R312*|ITSN NM_003024 NP_003015 Q15811 ITSN1_HUMAN 4 AGAGTTCGATCTG 0.388

- 15 3372 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANtential).|Fibronectin type-III 11 TGAGCTCGTTGCT 0.587

+ 2 173 c.2_RNA|UBASH3A NM_018961 NP_061834 P57075 UBS3A_HUMAN UBA. 3 CCACGGGGAGGA 0.607

+ 26 4610 guz.1_Missense_M NM_032608 NP_115997 Q8IUG5 MY18B_HUMANPotential.|Tail. 12 AAAGGTGATGTGG 0.612

+ 2 755 NM_020437 NP_065170 Q6ICH7 ASPH2_HUMANmenal (Potential). 1 CACAACGAGGGC 0.637

- 4 1063 SOX10_uc003auo.1 NM_006941 NP_008872 P56693 SOX10_HUMAN 0 CCCATGGAGCGCC 0.627



- 5 2021 GAP1_uc003azu.2_ NM_002883 NP_002874 P46060 RAGP1_HUMAN 0 ACAAAGACCTTCA 0.582

- 8 840 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1 CCTCATGAGCTGT 0.587

- 7 640 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1 CCCTCGGGGAAG 0.592

- 3 283 3bde.3_Missense_ NM_007229 NP_009160 Q9UNF0 PACN2_HUMAN FCH. 0 TCCCGACCTAGGA 0.642

- 5 815 k.1_Intron|PHF21B_ NM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3 gggtgaaggggacagt 0.274

+ 3 551 R_uc010hbh.1_Miss NM_001097 NP_001088 P10323 ACRO_HUMAN Peptidase S1. 0 GGTGGCCGGCTG 0.627

- 7 2096 _p.P574L|IQSEC1_ NM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1 TCACGGGGAATGT 0.527

+ 12 2230 ssense_Mutation_ NM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5 CTGGAAGAAAATG 0.507

+ 3 918 e_Mutation_p.R247 NM_001296 NP_001287 O00590 CCBP2_HUMAN lasmic (Potential). 5 CAGGGCCGGGCT 0.532

+ 5 526 uc003cyw.2_5'UTR NM_004636 NP_004627 Q13214 SEM3B_HUMAN Sema. 6 CGGCCCCTGTGG 0.642

+ 6 339 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 CTTTCAGAAACAC 0.388

+ 32 3386 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 TGACATGATGGAC 0.473

+ 42 5330 e_Mutation_p.D170 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 GCAAGTGATACTG 0.458

- 14 2699 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CCAGTTCCTGTCT 0.512

- 12 2359 lm.2_Missense_M NM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3 ATAAATTCATCCAT 0.383

- 8 1272 dmh.1_Missense_M NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN eptidase M12B. 4 TATAGGGATCACA 0.403

+ 7 1922 s.3_5'UTR|EPHA6_ NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMAN III 2.|Extracellular (Potentia 16 GAATTTGAAACAG 0.373

- 14 2050 dte.2_Missense_M NM_080927 NP_563615 Q96PD2 DCBD2_HUMAN lasmic (Potential). 3 AGGTGCCTTCAGT 0.378

- 36 5089 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 TCAGATCACTGTT 0.522

+ 4 438 _uc003eeo.2_Splic NM_018456 NP_060926 Q96CJ1 EAF2_HUMAN 0 ATTGCAGAGTTGA 0.323

+ 7 1066 p.1_Missense_Mut NM_175862 NP_787058 P42081 CD86_HUMAN lasmic (Potential). 2 AAAGTTCGAAGAC 0.333 rs141281931

+ 3 633 ekj.2_Missense_M NM_021937 NP_068756 P57772 SELB_HUMAN 1 GAAGCTCCACAGG 0.572

+ 2 370 .1_RNA|IL20RB_u NM_144717 NP_653318 Q6UXL0 I20RB_HUMAN III 1.|Extracellular (Potentia 1 CAGAACCTCTCTG 0.512

- 38 6565 y.1_Missense_Mut NM_001184 NP_001175 Q13535 ATR_HUMAN FAT. 20 CAAATTCGAGAGA 0.343

+ 4 487 _p.S150F|MED12L NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 AATATTCTGTGCC 0.353

- 3 1117 T80_uc003fda.2_R NM_173084 NP_775107 Q8IWR1 TRI59_HUMAN 0 TTGGAGAAATTTT 0.308

- 1 140 n_p.E38K|SERPIN NM_006217 NP_006208 O75830 SPI2_HUMAN 3 CAAATTCGGTATT 0.368 rs147443553

- 2 388 _p.H81Y|WDR49_ NM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 1. 3 GAGAGTGATAATC 0.378

+ 13 2193 n_p.S331F|EIF2B5_ NM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5 TGGATTCCCCGCT 0.532

+ 9 1660 rw.1_Missense_Mu NM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0 GTCTATCGCATCT 0.498

+ 17 3303 3gee.3_RNA|WHS NM_001042424 NP_001035889 O96028 NSD2_HUMAN AWS. 9 TGCCACCCGCAG 0.532

- 8 1542 bvl.1_Missense_M NM_020972 NP_066023 Q9HCC9 LST2_HUMAN 3 GCCGTCCCCTCCA 0.701

- 3 2151 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 CTTGTAGATTCCA 0.433

- 3 1452 AF16_uc003gpo.2_ NM_017741 NP_060211 Q9NXF7 DCA16_HUMAN 1 GGCTGGGACTTG 0.512

+ 20 2264 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 3. 11 TCACGGGAAATCC 0.438

- 7 1441 NM_001358 NP_001349 O43143 DHX15_HUMAN case C-terminal. 1 ACGTCTCTGCTAT 0.318

- 14 1561 NM_003215 NP_003206 P42680 TEC_HUMAN 9 GGGTTACCAGATC 0.433

- 5 1422 ah.1_Missense_Mu NM_004439 NP_004430 P54756 EPHA5_HUMAN III 1.|Extracellular (Potentia 24 ACATGACCGCCAC 0.502

- 7 705 3hdp.2_5'UTR|TM NM_004262 NP_004253 O60235 TM11D_HUMAN .|Extracellular (Potential). 1 GGCTGCCTCCACA 0.532

- 5 1309 e_Mutation_p.S28 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 GTACTCGACATTG 0.413

+ 6 201 n_p.R51K|CSN1S1 NM_001890 NP_001881 P47710 CASA1_HUMAN 0 TGAACAGGGTAAG 0.274

+ 2 177 NM_021225 NP_067048 Q99935 PROL1_HUMAN 1 AAGAATGAAATTA 0.299

- 1 384 NM_032693 NP_116082 Q9BSU3 NAA11_HUMAN cetyltransferase. 2 GGCGCCGGTGTG 0.562

- 10 1590 .S276F|ANTXR2_u NM_001145794 NP_001139266 P58335 ANTR2_HUMANcellular (Potential). 1 AGCATAGAATTAA 0.269

- 17 3170 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 GGGGCGGGTGC 0.502

- 11 1433 NM_174952 NP_777612 Q8N412 CD037_HUMAN 0 AGATTTCCTTTCT 0.269

- 8 1385 ilr.2_Missense_Mu NM_020395 NP_065128 Q96CB8 INT12_HUMAN Ser-rich. 0 CTAACTGAGCGAC 0.448



+ 8 1787 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 TGTAGGGATCTTC 0.294

- 4 796 TX2_uc010iml.2_In NM_153426 NP_700475 Q99697 PITX2_HUMAN 0 CGTCCTCATTCTT 0.592

+ 2 865 e_Mutation_p.D115 NM_001128174 NP_001121646 Q16880 CGT_HUMAN 2 AACTGTGACCTGA 0.443

+ 36 6028 AA1109_uc003iek NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 CCTCCAGATTCAT 0.368

- 3 1434 _p.D211N|ANKRD5 NM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN 1 GGATATCTAACTT 0.393

+ 1 2630 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN r (Potential).|Cadherin 8. 18 GAGACACTATGGT 0.463

+ 8 7432 e_Mutation_p.P77 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN (Potential).|Cadherin 24. 18 CCATCTCCTACTC 0.383

- 1 2338 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN |Extracellular (Potential). 5 CCCATTCTGTGTA 0.438 rs141226164

- 5 872 hk.1_Missense_Mu NM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 3. 1 AGAAAGCCGTTGG 0.428

- 3 521 k.1_Missense_Mu NM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 2. 1 TGATTCCGTGGAG 0.468

- 6 1693 _p.G305R|RNF150_ NM_020724 NP_065775 Q9ULK6 RN150_HUMAN lasmic (Potential). 1 GACCTCCCAGAGA 0.542

- 3 304 p.S30L|GYPA_uc0 NM_002099 NP_002090 P02724 GLPA_HUMAN Extracellular. 2 ATTTCTGAAACTT 0.413

+ 7 1946 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6 CTCCACGATCCAG 0.517

- 14 1947 _p.L576F|DDX60L_ NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1 CTTTGAGAAATGA 0.333

+ 5 1556 0irr.2_Missense_Mu NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN2B.|Extracellular (Potential). 16 TTAAGAGGGTTAA 0.428

+ 5 652 R17_uc003ium.3_M NM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6 ATTGTACACAAAG 0.443

- 5 1236 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5 CCATCTCCAGCAT 0.398

+ 4 350 HRR_uc010isy.2_In NM_013232 NP_037364 O75340 PDCD6_HUMAN nd 2.|2 (Potential). 1 TTCAGCGAGTTCA 0.537

+ 1 278 NM_182632 NP_872438 Q96N87 S6A18_HUMAN Name=2; (Potential). 1 CCTATGGAGGAGG 0.637

- 1 680 NM_019599 NP_062545 Q9NYW7 TA2R1_HUMAN lasmic (Potential). 3 ATATCCTCATCTT 0.453

- 10 1942 RLR_uc003jjj.1_Int NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 GCCTTTCCCTCTT 0.542

- 23 2840 3jmi.3_Missense_M NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 9. 8 TGTAACCAATCAG 0.433

- 3 385 X29_uc010ivw.2_R NM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4 TAATTACCACCTG 0.323

- 6 564 RCC8_uc011cqp.1_ NM_000082 NP_000073 Q13216 ERCC8_HUMAN 0 TTGGGTCCTCTAG 0.328

+ 5 4571 yx.1_Missense_Mu NM_005909 NP_005900 P46821 MAP1B_HUMAN 5 GTAAGTCCAGTTT 0.413

+ 2 743 NM_153217 NP_694949 Q8WUU8 TM174_HUMAN 1 TCTCTCCTCCCCC 0.468

- 1 368 NR_004845 0 GAGCTGGAGCCC 0.542

+ 45 9775 _p.R933*|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANular (Potential).|EAR 1. 16 GTATCTCGAACTA 0.393

+ 6 1871 mw.1_Missense_M NM_005575 NP_005566 Q9UIQ6 LCAP_HUMAN cellular (Potential). 4 TCAATGGCGGATA 0.473

+ 5 449 P19_uc011cvu.1_In NM_003135 NP_003126 P09132 SRP19_HUMAN 0 AAACAGGAGGTGC 0.308 rs35400610

- 8 1022 _p.P123S|CEP120 NM_153223 NP_694955 Q8N960 CE120_HUMAN 1 TGTTTGGAGGGTC 0.493

+ 5 1269 MNB1_uc010jdb.1_ NM_005573 NP_005564 P20700 LMNB1_HUMAN Rod.|Coil 2. 2 AGAATTGAGAGCC 0.428

+ 7 780 dd.1_Missense_M NM_032446 NP_115822 Q96KG7 MEG10_HUMAN  self-assembly and formatio 4 GCCTGCGATGGTG 0.582

+ 23 4315 _Missense_Mutatio NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 AACAATTACAGAT 0.318

+ 1 970 hd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 GCCACGGATAAAG 0.373

+ 1 217 lhh.1_Intron|PCDH NM_018910 NP_061733 Q9UN72 PCDA7_HUMAN |Extracellular (Potential). 4 CGTGGGGATCTTC 0.612

+ 1 1823 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMAN|Extracellular (Potential). 6 GGCTTTCGTATGA 0.682

+ 1 2177 daj.1_Missense_M NM_018931 NP_061754 Q9Y5F2 PCDBB_HUMAN lasmic (Potential). 6 GCTGCTCGGTGC 0.657

+ 1 1997 dak.1_Missense_M NM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANr (Potential).|Cadherin 6. 3 GGCTGTCGTACCA 0.726

- 4 3323 NM_032420 NP_115796 Q08174 PCDH1_HUMAN 5 CTGGACGGCGTC 0.637

+ 2 567 NM_000112 NP_000103 P50443 S26A2_HUMAN lasmic (Potential). 0 GGCTCCCAAAATA 0.423

- 23 4448 jit.1_Missense_Mu NM_025153 NP_079429 O94823 AT10B_HUMAN ical; (Potential). 5 ATGCATCCACCAT 0.418

+ 9 1539 lyv.2_Missense_M NM_000811 NP_000802 Q16445 GBRA6_HUMAN lasmic (Prob p.P401L(1) 12 TCAACACCTGTCA 0.463

+ 8 991 en.1_Missense_M NM_015238 NP_056053 Q8IX03 KIBRA_HUMAN Potential. 5 TTGGCAGAGAAGG 0.468

- 34 4531 g.2_Missense_Muta NM_003062 NP_003053 O75094 SLIT3_HUMAN EGF-like 8. 4 GCAGGGGTCCC 0.667

+ 10 491 3mig.1_Missense_ NM_001079527 NP_001072995 0 GTCCTTCCTCTGC 0.527

+ 13 1925_1926 q.1_Missense_Mu NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 GGTGTCCTGGCA 0.525



+ 2 201 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 CAAATTCATCCCA 0.388

+ 6 720 p.M133I|CAP2_uc0 NM_006366 NP_006357 P40123 CAP2_HUMAN 1 GGAGATGAATGAC 0.398

+ 21 2121 _p.G582E|LRRC16 NM_017640 NP_060110 Q5VZK9 LR16A_HUMAN LRR 9. 4 GCAACGGAATGGG 0.547

+ 1 31 NM_003523 NP_003514 P62807 H2B1C_HUMAN 0 CCGCCCCGAAGA 0.527

+ 6 1262 2A3_uc011dkm.1_Intron 0 CTCTCTGGAGGA 0.507

+ 7 1149 NM_001732 NP_001723 Q13410 BT1A1_HUMANY.|Cytoplasmic (Potential). 2 TGTAGGGAGAATG 0.557

+ 11 1396 njb.2_Missense_M NM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5 TCCTCAGAATCAA 0.567

+ 2 166 se_Mutation_p.S5 NM_001509 NP_001500 O75715 GPX5_HUMAN 1 ATGTTTCCTTCAA 0.423

+ 3 573 w.2_RNA|PPP1R11 NM_021959 NP_068778 O60927 PP1RB_HUMAN Pro-rich. 3 GACCGACCCCCAC 0.612

- 5 1323 MDC1_uc003nrh.1_ NM_014641 NP_055456 Q14676 MDC1_HUMAN uclear localization (NLS1). 4 CTCCAGGAGGTTG 0.542

- 2 508 1_5'Flank|PSORS1 NM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0 CCTGGTGGAGGA 0.622

- 9 1634 p.D335N|BAT1_uc0 NM_004640 NP_004631 Q13838 DX39B_HUMAN case C-terminal. 0 GAAAATCTTTAAA 0.413

+ 4 674 c003nuj.2_Silent_p NM_000594 NP_000585 P01375 TNFA_HUMAN cellular (Potential). 3 GTCAACCTCCTCT 0.632

- 7 1044 _p.P238S|BAT3_uc NM_004639 NP_004630 P46379 BAG6_HUMAN proximate repeats.|Pro-rich 0 GGCTGGGGCAC 0.607

+ 6 961 B_uc011dqu.1_5'F NM_001077516 NP_001070984 Q92504 S39A7_HUMAN 1 GAAAAGGAAACAA 0.488

+ 80 12200 sense_Mutation_p NM_001371 NP_001362 21 TTAGGTCTTGGTG 0.338

+ 89 13573 NM_001371 NP_001362 21 TTCACTGAACTTT 0.443

- 2 410 LH_uc011dvl.1_5'Fl NM_020750 NP_065801 Q9HAV4 XPO5_HUMAN for interaction with Ran. 4 GAAGGCCAAAATG 0.418

- 10 944 p.E230K|CRISP2_u NM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1 ACTTTTCCTTGAG 0.393

+ 8 983 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN LRR 10. 1 AGACTTCCTGAAG 0.378

+ 5 1866 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 GACACCCCTACGA 0.473

+ 5 2655 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 AGTAAGGAAGATG 0.388

- 1 860 xf.1_Missense_Mu NM_021073 NP_066551 P22003 BMP5_HUMAN 2 GTATTTCCCGTCT 0.453

- 5 532 SBL2_uc011dxp.1_RNA 0 AGTTGCGATACCA 0.507

+ 18 3102 2_Missense_Mutat NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10 GATGTGGATAGTC 0.363

- 9 1237 2CBP_uc011dyx.1_ NM_198920 NP_944602 Q7Z6J8 UB2CB_HUMAN HECT-like. 1 CACGGCGAAGGG 0.463

- 14 2723 _p.E823K|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN(Potential).|Protein kinase. 28 TAACTTCCCACAT 0.408

- 11 1895 u.2_Missense_Mut NM_005068 NP_005059 P81133 SIM1_HUMAN -minded C-terminal. 4 TCAATTTTGCTGG 0.453

- 4 438 ub.2_Intron|DDO_u NM_003649 NP_003640 Q99489 OXDD_HUMAN 3 ATCTTTCGAAATC 0.468

+ 4 886 E_uc003pwt.2_Non NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 CCTACTTATGGAC 0.443

- 14 1929 ebw.1_Nonsense_ NM_033515 NP_277050 Q8N392 RHG18_HUMAN 3 CAACCCCACTATG 0.363

- 3 780 _uc003qhk.2_Intro NM_014432 NP_055247 Q9UHF4 I20RA_HUMAN tential).|Fibronectin type-III 4 GTTCCCCAAATGG 0.363

+ 23 3910 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2 GCCCTGGAAACAG 0.493

- 143 26523 p.R8641W|SYNE1_ NM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45 TGAGCCGATTTCC 0.423

+ 29 4232_4233wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN Pro-rich. 5 ACCTGCCTCCGC 0.614

- 22 4531 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMAN(Potential).|TSP type-1 15. 3 TCAGCTGACACAG 0.453

- 13 3127 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMAN .|Extracellular (Potential). 3 ATTTGTCACAAGG 0.388

- 1 484 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1 AGCCCTGAATTTG 0.448

+ 13 1957 _p.P642L|HDAC9_u NM_058176 NP_478056 Q9UKV0 HDAC9_HUMANone deacetylase. 5 ATGACCCCTTGAT 0.438

+ 10 2243 yh.1_Missense_Mu NM_002214 NP_002205 P26012 ITB8_HUMAN repeats.|II.|Extracellular (Po 3 GCAAGTCACACAA 0.373

- 9 819 NM_012294 NP_036426 Q92565 RPGF5_HUMAN 1 TTGTCCGTCTGCA 0.443

- 3 481 tbc.2_RNA|GGCT_ NM_024051 NP_076956 O75223 GGCT_HUMAN 0 TTATTTCTTTTCCT 0.373

+ 16 1461 ADCYAP1R1_uc00 NM_001118 NP_001109 P41586 PACR_HUMAN lasmic (Potential). 1 TCAAGCGAAAATG 0.612

+ 11 1124 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 1. 3 ACGAACGATCTGA 0.443

+ 1 470 n_p.G22E|VSTM2A NM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0 AACAAGGGCTTTC 0.403

+ 4 680 NM_001159279 NP_001152751 2 AAAAACGATGGCA 0.328

+ 4 505 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN KRAB. 1 TAAAGAGAAATGA 0.393



+ 1 125 003tte.2_Translatio NM_016220 NP_057304 Q9UII5 ZN107_HUMAN 1 CTAAGACGCCGG 0.602

- 15 1835 m.2_Missense_Mu NM_000601 NP_000592 P14210 HGF_HUMAN Peptidase S1. 4 TCATCTCCTCTTC 0.363

+ 2 622 ense_Mutation_p.E NM_138290 NP_612147 Q96NL0 RUN3B_HUMAN RUN. 1 ATTTTGGAACAGA 0.328

+ 1 1396 NM_003505 NP_003496 Q9UP38 FZD1_HUMAN Name=1; (Potential). 0 GTCAGTGCTGTG 0.622

- 7 800 3umu.1_Missense_ NM_001742 NP_001733 P30988 CALCR_HUMAN Name=1; (Potential). 9 ACTAGGGTGAAAA 0.358

+ 8 1079 a.2_Missense_Mut NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2 AGCAGGAGGAG 0.597

+ 3 7653 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 GCTAGCACCCTTT 0.488

- 5 563 e_Mutation_p.P77S NM_022777 NP_073614 Q9H7X7 RABL5_HUMAN 0 CCTCAGGGTCATC 0.443

- 30 4595 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN p.D1479E(1) 19 TGCCATCGTTAAG 0.488

- 24 3332 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 2. 19 GGCATTCAGTGCC 0.527

- 4 3362 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 CCTCTTCCCAGGA 0.353

- 4 949 ja.2_Missense_Mu NM_003391 NP_003382 P09544 WNT2_HUMAN 7 TCCTGAGAGTACA 0.552

+ 5 709 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN al).|ABC transmembrane typ 5 TTTGATGAAGTAT 0.323

+ 12 4488 .2_Intron|PTPRZ1_ NM_002851 NP_002842 P23471 PTPRZ_HUMANcellular (Potential). 9 ACTGATCATTCTG 0.403

- 13 1407 u.2_Missense_Mut NM_004717 NP_004708 O75912 DGKI_HUMAN DAGKc. 3 AGAGTTCGAGCCA 0.552

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.366 rs121913378

- 8 1160 NM_004333 NP_004324 P15056 BRAF_HUMAN 18290 CATTGGGAGCTGA 0.393

- 5 504 se_Mutation_p.G10 NM_013252 NP_037384 Q9NY25 CLC5A_HUMAN .|Extracellular (Potential). 0 TGGATCCTTTTCC 0.448

- 1 149 NM_176817 NP_789787 P59533 T2R38_HUMAN Name=1; (Potential). 2 AGGACTGAAATGA 0.438

+ 5 669 Intron|uc003wad.2 NM_002769 NP_002760 P07477 TRY1_HUMAN Peptidase S1. 2 TGGGGTGATGGCT 0.522

+ 1 644 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMAN Name=5; (Potential). 1 TCATCTCCTATGG 0.552

+ 3 1008 _Intron|uc011kto.1 NM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0 CTAAAAGATCTGT 0.562

+ 1 650 NM_012365 NP_036497 Q96R48 OR2A5_HUMAN Name=5; (Potential). 3 TGGTCTCCTACTC 0.612

- 18 2189 _p.V680M|EZH2_uc NM_004456 NP_004447 Q15910 EZH2_HUMAN SET. p.N675K(1) 183 CATCCACCACAAA 0.353

+ 43 6259 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0 CAGCTGGAACACC 0.667

+ 8 1031 P343L|AGAP3_uc0 NM_031946 NP_114152 Q96P47 AGAP3_HUMAN all GTPase-like. 3 CCACCCCCAGCAT 0.657

+ 33 4042 kwi.1_Missense_M NM_003970 NP_003961 P54296 MYOM2_HUMAN 6 AAATACACTTTTG 0.423 rs144413619

- 49 7828 p.G1809S|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25 ACATGCCAAGTGG 0.502

- 14 2275 kwj.1_Missense_M NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 4. 25 CAAAATCATTAAA 0.418

- 3 723 v.1_RNA|FGF20_uc NM_019851 NP_062825 Q9NP95 FGF20_HUMAN 1 CTTTCTGGATCCA 0.423

+ 9 1436 _p.P322L|SH2D4A NM_022071 NP_071354 Q9H788 SH24A_HUMAN SH2. 0 GCATGCCCGGCA 0.468

+ 9 1212 se_Mutation_p.G37 NM_001722 NP_001713 P05423 RPC4_HUMAN 0 GTCCTGGGACAC 0.547

+ 12 1263 ec.2_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN2B.|Extracellular (Potential). 5 TTGAAGGATTATA 0.353

- 10 999 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN IPT/TIG. 4 GGGCTCCTTTGCA 0.488

- 3 1765 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 ctcttcttcccgtattacctt 0.209

+ 4 502 O1_uc003xnn.2_R NM_002164 NP_002155 P14902 I23O1_HUMAN 2 GACTGTGTCTTGG 0.383

+ 11 1255 se_Mutation_p.G7 NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2 CATCTGGACAGGA 0.507

+ 3 352 xny.2_Missense_M NM_032336 NP_115712 Q9BRT9 SLD5_HUMAN 1 AGCAAGCCTGAG 0.463

- 6 1334 3xpe.2_Missense_ NM_006749 NP_006740 Q08357 S20A2_HUMAN ical; (Potential). 2 CTATGGCCCACAT 0.537

+ 6 636 c003xql.1_Missens NM_182746 NP_877423 P33991 MCM4_HUMAN 4 AAAGAAGAAGAAA 0.348 rs140307429

- 6 773 se_Mutation_p.P15 NM_024593 NP_078869 Q9HAE3 EFCB1_HUMAN 0 CATTTGGATCTTT 0.299

+ 4 2771 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 AAAGGGGATAAAG 0.358

- 3 543 n_p.L99F|CA8_uc0 NM_004056 NP_004047 P35219 CAH8_HUMAN 0 CCGAAAGAACTGA 0.393

- 3 1045_1046 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3 CCTATTTCAAGGTC 0.366

+ 15 1468 wt.2_Missense_Mu NM_001033578 NP_001028750 Q96BR1 SGK3_HUMANProtein kinase. 4 CCTGGTCCATTCT 0.428

- 5 451 ense_Mutation_p.P NM_001738 NP_001729 P00915 CAH1_HUMAN 2 GAGAAAGGACCA 0.418

- 8 1276 c.1_Missense_Muta NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 TGCCATGAATAGA 0.343



+ 2 798 _p.R216Q|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 ATCAGCGATCTTA 0.458

+ 4 471 NM_177531 NP_803875 Q86WI1 PKHL1_HUMANar (Potential).|IPT/TIG 1. 14 GTTACGGAAAATA 0.398

+ 14 1429 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 ATTTTTCCAGTCC 0.353

+ 38 5455 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN r (Potential).|IPT/TIG 10. 14 TCATTGGAAATCA 0.413

+ 26 3547 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Potential). 11 CAGATTCGCTAAC 0.527

+ 14 1590 C2_uc003zda.2_5'F NM_145754 NP_665697 Q96AC6 KIFC2_HUMANKinesin-motor. 3 GCGCTGCAGTCG 0.667

- 2 331 _5'Flank|MGC7085 NM_001001795 NP_001001795 Q6P1X6 CH082_HUMAN 0 ATTTTGGAATCAT 0.582

+ 9 1154 _p.E343K|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5 TACCCAGAGAACA 0.453

- 1 745 zob.1_Missense_M NM_020344 NP_065077 Q9UI40 NCKX2_HUMAN lasmic (Potential). 3 ATTTCTCTAGAAA 0.413

- 1 190 uc003zrh.1_Intron NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 TAAATGGGCCACC 0.567

+ 4 416 n_p.D20Y|NUDT2_ NM_001161 NP_001152 P50583 AP4A_HUMAN udix hydrolase. 0 AAAGTGGACAACA 0.468

+ 5 378 _p.G102S|ANXA1_ NM_000700 NP_000691 P04083 ANXA1_HUMAN Annexin 1. 2 CTTACAGGTCACC 0.403

- 25 3758 c.1_Intron|TRPM6_ NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN lasmic (Potential). 8 TCACTCGGATTCG 0.368

- 21 3003 1_Intron|TRPM6_u NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN ical; (Potential). 8 CCAGCTGAAAACA 0.473

- 11 886 NRNPK_uc004ani. NM_031262 NP_112552 P61978 HNRPK_HUMANDDX1.|2 X 22 AA approxima 1 TGTGCACGTCCT 0.418

+ 3 1955 np.3_Missense_Mu NM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0 TTGTAACCTTAAC 0.383

+ 4 4327 NM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3 CCCATCCACAGCT 0.607

- 2 726 NM_005384 NP_005375 Q16649 NFIL3_HUMAN eucine-zipper. 0 CGTTTTCTTCTCC 0.388

- 3 451 on_p.G129E|ECM2 NM_001393 NP_001384 O94769 ECM2_HUMAN VWFC. 2 ACTCTTCCATCTG 0.522

+ 9 1736 e_Mutation_p.E370 NM_001083536 NP_001077005 Q5JSP0 FGD3_HUMAN PH 1. 2 GCCAATGAACTG 0.587

+ 7 1712 _p.Q510*|PTPDC1 NM_177995 NP_818931 A2A3K4 PTPC1_HUMAN 1 TGGAGTCAGTCAA 0.478

- 1 90 N3A_uc004bbq.1_ NM_147180 NP_671709 Q96LZ3 CANB2_HUMAN 2 TGGCCTCGTTTCC 0.592

- 3 2811 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMAN lasmic (Potential). 7 CATTTTGGAGGTT 0.448

- 1 278 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMAN cellular (Potential). 1 GAGAAGGAAATG 0.448

- 28 4257 NM_005502 NP_005493 O95477 ABCA1_HUMAN 17 TAGGACCCTTTGC 0.473

- 15 2223 wc.1_Missense_Mu NM_003640 NP_003631 O95163 ELP1_HUMAN 7 ACTACTGACTTGG 0.408

- 17 2442 9orf5_uc004bdr.3_M NM_032012 NP_114401 Q9H330 CI005_HUMAN 1 GGTAAGGATGGCC 0.433

- 38 7457 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 16. 7 AAACAGGGAAAGA 0.463

- 2 923 EP1_uc004beu.2_M NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN VWFA. 7 ATCCATCAGTGAT 0.423

- 15 1808 muc.1_Missense_MNM_001080398 NP_001073867 0 AAATGTGGCATCC 0.353

- 20 2186 lxc.1_Missense_M NM_015258 NP_056073 Q5T1M5 FKB15_HUMAN Potential. 3 CCTGCACTTTGGT 0.463

- 2 547 vf.2_Missense_Mu NM_002160 NP_002151 P24821 TENA_HUMAN 7 CACTGGGATCCCA 0.572

- 5 1058 kd.2_Missense_Mu NM_014618 NP_055433 O60477 DBC1_HUMAN MACPF. 8 CCCAGAGGCCCAG 0.512

- 1 65 |LOC253039_uc00 NM_005047 NP_005038 Q16401 PSMD5_HUMAN 0 GCGCTTCCAGCC 0.711

+ 12 1236 bf.2_Missense_Mu NM_020822 NP_065873 Q5JUK3 KCNT1_HUMAN 4 CTCATGGACTTCC 0.647

+ 6 586 n_p.S22F|TBL1X_u NM_001139466 NP_001132938 O60907 TBL1X_HUMAN LisH. 1 GTTTTTCCCACTC 0.552

- 2 1585 ARHGAP6_uc004c NM_013427 NP_038286 O43182 RHG06_HUMAN 2 CACAGTCCTGTTG 0.557

- 5 872 _p.D177N|GEMIN8_ NM_017856 NP_060326 Q9NWZ8 GEMI8_HUMAN 0 ACAGGTCGTGGTC 0.592

+ 3 435 se_Mutation_p.G35 NM_001118885 NP_001112357 P23416 GLRA2_HUMANcellular (Probable). 2 AGGTCTGGAAAAC 0.418

+ 3 507 se_Mutation_p.D59 NM_001118885 NP_001112357 P23416 GLRA2_HUMANcellular (Probable). 2 GGATATGATGCAA 0.378

- 3 1798 _p.E410K|RAI2_uc NM_021785 NP_068557 Q9Y5P3 RAI2_HUMAN 2 GCATCTCGGTAGC 0.557

+ 3 291 _p.G46D|PDHA1_ NM_000284 NP_000275 P08559 ODPA_HUMAN 1 AAGAAGGCCCTC 0.458

- 2 100 11mjl.1_Missense_ NM_004586 NP_004577 P51812 KS6A3_HUMAN 8 CCTCTCCCATAGG 0.348

- 2 320 w.2_RNA|APOO_u NM_024122 NP_077027 Q9BUR5 APOO_HUMAN 0 TGGGAGGTGAGT 0.413

- 4 1359 NM_030624 NP_085127 Q96M94 KLH15_HUMAN Kelch 1. 2 GAGCGTGGTACAG 0.468

+ 1 435 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 GAAGATATGCCTC 0.572

+ 40 7412 fc.2_Missense_Mut NM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6 CTTTTGGTGATCC 0.333



- 24 2345 p.P587S|CASK_uc NM_003688 NP_003679 O14936 CSKP_HUMAN nylate kinase-like. 6 TACGTGGAATAGG 0.303

- 7 794 dit.2_Missense_Mu NM_006962 NP_008893 P17025 ZN182_HUMAN 3 CAACAAGGTTTGT 0.338

- 10 1848 vq.1_Missense_Mu NM_017677 NP_060147 Q96EF0 MTMR8_HUMAN 4 GGACACGAGCCA 0.527

+ 2 1827 OXO4_uc004dyt.1_ NM_005938 NP_005929 P98177 FOXO4_HUMAN 3 CTCATGGATGAGG 0.493

+ 8 1290 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 TCGGAAGCTCCC 0.552

- 1 939 mqj.1_Missense_M NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN u-rich (acidic). 1 ACATATTCATGTAC 0.338

- 1 525 1L2_uc011mqj.1_I NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1 CTTCTTCCCCAAG 0.592

- 4 534 bw.2_Missense_Mu NM_183353 NP_899196 Q9NVW2 RNF12_HUMAN 2 TATTTTCATCTGA 0.418

- 3 1735 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 TCCCCCCAGATGA 0.468

+ 4 535 P2_uc011mrh.1_5'U NM_001939 NP_001930 Q13474 DRP2_HUMAN 2 GCTGGGGTTCCCT 0.517

+ 5 1189 eib.1_Missense_M NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 ACTCATCTGTGCA 0.383

- 4 498 nse_Mutation_p.P1 NM_022052 NP_071335 Q9H4D5 NXF3_HUMAN RRM. 3 CAACTGGGACGAA 0.458

- 38 3825 _Mutation_p.G121 NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GGAGACCAGCAG 0.572

- 11 793 msn.1_Splice_Site NM_001847 NP_001838 Q14031 CO4A6_HUMAN 8 TGTTTACCTTGAC 0.398

+ 20 1421 n_p.Q407*|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 AGGGGTCAGAAAG 0.527

+ 24 1862 _p.P554S|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 ACTTTTCCAGGAA 0.498

- 13 2752 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMAN lasmic (Potential). 8 ACATCCGAAGCAT 0.353 rs145623152

- 11 3395 NM_012471 NP_036603 Q9UL62 TRPC5_HUMAN lasmic (Potential). 1 TTGACTTTCCTTG 0.453

+ 10 1573 _splice|PLS3_uc01 NM_005032 NP_005023 P13797 PLST_HUMAN 2 TAGAAGGTAACTA 0.348

- 4 1054 sv.2_Missense_Mu NM_003588 NP_003579 Q13620 CUL4B_HUMAN 3 AATTTAGGCTTAT 0.313

+ 14 2383 e_Mutation_p.A69 NM_007325 NP_015564 P42263 GRIA3_HUMAN cellular (Potential). 5 AAATTGCTGTGTA 0.408

+ 18 2663 _p.M801I|SAGE1_u NM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3 ATTAATGAAAGAA 0.343

- 12 2051 mwc.1_Missense_M NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 GCCCATCTTTGAG 0.418

- 19 2351 m.1_Missense_Mut NM_005369 NP_005360 P10911 MCF2_HUMAN 2 AAGTTTCCCTAGA 0.408

+ 1 392 NM_001012989 NP_001013007 Q5JXB2 UE2NL_HUMAN 0 ATGATCCATTAGC 0.443

+ 11 2350 b.1_Missense_Mut NM_002025 NP_002016 P51816 AFF2_HUMAN 5 CTCAAAGGACAAT 0.448

+ 3 1086 e_Mutation_p.R298 NM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0 GGACCTCGCATTT 0.557

- 3 1149 NM_005362 NP_005353 P43357 MAGA3_HUMAN 0 CTCACTCTTCCCC 0.572

- 17 5851 .1_Missense_Muta NM_000132 NP_000123 P00451 FA8_HUMAN A 3.|Plastocyanin-like 6. 11 CAAATTCCTGTAC 0.468

- 14 2968 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 GACTATCATAATG 0.378

+ 4 857 NM_017655 NP_060125 Q8TF65 GIPC2_HUMAN 1 GGAAGGGCAACAC 0.398

+ 1 301 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANcellular (Potential). 3 ATTGCAATTAATC 0.418

+ 5 3341 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3 TTGCATCTGGACG 0.507

+ 6 1019 _p.P192L|CACNA1 NM_000721 NP_000712 Q15878 CAC1E_HUMANacellular (Potential). 6 TCGGCCCCAATGA 0.517

- 1 869 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMAN lasmic (Potential). 0 TTGTTTCTCAAAC 0.393

- 1 475 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMANcellular (Potential). 0 TGCCAGCTGTGTG 0.473

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGGCAGCAA 0.408

- 2 1239 mj.2_Missense_Mu NM_005674 NP_005665 Q16600 ZN239_HUMAN 0 CATATGGATGACC 0.438

- 4 658 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMAN lasmic (Potential). 0 CCTCTGGATTTCC 0.517

+ 1 838 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMAN Name=7; (Potential). 3 GCCAATCTCTATT 0.393 rs138334057

- 6 682 F22_uc001mpa.2_ NM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Lys-rich. 7 GAAGTCCATTTTC 0.517

+ 1 306 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMAN cellular (Potential). 1 TGGAGAACATTTC 0.463

- 1 1081 NM_207374 NP_997257 Q8NGF6 O10W1_HUMAN lasmic (Potential). 1 GGCCCGGTGGC 0.582

+ 6 1233 nwu.3_RNA|SLC2 NM_001039752 NP_001034841 Q63ZE4 S22AA_HUMAN cellular (Potential). 2 TGTTCCGCAACCC 0.398

+ 7 1025 NM_207345 NP_997228 Q6UXN8 CLC9A_HUMAN (Potential).|C-type lectin. 1 ACCAGTCAAGAG 0.378

- 4 942 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN Pro-rich. 1 GGGGAGGTCTGTG 0.537

- 3 252 NM_006248 NP_006239 0 GAGGAGGTGGGG 0.607



+ 1 236 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMAN Name=2; (Potential). 3 CCACCCCCAAGAT 0.398

- 14 1683 bgu.1_Missense_M NM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN 1 GCAATAAAAGACT 0.433 rs142283736

- 13 4054 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 GGGTTCCGGTTCA 0.537

+ 1 225 PIRE2_uc010ciw.1 NM_032451 NP_115827 Q8WWL2 SPIR2_HUMAN KIND. 1 GCCGGCGCCTGC 0.483

+ 48 7584 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 3 (By similarity). 13 CTCTAGGAAATGT 0.597

+ 6 754 NM_001145127 NP_001138599 A8MZ36 EVPLL_HUMAN 0 CCAATACCGAGAC 0.682

+ 5 445 GCA_uc002iqj.2_M NM_000023 NP_000014 Q16586 SGCA_HUMAN cellular (Potential). 2 CAAGCCGAGTTCC 0.677

+ 1 977 uc010wna.1_RNA NM_032559 NP_115948 Q8N4N8 KIF2B_HUMANKinesin-motor. 8 ACAAAGCCTCCAA 0.557

- 5 1201 .Q156H|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN 2 ctgctgctgctggtgatgc 0.468

- 4 803 mtq.2_Missense_M NM_145276 NP_660319 Q8TA94 ZN563_HUMAN type 2; degenerate. 0 GCACTACCATGTG 0.423

- 3 307 ILRA3_uc010erk.2 NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type p.G81G(1) 1 AACTGGCCCTTC 0.542

+ 4 403 p.2_RNA|SNTG2_ NM_018968 NP_061841 Q9NY99 SNTG2_HUMAN PDZ. 3 GAGGTTCTGAGCA 0.393

- 3 266 _p.E52K|REG1B_ NM_006507 NP_006498 P48304 REG1B_HUMANC-type lectin. 2 GGTCTTCATTAAA 0.532

- 27 4708 NM_004525 NP_004516 P98164 LRP2_HUMAN s B 10.|Extracellular (Potent 29 TTCTGTCCGTTCC 0.438

- 225 45447 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCACCCGAAGTTT 0.483

- 2 356 NM_020760 NP_065811 Q9P2P5 HECW2_HUMAN 18 CTGGAGCGGCTCT 0.582

- 4 999 uf.1_Missense_Mu NM_003098 NP_003089 Q13424 SNTA1_HUMAN PH 1. 1 CTTGACCATCTGC 0.597

+ 6 949 H26_uc010zzy.1_R NM_177980 NP_817089 Q8IXH8 CAD26_HUMAN |Extracellular (Potential). 4 GAAAGTGGTTTCC 0.358

+ 18 2574 N_uc003ajn.1_Mis NM_006932 NP_008863 P53814 SMTN_HUMAN 3 GCGCAGCCGTG 0.662

- 13 2147 vw.2_Missense_M NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 CGCACTCCGTCTT 0.642

+ 9 3930 6A6_uc003eni.3_5 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN7.|Nonhelical region. 8 TGGTCCTTTTATT 0.333

- 8 1822 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8 TTGAACGAGAGC 0.453

+ 16 2807 cl.1_Nonsense_Mu NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 7. 2 TGCACTCAAGACA 0.348

+ 1 960 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 AAATTTCCTATGG 0.368

+ 2 258 NM_005546 NP_005537 Q08881 ITK_HUMAN PH. 26 TCTCCCGAATCAA 0.458

- 1 728 NM_033057 NP_149046 Q9GZK3 OR2B2_HUMAN Name=6; (Potential). 0 AGATGGGAGCCAC 0.468

+ 58 8231 rf125_uc003oez.1_ NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 TTAGCCGCTGAGG 0.612

+ 41 10444 _p.E3030*|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN Potential. 26 ATGCATGAGCTCC 0.443

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 2 229 NM_001103176 NP_001096646 Q3B7I2 CNPY1_HUMAN 0 TTGGTATATTTTG 0.388

- 13 1198 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4 GCGGCTCGCTTC 0.488

- 5 1165 e_Mutation_p.G24 NM_014682 NP_055497 O60284 ST18_HUMAN 5 TTTCCCCTGCTAG 0.433

+ 32 4196 yoz.2_Missense_M NM_021110 NP_066933 Q05707 COEA1_HUMAN ion (NC4).|TSP N-terminal. 12 TTAAATAAAAATT 0.393

- 38 8675 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 23. 7 TGACTGGATTTGG 0.473

- 7 8075 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANlike C2-type 11. 8 GCTTGTTTGCTTC 0.637

+ 4 857 NM_017655 NP_060125 Q8TF65 GIPC2_HUMAN 1 GGAAGGGCAACAC 0.398

+ 1 301 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANcellular (Potential). 3 ATTGCAATTAATC 0.418

- 9 502 25_splice|HORMAD NM_032132 NP_115508 Q86X24 HORM1_HUMAN 3 TTTTTACTAGAAG 0.308

+ 5 3341 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3 TTGCATCTGGACG 0.507

+ 6 1019 _p.P192L|CACNA1 NM_000721 NP_000712 Q15878 CAC1E_HUMANacellular (Potential). 6 TCGGCCCCAATGA 0.517

- 1 869 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMAN lasmic (Potential). 0 TTGTTTCTCAAAC 0.393

- 1 475 NM_001001966 NP_001001966 Q8NHC5 O14AG_HUMANcellular (Potential). 0 TGCCAGCTGTGTG 0.473

- 2 1239 mj.2_Missense_Mu NM_005674 NP_005665 Q16600 ZN239_HUMAN 0 CATATGGATGACC 0.438

- 4 658 NM_001031746 NP_001026916 Q8IW00 CJ072_HUMAN lasmic (Potential). 0 CCTCTGGATTTCC 0.517

+ 2 273 n_p.Q11*|BUB3_uc NM_004725 NP_004716 O43684 BUB3_HUMAN WD 1. 1 CTGAACCAGCCAC 0.627

+ 1 838 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMAN Name=7; (Potential). 3 GCCAATCTCTATT 0.393 rs138334057

- 6 682 F22_uc001mpa.2_ NM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Lys-rich. 7 GAAGTCCATTTTC 0.517



+ 1 306 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMAN cellular (Potential). 1 TGGAGAACATTTC 0.463

- 1 1081 NM_207374 NP_997257 Q8NGF6 O10W1_HUMAN lasmic (Potential). 1 GGCCCGGTGGC 0.582

+ 7 1025 NM_207345 NP_997228 Q6UXN8 CLC9A_HUMAN (Potential).|C-type lectin. 1 ACCAGTCAAGAG 0.378

+ 25 2347 _Mutation_p.A756 NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN =S6 of repeat II; (Potential). 3 ATTGTCGCCTTTA 0.597

- 46 5946 p.E1483K|CIT_uc0 NM_007174 NP_009105 O14578 CTRO_HUMAN 10 GCAGCTCGGTCCG 0.731

+ 38 3852 TC1_uc010taf.1_In NM_014708 NP_055523 P50748 KNTC1_HUMAN 10 GATATCCCTTGGA 0.204

+ 1 236 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMAN Name=2; (Potential). 3 CCACCCCCAAGAT 0.398

- 2 600 NM_003814 NP_003805 O43506 ADA20_HUMAN 1 CTGTCCCCCAAA 0.517

- 22 8319 _Mutation_p.A2704 NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|REJ. 3 TGCCCGCGGTGG 0.687

- 13 4054 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 GGGTTCCGGTTCA 0.537

+ 48 7584 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 3 (By similarity). 13 CTCTAGGAAATGT 0.597

+ 6 754 NM_001145127 NP_001138599 A8MZ36 EVPLL_HUMAN 0 CCAATACCGAGAC 0.682

+ 5 445 GCA_uc002iqj.2_M NM_000023 NP_000014 Q16586 SGCA_HUMAN cellular (Potential). 2 CAAGCCGAGTTCC 0.677

- 4 803 mtq.2_Missense_M NM_145276 NP_660319 Q8TA94 ZN563_HUMAN type 2; degenerate. 0 GCACTACCATGTG 0.423

+ 4 1415 epo.1_Intron|ZNF53 NM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 10. 0 CCTTACGAATGTA 0.433

- 3 307 ILRA3_uc010erk.2 NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type p.G81G(1) 1 AACTGGCCCTTC 0.542

+ 4 403 p.2_RNA|SNTG2_ NM_018968 NP_061841 Q9NY99 SNTG2_HUMAN PDZ. 3 GAGGTTCTGAGCA 0.393

- 225 45447 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCACCCGAAGTTT 0.483

- 10 1100 _p.H236R|CSNK2A NM_177559 NP_808227 P68400 CSK21_HUMANProtein kinase. 1 TTGTCATGTCCAT 0.373 rs61730060

+ 2 61 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ACAGAATCGCCCT 0.353 rs143761036

+ 6 949 H26_uc010zzy.1_R NM_177980 NP_817089 Q8IXH8 CAD26_HUMAN |Extracellular (Potential). 4 GAAAGTGGTTTCC 0.358

+ 1 299 .1_Intron|C21orf29 NM_198697 NP_941970 P60328 KR123_HUMANAA approximate repeats. 1 CTGCCCTCTGCAG 0.617

- 13 2147 vw.2_Missense_M NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 CGCACTCCGTCTT 0.642

- 1 666_667 pv.1_Missense_Mu NM_198407 NP_940799 Q92847 GHSR_HUMAN Name=5; (Potential). 5 AGGAAGGAAGAA 0.629

+ 21 3297 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K/PI4K.52)|p.H1047Y(3 3553 ATGCACATCATGG 0.378 rs121913279

- 16 2401 74_splice|ABCC5_ NM_005688 NP_005679 O15440 MRP5_HUMAN 4 CAGGTACTGAAGG 0.338

- 8 1822 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8 TTGAACGAGAGC 0.453

- 12 1842 _p.E468V|FSTL5_u NM_020116 NP_064501 Q8N475 FSTL5_HUMAN 8 TCACATTCTATGG 0.328

+ 11 2236 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6 AGAGGACACACAC 0.602 rs111488757

+ 16 2807 cl.1_Nonsense_Mu NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 7. 2 TGCACTCAAGACA 0.348

+ 1 960 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 AAATTTCCTATGG 0.368

+ 2 258 NM_005546 NP_005537 Q08881 ITK_HUMAN PH. 26 TCTCCCGAATCAA 0.458

- 1 728 NM_033057 NP_149046 Q9GZK3 OR2B2_HUMAN Name=6; (Potential). 0 AGATGGGAGCCAC 0.468

- 1 18 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANcellular (Potential). 3 AGAACTATAATTG 0.284

+ 5 704 55_splice|SYNGAP NM_006772 NP_006763 Q96PV0 SYGP1_HUMAN 4 GACCGGTACAGG 0.517

+ 41 10444 _p.E3030*|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN Potential. 26 ATGCATGAGCTCC 0.443

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 6 397 _p.R107*|SSBP1_u NM_003143 NP_003134 Q04837 SSBP_HUMAN SSB. 1 AGGTCTCGAATTT 0.338

- 2 229 NM_001103176 NP_001096646 Q3B7I2 CNPY1_HUMAN 0 TTGGTATATTTTG 0.388

- 13 1198 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4 GCGGCTCGCTTC 0.488

- 11 1289 NM_000637 NP_000628 P00390 GSHR_HUMAN 5 CCTTATATTCAAA 0.388

- 5 1165 e_Mutation_p.G24 NM_014682 NP_055497 O60284 ST18_HUMAN 5 TTTCCCCTGCTAG 0.433

+ 32 4196 yoz.2_Missense_M NM_021110 NP_066933 Q05707 COEA1_HUMAN ion (NC4).|TSP N-terminal. 12 TTAAATAAAAATT 0.393

- 12 1815 NM_001100878 NP_001094348 A6NGR9 CH073_HUMAN 1 GGTATCGCTGAAC 0.657

- 38 8675 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 23. 7 TGACTGGATTTGG 0.473

- 2 143 3_5'Flank|COQ4_u NM_015679 NP_056494 O95900 TRUB2_HUMAN 1 AGGAGCGGGAG 0.368

- 7 8075 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANlike C2-type 11. 8 GCTTGTTTGCTTC 0.637



- 1 654 _p.R191W|FAM120 NM_017848 NP_060318 Q9NX05 F120C_HUMAN 2 TCTGCCGCTCGGC 0.716

- 37 2875 _p.P666L|COL16A NM_001856 NP_001847 Q07092 COGA1_HUMANn 5 (COL5) with 3 imperfect 8 CCAGGAGGTCCC 0.577

+ 3 511 dbz.2_Missense_M NM_203464 NP_982289 P27144 KAD4_HUMAN 0 CCTTGATGGTGAG 0.448

+ 16 3063 12RB2_uc010oql.1 NM_001559 NP_001550 Q99665 I12R2_HUMAN lasmic (Potential). 3 ATGACCTCCCCTC 0.567 rs17838066

+ 3 542 l.1_Missense_Muta NM_000642 NP_000633 P35573 GDE_HUMAN -glucanotransferase. 3 GTGTATACAAATT 0.363

- 5 1002 nse_Mutation_p.E1 NM_030920 NP_112182 Q9BTT0 AN32E_HUMANu-rich (highly acidic). 0 TCTCCCTCTCCCA 0.308

- 4 587 6L|GBA_uc001fjk.2 NM_000157 NP_000148 P04062 GLCM_HUMAN 2 AAGTACGATTTAA 0.383

- 43 6503 NM_003292 NP_003283 P12270 TPR_HUMAN 7 GGTGCTCGAGGG 0.512

- 2 441 pot.1_Missense_M NM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5 CTAAATCCCTGCC 0.448

+ 6 2111 pb.1_Missense_Mu NM_201253 NP_957705 P82279 CRUM1_HUMANPotential).|Laminin G-like 1. 9 ACATCTCGTCTGG 0.448

- 16 1772 RKCQ_uc009xin.1_ NM_006257 NP_006248 Q04759 KPCT_HUMANProtein kinase. 6 AGAACCCCGAAG 0.507

- 8 2371 c.2_Missense_Muta NM_080599 NP_542166 Q9HAU5 RENT2_HUMAN MIF4G 2. 3 CAGACATGCAGGG 0.338

+ 19 2792 1jrg.2_Missense_M NM_080722 NP_542453 Q8WXS8 ATS14_HUMAN TSP type-1 3. 6 AGACACGGGGGA 0.667

- 2 1178 _p.P369S|ITPRIP_u NM_033397 NP_203755 Q8IWB1 IPRI_HUMAN 0 CAGAGGGCTCCCT 0.567

- 2 189 .S30P|RIC8A_uc00 NM_001098787 NP_001092257 Q9NYM9 BET1L_HUMANal).|t-SNARE coiled-coil hom 0 CTTTGGAGGCCAG 0.587

+ 1 29 NM_001003443 NP_001003443 Q8NH54 O56A3_HUMAN cellular (Potential). 0 CCCTCTCCACTGA 0.453

+ 27 3091 en.1_Missense_Mu NM_024662 NP_078938 Q9H0A0 NAT10_HUMAN ion to the nucleolus and mi 2 ACACAAGAAGGAA 0.478

- 8 1704 n_p.T362I|SLC1A2 NM_004171 NP_004162 P43004 EAA2_HUMAN p.T371fs*13(1) 3 CGAAAGGTGACAG 0.453

+ 1 343 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANName=3; (Potential). 3 GAAACTTTCATGT 0.418

+ 1 278 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMANcellular (Potential). 0 TTATCTCCTTCTC 0.488

+ 9 2029 e_p.E613_splice|TM NM_178031 NP_821174 Q24JP5 T132A_HUMAN 1 TTGAGGTAAGCAG 0.662

- 5 7393_7394NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 CATTTGGGCCTT 0.465

+ 7 1034 A2_uc010rod.1_M NM_002689 NP_002680 Q14181 DPOA2_HUMAN 0 GCGAACTCAAGG 0.358

+ 6 676 _p.P106S|FRMD8_ NM_031904 NP_114110 Q9BZ67 FRMD8_HUMAN FERM. 2 CGGTACCCGTGCG 0.706

+ 1 488 NM_021046 NP_066384 O75690 KRA58_HUMANA repeats of C-C-X-P. 0 CCCTGCTGCTGCT 0.602

+ 14 2615 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 5.|Extracellular (Potential 3 GAGGTGGGCAACA 0.438

+ 6 481 .I126V|TTC12_uc0 NM_017868 NP_060338 Q9H892 TTC12_HUMAN TPR 1. 4 ACAGCTATCCTGC 0.473

+ 1 843 NM_001007249 NP_001007250 Q15614 OR8G2_HUMAN 0 CTCCATGGACCAG 0.473

- 13 1789 nse_Mutation_p.R4 NM_003044 NP_003035 P48065 S6A12_HUMAN 1 TCTTCCGGAGCTG 0.647

+ 15 2300 01qik.1_Missense_ NM_173593 NP_775864 Q6L9W6 B4GN3_HUMANmenal (Potential). 2 TGAATACCCGGGC 0.642

- 53 7882 g.1_Missense_Mut NM_002223 NP_002214 Q14571 ITPR2_HUMAN cellular (Pote p.V2489G(1) 14 TCAGCACGGTGAC 0.413

+ 20 2516 lt.2_Missense_Mut NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 CTGTTGGGGATGT 0.373

+ 30 5820 ub.1_Missense_Mu NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17 TCATTAGGACTTT 0.483

+ 7 1001 NM_198520 NP_940922 Q6ZTY8 CL063_HUMAN 7 AAAAATCCAAATA 0.423

+ 12 1856 9ztx.2_Missense_M NM_139319 NP_647480 Q8NDX2 VGLU3_HUMAN lasmic (Potential). 3 GAGAATCTCTCTG 0.468

- 2 320 H1L2_uc009zup.2_ NM_001034173 NP_001029345 Q3SY69 AL1L2_HUMAN GART. 1 ACTCACCCAGAGG 0.403

+ 1 13 001ufm.2_5'Flank| NM_001516 NP_001507 Q13889 TF2H3_HUMAN 0 GCTGAGGTGCTGG 0.662

+ 29 5893 .V1952A|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN case C-terminal. 12 CCGTCGTGTTTTA 0.493

+ 7 1325 MO7_uc010thw.1_I NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 CATACCAAAATTG 0.463

- 1 1 NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 gctccatgggaactgaa 0.114

- 10 2638 NM_024734 NP_079010 Q96JQ2 CLMN_HUMAN 0 TTTGGGGATTCCT 0.443

- 4 2014 ygb.2_Missense_M NM_138576 NP_612808 Q9C0K0 BC11B_HUMAN Gly-rich. 10 CTTggccgcgccgccc 0.567

- 14 1690 e_Mutation_p.E230 NM_001012420 NP_001012420 0 TCCCCCTCACTGT 0.612

- 7 897 NM_052955 NP_443187 Q96PF1 TGM7_HUMAN 2 CAACACGGGTTGG 0.413

+ 16 2410 |IQCH_uc002aqp. NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 GTACCACCGTGCC 0.507

- 2 207 NM_001038640 NP_001033729 Q9NYA3 GOG6A_HUMAN Potential. 0 TTGTCTCAGGGC 0.493

+ 3 356_357 REB2_uc002bdq.2 NM_004136 NP_004127 P48200 IREB2_HUMAN 0 TTATGAACATTTTA 0.376



- 26 3925 p.P1168S|RASGR NM_002891 NP_002882 Q13972 RGRF1_HUMAN Ras-GEF. 6 AGGGTGGGTCAC 0.493

+ 21 3357 b.1_RNA|LRRK1_u NM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12 CCAACACCATTCA 0.557

+ 2 873 KN1_uc002chs.1_3 NM_053284 NP_444514 Q96NZ8 WFKN1_HUMANg-like C2-type. 0 GTCAGCGGCCGC 0.677

+ 7 970 cua.2_Missense_M NM_001042428 NP_001035893 O95201 ZN205_HUMAN 0 GCGTCCCGGAGA 0.706

- 3 447 T125I|RSL1D1_uc NM_015659 NP_056474 O76021 RL1D1_HUMAN 0 GAAACGGTTTTAA 0.323

- 12 2844 NM_022166 NP_071449 Q86Y38 XYLT1_HUMANmenal (Potential). 4 GTGGCACAGATG 0.667

- 51 8231 bd.1_Missense_Mu NM_017539 NP_060009 Q8TD57 DYH3_HUMAN k (By similarity). 18 GCAGCAACATTGG 0.388

+ 3 544 2efx.2_Missense_M NM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2 CCTCTGGTTGCGC 0.378

- 2 134 .1_5'UTR|SALL1_u NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8 TAGGGCGACTCGG 0.448

+ 10 1139 ejc.2_Missense_M NM_018233 NP_060703 Q8N543 OGFD1_HUMAN 1 CATGAAGTTATTT 0.423

- 14 1993 NM_031885 NP_114091 Q9BXC9 BBS2_HUMAN 1 AGACAGGAAAATC 0.368

- 5 1286 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1 TAGGAGGAGCAG 0.632

- 9 1393 2fnc.1_Missense_M NM_013275 NP_037407 Q6UB99 ANR11_HUMAN 6 GAACTGGAAGGTG 0.577

+ 3 996 orf97_uc010vpz.1_ NM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMANe tandem repeat of A-L-K-G 1 TCCACACTGACCC 0.687

- 1 532 X1_uc010ckm.1_5 NM_002558 NP_002549 P51575 P2RX1_HUMAN Name=1; (Potential). 2 AGATAACGCCCAC 0.657

- 3 281 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2 TGTAGCTTGAGGC 0.517

- 2 171 se_Mutation_p.A36 NM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1 GAACGGCCCCATT 0.562 rs144269928

- 7 1670 _p.D357N|GHDC_u NM_032484 NP_115873 Q8N2G8 GHDC_HUMAN 0 CAATATCTTCCCC 0.637

- 5 318 10woz.1_RNA|uc010wpa.1_5'Flank 0 TCCCGCCGAATTT 0.562

- 2 894 NM_003955 NP_003946 O14543 SOCS3_HUMAN 1 GGGGGGACTCCC 0.657

- 12 1540 NM_006796 NP_006787 Q9Y4W6 AFG32_HUMAN 0 GTGGTCCTTTAGA 0.398

- 5 620 nse_Mutation_p.S NM_194281 NP_919257 Q6PI98 IN80C_HUMAN 0 ATGTAGGAAAACT 0.567

+ 17 3091 r.1_Intron|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN cellular (Potential). 17 TCCCCACCTCGGT 0.443

+ 9 1105 SF11A_uc010dpv.2 NM_003839 NP_003830 Q9Y6Q6 TNR11_HUMAN lasmic (Potential). 3 CCCAGCCCACAGA 0.532

+ 3 587 1G2_uc010dsu.2_ NM_001319 NP_001310 P78368 KC1G2_HUMAN 1 AGGCCGGCGGG 0.642

- 9 1255 p.R333W|DPP9_uc NM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1 GGTACCGATACGA 0.622

- 1 247 NM_001005191 NP_001005191 Q8NG98 OR7D4_HUMANcellular (Potential). 4 TGCTCACTAGCAT 0.498

- 4 545 _p.P35S|ILVBL_uc NM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2 GGATTGGGGACTG 0.642

- 6 2332 NM_001080409 NP_001073878 2 CACATTCTTCACA 0.383

+ 2 714 oid.2_Missense_M NM_004823 NP_004814 Q9Y257 KCNK6_HUMAN 1 AGCTTCTTGGATG 0.632

- 8 4287 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 3. 9 GCAGGGAGAGT 0.627

- 3 807 e_Site_p.P115_sp NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN 0 ATACTCACGGAGG 0.527

+ 2 211 NM_019612 NP_062558 Q6NXR0 IIGP5_HUMAN 3 CCAAGGAAAGGC 0.642

- 3 407 se_Mutation_p.P11 NM_007254 NP_009185 Q96T60 PNKP_HUMAN 2 CAGGCGGAGTATC 0.592

+ 3 368 qhn.1_Intron|KIR3D NM_006737 NP_006728 P43630 KI3L2_HUMAN cellular (Potential). 2 GCAACCCCCTGG 0.607

- 7 2373 NM_176810 NP_789780 Q86W25 NAL13_HUMAN LRR 2. 9 GTCAGCTTGCTGT 0.498

- 7 1521 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0 TGCAGGGCATCAA 0.418

- 13 2089 of.1_Missense_Mu NM_000122 NP_000113 P19447 ERCC3_HUMAN case C-terminal. 7 GTGTCCTGGGATA 0.423

- 28 5629 nl.1_Missense_Mu NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 CACAGGCAGCAC 0.408

- 8 946 cl.1_Missense_Mu NM_004288 NP_004279 O60759 CYTIP_HUMAN Ser-rich. 3 GAAAATCATCCCC 0.532

- 5 587 n_p.T83N|ACVR1_ NM_001111067 NP_001104537 Q04771 ACVR1_HUMANcellular (Potential). 3 GGCGGGGTCTTA 0.567

- 245 50577 480N|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AGGTATCACCTTC 0.418

+ 25 2848 _p.S472F|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 TTCCATCCAACAC 0.498

- 8 3364 _p.E420K|COL6A3_ NM_004369 NP_004360 P12111 CO6A3_HUMAN nhelical region. 18 CCTTTTCACCTGA 0.438

+ 18 2112 orf26_uc002wrw.2_ NM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4 GAATTTCCTTCCT 0.333

+ 8 769 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMANd-like.|ATP (By similarity). 2 GTAAGACGGTTAA 0.602

+ 1 743 AS_uc002xzu.3_5 NM_016592 NP_057676 P63092 GNAS2_HUMAN 292 GACTTCGAGACCG 0.642



+ 3 1040 O4A1_uc002ydc.1_ NM_016354 NP_057438 Q96BD0 SO4A1_HUMAN Name=5; (Potential). 1 GCTGCCGGCTAC 0.677

- 2 485 B46_uc002ygu.2_ NM_025224 NP_079500 Q86UZ6 ZBT46_HUMAN BTB. 2 AGCGCCAGGTGC 0.617

+ 8 1125 xf.2_Missense_Mut NM_005239 NP_005230 P15036 ETS2_HUMAN 4 TTCCTTCCTTCGA 0.552

+ 1 97 .1_Intron|C21orf29 NM_198692 NP_941965 P60412 KR10B_HUMAN 1 TCCTGGCAGGTGG 0.642

+ 4 2223 FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN S-P-[AEPV]-[EAK]- [AEVK] 0 GCAAAGTCCCCTG 0.552

+ 4 2440 03afp.2_Translation NM_021076 NP_066554 P12036 NFH_HUMAN S-P-[AEPV]-[EAK]- [AEVK] 0 CTGTCAAGGAGGA 0.532

- 6 762 M184B_uc003avh.1 NM_012264 NP_036396 Q9Y519 T184B_HUMAN ical; (Potential). 0 CACAGAACTGCAG 0.612

+ 4 855 LA3_uc010gzm.1_ NM_025225 NP_079501 Q9NST1 PLPL3_HUMANmenal (Potential). 0 TTTGTCCCCCCGG 0.547

- 14 2026 se_Mutation_p.G58 NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN lasmic (Potential). 2 GGGACCCCTCCA 0.612

- 2 2548 e_Mutation_p.R776 NM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8 AGAGTCCGCAGGG 0.632 rs144904530

- 110 8130 NM_000094 NP_000085 Q02388 CO7A1_HUMAN le-helical region. 11 GGGAAGCCCCCA 0.602

- 5 481 NM_138805 NP_620160 Q96BQ1 FAM3D_HUMAN 0 GGCTGGGCAGGG 0.527

- 7 975 AM86D_uc003dpq.3 NR_024241 0 ACAGCTGGCACG 0.652

+ 1 160 NM_054106 NP_473447 Q9NZP5 O5AC2_HUMAN lasmic (Potential). 1 TGGAACGACCCCC 0.448

+ 1 214 NM_001005479 NP_001005479 Q8NGV6 OR5H6_HUMAN Name=2; (Potential). 3 CACCTTCATATCC 0.423

- 16 5611 ed.2_Missense_Mu NM_199420 NP_955452 O75417 DPOLQ_HUMAN 11 CATCAATTATGGA 0.398

- 10 1217 gq.2_Missense_Mu NM_053025 NP_444253 Q15746 MYLK_HUMAN 9 GGCTGGCTGTTTG 0.617

+ 3 605 NM_015720 NP_056535 Q9NZ53 PDXL2_HUMAN ar (Potential).|Glu-rich. 2 TGAATGGATCCCA 0.348

- 3 2319 ntron|ABCA11P_uc NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGATTGCGG 0.403

- 3 2300 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGCTTTGCC 0.408

- 6 1721 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 CGACAGCCAAAGG 0.512

- 2 288 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 GTTAAATCCTCATC 0.328

- 7 979 A_uc011ceg.1_Mis NM_000667 NP_000658 P07327 ADH1A_HUMAN 2 TTCATTGAGAGG 0.463

- 14 2197 n.1_Missense_Mut NM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2 ACACTTTTGCGAA 0.348

- 8 1073 NM_006598 NP_006589 Q9Y666 S12A7_HUMAN 4 AGCGCGGAGGTG 0.657

- 12 2472 e_Mutation_p.P699 NM_004934 NP_004925 Q13634 CAD18_HUMAN lasmic (Potential). 7 GTCTGGGAGTGAG 0.502

+ 7 1576 d.1_Missense_Mu NM_004932 NP_004923 P55285 CADH6_HUMAN r (Potential).|Cadherin 4. 7 ATCCTGTCAAGTA 0.418

- 51 9481 y.1_Missense_Mut NM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7 GACACGGAGCATT 0.373 rs144467995

- 2 513 z.2_Intron|PPAP2A NM_003711 NP_003702 O14494 LPP1_HUMAN cellular (Potential). 2 GGAAGGGGGTATG 0.348

+ 77 16598 p.S3207F|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 ATTTTTCTGTGGG 0.438

- 12 2172 NM_012081 NP_036213 O00472 ELL2_HUMAN 1 CTTCATGGTAATTG 0.353

- 5 630 na.3_Missense_Mu NM_018343 NP_060813 Q9BVS4 RIOK2_HUMAN 1 GAACTGGAAATTT 0.338

- 15 2616 CC_uc003kql.3_Mi NM_002387 NP_002378 P23508 CRCM_HUMAN 1 CACACTCCTGACA 0.597

+ 3 1609 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANmenal (Potential). 3 GTGGAGTACATTT 0.468

- 8 957 wm.2_Missense_M NM_006638 NP_006629 O75818 RPP40_HUMAN 0 CCCATGGAGCTAA 0.348

- 5 813 n_p.D167N|ETV7_ NM_016135 NP_057219 Q9Y603 ETV7_HUMAN 2 ACTCACCAGCGAT 0.597

+ 33 3736 e_Mutation_p.W89 NM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4 ACTCAGTGGATTA 0.318

+ 33 3778 se_Mutation_p.L90 NM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4 CAGTTTCTTAGGA 0.343

+ 3 637 o.2_Missense_Muta NM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9 CTCATTCATGTTA 0.418

+ 2 269 F25_uc003qwl.1_M NM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-moto p.W3C(1) 2 ATGACATGGACCT 0.602

+ 19 2979 so.2_Missense_Mu NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 3. 6 TCACTTCCGTTCT 0.552

- 17 2492_2493mg.2_Missense_M NM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4 TGGAAGGGCTGC 0.614

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 TCACATTTGTAGG 0.453

+ 8 2094 _Mutation_p.P451 NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 tccagccccccgcacac 0.244

- 21 3202 kgz.1_Missense_MNM_001142749 NP_001136221 A8MWY0 K132L_HUMAN lasmic (Potential). 7 GCCAAAGATTTGA 0.393

+ 1 1344 NM_012281 NP_036413 Q9NZV8 KCND2_HUMAN lasmic (Potential). 5 ATCCCGGAAATCA 0.577

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368



+ 1 608 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMAN Name=5; (Potential). 1 TAATGGCTGTTTT 0.413

+ 24 2765 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 TTAAAATTCTTGG 0.388

+ 4 538 1_Intron|uc010loj.1 NR_001296 0 CTCACAGCCGACT 0.493

- 4 887_888 p.R214W|ZNF786_ NM_152411 NP_689624 Q8N393 ZN786_HUMAN C2H2-type 2. 4 CTTCCGGCGGAA 0.644

+ 8 1170 ense_Mutation_p.E NM_012082 NP_036214 Q8WW38 FOG2_HUMAN C2H2-type 3. 5 CACCAGGAGCTC 0.507

+ 20 3414 3ywa.1_Missense_ NM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1 CTGTGGTGCTGTA 0.622

- 39 5437 .E1169K|PTPRD_u NM_002839 NP_002830 P23468 PTPRD_HUMAN l).|Tyrosine-protein phospha 22 GTTTTTTCATGCTT 0.388

+ 17 3283 _p.D904E|TEK_uc0 NM_000459 NP_000450 Q02763 TIE2_HUMAN e.|Cytoplasmic (Potential). 12 GCCGACGTGGCC 0.552 rs56154987

+ 3 1546 TL2_uc004awr.1_In NM_001045477 NP_001038942 Q5VZR2 FA22G_HUMAN 1 CTACGAGATGGCG 0.652

+ 11 1438 FD1_uc004cvs.3_R NM_003611 NP_003602 O75665 OFD1_HUMAN Potential. 0 AGGATGACTACAT 0.378

+ 1 901 NM_001136234 NP_001129706 1 GATTTGGCCGTGC 0.512

- 2 1754 oo.1_Missense_M NM_201286 NP_958443 Q70EK9 UBP51_HUMAN 3 GCTCTGGCCTTG 0.483

+ 2 502 NM_003868 NP_003859 O43320 FGF16_HUMAN 1 AACAAAGATGGCT 0.478

+ 5 546 _p.I144V|ARL13A_ NM_001012990 NP_001013008 Q5H913 AR13A_HUMAN 1 TGATATTATTGACT 0.423

- 5 562 F5_uc004eij.1_RN NM_032946 NP_116564 Q9H1B4 NXF5_HUMAN RRM. 1 TGACATCCTTCAA 0.502

+ 4 2514 SP2_uc004ejm.2_M NM_138437 NP_612446 Q96D09 GASP2_HUMAN 1 GGGCAGAAAAAG 0.532

+ 1 365 1 ACCATCACCTCCC 0.622

+ 18 2945 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 AAATATCACCCCC 0.413

- 2 359 PL1_uc010nqa.2_ NM_178175 NP_835469 Q86WI0 LHPL1_HUMAN 0 AGGGTTCCCACCA 0.532

- 18 3278 p.P1071S|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 CGGCGGGAAACC 0.483

+ 1 494 NM_001727 NP_001718 P32247 BRS3_HUMAN cellular (Potential). 1 GCTGTTCGGAAG 0.448

+ 7 1405 _p.L171F|MAGEC3 NM_138702 NP_619647 Q8TD91 MAGC3_HUMAN MAGE 2. 3 CTTCTCCTCAAAT 0.468

- 3 500 NM_000808 NP_000799 P34903 GBRA3_HUMANcellular (Probable). 1 TGACCTCCAAGCC 0.448

- 4 510 L1_uc009vka.2_5'F NM_004421 NP_004412 O14640 DVL1_HUMAN 0 TACCCTCCTCGCG 0.652

- 16 2006 9vkz.1_Missense_MNM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1 CTCACCGAACATT 0.502

- 7 963 HP4_uc009vlt.1_In NM_015102 NP_055917 O75161 NPHP4_HUMAN 1 TCTGGAGGCGAG 0.577

+ 2 226 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0 CTTCATGGAGGCC 0.587

+ 6 728 522_uc010ohm.1_ NM_020888 NP_065939 Q9P206 K1522_HUMAN 0 CGCATCCCCACAG 0.721

- 7 1328 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 TATGCAGGAAAAA 0.348

- 10 1886 1_uc010ose.1_RNA NM_152890 NP_690850 Q17RW2 COOA1_HUMAN 5 TGTGCACCTTTAG 0.338

- 3 713 NM_205848 NP_995320 Q5T7P8 SYT6_HUMAN mic (Potential).|C2 1. 5 CGTAATCGTAGCG 0.527 rs140277785

- 3 272 NM_002506 NP_002497 P01138 NGF_HUMAN 2 AGTGGGCTTGGG 0.602

+ 25 2542 2_Intron|SPAG17_u NM_006784 NP_006775 Q9UNX4 WDR3_HUMAN 1 CTACTTGTGCTGC 0.363

- 4 703 D7B_uc001eto.2_I NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3 CCATTGGAGGAGA 0.557

+ 9 1620 e_Mutation_p.G390 NM_144618 NP_653219 Q8TAK5 GABP2_HUMAN 0 GACTGGGTCAGC 0.473

+ 3 326 NM_176823 NP_789793 Q86SG5 S1A7A_HUMAN 1 AGCAGAGCCATGG 0.527

- 4 555 LC39A1_uc001fdk NM_014437 NP_055252 Q9NY26 S39A1_HUMAN lasmic (Potential). 0 AGTGTGATCTGCT 0.572

- 11 1963_1964_p.P601F|YY1AP1_ NM_139118 NP_620829 Q9H869 YYAP1_HUMAN 3 GACAGGGGAAGG 0.53

- 4 562 _p.G150E|FCRL1_ NM_052938 NP_443170 Q96LA6 FCRL1_HUMAN 2.|Extracellular (Potential). 7 ACAGCCCCTTTGT 0.512

+ 2 828 NM_001763 NP_001754 P06126 CD1A_HUMAN cellular (Potential). 3 GGAATTCGTAGAT 0.468

+ 1 898 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN lasmic (Potential). 1 AAATCAGCCCTAC 0.279

- 36 5318 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 16. 8 ATTTTTCGTGGTG 0.443

- 4 515 nse_Mutation_p.S8 NM_016946 NP_058642 Q9Y624 JAM1_HUMAN Potential).|Ig-like V-type 1. 2 TCATAGGAAGCTA 0.537

+ 8 1017 q.1_Missense_Mut NM_007348 NP_031374 P18850 ATF6A_HUMAN |Cytoplasmic p.R317*(1) 3 AAAATCGAGAATC 0.378

- 10 1233 EM3_uc010pom.1_ NM_025191 NP_079467 Q9BZQ6 EDEM3_HUMAN 1 TAATATACCTCATT 0.403

+ 13 1547 _p.S295L|PTPRC_ NM_002838 NP_002829 P08575 PTPRC_HUMAN tential).|Fibronectin type-III 12 TTTTATCATTACAT 0.308

+ 19 2400 _Mutation_p.R702 NM_001005388 NP_001005388 O94856 NFASC_HUMAN tential).|Fibronectin type-III 6 TCCTCCGGCTGTC 0.582 rs151110151



- 18 4393 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN III 3.|Extracellular (Potentia 26 TGAACTCATACTT 0.418

- 6 889 NM_000143 NP_000134 P07954 FUMH_HUMAN 5 CCAATTCTAGTAT 0.398

+ 1 650 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMAN Name=5; (Potential). 2 TTGCTTCCTATGC 0.423

+ 33 4928 p.1_RNA|MYO3A_ NM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18 AAAAACGAAGACC 0.239

- 6 834 ARMC4_uc001itz.2 NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6 AAATTTCCCCACG 0.393

- 36 5324 qhr.1_Missense_M NM_001142771 NP_001136243 Q96QU1 PCD15_HUMAN 13 GTCAATCATGGAC 0.483

- 3 1067 _p.A305T|EGR2_uc NM_001136177 NP_001129649 P11161 EGR2_HUMAN Poly-Ala. 2 CGGCGGCGGCTG 0.701

- 29 3879 NM_007055 NP_008986 O14802 RPC1_HUMAN 0 GGGCGGCCTCG 0.557

- 54 4469 7A1_uc001kxq.2_5 NM_000494 NP_000485 Q9UMD9 COHA1_HUMANotential).|Triple-helical region 5 TGGCTCCATAAGC 0.498

+ 21 3124 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANmenal (Potential). 10 GCATTTCCTTCAC 0.448

- 8 3800 NM_014881 NP_055696 Q6PJP8 DCR1A_HUMAN 2 CCTGTAGGTCGAA 0.358

+ 15 2031 NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2 GCTGGGCCCTCA 0.473

- 29 3851 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN o-rich.|Thr-rich. 1 CCGAGGAGGCTG 0.647

+ 7 1076 _p.W107*|KCNQ1_ NM_000218 NP_000209 P51787 KCNQ1_HUMANcellular (Potential). 1 AGACGTGGGTCG 0.632

- 1 196 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMAN Name=2; (Potential). 2 GGAAGAGATACAT 0.483

- 1 901 NM_001146033 NP_001139505 P0C7T3 O56A5_HUMAN lasmic (Potential). 0 TGATCTCCTTGGT 0.443

- 14 2141 NM_000352 NP_000343 Q09428 ABCC8_HUMANasmic (By similarity). 1 GCATCGCCATCTG 0.652

- 8 725 e_Mutation_p.E206 NM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN 1 TGTTTTCCCGATT 0.597

+ 3 753 NM_020346 NP_065079 Q9P2U8 VGLU2_HUMAN 4 TCCATAGAAAGCC 0.512

+ 1 254 NM_001004727 NP_001004727 Q8NGF9 OR4X2_HUMANcellular (Potential). 0 TCATATCTTGGTG 0.502

- 7 1148 e_Mutation_p.P281 NM_004476 NP_004467 Q04609 FOLH1_HUMAN .|Extracellular (Probable). 3 CCAATTGGATGAA 0.358

- 1 563 NM_001004471 NP_001004471 Q8NGQ4 O10Q1_HUMANcellular (Potential). 2 AGGACGGGAGGC 0.622

+ 5 617_618 NM_014207 NP_055022 P06127 CD5_HUMAN ar (Potential).|SRCR 2. 1 GTGCCGGCGTGG 0.649

- 7 1554 nwj.2_Missense_M NM_004790 NP_004781 Q4U2R8 S22A6_HUMAN ical; (Potential). 0 CCCTGGGGTATCA 0.612

+ 3 723 2A10_uc001nwu.3_ NM_001039752 NP_001034841 Q63ZE4 S22AA_HUMAN lasmic (Potential). 2 TTGGGCGAAGAT 0.403

- 1 1945 S_uc001oir.2_5'Fla NM_018219 NP_060689 Q9NVE4 CCD87_HUMAN 2 GCAGGGGCCACA 0.478

- 8 849 oth.3_Missense_Mu NM_014824 NP_055639 O94868 FCSD2_HUMAN 1 GATAATCATTCCT 0.373

- 2 500 _p.P66L|DLG2_uc0 NM_001364 NP_001355 Q15700 DLG2_HUMAN 6 TTCAGAGGAGAA 0.418

- 7 1945 vm.2_Missense_Mu NM_001143831 NP_001137303 P41594 GRM5_HUMAN Name=1; (Potential). 9 ACAGCTGCAATGG 0.493

+ 14 4727 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 4. 10 TAACTGGTTTGGC 0.353

+ 24 3366 C_uc001qkn.2_Miss NM_199460 NP_955630 Q13936 CAC1C_HUMANe=S4 of repeat III; (Potentia 11 TCTTGCGAGTCCT 0.562

- 10 1657 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0 GTGATTTCCTAGCT 0.552

- 11 2787 _p.P887S|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 ACATGGGAATGGA 0.547

- 2 279 ZP_uc009zgl.2_5'U NM_002864 NP_002855 5 CACAGTGGAATAA 0.512

- 3 658 NM_006248 NP_006239 0 TGCCTCCTTGTG 0.602

- 4 791 01raj.1_Missense_M NM_018050 NP_060520 Q9H8J5 MANS1_HUMANcellular (Potential). 0 TCTGAGGATCCAA 0.428

- 25 3058 NM_004963 NP_004954 P25092 GUC2C_HUMAN lasmic (Potential). 6 TCAGTTCTCTTCA 0.428

- 16 2233 NM_021957 NP_068776 P54840 GYS2_HUMAN 2 CATCTTCCACATC 0.488

+ 9 796 ssense_Mutation_ NM_020183 NP_064568 Q8WYA1 BMAL2_HUMAN 2 AAAGCTGGTTTGC 0.388

+ 3 1597 NM_032834 NP_116223 Q5BKT4 AG10A_HUMANcellular (Potential). 1 TTATAGGCTTAAC 0.338

- 40 13631 NM_003482 NP_003473 O14686 MLL2_HUMAN 41 CTGACCCCGTCC 0.627

- 8 1212 se_Mutation_p.L38 NM_000889 NP_000880 P26010 ITB7_HUMAN xtracellular (Potential). 8 TGATGAGCTGTAC 0.552

+ 1 192 NM_014212 NP_055027 O43248 HXC11_HUMAN 1 GAGCGAGGGAGC 0.617

- 2 1474 NM_005447 NP_005438 O75901 RASF9_HUMAN 1 TGTTTTCCTTTAA 0.418

- 7 1034 se_Mutation_p.P12 NM_133503 NP_598010 P07585 PGS2_HUMAN LRR 11. 4 CAGGTGGGCAGA 0.408

- 14 1983 01tgp.2_Missense_ NM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2 TCAGAAGGAATGA 0.353

+ 6 924 b.1_Missense_Mut NM_017915 NP_060385 Q9NWS1 PR1BP_HUMAN 0 AAATACCAAACCC 0.299



+ 2 356 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN cellular (Potential). 14 CGGATGGTTACAC 0.463

- 14 1624 C3_uc010swd.1_5 NM_001031701 NP_001026871 Q86UY8 NT5D3_HUMAN 3 CAGGCGGGCAGT 0.592

+ 3 280 uex.2_Missense_M NM_020382 NP_065115 Q9NQR1 SETD8_HUMAN 0 CATCACGAAGTCA 0.488

- 49 6847 LE_uc001ukr.1_M NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 AGGTACGACATGC 0.602

+ 6 693 _p.E180K|SGCG_u NM_000231 NP_000222 Q13326 SGCG_HUMAN cellular (Potential). 0 TCAGTGGAGACAC 0.393

+ 1 91 nse_Mutation_p.R1 NM_031277 NP_112567 Q9BXT8 RNF17_HUMAN 2 CCAGCGAATGGG 0.617

+ 6 507 NM_000982 NP_000973 P46778 RL21_HUMAN 0 CCTATTCCCTATGA 0.403

- 1 154 04P_uc001vwb.3_R NM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0 CCTGCACCAGGGG 0.587

- 1 649 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMAN Name=5; (Potential). 2 GGAGAGGAGGAT 0.542

+ 13 1429 _p.G446S|GALNTL NM_020692 NP_065743 Q8N428 GLTL1_HUMAN ectin.|Lumenal (Potential). 2 TCTCAGGGCCAGA 0.582

- 4 929 2_uc010asx.2_3'U NM_000793 NP_000784 Q92813 IOD2_HUMAN 1 AAAGAGGAGTCCC 0.557

- 8 1267 e_Mutation_p.R26 NM_000153 NP_000144 P54803 GALC_HUMAN 0 AATGCGACCCCA 0.338

- 2 1052 1ycu.3_Missense_ NM_016186 NP_057270 Q9UK55 ZPI_HUMAN 3 CATTGCGAAAATT 0.398

+ 3 534 ense_Mutation_p.W NM_000623 NP_000614 P30411 BKRB2_HUMAN Name=2; (Potential). 5 CCTTCTGGGCCAT 0.592

- 21 4656 p.S1508F|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN h dimethylated histone H4. 7 TTCCCAGAGTAAA 0.473

- 23 3139 un.2_Missense_Mu NM_014080 NP_054799 Q9NRD8 DUOX2_HUMAN teraction with TXNDC11 (By 5 CCCAGTCCCTGGG 0.597

- 32 4062 O5C_uc010uga.1_R NM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Potential. 14 ATGCTTCCTGCCG 0.458

+ 1 1833_1834 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GTTCAGGGTATC 0.5

+ 1 172 _5'UTR|NOX5_uc0 NM_145658 NP_663633 Q6UW49 SPESP_HUMAN 0 GGCCTTCGTCTGT 0.642

+ 3 403 se_Mutation_p.G97 NM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2 AAATTTGGAAATT 0.393

+ 1 405 2_5'Flank|LOC1463 NM_001053 NP_001044 P35346 SSR5_HUMAN cellular (Potential). 1 CTGGCCCTTCGG 0.622

- 7 833 clo.2_Missense_Mutation_p.P61L|UNKL_uc002clp.2_Mi Q9H9P5 UNKL_HUMAN 0 CCGTTTGGACTTG 0.657

- 2 1867 _p.D634H|IGFALS_ NM_004970 NP_004961 P35858 ALS_HUMAN LRRCT. 0 GAGGTCCCGCAG 0.682

- 5 2693 NM_001116 NP_001107 O60503 ADCY9_HUMAN lasmic (Potential). 6 GATGTTCTTGAAC 0.547 rs72556388

- 28 3119 SP7_uc010uyj.1_M NM_003470 NP_003461 Q93009 UBP7_HUMAN 3 GGATTTCCTGGGG 0.488

- 13 3942 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 GGGGTGGATCTAA 0.527

+ 3 657 IP2_uc010uyp.1_I NM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0 GAAAACGATTCTG 0.438

- 1 231 CSM1_uc010bwg. NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 CCAGTACATAACT 0.483

+ 2 3236 NM_014699 NP_055514 O15015 ZN646_HUMAN 2 AGTTCTGGGACTA 0.577

+ 3 1084 eiu.3_Missense_M NM_138736 NP_620073 P09471 GNAO_HUMAN 2 TTCTCCGGAGAAG 0.512

+ 29 4139 RC5_uc010ccs.1_ NM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7 AGGCCTCAGTGA 0.572

+ 10 1460 G7_uc002fnk.1_R NM_003119 NP_003110 Q9UQ90 SPG7_HUMAN drial matrix (Potential). 0 ATCTCCCCACGCT 0.617

+ 2 133 p.P34S|DPH1_uc0 NM_001383 NP_001374 Q9BZG8 DPH1_HUMAN 1 ATCCCCCCTGAGA 0.537

+ 3 466 se_Mutation_p.S89 NM_001042 NP_001033 P14672 GTR4_HUMAN Name=2; (Potential). 0 TCTTTTCCGTGGG 0.622

- 2 263 NM_004853 NP_004844 Q9UNK0 STX8_HUMAN lasmic (Potential). 1 ACCTTTGGTGCCT 0.388

+ 6 446 7*|TBC1D3_uc002 NM_032258 NP_115634 Q8IZP1 TBC3A_HUMAN 0 ATAGATCGAGCGT 0.552

- 1 516 NM_019016 NP_061889 Q2M2I5 K1C24_HUMAN Rod.|Coil 1A. 0 TAGGTAATTGGCC 0.527

- 1 44 NM_181534 NP_853512 Q7Z3Z0 K1C25_HUMAN 2 AAACGCGTTGCAG 0.488

- 3 249 NM_002634 NP_002625 P35232 PHB_HUMAN 0 ACCCACGGGATGA 0.498

- 3 363 NM_018509 NP_060979 Q96AG4 LRC59_HUMAN ytoplasmic (Potential). 1 TTCTTACTCAGGT 0.458

+ 3 103 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2 GAATAGGAAGGAG 0.398

- 7 1201 NM_000250 NP_000241 P05164 PERM_HUMAN 4 CGTACACCATGCT 0.652

- 4 874 0dea.1_Missense_ NM_001098426 NP_001091896 Q92925 SMRD2_HUMAN 0 AGAGGCTTTTTGA 0.557

+ 7 1026 2jth.2_Missense_M NM_198955 NP_945193 Q3V5L5 MGT5B_HUMANmenal (Potential). 3 AGGAGTCCGGGG 0.672

- 5 890 p.D147N|NOL4_uc NM_003787 NP_003778 O94818 NOL4_HUMAN 3 AATTCATCACTTTC 0.328

+ 15 2721 mz.1_Nonsense_M NM_025135 NP_079411 Q2V2M9 FHOD3_HUMAN 8 AGGGCTTAGGGTG 0.557

+ 4 562 _p.R81W|SLC14A2 NM_007163 NP_009094 Q15849 UT2_HUMAN 4 GCCCATCGGGAC 0.507



- 4 694 ec.1_Missense_Mu NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANyosin head-like. 5 GGGGGTCCATGTC 0.488

+ 5 1450 r.1_Missense_Mut NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 3. 17 AGTATTCTTTATTG 0.358

+ 6 652 vb.2_Missense_Mu NM_001974 NP_001965 Q14246 EMR1_HUMANEGF-like 4; calcium-binding 5 TTGAATCCAGCAG 0.478

- 5 670 NM_198535 NP_940937 Q32M78 ZN699_HUMAN type 2; degenerate. 0 TGCACTGATAGGG 0.438

- 2 974 NM_024527 NP_078803 Q96I13 ABHD8_HUMAN 0 ACATTTCGCTTCT 0.592

+ 16 2019 AXL_uc010ehk.2_ NM_021913 NP_068713 P30530 UFO_HUMAN (Potential).|Protein kinase. 13 CTGAACGAGAGAG 0.597

- 1 187 ssense_Mutation_p NM_006905 NP_008836 P11464 PSG1_HUMAN 2 GGAGCCCCTTCC 0.562

- 10 1541 0ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN lasmic (Potential). 2 ACTCAGGACTCAG 0.527

- 1 1682 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN Poly-Arg. 3 TTCCTGCGGCGCC 0.627

- 2 1895 prt.1_Missense_Mu NM_004977 NP_004968 Q14003 KCNC3_HUMANe=Segment S6; (Potential). 1 GCACAGGCATGG 0.607

+ 3 388 0_uc002pyz.3_Spli NM_001161426 NP_001154898 Q8N9Z0 ZN610_HUMAN 3 CATTTAGGATTGA 0.443

+ 7 1897 eqr.1_Missense_Mu NM_018555 NP_061025 Q9NQX6 ZN331_HUMAN 6 CATACTGGTGAGA 0.413

- 8 2661 p.G862E|NLRP7_u NM_206828 NP_996611 Q8WX94 NALP7_HUMAN LRR 6. 3 TTCACCCCTGTAT 0.507

- 15 3486 NM_004304 NP_004295 Q9UM73 ALK_HUMAN xtracellular (Potential). 1218 TCCAGTCTCTCTG 0.607

+ 1 366 NR_003663 0 GGAGGTGGATTT 0.478

+ 11 1809 8R1_uc002tbw.3_In NM_016232 NP_057316 Q01638 ILRL1_HUMAN toplasmic (Potential). 4 GTGGAGGGAGGA 0.512

+ 9 1556 fiz.2_Missense_Mu NM_003853 NP_003844 O95256 I18RA_HUMAN ical; (Potential). 5 AGAGGAGGTAAGC 0.438

+ 16 1491 yyf.1_Missense_Mu NM_006770 NP_006761 Q9UEW3 MARCO_HUMANxtracellular (Potential). 6 GCAAAATTCTGAT 0.542

+ 1 789 uc002tpw.1_RNA NM_032144 NP_115520 Q9H0N0 RAB6C_HUMAN 1 ATGTCAGAACAGA 0.428

- 9 3768 _Mutation_p.R1133 NM_025052 NP_079328 Q56UN5 YSK4_HUMANProtein kinase. 5 GATTTCCGTCCAT 0.498

+ 14 2957 D7B_uc010zbj.1_I NM_001080427 NP_001073896 7 CTTGTGGAATTGG 0.418

- 41 4956 NM_004543 NP_004534 P20929 NEBU_HUMAN 20 GAAATCCAACTTG 0.413

- 11 1822 _p.E444K|SCN3A_u NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 GAAATTCGGCCTC 0.413

- 11 1757 _p.R449Q|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 TTTGCTCGCCCTC 0.478

- 253 54795 886K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAACTTCCTCTGT 0.428

- 225 45513 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GTGGTTCAGCCAC 0.423

- 143 30754 z.1_Missense_Mut NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTTTAACTTCTG 0.438

- 46 13716 .E4431K|TTN_uc0 NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 GGTCTTCGGTATT 0.378

- 16 2985 p.G875R|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CGCGTCCGTGCA 0.527

- 6 880 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 TGATGTCGACTCC 0.502

- 13 1676 0frt.2_Splice_Site_ NM_005795 NP_005786 Q16602 CALRL_HUMAN 4 GCCATACCTGGAA 0.388

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

- 8 1349 ZF2_uc010fuw.2_M NM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0 TTTCCTGGGGTCG 0.498

+ 12 1356 ver.2_Missense_M NM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 2. 2 TTATGGGATCTAT 0.418

- 3 961 C19A3_uc010zlv.1 NM_025243 NP_079519 Q9BZV2 S19A3_HUMAN ical; (Potential). 2 TTAAAACCTGCTG 0.458

+ 4 590 mp.1_Missense_M NM_001017915 NP_001017915 Q92835 SHIP1_HUMAN p.F28L(1) 2 CTTTTTCAAACGA 0.587

- 2 432 _p.R123*|SIRPG_u NM_018556 NP_061026 Q9P1W8 SIRPG_HUMAN (Potential).|Ig-like V-type. 1 CTTTTCGAAACTT 0.498

+ 2 452 u.1_RNA|CSTL1_u NM_138283 NP_612140 Q9H114 CST1L_HUMAN 0 TAATTCGAAGTCA 0.458

+ 1 63 RG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA 0 TTGATACGTTGGT 0.219 rs62197050

- 2 387 10gel.2_5'UTR|CDK NM_016408 NP_057492 Q96SZ6 CK5P1_HUMAN activation inhibition. 5 AGATAGGGAGGTG 0.483

+ 9 1271 fo.1_Missense_Mu NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1 GCCACTCCTTTGG 0.473

+ 6 791 yjz.1_Missense_Mu NM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5 CTTTTGGAATTTA 0.299

- 25 4818_4819CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 5.|Extracellular (Potentia 11 CCCACTCCATTTT 0.475

+ 1 214 NM_000394 NP_000385 P02489 CRYAA_HUMAN 2 TACTACCGCCAGT 0.632 rs74315441

+ 1 59 .1_Intron|C21orf29 NM_198689 NP_941962 P60409 KR107_HUMAN 0 TCCAGCGACCTGA 0.532

+ 29 3671 fz.1_Missense_Mu NM_015151 NP_055966 Q14689 DIP2A_HUMAN 2 TATTAGCGGGAGT 0.493

+ 20 2849 n_p.L843F|SGSM1_NM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMANRab-GAP TBC. 5 GAAAGTCTCTTCC 0.587



+ 11 1185_1186_p.P120L|SAMM50 NM_015380 NP_056195 Q9Y512 SAM50_HUMAN 1 GATAAGCCGTCAA 0.361

+ 6 636 qx.1_Missense_Mu NM_017931 NP_060401 Q5R3I4 TTC38_HUMAN TPR 2. 1 TCTACTCTTTTGG 0.383

- 9 1184 _uc003bkh.2_Silen NM_032019 NP_114408 Q969S8 HDA10_HUMAN one deacetylase. 0 CCTCAGGGTCCCC 0.652

+ 9 1079 ow.1_Missense_Mu NM_006614 NP_006605 O00533 CHL1_HUMAN 3.|Extracellular (Potential). 12 CCAACTCCACAGG 0.338

+ 3 507 M43_uc003byl.1_5 NM_024334 NP_077310 Q9BTV4 TMM43_HUMANmenal (Potential). 1 GAGAATGAAGGAA 0.597

+ 4 1721 NM_001039111 NP_001034200 Q2Q1W2 LIN41_HUMAN Filamin. 3 GTTACCGACCCCA 0.577

- 22 3904 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANe=S5 of repeat III; (Potentia 10 CGAAGAGGTTCAC 0.502

- 9 1412 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 TCTGCTCCTCATA 0.473

- 8 1106 e_Mutation_p.E250 NM_016598 NP_057682 Q9NYG2 ZDHC3_HUMAN lasmic (Potential). 0 ATTGTTCTATTCC 0.458

- 34 9424 hkf.2_Missense_Mu NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN lasmic (Potential). 11 ATGCGACCGTAAG 0.647

+ 32 3423 NM_015136 NP_055951 Q9NY15 STAB1_HUMAN xtracellular (Potential). 9 TACCAGGTCTTAC 0.617

+ 31 2729 se_Mutation_p.S80 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANcellular (Potential). 7 TGGGCTCCTTTAA 0.403

- 8 987 E1L3_uc003djp.1_ NM_004944 NP_004935 Q13609 DNSL3_HUMAN lization signal (Potential). 3 TTCTTCCTTAGAG 0.373

- 8 1123 _p.S265F|PLSCR4_ NM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMAN asmic (By similarity). 0 TCAAGGGATTTGA 0.388

- 2 1052 HE_uc003fen.3_Int NM_000055 NP_000046 P06276 CHLE_HUMAN 4 TTTCTTGGGGATC 0.403

- 12 1248 _p.E309K|ZBBX_u NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 TAAGTTCAATATTA 0.279

- 10 933 _p.E204K|ZBBX_u NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 TATTCTCCTCTTT 0.333

- 3 12691 11bth.1_Intron|MUC NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GGTGGCGTGACC 0.597

+ 7 310 _uc003fzv.1_Silent_ NM_001039127 NP_001034216 Q3SXZ3 ZN718_HUMAN KRAB. 0 GCAAATAAAAGAG 0.453

+ 3 859 3gdy.1_Missense_ NM_001042424 NP_001035889 O96028 NSD2_HUMAN PWWP 1. 9 TGTGGTCCAAAGT 0.433

+ 7 1250 uc003ghf.2_Silent_ NM_173660 NP_775931 Q18PE1 DOK7_HUMAN 1 ACAGTCGAGTACC 0.701

- 6 2123 D4_uc003gwm.2_3 NM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0 GGTGATCGATCCC 0.527

+ 5 847 zl.1_Nonsense_Mu NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3 CCAGATGGGCAGT 0.527

- 19 2934 t.1_Missense_Mut NM_002253 NP_002244 P35968 VGFR2_HUMANe.|Cytoplasmic (Potential). 33 GATGCTCACTGTG 0.468

- 3 965 T2A3_uc010ihp.1_R NM_024743 NP_079019 Q6UWM9 UD2A3_HUMANcellular (Potential). 2 CATTTTGAAACAG 0.403

- 6 862 DH1B_uc011ceh.1_ NM_000668 NP_000659 P00325 ADH1B_HUMAN 2 CTCCATCAGTCAT 0.463

- 6 862 NM_000673 NP_000664 P40394 ADH7_HUMAN 3 CCTTGGGACTGAT 0.478 rs146193104

+ 4 587 p.M138L|MTTP_uc NM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4 AAAATAATGGGAA 0.398

+ 3 803 0ill.2_Missense_Mu NM_017935 NP_060405 Q8NDB2 BANK1_HUMAN 3 TCTGGGGAAATAA 0.368

+ 9 8267 _p.S1054L|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 GTACTTCAGTAAA 0.383

+ 9 9194 _p.G1363E|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN (Potential).|Cadherin 29. 18 ATAAGGGAAACCC 0.423

+ 9 10025 _p.R1640Q|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 ATAGTCGAAAGAA 0.413

+ 9 11284 _p.L2060F|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN cellular (Potential). 18 ACGTTTCTTTTGG 0.458

- 5 764 mm.3_Missense_M NM_004564 NP_004555 O75879 GATB_HUMAN 0 ATGTTCGCCTGGC 0.532 rs145476419

- 1 580 CH1_uc003iqs.1_I NM_012403 NP_036535 O43423 AN32C_HUMANu-rich (highly acidic). 0 cctcttcaccttcctcctcc 0.184

+ 15 2910 e.1_Missense_Mut NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 TGAGTGGATTCGT 0.418

- 12 2569 e_Mutation_p.P731 NM_004934 NP_004925 Q13634 CAD18_HUMAN lasmic (Potential). 7 TCATAAGGGGGAA 0.478

- 8 2597 NM_021072 NP_066550 O60741 HCN1_HUMAN ic (Potential).|Poly-Pro. 1 GTGCTGGAGGGA 0.587

- 8 2513 NM_021072 NP_066550 O60741 HCN1_HUMAN lasmic (Potential). 1 TGCCCCCTGCCTG 0.677

- 4 636 _p.S188F|DEPDC1 NM_018369 NP_060839 Q8WUY9 DEP1B_HUMAN 1 GTCATAGACTTCC 0.383

+ 9 1323 NM_003248 NP_003239 P35443 TSP4_HUMAN alcium-binding (Potential). 0 TACCATCCCTGCT 0.483

+ 8 9021 u.2_Intron|VCAN_u NM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16 ACTGAGCCTCCCT 0.383

- 8 1347 _p.E300K|EDIL3_u NM_005711 NP_005702 O43854 EDIL3_HUMAN F5/8 type C 1. 2 GAAGTTCCATTCG 0.368

+ 56 11785 p.E1603K|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GGAATGGAAATAG 0.408

+ 6 1479 NB1_uc010jdb.1_R NM_005573 NP_005564 P20700 LMNB1_HUMAN Rod.|Coil 2. 2 GCCCTGGACATGG 0.448

+ 7 1354 NM_133638 NP_598377 Q8TE59 ATS19_HUMAN 9 CTGTTGGTAAGTG 0.299

+ 1 2041 003lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 ACCGCCTACTGG 0.677



+ 1 201 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 GAGAGCGGCTCG 0.537

+ 1 674 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMAN |Extracellular (Potential). 5 GTGTTTCCCTTAA 0.463

+ 5 886 _p.E243K|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 TCCCAGGAAGACA 0.677

- 9 1456_1457ddk.1_Missense_M NM_015465 NP_056280 Q8TEQ6 GEMI5_HUMAN WD 8. 3 TTGTTGGAGTAG 0.262

- 7 772 _p.T185N|GABRB2 NM_021911 NP_068711 P47870 GBRB2_HUMANcellular (Probable). 0 TCATCAGTTGTGT 0.249

- 11 1478 2_Missense_Muta NM_003062 NP_003053 O75094 SLIT3_HUMAN LRR 8. 4 TCAGGCCCTGGA 0.522

+ 3 866 P3_uc003mil.1_5'F NM_015111 NP_055926 O15049 N4BP3_HUMAN 0 CCTAGCCCCTTCA 0.672

- 54 4148 nse_Mutation_p.P1 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 CGGTGGGACCAG 0.622

- 4 1650 xf.1_Missense_Mut NM_021073 NP_066551 P22003 BMP5_HUMAN 2 ACGGATCGAAGAA 0.453

+ 15 1575 NM_000947 NP_000938 P49643 PRI2_HUMAN 0 GGAAATGGATATG 0.403

+ 16 2850 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN cellular (Potential). 50 CCGATTCGTTTCT 0.368

+ 13 4449 LP4_uc003qrg.2_In NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 GGCCCCCACCTG 0.746

+ 18 3899 fz.1_RNA|MAP3K4 NM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9 CAAGCCCCACGG 0.438

+ 5 1433 e_Mutation_p.A162 NM_003088 NP_003079 Q16658 FSCN1_HUMAN 1 ACTCCGCGGTCAC 0.617 rs17850070

+ 7 951 szk.2_Missense_M NM_006024 NP_006015 Q86VP1 TAXB1_HUMAN Potential. 1 CAACATGAAAGAG 0.214

- 1 577 NR_002789 0 TGTAAAGATTCCA 0.463

- 8 1126 .D161H|TYW1B_u NM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0 GAGCATCGACTAT 0.413 rs147711959

- 7 1425 se_Mutation_p.D4 NM_178125 NP_835226 Q86XT4 TRI50_HUMAN B30.2/SPRY. 1 GGTCATCGGGGCG 0.682

+ 4 735 NM_001077621 NP_001071089 Q86XT2 VP37D_HUMAN 0 GGGGGCCACCAG 0.766

+ 1 70 3ugm.2_5'Flank|uc NM_198467 NP_940869 Q6PCB5 RSBNL_HUMAN 1 CCGTGCACTGTGT 0.692

+ 4 2307 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 TAAAGGATTGTGC 0.378

+ 17 4633 ulf.2_Missense_Mu NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 AAAGAAAATACTG 0.323

- 6 741 uph.1_Missense_M NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN 1 TTCGAGGGGATCT 0.637

+ 22 3141 _p.E978K|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 AGCCTGGAGGAC 0.562

- 3 261 _p.W48*|CYP3A5_ NM_000777 NP_000768 P20815 CP3A5_HUMAN 0 AAATTTCCAGAGA 0.398

+ 3 2248 M56_uc003uxr.2_In NM_030961 NP_112223 Q9BRZ2 TRI56_HUMAN 3 TACAAGGGGCCAG 0.592

+ 8 1102 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN ntial).|ABC transmembrane 5 GTGCTTCCCTATG 0.463

+ 35 5979 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 17. 12 GCGCCTGGAGAC 0.597

+ 4 523 KR1D1_uc011kqe. NM_005989 NP_005980 P51857 AK1D1_HUMAN 1 ACTTGGGAGGTAA 0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 7 1096 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN 1 CTGCTCGTTGAG 0.597

+ 1 454 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMAN Name=4; (Potential). 1 GTGTTTGGGTTTC 0.433

+ 10 1171 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 GCCCTTCCCTCCT 0.418

+ 1 351 NM_012365 NP_036497 Q96R48 OR2A5_HUMAN Name=3; (Potential). 3 GGTAATGATGTCC 0.458

- 4 1764 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMANC2H2-type 13. 3 TTCCAGGAGAAG 0.617

- 4 1157 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN C2H2-type 6. 3 CACACTCGGGACA 0.607

+ 4 833 NM_006207 NP_006198 Q15198 PGFRL_HUMAN 0 ATCTCCGTCAAGT 0.567

+ 9 1605 sense_Mutation_p NM_001128431 NP_001121903 Q15043 S39AE_HUMAN ical; (Potential). 0 GATTCACCATCAT 0.537

+ 3 1244 md.1_Intron|TACC NM_006283 NP_006274 O75410 TACC1_HUMAN with YEATS4.|SPAZ 1. 1 TCTCCCCCTGAC 0.542

+ 5 630 o.1_RNA|IDO2_uc NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2 TTTGTCGAAGTCT 0.473

- 3 491 NM_014420 NP_055235 Q9UBT3 DKK4_HUMAN 1 GGCTTCCTTTTGG 0.448

+ 2 107 xpg.2_Missense_M NM_001135676 NP_001129148 Q96E16 CH040_HUMAN 0 GTTCACGAAGCCT 0.408

+ 2 235 NM_001007176 NP_001007177 Q8WWR9 PDPFL_HUMAN 0 TATTATCGAAGTA 0.413

- 17 3286_3287DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 AAGAATAGGATTG 0.46

+ 4 1178 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 AAAGAGGAAGAAA 0.338

- 2 318 MC1_uc011leo.1_5' NM_018120 NP_060590 Q9NVT9 ARMC1_HUMAN 1 TTTAACGGATCTG 0.488

- 1 2933 NM_025054 NP_079330 Q96JH7 VCIP1_HUMAN 8 ACATTTCTTTTTC 0.363



+ 4 3580 p.E1091K|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 CCAGAGGAGGAC 0.532

- 5 1289 mo.2_Missense_M NM_001146 NP_001137 Q15389 ANGP1_HUMAN 7 TTTCCTCCCTTTA 0.308

+ 49 8481 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 GAACATGAAATGG 0.373

- 1 1001 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 7. 2 GGGGTCCACCAG 0.672

+ 3 1316 kx.1_Missense_M NM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2 GAGGTCCACGCAC 0.617

+ 2 747 NM_021240 NP_067063 Q9NQL9 DMRT3_HUMAN 3 CCCTCGGGGACT 0.562

- 37 7015 zlk.2_RNA|FREM1 NM_144966 NP_659403 Q5H8C1 FREM1_HUMANC-type lectin. 5 CGTTGAGAGGGC 0.478

- 22 3847 rq.2_Missense_Mu NM_000264 NP_000255 Q13635 PTC1_HUMAN lasmic (Potential). 379 TCGGAGGAATCAG 0.687

- 4 723 bjg.2_Missense_M NM_005118 NP_005109 O95150 TNF15_HUMAN cellular (Potential). 0 CTACTTCGCATAC 0.527 rs150498686

- 8 1729 _p.P543H|ASTN2_u NM_198187 NP_937830 O75129 ASTN2_HUMAN r (Potential).|EGF-like 1. 9 GAACAGGGTCAG 0.498

- 12 1707 _p.P489L|FAM129B NM_022833 NP_073744 Q96TA1 NIBL1_HUMAN 0 AGGAACGGGATG 0.632

- 2 259 N10_uc011mee.1_Missense_Mutation_p.A67V|LCN10_u Q6JVE6 LCN10_HUMAN 1 ACGGACGCCCCCA 0.632

- 7 1523 clq.1_Missense_M NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 CACAGGGTCCGG 0.642

- 5 1865 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN-like C2-type 1. 8 CAAGTACCCTATA 0.527

- 4 424 nse_Mutation_p.P3 NM_001033583 NP_001028755 Q9Y305 ACOT9_HUMAN 3 CCCAAAGGCAAGA 0.373

+ 8 1045 hq.2_Missense_M NM_004651 NP_004642 P51784 UBP11_HUMAN 3 AACTTCCGCAACC 0.582

- 20 2894 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2 CAGAAGTTGATAC 0.468

+ 2 976 NM_005448 NP_005439 O95972 BMP15_HUMAN 2 TGTCTCCGAGTAC 0.532

+ 10 1733 _p.K354N|DACH2_ NM_053281 NP_444511 Q96NX9 DACH2_HUMANntial.|DACHbox-C. 5 GAAGAAGGAGAA 0.428

- 4 1943 pm.1_Missense_M NM_012471 NP_036603 Q9UL62 TRPC5_HUMAN ical; (Potential). 1 GCATGGGAAACAG 0.498

+ 3 380 NM_000686 NP_000677 P50052 AGTR2_HUMAN Name=1; (Potential). 3 TAATTGGATTTCT 0.358

- 15 2438 rt_Site|UTY_uc004 NM_007125 NP_009056 O14607 UTY_HUMAN 0 GAATCAGTTATGG 0.433

+ 2 212 NM_021933 NP_068752 Q5JXC2 MIIP_HUMAN 1 AGCTGCGGCTGC 0.682

- 6 741 e_Mutation_p.R193 NM_152372 NP_689585 Q5VTT5 MYOM3_HUMAN-like C2-type 1. 3 TCAATCCGTGTG 0.388

- 4 349 _5'UTR|UBXN11_u NM_183008 NP_892120 Q5T124 UBX11_HUMAN 1 TTCCTCGCCTCCT 0.557

- 5 1160 _p.R348C|ZNF683 NM_173574 NP_775845 Q8IZ20 ZN683_HUMAN 0 ATGGACGCTCTCC 0.597

- 4 777 R201H|CCDC17_u NM_001114938 NP_001108410 Q96LX7 CCD17_HUMAN 1 TGAATGCGGGCCC 0.701

- 15 2232 yr.1_Missense_Mut NM_021080 NP_066566 O75553 DAB1_HUMAN 3 GCTCTTCGCTTTT 0.423 rs142236626

+ 7 2004 dsf.2_Missense_Mu NM_017734 NP_060204 Q9NP74 PALMD_HUMAN 3 CATTCCCCATTTG 0.448

- 1 261 2_5'UTR|C1orf103 NM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0 GTTATTTGACATTT 0.562

- 13 1795_1796eff.1_Missense_Mu NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 AGTGAGGTCGGA 0.446

- 11 1603 _Mutation_p.P553S NM_005060 NP_005051 P51449 RORG_HUMAN gand-binding. 2 TGGAGGGAAAGC 0.597

- 2 109 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 TTGTGGAATGTCT 0.463

+ 5 1198 1C_uc001frv.2_Int NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Potential). 4 TTCCATGAATTGG 0.378

+ 4 914 p.T136M|PBX1_uc NM_002585 NP_002576 P40424 PBX1_HUMAN 5 GAGCACGTGCGA 0.607

+ 71 11133 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 35. 23 TGTTACGGAACAG 0.418

+ 4 607 NM_014359 NP_055174 Q9UBM4 OPT_HUMAN LRR 1. 0 TCAACCGCATCAG 0.557

- 4 1362 NM_173854 NP_776253 Q8IVJ1 S41A1_HUMAN 2 TGTGTCCAATGTT 0.572

- 4 1042 w.1_Missense_Mu NM_003268 NP_003259 O60602 TLR5_HUMAN cellular (Potential). 4 AAAAAGGAGAGC 0.423

- 31 5805 e_Mutation_p.R50 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2 CTAATTCTGTCCA 0.537

- 13 2678 hzu.2_Missense_M NM_014812 NP_055627 Q5SW79 CE170_HUMAN 2 CACTGAGCCTCCT 0.378

+ 12 5211 .R1209W|KIF26B_ NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3 TGGCTCGGCCCA 0.687

+ 3 528 pzb.1_Missense_M NM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMANcellular (Potential). 3 CTTAATGGATGTG 0.567

+ 1 429 2L13_uc001ids.2_In NM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMAN Name=4; (Potential). 2 GCTGATGATAACA 0.433

+ 17 2450 qy.2_Missense_Mu NM_004641 NP_004632 P55197 AF10_HUMAN 2 GAAGTCTCTCGCC 0.423

+ 5 599 01izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0 CTCGCAATGCAAG 0.453 rs2257765

- 1 741 NM_001057 NP_001048 P21452 NK2R_HUMAN Name=1; (Potential). 1 TTACCCGTCACGG 0.607 rs140763069



+ 53 8038 1jsh.3_Splice_Site_ NM_022124 NP_071407 Q9H251 CAD23_HUMAN 11 CTGCCAGAGGCC 0.627

- 24 2464 e_Mutation_p.R768 NM_013451 NP_038479 Q9NZM1 MYOF_HUMAN lasmic (Potential). 4 CTCCCCGGATCAT 0.502

+ 4 2300 _p.L556F|PLCE1_u NM_016341 NP_057425 Q9P212 PLCE1_HUMAN Ras-GEF. 3 GACTACCTTTGCT 0.537

+ 7 1217 c010qol.1_Missens NM_001776 NP_001767 P49961 ENTP1_HUMANcellular (Potential). 3 TTTACAAGACCCC 0.423

- 7 1141 sn.2_Missense_Mu NM_024895 NP_079171 Q9H5P4 PDZD7_HUMAN 3 TTACGTCGGTCCA 0.547

+ 11 1427 BP2_uc010qrz.1_R NM_004132 NP_004123 Q14520 HABP2_HUMANPeptidase S1. 3 TCCTTTCCCTCTG 0.512

+ 8 1100 e_Mutation_p.W26 NM_198496 NP_940898 Q5GFL6 VWA2_HUMAN 5 CATGCTGGAGAG 0.642

- 4 464 orf82_uc001lcs.1_3 NM_144661 NP_653262 Q8WW14 CJ082_HUMAN 0 CCAGGAAGTCCTT 0.552

+ 4 873 NM_020346 NP_065079 Q9P2U8 VGLU2_HUMAN ical; (Potential). 4 TCAGGGTTTTCG 0.343

+ 2 461 o.1_Missense_Mut NM_004265 NP_004256 O95864 FADS2_HUMAN lasmic (Potential). 2 ACCACGGCAAGA 0.627

- 2 179 .1_Silent_p.C67C| NM_018093 NP_060563 Q6RFH5 WDR74_HUMAN 1 GCAGCAGCAGCC 0.652

+ 10 2258 cu.2_5'Flank|TM7S NM_013265 NP_037397 Q9UID3 FFR_HUMAN 0 TACCTGTGGCGTT 0.637

- 1 1147 NM_053054 NP_444282 Q8NEC5 CTSR1_HUMAN lasmic (Potential). 2 GGGCATCGTGAAT 0.562

+ 1 519 NM_005553 NP_005544 P26371 KRA59_HUMANA repeats of C-C-X-P. 0 GTGGGTCATCCTG 0.627

+ 5 396 AF1_uc009ytx.1_RN NM_025155 NP_079431 Q9BRP4 PAAF1_HUMAN WD 1. 2 GGCAGGCTTCCAA 0.453

+ 6 2112 A1_uc001ovm.2_I NM_001098638 NP_001092108 Q8NCN4 RN169_HUMAN 1 TCCTACGGTCCAG 0.498

- 1 414 c.1_RNA|CREBZF NM_001039618 NP_001034707 Q9NS37 ZHANG_HUMAN 1 GCCGGGAGATCC 0.726

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6 AGAATACGCTTAT 0.328

+ 11 2550 pfc.2_Missense_M NM_130847 NP_570899 Q8IY63 AMOL1_HUMAN 2 CGCTCCGTTCCAT 0.537

+ 6 736 e_Mutation_p.R183 NM_015517 NP_056332 Q9BQA5 HINFP_HUMAN C2H2-type 3. 4 AAGGACCGCAGTA 0.547

+ 42 5298 I|CACNA1C_uc00 NM_199460 NP_955630 Q13936 CAC1C_HUMAN lasmic (Potential). 11 AGGTCACCGTTGG 0.512

+ 11 1088 ses.1_Missense_M NM_005002 NP_004993 Q16795 NDUA9_HUMAN 1 ACTTACCGCTGGC 0.542 rs3210083

- 3 276 n_p.E50K|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMAN cellular (Potential). 8 TCAGCTCCTTGTC 0.438

- 5 723 NM_018423 NP_060893 Q6J9G0 STYK1_HUMAN 8 TGGAGGAACAGG 0.527 rs140174760

- 4 579 zhz.2_Missense_M NM_004963 NP_004954 P25092 GUC2C_HUMANcellular (Potential). 6 ACAATCCAAAACT 0.403

+ 8 816 rzp.1_Missense_M NM_181711 NP_859062 Q7Z6J2 GRASP_HUMAN ith PSCD3 (By similarity). 2 CTGCTCCCGGGC 0.741

- 8 661 IAA0748_uc010spc NM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2 AAAAATCGGGCG 0.517

+ 3 511 i.2_5'Flank|TSFM_ NM_015433 NP_056248 Q96AZ1 MT21B_HUMAN 0 AGGTGCGTGCCT 0.602

+ 7 895 _p.A280D|SRGAP1 NM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4 ACAGAGCCCTAAG 0.328

+ 13 2635 qo.1_Nonsense_M NM_014319 NP_055134 Q9Y2U8 MAN1_HUMAN D1, SMAD2, SMAD3 and S 4 TTTCCCCAGGCTC 0.373

+ 25 3063 hx.2_Nonsense_Mu NM_178826 NP_849148 Q32M45 ANO4_HUMAN lasmic (Pote p.R796*(1) 6 GTATTTCGAATTT 0.483 rs145182702

+ 1 912 NM_004316 NP_004307 P50553 ASCL1_HUMAN 0 GCCGCAGCAGCA 0.667

- 7 475 x.3_Missense_Mut NM_000432 NP_000423 P10916 MLRV_HUMAN EF-hand 3. 1 TGGTCAACCTGCA 0.612

+ 12 1870 _p.G430*|ALDH2_u NM_000690 NP_000681 P05091 ALDH2_HUMAN 4 GTGTTTGGAGCCC 0.527

- 8 1130 1tts.2_Missense_M NM_001109662 NP_001103132 2 GAGAGTCCACTG 0.423

+ 4 889 ui.1_Missense_Mu NM_016817 NP_058197 P29728 OAS2_HUMANOAS domain 1. 1 TCAGAACCGTACT 0.502

- 4 731 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1 CAGCCGGCACGG 0.697

+ 3 353 AP2_uc001vgu.2_In NM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2 TTTTTAAGTAGTA 0.378

- 1 164 NR_027466 0 CAGTTCCCATGGA 0.488

+ 1 416 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMAN lasmic (Potential). 2 GCCGAAGGACATG 0.453

- 1 1554 NM_175060 NP_778230 Q86T13 CLC14_HUMAN ical; (Potential). 4 TGCTCACAAATAT 0.507

+ 20 2463 xdq.2_Missense_M NM_002892 NP_002883 P29374 ARI4A_HUMAN 6 GAAAATCCAAAGA 0.284

- 7 5741 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GGGAGCGGAATGC 0.662

+ 1 496 on_p.P7L|MKRN3_ NM_005664 NP_005655 Q13064 MKRN3_HUMAN 10 CAGCTCCCTCAGA 0.642

- 4 405 0bec.2_Missense_ NM_144565 NP_653166 Q1HG43 DOXA1_HUMANcellular (Potential). 1 CGTTGTAATTGAT 0.582

+ 2 728 e_Mutation_p.E166 NM_003645 NP_003636 O14975 S27A2_HUMANmenal (Potential). 2 GCTGTCGAAGAG 0.333

- 29 7501 fy.1_Missense_Mut NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9 TTCCAGGGACGA 0.413



+ 2 808 A|GCOM1_uc010b NM_015532 NP_056347 P0CAP1 GCOM1_HUMAN 0 TTTCCAGTGGGAC 0.448

- 8 866 _p.L249V|ALDH1A2 NM_003888 NP_003879 O94788 AL1A2_HUMAN 1 GGATAAGCTTTCC 0.448

- 10 1418 _p.P351L|MEGF11_ NM_032445 NP_115821 A6BM72 MEG11_HUMAN EGF-like 7. 1 AAGCCCGGAGCAC 0.637

+ 16 2345 |IQCH_uc002aqp. NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 CGGGAAAATCAGC 0.517

+ 4 694 154N|CD276_uc00 NM_001024736 NP_001019907 Q5ZPR3 CD276_HUMANPotential).|Ig-like C2-type 1. 1 AACAAGGACCTGC 0.637

+ 13 2280 yj.3_Missense_Mu NM_001130028 NP_001123500 P49761 CLK3_HUMAN Protein kinase. 2 CCTGCCCAGCGC 0.592

- 5 1722_1723nk.2_RNA|DET1_u NM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2 CAAAAGGGTGAA 0.554

+ 18 3335 1L_uc002cmf.2_Sp NM_020825 NP_065876 Q96RY5 CRML_HUMAN 0 TTGGCAGGTGAAG 0.602

- 13 4257 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 AGGCATCGCACTT 0.582

+ 3 533 NM_001039 NP_001030 P51170 SCNNG_HUMANellular (By similarity). 6 GGCTTTCCAGAGT 0.577

- 2 1390 NM_020807 NP_065858 Q9P2F9 ZN319_HUMAN 0 AGGGCCGCTCGG 0.622

+ 17 2104 _p.I714M|FUK_uc0 NM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1 CCTGATCCGCCAG 0.667

+ 2 494 ao.2_Missense_Mu NM_005769 NP_005760 Q8NCG5 CHST4_HUMANmenal (Potential). 0 TTGTGCGACATGA 0.607

+ 8 1475 vnw.1_Missense_M NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0 AAGGAGAGGACG 0.617 rs144990549

+ 2 250 1_5'Flank|CYB5D1 NM_203411 NP_981956 Q6PEY1 TMM88_HUMAN 0 GCACCGCGCACC 0.682

- 32 4469 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 TGCTTCCACTCTG 0.512

+ 11 2443 OCD_uc002gnp.1_M NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 CAATTTCAGAGGT 0.408

+ 2 3640_3641 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANyosin head-like. 9 CCTGCCCAAGGG 0.678

- 4 1128_1129_p.R229K|SLFN11_ NM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3 AATTGTCCTTTTTA 0.391

+ 2 154 MT_uc002hsi.1_5'F NM_003673 NP_003664 O15273 TELT_HUMAN 0 CCCAGAGACATGA 0.677

+ 3 349 02hui.1_Nonsense NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN WH2. 3 CGGGGTCGAGGC 0.488

+ 4 782 on_p.S4*|KPNB1_ NM_002265 NP_002256 Q14974 IMB1_HUMAN HEAT 1. 3 AGGAGTCGACATT 0.453

+ 2 455 300A_uc010dfr.2_In NM_007261 NP_009192 Q9UGN4 CLM8_HUMAN (Potential).|Ig-like V-type. 2 GGACCCTCAACA 0.537

- 9 1915 e_Mutation_p.D44 NM_018414 NP_060884 Q9NSC7 SIA7A_HUMANmenal (Potential). 0 CTTCATCGTGTAG 0.532

- 20 3382 NM_005406 NP_005397 Q13464 ROCK1_HUMAN Glu-rich. 5 TTCCAATAAAGTAT 0.303

+ 61 8128 us.3_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMANaminin G-like 2. 11 ACCATTCGGTACA 0.383

- 5 1201 .Q156H|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN 2 ctgctgctgctggtgatgc 0.468

- 6 747_748 NM_005570 NP_005561 P49257 LMAN1_HUMAN tential).|L-type lectin-like. 1 TGTGCAGGGATAA 0.356

+ 28 3198 na.2_Missense_Mu NM_198531 NP_940933 O43861 ATP9B_HUMAN lasmic (Potential). 3 CTGACCGTCCGC 0.577 rs147969611

+ 2 1162 _p.S237P|NFATC1 NM_006162 NP_006153 O95644 NFAC1_HUMANX SP repeats.|2. 2 CGGCACTCCCCC 0.701

+ 2 1191 NM_012283 NP_036415 Q9UJ96 KCNG2_HUMANe=Segment S6; (Potential). 0 GCTCATGGCCTTC 0.682

+ 13 1737 dsu.2_Missense_M NM_001319 NP_001310 P78368 KC1G2_HUMAN 1 CAAGAGGAGAAA 0.652

+ 20 2309 uc002lvd.1_5'Flank NM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4 CCGGCCGCGCC 0.677

+ 2 339 xp.2_Missense_Mu NM_205843 NP_995315 P08651 NFIC_HUMAN CTF/NF-I. 0 GACTTCGTGCTGA 0.677

- 7 1618_1619_p.Y504H|INSR_uc NM_000208 NP_000199 P06213 INSR_HUMAN 12 GAATGTAAGAAAA 0.45

- 25 3245 NM_032447 NP_115823 Q75N90 FBN3_HUMAN e 14; calcium-binding. 11 CTTGCACACTCGT 0.617

+ 7 827 mwa.1_Nonsense_ NM_005053 NP_005044 P54725 RD23A_HUMAN 1 CAGCCCCAGTTC 0.642

- 4 1518 p.R366W|WIZ_uc0 NM_021241 NP_067064 O95785 WIZ_HUMAN 0 CCACCCGTATTTG 0.627

+ 1 493 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMAN cellular (Potential). 1 ATTTTCCACCTCG 0.597

+ 8 2016 mw.3_Missense_Mu NM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1 TGTTCTCCGTGGA 0.726

- 4 1663 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN 2 TTCTCTCCAGTAT 0.388

+ 4 3673 dd.1_Missense_Mu NM_014717 NP_055532 O15090 ZN536_HUMAN 11 AACAACGATGAAG 0.557

- 3 279 ense_Mutation_p.R NM_032816 NP_116205 Q96ST8 CEP89_HUMAN 0 CCGTCCGCCCAG 0.547

- 6 746 ASGRP4_uc010xuc NM_170604 NP_733749 Q8TDF6 GRP4_HUMAN 3 GTGGGGGGCCAG 0.617

+ 20 2646 u.2_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN Cytoplasmic. 12 ACCTGGTGGGCC 0.642

+ 13 1754 8F|LTBP4_uc002o NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN -rich.|EGF-like 3. 1 CCCGATGCATTGG 0.682

- 2 123 2pav.2_Missense_Mutation_p.S49W O75865 TPC6A_HUMAN 0 AGGACCGACAGG 0.697



- 7 660 e_Mutation_p.E17 NM_015953 NP_057037 Q9Y314 NOSIP_HUMAN 1 TGGCTTCGGGCG 0.662

+ 11 1637 _Missense_Mutatio NM_007121 NP_009052 P55055 NR1H2_HUMAN -binding (Potential). 0 TGCTGTCGGAGAT 0.647

- 1 665 _p.R11W|SYT3_uc NM_032298 NP_115674 Q9BQG1 SYT3_HUMAN cular (Potential). 3 CCCGCCGGCAGA 0.607 rs140892148

- 5 2581 P12_uc002qcj.3_M NM_144687 NP_653288 P59046 NAL12_HUMAN 7 CAGCATCATGCCT 0.498

+ 8 1419 _p.D427N|LILRA2_ NM_001130917 NP_001124389 Q8N149 LIRA2_HUMAN cellular (Potential). 1 CCCCAGGATTACA 0.587

+ 1 313 etg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN DAPIN. 13 CCAGCTGGGCAGA 0.522

- 5 508 2orf43_uc010ykc.1_ NM_021925 NP_068744 Q9H6V9 CB043_HUMAN 0 AGGCACGAATTAC 0.383

- 18 2821 NM_000384 NP_000375 P04114 APOB_HUMAN 27 TGGACCCCACTCC 0.498

+ 2 1197 7L_uc010ymf.1_5' NM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0 GGAGAAGAAGATG 0.463

+ 3 798 NM_003124 NP_003115 P35270 SPRE_HUMAN 2 GACGAGTTCAAGT 0.512

+ 9 4114 NM_144993 NP_659430 O43151 TET3_HUMAN 0 GAGGACGGCTGC 0.677

- 4 615 ssp.1_Missense_M NM_016618 NP_057702 Q9NPI7 KRCC1_HUMAN 1 TTGCATGATCTTG 0.468

+ 4 700 n_p.P95S|CNGA3_ NM_001298 NP_001289 Q16281 CNGA3_HUMAN 6 CAGGGACCGGAC 0.602

- 10 1797 _p.R571C|TBC1D8 NM_001102426 NP_001095896 O95759 TBCD8_HUMANRab-GAP TBC. 3 GGGAGCGGTGCA 0.577

+ 2 625 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN SH3 1. 1 GGGAAGGAACCT 0.592

+ 1 362 NM_002193 NP_002184 P09529 INHBB_HUMAN 3 GTCACGGCCCTGC 0.731

- 69 11682 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 ACATTTCCATTTT 0.358

- 55 10793 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 26.|Extracellular (Potent 29 CAGATAGGAATGC 0.498

- 275 70159 007K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GATGCTGTCTTCT 0.393

- 44 10570 N_uc010zfj.1_Intro NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 TGGATGGAACTTT 0.378

- 6 1476 se_Mutation_p.Q2 NM_015265 NP_056080 Q9UPW6 SATB2_HUMAN 1 AACTCCTGGCACT 0.313

- 16 2734 NM_015049 NP_055864 O60296 TRAK2_HUMAN 0 TGGAGGGGGTTC 0.517

+ 16 2242 _Mutation_p.S659 NM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11 CCATTTCCTCTGC 0.572

- 5 1353 e_Mutation_p.R31 NM_005689 NP_005680 Q9NP58 ABCB6_HUMAN nsmembrane type-1. 2 TGCCAGCGCAGTG 0.672

- 7 3168 p.E1041K|SPHKAP NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 CCACTTCATTGGC 0.512

+ 1 1177 _p.R232K|GPR35_ NM_005301 NP_005292 Q9HC97 GPR35_HUMAN lasmic (Potential). 3 CCCAGAGGCCAC 0.657

+ 3 180 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A2P 0 AAAATGGCTTTGT 0.333 rs145412486

+ 16 2039 _Mutation_p.R511 NM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN 5 GAAGGCGGCCCA 0.587 rs143300013

+ 3 428 2xew.2_Missense_ NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3 AGAAATCGCCCCA 0.567

- 18 2164 2xgk.2_Missense_M NM_152503 NP_689716 Q9H579 CT132_HUMAN 0 CTTTTCCATGATG 0.453

+ 7 797 A3_uc002xtm.2_M NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5 AATTGCCGTATGT 0.378

- 68 9390 NM_005560 NP_005551 O15230 LAMA5_HUMANaminin G-like 2. 3 CCTGTCGTGTTCA 0.687

- 21 1714 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5 ACATTTTCCTAATG 0.318

- 4 2618 NM_003489 NP_003480 P48552 NRIP1_HUMAN ression domain 2. 0 TGAGAGCAAAGG 0.393

- 1 433 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0 GCATTTCGAGTGG 0.353

- 12 1616 _p.H318Y|ERG_uc NM_001136155 NP_001129627 P11308 ERG_HUMAN 2828 AGGGTGGGGCG 0.577

+ 12 1571 c.2_RNA|UBASH3A NM_018961 NP_061834 P57075 UBS3A_HUMAN osphatase-like. 3 GAATCTTTGAATG 0.418

+ 11 1310 zmq.1_Nonsense_ NM_031481 NP_113669 Q9H1K4 GHC2_HUMAN Solcar 3. 0 ACTCTGGATTCAG 0.547

+ 1 1651 x.2_Missense_Mut NM_004327 NP_004318 P11274 BCR_HUMAN ding to ABL SH2-domain. 12 CCAGCCGCGTGTC 0.627

+ 43 7427 O18B_uc011aka.1_ NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 GTGGACGATGCGG 0.597

- 14 1891 ph.1_Missense_Mu NM_002473 NP_002464 P35579 MYH9_HUMAN yosin head-like. 11 ACTTGGGGTGGG 0.612

- 3 692 NM_006078 NP_006069 Q9Y698 CCG2_HUMAN ical; (Potential). 0 CCGGCACTCAGG 0.562

+ 7 2541 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GAGCCTCCTCTCC 0.567

+ 5 799 NM_006855 NP_006846 O43731 ERD23_HUMAN 2 CCAATCTGAGGAC 0.363

+ 16 2107 RNA|POLR3H_uc0 NM_001098 NP_001089 Q99798 ACON_HUMAN 4 GATCCACGGTGAG 0.627

+ 3 378 dn.2_Missense_Mu NM_007311 NP_009295 B1AH88 TSPOB_HUMAN 0 GCTGGCGTGGGG 0.677

- 8 1292 _p.I259F|PNPLA5_ NM_138814 NP_620169 Q7Z6Z6 PLPL5_HUMAN 0 ACCTGATGGGCCC 0.672



- 4 750 385D_uc010hfb.1_ NM_024697 NP_078973 Q9H6B1 Z385D_HUMAN 5 ATTTTTCATGGCT 0.463

- 2 994 e_Mutation_p.R258 NM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8 CCTCCCGGCATG 0.612

- 7 865 MT_uc003cwy.2_M NM_000481 NP_000472 P48728 GCST_HUMAN 1 GAATAGCTGTTGC 0.587

+ 2 594 o.3_Intron|GRM2_ NM_000839 NP_000830 Q14416 GRM2_HUMAN cellular (Potential). 1 TCACGCCACATCT 0.582

+ 49 7872 NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3 ACAGATGATGCAG 0.398

- 5 588 hna.2_Missense_M NM_017563 NP_060033 Q8NFM7 I17RD_HUMAN cellular (Potential). 0 GGAAGGAAAAGG 0.408

+ 21 3814 nf.2_Missense_Mut NM_001457 NP_001448 O75369 FLNB_HUMAN with FBLP1.|Filamin 10. 19 CACTTCCCCGCCC 0.537

- 5 1284 mp.2_Splice_Site_p NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6 AATCGGCTGCTTA 0.448

- 2 738 dzg.2_Missense_M NM_199512 NP_955806 Q76M96 CCD80_HUMAN 2 ACACATCGTCCTT 0.567

+ 4 457 _p.E100K|PLS1_uc NM_001145319 NP_001138791 Q14651 PLSI_HUMAN 1 AAGAGGGAAGGG 0.343

- 1 301 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4 TGGTTTCCCTCTG 0.428

+ 4 698 se_Mutation_p.P17 NM_017912 NP_060382 Q8IVU3 HERC6_HUMAN RCC1 3. 5 CCAGCCCGCAGAG 0.592

+ 1 600 ku.2_Nonsense_M NM_007351 NP_031377 Q13201 MMRN1_HUMAN 4 GGAAATCGAGCCC 0.353

- 2 285 NM_000134 NP_000125 P12104 FABPI_HUMAN 1 CAGTTCCGTCTGC 0.318

+ 1 86 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN 18 TGTTTTGGCTACT 0.617

+ 13 2708 ciu.1_Missense_M NM_001083619 NP_001077088 P42262 GRIA2_HUMAN cellular (Potential). 4 TGGATTCCAAAGG 0.438

- 4 546 orf45_uc010iqt.1_R NM_152543 NP_689756 Q96LM5 CD045_HUMAN 0 ATAGCCCATTTGG 0.443

- 2 1017 NM_005958 NP_005949 P48039 MTR1A_HUMAN lasmic (Potential). 5 CGGTTTCCATTTA 0.478

+ 6 667 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0 TTAGATGCAATGA 0.368

- 4 448 NM_020040 NP_064424 Q99867 TBB4Q_HUMAN 0 TGAGAAGGGTACC 0.557

- 20 3198 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 TTCACTGCTCCAC 0.483

- 1 361 3jif.3_Missense_M NM_016180 NP_057264 Q9UMX9 S45A2_HUMAN lasmic (Potential). 3 CTGGCCGATCCGA 0.642

+ 14 1645 oo.2_Missense_Mu NM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5 GAGACCGTGGCTT 0.294

+ 1 1439 _p.A417T|SNX18_ NM_052870 NP_443102 Q96RF0 SNX18_HUMAN 0 CCCGCCGCTGCC 0.617

- 14 2212 bi.1_Missense_Mu NM_000439 NP_000430 P29120 NEC1_HUMAN 2 AGGAGTCGCAGCA 0.542

- 9 2817 3kxy.1_Missense_M NM_133456 NP_597713 Q2M3G4 SHRM1_HUMAN ASD2. 1 TGCAGCCGCTCC 0.682

- 14 2102 HL3_uc003lbr.3_M NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 6. 0 TCCACCGAAGCCA 0.532

- 10 2107 w.1_Missense_Mu NM_004883 NP_004874 O14511 NRG2_HUMAN lasmic (Potential). 6 ACACGGCGTGCG 0.592

- 2 399 sense_Mutation_p NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN 2 TTATTTCGCCCTT 0.458

- 2 828 FIP2_uc003lwr.2_I NM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0 GTGGGTCACCAC 0.572

- 9 1546 NM_005990 NP_005981 O94804 STK10_HUMAN 8 TGACACGGGTCG 0.612

- 13 2077 _p.S514L|UIMC1_u NM_016290 NP_057374 Q96RL1 UIMC1_HUMAN 4 TCACCTGAAGTCT 0.483

+ 13 1770 NM_003052 NP_003043 Q06495 NPT2A_HUMANName=M8; (Potential). 1 GTGGTGCTCATCA 0.632

+ 7 1619 wr.2_Missense_Mu NM_006567 NP_006558 O95363 SYFM_HUMAN FDX-ACB. 0 CCCAGAGAGAGGT 0.597

+ 7 1584 NM_033229 NP_150232 Q9C019 TRI15_HUMAN B30.2/SPRY. 0 GTGGCCGGGGAG 0.731

+ 2 261 n_p.G17R|MICB_u NM_005931 NP_005922 Q29980 MICB_HUMAN cellular (Potential). 0 GCTGAGGGACATC 0.562

- 1 807 NR_001444 0 GACAGGAGGCAG 0.577

+ 76 11602 sense_Mutation_p NM_001371 NP_001362 21 GTGGCTGCAGAAA 0.507

+ 6 1883 p.G599D|GPR115_ NM_153838 NP_722580 Q8IZF3 GP115_HUMAN cellular (Potential). 8 AGAAAGGCTACAT 0.478

- 45 7257 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 4. 9 ACAAATGAAACCT 0.443

+ 3 568 se_Mutation_p.L92 NM_001446 NP_001437 O15540 FABP7_HUMAN 0 GACAAACTTGTTC 0.353

- 12 1817 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0 CGAGTCGTCCTC 0.582

- 2 173 AT2_uc003qjk.1_R NM_182503 NP_872309 Q7Z6V5 ADAT2_HUMAN 0 CAACAGGAACTTC 0.388

+ 8 3010 p.R847H|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN lasmic (Potential). 19 ATGTCCGCAGTGC 0.512

+ 11 1619 NM_000876 NP_000867 P11717 MPRI_HUMAN menal (Potential). 3 CTGGTCCGCCATG 0.532

+ 18 2589 wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN Dilute. 5 GGGGTGCGATTAT 0.537

- 16 1605 a.2_Missense_Mut NM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN DAGKc. 12 CCATTTCCAGAAA 0.289



+ 5 600 _uc011kcg.1_Miss NM_181597 NP_853628 Q16831 UPP1_HUMAN 0 TAAATCCAAACAT 0.413

+ 17 4934 kyr.2_Missense_Mu NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 ATAAGGGATGTGT 0.388

- 7 925 n.1_Missense_Mu NM_000601 NP_000592 P14210 HGF_HUMAN Kringle 2. 4 CAAAGCCCTTGTC 0.493

+ 23 3676 X1_uc011kkn.1_Intr NM_181552 NP_853530 P39880 CUX1_HUMAN 8 GCGGCGGCACA 0.657

- 4 2400 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 GTATCTCGTTGAC 0.398

+ 1 1383 NM_012281 NP_036413 Q9NZV8 KCND2_HUMAN lasmic (Pote p.R140H(1) 5 AAGGATCGCAGGC 0.602

+ 22 3290 NM_024913 NP_079189 A4D0V7 CG058_HUMAN 9 ACAGGGGAAGTG 0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 5 983 krl.1_Missense_Mu NM_001008270 NP_001008271 A4D1T9 PRS37_HUMANPeptidase S1. 1 TCGATTCCCTGGA 0.443

- 1 99 NM_001001658 NP_001001658 Q8NGT5 OR9A2_HUMAN Name=1; (Potential). 1 TAAATAGAAGAAA 0.433

+ 1 737 NM_001004685 NP_001004685 O95006 OR2F2_HUMAN Name=6; (Potential). 4 ACCTCACGGTGGT 0.517

- 2 271 NM_003840 NP_003831 Q9UBN6 TR10D_HUMAN (Potential).|TNFR-Cys 1. 0 CCTGCCGGGGG 0.582

- 5 1124_11252_5'Flank|uc003xdi NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 2. 3 TCCATGGAGAAT 0.604

- 1 771 URG_uc003xim.1_M NM_013357 NP_037489 Q9UJV8 PURG_HUMAN By similarity. 0 CCTCTTCGTTCTT 0.453

- 2 306 P2_uc010lzv.1_Int NM_002677 NP_002668 P02689 MYP2_HUMAN 0 CAAATTCCTGGCC 0.398

- 9 960 se_Mutation_p.G2 NM_001738 NP_001729 P00915 CAH1_HUMAN 2 TTCTGCCCTTCAG 0.448 rs121909577

- 13 1731 _p.P322S|CDH17_ NM_004063 NP_004054 Q12864 CAD17_HUMAN r (Potential).|Cadherin 5. 6 GCTCAGGATTTTC 0.403

- 5 853 p.D138N|MTERFD NM_015942 NP_057026 Q96E29 MTER1_HUMAN 1 TGTTATCCAGTCT 0.348

- 2 481 yny.2_Missense_M NM_014112 NP_054831 Q9UHF7 TRPS1_HUMAN 7 TCAGAGGGGGGT 0.418

+ 7 1160 lid.1_Missense_Mu NM_022783 NP_073620 Q8TB45 DPTOR_HUMAN 0 GGGGCTCCGTATG 0.507

- 17 2755 uc011llh.1_Intron NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0 CACTGGGCTCTGA 0.672

+ 7 956 rf68_uc003zik.2_In NM_004170 NP_004161 P43005 EAA3_HUMAN 0 TTTCTTCAATGCT 0.418

- 1 2961 n_p.I632L|RANBP6 NM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3 TCCCTATTGCTGA 0.363

- 1 368 NM_005454 NP_005445 O95813 CER1_HUMAN 0 TGGGTCCCAGGTG 0.493

- 1 3853 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 GGTTCCGCTTAAG 0.463

- 9 3304 p.R553W|PIGO_uc NM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3 TCTTCCGCAGCCC 0.607

- 2 443 NM_001100111 NP_001093581 0 GCTTTTCTCTGGA 0.438

- 9 2001 ri.1_Missense_Mut NM_004560 NP_004551 Q01974 ROR2_HUMAN (Potential).|Protein kinase. 20 ATCCCCGCCGCG 0.622

- 1 454 NM_001001961 NP_001001961 Q8NGS6 O13C3_HUMAN lasmic (Potential). 1 CATAACGATCAAA 0.473

- 5 672 p.V182M|UCK1_uc NM_031432 NP_113620 Q9HA47 UCK1_HUMAN 0 GCTTCACGAAGG 0.617

- 30 3780 PLA7_uc010ncj.1_ NM_152286 NP_689499 Q6ZV29 PLPL7_HUMAN 1 AGGCGCGTCTGA 0.662

+ 11 1647 crf.1_Missense_Mu NM_004042 NP_004033 P54793 ARSF_HUMAN 2 ACCCCGGTATTCC 0.363

- 7 7904 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN ike C2-type 10. 8 GCAGATCGGTGC 0.647

+ 1 683 NM_182699 NP_874358 Q86TM3 DDX53_HUMAN 3 AGAAAGGAAAATT 0.388

+ 4 1045 _p.R242H|MAGEB1 NM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0 AACCCCGTAAGT 0.488

- 66 9884 sn.2_Missense_Mu NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 CTGTTATGGCTGC 0.388

- 17 3402 tc.1_Missense_Mu NM_001002838 NP_001002838 Q9BYP7 WNK3_HUMAN 11 CAGCTGGAACTG 0.443

- 7 1047 e_Mutation_p.T181 NM_144969 NP_659406 Q96MV8 ZDH15_HUMAN ical; (Potential). 2 ACTGTCGTAGCAA 0.373

- 4 951 NM_153448 NP_703149 Q8N693 ESX1_HUMAN m repeats of P-P-x-x-P-x- P 1 ATGGGCGGCCAG 0.672

- 3 627 pz.2_Missense_Mu NM_020871 NP_065922 Q5VUJ6 LRCH2_HUMAN LRR 5. 1 AACTTCCCAATTT 0.289

+ 32 3568 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 TACCTCCCCTTTG 0.333

- 2 1117 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN Potential. 0 CCACATCCTTCTC 0.448

+ 8 1011 uc.2_Missense_M NM_006603 NP_006594 Q8N3U4 STAG2_HUMAN 5 AGCTATGAAGTTG 0.289

- 4 339 fen.2_Intron|CD99 NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN cellular (Potential). 3 GCATCAGCCAAGT 0.438

+ 16 3093 NM_017514 NP_059984 P51805 PLXA3_HUMAN Extracellular (Potential). 3 GACAGCGAGTGC 0.697

- 11 1854 lo.1_Missense_Mu NM_007170 NP_009101 Q96S53 TESK2_HUMAN 5 GGCGTGGTGGGG 0.552

+ 6 813 PHN2_uc001div.2_M NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 GTACTGGATTTGT 0.358



+ 22 3137 _p.P775Q|PKN2_u NM_006256 NP_006247 Q16513 PKN2_HUMAN kinase C-terminal. 3 AGCCACCATTTAT 0.358

- 8 1208 hj.1_Missense_Mu NM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2 TTGCTTCGGGCAC 0.537

+ 12 1449 TGA10_uc009wiw.2 NM_003637 NP_003628 O75578 ITA10_HUMAN r (Potential).|FG-GAP 4. 8 ATCGAGGAAAAGT 0.547

- 3 1734 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 TGCCTTCCTCTGA 0.542

- 4 395 pnv.1_Missense_M NM_002928 NP_002919 O15492 RGS16_HUMAN RGS. 1 GAAAGCGTGGAA 0.532

+ 16 3192_3193 NM_002293 NP_002284 P11047 LAMC1_HUMAN inin EGF-like 10. 5 CTGAAGGCTGCA 0.54

- 2 130 zz.1_Missense_Mu NM_005465 NP_005456 Q9Y243 AKT3_HUMAN PH. 4 TATATTCTCCTACA 0.348

+ 22 3072 NM_000392 NP_000383 Q92887 MRP2_HUMAN ame=12; (By similarity). 1 TGTTTTCGATATT 0.413

+ 2 206_207 NM_021801 NP_068573 Q9NRE1 MMP26_HUMAN 0 CCATCGGAATGG 0.525

- 9 1089 rkj.1_Missense_Mu NM_004811 NP_004802 O60711 LPXN_HUMANM zinc-binding 3. 1 CAGAATGGACGTC 0.517

+ 7 713 1rip.1_Missense_M NM_018318 NP_060788 Q7Z6B0 CCD91_HUMAN modimerization. 1 GCTATTGAAAAAC 0.363

- 13 1517_151824A6_uc001tva.2_ NM_024959 NP_079235 Q6J4K2 NCKX6_HUMAN Name=9; (Potential). 1 GTGGCGGCCGCG 0.619

+ 12 1707 aaa.2_Missense_M NM_001676 NP_001667 P54707 AT12A_HUMAN lasmic (Potential). 6 TCTCCATCCACGA 0.517

- 1 511 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMANcellular (Potential). 2 CATTGGGACCACA 0.483

- 2 1083 se_Mutation_p.R11 NM_183002 NP_892114 P57103 NAC3_HUMAN lasmic (Potential). 7 ACCTCCCTCTCTT 0.478

+ 19 5338 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN 4 ATGCCCGACCCTG 0.587

- 3 338 NM_014691 NP_055506 O60306 AQR_HUMAN 1 ACAATCTCTTTTTC 0.279

+ 13 3141 w.2_Missense_Mu NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Potential. 11 AGTTACGGGACTA 0.537

+ 3 427 brb.2_Missense_M NM_006011 NP_006002 Q92186 SIA8B_HUMANmenal (Potential). 0 ACCAGACGCTCTC 0.463

- 11 3798 NM_001116 NP_001107 O60503 ADCY9_HUMANse 2.|Cytoplasmic (Potentia 6 TGAGCTCGTTGAG 0.587

- 6 581 RRN3_uc010uzq.1_ NM_018427 NP_060897 Q9NYV6 RRN3_HUMAN 1 ATCAGAATCTGAA 0.239

- 5 1338 c002ffe.1_Missense NM_199355 NP_955387 Q8TE60 ATS18_HUMANeptidase M12B. 18 GCTTTTCCACCAT 0.463

+ 8 1530 vnw.1_Missense_M NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0 CACCCCCGCCAC 0.607

+ 8 1255 jf.2_Missense_Mut NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1 GGGGAGGAGGAG 0.438

- 8 996 _p.S264F|CCT6B_u NM_006584 NP_006575 Q92526 TCPW_HUMAN 1 TCTAAGGAAAATG 0.224

- 49 6163 hno.2_Missense_M NM_198836 NP_942133 Q13085 ACACA_HUMANboxyltransferase. 2 ACTGTTCGGGTTT 0.458

+ 3 436 e_Mutation_p.P13 NM_145273 NP_660316 Q6UXG3 CLM9_HUMAN cellular (Potential). 0 GTCCTCCCTCCCC 0.587

+ 10 1574 2lac.1_Nonsense_ NM_020776 NP_065827 Q86T90 K1328_HUMAN 1 TTGGTTCAGTCTC 0.458

- 4 1916 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6 TTACATTCATACG 0.413

- 1 38 NM_001005190 NP_001005190 O76100 OR7AA_HUMANcellular (Potential). 0 AGGAGAAGAAATT 0.358

- 4 743 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCCCTCCAG 0.363

- 4 1027 rj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 6. 0 GAAGAATGGCTAA 0.413

+ 73 10887 oiv.1_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN 12 AGGACGCCGATG 0.652

+ 4 1894 po.1_Intron|ZNF53 NM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 15. 0 TAGGAAAATTCAT 0.423

+ 4 2891 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0 CCTTCCGTCACAA 0.363 rs150688663

+ 7 1015 n_p.T132I|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1 CCAAAACCCATAT 0.358

- 16 2414 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8 GGGAGGGGACCA 0.478

+ 2 1334 ense_Mutation_p.S NM_014497 NP_055312 Q14966 ZN638_HUMAN 4 TTTTCGTCGGAAT 0.398

- 8 1996 se_Mutation_p.P47 NM_014795 NP_055610 O60315 ZEB2_HUMAN 9 TATTAGGAGAAGT 0.413

+ 4 391_392 _p.P131F|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 ACACGTCCCTTTG 0.426

+ 9 1223 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9 GGTGTTCGAGAGG 0.567

+ 6 801 se_Mutation_p.P23 NM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN 4 CCAGTCCCCTAAG 0.632

- 4 843 gf.1_Missense_Mut NM_175878 NP_787074 Q5GH77 XKR3_HUMAN ical; (Potential). 3 CTACACGTGAGAT 0.423

- 20 3679 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANe=S3 of repeat III; (Potentia 10 TCACATTCACAAT 0.537

- 10 890 NM_004704 NP_004695 O43818 U3IP2_HUMAN WD 4. 3 ACAGCGTCCTGG 0.632

+ 4 382 _p.P104S|NISCH_u NM_007184 NP_009115 Q9Y2I1 NISCH_HUMAN ositide-3-P; not sufficient fo 4 GCCTTCCCTGGCG 0.517

+ 8 1057 gfk.3_Missense_Mu NM_001122681 NP_001116153 P78314 3BP2_HUMAN 1 GGCCACGGGGCC 0.672 rs141518457



+ 1 225 n_p.H18Y|LPHN3_ NM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN p.H18R(1) 18 ATAATTCATGGTA 0.383

+ 4 965 L|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 3.|Thr-rich. 4 CTCCACCATCTTC 0.582

+ 8 3417 _p.P419S|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN C1q. 4 CCTGGTCCTATCC 0.363

- 5 551 nx.2_Missense_Mu NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 2. 4 ATGCTCGTCACAT 0.498 rs148693426

- 3 355 11cle.1_Missense_ NM_173553 NP_775824 Q8N7C3 TRIMM_HUMAN Potential. 2 GCATTTCCTGGAA 0.403

- 14 1925 tx.2_Nonsense_Mu NM_012334 NP_036466 Q9HD67 MYO10_HUMANyosin head-like. 3 TCTATCCAGTCAA 0.378

- 8 858 loo.2_Missense_M NM_001387 NP_001378 Q14195 DPYL3_HUMAN 1 CGTAGAGAGGGC 0.498

+ 9 1018 NM_002269 NP_002260 O15131 IMA5_HUMAN ARM 6. 4 TTGATTCTGGAGT 0.358

+ 16 1807 eem.1_Nonsense_ NM_001029884 NP_001025055 Q9ULL1 PKHG1_HUMAN 2 TCTCCCCAGCTGT 0.493 rs35532326

+ 17 5654 yr.2_Missense_Mu NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 AATGAAAGCTCCC 0.418

+ 16 3678 sense_Mutation_p NM_022742 NP_073579 Q96JN2 CC136_HUMAN Glu-rich. 2 ACTCTTCCCTTGA 0.338

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 17 3250 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 3.|Extracellular (Potential). 11 ACAGAAGGCCACA 0.552

- 4 2276 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMANC2H2-type 19. 3 GCGCCCCCACGTA 0.577

- 16 1737_1738_p.P457F|KIF13B_ NM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0 TGGAGGGATCCT 0.431

- 5 1072 NM_014729 NP_055544 O94900 TOX_HUMAN HMG box. 4 GCGTTTGGATTTT 0.468

- 4 574 _p.G173S|MPDZ_ NM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 1. 6 CACTGCCCTCTTG 0.443

- 11 1306 _p.A361V|MAOB_u NM_000898 NP_000889 P27338 AOFB_HUMAN Cytoplasmic. 2 TCCAGAGCTTCTA 0.458

+ 6 1681 NM_007137 NP_009068 P51508 ZNF81_HUMAN 0 ATACAGGAGAGAG 0.433

- 42 5574_5575dsn.2_Missense_M NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 TAGGGCCAAAGG 0.426

- 18 1919 NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 AGAAGTGCTGCTC 0.398

- 3 4644 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 GGGTTCCCAAAG 0.478

- 6 799 es.2_Missense_Mu NM_024921 NP_079197 Q8WVV4 POF1B_HUMAN 0 TTATTTCCTGTGA 0.438

+ 44 4182 _p.G1324E|COL4A NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 TGAAAGGAGATCC 0.433

+ 7 658 K11_uc004eqq.2_5 NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN PH. 3 CAACTTCCTGACG 0.358

+ 4 551 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTGAGGGCGACG 0.582

- 5 1421 4ffl.2_Missense_M NM_001011543 NP_001011543 P43363 MAGAA_HUMAN 0 CTCTCTTCCTCAT 0.468

+ 7 1049 1agl.1_Missense_M NM_080875 NP_543151 Q96AX9 MIB2_HUMAN 0 CGCAGGGTGAGT 0.677

- 13 1413 0nzr.1_Missense_M NM_001042663 NP_001036128 O94827 PKHG5_HUMAN DH. 1 ACAGGCGCTCCG 0.731

+ 8 3948 vj.2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMANng (Potential).|Pro-rich. 1 CCTCTCCCTCTCC 0.498

- 5 1003 C16_uc001awu.2_ NM_024758 NP_079034 Q9BSE5 SPEB_HUMAN 1 CCTGTCCCTGGC 0.522

- 1 402 C16_uc001awu.2_ NM_024758 NP_079034 Q9BSE5 SPEB_HUMAN 1 CAGGCCGGTTGG 0.697

- 57 8423 bk.1_Missense_Mu NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CAGGTGGGATGTC 0.592

+ 4 370 p.G78R|LCK_uc01 NM_005356 NP_005347 P06239 LCK_HUMAN SH3. 6 CACGACGGAGATC 0.602

- 6 983 ba.1_Missense_Mu NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 AGAATCCGGAATC 0.572

- 6 717 mv.1_Missense_Mu NM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1 AGACCCGTGTGGA 0.388

- 5 498 ont.1_Missense_M NM_002370 NP_002361 P61326 MGN_HUMAN 0 AATCCAATAAGAC 0.378

+ 37 4957 se_Mutation_p.R42 NM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 9. 4 AGACTCCGAGCTG 0.473

- 3 1069 3_Intron|KANK4_u NM_181712 NP_859063 Q5T7N3 KANK4_HUMAN Pro-rich. 6 TCAGCTCCCTCCT 0.547

+ 5 449 0ote.1_Missense_M NM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1 CAGTAAATGCTAT 0.358

- 20 2219 OL11A1_uc001dun NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 TCTTCTCCCTGTC 0.284

+ 1 433 NM_018137 NP_060607 Q96LA8 ANM6_HUMAN 0 GGCCCGGGAGG 0.687

- 4 454 orf194_uc009wew NM_001122961 NP_001116433 Q5T5A4 CA194_HUMAN 1 CAGTGTCTGATGT 0.493

+ 14 1330 se_Mutation_p.S37 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 CTCATTCGTTTGT 0.308

+ 11 1623 p.L465F|PHGDH_u NM_006623 NP_006614 O43175 SERA_HUMAN 1 CCCCTGCTCCTAT 0.627

+ 5 1023 ron|NBPF10_uc00 NM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN 1 TCTTTCCTAAGCT 0.378

+ 10 1491 e_Mutation_p.H45 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AATAGCCATGGCT 0.468



+ 8 1210 _p.P311S|RPRD2_ NM_015203 NP_056018 Q5VT52 RPRD2_HUMAN 1 GAGTCTCCTTTTC 0.502

- 10 1044 mr.1_Missense_Mu NM_001025603 NP_001020774 P48382 RFX5_HUMAN 1 TTGTGGGCTCCAC 0.522

- 2 163 NM_001045479 NP_001038944 1 ATTGGCGAAACAT 0.443 rs140012440

- 3 529 NM_017582 NP_060052 Q7Z7E8 UB2Q1_HUMAN 0 ATGCTGCAATAGC 0.507

+ 1 540 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN cellular (Potential). 1 CTGTGACATCTCC 0.517

+ 6 944 _uc010pjo.1_Misse NM_021181 NP_067004 Q9NQ25 SLAF7_HUMAN lasmic (Potential). 3 AAATACCGAAAAA 0.368

+ 6 829 md.1_Missense_Mu NM_001460 NP_001451 Q99518 FMO2_HUMAN 1 CACACCCGGTTTC 0.473

+ 13 1813 n_p.P503S|RABGA NM_014857 NP_055672 Q5R372 RBG1L_HUMANRab-GAP TBC. 4 GGTGTCCCTGAA 0.473

- 2 1083 NM_001009992 NP_001009992 Q5T619 ZN648_HUMAN C2H2-type 1. 1 AGTGTGCCGCGG 0.697

+ 2 390 NM_130782 NP_570138 Q9NS28 RGS18_HUMAN 3 GCCAAAGAAACAA 0.348

- 3 1195 pl.1_Missense_Mu NM_001031725 NP_001026895 Q5T1V6 DDX59_HUMANcase ATP-binding. 4 GCAGACGATAAAG 0.408

+ 12 3444 .K1047N|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 ATCCAAAGGGACT 0.408

+ 9 896 b.2_RNA|LGR6_uc NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN xtracellular (P99_A300insGR 10 GAAGATCGGCATT 0.488

+ 4 1226 CC2_uc001hcb.1_M NM_014858 NP_055673 O75069 TMCC2_HUMAN 1 GCCTCCCCGCCG 0.672

- 31 4445 xgh.1_Missense_M NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 TGCTTCTAAAATA 0.368

+ 20 2710 p.R836W|ACTN2_u NM_001103 NP_001094 P35609 ACTN2_HUMAN 5 TCCTTCCGGATCC 0.502

- 3 397 ibk.2_Missense_M NM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN 0 CGAACGGAGTCTG 0.398

+ 5 214 a.3_RNA|C1orf150 NM_145278 NP_660321 Q5JQS6 CA150_HUMAN 0 TGGCAGGAAAACG 0.438

+ 15 3650 orf18_uc001iik.2_In NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 GATGCAGCAGTGC 0.448

+ 3 962 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN 1 caagagtcccaagagcc 0.393

+ 4 593 iln.2_Missense_M NM_153498 NP_705718 Q8IU85 KCC1D_HUMANProtein kinase. 2 GAGAAGGATGCCA 0.507

+ 11 1364 O3A_uc009xkp.1_R NM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18 TAATATCCAATCT 0.348

+ 13 1580 NM_019043 NP_061916 Q7Z5R6 AB1IP_HUMAN 7 AGTATGGGAAGAC 0.463

- 15 2317_2318qdt.1_Nonsense_M NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6 ACATTTCCATATAG 0.446

+ 6 716 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN ANK 6. 9 TATATACGAAAATT 0.269

- 5 847 AP22_uc010qgl.1_M NM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN Rho-GAP. 1 GCTCCCGGATGAA 0.647

- 16 2273 qgt.1_Missense_Mu NM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1 GGACTCCGTACTC 0.657

- 1 237 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1 CCTTTTCTCCCTT 0.532

- 36 4893 ation_p.E1488K|PCNM_001142769 NP_001136241 Q96QU1 PCD15_HUMAN 13 ATTCTTCCTCAGC 0.393

- 15 1429 p.3_Missense_Mu NM_013451 NP_038479 Q9NZM1 MYOF_HUMAN mic (Potential).|C2 3. 4 TTTTTTCACACAC 0.254

+ 8 1229 xut.2_Missense_M NM_000771 NP_000762 P11712 CP2C9_HUMAN 6 GAATTTCCCAACC 0.378

+ 6 1398 NM_005063 NP_005054 O00767 ACOD_HUMAN lasmic (Potential). 0 ACCACTCCTTTCC 0.443

+ 7 3608 RC1_uc010qqj.1_M NM_015062 NP_055877 Q5VV67 PPRC1_HUMAN 3 GTCCTCCTCCGG 0.517

- 23 3132 .P1042S|SORCS1 NM_052918 NP_443150 Q8WY21 SORC1_HUMANmenal (Potential). 2 CAGCTGGATCCTG 0.542

- 11 1565 0qsp.1_Missense_MNM_001127211 NP_001120683 A0MZ66 SHOT1_HUMAN Pro-rich. 0 aggaggaggtggtgga 0.333

+ 50 6431 _p.G2108R|DMBT1 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN CUB 2. 7 GGAGAGGGTTCC 0.527

+ 52 6879 _p.S2257Y|DMBT1 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN ZP. 7 AACATTTCCTTTTA 0.463

+ 9 1405 NM_001105521 NP_001098991 1 GACGGCTCCTCCG 0.587

- 1 348 x.1_Intron|LOC338 NM_001005922 NP_001005922 Q6L8H4 KRA51_HUMANA repeats of C-C-X-P. 0 CCCTTGGAGCCC 0.672

- 1 530 NM_001005329 NP_001005329 Q8NGJ6 O51A4_HUMAN cellular (Potential). 3 GAATGGGATAATT 0.413

- 2 465 BE1_uc001mam.1 NM_005330 NP_005321 P02100 HBE_HUMAN 0 CCAAAGGAAGTCA 0.512

+ 14 2456 eq.2_Missense_Mu NM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1 GCAAATCGTCAAA 0.413 rs138080438

+ 6 1151 2_uc010qzm.1_Mi NM_006074 NP_006065 Q8IYM9 TRI22_HUMAN B30.2/SPRY. 0 CTTAAAGGTAAGG 0.443

- 8 1859 p.G372D|TRIM3_u NM_006458 NP_006449 O75382 TRIM3_HUMAN NHL 1. 5 GACACACCTTGTA 0.498

+ 3 893 NM_006108 NP_006099 Q9HCB6 SPON1_HUMAN Reelin. 0 ATAGACGAAGAAG 0.438

- 1 1265 mnb.3_Missense_M NM_000525 NP_000516 B4DWI4 B4DWI4_HUMAN 1 GTGGAGGGGCA 0.617

+ 7 1484 yic.2_Nonsense_M NM_004211 NP_004202 Q9Y345 SC6A5_HUMAN Name=4; (Potential). 4 TGGCTTGGGTCAT 0.453



+ 4 3577 _p.P865S|QSER1_ NM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6 CAGAATCCAAGGG 0.413

+ 9 1085 NM_006133 NP_006124 Q9Y4D2 DGLA_HUMAN lasmic (Potential). 3 CCTGCTCGTGAG 0.642

- 2 729 NM_203422 NP_981967 Q8ND94 LRN4L_HUMANe-III.|Extracellular (Potential 0 AGCCCCTTCAGTT 0.677

+ 7 1397 7R|PRDX5_uc001n NM_004451 NP_004442 P11474 ERR1_HUMAN AF-2 domain. 0 AGGGCAAGGTGC 0.647

- 4 521 roz.1_Missense_M NM_004292 NP_004283 Q13671 RIN1_HUMAN SH2. 3 AGCCCTCCAAGGA 0.662

+ 5 882 AS4_uc010rpc.1_In NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN PAS 2. 0 GTCCTAATCTACC 0.542

- 3 413 PPP1CA_uc001okv NM_002708 NP_002699 P62136 PP1A_HUMAN 2 TGCTTGCCCCTGT 0.552

+ 7 807 _p.P177S|IL18BP_ NM_001039659 NP_001034748 O95998 I18BP_HUMAN 0 ACCTTGCCCCCCA 0.597

+ 3 802 _p.V157M|P2RY2_ NM_002564 NP_002555 P41231 P2RY2_HUMAN Name=4; (Potential). 4 GGGGCCGTGTGG 0.726

+ 2 193 ation_p.R65W|MOG NM_025098 NP_079374 Q3SYC2 MOGT2_HUMAN 2 AGCCACGGCAGG 0.562

- 6 1423 oa.3_Missense_Mu NM_000795 NP_000786 P14416 DRD2_HUMAN nteraction with PPP1R9B ( 2 TCTTCTCCTTCTG 0.577

+ 5 665 n_p.S100F|TMPRS NM_019894 NP_063947 Q9NRS4 TMPS4_HUMANular (Potential).|SRCR. 2 GGTTCTCTGCCTG 0.552

+ 15 5059 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 4. 10 ATGCAGGGTGATG 0.552

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCACAAAGA 0.418 rs113451248

- 15 2057 _p.R313C|SLC2A1 NM_153449 NP_703150 Q8TDB8 GTR14_HUMAN lasmic (Potential). 1 TGGGCGGGGGC 0.547

- 14 2015 1rey.2_Splice_Site_ NM_032941 NP_116559 P46063 RECQ1_HUMAN 2 TACATACTTAAGA 0.358

- 15 2107 NM_021957 NP_068776 P54840 GYS2_HUMAN 2 TATCTGGAAAAGC 0.303

- 10 1559 _p.Q385K|BCAT1_u NM_005504 NP_005495 P54687 BCAT1_HUMAN 2 TTACCTGGATATC 0.279

- 12 1945 TC1_uc001rja.2_No NM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN TPR 4. 0 CTTCTTTAAACCG 0.328

+ 9 866 0slz.1_Missense_M NM_000725 NP_000716 P54284 CACB3_HUMAN 0 ACCTCTCCCTGGC 0.582

- 2 712 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Coil 1B.|Rod. 2 CCACCAGATCCCT 0.572

- 2 674 79_uc001sba.2_5'F NM_175834 NP_787028 Q5XKE5 K2C79_HUMAN Rod.|Coil 1B. 4 AGCCTCCCCCGC 0.617

+ 7 1689 cj.2_Missense_Mu NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 TGGCAGCCCTGC 0.552

+ 3 858 .2_RNA|SLC26A10 NM_133489 NP_597996 Q8NG04 S2610_HUMAN 2 TTCTCTCTCTTCA 0.622

- 14 3349 p.A1325T|PTPRB_u NM_002837 NP_002828 P23467 PTPRB_HUMAN II 13.|Extracellular (Potentia 3 TGAGGCGGTCCA 0.552

+ 10 1533 _p.G480E|ACSS3_ NM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4 TCCCAGGATACAA 0.403

+ 5 400 S|RFX4_uc001tlt.2_ NM_213594 NP_998759 Q33E94 RFX4_HUMAN type winged-helix. 1 CAGTTTCCTCAG 0.498

- 20 2434 tul.2_Missense_M NM_004658 NP_004649 O95294 RASL1_HUMAN 4 CAGTCCCCCAGGG 0.632

- 13 1067 k.2_Missense_Muta NM_002150 NP_002141 P32754 HPPD_HUMAN 0 TGGGCCGGTCCT 0.612

- 8 2397 01uia.2_Missense_ NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Pote p.I690I(1) 14 GCAAAGATGGCC 0.577

+ 18 2425 nh.2_Missense_Mu NM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN DH. 2 GTCCTGGAGCGG 0.622

+ 9 976 NM_182614 NP_872420 Q8WV15 FA70B_HUMAN Pro-rich. 0 TTCCCCCGGGGG 0.557

+ 1 839 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMAN Name=7; (Potential). 1 TCTTTCCTTTGAT 0.403

- 10 1644 P1_uc010tlg.1_Mis NM_007110 NP_009041 Q99973 TEP1_HUMAN TROVE. 5 CCAACCCGCAGCA 0.522

- 4 1916 _p.D499N|ZNF219_ NM_016423 NP_057507 Q9P2Y4 ZN219_HUMAN C2H2-type 6. 1 GACAATCCTTGCC 0.607

- 35 6066 ar.1_Nonsense_Mu NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 GCCATCAACTTGT 0.408

+ 1 415 LHL28_uc001wvr.2 NM_015091 NP_055906 Q9Y4F4 F179B_HUMAN 3 TGGCCTCGGCCC 0.587

- 2 469 xdd.2_Missense_M NM_001001872 NP_001001872 Q86TY3 CN037_HUMAN cellular (Potential). 0 CTGAGGGGACAC 0.488

+ 16 3033 _p.V1043I|PLEKHG NM_015549 NP_056364 A1L390 PKHG3_HUMAN 1 GAGCGCGTCAAG 0.632

+ 11 1219 _p.D376N|GALNTL NM_020692 NP_065743 Q8N428 GLTL1_HUMANmenal (Potential). 2 TGGATGGATGAAT 0.547

+ 2 1698 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 AGGATGCCCCTGT 0.672

+ 2 2208 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 TACAAGGAGTTCA 0.567

+ 10 1037 e_Mutation_p.D27 NM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3 AGTGGAGATTACG 0.468

- 23 4085 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 AAGTTCCCCTTGA 0.388

+ 9 882 e.2_Missense_Mu NM_152328 NP_689541 Q8N142 PURA1_HUMAN 2 CCCTTTGTGACTT 0.587

+ 1 562 NM_001080841 NP_001074310 0 CAGCCGACAAGG 0.453

+ 6 550 NM_004212 NP_004203 O43868 S28A2_HUMAN ical; (Potential). 4 TACTGTGGTTGGC 0.478



+ 16 4768 acl.2_Missense_M NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 AATTTGGATTTTT 0.393

- 6 1258 _p.V238G|NPTN_u NM_012428 NP_036560 Q9Y639 NPTN_HUMAN ical; (Potential). 0 ATCACCACAAGGA 0.522

- 26 3409 bbx.2_Missense_M NM_020843 NP_065894 Q9BY12 SCAPE_HUMAN 3 AAGCAGGCACAC 0.488

+ 2 243 0bmt.1_Missense_ NM_207517 NP_997400 P82987 ATL3_HUMAN 27 ACGAGCCCCTGG 0.562

+ 4 1439 592_uc010upb.1_ NM_014630 NP_055445 Q92610 ZN592_HUMAN 6 CCAGCTCCCCACC 0.517

+ 13 1289 LC28A1_uc010upf NM_004213 NP_004204 O00337 S28A1_HUMAN ical; (Potential). 3 CAGATCGATGCCA 0.577

+ 6 1389 AN_uc010upp.1_M NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 TACCCCGACCCC 0.642

+ 39 5911 NM_001271 NP_001262 O14647 CHD2_HUMAN 2 TACCCCCATTGCA 0.542

+ 5 787 ve.2_Missense_M NM_005587 NP_005578 Q02078 MEF2A_HUMAN Ser/Thr-rich. 1 CAATGTCTGTCAC 0.433

+ 6 765 c010bqt.1_Translat NM_006849 NP_006840 Q13087 PDIA2_HUMAN 2 CAGTCCGTGTCTC 0.557

- 3 627 002cgv.3_Translati NM_021259 NP_067082 Q9HCN3 TMM8A_HUMANcellular (Potential). 3 CAACTCGATCTTC 0.657

- 7 693 8_uc002coe.1_Spli NM_178167 NP_835461 Q86UK7 ZN598_HUMAN 2 TAGTCGCTGGCAG 0.657

- 3 288 _p.G43D|PRSS33_ NM_152891 NP_690851 Q8NF86 PRS33_HUMANPeptidase S1. 0 TCCCGGCCATCCC 0.711

- 13 3943 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TGGGGTGGATCTA 0.532

- 7 1032 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1 AACTCGGAAATCA 0.458

- 15 2410 ca.1_Missense_Mu NM_020718 NP_065769 Q70CQ4 UBP31_HUMAN Ser-rich. 10 AAGCTGCAGAGG 0.582

+ 2 411 RS2_uc002dlt.3_5'F NM_019116 NP_061989 O14562 UBFD1_HUMAN 0 AGGCCTCGGTCA 0.622

- 3 726 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN 0 TCTCCCGTGTGGA 0.682

+ 23 2826 ap.1_Missense_Mu NM_005353 NP_005344 Q13349 ITAD_HUMAN cellular (Potential). 1 TGATCAGCAGGTG 0.552

- 16 1694 ge.1_Nonsense_Mu NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN Potential. 0 TCTTCTGGAATAT 0.453

+ 3 405 NM_033119 NP_149110 Q969G9 NKD1_HUMAN 0 ATAGGCCGAAGCA 0.662

- 3 491 _p.P102L|TOX3_uc NM_001080430 NP_001073899 O15405 TOX3_HUMAN 0 GAGGGGGAAACT 0.532

+ 5 1636 sense_Mutation_p.G NM_024731 NP_079007 Q8N4N3 KLH36_HUMAN Kelch 5. 2 CCATCGGGGGCA 0.677

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

- 9 1090 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1 CCCCAGACCAGA 0.532

- 2 546 vqa.1_Missense_M NM_015721 NP_056536 P57678 GEMI4_HUMAN 4 GAAAGCGCTCTAG 0.562

- 22 2766 3_Missense_Mutat NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 TTTCTTCCAGTTC 0.433

- 22 2755 3_Missense_Mutat NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 TCCTTCCTTTTTG 0.428

+ 11 2459 se_Mutation_p.E26 NM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0 CAAAAGGAACTAG 0.333

+ 12 1441 NM_004140 NP_004131 Q15334 L2GL1_HUMAN WD 8. 6 GTTCTGGGATGCC 0.622

+ 4 794 _p.A170V|SMCR7_ NM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0 CATGTGCGTCTCC 0.706

- 3 1312 494_uc010waq.1_I NM_006461 NP_006452 Q96R06 SPAG5_HUMAN 1 TTGGTGCCAACCA 0.502

- 18 3581 p.P991L|SRCIN1_ NM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN 0 TGTCGGGGCTGC 0.672

+ 4 505 ense_Mutation_p.Q NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3 CTCTTCCAAGGAG 0.517

- 2 1903 NM_018143 NP_060613 Q9NVR0 KLH11_HUMAN Kelch 5. 0 AATATCGGTAGGC 0.458

+ 4 777 wha.1_Missense_M NM_173478 NP_775749 Q8N815 CNTD1_HUMAN 1 CCACTCCCCTGG 0.443

- 23 2701 ilw.1_Missense_Mu NM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0 TTCCCATAGCCTG 0.652

+ 5 1137 p.A230T|KCNH6_u NM_030779 NP_110406 Q9H252 KCNH6_HUMANe=Segment S3; (Potential). 1 GTGGCCGCCATC 0.622

- 35 4574 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN C transporter 2. 7 TCAGGAGGACAC 0.483

+ 13 1862 NAI2_uc010dfp.2_R NM_023036 NP_075462 Q9GZS0 DNAI2_HUMAN 3 gaggagggagaggaa 0.373

- 3 795 NM_006678 NP_006669 Q08708 CLM6_HUMANExtracellular (Potential). 0 CCCATGGAGCTCT 0.617

+ 4 1373 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 AATGACGACCACA 0.532

- 22 3185 wzj.1_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMAN inin EGF-like 11. 21 AGTGCCCATCCTC 0.557

+ 4 675 _p.E197K|LAMA3_u NM_198129 NP_937762 Q16787 LAMA3_HUMANminin N-terminal. 11 TTAAAAGAATTTG 0.323

+ 10 1446 NM_194449 NP_919431 O60346 PHLP1_HUMAN LRR 12. 0 CTGCCCGGTGAG 0.368

+ 12 2378 b.2_Missense_Mut NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN lasmic (Potential). 4 CGGAGGGATGTG 0.478

- 9 1672 _p.G462E|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN lasmic (Potential). 4 GGTTTTCCTGGCT 0.488



+ 5 408 PC5_uc002mhj.1_5 NM_174918 NP_777578 Q8IX19 MCEM1_HUMANcellular (Pote p.S128F(1) 1 CAAACTCCGTACA 0.547 rs139191722

+ 2 265 AN16_uc002mqu.1_ NM_012466 NP_036598 Q9UKR8 TSN16_HUMAN ical; (Potential). 1 AAATGTGGAGGGG 0.498

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0 ATAACGTTTTCCC 0.413

- 17 2589 NM_002918 NP_002909 P22670 RFX1_HUMAN ary for dimerization. 2 GCATCTGGTTGAT 0.617

- 37 4969 PAMD8_uc002nfd NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 TTCATCCCCATGT 0.572

+ 4 1529 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1 ATAAGAAAATTCA 0.368

- 7 1345 _p.D79N|LGI4_uc0 NM_139284 NP_644813 Q8N135 LGI4_HUMAN EAR 1. 1 TGTAGTCCCAGGA 0.677

+ 2 129 yb.1_RNA|FXYD1_ NM_021902 NP_068702 O00168 PLM_HUMAN 0 GCCAAGGCAGGTG 0.617

- 3 759 02ovk.1_Missense NM_002785 NP_002776 Q9UQ72 PSG11_HUMAN -like C2-type 1. 0 ATATTTCACATTC 0.507

+ 2 540 gk.1_Missense_Mu NM_018485 NP_060955 Q9P296 C5ARL_HUMANcellular (Potential). 1 GGCTGTCGGGCG 0.652

+ 4 3383 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN Pro-rich. 2 CCAGCTGCCGCTC 0.701

+ 6 4435 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN Pro-rich. 2 cgccgccacagccagcc 0.204

- 8 1124 NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN ANK 5. 2 CACCTCGATACAG 0.542

- 4 1509 616_uc002pyn.2_R NM_178523 NP_848618 Q08AN1 ZN616_HUMAN C2H2-type 9. 0 CATTTGCAAGGTT 0.393

+ 4 1894 po.1_Intron|ZNF53 NM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 15. 0 TAGGAAAATTCAT 0.423

- 5 1271 k.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 4. 0 ACTTCTCACTGAA 0.443 rs141188407

+ 1 820 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANcellular (Potential). 0 GGAGATTTGGGA 0.428

- 3 2049 2qcj.3_Missense_M NM_144687 NP_653288 P59046 NAL12_HUMAN 7 TCCAAGGAGCCCT 0.567

- 6 1228 ILRA3_uc010erk.2 NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 4. 1 GCCGAGGTCACA 0.587

+ 12 1838 e_Mutation_p.D501 NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 AAGGCTGATTTCC 0.607

+ 9 2527 p.T790M|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN LRR 1. 2 CCCTGACGTGCG 0.517

- 8 318 _p.E77K|TNNT1_u NM_003283 NP_003274 P13805 TNNT1_HUMAN 1 GCAGCTCCAGCAG 0.607

- 8 1673 _p.E356K|PTPRH_ NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN tential).|Fibronectin type-III 4 CCAGTTCCTTTAG 0.577

- 23 2880_288102qju.2_5'Flank|SA NM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN 0 ACTGGGAGCCTG 0.653

- 2 164 tation_p.S33F|uc00 NM_144690 NP_653291 Q96NG8 ZN582_HUMAN 4 ACAAGGGACATGA 0.448

+ 4 633 _p.E166K|ZNF324B NM_207395 NP_997278 Q6AW86 Z324B_HUMAN 1 CCCAGGGAAAAG 0.662

+ 14 1633 F512_uc010ylx.1_M NM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1 CTTCCCGAGACAG 0.542

- 11 1264 rnp.1_Missense_M NM_144575 NP_653176 Q6MZZ7 CAN13_HUMAN 2 GGTCCTCCTGCAT 0.473

+ 2 568 M1B_uc002rtv.2_In NM_002706 NP_002697 O75688 PPM1B_HUMAN 2 GTATTCCTCACGG 0.453

- 1 152 YP2_uc002rxq.3_In NM_001003937 NP_001003937 Q8N831 TSYL6_HUMAN 0 GAGTAGCGGGGC 0.597

- 19 3297 f.2_Missense_Muta NM_002285 NP_002276 P51826 AFF3_HUMAN 6 TGGGGCCTTGTTC 0.443

- 8 1432 _p.S449F|TBC1D8 NM_001102426 NP_001095896 O95759 TBCD8_HUMAN 3 TTTTGAGAAGACA 0.532

- 6 1196 F149_uc002tax.1_R NM_173647 NP_775918 Q8NC42 RN149_HUMAN 2 GATTCAGCAGGGG 0.473

+ 11 1550 ywd.1_Missense_M NM_003855 NP_003846 Q13478 IL18R_HUMAN toplasmic (Potential). 3 TGGAAAGAAAAAT 0.353

+ 7 1174 tdx.2_Missense_M NM_001056 NP_001047 O00338 ST1C2_HUMAN 1 ACAAATCGTTCTA 0.403 rs112864909

+ 5 480 A_uc002tks.3_Misse NM_007082 NP_009013 Q9UBK7 RBL2A_HUMAN 1 ATGCCTCCTACTA 0.582

+ 16 1427 yyf.1_Missense_Mu NM_006770 NP_006761 Q9UEW3 MARCO_HUMANxtracellular (Potential). 6 GTAACCGAGGCCG 0.532

- 6 691 0flr.2_Missense_M NM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3 CATTCTCGTTCTG 0.587

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 AGTGGCAGCACC 0.617

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 ATCTTGTTCCTGA 0.607

- 3 596 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 AGTGGCGGCACC 0.602

+ 17 2162 up.2_Missense_M NM_015361 NP_056176 Q15032 R3HD1_HUMAN Poly-Pro. 1 caccgccaccaccacca 0.398

+ 2 599 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 CCATTTCCTGTCC 0.458

- 6 1090 _p.P175S|ZEB2_uc NM_014795 NP_055610 O60315 ZEB2_HUMAN 9 CATCTGGAGTTCC 0.557

- 21 2136 y.1_Missense_Muta NM_004543 NP_004534 P20929 NEBU_HUMAN 20 CACAGTAATTCAT 0.358

- 17 3502 p.E1042K|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 GAGTTTCTTCAGG 0.428

+ 7 576 _p.T119K|PPIG_uc NM_004792 NP_004783 Q13427 PPIG_HUMAN se cyclophilin-type. 3 AGGATACAAATGG 0.269



+ 9 836 3A1_uc010frw.1_5' NM_000090 NP_000081 P02461 CO3A1_HUMAN le-helical region. 13 GACCTGGAGAGC 0.383

+ 18 2063 .1_Missense_Muta NM_001080539 NP_001074008 Q8NCX0 CC150_HUMAN Potential. 0 GTAATGCGGCCCT 0.428

+ 1 159 uc002uup.2_Intron NM_138395 NP_612404 Q96GW9 SYMM_HUMAN 3 GCGATGATGCTTG 0.627

+ 2 322 ce|CDK15_uc010f NM_139158 NP_631897 Q96Q40 CDK15_HUMAN 5 AGTGGGTGAGTG 0.512

+ 4 656 _p.R144H|CXCR2_ NM_001557 NP_001548 P25025 CXCR2_HUMAN lasmic (Potential). 2 TGGACCGTTACCT 0.532

- 10 891 vw.2_Missense_Mu NM_022453 NP_071898 Q96BH1 RNF25_HUMAN 2 GCAGGAGGCTAG 0.557

- 3 329 zlm.1_Missense_M NM_004438 NP_004429 P54764 EPHA4_HUMANcellular (Potential). 12 ACACCCTCTGAG 0.463

- 22 2212 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 AGCCAGGGAGCC 0.587

+ 3 564 vpe.2_Missense_M NM_004504 NP_004495 P52594 AGFG1_HUMAN Arf-GAP. 4 CAATTCCAGACTT 0.328

+ 16 2065 zmp.1_Missense_M NM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2 GAAGAAATCACG 0.473

+ 4 1265 _p.R291K|SH3BP4_ NM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4 CCACAGGAAGCT 0.577

- 21 3034 _p.E936K|HDLBP_ NM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 11. 4 TAGCCTCTCTCCC 0.542

- 16 2050 _p.R608C|HDLBP_ NM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 7. 4 CTTCACGAATCTA 0.502

- 5 817 wrt.1_Missense_M NM_016652 NP_057736 Q9BZJ0 CRNL1_HUMAN HAT 2. 3 ATGGATCGAGCCC 0.388

+ 3 187 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0 CTTTGTTGGCCTC 0.353

+ 3 189 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0 TTGTTGGCCTCAA 0.353

+ 9 1763 2T2_uc002wzf.1_R NM_005093 NP_005084 O43439 MTG8R_HUMAN 2 AGCACAGCCCTGG 0.498

- 4 1844 1_5'Flank|EIF6_uc0 NM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2 GATCACCAGGTCT 0.642

+ 12 2112_2113 tm.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN Ser-rich. 5 ATTCCTCCTTGAC 0.47

- 3 1304 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2 GGCGAAGGAAGG 0.502

+ 15 1841 _p.T244M|SLC9A8 NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1 GGCTGACGCAGG 0.642

- 15 1164 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMAN hatase tensin-type. 5 CAACTTCCTAAAA 0.333

- 3 422 GE_uc002yiw.1_R NM_182482 NP_872288 0 GAAAGGTGTCGG 0.423 rs4913558

- 4 362 SAMSN1_uc002yjv NM_022136 NP_071419 Q9NSI8 SAMN1_HUMAN 4 CTCATCCTTCAGA 0.413

- 1 271 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0 GTGGTACTGCAGG 0.483

- 1 349 NM_181621 NP_853652 Q52LG2 KR132_HUMAN 0 AGGGAGCGGCAG 0.607

+ 8 1178 c.2_RNA|UBASH3A NM_018961 NP_061834 P57075 UBS3A_HUMAN 3 CGGCAAGGAGTC 0.448

- 1 825 .1_Intron|C21orf29 NM_198688 NP_941961 P60371 KR106_HUMANA repeats of C-C-X(3). 0 CAGGCGTGCTGG 0.642

- 1 551 zlh.1_5'UTR|POTE NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 TCGGCTCCATGAA 0.587

- 1 396 TEH_uc002zlh.1_5 NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 ACGTTGCTCTTGC 0.592

+ 14 1899 av.1_Missense_Mu NM_013430 NP_038347 P19440 GGT1_HUMAN cellular (Potential). 0 GGGAGCTGCTGG 0.652

+ 2 594 NM_001013618 NP_001013640 0 ATGGTACCCCCAT 0.582

+ 12 2704 sense_Mutation_p NM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1 CCCCACCTCGGC 0.682

- 24 3765 NM_014941 NP_055756 Q9Y6X9 MORC2_HUMAN 2 GTGTATCAAGGCT 0.597

+ 8 1078 _p.R271H|PPARA_ NM_005036 NP_005027 Q07869 PPARA_HUMAN 2 AGGTCCGCATCT 0.557

- 1 2135 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN r (Potential).|Cadherin 5. 11 GGTCGCGGGCC 0.637

- 3 1039 GAP3_uc003bri.1_R NM_014850 NP_055665 O43295 SRGP2_HUMAN 9 ATTGTTCATGAAG 0.542

+ 1 846 vk.1_Missense_Mu NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN Glu-rich. 5 CAGGATGCTGAG 0.632

+ 2 833 cdq.2_Missense_M NM_052953 NP_443185 Q96PB8 LRC3B_HUMAN LRR 1. 4 CCCAATGAAATTT 0.408

+ 5 878 chb.2_Missense_M NM_178339 NP_848029 Q8IVJ8 APRG1_HUMAN 1 CTGGACCTTTGGA 0.448

- 21 3695 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN III. 9 CCACCACCTTATG 0.448

+ 1 992 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN 1 GAGGAGGCCGAA 0.567

+ 3 618 0hiv.1_Missense_ NM_031200 NP_112477 P51686 CCR9_HUMAN lasmic (Potential). 3 TGAGAGCACATAC 0.473

- 116 8537 N2_uc003cty.1_5'F NM_000094 NP_000085 Q02388 CO7A1_HUMANelical region (NC2). 11 CAGGGGGTACCCG 0.597

- 2 367 NM_003335 NP_003326 P41226 UBA7_HUMAN ximate repeats.|1-1. 2 AGGTGGGGTGGG 0.657

- 28 4388 3dmh.1_Splice_Sit NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4 GCCGTACCGAGC 0.468

+ 15 2743 HA3_uc010hon.1_R NM_005233 NP_005224 P29320 EPHA3_HUMAN(Potential).|Protein kinase. 33 GATGAGGGCTATC 0.498



- 26 2202 ul.2_Missense_Mu NM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN Pro-rich. 4 GTGGGCGGCGA 0.403

+ 12 1925 _p.S462F|ALCAM_ NM_001627 NP_001618 Q13740 CD166_HUMANPotential).|Ig-like C2-type 3. 3 AGGAATCTCCTTA 0.343

+ 1 384 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN 0 GATATCCCACTGT 0.388

- 4 645 A1C_uc003dxk.2_3 NM_005459 NP_005450 O95843 GUC1C_HUMAN 0 AGGAGTCTGTCTC 0.458 rs146701862

- 7 942 NM_138815 NP_620170 Q7Z7J5 DPPA2_HUMAN 3 TCTGCCGAGAGAA 0.512 rs151045476

+ 2 318 xx.2_Missense_M NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Ig-like V-type 1. 3 CAGACAGTAGGC 0.443

- 7 1734 3eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 AATAGTGTTTCCT 0.438

+ 10 1217 bik.1_Missense_M NM_001690 NP_001681 P38606 VATA_HUMAN 3 TGGCCTCGTTTTA 0.443

+ 4 1022 NM_000539 NP_000530 P08100 OPSD_HUMAN Name=7; (Potential). 0 CATGATGAACAAG 0.612

+ 2 504 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN cal region.|VWFA 1. 8 AAGACGGAGTGA 0.498

+ 3 1216 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANProtein kinase. 5 GCCATGGGATGCA 0.428

+ 4 1438 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANProtein kinase. 5 GAAACATCATTTCT 0.423

- 4 573 _p.R82W|PLSCR4_ NM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMAN asmic (By similarity). 0 GATACCGGACAGG 0.517 rs149536276

+ 10 1775 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K helical. 3553 GATCCTCTCTCTG 0.328

+ 7 933 e_Mutation_p.R261 NM_018358 NP_060828 Q9NUQ8 ABCF3_HUMAN C transporter 1. 4 ACGGAGGGAGCG 0.602

- 2 370_371 2_Intron|MASP1_u NM_001879 NP_001870 P48740 MASP1_HUMAN 4 GACAGGGAGAAG 0.47

- 3 593 L6_uc010hza.2_5'U NM_001130845 NP_001124317 P41182 BCL6_HUMAN BTB. 5 TTTTATGGGCTCT 0.517

+ 3 307 D51N|ZNF595_uc NM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0 AACCCAGACCTGG 0.403

+ 2 548 bwi.1_Missense_M NM_020777 NP_065828 Q96PQ0 SORC2_HUMAN Lumenal (Potential). 2 TGTGGCGGTAAGT 0.522

- 5 1121 NM_001358 NP_001349 O43143 DHX15_HUMAN 1 TCAACAGGATGTG 0.403

+ 3 443 _Site_p.G58_splice NM_018317 NP_060787 Q8N5T2 TBC19_HUMAN 1 AAAACAGGTTGGG 0.254

- 4 1146 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN ical; (Potential). 3 CACACCGCCAGAG 0.567

+ 3 506 NM_206919 NP_996802 Q6T311 ARL9_HUMAN 0 ATGTACCTATCCA 0.463

+ 4 1139 L|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 6.|Thr-rich. 4 CTGCCCCACCCAC 0.577

+ 4 1629 e_Mutation_p.E412 NM_004885 NP_004876 Q9Y5X5 NPFF2_HUMAN lasmic (Potential). 3 GTGATGGAAGAAT 0.343

- 2 893 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3 GTCAATGGTGTGT 0.572

- 11 949 p.G244E|EMCN_uc NM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN lasmic (Potential). 0 GTTTTTCCTTGTG 0.373

+ 12 1785 _p.P470Q|HSPA4L_ NM_014278 NP_055093 O95757 HS74L_HUMAN 4 ATGCTCCAATGGA 0.343

- 1 1919 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN r (Potential).|Cadherin 5. 5 GAACTTCCTAGAA 0.418

- 7 3217 AML3_uc011chd.1_ NM_018717 NP_061187 Q96JK9 MAML3_HUMAN Gln-rich. 1 ATCAGCCGTGACG 0.587

- 13 2014 1ckv.1_Missense_M NM_021069 NP_066547 O94875 SRBS2_HUMAN 1 GGAGATCGTCACA 0.542

- 58 9763 AH5_uc003jfc.2_5'U NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 TAAGACCTAATTC 0.413

- 27 4360 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN .|Stem (By similarity). 31 TTTTTTCAATATTC 0.313

+ 2 680 hm.2_Missense_M NM_178140 NP_835260 O15018 PDZD2_HUMAN PDZ 1. 9 TATGGTGAAAAGC 0.567

- 9 1634 0iuq.1_Missense_M NM_030955 NP_112217 P58397 ATS12_HUMAN Disintegrin. 9 CTACTTCCTGGCA 0.473

+ 6 981 3jlb.1_Missense_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANonectin type-III 2. 7 GGCAATGAATTCC 0.562

+ 8 1478 NM_003999 NP_003990 Q99650 OSMR_HUMAN III 1.|Extracellular (Potentia 5 GAACTCCATGGTG 0.343

+ 5 1168 L21_uc003lbc.2_In NM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 7. 1 GCCTTCATCAGGT 0.418

+ 1 946 003lhi.2_Intron|PCD NM_018908 NP_061731 Q9Y5H7 PCDA5_HUMAN r (Potential).|Cadherin 3. 3 CTCATATGAAATTA 0.323

+ 1 1318 003lhi.2_Intron|PCD NM_018908 NP_061731 Q9Y5H7 PCDA5_HUMAN r (Potential).|Cadherin 4. 3 GCCAGCGTGTCTG 0.672 rs147205231

+ 1 1755_1756CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMAN|Extracellular (Potential). 6 TCGGTGGGTGCA 0.693

+ 1 1197 NR_001280 0 AGAAAATTTCTAC 0.458

- 3 754 loh.3_Missense_M NM_004576 NP_004567 Q00005 2ABB_HUMAN 2 CGGGTTCATGGCT 0.373

+ 27 2630 ow.2_Nonsense_M NM_006846 NP_006837 Q9NQ38 ISK5_HUMAN Kazal-like 13. 4 GAATTTCGAAGCA 0.388

+ 15 2394 e_Mutation_p.E758 NM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN 6 GTCAGAGGACTCT 0.597

- 5 4004 2A_uc011dcs.1_In NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN (Potential).|Cadherin 11. 6 GTAGCCGGACACT 0.572

+ 8 1540 R|ODZ2_uc003lzr.3_NM_001122679 NP_001116151 10 CTGGACGGGAAG 0.537



- 7 1149 dy.2_Missense_Mu NM_016356 NP_057440 Q9UHG0 DCDC2_HUMAN 1 AATTCACGTCTTC 0.363

- 18 3061 1djq.1_Nonsense_ NM_014809 NP_055624 Q5VV43 K0319_HUMAN cellular (Potential). 2 AACGCTGTATAAG 0.502

+ 5 2314 5_uc003nki.3_Miss NM_003447 NP_003438 P49910 ZN165_HUMAN C2H2-type 4. 0 ATTCAACCTGAAC 0.463

+ 5 806 NR_027822 0 CCATCCCCATCGT 0.602

- 9 850 AT5_uc003nvz.1_M NM_021160 NP_066983 O95870 ABHGA_HUMAN 0 GCTCAGCTGTCCC 0.592

- 7 895 e_Mutation_p.P52 NM_001145776 NP_001139248 Q13451 FKBP5_HUMANase FKBP-type 2. 1 AATTTAGGCTTCC 0.358

+ 6 2250 tj.1_RNA|BRPF3_u NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN Bromo. 2 ATTTTCCACCGAG 0.408

- 2 246 NM_001010903 NP_001010903 P0C671 CF222_HUMAN 4 GGGGCCTGCGGC 0.632

+ 10 1117 wh.1_Missense_M NM_005588 NP_005579 Q16819 MEP1A_HUMANular (Potential).|MAM. 3 AGACTCGTTGTCT 0.488

+ 5 1290 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 CTGGGGAACAGC 0.403

+ 13 2532 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN cellular (Potential). 50 AGAATTCATACTT 0.328

- 9 1058 COL9A1_uc003pff NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 CCCGGGGGGCCC 0.572

- 17 2783 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN cellular (Potential). 25 CCCGAAGAACAGC 0.378

+ 3 532_533 CBLD1_uc003pxr.1 NM_173674 NP_775945 Q8N8Z6 DCBD1_HUMAN tracellular (Potential). 1 GTGGATCCCACAT 0.436

- 13 1866 p.G514R|SAMD3_ NM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1 GAAATCCTACTTC 0.368

+ 3 1830 0kfi.2_Missense_M NM_052913 NP_443145 Q86VY9 T200A_HUMAN lasmic (Potential). 1 GGTCAAGGAATTT 0.433

+ 3 2157 0kfi.2_Missense_M NM_052913 NP_443145 Q86VY9 T200A_HUMAN lasmic (Potential). 1 GCAAGGGATATAT 0.463

- 2 398 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2 TCTTTCCCTGCTG 0.532

- 13 1781 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN lasmic (Potential). 1 AGAAATGAACACC 0.418

- 3 399 TR|TAGAP_uc003q NM_054114 NP_473455 Q8N103 TAGAP_HUMAN 1 GACATTCGATTAG 0.308

+ 11 1508 NM_000876 NP_000867 P11717 MPRI_HUMAN enal (Potential).|3. 3 GTTGACTGCACC 0.493

- 4 574 003qvc.1_Missense NM_021135 NP_066958 Q15349 KS6A2_HUMAN otein kinase 1. 8 TGAAGGGGTGATT 0.408

- 4 424 NM_003247 NP_003238 P35442 TSP2_HUMAN |Heparin-binding (Potential 5 TCAAAGCGCACGA 0.592

- 20 2213 p.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0 TCGTAAAGTGGAT 0.408

- 2 1141 kbw.1_Missense_M NM_013389 NP_037521 Q9UHC9 NPCL1_HUMAN Name=2; (Potential). 5 ACCACCGGGATG 0.627

- 22 3354 w.2_Missense_Mu NM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4 TGGAAAGGAGCCT 0.677

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 GCAAAACCTTTAC 0.428

+ 4 1570 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 CCTGCTCCTCAAG 0.418

+ 2 1062 nse_Mutation_p.V2 NM_003596 NP_003587 O60507 TPST1_HUMANmenal (Potential). 0 TGTTGGTTCACTA 0.418

+ 6 906 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 GAACCCGAGGGC 0.592

+ 5 517 Site|POR_uc011kg NM_000941 NP_000932 P16435 NCPR_HUMAN lavodoxin-like. 1 GGTGAGGGAGAC 0.627

- 5 7232 _Mutation_p.E231 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 AAACTTCCAGAAT 0.423

- 3 2720 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 CTTTTTCCCCTGT 0.433

+ 13 1626 7orf63_uc011khj.1_NM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1 ACAGATCCGTTTT 0.348

+ 43 3267 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 TGGGAACGATGGT 0.488

- 23 3290 NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN TECPR 7. 1 GGGACGGGATGT 0.592

+ 4 649_650 NT1_uc010ljj.1_Int NM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN 4 CGCAACCTTGGA 0.396

+ 4 1549 CHRM2_uc003vtm NM_001006630 NP_001006631 P08172 ACM2_HUMANasmic (By similarity). 5 CAGTTTCCACTTC 0.463

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 18 2177 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 TGAATTCCTCCAG 0.547

- 9 1451 NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN ical; (Potential). 6 ATCACAGCCCCAA 0.537

+ 6 734 NM_018487 NP_060957 Q96HP8 T176A_HUMAN 2 TGTTCCCAACCAA 0.542

+ 4 507 n_p.P75L|SLC4A2_ NM_003040 NP_003031 P04920 B3A2_HUMANmic (Potential).|Pro-rich. 0 ATCACCCACTGTC 0.692

- 1 143 NM_001005504 NP_001005504 O95013 O4F21_HUMAN Name=1; (Potential). 0 GTCACAGAAAACA 0.488

- 1 5470 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 CCAGGTCTTCTAA 0.368

+ 10 1131 se_Mutation_p.R3 NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2 GGCATTCGTCATA 0.448

- 22 4294 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2 CCTCTAACATCTG 0.517



+ 4 3017 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 AATGATCCCCATA 0.323

- 3 771 .2_5'UTR|RSPO2_ NM_178565 NP_848660 Q6UXX9 RSPO2_HUMAN 7 CAAATGGGATTTG 0.358

+ 19 2139 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 TTTGAAGAAGGAT 0.289

+ 19 2759 lja.1_Nonsense_M NM_016018 NP_057102 A8MW92 P20L1_HUMAN 2 GGGAAGCGAAAAG 0.353

- 10 1262 ion_p.E413K|NAPR NM_145201 NP_660202 Q6XQN6 PNCB_HUMAN 1 GCTTCTCGGGGTC 0.657

- 13 1475 zo.1_Missense_Mu NM_015356 NP_056171 Q14160 SCRIB_HUMAN rens junction and to inhibit c 5 GCCGCCCCTCGA 0.682

+ 7 725 03zbi.3_Missense_ NM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN HEAT 2. 0 TCCTGCCATCCGT 0.692

- 3 1243 NM_003923 NP_003914 O75593 FOXH1_HUMAN 0 CAGGAAGGGGGC 0.682

- 1 1323 _5'Flank|DOCK8_u NM_152569 NP_689782 Q5T8R8 CI066_HUMAN 1 TGCCTACATTCCC 0.642

- 1 101 uc003zrh.1_Intron NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CGCAGCCGGGT 0.542

- 4 884 on_p.E251D|ECM NM_001393 NP_001384 O94769 ECM2_HUMAN Poly-Glu. 2 cctcctcatcctcctcctcc 0.398

- 6 1128 rl.2_Missense_Mu NM_000507 NP_000498 P09467 F16P1_HUMAN 0 TTAGCGGGGTACA 0.358

+ 8 1817 ux.1_Missense_Mu NM_014290 NP_055105 Q8NHU6 TDRD7_HUMAN Tudor 1. 3 GGTTACGGGCACA 0.418

+ 4 760 c.2_Missense_Mut NM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0 CCCTTACTTCGAA 0.373

- 3 1511 FNB31_uc004bja.3 NM_015404 NP_056219 Q9P202 WHRN_HUMAN PDZ 2. p.R288W(1) 6 GGGACCGGCCGT 0.632

- 3 846 vf.2_Missense_Mut NM_002160 NP_002151 P24821 TENA_HUMAN 7 GACCGCTACAGAA 0.557

+ 7 956 86_uc004cjk.1_RN NM_024718 NP_078994 Q3YEC7 PARF_HUMAN all GTPase-like. 0 AATATCCCATTTT 0.512

- 25 3397 _p.W547L|MAP3K1 NM_001001671 NP_001001671 Q6ZN16 M3K15_HUMAN 7 AACATCCAGTGGG 0.423

+ 1 1320 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN 2 ATAGACGGTATTA 0.463

+ 1 25 NM_004651 NP_004642 P51784 UBP11_HUMAN 3 CTGTTTGGGGGG 0.562

+ 11 1741 dyz.2_Nonsense_M NM_005120 NP_005111 Q93074 MED12_HUMAN 4 CAGCTGCAAGCG 0.527

+ 7 2564 ps.1_Missense_M NM_018977 NP_061850 Q9NZ94 NLGN3_HUMAN lasmic (Potential). 1 CACCACGAGTGTG 0.687

- 2 460 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0 TCCTTCCCATAGG 0.607

- 1 1311 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 TTCTTTGAACCAC 0.478

+ 9 1374 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 CTGAGCGATCTCC 0.602

- 2 214 Q8N1B3 FA58A_HUMAN 0 AAGTACCTGCGCA 0.527

+ 7 763 R1_uc001ajf.1_3'U NM_007033 NP_008964 O15258 RER1_HUMAN 0 ATGCCGGCAAGG 0.493

- 21 2575 RSF25_uc001ani.1 NM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1 GACAGCGTGTCCC 0.622

+ 10 1160 k.1_Missense_Mut NM_002631 NP_002622 P52209 6PGD_HUMAN 1 ATGGTGGCATCGC 0.552

+ 8 3152 vod.1_Missense_M NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 ACCGATGCCGGG 0.522

+ 8 3948 vj.2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMANng (Potential).|Pro-rich. 1 CCTCTCCCTCTCC 0.498

- 5 1003 C16_uc001awu.2_ NM_024758 NP_079034 Q9BSE5 SPEB_HUMAN 1 CCTGTCCCTGGC 0.522

+ 11 8698 p.1_Missense_Mut NM_015001 NP_055816 Q96T58 MINT_HUMAN th RBPSUH (By similarity). 15 ATCAGCGCCAAG 0.582

- 16 2569 obr.1_Missense_M NM_003443 NP_003434 Q13105 ZBT17_HUMAN ction with HCFC1. 0 GAGGGCGGAAG 0.677 rs34433473

- 5 784 FBXO42_uc001ayf NM_018994 NP_061867 Q6P3S6 FBX42_HUMAN Kelch 2. 2 AGCCACCAAACAG 0.483

+ 8 1974 _p.G457D|PAX7_uc NM_002584 NP_002575 P23759 PAX7_HUMAN 203 TGGCCGGCTATCA 0.672

- 21 2003 bew.2_Missense_M NM_002885 NP_002876 P47736 RPGP1_HUMAN 3 CCCTCCGTCTCCT 0.667

- 2 839 vrj.2_Missense_Mu NM_004350 NP_004341 Q13761 RUNX3_HUMAN Runt. 0 CCACTGCGGCCC 0.597

- 12 1220 2_Missense_Mutati NM_183008 NP_892120 Q5T124 UBX11_HUMAN 1 TCCAAGGCCTTGT 0.647

- 14 1373 ik.1_Nonsense_Mu NM_006802 NP_006793 Q12874 SF3A3_HUMAN Matrin-type. 0 GCCCTCGGTAGG 0.393

+ 30 12702 a.1_Missense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 GTGTCCGATGCTA 0.483

+ 11 1695 M4A_uc010oki.1_In NM_014663 NP_055478 O75164 KDM4A_HUMAN 1 CATCTTCTAGCCT 0.522

+ 22 1994 SBPL9_uc001csw.2 NM_024586 NP_078862 Q96SU4 OSBL9_HUMAN 1 TTGGAAGATCAGA 0.438

+ 4 1551 NM_000098 NP_000089 P23786 CPT2_HUMAN ial matrix (By similarity). 0 CATGGGGATGGC 0.517

+ 37 4957 se_Mutation_p.R42 NM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 9. 4 AGACTCCGAGCTG 0.473

- 3 1069 3_Intron|KANK4_u NM_181712 NP_859063 Q5T7N3 KANK4_HUMAN Pro-rich. 6 TCAGCTCCCTCCT 0.547

+ 5 449 0ote.1_Missense_M NM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1 CAGTAAATGCTAT 0.358



- 20 2219 OL11A1_uc001dun NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 TCTTCTCCCTGTC 0.284

- 10 1464 nse_Mutation_p.V4NM_001048210 NP_001041675 Q96S66 CLCC1_HUMAN 1 GTACCACCGTGGG 0.468

- 4 454 orf194_uc009wew NM_001122961 NP_001116433 Q5T5A4 CA194_HUMAN 1 CAGTGTCTGATGT 0.493

+ 4 491 9wey.2_Missense_ NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 TCCCTCGGCACAG 0.587

- 1 791 NM_005549 NP_005540 Q16322 KCA10_HUMAN 4 TGGGCCGGTTCC 0.448

+ 14 1330 se_Mutation_p.S37 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 CTCATTCGTTTGT 0.308

+ 22 3382 splice|C1orf203_uc NM_000701 NP_000692 P05023 AT1A1_HUMAN 1 CTGGCGGTAATTA 0.493

+ 7 934 _p.R236H|PHGDH_ NM_006623 NP_006614 O43175 SERA_HUMAN NAD. 1 GTGCCCGTGGAG 0.617

+ 5 1023 ron|NBPF10_uc00 NM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN 1 TCTTTCCTAAGCT 0.378

+ 10 1491 e_Mutation_p.H45 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AATAGCCATGGCT 0.468

+ 2 237 A10_uc010oyv.1_M NM_003637 NP_003628 O75578 ITA10_HUMAN r (Potential).|FG-GAP 1. 8 GACAGCGATGGTG 0.507

+ 8 1210 _p.P311S|RPRD2_ NM_015203 NP_056018 Q5VT52 RPRD2_HUMAN 1 GAGTCTCCTTTTC 0.502

+ 6 577 exn.2_Missense_M NM_002810 NP_002801 P55036 PSMD4_HUMAN VWFA. 0 TGGTGACAGTGCC 0.512

- 10 1044 mr.1_Missense_Mu NM_001025603 NP_001020774 P48382 RFX5_HUMAN 1 TTGTGGGCTCCAC 0.522

- 2 2653 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN 5 GGCGGCGTCTCT 0.612

- 2 163 NM_001045479 NP_001038944 1 ATTGGCGAAACAT 0.443 rs140012440

- 13 3445 i.2_Missense_Muta NM_001111 NP_001102 P55265 DSRAD_HUMANA to I editase. 6 ACACGACAGCAAA 0.453

+ 2 1319 'Flank|RUSC1_uc0 NM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2 TCGGCACCTCCTC 0.687

- 3 1166 _p.P229L|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 TTGGAAGGAGGAC 0.453

- 12 1222 wsb.1_Missense_M NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN 6 GATCCGCTGCAC 0.612

+ 3 1087 NM_001763 NP_001754 P06126 CD1A_HUMAN ular (Potential).|Ig-like. 3 GCCCACGTTTCAT 0.468 rs142655599

+ 1 540 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN cellular (Potential). 1 CTGTGACATCTCC 0.517

+ 1 82 P12_uc001gbp.2_5 NM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1 GCTGTGCCGGGC 0.672

+ 7 958 md.1_Missense_M NM_001460 NP_001451 Q99518 FMO2_HUMAN 1 ATGAAGGAACCTG 0.408

+ 13 1813 n_p.P503S|RABGA NM_014857 NP_055672 Q5R372 RBG1L_HUMANRab-GAP TBC. 4 GGTGTCCCTGAA 0.473

+ 17 2915 p.Q867H|LAMC2_ NM_005562 NP_005553 Q13753 LAMC2_HUMAN ial.|Domain II and I. 3 CTTTCAGGTGAGG 0.478

+ 2 390 NM_130782 NP_570138 Q9NS28 RGS18_HUMAN 3 GCCAAAGAAACAA 0.348

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

- 8 2151 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 ACTGAATGAGATC 0.393

- 3 1195 pl.1_Missense_Mu NM_001031725 NP_001026895 Q5T1V6 DDX59_HUMANcase ATP-binding. 4 GCAGACGATAAAG 0.408

+ 4 772 NPEP_uc001gxf.2 NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 GAGCCGGGTGTG 0.502

+ 9 896 b.2_RNA|LGR6_uc NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN xtracellular (P99_A300insGR 10 GAAGATCGGCATT 0.488

- 1 475 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2 GGAAAAAGGGTG 0.627

+ 9 965 y.1_Intron|MDM4_ NM_002393 NP_002384 O15151 MDM4_HUMAN |Asp/Glu-rich (acidic). 3 AAGTAGGGAAAG 0.353

+ 4 1226 CC2_uc001hcb.1_M NM_014858 NP_055673 O75069 TMCC2_HUMAN 1 GCCTCCCCGCCG 0.672

+ 3 288 _p.R60H|PFKFB2_ NM_006212 NP_006203 O60825 F262_HUMAN phofructo-2-kinase. 1 TAACACGCTACCT 0.507

- 29 4384 NM_004446 NP_004437 P07814 SYEP_HUMAN -tRNA synthetase. 2 TATCACGTGGCCC 0.383 rs113334654

+ 3 355 se_Mutation_p.Q9 NM_032324 NP_115700 Q9BSD7 NTPCR_HUMAN 0 TTTGAGCAGTTGG 0.458

- 3 397 ibk.2_Missense_M NM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN 0 CGAACGGAGTCTG 0.398

+ 5 214 a.3_RNA|C1orf150 NM_145278 NP_660321 Q5JQS6 CA150_HUMAN 0 TGGCAGGAAAACG 0.438

- 1 625 NM_001004692 NP_001004692 Q8NG77 O2T12_HUMAN Name=5; (Potential). 3 GGAAAAGGGGAC 0.547

+ 3 962 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN 1 caagagtcccaagagcc 0.393

+ 4 593 iln.2_Missense_M NM_153498 NP_705718 Q8IU85 KCC1D_HUMANProtein kinase. 2 GAGAAGGATGCCA 0.507

- 8 1249 qcu.1_Missense_M NM_005028 NP_005019 P48426 PI42A_HUMAN PIPK. 2 ATGTTCGGATCGA 0.537

+ 11 1364 O3A_uc009xkp.1_R NM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18 TAATATCCAATCT 0.348

+ 13 1580 NM_019043 NP_061916 Q7Z5R6 AB1IP_HUMAN 7 AGTATGGGAAGAC 0.463

- 15 2317_2318qdt.1_Nonsense_M NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6 ACATTTCCATATAG 0.446



- 19 4504 uu.1_Missense_Mu NM_021738 NP_068506 O95425 SVIL_HUMAN 6 TACCTTCCAGGGG 0.542

+ 17 1845 se_Mutation_p.D46 NM_024688 NP_078964 Q9H943 CJ068_HUMAN 3 GGAAGAGATATAA 0.299

+ 6 716 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN ANK 6. 9 TATATACGAAAATT 0.269

- 1 237 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1 CCTTTTCTCCCTT 0.532

- 36 4893 ation_p.E1488K|PCNM_001142769 NP_001136241 Q96QU1 PCD15_HUMAN 13 ATTCTTCCTCAGC 0.393

- 27 5139_5140G5_uc001jzj.2_Mis NM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8 TTCCTCCGAAAA 0.53 rs146019787

- 8 1075 utation_p.T275M|A NM_001613 NP_001604 P62736 ACTA_HUMAN 0 AGGGCCGTGATCT 0.517

+ 8 1229 xut.2_Missense_M NM_000771 NP_000762 P11712 CP2C9_HUMAN 6 GAATTTCCCAACC 0.378

+ 1 240 mg.2_Missense_M NM_004088 NP_004079 P04053 TDT_HUMAN 1 TTGATGGCCTCCT 0.577

- 7 842 vh.1_Missense_Mu NM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 6. 4 GACACGGGGATG 0.592

+ 6 1398 NM_005063 NP_005054 O00767 ACOD_HUMAN lasmic (Potential). 0 ACCACTCCTTTCC 0.443

- 5 650 _uc001krw.1_Intron NM_176792 NP_789762 Q8N983 RM43_HUMAN 1 GGGCTGGAGCAG 0.453

- 23 3132 .P1042S|SORCS1 NM_052918 NP_443150 Q8WY21 SORC1_HUMANmenal (Potential). 2 CAGCTGGATCCTG 0.542

- 1 441 OC2_uc009xxx.2_In NR_026715 0 GCCAGGTGCCCC 0.537

- 11 1565 0qsp.1_Missense_MNM_001127211 NP_001120683 A0MZ66 SHOT1_HUMAN Pro-rich. 0 aggaggaggtggtgga 0.333

- 19 3423 p.M1059L|EIF3A_u NM_003750 NP_003741 Q14152 EIF3A_HUMAN DE]-[DE]-R-[SEVGFPILV]-[ 0 CATCCATGCCTCG 0.627

+ 50 6431 _p.G2108R|DMBT1 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN CUB 2. 7 GGAGAGGGTTCC 0.527

+ 52 6879 _p.S2257Y|DMBT1 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN ZP. 7 AACATTTCCTTTTA 0.463

+ 9 1238 NM_032182 NP_115558 Q15018 F175B_HUMAN 0 ATTCTCGACCCAT 0.448

- 4 405 O9_uc010qvv.1_5'U NM_001012302 NP_001012302 A1A5B4 ANO9_HUMAN lasmic (Potential). 4 GCGCGGCCAGC 0.647

+ 9 1150 tation_p.P327L|TN NM_138567 NP_612634 Q8NBV8 SYT8_HUMAN toplasmic (Potential). 1 CTGAGCCCGTAGG 0.687

+ 8 1963 _p.E467K|DNHD1_ NM_144666 NP_653267 Q96M86 DNHD1_HUMAN 2 GTTCACGAGGAC 0.522

- 3 665 _p.A105D|CYP2R1 NM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2 GCACTGGCAGCTA 0.388

- 1 1265 mnb.3_Missense_M NM_000525 NP_000516 B4DWI4 B4DWI4_HUMAN 1 GTGGAGGGGCA 0.617

+ 7 1484 yic.2_Nonsense_M NM_004211 NP_004202 Q9Y345 SC6A5_HUMAN Name=4; (Potential). 4 TGGCTTGGGTCAT 0.453

+ 4 3577 _p.P865S|QSER1_ NM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6 CAGAATCCAAGGG 0.413

- 3 308 L1_uc001ocq.1_5' NM_080668 NP_542399 Q96FF9 CDCA5_HUMAN 0 CTGGGTGTCTGGA 0.552

+ 5 882 AS4_uc010rpc.1_In NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN PAS 2. 0 GTCCTAATCTACC 0.542

- 6 1423 oa.3_Missense_Mu NM_000795 NP_000786 P14416 DRD2_HUMAN nteraction with PPP1R9B ( 2 TCTTCTCCTTCTG 0.577

+ 5 665 n_p.S100F|TMPRS NM_019894 NP_063947 Q9NRS4 TMPS4_HUMANular (Potential).|SRCR. 2 GGTTCTCTGCCTG 0.552

- 14 1621 p.G495R|TREH_u NM_007180 NP_009111 O43280 TREA_HUMAN 1 CTCCCCCACCGGG 0.617

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCACAAAGA 0.418 rs113451248

- 5 761 R43H|RPUSD4_uc NM_032795 NP_116184 Q96CM3 RUSD4_HUMAN 1 CGGCTGCGCCGC 0.547

+ 9 1226 p.G351D|FAM118B NM_024556 NP_078832 Q9BPY3 F118B_HUMAN 0 CTACAGGCTGTAG 0.408

- 16 2360 qgy.1_Missense_M NM_014987 NP_055802 Q9UPX0 TUTLB_HUMAN cellular (Potential). 0 GGCTGCGGGAAG 0.637

+ 14 2336 _uc001qkn.2_Miss NM_199460 NP_955630 Q13936 CAC1C_HUMANacellular (Potential). 11 TTTGGAGGAAAG 0.418

+ 3 778 seh.1_5'Flank|TUL NR_027363 0 ACCCCCGAGGAC 0.512

- 22 3176 WF_uc010set.1_Int NM_000552 NP_000543 P04275 VWF_HUMAN VWFD 3. 12 GGTGGCGGTCCCA 0.552

+ 26 3357 p.M667V|A2ML1_u NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 ACAGCTATGAAGG 0.448

+ 29 3634 _p.P759L|A2ML1_u NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 CTACTCCATCATC 0.478

- 4 563 e_Mutation_p.F161 NM_001781 NP_001772 Q07108 CD69_HUMAN .|Extracellular (Potential). 0 TTGTTAAATTCTT 0.398

- 3 276 NM_006248 NP_006239 0 GGGGTGGTCCTTG 0.612

- 23 4953 LRP6_uc010shl.1_M NM_002336 NP_002327 O75581 LRP6_HUMAN Potential).|PPPSP motif E. 12 GGTGGCGGTGGG 0.517

- 15 2107 NM_021957 NP_068776 P54840 GYS2_HUMAN 2 TATCTGGAAAAGC 0.303

- 12 1945 TC1_uc001rja.2_No NM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN TPR 4. 0 CTTCTTTAAACCG 0.328

- 2 641 rmf.2_Missense_M NM_052885 NP_443117 Q96QE2 MYCT_HUMAN Name=4; (Potential). 1 ACCTCCGCAATGT 0.403

+ 21 2256 d.2_Missense_Mut NM_000289 NP_000280 P08237 K6PF_HUMAN 4 AGTTACCGTAATG 0.527



+ 9 866 0slz.1_Missense_M NM_000725 NP_000716 P54284 CACB3_HUMAN 0 ACCTCTCCCTGGC 0.582

- 12 1269 1rvs.2_Missense_M NM_013277 NP_037409 Q9H0H5 RGAP1_HUMAN ol-ester/DAG-type. 1 ACCACACGACAGT 0.463

- 6 1295 RT8_uc009zml.1_M NM_002273 NP_002264 P05787 K2C8_HUMAN Rod.|Coil 2. 2 TCTCCTCGCCCTC 0.657

+ 18 4145 _Mutation_p.R1027 NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 CCAGACCGGATCA 0.577

+ 3 458 F5A_uc010srr.1_Int NM_004984 NP_004975 Q12840 KIF5A_HUMANKinesin-motor. 3 ATTTTTGCTTATG 0.488

+ 6 494 n_p.M92V|RAP1B_ NM_001089704 NP_001083173 P61224 RAP1B_HUMAN 0 GTTCCAATGATTC 0.303

- 14 3349 p.A1325T|PTPRB_u NM_002837 NP_002828 P23467 PTPRB_HUMAN II 13.|Extracellular (Potentia 3 TGAGGCGGTCCA 0.552

- 2 301 se_Mutation_p.R85 NM_001109754 NP_001103224 P23467 PTPRB_HUMAN p.R86H(1) 3 GAACAGCGGTCC 0.542

- 4 976 stq.1_Missense_M NM_002849 NP_002840 Q15256 PTPRR_HUMANcellular (Potential). 3 AGTGAACGAAGAA 0.363

+ 13 1527 swv.2_Splice_Site_ NM_022771 NP_073608 Q8TC07 TBC15_HUMAN 0 CAAATGGTAAGAA 0.308

+ 10 1533 _p.G480E|ACSS3_ NM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4 TCCCAGGATACAA 0.403

- 1 720 NM_032148 NP_115524 Q96JW4 S41A2_HUMAN Cytoplasmic. 2 CCACCTGTACTAT 0.363

+ 5 400 S|RFX4_uc001tlt.2_ NM_213594 NP_998759 Q33E94 RFX4_HUMAN type winged-helix. 1 CAGTTTCCTCAG 0.498

- 20 2434 tul.2_Missense_M NM_004658 NP_004649 O95294 RASL1_HUMAN 4 CAGTCCCCCAGGG 0.632

+ 11 2162 NF10_uc001tyq.3_M NM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2 GACAGCGTCACA 0.458

- 7 981 1uaf.2_RNA|ANAP NM_016237 NP_057321 Q9UJX4 APC5_HUMAN 6 TGCTTTCGGCTCC 0.483

- 8 2397 01uia.2_Missense_ NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Pote p.I690I(1) 14 GCAAAGATGGCC 0.577

+ 8 957 37_splice|NUPL1_ NM_014089 NP_054808 Q9BVL2 NUPL1_HUMAN 0 TTTCTTAGGGATA 0.308

- 5 1615 nse_Mutation_p.R4 NM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2 TTCGGCGAAAGCC 0.433

- 8 1327 c.3_Missense_Mut NM_002019 NP_002010 P17948 VGFR1_HUMAN 4.|Extracellular (Potential). 24 TGCCAGCTACGG 0.408

+ 8 979 |DGKH_uc010tfj.1_ NM_178009 NP_821077 Q86XP1 DGKH_HUMAN 2 CCGATGGTATGTA 0.338

- 19 4122 p.R1257H|ATP7B_ NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 TTGATGCGTATCC 0.542

- 25 3343 hu.2_Missense_M NM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN Potential. 2 GTTGGCGTTCGAG 0.323

+ 12 2822 p.Q587K|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 CTAGCCAGAAAG 0.502

+ 21 2636 NM_003291 NP_003282 P29144 TPP2_HUMAN 2 CTTTGTGAACTAT 0.368

+ 40 3936 NM_001846 NP_001837 P08572 CO4A2_HUMAN le-helical region. 6 ACATCCACGGAGA 0.557

+ 9 976 NM_182614 NP_872420 Q8WV15 FA70B_HUMAN Pro-rich. 0 TTCCCCCGGGGG 0.557

+ 1 839 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMAN Name=7; (Potential). 1 TCTTTCCTTTGAT 0.403

- 35 6066 ar.1_Nonsense_Mu NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 GCCATCAACTTGT 0.408

+ 5 304 se_Mutation_p.Q33 NM_178336 NP_848026 Q86TS9 RM52_HUMAN 0 GCATGGCAGCTCA 0.473

+ 5 1439 he.2_Missense_Mu NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN xtracellular (Potential). 1 AATGGTCGTGGC 0.582

+ 2 379 nd.1_Missense_Mu NM_173527 NP_775798 Q8IYK8 REM2_HUMAN 2 CAGGGGAGGCAG 0.617

- 5 519 R91H|RBM23_uc0 NM_001077351 NP_001070819 Q86U06 RBM23_HUMAN Arg-rich. 1 TGTCGACGATCCC 0.542

- 14 1604 MT5_uc010tng.1_M NM_006109 NP_006100 O14744 ANM5_HUMAN 1 GCAGCCGTACCA 0.507

- 2 469 xdd.2_Missense_M NM_001001872 NP_001001872 Q86TY3 CN037_HUMAN cellular (Potential). 0 CTGAGGGGACAC 0.488

+ 2 606 HG3_uc001xhp.2_M NM_015549 NP_056364 A1L390 PKHG3_HUMAN DH. 1 GACCTGCGCAGC 0.622

+ 11 1219 _p.D376N|GALNTL NM_020692 NP_065743 Q8N428 GLTL1_HUMANmenal (Potential). 2 TGGATGGATGAAT 0.547

+ 9 2092 FRS5_uc001xlp.2_ NM_006925 NP_008856 Q13243 SRSF5_HUMAN r-rich (RS domain). 0 CAGCCGGTCAAG 0.537

- 2 1415 NM_003814 NP_003805 O43506 ADA20_HUMAN2B.|Extracellular (Potential). 1 GTGGCCCAAAGT 0.428

+ 2 2208 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 TACAAGGAGTTCA 0.567

- 2 214 0tvf.1_Missense_M NM_015305 NP_056120 Q9UNK9 ANGE1_HUMAN 4 CTGTTCGCCAGAA 0.537

- 23 4085 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 AAGTTCCCCTTGA 0.388

+ 4 487 hu.3_Missense_Mu NM_003836 NP_003827 P80370 DLK1_HUMAN r (Potential).|EGF-like 3. 4 CTCTATGAATGCT 0.582

+ 1 562 NM_001080841 NP_001074310 0 CAGCCGACAAGG 0.453

+ 9 1995 NM_019074 NP_061947 Q9NR61 DLL4_HUMAN lasmic (Potential). 2 CTTCGACGGCCG 0.617

+ 16 4768 acl.2_Missense_M NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 AATTTGGATTTTT 0.393

- 48 9705 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 GTTCTGGCCAGAA 0.483



- 6 550 uc010ujo.1_Missen NM_017858 NP_060328 Q9BVW5 TIPIN_HUMAN 1 TTGCTAACAAAAT 0.219

- 2 149 0bis.2_Missense_M NM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN 0 TAGTCCGGGGGC 0.517

- 11 1788 R521H|PKM2_uc01 NM_182471 NP_872271 P14618 KPYM_HUMAN g; part of allosteric site.|Inter 1 CCAGGGCGCCAT 0.622

- 6 1258 _p.V238G|NPTN_u NM_012428 NP_036560 Q9Y639 NPTN_HUMAN ical; (Potential). 0 ATCACCACAAGGA 0.522

+ 2 243 0bmt.1_Missense_ NM_207517 NP_997400 P82987 ATL3_HUMAN 27 ACGAGCCCCTGG 0.562

+ 4 1439 592_uc010upb.1_ NM_014630 NP_055445 Q92610 ZN592_HUMAN 6 CCAGCTCCCCACC 0.517

+ 12 5371 pc.1_Missense_M NM_020778 NP_065829 Q96L96 ALPK3_HUMAN type protein kinase. 12 GTTCTCGGGAATG 0.547

+ 13 1289 LC28A1_uc010upf NM_004213 NP_004204 O00337 S28A1_HUMAN ical; (Potential). 3 CAGATCGATGCCA 0.577

+ 4 567 2_Missense_Mutat NM_006122 NP_006113 P49641 MA2A2_HUMANmenal (Potential). 3 GGCAAGGCTTCG 0.602

+ 11 2328 R_uc010bon.2_Mi NM_000875 NP_000866 P08069 IGF1R_HUMAN cellular (Potential). 8 ACGGCCGCAGAC 0.527 rs70958396

+ 5 787 ve.2_Missense_M NM_005587 NP_005578 Q02078 MEF2A_HUMAN Ser/Thr-rich. 1 CAATGTCTGTCAC 0.433

+ 18 1718 p.R538H|BAIAP3_u NM_003933 NP_003924 O94812 BAIP3_HUMAN 1 GCAACCGTGAGT 0.443

- 6 1859 NM_032444 NP_115820 Q8IY92 SLX4_HUMAN C20orf94, ERCC4 and MSH 0 ACCTTCCGCCTCT 0.597

- 13 3943 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TGGGGTGGATCTA 0.532

- 50 8796 p.M2671I|SMG1_u NM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16 TCCGCTCATACTG 0.532

- 7 1032 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1 AACTCGGAAATCA 0.458

- 3 253 n_p.G15S|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 GAGTACCCCACAG 0.498

+ 13 1998 NM_001039 NP_001030 P51170 SCNNG_HUMANasmic (By similarity). 6 AAGTGCCCGGCAC 0.572

- 2 144 MCE1_uc002doj.1_ NM_145080 NP_659547 Q8WV22 NSE1_HUMAN 0 AGCGCCGGTGGA 0.547

+ 16 3232 NM_015202 NP_056017 O60303 K0556_HUMAN 8 TGCCACGTTGCCC 0.532

- 16 1694 ge.1_Nonsense_Mu NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN Potential. 0 TCTTCTGGAATAT 0.453

- 3 491 _p.P102L|TOX3_uc NM_001080430 NP_001073899 O15405 TOX3_HUMAN 0 GAGGGGGAAACT 0.532

- 3 378 hm.2_Missense_M NM_001012398 NP_001012398 Q9H8T0 AKTIP_HUMAN 0 GGGGCAGGAGATG 0.468

+ 5 1861 ation_p.R72*|NFAT NM_173165 NP_775188 Q12968 NFAC3_HUMAN RHD. 3 GAACTTCGAAAAG 0.343

- 6 3010 eyx.2_Missense_M NM_006927 NP_008858 Q16842 SIA4B_HUMANmenal (Potential). 1 CTGTCGGCCCCG 0.697

- 36 5718 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN p.D1816H(1) 2 GCTGATCAAATTC 0.443

- 5 854 8B_uc010vmu.1_N NM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0 ATGGTCCCAGGC 0.607

+ 4 2028 nn.1_Missense_Mu NM_015251 NP_056066 O43313 ATMIN_HUMAN 0 GGACATAGAGACT 0.458

- 8 1446 se_Mutation_p.E42 NM_020947 NP_065998 Q6P9B6 K1609_HUMAN 2 GCCCTTCGCTGTG 0.632

- 8 1131 se_Mutation_p.P29 NM_017740 NP_060210 Q9NXF8 ZDHC7_HUMAN 1 ATGTGGGCTTCTC 0.572

+ 2 1176 H3_uc010vou.1_R NM_020655 NP_065706 Q8WXH2 JPH3_HUMAN ic (Potential).|MORN 7. 2 TCGGACGGGCTC 0.647

- 24 2243 pn.1_Missense_M NM_000135 NP_000126 O15360 FANCA_HUMAN 6 ACACTGGAGGCA 0.642

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

+ 3 758 orf97_uc010vpz.1_ NM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN tandem repeat of A-L-K-G- 1 ACCCCGACCCCG 0.726

- 11 1809 2fta.1_RNA|SCARF NM_003693 NP_003684 Q14162 SREC_HUMAN .|Cytoplasmic (Potential). 1 ATGGCCGCTTGGC 0.667

+ 9 1237 _p.L215H|CTNS_u NM_004937 NP_004928 O60931 CTNS_HUMAN ical; (Potential). 0 TTGTCCTCACGC 0.607

+ 20 3089 7M|USP6_uc010ck NM_004505 NP_004496 P35125 UBP6_HUMANRab-GAP TBC. 5 TGGGACGTGTATT 0.587

- 4 2644 _p.G697R|NLRP1_ NM_033004 NP_127497 Q9C000 NALP1_HUMAN 9 TCCTCCCCTGAGA 0.562

- 5 808 XE3_uc010vuo.1_ NM_021628 NP_067641 Q9BYJ1 LOXE3_HUMANLipoxygenase. 5 GATCTTCCAGCTT 0.473

- 4 751 25A35_uc002gkt.2_ NM_201520 NP_958928 Q3KQZ1 S2535_HUMAN Solcar 3. 0 TGGGCTGGTTGTA 0.597

- 34 4856 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 TCTTTTTCAGCAA 0.408

- 22 2766 3_Missense_Mutat NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 TTTCTTCCAGTTC 0.433

- 22 2755 3_Missense_Mutat NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 TCCTTCCTTTTTG 0.428

- 9 1701 ow.2_Missense_M NM_006470 NP_006461 O95361 TRI16_HUMAN B30.2/SPRY. 3 GTGTGCTGTGTC 0.557

+ 11 2459 se_Mutation_p.E26 NM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0 CAAAAGGAACTAG 0.333

+ 9 767 vyb.1_Missense_M NM_001040078 NP_001035167 Q6DKI2 LEG9C_HUMAN Galectin 2. 1 ACCATTCCGGGAG 0.587

- 53 6774 no.2_Missense_M NM_198836 NP_942133 Q13085 ACACA_HUMAN 2 GCATCCGGCCTGG 0.512



- 8 1873 wdi.1_Missense_Mu NM_000458 NP_000449 P35680 HNF1B_HUMAN 3 ATTACCTGTTTAC 0.537

+ 2 219 tq.2_Missense_Mu NM_000759 NP_000750 P09919 CSF3_HUMAN 1 CGCAGCGCTCCA 0.642

+ 4 505 ense_Mutation_p.Q NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3 CTCTTCCAAGGAG 0.517

- 1 117 NM_030967 NP_112229 Q07627 KRA11_HUMAN 0 CAGGTCCCACTG 0.607

- 10 1604 NM_021078 NP_066564 Q92830 KAT2A_HUMAN cetyltransferase. 2 AACACCCGCCGG 0.642

+ 4 561 _5'Flank|EFTUD2_ NM_213607 NP_998772 Q8IW40 CC103_HUMAN 1 GCTGACCGGGCA 0.647 rs143476313

+ 21 2888 _p.R706Q|KPNB1_ NM_002265 NP_002256 Q14974 IMB1_HUMAN 3 AAGGGCGGAGATC 0.428

- 23 2701 ilw.1_Missense_Mu NM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0 TTCCCATAGCCTG 0.652

+ 14 1574 sense_Mutation_p.R NM_176096 NP_788276 Q96JB5 CK5P3_HUMAN 0 CGGGCGCCCTG 0.542

- 2 870 NM_001080439 NP_001073908 Q4G112 HSF5_HUMAN 3 TTATCTGAAAATG 0.478

+ 4 473 R11_uc002ixg.1_R NM_018304 NP_060774 Q96HE9 PRR11_HUMAN 2 CAGGAAGCACTGA 0.234

- 6 1305 EKHM1P_uc010wq NR_024386 0 CTGAGGGAGAGAG 0.657

+ 2 857 p.R266C|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN DDT. 4 CCTTTTCGCTTTG 0.443

- 35 4574 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN C transporter 2. 7 TCAGGAGGACAC 0.483

- 3 771 NM_006678 NP_006669 Q08708 CLM6_HUMANExtracellular (Potential). 0 GCTGTGGTCGTCC 0.592

+ 17 2389 0195_uc010wsb.1_ NM_014738 NP_055553 Q12767 K0195_HUMAN 1 ATGGCACCGCTGA 0.592

- 7 784 _p.P201L|NPLOC4 NM_017921 NP_060391 Q8TAT6 NPL4_HUMAN 2 CCATTCGGCCACG 0.512

+ 19 2973 p.V849I|RBBP8_uc NM_002894 NP_002885 Q99708 COM1_HUMAN 3 AAAGACGTCAGC 0.368

+ 4 675 _p.E197K|LAMA3_u NM_198129 NP_937762 Q16787 LAMA3_HUMANminin N-terminal. 11 TTAAAAGAATTTG 0.323

- 15 2458 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN lasmic (Potential). 4 CCTGATCCCATAG 0.433

+ 4 555 NM_000371 NP_000362 P02766 TTHY_HUMAN 1 CCACGGCTGTCGT 0.537

+ 12 2378 b.2_Missense_Mut NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN lasmic (Potential). 4 CGGAGGGATGTG 0.478

- 9 1672 _p.G462E|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN lasmic (Potential). 4 GGTTTTCCTGGCT 0.488

+ 8 2176 NM_001194 NP_001185 Q9UL51 HCN2_HUMAN lasmic (Potential). 0 AGCTGGGTCAGC 0.567

- 4 530 n_p.T91M|DPP9_uc NM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1 TCATCCGTCTTCT 0.642

- 2 1759 NM_182919 NP_891549 Q8IUC6 TCAM1_HUMAN 1 CTGGCCGTGTCG 0.652

- 2 1251 NM_182919 NP_891549 Q8IUC6 TCAM1_HUMAN Pro-rich. 1 GTTGGAGTGGCGT 0.512

- 5 874 xjg.1_Missense_M NM_005490 NP_005481 Q9BRG2 SH23A_HUMAN 2 GGGGGACGTTCAG 0.662

+ 5 408 PC5_uc002mhj.1_5 NM_174918 NP_777578 Q8IX19 MCEM1_HUMANcellular (Pote p.S128F(1) 1 CAAACTCCGTACA 0.547 rs139191722

- 4 384 q.2_Missense_Mut NM_021155 NP_066978 Q9NNX6 CD209_HUMAN e).|7 X approximate tandem 1 TTCAGCTGGGTCA 0.562

- 1 2819 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ACAGATGGATTCG 0.488

- 24 3703 xe.2_Missense_Mu NM_003331 NP_003322 P29597 TYK2_HUMAN otein kinase 2. 9 GCTCAAGGAATTT 0.373

+ 7 885 M2_uc010dxk.2_5'F NM_031209 NP_112486 Q9BXR0 TGT_HUMAN 1 GGACAGCGGTGA 0.632

+ 2 265 AN16_uc002mqu.1_ NM_012466 NP_036598 Q9UKR8 TSN16_HUMAN ical; (Potential). 1 AAATGTGGAGGGG 0.498

+ 4 1932 e_Mutation_p.S62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 CTTCAGTTGTGCC 0.483

+ 4 1934 e_Mutation_p.C62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 TCAGTTGTGCCTC 0.483

- 5 600 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 2. 0 GGGAAACCTGAAT 0.423

- 4 1916 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6 TTACATTCATACG 0.413

+ 10 1708 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN tential).|Fibronectin type-III 0 GATGCCCCTCCAG 0.647

+ 11 1468 e_Mutation_p.R17 NM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0 CCGAGCGGAGCC 0.607

+ 6 923 _p.V118I|RFXANK_ NM_003721 NP_003712 O14593 RFXK_HUMAN ANK 2. 2 GAGACCGTTCGCT 0.667

+ 8 3047 mw.3_Missense_Mu NM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1 ACCTCGGCAGCC 0.697

+ 4 1529 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1 ATAAGAAAATTCA 0.368

+ 4 1613 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1 ATAAGAAAATTCA 0.348

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCACTATGAA 0.403

- 4 743 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCCCTCCAG 0.363

- 4 1447 _p.K353E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTTTCCAGT 0.343



- 4 1111 rj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0 GAAGAACGGCTAA 0.393 rs410211

+ 8 893 nss.2_Missense_M NM_003796 NP_003787 O94763 RMP_HUMAN 2 TGAACTGTTCAGT 0.279

- 29 3224 NM_032139 NP_115515 Q96NW4 ANR27_HUMAN 5 TCTACCGTGTGTC 0.612

- 3 613 LC7A10_uc010xrq NM_019849 NP_062823 Q9NS82 AAA1_HUMAN 2 TGGGGGGGATGC 0.632

- 7 1345 _p.D79N|LGI4_uc0 NM_139284 NP_644813 Q8N135 LGI4_HUMAN EAR 1. 1 TGTAGTCCCAGGA 0.677

+ 2 129 yb.1_RNA|FXYD1_ NM_021902 NP_068702 O00168 PLM_HUMAN 0 GCCAAGGCAGGTG 0.617

- 8 1186 NM_021232 NP_067055 Q9UF12 PROD2_HUMAN 2 GGGCCACCGCTC 0.622

- 5 1710 NM_133466 NP_597723 Q8N141 ZFP82_HUMANC2H2-type 12. 2 ATAAGGGATGAAT 0.388

+ 6 1744 o.1_Missense_Mut NM_181786 NP_861451 P10072 HKR1_HUMAN 2 CACACACGGGGG 0.537

- 7 1908 e_Mutation_p.Q408 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANKL]-[LIVMAP]- [AQKHRPE]; 2 GCAGCTGTACCTC 0.587

+ 1 83 nse_Mutation_p.P3 NM_001815 NP_001806 P40198 CEAM3_HUMAN 1 ATGGGGCCCCCC 0.597

- 3 759 02ovk.1_Missense NM_002785 NP_002776 Q9UQ72 PSG11_HUMAN -like C2-type 1. 0 ATATTTCACATTC 0.507

+ 3 654 CTL_uc010ekn.2_In NM_017659 NP_060129 Q9NXS2 QPCTL_HUMAN 1 CTGGGGCCAGTG 0.622

+ 19 2884 _p.G764S|TRPM4_ NM_017636 NP_060106 Q8TD43 TRPM4_HUMAN ical; (Potential). 2 TTCCTCGGCGTGT 0.607

+ 8 954 n_p.P88S|MED25_ NM_030973 NP_112235 Q71SY5 MED25_HUMAN Pro-rich. 1 CTGGGCCCTCGC 0.627

- 8 1124 NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN ANK 5. 2 CACCTCGATACAG 0.542

+ 1 820 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANcellular (Potential). 0 GGAGATTTGGGA 0.428

- 3 2049 2qcj.3_Missense_M NM_144687 NP_653288 P59046 NAL12_HUMAN 7 TCCAAGGAGCCCT 0.567

- 6 1228 ILRA3_uc010erk.2 NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 4. 1 GCCGAGGTCACA 0.587

- 8 318 _p.E77K|TNNT1_u NM_003283 NP_003274 P13805 TNNT1_HUMAN 1 GCAGCTCCAGCAG 0.607

- 8 1673 _p.E356K|PTPRH_ NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN tential).|Fibronectin type-III 4 CCAGTTCCTTTAG 0.577

- 23 2880_288102qju.2_5'Flank|SA NM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN 0 ACTGGGAGCCTG 0.653

+ 3 981 tg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13 CTGAGTGAAGACT 0.493

- 2 164 tation_p.S33F|uc00 NM_144690 NP_653291 Q96NG8 ZN582_HUMAN 4 ACAAGGGACATGA 0.448

+ 2 187 NF324B_uc010euq NM_207395 NP_997278 Q6AW86 Z324B_HUMAN KRAB. 1 TGTACCGCCACG 0.562

- 2 604 _p.R60C|CHMP2A NM_198426 NP_940818 O43633 CHM2A_HUMAN ction with VPS4B. 0 TGATGCGAACAGC 0.522

- 2 219 eya.2_Missense_M NM_025203 NP_079479 Q9H6R7 CB044_HUMAN 2 TCCCATCGGTCCA 0.478

+ 2 240 2rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 GCTGACGTCTACA 0.572 rs139435744

- 11 1264 rnp.1_Missense_M NM_144575 NP_653176 Q6MZZ7 CAN13_HUMAN 2 GGTCCTCCTGCAT 0.473

+ 2 568 M1B_uc002rtv.2_In NM_002706 NP_002697 O75688 PPM1B_HUMAN 2 GTATTCCTCACGG 0.453

- 2 790 NM_014482 NP_055297 O95393 BMP10_HUMAN 2 ACTTTTGCCAACG 0.502

+ 4 766 NM_178439 NP_848526 Q96IK5 GMCL1_HUMAN 3 TTGGCAGCAGCTT 0.398

+ 23 12476 .R4078_splice|ALM NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 CAAACGGTAAGAC 0.448

+ 1 64 Mutation_p.R20Q| NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 AAATCCGGACGC 0.408

- 4 948 2svr.2_Nonsense_M NM_017849 NP_060319 O75204 TM127_HUMAN 0 GTGGCTGGAACT 0.617

- 7 2705 NM_207362 NP_997245 Q6NV74 CB055_HUMAN Pro-rich. 0 CAGCTCCCCTGC 0.701

- 19 3297 f.2_Missense_Muta NM_002285 NP_002276 P51826 AFF3_HUMAN 6 TGGGGCCTTGTTC 0.443

- 8 1432 _p.S449F|TBC1D8 NM_001102426 NP_001095896 O95759 TBCD8_HUMAN 3 TTTTGAGAAGACA 0.532

+ 11 1550 ywd.1_Missense_M NM_003855 NP_003846 Q13478 IL18R_HUMAN toplasmic (Potential). 3 TGGAAAGAAAAAT 0.353

+ 2 229 NM_032411 NP_115787 Q9H1Z8 AUGN_HUMAN 0 CAAAAACGAGAAG 0.363

+ 7 1174 tdx.2_Missense_M NM_001056 NP_001047 O00338 ST1C2_HUMAN 1 ACAAATCGTTCTA 0.403 rs112864909

+ 4 564 SH2P_uc002tkd.2_ NM_182905 NP_878908 0 CCATCCGCCAAGC 0.522

+ 5 480 A_uc002tks.3_Misse NM_007082 NP_009013 Q9UBK7 RBL2A_HUMAN 1 ATGCCTCCTACTA 0.582

+ 16 1427 yyf.1_Missense_Mu NM_006770 NP_006761 Q9UEW3 MARCO_HUMANxtracellular (Potential). 6 GTAACCGAGGCCG 0.532

- 6 691 0flr.2_Missense_M NM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3 CATTCTCGTTCTG 0.587

+ 2 599 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 CCATTTCCTGTCC 0.458

- 6 1090 _p.P175S|ZEB2_uc NM_014795 NP_055610 O60315 ZEB2_HUMAN 9 CATCTGGAGTTCC 0.557



- 21 2136 y.1_Missense_Muta NM_004543 NP_004534 P20929 NEBU_HUMAN 20 CACAGTAATTCAT 0.358

- 1 370 NM_019845 NP_062819 Q9NS64 RPRM_HUMAN 0 CTCCCTCCGCGAA 0.667

- 17 3502 p.E1042K|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 GAGTTTCTTCAGG 0.428

- 2 469 NM_013233 NP_037365 Q9UEW8 STK39_HUMANProtein kinase. 2 TTCATCCATACTG 0.458

- 48 9207 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 23.|Extracellular (Potent 29 ACAGGTGAATTCA 0.453

- 4 695 ufp.2_Missense_M NM_014168 NP_054887 Q9NRN9 METL5_HUMAN 1 GCTGTTCTTGCCA 0.338

+ 9 836 3A1_uc010frw.1_5' NM_000090 NP_000081 P02461 CO3A1_HUMAN le-helical region. 13 GACCTGGAGAGC 0.383

+ 1 159 uc002uup.2_Intron NM_138395 NP_612404 Q96GW9 SYMM_HUMAN 3 GCGATGATGCTTG 0.627

+ 8 1252 vch.2_Missense_M NM_001142300 NP_001135772 Q8N7R7 CCYL1_HUMAN 0 TTCATTGGTATTC 0.408

+ 1 133 NM_001927 NP_001918 P17661 DESM_HUMAN Head. 2 CCGCCGCACCTT 0.557

- 3 329 zlm.1_Missense_M NM_004438 NP_004429 P54764 EPHA4_HUMANcellular (Potential). 12 ACACCCTCTGAG 0.463

- 22 2212 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 AGCCAGGGAGCC 0.587

+ 3 564 vpe.2_Missense_M NM_004504 NP_004495 P52594 AGFG1_HUMAN Arf-GAP. 4 CAATTCCAGACTT 0.328

+ 16 2065 zmp.1_Missense_M NM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2 GAAGAAATCACG 0.473

+ 10 1145 n_p.L229I|LRRFIP NM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN 3 GAAGAGTTAAATG 0.458

- 9 1161 as.2_Missense_Mu NM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4 CCCGCCCCAGG 0.657

+ 1 160 010gbd.1_RNA|PAN NM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0 TGGACGGAGGCA 0.652

+ 3 638 2_Missense_Mutat NM_022096 NP_071379 Q9NU02 ANKR5_HUMAN 2 TGGGCTGTACTCC 0.438

+ 15 2481 se_Mutation_p.A73 NM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2 GACACGCTGAGG 0.692

+ 9 1816 EM2_uc010zuv.1_In NM_006690 NP_006681 Q9Y5R2 MMP24_HUMAN ical; (Potential). 0 GTGGCCGTGGTC 0.607

- 4 1844 1_5'Flank|EIF6_uc0 NM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2 GATCACCAGGTCT 0.642

+ 7 908 T_uc002xoi.1_RNA NM_015937 NP_057021 Q969N2 PIGT_HUMAN menal (Potential). 1 GAGAGCCGAGTC 0.607

+ 12 2112_2113 tm.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN Ser-rich. 5 ATTCCTCCTTGAC 0.47

- 24 3016 xtv.1_Missense_Mu NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6 GGTTTGCGTCCAA 0.527

- 3 1304 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2 GGCGAAGGAAGG 0.502

+ 15 1841 _p.T244M|SLC9A8 NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1 GGCTGACGCAGG 0.642

- 4 1659 zyx.1_Missense_M NM_173091 NP_775114 Q13469 NFAC2_HUMAN RHD. 2 TTCCCCGTGATTC 0.517 rs145327846

- 9 1880 wj.2_Missense_Mu NM_199427 NP_955459 Q9NPA5 ZF64A_HUMAN C2H2-type 7. 2 CACGCGCAGGGC 0.657

- 3 1956 gij.1_Missense_Mu NM_006526 NP_006517 O75362 ZN217_HUMAN 6 GCACCATCAAAAA 0.448

- 3 436 j.3_Missense_Mut NM_001336 NP_001327 Q9UBR2 CATZ_HUMAN 1 TGATCCGATCTGC 0.622

+ 5 447 n_p.R121*|OGFR_ NM_007346 NP_031372 Q9NZT2 OGFR_HUMAN 0 CCTCTGCGAGAAC 0.622

- 15 1164 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMAN hatase tensin-type. 5 CAACTTCCTAAAA 0.333

- 4 362 SAMSN1_uc002yjv NM_022136 NP_071419 Q9NSI8 SAMN1_HUMAN 4 CTCATCCTTCAGA 0.413

- 6 953 F160_uc010gll.1_R NM_015565 NP_056380 O94822 LTN1_HUMAN 0 GAGGTACACTGTG 0.303

+ 8 874 NM_005441 NP_005432 Q13112 CAF1B_HUMAN WD 5. 2 CCCGACGGATCTT 0.468

- 1 551 zlh.1_5'UTR|POTE NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 TCGGCTCCATGAA 0.587

+ 15 1204 vg.3_Missense_Mu NM_148175 NP_680480 Q13356 PPIL2_HUMAN se cyclophilin-type. 2 CGGGCCGCGGCA 0.632

+ 5 1944 RA2A_uc010guq.2_ NM_000675 NP_000666 P29274 AA2AR_HUMAN Cytoplasmic. 0 GAGTGTGCCCAGA 0.607

- 14 2096 jy.1_Missense_Mu NM_001008496 NP_001008496 Q7Z3Z3 PIWL3_HUMAN 4 TATTTCCGTAATG 0.328 rs149915066

- 10 1571 jy.1_Missense_Mu NM_001008496 NP_001008496 Q7Z3Z3 PIWL3_HUMAN PAZ. 4 AGGCCCTTTTTCC 0.468

- 12 2430 k.2_Missense_Mut NM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0 CCCTGGGCAGCG 0.582

- 3 749 NM_020530 NP_065391 P13725 ONCM_HUMAN 1 TCCTGCGCACCC 0.667

+ 3 1422 N3_uc003amy.2_In NM_000362 NP_000353 P35625 TIMP3_HUMAN NTR. 1 CCCATGTGCAGTA 0.448

- 15 2572 wp.2_Missense_M NM_004737 NP_004728 O95461 LARGE_HUMANmenal (Potential). 3 AGTCACGTCTCAC 0.572

- 3 674 n_p.P12L|MYH9_uc NM_002473 NP_002464 P35579 MYH9_HUMAN yosin head-like. 11 ATGTGAGGGGGCA 0.532

- 3 475 aqe.2_Missense_M NM_001163857 NP_001157329 O43247 EAN57_HUMAN 0 CCCTCTCCCGAGG 0.637

- 7 1624 NM_152512 NP_689725 Q8IYW4 ENTD1_HUMAN 3 TTAAAGGAGGTAG 0.468



- 9 1682 ye.1_Missense_Mu NM_020831 NP_065882 Q969V6 MKL1_HUMAN p.S492S(1) 5 AGTGGCGAGGCC 0.677

+ 23 3133 H7B_uc010gyl.1_In NM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN Poly-Ala. 1 GCCACCGCCACCA 0.662 rs140753362

- 1 2941 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN r (Potential).|Cadherin 7. 11 CGAGGCGCTAAG 0.567

- 18 3075 _5'Flank|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN Extracellular p.P1033R(1) 6 CGTAGCGGCTCGA 0.657

+ 11 1357 _p.A379V|CNTN4_ NM_175607 NP_783200 Q8IWV2 CNTN4_HUMAN-like C2-type 4. 7 CAGATGCTGGCAT 0.363

- 3 1039 GAP3_uc003bri.1_R NM_014850 NP_055665 O43295 SRGP2_HUMAN 9 ATTGTTCATGAAG 0.542

- 12 1499 avh.1_Missense_M NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1 TTGCAGGAAAAGG 0.612

+ 4 1009 bza.2_Missense_M NM_032137 NP_115513 Q8ND61 CC020_HUMAN 4 GCTACAGCAGCGG 0.537

- 21 2609 dj.2_Missense_Mu NM_001068 NP_001059 Q02880 TOP2B_HUMAN 5 CTACACGTTGATT 0.383

+ 2 833 cdq.2_Missense_M NM_052953 NP_443185 Q96PB8 LRC3B_HUMAN LRR 1. 4 CCCAATGAAATTT 0.408

- 5 1458 NM_015551 NP_056366 O60279 SUSD5_HUMANcellular (Potential). 2 GCCCCGAGGGA 0.527 rs113725248

+ 5 878 chb.2_Missense_M NM_178339 NP_848029 Q8IVJ8 APRG1_HUMAN 1 CTGGACCTTTGGA 0.448

- 21 3695 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN III. 9 CCACCACCTTATG 0.448

+ 1 992 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN 1 GAGGAGGCCGAA 0.567

- 9 1515 _p.A114V|SLC6A2 NM_020208 NP_064593 Q9NP91 S6A20_HUMAN cellular (Potential). 2 GTGGCCGCGTAG 0.577

- 1 1000 2_5'Flank|ARIH2_u NM_001123040 NP_001116512 Q8N7S6 CC071_HUMAN 0 GTGACCGTAAGTC 0.572

- 2 367 NM_003335 NP_003326 P41226 UBA7_HUMAN ximate repeats.|1-1. 2 AGGTGGGGTGGG 0.657

- 4 1355 zv.2_Missense_Mu NM_033158 NP_149348 Q12891 HYAL2_HUMAN EGF-like. 1 GGTTGCGGCGCA 0.632

+ 38 3833_3834 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0 CAGTGGGAGGAC 0.589

+ 15 2743 HA3_uc010hon.1_R NM_005233 NP_005224 P29320 EPHA3_HUMAN(Potential).|Protein kinase. 33 GATGAGGGCTATC 0.498

+ 12 1925 _p.S462F|ALCAM_ NM_001627 NP_001618 Q13740 CD166_HUMANPotential).|Ig-like C2-type 3. 3 AGGAATCTCCTTA 0.343

+ 1 384 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN 0 GATATCCCACTGT 0.388

- 7 942 NM_138815 NP_620170 Q7Z7J5 DPPA2_HUMAN 3 TCTGCCGAGAGAA 0.512 rs151045476

+ 2 318 xx.2_Missense_M NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Ig-like V-type 1. 3 CAGACAGTAGGC 0.443

+ 10 1217 bik.1_Missense_M NM_001690 NP_001681 P38606 VATA_HUMAN 3 TGGCCTCGTTTTA 0.443

+ 2 233 ehf.1_Missense_M NM_001024660 NP_001019831 O60229 KALRN_HUMAN CRAL-TRIO. 6 GATGTCCTTCCTA 0.468

+ 4 1022 NM_000539 NP_000530 P08100 OPSD_HUMAN Name=7; (Potential). 0 CATGATGAACAAG 0.612

+ 2 504 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN cal region.|VWFA 1. 8 AAGACGGAGTGA 0.498

+ 1 216 NM_001002026 NP_001002026 P56856 CLD18_HUMAN cellular (Potential). 2 TGTGTCCGAGAGA 0.607

+ 4 1438 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMANProtein kinase. 5 GAAACATCATTTCT 0.423

+ 2 1765 NM_003412 NP_003403 Q15915 ZIC1_HUMAN C2H2-type 4. 2 GCGACCGCAAGAA 0.542

- 6 6215_6216n_p.W99*|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 7. 13 CAAACTCCAAGAT 0.436

+ 10 1775 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K helical. 3553 GATCCTCTCTCTG 0.328

+ 21 2733 _uc011bqm.1_Mis NM_014616 NP_055431 Q9Y2G3 AT11B_HUMAN lasmic (Potential). 3 AATGACGTAAGCA 0.338

+ 18 1753 yd.1_Missense_Mu NM_015303 NP_056118 Q8N3P4 VPS8_HUMAN 1 GCAAAAGCAGTAG 0.443

- 2 370_371 2_Intron|MASP1_u NM_001879 NP_001870 P48740 MASP1_HUMAN 4 GACAGGGAGAAG 0.47

- 3 593 L6_uc010hza.2_5'U NM_001130845 NP_001124317 P41182 BCL6_HUMAN BTB. 5 TTTTATGGGCTCT 0.517

- 5 1428 fsg.2_Missense_M NM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4 TAGTAATCCACAT 0.418

+ 3 307 D51N|ZNF595_uc NM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0 AACCCAGACCTGG 0.403

+ 8 3510 _p.K221R|RGS12_ NM_198229 NP_937872 O14924 RGS12_HUMAN 1 CAAAAAAGGTGAC 0.632

- 2 252 X3_uc003gld.3_M NM_003501 NP_003492 O15254 ACOX3_HUMAN 1 AACAGCGCCAGC 0.597 rs145529976

- 5 1121 NM_001358 NP_001349 O43143 DHX15_HUMAN 1 TCAACAGGATGTG 0.403

+ 3 443 _Site_p.G58_splice NM_018317 NP_060787 Q8N5T2 TBC19_HUMAN 1 AAAACAGGTTGGG 0.254

+ 6 1427 _p.R264Q|KLHL5_ NM_015990 NP_057074 Q96PQ7 KLHL5_HUMAN 1 AGAGACGACCCA 0.378

- 5 860 _p.G85R|UGDH_u NM_003359 NP_003350 O60701 UGDH_HUMAN 4 CATCCCCTCCAAT 0.512

- 39 5347 YL_uc003gyi.1_Mis NM_015030 NP_055845 O94915 FRYL_HUMAN 1 ACGTAATCCACCA 0.507

+ 3 474 NM_206919 NP_996802 Q6T311 ARL9_HUMAN P (By similarity). 0 GTGGCAGTAAAC 0.483



+ 4 965 L|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 3.|Thr-rich. 4 CTCCACCATCTTC 0.582

+ 4 1139 L|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 6.|Thr-rich. 4 CTGCCCCACCCAC 0.577

+ 4 1629 e_Mutation_p.E412 NM_004885 NP_004876 Q9Y5X5 NPFF2_HUMAN lasmic (Potential). 3 GTGATGGAAGAAT 0.343

+ 5 3504 3hkf.1_Missense_M NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3 AAAAACGGGGAGC 0.607

- 8 937 T6L_uc003hkt.1_M NM_144571 NP_653172 Q96LI5 CNO6L_HUMAN 1 ATTTTGGCACGTG 0.398

- 11 949 p.G244E|EMCN_uc NM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN lasmic (Potential). 0 GTTTTTCCTTGTG 0.373

- 5 617 aa.2_Missense_Mu NM_001130721 NP_001124193 Q9H5J4 ELOV6_HUMAN ical; (Potential). 1 AACCAACCTCCCC 0.522

- 1 1919 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN r (Potential).|Cadherin 5. 5 GAACTTCCTAGAA 0.418

+ 4 732 _p.C169*|FGB_uc NM_005141 NP_005132 P02675 FIBB_HUMAN 3 CAGTTGCAATATT 0.383

- 13 2014 1ckv.1_Missense_M NM_021069 NP_066547 O94875 SRBS2_HUMAN 1 GGAGATCGTCACA 0.542

+ 8 1215 NM_001003841 NP_001003841 Q695T7 S6A19_HUMAN cellular (Potential). 0 ATCAACGCCTTCC 0.657

+ 2 1281 NM_024337 NP_077313 P78414 IRX1_HUMAN Poly-Pro. 2 CACCTCCACCACC 0.701

- 58 9763 AH5_uc003jfc.2_5'U NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 TAAGACCTAATTC 0.413

- 27 4360 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN .|Stem (By similarity). 31 TTTTTTCAATATTC 0.313

+ 11 2068 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6 AGAGGAGACACAC 0.612 rs112192848

- 11 2145 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 CAGGGAGGAGCA 0.522

- 9 1634 0iuq.1_Missense_M NM_030955 NP_112217 P58397 ATS12_HUMAN Disintegrin. 9 CTACTTCCTGGCA 0.473

+ 6 981 3jlb.1_Missense_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANonectin type-III 2. 7 GGCAATGAATTCC 0.562

+ 8 1478 NM_003999 NP_003990 Q99650 OSMR_HUMAN III 1.|Extracellular (Potentia 5 GAACTCCATGGTG 0.343

- 6 818 d.2_Intron|IL6ST_u NM_002184 NP_002175 P40189 IL6RB_HUMAN tential).|Fibronectin type-III 2 TACACAGTAGAAT 0.383

+ 28 4488 _Mutation_p.G140 NM_015183 NP_055998 O15021 MAST4_HUMAN 13 GGGGAAGGCACG 0.602

- 24 3656 v.2_Missense_Mut NM_001999 NP_001990 P35556 FBN2_HUMAN e 15; calcium-binding. 15 AGTTACCTTTGTA 0.537

+ 5 1168 L21_uc003lbc.2_In NM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 7. 1 GCCTTCATCAGGT 0.418

+ 6 1020 eq.2_Missense_M NM_003339 NP_003330 P62837 UB2D2_HUMAN 1 GATAGAGAAAAGT 0.403

+ 1 1755_1756CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMAN|Extracellular (Potential). 6 TCGGTGGGTGCA 0.693

+ 1 1991 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 CATGATGCAGAAA 0.438

+ 1 1442 010jfx.1_Missense_ NM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANr (Potential).|Cadherin 5. 1 CAGATAGCAACAA 0.552

+ 1 2105 010jfx.1_Missense_ NM_018916 NP_061739 Q9Y5H0 PCDG3_HUMAN ical; (Potential). 1 TCTCCTGCGTCTT 0.682

- 3 754 loh.3_Missense_M NM_004576 NP_004567 Q00005 2ABB_HUMAN 2 CGGGTTCATGGCT 0.373

+ 9 1090 ation_p.R125*|G3B NM_005754 NP_005745 Q13283 G3BP1_HUMAN 4 AGAACAACGAATA 0.463

+ 14 1779 o.1_Missense_Mut NM_002887 NP_002878 P54136 SYRC_HUMAN 3 ATTTTACGGTTCC 0.398

+ 21 3259 q.1_Missense_Mut NM_004415 NP_004406 P15924 DESP_HUMAN Globular 1. 9 ATTCTGCAAGAG 0.299

+ 6 970 _p.A222T|BTN3A3_ NM_006994 NP_008925 O00478 BT3A3_HUMAN ical; (Potential). 0 CTTCTCGCAGGAG 0.562

- 10 4192 DC1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMAN on with the PRKDC comple 4 GAAGGCTGGAGC 0.527

- 24 8474 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 20. 0 GGGGGATGGTCCA 0.672

- 9 2791 e_Mutation_p.T566 NM_000841 NP_000832 Q14833 GRM4_HUMAN lasmic (Potential). 6 TTCTGCGTGAAC 0.617 rs146041340

- 7 895 e_Mutation_p.P52 NM_001145776 NP_001139248 Q13451 FKBP5_HUMANase FKBP-type 2. 1 AATTTAGGCTTCC 0.358

+ 6 2250 tj.1_RNA|BRPF3_u NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN Bromo. 2 ATTTTCCACCGAG 0.408

- 2 246 NM_001010903 NP_001010903 P0C671 CF222_HUMAN 4 GGGGCCTGCGGC 0.632

+ 9 1411 p.G439R|SLC22A7 NM_153320 NP_696961 Q9Y694 S22A7_HUMAN ical; (Potential). 0 GTGATGGGGAAA 0.557

+ 11 1886 vh.1_Missense_Mu NM_001146016 NP_001139488 Q5JTD0 TJAP1_HUMAN 0 ATTAACAGGGGCA 0.647

- 2 273 PP5_uc011dvz.1_In NM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0 TGGAGAGAAAAGG 0.373

+ 10 1117 wh.1_Missense_M NM_005588 NP_005579 Q16819 MEP1A_HUMANular (Potential).|MAM. 3 AGACTCGTTGTCT 0.488

+ 6 1238 e_Mutation_p.Q34 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN ular (Potential).|GPS. 1 ATGATTCAAGAAA 0.443

+ 5 1290 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 CTGGGGAACAGC 0.403

+ 13 2532 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN cellular (Potential). 50 AGAATTCATACTT 0.328

- 9 1058 COL9A1_uc003pff NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 CCCGGGGGGCCC 0.572



- 21 2243 zg.1_Missense_M NM_153816 NP_722523 Q9Y5W7 SNX14_HUMAN PX. 0 TAGGGGAAAGAAA 0.333

+ 16 2319 e_Mutation_p.D596 NM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN 3 ATTCGGGACACCT 0.567

- 14 6171 V3L_uc003puz.3_M NM_002912 NP_002903 O60673 DPOLZ_HUMAN 6 AAAGACGAAGTCC 0.468

- 17 2783 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN cellular (Potential). 25 CCCGAAGAACAGC 0.378

+ 3 532_533 CBLD1_uc003pxr.1 NM_173674 NP_775945 Q8N8Z6 DCBD1_HUMAN tracellular (Potential). 1 GTGGATCCCACAT 0.436

- 3 2099 NM_001012279 NP_001012279 Q5TF21 CF174_HUMAN Potential. 6 GGAGGCGGTACTG 0.607

- 13 1866 p.G514R|SAMD3_ NM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1 GAAATCCTACTTC 0.368

+ 3 1830 0kfi.2_Missense_M NM_052913 NP_443145 Q86VY9 T200A_HUMAN lasmic (Potential). 1 GGTCAAGGAATTT 0.433

+ 3 2157 0kfi.2_Missense_M NM_052913 NP_443145 Q86VY9 T200A_HUMAN lasmic (Potential). 1 GCAAGGGATATAT 0.463

- 2 398 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2 TCTTTCCCTGCTG 0.532

- 78 14828 ou.3_Missense_M NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 ACCTGTGCTGCGA 0.512

- 13 1781 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN lasmic (Potential). 1 AGAAATGAACACC 0.418

- 3 399 TR|TAGAP_uc003q NM_054114 NP_473455 Q8N103 TAGAP_HUMAN 1 GACATTCGATTAG 0.308

+ 11 1508 NM_000876 NP_000867 P11717 MPRI_HUMAN enal (Potential).|3. 3 GTTGACTGCACC 0.493

- 4 574 003qvc.1_Missense NM_021135 NP_066958 Q15349 KS6A2_HUMAN otein kinase 1. 8 TGAAGGGGTGATT 0.408

- 17 2786 NM_003247 NP_003238 P35442 TSP2_HUMAN 5 CCCTCACCTGGTC 0.632 rs141075952

- 6 2535 NM_006092 NP_006083 Q9Y239 NOD1_HUMAN 2 CTGGCCGCCAGC 0.617

- 22 2449 p.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0 GCCTGGCATCTTT 0.453

+ 13 3931 hj.2_Nonsense_Mu NM_003718 NP_003709 Q14004 CDK13_HUMAN 5 TCATTACAACTCA 0.473

+ 7 1082 2_Missense_Mutat NM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5 AGTCCCTGTCCGT 0.697

- 22 3354 w.2_Missense_Mu NM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4 TGGAAAGGAGCCT 0.677

+ 4 1570 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 CCTGCTCCTCAAG 0.418

+ 2 1062 nse_Mutation_p.V2 NM_003596 NP_003587 O60507 TPST1_HUMANmenal (Potential). 0 TGTTGGTTCACTA 0.418

+ 11 2947 _p.A718T|POM121_ NM_172020 NP_742017 Q96HA1 P121A_HUMANe side (Potential). 0 GGGCCGCCAAG 0.652

+ 3 221 CF1B_uc011ker.1_ NM_000265 NP_000256 0 TACTGCGGCACG 0.622

- 2 288 nse_Mutation_p.V NM_178125 NP_835226 Q86XT4 TRI50_HUMAN RING-type. 1 GCACACGGGGC 0.677 rs61743391

- 5 7232 _Mutation_p.E231 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 AAACTTCCAGAAT 0.423

- 3 2720 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 CTTTTTCCCCTGT 0.433

- 2 1685 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TTGTTGGGCCAGT 0.612

+ 13 1626 7orf63_uc011khj.1_NM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1 ACAGATCCGTTTT 0.348

+ 43 3267 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 TGGGAACGATGGT 0.488

- 23 3290 NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN TECPR 7. 1 GGGACGGGATGT 0.592

+ 4 649_650 NT1_uc010ljj.1_Int NM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN 4 CGCAACCTTGGA 0.396

- 4 744 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Potential. 5 TTCTTCGTTTCTC 0.473

- 1 386 DPS2_uc010lkq.2_ NM_198085 NP_932351 Q8N7C7 RN148_HUMAN 0 TCTCTCCTAATTC 0.453

+ 8 1513 oa.3_Missense_Mu NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 2. 12 ACAGCACGTTCCG 0.657

- 12 1529 0lmc.1_Missense_M NM_032842 NP_116231 Q96SK2 TM209_HUMAN 3 CCGTCGGGATACT 0.358 rs17857472

+ 4 1549 CHRM2_uc003vtm NM_001006630 NP_001006631 P08172 ACM2_HUMANasmic (By similarity). 5 CAGTTTCCACTTC 0.463

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 18 2177 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 TGAATTCCTCCAG 0.547

- 9 1451 NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN ical; (Potential). 6 ATCACAGCCCCAA 0.537

+ 4 507 n_p.P75L|SLC4A2_ NM_003040 NP_003031 P04920 B3A2_HUMANmic (Potential).|Pro-rich. 0 ATCACCCACTGTC 0.692

+ 14 2932 _Mutation_p.G664D NM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1 CCAACGGTAACCC 0.542

- 2 826 3wtw.2_Missense_ NM_053279 NP_444509 Q96KS9 F167A_HUMAN 0 AAGCTCGCCTGTG 0.697

+ 5 1124 ense_Mutation_p.R NM_020844 NP_065895 Q9P272 K1456_HUMAN 0 CAAAACGGTCCCA 0.458

- 6 1319 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 3. 3 CTCAGTCGCACCA 0.642

- 6 1867 p.E405K|CHRNA2 NM_000742 NP_000733 Q15822 ACHA2_HUMAN Cytoplasmic. 1 TGTCCTCCTCCTC 0.657



- 12 1510 e_Mutation_p.D38 NM_018250 NP_060720 Q9NV88 INT9_HUMAN 2 ACCACGTCCCCGA 0.493

- 1 5470 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 CCAGGTCTTCTAA 0.368

- 6 565 ck.1_Missense_Mu NM_001464 NP_001455 Q99965 ADAM2_HUMAN 2 TAAAGGACAGATC 0.308

+ 10 1131 se_Mutation_p.R3 NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2 GGCATTCGTCATA 0.448

- 22 4294 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2 CCTCTAACATCTG 0.517

+ 4 3017 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 AATGATCCCCATA 0.323

+ 3 676 A13_uc003ydf.1_R NM_198584 NP_940986 Q8N1Q1 CAH13_HUMAN 0 GTAGATGGAGTGA 0.498

- 4 397 ense_Mutation_p.S NM_001738 NP_001729 P00915 CAH1_HUMAN 2 GGAAGGAATGCC 0.378

- 4 318 _Intron|SNORA72_ NM_000989 NP_000980 P62888 RL30_HUMAN 0 CATGCTGTGCCCA 0.378

+ 34 5573 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TTGCCCGTCCCTC 0.408

- 3 771 .2_5'UTR|RSPO2_ NM_178565 NP_848660 Q6UXX9 RSPO2_HUMAN 7 CAAATGGGATTTG 0.358

+ 19 2139 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 TTTGAAGAAGGAT 0.289

- 26 3627 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 CATCTCCAAAGGT 0.448

+ 20 2953 R67_uc003yps.1_M NM_145647 NP_663622 Q96DN5 WDR67_HUMAN 1 GAGTTCCGTTTGA 0.358

- 10 1043 _p.R19H|FAM49B_ NM_016623 NP_057707 Q9NUQ9 FA49B_HUMAN 0 CTCATACGACTCA 0.338

- 6 1127 A_uc011ljf.1_5'UTR NM_001045556 NP_001039021 Q13239 SLAP1_HUMAN SH2. 2 GCAGCTGCAGCAG 0.582

- 4 1185 EM1_uc010mic.2_R NM_144966 NP_659403 Q5H8C1 FREM1_HUMANment site (By similarity). 5 CTCCACGAGGTTC 0.517

+ 5 3148 USC2_uc003zwx.3 NM_014806 NP_055621 Q8N2Y8 RUSC2_HUMAN 1 GACCCCTTTTCCT 0.507

+ 3 967 b.2_Missense_Mu NM_003995 NP_003986 P20594 ANPRB_HUMANcellular (Potential). 3 TTTGGTGTGGAGC 0.517

- 6 1109 e_Mutation_p.R178 NM_016734 NP_057953 Q02548 PAX5_HUMAN p.?(22) 147 GCTTCCGGAGGAA 0.572

- 1 1064 NM_001126334 NP_001119806 Q5VV16 FX4L5_HUMAN 0 GCCGCCGCCGC 0.677

+ 8 1075 e_Mutation_p.R257 NM_003558 NP_003549 O14986 PI51B_HUMAN PIPK. 1 ACTGCCGGGTAAG 0.398

+ 20 4367 _p.G1419A|WNK2_ NM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12 CAGGGGGTCCAG 0.672

- 6 1128 rl.2_Missense_Mu NM_000507 NP_000498 P09467 F16P1_HUMAN 0 TTAGCGGGGTACA 0.358

- 10 838 7B3_uc010msc.1_ NM_000197 NP_000188 P37058 DHB3_HUMAN 0 AGGTTTCACCTCC 0.453

+ 4 760 c.2_Missense_Mut NM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0 CCCTTACTTCGAA 0.373

+ 3 1840 bbi.1_Missense_M NM_003452 NP_003443 O75820 ZN189_HUMANC2H2-type 13. 6 AGCTTTAGTCAGC 0.448 rs138924117

+ 11 1817 bmf.1_Missense_M NM_000962 NP_000953 P23219 PGH1_HUMAN 2 AGACGGCCACACT 0.562

+ 12 1130 al.1_Nonsense_Mu NM_004957 NP_004948 Q05932 FOLC_HUMAN 0 GAGTGGCCGGG 0.721

+ 14 1777 _p.R567H|SPTAN1 NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 6. 10 GCCGCCGCAATGC 0.512 rs139998823

- 3 627 NM_006336 NP_006327 Q7Z7L7 ZER1_HUMAN 1 TGTGGCTCGAAG 0.607

- 8 874 bwx.1_Missense_M NM_020145 NP_064530 Q9NR46 SHLB2_HUMAN BAR. 0 GTGCTACTGATTC 0.622

- 4 576 co.1_Missense_Mu NM_004269 NP_004260 Q6P2C8 MED27_HUMAN 1 GATGTTCCATTGG 0.413

+ 7 956 86_uc004cjk.1_RN NM_024718 NP_078994 Q3YEC7 PARF_HUMAN all GTPase-like. 0 AATATCCCATTTT 0.512

- 2 648 PC2_uc011mer.1_M NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 CCCCCTTCCCCCT 0.592

- 11 1496 cpy.1_Missense_M NM_004192 NP_004183 O95671 ASML_HUMAN ASMT-like. 0 GCACCCGTGCAG 0.582

+ 2 742 nfu.1_Missense_M NM_173495 NP_775766 Q96NR3 PTHD1_HUMAN 6 CCAACAGCAAAGT 0.498

+ 1 25 NM_004651 NP_004642 P51784 UBP11_HUMAN 3 CTGTTTGGGGGG 0.562

+ 11 2054 09_splice|MAGED1 NM_001005332 NP_001005332 Q9Y5V3 MAGD1_HUMAN 3 GCAGAGGTAATGG 0.527

- 2 674 xg.2_Intron|PJA1_ NM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0 CAGCCCCCTCCT 0.522

+ 7 2564 ps.1_Missense_M NM_018977 NP_061850 Q9NZ94 NLGN3_HUMAN lasmic (Potential). 1 CACCACGAGTGTG 0.687

- 25 6039 p.K1898R|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Lys. 30 TTCCCCTTTTTCC 0.318

- 1 2479 _p.G268D|PCDH19 NM_020766 NP_001098713 Q8TAB3 PCD19_HUMAN |Extracellular (Potential). 7 TTGGTGCCCTCG 0.612

- 5 694 Mutation_p.T163M| NM_007052 NP_008983 Q9Y5S8 NOX1_HUMAN ential).|Ferric oxidoreductas 1 CTCACCGTGTTTC 0.507

+ 6 1094 4ejh.2_Missense_M NM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1 GGCTATGGCTGTG 0.498

+ 3 4057 sr.1_Missense_Mu NM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4 ATTCTACGGACCA 0.522

- 2 460 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0 TCCTTCCCATAGG 0.607



- 1 1311 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 TTCTTTGAACCAC 0.478

+ 4 1055 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 AGAACTCAGAGTA 0.498

- 2 1936 fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN cellular (Potential). 2 AGATTGCAACTGA 0.498

+ 4 649 NM_152578 NP_689791 Q8N0W7 FMR1N_HUMAN ical; (Potential). 1 TTGGTGCGATCAG 0.393

+ 3 309 n_p.G53D|MAMLD NM_005491 NP_005482 Q13495 MAMD1_HUMAN 0 ATGGGGGCTACC 0.423

+ 9 1374 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 CTGAGCGATCTCC 0.602

- 2 214 Q8N1B3 FA58A_HUMAN 0 AAGTACCTGCGCA 0.527

- 8 800 jn.1_Missense_Mu NM_003491 NP_003482 P41227 NAA10_HUMAN 1 TCGGAGGCCTCTG 0.602

- 14 1523 EL1_uc009vlg.1_R NM_033467 NP_258428 Q495T6 MMEL1_HUMANmenal (Potential). 0 ATTCACGCCAGCG 0.662

+ 18 3194 _p.A1008T|PER3_u NM_016831 NP_058515 P56645 PER3_HUMAN Ser-rich. 3 GCCAGCGCTCTGT 0.587 rs57875989

- 21 4456 p.R1216C|RERE_u NM_012102 NP_036234 Q9P2R6 RERE_HUMAN p.R1216C(1) 2 TGAGGCGACCTTC 0.642

- 18 3430 ag.1_Missense_M NM_001009566 NP_001009566 O94985 CSTN1_HUMAN lasmic (Potential). 1 GATCCCGCATGGT 0.612 rs148167401

+ 6 1335 2_uc001avj.2_RNA NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 CGCCCGGAGCAA 0.443

- 3 519 ocj.1_Nonsense_M NR_026567 0 CCCGCCCCACAG 0.612

+ 6 571 NM_207421 NP_997304 Q6TGC4 PADI6_HUMAN 1 CTGTCCCAGATGA 0.507

+ 6 907 HACTR4_uc001bpx NM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0 GCACCCGCTGCCA 0.572

+ 6 787 BP4_uc010ohj.1_5' NM_005610 NP_005601 Q09028 RBBP4_HUMAN 1 AGTGCCGTTCCAA 0.438 rs34196891

+ 6 1818 522_uc010ohm.1_ NM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0 CTCTTCGCTCCCC 0.642

- 8 1143 ux.2_Missense_Mu NM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN 8 TTCATTTCAGTAGT 0.378

+ 3 315 _p.R31W|THRAP3_ NM_005119 NP_005110 Q9Y2W1 TR150_HUMAN g-rich.|Ser-rich. 9 AAGTCTCGGTCCC 0.463

+ 3 276 oir.1_Missense_Mu NM_012090 NP_036222 Q9UPN3 MACF1_HUMANActin-binding. 16 GTGAGCGATCTTA 0.627

- 2 1296 _p.E107K|KIAA049 NM_014774 NP_055589 O75071 K0494_HUMAN 0 ATTTTTCCTTGAG 0.333

- 16 3081 ense_Mutation_p.V NM_003035 NP_003026 Q15468 STIL_HUMAN 3 GGTAAACGTTTTG 0.388

- 3 1342 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1 GCTTCTCGCCCGA 0.667

+ 1 1676 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN |Extracellular (Potential). 8 AATGCCCGCCTG 0.587 rs138919468

+ 12 5568 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN tial).|EGF-like 6; calcium-bin 8 TGAACCCGTGTGA 0.572

+ 7 1455 A17_uc001dze.1_5 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMAN lasmic (Potential). 2 CACTTCGATGCCG 0.547

+ 9 1920 dze.1_Missense_MNM_001010898 NP_001010898 Q9H1V8 S6A17_HUMAN lasmic (Potential). 2 ATCATCGACACCT 0.587

+ 10 1855 OV10_uc001ecm.2 NM_001130079 NP_001123551 Q9HCE1 MOV10_HUMANP (By similarity). 5 GGCACCGGCAAG 0.592

+ 5 800 wgn.1_Missense_M NM_014813 NP_055628 O94898 LRIG2_HUMAN xtracellular (Potential). 3 TAAACCGTAACCG 0.353

+ 3 612 e_Mutation_p.E19 NM_001767 NP_001758 P06729 CD2_HUMAN Potential).|Ig-like C2-type. 1 AGCAAGGAATCCA 0.542

- 11 2048 p.G598R|NOTCH2_ NM_024408 NP_077719 Q04721 NOTC2_HUMAN GF-like 15; calcium-binding 27 TGTACCCGGGATT 0.522

- 27 4457 E4DIP_uc001elm.3 NM_014644 NP_055459 Q5VU43 MYOME_HUMAN p.S1389S(1) 5 CTAGACGAATAAT 0.517

+ 1 324 F10_uc001emp.3_ NM_153713 NP_714924 Q8IVB5 LIX1L_HUMAN 1 GAGGCCGTGGTGA 0.642

+ 8 3004 zr.1_Missense_Mut NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 GTGGCTCAGACAT 0.557

- 2 923 B_uc001exu.2_Mis NM_002651 NP_002642 Q9UBF8 PI4KB_HUMAN 4 CGTCCTCGTTGCG 0.493

+ 22 2343 n_p.E502K|INTS3_ NM_023015 NP_075391 Q68E01 INT3_HUMAN 3 CTGTACGAGTCAT 0.622

+ 5 637 NM_000748 NP_000739 P17787 ACHB2_HUMANcellular (Potential). 0 GCTGACGGCATG 0.552

- 3 387 fpx.1_Missense_M NM_024540 NP_078816 Q96A35 RM24_HUMAN KOW. 0 CAGTTTCGCTGCC 0.562

+ 5 1275 Y9_uc001fwx.2_Int NM_002348 NP_002339 Q9HBG7 LY9_HUMAN Potential).|Ig-like C2-type 2. 1 CAAGGGGAATCAC 0.547 rs35268513

+ 3 537 plb.1_Missense_Mu NM_012474 NP_036606 Q9BZX2 UCK2_HUMAN 1 ATTCCCGGTAAGT 0.512

+ 2 258 mx.1_Missense_Mu NM_022093 NP_071376 Q9UQP3 TENN_HUMAN 9 AAGATCGATGTGC 0.627

+ 12 2665 p.R988Q|RASAL2_ NM_004841 NP_004832 Q9UJF2 NGAP_HUMAN 5 CAGGCGGCACAC 0.517

+ 7 1474 _Mutation_p.A382S NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|17 1 GAGCCTGCACCCA 0.657 rs138528418

+ 30 3500 _p.S1059F|PTPRC_ NM_002838 NP_002829 P08575 PTPRC_HUMANphatase 2.|Cytoplasmic (Po 12 GACATTCCAAGGT 0.363

+ 2 989 NM_004767 NP_004758 O60883 ETBR2_HUMANcellular (Potential). 2 ACGCCCGCATGTG 0.612

- 4 501 ppw.1_Missense_M NM_002832 NP_002823 P35236 PTN7_HUMAN -protein phosphatase. 1 TGTATCGGTCCTT 0.547



- 15 3117 pty.1_Missense_Mu NM_005401 NP_005392 Q15678 PTN14_HUMAN -protein phosphatase. 5 TCTACTCGATTCT 0.463

+ 5 1573 ense_Mutation_p.K NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 CCAGGAAGCCTC 0.622

+ 10 1096 1_Missense_Mutat NM_001103 NP_001094 P35609 ACTN2_HUMAN Spectrin 1. 5 TGGATTCGTCGCA 0.512

+ 2 517 bo.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 GGGGACGGGCAT 0.502

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 ATCCTGATGGGAC 0.488

+ 3 1478 p.R193Q|PGBD2_u NM_170725 NP_733843 Q6P3X8 PGBD2_HUMAN 1 AAACGCGGACTCA 0.542 rs138323244

+ 6 704_705 1ipx.2_Missense_M NM_201596 NP_963890 Q08289 CACB2_HUMAN 3 CTAGTTCCAGAAA 0.366

- 2 580 ense_Mutation_p.R NM_020848 NP_065899 Q9P266 K1462_HUMAN 4 GACATTCGCAATT 0.547

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGCGGAAA 0.423

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGCCAGCAA 0.423

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGGCAGCAA 0.408

- 2 1519 nse_Mutation_p.A8 NM_170753 NP_736609 Q8N328 PGBD3_HUMAN 3 ATGAGGCAACAGT 0.403

- 12 1632 p.R440Q|OGDHL_ NM_018245 NP_060715 Q9ULD0 OGDHL_HUMAN 1 CCACGCCGGCGG 0.572

- 7 1309 GMS1_uc009xou.1 NM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2 GCATGGGGATCT 0.502

- 21 7225 se_Mutation_p.R21 NM_032776 NP_116165 Q15652 JHD2C_HUMAN JmjC. 6 CAGGACGTACAAA 0.363

- 3 449 _p.R38C|PLA2G12 NM_032562 NP_115951 Q9BX93 PG12B_HUMAN 1 CACAGCGATATTT 0.493

+ 18 3538 1jvi.2_Missense_M NM_015037 NP_055852 A7E2V4 K0913_HUMAN Ser-rich. 1 GCTGGGCCCCCA 0.612

- 4 1609 _uc009xtu.1_Nons NM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0 CAAATCGTTCATA 0.468

+ 8 864 _p.R255Q|HECTD2 NM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1 TGCTACGACAGAT 0.318

+ 2 384 NM_024954 NP_079230 Q9HAC8 UBTD1_HUMAN 0 AGGGCCGCAAGG 0.622

- 7 2025 2_Missense_Muta NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN mer binding (By similarity). 0 TTTCCCCGTCGG 0.607

- 2 650 p.V193M|ITPRIP_u NM_033397 NP_203755 Q8IWB1 IPRI_HUMAN 0 TGTCCACGCCAAT 0.612

- 1 441 OC2_uc009xxx.2_In NR_026715 0 GCCAGGTGCCCC 0.537

+ 5 672 NM_006426 NP_006417 O14531 DPYL4_HUMAN 2 GGACCGGTGCCA 0.632

+ 12 1479 NM_006426 NP_006417 O14531 DPYL4_HUMAN 2 GGGAGCGCCTG 0.657

+ 7 988 lra.2_Missense_M NM_006755 NP_006746 P37837 TALDO_HUMAN 0 GGATCCGCAAGT 0.552 rs143237187

- 2 492 NM_003141 NP_003132 P19474 RO52_HUMAN 4 CAAGAGGGACCAT 0.557

- 1 34 NM_001004752 NP_001004752 A6NLW9 A6NLW9_HUMAN 2 AGGTTGGAAATTT 0.443

- 6 557 f.2_5'UTR|HPX_uc NM_000613 NP_000604 P02790 HEMO_HUMAN 0 ACTCGCGGTCAC 0.333

- 22 2758 ense_Mutation_p.L NM_030962 NP_112224 Q86WG5 MTMRD_HUMAN GRAM. 3 GTCTAAGAATCTT 0.294

- 8 739 MA1_uc010rcp.1_R NM_002786 NP_002777 P25786 PSA1_HUMAN 2 GGAAGCGTCTCT 0.313

- 10 1702 cy.1_Missense_Mu NM_000352 NP_000343 Q09428 ABCC8_HUMAN rity).|ABC transmembrane t 1 TCCTGCGGGTCGT 0.602

+ 2 250 se_Mutation_p.V61 NM_006157 NP_006148 Q92832 NELL1_HUMAN 3 GATATCGTCACCG 0.473

+ 27 2979 s.1_Missense_Mut NM_031418 NP_113606 Q9BYT9 ANO3_HUMAN lasmic (Potential). 4 ATGACCGAATACG 0.408

+ 7 845 2_uc001ndg.3_RN NM_000506 NP_000497 P00734 THRB_HUMAN Kringle 2. 3 ACGGGGATGAGG 0.632

+ 1 365 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMAN lasmic (Potential). 0 ATGGTCGTTTTGT 0.512 rs143043362

+ 1 446 NM_001004705 NP_001004705 Q8NGI6 OR4DA_HUMAN Name=4; (Potential). 3 CTGCCTGGTTGGG 0.532

- 22 2981 _p.D230N|DDB1_u NM_001923 NP_001914 Q16531 DDB1_HUMAN with CDT1 and CUL4A. 4 TGAAGTCGCCCTT 0.557

+ 18 2185 ph.1_Missense_Mu NM_000932 NP_000923 Q01970 PLCB3_HUMAN C2. 2 GCCTTGCGGGTCA 0.662

- 1 918 NM_020404 NP_065137 Q9HCU0 CD248_HUMAN cellular (Potential). 3 CTGGCCGGAAACC 0.642

- 2 1285 ojb.2_Missense_Mu NM_031492 NP_113680 Q9BQ04 RBM4B_HUMAN ith TNPO3 (By similarity). 0 ATTCCCCGTAGCC 0.512

- 14 2361 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 5. 4 GTCAACCAACCAG 0.677

+ 2 239 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN LRRNT. 0 TTCCCCGGGTGC 0.652

+ 7 924 m.1_Missense_Mu NM_000260 NP_000251 Q13402 MYO7A_HUMANyosin head-like. 4 TACATCGACATCC 0.582

- 4 671 p.G126E|MMP8_u NM_002424 NP_002415 P22894 MMP8_HUMAN 4 TCTCCTCCAATAC 0.413

- 10 1258 NM_002426 NP_002417 P39900 MMP12_HUMAN mopexin-like 3. 0 TCCTTTCATCATA 0.448

- 1 80 se_Mutation_p.S5L NM_001680 NP_001671 P54710 ATNG_HUMAN 0 TCCATCGACAACC 0.617



+ 4 580 EM25_uc001pti.2_ NM_032780 NP_116169 Q86YD3 TMM25_HUMANcellular (Potential). 0 CAAGTCGGCGCC 0.587

- 7 1136 pze.1_Missense_M NM_003455 NP_003446 O95125 ZN202_HUMAN KRAB. 1 GGGAAAAGCATAC 0.453

- 1 182 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMAN lasmic (Potential). 2 CCCACAGTTAGGA 0.532

- 1 366 NM_001004463 NP_001004463 Q8NGN6 O10G7_HUMAN lasmic (Potential). 2 GGCCAGGTAGCG 0.567

- 2 205 nse_Mutation_p.G NM_014231 NP_055046 P23763 VAMP1_HUMAN lasmic (Potential). 0 GGGGGACCCCCA 0.542

+ 5 1050 aa.1_Missense_Mu NM_001987 NP_001978 P41212 ETV6_HUMAN 250 CCCCCGGCAGG 0.607

+ 1 341 NR_003932 0 TTTGACGGCATCC 0.612

+ 9 1284 zip.2_Missense_M NM_017435 NP_059131 Q9NYB5 SO1C1_HUMAN lasmic (Potential). 7 CTAATTCTTCCTC 0.388

- 6 946 _p.V287I|IFLTD1_ NM_152590 NP_689803 Q8N9Z9 ILFT1_HUMAN 3 ATTCAACGTCAGC 0.373

+ 1 70 orf54_uc009zky.1_ NM_152319 NP_689532 Q6X4T0 CL054_HUMAN 0 CAGCATCCCTGCC 0.478

+ 13 1843 _p.C559Y|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 AGTCCTGCTGTAG 0.597

+ 5 687 nse_Mutation_p.R2 NM_015416 NP_056231 Q6P1Q0 LTMD1_HUMAN membrane (Potential).|LET 2 GGACTCCGGTGG 0.423

+ 6 1001 T81_uc001sac.2_In NM_002284 NP_002275 O43790 KRT86_HUMAN Rod.|Coil 2. 1 CGTAGCCGGGCTG 0.547

+ 9 1294 my.1_Nonsense_M NM_020547 NP_065434 Q16671 AMHR2_HUMAN(Potential).|Protein kinase. 2 GCCCTCCGACGAG 0.582

- 1 569_570 sfr.3_Missense_Mu NM_006163 NP_006154 Q16621 NFE2_HUMAN ed for interaction with MAPK 0 CCTAGCTCTGAAG 0.594

+ 2 289 n_p.G30E|ACAD10 NM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2 ACCAGGGGTCCC 0.597

+ 9 1531_1532utation_p.417_418 NM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN WD 5. 3 CAGATGGATGAC 0.594

+ 5 928 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3 CTCTTCCGCCAGC 0.517 rs147505092

- 5 1199 _p.R214C|GOLGA3 NM_005895 NP_005886 Q08378 GOGA3_HUMAN-targeting domain. 6 GGTGCGCAGGAA 0.512

- 33 5015 NM_006437 NP_006428 Q9UKK3 PARP4_HUMAN th the major vault protein. 4 TGGTGCGAATAAA 0.383 rs148540630

+ 1 656 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 3. 4 AATTTTGGAGAAG 0.428

+ 1 2894 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11 ATGTTGCCCATAT 0.507

+ 1 4846 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANar (Potential).|CSPG 10. 11 GTCACCGATGGAC 0.453

- 3 343 NM_018191 NP_060661 Q8NDN9 RCBT1_HUMAN 1 AGGTGCCGAAGA 0.478

+ 1 1881 NR_003268 0 CTGGACCACCAG 0.547

- 1 402 RP1_uc001vni.2_In NM_178861 NP_849192 Q8IZP6 R113B_HUMAN 3 GTCGGCGTATGGT 0.652

+ 1 745 NM_001099780 NP_001093250 A5LHX3 PSB11_HUMAN 0 CGTGCGGGAGAG 0.622

- 18 1936 p.A466V|IPO4_uc0 NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1 GGGGCGCCAGG 0.607

- 5 1736 1wmz.1_5'UTR|TM NM_006405 NP_006396 O15321 TM9S1_HUMAN 1 ATGACAGTAGAC 0.527

- 30 5913 wrb.1_5'UTR|HECT NM_015382 NP_056197 Q9ULT8 HECD1_HUMAN 5 TTCGACTTCTTCC 0.343

+ 7 2884 ml.2_Missense_Mu NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 AGGAAGGGACTGG 0.478

+ 13 6102 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 GCCTCTACTCCCA 0.403

- 3 857 _p.S229I|OTX2_uc NM_172337 NP_758840 P32243 OTX2_HUMAN 1 AGATGGCTGGTGA 0.512

- 9 2532 se_Mutation_p.A2 NM_021136 NP_066959 Q16799 RTN1_HUMAN Reticulon. 4 ACTCAGCATGCCT 0.393

+ 22 3342 ty.1_Missense_Mu NM_173462 NP_775733 O95428 PPN_HUMAN -like C2-type 2. 3 GCCAGCGGATCC 0.642 rs138138992

- 2 2155 orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN Poly-Arg. 5 CCGGCGCCTCCG 0.657

- 2 1741 orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN Pro-rich. 5 GCAGTTCTGGGT 0.667

+ 7 735 LL5_uc010ask.1_N NM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3 GACCTTGGATAG 0.413

- 1 100 ARS_uc001yhj.1_In NM_173701 NP_776049 P23381 SYWC_HUMAN 1 ATGCGGGCTCAC 0.547

+ 8 988 e_Mutation_p.G185 NM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 GGCAGGTGGGG 0.642

- 10 2367 NM_024490 NP_077816 O60312 AT10A_HUMAN lasmic (Potential). 5 GGGTGCCGGATCA 0.607

+ 10 1347 NM_033223 NP_150092 Q99928 GBRG3_HUMAN lasmic (Probable). 0 ACAATTCCGTTTA 0.423

+ 9 1986 NM_019074 NP_061947 Q9NR61 DLL4_HUMAN lasmic (Potential). 2 CAGCTGCGGCTTC 0.632

+ 8 964 e_Mutation_p.R24 NM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3 GACTAGCGCCTGA 0.428

- 37 7136 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 CATGGCGCCCAG 0.527

+ 3 1066_1067 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0 GCTTCCCTACGG 0.579

- 2 686 NM_002833 NP_002824 P43378 PTN9_HUMAN 2 GGCACGGAGCAC 0.493 rs114183309



+ 1 116 _5'Flank|SNX33_uc NM_153271 NP_695003 Q8WV41 SNX33_HUMAN SH3. 1 GCCGAGCCCTCTA 0.557

+ 22 2968 nb.1_Missense_Mu NM_004136 NP_004127 P48200 IREB2_HUMAN 0 TTCAGCGTGATTG 0.363

- 6 634 bgn.2_Missense_M NM_181900 NP_871629 Q9NSY2 STAR5_HUMAN START. 1 TGGGAGGTAACC 0.522

+ 7 1505 DIA2_uc002cgo.1_ NM_006849 NP_006840 Q13087 PDIA2_HUMANThioredoxin 1. 2 CCGGAGGAGTACA 0.682

+ 4 1625 hh.1_Missense_Mu NM_005632 NP_005623 O75808 CAN15_HUMAN anBP2-type 5. 2 CTGCCTGTACCCT 0.766

- 29 4263 lz.2_Missense_Mu NM_014714 NP_055529 Q96RY7 IF140_HUMAN 5 CTTTGTCGTAGTT 0.647

- 22 3153 lz.2_Missense_Mu NM_014714 NP_055529 Q96RY7 IF140_HUMAN TPR 3. p.R931C(1) 5 CGAAGCGGTGCG 0.622

+ 2 343 D24_uc002cqm.2_M NM_020705 NP_065756 Q9ULP9 TBC24_HUMANRab-GAP TBC. 0 CGGTCACGCCTGA 0.667

+ 2 864 D24_uc002cqm.2_M NM_020705 NP_065756 Q9ULP9 TBC24_HUMANRab-GAP TBC. 0 CTGTACCGCGTGG 0.632

+ 11 7111 rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANa-rich.|Ser-rich. 4 ACAGCTATCAGTC 0.572

- 12 3145 NM_032444 NP_115820 Q8IY92 SLX4_HUMAN PLK1 and TERF2-TERF2IP 0 CTTCTTCGTGGTC 0.468

+ 5 1239 IP2_uc010uyp.1_I NM_024997 NP_079273 Q5U623 MCAF2_HUMAN Potential. 0 CTATTTGATAAGA 0.308

+ 8 962 PIP_uc002dcx.3_R NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0 CAGCTCCACCCTC 0.532

- 33 4730 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18 AACACACCTTCTG 0.483

- 2 273 NM_005003 NP_004994 O14561 ACPM_HUMAN 0 AGAACACGGTCCT 0.423

+ 15 4273 C6A_uc002dmo.2_ NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN 2 AACAACGGTGGCC 0.443

+ 7 1186 efx.2_Missense_M NM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2 ACTTTCGTTTCAG 0.353

+ 6 726 _uc010vhl.1_Silent_ NM_012106 NP_036238 Q9Y2Y0 AR2BP_HUMAN 0 AATCTGCGGCACT 0.483

- 17 2354 p.V739M|CDH16_u NM_004062 NP_004053 O75309 CAD16_HUMAN (Potential).|Ectodomain G. 3 GACACACGATCA 0.507

- 1 2329 2L_uc002evj.2_5'F NM_018380 NP_060850 Q9NUL7 DDX28_HUMAN case C-terminal. 1 TCGCTCCCCACAC 0.582

- 5 852 _Splice_Site|VAC14 NM_018052 NP_060522 Q08AM6 VAC14_HUMAN 2 GCCTTACCCAGGA 0.522

+ 2 477 ao.2_Missense_M NM_005769 NP_005760 Q8NCG5 CHST4_HUMANmenal (Potential). 0 TGATACGGGCCGT 0.592

- 8 1412 LPP2_uc010cgf.2_ NM_015020 NP_055835 Q6ZVD8 PHLP2_HUMAN LRR 10. 2 TGATTCCGCCCAC 0.502

+ 2 274 NM_005752 NP_005743 O75596 CLC3A_HUMAN 0 GCCCTGCAGACAG 0.443

- 13 2178 2fhh.2_Missense_M NM_003791 NP_003782 Q14703 MBTP1_HUMANmenal (Potential). 2 TAGCCCGACCAAG 0.537

- 14 2210 F1C_uc010vnz.1_M NM_005679 NP_005670 Q15572 TAF1C_HUMAN 1 ATCTGGCGGTGG 0.672

+ 6 539_540 0vqr.1_Missense_ NM_000934 NP_000925 P08697 A2AP_HUMAN 0 CAGGACCTGGGC 0.673

+ 8 719 NM_002945 NP_002936 P27694 RFA1_HUMAN 0 TGTGCTCGTGTTA 0.448

- 1 227 NM_002550 NP_002541 P47881 OR3A1_HUMAN Name=2; (Potential). 3 CTGATGCACCCAA 0.567

+ 8 1475 p.G518E|ZMYND1 NM_032265 NP_115641 Q9H091 ZMY15_HUMAN 0 AGGCCGGGAAGG 0.532

+ 3 405 x.1_Missense_Mut NM_019013 NP_061886 Q9BSJ6 FA64A_HUMAN 0 GGCCAGGAGGC 0.602

+ 7 1156 p.R381Q|DNAH2_u NM_020877 NP_065928 Q9P225 DYH2_HUMAN m (By similarity). 13 CACTCGGGAGAG 0.542

+ 36 5749 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 1 (By similarity). 13 TGGCCGCACAGA 0.463 rs147216751

- 27 3829 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 CAGTCTCCATGTT 0.423

+ 9 1848 NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN m (By similarity). 20 GAAGCAGAACTTG 0.423

- 2 480 n|NCRNA00188_u NM_001113567 NP_001107039 Q8NAA5 CQ076_HUMAN 0 GGTTCCGGAAGCT 0.622

- 2 526 L|SREBF1_uc002g NM_004176 NP_004167 P36956 SRBP1_HUMAN .|Cytoplasmic (Potential). 1 ATGGACGGGTAC 0.647 rs115855236

+ 3 879 PN2_uc010vyo.1_In NM_014964 NP_055779 O95208 EPN2_HUMAN ENTH. 1 CTGAGAGGGCCC 0.582

- 11 1214 g.1_Missense_Mu NM_014030 NP_054749 Q9Y2X7 GIT1_HUMAN milarity).|PTK2-binding (By 0 TAAAGCGGGCCAG 0.602

+ 4 893 uc010csm.2_Silen NM_032322 NP_115698 Q8IUD6 RN135_HUMAN B30.2/SPRY p.?(1) 2 GCTTCTCGGTTTG 0.507

- 6 1143 p.T221M|PIP4K2B NM_003559 NP_003550 P78356 PI42B_HUMAN PIPK. 1 GCAACCGTAGAAC 0.537

+ 11 1508 n_p.V227I|ERBB2_ NM_004448 NP_004439 P04626 ERBB2_HUMANcellular (Potential). 143 CTCAGCGTCTTCC 0.577 rs142783371

- 4 1073 T23_uc010cxg.2_M NM_015515 NP_056330 Q9C075 K1C23_HUMAN Rod.|Coil 1B. 1 CATTTTCATACCT 0.403

+ 7 1210 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMAN 1.|Extracellular (Potential). 8 AACCGCGTCAACA 0.612

- 3 696 .S1073S|WNK4_uc010wgx.1_Silent_p.S737S Q9Y2R0 CCD56_HUMAN 0 TGAGAGCGACCG 0.607

- 7 882 _Mutation_p.S252F NM_001256 NP_001247 P30260 CDC27_HUMAN 5 AATATGGAAGTTC 0.383

- 16 1822 ilw.1_Missense_M NM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0 GAGACAGCAAAG 0.627



- 3 281 NM_002634 NP_002625 P35232 PHB_HUMAN 0 GAGAACGGCAGT 0.488

+ 9 2764 _p.A845T|AKAP1_u NM_003488 NP_003479 Q92667 AKAP1_HUMAN 1 GATGCCGCCATGA 0.557

- 10 1434 ez.2_Nonsense_M NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN p.R431Q(1) 6 AACATCGATGTC 0.438

- 11 1040 se_Mutation_p.R24 NM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0 CGGGCGGGCCA 0.672

+ 7 2983 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN C1q. 3 AGCACCGGTGAG 0.602

- 60 8666 nl.2_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMANaminin G-like 4. 21 AGGCAGGGATGCT 0.522

- 48 6978 zj.1_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMANaminin G-like 1. 21 CACCCACGGCAC 0.438

+ 7 1622 koc.2_Missense_M NM_006788 NP_006779 Q15311 RBP1_HUMAN eracts with RalA. 1 GAGGATGTTTCCA 0.333

+ 2 1410 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P 2 GAAGAAGCCATCC 0.597

+ 2 1425 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P 2 CCCAAGGAGGGT 0.592

- 27 4337 e_Mutation_p.H127 NM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0 TTTGATGAAATGG 0.353

- 10 1547 dx.3_Missense_Mu NM_006111 NP_006102 P42765 THIM_HUMAN 1 CACCTCCAATGCA 0.448

+ 7 950 n_p.G136E|SERPI NM_001143818 NP_001137290 P05120 PAI2_HUMAN 2 TCAAAGGAAAGTG 0.383

- 11 1811 l.1_RNA|CDH19_u NM_021153 NP_066976 Q9H159 CAD19_HUMAN |Extracellular (Potential). 2 AGTGACGGGATTC 0.443

- 4 455 ED16_uc010xfw.1_ NM_005481 NP_005472 Q9Y2X0 MED16_HUMAN WD 1. 0 GCCCGTCGGCATC 0.637

- 7 1144 wa.1_Missense_Mu NM_032737 NP_116126 Q03252 LMNB2_HUMAN Rod.|Coil 2. 2 GGTACTCGGCCAG 0.657

+ 4 1228 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 TTTATCCCCAGTC 0.463

- 3 309 a.1_5'UTR|AES_uc NM_001130 NP_001121 Q08117 AES_HUMAN -rich (Q domain). 0 CACATTCGAGCTT 0.627

- 10 1629 NM_001961 NP_001952 P13639 EF2_HUMAN 0 GCAGGTCAGCCG 0.652

- 3 3055 ub.1_Missense_Mu NM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN 0 GAGCCCAGCGG 0.652

- 3 2585 N4_uc010dub.1_In NM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN roximate tandem repeat.|24 0 CCTTTGGCCACTT 0.582

- 6 736 p.R160W|DPP9_uc NM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1 GTTTCCGCTCCCT 0.632

- 2 522 o.2_Nonsense_Mu NM_002034 NP_002025 Q11128 FUT5_HUMANmenal (Potential). 0 CAGATCCAGCGCT 0.627

- 6 916 _p.E35K|GTF2F1_ NM_002096 NP_002087 P35269 T2FA_HUMAN 0 CGTCCTCCAGGTC 0.637

+ 8 1096 _p.N211S|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 3. 2 AATGCAATGACTG 0.453

+ 5 607_608 M_uc010dvs.2_Mis NM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN |7 X approximate tandem re 1 CTGACCCGGCTG 0.584

+ 1 183 R40W|MAP2K7_uc NM_145185 NP_660186 O14733 MP2K7_HUMAN 11 CGGCCCAGGCCC 0.373

- 5 706 NM_001419 NP_001410 Q15717 ELAV1_HUMAN RRM 2. 0 TTCACTGTGATGG 0.557

- 14 1743 NM_032447 NP_115823 Q75N90 FBN3_HUMAN e 7; calcium-binding. 11 GCACTCGTCAATG 0.493

- 3 23843 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TCTGGTGATATTG 0.493

+ 26 4452 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7 CTGCGCGGCCCG 0.726

- 4 1218 _p.D266N|WIZ_uc0 NM_021241 NP_067064 O95785 WIZ_HUMAN 0 GCGTGTCGATGGG 0.637

+ 9 1140 xom.1_Missense_M NM_000896 NP_000887 Q08477 CP4F3_HUMAN 3 CTGAAGGACCGTG 0.582

+ 4 1812 s.1_Intron|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMANC2H2-type 14. 2 AGATAAGTCATAC 0.378

+ 5 1539 npk.2_Missense_M NM_025189 NP_079465 Q9H8G1 ZN430_HUMANC2H2-type 10. 2 CATAAGGTAATTC 0.373

- 4 1717 _p.K443E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMANC2H2-type 14. 6 CATTCTTTACATTT 0.368

- 4 1447 _p.K353E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTTTCCAGT 0.343

- 4 1363 _p.E325K|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTCTCCAGT 0.368

+ 2 1494 _p.T533S|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 14. 1 ACCCTTACTATACA 0.343

- 4 1483 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMANC2H2-type 10. 2 ATGAATTATCTTATG 0.363

+ 4 1782 xrk.1_Missense_Mu NM_203282 NP_975011 O75437 ZN254_HUMANC2H2-type 13. 0 TGTGAAAAATGTG 0.358

- 11 1445 _p.G128R|NFKBID_ NM_139239 NP_640332 Q8NI38 IKBD_HUMAN 0 CCGGCCCGGGCC 0.701

- 4 568 RF_uc002otd.3_5'U NM_006494 NP_006485 P50548 ERF_HUMAN 4 CACCCGACGGCA 0.662

+ 5 678 NM_015125 NP_055940 Q96RK0 CIC_HUMAN HMG box. 11 CAAGCGGCACCG 0.617

+ 7 1115 NM_015125 NP_055940 Q96RK0 CIC_HUMAN 11 CACAGCGGGGTAC 0.662

- 5 1941 uc010eif.1_Intron NM_005357 NP_005348 Q05469 LIPS_HUMAN 2 ATGTTGGCCAGAG 0.637

- 2 386 PSG2_uc010eiq.1_Missense_Mutation_p.R98Q|PSG2_u Q00889 PSG6_HUMAN g-like V-type. 2 GTTTCTCGTCCAC 0.448 rs150218743



- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3 GGGGCCTCTGCC 0.607

+ 1 1751 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1 CTGACCGGAATCA 0.488

+ 6 1231 u.2_Missense_Mut NM_020126 NP_064511 Q9NRA0 SPHK2_HUMAN DAGKc. 1 AACCAGCACGGG 0.632

- 6 1056 25D|IRF3_uc002po NM_001571 NP_001562 Q14653 IRF3_HUMAN d in HERC5 binding. 2 CGCAGGCCCTCCG 0.652

- 2 307 0ydc.1_Missense_ NM_001245 NP_001236 O43699 SIGL6_HUMAN (Potential).|Ig-like V-type. 1 AGGGTACGAGGAC 0.597

+ 7 1195 pzi.2_Missense_M NM_032423 NP_115799 Q3MIS6 ZN528_HUMAN C2H2-type 2. 2 AACCTTTCACAAC 0.388

- 5 1746 ak.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMANC2H2-type 10. 0 TTACATGTGTAAG 0.408

- 5 934 _p.L275F|LILRB5_ NM_006840 NP_006831 O75023 LIRB5_HUMAN 3.|Extracellular (Potential). 2 GGGAGAGCCCAG 0.637

+ 6 1417 p.E228K|U2AF2_uc NM_013301 NP_037433 Q9BWC9 CC106_HUMAN 0 GCCCCCGAGAAG 0.662

+ 5 377 P_uc010eti.2_Splice NM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0 TTGGAGGTAAAGC 0.488

+ 5 1260 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1 TTCACAGGATATG 0.373

+ 7 839 p.G183S|COLEC11 NM_024027 NP_076932 Q9BWP8 COL11_HUMAN C-type lectin. 0 CGCAGCGGTGAG 0.622

+ 12 1663 se_Mutation_p.G3 NM_198182 NP_937825 Q9NZI5 GRHL1_HUMAN 2 TTGGAGGGTGAAG 0.224

- 26 10732 NM_000384 NP_000375 P04114 APOB_HUMAN 27 TGGAAGTGCCCT 0.443

- 2 614 AD2B_uc010exx.1_ NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 GTACTTCGTGATT 0.398

+ 12 2833 _p.A708T|NCOA1_ NM_003743 NP_003734 Q15788 NCOA1_HUMANction with CREBBP. 11 GCCACTGCCAGAC 0.468

+ 37 5947 w.2_Missense_Mut NM_004341 NP_004332 P27708 PYR1_HUMAN artate transcarbamylase). 10 CTGTCCGTCCAGC 0.592

- 35 3999 NM_000379 NP_000370 P47989 XDH_HUMAN 8 GCATTGCGGATC 0.582 rs138249576

+ 36 7213 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14 TTGCACGCATTGC 0.373

- 16 1998 oq.1_RNA|PSME4_ NM_014614 NP_055429 Q14997 PSME4_HUMAN 5 AGTGGGGAACAAA 0.318

- 11 1449 E4_uc010yoq.1_RN NM_014614 NP_055429 Q14997 PSME4_HUMAN 5 AACTGCGGGCTAC 0.428

+ 1 378_379 u.2_Intron|SPTBN1 NR_002229 0 TGAGTTTGCCAT 0.48

- 4 411 NM_002056 NP_002047 Q06210 GFPT1_HUMANamidotransferase type-2. 1 CCATATCTTGTTG 0.368

- 8 1630 mc.2_Missense_M NM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2 GCATCTCGTCCAC 0.517

- 3 543 n_p.A9V|FAM176A NM_001135032 NP_001128504 Q9H8M9 F176A_HUMANocalization and biological ac 0 TAGGCCGCTAGG 0.617

- 7 1122 _p.A198V|IMMT_u NM_006839 NP_006830 Q16891 IMMT_HUMAN intermembrane (Potential). 1 TGGACCGCAGCA 0.458

- 5 682 yuv.1_Missense_M NM_030805 NP_110432 Q9H0V9 LMA2L_HUMAN -like.|Lumenal (Potential). 0 CGTAGCGAATCAC 0.562

- 14 1950 p.A572T|AFF3_uc0 NM_002285 NP_002276 P51826 AFF3_HUMAN 6 CTCCGCGGGCG 0.771

+ 7 707 D2_uc002tjv.2_Spli NM_172003 NP_742000 Q8IUF1 CBWD2_HUMAN 0 TGTTTAGCATTTAG 0.264

+ 5 674 SH2P_uc002tkb.2_ NM_182905 NP_878908 0 GGTGGGCACTTG 0.612

+ 1 275 OTEE_uc002tsk.2_5 NM_001083538 NP_001077007 Q6S8J3 POTEE_HUMAN 0 GGGGGAGTGGC 0.587

- 12 1941 cq.1_Missense_Mu NM_000888 NP_000879 P18564 ITB6_HUMAN cellular (Potential). 3 TCTTCTCGGGCTT 0.453

- 2 257 fi.1_Missense_Mutation_p.P11L|TTN_uc010zfj.1_Misse Q8WZ42 TITIN_HUMAN 153 TGTAACGGCTGCG 0.448

- 9 1233 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN 3 ACTGCTGAATTTT 0.363

+ 28 4811 2uzs.3_Splice_Site NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2 ACTAACGTAAGCA 0.348

- 3 441 NM_014617 NP_055432 P11844 CRGA_HUMAN a crystallin 'Greek key' 4. 0 CTGCCGCCCCCG 0.577

+ 1 220 H2R_uc010zjb.1_In NM_005048 NP_005039 P49190 PTH2R_HUMAN 3 ATGGCCGGGCTGG 0.637

+ 33 7994 NM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 9. 14 TGGGCAGCATCAC 0.662

+ 3 597 1486_uc010fxa.1_ NM_020864 NP_065915 Q9P242 K1486_HUMAN 3 CACCACCCAAACC 0.577

- 1 1929 NM_005544 NP_005535 P35568 IRS1_HUMAN 12 CCCTTTCGGCCAC 0.642

+ 48 4415 G1418_splice|COL4 NM_000091 NP_000082 Q01955 CO4A3_HUMAN 3 TTTGAAGGACCAG 0.378

+ 12 1178 se_Mutation_p.V35 NM_025139 NP_079415 Q7Z3E5 ARMC9_HUMAN 1 GAGACCGTTCTG 0.493

- 2 424 NM_006056 NP_006047 Q9HB89 NMUR1_HUMANName=2; (Potential). 5 AGGTCCGACACGG 0.632

+ 1 46 NM_005383 NP_005374 Q9Y3R4 NEUR2_HUMAN 0 CAGTCGGGAGCC 0.627

+ 2 815 _p.R151H|PRNP_u NM_001080122 NP_001073591 P04156 PRIO_HUMAN 2, ERI3 and SYN1 (By simi 1 ACTATCGTGAAAA 0.532

- 17 2484 BL1_uc002xgj.1_Mi NM_002895 NP_002886 P28749 RBL1_HUMAN Pocket; binds T and E1A. 10 CGTAAGCGTACAC 0.348

+ 2 260 nse_Mutation_p.V5 NM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN N-LIP. 4 CTGGGCGTCCTGC 0.637



- 6 683 xox.2_Missense_M NM_181510 NP_852611 Q8IUA0 WFDC8_HUMAN WAP 3. 0 TGCGTGGGCAGA 0.423

+ 9 1374 NM_004994 NP_004985 P14780 MMP9_HUMAN 2 AGCCACGGCCTC 0.577

- 18 1901 e_Mutation_p.T498 NM_006045 NP_006036 O75110 ATP9A_HUMAN lasmic (Potential). 4 ATCACCGTGGCC 0.637

+ 2 2781 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6 AAAGATGAAGCGG 0.507

+ 5 1072 _p.E235K|EDN3_u NM_000114 NP_000105 P14138 EDN3_HUMAN 1 TTTCAGGAAGGAG 0.562

- 5 592 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0 GGTGACCGGCCT 0.602

+ 20 3541 ODL1_uc002zag.1_NM_001004416 NP_001004416 Q5DID0 UROL1_HUMAN llular (Potential).|ZP. 3 CCTGTGCCCAAC 0.502

+ 28 5685 j.2_Missense_Muta NM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8 GAGTTCGAAGCGG 0.612

- 26 5112 _Mutation_p.A1503 NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0 CTTCCGCGGACAC 0.687

- 2 984 TNF6_uc003aqy.1_ NM_182486 NP_872292 Q9BXI9 C1QT6_HUMAN C1q. 0 CCGGTCGCCATG 0.552

+ 7 2145 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCAGAACATC 0.592

+ 7 2376 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GTGCCCAACGGGA 0.582

- 7 1038 ye.1_Missense_Mu NM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5 CTGCTGCTGGTTG 0.657

- 9 1553 _p.A501T|SMC1B_ NM_148674 NP_683515 Q8NDV3 SMC1B_HUMANFlexible hinge. 2 CCTCTGCTCTCTT 0.348

- 4 893 SA_uc003bnd.3_M NM_001085426 NP_001078895 P15289 ARSA_HUMAN 2 CTGGCGCTGGGC 0.642

+ 2 819 tc.1_RNA|GRM7_u NM_000844 NP_000835 Q14831 GRM7_HUMAN cellular (Potential). 7 CATCAACGGCACC 0.502

+ 5 1326 10hcg.2_Missense_ NM_000844 NP_000835 Q14831 GRM7_HUMAN cellular (Potential). 7 ACTTTACGTCCCG 0.383

- 5 1151 e_Mutation_p.E238 NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 AGCTTTCATCAAT 0.592

+ 2 1818 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN 1 TGAAGAGAGATCT 0.348

+ 14 1268 e_Mutation_p.R301 NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3 GCAACAGAGATG 0.532

- 3 1707 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 TGAGGTCGATCAC 0.542

+ 4 431 cko.2_Missense_M NM_001098414 NP_001091884 Q6ZSS3 ZN621_HUMAN KRAB. 1 CATGGGGCCCAG 0.498

+ 3 1496 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN Kelch 3. 1 GTCTACGTAATTG 0.577

- 6 700 .2_Missense_Muta NM_002343 NP_002334 P02788 TRFL_HUMAN ansferrin-like 1. 4 CCAGCCCCGTCTC 0.537

- 21 2535 pz.1_Missense_M NM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5 TCCTCCCGCTCAT 0.567

- 1 987 cuf.1_Missense_M NM_001407 NP_001398 Q9NYQ7 CELR3_HUMANcellular (Potential). 11 CCCCTGGAAGAC 0.657

- 5 697 MPPB_uc003cxl.1 NM_021971 NP_068806 Q9Y5P6 GMPPB_HUMAN 0 CGAACCGGTGAAT 0.572

+ 22 4422 bdu.1_Missense_M NM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3 CTCCTACGGTCCC 0.542 rs148251727

+ 53 5710 1_5'UTR|STAB1_u NM_015136 NP_055951 Q9NY15 STAB1_HUMAN cellular (Potential). 9 GACCCGGCCCCT 0.652

- 7 788 _p.S28L|TMEM110 NM_198563 NP_940965 Q86TL2 TM110_HUMAN 1 TTCCTCGAGTCCT 0.567

+ 1 646 E3_uc011bgd.1_5 NM_018971 NP_061844 Q9NS67 GPR27_HUMAN lasmic (Potential). 1 ATGCGGCCCGCG 0.751

+ 1 1055 h.1_Intron|PPP4R2 NM_018029 NP_060499 Q6P2I7 EBLN2_HUMAN 0 AGAGACGATTCAA 0.473

- 10 1846 _p.S282P|PDZRN3 NM_015009 NP_055824 Q9UPQ7 PZRN3_HUMAN 7 GCTCCGAGCTCTC 0.637

+ 1 389 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN lasmic (Potential). 2 AACCTTTACTTTA 0.368

+ 4 662 hpn.2_Missense_M NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3 AAACTACGGCTTT 0.448

+ 7 1630 pn.2_Nonsense_M NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3 CCAGTGGAGGCC 0.358

- 2 183 n_p.E25K|ATG3_uc NM_022488 NP_071933 Q9NT62 ATG3_HUMAN 3 TTGATTCCTAAAA 0.328

+ 10 2052 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2 ACAGCACGCCGTG 0.592

+ 6 886 o.2_RNA|C3orf1_u NM_016589 NP_057673 Q9NPL8 TIDC1_HUMAN 0 AAGGATCGAAAGG 0.493 rs149481081

+ 4 2224 rj.2_Missense_Mu NM_138287 NP_612144 Q8TDB6 DTX3L_HUMAN 4 CATCCCGGTTTGG 0.428

- 8 1123 3eft.1_Missense_M NM_024610 NP_078886 Q96EW2 HBAP1_HUMAN 2 AGCGATCAAAAAA 0.403

+ 2 1216 B3GNT5_uc003fll.2 NM_032047 NP_114436 Q9BYG0 B3GN5_HUMANmenal (Potential). 1 CCCCTCCCATTAG 0.433

- 15 1754 _p.V423I|IGF2BP2 NM_006548 NP_006539 Q9Y6M1 IF2B2_HUMAN KH 4. 0 TTCTGACGATCAC 0.507

- 3 339 GF2BP2_uc010hyl NM_006548 NP_006539 Q9Y6M1 IF2B2_HUMAN RRM 2. 0 ATGTTTCGAATCT 0.398

- 3 12755 11bth.1_Intron|MUC NM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0 TGGTGACAGGAAG 0.582

- 3 12698 11bth.1_Intron|MUC NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GAAGAGGGGTGG 0.597

- 4 509 1_5'Flank|KIAA022 NM_014687 NP_055502 Q92622 RUBIC_HUMAN RUN. 0 CTCTGGTCGTTCT 0.572



+ 5 1113 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0 CCTACAAATGTGA 0.398

+ 59 8084 NM_002111 NP_002102 P42858 HD_HUMAN 4 aggCCGACGCCC 0.423

- 18 2245 gyk.2_Splice_Site_ NM_015030 NP_055845 O94915 FRYL_HUMAN 1 TACATACGTAATC 0.403

+ 3 791 e_Mutation_p.T79M NM_001136258 NP_001129730 Q8NHU3 SMS2_HUMAN 1 GGAAAACGGGCA 0.478

- 2 441 PC3_uc003ief.2_Mi NM_001130698 NP_001124170 Q13507 TRPC3_HUMANmic (Potential).|ANK 1. 2 TGTTGCCGTACTC 0.667

- 15 1457 jz.3_Missense_Mu NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 ATTCTCCGCCTGC 0.383

- 2 379 e_Mutation_p.D11 NM_178835 NP_849157 Q17R98 ZN827_HUMAN 0 GGTCATCGTCACA 0.582

- 4 624_625 AP9_uc003iot.1_M NM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2 TTCACACCCATCA 0.332

+ 5 381 NM_005651 NP_005642 P48775 T23O_HUMAN 0 ATGAAAGGAACAT 0.423

- 4 650 NM_001100389 NP_001093859 Q8IY95 TM192_HUMAN ical; (Potential). 1 CATATCAGGGAAC 0.463

+ 5 1209 NM_001034845 NP_001030017 Q49A17 GLTL6_HUMAN main A.|Lumenal (Potential) 4 TCCTGCGGACCAT 0.428 rs149727048

+ 4 391 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6 CCACTCGACCAG 0.483

- 5 1168 _p.A325T|UGT3A2 NM_174914 NP_777574 Q3SY77 UD3A2_HUMANcellular (Potential). 6 CCTTACCCAGGAG 0.527

- 21 3512 o.2_RNA|ADAMTS NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 2. 0 AGGTGGGCAGGG 0.378

- 2 808 on_p.T159I|TAF9_u NM_003187 NP_003178 Q16594 TAF9_HUMAN 0 GTGGGAGTACTTG 0.463

- 11 1962 _p.S430L|MEF2C_ NM_002397 NP_002388 Q06413 MEF2C_HUMAN 7 TCGTACGAACTG 0.592

- 40 4505 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN TPR 20. 4 CCTTGGGATTGAT 0.438

+ 14 2119 _p.D646N|YTHDC2 NM_022828 NP_073739 Q9H6S0 YTDC2_HUMAN case C-terminal. 3 TTTGATGACAAGC 0.368

- 10 954 2_Intron|BRD8_uc0 NM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1 TCTACAGGGGGTG 0.537

+ 1 2177 lhd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN lasmic (Potential). 8 CCGCGCCGCCAA 0.637

+ 1 2359 CDHA5_uc003lhk.1 NM_018911 NP_061734 Q9Y5H6 PCDA8_HUMAN ial).|5 X 4 AA repeats of P-X 2 GTAGGCGAAGAGC 0.453

+ 1 2364 2_Intron|PCDHA6_ NM_018903 NP_061726 Q9UN75 PCDAC_HUMANP-X-X-P.|Cytoplasmic (Pote 0 CCGTGGGGAGTT 0.672

- 6 1145 se_Mutation_p.R13 NM_006058 NP_006049 Q15025 TNIP1_HUMAN eracts with Nef. 2 CCATGCGGCCCAG 0.652

- 9 969 35_splice|ADAM19 NM_033274 NP_150377 Q9H013 ADA19_HUMAN 8 CTATTTACGTGATT 0.493

+ 29 7960 t.3_Nonsense_Mut NM_001122679 NP_001116151 10 AGGACTCGAAGG 0.627

- 11 1407 3_uc003mez.2_5'U NM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7 GCAGGACGCTGC 0.622

+ 18 2548 dfu.1_Missense_Mu NM_002011 NP_002002 P22455 FGFR4_HUMAN lasmic (Potential). 16 GCTCCTTCCCCTT 0.632

- 3 939 _5'Flank|GRM6_uc NM_000843 NP_000834 O15303 GRM6_HUMAN cellular (Potential). 8 TTGGTTCCCTGGG 0.592

- 23 3257 .3_Missense_Muta NM_002020 NP_002011 P35916 VGFR3_HUMAN(Potential).|Protein kinase. 15 GTCCCGGGCAAG 0.617 rs68096331

+ 1 646 NM_206880 NP_996763 Q96R30 OR2V2_HUMAN Name=5; (Potential). 2 ATCATCGTGGCCT 0.522

- 1 543 OC2_uc003mte.2_In NM_148959 NP_683762 Q8NHY5 HUS1B_HUMAN 0 TGCCCACGTTCGC 0.607

- 4 1485 sense_Mutation_p. NM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1 CTTGTTCGTCGGC 0.657

+ 3 536 b.1_Intron|HLA-H_uc003nod.2_RNA 0 TACCTGGAGAACG 0.677

- 7 986 R10_uc010jsc.1_5 NM_002714 NP_002705 Q96QC0 PP1RA_HUMAN4 (By similarity).|TFIIS N-ter 4 TGAGAGCGGATGA 0.478

- 8 1573 HX16_uc011dmo.1 NM_003587 NP_003578 O60231 DHX16_HUMANcase ATP-binding. 4 ACTCTCCGGGGTT 0.522

- 4 553 Flank|NRM_uc003n NM_007243 NP_009174 Q8IXM6 NRM_HUMAN .|Nuclear (Potential). 0 GAGGCTCGCCCA 0.572 rs11539189

- 2 447 2_uc011doo.1_Intro NM_181842 NP_862825 Q9Y330 ZBT12_HUMAN BTB. 0 AGGCGCCCGTGTA 0.607

- 1 807 NR_001444 0 GACAGGAGGCAG 0.577

+ 38 5491 NM_001371 NP_001362 21 ATGGCCGTCATAT 0.358 rs149016705

+ 11 1345 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9 AACACCGAGGATG 0.662

- 19 2581 2_Intron|TMEM151 NM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1 GCTTACGGATGGC 0.602 rs150351026

+ 15 4463 p.Q1391H|PHF3_u NM_015153 NP_055968 Q92576 PHF3_HUMAN 5 TGGTCAAGTATAT 0.388

+ 3 1151 n_p.A72V|TPBG_uc NM_006670 NP_006661 Q13641 TPBG_HUMAN lar (Potential).|LRRNT. 1 AGGCAGCGCGCA 0.642

+ 4 515 1dzi.1_Missense_M NM_006416 NP_006407 P78382 S35A1_HUMAN ical; (Potential). 0 CAGTGGGTTTCAG 0.403

+ 2 118 3L_uc003pmg.2_M NM_012381 NP_036513 Q9UBD5 ORC3_HUMAN 0 CTCTGCCAATAGG 0.333

+ 4 842 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 ATCTTCGACTCAA 0.323

- 4 1182 e_Mutation_p.W20 NM_031922 NP_114128 Q96D71 REPS1_HUMAN 2 GGGAGACCAAAAT 0.383



- 10 1323 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN ical; (Potential). 1 ATCCCCGCGGCAA 0.527

+ 6 2346 p.R330H|TULP4_u NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 ATGTTCGTGGGGA 0.483

+ 30 4701 _p.R797Q|SDK1_u NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 9. 6 TGCCTCGGGGTG 0.667

- 15 1967 on_p.P490L|OSBP NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1 TGCTCGGGCAGG 0.587

- 3 346 _p.G76D|CPVL_uc NM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2 AGGAAGCCGGCA 0.458

- 2 1078 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN 2 TAGAAGGATTCAT 0.483

- 4 908 se_Mutation_p.R2 NM_000598 NP_000589 P17936 IBP3_HUMAN roglobulin type-1. 3 AAGCCCCGCTTCC 0.582

+ 4 1013 NM_001159279 NP_001152751 2 GAAGAATGTGGCA 0.423

+ 4 968 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN 0 GAGAGAAACCCTA 0.418

+ 4 977 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 7. 0 CCTACACATGTGA 0.433

+ 4 955_956 zu.2_Missense_Mu NM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0 CCTCAACCCTTAC 0.351

+ 2 229 0_uc003ukk.1_RNA NM_033107 NP_149098 A4D1E9 GTPBA_HUMAN 0 ATGACTTTAAAAC 0.433

+ 48 7207 .T2315M|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN action with TP53. 37 TGAAGACGCGCC 0.522

- 2 1672 ACHE_uc003uxg.2_ NM_000665 NP_000656 P22303 ACES_HUMAN 2 TCAGTCGCTGGGC 0.612

+ 3 9609 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 CTTTCAGCAACTC 0.483

+ 6 836 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN ntial).|ABC transmembrane 5 TTGCCCTTTTTCA 0.438

- 4 1962 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN 5 AGCCTGCAGGTG 0.557

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 6 1044 kr.2_RNA|GALNTL NM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANmenal (Potential). 2 TAAGGGGAACTTT 0.433

+ 1 475 NM_001427 NP_001418 P19622 HME2_HUMAN 1 ATCCTGCGGCCCG 0.498

+ 19 2947 wni.3_Missense_Mu NM_014671 NP_055486 Q15386 UBE3C_HUMAN HECT. 5 GAAGACGATGTGG 0.527 rs141183982

+ 2 839 wpm.2_Missense_M NM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0 TGCTACCCCGACG 0.672

- 4 289 1lck.1_Missense_M NM_001464 NP_001455 Q99965 ADAM2_HUMAN 2 TGTAAACTCTAAA 0.264

- 4 351 xns.2_Missense_M NM_024645 NP_078921 Q9H898 ZMAT4_HUMAN 3 CCATGTCGGCATC 0.483

- 14 1878 t.2_Missense_Muta NM_000930 NP_000921 P00750 TPA_HUMAN Peptidase S1. 2 TGTCACGAATCCA 0.547

+ 4 541 NM_152419 NP_689632 Q68CP4 HGNAT_HUMAN 0 ACCTTCGTACGTA 0.393

+ 2 472 NM_020697 NP_065748 Q9ULS6 KCNS2_HUMAN lasmic (Potential). 1 CGAGACGCGCCT 0.652

+ 38 5293 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN Extracellular (Potential). 14 TACATGGAGTGCC 0.438

+ 6 1019 p.V285M|GRINA_u NM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN ical; (Potential). 1 ATGGGCGTGCTCC 0.627

+ 2 1592 NM_022160 NP_071443 Q5VZB9 DMRTA_HUMAN 2 CCTACCTAACACC 0.438

+ 18 2337 qx.3_Missense_M NM_002197 NP_002188 P21399 ACOC_HUMAN 0 AACATTCGCTTGT 0.493

+ 1 490 42421_uc004aed.1_RNA 0 GTTAACCCCTTCC 0.582

- 13 1979_1980_p.P547L|AGTPBP NM_015239 NP_056054 Q9UPW5 CBPC1_HUMAN 7 ATAATCGGGATAAG 0.411

+ 11 976 e_Mutation_p.R68H NM_020893 NP_065944 7 TTGCCCGCATCGA 0.572

- 2 637 KS6_uc004ayy.1_R NM_173551 NP_775822 Q68DC2 ANKS6_HUMAN ANK 5. 2 GCACCACGGCCTC 0.687

- 4 310 f80_uc010muk.2_I NM_021218 NP_067041 Q9NRY2 SOSSC_HUMAN 0 AGAGTGCAATGC 0.413

+ 1 545 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANcellular (Potential). 4 TGACCCGCGTGG 0.527

+ 10 1430 fc.1_Missense_Mu NM_002957 NP_002948 P19793 RXRA_HUMAN gand-binding. 2 GCCTGCCGGCTCT 0.607

- 5 1336_1337nbh.2_Missense_M NM_144653 NP_653254 Q96BF6 NACC2_HUMAN BEN. 0 CAGTCCCGCAGC 0.668

- 31 5780 NM_017617 NP_060087 P46531 NOTC1_HUMANmic (Potential).|ANK 1. 856 TCGCCCGTGCGG 0.667

- 4 1021 ense_Mutation_p.R NM_033290 NP_150632 O15344 TRI18_HUMAN 3 ATCTGTCGTCTTT 0.388

+ 2 1423 d.2_Missense_Mut NM_138636 NP_619542 Q9NR97 TLR8_HUMAN cellular (Potential). 7 ATATCCGGAAACG 0.388

- 1 271 NM_001163264 NP_001156736 Q9Y5K3 PCY1B_HUMAN 0 GGAGCGCGATTG 0.413

+ 3 270 ite_p.D89_splice|P NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 ATGATGGTAGGTG 0.507

- 1 391 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN imate tandem repeats of E- 2 ccggttctggggccggct 0.02

- 8 1634 ense_Mutation_p.R NM_201599 NP_963893 Q14202 ZMYM3_HUMAN 1 CCATTACGATCCA 0.502

+ 26 4049 on_p.A507V|TAF1_ NM_138923 NP_620278 P21675 TAF1_HUMAN 17 TTAGTGCGGATGA 0.408



- 1 981 mqj.1_Missense_M NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN u-rich (acidic). 1 GCATAATCATAATA 0.343

+ 38 4097 qq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 ACTTCGGAATAGA 0.403

- 1 1268 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 GGTGACCCACATC 0.458

+ 3 925 NM_005364 NP_005355 P43361 MAGA8_HUMAN MAGE. 0 TGGGAGGGAGCA 0.587

- 3 1639 nse_Mutation_p.E4 NM_001142392 NP_001135864 P09131 P3_HUMAN ical; (Potential). 2 GCATCTCGGAGGT 0.622

- 2 405 mh.1_Nonsense_M NM_020994 NP_066274 O75638 CTAG2_HUMAN 1 CTGGTCGGGGGA 0.632

+ 2 238 L9R_uc004fnu.1_M NM_002186 NP_002177 Q01113 IL9R_HUMAN 0 TGAGGCGAGACAT 0.612

- 20 2207 EL1_uc009vlg.1_R NM_033467 NP_258428 Q495T6 MMEL1_HUMANmenal (Potential). 0 TCTGTTCGTCTGC 0.637

- 3 267_268 me.2_Missense_M NM_000983 NP_000974 P35268 RL22_HUMAN 0 ACCTCGGATGTC 0.564 rs148093039

+ 8 1153 0obc.1_Missense_M NM_001243 NP_001234 P28908 TNR8_HUMAN (Potential).|TNFR-Cys 6. 5 GAGACGGTCACCA 0.637

+ 6 808 se_Mutation_p.S45 NM_001066 NP_001057 P20333 TNR1B_HUMANcellular (Potential). 3 GCACCTCCTTCCT 0.562

- 5 1213 ub.2_Missense_M NM_004753 NP_004744 O75911 DHRS3_HUMAN 1 ACTGTCCTCCGGG 0.478

+ 4 1331 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0 AGCCTGGAGACG 0.537

+ 11 2227 bp.1_Missense_Mu NM_015001 NP_055816 Q96T58 MINT_HUMAN g-rich.|Tyr-rich. 15 TACTACGATGATC 0.428

+ 10 991 ense_Mutation_p.R NM_000085 NP_000076 P51801 CLCKB_HUMAN 1 GTCAGCGAATCTT 0.612

+ 14 1646 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2 AATAAAGACCTCA 0.512

- 7 752_753 cy.1_Missense_Mu NM_201252 NP_957704 0 TGCAGGGCCTTC 0.639

- 3 326 NM_014589 NP_055404 Q9NZK7 PA2GE_HUMAN 0 CACGTTCGCTGAC 0.577

+ 11 2126 bgf.2_Missense_Mu NM_017449 NP_059145 P29323 EPHB2_HUMAN(Potential).|Protein kinase. 5 TACACGGAGAAGC 0.597

- 15 1833 bio.2_Missense_M NM_152372 NP_689585 Q5VTT5 MYOM3_HUMANonectin type-III 2. 3 CTCGGGGATCTCA 0.557

+ 13 1236 p.R342H|RPS6KA1 NM_002953 NP_002944 Q15418 KS6A1_HUMAN kinase C-terminal. 1 CGTCCCGCACACC 0.572

+ 12 1265 _p.R390C|KPNA6_ NM_012316 NP_036448 O60684 IMA7_HUMAN (minor) (By similarity).|ARM 0 GAGTTTCGTACAA 0.463

- 11 2039 _p.S663F|PHC2_u NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN FCS-type. 1 GCCATGGAACAGA 0.547

- 51 7647 xm.1_Missense_Mu NM_052896 NP_443128 Q7Z408 CSMD2_HUMANar (Potential).|Sushi 15. 12 CCATTCCATTCTT 0.488

+ 6 1429 bxt.2_Missense_Mu NM_032884 NP_116273 Q6P1W5 CA094_HUMAN 0 TACATCCCTTTTG 0.557

+ 10 1119 FYC_uc001cfy.3_In NM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3 CCCCAGCAGAGC 0.627

+ 13 1966 _p.R317Q|CCDC30 NM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN Potential. 0 TAGAGCGAATTAT 0.428

+ 4 465 NM_024097 NP_077002 Q9BV19 CA050_HUMAN 1 TATTTTTCCATCAT 0.388

+ 7 1278 sense_Mutation_p. NM_152498 NP_689711 Q96MR6 WDR65_HUMAN 1 TGTATCCATTGCA 0.493

- 1 177 NM_005764 NP_005755 Q13113 PDZ1I_HUMAN 0 GGCTGAGGGCCG 0.642

+ 5 927 p.A237V|ELAVL4_u NM_021952 NP_068771 P26378 ELAV4_HUMAN p.A220A(1) 2 GCCAGGCCCTGC 0.587

+ 19 3607 of.1_RNA|C1orf17 NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN HEAT 3. 0 TTCAGCGACGTGA 0.592

+ 3 799 .1_RNA|PCSK9_u NM_174936 NP_777596 Q8NBP7 PCSK9_HUMANPeptidase S8. 4 GCGGATGAATACC 0.622

- 5 1109 NM_177414 NP_803133 O14495 LPP3_HUMAN ical; (Potential). 0 TACATGGAGAAGG 0.463

- 18 2519 rf168_uc001cyl.2_ NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 AATTACGACATAT 0.269

+ 7 1096 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3 GAGCTTCCAGATC 0.403

- 5 667 NM_152377 NP_689590 Q8N0U7 CA087_HUMAN 2 AAGTTGGAACTCA 0.448

+ 10 1288 au.2_Nonsense_M NM_178221 NP_835739 Q96DT6 ATG4C_HUMAN 1 TCTTTTCGAAAAA 0.308 rs41305874

- 8 1166 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMAN cellular (Potential). 2 GAGACTGAAATTA 0.333

- 7 1000 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMAN cellular (Potential). 2 TTTGGAAATATATT 0.279

+ 14 2778 R866Q|LPHN2_uc NM_012302 NP_036434 O95490 LPHN2_HUMAN lasmic (Potential). 9 GTGACCGAAATA 0.408

+ 3 763 BD8_uc010otc.1_R NM_183242 NP_899065 Q5XKL5 BTBD8_HUMAN 1 AAGCATGAAATTC 0.328

- 10 1398 otn.1_Missense_Mu NM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12 CTTCTTCCCAGGC 0.493

+ 7 1282 sf.2_Missense_Mu NM_017734 NP_060204 Q9NP74 PALMD_HUMAN 3 CCCCTGGACCAA 0.423

+ 11 1521 DC14A_uc001dtf.2 NM_003672 NP_003663 Q9UNH5 CC14A_HUMAN 1 AAAAATCGACCAT 0.323

- 62 4873 31_splice|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN 12 GGGTCCCTGTTAG 0.423

- 11 1698 ense_Mutation_p.G NM_001048210 NP_001041675 Q96S66 CLCC1_HUMAN 1 CCACACCTCTTGC 0.582



+ 8 1545 vr.1_Missense_Mut NM_004037 NP_004028 Q01433 AMPD2_HUMAN 3 TACACCCGCAGGG 0.652

- 16 2852 ENND2C_uc001ef NM_198459 NP_940861 Q68D51 DEN2C_HUMAN DENN. 3 GTGAACGGATACA 0.463

- 8 1171 eff.1_Missense_Mu NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 CAGCATGAACATC 0.418

- 32 4678 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 TAAAGAGAGCCTG 0.388

- 27 3842_3843 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 CTGACGGACCAT 0.48

+ 2 159 ehw.2_Missense_ NM_000862 NP_000853 P14060 3BHS1_HUMAN 2 GCTGGAGCTGCC 0.562

- 1 1427 NM_021794 NP_068566 Q9UKF2 ADA30_HUMAN Extracellular (Potential). 3 AACACCGATCTTT 0.448

+ 19 2193 ation_p.E30G|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0 AGAAAGAGCCTGA 0.483

- 31 5299 E4DIP_uc001elm.3 NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 TGGATTCGGCCTT 0.498 rs139225578

- 16 2504 _Missense_Mutatio NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 GATCTGGGTATGC 0.368

- 2 379 R|PDE4DIP_uc001 NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 ATCTCCCCATCAT 0.403

+ 11 1314 TGA10_uc009wiw.2 NM_003637 NP_003628 O75578 ITA10_HUMAN cellular (Potential). 8 CCCCACGAATGGC 0.582

- 9 1836 .3_Intron|FMO5_u NM_001461 NP_001452 P49326 FMO5_HUMAN 3 GAGCCCCATCCCA 0.493

- 9 1795 .3_Intron|FMO5_u NM_001461 NP_001452 P49326 FMO5_HUMAN 3 ATTGGAGTGCAGG 0.532

- 2 932 pt.1_Missense_Mu NM_181703 NP_859054 P36382 CXA5_HUMAN lasmic (Potential). 1 CGGGGGGTGGT 0.527

- 5 802 do.1_Missense_Mu NM_005060 NP_005051 P51449 RORG_HUMAN nge (Potential). 2 CAAAACGAAGTCC 0.612

- 3 906 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 CCTTTTCTGTTCT 0.453

- 2 230 wne.1_Missense_M NM_007113 NP_009044 Q07283 TRHY_HUMAN and 2.|S-100-like. 5 AAAATAAATAGGA 0.483

- 3 8603 NM_002016 NP_002007 P20930 FILA_HUMAN rich.|Filaggrin 17. 16 TGACGCGACCCTG 0.577

- 3 862 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 TTCTGGTCATTGG 0.602

+ 2 239 faw.2_Missense_M NM_005987 NP_005978 P35321 SPR1A_HUMANoximate tandem repeats.|3. 0 AAGTGCCTGAGCC 0.637

- 4 366 1fbp.2_Missense_M NM_020393 NP_065126 Q96LB8 PGRP4_HUMAN 4 GCAGTTCCCGCAG 0.557

- 3 992 HE_uc001ffc.2_RN NM_001010846 NP_001010846 Q5VZ18 SHE_HUMAN 6 TCTGCCCTGGGCC 0.647

- 21 2957 ON4L_uc001fmb.3_ NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 GGCTTCGATCTGA 0.502 rs143360629

+ 3 650 o.2_Missense_Mu NM_021948 NP_068767 Q96GW7 PGCB_HUMAN g-like V-type. 2 CCTACCGGTTCCG 0.682

+ 6 585 e_Mutation_p.D19 NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3 TCGTGTGATCCCA 0.622

- 27 4037 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 12. 8 TACGATCCTTTGT 0.547

- 22 3308 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8 ACTCATCGTGGGC 0.572

- 6 878 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8 GTTTTCCTGTTGA 0.378

+ 3 137 _p.G39E|FCRL6_u NM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 1.|Extracellular (Potential). 3 TTGAAGGAGATGC 0.507

- 9 1108 n_p.E279K|CCDC1 NM_012337 NP_036469 Q9UL16 CCD19_HUMAN Potential. 1 CTTTCTCCCTCCG 0.547

- 2 667 NM_002241 NP_002232 P78508 IRK10_HUMANasmic (By similarity). 1 GCTTCTTGGGCCG 0.547

- 8 1031 e_Mutation_p.P330 NM_003874 NP_003865 Q9UIB8 SLAF5_HUMAN lasmic (Potential). 4 GTCCCAGGAGGT 0.512

- 2 525 tp.2_RNA|CD244_ NM_016382 NP_057466 Q9BZW8 CD244_HUMAN ar (Potential).|Ig-like 1. 1 GTCTGAACTTTTC 0.453

- 3 176 se_Mutation_p.E39 NM_080878 NP_543154 Q8WWU7 ITLN2_HUMAN 1 AGGTTTCGAATTC 0.478

+ 14 1579 e_Mutation_p.A410 NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 AGTGCAGCAACTA 0.488

- 14 1866 0plj.1_Missense_M NM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3 ATCTGGCTTTTTC 0.358

+ 19 2763 lk.1_Missense_Mu NM_001017977 NP_001017977 Q58WW2 DCAF6_HUMAN 3 CAGACCGGTTGG 0.323

- 13 3627 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 TGACTTCGGTCAT 0.488

- 13 2225 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 AAATCTCATATGA 0.388

+ 11 1511 se_Mutation_p.H36 NM_014283 NP_055098 Q9UBS9 OSPT_HUMAN SUN. 2 ACTTTTCATGGTA 0.303

- 11 2677 wu.1_Missense_Mu NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 7. 11 TTGGGGGATCAAT 0.433

- 2 751 _p.E224K|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN -rich.|EGF-like 2. 11 TGTACTCGCTGTC 0.627

+ 2 1486 e_Mutation_p.P108 NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 CTTGTTCCCCCAG 0.562

+ 3 3146 e_Mutation_p.S661 NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN etalloprotease. 16 CTGACTCACCCAA 0.498

+ 8 2146 lg.2_Missense_Mu NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 TTTCCTGACTGGG 0.527

+ 19 2345 orf125_uc001gmp.2 NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 GATATAGGAGTTG 0.428



+ 24 2903 gmp.2_Missense_M NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN Glu-rich. 0 GTAATTGAACATA 0.393 rs78751980

+ 8 1468 e_Mutation_p.W40 NM_173533 NP_775804 Q8NAT2 TDRD5_HUMAN 5 TGTATGGAATTGC 0.403

+ 14 2462 _p.D792N|TDRD5_ NM_173533 NP_775804 Q8NAT2 TDRD5_HUMAN 5 GGTGATGATATTT 0.423

+ 34 8886 _p.P970S|CEP350_ NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 ATGTGTCCCAGAC 0.368

+ 32 4735 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMAN me=S2 of repeat IV.|IV. 6 TCCCTGGAATGTG 0.478

+ 42 5747 p.S1749F|CACNA1 NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 TAGCCTCTGACCT 0.478

+ 18 2279 e_Mutation_p.V492 NM_001357 NP_001348 Q08211 DHX9_HUMAN case C-terminal. 2 GTTGGAGTAACCA 0.388

+ 25 3216 X9_uc001gpt.2_Mi NM_001357 NP_001348 Q08211 DHX9_HUMAN 2 AAGGGCGTAATGC 0.393

- 14 2445 129A_uc001grb.1_ NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN Glu-rich. 4 TGGGCTCTTTTTC 0.562

+ 18 2996 grr.1_Missense_Mu NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN-like C2-type 6. 23 GAACGTCGGTGG 0.343

- 33 4924 NM_003292 NP_003283 P12270 TPR_HUMAN Potential. 7 GTTGTCGGAGCTG 0.408

- 4 510 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 3. 3 ATTCAGGAGCCAA 0.264

- 18 5449 .2_Intron|ASPM_u NM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 6. 6 ATACAAGATTCCC 0.373

+ 2 700 B1_uc010ppa.1_RN NM_201253 NP_957705 P82279 CRUM1_HUMANEGF-like 5; calcium-binding 9 GTGGATGAATGTG 0.473

+ 6 1343 B1_uc010ppb.1_M NM_201253 NP_957705 P82279 CRUM1_HUMANGF-like 10; calcium-binding 9 GTTCTTCAAACCC 0.353

+ 7 2366 B1_uc010ppb.1_In NM_201253 NP_957705 P82279 CRUM1_HUMANPotential).|Laminin G-like 2. 9 TTGTCCGAACGCT 0.478

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

- 24 3207 NM_000069 NP_000060 Q13698 CAC1S_HUMAN |Dihydropyridine binding (B 5 GGAAGTCGCTGTG 0.602

+ 6 1674 _p.E264K|ATP2B4_ NM_001684 NP_001675 P23634 AT2B4_HUMAN lasmic (Potential). 3 GTCATGGAAGGTT 0.458

+ 3 1109 prf.1_Missense_Mu NM_014858 NP_055673 O75069 TMCC2_HUMAN 1 CTTCCTCCACCAC 0.687

+ 16 2251 _p.E640K|SRGAP2 NM_015326 NP_056141 O75044 FNBP2_HUMAN 0 GATGACGGTACGA 0.562

+ 2 305 YRK3_uc001hei.2_ NM_003582 NP_003573 O43781 DYRK3_HUMAN 3 CCCCCTGTTCAAA 0.398

- 7 1992 z.2_Missense_Mu NM_002644 NP_002635 P01833 PIGR_HUMAN cellular (Potential). 3 AAAAGCCTGGGAT 0.537

+ 4 758 2_uc009xch.2_Mis NM_001877 NP_001868 P20023 CR2_HUMAN xtracellular (Potential). 8 CGATTTCCCAATG 0.393

+ 2 330 g.1_Missense_Mu NM_000573 NP_000564 P17927 CR1_HUMAN xtracellular (Potential). 3 GAGTTTCCCATTG 0.453

+ 2 493 NM_015714 NP_056529 P27469 G0S2_HUMAN 0 AGCAAGCCCTGCA 0.697

- 6 756 hic.2_Missense_Mu NM_172362 NP_758872 O95259 KCNH1_HUMAN lasmic (Potential). 5 ACTGGGGAAGGAT 0.433

+ 14 2193 _p.P585S|DTL_uc0 NM_016448 NP_057532 Q9NZJ0 DTL_HUMAN 0 ATCAGTCCGTATG 0.463

+ 1 2013 uc010pth.1_RNA NM_153606 NP_705834 Q8IYT1 FA71A_HUMAN 5 GCCAACCTTACTA 0.552

+ 2 553 hkg.1_Missense_M NM_002763 NP_002754 Q92786 PROX1_HUMAN 6 TAATTTCCCAGCT 0.483

- 44 9082 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibronectin type-III 1 26 ATATATTCATAGGT 0.343

- 4 1373 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1 ATATCCGGCCTCG 0.582

- 11 1674 BP2_uc010puz.1_5 NM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3 AACGGACGCACT 0.428

+ 5 478 2_5'UTR|GUK1_uc NM_000858 NP_000849 Q16774 KGUA_HUMAN nylate kinase-like. 0 ACCAGGGAGGTGA 0.632

+ 63 16470 _p.E5476K|OBSCN NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 GAGCAGGAGAAA 0.607

+ 1 998 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN B box-type 2. 4 GCTGTCGAACCCC 0.672

- 13 4177 hvf.2_Missense_M NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Ser-rich. 6 TGAGAGGATATCT 0.587

+ 9 2560 hvu.3_Missense_M NM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8 CAGCGGGCTTCCA 0.607

- 5 1539 xs.1_RNA|LYST_u NM_000081 NP_000072 Q99698 LYST_HUMAN 12 AAAACCAGCCATT 0.373

+ 73 10637 xz.1_Missense_Mu NM_001035 NP_001026 Q92736 RYR2_HUMAN 33 AAGTACGAGATAT 0.333

+ 5 2523 NM_000740 NP_000731 P20309 ACM3_HUMANasmic (By similarity). 5 ATTTTTCACAAGC 0.498

+ 5 2374 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12 GTGACAGCCTCAG 0.502

+ 5 3146 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 GAGCAGGAATAC 0.711

+ 17 5363 MN2_uc010pyg.1_M NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12 ACTCTGGAATTGT 0.279

+ 1 64 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMANcellular (Potential). 1 CACCCTCGTCTGG 0.493

+ 6 1465 2W3_uc001idp.1_In NM_015431 NP_056246 Q8NG06 TRI58_HUMAN 7 TCCAGGGATCATT 0.463

+ 1 848 NM_017504 NP_059974 Q96R27 OR2M4_HUMAN Name=7; (Potential). 2 TCACCCCTATGCT 0.438



- 1 425 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMAN Name=4; (Potential). 2 ATAAGTCCACAAA 0.478

+ 1 613 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 TCCCGGGAGATTC 0.498

+ 1 16 NM_001005495 NP_001005495 Q8NH03 OR2T3_HUMANcellular (Potential). 1 GGGAATCAGACTT 0.458

+ 15 2373 xig.2_Missense_Mu NM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3 GCCGTACGGGTGA 0.498

- 10 1505 _p.D262N|ITIH5_uc NM_030569 NP_085046 Q86UX2 ITIH5_HUMAN VWFA. 4 TTTCATCGTAGAA 0.522

+ 19 4685 n|KIAA1217_uc001 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CAAGAAGGGACT 0.478

+ 11 2893 sk.2_Missense_M NM_020752 NP_065803 Q5T848 GP158_HUMAN lasmic (Potential). 8 AGAAATCACTCAA 0.433

+ 5 701 YO3A_uc009xkq.1_ NM_017433 NP_059129 Q8NEV4 MYO3A_HUMANProtein kinase. 18 TGAAAGGATTTCT 0.338

+ 9 1437 q.2_Missense_Mu NM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2 ATGATTCCATCTG 0.408

- 4 2358 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 CCCCGGGAAGAA 0.318

- 1 830 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 GCAGATCCTGCAC 0.622

- 3 927 RP1_uc001iwz.2_M NM_003873 NP_003864 O14786 NRP1_HUMAN xtracellular (Potential). 4 CGTATGGAAAATC 0.343

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGGCAGCAA 0.408

+ 34 3526 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 TCACACCATCCTA 0.398

+ 3 708 _Mutation_p.S173 NM_020975 NP_066124 P07949 RET_HUMAN Extracellular (Potential). 451 GGCCCTCCTTCCG 0.622

- 1 67 NR_002726 0 GGAGTCGGGCTG 0.572

+ 3 492 PYR1_uc009xna.2 NM_005972 NP_005963 P50391 NPY4R_HUMANcellular (Potential). 2 CCCCTGGGCACC 0.517

- 1 222 RRC18_uc001jhe.1 NM_001006939 NP_001006940 Q8N456 LRC18_HUMAN LRR 1. 2 TAAGGCGCAGAAT 0.507

- 4 266 NM_001080520 NP_001073989 A6NNA5 DRGX_HUMAN 0 GCCCTTCTGTTCT 0.547

- 8 1097 os.2_Missense_Mu NM_019893 NP_063946 Q9NR71 ASAH2_HUMANmenal (Potential). 0 GACTCTCCTGTG 0.433

- 37 5652 DH15_uc010qht.1_ NM_001142769 NP_001136241 Q96QU1 PCD15_HUMAN 13 GACTTTCGCTACT 0.488

- 9 1320 _p.Q309*|PCDH15_ NM_033056 NP_149045 Q96QU1 PCD15_HUMAN |Extracellular (Potential). 13 GGTCCTGATCAAT 0.388

- 37 10597 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 CCTCCTCCTCGAT 0.448

- 5 573 qp.1_Missense_Mu NM_032797 NP_116186 Q9BRQ8 AIFM2_HUMAN 1 GGACGGAGGGC 0.632

+ 17 3176 e_Mutation_p.E900 NM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANmic (Potential).|Death. 3 CTCTGGGAAGCT 0.607

+ 6 801 rv.2_Missense_Mu NM_022124 NP_071407 Q9H251 CAD23_HUMAN |Extracellular (Potential). 11 CGCATCCCTGAGG 0.562

+ 4 867 T3_uc009xqs.1_RN NM_152635 NP_689848 Q8WWZ8 OIT3_HUMAN lcium-binding (Potential). 2 AGAAGTGATGGCA 0.488

+ 4 244 10qkx.1_5'UTR|PL NM_002658 NP_002649 P00749 UROK_HUMAN EGF-like. 3 GTGACTGTCTAAA 0.537

+ 2 194 PS24_uc001jzp.2_M NM_001026 NP_001017 P62847 RS24_HUMAN 1 CGACTACTTCAGA 0.363

+ 2 398 _p.W57*|OPN4_uc NM_033282 NP_150598 Q9UHM6 OPN4_HUMAN cellular (Potential). 1 TGCCTGGGTCCC 0.478

- 6 895 NM_144590 NP_653191 Q5VYY1 ANR22_HUMAN 0 AATCTCCGTGCAA 0.403

- 7 924 utation_p.G225R|A NM_001613 NP_001604 P62736 ACTA_HUMAN 0 GCCTACCGATGAA 0.527

- 6 803 PA_uc010qnf.1_M NM_000235 NP_000226 P38571 LICH_HUMAN 0 GCCATAGGGCTAG 0.478

+ 2 777 b.3_Intron|LIPA_uc0 NM_001010987 NP_001010987 Q5T764 IFT1B_HUMAN 0 GGACAGGAAGCTG 0.433

+ 1 307 NM_006204 NP_006195 P51160 PDE6C_HUMAN 4 CAGGTGGAGGAG 0.627

+ 2 748 NM_006204 NP_006195 P51160 PDE6C_HUMAN GAF 1. 4 GCATCTGAATTTT 0.443

+ 16 4799 p.E1373K|PLCE1_u NM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3 TCACAGGAGAAC 0.403

- 4 1185 n_p.L190F|COX15_ NM_078470 NP_510870 Q7KZN9 COX15_HUMAN ical; (Potential). 1 AGACGAGGCCACA 0.458

+ 4 765 8R|SEMA4G_uc00 NM_017893 NP_060363 Q9NTN9 SEM4G_HUMANular (Potential).|Sema. 1 CAAAAAGGGAAAA 0.507

+ 10 4514 RC1_uc010qqj.1_M NM_015062 NP_055877 Q5VV67 PPRC1_HUMAN g-rich.|Ser-rich. 3 tcttcgtcttcctcatcctca 0.443

+ 7 1161 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN Potential. 5 GAAGATCAAAAGG 0.393

+ 5 926 se_Mutation_p.S40 NM_024889 NP_079165 Q5SXH7 CJ081_HUMAN PH. 1 TGGGTCTCCTTCA 0.413

+ 11 1616 10orf81_uc001las.1 NM_024889 NP_079165 Q5SXH7 CJ081_HUMAN 1 GGCCCCCCACGT 0.567

+ 9 1163 e_Mutation_p.R281 NM_198496 NP_940898 Q5GFL6 VWA2_HUMAN 5 GGAAGAGAGTGT 0.498

- 10 1251_1252 n_p.D347N|ABLIM NM_002313 NP_002304 O14639 ABLM1_HUMAN 1 CTAAATCCTTGTA 0.416

+ 12 1920 1lcc.2_Missense_M NM_020940 NP_065991 Q5W0V3 F16B1_HUMAN 1 AGAAGATCCATTAT 0.348

+ 20 3607 se_Mutation_p.G20 NM_207303 NP_997186 Q5VV63 ATRN1_HUMAN e 2.|Extracellular (Potential 7 ACACAGGAAAATG 0.348



+ 20 3630 se_Mutation_p.G21 NM_207303 NP_997186 Q5VV63 ATRN1_HUMAN e 2.|Extracellular (Potential 7 ACTAAAGGAATAA 0.323

+ 3 357 NM_198515 NP_940917 P0C7W6 CJ096_HUMAN Potential. 2 TGTCGTGAAAAAA 0.338

- 4 1442 NM_173791 NP_776152 Q8NEN9 PDZD8_HUMAN PDZ. 0 TAAGTCGATCTCC 0.428

- 2 1213 9xyz.1_Missense_ NM_014904 NP_055719 Q7L804 RFIP2_HUMAN 0 CCAAAGGAATCTA 0.388

+ 19 2741 fd.1_Missense_Mu NM_018117 NP_060587 Q9BZH6 WDR11_HUMAN 0 GATGAACAAGAGT 0.458

+ 9 6748 01lfz.2_Missense_M NM_206862 NP_996744 O95359 TACC2_HUMAN 10 AAAAAACCGAGGC 0.537

+ 52 6845 _p.E2246K|DMBT1 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN ZP. 7 GTCGAGGAAGTC 0.463

- 3 749 _p.P307S|C10orf90 NM_001004298 NP_001004298 Q96M02 CJ090_HUMAN 2 CCTCGGGAACCT 0.582

+ 4 457 NM_002412 NP_002403 P16455 MGMT_HUMAN 2 TGATTTCTTACCA 0.498

+ 1 845 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 ACACCGGCGCGTG 0.786

+ 17 2683 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANmenal (Potential). 1 AACTTCGAGCGC 0.692

- 31 4256 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN o-rich.|Thr-rich. 1 TGTGGGGTTTGGG 0.592

+ 25 3430 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 CACTATGAGCCAT 0.622

+ 1 451 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 GGGGGGCTGTG 0.692

+ 1 230 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMAN Name=2; (Potential). 2 TTTCCTCCTCAGC 0.522

+ 1 319 NM_001005171 NP_001005171 Q8NGK4 O52K1_HUMAN Name=3; (Potential). 0 TTCCTTCACTCCT 0.517

+ 2 206 NM_152430 NP_689643 Q8TCB6 O51E1_HUMAN cellular (Potential). 4 GCCTCCCTGGTTT 0.488

+ 1 902 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMAN lasmic (Potential). 3 AGATTCGAGAACG 0.378 rs146387387

- 1 731 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMAN Name=6; (Potential). 3 ACATGTGAACCAC 0.458

- 1 370 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMAN lasmic (Potential). 4 CATAGCGATCCAG 0.468 rs143161168

- 2 687 BG2_uc001maj.1_ NM_000559 NP_000550 P69892 HBG2_HUMAN 1 AGGTGCCCTTGA 0.522

- 3 629 BE1_uc001mam.1_ NM_005330 NP_005321 P02100 HBE_HUMAN 0 GCACTTCAGGGG 0.512

- 1 583 _uc001mam.1_Int NM_001005288 NP_001005288 Q9H343 O51I1_HUMAN cellular (Potential). 1 TAACATGGATGTC 0.443

- 1 343 _uc001mam.1_Int NM_001005288 NP_001005288 Q9H343 O51I1_HUMAN Name=3; (Potential). 1 GTATGCCTGACTC 0.453

+ 1 886 M5_uc001mbq.1_In NM_001005174 NP_001005174 Q8NGI0 O52N2_HUMAN Name=7; (Potential). 2 GTTTATGGAGTCA 0.383

+ 4 1054 10rax.1_Translatio NM_013250 NP_037382 Q9UL58 ZN215_HUMAN 0 GGCTCACGAACAG 0.413

+ 1 239 NM_014469 NP_055284 O75526 HNRGT_HUMAN RRM. 0 AACCTCGAAACCG 0.607

- 1 122 NM_001003745 NP_001003745 P58181 O10A3_HUMAN Name=1; (Potential). 1 GCATTTCCCATCA 0.473

- 12 2288 _p.P457S|STK33_ NM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7 TTGCAGGAAATTG 0.378

- 1 1091 p.E58K|STK33_uc NM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7 TTCTCTCCAGTGA 0.373

- 3 408 _p.R110C|SCUBE2 NM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN alcium-binding (Potential). 2 TGCAACGATAATT 0.428

+ 13 2072 NM_006108 NP_006099 Q9HCB6 SPON1_HUMANTSP type-1 2. 0 TGGTCGCCCTGCA 0.652

- 10 949 _p.E312K|PLEKHA NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3 CACATTCGTGACA 0.522

- 10 1293 H1_uc009yhe.2_R NM_004179 NP_004170 P17752 TPH1_HUMAN 0 GCAGCTCATTCAT 0.443

- 17 2814 F22_uc001mpa.2_ NM_173588 NP_775859 Q8N9C0 IGS22_HUMAN onectin type-III 2. 7 ATAACTCGGAATT 0.552 rs144833584

- 6 879 C1_uc001msu.1_5 NM_181807 NP_861523 P59894 DCDC1_HUMANDoublecortin. 1 CTTCAGGTTCGA 0.428

- 7 1313 se_Mutation_p.G37 NM_024426 NP_077744 P19544 WT1_HUMAN H373fs*9(1)|p.V306fs*10(1) 687 CTACTCCAGGCA 0.527

- 13 1026 mtw.1_Missense_M NM_001008391 NP_001008392 Q6ZRK6 CCD73_HUMAN Potential. 2 CATTTTCTTTTAC 0.264

- 11 2189 rew.1_Missense_M NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2 TTCTTTCAATCCA 0.478

- 2 415 1_5'Flank|C11orf74 NM_000536 NP_000527 P55895 RAG2_HUMAN 5 CAAGTGGCTGGG 0.428

- 4 1170 NM_003654 NP_003645 O43916 CHST1_HUMANmenal (Potential). 5 GAGGGTCGCACA 0.706

+ 1 55 NM_001005512 NP_001005512 Q6IF82 O4A47_HUMAN cellular (Potential). 2 CAGAATCCAAAGG 0.418

+ 2 959 9ymb.2_Missense_ NR_027044 0 ATGAGGGTTGTGC 0.463

- 1 288 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMANcellular (Pote p.M96I(1) 3 CTGGCCCATGCAA 0.448 rs148710182

+ 1 4 NM_001004124 NP_001004124 Q8NGL7 OR4P4_HUMANcellular (Potential). 1 ACCATGGAAAAAA 0.303

- 1 671 NM_001005491 NP_001005491 Q8NH19 O10AG_HUMAN lasmic (Potential). 2 GCCTTTCCTCTGG 0.408

- 1 472 NM_001005491 NP_001005491 Q8NH19 O10AG_HUMANcellular (Potential). 2 AAAAGGGCAAAAG 0.393 rs77704611



+ 1 19 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMANcellular (Potential). 2 AGGAATGACACAA 0.323 rs148197076

+ 1 739 NM_001005210 NP_001005210 Q6ZSA7 LRC55_HUMAN LRR 4. 0 GTGCATCCCCAG 0.627

- 6 928 NM_001062 NP_001053 P20061 TCO1_HUMAN 2 CCTTGAGAAATTT 0.448

- 1 41 LC22A25_uc001nw NM_199352 NP_955384 Q6T423 S22AP_HUMAN Name=1; (Potential). 4 AATCTCCCCAGGC 0.438

+ 3 2352 N3_uc001nxp.2_In NM_201428 NP_958831 O95197 RTN3_HUMAN 1 GTGAGCCTCTAGG 0.398

+ 2 522 NM_138471 NP_612480 Q9BUA3 CK084_HUMAN 0 TGTGGCGCTGAG 0.637

+ 1 693 1oaj.2_Missense_M NM_018484 NP_060954 Q9NSA0 S22AB_HUMAN cellular (Potential). 2 TGGAGCGAAGCT 0.682

- 21 3170 NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2 GGTTGGGGCCAG 0.692

+ 2 425 0rob.1_Missense_MNM_001004326 NP_001004326 A6NK97 S22AK_HUMAN ical; (Potential). 1 CGCAGTCCGTCTA 0.687

- 3 436 CORO1B_uc001oll NM_020441 NP_065174 Q9BR76 COR1B_HUMAN WD 2. 2 CCACTCGCTTGGT 0.682

+ 7 856 mg.1_Missense_M NM_000852 NP_000843 P09211 GSTP1_HUMAN ST C-terminal. 1 AACCTCCCCATCA 0.587

- 13 1629 _Site_p.Y487_splic NM_001876 NP_001867 P50416 CPT1A_HUMAN 2 GACGTACTGTCAA 0.443

- 1 901 NM_198923 NP_944605 Q8TDS7 MRGRD_HUMAN lasmic (Potential). 1 CCTCGCGAAGCG 0.677

- 17 3352 NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7 ACACTGGATTGAG 0.388

- 4 975 oxf.1_Missense_Mu NM_004626 NP_004617 O96014 WNT11_HUMAN 2 ATTCTTCATGCAG 0.587

+ 28 3858_3859 se_Mutation_p.S11 NM_000260 NP_000251 Q13402 MYO7A_HUMAN MyTH4 1. 4 TCGTGTCTCTCTG 0.629

- 13 1570 NM_182833 NP_878253 Q6W3E5 GDPD4_HUMANxtracellular (Potential). 1 ATCCTGGAGCACC 0.468

+ 1 77 NM_003251 NP_003242 Q92748 THRSP_HUMAN 1 TGGACCGGTATGC 0.622

+ 3 621 p.E37K|CCDC83_u NM_173556 NP_775827 Q8IWF9 CCD83_HUMAN Potential. 1 ATAAAGGAAGATG 0.264

+ 3 582 pbw.1_Missense_MNM_001156474 NP_001149946 Q6ZN84 CCD81_HUMAN 1 CAGATTCCAGCAT 0.338

- 8 1387 NM_020358 NP_065091 P0CI25 TRI49_HUMAN B30.2/SPRY. 0 AAAGCCCAATTCC 0.438

- 4 405 6A4_uc001pdm.2_ NM_152313 NP_689526 Q6YBV0 S36A4_HUMAN ical; (Potential). 3 TGAACAGAAATAA 0.303

+ 3 287 n_p.Q63*|CCDC67 NM_181645 NP_857596 Q05D60 CCD67_HUMAN 1 TTGGATCAGAAAG 0.343

+ 14 1999 e_Mutation_p.E554 NM_014361 NP_055176 O94779 CNTN5_HUMAN-like C2-type 5. 8 CGAGGGGAAAAC 0.408

- 8 817 se_Mutation_p.W20 NM_152587 NP_689800 Q8NCR3 CK065_HUMAN 1 TTCCTTCCAGCTG 0.328

- 4 466 NM_006235 NP_006226 Q16633 OBF1_HUMAN 1 AACCTTCCATGTC 0.642

+ 20 1885 C12_uc001pnw.2_R NM_017868 NP_060338 Q9H892 TTC12_HUMAN 4 AGTTATCATGAAG 0.388

- 3 748 AM55A_uc001ppb. NM_152315 NP_689528 Q8N323 FA55A_HUMAN 0 GAGCCTCACAGG 0.438

- 33 6334 NM_020693 NP_065744 Q8TD84 DSCL1_HUMAN lasmic (Potential). 8 ACCAGGGTGTAG 0.617

- 2 199 01prt.1_5'UTR|TMP NM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANepeats of A-S-P-A-[GLQR]. 1 GGGCTGGAGATGC 0.637

- 2 146 01prt.1_5'UTR|TMP NM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN 5 AA repeats of A-S-P-A-[G 1 GATGCTCCAGCTG 0.617

+ 7 1477 _p.S447L|IL10RA_ NM_001558 NP_001549 Q13651 I10R1_HUMAN lasmic (Potential). 1 AAGAATCGCCCTT 0.567

+ 3 613 LL_uc001psz.1_Mis NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 TGTTTTCCCCTCT 0.413

- 6 2217 al.2_Nonsense_Mu NM_182557 NP_872363 Q86UU0 BCL9L_HUMAN teraction with CTNNB1 (By 2 GTCGCTCAATGTC 0.687

- 1 609 M29_uc001pxa.2_R NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 GACCGTGAAAAAA 0.642

+ 5 380 1S|POU2F3_uc010 NM_014352 NP_055167 Q9UKI9 PO2F3_HUMAN 2 TCCATCCGCTCCA 0.572

+ 8 1859 NM_005422 NP_005413 O75443 TECTA_HUMAN TIL 1. 10 CGGCCTCGCGGA 0.662

- 1 781 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMAN Name=6; (Potential). 2 GCACCCCAGTGAG 0.607

+ 24 3384 K|CACNA1C_uc00 NM_199460 NP_955630 Q13936 CAC1C_HUMANe=S4 of repeat III; (Potentia 11 TACTCAGGCCCCT 0.592

+ 47 6155 K|CACNA1C_uc00 NM_199460 NP_955630 Q13936 CAC1C_HUMAN lasmic (Potential). 11 GATGACGAAAATC 0.592

- 2 452 ed.1_Missense_Mu NM_031474 NP_113662 Q9BQI9 NRIP2_HUMAN 1 GGGTTTCCCTCCA 0.572

- 17 2797 _p.L871R|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN case ATP-binding. 2 TTCTTCAGCCGAT 0.468

- 5 544 RBP_uc010sfg.1_In NM_032489 NP_115878 Q8NEB7 ACRBP_HUMAN 1 AGGGCTGGAAGG 0.572

+ 1 79 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0 AAAGATCACCAGC 0.463

- 4 505 sge.1_Missense_M NM_174941 NP_777601 Q9NR16 C163B_HUMANExtracellular (Potential). 11 TTGTTTCCATCCA 0.443

- 16 3472 .3_Intron|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMAN 8 AATTTTCTGAAAG 0.398

- 5 661 _p.E163K|CLEC4C NM_130441 NP_569708 Q8WTT0 CLC4C_HUMAN (Potential).|C-type lectin. 3 ACATTTTCATTGTA 0.423



- 1 51 ZP_uc009zgl.2_5'U NM_002864 NP_002855 5 ATAAATGAAGAAG 0.493

- 13 3022 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 TTGTAGGATTTGC 0.552

- 13 1627 NM_004963 NP_004954 P25092 GUC2C_HUMAN(Potential).|Protein kinase. 6 GTATCTCGTCTTT 0.473

+ 11 2078 cw.1_Missense_M NM_030667 NP_109592 Q16827 PTPRO_HUMAN III 7.|Extracellular (Potentia 9 TGGCTCCGGAAA 0.408

+ 6 667 e_Mutation_p.R181 NM_019844 NP_062818 Q9NPD5 SO1B3_HUMAN Name=4; (Potential). 4 ATGCTTCGTGGCA 0.378 rs143565471

- 12 2573 _p.Q776*|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 8. 2 TTTTCTGGATGCC 0.493

- 9 1970 _p.E575K|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN 2 CTGCCTCCAGCTG 0.413

+ 10 1138 zjz.2_Missense_M NM_013377 NP_037509 Q6ZMN7 PZRN4_HUMAN 11 GAGTAGGACGTAC 0.468

- 27 4103 1rno.1_Missense_ NM_025003 NP_079279 P59510 ATS20_HUMAN SP type-1 10. 19 ACTTCTCCCCAAT 0.398

+ 4 1305 _p.E72K|FAM113B_ NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 AAAAACGAAGTGG 0.582

- 19 1340 OL2A1_uc001rqv.2 NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 GAGCACCTTCAGG 0.627

- 6 605 rqv.2_Missense_M NM_001844 NP_001835 P02458 CO2A1_HUMAN 2 CTTTTTCACCTTT 0.542

+ 13 2013 _p.P616S|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMANAA approximate tandem rep 1 TGCCCTCCAGCAG 0.652

- 4 356 NM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN Potential. 1 GGTTTTCGTTGGC 0.592

- 12 1310 1rvs.2_Missense_M NM_013277 NP_037409 Q9H0H5 RGAP1_HUMAN ol-ester/DAG-type. 1 GCAGGGAAGGG 0.468

- 10 1220 h.2_Nonsense_Mut NM_016293 NP_057377 Q9UBW5 BIN2_HUMAN 1 GGGTTCGGAGGA 0.592

+ 10 1292 4A8_uc001ryp.1_3 NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN cellular (Potential). 5 CATGACGTAGCAT 0.438

- 1 635 mh.2_Missense_Mu NM_000424 NP_000415 P13647 K2C5_HUMAN Head. 0 TGGGGTCGATTTG 0.537

- 1 99 NM_033448 NP_258259 Q3SY84 K2C71_HUMANHead.|Gly-rich. 2 GCAGCTCCCGAC 0.597

- 1 94 av.1_Missense_Mu NM_006121 NP_006112 P04264 K2C1_HUMAN .|Gly/Phe/Ser-rich. 2 CCACTTCGGTACC 0.552

- 7 1317 mi.2_Missense_Mu NM_175078 NP_778253 Q7Z794 K2C1B_HUMAN Rod.|Coil 2. 1 CCAGGTCCTGCAG 0.612

- 2 658 79_uc001sba.2_5'F NM_175834 NP_787028 Q5XKE5 K2C79_HUMAN Rod.|Coil 1B. 4 TCTGAAGTCTGTC 0.617

+ 1 561 NM_001005243 NP_001005243 Q8NGE7 OR9K2_HUMANcellular (Potential). 2 TAGCATGACATTT 0.433

+ 2 629 n_p.M70I|PA2G4_u NM_006191 NP_006182 Q9UQ80 PA2G4_HUMAN 0 GGAAATGAAGAAA 0.234

+ 9 1065 sqq.1_Missense_M NM_002898 NP_002889 Q15434 RBMS2_HUMAN 0 TGTCTTCGTATCA 0.453

+ 2 1031 NM_005538 NP_005529 P55103 INHBC_HUMAN 0 AATCTTCTCAAGG 0.577

+ 10 2026 rj.2_Missense_Mut NM_006654 NP_006645 Q8WU20 FRS2_HUMAN 2 ACTGATCTGCCCA 0.398

- 1 448 NM_201550 NP_963844 Q5BKY1 LRC10_HUMAN 0 AGCGGCGTAACTG 0.607

- 10 1585 1svf.2_Missense_M NM_032735 NP_116124 Q8N1M1 BEST3_HUMAN lasmic (Potential). 0 AAGCAGGATTTCT 0.592

- 8 1674 _p.R269C|PTPRR_ NM_002849 NP_002840 Q15256 PTPRR_HUMANsphatase.|Cytoplasmic (Pot 3 TTATAGCGATTTTT 0.224

- 10 1759 NM_032148 NP_115524 Q96JW4 S41A2_HUMAN Extracellular. 2 TCCTTTCCTTTCC 0.468

- 3 652 tmv.2_Missense_M NM_001142345 NP_001135817 Q99788 CML1_HUMAN lasmic (Potential). 5 CCAGGCGAACGC 0.562

- 24 3988 e_Mutation_p.G969 NM_002973 NP_002964 Q99700 ATX2_HUMAN 2 GGGACCGCCGG 0.557

+ 18 1928 we.1_Missense_Mu NM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN 7 TAAGATGAAACGT 0.483

- 9 1480 _p.E329K|TBX5_uc NM_181486 NP_852259 Q99593 TBX5_HUMAN p.E329K(1) 8 ATTCTTCCTCTGT 0.493 rs142807139

- 19 2769 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN 15 CGGTTTCGCTTTG 0.498

- 17 1635 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 AACACAGTACACA 0.338

- 5 1293 .R396Q|CLIP1_uc NM_002956 NP_002947 P30622 CLIP1_HUMAN Potential. 3 CGTCCCGGGCCA 0.622

+ 46 4862 TC1_uc010taf.1_In NM_014708 NP_055523 P50748 KNTC1_HUMAN 10 ATTTCTCCTCCCG 0.368

- 1 114 R81_uc001ucw.1_In NM_177551 NP_808219 Q8TDS4 HCAR2_HUMANcellular (Potential). 0 TCTTGTCTATTTC 0.537

- 1 195 R81_uc001ucw.1_In NM_006018 NP_006009 P49019 HCAR3_HUMANcellular (Potential). 2 TCTTGTCTATTTC 0.532

+ 6 1975 n_p.H49Y|ZNF664_ NM_152437 NP_689650 Q8N3J9 ZN664_HUMAN C2H2-type 2. 0 CATATTCATTGGA 0.353

- 5 1391 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 ATTCTTCACCTTC 0.557

- 19 1580 _p.D380N|TPTE2_ NM_199254 NP_954863 Q6XPS3 TPTE2_HUMANC2 tensin-type. 0 TCACATCATCATA 0.333

- 4 993 nr.3_Missense_Mu NM_014572 NP_055387 Q9NRM7 LATS2_HUMAN 10 CGTACGGCCGCG 0.701

- 10 11921 E3631K|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 GGAATTCATATAT 0.388

- 10 7383 S2118F|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 GAATGGGAATTTT 0.353



+ 5 495 0tcu.1_Missense_ NM_018647 NP_061117 Q9NS68 TNR19_HUMAN (Potential).|TNFR-Cys 3. 2 CTCCTCCTTACGA 0.458

+ 13 2009 aa.2_Missense_M NM_001676 NP_001667 P54707 AT12A_HUMAN lasmic (Potential). 6 ATGATCGATCCCC 0.493

+ 10 990 se_Mutation_p.E31 NM_031277 NP_112567 Q9BXT8 RNF17_HUMAN 2 CCCCAAGAAAATG 0.269

- 1 1791 _p.G445E|FAM123A NM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4 GGACTTCCGTCCG 0.622

- 2 596 R12_uc010tdl.1_In NM_005288 NP_005279 P47775 GPR12_HUMAN Name=3; (Potential). 0 GAGGCAGAGAAAG 0.527

- 19 2479 LT3_uc010tdn.1_M NM_004119 NP_004110 P36888 FLT3_HUMAN e.|Cytoplasmic (Potential). 8549 AAATTCCATTCCT 0.308

+ 5 2951 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANf microtubules.|Mediates int 0 TCATCTCCTAAGA 0.378

- 7 1415 NM_003045 NP_003036 P30825 CTR1_HUMAN ical; (Potential). 0 CAGAGGGAGCCC 0.617

+ 2 199 aba.2_Missense_M NM_130806 NP_570718 Q8WXD0 RXFP2_HUMANcellular (Potential). 0 TCACTCCTTCATG 0.398

+ 16 1666 ba.2_Missense_Mu NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN lasmic (Potential). 0 ACATTCGACCTGG 0.453

+ 22 9021 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64 AATAATCACAGGC 0.363

+ 5 2871 NM_004795 NP_004786 Q9UEF7 KLOT_HUMAN cellular (Potential). 3 TTCCCGGGCCCAG 0.443

- 2 669 e_Mutation_p.P109 NM_001127217 NP_001120689 O15198 SMAD9_HUMAN MH1. 0 TCCAGCGGCTTCA 0.607

- 23 2622 p.S778F|POSTN_ NM_006475 NP_006466 Q15063 POSTN_HUMAN 2 CACTGAGAACGAC 0.308

- 3 1098 p.R288K|TRPC4_u NM_016179 NP_057263 Q9UBN4 TRPC4_HUMANMultimerization domain (By 6 TTTAGTCTTGCAA 0.388

+ 1 3076 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11 AGACATCATGTGG 0.507

- 3 945 _p.D171N|HTR2A_ NM_000621 NP_000612 P28223 5HT2A_HUMANasmic (By similarity). 6 CAAGATCACTTAC 0.453

+ 1 2488 NR_003268 0 GATTTTCCCCCCC 0.522

- 10 2684 TP7B_uc010tgu.1_ NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 CTTTCCCATCCAC 0.542

+ 4 606 vgu.2_Missense_M NM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2 GATGATCCCCAAA 0.323

- 2 2248 hl.1_Missense_Mu NM_203487 NP_982354 Q9HC56 PCDH9_HUMAN r (Potential).|Cadherin 5. 6 GTTTTTCGGTCCA 0.433

- 8 2083 _p.P406S|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 GAGATGGAAAACC 0.468

- 2 383 NM_001071775 NP_001065243 Q08AG7 MZT1_HUMAN 0 ATAACCGATGATA 0.343

- 1 1188 NM_052910 NP_443142 Q96PX8 SLIK1_HUMAN ular (Potential).|LRR 2. 5 AGAAAAGCCCCCG 0.448

+ 4 570 LDN10_uc010tii.1_ NM_006984 NP_008915 P78369 CLD10_HUMAN ical; (Potential). 1 GAGCCTCACTGT 0.378

+ 2 205 n_p.S64F|CLYBL_u NM_206808 NP_996531 Q8N0X4 CLYBL_HUMAN 0 TTCCATCCCTGAA 0.408

- 10 1477 8_splice|TMTC4_u NM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN 3 TTGATACCTTTTT 0.498

- 4 578 e_Mutation_p.R159 NM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN 3 GCCTCCGGCCTTT 0.612

- 2 733 VM_uc001vps.2_5'F NM_024089 NP_076994 Q6UW63 KDEL1_HUMAN Filamin. 1 GCCCTTGGAATTT 0.318

- 4 545 TP1_uc010tkc.1_M NM_024719 NP_078995 Q5TC63 GRTP1_HUMANRab-GAP TBC. 0 CCACTCCCTGGTT 0.622

- 2 328 RHL1_uc001vtp.1_5 NM_138430 NP_612439 Q8NDY3 ARHL1_HUMAN 0 TCTCCCGGTACAG 0.567

+ 1 224 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMAN Name=2; (Potential). 2 AGGCTTCTTTTGC 0.408

+ 1 283 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMANcellular (Potential). 3 TCCTTTGAGGGTT 0.403

+ 17 2782 _p.P403S|RPGRIP NM_020366 NP_065099 Q96KN7 RPGR1_HUMAN 7 AAGTTTCCCTACA 0.443

- 11 1935 DH24_uc010akf.2_ NM_022478 NP_071923 Q86UP0 CAD24_HUMAN |Extracellular (Potential). 1 AGGGCCCAGAG 0.572

- 32 4698 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 AGGGCTGACTGCA 0.602

+ 7 894 y.1_Missense_Mut NM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN WD 1. 0 ATGGCCGTTTCCG 0.488

- 4 493 NM_001911 NP_001902 P08311 CATG_HUMAN Peptidase S1. 2 CCTCCTCATGCTG 0.617

- 5 865 NM_199047 NP_950248 Q6SJ96 TBPL2_HUMAN 0 TAAAATCGAGGAA 0.473

+ 26 3294 e_Mutation_p.R104 NM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN DAD. 1 CGGAATCGCAAAC 0.368

+ 43 6795 gl.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14 AAATTCCTCAAGA 0.398

+ 99 18235 n.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN Cytoplasmic (Potential). 14 ACGATCGTTGGCA 0.388

+ 1 280 NM_003813 NP_003804 Q9UKJ8 ADA21_HUMAN 2 TACACAGATGACC 0.512

- 2 1426 NM_003814 NP_003805 O43506 ADA20_HUMAN2B.|Extracellular (Potential). 1 GACCAAGCTCGT 0.418

+ 14 1578 S6_uc001xmy.3_M NM_004296 NP_004287 P49758 RGS6_HUMAN RGS. 3 TTCTACGATTCCT 0.473

+ 10 1307 p.R367C|RBM25_u NM_021239 NP_067062 P49756 RBM25_HUMANpeckle localization.|Glu-rich 4 agagaTCGTGACCG 0.214

+ 18 2492 w.1_RNA|PAPLN_u NM_173462 NP_775733 O95428 PPN_HUMAN I/Kunitz inhibitor. 3 TCTGTGGGCCAA 0.617



+ 1 699 NM_019589 NP_062535 P49750 YLPM1_HUMAN 3 CCCCTTCGCAGTC 0.602

- 15 1983 rk.2_Missense_Mu NM_033116 NP_149107 Q8TD19 NEK9_HUMAN RCC1 4. 5 ATAGCAGCTGTGT 0.403

+ 5 1057 RXN3_uc010asv.1_ NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANPotential).|Laminin G-like 3. 10 GCAGGCGCACGC 0.557

+ 2 1836 td.2_Missense_Mu NM_013231 NP_037363 O43155 FLRT2_HUMAN lar (Potential).|LRRCT. 4 ATGAATCTTTTGT 0.542

- 7 1994 _p.E518K|KCNK10 NM_021161 NP_066984 P57789 KCNKA_HUMAN lasmic (Potential). 5 CCAACTCAGCGTG 0.502

- 43 6032 d.2_Missense_Mut NM_183387 NP_899243 Q05BV3 EMAL5_HUMAN WD 29. 3 GTAAATCGAATAT 0.433

- 3 983 _p.S252F|DDX24_ NM_020414 NP_065147 Q9GZR7 DDX24_HUMANcase ATP-binding. 4 GCATCAGACTCAG 0.552

+ 24 2610 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4 ATGATTCATTCCG 0.403

+ 3 1085 ense_Mutation_p.R NM_000623 NP_000614 P30411 BKRB2_HUMANcellular (Potential). 5 CTGCATCGCCTCG 0.577

+ 3 407 _p.S82F|EML1_uc NM_004434 NP_004425 O00423 EMAL1_HUMAN 5 TACCATCCCCCTC 0.498

+ 3 997 se_Mutation_p.P30 NM_001161476 NP_001154948 Q64LD2 WDR25_HUMAN WD 2. 0 TGGGCTCCCTGTG 0.622

+ 34 7089 C1H1_uc001ykt.1_5 NM_001376 NP_001367 Q14204 DYHC1_HUMANA 2 (By similarity). 10 GTGGATCCAGAGT 0.507

+ 11 1210 NM_015156 NP_055971 Q9UKL0 RCOR1_HUMAN SANT 2. 1 TTTCAGGCAATCT 0.338

+ 15 2351 ymy.3_Missense_M NM_001128918 NP_001122390 P27448 MARK3_HUMAN 4 CCAGTCGTAGCAC 0.567

+ 35 4070 on.3_Nonsense_M NM_153046 NP_694591 Q8NDG6 TDRD9_HUMAN 3 ACGAGTGGAATCA 0.488

+ 12 3800 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1 TTGGCTCCCCCCG 0.697

- 7 5615 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 CCGAACGACGGC 0.612

+ 1 961 KRN3_uc010ayi.1_ NM_005664 NP_005655 Q13064 MKRN3_HUMAN 10 CCCCGGCTGCAT 0.647

- 1 891 NM_002487 NP_002478 Q99608 NECD_HUMAN MAGE. 0 TGATTTCGCGGCT 0.572

- 4 458_459 yv.2_Missense_Mu NM_000275 NP_000266 Q04671 P_HUMAN lasmic (Potential). 5 TGGATGGTAAAC 0.495

+ 2 194 ar.2_Missense_Mu NM_001036 NP_001027 Q15413 RYR3_HUMAN asmic (By similarity). 10 GCCGAGGGACTT 0.547

+ 6 566 ar.2_Nonsense_Mu NM_001036 NP_001027 Q15413 RYR3_HUMAN oplasmic (By similarity). 10 AAAGTTCGAATTG 0.433

+ 54 8088 r.2_Missense_Muta NM_001036 NP_001027 Q15413 RYR3_HUMAN milarity).|4 X approximate re 10 CTGCGCGAGAGT 0.527

- 20 2457 nse_Mutation_p.R7 NM_004573 NP_004564 Q00722 PLCB2_HUMAN C2. 8 TTAGTTCGATAGC 0.577

- 16 1712 G397R|ATP8B4_u NM_024837 NP_079113 Q8TF62 AT8B4_HUMAN lasmic (Potential). 8 GTGTTCCCAATTC 0.398

+ 7 1225 ufz.1_Missense_Mu NM_013243 NP_037375 Q8WXD2 SCG3_HUMAN 1 TTTGAGGAACTCC 0.383

+ 1 1499 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GCAGCAGAATTTC 0.388

+ 29 6145 3C_uc002acm.2_5 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 2. 7 TCTGTTCATGTGG 0.428

+ 2 1559 fw.2_Missense_Mu NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11 AGGAGGAGGAGG 0.512 rs141642509

+ 4 683 alv.2_Missense_Mu NM_032857 NP_116246 P83111 LACTB_HUMAN 0 TGATTTCCCATTT 0.299

- 6 785 NM_194272 NP_919248 Q6ZRY4 RBPS2_HUMAN 0 GTGGCAGTTGGG 0.622

- 20 4247 PP8_uc002aoz.2_M NM_130434 NP_569118 Q6V1X1 DPP8_HUMAN 1 ATACGTGATCCAA 0.388

+ 4 2007 MAD6_uc002aqg.2_ NM_005585 NP_005576 O43541 SMAD6_HUMAN MH2. 1 CTACCTCAGGGCA 0.667

+ 9 1347 p.A261T|IQCH_uc NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 ATTCGAGCCAAGG 0.433

+ 16 2467 |IQCH_uc002aqp. NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 AAATTGGAAAAGC 0.463

+ 6 2386 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0 CAGGCGAAGATG 0.522

- 26 3198 b.2_Nonsense_Mu NM_001004439 NP_001004439 Q9UKX5 ITA11_HUMAN cellular (Potential). 3 ATTGCCCCAGATG 0.582

+ 12 1650 ukf.1_Missense_M NM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1 CTAATTCTCTGGT 0.328

- 4 811 NM_001102658 NP_001096128 P0C5K7 CT62_HUMAN 0 ACACTTCATGGGA 0.488

+ 10 1086 bke.1_Missense_M NM_021819 NP_068591 Q9HAT1 LMA1L_HUMANmenal (Potential). 0 CAGATTCCATCCA 0.612

+ 11 1164 bke.1_Missense_M NM_021819 NP_068591 Q9HAT1 LMA1L_HUMANmenal (Potential). 0 CTCCATGGACAGT 0.607

- 18 3008 MTS7_uc010und.1_ NM_014272 NP_055087 Q9UKP4 ATS7_HUMAN TSP type-1 3. 0 GGGTTTCAGTAGG 0.687

+ 12 1992 _p.I581S|IL16_uc00 NM_172217 NP_757366 Q14005 IL16_HUMAN 4 TGGACATCAGCAC 0.627

- 12 2005 p.G568E|FSD2_uc NM_001007122 NP_001007123 A1L4K1 FSD2_HUMAN B30.2/SPRY. 1 AGATTTCCCATGA 0.527

- 5 2973 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN C2H2-type 6. 3 TTGCAGCCTGGT 0.502

- 4 536 os.1_Nonsense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN 3 ACACCTTTCCTGA 0.428

+ 5 625 nse_Mutation_p.Q7 NM_003027 NP_003018 Q99963 SH3G3_HUMAN BAR. 3 CCACTTCAGTTAC 0.333



- 19 2590 _p.E788K|NTRK3_ NM_001012338 NP_001012338 Q16288 NTRK3_HUMAN(Potential).|Protein kinase. 281 GTGGTTCCCTCTG 0.542

- 2 268 se_Mutation_p.S44 NM_005928 NP_005919 Q08431 MFGM_HUMAN EGF-like. 1 GTGTACGAGGGG 0.542 rs145851768

- 13 1369 _p.R248C|VPS33B_ NM_018668 NP_061138 Q9H267 VP33B_HUMAN 2 GCAGGCGGTGCT 0.562 rs140237411

+ 3 1855 .2_5'Flank|PIGQ_u NM_145270 NP_660313 P0CG20 CP011_HUMAN 1 AGCGTCCCACCCC 0.697

- 3 461 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4 GTGCACGGGTAGG 0.557

- 11 1151_1152 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN 2 GATCTCCTCTGG 0.634

+ 11 7006 rl.1_Missense_Muta NM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4 CAAGCCGGCGGC 0.552

- 3 1028 cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN ction with SRCAP. 127 CCAAATGGACTTG 0.498

+ 5 529 NM_014692 NP_055507 O43304 S14L5_HUMAN PRELI/MSF1. 0 CAGGTCCACCCTG 0.582

- 13 4267 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 ATCCGCAGGCAG 0.582

- 12 3114 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 AGGCCGGTCGG 0.567

- 5 1067 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2 TGCCTCCACATCT 0.557

- 4 557 AM18A_uc010uyu.1 NM_001079512 NP_001072980 A6NH52 FA18A_HUMAN 0 CATCTTCATCTAT 0.498

+ 9 1087 vam.1_Missense_M NR_003569 0 TCCTCGCCGTGCT 0.572

- 51 9082 p.L2767F|SMG1_u NM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16 CCTGAAGAGATTC 0.483

+ 14 2958 gd.1_Missense_Mu NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN ical; (Potential). 1 CGGCTCCTTCTGA 0.483

- 53 10430 bd.1_Missense_Mu NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18 AAACATCGAAGGA 0.527

- 52 8263 bd.1_Missense_M NM_017539 NP_060009 Q8TD57 DYH3_HUMAN k (By similarity). 18 CACATTCGTTCTG 0.597

- 37 5399 NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 2 (By simila p.W1800*(1) 18 TCAATCCAAATAG 0.403

+ 9 1017 5A11_uc002dmt.2_ NM_052944 NP_443176 Q8WWX8 SC5AB_HUMANcellular (Potential). 2 TTTTCCGAGATCC 0.572

+ 2 1755 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 GAGGGTGATAAAT 0.468

- 4 784 n_p.L81F|XPO6_u NM_015171 NP_055986 Q96QU8 XPO6_HUMAN ortin N-terminal. 2 CCAAAAGGAGTTT 0.408

- 12 1258 212F|CLN3_uc002d NM_000086 NP_000077 Q13286 CLN3_HUMAN 0 CTCAGGGAAGTG 0.617

- 5 560 A_uc010vef.1_RNA NM_003586 NP_003577 Q14183 DOC2A_HUMAN C2 1. 2 ACACGGGATTCAG 0.562

- 3 757 dyr.1_Missense_Mu NM_033410 NP_219363 Q96H86 ZN764_HUMAN 1 CCCCACGATGGAT 0.667

- 3 1047 689_uc010bzy.2_5 NM_138447 NP_612456 Q96CS4 ZN689_HUMAN C2H2-type 4. 0 TCCTCCGGAAGCA 0.607

+ 25 5862 se_Mutation_p.S16 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 TGGTTTCGGCATC 0.378

+ 4 2161 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 12. 4 CACATCAGAGAAG 0.438

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4 GTCATACTGGAGA 0.453

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4 CACATCGGAGAAG 0.433 rs146914846

+ 4 2341 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4 GTCATAGTGGAGA 0.418

- 15 2537 CC12_uc002efa.1_ NM_033226 NP_150229 Q96J65 MRP9_HUMAN 3 CATCTTCCTCTCT 0.448

- 13 2225 CC12_uc002efa.1_ NM_033226 NP_150229 Q96J65 MRP9_HUMAN C transporter 1. 3 GGTCGTCCAGCA 0.632

+ 5 2575 _uc010cbn.1_Intro NM_022162 NP_071445 Q9HC29 NOD2_HUMAN LRR 2. 4 TTGCGCGATAACA 0.408 rs61755272

+ 7 1455 _p.D306N|MMP2_u NM_004530 NP_004521 P08253 MMP2_HUMAN ype-II 3.|Collagen-binding. 11 AACTACGATGATG 0.572

- 4 589 p.E162K|CES1_uc NM_001025194 NP_001020365 P23141 EST1_HUMAN 0 CGTTTTCATGGGC 0.567

+ 46 5536 LRC5_uc002ekq.1 NM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7 CTGCCCTGgaagta 0.294

+ 10 1563 n_p.W205*|SLC9A NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 TAGGTGGGAGCAG 0.597

+ 18 1836 _p.G467R|WWP2_u NM_007014 NP_008945 O00308 WWP2_HUMAN HECT. 6 TATGCCGGAAAGA 0.463

+ 6 1558 vlr.1_Missense_Mu NM_017990 NP_060460 Q8NCN5 PDPR_HUMAN 1 GCCTCCCAAAATG 0.512

- 8 4598 cl.2_Nonsense_Mu NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4 CATCTCGATCTGG 0.478

- 5 814 8B_uc010vmu.1_MNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0 CAGAGCGAACACC 0.612

- 4 409 n.2_Missense_Mut NM_153486 NP_705690 Q86WU2 LDHD_HUMAN inding PCMH-type. 0 AGGATTCGGTCC 0.632

- 20 3529 0chc.1_Missense_ NM_199355 NP_955387 Q8TE60 ATS18_HUMAN TSP type-1 3. 18 AGCTCAGGTCTGG 0.602

- 9 1746 MTS18_uc002ffe.1_ NM_199355 NP_955387 Q8TE60 ATS18_HUMANeptidase M12B. 18 TCATACCAAAGCT 0.393

+ 9 1242 ffl.2_Missense_Mu NM_016373 NP_057457 Q9NZC7 WWOX_HUMANwith MAPT (By similarity). 0 CTGGGAGGGATG 0.547

- 7 1588 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1 TGAAAAGGGAGTC 0.557



+ 4 2069_2070H3_uc010vou.1_R NM_020655 NP_065706 Q8WXH2 JPH3_HUMAN lasmic (Potential). 2 CAGGAGGAGAAG 0.653

- 4 465 PNA_uc010cju.2_T NM_006224 NP_006215 Q00169 PIPNA_HUMAN 1 ACAAACGTGGGTA 0.517

+ 21 3233 _p.D335N|USP6_u NM_004505 NP_004496 P35125 UBP6_HUMAN 5 ATGAACGATGACA 0.577 rs145087393

+ 36 5951 p.D1241N|USP6_u NM_004505 NP_004496 P35125 UBP6_HUMAN 5 CTGGCTGACGCC 0.557

- 20 3222 LG4_uc010cly.2_M NM_001365 NP_001356 P78352 DLG4_HUMAN nylate kinase-like. 2 TTGGCCGAGACAT 0.687

+ 41 6548 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 2 (By similarity). 13 GAACATGAACTCC 0.587

+ 50 7917 NM_020877 NP_065928 Q9P225 DYH2_HUMAN 13 TTCCATGATACCA 0.522

+ 6 624 6B_uc002gix.2_5'F NM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2 CCACTCCAAGACC 0.637 rs141369717

+ 10 1317 6B_uc002gix.2_5'F NM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2 CATATCCATACCC 0.642

+ 6 976 jf.2_Nonsense_Mu NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1 AGCCCCCGAGTGC 0.522

+ 2 350_351 02gld.2_Missense_ NM_173728 NP_776089 O94989 ARHGF_HUMAN Pro-rich. 3 TTTTGCCCCCCT 0.619

- 15 1918 lr.1_RNA|PIK3R6_ NM_001010855 NP_001010855 Q5UE93 PI3R6_HUMAN 0 TCAGTTCAATGAG 0.468

- 34 4937 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 CTCCTGATCTCAG 0.453

- 3 406 NM_002470 NP_002461 P11055 MYH3_HUMAN yosin head-like. 7 GATGTGTAACGGT 0.567

+ 68 12994 p.R3527Q|DNAH9_ NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20 CTAGACGAGCCTA 0.542 rs147022425

- 6 2638 NM_020787 NP_065838 Q9P2J8 ZN624_HUMANC2H2-type 21. 2 TGTACAGTAAGGC 0.343

- 3 411 sense_Mutation_p NM_012452 NP_036584 O14836 TR13B_HUMAN cellular (Potential). 2 CTTCCCGAGTTGT 0.532

+ 3 956 NM_207313 NP_997196 Q6IEE7 T132E_HUMAN cellular (Potential). 1 CTGCCAGACCGG 0.677

+ 5 1244 NM_207313 NP_997196 Q6IEE7 T132E_HUMAN cellular (Potential). 1 GACTTTGAAATGG 0.627

- 5 702 oh.1_Missense_Mu NM_007010 NP_008941 Q9Y2R4 DDX52_HUMANcase ATP-binding. 2 AAATAGGAATGCT 0.403

+ 4 679 htv.2_Missense_Mu NM_003250 NP_003241 P10827 THA_HUMAN receptor.|NR C4-type. 0 CACTACCGCTGTA 0.547

- 5 923 NM_002280 NP_002271 Q92764 KRT35_HUMAN Rod.|Coil 2. 2 TCAGCTCCTCACT 0.507

- 7 1370 NM_003771 NP_003762 O76013 KRT36_HUMAN Tail. 0 CTGGAGGAGATG 0.662

- 8 1514 e_Mutation_p.G41 NM_021991 NP_068831 P14923 PLAK_HUMAN ARM 5. 5 GTGTGCCCGTGG 0.577 rs151226851

- 5 995 p.T158M|VAT1_uc NM_006373 NP_006364 Q99536 VAT1_HUMAN 0 GGCCCGTCAGCA 0.607

- 8 989 _p.P231S|GPATCH NM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN 4 TGACAGGAGCCT 0.463

+ 2 323 ikx.1_Missense_M NM_003396 NP_003387 O14905 WNT9B_HUMAN 2 CGGCATGAGCGCT 0.672

+ 12 1980 GB3_uc010wkr.1_R NM_000212 NP_000203 P05106 ITB3_HUMAN cellular (Potential). 6 CATGACGAAAATA 0.468 rs70940817

- 10 939 dbd.1_Splice_Site_ NM_003726 NP_003717 Q86WV1 SKAP1_HUMAN 0 CTTCATCTGGGGG 0.333

- 31 2176 NM_000088 NP_000079 P02452 CO1A1_HUMAN le-helical region. 382 CACGCTCGCCAGG 0.642

+ 4 483_484 sk.3_Missense_Mu NM_003786 NP_003777 O15438 MRP3_HUMAN ame=4; (By similarity). 4 CTTCGGGGGTCC 0.599

+ 23 3358 C3_uc002isn.2_5'F NM_003786 NP_003777 O15438 MRP3_HUMAN -1 2.|Helical; Name=14; (By 4 TCAATTCCTTCTT 0.542

+ 20 6666 _p.P2328Q|BPTF_ NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 CAATGCCAAATGG 0.527

- 35 4633 ez.2_Missense_Mu NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN C transporter 2. 6 AGCCTTCCTGACA 0.607

+ 3 295 kk.2_Missense_Mu NM_153209 NP_694941 Q2TAC6 KIF19_HUMAN Kinesin-motor. 0 CCCGACGACATCC 0.647

- 2 322 NM_001080466 NP_001073935 A6NE02 BTBDH_HUMAN BTB. 0 GTGGCTCCTGCAG 0.632

- 2 163 NM_001080466 NP_001073935 A6NE02 BTBDH_HUMAN 0 GCAGCTCCTGCAA 0.672

- 7 881 263K|CD300LF_uc NM_139018 NP_620587 Q8TDQ1 CLM1_HUMAN lasmic (Potential). 1 TCGGTTCCTGATC 0.617

- 3 506 |C17orf28_uc002jm NM_030630 NP_085133 Q8IV36 CQ028_HUMAN 0 TGTGGACCAGAAG 0.667

- 22 3462 p.E1100D|EVPL_u NM_001988 NP_001979 Q92817 EVPL_HUMAN us rod domain.|Potential. 4 GACTACCTCTTTC 0.597

+ 4 869 _p.S90F|TNRC6C NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN on with argonaute family pr 2 GTGCTTCCAACTC 0.527

+ 2 285 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3 TATATCGAGAACC 0.607

+ 3 666 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3 GAGATGGTGCGG 0.652

+ 15 2542 _p.D622N|CCDC40 NM_017950 NP_060420 Q4G0X9 CCD40_HUMAN Potential. p.D839D(1) 3 GACAACGACCTGA 0.527

+ 5 1003 wud.1_RNA|CARD NM_024110 NP_077015 Q9BXL6 CAR14_HUMAN Potential. 5 AAGGAGGAGAATG 0.617

- 14 1591 1_Missense_Muta NM_017921 NP_060391 Q8TAT6 NPL4_HUMAN 2 GGAAATGGATTTT 0.363

+ 4 480 _p.S164F|CLUL1_u NM_014410 NP_055225 Q15846 CLUL1_HUMAN 2 CAGATTCCTGGGG 0.423



+ 6 847 NM_015295 NP_056110 A6NHR9 SMHD1_HUMAN 0 TATGTTCGTCCAG 0.373

- 12 2150 klq.2_Missense_Mu NM_003803 NP_003794 P52179 MYOM1_HUMAN 5 CCGGATCCAGAGC 0.433

- 1 422 DLGAP1_uc002km NM_004746 NP_004737 O14490 DLGP1_HUMAN 4 GGGTGTGATAGCC 0.682

- 56 8139 nse_Mutation_p.A1 NM_005559 NP_005550 P25391 LAMA1_HUMAN 21 CGGGAGCCAGC 0.542

+ 1 481 NM_001105581 NP_001099051 A6NM36 LRC30_HUMAN LRR 4. 2 TTCGCCGACCTCT 0.572

- 1 609 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3 ATAAAGGAGTCGT 0.592

+ 34 4489 ur.2_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMAN 11 ACAGCTCACATAA 0.428

+ 54 7062 kus.3_Missense_M NM_198129 NP_937762 Q16787 LAMA3_HUMAN n II and I.|Potential. 11 CAGAACGAAGAC 0.478 rs148831718

+ 68 9012 us.3_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMAN 11 TGCTCACCACTTC 0.547

+ 6 1287 kuu.2_Missense_M NM_001135993 NP_001129465 Q8N584 TT39C_HUMAN 1 TGGTATCATACTG 0.423

+ 4 505_506 NM_001942 NP_001933 Q02413 DSG1_HUMAN r (Potential).|Cadherin 1. 7 CATATGGGATCTT 0.386

+ 8 1178 NM_001942 NP_001933 Q02413 DSG1_HUMAN r (Potential).|Cadherin 3. 7 AGAAATGAATGAA 0.279

+ 4 356 wr.2_Missense_Mu NM_177986 NP_817123 Q86SJ6 DSG4_HUMAN |Extracellular (Potential). 8 AGATTCGATCAGA 0.333 rs145443659

+ 16 3211 wr.2_Nonsense_Mu NM_177986 NP_817123 Q86SJ6 DSG4_HUMAN lasmic (Potential). 8 ACATCTCGACACA 0.438

- 19 2666 NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN IQ 1.|IQ 2. 5 TGCAGGGTTAAGG 0.597

+ 26 4459 f.1_Missense_Mut NM_005215 NP_005206 P43146 DCC_HUMAN lasmic (Potential). 17 TGGACCGAGGTTT 0.478

- 10 1315 n_p.Q211*|TCF4_u NM_003199 NP_003190 P15884 ITF2_HUMAN 2 CAGGCTGATTCAT 0.493

- 9 1050 NM_005570 NP_005561 P49257 LMAN1_HUMANmenal (Potential). 1 GAATACGATTCTG 0.373

- 8 1217 ERPINB3_uc010dq NM_006919 NP_008850 P29508 SPB3_HUMAN 3 TTAGTTGAAGTAG 0.468

+ 3 277 2ljq.1_Missense_M NM_005024 NP_005015 P48595 SPB10_HUMAN 3 ACAGAGACCAGG 0.274

+ 6 661 0xew.1_Missense_ NM_005024 NP_005015 P48595 SPB10_HUMAN 3 TTTAAAGGAATCT 0.393

- 2 2330 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6 GCTAACCAATTTC 0.408

+ 3 307 NM_001972 NP_001963 P08246 ELNE_HUMAN Peptidase S1. 1 CCTCTCGCGGCG 0.687

- 7 1272 9orf29_uc002lyi.3_ NM_001080543 NP_001074012 Q8WUQ7 CS029_HUMAN 0 TCCCCTTGAACAC 0.632

+ 16 1983 FRP2_uc010dua.2_ NM_001001520 NP_001001520 Q7Z4V5 HDGR2_HUMAN 0 GCCAAGGTGTGG 0.662

+ 13 1289 0duj.1_Missense_M NM_152784 NP_689997 Q86XM0 TM146_HUMAN cellular (Potential). 3 CAGCTGGAATTGA 0.428

- 2 538 uo.2_Missense_Mu NM_002034 NP_002025 Q11128 FUT5_HUMANmenal (Potential). 0 GGACTCCATGCTG 0.627

- 4 952 on_p.R210Q|MIR22 NM_006087 NP_006078 P04350 TBB4_HUMAN 2 AGGGCCCGGTAC 0.677

- 12 1462 NM_000064 NP_000055 P01024 CO3_HUMAN 5 TCCCCGGGTCTGA 0.602

+ 25 2387 a.1_Missense_Mut NM_005428 NP_005419 P15498 VAV_HUMAN SH2. 16 CAGTTCCCCTTCA 0.542

- 14 36955 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANxtracellular (Potential). 57 GGAGCCAGTGCG 0.557

- 3 17768 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GTGGATCCTGTTA 0.498

- 3 11255 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAGATGCTCATCC 0.428

- 1 4115 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCAGGTGAAGACC 0.493

+ 1 323 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMAN cellular (Potential). 1 ACAGCAGAGTCAT 0.493

+ 21 3279 _p.D999N|SMARCA NM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67 AAGTGCGACATGT 0.617

+ 6 713 dya.2_Missense_M NM_002743 NP_002734 P14314 GLU2B_HUMAN 0 GAGAGTCCCTGCA 0.577

+ 4 1055 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 6. 0 ATGTTCGTATACA 0.403

+ 4 2033_2034 e_Mutation_p.Q65 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 15. 0 ACCTTCAGATGCA 0.426

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

+ 4 1542 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TGCATGGAAGGAC 0.433

+ 4 1602 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TCATTTTTTCCAC 0.448

+ 4 1710 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TGCATGAAAGGAC 0.413

- 4 1409 709_uc002mtx.3_I NM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1 AAGGCTCTACCAC 0.433

+ 5 676 NM_017682 NP_060152 Q8NFU1 BEST2_HUMAN cellular (Potential). 2 CTCTTTCACTATG 0.502

+ 15 1795 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMANProtein kinase. 7 CGCGCCCGAGG 0.657

- 3 291 n_p.G48E|EMR3_u NM_032571 NP_115960 Q9BY15 EMR3_HUMAN r (Potential).|EGF-like 1. 6 GTATATCCATGGT 0.398



+ 7 801 NM_173483 NP_775754 Q6NT55 CP4FN_HUMAN 2 AGTCTTCAGAAAT 0.458

+ 1 854 NM_001004465 NP_001004465 Q8NGA5 O10H4_HUMAN Name=7; (Potential). 2 TCACCCCCTTCCT 0.453

- 7 863 D26_uc002nee.2_R NM_145046 NP_659483 Q96L12 CALR3_HUMANate repeats.|P-domain.|2-2. 0 CCTTCTGGTTTCA 0.483

- 6 544 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3 ACTCTCCAGGGC 0.632

- 8 1432 ih.3_Missense_Mu NM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5 GTTGCTCCTCCTG 0.602

- 10 3312 _Mutation_p.G105 NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN G-patch. 0 CCTGCCCGTCAGC 0.557

- 7 2920 _p.P925L|SFRS14_ NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0 CGCCGGGAAGG 0.542

+ 4 808 ense_Mutation_p.R NM_017660 NP_060130 Q86YP4 P66A_HUMAN Potential. 0 AAGTTGCGGCAGA 0.527

+ 4 1534 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 12. 1 AAAATTCATACTG 0.368

- 4 1505 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TTATGTGTAGTAA 0.413

- 6 3352 208_uc002nqo.1_I NM_007153 NP_009084 7 TTGTAGAGTTTCT 0.378

- 5 2403 208_uc002nqo.1_I NM_007153 NP_009084 7 ATTACCTTATGTTT 0.373

- 4 1501 1_Intron|ZNF208_ NM_007153 NP_009084 7 TAGGGTGTCTCTC 0.373

- 4 1333 1_Intron|ZNF208_ NM_007153 NP_009084 7 TAGGGTTTCTCTC 0.383

+ 4 1302 ecy.2_Missense_M NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 8. 0 AGTGTGGAAAAG 0.373

- 3 1025 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN C2H2-type 3. 0 GAGGATCGATTAA 0.363

- 6 2203 NM_001080409 NP_001073878 2 CATGTTTTCTAAG 0.343

- 5 605 NM_001080409 NP_001073878 2 TTAAAAGCTTTGC 0.353

- 4 460 xrj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN 0 TCATGTCCACATT 0.353

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2 GATTGGATAAAAG 0.368

- 4 1635 _p.R429K|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 12. 0 TGAATTCTCTTAT 0.358

+ 4 878 NM_002295 NP_002286 0 CAGATTCTCCTCT 0.542

+ 2 1243 dd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN 11 CACAAAGACTCCT 0.607

+ 5 1810 dq.1_Missense_Mu NM_194325 NP_919306 P17039 ZNF30_HUMANC2H2-type 13. 2 AAAATTCATACTG 0.438

+ 3 549 e_Mutation_p.E120 NM_001037 NP_001028 Q07699 SCN1B_HUMAN Potential).|Ig-like C2-type. 2 GACTACGAGTGC 0.562

+ 3 684 e_Mutation_p.S108 NM_144694 NP_653295 Q96NI8 ZN570_HUMAN KRAB. 1 TGGTATCACTGGG 0.413

+ 9 2875 NM_015073 NP_055888 O60292 SI1L3_HUMAN Rap-GAP. 2 GCAAATCCGACGT 0.567

+ 18 2370 ojb.1_Missense_Mu NM_004924 NP_004915 O43707 ACTN4_HUMAN EF-hand 1. 0 GAGTTCCGGGCG 0.637

- 10 1486_1487ME>IK|RINL_uc010 NM_198445 NP_940847 Q6ZS11 RINL_HUMAN VPS9. 1 GAGCTCCATAAG 0.624

+ 7 780 mr.2_Missense_Mu NM_006503 NP_006494 P43686 PRS6B_HUMAN 1 TGGTCCGGGATG 0.562

- 5 927 omv.2_Missense_M NM_001005851 NP_001005851 Q9Y6R6 Z780B_HUMAN C2H2-type 5. 2 AACCACGATTAAA 0.373

- 2 513_514 2onv.3_Missense_ NM_013368 NP_037500 Q9UJW9 SRTD3_HUMAN 0 GCTCGGGGGGCA 0.663

+ 12 1559 1_Missense_Mutat NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1 gcccgatccccggcccg 0.463

+ 7 1044 nse_Mutation_p.S NM_021913 NP_068713 P30530 UFO_HUMAN tential).|Fibronectin type-III 13 TCACCTCGCAAGC 0.647

+ 2 413 02orj.1_Nonsense_ NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 1. 2 AGTGGTCGAGAG 0.453

+ 27 2691 876L|ARHGEF1_u NM_004706 NP_004697 Q92888 ARHG1_HUMAN 4 GCGGCCCCCTGA 0.682

- 2 478 n_p.G2E|PSG8_uc0 NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN g-like V-type. 0 TCACCTCCCATTA 0.473

- 2 332_333 tart_Site|PSG8_uc0 NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN g-like V-type. 0 ATGTAATGTAATGG 0.416

+ 6 1590 _p.S421F|ZNF221_ NM_013359 NP_037491 Q9UK13 ZN221_HUMAN 1 AAAAATCCTTCAA 0.413

- 4 651 0ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN 2.|Extracellular (Potential). 2 GTTCTCGTGGTGT 0.537

+ 6 1426 02ozq.2_Missense_ NM_001039213 NP_001034302 A7LI12 A7LI12_HUMAN 1 CCGTCACAGTGCA 0.617

+ 14 1692 se_Mutation_p.P4 NM_007056 NP_008987 Q8N2M8 CLASR_HUMAN r-rich.|Arg-rich. 0 ccagagccccTCGCC 0.438

- 6 816 NM_001824 NP_001815 P06732 KCRM_HUMAN gen kinase C-terminal. 1 AAACCTCCTTCAT 0.572

- 2 372 pcz.2_Nonsense_MNM_001080469 NP_001073938 Q6PJ61 FBX46_HUMAN 3 GGACTCGACCCT 0.642

- 4 1481 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN 0 TCGTAGGTGACCC 0.562

- 15 3067 3H4_uc002pgb.1_R NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN 6 GCCGGGGGTCC 0.726

+ 14 1326 VBL2_uc010emn.1 NM_006666 NP_006657 Q9Y230 RUVB2_HUMAN 0 AGTCCCGCTCCAC 0.597



- 3 381 D2_uc002pni.2_Mi NM_003598 NP_003589 Q15562 TEAD2_HUMAN TEA. 3 TGTTTTCGAGTTC 0.512

+ 1 320 0yct.1_Missense_M NM_014441 NP_055256 Q9Y336 SIGL9_HUMAN (Potential).|Ig-like V-type. 1 GTGTGGGAGGAG 0.567

- 5 1806 e_Mutation_p.I534 NM_001136499 NP_001129971 Q6ZN19 ZN841_HUMANC2H2-type 10. 0 GGTATGAATTCTC 0.398

- 4 2233_2234_p.N652S|ZNF28_u NM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1 CAAGGTTTGACA 0.406

- 5 1439 k.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0 ATTTCTGACTGAA 0.398

+ 4 1386 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0 TCAGATGTCATCC 0.413

+ 4 1553 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 10. 0 GTCAGACATCATC 0.378

+ 7 1680 _p.K354Q|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1 GGAGAGAAACCTT 0.368

+ 6 1483 eqr.1_Nonsense_M NM_018555 NP_061025 Q9NQX6 ZN331_HUMAN KRAB. 6 TTTTCTCAGGAGG 0.517

- 3 762 2qcj.3_Missense_M NM_144687 NP_653288 P59046 NAL12_HUMAN 7 TGTCCCCGGCCT 0.647

+ 3 266 n_p.R40C|MYADM_ NM_001020820 NP_001018656 Q96S97 MYADM_HUMAN MARVEL 1. 1 CTCCTTCGCCTGC 0.667

+ 11 1285 S238F|CNOT3_uc0 NM_014516 NP_055331 O75175 CNOT3_HUMAN Pro-rich. 3 CCCCTCCGGCCC 0.687

+ 4 696 _p.P203S|LILRA2_ NM_001130917 NP_001124389 Q8N149 LIRA2_HUMAN Potential).|Ig-like C2-type 2. 1 AACTCTCCCTATG 0.577

+ 4 525 LRA1_uc010yfh.1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 1.|Extracellular (Potential). 3 CCCCTGGAGCTGG 0.627

+ 1 72 2qid.2_Splice_Site_ NM_004829 NP_004820 O76036 NCTR1_HUMAN 2 GCGTCGGTGAGTT 0.607

- 5 1868 NM_176810 NP_789780 Q86W25 NAL13_HUMAN 9 ATAATTCCTCCAT 0.408

- 5 820 my.2_Missense_M NM_144690 NP_653291 Q96NG8 ZN582_HUMAN C2H2-type 2. 4 CAGAATGAATATT 0.343

- 7 4532 .A1365V|PEG3_uc NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12 TCAGCAGCCTCTA 0.483

+ 4 2391 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11 CTTGTCGAGGTT 0.468 rs143453181

+ 5 1589 ense_Mutation_p.I4 NM_024691 NP_078967 Q96HQ0 ZN419_HUMAN 0 TTCACATTGGAGA 0.428

+ 5 1629 nse_Mutation_p.L4 NM_024691 NP_078967 Q96HQ0 ZN419_HUMANC2H2-type 10. 0 GAGATTGTTTAGA 0.428

- 4 1609 ense_Mutation_p.E NM_024833 NP_079109 Q8TAW3 ZN671_HUMAN 1 GCCTTTCCCCAGT 0.493 rs144165618

- 3 1206 NF552_uc010yhg.1 NM_024762 NP_079038 Q9H707 ZN552_HUMAN C2H2-type 7. 0 CAGTGTGAACTC 0.463

+ 7 758 PO_uc002qwx.2_M NM_000547 NP_000538 P07202 PERT_HUMAN cellular (Potential). 20 ACAGATGATGACC 0.537

+ 5 426 NM_018436 NP_060906 Q8N6M5 ALLC_HUMAN 1 GCTCCTCGAGTGT 0.547 rs148726288

+ 7 669 NM_018436 NP_060906 Q8N6M5 ALLC_HUMAN 1 ATTTTCCCAGGTA 0.403

+ 3 601 se_Mutation_p.G76 NM_002149 NP_002140 P37235 HPCL1_HUMAN nd 2.|1 (Potential). 1 CCAACGGCGACG 0.597 rs149639705

- 8 1428 2rda.2_Splice_Site_ NM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3 ACTAATACCTTCTT 0.378

- 26 6612 NM_000384 NP_000375 P04114 APOB_HUMAN eparin-binding. 27 TGGCATCATCTAA 0.294

- 15 1725 OF_uc002rhi.2_5'F NM_194248 NP_919224 Q9HC10 OTOF_HUMAN lasmic (Potential). 7 GCTGGGCCCAGTG 0.617

+ 8 1904 NM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0 TCATGTCAGAAAT 0.368

- 1 745 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 GATCCTCCCTGAC 0.552

- 16 1779 N13_uc002rnm.2_ NM_144575 NP_653176 Q6MZZ7 CAN13_HUMAN 2 TGTCCCCTGGAGG 0.592

- 21 2392 NM_000379 NP_000370 P47989 XDH_HUMAN 8 GGTCTTCATGGTG 0.562

- 3 246_247 NM_000379 NP_000370 P47989 XDH_HUMAN 2S ferredoxin-type. 8 ATACTTGGAGAGC 0.535

- 4 626 e_Mutation_p.H82Y NM_015955 NP_057039 Q9Y316 MEMO1_HUMAN 2 GCACATGATGAGA 0.378

+ 14 1200 _p.S365L|SLC30A6 NM_017964 NP_060434 Q6NXT4 ZNT6_HUMAN lasmic (Potential). 0 GAATTTTCATTTAA 0.408

- 9 3111 XN1_uc002rxe.3_M NM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2 TCAAATGATATGG 0.418

- 4 1732 CL11A_uc010ypj.1 NM_022893 NP_075044 Q9H165 BC11A_HUMAN Glu-rich. 13 AGctcctcctcctcctcttc 0.433

+ 2 860 LC1A4_uc010fcv.2 NM_003038 NP_003029 P43007 SATT_HUMAN cellular (Potential). 1 CTGTTTCCCTCCA 0.274

+ 5 1157 NM_019002 NP_061875 Q9NY74 ETAA1_HUMAN 4 AAAACCCCACGAT 0.358

+ 6 635 NM_019617 NP_062563 Q9NS71 GKN1_HUMAN 1 ACATTTCCTTCTG 0.393

- 11 1598 DD2_uc010fdt.1_M NM_001617 NP_001608 P35612 ADDB_HUMAN 3 CCTGTTCTGTAGC 0.468

+ 5 525 n_p.V135I|ACTG2_ NM_001615 NP_001606 P63267 ACTH_HUMAN 0 ATGTACGTCGCCA 0.448

- 11 2066 mc.2_Missense_Mu NM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2 GGAGCTCTGCGG 0.507

- 10 1958 mc.2_Missense_Mu NM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2 AAGTATCCTGACA 0.473

+ 11 1650 _p.R549*|CTNNA2 NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 GCAGCTCGAGTC 0.502



- 4 778 _p.D89N|ST3GAL5 NM_003896 NP_003887 Q9UNP4 SIAT9_HUMANmenal (Potential). 0 CAACATCGAACTG 0.333

- 4 543 ssp.1_Missense_M NM_016618 NP_057702 Q9NPI7 KRCC1_HUMAN 1 GAATTAACCTCTC 0.413

- 13 2553 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMAN (Potential).|Protein kinase. 3 TCAAAGGAGTGCC 0.458

- 5 1192 sud.1_Missense_M NM_032788 NP_116177 Q96K75 ZN514_HUMAN C2H2-type 3. 0 AGAGACGAACTCT 0.418

+ 1 20 NM_001011717 NP_001011717 Q5H8A3 NMS_HUMAN 1 CATCTTCGTCCCC 0.552

+ 2 182 se_Mutation_p.W1 NM_003855 NP_003846 Q13478 IL18R_HUMAN 3 CCCTTTGGGTGC 0.343

+ 8 961 ywd.1_Missense_M NM_003855 NP_003846 Q13478 IL18R_HUMAN 3.|Extracellular (Potential). 3 TACAGGACTCCAG 0.408

+ 10 1342 ywd.1_Missense_M NM_003855 NP_003846 Q13478 IL18R_HUMAN toplasmic (Potential). 3 GCTGTGGAGATTT 0.433

+ 4 462 PD4_uc002tdu.2_5' NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 CCCAGGAAGTCC 0.323

+ 11 1571 u.2_5'UTR|RGPD4_ NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 ACCAGCCACTTAC 0.318

+ 2 539_540 sense_Mutation_p. NM_001056 NP_001047 O00338 ST1C2_HUMAN 1 CAACTGGAGCCA 0.55 rs140199800

+ 20 5780 NM_006267 NP_006258 P49792 RBP2_HUMAN 18 AGTCAACCAAAGA 0.358

- 4 239 h.1_Missense_Mut NM_000576 NP_000567 P01584 IL1B_HUMAN 4 GAGATTCGTAGCT 0.627

+ 6 701 0yyf.1_Splice_Site_ NM_006770 NP_006761 Q9UEW3 MARCO_HUMAN 6 CTTCCAGGCCCCT 0.542

+ 10 1711 t.3_Missense_Muta NM_005270 NP_005261 P10070 GLI2_HUMAN 13 TCCAACGAGGTAC 0.627

+ 12 2029 t.3_Missense_Muta NM_005270 NP_005261 P10070 GLI2_HUMAN 13 AGCAGCGAGCCC 0.662

- 17 1807 45_splice|BIN1_uc0 NM_139343 NP_647593 O00499 BIN1_HUMAN 7 AGAGCTCTGGTGG 0.672

- 15 2389 of.1_Missense_Mu NM_000122 NP_000113 P19447 ERCC3_HUMAN 7 TTGCTCCGCGATG 0.582

- 3 673 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 TGTCTTCATAGCA 0.617

- 1 1178 NM_001077637 NP_001071105 Q53S08 Q53S08_HUMAN 0 AGCAATGATGAAT 0.378

- 11 4665 NM_002299 NP_002290 P09848 LPH_HUMAN tial).|4.|4 X approximate rep 13 GAGCTGCTGTTCC 0.512

+ 2 70 j.1_RNA|THSD7B_ NM_001080427 NP_001073896 7 ACAGGAGACTGTG 0.488

- 90 14533 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50 gtacctggcctgtatataa 0.08

- 8 1451 se_Mutation_p.S29 NM_014795 NP_055610 O60315 ZEB2_HUMAN 2-type 4; atypical. 9 CTGTAGGAACCAG 0.373

+ 4 711 NM_004522 NP_004513 O60282 KIF5C_HUMANKinesin-motor. 1 GCCCATGATATCT 0.493

- 103 15219 2_Missense_Mutat NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 137. 20 CTCTCCGGACGTG 0.423

+ 7 1395 0foc.1_Missense_M NM_052917 NP_443149 Q8IUC8 GLT13_HUMANmenal (Potential). 6 GACAGGAGGAAA 0.373

+ 1 586 LNT5_uc010zci.1_R NM_014568 NP_055383 Q7Z7M9 GALT5_HUMANmenal (Potential). 4 CAGAGGGAAAGA 0.527

- 8 1076 cl.1_Missense_Mu NM_004288 NP_004279 O60759 CYTIP_HUMAN 3 ACACTTCCCTTTC 0.502

- 31 4553 p.G1495E|LY75_uc NM_002349 NP_002340 O60449 LY75_HUMAN (Potential).|C-type lectin 9. 0 CAAGTTCCTTTTG 0.348

- 12 1844 os.2_Missense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN (Potential).|C-type lectin 3. 0 GGGGAAGCTGGG 0.428

- 3 1623 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4 GAGAGAGGAGCT 0.517

- 3 1540 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4 CCCAATGAATTTT 0.498

- 4 557 on_p.P7L|SLC38A1 NM_173512 NP_775783 Q08AI6 S38AB_HUMAN lasmic (Potential). 1 CCAAAGGAAACC 0.338

- 13 2186 _p.S565F|SCN3A_u NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 AACAGGGAGCCA 0.408

+ 26 5071 p.W1594*|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMANS3 of repeat IV; (Potential).|I 8 TTGGATGGAATAT 0.333

- 16 3079 _p.E901K|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 ATAAATTCATATAT 0.323

- 11 1973 _p.S521F|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 ACCAAGGAAACCA 0.493

+ 8 6112 e_Mutation_p.R185 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 ATAGATCGTGAAC 0.388

+ 8 6820 se_Mutation_p.E20 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 GCAATGGAAAGGT 0.418

- 48 9202 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 23.|Extracellular (Potent 29 TGAATTCATTTTC 0.468

- 10 1280 df.1_Missense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN Extracellular (Potential). 29 CAAATTCCCCATA 0.423

+ 6 1797 ense_Mutation_p.E NM_144711 NP_653312 Q8NBE8 KLH23_HUMAN Kelch 5. 0 CAAAATGAATGGA 0.418 rs149127224

+ 2 1374 e_Mutation_p.W68* NM_019558 NP_062458 P13378 HXD8_HUMAN Homeobox. 0 GAAATGGAAAAAG 0.502

- 8 1952 uls.1_Missense_Mu NM_016953 NP_058649 Q9HCR9 PDE11_HUMAN GAF 2. 4 AAAAGTCGTTGAT 0.378

+ 22 2707 p.E746K|OSBPL6_ NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 ATGAATGAAGTCC 0.448

- 299 90093 652N|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CGTCATCCTCTGG 0.478



- 281 81321 728R|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CATTTCCTTTGAT 0.453

- 275 78339 734N|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTAGATCATAAAC 0.398

- 275 67530 31C|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTCACGAGCCA 0.473

- 275 63658 840E|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACCTCTCCTACAA 0.403

- 267 59629 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TAAGCAGAGTCTT 0.398

- 264 58748 203*|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGGCTTCCAGCTG 0.468

- 238 48616 826E|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGGTTCCTTCTT 0.378

- 228 46218 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CGTTTTTCAATGAT 0.438

- 220 43909 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TATTCTCCTCCAC 0.398

- 191 37215 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACAATTTCATACTT 0.408

- 188 36708 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAAGGGAGTGTAT 0.398

- 179 34677 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAAGTTCGATTTC 0.453

- 64 16107 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TAACTTCCAGAGA 0.393

- 63 15836 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTGCTTCATTACT 0.408

- 47 11262 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCCCATCTTTGCT 0.413

- 46 14103 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CTGGATCTCCTAT 0.378

- 46 11988 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TCTGTTCGGTTTT 0.338

- 14 2565 1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTTGATCAGTAGT 0.478

- 10 1517 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 GGCACTGAGGGT 0.433

- 7 700 NM_178123 NP_835224 Q86VW0 SESD1_HUMAN 1 TATCACTTCCATT 0.299

- 5 1097 NF385B_uc002unl.2 NM_152520 NP_689733 Q569K4 Z385B_HUMAN Matrin-type 2. 1 TAAAGCGAAGCTG 0.353

- 3 253 0zfq.1_Missense_M NM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3 GCATATTCAATATT 0.373

+ 4 3889 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11 ACTATCCATCACA 0.358

- 7 891 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN 3 TCTAGTGATCTCC 0.323

+ 48 3880 NM_000090 NP_000081 P02461 CO3A1_HUMAN lar collagen NC1. 13 GGTTCTCGTAAAA 0.398

- 54 4716 rx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN lar collagen NC1. 2 CAACATCCACAGG 0.453

- 22 2376 sk.2_Missense_Mu NM_007315 NP_009330 P42224 STAT1_HUMAN SH2. 10 TTCAGGGGATTCT 0.448

- 42 7617 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 CATCTTCAGGCCA 0.408

- 41 7554 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 TAAGACGATTCCG 0.428

- 41 7029 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 TCATGGGTTTTTT 0.433

- 36 6062 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 GTACTTACCGTAAT 0.338

+ 4 1570 ftr.2_Missense_Mu NM_001204 NP_001195 Q13873 BMPR2_HUMANcellular (Potential). 9 TAGGTCCACCTCA 0.234

+ 7 955 _p.E250K|PARD3B_ NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 1. 4 TTTCACGAAAATG 0.348

+ 5 5225 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 AGCTGTGGATATA 0.393

- 7 542 NM_001099334 NP_001092804 Q0P641 CB080_HUMAN 1 CTCGGGGAACCTG 0.468

- 3 416 eb.2_Missense_Mu NM_079420 NP_524144 P05976 MYL1_HUMAN 1 GGGTTTCCCAGA 0.408

- 23 2871_28720zji.1_Missense_M NM_005235 NP_005226 Q15303 ERBB4_HUMAN e.|Cytoplasmic (Potential). 33 GCGTTGGAATTC 0.381

- 15 1895_1896 _p.A600T|ERBB4_ NM_005235 NP_005226 Q15303 ERBB4_HUMAN ar (Potential).|Cys-rich. 33 GTTTGCCCCCTG 0.47

+ 10 3008 NM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 4. 14 GCTGTGCCGTGG 0.622

+ 37 8969 NM_005876 NP_005867 Q15772 SPEG_HUMAN otein kinase 2. 14 CGGGGCGAACGT 0.672

- 43 4784 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 GGGATTCGGGGA 0.582

+ 8 788 e_Mutation_p.G22 NM_178821 NP_849143 Q8N136 WDR69_HUMAN WD 4. 1 ATCACGGGGTCTT 0.418

- 7 818 _p.W257*|SPHKAP NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 GCAATTCCATTCC 0.383

+ 8 872_873 qn.2_Intron|SP140 NM_007237 NP_009168 Q13342 LY10_HUMAN 0 GCAACGGGATGA 0.446

+ 1 835 2vur.2_Intron|UGT1 NM_019077 NP_061950 Q9HAW7 UD17_HUMAN 1 TGTCATCAGGGAA 0.388

+ 3 955 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4 GAATATCATGACC 0.353

- 11 1089 _p.L315F|KIF1A_uc NM_004321 NP_004312 Q12756 KIF1A_HUMANKinesin-motor. 1 CCGGAGGAGCCA 0.567



+ 15 2286 ml.2_Missense_Mu NM_032485 NP_115874 Q9UJA3 MCM8_HUMAN 1 ACTTCCGTACTTG 0.373 rs141935061

- 5 2061 NM_152611 NP_689824 Q8WUT4 LRRN4_HUMAN otential).|Fibronectin type-II 3 AGTAGCGGATCTG 0.701

+ 18 1847 p.W615*|PLCB1_u NM_015192 NP_056007 Q9NQ66 PLCB1_HUMANPI-PLC Y-box. 12 TCTTCTGGAATGC 0.413

+ 30 2980 60_splice|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 GCAAAGGTACAGT 0.333

- 3 1683 02wou.2_Intron|FL NM_198391 NP_938205 Q9NZU0 FLRT3_HUMAN otential).|Fibronectin type-II 1 TGAGGGACTCCC 0.458

- 7 721 gci.1_Missense_M NM_024704 NP_078980 Q96L93 KI16B_HUMAN Kinesin-motor. 8 TGTTTGGATAAAT 0.398

+ 6 1563_1564_p.S186C|CSRP2B NM_020536 NP_065397 Q9H8E8 CSR2B_HUMAN 6 TTCCTCCTTGAG 0.52

+ 2 778 p.S242T|PAX1_uc0 NM_006192 NP_006183 P15863 PAX1_HUMAN 2 CCGCCGTCGCAG 0.667

- 14 1842 _p.P590S|NINL_uc NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5 CATCCGGGCTCCA 0.687

+ 1 63 RG1B_uc010ztj.1_RNA|FRG1B_uc010gdr.1_RNA 0 TTGATACGTTGGT 0.219 rs62197050

+ 3 222 RG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A16T 0 AATGAAGCAGGGG 0.373

+ 3 1598 NM_001011718 NP_001011718 Q5GH72 XKR7_HUMAN 3 CCAGGTCCCTGCC 0.682

+ 22 2347 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMANyosin head-like. 2 GGATCCGGATCTG 0.632

- 2 1678 _Missense_Mutatio NM_000557 NP_000548 P43026 GDF5_HUMAN 0 GGAGTTCATCAGG 0.597

+ 16 1599 wb.1_Missense_M NM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN 3 AAGTCTCACGCAG 0.473

- 16 2597 _p.D824N|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMAN lasmic (Potential). 20 GTTTGTCGGCAGA 0.557

+ 8 870 2_Missense_Muta NM_015478 NP_056293 Q9Y468 LMBL1_HUMAN MBT 1. 0 GCTGGTCGTGGGA 0.532 rs143835872

+ 2 1171 R312S|SEMG2_uc NM_003007 NP_002998 P04279 SEMG1_HUMAN8 AA repeat 2. 2 TCCCAACGCAGTA 0.418

+ 2 1198 _p.Q381K|SEMG2_ NM_003008 NP_002999 Q02383 SEMG2_HUMAN4 X 60 AA tandem repeats, t 1 GAAGAGCAAATAC 0.388

- 6 943 xsg.1_Missense_M NM_022829 NP_073740 Q8WWT9 S13A3_HUMAN lasmic (Potential). 1 AGTCCCCCGTACA 0.502

- 3 817_818 _p.T156N|SPATA2 NM_001135773 NP_001129245 Q9UM82 SPAT2_HUMAN 2 TGGAGGGTCTCC 0.535

- 12 1157 e_Mutation_p.S250 NM_006045 NP_006036 O75110 ATP9A_HUMAN lasmic (Potential). 4 AAGTACGAAATCC 0.552

+ 2 1516 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6 CCGTCTCGAAACC 0.557

- 3 1253 p.N242H|BMP7_uc NM_001719 NP_001710 P18075 BMP7_HUMAN 1 CCAGGTTGTGCCG 0.637

+ 5 543 NM_020673 NP_065724 Q9UL26 RB22A_HUMAN 0 ACATTTTCAACATT 0.353

+ 7 847_848 aah.1_Nonsense_M NM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2 GAGCCCCGAGGC 0.579

+ 1 790 NM_002531 NP_002522 P30989 NTR1_HUMAN cellular (Potential). 4 ACGCCGGCTGCC 0.687

- 16 4178 ds.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6 GCAGACGAAGCG 0.597

+ 4 714 _uc002yei.2_Misse NM_139317 NP_647478 Q96CA5 BIRC7_HUMAN 3 CCGTGGGAAGAA 0.672

- 7 2946 2yfl.1_Missense_M NM_001037335 NP_001032412 Q9BYK8 PR285_HUMAN 2 CCGTGCGAGGCA 0.697

- 8 573 e_Mutation_p.E51 NM_199261 NP_954870 P56180 TPTE_HUMAN 5 CATCTTCAACTTC 0.343 rs141287188

+ 15 2155 cb.1_Missense_M NM_004540 NP_004531 O15394 NCAM2_HUMAN III 2.|Extracellular (Potentia 4 GATAAGGAAGACC 0.348

- 1 13 NM_012131 NP_036263 P56750 CLD17_HUMAN lasmic (Potential). 2 GCAAGGGATAAAA 0.478

+ 5 647 11ado.1_Missense_ NM_178817 NP_848932 Q8TCY5 MRAP_HUMAN cellular (Potential). 0 CCCCTCGTCAGG 0.602

- 1 196 t_Site|C21orf59_uc NM_021254 NP_067077 P57076 CU059_HUMAN 0 TGCACCGTGAGC 0.682

+ 3 1428 _Mutation_p.S460F NM_138927 NP_620305 P18583 SON_HUMAN 6 CACCATCCATGGG 0.617

+ 38 5078 ytj.2_Missense_Mu NM_003024 NP_003015 Q15811 ITSN1_HUMAN C2. 4 GTGGTTGAAGGC 0.557

+ 6 768 aeb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 TGAAGTCTTTGCG 0.403

+ 4 1223 _p.W307*|KCNJ15_ NM_002243 NP_002234 Q99712 IRK15_HUMANasmic (By similarity). 6 CTACTGGGGTTTT 0.463

- 21 4158 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 4.|Extracellular (Potentia 11 CAAACTCGCTGAT 0.453

- 20 4060 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 4.|Extracellular (Potentia 11 ACCATGGAGGCTG 0.577

- 9 2262 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANPotential).|Ig-like C2-type 7. 11 TTGGAAACTCAAA 0.468

+ 6 906 RE_uc002zej.2_5'F NM_000383 NP_000374 O43918 AIRE_HUMAN SAND. 1 CCAAGGGAGCCCA 0.667

- 1 242 .1_Intron|C21orf29 NM_181686 NP_859014 P59990 KR121_HUMANA approximate repeats. 2 AGGAGGGAGCCG 0.647

- 3 400 e_Mutation_p.P54L NM_194255 NP_919231 P41440 S19A1_HUMAN lasmic (Probable). 0 AGCACCGGCGTG 0.647

+ 21 1703 6A2_uc002zhz.1_M NM_001849 NP_001840 P12110 CO6A2_HUMAN (Potential).|Triple-helical re 8 CGAGGCGACTTTG 0.557 rs138276378

+ 3 600 e_Mutation_p.P47 NM_006031 NP_006022 O95613 PCNT_HUMAN 8 GACCACCCACCAG 0.547



- 1 1078 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1 TCGCTTCCTTTAC 0.522

- 5 815 NB1L_uc002zqf.1_ NM_053004 NP_443730 Q9BYB4 GNB1L_HUMAN 1 GAATCTGAACCTG 0.557

- 9 2067 zqy.2_Missense_Mu NM_001670 NP_001661 O00192 ARVC_HUMAN ARM 6. 1 CCAGGGGCCCG 0.662

- 2 1475 zru.2_Missense_M NM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN 0 CTGCGGGTGCGG 0.721

+ 5 345 1_Missense_Muta NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 CAGTTTCATCCGG 0.522

+ 43 7424 O18B_uc011aka.1_ NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 TCTGTGGACGATG 0.597

+ 43 7449 O18B_uc011aka.1_ NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 ACCTTGGAAAGGA 0.597

- 15 2594 wp.2_Missense_M NM_004737 NP_004728 O95461 LARGE_HUMANmenal (Potential). 3 AACCTCCGGTCGT 0.577 rs145736519

- 4 645 3aqe.2_Missense_MNM_001163857 NP_001157329 O43247 EAN57_HUMAN 0 CAATAGCCTTTTG 0.542

- 2 208 _p.E23K|TMPRSS NM_153609 NP_705837 Q8IU80 TMPS6_HUMAN lasmic (Potential). 6 CCGGCTCCGCTTC 0.662

- 2 192_193 2G6_uc003avb.2_ NM_003560 NP_003551 O60733 PA2G6_HUMAN 1 GGGTTAGAGAAC 0.594

+ 30 3761 Missense_Mutation NM_152513 NP_689726 Q5TIA1 MEI1_HUMAN 2 GGCCTTCCCCCTA 0.602

- 16 1988 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5 CAGGCCCACAGG 0.622

- 22 2817 CAB6_uc010gzi.1_N NM_022785 NP_073622 Q5THR3 EFCB6_HUMAN EF-hand 9. 7 GGCGTCGAAGAAT 0.438

- 2 245 bfw.1_Missense_M NM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0 GAGTACGCCAGC 0.617

- 3 807 aa.2_Missense_M NM_058238 NP_478679 P56706 WNT7B_HUMAN 1 AGCCCTCGGCTTG 0.687

- 2 158 NM_001080447 NP_001073916 2 ACATCCGGAATGA 0.597

+ 16 2287 p.R602C|CNTN6_u NM_014461 NP_055276 Q9UQ52 CNTN6_HUMANonectin type-III 1. 8 GAATTTCGTGTTG 0.393 rs147761774

+ 8 2054 _p.P594S|GRM7_u NM_000844 NP_000835 Q14831 GRM7_HUMAN Name=1; (Potential). 7 GTGATTCCTGTCT 0.547

- 2 268 bva.1_Missense_M NM_173472 NP_775743 Q96PS1 CC024_HUMAN 0 AACTCTCATCCAG 0.537

+ 2 802 dt.2_Missense_Mu NM_001098213 NP_001091683 P35367 HRH1_HUMAN Name=4; (Potential). 2 TGGTTTCTCTCTT 0.542

+ 10 2025 bxj.2_Missense_Mu NM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 14. 4 TGGCCTCATTCCT 0.667

+ 12 3239 xj.2_Missense_Mu NM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 23. 4 AAGATCCGGCGG 0.582

- 36 5178 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 TCAAAAGGATTTC 0.607 rs137867919

- 25 3483 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 CGTTCCCGATGGC 0.473 rs149480023

+ 12 723 ef.1_RNA|SLC6A6_ NM_001134367 NP_001127839 P31641 SC6A6_HUMAN cellular (Potential). 1 GGCCTGGGCCAC 0.537

+ 2 926 cdq.2_Missense_M NM_052953 NP_443185 Q96PB8 LRC3B_HUMAN 4 GTAGCTGAAACCT 0.448

- 13 1365 hfj.2_Missense_Mutation_p.S322F Q6ZWH5 NEK10_HUMAN p.E379K(1) 13 AAGAGGGATTTCT 0.323

+ 2 1963 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 9. 1 GTAATTCATAAGG 0.408

+ 2 238 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 AACAGCGAAGACA 0.532

- 12 4722 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 CTGCTTCGTAGAG 0.557

- 15 2512 p.P773L|SCN5A_u NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 AGTAGGGGTCGA 0.532

- 27 5365 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 GCAGGTCCATCTG 0.468

- 23 4136 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 GCTGTTGGTTGAA 0.358

- 1 456 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 TGATTTCGGTAGA 0.428

- 2 1513 e_Mutation_p.R43 NM_194293 NP_919269 Q702N8 XIRP1_HUMAN 8 TCATCCCTCTGGG 0.562 rs149251137

+ 13 1962 NM_003241 NP_003232 P49221 TGM4_HUMAN 1 GCATCTCCTCACT 0.383

+ 3 1504 NM_001123041 NP_001116513 P41597 CCR2_HUMAN lasmic (Potential). 2 GACCAGGAAAGA 0.493

- 9 1117 .2_Missense_Muta NM_002343 NP_002334 P02788 TRFL_HUMAN 4 GCACGCCGGGCA 0.667

+ 5 8258 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 GGGAGAGCCTGG 0.652

+ 35 3571 F123_uc003cxi.2_R NM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7 GGTGCGTGGCCC 0.582

+ 6 2851 se_Mutation_p.S25 NM_000839 NP_000830 Q14416 GRM2_HUMAN lasmic (Potential). 1 CGTCATCGCTTTG 0.587

+ 38 3274 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMAN ical; (Potential). 7 CAAGCCCAGACAG 0.517

- 11 2465 ht.1_Missense_Mu NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CATTCTCCACCTC 0.478

- 7 1817 C2_uc003dht.1_5'U NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 GTGTCCCCTTCTC 0.393

- 6 695 diu.2_Missense_M NM_178504 NP_848599 Q6ZR08 DYH12_HUMAN m (By similarity). 2 CTCCTTCATCTTC 0.313

- 3 372 RIG1_uc010hoa.2_ NM_015541 NP_056356 Q96JA1 LRIG1_HUMANular (Potential).|LRR 3. 5 GAAAGAGAGAGAC 0.488



- 15 2088 NM_020872 NP_065923 Q9P232 CNTN3_HUMANonectin type-III 1. 5 CATATTCCACCCA 0.438

- 7 990 AM86D_uc003dpq. NR_024241 0 CTAGCTCGGTGGT 0.652

+ 1 704 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN lasmic (Potential). 2 GTGTAAGGAAAG 0.418

+ 1 432 NM_001005517 NP_001005517 A6NMS3 OR5K4_HUMAN Name=4; (Potential). 1 CGGATGACCACA 0.468

- 5 3768 on_p.K678I|FILIP1 NM_182909 NP_878913 Q4L180 FIL1L_HUMAN 1 GTTGTTTTGTTTA 0.448

+ 14 1814 bik.1_Missense_M NM_001690 NP_001681 P38606 VATA_HUMAN 3 TTTCCTCCATGAA 0.299

- 7 1318 D3_uc003ebb.1_In NM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4 GTTTTCGAACTTC 0.532

+ 3 1592 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5 TCCACAGCGAGTG 0.522

+ 11 831 A5_uc003egd.1_In NM_006810 NP_006801 Q14554 PDIA5_HUMANThioredoxin 1. 1 CCAGTCCGCAGC 0.612

- 8 1220 _p.P240S|SLCO2A NM_005630 NP_005621 Q92959 SO2A1_HUMAN lasmic (Potential). 1 TGCATGGAAACCC 0.592

- 4 342 1_Missense_Muta NM_178554 NP_848649 Q8NBH2 KY_HUMAN 2 GGACTTCCACAG 0.488

+ 9 1301 YT3_uc010hug.2_R NM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 1. 0 TGGAACGAAGTG 0.582

+ 1 469 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN Cys-rich. 7 TGAGAGCCGCTG 0.562

- 38 6557 uy.1_Missense_Mu NM_001184 NP_001175 Q13535 ATR_HUMAN FAT. 20 AGAGATCAATTGT 0.338

- 8 998 evw.1_Missense_M NM_020359 NP_065092 Q9NRY7 PLS2_HUMAN ellular (By similarity). 0 CTAGTTCTTTCAA 0.343

- 6 6577 _p.H220Y|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 8. 13 TGGCATGAAATGT 0.443

- 4 1395 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 1. 13 TGGCCTCATCTCT 0.448

- 3 1408 fao.1_Missense_M NM_004733 NP_004724 O00400 ACATN_HUMANcellular (Potential). 4 AATGTTCTTTGGG 0.383

- 4 355 se_Mutation_p.W1 NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 TTTCCCCATGGAA 0.279

- 5 1014 _p.G329E|SERPIN NM_006217 NP_006208 O75830 SPI2_HUMAN 3 GTTATTCCAGAAA 0.303

- 2 632 ECOM_uc010hwn. NM_004991 NP_004982 Q03112 EVI1_HUMAN 14 CAGCAGGAATGGG 0.478

- 2 281 hwp.1_Nonsense_M NM_024727 NP_079003 Q6UY01 LRC31_HUMAN 3 GGATCTCCATTCC 0.383

- 5 698 DC39_uc003fkn.2_ NM_181426 NP_852091 Q9UFE4 CCD39_HUMAN Potential. 4 TAAGTTCGTTGTC 0.308

+ 19 2322 R273*|ATP11B_uc0 NM_014616 NP_055431 Q9Y2G3 AT11B_HUMAN lasmic (Potential). 3 AAAGTTCGAGAAA 0.323

+ 13 1778 HAP2_uc003fuv.2_RNA 0 TTGAGGTGCACTG 0.567 rs6583274

+ 13 1780 HAP2_uc003fuv.2_RNA 0 AGGTGCACTGGA 0.567 rs6583275

- 2 6966 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GTGGATGCTGAGG 0.572

+ 2 247 1btu.1_Missense_M NM_152672 NP_689885 Q86UW1 OSTA_HUMAN 1 TACACAGCAGATC 0.617

- 3 603 732_uc010ibb.1_In NM_001137608 NP_001131080 B4DXR9 ZN732_HUMAN type 3; degenerate. 0 ATTCTTCACATGT 0.363

+ 5 1197 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 7. 0 CCTACACATGTGA 0.408

+ 1 3043 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CATGTGCCCATGT 0.582

- 3 1399 se_Mutation_p.S39 NM_024511 NP_078787 Q68CZ6 HAUS3_HUMAN Potential. 4 TCATATGATAACT 0.299

+ 8 871 gfk.3_Missense_M NM_001122681 NP_001116153 P78314 3BP2_HUMAN 1 CTGGCTGCTGAG 0.682

+ 2 2000 bvr.1_RNA|RGS12_ NM_198229 NP_937872 O14924 RGS12_HUMAN 1 ACGGCCGACCCA 0.577

- 10 1762 KMIP1_uc011bwc. NM_144720 NP_653321 Q96N16 JKIP1_HUMAN with TYK2 and GABBR1.|Po 4 GGGCCTGGTACTC 0.612

+ 8 2151 _p.S662F|WFS1_u NM_001145853 NP_001139325 O76024 WFS1_HUMAN 2 ACAACTCCACACT 0.617

- 1 1405 3_5'Flank|TADA2B NM_153376 NP_699207 Q2M329 CCD96_HUMAN 0 GCTTTTCCTTCAC 0.478

+ 13 1678 bwi.1_Missense_M NM_020777 NP_065828 Q96PQ0 SORC2_HUMANmenal (Potential). 2 TTTGAGGAAGAG 0.577

+ 6 1094 p.R186Q|CPZ_uc0 NM_001014447 NP_001014447 Q66K79 CBPZ_HUMAN 3 TGAACCGAAATTT 0.647

+ 1 1570 NM_000798 NP_000789 P21918 DRD5_HUMAN lasmic (Potential). 1 AGCAATGAGCTCA 0.577

+ 2 271 n_p.S22N|C1QTNF NM_001135171 NP_001128643 Q9BXJ2 C1QT7_HUMAN 0 TGCCAGTGGACA 0.507

- 2 768 sr.1_Missense_Mu NM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3 GCTTATCATCTGA 0.423

- 3 1217 _p.E213K|BEND4_ NM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0 AGTGCTCCTGTCT 0.438

- 1 160 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMAN 2 TTCAAAGGACCCA 0.502

- 9 1943 _p.V424I|GABRA2 NM_001114175 NP_001107647 P47869 GBRA2_HUMAN ical; (Probable). 4 GAAAAACTATTCT 0.393

+ 9 1539 bze.1_Missense_M NM_000812 NP_000803 P18505 GBRB1_HUMAN lasmic (Probable). 2 GTGAGCGACCCC 0.627

+ 5 1039 N2_uc003gyb.1_5 NM_020846 NP_065897 Q9P270 SLAI2_HUMAN 0 ACGTCTCGGCGC 0.338



+ 5 1190 gyb.1_Missense_M NM_020846 NP_065897 Q9P270 SLAI2_HUMAN 0 GCAATTCACCTCG 0.453

+ 15 2076 bzl.1_Missense_Mu NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3 CATGCTGAACTGA 0.383

+ 2 955 FRA_uc003haa.2_ NM_133267 NP_573574 Q9BZM3 GSX2_HUMAN Homeobox. 0 CGACTCCGGAGG 0.537

+ 21 2957 hbj.2_Missense_Mu NM_025009 NP_079285 Q66GS9 CP135_HUMAN Potential. 5 CAGTTCGACTGGA 0.388

+ 15 2919 _p.L916F|LPHN3_ NM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN Name=2; (Potential). 18 AAGAACCTCTGCA 0.458

- 9 795 p.R248Q|UBA6_uc NM_018227 NP_060697 A0AVT1 UBA6_HUMAN 0 ATTTCTCGAAATG 0.299

- 8 883 MPRSS11A_uc003h NM_182606 NP_872412 Q6ZMR5 TM11A_HUMAN .|Extracellular (Potential). 1 TCTTTTCATTAAG 0.373

+ 1 621 hq.2_Missense_M NM_001074 NP_001065 P16662 UD2B7_HUMAN 2 CTCCTTCCTACGT 0.388

- 2 869 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3 GTAGGGGTTTGG 0.368 rs138573352

+ 13 1791 _p.C582R|AFP_uc0 NM_001134 NP_001125 P02771 FETA_HUMAN Albumin 3. 1 GAGAAATGCTGCC 0.418

- 15 2581 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 CCACTTCCATATT 0.323

+ 2 37 NM_006419 NP_006410 O43927 CXL13_HUMAN 0 CCCACAGCCTGGA 0.493

- 3 1218 k|HNRPDL_uc003h NM_031372 NP_112740 O14979 HNRDL_HUMAN RRM 1. 1 TCTTTCCCTTTTA 0.393

+ 3 572 NM_016323 NP_057407 Q9UII4 HERC5_HUMAN RCC1 1. 9 AAAAAATAATTCA 0.279

+ 4 727_728 NM_016323 NP_057407 Q9UII4 HERC5_HUMAN RCC1 2. 9 GAGTACCCTTGG 0.515

- 2 371 c003hsi.2_Missens NM_014883 NP_055698 O94988 FA13A_HUMAN Rho-GAP. 2 CATTCTCGGTGAG 0.428

- 2 2825 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3 GGGCAGGACGG 0.468

+ 7 3217 _p.P352L|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN EGF-like. 4 GGCATCCGTGCC 0.413

+ 8 1052 3htz.3_Nonsense_ NM_001100427 NP_001093897 P52306 GDS1_HUMAN 3 ATTACTGAGCTCA 0.368

- 29 3946 xc.1_Missense_Mu NM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9 CCTCATGAAGCAC 0.313

- 1 646 NM_001059 NP_001050 P29371 NK3R_HUMAN Name=3; (Potential). 7 AACACAGCTGTG 0.527

- 10 1292 1_Missense_Muta NM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0 TGATTCCACTGGC 0.443

+ 1 616 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 AACTTTCGACTGC 0.612 rs143343563

+ 7 701_702 2_Nonsense_Mutat NM_020961 NP_066012 Q9HCE5 MTL14_HUMAN 0 CCCTTTAGAAGAA 0.337

+ 4 1520 e_Mutation_p.E442 NM_001128933 NP_001122405 Q9UMS6 SYNP2_HUMAN 2 GCAAGCGAATCAG 0.478

+ 9 8054 _p.R983Q|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 CCCCTCGAAAAAT 0.348

- 18 1676 jz.3_Missense_Mu NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 TCTGGAGAAACTA 0.488

- 2 401 se_Mutation_p.P11 NM_178835 NP_849157 Q17R98 ZN827_HUMAN 0 CTCAGGGGCTTG 0.582

+ 2 813 n_p.R41C|EDNRA_ NM_001957 NP_001948 P25101 EDNRA_HUMANcellular (Pote p.R41H(1) 2 ACTTTTCGTGGCA 0.463 rs139739379

+ 16 2264 CLK2_uc003ilo.3_M NM_001040260 NP_001035350 Q8N568 DCLK2_HUMAN Pro-rich. 3 CCAGTTCCTCCCT 0.647

- 28 5014 .R173W|LRBA_uc0 NM_006726 NP_006717 P50851 LRBA_HUMAN 7 TAAGCCGATTAAT 0.368

- 2 2143 NM_145720 NP_663772 Q8IY51 TIGD4_HUMAN 1 TCATCAGAAGTGT 0.403

+ 3 359 n_p.P47L|TLR2_uc NM_003264 NP_003255 O60603 TLR2_HUMAN cellular (Potential). 3 CCATTCCCTCAGG 0.493

+ 2 821 ior.2_Missense_Mu NM_000910 NP_000901 P49146 NPY2R_HUMANcellular (Potential). 3 CTCTTACCTATAC 0.488

+ 4 1039 NM_006174 NP_006165 Q15761 NPY5R_HUMAN lasmic (Potential). 7 AACACAGAAGAAG 0.413

- 3 747 NM_001012414 NP_001012414 Q5EBN2 TRI61_HUMAN RING-type. 1 GTAGATCCTTCCA 0.463

+ 3 1123 qx.1_Missense_Mu NM_152620 NP_689833 Q495X7 TRI60_HUMAN B30.2/SPRY. 1 CTGTGCGATATGA 0.413

+ 18 3054 _p.E826K|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 4. 7 ACTTGGGAAATCA 0.488 rs150952504

+ 18 3064 _p.A829V|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 4. 7 TCAGCGCCACTCC 0.468

- 18 2783 NM_017631 NP_060101 Q8IY21 DDX60_HUMANcase ATP-binding. 3 TAAAACGATTCTG 0.393

- 34 4804 NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1 GACTTGGAAGCAA 0.403

- 19 2787 e_Mutation_p.R856 NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMANcase ATP-binding. 1 TTTGGCGATGAGG 0.363

- 15 2166 p.D649N|DDX60L_ NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1 TTAAATCTTTCGA 0.299

+ 6 1500 _p.R430Q|PALLD_ NM_016081 NP_057165 Q8WX93 PALLD_HUMAN 1 CTGCCGACCTGA 0.393 rs145571230

+ 16 2889 e_Mutation_p.R49 NM_016081 NP_057165 Q8WX93 PALLD_HUMAN 1 GAGGTCGAAGTCC 0.393

+ 5 2057 0irr.2_Missense_Mu NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN Extracellular (Potential). 16 GAATGTGATCTTC 0.448

- 3 856_857 NM_005429 NP_005420 P49767 VEGFC_HUMAN 5 CAAACTCCTTCCC 0.475



+ 9 1805 Z3_uc003ive.1_5'U NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN Extracellular (Potential). 0 GGGGGTCGTGGG 0.512

+ 3 1923 X2_uc003iwa.1_5' NM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0 ACGAGAGGATACC 0.527

+ 4 1179 n_p.L83F|TLR3_uc NM_003265 NP_003256 O15455 TLR3_HUMAN |Lumenal (Potential). 5 GAGCACCTTAACA 0.348

+ 4 345 KLKB1_uc011cld.1_ NM_000892 NP_000883 P03952 KLKB1_HUMAN Apple 1. 1 GTACATCGAACAG 0.348

+ 14 1707 e_Mutation_p.E344 NM_000892 NP_000883 P03952 KLKB1_HUMANPeptidase S1. 1 ACAAATGAAGAAT 0.328

+ 12 1444 n_p.P430S|PAPD7_ NM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1 CCTGTTCCTTGCA 0.542

+ 22 2446 3jeu.1_Missense_M NM_005885 NP_005876 O60337 MARH6_HUMANcellular (Potential). 2 CAGACTCCTCTTT 0.413

- 44 7306 NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 2 (By similarity). 31 GAATTTCTGCTTC 0.428

- 44 7300 NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 2 (By similarity). 31 CTGCTTCTTGAGG 0.423

- 38 6325 NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 1 (By similarity). 31 AGTTTTCAGGGAG 0.438

- 36 6062 NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 1 (By similarity). 31 TGGTCTGAACAAT 0.463

- 11 1405 AH5_uc003jfe.1_R NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 GATTTTGTTTAAG 0.308

+ 8 1426 se_Mutation_p.P42 NM_007118 NP_009049 O75962 TRIO_HUMAN 18 GACCTTCCCTCAG 0.393 rs139674608

+ 4 412 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6 TCACCGAAGGCA 0.468

+ 2 804 m.2_Missense_Mu NM_178140 NP_835260 O15018 PDZD2_HUMAN PDZ 1. 9 GACTGCGGGATG 0.592

+ 7 1084 FLAM_uc003jle.1_ NM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7 TCACCGACATGG 0.488 rs147796862

- 10 1659 .2_Missense_Muta NM_001127671 NP_001121143 P42702 LIFR_HUMAN tential).|Fibronectin type-III 4 TAATATCCTTCAC 0.269

- 7 1020 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0 CATCGCGATTTCT 0.363

- 10 1327 w.2_Missense_Mut NM_001343 NP_001334 P98082 DAB2_HUMAN 3 GTCGAGGAAGAGA 0.443

- 39 4871 3jmi.3_Missense_M NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 AAAAGGGAATGCA 0.483

- 16 2552 1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN ment control factor I module 7 TCAGATCCTGATT 0.368

+ 9 947 q.1_Missense_Mut NM_000163 NP_000154 P10912 GHR_HUMAN c (Potential).|Box 1 motif. 6 CCAGTTCCAGTTC 0.318

+ 1 381 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0 GCAAATCCCACTT 0.577

- 2 847 NM_152625 NP_689838 Q8N895 ZN366_HUMAN 2 CGCTCTCCTGGGG 0.652

+ 18 2196 izf.2_Missense_M NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0 CCTGGTCTCTCCT 0.483

+ 2 2183 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 TTCCATCACTGGC 0.428

+ 2 6184 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AGCCAGGAAAAAA 0.428

+ 2 6379 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 CCATTGGAAGAAT 0.438

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 AAACAGGAGATG 0.358

+ 7 1108 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN |Extracellular (Potential). 16 TTTTATTCATGAAT 0.388

+ 56 11828 .G1617E|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 CCAGAGGAATTTT 0.423

+ 78 16748 .S3257F|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 ATCATATCTCCAGC 0.413

- 3 570 ense_Mutation_p.P NM_001142483 NP_001135955 Q16612 NP311_HUMAN 1 GGACAGGAAGTCT 0.458

+ 16 2858 cl.1_Missense_Mu NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 7. 2 TCAATTCCTGTCT 0.328

- 1 578 eh.1_Missense_Mu NM_020389 NP_065122 Q9HCX4 TRPC7_HUMAN lasmic (Potential). 0 TCGTGGGGCCGC 0.612

+ 1 533 03lhc.1_Missense_ NM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANcellular (Potential). 4 CGGTTTCCCGAAT 0.488

+ 1 104 c003lhi.2_Intron|PC NM_018908 NP_061731 Q9Y5H7 PCDA5_HUMAN r (Potential).|Cadherin 1. 3 GATCCCGGAGGA 0.647

+ 1 1900 HA6_uc003lhn.2_In NM_018902 NP_061725 Q9Y5I1 PCDAB_HUMANr (Potential).|Cadherin 3. 1 TCTCCTGAAGTCG 0.527

+ 1 526 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 TGGGTTCACGTTT 0.537

+ 1 1024 uc003lin.2_Intron NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 3. 2 GTCAACGACAACC 0.478

+ 1 148 HB6_uc011dah.1_I NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN r (Potential).|Cadherin 1. 1 ACAAAGGACCTGG 0.502

+ 1 2174 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN |Extracellular (Potential). 6 GCTTCTCCCAGC 0.692

+ 1 1087 HB16_uc003liv.2_5 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 ACAGGAGAAATTC 0.403

+ 1 1571 NM_018933 NP_061756 Q9Y5F0 PCDBD_HUMANr (Potential).|Cadherin 5. 3 GTCCGCGAGAACA 0.602

+ 1 107 CDHGA4_uc003ljq NM_018919 NP_061742 Q9Y5G7 PCDG6_HUMAN |Extracellular (Potential). 1 CTATTCCCGAGGA 0.657

- 3 2258 _p.Y714F|PCDH1_ NM_002587 NP_002578 Q08174 PCDH1_HUMAN r (Potential).|Cadherin 6. 5 GTGATATAGGGTG 0.567

- 7 1485 3loh.3_Splice_Site NM_004576 NP_004567 Q00005 2ABB_HUMAN 2 TCTATACCTGGTA 0.483



- 3 754 loh.3_Missense_M NM_004576 NP_004567 Q00005 2ABB_HUMAN 2 CGGGTTCATGGCT 0.373

- 6 862 y.1_Missense_Mut NM_000870 NP_000861 Q13639 5HT4R_HUMANasmic (By similarity). 1 GAGGCTCCTGCC 0.547

+ 1 2438 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANPRC1 (By similarity).|Potenti 1 GAGGAAGCCAAAC 0.463

+ 1 2459 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANPRC1 (By similarity).|Potenti 1 AATGACCTCCTTG 0.453

- 2 661 wm.3_Missense_M NM_001100816 NP_001094286 O43513 MED7_HUMAN 0 AGGTCCAAGAAAT 0.373

+ 8 1613 V|ODZ2_uc003lzr.3_ NM_001122679 NP_001116151 10 ATGAAGCCGTGTT 0.502

+ 9 1180 on_p.M206I|KCNIP NM_001034837 NP_001030009 Q9NZI2 KCIP1_HUMAN ith KCND2 (By similarity). 2 CATCATGAGGTCT 0.468

- 16 1717 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2 AGCAGCGATCTCT 0.527

+ 3 482 n_p.A45S|CNOT6_ NM_015455 NP_056270 Q9ULM6 CNOT6_HUMAN 0 TTAAGCGCATCTT 0.378

- 1 235 OC2_uc003mte.2_In NM_148959 NP_683762 Q8NHY5 HUS1B_HUMAN 0 TCTTCCGAGACAC 0.692

+ 2 339 CP2L_uc011dim.1_ NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 AGGAAGACAGGA 0.279

- 14 1434 p.G404R|FAM65B_ NM_014722 NP_055537 Q9Y4F9 FA65B_HUMAN 1 CCTTTCCATTTTC 0.453

+ 1 257 H2AA_uc003nfc.2_ NM_170610 NP_733759 Q96A08 H2B1A_HUMAN 1 ACTACAGCAAGCG 0.512

+ 11 1441 p.G379S|BTN3A3_ NM_006994 NP_008925 O00478 BT3A3_HUMANY.|Cytoplasmic (Potential). 0 AAAAAAGGTTGGG 0.483

+ 1 23 uc003njq.2_5'Flank NM_021968 NP_068803 P62805 H4_HUMAN 2 AAGGCGGGAAGG 0.627

- 4 1137 nl.3_Missense_Mu NM_001109809 NP_001103279 Q9NU63 ZFP57_HUMAN 5 TCCTGGGACCTGG 0.557

- 2 635 pd.2_Missense_M NM_025236 NP_079512 Q9H2S5 RNF39_HUMAN 0 CTTCCTCATATCC 0.527

- 1 113 se_Mutation_p.E13 NM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0 TGACTTCATCTGC 0.617

+ 3 868 st.2_Missense_Mu NM_001077511 NP_001070979 Q9Y242 TCF19_HUMAN 0 GCCCCTCGGAGT 0.562

+ 3 560_561 utation_p.116_117 NM_005931 NP_005922 Q29980 MICB_HUMAN cellular (Potential). 0 GACTCAAGAATCG 0.525

+ 8 1143 nzf.1_Missense_M NM_000500 NP_000491 P08686 CP21A_HUMAN 0 GTGCACGGCTGC 0.667

- 15 5498 NM_019105 NP_061978 P22105 TENX_HUMAN 0 TATCATCCATAGC 0.602

- 6 381 dpz.1_Missense_M NM_006781 NP_006772 Q5SRN2 CF010_HUMAN 1 GGTTATCATATGA 0.279

- 9 1317 odw.2_Missense_M NM_004761 NP_004752 O15211 RGL2_HUMAN Ras-GEF. 6 CTCTGGGAATAAT 0.547

+ 28 3857 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 AGATCCCCTATGA 0.577

+ 17 2104 _p.V699I|SCUBE3 NM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1 CACTCTGTAGATG 0.597

+ 5 769 olb.1_Missense_Mu NM_145028 NP_659465 Q5T9G4 CF081_HUMAN 1 AAGAATGACCTTC 0.493

+ 2 247 1_Missense_Muta NM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN 3 ACCCCAGAAGCAG 0.612

+ 76 11716 nsense_Mutation_p NM_001371 NP_001362 21 ATGTATCAGACGT 0.507

+ 4 719 ense_Mutation_p.S NM_001010873 NP_001010873 Q5TGU0 TSPO2_HUMAN ical; (Potential). 0 TACCTAGCCTGGC 0.607

- 5 1155 n_p.P37S|TRERF1 NM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5 GGGAAGGGATAGC 0.637

- 2 643 p.V166M|CUL7_uc NM_014780 NP_055595 Q14999 CUL7_HUMAN 4 ACTTCACGTCGG 0.612

+ 1 4861 e.2_Missense_Mu NM_001010870 NP_001010870 O60522 TDRD6_HUMAN Tudor 7. 6 GCCATTCCTTCTG 0.413

+ 6 1335 _p.W416*|GPR115_ NM_153838 NP_722580 Q8IZF3 GP115_HUMAN tracellular (P p.W359*(1) 8 GAGATGGGATGAG 0.453 rs140327995

+ 5 1085 RTR2_uc010jzv.2_R NM_001526 NP_001517 O43614 OX2R_HUMAN lasmic (Potential). 6 TCCCTGGAACATC 0.493

+ 8 1176 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMAN ical; (Potential). 2 ACCTGTGGAATCC 0.358

- 4 448 MGCLL1_uc011dx NM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4 CTGTAGGAACTAT 0.313

- 1 1034 xf.1_Missense_Mu NM_021073 NP_066551 P22003 BMP5_HUMAN 2 TGGTCTCTTCTGC 0.522

- 10 1170 k.1_Missense_Mut NM_001144769 NP_001138241 Q03001 DYST_HUMAN 2.|Actin-binding. 14 ACAGCAACAGTAT 0.348

+ 3 845 ND6_uc003pdg.2_R NM_152731 NP_689944 Q5SZJ8 BEND6_HUMAN Potential. 0 CGGAAAGAAAACA 0.378 rs79968708

+ 10 2358 sense_Mutation_p. NM_001031623 NP_001026794 Q9Y4E5 ZN451_HUMAN 2 GATTTTCCAGTAA 0.363

+ 11 1897 NQ5_uc010kat.2_M NM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7 CCCCACCACTTAA 0.403

+ 5 994 hq.2_Missense_Mu NM_133493 NP_598000 Q6YHK3 CD109_HUMAN 4 TCATTTCCAAAAC 0.368

- 12 2496 OL12A1_uc003phu NM_004370 NP_004361 Q99715 COCA1_HUMANonectin type-III 4. 9 AGTGTTCTCCTCC 0.433

- 10 1860 OL12A1_uc003phu NM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 2. 9 GAATTCCTCAGTT 0.458

- 5 2992 _p.M774I|FILIP1_u NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4 CTTTCTCATCCAT 0.507

- 4 1243 e_Mutation_p.E270 NM_001122769 NP_001116241 Q86VQ0 LCA5_HUMAN Potential. 0 TATTTTCATCATGA 0.333



- 8 1491 n_p.G322*|IBTK_uc NM_015525 NP_056340 Q9P2D0 IBTK_HUMAN 4 TTTCTCCATTGGG 0.353

+ 17 2812 _p.V842G|DOPEY1 NM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4 CTGTGGTTATTAG 0.448

- 12 1419 _p.P363L|ME1_uc0 NM_002395 NP_002386 P48163 MAOX_HUMAN 2 GTGACTGGATCAA 0.428

- 20 1757 se_Mutation_p.G39 NM_020320 NP_064716 Q5T160 SYRM_HUMAN 3 TTCATTCCATTGG 0.328

- 6 574 pnc.2_Missense_M NM_016021 NP_057105 Q9Y385 UB2J1_HUMAN lasmic (Potential). 0 TCCTCAGGAGTGT 0.388

+ 11 2243 e_Mutation_p.G14 NM_052904 NP_443136 Q96NJ5 KLH32_HUMAN Kelch 6. 4 TCCAATGGAATAG 0.438

- 11 2351 u.2_Missense_Mut NM_005068 NP_005059 P81133 SIM1_HUMAN -minded C-terminal. 4 GCATATCCAGTTA 0.453

+ 6 1148 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 TGGAACGATTGCA 0.413

- 9 995 pvr.2_Missense_Mu NM_016262 NP_057346 Q9UJT0 TBE_HUMAN 1 AGTTGAGGAAAAG 0.333

- 6 1586 NM_002031 NP_002022 P42685 FRK_HUMAN Protein kinase. 6 TCCACCTTAAAAA 0.333

+ 6 2028 t.2_Missense_Muta NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 AGAGATGGTCTC 0.488 rs141851816

- 1 1 plice_Site|GPRC6A NM_148963 NP_683766 Q5T6X5 GPC6A_HUMAN 6 TCAGTTCATGTGA 0.403

+ 9 970 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 CATCTCCTTCCCC 0.348

- 11 2142_2143 NM_005907 NP_005898 P33908 MA1A1_HUMANmenal (Potential). 4 CAGGCCCATTTC 0.361

+ 6 619 n_p.S53F|PKIB_uc NM_181794 NP_861459 Q9C010 IPKB_HUMAN 0 CTCTCTCCGTGAA 0.473

+ 3 1314 NM_001010852 NP_001010852 Q5SYC1 CLVS2_HUMAN CRAL-TRIO. 5 ATGATTGAAGATC 0.408

+ 5 1594 NM_001010852 NP_001010852 Q5SYC1 CLVS2_HUMAN CRAL-TRIO. 5 TTCATCCTGAGAT 0.448

- 6 3437 174_uc003qbc.2_5 NM_001012279 NP_001012279 Q5TF21 CF174_HUMAN 6 CCTCCTCGTCCAT 0.637

- 4 827 bt.1_Missense_Mu NM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 1. 4 CTCCTTCTTGTGA 0.378

+ 6 717 NM_006208 NP_006199 P22413 ENPP1_HUMAN ase.|Extracellular (Potential 4 CTTCTTCCTGTTA 0.398

- 4 542 m.2_Intron|IL22RA2 NM_052962 NP_443194 Q969J5 I22R2_HUMAN 0 gccagcatccacttggct 0

- 10 1930 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2 CGCATTGGGTTTC 0.627

+ 3 636 _p.G188E|ULBP2_ NM_025217 NP_079493 Q9BZM5 N2DL2_HUMAN class I alpha-2 like. 0 CAATGGGAGACTG 0.478

+ 7 2388 _p.P344L|TULP4_u NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 AGCGCCCCATCAT 0.532

+ 7 1056 kjw.1_Missense_Mu NM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANonectin type-III 3. 8 GTTCTGGAAAAAC 0.413

+ 8 1194 kjw.1_Missense_Mu NM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANonectin type-III 3. 8 GTGTATGAATTTG 0.468

+ 11 1000 qsy.1_Missense_M NM_173516 NP_775787 Q8NA58 PNDC1_HUMAN lasmic (Potential). 0 AGCTACGATCAAT 0.398

+ 29 4473 wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN Potential. 5 AGATGCGCACTCA 0.567

+ 2 993 ense_Mutation_p.D NM_001098201 NP_001091671 Q99527 GPER_HUMAN cellular (Potential). 1 CACACCGACGAG 0.657

+ 25 3734 o.2_Missense_Mu NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 6. 6 CTGCCGGATTCTC 0.602

+ 42 6134 my.2_Nonsense_M NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN 6 ACAGCTCAAGTGG 0.597

- 3 793 28A1_uc011jxe.1_5 NM_001037763 NP_001032852 Q2UY09 COSA1_HUMAN VWFA 1. 3 CCAGACGATCTTG 0.373

+ 10 1290 _p.P373S|HDAC9_ NM_058176 NP_478056 Q9UKV0 HDAC9_HUMAN 5 GGAGTTCCCTTAC 0.343

- 17 1552 1jyl.1_Missense_M NM_012294 NP_036426 Q92565 RPGF5_HUMAN 1 GGCTATACTGGAA 0.438

- 5 627 NM_006547 NP_006538 O00425 IF2B3_HUMAN RRM 2. 2 TTACAACTGCAGT 0.323

- 6 984 plice_Site_p.R156_ NM_013293 NP_037425 Q13595 TRA2A_HUMAN 1 ACATTACCTGTAT 0.284

- 4 696 _p.G60E|TRA2A_u NM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1 GCAAATCCTCGAG 0.373

+ 6 859 wr.3_Missense_Mut NM_199136 NP_954587 A4D161 CG046_HUMAN 0 TTTCTTCATTAAG 0.279

- 2 609 OXA3_uc003syk.2_ NM_030661 NP_109377 O43365 HXA3_HUMAN Pro-rich. 2 TGGCAGGGGTAG 0.393

+ 16 1563 ADCYAP1R1_uc00 NM_001118 NP_001109 P41586 PACR_HUMAN lasmic (Potential). 1 AGCTCTCCATCCT 0.602

+ 11 3338 _p.S633F|CCDC12 NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 CCAAATCCGTCTC 0.522

- 9 1406 _p.E373K|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 TTTCCTCGTCATC 0.413

- 6 993 _p.S235F|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN 4 TTGAGGGAAAAGA 0.468

+ 3 418 SR1_uc010kwv.1_ NM_207172 NP_997055 Q6W5P4 NPSR1_HUMAN Name=2; (Potential). 4 CTTTCACAGGACT 0.388

- 9 905 NM_015283 NP_056098 Q2PZI1 D19L1_HUMAN ical; (Potential). 0 GCCAAGGAAGCAT 0.343

- 14 1606 p.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0 TAAGATCACTCAG 0.323

+ 14 4413 thj.2_Missense_Mu NM_003718 NP_003709 Q14004 CDK13_HUMAN 5 GTCTTTGGATAAC 0.433



- 44 6588 1_Intron|PKD1L1_ NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN lasmic (Potential). 11 TCTTTTCCAAGCA 0.507

+ 9 1612 p.G395S|IKZF1_uc NM_006060 NP_006051 Q13422 IKZF1_HUMAN C2H2-type 5. 148 CACATGGGCTGCC 0.602

- 7 1248 n_p.E355*|COBL_u NM_015198 NP_056013 O75128 COBL_HUMAN 5 TATCCTCAGTGCG 0.592

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 GCAAAACCTTTAC 0.428

- 1 697 C2_uc011kfa.1_Int NM_001306 NP_001297 O15551 CLD3_HUMAN cellular (Potential). 0 GCGCCCATCTCG 0.706

+ 23 1568 zs.2_Missense_Mu NM_000501 NP_001075224 P15502 ELN_HUMAN Ala-rich. 5 GTGGCTCCTGGTG 0.547

+ 6 573 F4H_uc003uae.1_ NM_022170 NP_071496 Q15056 IF4H_HUMAN 0 GGCCCTCCCCTCC 0.612

- 13 3290 NM_001099415 NP_001092885 A8CG34 P121C_HUMANe side (Potential). 0 CCGAAGGAGAAGA 0.657

+ 4 597 _p.A145V|ZP3_uc0 NM_001110354 NP_001103824 P21754 ZP3_HUMAN llular (Potential).|ZP. 0 ATGCAGCCCACCT 0.498

- 5 9347 _Mutation_p.D302 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CTGTGTCAGTTCC 0.398

- 5 8672 _Mutation_p.V2795 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 AGGTCACTGTCTC 0.433

- 3 2757 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GCAGGTCGAGGTA 0.438

- 2 1835 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN m approximate repeats of P 7 TTGCTGGGCCAG 0.597

- 17 2744 NM_012431 NP_036563 O15041 SEM3E_HUMAN/Lys-rich (basic). 3 TGGAACGGAGCT 0.448

- 14 1913 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN r 1.|Cytoplasmic (Potential) 7 CAATCTCATCCAT 0.443

- 3 616 n_p.D47N|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 GCACATCGTATGC 0.378

- 3 2294 mg.2_Missense_M NM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7 CTTCCTCTTTTGA 0.363

- 5 4116 MD9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 GTAGAATAAGTTC 0.388

- 2 178 010lff.2_Missense_ NM_001039372 NP_001034461 A8MVW5 HECA2_HUMANcellular (Potential). 5 GGACGGGTAGGT 0.517

- 4 488 3umu.1_Missense_ NM_001742 NP_001733 P30988 CALCR_HUMANcellular (Potential). 9 TGCATTCGGTCAT 0.388 rs144560846

+ 6 1750 p.H475Y|ZKSCAN NM_003439 NP_003430 P17029 ZKSC1_HUMAN C2H2-type 5. 3 AGAATTCACACTC 0.488

- 6 1412 se_Mutation_p.E33 NM_032924 NP_116313 P17036 ZNF3_HUMAN C2H2-type 7 p.E369K(1) 1 TACATTCGTAGGG 0.468

+ 14 2315 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAT 0.507

- 2 1447 _p.D431N|ACHE_ NM_000665 NP_000656 P22303 ACES_HUMAN 2 CCACATCGCTCAG 0.667

+ 3 7450 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 GCACCACGCCGG 0.522

+ 3 7512 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 ACACCTATGACCA 0.493 rs139444589

+ 3 7514 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 ACCTATGACCACT 0.493 rs147944556

+ 3 11748 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 ACACCTCCTCTTG 0.468

+ 4 1711 1_Intron|FBXL13_u NM_001031692 NP_001026862 Q8N6Y2 LRC17_HUMAN 1 TAGTAGGATAAGG 0.313

- 8 1022 D199N|FBXL13_uc NM_145032 NP_659469 Q8NEE6 FXL13_HUMAN 0 AAAAATCAATCTA 0.204

+ 5 1017 1kli.1_Missense_M NM_031905 NP_114111 Q8N2F6 ARM10_HUMAN 1 ACTGTTACCAATG 0.443

- 4 675 ix.2_Missense_Mu NM_014377 NP_055192 Q99543 DNJC2_HUMAN J. 1 CTTTAGTTATGCA 0.328

- 60 9915 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 8. 19 TGGAAGCTCTCGT 0.393

- 28 4206 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 GAGTTTCCTTCGC 0.478

- 9 1394 cy.2_Splice_Site_p NM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1 ATACCAACCTTCC 0.373

- 25 3746_3747ev.2_Missense_Mu NM_002291 NP_002282 P07942 LAMB1_HUMAN inin EGF-like 13. 8 AATGCCCCTGGG 0.53

- 6 796 vex.2_Missense_M NM_002291 NP_002282 P07942 LAMB1_HUMANminin N-terminal. 8 AAGTCGGACGATC 0.433

- 30 4696 _p.D1538N|LAMB4_ NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN ential.|Domain I. 8 TTTCATCTGTCCT 0.393

- 25 3615 vkg.3_Missense_M NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 ATGGATGAAAAGA 0.333

+ 37 6291 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 18. 12 AACAGCCCCTTCA 0.617

+ 8 1016 3voq.1_Nonsense_ NM_178562 NP_848657 Q86UF1 TSN33_HUMAN lasmic (Potential). 1 GTGAATCAGATCA 0.532

- 10 4047 p.P1283L|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 GTGTCAGGCTGAA 0.522

- 2 2529 _p.S777F|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 AGAAAGAGGCCA 0.522

+ 8 957 _p.E170K|TBXAS1 NM_001130966 NP_001124438 P24557 THAS_HUMAN lasmic (Potential). 3 TTCTTCGAATTCT 0.582

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 1 469 NM_016944 NP_058640 Q9NYW5 TA2R4_HUMAN cellular (Potential). 0 CCTTTTCCTGAAC 0.458

+ 2 174 .2_Intron|uc003wa NR_001296 0 ACCTGTGAGGAGA 0.547



- 12 1582 NM_000420 NP_000411 P23276 KELL_HUMAN cellular (Potential). 4 TCCAGGGAAGGTT 0.577

- 8 976 NM_000420 NP_000411 P23276 KELL_HUMAN cellular (Potential). 4 CCAGCTGATTCAG 0.542

+ 22 2612 ktc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMAN oplasmic (By similarity). 5 TGTTTTCACTCCT 0.572

+ 1 193 NM_012369 NP_036501 Q13607 OR2F1_HUMAN lasmic (Potential). 3 TGATCAGACTGGA 0.532

+ 2 2691_2692 _Mutation_p.S858 NM_005435 NP_005426 Q12774 ARHG5_HUMAN 2 AAAGTCCAGGGG 0.589

- 2 112 NM_001080413 NP_001073882 O60393 NOBOX_HUMAN 1 ACACAGGAAATTC 0.517

- 4 221 TPK1_uc003wer.2_ NM_022445 NP_071890 Q9H3S4 TPK1_HUMAN 2 TTAAAAGAGCTTC 0.413

+ 12 2309 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN ential).|Fibrinogen C-termin 11 AGCCTTCCTGTGA 0.448

- 4 750 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN 3 CTGGACGAGTTTT 0.517

- 6 2295 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN C2H2-type 5. 1 GGTGGCGCAGC 0.642

- 5 1463 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN Glu-rich. 1 TCAGTTCGCTGAA 0.652

+ 69 9659 NM_198455 NP_940857 A2VEC9 SSPO_HUMANTSP type-1 11. 0 CATCCACCGTGGC 0.672

+ 2 664 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 GATGAGGAAACAG 0.517

+ 4 1211 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 GCTGGAGAAAAAA 0.468

+ 2 226 NM_153236 NP_694968 Q8NHV1 GIMA7_HUMAN 2 AGAGGAAATCTTT 0.502

- 3 594 AP6_uc003whm.2_ NM_024711 NP_078987 Q6P9H5 GIMA6_HUMAN 3 CTGTTTCCTGTTG 0.542

+ 7 989 _p.S183F|UBE3C_u NM_014671 NP_055486 Q15386 UBE3C_HUMAN 5 GAATATTCTGATTT 0.343

+ 4 465_466 OM2_uc011kwi.1_In NM_003970 NP_003961 P54296 MYOM2_HUMAN 6 CTGGCCCACTTG 0.634

- 54 8753 _p.P2117L|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 19. 25 GGCAGAGGGCTA 0.552

- 52 8399 e_Mutation_p.S199 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 17. 25 CTGCCGCTCCAGA 0.463

- 8 1444 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|Sushi 2. 25 TCCCAGGATCTGG 0.383

- 3 360 q.2_5'UTR|XKR5_u NM_207411 NP_997294 Q6UX68 XKR5_HUMAN 0 AAGAGTCGAAGGG 0.597

- 4 6929 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 CCCCTTCAGCCTC 0.602

- 4 3782 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 GGGACCCAAGGTC 0.617

- 9 2790 .2_Missense_Muta NM_005144 NP_005135 O43593 HAIR_HUMAN 2 TTGATTCCTTCTG 0.502

+ 9 1275 se_Mutation_p.R39 NM_001722 NP_001713 P05423 RPC4_HUMAN 0 AAACACCGGTAAA 0.542

- 3 830 uc003xdj.2_Intron NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN 3 AACCCAGGAATCC 0.498

+ 11 1074 nse_Mutation_p.L9 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN2B.|Extracellular (Potential). 5 AATCTTCTTAGAG 0.358

+ 16 1770 ec.2_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN ar (Potential).|Cys-rich. 5 TTCAGAGATGTCA 0.453

- 4 1546 NM_006158 NP_006149 P07196 NFL_HUMAN subdomain B (acidic). 2 tcttccttgtccttctcctcc 0.403

- 3 1159 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 tggctggagacacgccc 0

- 4 938 NM_018310 NP_060780 Q9HAW0 BRF2_HUMAN 0 CTCAGCCATCCGC 0.582

+ 7 833 ku.3_Nonsense_Mu NM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN 2 TTGGATCAGGTAC 0.348

- 38 4879 NK1_uc003xoj.2_M NM_020476 NP_065209 P16157 ANK1_HUMAN  regulatory domain. 9 TCCACTCGTGACC 0.597

- 4 611 nse_Mutation_p.E9 NM_024593 NP_078869 Q9HAE3 EFCB1_HUMAN EF-hand 3. 0 TTATTTCAACCAA 0.333

- 18 4810 xrf.3_Missense_Mu NM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11 CACCTGGGAGTTC 0.453

+ 2 639 y.1_Missense_Muta NM_006269 NP_006260 P56715 RP1_HUMAN Doublecortin 2. 12 CGACCCGAAGAC 0.657 rs148346976

+ 4 2922 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TAAATCCATATCC 0.333

+ 3 1332 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN ical; (Potential). 2 GTGTTCGACATGG 0.443

+ 3 1572 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2 TTCTTTCATCCCA 0.527

+ 2 2021 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN Pro-rich. 9 CCTGTCCTCCACT 0.587

+ 34 8064 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN 9 GAGCCACAAACGG 0.542

+ 10 1732 LF1_uc003xyf.2_M NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 GATATTCGTGTGC 0.428

+ 13 2074 LF1_uc003xyf.2_M NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 CAGACAGCCTGTG 0.448

- 5 921 NM_153225 NP_694957 Q8IVN8 RPESP_HUMAN 0 TGACACCGAGGAT 0.363

+ 3 358 n_p.D30N|HNF4G_ NM_004133 NP_004124 Q14541 HNF4G_HUMANreceptor.|NR C4-type. 1 AGCTGTGATGGGT 0.458

+ 10 4672 p.E1474K|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 GAGAGCGAAACT 0.498



+ 10 4937 p.S1562L|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMANC2H2-type 12. 15 ATAATTCAGTTTC 0.398

+ 10 7831 p.P2527S|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 CACTCTCCGTTCT 0.507

- 2 89 P12_uc003ycg.3_RNM_001105281 NP_001098751 A6NFH5 FBP12_HUMAN 0 TTCCTGCTGGCTC 0.348

- 9 979 nse_Mutation_p.S2 NM_001738 NP_001729 P00915 CAH1_HUMAN 2 CAAAATGAAGCTC 0.403

- 4 375 ense_Mutation_p.E NM_001738 NP_001729 P00915 CAH1_HUMAN 2 TAATTTCTTTGGC 0.408

- 1 119 NM_019098 NP_061971 Q9NQW8 CNGB3_HUMAN lasmic (Potential). 3 TCCGACGAGAACT 0.423

- 1 420 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1 GGGGTCGTCAGG 0.542

+ 6 889 ense_Mutation_p.P NM_052832 NP_439897 Q8TE54 S26A7_HUMAN ical; (Potential). 2 AAAATGCCATATAT 0.398

+ 36 6442 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 AAAATTCATGGTG 0.393

+ 50 9364 iw.2_Nonsense_M NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 GGACATCAGAAGG 0.403

- 6 1678 se_Mutation_p.S50 NM_013437 NP_038465 Q9Y561 LRP12_HUMAN lasmic (Potential). 0 TCAAATGATCTTT 0.363

+ 8 1146 ense_Mutation_p.Q NM_012082 NP_036214 Q8WW38 FOG2_HUMAN C2H2-type 3. 5 CAGACTCAGAGGG 0.502

- 2 1028 NM_139166 NP_631905 Q8N0Z2 ABRA_HUMAN 2 CCATCTCGTCTGT 0.473

+ 15 1549 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 AGTATCGAAATGT 0.358

+ 68 11010 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 AATGAGGATTTAC 0.284

- 50 8000 p.S2574F|CSMD3_ NM_198123 NP_937756 Q7Z407 CSMD3_HUMANar (Potential).|Sushi 14. 63 CCATAGGAAGACT 0.468

+ 8 1290 1lia.1_Missense_M NM_173851 NP_776250 Q8IWU4 ZNT8_HUMAN lasmic (Potential). 4 GAATCTCCAGTTG 0.507

+ 45 5261 yoz.2_Missense_M NM_021110 NP_066933 Q05707 COEA1_HUMAN lical region 2 (COL1). 12 TCACCTGGAGCCC 0.652

- 1 83 3yqt.2_Missense_M NM_004306 NP_004297 P27216 ANX13_HUMAN 3 CATGACGATTGCC 0.353

- 42 3629 1ljo.1_Missense_M NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN ly-rich.|Collagen-like 9. 13 ACCGGGGATCCTT 0.423

+ 19 3112 NM_001702 NP_001693 O14514 BAI1_HUMAN lasmic (Potential). 8 TACATTCGCTCAG 0.592

- 24 2842 3zkl.2_Missense_M NM_002839 NP_002830 P23468 PTPRD_HUMAN III 5.|Extracellular (Potentia 22 CACTAGGAACTGG 0.433

- 9 2055 EM1_uc010mic.2_R NM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 2. 5 TGGAGTCGCTGTC 0.527

+ 2 206 _p.R27C|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5 ACCGCACGCTCCG 0.582

- 1 3572 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 TTGTTTCCTGATG 0.493

- 5 497 T1_uc003zxf.1_RN NM_014450 NP_055265 Q9Y3P8 SIT1_HUMAN lasmic (Potential). 0 AGGAGGCCGCA 0.632

- 2 288 C9orf128_uc011lpg NM_001012446 NP_001012448 A6H8Z2 CI128_HUMAN 0 TGCTTCCATCTAG 0.507

- 4 1113 NM_015667 NP_056482 Q5VU36 F75A5_HUMAN 0 GCAAATAATTTAA 0.438

+ 44 5908 _p.S1883F|VPS13A NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 TAAATTCCCTTGG 0.338

- 2 499 NM_017594 NP_060064 Q96HU8 DIRA2_HUMAN 0 CACCTCGCGGCT 0.577

- 9 2042 ri.1_Missense_Mut NM_004560 NP_004551 Q01974 ROR2_HUMAN (Potential).|Protein kinase. 20 CCAGGTCCTTGTG 0.592

- 3 2700 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMAN lasmic (Potential). 7 CCAAATGGACTCT 0.493

- 2 1670 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 AATCTCCCAGCAC 0.507

+ 1 280 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMAN cellular (Potential). 2 GTTTCCTTCTCTG 0.473

+ 4 1743 lwx.1_Missense_M NM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1 GCATGTCGGGCG 0.567

+ 6 1051 RY_uc010muw.2_3 NM_017688 NP_060158 Q5W0U4 BSPRY_HUMAN B30.2/SPRY. 1 GAGTTTCGTTTCT 0.617

- 8 2554 NM_014618 NP_055433 O60477 DBC1_HUMAN 8 GGTCCCGAATATC 0.572

- 1 658 J2_uc004bmj.1_In NM_001004451 NP_001004451 Q8NGS3 OR1J1_HUMAN lasmic (Potential). 2 CAATGTGACCATA 0.483

- 1 893 NM_001004454 NP_001004454 Q8NGR8 OR1L8_HUMAN lasmic (Potential). 3 CCCTGTTTCAGG 0.453

+ 24 3982 4bpr.2_Missense_M NM_015635 NP_056450 Q14C86 GAPD1_HUMAN 4 TCACTCGTTGTCG 0.413

- 4 487 LNAC4_uc004bst.2 NM_175039 NP_778204 Q9H4F1 SIA7D_HUMANmenal (Potential). 0 AGGGCTCGCGGA 0.632

+ 3 172 bwq.1_Nonsense_ NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 TTACTACAAACCT 0.403

- 4 280 p.Q16*|USP20_uc0 NM_016520 NP_057604 Q9NZ63 CI078_HUMAN 0 TCATCTGAAAGGG 0.408

+ 30 2924 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 AAGGGTCGCGGA 0.637

- 5 747 NM_182974 NP_892019 Q7Z4J2 GL6D1_HUMANmenal (Potential). 1 CCACCTCGTCCTG 0.602

- 7 939 nbe.2_Missense_M NM_001012415 NP_001012415 Q5JUK2 SOLH1_HUMAN 2 AACGCAGACCTGG 0.617

- 11 1723 CH1_uc004cia.1_5 NM_017617 NP_060087 P46531 NOTC1_HUMAN GF-like 15; calcium-binding 856 GTGGCAGGGGTC 0.672



+ 42 5933 coi.2_Missense_M NM_000718 NP_000709 Q00975 CAC1B_HUMAN lasmic (Potential). 6 AACCAAGAGAGTG 0.567

+ 8 908 F2RA_uc010ncu.2 NM_001161529 NP_001155001 P15509 CSF2R_HUMANcellular (Potential). 2 GTTAACGGAACCA 0.403 rs137852353

+ 6 975 rf.1_Missense_Mut NM_004042 NP_004033 P54793 ARSF_HUMAN 2 GGGCACGAGATC 0.478

+ 22 3306 D1_uc010nen.2_N NM_003611 NP_003602 O75665 OFD1_HUMAN nteraction with SDCCAG8. 0 ATGGTCCAAGAAG 0.353

- 7 913 B11_uc010nes.1_R NM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3 TGGCTTGATGACA 0.488

+ 7 763 NM_007220 NP_009151 Q9Y2D0 CAH5B_HUMAN 0 TCATTTGACCCTT 0.512

- 4 494 nfo.1_Missense_Mu NM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3 CATGTCCTCCGGG 0.587

+ 12 1527 _p.V442I|PHEX_uc NM_000444 NP_000435 P78562 PHEX_HUMAN cellular (Potential). 3 GAGGGCGTTCGCT 0.433

+ 1 1635 NM_182699 NP_874358 Q86TM3 DDX53_HUMAN case C-terminal. 3 AAAGCGGAAACAT 0.373

- 13 1213 se_Mutation_p.F3 NM_001033583 NP_001028755 Q9Y305 ACOT9_HUMAN 3 GAAAGAAAGAGCA 0.403

- 4 1803 NM_030624 NP_085127 Q96M94 KLH15_HUMAN Kelch 4. 2 TCTGGGTTGTATA 0.473

+ 2 1064 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN MAGE. 1 ATACATGATACCG 0.527

+ 2 648 EB6_uc010ngc.1_5 NM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN 3 AAATATGATGTGG 0.498

+ 2 943 NM_001099921 NP_001093391 A2A368 MAGBG_HUMAN MAGE. 7 GCCACTGAAGAGG 0.488

+ 1 1956 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CCTCCCAATACTG 0.642 rs145580328

- 3 320 n_p.E92K|CASK_u NM_003688 NP_003679 O14936 CSKP_HUMANProtein kinase. 6 ACAATTCGAAAAC 0.358

- 11 905 4djk.3_Missense_M NM_033518 NP_277053 Q8WUX1 S38A5_HUMAN cellular (Potential). 3 TGTTGAGTCCTTG 0.522

+ 6 1598 E434K|CCNB3_uc NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9 TCCCAGGAACCAT 0.458

- 20 2822 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2 GTTTCTCCATCAC 0.453

- 5 1838 sc.2_Nonsense_M NM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN Pro-rich. 3 GGCGCCCAGAACT 0.652

- 33 4337 sn.2_Missense_M NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 CCCGGCGGGAG 0.557

+ 1 566 NM_015686 NP_056501 O75949 F155B_HUMAN 2 CCCTTTCCCGTGC 0.592

- 3 3301 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 GTGCCAGAAGTAG 0.478

- 25 6039 p.K1898R|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Lys. 30 TTCCCCTTTTTCC 0.318

+ 9 2246 7A_uc004ecw.2_3' NM_000052 NP_000043 Q04656 ATP7A_HUMAN cellular (Potential). 0 AACCTTCATTCTT 0.388

+ 3 903 efc.3_Missense_M NM_033048 NP_149037 Q8N123 CPXCR_HUMAN 3 CATCAGGAAAATT 0.413

- 1 2802 _p.R376C|PCDH19 NM_020766 NP_001098713 Q8TAB3 PCD19_HUMAN |Extracellular (Potential). 7 AGTCGCGATCAGA 0.597

- 9 1314 _p.E370K|NOX1_uc NM_007052 NP_008983 Q9Y5S8 NOX1_HUMAN type.|Extracellular (Potentia 1 GTTGTTCGAAAGC 0.463

+ 15 2008 rh.1_Missense_Mu NM_001939 NP_001930 Q13474 DRP2_HUMAN 2 CTGGGTGAAGTGG 0.507

+ 4 784 msz.1_Splice_Site_p.Q172_splice|ALG13_uc011mta.1_ Q9NP73 ALG13_HUMAN 1 AGCAGGTAAAAGG 0.443

- 3 1281 4esz.2_Missense_ NM_152692 NP_689905 Q96EU7 C1GLC_HUMANmenal (Potential). 0 CATTTGGAGGTAA 0.388

- 1 991 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 TGGTCAGGTGCAA 0.512

+ 5 632 mum.1_Missense_ NM_003399 NP_003390 O43895 XPP2_HUMAN 0 AACTGGGAGCTC 0.542

+ 10 1252 NM_003399 NP_003390 O43895 XPP2_HUMAN 0 TGAAATGATACCC 0.527

- 18 3903 p.G1216E|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN otential).|Ig-like C2-type 12 5 TAGTTTCCAATGC 0.498

- 6 2076 vf.1_Missense_Mu NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8 CCTGGTCATTCTT 0.413

+ 21 8611 sb.1_Missense_Mu NM_153834 NP_722576 Q8IZF6 GP112_HUMAN lasmic (Potential). 12 CGAAAAGATTATC 0.333

- 17 2298 _p.M485I|ARHGEF NM_004840 NP_004831 Q15052 ARHG6_HUMAN 0 ATAAGACATCCTC 0.338

- 17 2195 m.1_Missense_Mut NM_005369 NP_005360 P10911 MCF2_HUMAN DH. 2 GTGATTCGTTGCA 0.279

- 2 271 ANXC_uc004fbl.2_R NM_022661 NP_073152 Q9NY87 SPNXC_HUMAN 0 TCTCGGGCGTGG 0.448

+ 4 551 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTGAGGGCGACG 0.582

- 3 907 NM_016249 NP_057333 Q9UBF1 MAGC2_HUMAN MAGE. 2 TGAACTCACGGGC 0.483

- 2 2513 fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN lasmic (Potential). 2 GAGGATCTGAAAA 0.423

- 2 2142 fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN cellular (Potential). 2 AATGGTGCAGACG 0.443

- 2 420 4fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN 2 TTTGTCGAAGAAA 0.388

- 5 861 04ffl.2_Missense_M NM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0 CTCCTTCATTTGA 0.453

+ 8 988 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN p.S323F(1) 3 ACATTTCCTGTAT 0.443



+ 9 1213 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 TCAGCTCTCTCCC 0.587

- 3 1078 AGEA12_uc004fgc NM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1 TCCTGGGATGCGC 0.572

- 3 966 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0 AGTTTTCCTGCAC 0.527

+ 5 826 NM_020061 NP_064445 P04000 OPSR_HUMAN Cytoplasmic. 0 GAGAAGGAAGTGA 0.572

+ 8 1908 NM_017514 NP_059984 P51805 PLXA3_HUMAN cellular (Potential). 3 AGGCGGCGGCG 0.692

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

+ 8 890_892 p.R259del|SFRS11_ NM_004768 NP_004759 Q05519 SRS11_HUMAN repeats of R-R-S-R- S-R-S- 0 GTTCTAGGAGGAG 0.3

+ 5 642_643 H11A_uc001haf.2_F NM_014827 NP_055642 O75152 ZC11A_HUMAN C3H1-type 1. 2 ACTGCTATTTTTT 0.371

- 3 613 pzb.1_Frame_Shif NM_001040151 NP_001035241 Q9NY72 SCN3B_HUMAN e.|Extracellular (Potential). 6 TCTTTACCGCCCT 0.587

+ 2 272 HB2_uc010sfu.1_5 NM_006331 NP_006322 Q92979 NEP1_HUMAN 0 CCGTAGTTTATTG 0.569 857448;rs36063533

+ 4 268_273 003ckr.2_In_Frame NM_001904 NP_001895 P35222 CTNB1_HUMAN el(1)|p.H24_G38del(1)|p.G3 3166 TCTGGTGCCACTA 0.5

+ 6 1385 1cam.1_Frame_Sh NM_001075 NP_001066 P36537 UDB10_HUMAN 5 CCAGTGAAGCCCC 0.398

+ 11 2071_2072p.Q426fs|POM121_ NM_172020 NP_742017 Q96HA1 P121A_HUMANe side (Potential). 0 AACCCCAAGCCA 0.614

+ 4 766_768 Q238del|SMARCA NM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcaacagcagcag 0.271 3070757;rs62639301

+ 13 2110_2112E598del|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMAN lasmic (Potential). 1 CAGCGAGGAGGA 0.739

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN NA 1 CCCCCAAGAAGAA 0.517

+ 6 945_947 m.2_RNA|CHGA_u NM_001275 NP_001266 P10645 CMGA_HUMAN NA 2 AGAgaagaggagga 0.557

- 1 287_289 G1_uc002fcw.3_In_ NM_001145667 NP_001139139 Q92896 GSLG1_HUMAN ar (Potential) NA 2 tgttgctgttgctgctgctg 0.562

- 13 1762_1764ame_Del_p.S584de NM_013403 NP_037535 Q9NRL3 STRN4_HUMAN WD 3. NA 0 GCCGGGCTGCTG 0.7

- 1 871_873 p.S246del|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. NA 5 AAGGGAaggaggag 0.438

+ 3 532 ie.2_Frame_Shift_ NM_014346 NP_055161 Q8WUA7 TB22A_HUMAN NA 1 CCCTCACCCCCCA 0.677

- 25 3357 534_splice|MAP3K1 NM_001001671 NP_001001671 Q6ZN16 M3K15_HUMAN NA 7 atttacctaaaaaaaaa 0.421

+ 20 4967 1aoj.2_Frame_Shif NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9 ATGAACAAAAAAA 0.473

- 2 961 _p.D86fs|PIK3R3_ NM_003629 NP_003620 Q92569 P55G_HUMAN SH2 1. 0 AAATATCCCCCCA 0.353

- 1 157_165 BS_uc001dkd.2_5'U NM_004388 NP_004379 Q01459 DIAC_HUMAN 0 AGCCgcagcgccag 0.589

- 2 1126 1fpt.1_Frame_Shif NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2 GGTTGAGGGGGG 0.557

+ 16 4804 pmh.1_Frame_Shif NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0 GGGATGAAAAAAA 0.388

+ 7 1484_1486me_Del_p.P386del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|17 1 CACCACTCCCAAA 0.65 095882;rs143141440

- 11 1639 c010pqc.1_Frame_ NM_021633 NP_067646 Q53G59 KLH12_HUMAN n with DVL3.|Kelch 5. 0 TCAAATCCCCCCA 0.453

+ 1 753_754 y.2_Intron|DHDPS NM_001009997 NP_001009997 Q5T681 CJ062_HUMAN His-rich. 0 GCCAATCACACA 0.545

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMAN Name=3; (Potential). 3 ATGTATTTCTTCTT 0.517

- 1 258 RNA|PIK3C2A_uc0 NM_002645 NP_002636 O00443 P3C2A_HUMAN ction with clathrin. 10 CTGTGCTTTTTTT 0.398

+ 7 1983_19851qtt.1_In_Frame_D NM_018416 NP_060886 Q9P0K8 FOXJ2_HUMAN Poly-Gln. 5 acctcaacagcagcagc 0.478

- 3 314_315 NM_006248 NP_006239 0 TGGAGGTGGGGG 0.614

- 2 1302 raq.2_Frame_Shift NM_006143 NP_006134 Q15760 GPR19_HUMAN lasmic (Potential). 1 ACGTAGTTTTTTT 0.398

+ 4 669 |FAR2_uc009zjm.2 NM_018099 NP_060569 Q96K12 FACR2_HUMAN 0 GGAGCCAAAAAAA 0.388

+ 2 685_687 NM_145657 NP_663632 Q9H4S2 GSX1_HUMAN Poly-Gly. 1 CCATCgtggcggcgg 0.463

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

- 5 1068 _p.L72fs|DZIP1_uc NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2 GCGCTCAGCCGC 0.662

- 1 772_774 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 cgctgcctctgctgctgct 0.404

- 10 11252_112543_uc002fcl.2_In_F NM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gly. 4 GTACGAgccgccgc 0.394

- 14 1600_16022jca.2_In_Frame_D NM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1 GGATTCTCCTCCT 0.537

- 5 1361_1363 NM_003655 NP_003646 O00257 CBX4_HUMAN Interaction with BMI1. 2 CGACGGCgtggtgg 0.507 rs3833850

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1 TCCATCTCCTCCT 0.631

+ 7 1058 me_Shift_Del_p.P2 NM_021913 NP_068713 P30530 UFO_HUMAN tential).|Fibronectin type-III 13 TCCGTGCCCCCC 0.647

+ 14 2665_2666NRNPUL1_uc002o NM_007040 NP_008971 Q9BUJ2 HNRL1_HUMAN cessary for interaction with 2 GGTTACAACCCG 0.629

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409



+ 25 3447 zmp.1_Frame_Shift NM_001017915 NP_001017915 Q92835 SHIP1_HUMAN Pro-rich. 2 GGCCGGCGGGGA 0.711

- 4 308_310 002wle.2_RNA|RA NM_170774 NP_739580 P50749 RASF2_HUMAN 6 TGCCAGGAGGAG 0.611

+ 6 612_614 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 ggcgctacagcagcagc 0.148

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CTTGGCCTCCTCC 0.65

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich (acidic). 3 CTCACCCTCCTCC 0.734 rs72561774

- 11 3554_3556 .Q639del|SATB1_u NM_002971 NP_002962 Q01826 SATB1_HUMAN Poly-Gln. 4 GCGGTGCctgctgct 0.468

- 7 2209_2211 1blc.1_In_Frame_ NM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1 ACCACCTGCTGCT 0.581

- 8 1759_1761491DD>D|DBR1_u NM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0 CTGCATCGTCATC 0.251 0114751;rs2622736

+ 42 6369_6371 bnz.1_In_Frame_D NM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7 AGACCCAGCAGCA 0.527

+ 1 3836_3837 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.683

+ 1 3867_3868 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.673

+ 1 3958_3959 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 9 0 CCTGCTCACACAC 0.668

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CAGGTCAAAAAAA 0.294

- 3 747_748 e_Shift_Ins_p.K74f NM_003948 NP_003939 Q92772 CDKL2_HUMANProtein kinase. 7 ACCATCGTTTTTT 0.322

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgccgctgccgccgcc 0.391

+ 4 461_462 MRPS18B_uc011d NM_014046 NP_054765 Q9Y676 RT18B_HUMAN 1 TTGTTGGGAATCC 0.401

- 2 531_533 rb.3_In_Frame_De NM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN Poly-Gln. 0 CGTtgttgttgctgctgct 0.547

+ 15 2548_2549 p.R756fs|SYNGAP NM_006772 NP_006763 Q96PV0 SYGP1_HUMANbinding (Potential). 4 TGGCTCGCCTCC 0.594

- 3 422_424 rame_Del_p.40_41 NM_007162 NP_009093 P19484 TFEB_HUMAN ly-Gln.|Gln-rich. 1 gctgctgttgctgctgctg 0.547 rs150746914

+ 10 1627_1629SENP6_uc003pic.2 NM_015571 NP_056386 Q9GZR1 SENP6_HUMAN 6 TCCAGTGATGATG 0.296

+ 3 157 NM_001008395 NP_001008396 Q0VGL1 CG059_HUMAN 0 TCATCTGGGGACC 0.448

+ 7 1118_1119 vuy.2_Frame_Shift NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AGAGAAGAGAGA 0.391

+ 3 834_835 SCO2_uc003xgh.2 NM_001017420 NP_001017420 Q56NI9 ESCO2_HUMAN 1 GTCAGTGAAAAAA 0.396 rs80359852

+ 14 1975 _Splice_Site|WDR6 NM_145647 NP_663622 Q96DN5 WDR67_HUMAN 1 CTTACAGTTTTTTT 0.322

+ 4 766_768 Q238del|SMARCA NM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcaacagcagcag 0.271 3070757;rs62639301

+ 1 160_162 NM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN ical; (Potential). 0 GGCGGTCctgctgct 0.601

+ 3 1021_10234bag.1_In_Frame_ NM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 tcaccatcaccaccacc 0.483

- 18 3468 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMAN lasmic (Potential). 8 GAAGCCTTTTTTC 0.418

+ 1 50 Del_p.M1fs|IQCC_u NM_018134 NP_060604 Q4KMZ1 IQCC_HUMAN 4 GCCCATGGAGCCA 0.652

+ 7 1484_1486me_Del_p.P386del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|17 1 CACCACTCCCAAA 0.65 095882;rs143141440

+ 2 452_454 84A_uc002rca.1_5' NM_145175 NP_660158 Q96KN4 FA84A_HUMAN Poly-His. 1 AGCCGCCACCAC 0.64

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgccgctgccgccgcc 0.391

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 aggggatgaggaggag 0.552 4;rs2272753;rs137878905

+ 4 753 vni.2_Frame_Shift_ NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Pote NA 1 AGTGGCTTTTTTT 0.537

+ 8 5294 .2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMAN NA 1 TGTCCCAAAAAAC 0.428

+ 3 345 _Shift_Del_p.D62fs NM_018125 NP_060595 Q9HCE6 ARGAL_HUMAN NA 3 CACAGACCCCCC 0.587

- 4 4772 _Shift_Del_p.Q1187 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN NA 6 GGGCTTGAAATAA 0.597

+ 4 741_743 NM_173642 NP_775913 Q8IXN7 RIMKA_HUMAN ATP-grasp. NA 0 ATCCGGGTGGTG 0.542

+ 2 545_547 010okl.1_In_Frame NM_003780 NP_003771 O60909 B4GT2_HUMANmenal (Poten NA 2 GCTGCTagcagcag 0.616 rs149892509

+ 4 327_329 326_uc009wda.1_ NM_182976 NP_892021 Q5BKZ1 ZN326_HUMAN al activation NA 1 CACAGTGGTGGT 0.409

- 9 1607 0ovy.1_Frame_Sh NM_004696 NP_004687 O15374 MOT5_HUMAN ical; (Potent NA 3 TGGTACAAAAAAA 0.388

- 1 273_274 _Shift_Del_p.P6fs|N NM_024408 NP_077719 Q04721 NOTC2_HUMAN NA 27 AGAGCGGGGCGC 0.663

+ 4 724 3_5'UTR|NOTCH2 NM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN EGF-like 4. NA 1 TGGAAGTACCTGT 0.498

+ 14 2499 _Shift_Del_p.G778f NM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2 NA 2 GAATTTGGGGGGG 0.692 rs149280379

- 1 643_645 p.E61del|MCL1_uc NM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. NA 0 ACTCGTCCTCCTC 0.635

- 2 2734_2736wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem NA 5 TGTAGCTCCTCCT 0.586 rs143222885

- 4 1374_1375 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. NA 6 TGGAGCAGAGAG 0.649



- 6 1004_1006X1A_uc001gcw.1_ NM_177398 NP_796372 Q8TE12 LMX1A_HUMAN ly-Gln.|Gln-ri NA 5 GATCTTGCTGCTG 0.567

- 11 1182_1192 MNAT2_uc001gqb NM_015039 NP_055854 Q9BZQ4 NMNA2_HUMAN NA 1 ATCCACAACATGG 0.578

+ 5 701 z.2_RNA|CR1L_uc NM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 3. NA 0 AGAGGGAAAAAG 0.507

- 5 1798 AGT_uc009xff.2_F NM_000029 NP_000020 P01019 ANGT_HUMAN NA 0 AAGCTCAAAAAAA 0.562

- 20 2528_2530 E813del|SFMBT2_ NM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN NA 8 AGTCTCTCCTCCT 0.596

+ 16 3776_3778_p.E1094del|KIAA1 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN NA 7 AGGAGGAAGAAGA 0.552

- 10 966_967 _p.V188fs|MPP7_u NM_173496 NP_775767 Q5T2T1 MPP7_HUMAN PDZ. NA 1 CGTTGACTTCCC 0.351

- 2 2633_2635me_Del_p.720_721S NM_020848 NP_065899 Q9P266 K1462_HUMAN Ser-rich. NA 4 CTCCTCActgctgctg 0.463

- 15 1912 _p.K570fs|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. NA 1 GTGAACTTTTTTT 0.463

+ 8 1926 NM_001077665 NP_001071133 Q5VW22 AGAP6_HUMAN NA 1 AGTCTTGGCCCC 0.527

+ 25 3716 _p.D924fs|ZMIZ1_u NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN NA 4 CTGGACCCCCCC 0.557

+ 10 2052 NM_015188 NP_056003 O60347 TBC12_HUMANRab-GAP TBC NA 0 TTGGCCTTTTTTC 0.418

- 2 240_241 e_Shift_Del_p.P47f NM_001164 NP_001155 O00213 APBB1_HUMAN NA 2 TCCTTGGGTCCC 0.688

- 3 345 0rew.1_Frame_Shi NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN NA 2 AAGGTACCCCCCC 0.517

- 24 2496_2498 PC3_uc010rhl.1_I NM_000256 NP_000247 Q14896 MYPC3_HUMANonectin type- NA 3 GTAGCTCTTCTTC 0.601

+ 18 2022_2023 NM_006133 NP_006124 Q9Y4D2 DGLA_HUMAN lasmic (Pote NA 3 GCCTTCAATGAG 0.594

+ 3 548_550 0rlo.1_In_Frame_D NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potent NA 2 GTTCTTCCTCCTC 0.537

+ 22 2657_26581_5'Flank|PACS1_u NM_006842 NP_006833 Q13435 SF3B2_HUMAN NA 3 TACAGCAAAAAAA 0.515

+ 1 356_358 RFN4_uc001ojq.1_ NM_024036 NP_076941 Q6PJG9 LRFN4_HUMAN NA 0 CGCTCCTGCTGC 0.719

+ 3 321_323 me_Del_p.E98del| NM_033388 NP_203746 Q8NAA4 A16L2_HUMAN NA 0 TGGCAGGAGGAG 0.591

- 2 308_322 1prt.1_5'UTR|TMPRNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANP-A-[GLQR].| NA 1 TGGAGATGCCCG 0.67

- 17 2397 NM_004818 NP_004809 Q9BUQ8 DDX23_HUMAN case C-term NA 6 TCTTTTGTGAGGA 0.572

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMAN ical; (Potent NA 22 GCTGTTGCTGCTG 0.557

+ 54 7280_7281 NM_014503 NP_055318 O75691 UTP20_HUMAN NA 4 TGGAGCAAAAAA 0.386

+ 5 667_668 CHP_uc001tpp.2_ NM_001143852 NP_001137324 Q9BT92 TCHP_HUMAN n with keratin NA 1 AAAGAAGAAAAAA 0.48

+ 7 784_786 T81_uc001tqj.2_RNNM_001143779 NP_001137251 Q8WYA0 IFT81_HUMAN Potential. NA 1 GAGAGAGAAGAA 0.35

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (R NA 0 CCACGAGAAGAAG 0.493

+ 4 523 0aaa.2_Frame_Shif NM_001676 NP_001667 P54707 AT12A_HUMAN ical; (Potent NA 6 GATGGTGGGGGG 0.587

- 5 2069 me_Shift_Del_p.L5 NM_183044 NP_898865 Q9Y252 RNF6_HUMAN NA 2 TTTAGTAAAAAAA 0.403

- 5 1432 me_Shift_Del_p.R3 NM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN NA 0 TTACCCTTTTTCC 0.373

- 10 1917_1918_p.R637fs|ZC3H13_ NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Arg/Ser-rich NA 2 CAAACCTCTCTC 0.337

- 1 1020 NM_052910 NP_443142 Q96PX8 SLIK1_HUMAN xtracellular ( NA 5 AAGCCCTTTTTTT 0.463

- 3 1109 NM_000452 NP_000443 Q12908 NTCP2_HUMAN ical; (Potent NA 4 ACGAGAGAAACCA 0.398

+ 8 3011_3013 .Q981del|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. NA 12 AGGCACAGCAGC 0.458

- 22 2847_2848 a-mir-2116|MI0010 NM_004998 NP_004989 Q12965 MYO1E_HUMAN NA 3 CCTGAGGGACAC 0.559

- 17 1884 NM_022450 NP_071895 Q96CC6 RHDF1_HUMANmenal (Poten NA 2 GCGCTGTTTTTGG 0.597

- 8 1516_1518_269LL>L|ABCA3_ NM_001089 NP_001080 Q99758 ABCA3_HUMAN ical; (Potent NA 16 AGCTGAGCAGCAG 0.611 rs145342500

- 10 895 NTAN1_uc010uzo. NM_173474 NP_775745 Q96AB6 NTAN1_HUMAN NA 0 ATCTTCATTTTTTT 0.383

+ 9 1622_1633OC100132247_uc0 NM_001135865 NP_001129337 A8MRT5 K220L_HUMAN Pro-rich. NA 0 TCCACCCTCAGC 0.571

+ 15 1993_1995p.S436del|SLC5A1 NM_052944 NP_443176 Q8WWX8 SC5AB_HUMAN lasmic (Pote NA 2 GAGGCCAGCAGCA 0.542

+ 17 2641 Shift_Del_p.R819fs NM_173201 NP_775293 O14983 AT2A1_HUMANasmic (By sim NA 4 GACCGCCCCCCC 0.657

- 2 423_425 02dxs.2_In_Frame_ NM_006110 NP_006101 O95400 CD2B2_HUMAN NA 1 CCCCCCATCATCA 0.532

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. NA 3 AGctcctcatcctcctcct 0.389

+ 5 1317_1319ehx.2_In_Frame_D NM_024335 NP_077311 P78412 IRX6_HUMAN NA 6 ggaggaagaggaggag 0.493

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN NA 1 CGGCGAGGAGG 0.576 rs149029279

+ 12 3846_3848me_Del_p.Q812del| NM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. NA 0 TAATcaacagcagcag 0.389

- 11 2790_2791D91B_uc002fuk.1_ NM_018128 NP_060598 Q2NL82 TSR1_HUMAN NA 1 GCTCTTCCTTGGC 0.475



+ 3 449_451 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. NA 0 TGTTcgtcgccgccgc 0.424

+ 8 912_914 p.L222del|CHRNB1 NM_000747 NP_000738 P11230 ACHB_HUMAN ical; (Potent NA 2 TGTTCCTGCTGCT 0.498

- 15 2000_200215_uc002ghy.1_5'F NM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. NA 0 GTTACGGCGGCG 0.547

- 2 1324_1325 glg.1_Frame_Shift NM_213597 NP_998762 Q6ZNG9 KRBA2_HUMAN Potential. NA 0 GCAATTTCTAGCT 0.446

+ 5 773_775 NM_178170 NP_835464 Q86SG6 NEK8_HUMAN NA 6 CCTCTGCATCCGT 0.68

- 1 1572_1573 18A_uc010csa.1_3 NM_004740 NP_004731 O95411 TIAF1_HUMAN NA 0 ATGGTCCACACAC 0.564

+ 1 158_160 ame_Del_p.K7del|Z NM_003457 NP_003448 O43670 ZN207_HUMAN NA 0 GTCGCAAGAAGAA 0.542

- 7 912 Shift_Del_p.P262fs NM_001256 NP_001247 P30260 CDC27_HUMAN NA 5 GTTTTTGGTTTAT 0.373

- 2 516_517 NM_004645 NP_004636 P38432 COIL_HUMAN NA 1 TCTCTTGTTTTTTT 0.366

- 2 311_313 _47EE>E|TEX2_uc NM_018469 NP_060939 Q8IWB9 TEX2_HUMAN Poly-Glu. NA 1 tcctcctcttcctcctcctc 0.468

- 7 863 _p.P255fs|FECH_u NM_000140 NP_000131 P22830 HEMH_HUMAN NA 1 TCAAGTGGAAAAT 0.413

- 8 583 |DENND1C_uc002 NM_024898 NP_079174 Q8IV53 DEN1C_HUMAN DENN. NA 1 GGGTAGGGGGG 0.672

- 23 2332 mnh.2_Frame_Shif NM_001379 NP_001370 P26358 DNMT1_HUMAN NA 6 GGTGCATTTTTTT 0.507

- 23 3693_3694dxe.2_Frame_Shift_ NM_003331 NP_003322 P29597 TYK2_HUMAN otein kinase NA 9 CACCGTGGGGGG 0.48

+ 1 529 NM_012377 NP_036509 O60412 OR7C2_HUMANcellular (Pote NA 3 CCGCACTTTTTTT 0.468

- 11 1320_1321nfg.1_Frame_Shift_ NM_033417 NP_219485 Q9BT25 HAUS8_HUMAN NA 0 TGAACGAGAGAG 0.495

- 2 503_504 NM_031310 NP_112600 Q9BX97 PLVAP_HUMAN cellular (Pote NA 0 AGCTCTTGTTCAT 0.564

- 3 909 _Shift_Del_p.I255fs NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN NA 0 TGGGTATTTTTTT 0.502

+ 8 1243 mw.3_Frame_Shift NM_153221 NP_694953 Q8IUL8 CILP2_HUMAN NA 1 CTGCGACCCCCG 0.647

- 10 1444 NM_021232 NP_067055 Q9UF12 PROD2_HUMAN NA 2 CACATACCCAGTG 0.582

- 3 1139_1141w.1_Intron|B3GNT8 NM_198540 NP_940942 Q7Z7M8 B3GN8_HUMAN .|Lumenal (P NA 0 CAGGCCAGCAGCA 0.631

+ 2 1714_1715 osk.3_Frame_Shif NM_022752 NP_073589 Q6ZN55 ZN574_HUMAN ype 10; dege NA 0 CTGCGCACACAC 0.609

+ 14 3239_32410xyo.1_In_Frame_D NM_014681 NP_055496 Q14147 DHX34_HUMAN NA 5 AGCTGGAGGAGG 0.66

- 1 81_82 K1_uc010ycg.1_R NM_002257 NP_002248 P06870 KLK1_HUMAN NA 0 ACCAGTCCCCCC 0.653

- 4 472 wl.2_Frame_Shift_ NM_001161748 NP_001155220 P55344 LMIP_HUMAN ical; (Potent NA 0 ACCCAGCCCAGG 0.607

+ 6 841 2_Frame_Shift_De NM_002255 NP_002246 Q99706 KI2L4_HUMAN NA 1 TGCTCCAAAAAAA 0.532 rs66505238

- 11 1472_1474 1_In_Frame_Del_ NM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. NA 1 CTCCAGCTGCTGC 0.424

- 11 2183 R113_uc010eyk.1_ NM_001145168 NP_001138640 Q8IZF5 GP113_HUMAN tracellular (P NA 4 GACCAACCCCCCC 0.612

- 29 4736 0ezy.1_Frame_Sh NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN NA 8 GACTCTGAGCACG 0.438

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. NA 3 gccacctccaccaccac 0.384

- 12 966 Shift_Del_p.P292fs NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN NA 8 ATGATCTGGATTAT 0.323

- 6 747_749 rl.2_In_Frame_Del_ NM_016079 NP_057163 Q9Y3E7 CHMP3_HUMAN T-interacting NA 1 CCTCTTCCTCCTC 0.616

- 7 1136 fos.2_Frame_Shift_ NM_002349 NP_002340 O60449 LY75_HUMAN cellular (Pote NA 0 TCTGAGTATGTCC 0.383

+ 1 285 BD10_uc010zdh.1_ NM_006063 NP_006054 O60662 KBTBA_HUMAN BTB. NA 0 GAGGCGAAAAAAA 0.388

- 8 1171_1172 02utu.2_Frame_Sh NM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 6. NA 7 TCTGAAGTTTTTTT 0.337

- 16 2250_2251_Shift_Del_p.L359f NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN NA 11 CTGATTGAGAATC 0.401

+ 17 2335 PM8_uc010fyj.2_In NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN Name=3; (Po NA 4 GCCACACCCCCCC 0.577

+ 4 1257 d.2_RNA|PANK2_u NM_153638 NP_705902 Q9BZ23 PANK2_HUMAN NA 0 AGGAACTTTTTTT 0.343

+ 4 799_801 10zqz.1_Translatio NM_001819 NP_001810 P05060 SCG1_HUMAN Poly-Glu. NA 6 AGGATGAGGAGGA 0.532

+ 3 1075_1077q.1_Intron|GZF1_uc NM_022482 NP_071927 Q9H116 GZF1_HUMAN NA 1 gaggaagaggaggag 0.384

+ 3 254_256 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_In_Frame_Del_p.G27del NA 0 ACAGCAGGAGAAG 0.355 rs142255283

+ 1 369 .2_Intron|SGK2_uc NM_016276 NP_057360 Q9HBY8 SGK2_HUMAN NA 6 CCCTGTCCCCCCA 0.617

+ 4 1167 002xpx.2_Frame_S NM_033421 NP_219489 Q969T3 SNX21_HUMAN NA 2 ACACCACCCCCCA 0.617

- 4 1934_1936 1aaq.1_In_Frame_ NM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN NA 2 CACCACCTCCTCC 0.557

- 5 757 NM_144659 NP_653260 Q9NV44 CU077_HUMAN NA 0 CAGACACCCCCCC 0.478

+ 11 1903_1905K1A_uc002ywl.2_3 NM_001396 NP_001387 Q13627 DYR1A_HUMAN Poly-His. NA 4 tcaccatcaccaccacc 0.384

+ 7 2031_2033 3atq.1_In_Frame_ NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN NA 1 CAGAGCCTCCTCT 0.596



+ 13 1533_1535 aus.2_In_Frame_D NM_012407 NP_036539 Q9NRD5 PICK1_HUMAN Poly-Glu. NA 0 AGATGGggaggagg 0.562

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMAN Potential).|He NA 0 ctgctggcgctgctgctgc 0.562

- 4 689 _p.Q58fs|PNPLA5_ NM_138814 NP_620169 Q7Z6Z6 PLPL5_HUMAN NA 0 TGCTCTGGGGGC 0.567

+ 2 818_820 tr.1_In_Frame_Del NM_014760 NP_055575 Q93075 TATD2_HUMAN NA 2 AATAACTCCTCCT 0.635

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich ( NA 3 CTCACCCTCCTCC 0.734 rs72561774

+ 5 819 3cko.2_Frame_Shif NM_001098414 NP_001091884 Q6ZSS3 ZN621_HUMAN C2H2-type 2 NA 1 AAACCACATTGGA 0.453

+ 26 3272 _p.L944fs|KIF15_u NM_020242 NP_064627 Q9NS87 KIF15_HUMAN Potential. NA 1 TATTCTGGATCTG 0.388

- 14 1709_17103csi.1_Frame_Shif NM_001789 NP_001780 P30304 MPIP1_HUMAN Rhodanese. NA 5 AGGCGATCTCTCT 0.515

+ 10 1926_1928hjy.2_5'UTR|TREX NM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN NA 1 GCCTCCTGCTGCT 0.547

+ 7 1043 me_Shift_Del_p.G3 NM_053002 NP_443728 Q86YW9 MD12L_HUMAN NA 7 CCCTGGCCCCCCC 0.582

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN NA 0 GAGAAGGAGGAG 0.562

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potent NA 3 ATCCACAGCAGCT 0.727 245977;rs75328065

+ 18 2813_2815 1_RNA|CRMP1_uc NM_153717 NP_714928 P57679 EVC_HUMAN NA 2 CGCCCAGCAGCA 0.478

+ 4 469 _p.P79fs|ADAD1_ NM_139243 NP_640336 Q96M93 ADAD1_HUMAN NA 0 TCCTCCAAAAAAA 0.358

+ 2 458 TU_uc011cgq.1_R NM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN NA 1 TGCAATAAAAAAA 0.358

+ 20 6410 hm.2_Frame_Shift_ NM_178140 NP_835260 O15018 PDZD2_HUMAN NA 9 CTCTCTGAACCCG 0.612

- 5 1175 61fs|SLC45A2_uc0 NM_016180 NP_057264 Q9UMX9 S45A2_HUMAN cellular (Pote NA 3 GTAGATGAGAAAC 0.448 rs141120603

+ 5 378_379 k.1_Frame_Shift_D NM_006083 NP_006074 Q13123 RED_HUMAN NA 1 AAATTGAGAGAG 0.46

+ 4 1770 3lnn.1_Frame_Shif NM_020768 NP_065819 Q68DU8 KCD16_HUMAN NA 4 AGCAGCAAAAAAA 0.468

- 4 524 1_Splice_Site_p.N NM_016290 NP_057374 Q96RL1 UIMC1_HUMAN NA 4 ATATTTACATTCA 0.433

- 5 1339 _p.K176fs|ZNF184_ NM_007149 NP_009080 Q99676 ZN184_HUMAN NA 1 AGGGCCTTTTTCC 0.408

+ 1 112 NM_030905 NP_112167 O76002 OR2J2_HUMAN cellular (Pote NA 0 ATGATTAAAAAAA 0.358

- 2 797_799 l.1_Intron|PSORS1 NM_001264 NP_001255 Q15517 CDSN_HUMAN Ser-rich. NA 2 CTGGTCCACCACC 0.635

+ 14 2337_2338BAT2_uc003nvc.3_ NM_080686 NP_542417 P48634 PRC2A_HUMAN X 57 AA type NA 0 GCTCCACCCCCG 0.594

- 5 372_374 kw.3_In_Frame_De NM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. NA 3 tcctcctcttcctcctcctc 0.389

- 8 1152 _p.K221fs|ICK_uc0 NM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase NA 5 ATTACCTTTTTTG 0.502

+ 9 3342_33442_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN lasmic (Pote NA 19 CGTAGAGGAGGA 0.586

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN ical; (Potent NA 1 CAACGCACACAC 0.53

- 8 1134 p.R163fs|AGPAT4_ NM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN NA 0 CCGCCGGGGGG 0.627

- 10 1122 _p.E105fs|SKAP2_u NM_003930 NP_003921 O75563 SKAP2_HUMAN NA 1 GTTCTTCCACTTT 0.398

+ 1 403_405 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN NA 1 CCGCTCTGCTGCT 0.749

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. NA 1 ccagctccagcagcagc 0.365

- 14 1383 _p.I348fs|DDC_uc NM_000790 NP_000781 P20711 DDC_HUMAN NA 2 AGTGGATTTTTTT 0.502

- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Pote NA 0 AGCGACATCATCA 0.586

+ 38 2779 b.1_Intron|COL1A2 NM_000089 NP_000080 P08123 CO1A2_HUMAN NA 9 AATGGTCCCCCCG 0.453

+ 42 6364 .V2034fs|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMANtite nuclear lo NA 37 TGTCCGTGGATTC 0.517

+ 5 572 xa.2_Frame_Shift_ NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN NA 2 TATGCTGGGGGGG 0.607

+ 15 4762_47633wem.2_Frame_Sh NM_005435 NP_005426 Q12774 ARHG5_HUMAN SH3. NA 2 TGGCTGGAGGGC 0.569

- 5 987_989 NM_014729 NP_055544 O94900 TOX_HUMAN lization signa NA 4 GGATCCTTCTTCT 0.453

- 2 136_138 _Del_p.24_25AA>A NM_078480 NP_510965 Q9UHX1 PUF60_HUMANs homodimer NA 0 caccactgccgccgccg 0.404

- 30 4625 zae.1_Splice_Site_ NM_201380 NP_958782 Q15149 PLEC_HUMAN NA 9 CTGTACCTCCTCC 0.621

- 1 20_21 3ziz.1_Frame_Shif NM_134441 NP_604390 P04090 REL2_HUMAN NA 0 AGGTGGAAAAAA 0.535

+ 2 2532 3zvv.2_Frame_Shi NM_203299 NP_976044 Q5VYM1 CI131_HUMAN NA 0 ATTTATCCCCCCA 0.537

+ 1 417_419 8376_uc003zys.1_ NM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN His-rich. NA 0 acccccaccgccacca 0.389 rs138232567

- 9 2947_2949OR2_uc004ari.1_Int NM_004560 NP_004551 Q01974 ROR2_HUMAN lasmic (Pote NA 20 AGCCTTCCTCCTC 0.645

- 24 2709_2710 1lxc.1_Frame_Shif NM_015258 NP_056073 Q5T1M5 FKB15_HUMAN Potential. NA 3 AGTTCCTTGATGT 0.495

- 3 308 d.1_5'UTR|FKBP15 NM_015258 NP_056073 Q5T1M5 FKB15_HUMAN NA 3 GTGCTGTTTTTGG 0.378



- 26 2978 _p.Y312fs|GOLGA2 NM_004486 NP_004477 Q08379 GOGA2_HUMAN NA 1 CCCGGTAAAAAAA 0.562

+ 11 1816_1818bzv.2_In_Frame_D NM_005157 NP_005148 P00519 ABL1_HUMAN n signal 1 (P NA 817 TGATCAAGAAGAA 0.616

- 2 873 p.1_RNA|TTF1_uc0 NM_007344 NP_031370 Q15361 TTF1_HUMAN Poly-Lys. NA 4 TTAGACTTTTTTT 0.473

+ 13 1980 512fs|ADAMTS13_ NM_139025 NP_620594 Q76LX8 ATS13_HUMAN NA 6 AGTGGCCCCCGG 0.637 rs75928689

- 33 6155_6156 NM_017617 NP_060087 P46531 NOTC1_HUMANmic (Potentia NA 856 TTGTTAGCCCCG 0.604

+ 13 2110_2112E598del|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMAN lasmic (Pote NA 1 CAGCGAGGAGGA 0.739

- 2 220 ZBED1_uc004cqh NM_004729 NP_004720 O96006 ZBED1_HUMAN NA 0 AGCTCTCCAGGC 0.597

+ 4 621_623 2_In_Frame_Del_p NM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Arg. NA 5 CGTAGGCGGCGG 0.65

- 6 3494_3496OOM4_uc004dpd.3 NM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN Glu-rich. NA 1 GCAGctcctcttcctcc 0.261 rs3747282

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN NA 0 CCTCGAGGCAGC 0.584

- 4 299 4drf.2_Frame_Shift NM_130776 NP_570132 Q8WTP9 GAGD4_HUMAN NA 0 CATTCACCCCCAG 0.423

- 3 274_276 4fen.2_Intron|CD99 NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ar (Potential NA 3 GGTTGTGGTGGT 0.552

- 5 593_595 004ffl.2_In_Frame_ NM_001011543 NP_001011543 P43363 MAGAA_HUMAN Poly-Ser. NA 0 GATAGCaggaggag 0.419

+ 3 719_721 NM_153812 NP_722519 Q86YI8 PHF13_HUMAN lization signal (Probable). 0 acaagctgaagaagaa 0.498

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANmenal (Potential). 1 GCCTGCCTCCTC 0.606

+ 20 5915 l_p.G694fs|ARID1A NM_006015 NP_006006 O14497 ARI1A_HUMAN p.G1848fs*6(3) 142 ATTGGTGGGGGG 0.582 rs140055856

+ 2 1028_1030 NM_005281 NP_005272 P46089 GPR3_HUMAN lasmic (Potential). 1 GCTGTCTGCTGCT 0.522

+ 9 2306 _p.K660fs|USP1_u NM_001017415 NP_001017415 O94782 UBP1_HUMAN 1 TTGAACAAAAAAA 0.373

+ 7 1426_1427me_Shift_Del_p.H3 NM_005012 NP_005003 Q01973 ROR1_HUMAN xtracellular (Potential). 19 TATCCCCACACAC 0.554

- 9 1232 _Shift_Del_p.M408f NM_005665 NP_005656 O60447 EVI5_HUMAN Interaction with alpha-tubul 2 TTTTCATTTTTTTT 0.318

+ 29 4304 l.1_Frame_Shift_D NM_000642 NP_000633 P35573 GDE_HUMAN -glucanotransferase. 3 ATTATCCAAAAAAA 0.323

+ 10 2124 ova.1_Frame_Shift NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 8. 2 CTGTCCAAAAAAA 0.363

- 1 2523 NM_021794 NP_068566 Q9UKF2 ADA30_HUMAN lasmic (Potential). 3 CGGTTACTTTTTTT 0.358

- 1 273_274 _Shift_Del_p.P6fs|N NM_024408 NP_077719 Q04721 NOTC2_HUMAN 27 AGAGCGGGGCGC 0.663

- 11 1749 1elx.3_Frame_Shif NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5 CAGAGCAACAGC 0.383

+ 14 2499 _Shift_Del_p.G778f NM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2. 2 GAATTTGGGGGGG 0.692 rs149280379

+ 6 739 B4_uc001eyb.1_3 NM_002796 NP_002787 P28070 PSB4_HUMAN 2 TCACCGAAAAAGG 0.443

- 2 2734_2736wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 TGTAGCTCCTCCT 0.586 rs143222885

- 3 1526_1527 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17 CTGAGCCAGACC 0.52

- 1 63 el_p.L13fs|CD84_u NM_003874 NP_003865 Q9UIB8 SLAF5_HUMAN 4 GGTTTGCAGGCAA 0.448

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

- 6 1004_1006X1A_uc001gcw.1_ NM_177398 NP_796372 Q8TE12 LMX1A_HUMAN ly-Gln.|Gln-rich. 5 GATCTTGCTGCTG 0.567

+ 4 474 hpl.2_Frame_Shift NM_001136018 NP_001129490 P07099 HYEP_HUMAN 4 GTGAAGCCCCCC 0.627

- 3 615_616 NM_022735 NP_073572 Q9H3P7 GCP60_HUMAN tential.|Glu-rich. 0 CTTCACCTTTTTT 0.411

- 20 2528_2530 E813del|SFMBT2_ NM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8 AGTCTCTCCTCCT 0.596

- 4 3538_3539 uc001iqp.1_RNA NM_207371 NP_997254 Q1XH10 DLN1_HUMAN r-rich.|Glu-rich. 1 CGCTGCccccctcctc 0.441 rs138084841

- 2 2633_2635me_Del_p.720_721S NM_020848 NP_065899 Q9P266 K1462_HUMAN Ser-rich. 4 CTCCTCActgctgctg 0.463

+ 7 559 Shift_Del_p.K28fs|H NM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2 GTGGCTAAAAAAA 0.214

+ 1 754_755 y.2_Intron|DHDPS NM_001009997 NP_001009997 Q5T681 CJ062_HUMAN His-rich. 0 CCAATCACACAC 0.55

+ 9 6800 c001lfz.2_Frame_S NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CAGAGACCCCCC 0.522

+ 19 2126_2128 .Q620del|PTPRE_ NM_006504 NP_006495 P23469 PTPRE_HUMANphatase 2.|Cytoplasmic (Po 1 GCAGAAGCAGCA 0.65

+ 13 1748 2_uc001ndg.3_RN NM_000506 NP_000497 P00734 THRB_HUMAN ch is also known as the TP5 3 GACAGTGGGGGA 0.522

+ 3 548_550 0rlo.1_In_Frame_D NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potential). 2 GTTCTTCCTCCTC 0.537

+ 5 886 rlo.1_Frame_Shift_ NM_004265 NP_004256 O95864 FADS2_HUMAN lasmic (Potential). 2 TGGCAGCCCATCG 0.527

+ 16 2803 NM_005188 NP_005179 P22681 CBL_HUMAN on with CD2AP.|UBA. 149 ATGGCCAAAAACA 0.507

- 22 3672_36741qfl.2_In_Frame_D NM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1 CCCGTTGGTGGTG 0.547

+ 7 948_950 .L125del|SLC39A5 NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN lasmic (Potential). 2 TATCCCTGCTGCT 0.635



+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMAN ical; (Potential). 22 GCTGTTGCTGCTG 0.557

+ 6 1576 EM19_uc009zru.1_ NM_018279 NP_060749 Q96HH6 TMM19_HUMAN ical; (Potential). 0 TTGGGGTTTTTGG 0.433

- 4 831 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15 GTCCCCGGGGGC 0.682 rs36028047

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (RS domain). 0 CCACGAGAAGAAG 0.493

+ 2 698 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 GTCCTCAAAAGTT 0.507

+ 4 541 1_Frame_Shift_De NM_144595 NP_653196 Q8ND83 SLAI1_HUMAN 2 TTCAGGAAAAAAA 0.388

+ 16 4738_474001xmv.2_In_Frame NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 tcctcctcttcctcctcctc 0.468

+ 8 1064_1066NK_uc001ygg.3_In NM_001099402 NP_001092872 O75909 CCNK_HUMAN Poly-Gln. 0 CAGCCCAGCAGCA 0.621

+ 1 607_609 NM_003403 NP_003394 P25490 TYY1_HUMAN /Glu-rich (acidic). 0 ggtgggcgaggaggag 0.34

+ 3 641 NM_001376 NP_001367 Q14204 DYHC1_HUMANm (By similarity). 10 GGCTCCTTTTTTT 0.408

+ 10 1137 _p.Q215fs|ADAL_u NM_001159280 NP_001152752 Q6DHV7 ADAL_HUMAN 0 CAAACCAAAAAAA 0.453

- 8 1516_1518_269LL>L|ABCA3_ NM_001089 NP_001080 Q99758 ABCA3_HUMAN ical; (Potential). 16 AGCTGAGCAGCAG 0.611 rs145342500

- 1 295_296 e_Ins_p.16_16G>G NM_002094 NP_002085 P15170 ERF3A_HUMAN 3 ctgctgctcccgccgccg 0.332 rs71408216

- 3 553_555 20GG>G|KIAA043 NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN Poly-Gly. 0 TACCGCCACCACC 0.532

- 2 423_425 02dxs.2_In_Frame_ NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 CCCCCCATCATCA 0.532

+ 8 2801 NM_014712 NP_055527 O15047 SET1A_HUMAN 3 GCTGGCCCCCCC 0.642

+ 9 1652 TO_uc010cbz.2_F NM_001080432 NP_001073901 Q9C0B1 FTO_HUMAN 0 ACTGGGAAAAGGA 0.483

+ 5 1317_1319ehx.2_In_Frame_D NM_024335 NP_077311 P78412 IRX6_HUMAN 6 ggaggaagaggaggag 0.493

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

- 11 1150_1151 NM_001896 NP_001887 P19784 CSK22_HUMAN 1 GTCTGCACAAGG 0.54

- 1 625 AS8_uc010vpv.1_In NM_001214 NP_001205 O95177 CP003_HUMAN 0 AGGGTCCAGGCA 0.184

- 15 2000_200215_uc002ghy.1_5'F NM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0 GTTACGGCGGCG 0.547

- 30 4166_4168E1388del|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2 CCTGGCCTCCTCC 0.596

+ 9 1849 p.S175fs|EPN2_uc NM_014964 NP_055779 O95208 EPN2_HUMAN repeats of [DE]-P-W. 1 GACTTCAAAAAAA 0.393

+ 1 158_160 ame_Del_p.K7del|Z NM_003457 NP_003448 O43670 ZN207_HUMAN 0 GTCGCAAGAAGAA 0.542

+ 5 1150 P10_uc002hxw.1_5 NM_021939 NP_068758 Q96AY3 FKB10_HUMAN 1 GGAGCTCCCCCC 0.632

- 10 1248 c.1_Intron|BRCA1_ NM_007294 NP_009225 P38398 BRCA1_HUMAN 52 ATCTACCTTTTTTT 0.438 rs80357618

- 7 912 Shift_Del_p.P262fs NM_001256 NP_001247 P30260 CDC27_HUMAN 5 GTTTTTGGTTTAT 0.373

- 2 516_517 NM_004645 NP_004636 P38432 COIL_HUMAN 1 TCTCTTGTTTTTTT 0.366

+ 15 2732_2734C2_uc002jae.2_5'F NM_006039 NP_006030 Q9UBG0 MRC2_HUMAN (Potential).|C-type lectin 4. 3 CCGGCACGACGA 0.645

- 2 1200_1202p.E351del|CDC42E NM_012121 NP_036253 Q9H3Q1 BORG4_HUMAN 0 TTTCATCCTCCTC 0.64

+ 8 988 Shift_Del_p.F267fs NM_000213 NP_000204 P16144 ITB4_HUMAN xtracellular (Potential). 4 AGCCTTCCACTAT 0.647

- 24 2552 _p.N280fs|OSBPL1 NM_080597 NP_542164 Q9BXW6 OSBL1_HUMAN 4 CTTATCATTTTTTTT 0.393

- 5 837 0xjg.1_Frame_Shi NM_005490 NP_005481 Q9BRG2 SH23A_HUMAN 2 GTGTCCGGGGGG 0.657

- 11 1320_1321nfg.1_Frame_Shift_ NM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0 TGAACGAGAGAG 0.495

+ 15 3946_39482nma.2_In_Frame_ NM_004386 NP_004377 O14594 NCAN_HUMAN 4 CGGCGAcaccacca 0.468

- 4 491 p.K134fs|ZFP14_u NM_020917 NP_065968 Q9HCL3 ZFP14_HUMAN 1 TGTTCCTTTTCCC 0.363

+ 2 648_650 0egn.1_In_Frame_ NM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1 GACCTCACCACCA 0.685

- 6 472 _p.P16fs|C19orf47 NM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2 GCGCCTGGGGGG 0.612

+ 12 1271_1273p.Q407del|NUCB1_ NM_006184 NP_006175 Q02818 NUCB1_HUMAN ential.|Poly-Gln. 0 cagcggaagcagcagc 0.522

- 1 90_92 EC8_uc002pwu.2_ NM_014442 NP_055257 Q9NYZ4 SIGL8_HUMAN 5 agcaggggcagcagca 0.493

+ 4 1303_130502qlt.2_In_Frame_D NM_007279 NP_009210 P26368 U2AF2_HUMAN 1 CCACGAGAAGAA 0.645

- 11 1472_1474 1_In_Frame_Del_ NM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1 CTCCAGCTGCTGC 0.424

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

+ 1 285 BD10_uc010zdh.1_ NM_006063 NP_006054 O60662 KBTBA_HUMAN BTB. 0 GAGGCGAAAAAAA 0.388

+ 6 820 _Shift_Del_p.P197f NM_025000 NP_079276 Q5H9S7 DCA17_HUMAN ical; (Potential). 0 TCTACCTTTTTCA 0.343

+ 3 1075_1077q.1_Intron|GZF1_uc NM_022482 NP_071927 Q9H116 GZF1_HUMAN 1 gaggaagaggaggag 0.384



- 3 691_692 NM_005225 NP_005216 Q01094 E2F1_HUMAN F box.|Potential. 0 GTTCTTGGACTTC 0.589

+ 3 617_619 me_Del_p.A96del| NM_016434 NP_057518 Q9NZ71 RTEL1_HUMANcase ATP-binding. 0 GCAACGCTGCTG 0.645

- 5 757 NM_144659 NP_653260 Q9NV44 CU077_HUMAN 0 CAGACACCCCCCC 0.478

+ 2 270_272 NM_004147 NP_004138 Q9Y295 DRG1_HUMAN Poly-Gly. 1 AAAGGGTGGTGG 0.409

+ 9 1570 amt.2_Frame_Shift NM_012179 NP_036311 Q9Y3I1 FBX7_HUMAN 1 CCCCTTGCACCCT 0.502

+ 19 2312_2314 3blc.2_In_Frame_D NM_014678 NP_055493 O75170 PP6R2_HUMAN 0 CCCTTTGATGATG 0.616

+ 40 5548 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 AGCCCGGGGGA 0.522

+ 7 1453 _p.F219fs|EDEM1_ NM_014674 NP_055489 Q92611 EDEM1_HUMANmenal (Potential). 3 CAGGCCTTTTTCC 0.463

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich (acidic). 3 CTCACCCTCCTCC 0.734 rs72561774

+ 11 1433 3cig.2_Frame_Shif NM_001106 NP_001097 Q13705 AVR2B_HUMAN(Potential).|Protein kinase. 1 GCTTGTCCGCGG 0.597

- 3 1288_1289XNB1_uc003csx.2_ NM_002673 NP_002664 O43157 PLXB1_HUMANular (Potential).|Sema. 5 GTGTAGCAGGCAT 0.629

- 25 4571 ce_Site_p.E1361_s NM_053025 NP_444253 Q15746 MYLK_HUMAN 9 GGCTCTGGGGGG 0.624 rs41431347

- 4 1041_1043htg.2_In_Frame_De NM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1 AGACATgcagcagc 0.404

- 8 1759_1761491DD>D|DBR1_u NM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0 CTGCATCGTCATC 0.251 0114751;rs2622736

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 ATCCACAGCAGCT 0.727 245977;rs75328065

+ 3 794 _p.F196fs|C1QTNF NM_001135171 NP_001128643 Q9BXJ2 C1QT7_HUMAN C1q. 0 TGCTTTCCCAGGG 0.448

- 4 1088_1090dy.2_In_Frame_De NM_001031732 NP_001026902 Q96MU7 YTDC1_HUMAN Glu-rich. 2 tcttcttcttcctcctcctcc 0.202 rs141105019

+ 11 2218 D2_uc011cdg.1_Fr NM_000297 NP_000288 Q13563 PKD2_HUMAN ain.|Cytoplasmic (Potential). 1 AAACTGAAAAAAA 0.348

- 1 538_540 RC3_uc011cdn.1_In NM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 tactcctcttcctcctcctc 0.369

+ 8 1187_1189_p.P363del|NPNT_ NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1 CTACTCCACCACC 0.522

+ 22 2560_2562 cgc.1_In_Frame_D NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAGGTCACCACCA 0.443

+ 6 700 OSC9_uc003ieb.2_ NM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0 TTTGCCTTTTTCC 0.358

- 10 1909 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 AAACTGAAAAAAA 0.313

- 3 906 me_Shift_Del_p.K16 NM_014423 NP_055238 Q9UHB7 AFF4_HUMAN Ser-rich. 5 CTGGCCTTTTTTC 0.512

+ 26 4712 h.1_Frame_Shift_D NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 TTTGGGAAAAAAA 0.423

+ 5 378_379 k.1_Frame_Shift_D NM_006083 NP_006074 Q13123 RED_HUMAN 1 AAATTGAGAGAG 0.46

- 12 1346_1349p.Q322fs|HNRNPH NM_005520 NP_005511 P31943 HNRH1_HUMAN -rich approximate repeats. 0 AGCTGCTGGCTG 0.5

- 4 1510_1512_Frame_Del_p.E36 NM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1 CTCGCCCTCCTCC 0.65

+ 14 2337_2338BAT2_uc003nvc.3_ NM_080686 NP_542417 P48634 PRC2A_HUMAN X 57 AA type A repeats. 0 GCTCCACCCCCG 0.594

- 5 372_374 kw.3_In_Frame_De NM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 tcctcctcttcctcctcctc 0.389

- 3 1001 _Shift_Del_p.K141f NM_031922 NP_114128 Q96D71 REPS1_HUMAN 2 GATCCCTTTTTCA 0.478

+ 2 488_489 03qll.2_Frame_Shif NM_000838 NP_000829 Q13255 GRM1_HUMAN 19 CCTTTTGTTTTTTT 0.644

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN ical; (Potential). 1 CAACGCACACAC 0.53

- 1 915_917 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0 CTCTTCGCCGCCG 0.576

- 2 390_392 1kiw.1_In_Frame_D NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 AAACTCTCCTCCT 0.606

+ 5 572 xa.2_Frame_Shift_ NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN 2 TATGCTGGGGGGG 0.607

- 3 1170_1171 EPLD_uc011klj.1_ NM_198990 NP_945341 Q6IQ20 NAPEP_HUMAN 1 CCTGCGAAAAAA 0.46 rs147416689

+ 9 1390 NT1_uc010ljj.1_Int NM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN RINT1/TIP20. 4 GCCACTGATATTC 0.388

+ 5 743 _p.E17fs|CBLL1_u NM_024814 NP_079090 Q75N03 HAKAI_HUMAN RING-type. 5 TACATGAAAAAAA 0.269

+ 7 1118_1119 vuy.2_Frame_Shift NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AGAGAAGAGAGA 0.391

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2 TACACCAAAAAAA 0.393

- 5 3497_3498 NM_001080826 NP_001074295 Q86YV5 SG223_HUMANProtein kinase. 0 cgggagccggggcggg 0.609 rs143409664

- 10 1506 p.R384fs|NBN_uc0 NM_002485 NP_002476 O60934 NBN_HUMAN r localization signal. 7 CAGACCTTTTTTT 0.338

- 45 6393_6394 ks.1_Frame_Shift_ NM_015902 NP_056986 O95071 UBR5_HUMAN 28 CCCCTTCTTTTTTT 0.381

+ 3 610_612 3ysi.2_In_Frame_D NM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. 6 TCTACCAGCAGCA 0.611 rs61752959



- 30 4625 zae.1_Splice_Site_ NM_201380 NP_958782 Q15149 PLEC_HUMAN 9 CTGTACCTCCTCC 0.621

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26 TTGGCCTTTTTTT 0.478

+ 1 417_419 8376_uc003zys.1_ NM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN His-rich. 0 acccccaccgccacca 0.389 rs138232567

- 9 2947_2949OR2_uc004ari.1_Int NM_004560 NP_004551 Q01974 ROR2_HUMAN lasmic (Potential). 20 AGCCTTCCTCCTC 0.645

- 4 884_886 Del_p.E251del|EC NM_001393 NP_001384 O94769 ECM2_HUMAN Poly-Glu. 2 cctcctcatcctcctcctc 0.399 rs137929518

- 3 459 NM_022755 NP_073592 Q9H8X2 IPPK_HUMAN 2 ATGACATTTTTCC 0.438

- 22 6093 vf.2_Frame_Shift_D NM_002160 NP_002151 P24821 TENA_HUMAN nectin type-III 15. 7 TGCCCGGGGGG 0.478 rs148674204

+ 11 1816_1818bzv.2_In_Frame_D NM_005157 NP_005148 P00519 ABL1_HUMAN n signal 1 (Potential).|Poly- 817 TGATCAAGAAGAA 0.616

- 9 916_918 NM_003086 NP_003077 Q5SXM2 SNPC4_HUMANTH myb-type 1. 0 AGCCGCTCCTCCT 0.65

- 40 5941 hift_Del_p.K1776fs NM_004006 NP_003997 P11532 DMD_HUMAN ction with SYNM (By similar 6 TGGCTAATTTTTTT 0.358

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN 0 CCTCGAGGCAGC 0.584

+ 5 1012_101404elx.2_In_Frame_ NM_207318 NP_997201 Q6PEV8 F199X_HUMAN Ser-rich. 1 AGCGCCAGCAGC 0.567

+ 6 604_606 eoz.2_In_Frame_D NM_001128173 NP_001121645 O75914 PAK3_HUMAN Linker. 10 gaagaggaagaagaa 0.325

- 2 574_575 AP_uc004esg.2_5'F NM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2 TCCAATTCTCTCTC 0.317

- 3 274_276 4fen.2_Intron|CD99 NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ar (Potential).|Poly-Thr. 3 GGTTGTGGTGGT 0.552

- 5 593_595 004ffl.2_In_Frame_ NM_001011543 NP_001011543 P43363 MAGAA_HUMAN Poly-Ser. 0 GATAGCaggaggag 0.419

- 4 601_603 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN NA 1 ATTCCGActcctcct 0.601

- 1 1509_1511 NM_033132 NP_149123 Q96T25 ZIC5_HUMAN Pro-rich. NA 0 gggcggtggcggcggcg 0.493

+ 15 5011_5013 2kae.2_In_Frame_ NM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN NA 1 AGGCCAAGAAGAA 0.621

- 9 1261_1263p.E147del|GTF2F1_ NM_002096 NP_002087 P35269 T2FA_HUMAN Glu-rich. NA 0 TGccttcttctcctcctcct 0.542

+ 2 428 nk|MYCN_uc010yjr NM_005378 NP_005369 P04198 MYCN_HUMAN NA 5 ACTCGACCCCCCC 0.657

+ 6 1052_1053c002sta.3_Frame_ NM_018271 NP_060741 Q86YJ6 THNS2_HUMAN NA 1 GAGACTTCTCTCT 0.545

+ 3 224_242 NM_001862 NP_001853 P10606 COX5B_HUMAN NA 0 CCAAAGGGAGCT 0.397

- 13 2025 p.W650fs|CLTCL1_ NM_007098 NP_009029 P53675 CLH2_HUMAN gment.|Heav NA 5 ACAAGCCACTGG 0.478

- 6 1681_1683 Q376del|ARHGAP NM_025251 NP_079527 Q9C0H5 RHG39_HUMAN NA 0 CACTTCTGCTTGG 0.704 rs77462981

- 18 2477 akk.2_Frame_Shif NM_001409 NP_001400 O75095 MEGF6_HUMAN EGF-like 12. 1 TGGCAGGGGGC 0.697

+ 3 719_721 NM_153812 NP_722519 Q86YI8 PHF13_HUMAN lization signal (Probable). 0 acaagctgaagaagaa 0.498

+ 8 1246 NM_032283 NP_115659 Q9NUE0 ZDH18_HUMAN 0 GCATGGTAGGAGG 0.612

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. 3 CCGGGACtggtggtg 0.537

- 7 905 p.K51fs|TRIT1_uc0 NM_017646 NP_060116 Q9H3H1 MOD5_HUMAN 1 TGTGCATTTTCCC 0.453

+ 20 3859_3861 9vwt.2_In_Frame_ NM_002840 NP_002831 P10586 PTPRF_HUMANcellular (Potential). 10 AGCAGCGGCGG 0.631

- 1 545 73fs|HHLA3_uc010 NM_030816 NP_110443 Q8N6S4 AN13C_HUMAN 0 GGCGCCGGGGGG 0.637

+ 2 286_288 me_Del_p.Q49del| NM_030965 NP_112227 Q9BVH7 SIA7E_HUMAN .|Lumenal (Potential). 2 GCCCCCgcagcag 0.581 rs113832855

- 4 488 _p.D57fs|GSTM3_ NM_000849 NP_000840 P21266 GSTM3_HUMAN ST N-terminal. 0 GAAAGTCCAGGTC 0.488

+ 4 780 _p.L168fs|VANGL1 NM_138959 NP_620409 Q8TAA9 VANG1_HUMAN Name=2; (Potential). 1 GGGCACTTTTTTT 0.493

- 2 1768 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMAN cellular (Potential). 1 ATCCAGAAAAAAA 0.582

+ 11 2233 _p.D350fs|NPR1_u NM_000906 NP_000897 P16066 ANPRA_HUMAN(Potential).|Protein kinase. 7 CACCGACCCCCC 0.493

+ 3 712 2_uc009xch.2_Fra NM_001877 NP_001868 P20023 CR2_HUMAN xtracellular (Potential). 8 TGCTGTCCCCCC 0.398

+ 4 635_646 NM_001104548 NP_001098018 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

- 20 2967_2969831QQ>Q|INTS7_u NM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0 TGCGTTGCTGCTG 0.443

- 5 1798 AGT_uc009xff.2_F NM_000029 NP_000020 P01019 ANGT_HUMAN 0 AAGCTCAAAAAAA 0.562

+ 14 1676_1678 xjw.1_In_Frame_D NM_003473 NP_003464 Q92783 STAM1_HUMAN 2 CGCTACTGCTGCT 0.493

- 5 1489_1491 _Del_p.445_446G NM_000124 NP_000115 Q03468 ERCC6_HUMAN Gly-rich. 16 TCCGACCTCCTCC 0.458 rs4253047

+ 7 608 el_p.G68fs|PLAU_ NM_002658 NP_002649 P00749 UROK_HUMANnnecting peptide. 3 TCCAGGAAAAAAG 0.517

+ 4 878_879 010qoq.1_Frame_S NM_019084 NP_061957 Q5T5M9 CCNJ_HUMAN 1 TGCTTGGAAAAG 0.441

- 2 955_957 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3 TTGGCTGGTGGTG 0.537 rs2234451

+ 2 732_733 001mcx.2_Frame_S NM_000543 NP_000534 P17405 ASM_HUMAN 0 AAGCCGCCCCCC 0.624 rs74053349



- 2 1347_1349 NM_002233 NP_002224 P22459 KCNA4_HUMAN Poly-His. 4 GTGACTGGTGGTG 0.66

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0 TTAGCCAAAAAAA 0.338

- 16 1957 NM_001008391 NP_001008392 Q6ZRK6 CCD73_HUMAN 2 AACAGGATTTTTTT 0.313

- 8 778 NM_004308 NP_004299 Q07960 RHG01_HUMAN SH3-binding. 1 GGGCAGGGGGG 0.642

- 17 2222 MTA2_uc010rlx.1_ NM_004739 NP_004730 O94776 MTA2_HUMAN 2 ACGCCTTACCTGG 0.554

+ 14 1946 T491fs|KLC2_uc0 NM_001134775 NP_001128247 Q9H0B6 KLC2_HUMAN 0 GGGGCACCCCCC 0.647

- 5 631 SP1_uc010rvi.1_In NM_033292 NP_150634 P29466 CASP1_HUMAN p.N205I(1) 2 GTGAGATTTTTTT 0.378

- 2 308_322 1prt.1_5'UTR|TMPRNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANP-A-[GLQR].|Cytoplasmic (P 1 TGGAGATGCCCG 0.67

- 9 1657_16593_554PP>P|IFFO1 NM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0 GCTTGGCGGCGG 0.601 rs144019095

+ 3 523_524 _uc001qub.1_Intron NM_016184 NP_057268 Q9UMR7 CLC4A_HUMANcellular (Potential). 0 GTGTGTGAAAAAA 0.332

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMAN ical; (Potential). 22 GCTGTTGCTGCTG 0.557

- 7 596_597 p.Y221fs|TMBIM4_ NM_016056 NP_057140 Q9HC24 TMBI4_HUMAN 2 TCACTATAAAAAAA 0.351

- 6 1097 me_Shift_Del_p.R3 NM_198521 NP_940923 Q96LP6 CL042_HUMAN 2 TGGGCGGGGGG 0.587

+ 13 1752_1756 _Shift_Del_p.E98fs NM_033121 NP_149112 Q8IZ07 AN13A_HUMAN 0 CTGGAGTCCAGCA 0.449

+ 13 1903_1905 NM_194286 NP_919262 A7MD48 SRRM4_HUMAN r-rich.|Arg-rich. 2 TGGTACAGCAGCA 0.532

- 3 359 VPS33A_uc001uce NM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1 TCTGACAAAAAAA 0.383

+ 46 8261_826200_uc001ujm.2_In_ NM_015409 NP_056224 Q96L91 EP400_HUMANwith ZNF42 (By similarity). 12 agcagcaacagcagca 0.327 rs111782215

+ 4 341 NM_194318 NP_919299 Q6Y288 B3GLT_HUMANmenal (Potential). 2 GCAGTTAAAAAAA 0.373 rs141154947

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GAGGCAGAGAGA 0.386

- 5 602_603 uc010tki.1_5'Flank NM_000820 NP_000811 Q14393 GAS6_HUMAN alcium-binding (Potential). 4 AGCCGGCCCCCC 0.649

+ 5 648 me_Shift_Del_p.E1 NM_002791 NP_002782 P60900 PSA6_HUMAN 0 TCCTTGAAAAAAA 0.403

+ 36 3598 l_p.E1099fs|KTN1_ NM_182926 NP_891556 Q86UP2 KTN1_HUMAN (Potential).|Potential. 7 GATTTGAAAAAAA 0.318

+ 37 5712 xgl.2_Frame_Shift_ NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 AATACCAAAAAAA 0.318

+ 4 1996 _p.Q522fs|ZBTB1_ NM_001123329 NP_001116801 Q9Y2K1 ZBTB1_HUMAN 1 GTATCCAAAAAAA 0.378

- 32 5066 NM_004667 NP_004658 O95714 HERC2_HUMAN 13 TTCTCATTTTTTC 0.398

+ 11 1696_16981znc.2_In_Frame_ NM_181642 NP_857593 O43278 SPIT1_HUMAN 1 ACGGACACCACCA 0.586

+ 4 6960 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9 TTCCCTGCTTCAG 0.622

- 7 1388_1389p.G377fs|SIN3A_u NM_015477 NP_056292 Q96ST3 SIN3A_HUMAN on with REST (By similarity 5 AATTGTCCAAACT 0.406

+ 25 3086 R90_uc002cil.1_RN NM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1 CGGGGCCCCCC 0.657

+ 7 1037_1039p.K238del|UBN1_u NM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2 TAAGGAGAAGAAG 0.453

+ 28 3366 NM_014287 NP_055102 Q15155 NOMO1_HUMANcellular (Potential). 1 CCATTTCCCCCCA 0.473

+ 12 1805 p.F559fs|TMC7_uc NM_024847 NP_079123 Q7Z402 TMC7_HUMAN ical; (Potential). 3 GGAGCCTTTTTCT 0.498

+ 19 2026 POLR3E_uc002dk NM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2 CAGTTTCCCCCCC 0.562

- 3 385_387 P2_uc010byn.2_In NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN y-Gln.|Potential. 3 CAGTCCTGCTGCT 0.527

+ 2 942 Frame_Shift_Del_p NM_145239 NP_660282 Q7Z6L0 PRRT2_HUMAN ar (Potential).|Pro-rich. 0 ATGGGGCCCCCC 0.652

+ 16 2021_2023me_Del_p.S561del NM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4 cagcggtagcagcagca 0.458

+ 10 1188 vss.1_Frame_Shift_ NM_053013 NP_443739 P13929 ENOB_HUMAN 1 TGGCTGGGGGGT 0.567

+ 13 2245_2247p.K762del|CHD3_u NM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1 AGTATAAGAAGAA 0.488

- 1 1572_1573 18A_uc010csa.1_3 NM_004740 NP_004731 O95411 TIAF1_HUMAN 0 ATGGTCCACACAC 0.564

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 GGGCCGGGGGC 0.597 rs139867246

- 22 2927 hnn.2_Frame_Shift NM_198836 NP_942133 Q13085 ACACA_HUMAN 2 CACATTGGGGGGA 0.473

+ 4 641_642 C103_uc002ihp.1_5 NM_213607 NP_998772 Q8IW40 CC103_HUMAN 1 CGGGCAGAGAGA 0.644

- 5 1187_1189n.1_In_Frame_Del_ NM_007146 NP_009077 Q14119 VEZF1_HUMAN Poly-Gln. 2 tgttgttgttgctgctgctgc 0.305 731354;rs73995411

- 33 4884 yn.1_Frame_Shift_ NM_032582 NP_115971 Q8NFA0 UBP32_HUMAN 5 TTTGGGTTTTTGG 0.423

+ 4 2243_2245 .A552del|TNRC6C NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN ith argonaute family protein 2 TAGTACTGCTGCT 0.591

+ 7 895_897 02jyd.1_In_Frame_ NM_173626 NP_775897 Q86WA9 S2611_HUMAN ical; (Potential). 0 CTGCATGCTGCTG 0.675

+ 18 3129_3131192_uc002kru.2_R NM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 CAGCTCAGCAGCA 0.527



+ 2 160 rame_Shift_Del_p.E NM_020474 NP_065207 Q10472 GALT1_HUMANmenal (Potential). 2 GTGATGAAAAAAA 0.383

- 5 1214_1216Q161del|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 GTTTGATctgctgctg 0.468

- 15 2001_2002 NM_000064 NP_000055 P01024 CO3_HUMAN 5 TGCTCGTGAAGG 0.658

+ 6 480 2mpe.3_Frame_Sh NM_020428 NP_065161 Q8IWA5 CTL2_HUMAN cellular (Potential). 1 GCGTGGAAAAATG 0.542

+ 8 1249_1251p.H387del|NFIX_uc002mwf.2_In_Frame_Del_p.H357del Q14938 NFIX_HUMAN 2 CCGCTACCACCAC 0.645

- 5 417_418 B3_uc010eaf.2_RN NM_054113 NP_473454 Q96Q77 CIB3_HUMAN 1 ACTCAGCCCCCC 0.564

- 11 1923 CHERP_uc010xpg. NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Pro-rich. 2 GCCATGGGGGGG 0.672

- 11 1320_1321nfg.1_Frame_Shift_ NM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0 TGAACGAGAGAG 0.495

+ 2 140 DHA_uc002oqp.1_ NM_000709 NP_000700 P12694 ODBA_HUMAN 0 CAGCACCCCCCC 0.567

+ 4 376 SFRS16_uc002pam NM_007056 NP_008987 Q8N2M8 CLASR_HUMAN 0 ACTACACCCCCCC 0.612

+ 4 656_658 E183del|KLC3_uc NM_177417 NP_803136 Q6P597 KLC3_HUMAN Poly-Glu. 1 CAGCGAGGAGGA 0.645

- 2 1402_140402per.3_In_Frame_ NM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 CTCACCTTCTTCT 0.562

- 1 90_92 EC8_uc002pwu.2_ NM_014442 NP_055257 Q9NYZ4 SIGL8_HUMAN 5 agcaggggcagcagca 0.493

+ 11 1757_1759me_Del_p.L480del NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN ical; (Potent p.L479del(1) 3 Atcctactgctcctcctcct 0.458

- 1 839_841 ykm.1_In_Frame_ NM_004036 NP_004027 O60266 ADCY3_HUMAN 4 TCCTCCTGCTGCT 0.645

- 2 164 T6B1_uc010yni.1_ NM_001032377 NP_001027549 Q6IMI4 ST6B1_HUMAN 3 TTATACTTTTTTTT 0.323

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

- 3 1648_1650002sit.3_In_Frame_ NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 GCCTTGGTGGTG 0.635

- 4 878 ssp.1_Frame_Shift NM_016618 NP_057702 Q9NPI7 KRCC1_HUMAN Lys-rich. 1 GGTGCCTTTTCCT 0.428

+ 6 1052_1053c002sta.3_Frame_ NM_018271 NP_060741 Q86YJ6 THNS2_HUMAN 1 GAGACTTCTCTCT 0.545

- 4 737_739 02svr.2_In_Frame_ NM_017849 NP_060319 O75204 TM127_HUMAN 0 TCTTATGCTGCTG 0.557

+ 3 224_242 NM_001862 NP_001853 P10606 COX5B_HUMAN 0 CCAAAGGGAGCT 0.397

- 20 2077 ny.1_Frame_Shift_ NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 15. 20 CTCTGGTTTTTGG 0.403

- 15 3165 2vdt.2_Frame_Shift NM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3 TCACCTATTTTTTT 0.418

+ 7 931 .1_Frame_Shift_D NM_000578 NP_000569 P49279 NRAM1_HUMAN ical; (Potential). 4 GGAAGCTTTTTTT 0.418

+ 9 1386_1387_p.S210fs|FAM134 NM_024293 NP_077269 Q8NC44 F134A_HUMAN 2 AGGGTCCCCCCC 0.604

- 2 797 002wwn.2_Frame_ NM_138578 NP_612815 Q07817 B2CL1_HUMAN BH1. 2 AAGGAGAAAAAGG 0.542

- 2 361 _p.K64fs|EIF2S2_ NM_003908 NP_003899 P20042 IF2B_HUMAN 1 CGCACCTTTTTTC 0.483

+ 3 617_619 me_Del_p.A96del| NM_016434 NP_057518 Q9NZ71 RTEL1_HUMANcase ATP-binding. 0 GCAACGCTGCTG 0.645

- 10 1758 F160_uc010gll.1_R NM_015565 NP_056380 O94822 LTN1_HUMAN 0 CTTACCATTTTTTT 0.378

+ 21 3378 _p.G704fs|COL18A NM_130444 NP_569711 P39060 COIA1_HUMAN lical region 4 (COL4). 1 CCCTGGCCCCCCC 0.692

- 4 542 el_p.G31fs|TBC1D1 NM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1 CGTGGCCCCCCC 0.607

+ 5 1337 _p.E279fs|HMGXB4 NM_001003681 NP_001003681 Q9UGU5 HMGX4_HUMAN 2 CATAGTGAaaaaaa 0.408 rs76572304

+ 12 1563 aot.1_Frame_Shift NM_015705 NP_056520 Q96HU1 SGSM3_HUMAN 2 GACCCCAAAAACT 0.617

+ 31 7059_7061 NM_001429 NP_001420 Q09472 EP300_HUMAN ction with NCOA2. 64 CACCACAGCAGCA 0.576 rs111265631

- 11 1376 11axh.1_Frame_Sh NM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1 GATCAATTTTTTT 0.398

+ 13 2437 NKTR_uc003clq.1_ NM_005385 NP_005376 P30414 NKTR_HUMAN Arg/Ser-rich. 3 AGTGGGAAAAAAA 0.378 rs150528581

+ 4 842 cpk.1_Frame_Shift_ NM_178329 NP_847899 P51677 CCR3_HUMAN cellular (Potential). 8 ACTGGGTTTTTGG 0.488

- 15 1367_1370QARS_uc003cvy.2 NM_005051 NP_005042 P47897 SYQ_HUMAN 1 TGCAGAGTGAGT 0.593 rs144899098

+ 14 2702_2703HA3_uc010hon.1_R NM_005233 NP_005224 P29320 EPHA3_HUMAN(Potential).|Protein kinase. 33 CATACTGGGAGAT 0.446

+ 13 1521_1522 p.T229fs|ZPLD1_u NM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANracellular (Potential). 5 GAAAACCAAAGTA 0.351 rs148150314

+ 1 507_509 me_Del_p.K22del| NM_017548 NP_060018 Q9UKY7 CDV3_HUMAN Poly-Lys. 0 GGGACAAGAAGAA 0.325

- 9 782 me_Shift_Del_p.R1 NM_178130 NP_835231 Q86XW9 TXND6_HUMAN NDK. 5 GGTCACGGGGGC 0.587 rs80092642

- 10 1701_1703 1bpf.1_In_Frame_ NM_014498 NP_055313 O00461 GOLI4_HUMAN -rich.|Lumenal (Potential). 5 TTGCCACctgctgct 0.374 rs61743912

- 28 3481_3482 3A3_uc003ftx.3_5' NM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1 TGACCCAAAAAA 0.381

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

- 3 530_531 |UGDH_uc003gul.1 NM_003359 NP_003350 O60701 UGDH_HUMAN 4 TGGTAGAAAAAAA 0.297



- 6 542 AD2_uc003gyu.2_I NM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0 ATCTTCAAAAAAA 0.393

- 3 416_418 .1_5'UTR|NUP54_ NM_017426 NP_059122 Q7Z3B4 NUP54_HUMAN ch.|9 X 2 AA repeats of F-G 2 TAGTTTGCTGCTG 0.394

+ 1 3100_310203igz.2_In_Frame_ NM_032961 NP_116586 Q9P2E7 PCD10_HUMANCytoplasmic (Potential). 2 TGCCTCTGCTGCT 0.581

- 2 1076_1078 me_Del_p.P343de NM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. 0 AGGGATTgtggtggt 0.35

- 10 7220 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 21. 12 TCTGAGTAGTGAG 0.483

- 7 919 AH5_uc003jfe.1_R NM_001369 NP_001360 Q8TE73 DYH5_HUMAN .|Stem (By similarity). 31 AGAGTCTTTTTTT 0.517

- 3 473_475 1_In_Frame_Del_p NM_016107 NP_057191 Q96KR1 ZFR_HUMAN Ala-rich. 0 TGGGGGTGGTGG 0.483

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgccgctgccgccgcc 0.391

- 1 991_993 Frame_Del_p.E29 NM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6 TGGCTCTCCTCCT 0.522

+ 4 743 M3B_uc010jew.1_5' NM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN 11 TGCTTTGATCAGT 0.398

- 3 512_514 0jii.2_In_Frame_D NM_138379 NP_612388 Q96H15 TIMD4_HUMAN ar (Potential).|Thr-rich. 2 GGGGCTTGTTGT 0.537

- 2 823 FIP2_uc003lwr.2_I NM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0 TCACCACCCCCC 0.582

- 15 2057 BBR1_uc003nmu.3 NM_001470 NP_001461 Q9UBS5 GABR1_HUMANcellular (Potential). 7 CAGCTGGGGGG 0.363

- 1 156_157 NM_032020 NP_114409 Q9BTY2 FUCO2_HUMAN 1 cggcggcggcagcag 0.599

+ 9 3753_37552_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN dic).|Cytoplasmic (Potentia 19 CCGCGGACGACG 0.65

+ 9 3846_38482_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN dic).|Cytoplasmic (Potentia 19 GGAAGAGGAGGA 0.64

+ 6 1162 slz.1_Frame_Shift_ NM_003751 NP_003742 P55884 EIF3B_HUMAN teraction with EIF3E.|WD 1 0 CTCTATGGGGGGG 0.478

- 3 1548 uc003szu.1_5'Flan NM_014817 NP_055632 Q7L0X0 TRIL_HUMAN lar (Potential).|LRRCT. 0 GGGCCGGGGGG 0.662

+ 1 403_405 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN 1 CCGCTCTGCTGCT 0.749

+ 30 5386_5387 kbi.1_Frame_Shift_ NM_015052 NP_055867 Q76N89 HECW1_HUMAN HECT. 23 GCTGTTAACAGC 0.505

+ 7 890_892 03toi.3_In_Frame_ NM_001100159 NP_001093629 Q8NEG2 CG057_HUMAN 1 GGTTGCAGCAGC 0.473

- 4 453_455 _Frame_Del_p.D9 NM_016086 NP_057170 Q9Y6J8 STYL1_HUMAN Rhodanese. 0 TCTGAATCATCAT 0.389

- 10 1091_1092_p.S339fs|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN y).|ABC transmembrane typ 6 GGATTGAAAAAAA 0.347

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 AATAACATTTTTTT 0.398

+ 5 881 wsk.2_Frame_Shift_ NM_153332 NP_699163 Q8IV48 ERI1_HUMAN Exonuclease. 0 GGTACTAAAAAAA 0.328

+ 12 3531 xuf.2_Frame_Shift_ NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN case ATP-binding. 9 TGGCCCTTTTTTA 0.418

+ 3 331 rame_Shift_Del_p.T NM_052832 NP_439897 Q8TE54 S26A7_HUMAN lasmic (Potential). 2 TGCATACCCCCCA 0.398

- 23 3681_3682p.K981fs|RGS22_u NM_015668 NP_056483 Q8NE09 RGS22_HUMAN Potential. 7 CTGCCAATTTTTT 0.312 rs7841915

- 45 6393_6394 ks.1_Frame_Shift_ NM_015902 NP_056986 O95071 UBR5_HUMAN 28 CCCCTTCTTTTTTT 0.381

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 aggggatgaggaggag 0.552 4;rs2272753;rs137878905

- 2 331 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1 GCTGGCCCCCCC 0.632

- 6 1681_1683 Q376del|ARHGAP NM_025251 NP_079527 Q9C0H5 RHG39_HUMAN 0 CACTTCTGCTTGG 0.704 rs77462981

- 7 2587 PIGO_uc003zwf.2_ NM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3 GAGACGGGGGG 0.662 rs148341577

+ 3 1021_10234bag.1_In_Frame_ NM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 tcaccatcaccaccacc 0.483

+ 10 1284_12864bhp.2_In_Frame_ NM_152786 NP_689999 Q8TAL5 CI043_HUMAN Gln-rich. 0 agcagcggcagcagca 0.438

- 22 6093 vf.2_Frame_Shift_D NM_002160 NP_002151 P24821 TENA_HUMAN nectin type-III 15. 7 TGCCCGGGGGG 0.478 rs148674204

- 3 128_129 _Shift_Ins_p.K34fs NM_016390 NP_057474 Q5T280 CI114_HUMAN 0 CCTTCCATTTTTTT 0.525

+ 43 5050 NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 TGTGCACCCCCG 0.587

+ 14 2226_2228C9orf86_uc004cjl.1 NM_024718 NP_078994 Q3YEC7 PARF_HUMAN with CDKN2A.|Lys-rich. 0 TCTaaggagaagaag 0.532

+ 13 2110_2112E598del|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMAN lasmic (Potential). 1 CAGCGAGGAGGA 0.739

+ 7 563 NM_005635 NP_005626 Q16384 SSX1_HUMAN 1169 GACCCAAAAGGG 0.493

- 1 454_456 33A_uc004efr.1_5 NM_004538 NP_004529 Q99457 NP1L3_HUMAN Ser-rich. 2 gccactagtgctgctgctg 0.217

+ 2 431 AP36_uc004ewb.2_ NM_144967 NP_659404 Q6ZRI8 RHG36_HUMAN 3 CCTTCATTTTTTT 0.542

- 14 2723 _p.A823fs|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN Potential).|Ig-like C2-type 8. 5 CACTGGCCCCCG 0.488

+ 2 555 fcr.2_Frame_Shift_ NM_002025 NP_002016 P51816 AFF2_HUMAN 5 GCACTTAAAAAAA 0.378

+ 2 368 3_5'Flank|PNMA3_ NM_013364 NP_037496 Q9UL41 PNMA3_HUMAN 3 ctggtgtcggggggaac 0.07

- 1 203 k|PEX14_uc010oa NM_004401 NP_004392 O00273 DFFA_HUMAN CIDE-N. 0 GGAGGCGGCCAC 0.706



+ 67 12633_12634_Shift_Del_p.V3351 NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 CAGTGTTATAACTT 0.465

- 23 3493 ayz.1_Frame_Shift NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 4. 0 CTATGTCAACAGC 0.488

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANmenal (Potential). 1 GCCTGCCTCCTC 0.606

+ 4 552 9vws.1_Frame_Sh NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 CCTCTTCCCCCCA 0.572

- 2 836 201fs|ZCCHC11_uc NM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3 TTTTCTCCCCCTA 0.388

- 6 729 173_uc001dgi.3_5 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN 5 ATTACTGGGAAGA 0.418

- 2 368 1ebp.1_Frame_Sh NM_019099 NP_061972 Q9NTI7 CA183_HUMAN 2 GGTCCTGGGACC 0.622

- 12 1907_1908 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3 CTTCTTGAGCTTG 0.55

- 2 3439 ne.1_Frame_Shift_ NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 cctcctgctgcacctcctc 0.174

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

- 12 2457 1gjv.2_Splice_Site_ NM_172071 NP_742068 Q5TC82 RC3H1_HUMAN 2 TTGCTTACTTCTT 0.277

+ 7 1456_1457_Ins_p.378_379ins NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|17 1 CTGCACCCACCA 0.653 rs149342058

+ 7 1633_1634_Ins_p.435_436ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|24; appro 1 CCACCAAGTCTG 0.639

- 19 9180_9181p.L1390fs|ASPM_u NM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 35. 6 ATAGCTAGATATTC 0.351

- 4 586 _p.I113fs|TMEM9_ NM_016456 NP_057540 Q9P0T7 TMEM9_HUMANcellular (Potential). 0 TACCTTGATGGTG 0.587

- 4 2151 NM_025179 NP_079455 O75051 PLXA2_HUMANular (Potential).|Sema. 3 CACCATGGGGGGG 0.592

+ 5 950 FBXO28_uc010pvc NM_015176 NP_055991 Q9NVF7 FBX28_HUMAN 5 GAAACTGCTAGAG 0.473

- 19 2298_2299_p.C122fs|DIP2C_u NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 AACTGCACACAC 0.54

- 14 1692 NM_015155 NP_055970 Q92615 LAR4B_HUMAN 3 TGTTTTCAAACAA 0.413

- 10 1480 p.Q352fs|GDI2_uc NM_001494 NP_001485 P50395 GDIB_HUMAN 0 TCACCTGGCTTTC 0.453

+ 4 508 _Shift_Del_p.P24fs NM_001008213 NP_001008214 Q96CV9 OPTN_HUMAN 2 AATGGACCCCCCC 0.557

+ 5 1009 1jrp.2_Frame_Shift NM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANe.|Extracellular (Potential). 3 ATGGCTCAAGAAT 0.587

- 5 868 c009xvi.2_RNA|AR NM_032900 NP_116289 Q14CB8 RHG19_HUMAN Rho-GAP. 0 CTCACATTTTTTG 0.378

- 2 441 1kov.2_Frame_Shi NM_018058 NP_060528 Q9NQ79 CRAC1_HUMAN 5 CCCGCTGGGACC 0.507

- 3 1546 45_splice|CHST15_ NM_015892 NP_056976 Q7LFX5 CHSTF_HUMAN 1 CGCCTTACCGATA 0.554

+ 1 756 _uc001mam.1_Int NM_001004750 NP_001004750 Q9H340 O51B6_HUMAN Name=6; (Potential). 2 TGTCACTGTAGTT 0.443

+ 25 8653_86555del|DNHD1_uc001 NM_144666 NP_653267 Q96M86 DNHD1_HUMAN Glu-rich. 2 GAGAGTgaggagga 0.507

- 2 507_509 NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN 5 AGCCCCcagcagca 0.527

- 4 659 EIF4G2_uc001mjd NM_001418 NP_001409 P78344 IF4G2_HUMAN MIF4G. 2 CCTCTTACTTTCC 0.433

+ 7 1258 Shift_Del_p.V286fs NM_018393 NP_060863 Q9NUJ3 T11L1_HUMAN 0 GCCAGTGGGGGG 0.542

+ 30 3229 GKZ_uc009yky.1_S NM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3 CTCCAGCCCCCC 0.649 rs3832759

+ 1 578_579 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 ATACATACAACACC 0.406 rs147828358

- 12 2431 BP_uc009ymr.1_R NM_002556 NP_002547 P22059 OSBP1_HUMAN 1 AACATTCCATTTT 0.517

- 5 593 XN1_uc001nuk.2_F NM_015853 NP_056937 Q04323 UBXN1_HUMAN nteraction with BRCA1. 0 TCGGCCTTTTCCC 0.537

- 2 598_600 1orf95_uc001nxs.2 NM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 tcctcttcttcctcctcctcc 0.532

+ 9 2328 _p.I493fs|SLC22A1 NM_144585 NP_653186 Q96S37 S22AC_HUMAN 1 CACCATCCAAGAT 0.602

+ 7 801 2_5'Flank|C11orf68 NM_006442 NP_006433 Q14919 NC2A_HUMAN Pro-rich. 0 CCTTTGCCCCCAG 0.647

+ 17 1651 45_splice|CTTN_u NM_005231 NP_005222 Q14247 SRC8_HUMAN 1 CTTTTAGAGGACA 0.51

- 16 2389 _p.E489fs|ARAP1_ NM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1 GCTTTTCCAGGGG 0.627

+ 2 123 e_Shift_Del_p.L41f NM_025098 NP_079374 Q3SYC2 MOGT2_HUMAN ical; (Potential). 2 AGCCCTCCTGTTT 0.597

- 2 372 ozg.2_Frame_Shift NM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6 ACCTGTGCTCTCC 0.517

- 29 5622 yvb.1_Frame_Shift_ NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN cellular (Potential). 4 CTGTCTGTATCAC 0.537

+ 36 5710_5711_Shift_Del_p.L427f NM_000051 NP_000042 Q13315 ATM_HUMAN 240 GTTTTTAGAAGTAC 0.317

+ 3 2335 LL_uc001psz.1_Fra NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 CTCTCACCCCCCC 0.453

+ 7 1236_1237me_Shift_Del_p.V2 NM_001655 NP_001646 P48444 COPD_HUMAN MHD. 0 GTGACGTAGGGG 0.436

- 6 1503_1505RL1_uc001pwu.1_In NM_002855 NP_002846 Q15223 PVRL1_HUMANCytoplasmic (Potential). 0 CCACCGCcctcctcc 0.576



- 7 915 010sbo.1_5'Flank| NM_003139 NP_003130 P08240 SRPR_HUMAN 0 AAGCTGCCCCCCA 0.527

- 6 1100_1118 5A_uc010sdn.1_F NM_001042603 NP_001036068 P29375 KDM5A_HUMAN 3 AGCCCACAACCT 0.342

- 9 1657_16593_554PP>P|IFFO1 NM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0 GCTTGGCGGCGG 0.601 rs144019095

- 4 745_747 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TCCTGGAGGAGG 0.611

- 4 946 |LRP6_uc010shl.1 NM_002336 NP_002327 O75581 LRP6_HUMAN eta-propeller 1.|LDL-recepto 12 ATCCATGGGAGAG 0.433

- 13 2119_212001rja.2_Frame_Shif NM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN TPR 6. 0 GTCTTCCCAAGT 0.5

- 10 1940 NM_003482 NP_003473 O14686 MLL2_HUMAN of S/P-P-P-E/P-E/A.|Pro-rich 41 CAGGTGGGGGG 0.637

- 27 3380_3382a.2_Intron|SMARCC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6 GAGCAGGAGGAG 0.591

+ 11 1468_1469ntron|MDM2_uc009 NM_002392 NP_002383 Q00987 MDM2_HUMAN or interaction with USP2. 3 ACAATCACAAGA 0.361

+ 6 1196_1198 me_Del_p.P402de NM_007007 NP_008938 Q16630 CPSF6_HUMAN Pro-rich. 0 TTCTTTCCTCCAC 0.576

- 12 1471 0_splice|NAP1L1_ NM_139207 NP_631946 P55209 NP1L1_HUMAN 2 GCTTACATCATCA 0.345

- 2 315 syn.2_Frame_Shift NM_203394 NP_976328 Q96AV8 E2F7_HUMAN 3 CATTTTCCCCATC 0.373

+ 1 79 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0 GAATCTGCCTTTG 0.537

+ 11 1305 _Shift_Del_p.A322 NM_001114185 NP_001107657 Q03426 KIME_HUMAN 0 CGGTGCCCCCGG 0.662

+ 9 1152 01trp.3_Frame_Sh NM_001082537 NP_001076006 Q2MV58 TECT1_HUMAN 0 CGTTCTGGGGACA 0.398

- 6 1088 vq.2_Frame_Shift_ NM_181486 NP_852259 Q99593 TBX5_HUMAN T-box. 8 GCTGTATTTTTTG 0.408

- 9 1164 xj.1_Splice_Site_p. NM_007174 NP_009105 O14578 CTRO_HUMAN 10 CTACTTACAGTTA 0.398

- 5 948 1ufx.1_Frame_Shif NM_025140 NP_079416 Q53HC0 CCD92_HUMAN 0 GGCGATGGGGGG 0.682 rs147939560

+ 6 2495_2496_p.T222fs|ZNF664_ NM_152437 NP_689650 Q8N3J9 ZN664_HUMAN 0 CCACACAGGAGA 0.515

- 2 1065_1067 _Intron|SALL2_uc0 NM_005407 NP_005398 Q9Y467 SALL2_HUMAN Poly-Ser. 3 gaggaagaggaggag 0.512

- 7 1366 p.P369fs|CDH24_u NM_022478 NP_071923 Q86UP0 CAD24_HUMAN r (Potential).|Cadherin 3. 1 GGCTCTGGGGCA 0.642

- 19 4033_4034_uc001wiq.3_Fram NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Asp/Glu/Lys-rich. 4 CTTTCTGAACGAT 0.421

+ 2 231 NM_004094 NP_004085 P05198 IF2A_HUMAN S1 motif. 1 TGAAATGGGGGC 0.279

+ 1 607_609 NM_003403 NP_003394 P25490 TYY1_HUMAN /Glu-rich (acidic). 0 ggtgggcgaggaggag 0.34

- 11 1570_1571zqp.2_Frame_Shift NM_173500 NP_775771 Q6IQ55 TTBK2_HUMAN 7 CTCCTGGGGACG 0.361

- 18 2278 a.1_RNA|MYO5C_ NM_018728 NP_061198 Q9NQX4 MYO5C_HUMANyosin head-like. 14 ACCTCCTTTTTAT 0.493

- 4 629_630 CLN6_uc010ujz.1_ NM_017882 NP_060352 Q9NWW5 CLN6_HUMAN 0 CGGCTTGAGATT 0.614

+ 5 471 n.1_RNA|FANCI_uc NM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2 ATCTTTGGAGTTA 0.393

+ 7 1157 _Shift_Del_p.K265 NM_018671 NP_061141 Q9H3U1 UN45A_HUMAN 2 GGTGTCAAAAAAG 0.562

+ 8 947 rame_Shift_Del_p. NM_000693 NP_000684 P47895 AL1A3_HUMAN 4 GAGCTGGGGGG 0.572 rs142377552

+ 3 1065 dgb.3_Frame_Shift NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN cellular (Potential). 1 TCTCTACCAGAGC 0.463

+ 15 1993_1995p.S436del|SLC5A1 NM_052944 NP_443176 Q8WWX8 SC5AB_HUMAN lasmic (Potential). 2 GAGGCCAGCAGCA 0.542

+ 25 5954 e_Shift_Del_p.P165 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 TCTGGTCCCCCCA 0.612

- 6 3848 vgn.1_Frame_Shift NM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 27. 4 GGATTTGGATCTC 0.438

- 2 506_508 ame_Del_p.S62del NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN Poly-Ser. 8 ccgccgccgctgctgctg 0.463 rs13336129

+ 5 1317_1319ehx.2_In_Frame_D NM_024335 NP_077311 P78412 IRX6_HUMAN 6 ggaggaagaggaggag 0.493

- 14 1166_1168 h.2_In_Frame_Del NM_001297 NP_001288 Q14028 CNGB1_HUMANCytoplasmic (Potential). 4 tcctcctcttcctcctcctc 0.414

+ 16 2002_2004me_Del_p.S549del NM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4 CTCTCCcagcagca 0.453

- 8 1497 KL_uc002fdc.2_Int NM_152649 NP_689862 Q8NB16 MLKL_HUMANProtein kinase. 2 TTTCCTCAACTCA 0.423

+ 1 90_92 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1 ggcgacgaggaggag 0.305

+ 13 2245_2247p.K762del|CHD3_u NM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1 AGTATAAGAAGAA 0.488

+ 1 149 hift_Del_p.G11fs|RA NM_016492 NP_057576 Q9HD47 MOG1_HUMAN 0 CTGTTCGGGGGC 0.617

- 30 4166_4168E1388del|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2 CCTGGCCTCCTCC 0.596

+ 4 1276_1278 SMCR7_uc010vxq NM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0 CGGCGGCTGCTG 0.685

+ 9 965_966 p.E205fs|MAP2K3_ NM_145109 NP_659731 P46734 MP2K3_HUMANProtein kinase. 0 AGCCTGAGAGGA 0.619

- 13 1600 p.K465fs|CCT6B_u NM_006584 NP_006575 Q92526 TCPW_HUMAN 1 AAGTTGTTTTTTT 0.289

+ 6 1122 wfe.1_Frame_Shift_ NM_000964 NP_000955 P10276 RARA_HUMAN gand-binding. 3 GACATTGACCTCT 0.572



- 9 1271 2hzi.3_Frame_Shift NM_012448 NP_036580 P51692 STA5B_HUMAN 6 CACCTGGGGGG 0.577 rs144993426

- 11 1774_17753K14_uc010daj.1_ NM_003954 NP_003945 Q99558 M3K14_HUMAN th ZFP91.|Protein kinase. 8 AGGGATGTAGTC 0.574

- 4 933 0dbh.1_Frame_Shif NM_018952 NP_061825 P17509 HXB6_HUMAN Homeobox. 0 CTCTCCTTTTTCC 0.602

+ 20 2951 0195_uc010wsb.1_ NM_014738 NP_055553 Q12767 K0195_HUMAN 1 CGAGATCCCCCC 0.612

- 13 2084 2jqe.2_Frame_Shif NM_007292 NP_009223 Q15067 ACOX1_HUMAN 1 GCGAATCAGAGTG 0.408 rs79605652

+ 26 4173 p.P1237fs|PTPRM_ NM_002845 NP_002836 P28827 PTPRM_HUMANphatase 2.|Cytoplasmic (Po 6 ATCCTGCCCCCAG 0.597

- 8 855 NM_005570 NP_005561 P49257 LMAN1_HUMAN 1 GTGGGCTTTTTTT 0.294

+ 4 1419_1420 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN Pro-rich. 8 CTCATTCCCCCC 0.644

+ 14 1937 409fs|HMHA1_uc0 NM_012292 NP_036424 Q92619 HMHA1_HUMAN 1 CTAGGTCCCCCGT 0.662

+ 8 1578_1579_p.T432fs|SMARCA NM_003072 NP_003063 P51532 SMCA4_HUMAN p.?(1) 67 TGGAGACAGCCC 0.629

- 8 1346_13472mwy.3_Frame_Sh NM_001127221 NP_001120693 O00555 CAC1A_HUMAN lasmic (Potential). 2 GTTCTCCACCCG 0.45

+ 10 1017_10183_5'Flank|KIAA089 NM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0 GTGCTGGACTGC 0.639

+ 11 1955_1956 0xqv.1_Frame_Sh NM_017660 NP_060130 Q86YP4 P66A_HUMAN 0 TCCGTCACCCAA 0.663

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMAN lasmic (Potential). 1 CCCGCCTTCTTC 0.601

+ 8 1917 _p.S598fs|CEACAM NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2 TCATTTCCCCCCC 0.547

- 3 1652 _p.A536fs|DMWD_u NM_004943 NP_004934 Q09019 DMWD_HUMAN 0 TCTCTGCCCCCCG 0.706

+ 2 603_605 NM_014330 NP_055145 O75807 PR15A_HUMANcalization in the endoplasmi 1 TTTTGGATGATGA 0.571

- 1 166_168 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 CACCACcagcagca 0.596

- 10 2162_216327A5_uc002qtb.2_ NM_012254 NP_036386 Q9Y2P5 S27A5_HUMAN lasmic (Probable). 0 TCCCTCACACAC 0.604

+ 7 1087_1088 rbt.2_Frame_Shift_ NM_145693 NP_663731 Q14693 LPIN1_HUMAN 4 GAAATGCTTTGG 0.48

+ 7 1477 GBL5_uc002rid.2_F NM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN 2 TACCATCCCCCCC 0.512

+ 7 1438 ov.2_Frame_Shift_ NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8 TTTCCTCCTAACA 0.363

+ 8 1039 Shift_Del_p.L75fs|VNM_001130482 NP_001123954 Q86Y07 VRK2_HUMANProtein kinase. 1 TTATTTAGGAATT 0.279

- 7 654_655 A1_uc002sgl.3_RN NM_022173 NP_071505 P31483 TIA1_HUMAN RRM 2. 0 CCCTTAGACTTTC 0.386

+ 54 6461 DYSF_uc010fej.2_F NM_003494 NP_003485 O75923 DYSF_HUMAN lasmic (Potential). 7 TGGTTTACCTCCC 0.493

+ 1 147_152 2sjf.1_In_Frame_D NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN Glu-rich. 9 GAGCTggaggagga 0.403 rs72319667

- 2 269 A4C_uc002sxg.3_5 NM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN 2 CACTCACCCCCAG 0.607

+ 22 3486_34870yvq.1_Frame_Shif NM_015904 NP_056988 O60841 IF2P_HUMAN 3 AGTACATTTTTAAT 0.401

+ 1 253 .3_Intron|TMEM18 NM_144632 NP_653233 Q6ZP80 TM182_HUMAN 0 CTTTTTGGTGGCT 0.383

- 3 1148 uc002too.1_5'Flank NM_017969 NP_060439 Q96ST2 IWS1_HUMAN approximate tandem repeat 1 TTCCTTGGGGGAT 0.557

+ 11 1572 _p.K327fs|ACVR2A NM_001616 NP_001607 P27037 AVR2A_HUMAN(Potential).|Protein kinase. 13 GTGCATAAAAAAA 0.368

- 15 2279 0zcx.1_Frame_Sh NM_014900 NP_055715 Q53SF7 COBL1_HUMAN 3 TCCCATCAAAACT 0.373

- 4 986 Shift_Del_p.G87fs| NM_022152 NP_071435 Q969X1 TMBI1_HUMAN 0 CACTCTCCAGGCC 0.582

+ 4 350 _p.L117fs|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 TCCCACTTTTTTT 0.413

- 16 1630 p.G552fs|FARSB_ NM_005687 NP_005678 Q9NSD9 SYFB_HUMAN 1 ACATATCCCCCCT 0.453

+ 20 2479 _p.Y783fs|PSMD1_ NM_002807 NP_002798 Q99460 PSMD1_HUMAN 2 TGGCTTATACCCC 0.433

+ 26 3123 _Shift_Del_p.F993 NM_152879 NP_690618 Q16760 DGKD_HUMAN 5 CAGCTTCGTCCTG 0.597

- 7 745_746 10zpi.1_Frame_Sh NM_153269 NP_695001 Q9NUD7 CT096_HUMAN Potential. 0 GGTCTTCTCAAT 0.545

+ 7 1231 wil.2_Frame_Shift_ NM_139321 NP_647537 O75882 ATRN_HUMAN ar (Potential).|Kelch 1. 2 TGGCTTCCACTAA 0.373

+ 1 464_466 BD3_uc010zrf.1_5'U NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN Poly-Ser. 3 CAAATACcagcagca 0.335

+ 1 27_29 NM_080826 NP_543016 B1AKI9 ISM1_HUMAN 0 CGGCCGAgctgctgc 0.517

- 2 446_447 BCL2L1_uc002ww NM_138578 NP_612815 Q07817 B2CL1_HUMAN 2 ATCACTAAACTGA 0.525

+ 5 708 p.E65fs|TM9SF4_u NM_014742 NP_055557 Q92544 TM9S4_HUMAN 2 AGAAGGAAAAAGA 0.557

+ 4 755_756 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN 2 CCTACCATCAAAA 0.485

+ 8 1393 02xiy.1_Frame_Sh NM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2 GTACCACCCCCCC 0.448

+ 6 840_842 me_Del_p.S121de NM_001048225 NP_001041690 0 TCTAGGAcctcctcc 0.463

+ 7 1184 _p.L300fs|LSM14B_ NM_144703 NP_653304 Q9BX40 LS14B_HUMAN FFD box. 0 TGAACTCAAGACC 0.547



+ 1 216 BGR_uc002yxz.2_I NM_007341 NP_031367 P55822 SH3BG_HUMAN 0 TGTGTTGGGGGG 0.552

+ 38 8691_8692CNT_uc002zjj.2_Int NM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8 CTCTGGAGAGAG 0.574

- 10 847_849 y.1_In_Frame_Del_ NM_005659 NP_005650 Q92890 UFD1_HUMAN 0 CCCCTTTCTTCTT 0.512

+ 6 612_614 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 ggcgctacagcagcagc 0.148

- 2 658 ADORA2A_uc010guo.1_5'Flank|ADORA2A_uc010gup.2_5'Flank|ADORA2A_uc010guq.2_5'Flank|ADORA2A_uc003 0 GAGCATCAGGGA 0.602

+ 7 3642 atq.1_Frame_Shift NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CCTCCTCCCCACC 0.627

+ 3 267 rf32_uc003bca.2_5 NM_001002034 NP_001002034 Q6ICB4 SESQ2_HUMAN PH. 0 CACCTGGGGGG 0.632

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1 CAGAGGATGATGA 0.478 rs141840500

- 1 5454_5456Q1774del|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5 TCCTTCTGCTGCT 0.601

+ 17 2268 N4_uc003bpe.2_F NM_175607 NP_783200 Q8IWV2 CNTN4_HUMANonectin type-III 1. 7 GGATTGGGGAGC 0.522

- 6 806 me_Shift_Del_p.P2 NM_022094 NP_071377 Q96AQ7 CIDEC_HUMAN 1 CCCTTGGGGGG 0.607

+ 40 4041 _Splice_Site_p.R13 NM_033084 NP_149075 Q9BXW9 FACD2_HUMAN 4 ACCGGGTAAGAG 0.473

- 1 270_272 BP5_uc003bzq.1_I NM_004844 NP_004835 O60239 3BP5_HUMAN Glu-rich. 0 atcccctcttcctcctcctc 0.522

- 8 1568_1570 3cum.2_In_Frame NM_016453 NP_057537 Q9NZQ3 SPN90_HUMAN 0 TCTGTCTGCATGT 0.606

- 10 1136_1137 NM_000884 NP_000875 P12268 IMDH2_HUMAN 1 CACCTTGTACAC 0.569

- 5 491 _p.G17fs|QARS_uc NM_005051 NP_005042 P47897 SYQ_HUMAN 1 CATTTTGCCATCT 0.517

+ 14 1647 dgm.2_Frame_Shif NM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9 TCAACGGGGGG 0.602

- 17 3333 dic.3_Frame_Shift_ NM_015224 NP_056039 Q9UK61 CC063_HUMAN 5 GATCACTACACAG 0.433

+ 7 1003 128_uc011bhc.1_I NM_032787 NP_116176 Q96K78 GP128_HUMAN cellular (Potential). 4 GTCTTTGGGTAAT 0.368

- 23 2582 _p.V764fs|STAG1_u NM_005862 NP_005853 Q8WVM7 STAG1_HUMAN 2 TCAATACCAACAA 0.373

- 1 150_152 94A_uc003eyh.2_5 NM_152394 NP_689607 Q7L0X2 F194A_HUMAN Glu-rich. 3 ccacctcttcctcctcctc 0.232

+ 6 1672 2_Frame_Shift_De NM_207293 NP_997176 Q9NR56 MBNL1_HUMAN 1 GTACTTCCCCCAT 0.393

+ 5 440_441 03fcr.1_Intron|IQC NM_001042705 NP_001036170 Q1A5X6 IQCJ_HUMAN 0 CTCTTGGAGGTTG 0.475

- 26 3135_3137 NM_001041 NP_001032 P14410 SUIS_HUMAN crase.|Lumenal. 14 TTTTTGTGATATTT 0.369

+ 2 210_212 NM_001145248 NP_001138720 C9JC47 F157A_HUMAN Gln-rich. 0 GAACTGgcagcagc 0.399

+ 1 4021_4022 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CCTGCTCACACG 0.653

- 24 2669 cg.1_Frame_Shift_ NM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4 GGGGTGGGGGC 0.637

+ 11 1685_1686me_Shift_Del_p.V49 NM_001119 NP_001110 P35611 ADDA_HUMAN 1 GAGGTCCAGGAG 0.535

+ 8 2077 _p.L637fs|WFS1_u NM_001145853 NP_001139325 O76024 WFS1_HUMAN ical; (Potential). 2 CATCCTGGTGTGG 0.587 rs145163802

+ 2 830 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMAN lasmic (Potential). 2 CCACCTGGCTCAG 0.637

+ 4 2960_2961_p.N871fs|REST_u NM_005612 NP_005603 Q13127 REST_HUMAN 9 GGAAAATTTAAGAG 0.441

+ 4 1178 s|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 6.|Thr-rich. 4 CGTCTTCCCCAGC 0.557

+ 1 1079 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN 0 GCACATGGACATC 0.428

+ 1 555 NM_031296 NP_112586 Q9H082 RB33B_HUMAN 0 GCGCTGGCCGC 0.607 rs149649513

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 GCTggtggtggcggcg 0.386 907220;rs72269802

- 12 2150 cih.1_Frame_Shift_ NM_033632 NP_361014 Q969H0 FBXW7_HUMAN p.S668fs*26(1)|p.S668 308 CCCACTCCCCCCA 0.488

- 21 4315 10iuq.1_Frame_Sh NM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 6. 9 TATCTTGAAGCCC 0.567

- 15 2417 10iuq.1_Frame_Sh NM_030955 NP_112217 P58397 ATS12_HUMAN Spacer 1. 9 TCAGGTAATATTT 0.463

- 6 1177_1194 AP2A_uc003jpz.2_ NM_003711 NP_003702 O14494 LPP1_HUMAN lasmic (Potential). 2 CTTTCTTTAAAAGA 0.381

+ 5 747 _p.L145fs|SFRS12 NM_139168 NP_631907 Q8WXA9 SREK1_HUMAN 0 CAGTTTGGGAGC 0.403

+ 7 1194 _p.F311fs|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN Myb-like. 2 AGATATGTTTTTTT 0.294

+ 2 237_240 _p.K19fs|AP3S1_u NM_001284 NP_001275 Q92572 AP3S1_HUMAN 0 TATCTAAGAGAGA 0.304 rs80118146

+ 8 2534 _p.C792fs|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 CCACTTGCTCTGA 0.483

+ 4 546_547 c.2_RNA|GPX3_uc NM_002084 NP_002075 P22352 GPX3_HUMAN 0 ACCAGGAGAGAA 0.49

+ 1 1090_1093 NM_000679 NP_000670 P35368 ADA1B_HUMAN ame=6; (By similarity). 1 TTGTGCTGGCTA 0.485

- 3 384_385 l_p.S77fs|SLU7_uc NM_006425 NP_006416 O95391 SLU7_HUMAN 1 CTTTTTGAAGGAT 0.337

- 2 171 _Shift_Del_p.G57fs NM_016391 NP_057475 Q9Y3C1 NOP16_HUMAN 2 AGCCAACCCCATC 0.592



- 6 1314 _uc003mfd.1_Intro NM_016290 NP_057374 Q96RL1 UIMC1_HUMAN AIR. 4 TCAAGCTTTTAAT 0.418

+ 23 6934 p.K1997fs|NSD1_u NM_022455 NP_071900 Q96L73 NSD1_HUMAN Pro-rich. 3 CTCTCCAAAAAAG 0.517 rs142030334

+ 1 1122_1123 NM_001453 NP_001444 Q12948 FOXC1_HUMAN Poly-Gly. 1 gcagctcgggcggcgg 0.49 rs71807729

+ 6 1502 0jqy.1_Frame_Shift NM_006298 NP_006289 Q15776 ZN192_HUMAN C2H2-type 5. 0 GAGTGTGGGAAAG 0.498

- 3 758 npn.2_Frame_Shif NM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0 AGATCTCCCCAGC 0.532

+ 13 1843 ru.2_Intron|DDR1_ NM_013993 NP_054699 Q08345 DDR1_HUMAN |Cytoplasmic (Potential). 9 CCCGGGCCCCCC 0.682

- 8 922_924 .1_In_Frame_Del_ NM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN Poly-Glu. 1 tcctcctcttcctcctcctcc 0.296

+ 2 246 oei.2_Frame_Shift_ NM_024165 NP_077084 O43189 PHF1_HUMAN 0 CGCAGCCCCCCC 0.557

+ 2 479 NM_152735 NP_689948 Q96C00 ZBTB9_HUMAN BTB. 0 GCCTCTCCTTACT 0.557

+ 7 1266 _p.P268fs|FOXP4_ NM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1 GTCTCACCCCCCC 0.677

- 65 11987_11988p.I3838fs|DST_uc0 NM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 10. 14 GTCATGATTTTATG 0.366

- 9 2112_2113_p.K585fs|FBXL4_u NM_012160 NP_036292 Q9UKA2 FBXL4_HUMAN LRR 9. 2 AAGATCTTTACAA 0.332

+ 1 939_941 .G270del|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Gly-rich. 2 ggcagcggaggagga 0.158

- 4 650 3sqc.2_Intron|DAG NM_139179 NP_631918 Q8NCG7 DGLB_HUMAN lasmic (Potential). 3 CATTTTCCCCCCA 0.527

- 14 3432 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMAN1.|Extracellular (Potential). 3 CAGCCATTTAGAA 0.498

- 5 773 kug.2_Frame_Shif NM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3 ATACTCTGATGGG 0.423

+ 8 2001_2002Shift_Ins_p.P420fs NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 ccgccccacctcacatc 0.134

+ 5 1242_1243_p.H229fs|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCAGCACCCCCC 0.649 rs143934697

- 2 786 .1_Intron|CCDC14 NM_006682 NP_006673 Q14314 FGL2_HUMAN nogen C-terminal. 2 CAGCCTCCCCCCA 0.483

+ 11 1177 _p.I272fs|ZNF277_ NM_021994 NP_068834 Q9NRM2 ZN277_HUMAN 4 AATTTTATTCGGA 0.358

+ 7 1118_1119 vuy.2_Frame_Shift NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AGAGAAGAGAGA 0.391

- 11 2513 wyy.2_Splice_Site_ NM_015310 NP_056125 Q9NYI0 PSD3_HUMAN 3 ATACTTACTCTTC 0.323

+ 5 542 3yar.2_Frame_Shift NM_004133 NP_004124 Q14541 HNF4G_HUMAN 1 TAAGCACCAGAAG 0.433

- 6 468 yhd.2_Frame_Shif NM_057749 NP_477097 O96020 CCNE2_HUMAN 0 CTCTCCTTTTTTA 0.323

- 7 1565_1566 3yjk.1_Frame_Shif NM_015435 NP_056250 Q9NV58 RN19A_HUMAN 4 CACCTGCTATGGC 0.386

- 7 1904 l_p.W584fs|LRP12 NM_013437 NP_038465 Q9Y561 LRP12_HUMAN lasmic (Potential). 0 ACGGTTCCAAATG 0.453

+ 8 1139 me_Shift_Del_p.F10 NM_012082 NP_036214 Q8WW38 FOG2_HUMAN C2H2-type 3. 5 CGGCTTCCAGACT 0.502

- 14 1846 _p.P525fs|EIF2C2_ NM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0 CCGGCGGGGGG 0.647 rs148575703

- 4 773_774 3H_uc010mfk.1_5 NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3 CAGTCCACCAGC 0.658

- 4 737_738 _uc003zdk.1_3'UT NM_001024678 NP_001019849 Q50LG9 LRC24_HUMAN 0 GTACCTGTGAGG 0.634

+ 1 568_569 NM_133497 NP_598004 Q8TDN2 KCNV2_HUMAN lasmic (Potential). 2 GGCTTCCCCAAG 0.658

+ 13 2023 mlb.2_Frame_Shift_ NM_003995 NP_003986 P20594 ANPRB_HUMANe.|Cytoplasmic (Potential). 3 GAACCTGATGACA 0.537

+ 5 647 ddo.2_Frame_Shif NM_000950 NP_000941 O14668 TMG1_HUMAN ic (Potential).|Poly-Pro. 2 CCCCACCCCCCC 0.488

- 1 81 OOM4_uc004dpd.3 NM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN PDZ. 1 AGGGTGCCCCCC 0.642

- 7 1047_1048 RMT2B_uc004egt NM_024917 NP_079193 Q96GJ1 TRM2_HUMAN 1 TGACTTAATTTCTG 0.426

+ 3 1556_1558 Q477del|MAMLD1 NM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 Ccagcaacagcagcag 0.433

- 1 203 k|PEX14_uc010oa NM_004401 NP_004392 O00273 DFFA_HUMAN CIDE-N. 0 GGAGGCGGCCAC 0.706

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANmenal (Potential). 1 GCCTGCCTCCTC 0.606

- 31 5335 DE4DIP_uc001elm NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 TATTCTGGGGAGT 0.517

+ 6 700 hift_Del_p.F167fs| NM_004425 NP_004416 Q16610 ECM1_HUMAN roximate repeats.|1. 3 TGGCTTCCCCCCT 0.602

- 18 1926 mb.1_Frame_Shift_ NM_001668 NP_001659 P27540 ARNT_HUMAN 9 CGGCCGGGGGG 0.527

- 11 1604 wmr.1_Frame_Shift NM_001025603 NP_001020774 P48382 RFX5_HUMAN 1 GTTTCCTTTTGGC 0.537

- 4 261_262 01fpl.2_Frame_Sh NM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1 TCTTGTTGAAGAG 0.545

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

+ 20 6213 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16 TGTAATCCCCCCC 0.468

+ 20 2516 TR_uc010pxx.1_Int NM_000254 NP_000245 Q99707 METH_HUMAN binding N-terminal. 3 TAAACCAAAAAAA 0.279



- 11 1419_1421 .P386del|ABI1_uc0 NM_005470 NP_005461 Q8IZP0 ABI1_HUMAN Pro-rich. 1 CCACTGGTGGTG 0.478

- 9 1366 _Del_p.I412fs|PARD NM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1 TGCCTATTTTTTT 0.433

- 8 1142_1144 250TT>T|PCDH15_ NM_033056 NP_149045 Q96QU1 PCD15_HUMAN r (Potential). p.T250N(1) 13 GAGAGTGGTGGT 0.438

+ 10 1630 STAMBPL1_uc001 NM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1 GCTTGTAAAAAAA 0.423

- 13 1003 NM_024541 NP_078817 Q5T2E6 CJ076_HUMAN 0 AAAGTGCCAGAAG 0.348

- 12 2578_2579orf118_uc001lbc.1_ NM_018017 NP_060487 Q7Z3E2 CJ118_HUMAN Potential. 2 CTCTTTCAACAAC 0.356

- 25 3386_3388Frame_Del_p.D839 NM_030962 NP_112224 Q86WG5 MTMRD_HUMAN 3 AGATACATCATCA 0.355

- 5 7272 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 GATTTTGGGTCCC 0.458

+ 4 523_524 Shift_Del_p.P124fs NM_006388 NP_006379 Q92993 KAT5_HUMAN 0 TCTCCAGAGAGA 0.564

+ 9 1355 p.R394fs|NDUFV1_ NM_007103 NP_009034 P49821 NDUV1_HUMAN 1 CGTGAGGGGGG 0.632

- 6 1503_1505RL1_uc001pwu.1_In NM_002855 NP_002846 Q15223 PVRL1_HUMANCytoplasmic (Potential). 0 CCACCGCcctcctcc 0.576

- 4 605 ON_uc001qdd.3_R NM_016952 NP_058648 Q4KMG0 CDON_HUMANPotential).|Ig-like C2-type 2. 6 CAGCCATTTTCCC 0.458

- 3 440_442 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.601

+ 4 1243_1245 NM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2 AAAGACCTCCTCC 0.414 rs79406084

+ 18 1613 fs|TENC1_uc001sb NM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. 2 GGCAGACCCCCC 0.677 rs142183380

+ 23 5212_5213scj.2_Frame_Shift_ NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 GGTGACTGTGTGT 0.436

+ 1 592 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=5; (Potential). 3 ATGGCATTTTTTT 0.393

- 27 3380_3382a.2_Intron|SMARCC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6 GAGCAGGAGGAG 0.591

- 7 992 _p.E243fs|TMEM1 NM_001130963 NP_001124435 O14524 T194A_HUMAN 0 GGTGTTCCAGGTT 0.453

+ 2 348 fs|APEX1_uc001vx NM_001641 NP_001632 P27695 APEX1_HUMANciation with rRNA, endoribon 4 CGTGGGAAAAAGG 0.557

+ 5 648 me_Shift_Del_p.E1 NM_002791 NP_002782 P60900 PSA6_HUMAN 0 TCCTTGAAAAAAA 0.403

- 2 873_874 1xki.1_Frame_Shif NM_004926 NP_004917 Q07352 TISB_HUMAN 1 GGGTTATTGGTG 0.624

+ 8 1064_1066NK_uc001ygg.3_In NM_001099402 NP_001092872 O75909 CCNK_HUMAN Poly-Gln. 0 CAGCCCAGCAGCA 0.621

+ 11 1696_16981znc.2_In_Frame_ NM_181642 NP_857593 O43278 SPIT1_HUMAN 1 ACGGACACCACCA 0.586

+ 4 271 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0 TTGTTTATGGGCA 0.507

+ 15 1993_1995p.S436del|SLC5A1 NM_052944 NP_443176 Q8WWX8 SC5AB_HUMAN lasmic (Potential). 2 GAGGCCAGCAGCA 0.542

+ 8 892 2dox.1_Frame_Sh NM_015202 NP_056017 O60303 K0556_HUMAN 8 TTCGTTCCCACCA 0.512

+ 25 5954 e_Shift_Del_p.P165 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 TCTGGTCCCCCCA 0.612

+ 8 912_914 p.L222del|CHRNB1 NM_000747 NP_000738 P11230 ACHB_HUMAN ical; (Potential). 2 TGTTCCTGCTGCT 0.498

+ 1 90_92 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1 ggcgacgaggaggag 0.305

+ 10 2188_21892gjr.2_Frame_Shift NM_053051 NP_444279 Q8N137 CNTRB_HUMANed for centrosome localizatio 2 GCTCGGAGAGAG 0.579

+ 15 2070 1_5'Flank|TRAF4_u NM_178170 NP_835464 Q86SG6 NEK8_HUMAN p.P703fs*10(1) 6 CCGGTCCCCCCC 0.582

+ 11 2096 hue.2_Frame_Shif NM_007359 NP_031385 O15234 CASC3_HUMAN tion in cytoplasmic stress gr 1 CTCTATCCCCCAC 0.483

- 9 1271 2hzi.3_Frame_Shift NM_012448 NP_036580 P51692 STA5B_HUMAN 6 CACCTGGGGGG 0.577 rs144993426

- 6 674 gd.2_Frame_Shift_ NM_014233 NP_055048 P17480 UBF1_HUMAN HMG box 2. 0 GCTGCTGGGGGG 0.597

- 2 169 igd.2_Frame_Shift NM_014233 NP_055048 P17480 UBF1_HUMAN 0 GTTCTTCATGCAT 0.468

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN 3 cctcgtcatcctcctcctc 0.527

+ 10 2507 p.R787fs|CTDP1_u NM_004715 NP_004706 Q9Y5B0 CTDP1_HUMAN 0 CGCCCGGGGGC 0.672

+ 3 452 Frame_Shift_Del_p NM_030924 NP_112186 Q5FVE4 ACBG2_HUMAN 1 GAATGGCAAAAAG 0.413

- 1 625_627 nxz.1_5'Flank|LGI4 NM_139284 NP_644813 Q8N135 LGI4_HUMAN 1 CCAGCCAGCAGCA 0.695

+ 28 3926 iu.2_Frame_Shift_ NM_000540 NP_000531 P21817 RYR1_HUMAN |6 X approximate repeats. 12 GACACGCCCCCC 0.667

+ 4 387_389 2qfw.2_In_Frame_Del_p.Q85del Q96PV6 LENG8_HUMAN Poly-Gln. 2 GCTTTGCAGCAGC 0.532

- 2 511 Shift_Del_p.R40fs|Z NM_014795 NP_055610 O60315 ZEB2_HUMAN 9 GCACCGGGGGC 0.602

- 16 1860_18612uua.1_Intron|ANK NM_153697 NP_710181 Q8N8A2 ANR44_HUMAN 5 GGGTATGTGTGT 0.342

+ 9 1518 20A1_uc002uzy.3_ NM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0 AAGTTCAAAAAAA 0.348

+ 3 680 LA4_uc010fty.1_In NM_005214 NP_005205 P16410 CTLA4_HUMAN ical; (Potential). 0 GGGTTGTTTTTTT 0.478

- 17 2374_2376p.Q659del|TNS1_u NM_022648 NP_072174 Q9HBL0 TENS1_HUMAN Gln-rich. 4 GGGCGAGgctgctg 0.562



+ 11 1399_1400 zmp.1_Frame_Shi NM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2 GTAACGCCCCCC 0.535

- 3 556 _p.K61fs|DSN1_uc NM_001145316 NP_001138788 Q9H410 DSN1_HUMAN 2 TCCCCCTTTTTTA 0.463

- 4 583 MA7_uc002yby.1_R NM_002792 NP_002783 O14818 PSA7_HUMAN 0 CACCTTCCAGGCA 0.572

- 3 1084_1085 p.G104fs|TCFL5_u NM_006602 NP_006593 Q9UL49 TCFL5_HUMAN 1 TTACCTCCCACTT 0.46

- 15 1862_1864 NM_014227 NP_055042 Q9NY91 SC5A4_HUMAN lasmic (Potential). 0 AGGCTTCCTCCTC 0.502

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1 CAGAGGATGATGA 0.478 rs141840500

- 7 811 03bfw.1_Frame_S NM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0 TGCCCTGGGGGC 0.632

- 20 3224 3brg.1_Frame_Shif NM_014850 NP_055665 O43295 SRGP2_HUMAN 9 CCATCACCCCCCC 0.557

+ 2 195_197 4L2_uc003dbh.2_5 NM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3 gcggaagaggaggag 0.429

+ 14 1647 dgm.2_Frame_Shif NM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9 TCAACGGGGGG 0.602

- 3 2530 Intron|ABCA11P_u NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 ACATTTGTAAAGT 0.408

+ 1 4021_4022 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CCTGCTCACACG 0.653

+ 1 363_364 NUDT9_uc010ikl.2 NM_024047 NP_076952 Q9BW91 NUDT9_HUMAN 0 CGGTGTCTCTCT 0.649 rs151296797

+ 22 2502 18_splice|KIAA092 NM_015196 NP_056011 A2VDJ0 T131L_HUMAN 2 ATTGTGTAAGCAT 0.383

- 7 1606_160810irc.1_In_Frame_ NM_020870 NP_065921 Q7Z6J0 SH3R1_HUMAN Poly-Ala. 3 CATTCCAGCAGCA 0.601

- 6 1177_1194 AP2A_uc003jpz.2_ NM_003711 NP_003702 O14494 LPP1_HUMAN lasmic (Potential). 2 CTTTCTTTAAAAGA 0.381

+ 5 424 NPH_uc010ixc.2_In NM_022909 NP_075060 Q9H3R5 CENPH_HUMAN Potential. 1 GCACTTAAAAAAA 0.323

- 3 491_492 1cvb.1_Frame_Shif NM_031438 NP_113626 Q9BQG2 NUD12_HUMAN 0 ATTATTTCTCTTTT 0.386 rs7734923

+ 16 2438_2439 C_uc003kpy.3_Fra NM_001127511 NP_001120983 P25054 APC_HUMAN eu-rich.|ARM p.?(1) 2515 TGGAATCTCTCAG 0.381

+ 2 237_240 _p.K19fs|AP3S1_u NM_001284 NP_001275 Q92572 AP3S1_HUMAN 0 TATCTAAGAGAGA 0.304 rs80118146

- 2 322_323 cwp.1_Frame_Shift NM_000943 NP_000934 P45877 PPIC_HUMAN se cyclophilin-type. 1 TTGCTAGAGCAA 0.361 rs150587688

+ 4 653 F7_uc003kyx.2_5'U NM_003202 NP_003193 P36402 TCF7_HUMAN 0 AATCAGCCCCCCC 0.572

- 22 12451 FAT2_uc003lud.3_ NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN lasmic (Potential). 6 GAGTCTGGGGGG 0.562

- 1 189_191 3lwl.2_In_Frame_D NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN 0 GTAGTAGCAGCAG 0.291

- 6 1314 _uc003mfd.1_Intro NM_016290 NP_057374 Q96RL1 UIMC1_HUMAN AIR. 4 TCAAGCTTTTAAT 0.418

+ 1 109_110 NM_016167 NP_057251 Q9UMY1 NOL7_HUMAN 0 GGCCTCGGAGGA 0.728

+ 15 3067_3069 .H937del|SYNGAP NM_006772 NP_006763 Q96PV0 SYGP1_HUMAN 4 CTCccatcaccaccac 0.547

- 4 624 NM_001085480 NP_001078949 Q5T6X4 F162B_HUMAN 0 AGCTTTAGCCTGT 0.418

+ 1 939_941 .G270del|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Gly-rich. 2 ggcagcggaggagga 0.158

+ 7 1285_1286p.P401fs|EIF3B_uc NM_003751 NP_003742 P55884 EIF3B_HUMAN teraction with EIF3E.|WD 2 0 ATGACCCTCAGGC 0.51

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1 GCTTTTTCTTCTT 0.433

+ 1 403_405 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN 1 CCGCTCTGCTGCT 0.749

- 1 280 3thr.2_Frame_Shift_ NM_002192 NP_002183 P08476 INHBA_HUMAN 6 TATAATCCAGCAA 0.577

+ 52 8006_8007 .L2581fs|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 TTTCTGGACACT 0.495

+ 2 178 C8orf44_uc003xwq NM_019607 NP_062553 Q96CB5 CH044_HUMAN 0 TATCTCAACCAGC 0.403

- 13 1698 D2_uc003yqi.3_RN NM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2 TTCGTCAAAAAAA 0.413

- 6 1030 ame_Shift_Del_p.K NM_004323 NP_004314 Q99933 BAG1_HUMAN with PPP1R15A.|BAG. 1 TGAACCTTTTTTA 0.358

- 4 454_455 ar.1_5'UTR|CIZ1_u NM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN 4 caaactggtccagtccttt 0

+ 5 647 ddo.2_Frame_Shif NM_000950 NP_000941 O14668 TMG1_HUMAN ic (Potential).|Poly-Pro. 2 CCCCACCCCCCC 0.488

- 14 2238 _Shift_Del_p.G663 NM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4 CAGCTGCCCCTGG 0.512

- 2 574_575 AP_uc004esg.2_5'F NM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2 TCCAATTCTCTCTC 0.317

- 7 811_812 1_Intron|MST1P9_ NR_002729 NA 0 GGTACGCCGCGG 0.649

- 3 1621_1622CCBL2_uc001dmr.2 NM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. NA 0 TAAGATGGCGGG 0.475

- 3 1756_1759 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. NA 0 GCCTTGTCTGTC 0.485

+ 2 137_139 NM_000427 NP_000418 P23490 LORI_HUMAN NA 0 ggcggcggcagcggcg 0.207 rs6661601

- 37 12084_12086K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN Thr-rich. NA 19 ggtggcagtggtggtgg 0.32

- 9 1499_1501 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. NA 2 TGCACCAGCAGCA 0.626



- 10 1133_1134 qfh.2_Frame_Shift NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN Lys-rich. NA 3 CTTAACCTTTTTTT 0.441

+ 1 998 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. NA 4 CGGAAAGCGTTTT 0.408

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. NA 3 CCACACACCACCA 0.576

+ 11 2629_263102gix.2_In_Frame_ NM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-ric NA 2 CGCCGTcaccacca 0.369

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN NA 1 TCCTGCTCCTCCT 0.64

+ 11 1043_1044 V1C2_uc002rat.2_ NM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN NA 1 CCGACAGAGAGA 0.604

+ 3 173_174 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR NA 0 TAGGGGAAAATG 0.322

+ 6 711_713 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. NA 1 gcagctccagcagcagc 0.187

- 3 428_430 _19DD>D|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. NA 0 GCTCGTCATCATC 0.532 rs145794160

+ 7 1453 _p.F219fs|EDEM1_ NM_014674 NP_055489 Q92611 EDEM1_HUMANmenal (Poten NA 3 CAGGCCTTTTTCC 0.463

+ 16 1633_1634 el_p.R448fs|FIP1L NM_030917 NP_112179 Q6UN15 FIP1_HUMAN action with C NA 2 GCACCAGAGAGA 0.292

+ 1 514_515 NM_015278 NP_056093 O94885 SASH1_HUMAN Pro-rich. NA 1 cggagcctgagcccga 0.381

- 11 1327 3xzp.2_Frame_Shif NM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. NA 0 GCAGCATTTTTTT 0.328

- 14 2236 e_Shift_Del_p.N28 NM_007126 NP_009057 P55072 TERA_HUMAN NA 1 AACACATTTTTTT 0.512

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN NA 3 GCGTTCTCCTCCT 0.591

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN NA 10 CCTTTGCCCCCC 0.545

- 3 274_276 4fen.2_Intron|CD99 NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ar (Potential NA 3 GGTTGTGGTGGT 0.552

+ 16 4351_4353w.1_In_Frame_Del_ NM_006015 NP_006006 O14497 ARI1A_HUMAN Gln-rich. 334_R1335ins 142 CCCCCCgcagcagc 0.512

- 9 1499_1501 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2 TGCACCAGCAGCA 0.626

+ 1 55_56 NM_021046 NP_066384 O75690 KRA58_HUMAN 0 TCTGGAGGCTGT 0.649 3379698;rs72145325

+ 1 998 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. 4 CGGAAAGCGTTTT 0.408

+ 2 2046_2048p.L591del|SLC24A1 NM_004727 NP_004718 O60721 NCKX1_HUMAN ical; (Potential). 0 AGAGCCTGCTGC 0.547

+ 25 6010_6011e_Shift_Ins_p.Q167 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 CGCCAGCCCCCC 0.569

- 15 2000_200215_uc002ghy.1_5'F NM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0 GTTACGGCGGCG 0.547

+ 16 1978_1979 S_uc010cnw.1_Fra NM_012393 NP_036525 O15067 PUR4_HUMAN 5 ATGGCCAGGGGG 0.604

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1 TCCTGCTCCTCCT 0.64

+ 9 1040 _Shift_Del_p.P156f NM_014516 NP_055331 O75175 CNOT3_HUMAN 3 CTCCCCTCCCAGC 0.632 rs36665

+ 11 1043_1044 V1C2_uc002rat.2_ NM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1 CCGACAGAGAGA 0.604

+ 3 171 plice_Site|FRG1B_uc010gdr.1_Splice_Site|FRG1B_uc010ztk.1_Splice_Site 0 CACTTAGGGGAAA 0.318 rs78710112

+ 3 173_174 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR 0 TAGGGGAAAATG 0.322

+ 42 6369_6371 bnz.1_In_Frame_D NM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7 AGACCCAGCAGCA 0.527

+ 1 4123_4124 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMANeraction with PAK1. 0 ACACACGTGCCC 0.624

+ 16 1633_1634 el_p.R448fs|FIP1L NM_030917 NP_112179 Q6UN15 FIP1_HUMAN action with CPSF1 and CST 2 GCACCAGAGAGA 0.292

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0 GAGTGTGATGATG 0.562

+ 1 1731_1743 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 6. 2 CGGGCGGCTGA 0.709

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2 GGCCACAGCAGCA 0.631

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

+ 3 432_433 PHACTR4_uc001b NM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0 TGGAGGAAAAAA 0.391

- 5 924_925 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 CCTGCTGTTTTTTT 0.327

+ 10 2124 ova.1_Frame_Shift NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 8. 2 CTGTCCAAAAAAA 0.363

- 1 643_645 p.E61del|MCL1_uc NM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. 0 ACTCGTCCTCCTC 0.635

- 2 431 0qot.1_Frame_Shi NM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0 TGATACTTTTTTT 0.363

- 15 2895_2897229PP>P|FNBP4_u NM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN Pro-rich. 1 ggtggtggaggaggag 0.32

- 2 60 ntron|CASP5_uc0 NM_004347 NP_004338 P51878 CASP5_HUMAN 3 TACGCCTTTTTTT 0.388

- 9 1226 DDX6_uc001puc.2 NM_004397 NP_004388 P26196 DDX6_HUMAN 1 AATTCTGGGGGG 0.426

- 3 314_315 NM_006248 NP_006239 0 TGGAGGTGGGGG 0.614

+ 1 199_201 XC13_uc010sop.1_ NM_017410 NP_059106 P31276 HXC13_HUMAN Gly-rich. 1 gcggcatcggcggcggc 0.498



+ 1 592 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=5; (Potential). 3 ATGGCATTTTTTT 0.393

+ 4 646_648 p.L194del|TPCN1_ NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN =S1 of repeat I; (Potential). 3 CGGCCCTGCTGC 0.64

- 25 3416 SBNO1_uc010taq NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 CTTCCATTTTTTTT 0.388

- 25 5133 HECTD1_uc001wrd NM_015382 NP_056197 Q9ULT8 HECD1_HUMAN Ser-rich. 5 CCTTACAAAACTC 0.468

- 1 70_72 .2_5'UTR|NIPA1_u NM_144599 NP_653200 Q7RTP0 NIPA1_HUMAN cellular (Potential). 0 TCCCCGgccgccgc 0.626

- 15 2121_2122p.R660fs|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Glu-rich.|Potential. 1 TTCCATTCTCTCT 0.431

+ 9 960_962 me_Del_p.E294del NM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0 TGGATGAGGAGGA 0.562

- 3 385_387 P2_uc010byn.2_In NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN y-Gln.|Potential. 3 CAGTCCTGCTGCT 0.527

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

+ 15 2170_2172p.E413del|SLC9A5 NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 AGTCTGAGGAGGA 0.571

+ 12 3846_3848me_Del_p.Q812del| NM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. 0 TAATcaacagcagcag 0.389

+ 3 433 l_p.T16fs|KIAA018 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCAGCACCCCCC 0.687

- 9 1952 a.3_RNA|CCDC14 NM_182568 NP_872374 2 GTTGTTCATCAGC 0.406 rs66528329

- 9 2408_2410 0xyr.1_In_Frame_ NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN lasmic (Potential). 4 ACCCGTCCTCCT 0.616

- 13 1581_1583 _Frame_Del_p.S19 NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN tial).|Ig-like C2-type 1.|Poly 5 GGGAGCTGCTGC 0.547

+ 20 7008_7009 hm.2_Frame_Shift NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 CCCCTCGGGGGA 0.584 rs138558075

+ 7 1261 3jlm.1_Frame_Shift NM_003999 NP_003990 Q99650 OSMR_HUMAN cellular (Potential). 5 GCAAATAACTCAA 0.333

+ 16 2912 py.3_Frame_Shift_ NM_001127511 NP_001120983 P25054 APC_HUMAN Ser-rich. p.?(1) 2515 TAGTTCTCGTTCT 0.413

- 3 512_514 0jii.2_In_Frame_D NM_138379 NP_612388 Q96H15 TIMD4_HUMAN ar (Potential).|Thr-rich. 2 GGGGCTTGTTGT 0.537

- 3 444 _p.M121fs|SLC17A2_uc003nfl.2_Frame_Shift_Del_p.M1 O00624 NPT3_HUMAN 1 CAAGCATTTTTTT 0.453

- 1 523_524 NM_052967 NP_443199 P35410 MAS1L_HUMAN lasmic (Potential). 9 AGAGGACACACA 0.495

+ 7 1303_1304 tron|LOC285830_u NM_001098479 NP_001091949 P30511 HLAF_HUMAN 0 GATCTTGTTTTTTT 0.535

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2 GGCCACAGCAGCA 0.631

+ 26 3025_3026ame_Shift_Ins_p.D NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCTGACAAAAAA 0.48

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

+ 3 342 _uc011kby.1_Intron NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 GGGACATTTTTTT 0.577

- 5 1204 y.2_Frame_Shift_D NM_000466 NP_000457 O43933 PEX1_HUMAN 2 ACCTAATTTTTTT 0.353

+ 5 927_929 10ljz.1_In_Frame_D NM_014491 NP_055306 O15409 FOXP2_HUMAN Gln-rich. 8 gcagcaacagcagcag 0.172

- 7 1105_1107 r.2_In_Frame_Del_ NM_018660 NP_061130 Q9H8N7 ZN395_HUMAN 0 GCCTgcggcagcagc 0.507 rs142343457

+ 10 6394_6396P2061del|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN Pro-rich. 15 caccaccacctcctcctc 0.286

- 12 1824 mdt.2_Frame_Shif NM_004519 NP_004510 O43525 KCNQ3_HUMAN 5 CCTTGAATTTTTTT 0.453

+ 5 647 ddo.2_Frame_Shif NM_000950 NP_000941 O14668 TMG1_HUMAN ic (Potential).|Poly-Pro. 2 CCCCACCCCCCC 0.488

+ 4 1940_1942 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GAGCCCTCCTCA 0.567

+ 3 460_483 PE104del|SPRR3_ NM_005416 NP_005407 Q9UBC9 SPRR3_HUMANpproximate tandem repeats 1 CTACACCAAGGTC 0.567 47;rs66616552;rs1970328

+ 14 1901_1902 F7L2_uc010qro.1_ NM_001146274 NP_001139746 Q9NQB0 TF7L2_HUMANpecific activa p.R465C(1) 4 TAGGAGAAAAAA 0.52

- 2 1302 raq.2_Frame_Shift NM_006143 NP_006134 Q15760 GPR19_HUMAN lasmic (Potential). 1 ACGTAGTTTTTTT 0.398

- 9 743_744 Shift_Ins_p.A195fs NM_001136015 NP_001129487 P07355 ANXA2_HUMAN 1 CCCGAGCATCTT 0.317

+ 8 929_930 PIP_uc002dcx.3_R NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0 TCCCGAGTGTCT 0.559

+ 25 6010_6011e_Shift_Ins_p.Q167 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 CGCCAGCCCCCC 0.569

- 3 797_798 5A10_uc002gut.1_ NM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2 GACGTTACTCTCA 0.584

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN 3 cctcgtcatcctcctcctc 0.527

- 11 1313_1315 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMANu-rich.|Potential. 3 TCAGGCAcctcctcc 0.433

+ 5 489_490 s_p.Q50fs|LILRB1_ NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN 1.|Extracellular (Potential). 3 GTGTCAGGGGGG 0.579

+ 12 2844 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMAN lasmic (Potential). 3 TGCTCCAAAAAAA 0.473

- 4 358 UTR|SYS1-DBNDD NM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1 GTTTTGTTTTATTG 0.498

- 10 1116 p.N255fs|ARFGAP NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1 TCAACATTTTTTT 0.224

+ 1 513_515 NM_020846 NP_065897 Q9P270 SLAI2_HUMAN Poly-Glu. 0 GCTGGGAGGAGG 0.754



+ 12 1499 me_Shift_Del_p.S3 NM_004100 NP_004091 O95677 EYA4_HUMAN 2 GAGTTCTGGGTCA 0.458

+ 14 2077 p.Y360fs|BMP1_uc NM_006129 NP_006120 P13497 BMP1_HUMAN CUB 3. 3 GGAGTACCCCCC 0.602

- 2 655 _3'UTR|CDKN2A_ NM_000077 NP_000068 P42771 CD2A1_HUMAN2)|p.?(13)|p.R128fs*12(3)|p. 3678 CCTTCCGCGGCA 0.597

+ 12 1615 Shift_Del_p.K373fs NM_005392 NP_005383 O75151 PHF2_HUMAN o-rich.|Lys-rich. 1 GTGTCCAAAAAAA 0.448 rs76832193

- 7 7642 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN-like C2-type 9. 8 GACAGTGATCCGG 0.572

- 3 730 mjg.1_5'UTR|CXorf NM_198279 NP_938020 A2AJT9 CX023_HUMAN 2 GTGGGAGGGAATG 0.498

+ 15 2016_2017 09zfl.1_3'UTR|PTP NM_002831 NP_002822 P29350 PTN6_HUMAN NA 1 GTTCCCTCAAGA 0.559

- 4 505 |CKB_uc010awr.1_ NM_001823 NP_001814 P12277 KCRB_HUMAN gen kinase C NA 0 GGGGGAGGCAG 0.577

- 2 424 el_p.P9fs|SECTM1 NM_003004 NP_002995 Q8WVN6 SCTM1_HUMAN NA 0 TGGCCAGGGAATG 0.627

+ 9 2220 p.Q690fs|KIAA024 NM_015349 NP_056164 Q6AI39 K0240_HUMAN NA 1 GAGGACAAAAAAG 0.388

+ 12 1499 me_Shift_Del_p.S3 NM_004100 NP_004091 O95677 EYA4_HUMAN NA 2 GAGTTCTGGGTCA 0.458

+ 32 5375_5377 NM_001040001 NP_001035090 P55196 AFAD_HUMAN NA 5 ATACAATgaggagga 0.409

- 3 730 mjg.1_5'UTR|CXorf NM_198279 NP_938020 A2AJT9 CX023_HUMAN NA 2 GTGGGAGGGAATG 0.498

+ 4 1234_1235 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensiY(2)|p.Y68C(1)| 2334 AGATATACAATCTG 0.277

- 1 106_108 n_Frame_Del_p.L3 NM_139247 NP_640340 Q8NFM4 ADCY4_HUMAN ical; (Potential). 3 ATCCCCAGCAGCA 0.7

+ 16 2611 Shift_Del_p.I555fs NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN otein kinase 2. 4 TCAACATTTTTTT 0.358

+ 16 3292_3294 NM_001145011 NP_001138483 C9JH24 C9JH24_HUMAN 0 CACCTCTGCTGCT 0.675

+ 15 2866 _p.K951fs|USP43_u NM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5 AACTGGAAGGAGA 0.547

- 9 1016 C18orf34_uc002kxo NM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN Potential. 1 CCTCCATTTTTTT 0.318

- 173 33412 Shift_Del_p.K4691 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCTTCCTTAGGTG 0.363

- 27 3223 t.2_RNA|CLASP2_ NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 CACCCATTTTTTT 0.343

- 1 220_222 3_5'Flank|TADA2B NM_153376 NP_699207 Q2M329 CCD96_HUMAN Glu-rich. 0 GCTTGCTCCTCCT 0.729

+ 11 1154 _p.*323fs|LIAS_uc0 NM_006859 NP_006850 O43766 LIAS_HUMAN 0 TTCCTGAAAAATC 0.264

+ 25 3378 11csr.1_Frame_Sh NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN PH. 0 GACCAGAAATACA 0.313

+ 1 403_405 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN 1 CCGCTCTGCTGCT 0.749

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

- 3 615_616 NM_022735 NP_073572 Q9H3P7 GCP60_HUMAN tential.|Glu-rich. 0 CTTCACCTTTTTT 0.411

+ 4 1234_1235 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensiY(2)|p.Y68C(1)| 2334 AGATATACAATCTG 0.277

+ 1 515_516 NM_007129 NP_009060 O95409 ZIC2_HUMAN d transcriptional activation o 0 CTCGCAGAATGT 0.743

- 6 961_963 p.E208del|BEGAIN_ NM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN 0 CTCGGCCTCCTC 0.724

- 5 630 _uc002cmq.1_5'Fl NM_002513 NP_002504 Q13232 NDK3_HUMAN 0 TCTGCGCGGAACC 0.652

- 4 560_561 PN1L_uc002fmi.2_ NM_001080487 NP_001073956 A6NDY0 EPAB2_HUMAN RRM. 0 CCCTTGGGGTGT 0.564

+ 2 635_637 NM_033513 NP_277048 Q6ZTW0 TPGS1_HUMAN 1 ACTCGGCCGCCG 0.768

- 1 593 NM_005325 NP_005316 Q02539 H11_HUMAN 2 TTTGGGTTTTTTT 0.483

- 2 967 A11_uc003syy.2_R NM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2 CTGTTAATTTTTTT 0.448

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

- 7 4513 83H_uc010mfk.1_I NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3 CCCCCCCTGCCC 0.665 7;rs34283115;rs113442489

- 2 389_390 1bzw.1_Frame_Sh NM_005202 NP_005193 P25067 CO8A2_HUMAN le-helical region. 1 GCCCTGGGGGAC 0.713

- 2 598_600 ame_Del_p.D166de NM_001164 NP_001155 O00213 APBB1_HUMAN Glu-rich. 2 tcctcctcttcatcatcatc 0.414

+ 8 875_876 1mpj.2_Frame_Sh NM_019028 NP_061901 Q8IUH4 ZDH13_HUMAN ANK 6. 0 ATATGGCTCTACAA 0.332

- 8 778 NM_004308 NP_004299 Q07960 RHG01_HUMAN SH3-binding. 1 GGGCAGGGGGG 0.642

- 2 598_600 1orf95_uc001nxs.2 NM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 tcctcttcttcctcctcctcc 0.532

+ 2 327 NM_025057 NP_079333 Q8ND07 CN045_HUMAN 0 CTTAAAGAAAAAG 0.398 rs61752569

+ 4 389 M_uc002lpn.1_Fra NM_002579 NP_002570 O75781 PALM_HUMAN Potential. 0 CTCAGAGGGGGA 0.667

- 58 4279_4280 NM_015719 NP_056534 P25940 CO5A3_HUMAN le-helical region. 10 CCCTTGGGGCCA 0.584

+ 7 1953_1961 atq.1_In_Frame_D NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 AGCCTCCAGAACC 0.589

- 1 135 w.1_Intron|LOC400 NM_018280 NP_060750 Q9NV39 CV026_HUMAN Pro-rich. 0 GGGTTGGGGGG 0.751



- 2 306_307 ame_Shift_Ins_p.K NM_001024921 NP_001020092 P32969 RL9_HUMAN 1 CACCCTCTTTTTT 0.431

+ 1 140 NM_016167 NP_057251 Q9UMY1 NOL7_HUMAN 0 GCTGTTGCTCGGG 0.721

- 3 444 _p.M121fs|SLC17A2_uc003nfl.2_Frame_Shift_Del_p.M1 O00624 NPT3_HUMAN 1 CAAGCATTTTTTT 0.453

+ 2 128_130 p.L24del|BTN2A2_ NM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 CAGCCTCcctcctcc 0.483

+ 11 2081_2082 kvv.1_Frame_Shift NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1 CTGCCCACACAC 0.53

- 7 4513 83H_uc010mfk.1_I NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3 CCCCCCCTGCCC 0.665 7;rs34283115;rs113442489

- 4 773_774 3H_uc010mfk.1_5 NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3 CAGTCCACCAGC 0.658

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potent NA 2 ATGAGCACCACCA 0.571

- 1 205_207 _p.G10del|KCNMA NM_001161352 NP_001154824 Q12791 KCMA1_HUMANExtracellular NA 3 cgctgctgccgccgccg 0.404

- 14 2006_2008F21A_uc001rlz.2_I NM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN NA 7 TGTCAtcttcctcctcc 0.281

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMAN ical; (Potent NA 22 GCTGTTGCTGCTG 0.557

- 54 7655_76579_uc001tao.2_3'UT NM_025114 NP_079390 O15078 CE290_HUMAN Potential. NA 7 GAATATTCTTCTT 0.31

+ 9 1622_1633OC100132247_uc0 NM_001135865 NP_001129337 A8MRT5 K220L_HUMAN Pro-rich. NA 0 TCCACCCTCAGC 0.571

+ 3 371_372 07_uc010csz.2_Fr NM_003457 NP_003448 O43670 ZN207_HUMAN NA 0 CAGACATAGAGT 0.332

+ 11 1321 xom.1_Frame_Shif NM_000896 NP_000887 Q08477 CP4F3_HUMAN NA 3 TCAGTGTTTTTGG 0.622

+ 2 151_152 NM_020813 NP_065864 Q9BX82 ZN471_HUMAN NA 2 AGTAGTAAAAGTCA 0.401

+ 7 817_819 NM_005049 NP_005040 Q15269 PWP2_HUMAN Poly-Glu. NA 1 gaggaagaggaggag 0.527

- 10 1116 p.N255fs|ARFGAP NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN NA 1 TCAACATTTTTTT 0.224

+ 1 355_357 NM_000297 NP_000288 Q13563 PKD2_HUMAN Cytoplasmic NA 1 GAGGCCgaggagga 0.498

+ 10 1175_1178 p.E360fs|HMGCR_ NM_000859 NP_000850 P04035 HMDH_HUMAN Linker. NA 1 TTTGAACAAACAG 0.358

- 6 1099_1101p.L118del|CSNK1A NM_001892 NP_001883 P48729 KC1A_HUMANProtein kinase NA 1 ATATCCTAATGATT 0.335

+ 1 1207_120801463_uc003xvh.2_ NM_152414 NP_689627 Q8NFJ8 BHE22_HUMAN Basic motif. NA 0 cagcggcggcagcagc 0.203 519836;rs34265378

+ 3 719_721 NM_153812 NP_722519 Q86YI8 PHF13_HUMAN lization signal (Probable). 0 acaagctgaagaagaa 0.498

- 28 4109 uc001ayw.2_5'Flan NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 7. 0 GCAGGCAGGAGT 0.478

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 TTAGAGTCTCTCT 0.406

- 2 938_939 D1_uc001ctf.2_Fra NM_002525 NP_002516 O43847 NRDC_HUMAN 0 TCAGTAGTTTTTTT 0.233

- 4 884 cxz.3_Frame_Shift NM_001114108 NP_001107580 Q5TAA0 TTC22_HUMAN TPR 4. 0 GTGTCCTTCCGCT 0.652

+ 1 152 me_Shift_Del_p.E3 NM_001902 NP_001893 P32929 CGL_HUMAN 1 TGCAGGAAAAAGA 0.547

+ 10 2124 ova.1_Frame_Shift NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 8. 2 CTGTCCAAAAAAA 0.363

+ 2 1237_1238ftp.3_Frame_Shift_ NM_002036 NP_002027 Q16570 DUFFY_HUMAN lasmic (Potential). 2 ACCCTTGGAAGCA 0.54

+ 4 220_221 _p.P11fs|SDHC_uc NM_003001 NP_002992 Q99643 C560_HUMAN cal; (By similarity). 0 CTCTTCCCATGG 0.376

+ 8 1233_1234 9wxs.2_Frame_Sh NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GCCAAAGAGAGA 0.51

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

+ 7 1327_1328_Ins_p.333_334ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|11; approx 1 CCACCAAGTCTG 0.658

+ 12 1394 0pos.1_Frame_Sh NM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. 3 CAGTGCCTTTTCC 0.353

- 5 865 01ird.2_Frame_Shif NM_022365 NP_071760 Q96KC8 DNJC1_HUMANasmic (By similarity). 1 CCAGTCTTTTTTT 0.303

+ 7 2382 _p.A555fs|ZEB1_uc NM_030751 NP_110378 P37275 ZEB1_HUMAN 5 TTGCGCAAAAAAG 0.413

- 4 784 001jod.1_Frame_S NM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1 CGGCCATTTTTTT 0.398

+ 25 3716 _p.D924fs|ZMIZ1_u NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 CTGGACCCCCCC 0.557

- 3 1279_1281172PP>P|POLL_uc NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0 GGTGGGAGGAG 0.591

- 1 213 .1_Intron|TRIM22_ NM_001001922 NP_001001922 Q8NH56 O52N5_HUMAN Name=2; (Potential). 2 ATGGCCAAAAAAA 0.428

+ 1 525 NM_001003750 NP_001003750 Q8N0Y5 OR8I2_HUMAN cellular (Potential). 1 CAATCATTTTTTT 0.443 rs112181516

- 12 1314 _Splice_Site_p.C35 NM_016931 NP_058627 Q9NPH5 NOX4_HUMAN 2 GGACACTAAAAAA 0.292 rs56022003

- 6 1503_1505RL1_uc001pwu.1_In NM_002855 NP_002846 Q15223 PVRL1_HUMANCytoplasmic (Potential). 0 CCACCGCcctcctcc 0.576

- 10 1133_1134 qfh.2_Frame_Shift NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN Lys-rich. 3 CTTAACCTTTTTTT 0.441

- 3 257_259 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.601

+ 4 669 |FAR2_uc009zjm.2 NM_018099 NP_060569 Q96K12 FACR2_HUMAN 0 GGAGCCAAAAAAA 0.388



- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

- 7 1132 .3_Frame_Shift_D NM_016357 NP_057441 Q9UHB6 LIMA1_HUMAN 1 CTTCCTGATGGGT 0.428

- 26 3234 p.P1074fs|SMARC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6 GTCCAGGGGGG 0.577

- 3 471 p.F144fs|FBXO21_ NM_033624 NP_296373 O94952 FBX21_HUMAN 1 ATCCTCAAAAAAA 0.373

+ 4 1848 _p.A605fs|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 ATCCCTGCACCGC 0.632

- 3 351 0tcr.1_Frame_Shift_ NM_022459 NP_071904 Q9C0E2 XPO4_HUMAN 3 TTACTTGGGCCTT 0.378

- 10 3917 I963fs|SACS_uc00 NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 CTTCAATTTTTTT 0.383

- 1 1994_1996zo.1_In_Frame_De NM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 tgttgttgttgctgctgctgc 0.409 613609;rs146722477

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GAGGCAGAGAGA 0.386

+ 2 931 me_Shift_Del_p.P39 NM_144778 NP_659002 Q5VZF2 MBNL2_HUMANC3H1-type 1. 0 GCTCATCCCCCCA 0.413

- 10 1212 1xae.2_Frame_Shi NM_006832 NP_006823 Q96AC1 FERM2_HUMAN FERM.|PH. 0 GTCAGCTTTTTTG 0.343

+ 16 4738_474001xmv.2_In_Frame NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 tcctcctcttcctcctcctc 0.468

+ 11 1403_1404p.R399fs|RBM25_u NM_021239 NP_067062 P49756 RBM25_HUMANpeckle localization.|Glu-rich 4 gcgggaaagagagaga 0.173

- 2 365_367 c010twr.1_Intron|IF NM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Poly-Glu. 4 CTTTCCCTCCTCC 0.443

- 7 1384 _p.A457fs|C14orf49 NM_152592 NP_689805 Q6ZMZ3 SYNE3_HUMAN lasmic (Potential). 1 CCAGGGCCTTCCA 0.652

+ 12 3276 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1 CCTGAGGGGGG 0.682

+ 19 3218 bbi.2_Frame_Shift NM_003246 NP_003237 P07996 TSP1_HUMAN SP C-terminal. 6 CTTCTTCATCAAC 0.488

+ 4 840 SC4_uc001ztq.2_Fr NM_138423 NP_612432 Q6P4E1 CASC4_HUMAN (Potential).|Potential. 1 AATATTAAAAAGT 0.224

- 17 3106 p.K1025fs|SPG11_ NM_025137 NP_079413 Q96JI7 SPTCS_HUMANcellular (Potential). 5 TAACTCTTTTTTT 0.328

+ 2 214_216 p.Q15del|ARID3B_ NM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN Gln-rich. 0 GCCACTTcagcagca 0.443

+ 29 4299_4300 so.1_Frame_Shift_ NM_001271 NP_001262 O14647 CHD2_HUMAN 2 CCTGAAGAAAAAA 0.347

- 2 667 2_5'Flank|IQCK_uc NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0 GGTGGATTTTTTT 0.532

- 3 385_387 P2_uc010byn.2_In NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN y-Gln.|Potential. 3 CAGTCCTGCTGCT 0.527

+ 7 485 NM_013292 NP_037424 Q96A32 MLRS_HUMAN EF-hand 3. 0 GGCCTTCCCCCC 0.672

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

+ 5 2064_2065002ewd.2_Frame_ NM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 12. 1 CCTTCCGAAAAAA 0.411

+ 3 625 .2_Frame_Shift_De NM_004937 NP_004928 O60931 CTNS_HUMANmenal (Potential). 0 TTATCCTTTTTCCC 0.393

- 10 1079_1081_63EE>E|C17orf85 NM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. 1 tcttcctcttcctcctcctcc 0.379

- 4 915 k|PHF23_uc010vtt NM_024297 NP_077273 Q9BUL5 PHF23_HUMAN 0 GTCTATCCCCCCG 0.463

+ 2 3619_3620 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANyosin head-like. 9 GCCCATCAGGGC 0.673

- 8 1007 _p.W57fs|MBTD1_u NM_017643 NP_060113 Q05BQ5 MBTD1_HUMAN MBT 1. 2 ATTGCACCAGAAG 0.378

- 11 1158_1160a.2_In_Frame_Del_ NM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1 tcctcctcttcctcctcctc 0.463

+ 11 1393_1394p.G354fs|RBBP8_u NM_002894 NP_002885 Q99708 COM1_HUMAN 3 CCTGGGAAAAAA 0.361

+ 9 1222_1223 2lls.2_Frame_Shift NM_032649 NP_116038 Q96KN2 CNDP1_HUMAN 0 GGAGATTCTAATG 0.455

- 13 1148 3_uc002ltq.2_Fram NM_003200 NP_003191 P15923 TFE2_HUMAN 7 GCCCTGGGGGG 0.642

+ 12 2166 0xqv.1_Frame_Sh NM_017660 NP_060130 Q86YP4 P66A_HUMAN 0 CCTCCTGGACATG 0.667

- 4 572_574 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1 CATCACTGCTGCT 0.463

- 19 3112_3113 rrj.3_Frame_Shift_ NM_005633 NP_005624 Q07889 SOS1_HUMAN 10 CTTGGGAGAGGC 0.347

+ 16 3077_3078sbz.2_Frame_Shift NM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN Potential. 2 CAGCTGAGAGAG 0.426

- 2 607 TGOLN2_uc002spb NM_006464 NP_006455 O43493 TGON2_HUMANal).|14 X 14 AA tandem repe 0 GCTGCCTTTTTGG 0.562

+ 1 1032_1033 NM_207364 NP_997247 Q8TDV2 GP148_HUMAN lasmic (Potential). 1 GCCATCTTTACCA 0.525

- 20 2071_2072ny.1_Frame_Shift_ NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 15. 20 GTTTTTGGCCACC 0.411

+ 5 1589 _Shift_Del_p.P433 NM_022826 NP_073737 Q9H992 MARH7_HUMAN 0 AGTCCCTCCAGCA 0.428 rs1365803

- 1 244_246 _p.L13del|PLA2R1_ NM_007366 NP_031392 Q13018 PLA2R_HUMAN 3 CGCCCCcagcagc 0.601

- 46 13588 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TTCACCTTTTTCC 0.348 rs142304137

+ 8 657_659 me_Del_p.G111de NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Poly-Gly. 7 GGACGAGGAGGA 0.394

- 1 1008_1009MTERFD2_uc010zo NM_182501 NP_872307 Q7Z6M4 MTER2_HUMAN 1 AAGACCACACAC 0.45



+ 4 1257 d.2_RNA|PANK2_u NM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0 AGGAACTTTTTTT 0.343

+ 4 651_654 el_p.L92fs|MCM8_u NM_032485 NP_115874 Q9UJA3 MCM8_HUMAN 1 CTCCTTTGATTGAG 0.363

+ 11 1053 _p.P312fs|C20orf7_ NM_024120 NP_077025 Q5TEU4 CT007_HUMAN 0 CCACCGGGGAAA 0.323

+ 2 85_86 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATGGAAAATATCTT 0.342

+ 4 1167 002xpx.2_Frame_S NM_033421 NP_219489 Q969T3 SNX21_HUMAN 2 ACACCACCCCCCA 0.617

- 7 1206 _p.I184fs|STAU1_ NM_017453 NP_059347 O95793 STAU1_HUMAN 5 CTTTTTGATTCTAG 0.433

- 3 2331 me_Shift_Del_p.P7 NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3 TCTTTTGGTTTAG 0.438

- 1 4423_4424 NM_002430 NP_002421 Q10571 MN1_HUMAN 10 CGCCTGAAGGAT 0.703

+ 5 1092 _p.L98fs|EDEM1_u NM_014674 NP_055489 Q92611 EDEM1_HUMANmenal (Potential). 3 ACTCCTGGGGGA 0.532

+ 9 1152 3ckz.3_Frame_Shif NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANal.|HAP1 N-terminal. 1 GCATCTGGGGGC 0.502

- 4 457_458 03diu.2_Frame_Sh NM_178504 NP_848599 Q6ZR08 DYH12_HUMAN m (By similarity). 2 TCACTCCTTTTTT 0.248

- 2 196_197 NM_005130 NP_005121 Q14512 FGFP1_HUMAN 0 TCTTCACTTTTTTT 0.525

- 4 2224_2225 NM_003263 NP_003254 Q15399 TLR1_HUMAN smic (Potential).|TIR. 5 CTTCACCCAGAA 0.426

- 3 747_748 e_Shift_Ins_p.K74f NM_003948 NP_003939 Q92772 CDKL2_HUMANProtein kinase. 7 ACCATCGTTTTTT 0.322

+ 8 1279 ike.1_Frame_Shift NM_001263 NP_001254 Q92903 CDS1_HUMAN 4 TTTGGATTTTTTT 0.308

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

- 9 844 9_splice|EMCN_uc NM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN 0 TGTGCCTAGGAG 0.396

+ 2 227 330_uc011chl.1_5' NM_014487 NP_055302 Q9Y3S2 ZN330_HUMAN lization signal (Potential). 0 ATGCCTAAAAAAA 0.353

- 21 2860_28613ijz.3_Frame_Shift_ NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 ACAGTTTCTCTCT 0.455

- 10 1831 p.Q453fs|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 GTACCTGGAGCAT 0.388

- 10 1909 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 AAACTGAAAAAAA 0.313

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4 GGGACAAAAAAA 0.348

+ 26 4712 h.1_Frame_Shift_D NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 TTTGGGAAAAAAA 0.423

+ 4 930_932 rf25_uc011dfk.1_In_Frame_Del_p.S199del|uc003mdu.1_ Q8NDZ2 CE025_HUMAN Ser-rich. 0 agtaggagcagcagca 0.448

+ 9 1351 3nag.1_Frame_Shi NM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0 CTTCTTACCACAG 0.473

- 8 966 _Shift_Del_p.K224f NM_003472 NP_003463 P35659 DEK_HUMAN 1 GCTGTCTTTTTTG 0.373

- 15 2057 BBR1_uc003nmu.3 NM_001470 NP_001461 Q9UBS5 GABR1_HUMANcellular (Potential). 7 CAGCTGGGGGG 0.363

- 3 577_578 11ebw.1_Frame_S NM_033515 NP_277050 Q8N392 RHG18_HUMAN 3 CTGTTTGTTTTTTT 0.421

- 1 648_649 NM_001129895 NP_001123367 Q9UM08 Q9UM08_HUMAN 0 GTTGGGAGGAGG 0.639

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0 CATCCCAGCAGCA 0.562

+ 10 1645 NM_007252 NP_009183 P78424 PO6F2_HUMANPOU-specific. 1 TTCCTACCACAGG 0.488

+ 3 342 _uc011kby.1_Intron NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 GGGACATTTTTTT 0.577

- 7 1188_1189_p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 AATAACATTTTTTT 0.396

+ 8 1031 _p.F215fs|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN 4 GACATCTTTTTTG 0.383

- 6 959 3vst.2_Frame_Shift NM_001008225 NP_001008226 O95628 CNOT4_HUMAN 0 CCTCATCCCCCA 0.393

- 1 151_153 wnq.2_In_Frame_D NM_002847 NP_002838 Q92932 PTPR2_HUMAN 7 cagcagtagcagcagca 0.478

- 4 6567_6573 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 ATACCTTCTGCCT 0.604 rs139374902

- 6 418_419 ntron|CCDC25_uc NM_018246 NP_060716 Q86WR0 CCD25_HUMAN 0 CATGTCAGCTGTT 0.485

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

+ 3 1173 NM_004770 NP_004761 Q92953 KCNB2_HUMANe=Segment S1; (Potential). 7 GATCCTGGCCATC 0.458

+ 9 1450_1451 RRCC1_uc003ycx NM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0 GACCAAGAGAGA 0.267

+ 19 2164 ame_Shift_Del_p.I6 NM_052832 NP_439897 Q8TE54 S26A7_HUMAN ytoplasmic (Potential). 2 AAACCAATTTTTTT 0.343

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

- 8 962 .1_Frame_Shift_De NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 GGGTCCTTTTTTG 0.279

+ 3 157_159 nc.2_In_Frame_De NM_020189 NP_064574 Q9NPA8 ENY2_HUMAN 0 AGAGTTGCTGAGA 0.345

- 2 473 yny.2_Frame_Shift NM_014112 NP_054831 Q9UHF7 TRPS1_HUMAN 7 GGGTTCTTTTTCC 0.413

- 6 524 3yqt.2_Frame_Shi NM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 2. 3 CCAGGATTTTTTT 0.413



- 3 757 zif.1_Frame_Shift_ NM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN 1 GGCTGCGGGGAC 0.672

- 20 2893 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN 13 CACTTTCCCCCTC 0.562

+ 6 1019_1020 Shift_Del_p.Q191f NM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1 ACATCAGAGAGA 0.386

- 13 1743_1744_p.V523fs|MAP7D2 NM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3 TTTTCCACACACA 0.446

- 7 3967 OOM4_uc004dpd.3 NM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN ASD2. 1 TTTACCTTTTTTT 0.448

- 2 352_353 MAGT1_uc004ect.3 NM_032121 NP_115497 Q9H0U3 MAGT1_HUMAN 1 GCTTTCACAAGG 0.421

- 6 1039 emy.1_Frame_Shif NM_018301 NP_060771 Q96IZ5 RBM41_HUMAN RRM. 1 AGGTCCTTTTTTC 0.433

+ 3 526 mzo.1_Frame_Shift NM_001493 NP_001484 P31150 GDIA_HUMAN 0 GAGGGGCCCCCT 0.577

- 4 396_398 _In_Frame_Del_p. NM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. NA 1 GAGCTCTCCTCCT 0.631

- 2 1126 1fpt.1_Frame_Shif NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease NA 2 GGTTGAGGGGGG 0.557

- 4 521 9yru.1_RNA|CORO NM_020441 NP_065174 Q9BR76 COR1B_HUMAN WD 2. NA 2 GTGCCCACATTCC 0.592

- 1 295_296 e_Ins_p.16_16G>G NM_002094 NP_002085 P15170 ERF3A_HUMAN NA 3 ctgctgctcccgccgccg 0.332 rs71408216

- 12 5661_5663.2_In_Frame_Del_ NM_014071 NP_054790 Q14686 NCOA6_HUMAN .|Gln-rich.|C NA 7 TCATTtgttgctgctgc 0.498 895426;rs140426729

- 4 1934_1936 1aaq.1_In_Frame_ NM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN NA 2 CACCACCTCCTCC 0.557

- 3 428_430 _19DD>D|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. NA 0 GCTCGTCATCATC 0.532 rs145794160

+ 3 743_744 _103insS|TPRXL_ NR_002223 NA 0 gcagctctagcagcagc 0 895893;rs138518200

+ 13 1713_1714 _p.K518fs|PAPD7_ NM_006999 NP_008930 Q5XG87 PAPD7_HUMAN NA 1 GAAAAAACACACA 0.653

+ 1 616_617 NM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN NA 2 GCCGCTGCCGCC 0.658 1038013;rs34838882

- 7 739_740 _uc009vlz.2_Intron NM_003790 NP_003781 Q93038 TNR25_HUMAN ical; (Potent NA 3 GGTGGCCCCAAG 0.634

+ 2 287 on|FDPS_uc001fke NM_002004 NP_001995 P14324 FPPS_HUMAN NA 0 CACCCCGGGAGA 0.682

- 7 924_926 MARCH8_uc001jc NM_001002266 NP_001002266 Q5T0T0 MARH8_HUMAN NA 0 GCCTTGAGTCTCT 0.384

+ 3 372 01kce.3_Frame_Sh NM_032333 NP_115709 Q9BRX8 CJ058_HUMAN NA 0 TATGGGAAAAAAA 0.488

+ 1 354 _uc001mam.1_Int NM_001004756 NP_001004756 B2RNI9 B2RNI9_HUMAN NA 0 CCACTCTTTTTCC 0.502

- 3 345 0rew.1_Frame_Shi NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN NA 2 AAGGTACCCCCCC 0.517

- 3 635 sfi.3_Frame_Shift_ NM_001127322 NP_001120794 P45973 CBX5_HUMAN NA 0 TCTCTCTTTTTTT 0.323

+ 3 353_355 me_Del_p.D88del|K NM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. NA 2 atgatgacgatgatgatg 0.286 rs138421508

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN NA 0 TGGGACTTTTTTT 0.373

+ 4 1996 _p.Q522fs|ZBTB1_ NM_001123329 NP_001116801 Q9Y2K1 ZBTB1_HUMAN NA 1 GTATCCAAAAAAA 0.378

+ 8 929_930 PIP_uc002dcx.3_R NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. NA 0 TCCCGAGTGTCT 0.559

+ 12 1921_1923dvc.1_In_Frame_D NM_016151 NP_057235 Q9UL54 TAOK2_HUMAN Glu-rich. NA 1 Cgaggaagaggaggag 0.483

- 2 401 exe.2_Frame_Shif NM_005652 NP_005643 Q15554 TERF2_HUMAN FH dimerizat NA 1 CTCCTTCCCCAAG 0.592

- 8 1040 RN_uc010ezx.2_In NM_003162 NP_003153 O43815 STRN_HUMAN NA 1 ACCCCCTTTTTCC 0.388

+ 8 2678_2679me_Shift_Ins_p.Q1 NM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 3. NA 14 CGTGCAGGGGGA 0.594

+ 2 364_365 s_p.I20fs|DSTN_u NM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. NA 2 GCTGTCATTTTTT 0.386

- 6 827 Shift_Del_p.A279fs NM_178026 NP_821158 Q9UJ14 GGT7_HUMAN cellular (Pote NA 1 CTTGGGCCACAGC 0.597

- 1 204 NM_181607 NP_853638 Q8IUB9 KR191_HUMANA repeats of G NA 0 GCCTCCAAAGCCA 0.507

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Prob NA 2 CAGGTCAAAAAAA 0.294

- 25 3483 I1107fs|SEC31A_u NM_001077207 NP_001070675 O94979 SC31A_HUMAN ction with PD NA 8 TGGTAATTTTTTT 0.388

+ 28 3960 Shift_Del_p.Q1226f NM_015183 NP_055998 O15021 MAST4_HUMAN NA 13 CCGCTGCAGAGC 0.682

+ 11 2230 NM_014899 NP_055714 O94955 RHBT3_HUMAN action with R NA 2 TTCAGTCAAAAGC 0.328

- 8 1188_1189kna.3_Frame_Shift NM_018343 NP_060813 Q9BVS4 RIOK2_HUMANProtein kinase NA 1 GATTCTTCTAGACA 0.416

- 16 2124 _Shift_Del_p.S640f NM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN NA 3 CGATTACTTTTTTT 0.368

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN NA 0 AATAACATTTTTTT 0.398

+ 14 2475_2476 16_uc004brr.1_3'U NM_144965 NP_659402 Q8NEE8 TTC16_HUMAN NA 0 TTCCACCAAGAC 0.609 rs139597416

+ 11 1489_1490 A1B_uc011mfd.1_ NM_000718 NP_000709 Q00975 CAC1B_HUMAN lasmic (Pote NA 6 CCCTTCGCCCGC 0.609

+ 42 6439_64414dza.2_In_Frame_ NM_005120 NP_005111 Q93074 MED12_HUMAN Gln-rich. NA 4 acatccggcagcagcag 0.256

+ 1 794 1_5'Flank|BCAP31_ NM_000033 NP_000024 P33897 ABCD1_HUMAN nteraction w NA 0 TTGGCTGGCAGCT 0.667 rs74315280



- 2 90 ame.2_Frame_Shif NM_000983 NP_000974 P35268 RL22_HUMAN 0 TGCTTCTTTTTTT 0.398

+ 20 5915 l_p.G694fs|ARID1A NM_006015 NP_006006 O14497 ARI1A_HUMAN p.G1848fs*6(3) 142 ATTGGTGGGGGG 0.582 rs140055856

+ 7 1312_1313ame_Shift_Ins_p.S NM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN Pro-rich. 0 CTCCGTCCCCCC 0.515

- 8 1432 P2_uc001dmy.1_R NM_207398 NP_997281 Q8N8V2 GBP7_HUMAN 2 ATTGTGCCCCCCC 0.438

- 9 1607_1608 0ovy.1_Frame_Sh NM_004696 NP_004687 O15374 MOT5_HUMAN ical; (Potential). 3 ATGGTACAAAAAAA 0.391

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 gaggaagaggaggag 0.33

+ 5 2142_2143 33A_uc010qev.1_F NM_006974 NP_008905 Q06730 ZN33A_HUMANC2H2-type 12. 3 ACATCAGAGAAC 0.391

- 7 924_926 MARCH8_uc001jc NM_001002266 NP_001002266 Q5T0T0 MARH8_HUMAN 0 GCCTTGAGTCTCT 0.384

+ 9 6800 c001lfz.2_Frame_S NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CAGAGACCCCCC 0.522

+ 1 303_304 NM_001005197 NP_001005197 Q8NGM9 OR8D4_HUMAN Name=3; (Potential). 1 TCAGCTGTTTTTTT 0.436 rs79561639

+ 13 1588 .1_3'UTR|GLB1L3 NM_001080407 NP_001073876 Q8NCI6 GLBL3_HUMAN 1 GTGTATCCCCCCG 0.602

- 3 314_315 NM_006248 NP_006239 0 TGGAGGTGGGGG 0.614

- 3 189_191 NM_006248 NP_006239 0 GAGGAGATGGGG 0.557

+ 4 669 |FAR2_uc009zjm.2 NM_018099 NP_060569 Q96K12 FACR2_HUMAN 0 GGAGCCAAAAAAA 0.388

- 9 1715_1735sav.1_Splice_Site_ NM_006121 NP_006112 P04264 K2C1_HUMAN y/Ser-rich.|Tail. 2 gctgctacctccggagc 0 529359;rs61226348

- 3 635 sfi.3_Frame_Shift_ NM_001127322 NP_001120794 P45973 CBX5_HUMAN 0 TCTCTCTTTTTTT 0.323

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMAN Name=3; (Potential). 4 GATGTACTTCTTCT 0.414

+ 3 227 nk|MARS_uc001so NM_004990 NP_004981 P56192 SYMC_HUMAN 5 GCAGATATTTTTTT 0.488

+ 6 694 ssy.1_Frame_Shift_ NM_007199 NP_009130 Q9Y616 IRAK3_HUMANProtein kinase. 8 TAGGAGAAAAAAA 0.303

+ 8 1314 TC3_uc009zsm.2_R NM_181783 NP_861448 Q6ZXV5 TMTC3_HUMAN ical; (Potential). 1 CGAACCTTTTTTT 0.303

+ 15 1554 P1_uc009zuu.1_3'U NM_007062 NP_008993 Q13610 PWP1_HUMAN 0 TGGCCCTTTTGGC 0.373

- 8 694 E2_uc001ume.2_In NM_199254 NP_954863 Q6XPS3 TPTE2_HUMAN ical; (Potential). 0 AATGTCAAAAAAA 0.303

- 10 3917 I963fs|SACS_uc00 NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 CTTCAATTTTTTT 0.383

- 5 1432 me_Shift_Del_p.R3 NM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0 TTACCCTTTTTCC 0.373

+ 3 353_355 me_Del_p.D88del|K NM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. 2 atgatgacgatgatgatg 0.286 rs138421508

- 9 1177_1178_p.I309fs|DIAPH3_ NM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN GBD/FH3. 2 CTGTCAATTTTTTT 0.322

+ 7 1388_1390 Site|TOX4_uc010tl NM_014828 NP_055643 O94842 TOX4_HUMAN Pro-rich.|Poly-Ala. 1 CAGCAGCTGCTG 0.581

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0 TGGGACTTTTTTT 0.373

- 2 1971_1972 _Shift_Ins_p.K585 NM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2 TAGATTCTTTTTTT 0.356

- 7 1217_1219339SS>S|FOXN3_ NM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3 GGCTGAGGAGGA 0.65 rs139532153

- 2 365_367 c010twr.1_Intron|IF NM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Poly-Glu. 4 CTTTCCCTCCTCC 0.443

- 5 539_540 _Shift_Ins_p.I75fs| NM_014226 NP_055041 Q9UQ07 MOK_HUMAN Protein kinase. 4 TGCATAATTTTTTT 0.322 rs145834415

+ 7 998 NM_033223 NP_150092 Q99928 GBRG3_HUMAN 0 TGGATCAAAAAAG 0.338

- 12 2045_2061 p.A607fs|DMXL2_ NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN WD 5. 9 TCATTACTGTGGG 0.438 rs139505079

+ 7 2928_2930 10ujg.1_In_Frame_ NM_004727 NP_004718 O60721 NCKX1_HUMAN ic (Potential).|Poly-Glu. 0 gaggaagaggaggag 0.281

+ 10 2359 p.S379fs|BLM_uc0 NM_000057 NP_000048 P54132 BLM_HUMAN case ATP-binding. 6 GTTATCAAAAAAA 0.269

+ 33 4739_4740so.1_Frame_Shift_ NM_001271 NP_001262 O14647 CHD2_HUMAN 2 GTCCAATgaaaaaaa 0.158

+ 30 3476_3478 L1022del|ITGAL_u NM_002209 NP_002200 P20701 ITAL_HUMAN ical; (Potential). 10 GGGGGCTGCTG 0.601

+ 2 171 0ccz.1_Frame_Shif NM_002987 NP_002978 Q92583 CCL17_HUMAN 1 CCTCCTGGGGGC 0.662

+ 2 393_395 NM_018019 NP_060489 Q9NWA0 MED9_HUMAN Potential. 0 CCGAACAGCAGCA 0.581

- 2 1200_1202p.E351del|CDC42E NM_012121 NP_036253 Q9H3Q1 BORG4_HUMAN 0 TTTCATCCTCCTC 0.64

- 2 140 Del_p.P27fs|SIRT6 NM_016539 NP_057623 Q8N6T7 SIRT6_HUMAN 1 TCCTCCGGGGGG 0.642

+ 3 1121_1123 002pbp.2_5'Flank| NM_012099 NP_036231 O15446 RPA34_HUMAN Poly-Lys. 4 GTGCGGAAGAAGA 0.581

- 7 1091 ame_Shift_Del_p.F NM_002539 NP_002530 P11926 DCOR_HUMAN 1 CATGTCAAAAACA 0.473

+ 12 1349 RE_uc002rlt.2_Fra NM_199194 NP_954664 Q9NXR7 BRE_HUMAN UEV-like 2. 3 AGGCCCAAAAAA 0.448

- 4 596 0ynd.1_5'Flank|FAM NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1 GTCTTACTTTTTTT 0.338



+ 12 2381 ruw.2_Frame_Shif NM_001430 NP_001421 Q99814 EPAS1_HUMAN 2 TTCCATGGGGGGC 0.612

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409

+ 19 2649 lice_Site_p.V850_s NM_001024457 NP_001019628 Q68DN6 RGPD1_HUMAN 0 tttttttAGTTGCAAC 0.312

- 6 1386 p.M392fs|REV1_uc NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 GTTTTCATTTTTTT 0.348

- 1 128 ame_Shift_Del_p.P NM_001087 NP_001078 Q13685 AAMP_HUMAN 1 CCAGTGGGGGG 0.617

+ 4 350 _p.L117fs|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 TCCCACTTTTTTT 0.413

- 29 3477_34782vul.2_Frame_Shift NM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3 AATCTTGTTTTTTT 0.317

+ 4 1257 d.2_RNA|PANK2_u NM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0 AGGAACTTTTTTT 0.343

- 14 2158_2159 _p.K662fs|ZMYND NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5 CTTGGGCTTTTTT 0.49

- 23 2501 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 CTCACCATTTTTTT 0.323

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 ACCTGGGcatcatca 0.261

+ 7 686_688 _Del_p.E197del|SH NM_018957 NP_061830 Q9Y3L3 3BP1_HUMAN BAR. 1 GCTGAAGGAGGAG 0.498

+ 12 3912 3ayn.3_Frame_Shif NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 TTATTTCCCCCCA 0.448

- 5 2710_2711ns_p.K325fs|FILIP1 NM_182909 NP_878913 Q4L180 FIL1L_HUMAN Potential. 1 GATTTAGTTTTTTT 0.406

- 6 1009 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN 3 AGGCAGTTTTTTT 0.383

- 3 1028 168_uc010iah.2_5 NM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0 TTCGCCTTTTTTC 0.448

+ 8 1111 ggp.1_Frame_Shift_ NM_182982 NP_892027 P32298 GRK4_HUMANProtein kinase. 1 AGCTACAAAAAAA 0.393

- 25 3567 tx.1_Frame_Shift_ NM_002913 NP_002904 P35251 RFC1_HUMAN 4 TCGAACTTTTTCC 0.388

+ 4 1196_1198p.E415del|SEC24B NM_006323 NP_006314 O95487 SC24B_HUMAN Poly-Glu. 3 Tgaggaagaggaggag 0.369

- 8 596_598 3ijz.3_In_Frame_D NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 CACATCAGCAGCA 0.34

- 1 113_114 NM_001100389 NP_001093859 Q8IY95 TM192_HUMAN lasmic (Potential). 1 ATCCTGCCCCCC 0.698

- 7 1154 NM_016107 NP_057191 Q96KR1 ZFR_HUMAN 0 CAGCTTCTTTTTTT 0.348

+ 10 2028_2030LMNB1_uc011cxb.1 NM_005573 NP_005564 P20700 LMNB1_HUMAN d be involved in chromatin b 2 AGAAGAGGAGGA 0.325

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANName=12; (Potential). 0 TCACCCTTTTTTT 0.418

- 1 346_348 3lew.1_In_Frame_D NM_004883 NP_004874 O14511 NRG2_HUMAN Poly-Ser. 6 ccgctctcgctgctgctgc 0.291

+ 15 2605_26063lny.2_Frame_Shift NM_018989 NP_061862 Q9P2N5 RBM27_HUMAN Potential. 3 AGTGCTTAAAAAA 0.351

- 2 531_533 rb.3_In_Frame_De NM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN Poly-Gln. 0 CGTtgttgttgctgctgct 0.547

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2 GGCCACAGCAGCA 0.631

+ 7 1266 _p.P268fs|FOXP4_ NM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1 GTCTCACCCCCCC 0.677

+ 15 2788 _p.K847fs|GRIK2_u NM_021956 NP_068775 Q13002 GRIK2_HUMAN lasmic (Potential). 5 AAATCCAAAAAAA 0.348

- 13 1854 vk.2_Frame_Shift_ NM_002037 NP_002028 P06241 FYN_HUMAN Protein kinase. 7 GGGTCCTTTTTCC 0.562

+ 5 726 WISP3_uc003pvo.2 NM_003880 NP_003871 O95389 WISP3_HUMAN 0 ATTTGGAAAAAAA 0.333

- 5 2400 NM_001012279 NP_001012279 Q5TF21 CF174_HUMAN Potential. 6 TGAGCCTTTTTTT 0.294

- 7 1235_1236edm.1_Frame_Shif NM_000416 NP_000407 P15260 INGR1_HUMAN lasmic (Potential). 1 GAAGAACTCTCTC 0.431

+ 26 3025_3026ame_Shift_Ins_p.D NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCTGACAAAAAA 0.48

+ 6 694_695 _p.L112fs|ZDHHC4 NM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMAN ical; (Potential). 2 AAACCTGTTTTTTT 0.45

+ 3 443 010ktk.1_Frame_Sh NM_173565 NP_775836 B2RC85 R10B2_HUMAN 3 AAACCCAAAAAAG 0.468

- 5 684_685 _Del_p.E93fs|OSB NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN PH. 1 GCAGCTTCTCTCT 0.5

+ 21 3687_3689 .E707del|AEBP1_u NM_001129 NP_001120 Q8IUX7 AEBP1_HUMAN y).|Glu-rich.|Interaction with 0 Tgaggaagaggaggag 0.468

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0 CCAGGCTTTTTTT 0.408

- 27 3637 p.K1180fs|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN 2.|Cytoplasmic (By similarity 6 CCTCTGTTTTTGA 0.418

- 10 1091_1092_p.S339fs|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN y).|ABC transmembrane typ 6 GGATTGAAAAAAA 0.347

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 AATAACATTTTTTT 0.398

+ 14 1294_1295_p.Q359fs|CCDC13 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 ATATGGCAGGTTT 0.272 rs140810598

+ 10 1383_1384 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMANProtein kinase. 16 TCATTAGAGAGA 0.495

+ 28 3202 3_Intron|GATS_uc NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 AGTTTTCCCCCCG 0.547

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383



- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2 TACACCAAAAAAA 0.393

+ 11 2081_2082 kvv.1_Frame_Shift NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1 CTGCCCACACAC 0.53

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 AGGAAATTTTTTT 0.453

- 7 1563 xon.3_Frame_Shift NM_001099412 NP_001092882 Q92794 MYST3_HUMAN tion with RUNX1-1. 7 AACCTGTTTTTTG 0.398

- 6 1263 _p.M308fs|PCMTD NM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0 tcctcttccattttttcatcc 0.284

- 7 735_736 _p.K193fs|PTPLAD NM_001010915 NP_001010915 Q5VWC8 HACD4_HUMAN ic (Potential).|Poly-Lys. 1 CATCTTCTTTTTTT 0.371

+ 2 306 s|NDOR1_uc011me NM_014434 NP_055249 Q9UHB4 NDOR1_HUMANlavodoxin-like. 0 AGGAGACCCCCC 0.527

+ 9 1017_1019 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN Poly-Ala. 3 TGAACCCgctgctgc 0.355

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 AGGTTATTTTTTT 0.413

- 3 478_479 0ocj.1_Frame_Shif NR_026567 0 GCAGCCAGCTGA 0.663 rs141324796

+ 1 1337_1339 NM_207334 NP_997217 Q6ZT52 FA43B_HUMAN 0 gaggacgaggaggag 0.567

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. 3 CCGGGACtggtggtg 0.537

- 9 1732_17340ows.1_In_Frame_ NM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11 TGTTGTGTTGTTG 0.429

+ 5 713 oyy.1_Frame_Shift NM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN PINIT. 1 TATTTTCCCCCCA 0.463

- 13 1861 0pac.1_Intron|NBP NM_017940 NP_060410 Q86T75 NBPFB_HUMAN NBPF 3. 0 TCCTCCTTTTTCA 0.463

+ 1 171_176 NM_178356 NP_848133 Q5TA78 LCE4A_HUMAN Cys-rich. 0 GGCTGTGGTTGC 0.578 269814;rs74871420;rs79268808

- 11 2245_2247 H700del|PBXIP1_u NM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1 CCCCGGTGGTGG 0.64 rs143592003

- 6 1004_1006X1A_uc001gcw.1_ NM_177398 NP_796372 Q8TE12 LMX1A_HUMAN ly-Gln.|Gln-rich. 5 GATCTTGCTGCTG 0.567

+ 16 4804 pmh.1_Frame_Shif NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0 GGGATGAAAAAAA 0.388

+ 7 1456_1457_Ins_p.378_379ins NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|17 1 CTGCACCCACCA 0.653 rs149342058

+ 7 1574_1576me_Del_p.T418del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|21 1 TGCACCCACCAC 0.645

- 2 805 1hlg.3_Frame_Shi NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1 TGGTCTGGTTCGT 0.313

+ 37 10073_10074p.S3343fs|OBSCN_NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 33. 28 GTACTCGTGTGTG 0.584

- 20 2528_2530 E813del|SFMBT2_ NM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8 AGTCTCTCCTCCT 0.596

- 25 3723 e_Shift_Del_p.D11 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN .|Extracellular (Potential). 13 GGGAATCAGCTTG 0.388 rs138363888

+ 25 3716 _p.D924fs|ZMIZ1_u NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 CTGGACCCCCCC 0.557

+ 3 410_412 ame_Del_p.I75del NM_017787 NP_060257 Q9NX94 OPA1L_HUMAN ical; (Potential). 1 TGGACCATCATCA 0.606

- 6 626 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN 1 TTGCCTGGGGTG 0.703 0721287;rs63405860

+ 25 8653_86555del|DNHD1_uc001 NM_144666 NP_653267 Q96M86 DNHD1_HUMAN Glu-rich. 2 GAGAGTgaggagga 0.507

+ 8 961 _p.Y171fs|PRMT3_ NM_005788 NP_005779 O60678 ANM3_HUMAN 0 CATATACCAAAATC 0.353

- 24 2496_2498 PC3_uc010rhl.1_I NM_000256 NP_000247 Q14896 MYPC3_HUMANonectin type-III 1. 3 GTAGCTCTTCTTC 0.601

+ 5 886 rlo.1_Frame_Shift_ NM_004265 NP_004256 O95864 FADS2_HUMAN lasmic (Potential). 2 TGGCAGCCCATCG 0.527

- 4 1598_1600 .2_Intron|C11orf95 NM_001144936 NP_001138408 C9JLR9 CK095_HUMAN o-rich.|Glu-rich. 0 CACCCCActcctcct 0.547

- 2 598_600 1orf95_uc001nxs.2 NM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 tcctcttcttcctcctcctcc 0.532

+ 1 166 NM_003977 NP_003968 O00170 AIP_HUMAN 0 GGATCCAAAAACG 0.597

+ 3 285 9zaa.1_Frame_Shif NM_000073 NP_000064 P09693 CD3G_HUMAN ular (Potential).|Ig-like. 0 GAAGATAAAAAAA 0.403

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMAN /Glu-rich (aciel(1)|p.E366_K4 149 AAATTATGATGAT 0.473

- 9 1657_16593_554PP>P|IFFO1 NM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0 GCTTGGCGGCGG 0.601 rs144019095

- 10 2162_2163 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0 CCTCCTCCATCTC 0.5

- 3 441_442 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS] 0 TTTCCTGGAGGT 0.604

- 3 812_814 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.606

- 3 502_503 NM_006248 NP_006239 0 TTTCCTGGAGGT 0.594

- 3 319_320 NM_006248 NP_006239 0 TTTCCTGGAGGT 0.614

- 3 314_315 NM_006248 NP_006239 0 TGGAGGTGGGGG 0.614

- 3 257_259 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.601

- 4 730_731 p.P215fs|IFLTD1_u NM_152590 NP_689803 Q8N9Z9 ILFT1_HUMAN 3 TGTTTGGAAGGA 0.371

+ 4 669 |FAR2_uc009zjm.2 NM_018099 NP_060569 Q96K12 FACR2_HUMAN 0 GGAGCCAAAAAAA 0.388



+ 11 1121 0slz.1_Frame_Shif NM_000725 NP_000716 P54284 CACB3_HUMAN 0 CTCCCGGGGGAA 0.617

+ 2 347 NM_005430 NP_005421 P04628 WNT1_HUMAN 1 CAGACTCCAAGAG 0.562

+ 2 157 40B_uc001ruq.1_F NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5 AGCTATCCCCCCC 0.607

+ 27 4928 NM_002332 NP_002323 Q07954 LRP1_HUMAN ntial).|LDL-receptor class B 22 CTGTACGGGGGG 0.587 rs139915490

- 5 654_655 _Shift_Del_p.L39fs NM_139207 NP_631946 P55209 NP1L1_HUMAN 2 GTTTTTGAGAGCA 0.381

- 6 1097 me_Shift_Del_p.R3 NM_198521 NP_940923 Q96LP6 CL042_HUMAN 2 TGGGCGGGGGG 0.587

- 9 986 NM_001031701 NP_001026871 Q86UY8 NT5D3_HUMAN 3 GTCTTTCCCAACG 0.418

+ 35 3471_3472TC1_uc010taf.1_In NM_014708 NP_055523 P50748 KNTC1_HUMAN 10 AATTGCTATTTCTG 0.406

- 25 3416 SBNO1_uc010taq NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 CTTCCATTTTTTTT 0.388

+ 1 998 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. 4 CGGAAAGCGTTTT 0.408

+ 1 1058 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 4. 4 CGCAGCAAAGGG 0.428

- 5 2069 me_Shift_Del_p.L5 NM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2 TTTAGTAAAAAAA 0.403

+ 8 1137_1138 uqw.2_Frame_Shif NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN Poly-Pro. 1 CAGCCGCCCCCC 0.678 rs141429361

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GAGGCAGAGAGA 0.386

- 3 184 1zfl.2_5'Flank|TRP NM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANcellular (Potential). 4 GGCAGAGGGGGG 0.507

+ 7 1140_1142 ame_Del_p.L345d NM_024505 NP_078781 Q96PH1 NOX5_HUMAN doreductase.|Helical; (Poten 2 TCGCTCTGCTGCT 0.626

- 2 438_440 nr.3_In_Frame_Del NM_002693 NP_002684 P54098 DPOG1_HUMAN Poly-Gln. 2 ggctgctgttgctgctgctg 0.458

- 2 423_425 02dxs.2_In_Frame_ NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 CCCCCCATCATCA 0.532

- 2 508_509 me_Ins_p.62_63ins NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN Poly-Gly. 8 gccgccgccgctgctgc 0.46 rs113614842

+ 8 759 _p.G77fs|PLD2_uc0 NM_002663 NP_002654 O14939 PLD2_HUMAN PH. 5 GTTCCTGGCCTCA 0.617

- 1 143_145 HX33_uc010clf.2_ NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2 TCCGGCCTCCTCC 0.724

+ 8 912_914 p.L222del|CHRNB1 NM_000747 NP_000738 P11230 ACHB_HUMAN ical; (Potential). 2 TGTTCCTGCTGCT 0.498

+ 1 90_92 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1 ggcgacgaggaggag 0.305

+ 13 2245_2247p.K762del|CHD3_u NM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1 AGTATAAGAAGAA 0.488

+ 4 1276_1278 SMCR7_uc010vxq NM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0 CGGCGGCTGCTG 0.685

+ 6 1142_1143 WSB1_uc002gze.1 NM_015626 NP_056441 Q9Y6I7 WSB1_HUMAN WD 5. 0 GCATCTTATGATAC 0.391

+ 3 202_204 10crt.2_In_Frame_ NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3 AGATGAGGAGGA 0.453

+ 1 158_160 ame_Del_p.K7del|Z NM_003457 NP_003448 O43670 ZN207_HUMAN 0 GTCGCAAGAAGAA 0.542

+ 10 1539 NM_001254 NP_001245 Q99741 CDC6_HUMAN 3 TGATGGTAACAGG 0.428

- 1 96_98 2_5'Flank|TMEM99 NM_000421 NP_000412 P13645 K1C10_HUMANHead.|Gly-rich. 0 cctccacatcctcctcctc 0.409

- 5 975_976 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMAN lasmic (Potential). 1 GCGAGACCCCCC 0.604

+ 8 1687 LT2_uc010dbo.2_R NM_022167 NP_071450 Q9H1B5 XYLT2_HUMANmenal (Potential). 1 CAGCTACCCCCCC 0.602

+ 1 488_490 E148del|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN Glu-rich. 4 ggtctccgaggaggagg 0.473

+ 14 1870_1871p.Q561fs|ITGB4_u NM_000213 NP_000204 P16144 ITB4_HUMAN tial).|Cysteine-rich tandem 4 GGCCAGTGTGTG 0.604 rs121912463

- 6 817 _p.Q195fs|SS18_uc NM_001007559 NP_001007560 Q15532 SSXT_HUMAN Gln-rich. 1884 GTCTCTGACCCAT 0.423

+ 8 995 WDR7_uc002lgl.1_ NM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3 GGACCGGGGGG 0.418

- 4 1782 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 AAGTCCTTTCCCC 0.522

+ 2 143_144 k|CCDC159_uc010 NM_001080503 NP_001073972 P0C7I6 CC159_HUMAN 1 CTCTGGAGCGTA 0.639 rs142796564

- 5 915_916 _Ins_p.Q261fs|ECS NM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN 1 GGGGCTGGGGGG 0.584

- 3 330 _Shift_Del_p.P38fs NM_025249 NP_079525 Q9H0B3 K1683_HUMAN 2 TGAGCGGGGGC 0.622 rs116770984

- 1 207_208 oad.1_Frame_Shif NM_198538 NP_940940 Q6UWP8 SBSN_HUMAN 1 CCCACCTCTCTC 0.579

+ 2 648_650 0egn.1_In_Frame_ NM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1 GACCTCACCACCA 0.685

+ 13 1226_1228Frame_Del_p.S323 NM_007056 NP_008987 Q8N2M8 CLASR_HUMAN r-rich.|Arg-rich. 0 GCCGCCGctcctcct 0.522

+ 4 656_658 E183del|KLC3_uc NM_177417 NP_803136 Q6P597 KLC3_HUMAN Poly-Glu. 1 CAGCGAGGAGGA 0.645

+ 8 2997 02phi.3_Frame_Sh NM_015711 NP_056526 Q9NZM4 GSCR1_HUMAN Poly-Pro. 3 GCAGCACCCCCC 0.672

+ 5 2209_2210uc002pxc.1_5'Flan NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0 ACACTAGAGAGA 0.436



+ 16 2225 OT3_uc002qdk.1_ NM_014516 NP_055331 O75175 CNOT3_HUMAN Pro-rich. 3 GTACCTCCCCCGG 0.617 rs145720928

- 1 324_326 NM_012344 NP_036476 O95665 NTR2_HUMAN Name=2; (Potential). 0 CCGACCAGCAGCA 0.591

- 1 1978_1980KIF3C_uc010ykr.1_ NM_002254 NP_002245 O14782 KIF3C_HUMAN y-Asn.|Potential. 4 CGGTGGTTGTTG 0.621

- 4 596 0ynd.1_5'Flank|FAM NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1 GTCTTACTTTTTTT 0.338

+ 13 1538 F1_uc002txn.2_Fra NM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15 CCTTCCTTTTTTT 0.343

- 11 1904_1905_p.F546fs|FN1_uc NM_212482 NP_997647 P02751 FINC_HUMAN ding.|Fibronectin type-I 8. 13 CTGACCGAAGCA 0.49

+ 7 931 .1_Frame_Shift_D NM_000578 NP_000569 P49279 NRAM1_HUMAN ical; (Potential). 4 GGAAGCTTTTTTT 0.418

- 33 5621_5622MIR375_hsa-mir-37 NM_194302 NP_919278 Q6ZU64 CC108_HUMAN Glu-rich. 4 CTCCTTCTCGTCC 0.604

+ 2 1083_1085 NM_024893 NP_079169 Q9H7V2 SYNG1_HUMANCytoplasmic (Potential). 0 ATGTGGAGGAGG 0.547

- 4 1604 NM_052846 NP_443078 Q9NT22 EMIL3_HUMAN 1 TCCCCACCCCCC 0.637

- 3 293 C3_uc002xph.1_R NM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN WAP 2. 0 ATACCCTTAGGAA 0.527

- 2 597 Shift_Del_p.Q166fs NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2 GTCCTGGGGGGT 0.577

- 1 119 NM_181619 NP_853650 Q3LI58 KR211_HUMAN 1 caaacccacagccatac 0.134

- 3 356 XN2_uc003apl.1_R NM_012473 NP_036605 Q99757 THIOM_HUMAN Thioredoxin. 0 GATCTTGCAGGGT 0.552

+ 7 2100_2108 atq.1_In_Frame_D NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 AGCCTCCAGAACC 0.579

+ 5 474 2_3'UTR|POLR2F_ NM_021974 NP_068809 P61218 RPAB2_HUMAN 1 AGACTGGGGGGT 0.512

- 13 2272_2274 p.2_In_Frame_Del NM_001098504 NP_001091974 Q92841 DDX17_HUMAN Poly-Pro. 4 ggagggggaggagga 0.36

+ 2 1222 gxy.2_Frame_Shif NM_002409 NP_002400 Q09327 MGAT3_HUMANmenal (Potential). 0 GCGTCCTTTTCCT 0.642

+ 3 406_408 me_Del_p.E76del| NM_012324 NP_036456 Q13387 JIP2_HUMAN /Glu-rich (acidic). 3 gaggaagaggaggag 0.483

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich (acidic). 3 CTCACCCTCCTCC 0.734 rs72561774

- 27 3223 t.2_RNA|CLASP2_ NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 CACCCATTTTTTT 0.343

- 9 2297 NM_022842 NP_073753 Q9H5V8 CDCP1_HUMAN lasmic (Potential). 3 TGAAACTTTTTTG 0.468

- 11 2929 _p.S552fs|MAP4_u NM_002375 NP_002366 P27816 MAP4_HUMAN 3 GCTCTTGGACCCA 0.577

- 18 2397_2399 cwp.2_In_Frame_D NM_003363 NP_003354 Q13107 UBP4_HUMAN 4 TGTGGTCTTCTTC 0.532

+ 2 195_197 4L2_uc003dbh.2_5 NM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3 gcggaagaggaggag 0.429

- 24 2792 Shift_Del_p.P714fs NM_002218 NP_002209 Q14624 ITIH4_HUMAN 3 ACTCCCGGGGGC 0.582 rs140372968

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 CTGGtctttctcctcctcc 0.394

+ 1 277_278 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMAN cellular (Potential). 1 ATGATATCTCTCTC 0.391

+ 7 1308 _Shift_Del_p.P256f NM_001627 NP_001618 Q13740 CD166_HUMANPotential).|Ig-like C2-type 1. 3 GCCACCAAAAAAT 0.408

+ 3 425_426 F2_uc003eeo.2_Int NM_018456 NP_060926 Q96CJ1 EAF2_HUMAN 0 CACTGTAAAAAAA 0.243

+ 1 1441 NM_002563 NP_002554 P47900 P2RY1_HUMAN cellular (Potential). 1 TCACCTGTTACGA 0.537

- 3 530_531 |UGDH_uc003gul.1 NM_003359 NP_003350 O60701 UGDH_HUMAN 4 TGGTAGAAAAAAA 0.297

- 6 542 AD2_uc003gyu.2_I NM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0 ATCTTCAAAAAAA 0.393

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMAN Name=3; (Potential). 1 TTGAATATTTTTTT 0.393

- 17 2126 o.2_Frame_Shift_D NM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5 TTTGGCTTTTTTT 0.353

- 8 596_598 3ijz.3_In_Frame_D NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 CACATCAGCAGCA 0.34

+ 20 2289_229110isc.2_In_Frame_ NM_021942 NP_068761 Q7Z392 CD041_HUMAN 0 GCAGGGAGGAGG 0.463

+ 20 6893_6895 jhm.2_In_Frame_D NM_178140 NP_835260 O15018 PDZD2_HUMAN Ser-rich. 9 TGGCGTCCTCCTC 0.527 744453;rs75551718

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4 GGGACAAAAAAA 0.348

+ 2 237_240 _p.K19fs|AP3S1_u NM_001284 NP_001275 Q92572 AP3S1_HUMAN 0 TATCTAAGAGAGA 0.304 rs80118146

+ 3 465 XL21_uc003lbc.2_R NM_012159 NP_036291 Q9UKT6 FXL21_HUMAN 1 GACCTTGGGCTT 0.428

- 20 2629_26302_Intron|BRD8_uc0 NM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1 TACAAAGAGAGAG 0.505

- 3 326 NM_145266 NP_660309 Q8WVJ2 NUDC2_HUMAN 0 GTCCTCTAAAAAAA 0.282

+ 5 668_670 3mdf.1_In_Frame_ NM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1 GGACGAGGAGG 0.645

+ 7 2110 orf25_uc003mdr.3_RNA|C5orf25_uc003mdv.2_Frame_S Q8NDZ2 CE025_HUMAN 0 GAGTCCTTTTCCT 0.488

- 2 159 e_Shift_Del_p.L9fs NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7 TCACAAGGGGGG 0.483

+ 1 422_423 AN4_uc011dlb.1_5 NM_001007531 NP_001007532 Q5M9Q1 NKAPL_HUMAN 2 TGAAGGAGAGAG 0.535



+ 4 957 nkz.2_Frame_Shift NM_032507 NP_115896 Q96JS3 PGBD1_HUMAN 4 TCCAGGAAAAAAA 0.502

- 2 381_382 3nnl.3_Frame_Shift NM_001109809 NP_001103279 Q9NU63 ZFP57_HUMAN KRAB. 5 ATTCTTAAAGGTTT 0.525

+ 5 799 G_uc003nnz.3_Fram NM_002127 NP_002118 P17693 HLAG_HUMAN ar (Potential).|Alpha-3. 4 TTCAGACCCCCCC 0.537

- 5 1557_155976_377EE>E|DAXX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN ial.|Necessary for interactio 23 ctcttcttcttcctcctcctcc 0.251

+ 1 499_501 e_Del_p.17_18LL> NM_006586 NP_006577 Q9BT09 CNPY3_HUMAN 1 CTTCCCTtgctgctg 0.606

- 8 1152 _p.K221fs|ICK_uc0 NM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5 ATTACCTTTTTTG 0.502

+ 9 1431 X43_uc011dyn.1_R NM_018665 NP_061135 Q9NXZ2 DDX43_HUMANcase ATP-binding. 4 GAGCTTAAAAAAG 0.323

- 3 477 SLC17A5_uc011dy NM_012434 NP_036566 Q9NRA2 S17A5_HUMAN ical; (Potential). 6 AGCCATAAAAAAA 0.423

+ 22 2625_2626 jb.3_Frame_Shift_ NM_003318 NP_003309 P33981 TTK_HUMAN p.R838fs*4(3) 11 ACTTTTGAAAAAAA 0.302

+ 11 1515 _p.K287fs|C6orf16 NM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1 AAGGCCAAAAAAA 0.269

- 1 195_197 pob.1_In_Frame_D NM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6 AAGACGAGGAGG 0.655

- 7 1235_1236edm.1_Frame_Shif NM_000416 NP_000407 P15260 INGR1_HUMAN lasmic (Potential). 1 GAAGAACTCTCTC 0.431

- 1 307_309 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN Poly-His. 0 gtggtggtggcggtggtg 0.488

+ 2 498 uc003qid.1_5'Flank NM_015439 NP_056254 Q8IWP9 CC28A_HUMAN 0 AATGCCAAAAAAA 0.413

+ 9 3753_37552_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN dic).|Cytoplasmic (Potentia 19 CCGCGGACGACG 0.65

+ 26 3025_3026ame_Shift_Ins_p.D NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCTGACAAAAAA 0.48

+ 6 694_695 _p.L112fs|ZDHHC4 NM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMAN ical; (Potential). 2 AAACCTGTTTTTTT 0.45

+ 4 1034_1036 NM_001159279 NP_001152751 2 GCCGCTCTTCAAC 0.419

- 5 964 2_Intron|GPC2_uc NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GGGGACCCCCC 0.642

- 9 2023_2025 NM_022574 NP_072096 O75420 PERQ1_HUMAN Poly-Glu. 2 AAGGTTCCTCCTC 0.675 rs142340746

+ 5 927_929 10ljz.1_In_Frame_D NM_014491 NP_055306 O15409 FOXP2_HUMAN Gln-rich. 8 gcagcaacagcagcag 0.172

- 7 1685_16871kvs.1_In_Frame_ NM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 CTTTGCATctgctgctg 0.227

+ 11 2081_2082 kvv.1_Frame_Shift NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1 CTGCCCACACAC 0.53

+ 4 381 _p.K105fs|MCPH1_ NM_024596 NP_078872 Q8NEM0 MCPH1_HUMAN 2 CTAATTAAAAAAA 0.274

- 4 4130_4131 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 AATTGCACCTCTTC 0.297

- 7 1394_1395 ss.2_Frame_Shift_ NM_139167 NP_631906 Q96LD1 SGCZ_HUMAN cellular (Potential). 3 CCCTTCTGTAGATT 0.505

+ 3 289_290 l_p.S58fs|ERLIN2_ NM_007175 NP_009106 O94905 ERLN2_HUMANmenal (Potential). 0 CACATCATATAAGT 0.515

- 4 3431 ame_Shift_Del_p.K NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3 TGTGGCTTTTTTT 0.542

- 18 3959 .E1139fs|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7 CTGGCTCAAGAGG 0.428

- 20 3283_3284Shift_Del_p.Q419fs NM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8 AATCTTGTAGACC 0.337

+ 17 2019 me_Shift_Del_p.F5 NM_052832 NP_439897 Q8TE54 S26A7_HUMAN ytoplasmic (Potential). 2 ATTTACCTTTTTTG 0.403

+ 2 969 NM_030788 NP_110415 Q9H295 TM7S4_HUMAN ical; (Potential). 4 GCATCTGGGTGCT 0.468

- 13 1698 D2_uc003yqi.3_RN NM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2 TTCGTCAAAAAAA 0.413

+ 28 3908 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Potential). 11 CAAGGGAAAAAAA 0.388

- 12 2033 NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN ly-rich.|Collagen-like 2. 13 TCACCCTTTTCCC 0.463

- 30 4625 zae.1_Splice_Site_ NM_201380 NP_958782 Q15149 PLEC_HUMAN 9 CTGTACCTCCTCC 0.621

+ 2 492_493 _p.F109fs|GRINA_u NM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN Pro-rich. 1 CCCCTTCCCCCC 0.683

+ 11 1303_1304_p.C375fs|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN TSP type-1 2. 5 TCGTGTGGGGGG 0.584

- 7 1190_1192 kh.1_5'UTR|VCP_ NM_007126 NP_009057 P55072 TERA_HUMAN 1 TGATCAAGAAGAA 0.463

- 17 2544_2546E841del|RALGDS_ NM_006266 NP_006257 Q12967 GNDS_HUMAN sociating.|Poly-Glu. 3 TCCGGCTCCTCCT 0.606 rs35200098

+ 13 2110_2112E598del|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMAN lasmic (Potential). 1 CAGCGAGGAGGA 0.739

- 4 458_459 NM_138462 NP_612471 Q96E35 ZMY19_HUMAN 1 GCCACGCCCCCC 0.634

- 9 1366 R3B_uc004cpf.2_5 NM_013239 NP_037371 Q9Y5P8 P2R3B_HUMAN EF-hand. 0 TCGGTGTTTTTTT 0.567

- 1 581 1L2_uc011mqj.1_I NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1 GCCACCTTTTTTC 0.498

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 CCTTTGCCCCCC 0.545

+ 20 3644 me_Shift_Del_p.A3 NM_001001344 NP_001001344 Q16720 AT2B3_HUMAN lasmic (Potential). 1 CCGGGCCCCCC 0.587 rs149428057

- 5 924_925 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 CCTGCTGTTTTTTT 0.327



+ 2 286_288 me_Del_p.Q49del| NM_030965 NP_112227 Q9BVH7 SIA7E_HUMAN .|Lumenal (Potential). 2 GCCCCCgcagcag 0.581 rs113832855

- 7 878 otn.1_Frame_Shift NM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12 GAGTGTGGGAAG 0.368

+ 5 713 oyy.1_Frame_Shift NM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN PINIT. 1 TATTTTCCCCCCA 0.463

- 13 1861 0pac.1_Intron|NBP NM_017940 NP_060410 Q86T75 NBPFB_HUMAN NBPF 3. 0 TCCTCCTTTTTCA 0.463

- 2 3390_3392wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 tggcgccttctcttctcccg 0.241

+ 9 1814_18151_Frame_Shift_De NM_170707 NP_733821 P02545 LMNA_HUMAN Tail. 2 GGGCTGCGGGAA 0.624 rs149339264

- 1 356_358 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2 GCAGTAGCAGCAG 0.512

+ 7 1210_1211 _Ins_p.294_295ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|6; approx 1 CCACCAAGTCTG 0.634

- 8 1247 NM_001618 NP_001609 P09874 PARP1_HUMAN 10 GTTTCTGGGGGG 0.502

+ 1 255 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 GAACCTGGGGGG 0.532

- 1 2290 ww.1_RNA|PGR_uc NM_000926 NP_000917 P06401 PRGR_HUMAN ulating, Pro-Rich. 4 TTGAGGCCGAGTG 0.622

- 23 3960 qie.1_Frame_Shift_ NM_001042603 NP_001036068 P29375 KDM5A_HUMAN PHD-type 2. 3 GGATCCTTTTTTT 0.478

- 3 539_541 NM_006248 NP_006239 0 GGGACTTGTTGTC 0.596

- 2 1302 raq.2_Frame_Shift NM_006143 NP_006134 Q15760 GPR19_HUMAN lasmic (Potential). 1 ACGTAGTTTTTTT 0.398

+ 9 808_809 rame_Shift_Del_p NM_020183 NP_064568 Q8WYA1 BMAL2_HUMAN 2 CAAGTTCACAGTA 0.396

- 15 2654 vfj.2_Frame_Shift_ NM_012141 NP_036273 Q9UL03 INT6_HUMAN 2 TGGTCCTTTTCCC 0.398

+ 3 540_541 0tka.1_Frame_Shif NM_005561 NP_005552 P11279 LAMP1_HUMAN ntial).|First lumenal domain 2 CTTCTGACCCCA 0.436

+ 3 1978 _p.L550fs|ZNF828_ NM_001164144 NP_001157616 Q96JM3 ZN828_HUMAN quired for the attachment o 2 GTGCCCTTTTTCC 0.517

+ 9 960_962 me_Del_p.E294del NM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0 TGGATGAGGAGGA 0.562

+ 2 942 Frame_Shift_Del_p NM_145239 NP_660282 Q7Z6L0 PRRT2_HUMAN ar (Potential).|Pro-rich. 0 ATGGGGCCCCCC 0.652

- 14 1558 uc002hkz.1_5'Flan NM_001001417 NP_001001417 Q8IZP1 TBC3A_HUMAN 0 ATGGCGGAACCA 0.642

- 2 513 FBXO17_uc002okf NM_024907 NP_079183 Q96EF6 FBX17_HUMAN FBA. 0 TCTCCGCAGGAG 0.532

- 3 316 _p.P92fs|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 GGTAGTGGGGGG 0.537 rs77941615

+ 30 3643_3645ek.2_In_Frame_De NM_003494 NP_003485 O75923 DYSF_HUMANmic (Potential).|Arg-rich. 7 CCTTCCGCCGCC 0.655

+ 6 1148 NM_173511 NP_775782 Q6P1L5 F117B_HUMAN 1 GCTCCACCCCCC 0.488

+ 1 182_184 PP_uc002vsr.2_5'F NM_001632 NP_001623 P05187 PPB1_HUMAN 1 CCCTGCAtgctgctg 0.542

+ 1 270_272 2wil.2_In_Frame_D NM_139321 NP_647537 O75882 ATRN_HUMAN Leu-rich. 2 GGCCACGgctgctgc 0.424

- 32 3210_3211 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 TTTATAGTTTTTTT 0.327

- 5 575_592 RT_uc002yry.2_In_ NM_000819 NP_000810 P22102 PUR2_HUMAN similarity).|ATP-grasp. 1 GACCACTGGCCT 0.422

+ 8 833_835 zek.2_In_Frame_D NM_002626 NP_002617 P17858 K6PL_HUMAN 0 CTGAACATCATCA 0.655

- 4 571_573 j.1_RNA|PTTG1IP_ NM_004339 NP_004330 P53801 PTTG_HUMAN Cytoplasmic (Potential). 1 TCCTGCAGCAGC 0.616

- 15 2101 _p.V281fs|TOP3B_ NM_003935 NP_003926 O95985 TOP3B_HUMAN 1 GGAGCACCAGCT 0.642

- 3 591 _p.G163fs|DDX17_ NM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4 ACATCTCCCCCCC 0.378

+ 2 1890 p.3_Intron|SYNGR1 NM_006116 NP_006107 Q15750 TAB1_HUMAN 1 CTGGGACCCCCC 0.592

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0 ACAAAGATGATGA 0.507

+ 10 1570_1572 3fns.2_In_Frame_ NM_198241 NP_937884 Q04637 IF4G1_HUMAN Poly-Glu. 7 GAAATGgaagaaga 0.443

- 2 1333 NM_004488 NP_004479 P40197 GPV_HUMAN lar (Potential).|LRRCT. 3 CAGCCACCCCAG 0.756

+ 7 528_529 _p.C62fs|TMEM17 NM_032326 NP_115702 Q9BSA9 TM175_HUMAN ical; (Potential). 0 TGTTCTGTGTGTG 0.406

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 0 CACACATGCCCA 0.644 rs144787346

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0 CTGCTCACACGT 0.658

- 8 1326 Del_p.T164fs|NOP NM_003703 NP_003694 P78316 NOP14_HUMAN 1 GTCTCTGGTAGC 0.537

+ 16 4429_4430_p.G527fs|RGS12_ NM_198229 NP_937872 O14924 RGS12_HUMAN 1 GATTGGGAAAAAA 0.332

+ 3 338_339 NM_021225 NP_067048 Q99935 PROL1_HUMAN Pro-rich. 1 ATGACTCAAGACT 0.495

- 11 1436_1438 hnj.2_In_Frame_D NM_001077207 NP_001070675 O94979 SC31A_HUMAN ction with SEC13. 8 CATGGTGCTGCTG 0.448 843621;rs140634448

+ 29 7437_7438 jcl.1_Frame_Shift_ NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2 ACTGGCGGTTAA 0.421 rs17144964

+ 1 1338_1340 NM_001453 NP_001444 Q12948 FOXC1_HUMAN Poly-Gly. 1 GAGTCAcggcggcg 0.537

- 4 1405_1407p.E433del|TUBB2A NM_001069 NP_001060 Q13885 TBB2A_HUMAN 1 CTCGCCCTCCTCC 0.532



- 4 1510_1512_Frame_Del_p.E36 NM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1 CTCGCCCTCCTCC 0.65

+ 5 770_774 11dme.1_Intron|HLA-J_uc003nou.3_RNA|HLA-J_uc003nov.3_RNA 0 CTGACTTCTCTTT 0.488

- 5 559 NM_000846 NP_000837 P09210 GSTA2_HUMAN ST C-terminal. 1 CTTTTTCAAAGGC 0.433

- 5 501 NM_145740 NP_665683 P08263 GSTA1_HUMAN ST C-terminal. 1 GTAGCGATTTTTTA 0.433

- 8 1152 _p.K221fs|ICK_uc0 NM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5 ATTACCTTTTTTG 0.502

+ 5 1030_10313pre.2_Frame_Shif NM_001198 NP_001189 O75626 PRDM1_HUMAN 56 AAGGACCTCTACC 0.475

+ 26 3025_3026ame_Shift_Ins_p.D NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCTGACAAAAAA 0.48

+ 6 695 _p.F113fs|ZDHHC4 NM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMAN ical; (Potential). 2 AACCTGTTTTTTT 0.453

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

+ 17 2351 gr.1_RNA|INTS8_u NM_017864 NP_060334 Q75QN2 INT8_HUMAN 0 GTTTAATAAAACA 0.363

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 aggggatgaggaggag 0.552 4;rs2272753;rs137878905

+ 8 1061 OFD1_uc004cvs.3_ NM_003611 NP_003602 O75665 OFD1_HUMAN Potential. 0 GGAAGCAAAAAAA 0.299

+ 20 2671_2673p.E837del|CNKSR2 NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN ential.|Poly-Glu. 2 gaggaagaggaggag 0.379

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 AGGTTATTTTTTT 0.413

+ 5 533 k|PUSL1_uc010ny NM_153339 NP_699170 Q8N0Z8 PUSL1_HUMAN 1 GGAAGCCGCCCA 0.716

+ 3 360 ajf.1_Nonsense_Mu NM_007033 NP_008964 O15258 RER1_HUMAN ical; (Potential). 0 ATGATTCGAGTTT 0.522

- 49 6990 sc.2_Missense_Mu NM_004958 NP_004949 P42345 MTOR_HUMAN PI3K/PI4K. 29 TTGACGGCATGCT 0.567

+ 11 2509 asi.1_Nonsense_M NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANcellular (Potential). 7 CTGTTCCAGGAGA 0.652

+ 3 512 .2_Missense_Muta NM_033182 NP_149438 Q9H4M3 FBX44_HUMAN FBA. 1 GTTACTTCATATTA 0.527

+ 4 897 aug.1_Missense_MNM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0 GTCTGGGAAAAGT 0.478

- 1 370 0obf.1_Missense_ NM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0 TTTCCTCGGTTCA 0.483

- 1 273 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0 TTTTTCTCCTTATC 0.478

- 10 1420 F1_uc001ayz.1_5' NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 1. 0 CAGCCTCCTCAAC 0.438

+ 6 656 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0 CTTTCACTGTGAG 0.587

- 8 603_604 bew.2_Missense_ NM_002885 NP_002876 P47736 RPGP1_HUMAN 3 CTTGAGTGAGAA 0.604

+ 11 1401 AL3_uc009vrc.2_M NM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0 TTTGAGCCCTATA 0.448

- 9 1071 ble.3_Missense_M NM_000437 NP_000428 Q99487 PAFA2_HUMAN 2 GGCACATATCTTC 0.483

- 4 960 n_p.T281I|ZNF683 NM_173574 NP_775845 Q8IZ20 ZN683_HUMAN 0 GAGTCGGTTGGG 0.647

+ 9 861 _p.S255F|KPNA6_ NM_012316 NP_036448 O60684 IMA7_HUMAN ARM 5. 0 TACTGTCTCGCCT 0.507

+ 2 1044 p.P395L|GJA4_uc NM_002060 NP_002051 P35212 CXA4_HUMAN lasmic (Potential). 1 AAAAACCCCCAAG 0.582

- 4 395 cax.1_Missense_M NM_000760 NP_000751 Q99062 CSF3R_HUMAN e.|Extracellular (Potential). 3 GCCTGCCCCCGG 0.602

+ 11 1439 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 AGGCTTCCCAGAC 0.562

+ 7 1020 AH_uc001cpv.2_Int NM_001441 NP_001432 O00519 FAAH1_HUMANasmic (By similarity). 2 CCTTGCCCTTCAG 0.662

+ 3 764 NM_182532 NP_872338 Q8N0U2 TMM61_HUMAN 0 AGGGATGCCCTGC 0.637

+ 11 1803 NM_000562 NP_000553 P07357 CO8A_HUMAN TSP type-1 2. 3 CCAGGAAAGGAGA 0.572

- 44 3706 .E1142K|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 CAATTTCACCCTG 0.318

+ 7 2014 v.3_Missense_Mut NM_172212 NP_757351 P09603 CSF1_HUMAN lasmic (Potential). 1 ATTCTCCCTTGGA 0.637

- 11 1869 _p.P567S|OVGP1_ NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 CCTGGGGTGAGT 0.517

+ 7 1205 _p.P342S|MAGI3_u NM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN WW 2. 6 GAGCTTCCTTATG 0.328

- 6 1367 eu.2_Missense_Mu NM_205848 NP_995320 Q5T7P8 SYT6_HUMAN mic (Potential).|C2 2. 5 CATTGTGGCCCAC 0.592

+ 11 951 se_Mutation_p.E24 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 GATTATGAAAAAA 0.229

- 29 4314 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 ACAATGGGGTCAA 0.398

- 28 5279 NM_024408 NP_077719 Q04721 NOTC2_HUMANgion (NRR).|Extracellular (P 27 GAGTGCGTTCTGG 0.443

+ 23 2720 c010oyd.1_Missens NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 7. 0 CTGGATGGATGTT 0.463 rs28736716

+ 1 282 NM_017860 NP_060330 Q9BUN1 CA056_HUMAN 0 ATGGCCGACGCCG 0.657

- 14 2518 p.Q694E|POGZ_uc NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 TCTTCTGGATGCT 0.557

- 8 1274 RC_uc010pdo.1_M NM_005060 NP_005051 P51449 RORG_HUMAN gand-binding. 2 AAGGCTCGGAACA 0.552



- 2 3373 e.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 gttcctctctcagcagctg 0.224

- 3 754 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TCACACCGATTTA 0.413

- 3 9949 NM_002016 NP_002007 P20930 FILA_HUMAN ggrin 20.|Ser-rich. 16 GGTGGCGGGATC 0.567

- 3 566 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17 TACCTTGTCTTCC 0.493

+ 1 40 NM_178354 NP_848131 Q5T754 LCE1F_HUMAN Pro-rich. 0 AGCCccctcccaagtg 0.358

+ 3 268 1_5'Flank|PEAR1_ NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN EMI. 3 TGCTCCCCTCAGA 0.672

+ 3 681 1C_uc001frv.2_5'U NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Potential). 4 CAGAAGGCTTCTT 0.463

- 1 864 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMAN Name=7; (Potential). 1 ATAAATCATTGGG 0.333 rs137874220

- 1 460 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMAN Name=4; (Potential). 2 TGCCAAGGCCAAT 0.507

+ 15 5371 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 1. 16 CTTGATCATGCTG 0.507

- 3 772 e_Mutation_p.P187 NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 GCTGCGGGACC 0.612

+ 34 7491 _p.P505S|CEP350_ NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 TTTGCTCCTAAAG 0.338

+ 1 406 gpx.2_Missense_M NM_002293 NP_002284 P11047 LAMC1_HUMANminin N-terminal. 5 AGCGCTGCATGCC 0.522

+ 22 3592 p.V1093A|LAMC2_ NM_005562 NP_005553 Q13753 LAMC2_HUMAN omain II and I. 3 CTGGGGTTACAAT 0.483

+ 10 3451 _p.S644F|NAV1_uc NM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4 CCCTGTCCCTGGC 0.622

+ 5 1182_1183_p.G242*|LAX1_uc NM_017773 NP_060243 Q8IWV1 LAX1_HUMAN lasmic (Potential). 2 GCAATGGAGAAG 0.5

- 7 1500 NM_030952 NP_112214 Q9H093 NUAK2_HUMAN 5 TAGTAGCCAGACT 0.642

- 15 1908 bw.2_Missense_Mu NM_006893 NP_008824 P41214 EIF2D_HUMAN 0 TTCGAGGGAGCTG 0.532

+ 3 381 hjh.2_Missense_M NM_001030287 NP_001025458 P18847 ATF3_HUMAN 0 TAGCCCCTGAAGA 0.438

+ 11 1592_1593p.R431W|CAPN9_u NM_006615 NP_006606 O14815 CAN9_HUMAN Domain III. 1 ATTACCCGGTGA 0.495

- 1 68 RF2BP2_uc001hwf NM_182972 NP_892017 Q7Z5L9 I2BP2_HUMAN 0 CTGCCGCCGGGA 0.647

+ 5 3220 e.1_Missense_Mut NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 ATACCCCCTCCGC 0.711

+ 5 3352 e.1_Missense_Mut NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 ATACCCCCTCCGC 0.731

- 7 1172 m.3_Missense_Mutation_p.P139A|PLD5_uc001hzo.1_M Q8N7P1 PLD5_HUMAN 6 AGATAGGCAGGTA 0.483

- 1 392 NM_001004734 NP_001004734 A6ND48 O14I1_HUMAN lasmic (Potential). 0 ACGGCTCTGTATT 0.517

+ 12 1255 P_uc009xhs.1_Mis NM_002627 NP_002618 Q01813 K6PP_HUMAN 3 CAGATCCCAAAGG 0.602

+ 3 778 xig.2_Missense_M NM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3 TCCTCCCGGTGGA 0.423

+ 3 372_373 n_p.P91F|MCM10_ NM_182751 NP_877428 Q7L590 MCM10_HUMAN 3 AAGTTCCCGCAT 0.485

- 23 2732 j.2_RNA|NEBL_uc NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 22. 2 AAATATGATTTTG 0.388

- 1 225 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 GACTCCGATTCCT 0.687

- 2 1455 nse_Mutation_p.G NM_020848 NP_065899 Q9P266 K1462_HUMAN 4 TTCCTCCATGAGC 0.522

+ 2 NR_024524 0 AGATGGTGAGACA 0.333

- 5 1593 NF33B_uc001jag.1 NM_006955 NP_008886 Q06732 ZN33B_HUMAN 0 TTATCTCCTATGT 0.393

+ 9 924 _p.V194M|RASSF4 NM_032023 NP_114412 Q9H2L5 RASF4_HUMAN 1 TTGGGCGTGGAAG 0.582

+ 3 1189 qfq.1_Missense_M NM_014696 NP_055511 O60269 GRIN2_HUMAN 0 ACCAGTCCGTCC 0.672

+ 12 1865 y.1_Missense_Mut NM_020549 NP_065574 P28329 CLAT_HUMAN 3 ACATCAGATCGGC 0.612

- 10 1438 _p.E439K|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 CATCTTCATTTGT 0.308

+ 37 5425 NM_022124 NP_071407 Q9H251 CAD23_HUMAN .|Extracellular (Potential). 11 ACACCTTCCGCAT 0.572

- 22 2827 xl.1_Missense_Mu NM_001161352 NP_001154824 Q12791 KCMA1_HUMAN lasmic (Potential). 3 GGTACTCAATAGA 0.498

+ 6 1308 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi3fs*5(1)|p.H93D 2334 GAAGACCATAACC 0.338

- 17 2003 NM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1 AATTTGGAAGAAC 0.383

- 9 1080_1081 uk.1_Missense_M NM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1 CTTTAAGGAAACT 0.376

- 1 103 C8_uc010qob.1_5' NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 ACAAAAGGTTCCA 0.453

- 4 1353 A00093_uc001kqk. NM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN 6 TGGGATGAAAAGG 0.527

- 2 582 NM_001308 NP_001299 P15169 CBPN_HUMAN Catalytic. 4 TGTTCCGGAACTC 0.602 rs146812654

- 4 860 NM_000102 NP_000093 P05093 CP17A_HUMAN 0 ATTTTTCCAGGGT 0.383

+ 17 2548 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANmenal (Potential). 10 ACAATCCAGCATC 0.453



- 1 441 OC2_uc009xxx.2_In NR_026715 0 GCCAGGTGCCCC 0.537

+ 4 374 RNA|HABP2_uc01 NM_004132 NP_004123 Q14520 HABP2_HUMAN EGF-like 1. 3 CTCGTCCATGGGA 0.537

+ 26 3119 R506*|DMBT1_uc0 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 8. 7 AGGGCCGAGTG 0.567

- 8 1611 DD_uc001lrm.1_M NM_145886 NP_665893 Q9HB75 PIDD_HUMAN ZU5 2. 0 GAGACTCGACGAG 0.672

- 13 1394 .1_Nonsense_Muta NM_199292 NP_954986 P07101 TY3H_HUMAN 0 CTGACTGGTACGT 0.627

- 1 28 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMAN cellular (Potential). 3 AGGGGTGAAACTG 0.498

- 9 1419 p.P30S|MRVI1_uc0 NM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN 3 TTCTCGGCAGAGG 0.677

- 3 803 e_Mutation_p.R15 NM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2 GGCTTTCTGTTGA 0.378

+ 14 3375 AV2_uc001mpt.2_M NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 GGAATTCCCTGTG 0.537

- 2 2065 NM_002233 NP_002224 P22459 KCNA4_HUMAN 4 TTGCAGGACTGGA 0.498

+ 21 2481 k.1_Missense_Mut NM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3 ATCCCGGTGCAGG 0.687

+ 1 362 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMAN cellular (Potential). 2 CCATTTCCTTTCA 0.388

+ 1 838 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANName=7; (Potential). 3 GTGTTTTACACAG 0.378 rs150799318

- 1 278 NM_001004058 NP_001004058 Q8NH50 OR8K5_HUMANcellular (Potential). 4 ATAATAGGAAATAG 0.398

+ 7 811 NM_000139 NP_000130 Q01362 FCERB_HUMAN lasmic (Potential). 1 CCAGGGGAAATG 0.418

+ 5 544 NM_017716 NP_060186 Q9NXJ0 M4A12_HUMAN ical; (Potential). 0 AGCCTGGGAATG 0.423

- 2 2551 AB_uc001nuc.2_5' NM_030628 NP_085131 Q6P9B9 INT5_HUMAN 2 CCTCGGGGGGCC 0.647

+ 5 972 w.1_RNA|TSGA10I NM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0 GCCAAGGAGCTGC 0.632

+ 3 757 nse_Mutation_p.A NM_138768 NP_620123 Q96EZ4 MYEOV_HUMAN 0 GCTGGAGCTGGTG 0.652

+ 3 1325 _p.W380L|NEU3_u NM_006656 NP_006647 A8K327 A8K327_HUMAN 2 CCTGCTGGTCCCG 0.562

+ 4 680 oxb.2_Missense_M NM_032564 NP_115953 Q96PD7 DGAT2_HUMAN lasmic (Potential). 0 TACTTTCCCATCC 0.527

+ 32 4584 se_Mutation_p.A14 NM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 1. 4 ATCGCCGCCCAC 0.617

+ 47 6648 e_Mutation_p.P208 NM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 2. 4 AACTTCCCTGAGA 0.522

+ 2 500 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 1.|Extracellular (Potential 3 GTCATTCATTTAA 0.458

- 5 422 se_Mutation_p.D69 NM_152587 NP_689800 Q8NCR3 CK065_HUMAN 1 AGATGATCATTTTT 0.358

+ 8 1234 s.1_3'UTR|LAYN_u NM_178834 NP_849156 Q6UX15 LAYN_HUMAN lasmic (Potential). 0 CAAAGCGAAGCTG 0.507

- 5 1094 ppd.2_Missense_M NM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4 ATTTCTCTTTCAT 0.403

+ 2 458 se_Mutation_p.S22 NM_019854 NP_062828 Q9NR22 ANM8_HUMANSH3-binding 1. 5 CCCCCCTCCCAGC 0.652

- 5 906 _p.G112R|EFCAB4 NM_032680 NP_116069 Q9BSW2 EFC4B_HUMAN EF-hand 2. 2 TAAATCCAGTAGT 0.532

+ 7 1766 qu.2_Missense_Mu NM_002286 NP_002277 P18627 LAG3_HUMAN lasmic (Potential). 0 TTTCACCTTTGGA 0.602

- 25 3205 _p.R73Q|A2M_uc00 NM_000014 NP_000005 P01023 A2MG_HUMAN 5 CCATATCGCTCCC 0.318

- 1 335 RH1_uc001qzc.2_In NM_023922 NP_076411 Q9NYV8 T2R14_HUMAN lasmic (Potential). 0 AAATTGGCTATCT 0.348

+ 6 927 1467_uc009zhx.1_ NM_020853 NP_065904 A2RU67 K1467_HUMAN p.R302*(1) 3 GTGGGTCGACCTG 0.507

- 3 424 NM_182558 NP_872364 0 GGGAACGATTCC 0.453 rs143075618

+ 21 2889 nse_Mutation_p.D9 NM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21 GGAGATGATCTTC 0.368

+ 21 2895 nse_Mutation_p.R9 NM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21 GATCTTCGTCAGG 0.363

+ 1 679 Z1_uc001rdw.3_5'F NM_033328 NP_201585 Q96KX2 CAZA3_HUMAN 2 CTAAATGGATTTT 0.383

- 14 1921 NM_021957 NP_068776 P54840 GYS2_HUMAN 2 GGAACCGCCTGTC 0.408

+ 5 751 _Mutation_p.R167T NM_152438 NP_689651 Q96FC9 DDX11_HUMAN Helicase ATP-binding. 3 AAGAAAGAGAGA 0.612

- 1 325 NM_001040436 NP_001035526 Q9Y2Z4 SYYM_HUMAN HIGH region. 0 CATGAAGCGAGTC 0.622

+ 10 1191 mn.1_Missense_Mu NM_001843 NP_001834 Q12860 CNTN1_HUMAN-like C2-type 4. 9 CCCATCCCTACAA 0.483

- 2 619 nse_Mutation_p.E1 NM_007210 NP_009141 Q8NCL4 GALT6_HUMANmenal (Potential). 2 CCTTTTCCTGGGT 0.577

+ 7 1068 T81_uc001sac.2_In NM_002284 NP_002275 O43790 KRT86_HUMAN Rod.|Coil 2. 1 GCACGGGGAGA 0.602

- 2 586 T72_uc010sns.1_M NM_001146225 NP_001139697 Q14CN4 K2C72_HUMANLinker 1.|Rod. 6 CTGCAGTTGTTCA 0.567

+ 17 1715 _p.R88C|NCKAP1L NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 CATCTTCGTATCT 0.393

+ 24 4326 NM_002332 NP_002323 Q07954 LRP1_HUMAN cellular (Potential). 22 ACAAAGGAGACTA 0.597

- 3 238 te|DCTN2_uc001s NM_006400 NP_006391 Q13561 DCTN2_HUMAN 1 CTCCTCCTGCAAG 0.488



- 5 963 77_splice|B4GALN NM_001478 NP_001469 Q00973 B4GN1_HUMAN 0 CTCTCACCTGGTA 0.532

- 8 2400 ak.3_Missense_Mu NM_013244 NP_037376 Q9UBM8 MGT4C_HUMANmenal (Potential). 3 GATTTTCAAATACA 0.343

- 6 1160 NM_145913 NP_666018 Q8N695 SC5A8_HUMAN ical; (Potential). 0 ACACCGTAGATGC 0.388

+ 27 3226 10svs.1_Missense_ NM_206820 NP_996556 Q00872 MYPC1_HUMAN 4 GACTTTGATTTCT 0.358

+ 3 419 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN cellular (Potential). 14 AGGTCAGAACATA 0.493

+ 4 454 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0 GGAAATGCCAGAA 0.383

- 2 810 u.2_Missense_Mut NM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1 GGAGGCGGTCTC 0.522 rs141733272

- 15 1928 p.P595Q|RBM19_u NM_001146699 NP_001140171 Q9Y4C8 RBM19_HUMAN RRM 4. 6 CCTGCCGGGAGG 0.632

+ 13 2435 NF10_uc001tyq.3_ NM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2 CCTGCTCCTCTGA 0.512

+ 1 43 D8_uc001uex.2_5' NM_020382 NP_065115 Q9NQR1 SETD8_HUMAN 0 GGAGCCATGGCTA 0.667

- 9 2808 01uia.2_Missense_ NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 TTTTTGGGCCTTC 0.522

- 4 1462 nr.3_Missense_Mu NM_014572 NP_055387 Q9NRM7 LATS2_HUMAN 10 GGACGGAGGTG 0.721

- 3 387 LT3_uc010tdn.1_M NM_004119 NP_004110 P36888 FLT3_HUMAN cellular (Potential). 8549 AGACAGGAAATGT 0.498

+ 9 970 ua.1_Missense_M NM_000059 NP_000050 P51587 BRCA2_HUMAN 64 TTATCGCTTCTGT 0.308

+ 3 838 ao.2_Missense_Mu NM_152719 NP_689932 Q8NA61 SPERT_HUMAN Potential. 2 GGGAGGAGAATCG 0.677

- 9 995 nse_Mutation_p.R2 NM_152720 NP_689933 P51956 NEK3_HUMANwith VAV2.|Protein kinase. 2 TGCCTCGAGAGAG 0.478

- 3 661 p.N39S|THSD1_uc0 NM_018676 NP_061146 Q9NS62 THSD1_HUMANcellular (Potential). 4 GTGTCGTTGCTTA 0.433

+ 2 165 ssense_Mutation_p NM_024808 NP_079084 Q6PGQ7 BORA_HUMAN 0 GAAACTCCAGGAA 0.348

+ 15 3853_3854 NM_000123 NP_000114 P28715 ERCC5_HUMAN 7 AGCTCCCGTGAA 0.485

- 49 4668 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMANollagen IV NC1. 6 CATTTCGTGATGC 0.507

+ 2 1169 g.2_Missense_Mut NM_005537 NP_005528 Q9UK53 ING1_HUMAN 1 ACCGCACGCGGC 0.672

+ 9 1320 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 AGCACGGAAGTA 0.358

+ 1 344 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMAN Name=3; (Potential). 4 TACTCCTTGTTGT 0.507

+ 2 383 NM_022360 NP_071755 P56851 EP3B_HUMAN 1 TGTATGGGTCCAG 0.408

- 26 3419 wan.2_Missense_M NM_007192 NP_009123 Q9Y5B9 SP16H_HUMAN 0 CGGCCCGAACTG 0.507

+ 9 5542 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMANegrase catalytic. 3 TCCCTGCCTTTGC 0.627

- 3 671 A1_uc001wqa.2_5 NM_002515 NP_002506 P51513 NOVA1_HUMAN 5 ATTTTTTCTGCAA 0.438

+ 2 1273 n.2_Missense_Muta NM_001173 NP_001025226 Q13017 RHG05_HUMAN 5 CAAGAGCTTTTAA 0.313

+ 4 798 my.1_Missense_Mu NM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2 GTTGTTGAAAGTA 0.428

+ 1 624 sd.1_Missense_Mu NM_031914 NP_114120 Q17RD7 SYT16_HUMAN 1 CGGAGGAAGAGC 0.463

- 32 6041 YVE26_uc001xkc.3 NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 CCTCTGGGTTGGT 0.582

+ 15 4505 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 TGGACCGGAAAA 0.552

+ 15 4547 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 GCAAGAGCCAAGC 0.537

- 10 1119 tion_p.P256S|NUM NM_001005743 NP_001005743 P49757 NUMB_HUMAN 4 CAATTGGAGCATG 0.532

- 4 1207 n_p.E336*|STON2_ NM_033104 NP_149095 Q8WXE9 STON2_HUMAN 5 GCTCCTCAAAGAA 0.502

- 4 981 _p.P180L|KCNK10 NM_021161 NP_066984 P57789 KCNKA_HUMAN p.P175P(1) 5 GTGCTCGGAGCA 0.393

- 3 538 NM_001010854 NP_001010854 Q86TV6 TTC7B_HUMAN 2 ATCACCCGCAGC 0.567

- 7 1093 12_splice|FBLN5_u NM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6 TCACATCTGTGGA 0.527

+ 1 175 TCL1B_uc010avj.2 NM_004918 NP_004909 O95988 TCL1B_HUMAN 1 CGTAGGGAATGGG 0.677

- 3 459 fb.3_Missense_Mu NM_001098725 NP_001092195 P56279 TCL1A_HUMAN 1 GCAGCAGCTCGA 0.552

+ 14 3425 p.G1093C|TECPR2 NM_014844 NP_055659 O15040 TCPR2_HUMAN 3 TCCTCGGGCAAGA 0.507

+ 4 578 _p.A93T|C14orf18 NM_001008404 NP_001008404 Q8N912 CN180_HUMAN 0 GTCAGGGGTGAG 0.662

- 7 14744 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 ATTTGGGGGACTG 0.498

- 4 503 DT14_uc001yqi.2_R NM_177533 NP_803877 O95848 NUD14_HUMANudix hydrolase. 1 GCCAAGTGGTAG 0.597

+ 1 2978 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 CTGTCATCTTGCA 0.498

+ 5 1393 _p.Q224R|ARHGAP NM_014783 NP_055598 Q6P4F7 RHGBA_HUMAN Rho-GAP. 6 GATTACAGGCTGC 0.358

+ 35 4835 ar.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN eats.|Cytoplasmic (By simil 10 TCCCAGCTCTTCT 0.607



+ 4 471 zkl.2_Missense_M NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN 4 AAGCCCCCTCCCA 0.473

- 9 880 PLA2G4F_uc001zp NM_213600 NP_998765 Q68DD2 PA24F_HUMAN 4 CCCCCTCGCCCAG 0.622

+ 2 209 bfw.2_Missense_M NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN ZIM (By similarity). 11 AGTATTCGGGTCC 0.507

+ 2 1022 fw.2_Missense_Mu NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11 CTGGATGATCAGG 0.522

- 10 1763 _p.T373A|NARG2_ NM_024611 NP_078887 Q659A1 NARG2_HUMAN 2 CAGATGTTTTCAA 0.328

+ 12 1662 _p.A287T|IQCH_uc NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 CCTGAAGCTGTAA 0.383

- 2 622 azg.2_Missense_M NM_020447 NP_065180 Q5XKK7 CO017_HUMAN 0 GAGACCTTTTCCC 0.602

+ 3 720 e.3_RNA|IL16_uc0 NM_172217 NP_757366 Q14005 IL16_HUMAN 4 AAAAGCCTGGAA 0.423

+ 9 1338 bql.2_Missense_Mu NM_033544 NP_291022 A6NED2 RCCD1_HUMAN RCC1 4. 0 ATAAGCAACTCCA 0.488

+ 11 1567 bok.2_Missense_M NM_018349 NP_060819 Q6DN12 MCTP2_HUMAN C2 3. 3 AGAACTCCCTGAA 0.388

+ 14 3578 hj.2_Missense_Mut NM_005632 NP_005623 O75808 CAN15_HUMAN 2 GCCCCCCACTCAC 0.697 rs151328571

- 4 473 R123W|CCDC78_u NM_001031737 NP_001026907 A2IDD5 CCD78_HUMAN 1 CTGCCCGGGGATG 0.622 rs144406163

+ 35 6540 _p.D793N|CACNA NM_021098 NP_066921 O95180 CAC1H_HUMAN lasmic (Potential). 2 CCAGCCGACGAG 0.741

+ 17 2378_2379 NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0 CGTGGCCGGCCA 0.649

- 2 298 NM_001080524 NP_001073993 A8MZG2 CP090_HUMAN 0 CCCAGGCTGTGC 0.677

- 10 2704 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMANcellular (Potential). 45 TTCAGGCTGACCA 0.463

+ 23 4218 zg.1_Intron|SRCA NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 CTTCTTCGACCCC 0.667

+ 18 1751 eu.3_Missense_Mu NM_000293 NP_000284 Q93100 KPBB_HUMAN 3 ATTTATCGCATTC 0.343

+ 2 221 se_Mutation_p.V50 NM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5 GTGGGCGTGAAG 0.632 rs149175900

+ 1 416 NM_002153 NP_002144 P37059 DHB2_HUMAN D (By similarity). 2 GTGGATCAGAAGG 0.468

- 4 803 c.3_Missense_Mut NM_001122890 NP_001116362 Q6P531 GGT6_HUMAN cellular (Potential). 1 GTGGCTCGGGCC 0.652

+ 7 1051 HBG_uc010cmw.2_ NM_001040 NP_001031 P04278 SHBG_HUMANaminin G-like p.0?(1)|p.?(1) 0 TCCTTAACCTCTG 0.547

+ 75 11502 nm.1_Missense_M NM_020877 NP_065928 Q9P225 DYH2_HUMANA 6 (By similarity). 13 CTGGAGGATTCAA 0.597

- 23 2834 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 TCACATCTTTCCT 0.373

- 17 2062 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 CTGACACTGTCTG 0.308

- 13 1325 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 ACTCTGGGATAGC 0.453

+ 3 1886 NM_021012 NP_066292 Q14500 IRK12_HUMANasmic (By similarity). 4 CGGACGGAGACC 0.657

- 2 739 _p.P194L|MYO18A NM_078471 NP_510880 Q92614 MY18A_HUMAN 0 GCTCAGGGGCTC 0.687

- 7 2864 _p.D808N|SLFN11_ NM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3 CAACATCCTTTGG 0.468 rs71366434

- 1 665 NM_000286 NP_000277 O00623 PEX12_HUMAN lasmic (Potential). 0 ATGGCTGGTCATC 0.502

- 3 603 NM_019010 NP_061883 P35900 K1C20_HUMAN Coil 1B.|Rod. 3 ATCTGTTTTATGTA 0.388

+ 8 1204 C25_uc010cxs.1_M NM_031421 NP_113609 Q96NG3 TTC25_HUMAN TPR 6. 1 TTGCCAGAGTTGG 0.443

+ 11 1338 _p.P348S|ATP6V0ANM_001130021 NP_001123493 Q93050 VPP1_HUMAN lasmic (Potential). 1 ATAAATCCAGGTA 0.294

+ 4 565 0938_uc002ibf.3_5 NM_005854 NP_005845 O60895 RAMP2_HUMAN ical; (Potential). 0 TAGTATGGAGGAG 0.592

+ 14 1668 kf.1_Missense_Mut NM_006178 NP_006169 P46459 NSF_HUMAN 1 GATGGGGAGCTGC 0.448

- 14 1899 TLL6_uc002ioc.2_M NM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0 CGTGGGAGCCTC 0.507

+ 4 703 NM_023079 NP_075567 Q9H832 UBE2Z_HUMAN 0 GGAGCCCAGCC 0.542

+ 2 2306 dbu.2_Missense_M NM_175575 NP_783165 Q8TEU8 WFKN2_HUMAN NTR. 3 GGCATGGCCATGC 0.632

+ 4 959 ddd.2_Missense_M NM_014906 NP_055721 Q8WY54 PPM1E_HUMAN PP2C-like. 5 GGGGGAGTAGATG 0.502

+ 23 3724 Mutation_p.Q179*|M NM_006039 NP_006030 Q9UBG0 MRC2_HUMAN cellular (Potential). 3 ATCTGCCAGAAGG 0.642

- 2 163 NM_181449 NP_852114 Q496F6 CLM2_HUMAN .|Extracellular (Potential). 4 TTGTACATGCTCT 0.542

- 15 2501 sense_Mutation_p. NM_024421 NP_077739 Q08554 DSC1_HUMAN lasmic (Potential). 4 TTGCTTCCTAAAA 0.303

+ 7 879 NM_001943 NP_001934 Q14126 DSG2_HUMAN r (Potential).|Cadherin 2. 9 CTGCAGGAACACA 0.403

- 1 1630 NAL2_uc002lco.2_ NM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4 TTAGCCGAATCCC 0.547 rs150911848

+ 3 1282 dr.1_Missense_Mu NM_005215 NP_005206 P43146 DCC_HUMAN cellular (Potential). 17 ATTTTATCAGGTAT 0.373

- 4 1254 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 AGCAGGTTCCTTT 0.453

+ 4 5021 qu.1_Missense_Mu NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2 AAAAGCCGTTTAA 0.507



- 10 1746 6_uc010xfv.1_Intro NM_005481 NP_005472 Q9Y2X0 MED16_HUMAN 0 CAGAGCGAGGCC 0.667

+ 1 37_38 sense_Mutation_p. NM_024100 NP_077005 Q9BV38 WDR18_HUMAN 1 GGCGCCCATGGA 0.728

+ 4 1232 wq.2_Missense_M NM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 8. 3 GTTGGTCCTCATC 0.468

+ 4 1386 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 GAGGACGCACAC 0.438 rs148390269

- 31 4924 bw.2_Missense_Mu NM_002850 NP_002841 Q13332 PTPRS_HUMAN l).|Tyrosine-protein phospha 4 GCGTTGGGTATTC 0.627

- 14 1837 ec.2_Missense_Mu NM_000635 NP_000626 P48378 RFX2_HUMAN 6 GGGCCGCCTGC 0.657

+ 10 1081 n_p.S296F|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN |Extracellular (Potential). 5 AGGTCTCCTTTTG 0.383

- 58 7459 e.2_Missense_Mu NM_032447 NP_115823 Q75N90 FBN3_HUMAN e 40; calcium-binding. 11 CCTGGTGGTGCTG 0.567

- 84 43654 wj.2_Missense_Mu NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN lasmic (Potential). 57 CTCCTTCCTTCTT 0.587

- 33 38726 C16_uc010xki.1_5'F NM_024690 NP_078966 Q8WXI7 MUC16_HUMANcellular (Potential). 57 GAGGATGGAGTC 0.478

- 28 38225 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANcellular (Potential). 57 GAGGTCCCAGGA 0.498

- 5 521 nse_Mutation_p.I37 NM_152289 NP_689502 Q8N587 ZN561_HUMAN KRAB. 1 TTTGTATCCCACT 0.338

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

+ 4 1710 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TGCATGAAAGGAC 0.413

+ 8 1511 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN tential).|Fibronectin type-III 0 CCCTGGAGAAAC 0.632

+ 16 3739 _p.S971L|NWD1_uc002nev.3_Missense_Mutation_p.S9 Q149M9 NWD1_HUMAN WD 7. 7 GAAGATCGGTGCG 0.507

- 28 3580 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN MHD1. 3 ATAGACGATGCTT 0.562

- 23 3098_3099 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3 TCAATCCGCAGG 0.569

+ 5 1011 kf.2_Missense_Mut NM_002911 NP_002902 Q92900 RENT1_HUMANr interaction with RENT2. 2 AAGATCCCCTCCG 0.657

- 7 2699 NM_001080409 NP_001073878 2 GTCGAGAAATTG 0.353 rs55891931

- 6 2463 NM_001080409 NP_001073878 2 AATTAGCTTATGT 0.378

- 2 821 NM_006003 NP_005994 P47985 UCRI_HUMAN Rieske. 0 TGGCAAGGGCAG 0.478

- 3 269 ntu.3_Missense_M NM_001126335 NP_001119807 P82251 BAT1_HUMAN cellular (Potential). 1 TTGGGGGAAACG 0.602

+ 10 931 010xsh.1_Missens NM_002151 NP_002142 P05981 HEPS_HUMAN (Potential).|Peptidase S1. 2 CCCACGGTCTGCA 0.662

- 26 3370 HS1_uc010eem.1_R NM_004646 NP_004637 O60500 NPHN_HUMAN lasmic (Potential). 5 GAGTGTCCCGCTC 0.602

- 18 2335 NM_004646 NP_004637 O60500 NPHN_HUMAN 7.|Extracellu p.G779*(1) 5 CTTCTCCCTGGAG 0.572

- 5 1194 5B_uc002ofr.1_No NM_152279 NP_689492 Q52M93 Z585B_HUMAN C2H2-type 6. 1 GTACCTGAAGTTG 0.388

+ 14 1584 PERG_uc002oif.3_ NM_021185 NP_067008 Q6ZRH7 CTSRG_HUMANcellular (Potential). 2 CTGCAGCTCTAAC 0.532

+ 7 1274 xp.3_Missense_M NM_181845 NP_862828 Q8N7M2 ZN283_HUMAN C2H2-type 5. 0 CTTGCTAAACATG 0.398

- 6 1502_1503 _p.G11R|ZNF229_ NM_014518 NP_055333 Q9UJW7 ZN229_HUMAN C2H2-type 2. 4 GAACCCCTTTCC 0.515

+ 7 1020 p.G301E|KLC3_uc NM_177417 NP_803136 Q6P597 KLC3_HUMAN TPR 3. 1 TCTATGGGAAGCG 0.657

- 1 469 NM_015649 NP_056464 Q8IU81 I2BP1_HUMAN 0 CGGTCCGCGCCC 0.706

- 5 1342 NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1 CCCCACGGAGGTC 0.667

- 16 2379 mm.2_Missense_Mu NM_002103 NP_002094 P13807 GYS1_HUMAN 2 GTGGCCGTGTCC 0.701

+ 12 1413 _p.P241S|MED25_ NM_030973 NP_112235 Q71SY5 MED25_HUMANP16.|Interaction with CREB 1 CTCATCCCCCAGC 0.687

+ 4 293 se_Mutation_p.E90 NM_003121 NP_003112 Q01892 SPIB_HUMAN 2 AACCTCGAACTGG 0.642

- 17 2246 psw.1_Missense_M NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN PDZ. 2 CTTGGCGGATCAT 0.602

+ 1 634 NM_001506 NP_001497 O75388 GPR32_HUMANcellular (Potential). 1 GTGGAGGGACAC 0.552

- 6 864 p.R216G|KLK5_uc NM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN Peptidase S1. 0 CGCACCTTTTCTG 0.507

+ 4 2891 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0 CCTTCCGTCACAA 0.363 rs150688663

- 5 1012 _p.L301F|LILRB5_ NM_006840 NP_006831 O75023 LIRB5_HUMAN 3.|Extracellular (Potential). 2 GGGAGAGGTTGTG 0.692

+ 6 1069 _p.P304L|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN NACHT. 2 TGTTACCCAAGGC 0.662

+ 4 2352 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11 GAAGATGGAGGGA 0.483

+ 8 966 f39_uc010eym.1_I NM_145038 NP_659475 Q96MC2 CC164_HUMAN Potential. 0 TAGATTCTTGAGC 0.279

- 4 542 NM_000348 NP_000339 P31213 S5A2_HUMAN ical; (Potential). 0 TATTCCCATTCCC 0.403

- 23 3675 rj.3_Missense_Mut NM_005633 NP_005624 Q07889 SOS1_HUMAN 10 ATAAGGGAGGGC 0.502

- 5 856 rzj.2_Missense_Mu NM_004105 NP_004096 Q12805 FBLN3_HUMAN alcium-binding (Potential). 6 TGCACTCGTCTAT 0.443



- 1 199 A_uc002sbn.3_5'U NM_032180 NP_115556 Q3B820 F161A_HUMAN 3 GGTCTTCGCGTTC 0.652

- 19 3333_3334c.2_Missense_Muta NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 CCCTGCCTTTGTC 0.5

+ 3 314 81_splice|DBI_uc0 NM_001079862 NP_001073331 P07108 ACBP_HUMAN 0 GAAAGGTAATTGT 0.443

+ 10 1026 02tvn.2_Missense_ NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN Rho-GAP. 2 AAAATTCCACAGT 0.428

- 46 6081 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 51. 20 GTCTGGGTGCTG 0.433

- 8 709 _p.D196A|CACNB4 NM_000726 NP_000717 O00305 CACB4_HUMAN 2 ACAACATCGTAAG 0.473

+ 27 5801 ANC1_uc010fon.2_ NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3 AAGCCCACAGGA 0.423

- 22 3716 ap.2_Nonsense_Mu NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN DDT. 4 CCTCTTGAAGAAC 0.428

- 2 483 uci.2_Missense_M NM_033272 NP_150375 Q9NS40 KCNH7_HUMAN lasmic (Potential). 5 TCCTCTCTTCTGA 0.423

- 28 6398 y.2_Missense_Mut NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 CATAGGAAGGAG 0.358

- 50 9967 NM_004525 NP_004516 P98164 LRP2_HUMAN s B 30.|Extracellular (Potent 29 TTCTCTCAATGAC 0.413

+ 6 470 PIG_uc002ufb.2_M NM_004792 NP_004783 Q13427 PPIG_HUMAN se cyclophilin-type. 3 GAAATGGACGAG 0.264

+ 12 1396 fe.1_Missense_Mu NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 CCAGTTCGCTTGC 0.423

- 275 76663 175N|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATAGTAATAGGAA 0.378

- 46 15324 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CAACTTCCCCTAA 0.433

- 46 14285 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CTCCACCATAGTT 0.328

- 8 1447 ftt.2_Nonsense_Mu NM_018256 NP_060726 Q9GZL7 WDR12_HUMANor nucleolar localization. 0 TTGGTCGATTTGT 0.388

- 6 1228 ftt.2_Missense_Mu NM_018256 NP_060726 Q9GZL7 WDR12_HUMANnt for nucleolar localization. 0 AAGCACTCAATAA 0.378

- 21 3081 e_Mutation_p.G636 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 TTACTTCCAAAGA 0.388

+ 11 1378 su.3_Splice_Site_p NM_001631 NP_001622 P09923 PPBI_HUMAN 1 CTACCAGGGAGCC 0.716

- 1 316 T1A6_uc002vuu.2_ NM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0 CCTCCGCCCCCG 0.647

- 19 6623 p.G1907D|COL6A3 NM_004369 NP_004360 P12111 CO6A3_HUMANal region.|Collagen-like 2. 18 TCCAGACCATCCA 0.408

+ 2 211 NM_153325 NP_697020 Q8N687 DB125_HUMAN 3 GCATTTCCTGTGA 0.363

+ 26 2537 _p.L813F|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 ATTTCCCTTCGAA 0.413

- 5 996 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 CATAGAGACTCTT 0.493

+ 3 712 wzf.1_RNA|CBFA2T NM_005093 NP_005084 O43439 MTG8R_HUMAN Pro-rich. 2 GAGGACCGAGG 0.502

- 4 810 NM_016470 NP_057554 Q9NX31 CT111_HUMAN 0 CCAAGGGAGGGA 0.532

+ 2 3898 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6 GGTCTCCAGAAA 0.502

- 16 2011 yfa.1_Missense_M NM_172107 NP_742105 O43526 KCNQ2_HUMAN lasmic (Potential). 2 GCAGCTCCGCCTC 0.697

- 13 1054 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMAN hatase tensin-type. 5 GTGTATCGCCTTT 0.323

+ 1 176 .1_Intron|C21orf29 NM_198695 NP_941968 P60410 KR108_HUMAN repeats of C-C-X(3).|1. 2 TGCTGCGAGCCC 0.672

+ 30 6640 j.2_Missense_Muta NM_006031 NP_006022 O95613 PCNT_HUMAN 8 ATTCTCCCATTCA 0.507

- 9 1431 nse_Mutation_p.G1 NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 GTACTTCCGTGCT 0.358

- 1 1554_1555 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1 TGGGCCCTTCCA 0.495

- 2 1185 ru.2_Missense_Mu NM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN 0 CAGCGGCTCCTC 0.652

+ 12 1099 aeo.2_Splice_Site_ NM_133455 NP_597712 Q96A84 EMID1_HUMAN 0 TACACAGGGACTG 0.627

+ 17 2613 _p.S762L|MTMR3_ NM_021090 NP_066576 Q13615 MTMR3_HUMAN 5 TGTTCTCACAGGG 0.577

+ 17 1316 EPDC5_uc003alt.2 NM_014662 NP_055477 O75140 DEPD5_HUMAN 8 GATTCTCGTCTGG 0.458

+ 3 831 ny.2_Missense_Mu NM_014310 NP_055125 Q96D21 RHES_HUMAN h GNB1, GNB2 and GNB3. 3 AGTACGGTGACG 0.627

- 16 4134 GCP6_uc010har.1_ NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 7 AA tandem repeats. 4 GCCGGGTGGGAG 0.622 rs145066767

+ 27 3631 PR1_uc011asu.1_I NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 GAGGTGCTCCAG 0.567

+ 11 1508 plice_Site_p.D338_ NM_153461 NP_703191 Q8NAC3 I17RC_HUMAN 2 GTGGACGTAAGTG 0.642

+ 19 4398 p.H1387Y|FGD5_u NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN PH 2. 5 ATTTTTCACCTTT 0.423

- 5 940 385D_uc010hfb.1_ NM_024697 NP_078973 Q9H6B1 Z385D_HUMAN Thr-rich. 5 CTTTTTTCCACTTT 0.468

- 4 3099 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 GTAAATCCACCAC 0.433

+ 13 1722 p.P479H|VILL_uc0 NM_015873 NP_056957 O15195 VILL_HUMAN 0 AGCCCCCCCACT 0.597

+ 11 1697_1698.1_Missense_Muta NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 GTTTTCCCCAAAG 0.564



- 27 4685 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN IV. 10 TGAAGTGACTTAA 0.473

+ 11 1900 10hhw.2_Missense NM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5 CTGTACGAGTTAG 0.493

+ 13 1715 ckz.3_Missense_M NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN n with HGS.|Potential. 1 CGCTGAGGCGGC 0.642

- 2 996 R3_uc003cpg.1_In NM_001295 NP_001286 P32246 CCR1_HUMAN lasmic (Potential). 3 ACTTCCGGAACCT 0.587

+ 1 190 _5'Flank|KIF9_uc0 NM_025010 NP_079286 O94889 KLH18_HUMAN 0 TTGCCTAGTCGCG 0.662

+ 5 3100 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 ACCTCTCCCACC 0.647

+ 1 364 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN lasmic (Potential). 2 ATATGATCGCTATG 0.378

+ 5 2430 _p.G729R|COL8A1 NM_001850 NP_001841 P27658 CO8A1_HUMANnhelical region (NC1). 0 TATGCCGGGCAG 0.463

+ 4 424 ense_Mutation_p.P NM_007072 NP_009003 Q9UM44 HHLA2_HUMANg-like V-type 1. 1 AAGATCCCAGATA 0.408

+ 1 263 GSF11_uc010hqs NM_152539 NP_689752 Q96M34 CC030_HUMAN 2 AACGGAGTAGCTG 0.502

- 2 156 on_p.S4F|PARP9_ NM_001146102 NP_001139574 Q8IXQ6 PARP9_HUMAN p.S4S(1) 4 ACCATGGAAAAGT 0.418

+ 2 318 n_p.E54K|FAIM_uc NM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0 AAGATCGAATTTG 0.363

- 8 1212 p.H295Y|PLSCR4_ NM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMAN asmic (By similarity). 0 GGAAGTGAATGTC 0.428 rs138186262

- 9 1411 _p.L195F|SLC2A2_ NM_000340 NP_000331 P11168 GTR2_HUMAN lasmic (Potential). 2 AAAGAGAGAACG 0.403

- 4 445 SF10_uc003fie.2_I NM_003810 NP_003801 P50591 TNF10_HUMAN cellular (Potential). 5 GGACCTCTTTCTC 0.403

+ 4 581 CNMB2_uc003fjf.2 NM_181361 NP_852006 Q9Y691 KCMB2_HUMANcellular (Potential). 1 TGGACCGAAGAG 0.483

+ 3 657 NM_004443 NP_004434 P54753 EPHB3_HUMANcellular (Potential). 11 ATGAATCCCATCC 0.557

+ 8 1183 b.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN action with H p.S365L(1) 12 AAGTTTCGGACAG 0.537 rs147148566

- 8 1856 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8 GATCGGGAACACG 0.458

- 5 1022 NM_000730 NP_000721 P32238 CCKAR_HUMAN lasmic (Potential). 4 CTGCTGCTGCTGC 0.602

- 2 540 _p.D54A|TLR10_u NM_030956 NP_112218 Q9BXR5 TLR10_HUMANular (Potential).|LRR 2. 2 GATAAATCCAGTG 0.448

+ 2 928 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMAN lasmic (Potential). 2 TCAGTTCCAGTTG 0.557

- 6 1266 zc.1_Nonsense_M NM_001114175 NP_001107647 P47869 GBRA2_HUMANcellular (Probable). 4 TAAGTCCAAATAT 0.363

- 14 1960 zg.1_Missense_Mu NM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANential).|LDL-receptor class A 2 GACATTCCCAAAG 0.373

- 3 345 gyu.2_Missense_M NM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0 TTTCTTCCTGACA 0.383

- 5 1070 3haf.3_Missense_M NM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4 TGGTAATTTCACC 0.408

+ 21 3565 p.R1131Q|LPHN3_ NM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN lasmic (Potential). 18 AGGTACGAAAAG 0.373

+ 5 1325 cam.1_Missense_M NM_001075 NP_001066 P36537 UDB10_HUMAN 5 ATTAATGATCCTT 0.383

+ 1 388 hq.2_Missense_M NM_001074 NP_001065 P16662 UD2B7_HUMAN 2 ACAGGAAATCATG 0.303

- 22 4180 _p.T1104A|ANKRD NM_032217 NP_115593 O75179 ANR17_HUMAN ANK 24. 10 ATGGAGTGTTCCC 0.393

- 1 1471 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4 ATCGTTCCATCCT 0.512

+ 21 2857 dm.1_Missense_M NM_016323 NP_057407 Q9UII4 HERC5_HUMAN HECT. 9 TCCACCCCGAAG 0.328

- 14 2564 NM_003728 NP_003719 O95185 UNC5C_HUMAN lasmic (Potential). 4 CTTCTCCTTCCAC 0.522

+ 21 3625 v.1_Missense_Muta NM_001963 NP_001954 P01133 EGF_HUMAN lasmic (Potential). 4 ACTACAGGTGACC 0.552

- 4 877 TX2_uc010iml.2_In NM_153426 NP_700475 Q99697 PITX2_HUMAN Homeobox. 0 CCAGCTCCTGGAG 0.612 rs1051887

- 25 7081 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 21. 4 TTCCATGAGTGAG 0.388

- 3 424 nx.2_Missense_Mu NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4 TTACCCCATCCTT 0.333

+ 7 1266 _p.I236F|CLCN3_ NM_001829 NP_001820 P51790 CLCN3_HUMAN 3 TTCATCATCAGAG 0.363

- 1 38 NM_080874 NP_543150 Q8WWX0 ASB5_HUMAN 2 ACGGCCGATTTTC 0.443

+ 15 2831 e.1_Missense_Mut NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 TGGATTCCATGGA 0.433

- 5 667 ju.1_Missense_Mu NM_001042625 NP_001036090 Q8WWF8 CAPSL_HUMAN EF-hand 4. 1 TCAATGGATGCGC 0.488

- 19 2337 3jmi.3_Nonsense_ NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 GGCTTTCCAAAGg 0.244

- 3 385 rf34_uc011cpx.1_In NM_198566 NP_940968 Q96MH7 CE034_HUMAN 1 AATGTGGAACCAT 0.383

+ 22 3419 2_Missense_Muta NM_012343 NP_036475 Q13423 NNTM_HUMAN chondrial matrix. 3 ACAATCCAATCTT 0.428

+ 16 2029 cqi.1_Missense_M NM_015360 NP_056175 P42285 SK2L2_HUMAN 2 AAAAATCCTTCTA 0.378

+ 28 5305_5306 _Mutation_p.P1674 NM_015183 NP_055998 O15021 MAST4_HUMAN 13 TGACCCCAAGCT 0.624

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 AAACAGGAGATG 0.358



- 3 682 sense_Mutation_p. NM_001142483 NP_001135955 Q16612 NP311_HUMAN 1 GATTAAAAAAAGT 0.423

+ 9 1897 kuz.2_Missense_M NM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0 GTTATTGGAATGT 0.343

- 13 1344 CSL6_uc003kvz.1_ NM_015256 NP_056071 Q9UKU0 ACSL6_HUMAN lasmic (Potential). 3 TTACCTGAATCTT 0.453

+ 1 2530 NM_018930 NP_061753 Q9UN67 PCDBA_HUMAN lasmic (Potential). 2 AAGGGTGAAGAA 0.428

+ 1 630 DHGA2_uc011dao NM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANr (Potential).|Cadherin 2. 3 ACGCCAGGATTCC 0.458

+ 1 1936 DHGA2_uc011dao NM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANr (Potential).|Cadherin 6. 3 CAGAGCCCGGCTA 0.662

+ 1 1416 ljs.1_Intron|PCDHG NM_032088 NP_114477 Q9Y5G5 PCDG8_HUMANr (Potential).|Cadherin 2. 0 AGCTCAGCCCCAA 0.572 rs143622391

+ 12 2365 se_Mutation_p.G58 NM_001114183 NP_001107655 P42261 GRIA1_HUMAN cellular (Potential). 6 AAGCAGGATCTAC 0.493

- 7 928 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN lasmic (Potential). 0 TGTTTTCTTCTGA 0.468

+ 4 855 M11_uc003lxf.1_5'F NM_173491 NP_775762 P83369 LSM11_HUMAN 0 CTTCTTCCCTGCA 0.587

+ 10 1353 RP_uc011dev.1_3 NM_014211 NP_055026 O00591 GBRP_HUMAN lasmic (Potential). 1 GACAATGAAAACC 0.403

- 10 1007_1008 0jkt.2_Missense_M NM_173465 NP_775736 Q86Y22 CONA1_HUMAN ntial).|Collagen-like 1.|Gly-r 2 GCTCTCCTTTGG 0.46

- 2 96 te|PECI_uc003mw NM_206836 NP_996667 O75521 ECI2_HUMAN 0 GTGACCTGCAGAG 0.403

- 8 2028 e_Mutation_p.P353 NM_000332 NP_000323 P54253 ATX1_HUMAN 4 GGTGAGGAACCG 0.677

- 5 2732 _p.P641S|ZNF184_ NM_007149 NP_009080 Q99676 ZN184_HUMAN 1 GGTAGGGTTTTTC 0.428

- 10 5242 DC1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMANwith the PRKDC complex. 4 CTATTTGTCCTGC 0.587

+ 12 1855 AT2_uc003nvc.3_M NM_080686 NP_542417 P48634 PRC2A_HUMANepeats.|2 X type B repeats.| 0 CCACCTCCAGCAT 0.627

- 10 1521 _p.P397S|BAT3_uc NM_004639 NP_004630 P46379 BAG6_HUMAN 9 AA approximate repeats. 0 GGGGAGGTGCCT 0.622

+ 6 952 _p.P69S|LY6G6D_ NM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN 2 CAACATCCAGCCT 0.562

+ 7 1195 _Missense_Mutatio NM_000063 NP_000054 P06681 CO2_HUMAN VWFA. 2 CTGAACGACAACT 0.498

- 21 7550 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 17. 0 GCCGCCCGTCCC 0.657

- 14 5291 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 10. 0 CCTCAGGAACCGT 0.662

- 5 987 0jud.1_Intron|HLA- NM_002118 NP_002109 P28068 DMB_HUMAN lasmic (Potential). 0 ACCCAGGAAGAGG 0.443

- 10 1231 dtf.1_Missense_Mu NM_001145776 NP_001139248 Q13451 FKBP5_HUMAN TPR 2. 1 CCAAGGGCCTAG 0.423

+ 10 1308 GD2_uc011dtv.1_M NM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN PH 1. 3 GCTGATGGATGCT 0.652

- 6 989 2_RNA|TMEM151B NM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1 AGTGTGCGGATGT 0.642

- 1 1258 NM_138733 NP_620061 P07205 PGK2_HUMAN 1 TCAGTGTTCCATT 0.507

- 2 307 pal.1_Missense_Mu NM_052872 NP_443104 Q96PD4 IL17F_HUMAN 1 GGGAGGTGGAG 0.418

+ 5 1155 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 TTAAATGAACATG 0.348

- 21 2225 utation_p.G50R|C NM_030820 NP_110447 Q96P44 COLA1_HUMAN 2 GCATCCCTTGAAT 0.313

+ 11 1617 .2_3'UTR|SMAP1_ NM_001044305 NP_001037770 Q8IYB5 SMAP1_HUMAN 0 AGCTCATCAGGTC 0.488

- 4 917 hz.2_Missense_M NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4 CTAACTCGTATAC 0.507

+ 8 4359 ense_Mutation_p.P NM_001137667 NP_001131139 Q9UKL3 C8AP2_HUMAN 2 AAGGTCCATCTCT 0.388

+ 1 532 NM_032602 NP_115991 Q969M2 CXA10_HUMAN ical; (Potential). 0 ATATATTCTCTATG 0.448

+ 20 5579 ri.2_Missense_Muta NM_001624 NP_001615 Q9Y4K1 AIM1_HUMAN cin B-type lectin. 9 CAGTATGATCAAA 0.403

+ 17 2197 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 CAGCCCCACTCC 0.512

- 4 479 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN cellular (Potential). 25 AGTACTTCCTCTTC 0.473

+ 2 451 .3_Intron|TFB1M_u NM_001001346 NP_001001346 P56880 CLD20_HUMAN ical; (Potential). 0 TCACAGCCACTCT 0.522

- 12 2923 wc.1_Missense_Mu NM_018059 NP_060529 Q96JH8 RADIL_HUMAN Pro-rich. 7 CAGTCGGGGTCCC 0.711

- 1 620 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1 GCAATGGAGGTCA 0.463

+ 4 643 n_p.E52K|CREB5_ NM_182898 NP_878901 Q02930 CREB5_HUMAN 2 GAGCACGAGTTCA 0.557

+ 14 1300 orf10_uc003tho.1_M NM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2 AGATACGATGACA 0.567

+ 6 1150 _p.S182L|HECW1_ NM_015052 NP_055867 Q76N89 HECW1_HUMAN 23 AAAACTCGGCAGC 0.408

- 4 947 4_uc003tmx.2_Intro NM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0 AGCAAGGGCACG 0.607

- 13 1078_1079 p.G238R|TNS3_uc NM_022748 NP_073585 Q68CZ2 TENS3_HUMANC2 tensin-type. 4 ATCTCCCTTCAG 0.515

+ 23 3035 _p.G885E|EGFR_u NM_005228 NP_005219 P00533 EGFR_HUMAN (Potential).|Protein kinase. 9571 AGAAAGGAGAACG 0.532

- 15 1860 _p.R595Q|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN 1.|Cytoplasmic (By similarity 6 GCATTTCGGACCG 0.488 rs144398632



- 3 356 umg.2_Missense_M NM_017654 NP_060124 Q5K651 SAMD9_HUMAN SAM. 7 AAATTTCCCTGTG 0.368

+ 18 2329 _p.S707F|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 AGCTCTCCAACCT 0.468

- 1 701 NM_001005276 NP_001005276 Q8NHA4 O2AE1_HUMAN lasmic (Potential). 0 GCATTTCTCTTGC 0.502

+ 31 5890 uwl.2_RNA|ZAN_uc NM_003386 NP_003377 Q9Y493 ZAN_HUMAN Extracellular (Potential). 11 ACCTGCAAACCCA 0.632

+ 3 11710 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 CACTTCCAACTAG 0.468

- 6 938 GAT3_uc010lhr.2_I NM_178176 NP_835470 Q86VF5 MOGT3_HUMAN 2 GAGCTTCTTGAAG 0.577

- 56 9314 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 TGATTTCTGCTCC 0.448

+ 6 2477 98_splice|PIK3CG_ NM_002649 NP_002640 P48736 PK3CG_HUMAN 38 CTTACAGATTGAA 0.363

- 13 1665 ves.2_Missense_M NM_000111 NP_000102 P40879 S26A3_HUMAN ical; (Potential). 4 CCTAACCCGAGTC 0.448

+ 3 555 3vjz.2_Missense_M NM_002851 NP_002842 P23471 PTPRZ_HUMAN tial).|Alpha-carbonic anhyd 9 AAATATCCAACAT 0.299

- 3 1041 _p.A118T|SLC13A4 NM_012450 NP_036582 Q9UKG4 S13A4_HUMAN ical; (Potential). 0 GCTTGGCTCCGG 0.602

- 20 5852 p.L1869F|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 GGAGGAGCTCCTC 0.622

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 7 1067 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN 1 CTGTCAGCACTG 0.582

+ 2 429 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0 CAGGAGGGCCAT 0.542

+ 14 1651 tc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMAN 5 CTACCTGGGGGC 0.443

+ 3 603 3xbp.3_Missense_MNM_001128431 NP_001121903 Q15043 S39AE_HUMAN cellular (Potential). 0 GCAGACGGAGGA 0.652

+ 45 4716 3xei.2_Nonsense_M NM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-2. 3 ACCAACGAGAGG 0.562

+ 4 2555 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GTGTTTCCTCACA 0.299

+ 19 2108 _p.F694S|PREX2_ NM_024870 NP_079146 Q70Z35 PREX2_HUMAN PDZ 2. 17 GGGGATTTGGCCC 0.453

+ 10 4867 .R1539C|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 CCATCTCGTCCAT 0.388

- 3 1107 3ydr.1_Missense_M NM_138817 NP_620172 Q8TCU3 S7A13_HUMAN Name=9; (Potential). 1 CTGTAAATGGAGA 0.348

- 15 2419 c.1_Missense_Muta NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 TCTTTTCCTGTTG 0.413

- 2 890 M74_uc003ymx.2_ NM_153015 NP_694560 Q96NL1 TMM74_HUMAN 4 CTGTTTCGACGAT 0.507

+ 12 1638 uc003yqx.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Potential). 11 AATGAGGAATTTT 0.363

- 7 833 se_Mutation_p.S12 NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 TCTGAGGAAGTCG 0.473

- 3 363 se_Mutation_p.S11 NM_023078 NP_075566 Q53H96 P5CR3_HUMAN 0 CTCAGAGACACCC 0.622

+ 7 1050_1051 f.3_Missense_Mut NM_173831 NP_776192 Q96C28 ZN707_HUMAN C2H2-type 3. 1 AAGGACCGCCTG 0.629

+ 4 385 33_uc011lmh.1_Int NM_033439 NP_254274 O95760 IL33_HUMAN 0 CTTCATGATTCAA 0.498

- 1 5058 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 TGGGGTCATTGGG 0.443

- 1 754 .M77T|GBA2_uc01 NM_020944 NP_065995 Q9HCG7 GBA2_HUMAN cellular (Potential). 4 TAGCCCATAGCTT 0.537

- 8 1253 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 AGAGGGGGGCAC 0.517

+ 12 1490 _Mutation_p.A331V NM_005392 NP_005383 O75151 PHF2_HUMAN 1 CCAAAGCCGTCCG 0.602

+ 6 828 uh.1_Missense_Mu NM_032558 NP_115947 Q5SR56 HIAL1_HUMAN ical; (Potential). 2 ATTGGAGCATATC 0.562

- 4 1182 bd.3_Missense_Mu NM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3 GCCCCAGGGTAA 0.527

- 1 689 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMAN lasmic (Potential). 1 GTGGCCGAGTTCG 0.418

+ 58 5072_5073.2_RNA|COL27A1_ NM_032888 NP_116277 Q8IZC6 CORA1_HUMAN lar collagen NC1. 4 CTGCAGGGACCT 0.594

+ 3 1156 n_p.R249*|TLR4_u NM_138554 NP_612564 O00206 TLR4_HUMAN cellular (Potential). 16 GAATTCCGATTAG 0.363

+ 4 1237 yv.1_Missense_Mu NM_054107 NP_473448 Q8NGS2 OR1J2_HUMAN lasmic (Potential). 5 ATATGTCACCCTC 0.428

+ 1 589 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANcellular (Potential). 4 TATTGTGATCCTA 0.532

+ 11 2972 v.2_Missense_Mut NM_005157 NP_005148 P00519 ABL1_HUMAN n-binding.|Pro-rich. 817 CATCCTCGGCCCT 0.662

+ 18 3205 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMAN omain II and I. 3 GGAGGGGTGGC 0.612

- 8 2368 RHGAP6_uc004cu NM_013427 NP_038286 O43182 RHG06_HUMAN Rho-GAP. 2 GCTGTTCCTCCGG 0.532

+ 1 1902 NM_018094 NP_060564 Q8IYD1 ERF3B_HUMAN 1 TAATCTCCTTGGT 0.413

- 3 594 NM_001006938 NP_001006939 Q6IPX3 TCAL6_HUMAN 1 ACACATCTCCACA 0.488

+ 4 1349 emg.1_Missense_M NM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4 AAAGATGAAAAGT 0.408

- 11 1699 su.1_Missense_M NM_014289 NP_055104 Q9Y6Q1 CAN6_HUMAN 6 AGCCACGAGCCA 0.423



+ 5 915 IA3_uc004ets.3_R NM_007325 NP_015564 P42263 GRIA3_HUMAN cellular (Potential). 5 ATTGAAGAAATGG 0.443

- 3 462 NM_001013403 NP_001013421 Q5JRM2 CX066_HUMANCytoplasmic (Potential). 0 GGTATGGATGGCT 0.418

+ 5 533 k|PUSL1_uc010ny NM_153339 NP_699170 Q8N0Z8 PUSL1_HUMAN 1 GGAAGCCGCCCA 0.716

+ 3 360 ajf.1_Nonsense_Mu NM_007033 NP_008964 O15258 RER1_HUMAN ical; (Potential). 0 ATGATTCGAGTTT 0.522

- 22 2406 asb.2_Missense_M NM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1 TTGGGTCGCTTGT 0.488

- 28 4232 NM_004958 NP_004949 P42345 MTOR_HUMAN 29 CAGGGGGCCCT 0.527

+ 11 2509 asi.1_Nonsense_M NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANcellular (Potential). 7 CTGTTCCAGGAGA 0.652

+ 3 512 .2_Missense_Muta NM_033182 NP_149438 Q9H4M3 FBX44_HUMAN FBA. 1 GTTACTTCATATTA 0.527

+ 4 897 aug.1_Missense_MNM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0 GTCTGGGAAAAGT 0.478

- 1 370 0obf.1_Missense_ NM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0 TTTCCTCGGTTCA 0.483

- 1 273 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0 TTTTTCTCCTTATC 0.478

- 10 1420 F1_uc001ayz.1_5' NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 1. 0 CAGCCTCCTCAAC 0.438

+ 5 506 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2 TGTGACCGTGATG 0.602

+ 15 1710 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2 GAAGCGGGAGCT 0.592 rs138012325

- 66 9774 bk.1_Missense_Mu NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CTGGCTGTAACCA 0.587

+ 6 656 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0 CTTTCACTGTGAG 0.587

+ 5 842 qb.2_Missense_Mu NM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2 GACCCAGTTAAGG 0.502

- 8 603_604 bew.2_Missense_ NM_002885 NP_002876 P47736 RPGP1_HUMAN 3 CTTGAGTGAGAA 0.604

+ 11 1401 AL3_uc009vrc.2_M NM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0 TTTGAGCCCTATA 0.448

- 4 960 n_p.T281I|ZNF683 NM_173574 NP_775845 Q8IZ20 ZN683_HUMAN 0 GAGTCGGTTGGG 0.647

+ 9 861 _p.S255F|KPNA6_ NM_012316 NP_036448 O60684 IMA7_HUMAN ARM 5. 0 TACTGTCTCGCCT 0.507

- 3 1255 NM_018207 NP_060677 Q9BVG3 TRI62_HUMAN Potential. 0 AGCGTGCGGGCC 0.667

+ 2 1044 p.P395L|GJA4_uc NM_002060 NP_002051 P35212 CXA4_HUMAN lasmic (Potential). 1 AAAAACCCCCAAG 0.582

- 4 395 cax.1_Missense_M NM_000760 NP_000751 Q99062 CSF3R_HUMAN e.|Extracellular (Potential). 3 GCCTGCCCCCGG 0.602

- 2 269 cba.1_Missense_M NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 CCGTCCGCATAC 0.502

- 4 792 PO1_uc009vvf.1_In NM_001038633 NP_001033722 Q2MKA7 RSPO1_HUMAN 0 CAAGCCGCATAGT 0.642

- 13 2296 h.1_RNA|EPHA10_ NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMAN(Potential).|Protein kinase. 8 TCGTGCCGCTGTG 0.622

+ 1 3841 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|2. 0 GAGCCCACCTCCC 0.721

- 3 589 se_Mutation_p.T13 NM_148960 NP_683763 Q8N6F1 CLD19_HUMAN ical; (Potential). 0 GTCAAAGTGCAGA 0.607

+ 3 268 _p.R75C|MPL_uc0 NM_005373 NP_005364 P40238 TPOR_HUMAN cellular (Potential). 363 AAGCCCCGTGCT 0.597

+ 11 1439 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 AGGCTTCCCAGAC 0.562

+ 6 889 ST2_uc001coy.1_5 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11 TCCTTTGGACAGC 0.488

+ 7 1020 AH_uc001cpv.2_Int NM_001441 NP_001432 O00519 FAAH1_HUMANasmic (By similarity). 2 CCTTGCCCTTCAG 0.662

+ 11 1398 AH_uc001cpv.2_R NM_001441 NP_001432 O00519 FAAH1_HUMANasmic (By similarity). 2 AGTCTCGGTAAGG 0.577

+ 11 1803 NM_000562 NP_000553 P07357 CO8A_HUMAN TSP type-1 2. 3 CCAGGAAAGGAGA 0.572

- 14 1971 r.1_Nonsense_Mu NM_021080 NP_066566 O75553 DAB1_HUMAN 3 AGGGCTGGTCGG 0.557

+ 9 975 ddf.2_Missense_M NM_001077700 NP_001071168 Q8N108 MIER1_HUMAN teraction with HDAC1. 1 ATATTTCTTAAAG 0.343

+ 4 786 sf.2_Missense_Mu NM_017734 NP_060204 Q9NP74 PALMD_HUMAN 3 ATTGAGCGGACAA 0.333

- 44 3706 .E1142K|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 CAATTTCACCCTG 0.318

- 6 956 dvm.2_Missense_ NM_013386 NP_037518 Q6NUK1 SCMC1_HUMANchondrial matrix (Potential). 1 GCGAGCGGATACC 0.393

+ 7 2014 v.3_Missense_Mut NM_172212 NP_757351 P09603 CSF1_HUMAN lasmic (Potential). 1 ATTCTCCCTTGGA 0.637

- 11 1869 _p.P567S|OVGP1_ NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 CCTGGGGTGAGT 0.517

- 2 589 ebv.1_Missense_M NM_004980 NP_004971 Q9UK17 KCND3_HUMAN lasmic (Potential). 3 CCTGCCGCTTGTT 0.682

+ 7 1205 _p.P342S|MAGI3_u NM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN WW 2. 6 GAGCTTCCTTATG 0.328

- 13 1883 eff.1_Missense_Mu NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 ACTCACCTTTTTTA 0.418

+ 11 951 se_Mutation_p.E24 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 GATTATGAAAAAA 0.229

- 29 4314 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 ACAATGGGGTCAA 0.398



+ 3 714 enm.1_Intron|TXN NM_006472 NP_006463 Q9H3M7 TXNIP_HUMAN 2 TACTGGGTGAAGG 0.428

- 8 1274 RC_uc010pdo.1_M NM_005060 NP_005051 P51449 RORG_HUMAN gand-binding. 2 AAGGCTCGGAACA 0.552

- 3 754 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TCACACCGATTTA 0.413

- 3 566 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17 TACCTTGTCTTCC 0.493

+ 1 40 NM_178354 NP_848131 Q5T754 LCE1F_HUMAN Pro-rich. 0 AGCCccctcccaagtg 0.358

- 7 1460 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN CR2. 0 CCTTACCTTGGCT 0.423

- 2 287 9A1_uc001fdk.2_M NM_014437 NP_055252 Q9NY26 S39A1_HUMAN ical; (Potential). 0 GGGTGAGCACCA 0.647

+ 2 779 _uc001fkl.2_5'Flan NM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2 TGCAACGCCCTGA 0.622

+ 3 268 1_5'Flank|PEAR1_ NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN EMI. 3 TGCTCCCCTCAGA 0.672

+ 15 2067 fqk.1_Splice_Site_ NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3 CCCAGCGTATGTG 0.622

+ 3 681 1C_uc001frv.2_5'U NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Potential). 4 CAGAAGGCTTCTT 0.463

- 1 864 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMAN Name=7; (Potential). 1 ATAAATCATTGGG 0.333 rs137874220

+ 1 931 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMAN Name=7; (Potential). 1 GCTCCCTTTTTCA 0.438

- 1 460 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMAN Name=4; (Potential). 2 TGCCAAGGCCAAT 0.507

- 6 824 _p.H144Y|COPA_u NM_004371 NP_004362 P53621 COPA_HUMAN WD 4. 2 GGGGTGGAACTG 0.468

+ 15 5371 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 1. 16 CTTGATCATGCTG 0.507

- 3 772 e_Mutation_p.P187 NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 GCTGCGGGACC 0.612

+ 34 7491 _p.P505S|CEP350_ NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 TTTGCTCCTAAAG 0.338

+ 2 923 NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4 TGGGCGCTGGG 0.627

+ 5 1415 e_Mutation_p.V71M NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4 TCGCACGTGCGC 0.701

+ 22 3592 p.V1093A|LAMC2_ NM_005562 NP_005553 Q13753 LAMC2_HUMAN omain II and I. 3 CTGGGGTTACAAT 0.483

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

+ 10 3451 _p.S644F|NAV1_uc NM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4 CCCTGTCCCTGGC 0.622

+ 4 1341 _p.A153T|ATP2B4_ NM_001684 NP_001675 P23634 AT2B4_HUMAN ical; (Potential). 3 GAGGGGGCAGCC 0.502

+ 5 1182_1183_p.G242*|LAX1_uc NM_017773 NP_060243 Q8IWV1 LAX1_HUMAN lasmic (Potential). 2 GCAATGGAGAAG 0.5

+ 20 3030 _p.S805*|ZC3H11A NM_014827 NP_055642 O75152 ZC11A_HUMAN 2 AGCTATCAGAAAT 0.378

- 7 1500 NM_030952 NP_112214 Q9H093 NUAK2_HUMAN 5 TAGTAGCCAGACT 0.642

+ 2 234 se_Mutation_p.R39 NM_001910 NP_001901 P14091 CATE_HUMAN 1 GGGCACGGAGCC 0.557

- 15 1908 bw.2_Missense_Mu NM_006893 NP_008824 P41214 EIF2D_HUMAN 0 TTCGAGGGAGCTG 0.532

+ 3 381 hjh.2_Missense_M NM_001030287 NP_001025458 P18847 ATF3_HUMAN 0 TAGCCCCTGAAGA 0.438

+ 1 1922 uc010pth.1_RNA NM_153606 NP_705834 Q8IYT1 FA71A_HUMAN 5 CTCTCACAAATCT 0.557

+ 17 5064 p.V1674M|OBSCN_NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 17. 28 GTGCGCGTGGAG 0.677

+ 5 3220 e.1_Missense_Mut NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 ATACCCCCTCCGC 0.711

+ 5 3352 e.1_Missense_Mut NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 ATACCCCCTCCGC 0.731

- 4 1462 695_uc009xgt.1_In NM_020394 NP_065127 Q8IW36 ZN695_HUMANC2H2-type 11. 0 ACATTCATCACAT 0.368

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 TGGCCAGCCACAC 0.483 rs140989725

- 1 392 NM_001004734 NP_001004734 A6ND48 O14I1_HUMAN lasmic (Potential). 0 ACGGCTCTGTATT 0.517

+ 3 778 xig.2_Missense_M NM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3 TCCTCCCGGTGGA 0.423

+ 3 607 FKFB3_uc010qaw.1 NM_004566 NP_004557 Q16875 F263_HUMAN phofructo-2-kinase. 3 GAGTATCGCCGGG 0.507

- 9 1524 PHS1_uc001imi.2_M NM_012247 NP_036379 P49903 SPS1_HUMAN 1 GGCCCCGGGTG 0.418

- 9 1342 01ito.2_Missense_ NM_145698 NP_663736 Q5T8D3 ACBD5_HUMAN 0 TTCTCCCGGTGTG 0.453

- 2 1455 nse_Mutation_p.G NM_020848 NP_065899 Q9P266 K1462_HUMAN 4 TTCCTCCATGAGC 0.522

- 7 1541 _p.G340R|NRP1_u NM_003873 NP_003864 O14786 NRP1_HUMAN .|Extracellular (Potential). 4 GTGTCCCGACAGC 0.488

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGCGGAAA 0.423

+ 2 NR_024524 0 AGATGGTGAGACA 0.333

- 10 1438 _p.E439K|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 CATCTTCATTTGT 0.308

+ 15 1877 PL1_uc009xqk.2_R NM_003901 NP_003892 O95470 SGPL1_HUMAN lasmic (Potential). 0 ACAGCACCGACAC 0.502



- 3 685 _p.P179T|DNAJB1 NM_017626 NP_060096 Q9NXW2 DJB12_HUMAN J. 0 CACCAGGTGCGT 0.562

- 22 2827 xl.1_Missense_Mu NM_001161352 NP_001154824 Q12791 KCMA1_HUMAN lasmic (Potential). 3 GGTACTCAATAGA 0.498

+ 22 3133 on_p.I730T|ZMIZ1_ NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 AGATGATCATGCC 0.632

- 17 2003 NM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1 AATTTGGAAGAAC 0.383

- 9 1080_1081 uk.1_Missense_M NM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1 CTTTAAGGAAACT 0.376

- 1 103 C8_uc010qob.1_5' NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 ACAAAAGGTTCCA 0.453

- 4 1353 A00093_uc001kqk. NM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN 6 TGGGATGAAAAGG 0.527

- 2 582 NM_001308 NP_001299 P15169 CBPN_HUMAN Catalytic. 4 TGTTCCGGAACTC 0.602 rs146812654

- 4 860 NM_000102 NP_000093 P05093 CP17A_HUMAN 0 ATTTTTCCAGGGT 0.383

+ 17 2548 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANmenal (Potential). 10 ACAATCCAGCATC 0.453

+ 4 374 RNA|HABP2_uc01 NM_004132 NP_004123 Q14520 HABP2_HUMAN EGF-like 1. 3 CTCGTCCATGGGA 0.537

+ 18 2490 lfd.1_Missense_Mu NM_018117 NP_060587 Q9BZH6 WDR11_HUMAN WD 7. 0 GAAGTTGGGTGAG 0.408

+ 26 3119 R506*|DMBT1_uc0 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 8. 7 AGGGCCGAGTG 0.567

- 3 365 ASSF7_uc001lqb.2 NM_173573 NP_775844 Q8IXW0 CK035_HUMAN 1 TGGGCGGAAGCC 0.662

+ 14 2107 RF1_uc010qwe.1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0 CATGTCGCAGTGT 0.592

- 8 1611 DD_uc001lrm.1_M NM_145886 NP_665893 Q9HB75 PIDD_HUMAN ZU5 2. 0 GAGACTCGACGAG 0.672

- 4 564 NM_004420 NP_004411 Q13202 DUS8_HUMAN 0 TCATGGGTAGCAG 0.652

- 13 1394 .1_Nonsense_Muta NM_199292 NP_954986 P07101 TY3H_HUMAN 0 CTGACTGGTACGT 0.627

- 19 2935 _p.A976T|TRPM5_u NM_014555 NP_055370 Q9NZQ8 TRPM5_HUMAN lasmic (Potential). 4 ACATGGCGATGAG 0.602

- 1 576 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANcellular (Potential). 2 ACAGGCCAATTTC 0.448

- 1 28 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMAN cellular (Potential). 3 AGGGGTGAAACTG 0.498

- 9 1969 _p.R409C|TRIM3_u NM_006458 NP_006449 O75382 TRIM3_HUMAN NHL 2. 5 GTGAGCGTCCTCG 0.582

- 9 1419 p.P30S|MRVI1_uc0 NM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN 3 TTCTCGGCAGAGG 0.677

- 3 803 e_Mutation_p.R15 NM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2 GGCTTTCTGTTGA 0.378

- 30 3808 NM_000352 NP_000343 Q09428 ABCC8_HUMANype-1 2.|Cytoplasmic (By sim 1 TGTATTCGAGAAG 0.542

- 7 740 se_Mutation_p.P15 NM_006292 NP_006283 Q99816 TS101_HUMAN 0 TGAGAAGGGTACT 0.428

+ 14 3375 AV2_uc001mpt.2_M NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 GGAATTCCCTGTG 0.537

- 2 2065 NM_002233 NP_002224 P22459 KCNA4_HUMAN 4 TTGCAGGACTGGA 0.498

- 3 764 _p.R102W|LMO2_u NM_001142316 NP_001135788 P25791 RBTN2_HUMANM zinc-binding 2. 1 TCACCCGCATTGT 0.478 rs150071797

+ 7 1675 NM_005456 NP_005447 Q9UQF2 JIP1_HUMAN SH3. 4 GCCTCGACACGA 0.577

+ 1 362 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMAN cellular (Potential). 2 CCATTTCCTTTCA 0.388

+ 1 838 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANName=7; (Potential). 3 GTGTTTTACACAG 0.378 rs150799318

- 1 278 NM_001004058 NP_001004058 Q8NH50 OR8K5_HUMANcellular (Potential). 4 ATAATAGGAAATAG 0.398

+ 1 757 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMAN Name=6; (Potential). 2 TTTTATGGGACAT 0.363

+ 7 811 NM_000139 NP_000130 Q01362 FCERB_HUMAN lasmic (Potential). 1 CCAGGGGAAATG 0.418

+ 5 544 NM_017716 NP_060186 Q9NXJ0 M4A12_HUMAN ical; (Potential). 0 AGCCTGGGAATG 0.423

+ 5 844 o.1_Missense_Mu NM_004265 NP_004256 O95864 FADS2_HUMAN lasmic (Potential). 2 GATCCCGATGTGA 0.562

- 2 2551 AB_uc001nuc.2_5' NM_030628 NP_085131 Q6P9B9 INT5_HUMAN 2 CCTCGGGGGGCC 0.647

+ 2 406 Silent_p.L128L|SAR NM_005146 NP_005137 O43290 SNUT1_HUMAN 1 TTCCAGCTGCCAG 0.517

+ 3 757 nse_Mutation_p.A NM_138768 NP_620123 Q96EZ4 MYEOV_HUMAN 0 GCTGGAGCTGGTG 0.652

+ 3 1325 _p.W380L|NEU3_u NM_006656 NP_006647 A8K327 A8K327_HUMAN 2 CCTGCTGGTCCCG 0.562

- 4 2365 NM_033063 NP_149052 Q96JE9 MAP6_HUMAN Pro-rich. 0 TTTGCTGGTACTG 0.522

+ 4 680 oxb.2_Missense_M NM_032564 NP_115953 Q96PD7 DGAT2_HUMAN lasmic (Potential). 0 TACTTTCCCATCC 0.527

+ 47 6648 e_Mutation_p.P208 NM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 2. 4 AACTTCCCTGAGA 0.522

- 32 7160 p.R458W|ODZ4_uc NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN ular (Potential).|YD 19. 4 TGAGCCGTGCAC 0.592

+ 2 350 PRSS23_uc010rts. NM_007173 NP_009104 O95084 PRS23_HUMAN 2 AGTCTACCCTCA 0.532

+ 2 978 NM_000372 NP_000363 P14679 TYRO_HUMANmelanosome (Potential). 3 TACGGCGTAATCC 0.468 rs61754375



+ 2 500 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 1.|Extracellular (Potential 3 GTCATTCATTTAA 0.458

- 5 422 se_Mutation_p.D69 NM_152587 NP_689800 Q8NCR3 CK065_HUMAN 1 AGATGATCATTTTT 0.358

+ 4 622 NM_198498 NP_940900 Q8IXP5 CK053_HUMAN 0 GCTGGGGCTCAG 0.622

+ 8 1234 s.1_3'UTR|LAYN_u NM_178834 NP_849156 Q6UX15 LAYN_HUMAN lasmic (Potential). 0 CAAAGCGAAGCTG 0.507

- 5 1094 ppd.2_Missense_M NM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4 ATTTCTCTTTCAT 0.403

- 1 586 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMAN cellular (Potential). 2 CAGGGGGTATGTC 0.572

+ 7 1766 qu.2_Missense_Mu NM_002286 NP_002277 P18627 LAG3_HUMAN lasmic (Potential). 0 TTTCACCTTTGGA 0.602

- 25 3205 _p.R73Q|A2M_uc00 NM_000014 NP_000005 P01023 A2MG_HUMAN 5 CCATATCGCTCCC 0.318

- 1 335 RH1_uc001qzc.2_In NM_023922 NP_076411 Q9NYV8 T2R14_HUMAN lasmic (Potential). 0 AAATTGGCTATCT 0.348

+ 6 927 1467_uc009zhx.1_ NM_020853 NP_065904 A2RU67 K1467_HUMAN p.R302*(1) 3 GTGGGTCGACCTG 0.507

- 3 424 NM_182558 NP_872364 0 GGGAACGATTCC 0.453 rs143075618

+ 21 2889 nse_Mutation_p.D9 NM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21 GGAGATGATCTTC 0.368

+ 21 2895 nse_Mutation_p.R9 NM_004570 NP_004561 O75747 P3C2G_HUMAN PI3K/PI4K. 21 GATCTTCGTCAGG 0.363

+ 1 679 Z1_uc001rdw.3_5'F NM_033328 NP_201585 Q96KX2 CAZA3_HUMAN 2 CTAAATGGATTTT 0.383

- 1 325 NM_001040436 NP_001035526 Q9Y2Z4 SYYM_HUMAN HIGH region. 0 CATGAAGCGAGTC 0.622

+ 10 1191 mn.1_Missense_Mu NM_001843 NP_001834 Q12860 CNTN1_HUMAN-like C2-type 4. 9 CCCATCCCTACAA 0.483

- 2 1273 NM_001008223 NP_001008224 Q86Z23 C1QL4_HUMAN C1q. 0 CCGCGTCCTGAG 0.642

+ 15 2952 mj.1_Missense_Mu NM_012284 NP_036416 Q9ULD8 KCNH3_HUMAN lasmic (Potential). 0 CGGGAAGGACTG 0.662

+ 36 4462 lt.2_Missense_Mut NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 CGGACAGGATACC 0.527

- 15 1527 C11A2_uc001rxh.1 NM_000617 NP_000608 P49281 NRAM2_HUMAN lasmic (Potential). 1 GCAATCCGCCAGC 0.443

- 7 1513 ryl.1_Missense_M NM_007210 NP_009141 Q8NCL4 GALT6_HUMANmenal (Potential). 2 CCAGGCGCACTTG 0.542

- 2 619 nse_Mutation_p.E1 NM_007210 NP_009141 Q8NCL4 GALT6_HUMANmenal (Potential). 2 CCTTTTCCTGGGT 0.577

+ 7 1068 T81_uc001sac.2_In NM_002284 NP_002275 O43790 KRT86_HUMAN Rod.|Coil 2. 1 GCACGGGGAGA 0.602

- 2 586 T72_uc010sns.1_M NM_001146225 NP_001139697 Q14CN4 K2C72_HUMANLinker 1.|Rod. 6 CTGCAGTTGTTCA 0.567

+ 17 1715 _p.R88C|NCKAP1L NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 CATCTTCGTATCT 0.393

+ 2 314 RBB3_uc010sqc.1_ NM_001982 NP_001973 P21860 ERBB3_HUMANcellular (Potential). 8 ACCGGCGATGCTG 0.542

+ 3 271 NM_032786 NP_116175 Q96K80 ZC3HA_HUMAN Gly-rich. 0 GCCAGTGGGGCA 0.647

+ 24 4326 NM_002332 NP_002323 Q07954 LRP1_HUMAN cellular (Potential). 22 ACAAAGGAGACTA 0.597

- 3 238 te|DCTN2_uc001s NM_006400 NP_006391 Q13561 DCTN2_HUMAN 1 CTCCTCCTGCAAG 0.488

+ 3 1541 zs.1_Missense_Mu NM_152588 NP_689801 Q8N394 TMTC2_HUMAN 2 GCTTTGCATCCAA 0.398

- 8 2400 ak.3_Missense_Mu NM_013244 NP_037376 Q9UBM8 MGT4C_HUMANmenal (Potential). 3 GATTTTCAAATACA 0.343

- 6 1162 NM_145913 NP_666018 Q8N695 SC5A8_HUMAN ical; (Potential). 0 TGACACCGTAGAT 0.388

+ 27 3226 10svs.1_Missense_ NM_206820 NP_996556 Q00872 MYPC1_HUMAN 4 GACTTTGATTTCT 0.358

- 13 1680 NM_000277 NP_000268 P00439 PH4H_HUMAN 4 GTGGCAGCAAAGT 0.458 rs5030857

+ 3 419 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN cellular (Potential). 14 AGGTCAGAACATA 0.493

- 2 810 u.2_Missense_Mut NM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1 GGAGGCGGTCTC 0.522 rs141733272

+ 13 2435 NF10_uc001tyq.3_ NM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2 CCTGCTCCTCTGA 0.512

+ 13 1547 RX7_uc001tzp.2_M NM_002562 NP_002553 Q99572 P2RX7_HUMAN 5 GCCTCCCATCTCA 0.597

+ 1 43 D8_uc001uex.2_5' NM_020382 NP_065115 Q9NQR1 SETD8_HUMAN 0 GGAGCCATGGCTA 0.667

- 9 2808 01uia.2_Missense_ NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 TTTTTGGGCCTTC 0.522

+ 28 5773 _uc001ujm.2_Miss NM_015409 NP_056224 Q96L91 EP400_HUMAN case C-terminal. 12 ATGCCAGCAGTGA 0.423

- 4 1462 nr.3_Missense_Mu NM_014572 NP_055387 Q9NRM7 LATS2_HUMAN 10 GGACGGAGGTG 0.721

- 3 387 LT3_uc010tdn.1_M NM_004119 NP_004110 P36888 FLT3_HUMAN cellular (Potential). 8549 AGACAGGAAATGT 0.498

+ 43 6248 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 GAGGCGGCTGTG 0.408

+ 9 970 ua.1_Missense_M NM_000059 NP_000050 P51587 BRCA2_HUMAN 64 TTATCGCTTCTGT 0.308

- 9 1731 p.A429G|ELF1_uc0 NM_172373 NP_758961 P32519 ELF1_HUMAN 1 GTGCTGGCTATAA 0.448

+ 3 838 ao.2_Missense_Mu NM_152719 NP_689932 Q8NA61 SPERT_HUMAN Potential. 2 GGGAGGAGAATCG 0.677



- 9 995 nse_Mutation_p.R2 NM_152720 NP_689933 P51956 NEK3_HUMANwith VAV2.|Protein kinase. 2 TGCCTCGAGAGAG 0.478

- 3 661 p.N39S|THSD1_uc0 NM_018676 NP_061146 Q9NS62 THSD1_HUMANcellular (Potential). 4 GTGTCGTTGCTTA 0.433

+ 2 165 ssense_Mutation_p NM_024808 NP_079084 Q6PGQ7 BORA_HUMAN 0 GAAACTCCAGGAA 0.348

- 4 618 e_Mutation_p.A17 NM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN ical; (Potential). 3 GCAGCGCGGCCA 0.612

+ 15 3853_3854 NM_000123 NP_000114 P28715 ERCC5_HUMAN 7 AGCTCCCGTGAA 0.485

- 8 890 2_5'Flank|GAS6_u NM_000820 NP_000811 Q14393 GAS6_HUMAN alcium-binding (Potential). 4 TCACAGCGGCCCT 0.662 rs78824256

+ 9 1320 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 AGCACGGAAGTA 0.358

+ 1 344 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMAN Name=3; (Potential). 4 TACTCCTTGTTGT 0.507

+ 2 383 NM_022360 NP_071755 P56851 EP3B_HUMAN 1 TGTATGGGTCCAG 0.408

- 26 3419 wan.2_Missense_M NM_007192 NP_009123 Q9Y5B9 SP16H_HUMAN 0 CGGCCCGAACTG 0.507

- 35 5099 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4 GTCGTCGTTGGC 0.612

- 8 1363 M1_uc010tog.1_Int NM_000359 NP_000350 P22735 TGM1_HUMAN 3 GATGTCCATGGTA 0.572

+ 9 5542 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMANegrase catalytic. 3 TCCCTGCCTTTGC 0.627

- 3 671 A1_uc001wqa.2_5 NM_002515 NP_002506 P51513 NOVA1_HUMAN 5 ATTTTTTCTGCAA 0.438

+ 2 1273 n.2_Missense_Muta NM_001173 NP_001025226 Q13017 RHG05_HUMAN 5 CAAGAGCTTTTAA 0.313

+ 4 798 my.1_Missense_Mu NM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2 GTTGTTGAAAGTA 0.428

+ 1 624 sd.1_Missense_Mu NM_031914 NP_114120 Q17RD7 SYT16_HUMAN 1 CGGAGGAAGAGC 0.463

- 32 6041 YVE26_uc001xkc.3 NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 CCTCTGGGTTGGT 0.582

+ 15 4547 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 GCAAGAGCCAAGC 0.537

+ 2 251 ense_Mutation_p.R NM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3 AGAAGACGACATG 0.473

- 10 1119 tion_p.P256S|NUM NM_001005743 NP_001005743 P49757 NUMB_HUMAN 4 CAATTGGAGCATG 0.532

- 4 981 _p.P180L|KCNK10 NM_021161 NP_066984 P57789 KCNKA_HUMAN p.P175P(1) 5 GTGCTCGGAGCA 0.393

+ 17 2431 xwy.2_Missense_M NM_024824 NP_079100 Q6PJT7 ZC3HE_HUMAN 3 TTCAGCGAATAGC 0.333 rs144843433

- 29 4951 _p.R142W|CCDC88 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN 3 CTTCCCGGGGCA 0.687

- 7 1093 12_splice|FBLN5_u NM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6 TCACATCTGTGGA 0.527

+ 1 2978 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 CTGTCATCTTGCA 0.498

+ 35 4835 ar.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN eats.|Cytoplasmic (By simil 10 TCCCAGCTCTTCT 0.607

+ 4 471 zkl.2_Missense_M NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN 4 AAGCCCCCTCCCA 0.473

- 9 880 PLA2G4F_uc001zp NM_213600 NP_998765 Q68DD2 PA24F_HUMAN 4 CCCCCTCGCCCAG 0.622

+ 2 209 bfw.2_Missense_M NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN ZIM (By similarity). 11 AGTATTCGGGTCC 0.507

+ 2 1022 fw.2_Missense_Mu NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11 CTGGATGATCAGG 0.522

+ 9 2590 _Mutation_p.R770 NM_017610 NP_060080 Q6ZNA4 RN111_HUMAN Pro-rich. 2 CATGAACGCCCCC 0.438

+ 4 1109 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 CCGGGGTAGAG 0.493

+ 12 1662 _p.A287T|IQCH_uc NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 CCTGAAGCTGTAA 0.383

- 15 2612 _p.T79M|TLE3_uc0 NM_005078 NP_005069 Q04726 TLE3_HUMAN WD 1. 2 TGCCTCGTGGGG 0.657

+ 3 720 e.3_RNA|IL16_uc0 NM_172217 NP_757366 Q14005 IL16_HUMAN 4 AAAAGCCTGGAA 0.423

+ 12 1830 _Mutation_p.R527Q NM_172217 NP_757366 Q14005 IL16_HUMAN 4 ACGGGCGGCCCA 0.552

- 16 2032 587W|AP3B2_uc01 NM_004644 NP_004635 Q13367 AP3B2_HUMAN 5 GGTCCCGGTCTAG 0.602

- 4 1566 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN 3 GGACTGCGGTAGA 0.532

+ 12 2586 p.T455M|BLM_uc0 NM_000057 NP_000048 P54132 BLM_HUMAN case ATP-bin p.T830M(1) 6 CTCTTACGGCCAC 0.443

+ 8 1251 n_p.R379H|MAN2A NM_006122 NP_006113 P49641 MA2A2_HUMANmenal (Potential). 3 GTGGGCGCATCAA 0.567

+ 9 1338 bql.2_Missense_Mu NM_033544 NP_291022 A6NED2 RCCD1_HUMAN RCC1 4. 0 ATAAGCAACTCCA 0.488

+ 11 1567 bok.2_Missense_M NM_018349 NP_060819 Q6DN12 MCTP2_HUMAN C2 3. 3 AGAACTCCCTGAA 0.388

+ 35 6540 _p.D793N|CACNA NM_021098 NP_066921 O95180 CAC1H_HUMAN lasmic (Potential). 2 CCAGCCGACGAG 0.741

+ 17 2378_2379 NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0 CGTGGCCGGCCA 0.649

- 2 298 NM_001080524 NP_001073993 A8MZG2 CP090_HUMAN 0 CCCAGGCTGTGC 0.677

+ 14 1391 uh.2_Missense_Mu NM_020686 NP_065737 P80404 GABT_HUMAN 1 AATGCAGCCCATG 0.632



- 10 2704 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMANcellular (Potential). 45 TTCAGGCTGACCA 0.463

+ 8 696 0uyu.1_RNA|FAM NM_002484 NP_002475 P53384 NUBP1_HUMAN 2 ATCATCGGGGTGG 0.542

- 18 2475 xp.2_Missense_Mu NM_033266 NP_150296 Q76MJ5 ERN2_HUMAN e.|Cytoplasmic (Potential). 6 GGGTGGCTGCCA 0.582

+ 23 4218 zg.1_Intron|SRCA NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 CTTCTTCGACCCC 0.667

+ 18 1751 eu.3_Missense_Mu NM_000293 NP_000284 Q93100 KPBB_HUMAN 3 ATTTATCGCATTC 0.343

+ 5 1838 _p.G280*|CES2_uc NM_003869 NP_003860 O00748 EST2_HUMAN 0 CACTTTGGAGGCA 0.582

- 1 602 0vjt.1_Missense_M NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 CCGAACCTGCCAT 0.687

+ 1 416 NM_002153 NP_002144 P37059 DHB2_HUMAN D (By similarity). 2 GTGGATCAGAAGG 0.468

+ 5 761 ni.2_Missense_Mut NM_003119 NP_003110 Q9UQ90 SPG7_HUMAN intermembrane (Potential). 0 ACAAGCGAACAGG 0.398

+ 10 1658 AFAH1B1_uc010vq NM_000430 NP_000421 P43034 LIS1_HUMAN dynein and dynactin.|WD 6 1 CTACGCGTATGG 0.458

+ 7 1051 HBG_uc010cmw.2_ NM_001040 NP_001031 P04278 SHBG_HUMANaminin G-like p.0?(1)|p.?(1) 0 TCCTTAACCTCTG 0.547

+ 75 11502 nm.1_Missense_M NM_020877 NP_065928 Q9P225 DYH2_HUMANA 6 (By similarity). 13 CTGGAGGATTCAA 0.597

+ 82 12748 NM_020877 NP_065928 Q9P225 DYH2_HUMAN 13 CATACCCCTCACA 0.473

- 23 2834 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 TCACATCTTTCCT 0.373

- 13 1325 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 ACTCTGGGATAGC 0.453

+ 4 530 0vvi.1_Missense_ NM_003010 NP_003001 P45985 MP2K4_HUMANProtein kinaseR154W(2)|p.?( 58 TAATGCGGAGTAG 0.363

- 31 4573 k|NCOR1_uc010vw NM_006311 NP_006302 O75376 NCOR1_HUMANraction with ETO. 5 GGGAACGCACGG 0.522

- 20 2494 n.1_Missense_Muta NM_002018 NP_002009 Q13045 FLII_HUMAN ction with ACTL6A. 2 CATGGCGTGGCCG 0.711

+ 3 1886 NM_021012 NP_066292 Q14500 IRK12_HUMANasmic (By similarity). 4 CGGACGGAGACC 0.657

- 2 739 _p.P194L|MYO18A NM_078471 NP_510880 Q92614 MY18A_HUMAN 0 GCTCAGGGGCTC 0.687

- 2 595 .1_Intron|NF1_uc0 NM_006495 NP_006486 P34910 EVI2B_HUMAN cellular (Potential). 2 TGTTGAGTAAAAG 0.428 rs139629091

- 7 2864 _p.D808N|SLFN11_ NM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3 CAACATCCTTTGG 0.468 rs71366434

- 3 603 NM_019010 NP_061883 P35900 K1C20_HUMAN Coil 1B.|Rod. 3 ATCTGTTTTATGTA 0.388

+ 8 1204 C25_uc010cxs.1_M NM_031421 NP_113609 Q96NG3 TTC25_HUMAN TPR 6. 1 TTGCCAGAGTTGG 0.443

+ 4 448 hys.2_Missense_M NM_001001349 NP_001001349 Q9NYR9 KBRS2_HUMAN all GTPase-like. 1 AGCAGCGGCGTG 0.582

+ 11 1338 _p.P348S|ATP6V0ANM_001130021 NP_001123493 Q93050 VPP1_HUMAN lasmic (Potential). 1 ATAAATCCAGGTA 0.294

+ 4 565 0938_uc002ibf.3_5 NM_005854 NP_005845 O60895 RAMP2_HUMAN ical; (Potential). 0 TAGTATGGAGGAG 0.592

- 5 593 e_Mutation_p.P134 NM_005374 NP_005365 Q14168 MPP2_HUMAN 0 CGGGAGGTACAG 0.632

- 14 1899 TLL6_uc002ioc.2_M NM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0 CGTGGGAGCCTC 0.507

+ 2 2306 dbu.2_Missense_M NM_175575 NP_783165 Q8TEU8 WFKN2_HUMAN NTR. 3 GGCATGGCCATGC 0.632

+ 1 51 3_5'Flank|MBTD1_ NM_016001 NP_057085 Q9Y5J1 UTP18_HUMAN 0 TAACGATGCCGCC 0.706

- 2 526 02iuk.3_Missense_ NM_018286 NP_060756 Q9NV29 TM100_HUMAN ical; (Potential). 0 ACCGCGGTGACC 0.527

+ 4 959 ddd.2_Missense_M NM_014906 NP_055721 Q8WY54 PPM1E_HUMAN PP2C-like. 5 GGGGGAGTAGATG 0.502

+ 23 3724 Mutation_p.Q179*|M NM_006039 NP_006030 Q9UBG0 MRC2_HUMAN cellular (Potential). 3 ATCTGCCAGAAGG 0.642

- 3 342 n_p.R67C|ABCA9_ NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 CTACACGTCCCAG 0.368 rs150105567

- 2 163 NM_181449 NP_852114 Q496F6 CLM2_HUMAN .|Extracellular (Potential). 4 TTGTACATGCTCT 0.542

- 4 732 jqe.2_Nonsense_M NM_007292 NP_009223 Q15067 ACOX1_HUMAN 1 AGCCTCGAAGGTG 0.443 rs118204093

+ 16 5305 kae.2_Missense_M NM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN 1 AAGAGGGCCACG 0.716

- 4 676 wvd.1_Missense_M NM_006907 NP_008838 P32322 P5CR1_HUMAN 0 TACACGGTGGCCC 0.647

+ 1 343 NM_018949 NP_061822 Q9UKP6 UR2R_HUMAN cellular (Potential). 1 ACCAAGGAGTGG 0.637

+ 7 879 NM_001943 NP_001934 Q14126 DSG2_HUMAN r (Potential).|Cadherin 2. 9 CTGCAGGAACACA 0.403

- 1 1630 NAL2_uc002lco.2_ NM_016427 NP_057511 Q8IYF1 ELOA2_HUMAN 4 TTAGCCGAATCCC 0.547 rs150911848

+ 3 1282 dr.1_Missense_Mu NM_005215 NP_005206 P43146 DCC_HUMAN cellular (Potential). 17 ATTTTATCAGGTAT 0.373

- 4 1254 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 AGCAGGTTCCTTT 0.453

+ 4 5021 qu.1_Missense_Mu NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2 AAAAGCCGTTTAA 0.507

+ 3 3608 ra.2_Missense_Mu NM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4 CAGCTCGGGCAA 0.582

+ 1 37_38 sense_Mutation_p. NM_024100 NP_077005 Q9BV38 WDR18_HUMAN 1 GGCGCCCATGGA 0.728



+ 4 372 n_p.R89*|GPX4_uc NM_002085 NP_002076 P36969 GPX4_HUMAN 0 CACGCCCGATACG 0.647

+ 4 1232 wq.2_Missense_M NM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 8. 3 GTTGGTCCTCATC 0.468

- 4 470 TS10_uc002mkk.1_ NM_030957 NP_112219 Q9H324 ATS10_HUMAN 4 TGCCGCGGCGCT 0.682

- 84 43654 wj.2_Missense_Mu NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN lasmic (Potential). 57 CTCCTTCCTTCTT 0.587

- 28 38225 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANcellular (Potential). 57 GAGGTCCCAGGA 0.498

- 3 21530 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 ATGGGAGGAGGTG 0.522

- 3 19546 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTGTTTGGGTGG 0.507

+ 7 1272 e.3_Missense_Mut NM_032497 NP_115886 Q9BR84 ZN559_HUMAN 1 ATGGTGGAGAGA 0.383

- 3 351 on_p.E73*|ECSIT_ NM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN 1 GGTCCTCAAAGGG 0.657

- 1 89 NM_006563 NP_006554 Q13351 KLF1_HUMAN Pro-rich. 0 ATGGAGGGCAAGG 0.652

+ 5 686 mwa.1_Nonsense_ NM_005053 NP_005044 P54725 RD23A_HUMAN UBA 1. 1 CCCCACCGAGCCG 0.647

+ 1 180 NM_001145160 NP_001138632 P67936 TPM4_HUMAN By similarity. 13 CGACCGCGCGGA 0.652

- 28 3580 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN MHD1. 3 ATAGACGATGCTT 0.562

- 23 3098_3099 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3 TCAATCCGCAGG 0.569

- 4 1076 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 GTAAGGATAGAGG 0.413

- 4 1019 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCAGTATGAA 0.413

+ 5 1464 npk.2_Missense_M NM_025189 NP_079465 Q9H8G1 ZN430_HUMAN 2 ATTCATACTGGAG 0.383

+ 4 731 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 1. 0 AGAATTCATAGTG 0.338

- 6 2463 NM_001080409 NP_001073878 2 AATTAGCTTATGT 0.378

- 2 821 NM_006003 NP_005994 P47985 UCRI_HUMAN Rieske. 0 TGGCAAGGGCAG 0.478

- 3 269 ntu.3_Missense_M NM_001126335 NP_001119807 P82251 BAT1_HUMAN cellular (Potential). 1 TTGGGGGAAACG 0.602

+ 9 828 Missense_Mutation NM_002151 NP_002142 P05981 HEPS_HUMAN (Potential).|Peptidase S1. 2 CTCTCCGGGGACT 0.672

+ 10 931 010xsh.1_Missens NM_002151 NP_002142 P05981 HEPS_HUMAN (Potential).|Peptidase S1. 2 CCCACGGTCTGCA 0.662

+ 8 878 n_p.Q59K|USF2_u NM_003367 NP_003358 Q15853 USF2_HUMAN x-loop-helix motif. 0 ATCGTCCAGCTTT 0.612

+ 4 465 BM42_uc002oap.2_ NM_024321 NP_077297 Q9BTD8 RBM42_HUMAN 0 GTGATCGGAGTCA 0.597

+ 8 1203 ap.2_Nonsense_M NM_024321 NP_077297 Q9BTD8 RBM42_HUMANction with HNRNPK (By sim 0 TGGAGTGGGATGC 0.617

- 26 3370 HS1_uc010eem.1_R NM_004646 NP_004637 O60500 NPHN_HUMAN lasmic (Potential). 5 GAGTGTCCCGCTC 0.602

- 18 2335 NM_004646 NP_004637 O60500 NPHN_HUMAN 7.|Extracellu p.G779*(1) 5 CTTCTCCCTGGAG 0.572

- 5 1194 5B_uc002ofr.1_No NM_152279 NP_689492 Q52M93 Z585B_HUMAN C2H2-type 6. 1 GTACCTGAAGTTG 0.388

+ 7 1379 xp.3_Missense_M NM_181845 NP_862828 Q8N7M2 ZN283_HUMAN 0 CATACTGGTAAGA 0.378

- 6 1502_1503 _p.G11R|ZNF229_ NM_014518 NP_055333 Q9UJW7 ZN229_HUMAN C2H2-type 2. 4 GAACCCCTTTCC 0.515

+ 7 1020 p.G301E|KLC3_uc NM_177417 NP_803136 Q6P597 KLC3_HUMAN TPR 3. 1 TCTATGGGAAGCG 0.657

- 20 2877 p.R878W|SYMPK_ NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 GATCCCGGACCCG 0.632

+ 2 548 D2_uc010xyu.1_In NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 TGGCCGTCATGC 0.652

- 5 1342 NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1 CCCCACGGAGGTC 0.667

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 ACCACcagcagcag 0.597

+ 12 1413 _p.P241S|MED25_ NM_030973 NP_112235 Q71SY5 MED25_HUMANP16.|Interaction with CREB 1 CTCATCCCCCAGC 0.687

+ 4 293 se_Mutation_p.E90 NM_003121 NP_003112 Q01892 SPIB_HUMAN 2 AACCTCGAACTGG 0.642

+ 4 262 NM_004533 NP_004524 Q14324 MYPC2_HUMAN-like C2-type 1. 1 GCAGTGGTCGTG 0.582

- 17 2246 psw.1_Missense_M NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN PDZ. 2 CTTGGCGGATCAT 0.602

+ 1 634 NM_001506 NP_001497 O75388 GPR32_HUMANcellular (Potential). 1 GTGGAGGGACAC 0.552

- 5 1468 NF614_uc010epj.2 NM_025040 NP_079316 Q8N883 ZN614_HUMAN C2H2-type 5. 5 GATAGCGCTTCAT 0.428

+ 6 1175 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN 0 CACACTGGTGAGA 0.418

+ 4 2891 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0 CCTTCCGTCACAA 0.363 rs150688663

- 5 1012 _p.L301F|LILRB5_ NM_006840 NP_006831 O75023 LIRB5_HUMAN 3.|Extracellular (Potential). 2 GGGAGAGGTTGTG 0.692

+ 6 1069 _p.P304L|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN NACHT. 2 TGTTACCCAAGGC 0.662

+ 4 607 02qkk.1_Missense_ NM_032701 NP_116090 Q86Y97 SV422_HUMAN SET. 0 CCAACGGGGCCA 0.597



+ 2 1180 _Mutation_p.R155Q NM_016535 NP_057619 Q9P0T4 ZN581_HUMAN C2H2-type 3. 0 GCTTCCGGGATGC 0.672

+ 4 2352 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11 GAAGATGGAGGGA 0.483

+ 4 1003 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0 CTGCTTGGTGCCT 0.393

- 21 2268 AS_uc002rcd.1_R NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 AACCATGGTAAGT 0.408

+ 4 655 ymm.1_Nonsense_ NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4 GGGACCAGCCC 0.607

- 4 542 NM_000348 NP_000339 P31213 S5A2_HUMAN ical; (Potential). 0 TATTCCCATTCCC 0.403

- 23 3675 rj.3_Missense_Mut NM_005633 NP_005624 Q07889 SOS1_HUMAN 10 ATAAGGGAGGGC 0.502

- 5 856 rzj.2_Missense_Mu NM_004105 NP_004096 Q12805 FBLN3_HUMAN alcium-binding (Potential). 6 TGCACTCGTCTAT 0.443

- 1 199 A_uc002sbn.3_5'U NM_032180 NP_115556 Q3B820 F161A_HUMAN 3 GGTCTTCGCGTTC 0.652

+ 14 1816 nb.1_Missense_Mu NM_004263 NP_004254 O95754 SEM4F_HUMANcellular (Potential). 4 ACAGAACGTCCAG 0.527

- 10 1540 nn.2_Missense_Mu NM_003203 NP_003194 P16383 GCF_HUMAN 2 CAACAAAATATTC 0.318

- 19 3333_3334c.2_Missense_Muta NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 CCCTGCCTTTGTC 0.5

+ 2 490 e.2_Missense_Mut NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 AGACAAGATGCTC 0.637

+ 2 494 e.2_Missense_Mut NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 AAGATGCTCCTCC 0.637

+ 10 1026 02tvn.2_Missense_ NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN Rho-GAP. 2 AAAATTCCACAGT 0.428

- 46 6081 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 51. 20 GTCTGGGTGCTG 0.433

- 8 709 _p.D196A|CACNB4 NM_000726 NP_000717 O00305 CACB4_HUMAN 2 ACAACATCGTAAG 0.473

- 22 3716 ap.2_Nonsense_Mu NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN DDT. 4 CCTCTTGAAGAAC 0.428

- 2 483 uci.2_Missense_M NM_033272 NP_150375 Q9NS40 KCNH7_HUMAN lasmic (Potential). 5 TCCTCTCTTCTGA 0.423

- 28 6398 y.2_Missense_Mut NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 CATAGGAAGGAG 0.358

- 49 9282 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 23.|Extracellular (Potent 29 CCTCTCGTCGCTA 0.468 rs148612649

+ 6 470 PIG_uc002ufb.2_M NM_004792 NP_004783 Q13427 PPIG_HUMAN se cyclophilin-type. 3 GAAATGGACGAG 0.264

+ 5 753 0fqf.1_Missense_M NM_025000 NP_079276 Q5H9S7 DCA17_HUMAN 0 GCTCAGCAGTGGC 0.353

+ 12 1396 fe.1_Missense_Mu NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 CCAGTTCGCTTGC 0.423

- 307 93765 76M|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGATCACGGTATA 0.428

- 288 85204 22Q|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTAACTCGGAATT 0.448

- 275 76663 175N|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATAGTAATAGGAA 0.378

- 46 15324 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CAACTTCCCCTAA 0.433

- 46 14285 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CTCCACCATAGTT 0.328

- 3 331 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN Potential. 10 CCAGCCGAAGGA 0.468 rs146458136

- 8 1447 ftt.2_Nonsense_Mu NM_018256 NP_060726 Q9GZL7 WDR12_HUMANor nucleolar localization. 0 TTGGTCGATTTGT 0.388

+ 7 1002 nse_Mutation_p.S2 NM_005759 NP_005750 Q9NYB9 ABI2_HUMAN Pro-rich. 0 GTCGGAGCAGCAG 0.473

- 21 3081 e_Mutation_p.G636 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 TTACTTCCAAAGA 0.388

- 17 2034 kx.1_Missense_Mu NM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0 GTTGAGGGCTCC 0.483

- 8 1012 x.1_Missense_Mut NM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0 AATGGCCCATGGG 0.493

- 13 1836 _p.A493S|PTPRN_ NM_002846 NP_002837 Q16849 PTPRN_HUMAN ical; (Potential). 4 CCAGGGCCACCA 0.652

+ 11 1378 su.3_Splice_Site_p NM_001631 NP_001622 P09923 PPBI_HUMAN 1 CTACCAGGGAGCC 0.716

- 1 316 T1A6_uc002vuu.2_ NM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0 CCTCCGCCCCCG 0.647

- 19 6623 p.G1907D|COL6A3 NM_004369 NP_004360 P12111 CO6A3_HUMANal region.|Collagen-like 2. 18 TCCAGACCATCCA 0.408

+ 2 259 NM_005855 NP_005846 O60894 RAMP1_HUMANcellular (Potential). 0 CTCACCCAGTTCC 0.617

+ 8 1405 e_Mutation_p.R177 NM_018226 NP_060696 Q9HAU8 RNPL1_HUMAN 2 ACTGCCGGGCAG 0.642

+ 3 487 NM_032515 NP_115904 Q9UMX3 BOK_HUMAN BH3. 1 ATGATCCGGCCCA 0.637 rs146987702

+ 2 211 NM_153325 NP_697020 Q8N687 DB125_HUMAN 3 GCATTTCCTGTGA 0.363

+ 4 578 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9 GATGCCGGCATC 0.453 rs138092626

- 2 1078 ntron|UBOX5_uc00 NM_021826 NP_068598 Q7L8L6 FAKD5_HUMAN 0 ACTTTGCGGCCTA 0.393

+ 9 1714 il.2_Missense_Mut NM_139321 NP_647537 O75882 ATRN_HUMAN ar (Potential).|Kelch 4. 2 GATACCCAGATGT 0.433

+ 26 2537 _p.L813F|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 ATTTCCCTTCGAA 0.413



- 5 996 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 CATAGAGACTCTT 0.493

+ 5 722 NM_002862 NP_002853 P11216 PYGB_HUMAN 2 TTCTACGGACGCG 0.637

+ 2 71 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 CCTGAAATCTGGC 0.353

+ 12 3677 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 TGGCCAGTACTGA 0.577

+ 14 1793 10gef.2_RNA|DNM NM_006892 NP_008823 Q9UBC3 DNM3B_HUMANhe PRC2/EED-EZH2 comple 5 TTTGCAGCAACAC 0.582

+ 3 712 wzf.1_RNA|CBFA2T NM_005093 NP_005084 O43439 MTG8R_HUMAN Pro-rich. 2 GAGGACCGAGG 0.502

+ 13 1445 G1_uc010zwe.1_M NM_182811 NP_877963 P19174 PLCG1_HUMANPI-PLC X-box. 8 AAGCCCGTGGAG 0.572

- 24 3542 p.R1139W|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMANphatase 1.|Cytoplasmic (Po 20 GGCCCGGAGCTC 0.567

- 4 810 NM_016470 NP_057554 Q9NX31 CT111_HUMAN 0 CCAAGGGAGGGA 0.532

- 11 1575 _p.H468Y|ZMYND NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5 CCGTGTGCACAGA 0.597

+ 2 3898 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6 GGTCTCCAGAAA 0.502

+ 9 1050 p.E237K|RAE1_uc NM_003610 NP_003601 P78406 RAE1L_HUMAN 0 AGTATCGAGGGGA 0.413

+ 10 1624 .D22N|CDH26_uc0 NM_177980 NP_817089 Q8IXH8 CAD26_HUMAN r (Potential).|Cadherin 4. 4 AGCGTCGACAAAA 0.378 rs144761668

- 13 1054 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMAN hatase tensin-type. 5 GTGTATCGCCTTT 0.323

- 2 625 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANPotential).|Ig-like C2-type 1. 11 AGGTACCATCTGA 0.587

+ 16 2137 NM_005049 NP_005040 Q15269 PWP2_HUMAN 1 GGAGTCGCGATAC 0.537 rs150290645

+ 1 176 .1_Intron|C21orf29 NM_198695 NP_941968 P60410 KR108_HUMAN repeats of C-C-X(3).|1. 2 TGCTGCGAGCCC 0.672

+ 30 6640 j.2_Missense_Muta NM_006031 NP_006022 O95613 PCNT_HUMAN 8 ATTCTCCCATTCA 0.507

- 9 1431 nse_Mutation_p.G1 NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 GTACTTCCGTGCT 0.358

- 1 1554_1555 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1 TGGGCCCTTCCA 0.495

+ 12 1099 aeo.2_Splice_Site_ NM_133455 NP_597712 Q96A84 EMID1_HUMAN 0 TACACAGGGACTG 0.627

+ 17 2613 _p.S762L|MTMR3_ NM_021090 NP_066576 Q13615 MTMR3_HUMAN 5 TGTTCTCACAGGG 0.577

+ 12 2704 sense_Mutation_p NM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1 CCCCACCTCGGC 0.682

+ 17 1316 EPDC5_uc003alt.2 NM_014662 NP_055477 O75140 DEPD5_HUMAN 8 GATTCTCGTCTGG 0.458

+ 6 670 M1_uc003anp.2_M NM_005488 NP_005479 O60784 TOM1_HUMAN 1 CTGTGGGCACTGA 0.592

+ 3 831 ny.2_Missense_Mu NM_014310 NP_055125 Q96D21 RHES_HUMAN h GNB1, GNB2 and GNB3. 3 AGTACGGTGACG 0.627

- 39 5729 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 TGCAGGCTGCCT 0.617

+ 7 1568 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CCTGCGCCCAGC 0.582

+ 9 961 DSL_uc003ayr.3_N NM_000026 NP_000017 P30566 PUR8_HUMAN 1 TGCGTTCAGAACG 0.507

+ 5 515 baq.1_Missense_M NM_001469 NP_001460 P12956 XRCC6_HUMAN 5 CTGTGGGTCTGTG 0.473

+ 8 673 yz.2_Missense_Mu NM_014509 NP_055324 Q9H4I8 SEHL2_HUMAN 0 GAGTGCGGGGAG 0.498 rs148540655

+ 2 434 ntron|SETMAR_uc0 NM_006515 NP_006506 Q53H47 SETMR_HUMANe-lysine N-methyltransferas 1 CTGTGCCGATGCA 0.463

+ 27 3631 PR1_uc011asu.1_I NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 GAGGTGCTCCAG 0.567

- 3 960 NM_000916 NP_000907 P30559 OXYR_HUMAN cellular (Potential). 0 CCAGGCGGCACA 0.642

+ 13 1481 _p.R455H|ATG7_uc NM_006395 NP_006386 O95352 ATG7_HUMAN 1 AAGCCCGCAGAG 0.537

+ 13 3398 xj.2_Missense_Mu NM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 24. 4 GAGGACGGGCTG 0.577

+ 19 4398 p.H1387Y|FGD5_u NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN PH 2. 5 ATTTTTCACCTTT 0.423

+ 10 1899 NM_003884 NP_003875 Q92831 KAT2B_HUMAN 3 GAGGCGGCAAGG 0.493

+ 15 1278 XL2_uc011axp.1_M NM_012157 NP_036289 Q9UKC9 FBXL2_HUMAN 1 GCTCCCGTCACCC 0.517

- 7 1045 SP2_uc010hgb.2_ NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 TCATACCGCCTGA 0.284

- 12 6279 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 AGTGGCGATACAG 0.587

- 4 3099 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 GTAAATCCACCAC 0.433

+ 13 1722 p.P479H|VILL_uc0 NM_015873 NP_056957 O15195 VILL_HUMAN 0 AGCCCCCCCACT 0.597

+ 11 1697_1698.1_Missense_Muta NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 GTTTTCCCCAAAG 0.564

- 27 4685 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN IV. 10 TGAAGTGACTTAA 0.473

+ 11 1900 10hhw.2_Missense NM_015460 NP_056275 Q8NFW9 MYRIP_HUMANActin-binding. 5 CTGTACGAGTTAG 0.493

+ 13 1715 ckz.3_Missense_M NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN n with HGS.|Potential. 1 CGCTGAGGCGGC 0.642



- 3 370 w.2_Intron|ANO10 NM_018075 NP_060545 Q9NW15 ANO10_HUMAN lasmic (Potential). 2 AGTTCTGATTTTC 0.358

- 2 996 R3_uc003cpg.1_In NM_001295 NP_001286 P32246 CCR1_HUMAN lasmic (Potential). 3 ACTTCCGGAACCT 0.587

+ 1 190 _5'Flank|KIF9_uc0 NM_025010 NP_079286 O94889 KLH18_HUMAN 0 TTGCCTAGTCGCG 0.662

- 102 7659 NM_000094 NP_000085 Q02388 CO7A1_HUMAN .|Cell attachment site (Pote 11 TCTCCCCGAGGTC 0.602

+ 5 3100 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 ACCTCTCCCACC 0.647

+ 20 3692 dt.1_Missense_Mu NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN m (By similarity). 3 CGAGAGCATCAG 0.612

+ 67 11003 ddv.2_Missense_M NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3 ACCTGCCAACCTT 0.582

+ 10 1699 z.2_Missense_Mu NM_016483 NP_057567 Q9BWX1 PHF7_HUMAN 1 AGTGTGAGGAGT 0.582

- 20 3024 dqd.2_Intron|ROBO NM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN lasmic (Potential). 2 AAAGACGGGACTG 0.343

+ 1 364 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN lasmic (Potential). 2 ATATGATCGCTATG 0.378

+ 5 2430 _p.G729R|COL8A1 NM_001850 NP_001841 P27658 CO8A1_HUMANnhelical region (NC1). 0 TATGCCGGGCAG 0.463

+ 4 424 ense_Mutation_p.P NM_007072 NP_009003 Q9UM44 HHLA2_HUMANg-like V-type 1. 1 AAGATCCCAGATA 0.408

+ 1 263 GSF11_uc010hqs NM_152539 NP_689752 Q96M34 CC030_HUMAN 2 AACGGAGTAGCTG 0.502

- 2 156 on_p.S4F|PARP9_ NM_001146102 NP_001139574 Q8IXQ6 PARP9_HUMAN p.S4S(1) 4 ACCATGGAAAAGT 0.418

- 28 4962 blb.1_Missense_M NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMAN lasmic (Potential). 1 AGGTCCCGAAGG 0.647

+ 2 318 n_p.E54K|FAIM_uc NM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0 AAGATCGAATTTG 0.363

- 8 1120 NM_173653 NP_775924 Q8IVB4 SL9A9_HUMAN ical; (Potential). 3 AGGCCGGTTTCCA 0.493

- 8 1212 p.H295Y|PLSCR4_ NM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMAN asmic (By similarity). 0 GGAAGTGAATGTC 0.428 rs138186262

+ 39 5976 12L_uc011bnz.1_I NM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7 AACCCCGTGCTAA 0.587

- 4 2338 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13 CTGGGGGTGGGC 0.507

- 9 1411 _p.L195F|SLC2A2_ NM_000340 NP_000331 P11168 GTR2_HUMAN lasmic (Potential). 2 AAAGAGAGAACG 0.403

- 4 445 SF10_uc003fie.2_I NM_003810 NP_003801 P50591 TNF10_HUMAN cellular (Potential). 5 GGACCTCTTTCTC 0.403

- 5 1412 pw.1_Missense_Mu NM_001146276 NP_001139748 Q6PIU2 NCEH1_HUMANmenal (Potential). 0 GGCCAGCTAGTG 0.493

+ 4 581 CNMB2_uc003fjf.2 NM_181361 NP_852006 Q9Y691 KCMB2_HUMANcellular (Potential). 1 TGGACCGAAGAG 0.483

+ 1 1768 3foc.2_Missense_M NM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1 AGGCTCGCTTTGC 0.448

+ 3 657 NM_004443 NP_004434 P54753 EPHB3_HUMANcellular (Potential). 11 ATGAATCCCATCC 0.557

+ 8 1183 b.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN action with H p.S365L(1) 12 AAGTTTCGGACAG 0.537 rs147148566

+ 6 897 g.1_Missense_Muta NM_002182 NP_002173 Q9NPH3 IL1AP_HUMAN cellular (Potential). 1 CTGACTGTAAAGG 0.328

- 22 15657 bth.1_Missense_M NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 CTGACCGAGGCG 0.572

- 3 2319 ntron|ABCA11P_uc NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGATTGCGG 0.403

- 3 2300 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGCTTTGCC 0.408

+ 6 1110 p.P236L|PIGG_uc0 NM_001127178 NP_001120650 Q5H8A4 PIGG_HUMANmenal (Potential). 4 GCTTACCGATTCC 0.448

- 3 459 bn.2_Missense_Mu NM_001347 NP_001338 P52824 DGKQ_HUMANol-ester/DAG-type 2. 1 GTGGAGCCCCCG 0.677

- 4 761 gey.3_Missense_M NM_020972 NP_066023 Q9HCC9 LST2_HUMAN 3 GTCCCGCAGCGC 0.647

- 8 1856 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8 GATCGGGAACACG 0.458

- 2 540 _p.D54A|TLR10_u NM_030956 NP_112218 Q9BXR5 TLR10_HUMANular (Potential).|LRR 2. 2 GATAAATCCAGTG 0.448

+ 2 928 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMAN lasmic (Potential). 2 TCAGTTCCAGTTG 0.557

- 6 1266 zc.1_Nonsense_M NM_001114175 NP_001107647 P47869 GBRA2_HUMANcellular (Probable). 4 TAAGTCCAAATAT 0.363

- 14 1960 zg.1_Missense_Mu NM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANential).|LDL-receptor class A 2 GACATTCCCAAAG 0.373

- 3 345 gyu.2_Missense_M NM_001014446 NP_001014446 Q56VL3 OCAD2_HUMAN OCIA. 0 TTTCTTCCTGACA 0.383

- 5 1070 3haf.3_Missense_M NM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4 TGGTAATTTCACC 0.408

+ 21 3565 p.R1131Q|LPHN3_ NM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN lasmic (Potential). 18 AGGTACGAAAAG 0.373

+ 5 1325 cam.1_Missense_M NM_001075 NP_001066 P36537 UDB10_HUMAN 5 ATTAATGATCCTT 0.383

+ 1 388 hq.2_Missense_M NM_001074 NP_001065 P16662 UD2B7_HUMAN 2 ACAGGAAATCATG 0.303

+ 4 965 L|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 3.|Thr-rich. 4 CTCCACCATCTTC 0.582

- 4 508 _Nonsense_Mutatio NM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 1. 3 GCTTTCGTTCCAG 0.532

- 22 4180 _p.T1104A|ANKRD NM_032217 NP_115593 O75179 ANR17_HUMAN ANK 24. 10 ATGGAGTGTTCCC 0.393



- 15 2229 y.2_RNA|PPEF2_u NM_006239 NP_006230 O14830 PPE2_HUMAN 4 CTTGTACTCCAGC 0.542

- 1 1471 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4 ATCGTTCCATCCT 0.512

+ 21 2857 dm.1_Missense_M NM_016323 NP_057407 Q9UII4 HERC5_HUMAN HECT. 9 TCCACCCCGAAG 0.328

- 14 2564 NM_003728 NP_003719 O95185 UNC5C_HUMAN lasmic (Potential). 4 CTTCTCCTTCCAC 0.522

+ 21 3625 v.1_Missense_Muta NM_001963 NP_001954 P01133 EGF_HUMAN lasmic (Potential). 4 ACTACAGGTGACC 0.552

+ 10 1918 NM_001977 NP_001968 Q07075 AMPE_HUMAN 5 AATCTTAGGCAAG 0.343

- 4 877 TX2_uc010iml.2_In NM_153426 NP_700475 Q99697 PITX2_HUMAN Homeobox. 0 CCAGCTCCTGGAG 0.612 rs1051887

+ 9 8053 n_p.R983*|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 TCCCCTCGAAAAA 0.343

+ 6 514 NM_153702 NP_714913 Q8IZ81 ELMD2_HUMAN ELMO. 1 TGCCCACGAAGAA 0.373

- 25 7081 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 21. 4 TTCCATGAGTGAG 0.388

- 3 424 nx.2_Missense_Mu NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4 TTACCCCATCCTT 0.333

+ 7 1266 _p.I236F|CLCN3_ NM_001829 NP_001820 P51790 CLCN3_HUMAN 3 TTCATCATCAGAG 0.363

- 6 785 p.1_Missense_Mut NM_080874 NP_543150 Q8WWX0 ASB5_HUMAN ANK 6. 2 TATCTGCTCCAAA 0.408

- 1 38 NM_080874 NP_543150 Q8WWX0 ASB5_HUMAN 2 ACGGCCGATTTTC 0.443

+ 15 2831 e.1_Missense_Mut NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 TGGATTCCATGGA 0.433

+ 3 2405 wa.1_Missense_M NM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0 CTGACCGTGGAA 0.562

+ 11 1685 _p.P369L|FAM149 NM_015398 NP_056213 A5PLN7 F149A_HUMAN 1 TCCCCCCGCTAGT 0.537 rs141878617

+ 1 900 NM_024563 NP_078839 0 CATGCAGTCAACA 0.418

- 5 667 ju.1_Missense_Mu NM_001042625 NP_001036090 Q8WWF8 CAPSL_HUMAN EF-hand 4. 1 TCAATGGATGCGC 0.488

+ 15 2479 3jle.1_Missense_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANaminin G-like 2. 7 TGGAGGGAATGG 0.443

- 19 2337 3jmi.3_Nonsense_ NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 GGCTTTCCAAAGg 0.244

- 3 385 rf34_uc011cpx.1_In NM_198566 NP_940968 Q96MH7 CE034_HUMAN 1 AATGTGGAACCAT 0.383

+ 16 2029 cqi.1_Missense_M NM_015360 NP_056175 P42285 SK2L2_HUMAN 2 AAAAATCCTTCTA 0.378

+ 28 5305_5306 _Mutation_p.P1674 NM_015183 NP_055998 O15021 MAST4_HUMAN 13 TGACCCCAAGCT 0.624

+ 18 4678 _p.S1459N|ZFYVE NM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0 CTTGTAGTGCTGC 0.358

+ 24 3125 e_Mutation_p.V83 NM_002890 NP_002881 P20936 RASA1_HUMAN 5 ATTTGCGTGGCTC 0.448

- 34 3872 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN 4 ACAACTCGAGACA 0.373

+ 18 1412 T_uc011cut.1_Nons NM_001042443 NP_001035908 P20810 ICAL_HUMAN 5 TACAGTCAGCACC 0.537

- 3 682 sense_Mutation_p. NM_001142483 NP_001135955 Q16612 NP311_HUMAN 1 GATTAAAAAAAGT 0.423

- 2 1108 LOX_uc011cwk.1_ NM_002317 NP_002308 P28300 LYOX_HUMAN syl-oxidase li p.L245Q(1) 1 TGGCCAGACAGTT 0.612

+ 9 1897 kuz.2_Missense_M NM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0 GTTATTGGAATGT 0.343

+ 3 1580 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANmenal (Potential). 3 GCTACCGCAGAGT 0.468 rs142677541

- 13 1344 CSL6_uc003kvz.1_ NM_015256 NP_056071 Q9UKU0 ACSL6_HUMAN lasmic (Potential). 3 TTACCTGAATCTT 0.453

- 16 2053 de.2_Missense_M NM_004134 NP_004125 P38646 GRP75_HUMAN 0 CCATTTCGAACAG 0.453

+ 1 2530 NM_018930 NP_061753 Q9UN67 PCDBA_HUMAN lasmic (Potential). 2 AAGGGTGAAGAA 0.428

+ 1 630 DHGA2_uc011dao NM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANr (Potential).|Cadherin 2. 3 ACGCCAGGATTCC 0.458

+ 1 1936 DHGA2_uc011dao NM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANr (Potential).|Cadherin 6. 3 CAGAGCCCGGCTA 0.662

+ 1 1416 ljs.1_Intron|PCDHG NM_032088 NP_114477 Q9Y5G5 PCDG8_HUMANr (Potential).|Cadherin 2. 0 AGCTCAGCCCCAA 0.572 rs143622391

- 1 3019 NM_016580 NP_057664 Q9NPG4 PCD12_HUMAN |Extracellular (Potential). 3 GTGTCAGTGCCCG 0.602

+ 4 671 2A_uc011dcr.1_Intr NM_000405 NP_000396 P17900 SAP3_HUMAN 0 ACTACCGCATAGA 0.577 rs104893892

+ 12 2365 se_Mutation_p.G58 NM_001114183 NP_001107655 P42261 GRIA1_HUMAN cellular (Potential). 6 AAGCAGGATCTAC 0.493

- 7 928 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN lasmic (Potential). 0 TGTTTTCTTCTGA 0.468

+ 4 855 M11_uc003lxf.1_5'F NM_173491 NP_775762 P83369 LSM11_HUMAN 0 CTTCTTCCCTGCA 0.587

+ 10 1353 RP_uc011dev.1_3 NM_014211 NP_055026 O00591 GBRP_HUMAN lasmic (Potential). 1 GACAATGAAAACC 0.403

- 1 1323 2_uc003mcn.1_5'F NM_003714 NP_003705 O76061 STC2_HUMAN 3 CCAGCCGCTCGG 0.512

- 4 400 NM_005110 NP_005101 O94808 GFPT2_HUMANamidotransferase type-2. 2 TTGACAGCACTGG 0.572

- 6 855 n_p.A172V|GNB2L NM_006098 NP_006089 P63244 GBLP_HUMAN WD 6. 0 GTGGCAGCACACA 0.512



- 8 2028 e_Mutation_p.P353 NM_000332 NP_000323 P54253 ATX1_HUMAN 4 GGTGAGGAACCG 0.677

+ 9 1205 ncn.1_Missense_M NM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1 GGTACTCGGTGA 0.512 rs148006516

- 5 2732 _p.P641S|ZNF184_ NM_007149 NP_009080 Q99676 ZN184_HUMAN 1 GGTAGGGTTTTTC 0.428

+ 6 1036 ent_p.L346L|HLA-A NM_002116 NP_002107 P30443 1A01_HUMAN lasmic (Potential). 2 TACACTCAGGCTG 0.512

- 10 5242 DC1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMANwith the PRKDC complex. 4 CTATTTGTCCTGC 0.587

+ 2 226 n_p.Q5R|MICB_uc NM_005931 NP_005922 Q29980 MICB_HUMAN cellular (Potential). 0 TGTCCCAGGATG 0.522

+ 12 1855 AT2_uc003nvc.3_M NM_080686 NP_542417 P48634 PRC2A_HUMANepeats.|2 X type B repeats.| 0 CCACCTCCAGCAT 0.627

- 10 1521 _p.P397S|BAT3_uc NM_004639 NP_004630 P46379 BAG6_HUMAN 9 AA approximate repeats. 0 GGGGAGGTGCCT 0.622

+ 6 952 _p.P69S|LY6G6D_ NM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN 2 CAACATCCAGCCT 0.562

+ 7 1195 _Missense_Mutatio NM_000063 NP_000054 P06681 CO2_HUMAN VWFA. 2 CTGAACGACAACT 0.498

- 21 7550 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 17. 0 GCCGCCCGTCCC 0.657

- 14 5291 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 10. 0 CCTCAGGAACCGT 0.662

- 5 987 0jud.1_Intron|HLA- NM_002118 NP_002109 P28068 DMB_HUMAN lasmic (Potential). 0 ACCCAGGAAGAGG 0.443

+ 10 1308 GD2_uc011dtv.1_M NM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN PH 1. 3 GCTGATGGATGCT 0.652

+ 5 378 010jyy.1_Missense NM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3 ATGACCGGTATGA 0.607

+ 10 1104 dvn.1_Missense_M NM_007058 NP_008989 Q9UMQ6 CAN11_HUMANalpain catalytic. 2 GAGGACGGGGAG 0.632

+ 11 1625 dwh.1_Missense_M NM_005588 NP_005579 Q16819 MEP1A_HUMANxtracellular (Potential). 3 TGTTCACTACCTC 0.527

- 2 307 pal.1_Missense_Mu NM_052872 NP_443104 Q96PD4 IL17F_HUMAN 1 GGGAGGTGGAG 0.418

- 2 301 M3_uc011dwu.1_In NM_002388 NP_002379 P25205 MCM3_HUMAN 3 TCTCACCGGTTAG 0.502

- 2 635 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN 1 ATCTCCCGTATCA 0.373

+ 5 1155 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 TTAAATGAACATG 0.348

- 21 2225 utation_p.G50R|C NM_030820 NP_110447 Q96P44 COLA1_HUMAN 2 GCATCCCTTGAAT 0.313

+ 11 1617 .2_3'UTR|SMAP1_ NM_001044305 NP_001037770 Q8IYB5 SMAP1_HUMAN 0 AGCTCATCAGGTC 0.488

- 4 917 hz.2_Missense_M NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4 CTAACTCGTATAC 0.507

+ 8 4359 ense_Mutation_p.P NM_001137667 NP_001131139 Q9UKL3 C8AP2_HUMAN 2 AAGGTCCATCTCT 0.388

+ 1 532 NM_032602 NP_115991 Q969M2 CXA10_HUMAN ical; (Potential). 0 ATATATTCTCTATG 0.448

+ 20 5579 ri.2_Missense_Muta NM_001624 NP_001615 Q9Y4K1 AIM1_HUMAN cin B-type lectin. 9 CAGTATGATCAAA 0.403

+ 3 1283 OXO3_uc011ean.1 NM_201559 NP_963853 O43524 FOXO3_HUMAN 6 AGTGGCCGCCTGT 0.607 rs145756480

- 36 5308 p.G1660*|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMANaminin G-like 5. 9 TCAATCCAATATT 0.383

+ 17 2197 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 CAGCCCCACTCC 0.512

- 4 479 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN cellular (Potential). 25 AGTACTTCCTCTTC 0.473

+ 2 552 se_Mutation_p.R2Q NM_000165 NP_000156 P17302 CXA1_HUMAN lasmic (Potential). 2 GATGCGAAAGGA 0.443

+ 12 1690 YNJ2_uc011efn.1_ NM_003898 NP_003889 O15056 SYNJ2_HUMAN ytic (By similarity). 1 TGGAACGTGAACG 0.582

+ 2 263 IF25_uc003qwl.1_ NM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-motor. 2 TCCCAGATGACAT 0.582

+ 2 101 n|GPR146_uc003s NM_138445 NP_612454 Q96CH1 GP146_HUMAN cellular (Potential). 1 TTCAACGGCACAG 0.687

- 12 2923 wc.1_Missense_Mu NM_018059 NP_060529 Q96JH8 RADIL_HUMAN Pro-rich. 7 CAGTCGGGGTCCC 0.711

+ 2 329 2_uc003snx.2_Intro NM_015610 NP_056425 Q9Y4P8 WIPI2_HUMAN 2 TTGGCCGTCGCG 0.388

- 1 620 NM_175886 NP_787082 P21108 PRPS3_HUMAN 1 GCAATGGAGGTCA 0.463

+ 4 643 n_p.E52K|CREB5_ NM_182898 NP_878901 Q02930 CREB5_HUMAN 2 GAGCACGAGTTCA 0.557

+ 14 1300 orf10_uc003tho.1_M NM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2 AGATACGATGACA 0.567

+ 6 1150 _p.S182L|HECW1_ NM_015052 NP_055867 Q76N89 HECW1_HUMAN 23 AAAACTCGGCAGC 0.408

- 4 947 4_uc003tmx.2_Intro NM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0 AGCAAGGGCACG 0.607

- 13 1078_1079 p.G238R|TNS3_uc NM_022748 NP_073585 Q68CZ2 TENS3_HUMANC2 tensin-type. 4 ATCTCCCTTCAG 0.515

+ 23 3035 _p.G885E|EGFR_u NM_005228 NP_005219 P00533 EGFR_HUMAN (Potential).|Protein kinase. 9571 AGAAAGGAGAACG 0.532

+ 1 941 .1_Intron|CLDN4_u NM_001305 NP_001296 O14493 CLD4_HUMAN lasmic (Potential). 0 CTGCCCGCTCTGC 0.627

- 10 2107 dy.1_Missense_Mu NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 3. 11 GCAATAGTGAAGC 0.517

- 15 1860 _p.R595Q|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN 1.|Cytoplasmic (By similarity 6 GCATTTCGGACCG 0.488 rs144398632



- 3 356 umg.2_Missense_M NM_017654 NP_060124 Q5K651 SAMD9_HUMAN SAM. 7 AAATTTCCCTGTG 0.368

+ 18 2329 _p.S707F|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 AGCTCTCCAACCT 0.468

- 1 701 NM_001005276 NP_001005276 Q8NHA4 O2AE1_HUMAN lasmic (Potential). 0 GCATTTCTCTTGC 0.502

+ 14 2378 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAC 0.522

+ 14 2798 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACTCACCAT 0.502

+ 31 5890 uwl.2_RNA|ZAN_uc NM_003386 NP_003377 Q9Y493 ZAN_HUMAN Extracellular (Potential). 11 ACCTGCAAACCCA 0.632

+ 4 498 A9_uc003uwr.2_5'U NM_020246 NP_064631 Q9BXP2 S12A9_HUMAN lasmic (Potential). 0 GGGGCAGCATTGG 0.463

+ 3 11710 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 CACTTCCAACTAG 0.468

- 6 938 GAT3_uc010lhr.2_I NM_178176 NP_835470 Q86VF5 MOGT3_HUMAN 2 GAGCTTCTTGAAG 0.577

- 56 9314 z.2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 TGATTTCTGCTCC 0.448

+ 6 2477 98_splice|PIK3CG_ NM_002649 NP_002640 P48736 PK3CG_HUMAN 38 CTTACAGATTGAA 0.363

- 13 1665 ves.2_Missense_M NM_000111 NP_000102 P40879 S26A3_HUMAN ical; (Potential). 4 CCTAACCCGAGTC 0.448

- 12 1571 ves.2_Missense_M NM_000111 NP_000102 P40879 S26A3_HUMAN ical; (Potential). 4 CAAACTGCATCAG 0.358

+ 3 555 3vjz.2_Missense_M NM_002851 NP_002842 P23471 PTPRZ_HUMAN tial).|Alpha-carbonic anhyd 9 AAATATCCAACAT 0.299

- 3 1041 _p.A118T|SLC13A4 NM_012450 NP_036582 Q9UKG4 S13A4_HUMAN ical; (Potential). 0 GCTTGGCTCCGG 0.602

- 20 5852 p.L1869F|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 GGAGGAGCTCCTC 0.622

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 2 429 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0 CAGGAGGGCCAT 0.542

+ 1 466 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMAN Name=4; (Potential). 1 ATGGTACCCACTG 0.572

+ 12 1480 CN1_uc011ktc.1_In NM_000083 NP_000074 P35523 CLCN1_HUMANcal; (By similarity). 5 TTCTTCGTCATGA 0.502 rs139158852

+ 14 1651 tc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMAN 5 CTACCTGGGGGC 0.443

- 5 1013 _p.P238S|KCNH2_ NM_000238 NP_000229 Q12809 KCNH2_HUMAN lasmic (Potential). 4 TTTGGGGAATCTT 0.587

- 4 388 on_p.T75I|ENTPD4 NM_004901 NP_004892 Q9Y227 ENTP4_HUMANmenal (Potential). 2 ATGTCGGTAACTC 0.438

+ 45 4716 3xei.2_Nonsense_M NM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-2. 3 ACCAACGAGAGG 0.562

- 10 2478 _p.D654N|WHSC1L NM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1 TAGAATCGGAGTC 0.418

- 18 1985 ck.1_Missense_Mu NM_001464 NP_001455 Q99965 ADAM2_HUMANar (Potential).|EGF-like. 2 TATGAAGCACTAC 0.378 rs147069631

+ 4 2555 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GTGTTTCCTCACA 0.299

+ 19 2108 _p.F694S|PREX2_ NM_024870 NP_079146 Q70Z35 PREX2_HUMAN PDZ 2. 17 GGGGATTTGGCCC 0.453

+ 10 4867 .R1539C|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 CCATCTCGTCCAT 0.388

- 3 1107 3ydr.1_Missense_M NM_138817 NP_620172 Q8TCU3 S7A13_HUMAN Name=9; (Potential). 1 CTGTAAATGGAGA 0.348

- 15 2419 c.1_Missense_Muta NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 TCTTTTCCTGTTG 0.413

- 2 890 M74_uc003ymx.2_ NM_153015 NP_694560 Q96NL1 TMM74_HUMAN 4 CTGTTTCGACGAT 0.507

- 7 833 se_Mutation_p.S12 NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 TCTGAGGAAGTCG 0.473

- 4 918 _p.E204K|SLC45A4 NM_001080431 NP_001073900 Q5BKX6 S45A4_HUMAN 2 GCTCCTCGTCGAT 0.662

- 3 363 se_Mutation_p.S11 NM_023078 NP_075566 Q53H96 P5CR3_HUMAN 0 CTCAGAGACACCC 0.622

+ 7 1050_1051 f.3_Missense_Mut NM_173831 NP_776192 Q96C28 ZN707_HUMAN C2H2-type 3. 1 AAGGACCGCCTG 0.629

- 21 2928 SCRIB_uc003yzo.1 NM_015356 NP_056171 Q14160 SCRIB_HUMAN tion with ARHGEF7. 5 GTGGTTATGCTGG 0.682

- 16 1494 mfl.2_Missense_Mu NM_178564 NP_848659 Q9NSY0 NRBP2_HUMAN 2 CTGCCGGTGCAG 0.736

+ 4 385 33_uc011lmh.1_Int NM_033439 NP_254274 O95760 IL33_HUMAN 0 CTTCATGATTCAA 0.498

+ 8 1029 _p.W301*|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5 CCGATGGAGGGA 0.468

- 1 5058 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 TGGGGTCATTGGG 0.443

- 1 754 .M77T|GBA2_uc01 NM_020944 NP_065995 Q9HCG7 GBA2_HUMAN cellular (Potential). 4 TAGCCCATAGCTT 0.537

- 8 1253 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 AGAGGGGGGCAC 0.517

+ 12 1490 _Mutation_p.A331V NM_005392 NP_005383 O75151 PHF2_HUMAN 1 CCAAAGCCGTCCG 0.602

+ 6 828 uh.1_Missense_Mu NM_032558 NP_115947 Q5SR56 HIAL1_HUMAN ical; (Potential). 2 ATTGGAGCATATC 0.562

- 4 1182 bd.3_Missense_Mu NM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3 GCCCCAGGGTAA 0.527

+ 4 527 NM_019592 NP_062538 Q5VTR2 BRE1A_HUMAN 8 ATGACCGAGAGAG 0.468



- 1 555 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1 GCTCCGCGTACTT 0.622

- 2 775 NM_001012993 NP_001013011 Q5JTZ5 CI152_HUMAN 0 ACCATCGATTCTG 0.552

- 9 965 _p.E215K|FKBP15_ NM_015258 NP_056073 Q5T1M5 FKB15_HUMAN ase FKBP-type. 3 CCACCTCGAACAC 0.468

+ 58 5072_5073.2_RNA|COL27A1_ NM_032888 NP_116277 Q8IZC6 CORA1_HUMAN lar collagen NC1. 4 CTGCAGGGACCT 0.594

+ 3 1156 n_p.R249*|TLR4_u NM_138554 NP_612564 O00206 TLR4_HUMAN cellular (Potential). 16 GAATTCCGATTAG 0.363

+ 4 1237 yv.1_Missense_Mu NM_054107 NP_473448 Q8NGS2 OR1J2_HUMAN lasmic (Potential). 5 ATATGTCACCCTC 0.428

+ 1 589 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANcellular (Potential). 4 TATTGTGATCCTA 0.532

+ 7 794 p.R223Q|FAM125B NM_033446 NP_258257 Q9H7P6 F125B_HUMAN 0 GCACCCGGACGG 0.562

+ 11 2972 v.2_Missense_Mut NM_005157 NP_005148 P00519 ABL1_HUMAN n-binding.|Pro-rich. 817 CATCCTCGGCCCT 0.662

+ 18 3205 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMAN omain II and I. 3 GGAGGGGTGGC 0.612

+ 7 1147 fc.1_Missense_Mut NM_002957 NP_002948 P19793 RXRA_HUMAN gand-binding. 2 GCCACCGGGCTG 0.682

+ 3 277 ssense_Mutation_p NM_080877 NP_543153 Q8N130 NPT2C_HUMAN lasmic (Potential). 0 GGGACCTCCAGTT 0.617

- 5 443 ense_Mutation_p.R NM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 1. 0 CCAGTCGTAACCG 0.448

+ 11 1313 _p.G377E|CNKSR NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN DUF1170. 2 GTCAAGGAAGACG 0.313

+ 1 1902 NM_018094 NP_060564 Q8IYD1 ERF3B_HUMAN 1 TAATCTCCTTGGT 0.413

- 2 421 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112 GCCTACCTGGGCC 0.527

+ 37 5411 0nle.1_RNA|TAF1_ NM_138923 NP_620278 P21675 TAF1_HUMAN acidic tail).|Protein kinase 2. 17 ACGGTGGGGAGG 0.517

+ 5 1035 dm.1_Missense_M NM_152630 NP_689843 Q8NEK8 FA46D_HUMAN 2 AGGTGGTGGCCT 0.438

- 3 594 NM_001006938 NP_001006939 Q6IPX3 TCAL6_HUMAN 1 ACACATCTCCACA 0.488

+ 4 1349 emg.1_Missense_M NM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4 AAAGATGAAAAGT 0.408

- 11 1699 su.1_Missense_M NM_014289 NP_055104 Q9Y6Q1 CAN6_HUMAN 6 AGCCACGAGCCA 0.423

+ 5 915 IA3_uc004ets.3_R NM_007325 NP_015564 P42263 GRIA3_HUMAN cellular (Potential). 5 ATTGAAGAAATGG 0.443

- 3 462 NM_001013403 NP_001013421 Q5JRM2 CX066_HUMANCytoplasmic (Potential). 0 GGTATGGATGGCT 0.418

+ 33 5728 NM_017514 NP_059984 P51805 PLXA3_HUMAN lasmic (Potential). 3 CTTGTCGGAAGC 0.597

- 10 1309 za.1_Missense_Mu NM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3 CCGTGTCGGGCA 0.642

+ 5 1387 NM_004285 NP_004276 O95479 G6PE_HUMAN e 1-dehydrogenase. 0 CGGATCTTGTTCA 0.612

+ 7 1606 E4B_uc010oai.1_In NM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4 CTTCCCGTGCAGC 0.587

+ 10 1261 NM_021933 NP_068752 Q5JXC2 MIIP_HUMAN 1 CATCCAGGCCTCA 0.642

+ 6 1170 bav.1_Missense_M NM_032880 NP_116269 Q96ID5 IGS21_HUMAN 4 ACCACAGAGAAC 0.672

+ 18 4770 e_Mutation_p.A10 NM_006015 NP_006006 O14497 ARI1A_HUMAN 142 TCTCTGCACCCCC 0.597

- 3 810 d.2_Missense_Mut NM_014654 NP_055469 O75056 SDC3_HUMAN ntial).|Ser/Thr-rich (mucin-li 2 TTGGCCGGGAGG 0.716

+ 2 125 B4_uc001bxv.1_5'F NM_005268 NP_005259 O95377 CXB5_HUMAN lasmic (Potential). 1 AGGGACTCCTGA 0.463

+ 4 990 MB2_uc001bzd.1_In NM_178548 NP_848643 Q6VUC0 AP2E_HUMAN 0 TCCTCCGCAGGTA 0.642

- 14 2305 SLC6A9_uc010okn NM_201649 NP_964012 P48067 SC6A9_HUMAN lasmic (Potential). 0 ATATCCGGGAGTC 0.677 rs2286246

- 8 1454 oj.1_Missense_Mu NM_014762 NP_055577 Q15392 DHC24_HUMAN 1 CGCGGCTCCCCA 0.567

- 1 1704 _5'Flank|uc010oop NM_002228 NP_002219 P05412 JUN_HUMAN 0 GCAGCCGCGGGT 0.716

- 1 703 wcj.1_Missense_Mu NM_012152 NP_036284 Q9UBY5 LPAR3_HUMAN lasmic (Potential). 5 TATGCGGAGACAA 0.517

- 7 1142 P3_uc001dmu.2_M NM_018284 NP_060754 Q9H0R5 GBP3_HUMAN 2 GGACTGCGTTCTC 0.512 rs113485304

+ 3 675 dnn.2_Missense_MNM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN 2 ATGGAAGCAGCCA 0.502

- 2 634_635 NM_006492 NP_006483 O95076 ALX3_HUMAN Homeobox. 0 CTCCCGGGCATA 0.594 rs121908168

+ 12 1522 wkt.1_Missense_M NM_001102663 NP_001096133 0 GATGTTATTCGAC 0.478

+ 7 726 M1_uc009wmn.2_ NM_024041 NP_076946 Q9BWG6 SCNM1_HUMAN 4 CAGATGGACGAGG 0.383

- 3 1023 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TCTGACTGTAGTG 0.507 rs12117644

- 3 6751 NM_002016 NP_002007 P20930 FILA_HUMAN rich.|Filaggrin 13. 16 ATCCCCGGGGCC 0.577

- 3 4489 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 CCTGACCGTCTTG 0.577

- 6 2406 i.2_Missense_Muta NM_001111 NP_001102 P55265 DSRAD_HUMAN DRBM 3. 6 GGAGCGGGCGT 0.542

- 2 843 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TATGACCGTCTGG 0.522



+ 4 895 pey.1_Intron|HCN3_ NM_020897 NP_065948 Q9P1Z3 HCN3_HUMAN cellular (Potential). 2 GGGGCCGCCAGT 0.592 rs137875525

- 2 688 NM_001093725 NP_001087194 A1L020 MEX3A_HUMAN KH 2. 0 GGGCACCCGCAC 0.627

- 4 401 wsb.1_Missense_M NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN CH. 6 GATAGCCAAAAGT 0.463

- 3 452 p.L98F|FCRL5_uc0 NM_031281 NP_112571 Q96RD9 FCRL5_HUMANPotential).|Ig-like C2-type 1. 6 AAAATCCAAGTGC 0.468

+ 7 866 NM_201563 NP_963857 0 CCAATTCCACTGA 0.502

- 13 4119 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S 6 GGCTGAGGTCTG 0.512

+ 6 563 NM_139240 NP_640333 O95561 CA105_HUMAN 1 AAATTCCAGACTA 0.373

- 2 868 _p.E263K|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11 TCAGTTCCCTGCA 0.637

+ 3 2723 e_Mutation_p.R520 NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN etalloprotease. 16 CCCTTCGGGGAG 0.537

+ 2 849 px.2_Missense_Mu NM_002293 NP_002284 P11047 LAMC1_HUMANminin N-terminal. 5 ACAGGAGGGGAC 0.577

- 3 1109 se_Mutation_p.Q34 NM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1 ACACCTGGTGAGA 0.522

+ 6 610 .H101Y|SMYD2_u NM_020197 NP_064582 Q9NRG4 SMYD2_HUMAN SET. 1 CTTTCTCATTTGG 0.338

- 4 1398 cf.2_Missense_Mu NM_024804 NP_079080 Q96BR6 ZN669_HUMAN C2H2-type 8. 0 TTCTTTCGTGGAG 0.423

- 20 2446 _p.L172F|DIP2C_u NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 AGACGAGGCCTCC 0.617

- 6 1762 NM_018702 NP_061172 Q9NS39 RED2_HUMAN A to I editase. 3 AATATCGATCGCT 0.527

- 11 1377 e_Mutation_p.S429 NM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN MBT 4. 8 ACAACGGAGGCCA 0.517

- 4 4714 uc001iqp.1_Intron NM_207371 NP_997254 Q1XH10 DLN1_HUMAN 1 AATCATCCAGTGT 0.423

- 14 2669 uc001iwf.2_5'Flank NM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4 ACCTTGGAAACTT 0.433

+ 34 3410 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN Potential. 9 CTAAAAGGGCATC 0.333

- 3 1599 sense_Mutation_p. NM_001098208 NP_001091678 P52597 HNRPF_HUMAN 0 CTATACGCCCCAT 0.552

- 37 11068 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 TCTCTTCAACAAA 0.473

+ 9 1470 B3_uc001kdu.2_M NM_007078 NP_009009 O75112 LDB3_HUMAN 1 CCTGCGGAGCCT 0.468

- 6 1976 _p.E260K|MMRN2 NM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN 1 GCACCTCCTCCCC 0.731

+ 9 1103 NM_001010939 NP_001010939 Q5W064 LIPJ_HUMAN 1 TCATTGGAGTCAG 0.348

- 1 1710 NR_002319 0 CTTCTTAAATACC 0.498

+ 4 775 mg.2_Missense_Mu NM_004088 NP_004079 P04053 TDT_HUMAN teraction with DNTTIP2. 1 CTCTGCCATTCAC 0.438

- 6 1286 NM_000102 NP_000093 P05093 CP17A_HUMAN 0 TGTGGGGGATGA 0.622

+ 12 2030 NM_014978 NP_055793 Q9UPU3 SORC3_HUMAN Lumenal (Potential). 10 CACATGGAGACAG 0.443

+ 12 1486 zh.2_Missense_Mu NM_005308 NP_005299 P34947 GRK5_HUMANProtein kinase. 3 CCAAGTCCATCTG 0.642

+ 8 1349 e.1_Intron|WDR11_ NM_018117 NP_060587 Q9BZH6 WDR11_HUMAN WD 3. 0 AATGCAGCCGCCC 0.473

+ 4 2702 nse_Mutation_p.P7 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CACATCCCCCCCA 0.637

+ 29 3624 G674E|DMBT1_uc NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 9. 7 CCCCAGGAAATGC 0.602

- 1 655 NM_001012708 NP_001012726 Q6L8H2 KRA53_HUMAN A repeats of C-C-X-P. 2 ggaacagcagggtttgc 0.1

+ 1 928 NM_001004751 NP_001004751 Q8NGF3 O51D1_HUMAN lasmic (Potential). 0 ACCAAAGAGATCT 0.493

- 1 793 G2_uc001mak.1_In NM_001005289 NP_001005289 Q8NGJ2 O52H1_HUMAN Name=6; (Potential). 2 TGGAGAAAAAGGC 0.502

- 3 867 1_5'Flank|APBB1_ NM_001164 NP_001155 O00213 APBB1_HUMAN WW. 2 CAGCCGGCAGGT 0.632

+ 22 2595 PFIBP2_uc010rbe NM_003621 NP_003612 Q8ND30 LIPB2_HUMAN SAM 3. 4 AGTATGCACCCAA 0.517

- 15 3017 _p.P524L|ST5_uc0 NM_213618 NP_998783 P78524 ST5_HUMAN DENN. 1 GGGGTGGGACAG 0.647

- 19 3478 p.R418G|DENND5 NM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN 1 ATGGCCTCTCATC 0.617

+ 22 2878 NM_014633 NP_055448 Q6PD62 CTR9_HUMAN Lys-rich. 2 TTTAGCGTTCTAA 0.333

- 12 1884 rcy.1_Missense_Mu NM_000352 NP_000343 Q09428 ABCC8_HUMANmilarity).|ABC transmembran 1 TGTGACCAAGATA 0.612

+ 5 892 muc.2_Missense_M NM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN 2 GGCTCTCGGCAG 0.413

+ 8 1113 AT_uc009ykc.1_RN NM_001752 NP_001743 P04040 CATA_HUMAN 3 GGCATTGAGGCCA 0.488

+ 3 946 DGKZ_uc001ncl.2_ NM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3 TCCGGAGTACAGT 0.677 rs141189455

- 12 1002 _p.M144I|MTCH2_ NM_014342 NP_055157 Q9Y6C9 MTCH2_HUMAN 0 TTGTAGCATGCAC 0.269

+ 1 19 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 AGGAATAACACAA 0.343 rs61746549

- 16 2188 _5'Flank|TNKS1BP NM_003146 NP_003137 Q08945 SSRP1_HUMAN Ser-rich. 2 GCGTGGATTTCTT 0.498



- 3 790 n_p.A80V|FADS1_ NM_013402 NP_037534 O60427 FADS1_HUMAN ical; (Potential). 1 AGCACCGCACAGA 0.562

- 6 1566 ay.3_Missense_Mu NM_005609 NP_005600 P11217 PYGM_HUMAN 2 TCATTGGGAGCCT 0.622

- 22 2510 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN 4 CCATGCCTTGTGG 0.647

- 1 155 rnt.1_Nonsense_M NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2 CCCGCTCTTTCAC 0.642

+ 9 1710 P1L1_uc001oep.1_ NM_001099409 NP_001092879 Q8N3D4 EH1L1_HUMAN 1 GCCCCCAGCGG 0.682

+ 12 1151 04Q|BBS1_uc001o NM_024649 NP_078925 Q8NFJ9 BBS1_HUMAN 1 TGGCCGGTACGG 0.562

+ 7 818 SH3_uc001okl.2_M NM_017857 NP_060327 Q8TE77 SSH3_HUMAN 1 GAGGCAGCTCTAG 0.622

- 10 1757 sense_Mutation_p. NM_004910 NP_004901 O00562 PITM1_HUMAN 3 GATGAGGTGGCCA 0.647

+ 1 351 NM_001012710 NP_001012728 Q6L8G5 KR510_HUMANA repeats of C-C-X-P. 1 TGGGGGCTCCAA 0.677

- 1 901 NM_001005285 NP_001005285 A6NND4 O2AT4_HUMAN lasmic (Potential). 1 TTACATCCCTGTT 0.483

+ 2 602 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN LRR 4. 0 CAGCTCCGGGAG 0.637 rs143993207

- 6 1042 tj.1_Missense_Mut NM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3 GTCTAGGAAAAGA 0.473

+ 1 699 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN |Extracellular (Potential). 5 AGGTATGATCTGG 0.388

- 6 880 0rvc.1_Missense_M NM_004347 NP_004338 P51878 CASP5_HUMAN 3 ACATCCGGTTTTT 0.488

+ 17 1830 B1L2_uc009zdg.1_ NM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3 ACATTACCTGCTT 0.537

- 9 1038 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN lasmic (Potential). 7 GTCATTCATATCG 0.483

+ 5 682 OPS7A_uc001qqi.2 NM_001164094 NP_001157566 Q9UBW8 CSN7A_HUMAN PCI. 1 ACCAGCGCAACCA 0.602

+ 1 104 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0 TGACTCTTGCTGA 0.473

- 3 276 NM_006248 NP_006239 0 GGGGTGGTCCTTG 0.612

+ 1 565 Z1_uc001rdw.3_5'F NM_033328 NP_201585 Q96KX2 CAZA3_HUMAN p.G136A(1) 2 CAAAAGGAAATTG 0.403

- 33 2300 OL2A1_uc001rqv.2 NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 AGCCACGTTCACC 0.637

- 9 1371 k|CCNT1_uc009zkz NM_001240 NP_001231 O60563 CCNT1_HUMAN 6 TAGTCCGATGACC 0.463 rs113480935

+ 13 1843 _p.C559Y|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 AGTCCTGCTGTAG 0.597

- 10 1367 h.2_Missense_Muta NM_016293 NP_057377 Q9UBW5 BIN2_HUMAN Pro-rich. 1 CAGAGGCTGTAGG 0.622

+ 25 5531 cj.2_Missense_Mut NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 GAGCCCGGCCCT 0.607

- 1 188 e_Mutation_p.R28 NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6 ACAGCCGCACGTT 0.438

+ 12 1684 sqk.1_Nonsense_M NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN ical; (Potential). 2 CTCCCTGGGTGTT 0.652

- 10 1690 0sru.1_Missense_M NM_001478 NP_001469 Q00973 B4GN1_HUMANmenal (Potential). 0 GTGGTGGAAGCC 0.677

+ 6 780 se_Mutation_p.P24 NM_006812 NP_006803 Q13438 OS9_HUMAN 1 GCTGCACCGCAG 0.617

+ 10 2051 e_Mutation_p.A481 NM_181861 NP_863651 O14727 APAF_HUMAN 3 CACATGGCCAGTG 0.378

+ 8 852 p.R209Q|GAS2L3_ NM_174942 NP_777602 Q86XJ1 GA2L3_HUMAN GAR. 1 GCTGTCGGCATGA 0.398 rs147048300

- 8 2022 NM_004075 NP_004066 Q16526 CRY1_HUMAN L- mediated transcription (B 3 CAATCTGCATCAA 0.383

+ 7 946 HP_uc001tpp.2_M NM_001143852 NP_001137324 Q9BT92 TCHP_HUMAN Glu-rich.|Interaction with ke 1 GCCTTCCGGCAGA 0.567

+ 21 3240 _Site_p.A1045_spli NM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2 CTGCCAGGCCTTT 0.632

- 10 1602 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15 TGTAGGGGAGAAG 0.652

+ 4 429 X51_uc001ujy.3_5'F NM_024078 NP_076983 Q9BVI4 NOC4L_HUMAN 0 CTGGAAGGAGCG 0.652

- 25 2973 bq.1_RNA|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 GTTCCCCGCGGC 0.517 rs142563997

- 2 798 NM_021954 NP_068773 Q9Y6H8 CXA3_HUMAN ical; (Potential). 1 GCCACCGCCAGC 0.647

- 17 2645 sa.3_Missense_M NM_002019 NP_002010 P17948 VGFR1_HUMAN lasmic (Potential). 24 CAGAAGAAGACT 0.383

+ 29 4869 bi.2_Missense_Mu NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 TCATAGGATGATA 0.343

+ 1 249 _p.A50T|COG3_uc NM_031431 NP_113619 Q96JB2 COG3_HUMAN 2 GCGGCGGCAGAG 0.692

+ 1 1837 NR_003268 0 TCCAGGGGGAGG 0.532

- 4 714 3orf1_uc010tgm.1_ NM_020456 NP_065189 Q5W111 SPRY7_HUMAN B30.2/SPRY. 0 GATGCTGGACAAT 0.328

+ 11 2091 _p.Y435H|TDRD3_ NM_030794 NP_110421 Q9H7E2 TDRD3_HUMAN 2 TGTAGATTATAATA 0.338

- 7 1921 .1_Intron|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 GCCCAGGAAGTA 0.408

- 1 28 1vpk.2_Missense_ NM_001010977 NP_001010977 Q5VZV1 MT21C_HUMAN 0 GCTGCGCGGAGC 0.577

- 11 1783 1_3'UTR|TOX4_uc NM_019852 NP_062826 Q86U44 MTA70_HUMAN 2 TTGAACCGTGCAA 0.458



+ 2 753 se_Mutation_p.W1 NM_001126339 NP_001119811 Q9BU02 THTPA_HUMAN 0 GTGCCTGGAAGC 0.617

- 10 1318_1319 yv.2_Missense_Mu NM_002863 NP_002854 P06737 PYGL_HUMAN 1 TCGAGGGAGCAG 0.485

- 7 1244 xfz.1_Missense_Mu NM_139318 NP_647479 Q8NCM2 KCNH5_HUMANcellular (Potential). 9 TATGGAGTCCCAA 0.468

+ 2 208 m.1_5'UTR|CHURC NM_002028 NP_002019 P49356 FNTB_HUMAN PFTB 2. 1 ACAAATCCTTGAA 0.393

+ 17 2513 HH1_uc001xjn.1_M NM_020715 NP_065766 Q9ULM0 PKHH1_HUMAN PH 2. 0 TACCACCTCACAG 0.582

+ 34 6934 arf.1_Missense_Mu NM_014982 NP_055797 Q96RV3 PCX1_HUMAN Ser-rich. 1 TGCCATCATCCAT 0.572

+ 15 4426 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 AAAGTGGCACCC 0.602

+ 2 521 NM_001037162 NP_001032239 Q3I5F7 ACOT6_HUMAN 0 GTCGATGATCTAG 0.403

+ 2 413 tvj.1_5'Flank|VIPAR NM_012111 NP_036243 O95433 AHSA1_HUMAN 0 TGGAGCGTCAAAC 0.423

- 14 2305 rf145_uc010asz.1_ NM_152446 NP_689659 Q6ZU80 CE128_HUMAN Potential. 0 TCTGTTCGTGTTT 0.413

- 4 1555 1ybp.2_Missense_ NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 GGATGAGAACTCC 0.408

+ 24 3343 1409_uc001ybs.1_ NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 CTCCAGCTCTCGG 0.463

+ 23 2726 yqv.2_Missense_M NM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1 TGCGGGGTGAG 0.617

- 16 1840 yv.2_Missense_Mu NM_000275 NP_000266 Q04671 P_HUMAN lasmic (Potential). 5 ACCTTCCCCAGCA 0.657

- 30 3534 .2_Missense_Muta NM_004573 NP_004564 Q00722 PLCB2_HUMAN Potential. 8 ATGTGGGAGTTG 0.368

+ 4 771 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9 GGACTACTGCAGC 0.542

- 73 13664 NM_003922 NP_003913 Q15751 HERC1_HUMAN HECT. 19 GCAGGCGGAGGT 0.468

- 8 3729 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMAN lasmic (Potential). 6 AGCGCCTTGTGGA 0.726

- 1 399 bfd.3_Missense_M NM_004049 NP_004040 Q16548 B2LA1_HUMAN 1 TCACTTGGTTGAA 0.393

- 2 776 NM_032246 NP_115622 Q6ZN04 MEX3B_HUMAN 2 TGGGCGGCCCA 0.662

+ 6 642 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 CTGGCAGCACAGG 0.622

+ 5 506 n.1_RNA|FANCI_uc NM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2 TGGCTACGAAAAA 0.378

+ 2 1004 uqa.1_Missense_M NM_001039958 NP_001035047 Q0VG99 MESP2_HUMAN 0 GACTGCAGCCTCA 0.637

- 2 553 NM_001009606 NP_001009606 C9JH64 C9JH64_HUMAN 0 GTCCACGGGGCC 0.716

- 10 1021 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN SH3. 2 TCATTGCCCGTCC 0.672

- 4 554 S22_uc002crz.1_I NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 GCATCAGGTAGG 0.587

- 6 1528 KMYT1_uc002csp NM_004203 NP_004194 Q99640 PMYT1_HUMAN 1 GCCCGCGGCTGC 0.692

+ 3 456 e_Mutation_p.R82 NM_004221 NP_004212 P24001 IL32_HUMAN 1 AGGACGTGGACA 0.557 rs145687578

+ 4 1183 NM_139170 NP_631909 Q8IYS4 CP071_HUMAN 1 GAGTCAGCTCCC 0.657

+ 11 1531 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1 CCTGCAGGATCTG 0.612

- 12 2367 dbg.1_Missense_M NM_015914 NP_056998 Q6PKC3 TXD11_HUMANThioredoxin 2. 0 TGCAGGGAAAAAA 0.408

- 10 1183 dbt.2_Missense_Mu NM_001130007 NP_001123479 P15170 ERF3A_HUMAN 3 GACAAAGATTATT 0.373

+ 8 1029 p.P285L|ABCC1_u NM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4 CCCAGCCGAAAGA 0.557

+ 7 1520 fy.2_Missense_Mu NM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 2. 1 AAAGTTCCCCAAG 0.458

- 2 676 vaw.1_Missense_M NM_001002911 NP_001002911 Q6DWJ6 GP139_HUMAN cellular (Potential). 2 AGTCTTCAGTCCA 0.517

- 19 2099 ARHGAP17_uc002 NM_001006634 NP_001006635 Q68EM7 RHG17_HUMAN Pro-rich. 0 GGTGGCTTTGGTG 0.692

+ 8 1100 89_splice|IL21R_uc NM_181078 NP_851564 Q9HBE5 IL21R_HUMAN 4 TCAAGGTGAGCTC 0.647

- 16 2708 dou.2_Missense_M NM_001520 NP_001511 Q12789 TF3C1_HUMAN 5 TTGGGGGGATGTA 0.562

- 3 500 1A2_uc002dqh.1_S NM_177528 NP_803564 P50226 ST1A2_HUMAN 0 TGGTGCCTGGAGA 0.627

- 8 1697 D10B_uc002dxt.2_ NM_015527 NP_056342 Q4KMP7 TB10B_HUMAN 0 GGCGCAGCAGG 0.602

- 12 1846 vfg.1_Missense_M NM_173502 NP_775773 Q5K4E3 POLS2_HUMAN eptidase S1 3. 1 CCCACTGGAGCA 0.682

- 6 2470 NM_153029 NP_694574 O75113 N4BP1_HUMAN 0 TGTACTGCAGCAG 0.527

- 7 704 ge.1_Missense_Mu NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN Bromo. 0 TCTCTGGTTTATT 0.333

- 7 1433 p.T416M|TOX3_uc NM_001080430 NP_001073899 O15405 TOX3_HUMAN 0 ATGGTCGTTCCCA 0.453

- 2 466 NM_001796 NP_001787 P55286 CADH8_HUMAN r (Potential).|Cadherin 1. 9 ACTCTTCCAGGAC 0.423

- 2 1501 uc002erg.1_5'UTR NM_033309 NP_171608 Q6UX72 B3GN9_HUMANmenal (Potential). 0 CTGCAGCGACAG 0.622

- 19 3238 0chc.1_Missense_ NM_199355 NP_955387 Q8TE60 ATS18_HUMAN TSP type-1 2. 18 GTACTCCATTCAC 0.463



+ 8 1544 vnw.1_Missense_M NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0 GTGGAGGTTAAAG 0.602

- 16 2469 n_p.R700Q|TRPV3 NM_145068 NP_659505 Q8NET8 TRPV3_HUMAN lasmic (Potential). 4 CCCATCCGGAATC 0.532

- 8 1246_1247 1_RNA|TRPV3_uc NM_145068 NP_659505 Q8NET8 TRPV3_HUMAN lasmic (Potential). 4 GAAGTCCTCGGC 0.579

+ 1 2119 3_Intron|ITGAE_uc NM_031965 NP_114171 Q8TF76 HASP_HUMANProtein kinase. 0 GAACGGGATGGG 0.502

- 2 1159 NM_032530 NP_115919 Q96JF6 ZN594_HUMAN C2H2-type 8. 3 CTGTGCGCCCACT 0.463

+ 2 124 NM_153230 NP_694962 Q8N4B4 FBX39_HUMAN 2 TGGATGGACGAAG 0.507 rs143419082

- 4 433 0vup.1_5'Flank|HE NM_032580 NP_115969 Q9BYE0 HES7_HUMAN Pro-rich. 0 GGATGGGCGCG 0.766

- 3 1096 way.1_Missense_M NM_018182 NP_060652 Q8WU58 CQ063_HUMAN 1 TCGTCTGGCAAAA 0.587

+ 14 1434 HOT1_uc002hgx.2_ NM_018307 NP_060777 Q8IXI2 MIRO1_HUMAN intermembrane (Potential). 4 TCAGCTGTTACAG 0.368

+ 6 783 _p.G257S|RHBDL3 NM_138328 NP_612201 P58872 RHBL3_HUMAN ical; (Potential). 1 GTGGCCGGTGTTG 0.647

- 2 207 Start_Site|DDX52_ NM_007010 NP_008941 Q9Y2R4 DDX52_HUMAN 2 ACACACCTGGGAC 0.413

+ 7 872 tf.2_Missense_Mu NM_199321 NP_955353 Q6X784 ZPBP2_HUMAN 1 GAGATCGAATAGA 0.353

- 14 1644 se_Mutation_p.S43 NM_014815 NP_055630 O75448 MED24_HUMAN 1 TTCCCGGACAGCA 0.582

- 7 1275 NM_181534 NP_853512 Q7Z3Z0 K1C25_HUMAN Tail. 2 CCAGATCCATAAT 0.318

- 1 104 NM_004138 NP_004129 O76009 KT33A_HUMAN Head. 0 GGGGGGCACACA 0.642

+ 16 3241 .D738N|CCDC56_ NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 GAGAGCGACCGT 0.607

- 12 1638 p.R477H|HDAC5_u NM_005474 NP_005465 Q9UQL6 HDAC5_HUMAN 1 GCCACACGTTCAC 0.652 rs143851045

- 28 2938 A2B_uc002igu.1_3' NM_000419 NP_000410 P08514 ITA2B_HUMAN cellular (Potential). 3 GGCACCGCATAGG 0.627

+ 1 1004 NM_001466 NP_001457 Q14332 FZD2_HUMAN Name=2; (Potential). 3 TGGTGTCGGTGG 0.602

- 14 1520 _p.C385S|EFTUD2 NM_004247 NP_004238 Q15029 U5S1_HUMAN 1 TTTTTGCAGACCA 0.547

+ 10 1329 p.A417P|ABCC3_u NM_003786 NP_003777 O15438 MRP3_HUMAN rity).|ABC transmembrane t 4 GTGGATGCCCAGC 0.552

+ 3 371 p.G40R|NME1_uc0 NM_002512 NP_002503 P22392 NDKB_HUMAN ction with AKAP13. 0 CCAGATGGGGTCC 0.493

+ 4 327 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2 GCCAAACGCCTG 0.453

+ 11 1958 NM_000502 NP_000493 P11678 PERE_HUMAN 2 TCTTTTGCCGGGG 0.517 rs144768455

- 2 360 NM_000334 NP_000325 P35499 SCN4A_HUMAN 3 TGAGTACGATGAA 0.473

+ 9 701 RGS9_uc002jfd.2_M NM_003835 NP_003826 O75916 RGS9_HUMAN 4 TGGAATGGACAAT 0.463

+ 2 783 LC9A3R1_uc002jlp NM_004252 NP_004243 O14745 NHRF1_HUMAN PDZ 2. 0 ACTCCCCGGCTGA 0.612

- 20 3094 _p.E953K|RECQL5 NM_004259 NP_004250 O94762 RECQ5_HUMAN 3 CAGCTTCGCTCTC 0.627

- 18 3385 rl.3_Missense_Mu NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 ACCACGCGGATCA 0.577

- 16 3092 e_Mutation_p.L535 NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5 CACCAAGACCTTC 0.582

- 4 831 2_Missense_Muta NM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANmenal (Potential). 0 TAGCCCTTTTTCA 0.577

+ 27 2444 CD_uc002kgb.1_Mi NM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0 ATGACTCGCTGTG 0.632

- 9 936 kod.1_Missense_M NM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN HEAT 8. 1 CATTCAGCACAAG 0.408

+ 2 867 XNDC2_uc002koh NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P- 2 TCAGAAAAAGCCA 0.547 rs146821851

+ 12 3446 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 TTGCCTCCTCCGC 0.478

+ 12 5622 q.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 TTAAAGGGGTGCC 0.458

- 16 2029 x.1_Missense_Mut NM_003199 NP_003190 P15884 ITF2_HUMAN 2 GAACCGGAACCTG 0.602

- 1 135 _p.A37T|SERPINB3_uc010dqb.2_Missense_Mutation_p P48594 SPB4_HUMAN 3 CTAATGCTGATGT 0.418

+ 9 1262 h.2_Missense_Mut NM_001143818 NP_001137290 P05120 PAI2_HUMAN 2 ACATACCCCAGTT 0.418

+ 2 2441 ra.2_Missense_Mu NM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4 GGACGCGGCCA 0.657

+ 10 1567 NM_182973 NP_892018 Q7Z410 TMPS9_HUMAN Potential).|Peptidase S1 2. 2 CTGAAGGAAGGG 0.677

+ 4 1371 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 CATTCCGAGGTCA 0.428 rs149690257

- 4 840 2lxx.2_Missense_M NM_174983 NP_778148 Q6NUT3 CS028_HUMAN ical; (Potential). 2 CCACCACCAGCAG 0.701

- 2 390 NM_030662 NP_109587 P36507 MP2K2_HUMAN 0 CGTCAAGTTCCAG 0.572

+ 6 2302 u.2_Missense_Mut NM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0 CAGGAGCAGCCA 0.662

- 1 38 NM_001080523 NP_001073992 A6NEK1 ARRD5_HUMAN 0 TGGGGGGTTGGG 0.527

- 11 1492 bw.2_Missense_Mu NM_002850 NP_002841 Q13332 PTPRS_HUMAN III 1.|Extracellular (Potentia 4 CTGTGCGGGTGAC 0.697



+ 2 294 se_Mutation_p.R57 NM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1 AAGTTTCGAGCCA 0.617

- 3 17776 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CCATTTCTGTGGA 0.493

+ 1 217 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMAN Name=2; (Potential). 1 TCCCACCTCCACA 0.572

+ 4 1348 e_Mutation_p.H42 NM_144566 NP_653167 Q9H0M5 ZN700_HUMAN C2H2-type 7. 0 CGATATCATGAAA 0.443

- 5 684 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 3. 0 GGGAAAACTGAAT 0.403

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

- 4 1577 709_uc002mtx.3_I NM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 13. 1 AAGGCTTTACCAC 0.388

- 6 1110 mwl.3_Missense_M NM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2 CGTGGCAGGCCC 0.642

- 9 1482 mwy.3_Missense_ NM_001127221 NP_001120693 O00555 CAC1A_HUMAN lasmic (Potential). 2 CAAAGGGATGCCT 0.567

- 10 1716 BP1_uc002nft.1_R NM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1 CTGCCCGTTCCCA 0.687

- 17 3293 O8_uc010eap.2_R NM_020959 NP_066010 Q9HCE9 ANO8_HUMAN cellular (Potential). 3 TTGGGCGGTGAG 0.682

- 10 1171 46_splice|COMP_u NM_000095 NP_000086 P49747 COMP_HUMAN 0 AGCTCACGGTCGC 0.687

- 1 381_382 _5'Flank|NDUFA13_ NM_032037 NP_114426 Q9BXA6 TSSK6_HUMANProtein kinase. 1 AGTCCGGGGGCG 0.614

- 4 827 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCTCTCCAG 0.393

- 18 2674 eee.1_Missense_M NM_000704 NP_000695 P20648 ATP4A_HUMANmenal (Potential). 1 ATTGCCGTGAAG 0.453

- 2 789 _Missense_Mutati NM_152658 NP_689871 Q8NA92 THAP8_HUMAN THAP-type. 0 TGGAGGGCACTG 0.657

- 5 2544 85B_uc002ofr.1_Mi NM_152279 NP_689492 Q52M93 Z585B_HUMANC2H2-type 21. 1 TCTGATGAACACT 0.458

+ 8 2763 NM_015073 NP_055888 O60292 SI1L3_HUMAN Rap-GAP. 2 ATTGTCCGAGTCC 0.592

- 1 230 NM_001080468 NP_001073937 Q0VAF6 SYCN_HUMAN 0 TTGGCCCAGTTGG 0.662

+ 4 612 se_Mutation_p.P16 NM_017592 NP_060062 Q9NX70 MED29_HUMAN 2 CCTGTGCCAAGGA 0.632

- 6 2022 ense_Mutation_p.QNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0 AATAAGTTGCATA 0.403

+ 27 5805 _p.G1907S|SPTBN NM_020971 NP_066022 Q9H254 SPTN4_HUMAN Spectrin 16. 5 TATGCGGGTGAAC 0.687

+ 7 1112 YP2B6_uc010xvu. NM_000767 NP_000758 P20813 CP2B6_HUMAN 2 GTGCCCCACATTG 0.542

+ 7 1055 YP2S1_uc010xvx. NM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1 CTGAATCGGGAGC 0.657

+ 4 879 NM_002483 NP_002474 P40199 CEAM6_HUMAN-like C2-type 2. 1 ATTTCCCCCTCAA 0.527

- 12 1509 H4_uc002pgb.1_In NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN 6 CATCCTCGGCACC 0.617

- 18 1766 b.1_RNA|LIG1_uc NM_000234 NP_000225 P18858 DNLI1_HUMAN 3 ATGCCCCGGGTG 0.557

- 3 792 NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1 CGCCGTCCAGCAG 0.657

- 11 1337 t.1_RNA|FUZ_uc00 NM_025129 NP_079405 Q9BT04 FUZZY_HUMAN Leu-rich. 0 GCATGCAGAGTGT 0.592

+ 4 1385 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0 GTCAGATGTCATC 0.408

+ 7 1196 _p.P286S|LILRB1_ NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN 3.|Extracellular (Potential). 3 CTGGGCCCTGTGA 0.632

+ 3 684 n_p.Q21E|LILRB4_ NM_006847 NP_006838 Q8NHJ6 LIRB4_HUMAN 1.|Extracellular (Potential). 3 TGGTCACAGCCCA 0.607

- 9 1214 _p.P326S|PPP1R1 NM_017607 NP_060077 Q9BZL4 PP12C_HUMAN 2 CGGCGGGGAGG 0.612

+ 5 431 n_p.S89L|ZNF583_ NM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1 AATTTTCATCAAA 0.313

+ 8 1226 _p.G224D|ZNF274 NM_133502 NP_598009 Q96GC6 ZN274_HUMAN 1 CCGAGGGCACCA 0.632

- 27 3894 NM_004850 NP_004841 O75116 ROCK2_HUMAN 4 TACCTGGAAACCC 0.418

+ 4 388 p.G124D|KRTCAP NM_173853 NP_776252 Q53RY4 KCP3_HUMAN 0 CCAACGGTGGCCG 0.617

+ 1 754 NM_005413 NP_005404 O95343 SIX3_HUMAN 0 GCGGCCGCCCA 0.637

+ 7 1353 NM_001430 NP_001421 Q99814 EPAS1_HUMAN PAS 2. 2 GAGAACATGACCA 0.413

+ 5 431 NM_032118 NP_115494 Q9H977 WDR54_HUMAN WD 1. 0 TTGCCCGGGGAA 0.577

+ 17 2173 _uc002suk.2_Splic NM_144707 NP_653308 Q8N271 PROM2_HUMAN 1 CTTGTGGTCAGTT 0.582

+ 4 716 RAP_uc010fiz.2_In NM_003853 NP_003844 O95256 I18RA_HUMAN cellular (Potential). 5 AGTAACGACCTAT 0.438

- 10 891 .R270C|UXS1_uc0 NM_025076 NP_079352 Q8NBZ7 UXS1_HUMANmenal (Potential). 2 GCATGCGTGGCCC 0.607

+ 3 571 n_p.S14N|INSIG2_ NM_016133 NP_057217 Q9Y5U4 INSI2_HUMAN 2 ATGCCAGTGCTGT 0.393

+ 21 1957 _p.E611*|EPB41L5 NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1 CCCAAAGAGTCTC 0.388

+ 13 4402 t.3_Nonsense_Mut NM_005270 NP_005261 P10070 GLI2_HUMAN 13 CAGGATGGAGGC 0.672

- 8 1279 A_uc002uds.1_Mis NM_002977 NP_002968 Q15858 SCN9A_HUMAN I. 13 CAAAGGAGAGCA 0.328



+ 8 1017 se_Mutation_p.T32 NM_002610 NP_002601 Q15118 PDK1_HUMAN stidine kinase. 4 ATGTCACGCTGGG 0.358

+ 2 858 NM_002148 NP_002139 P28358 HXD10_HUMAN 1 TCACTGCAAAGAG 0.398

- 80 20445 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AGGAAGGAGGCA 0.488

- 46 11869 .P3815L|TTN_uc0 NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 GTCTGTGGAAAAT 0.478

- 39 9510 .E3050K|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCAGTTCCTGGTC 0.418

- 13 1585 frt.2_Missense_Mu NM_005795 NP_005786 Q16602 CALRL_HUMAN Name=6; (Potential). 4 TCAATGCCAAGCA 0.443

+ 8 907 usr.2_Missense_Mu NM_001130158 NP_001123630 O43795 MYO1B_HUMANyosin head-like. 8 TCTGAAGAGCTCC 0.303

- 18 2403 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 AAAGACGAAGATA 0.403

+ 29 3653 p.R1180Q|CPS1_u NM_001875 NP_001866 P31327 CPSM_HUMAN ATP-grasp 2. 13 GGGCCCGAGAAG 0.423

+ 13 1504 _p.P169L|VIL1_uc NM_007127 NP_009058 P09327 VILI_HUMAN Core. 1 GGGTCCCAATGGG 0.542

+ 6 1220 vvt.2_Missense_Mu NM_001037131 NP_001032208 Q9UPQ3 AGAP1_HUMAN all GTPase-like. 3 TACTACGAGACGT 0.537

- 11 1563 CA1_uc002vwa.1_ NM_024726 NP_079002 Q86XH1 IQCA1_HUMAN Lys-rich. 1 CTGGGCGCTCCC 0.473

- 11 1952 se_Mutation_p.L38 NM_006037 NP_006028 P56524 HDAC4_HUMAN 6 GGGAAAAGGGAG 0.667

+ 18 2084 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMAN cellular (Potential). 3 GAGGTCCTCATCC 0.652

- 6 541 PD1_uc002wmd.3_ NM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN CBM20. 0 GTCCATCGTCAAT 0.313

+ 5 1194 on_p.S63*|CSRP2B NM_020536 NP_065397 Q9H8E8 CSR2B_HUMAN 6 TCCGTTCAGGTGC 0.478

- 1 171 NM_001899 NP_001890 P01036 CYTS_HUMAN 1 CATTGAGGTCTGC 0.572

+ 15 1673 _p.P453L|ITCH_uc NM_031483 NP_113671 Q96J02 ITCH_HUMAN WW 4. 6 GAATTCCATATTT 0.348

+ 35 7689 ve.1_Missense_Mu NM_007186 NP_009117 Q9BV73 CP250_HUMAN Potential. 5 GGGAGAGGACAG 0.483 rs144859303

+ 18 2123 we.1_Missense_M NM_182811 NP_877963 P19174 PLCG1_HUMAN SH2 2. 8 CTCAGGTGGTACC 0.652

- 7 1265 ggj.2_Missense_Mu NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 TGAGGAGCACTC 0.577

+ 1 148 DC9_uc002xoy.2_In NM_080753 NP_542791 Q9H1F0 WF10A_HUMAN 0 ACAAGAAGAGGAT 0.587

- 2 2409 us.1_Nonsense_M NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 CCGCCTCAAAGTT 0.572

+ 4 987 1_Missense_Mutat NM_032527 NP_115916 Q8N5A5 ZGPAT_HUMAN 0 CACTGCGCACAGA 0.637

- 18 1404 TE_uc002yir.1_Mis NM_199261 NP_954870 P56180 TPTE_HUMAN hatase tensin-type. 5 TAGTTCCTGTTCT 0.323

- 1 238 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0 GATTTGCAGGTTG 0.532

- 15 1919 md.2_Missense_Mu NM_000819 NP_000810 P22102 PUR2_HUMAN AIRS. 1 TGATCTCGCTCCA 0.488

+ 4 455 aeb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 GTGCTGCTCACC 0.612

+ 6 694 zed.3_Missense_M NM_004649 NP_004640 P30042 ES1_HUMAN 1 GTGGCAAGTGGC 0.627

+ 1 157 .1_Intron|C21orf29 NM_198692 NP_941965 P60412 KR10B_HUMANAA repeats of C-C-X(3). 1 GCTGCGCCCCG 0.697

+ 1 220 .1_Intron|C21orf29 NM_198697 NP_941970 P60328 KR123_HUMAN A approximate repeats. 1 GTGCCCGTGAGC 0.647

- 5 655 _p.R204L|FTCD_u NM_006657 NP_006648 O95954 FTCD_HUMAN ase C-subdomain (By simila 2 TGCTCCCGCAGG 0.657 rs144080295

+ 22 4462 .2_Missense_Muta NM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8 ATCGCGGGTGTGC 0.557

- 2 330 70_uc002zxs.2_5'F NM_013378 NP_037510 Q9UKI3 VPRE3_HUMAN Ig-like. 0 GATCGGGGATGTC 0.602

+ 14 2389 NM_019601 NP_062547 Q9UGT4 SUSD2_HUMANcellular (Potential). 1 CAGGACGCAGCTA 0.657

+ 7 687 NF185_uc003akc.2 NM_152267 NP_689480 Q96GF1 RN185_HUMAN 0 GCTGTCCCTGGGA 0.517 rs61743577

+ 2 1072 gxy.2_Missense_Mu NM_002409 NP_002400 Q09327 MGAT3_HUMANmenal (Potential). 0 ACTTCCCGCCCGG 0.672

+ 16 1986 aot.1_Missense_Mu NM_015705 NP_056520 Q96HU1 SGSM3_HUMAN RUN. 2 TTTATCGAGGAGG 0.637

+ 24 4398 NM_001429 NP_001420 Q09472 EP300_HUMAN 64 GTGGAAGTAAAAC 0.428

- 1 771 p.R213W|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. 5 AGGGCCGCTGCAT 0.498

- 16 4134 GCP6_uc010har.1_ NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 7 AA tandem repeats. 4 GCCGGGTGGGAG 0.622 rs145066767

- 25 4218 p.T163M|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 AAGAGCGTGTGC 0.527

+ 14 1293 bls.3_RNA|NCAPH NM_152299 NP_689512 Q6IBW4 CNDH2_HUMAN 2 ATGGAGGTCCTG 0.607

- 20 3128 brg.1_Missense_M NM_014850 NP_055665 O43295 SRGP2_HUMAN 9 TGGCCTCGCTGTC 0.572

- 17 2493 ense_Mutation_p.V NM_003615 NP_003606 Q9Y6M7 S4A7_HUMAN cellular (Potential). 5 AGAATACACCACG 0.338

+ 4 289 003ckr.2_Missense NM_001904 NP_001895 P35222 CTNB1_HUMAN 7del(1)|p.S45_S47>C(1)|p. 3166 GCTCCTTCTCTGA 0.502 rs121913407

+ 3 780 e_Mutation_p.G20 NM_001296 NP_001287 O00590 CCBP2_HUMANcellular (Potential). 5 TCGGCGGGCATG 0.532



- 3 437 on.2_Missense_M NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANcellular (Potential). 3 GGGCCTGACATAC 0.488

- 19 2704 3cqy.2_Missense_M NM_001134878 NP_001128350 Q9HAQ2 KIF9_HUMAN 1 CGCACCCATGAGC 0.592

- 2 310 cm.1_Missense_M NM_000581 NP_000572 P07203 GPX1_HUMAN 1 TTGCACGGGAAGC 0.617

+ 6 10564 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 AAGCCCTCATCCC 0.652

- 2 158 n_p.T50I|CDHR4_ NM_001007540 NP_001007541 A6H8M9 CDHR4_HUMANcellular (Potential). 0 GTGGGTGTGGGC 0.572

+ 15 1284 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-1. 0 GATATCCGCAATG 0.463

+ 1 2544 NM_013286 NP_037418 Q8NDT2 RB15B_HUMAN stein-Barr virus BMLF1.|SP 0 AGCCCGGTCTGCA 0.637

+ 17 2860 .3_Missense_Muta NM_007184 NP_009115 Q9Y2I1 NISCH_HUMAN 4 CCCAACCGTGGCA 0.647

- 14 2750 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CTTTTTCGGCCAG 0.537

+ 6 1056 NM_022072 NP_071355 Q9H649 NSUN3_HUMAN 1 GGGCTCTTAGTGA 0.458

+ 10 1013 _p.C60F|ZPLD1_u NM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANracellular (Potential). 5 TCTATTGTGGAGT 0.363

- 7 1150 e_Mutation_p.N329 NM_170780 NP_740750 Q8TD46 MO2R1_HUMAN lasmic (Potential). 3 ACCTTGTTTGTAG 0.378

+ 3 470 PRH_uc011bjb.1_In NM_001125 NP_001116 P54922 ADPRH_HUMAN 1 GACACAGTGATGC 0.542

- 29 5197 _Missense_Mutatio NM_053025 NP_444253 Q15746 MYLK_HUMANProtein kinase. 9 CGTAGCCGATGG 0.562 rs143900788

+ 6 1557 NM_024768 NP_079044 Q9HA90 CCD48_HUMAN Potential. 0 GGTGGACGTGCTG 0.627

+ 2 201 e_Mutation_p.A41T NM_152395 NP_689608 Q96DE0 NUD16_HUMANudix hydrolase. 0 GCTGCCGCTTTCC 0.677

- 7 1114 hwp.1_Missense_M NM_024727 NP_079003 Q6UY01 LRC31_HUMAN LRR 5. 3 TTGGCTGATAAAT 0.393

+ 8 1553 0hwy.1_Missense_M NM_207015 NP_996898 Q58DX5 NADL2_HUMANcellular (Potential). 1 CAGACCGAACTAT 0.408

+ 14 1380 p.R367Q|FXR1_uc NM_005087 NP_005078 P51114 FXR1_HUMAN binding RGG-box. 1 GGGGTCGAGGTC 0.488

+ 3 809 B5_uc003fmq.2_5 NM_003907 NP_003898 Q13144 EI2BE_HUMAN 5 GACTTTCTTCTGG 0.463

- 3 3308 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGTTTTGCC 0.418

+ 4 1357 P417S|TACC3_uc0 NM_006342 NP_006333 Q9Y6A5 TACC3_HUMAN 2 TTCATCCCGTTCG 0.622

+ 2 1093 PZ_uc003gll.2_RN NM_080819 NP_543009 Q96P69 GPR78_HUMAN lasmic (Potential). 6 GTGTGCGGCAGC 0.637

- 10 4958 dr.1_Missense_Mu NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 CCACTTTCCCCTT 0.488

- 3 654 NR_027277 0 GCTTGGAGGTGTA 0.597

- 6 1433 _p.R457Q|UGT2A1 NM_006798 NP_006789 Q9Y4X1 UD2A1_HUMANcellular (Potential). 1 ACTGCTCGATCCA 0.448

- 12 2203 NM_003619 NP_003610 P56730 NETR_HUMAN Peptidase S1. 1 TCGGGTCGATACT 0.463

+ 5 6445 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 ATCAATGATAACA 0.378

+ 13 2668 _p.G776D|PLK4_uc NM_014264 NP_055079 O00444 PLK4_HUMAN 0 AACCTGGTAGTAC 0.353

- 10 2044 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMANRab-GAP TBC. 1 CGAAAAGCATAAG 0.398

+ 5 1666 se_Mutation_p.T37 NM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5 CAATTAACAGAAT 0.333

- 25 6607 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 19. 4 CATTGACATCAAG 0.488 rs141059888

+ 13 2782 NM_020840 NP_065891 Q9P278 FNIP2_HUMAN ction with PRKAA1. 0 GTGGCTGGTGCG 0.592

+ 24 5570 NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 ATGACGGACAGG 0.478

- 6 4183 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 11. 12 GAGGGCGACCAT 0.428

+ 3 624 n_p.V127I|ZFP42_u NM_174900 NP_777560 Q96MM3 ZFP42_HUMAN p.V127fs*0(1) 2 AAAGGGGTAAAGA 0.418

- 11 2003 w.2_Missense_Mut NM_001343 NP_001334 P98082 DAB2_HUMAN 3 GCAGGAGCACTT 0.517

- 3 297 jnt.2_RNA|CCL28_ NM_148672 NP_683513 Q9NRJ3 CCL28_HUMAN 2 TTGTGCGGGCTGA 0.403

+ 5 1553 NM_005921 NP_005912 Q13233 M3K1_HUMAN SWIM-type. 2 GTGCACGTGGAA 0.348

+ 10 3318 NM_152405 NP_689618 Q8N9B5 JMY_HUMAN WH2. 0 AAGGGGTAAAATT 0.408

+ 2 2755 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 TACACACCCTCTT 0.468

+ 31 6929 e_Mutation_p.D12N NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 TTAATGGACAGCT 0.488

+ 5 1573 _uc003kmr.2_RNA NM_022350 NP_071745 Q6P179 ERAP2_HUMANmenal (Potential). 0 TCTATGCATCCCC 0.423

+ 12 1893 p.R571H|DMXL1_u NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2 TCACCCGTTCCA 0.358 rs138186062

- 40 5639 NM_001999 NP_001990 P35556 FBN2_HUMAN 15 TACCTACCCATGC 0.458

+ 11 1812 yo.1_Missense_Mu NM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0 TGGGCCGCTGTAT 0.512

+ 1 815 03lhh.1_Intron|PCD NM_018909 NP_061732 Q9UN73 PCDA6_HUMAN |Extracellular (Potential). 2 TTATCAGACTGAA 0.408



+ 1 806 CDHA5_uc003lhk.1 NM_018911 NP_061734 Q9Y5H6 PCDA8_HUMAN |Extracellular (Potential). 2 CTGATCCGGATGA 0.378 rs525886

+ 1 266 n.2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 GTGGGCCGCATCG 0.652

+ 1 1600 3lka.1_Intron|PCDH NM_018914 NP_061737 Q9Y5H2 PCDGB_HUMANr (Potential).|Cadherin 4. 0 GACAACGATAACC 0.537

- 22 3569 jhd.2_Missense_M NM_002609 NP_002600 P09619 PGFRB_HUMAN lasmic (Potential). 17 CCTCGTCAGCAA 0.537

- 16 2339 NIP1_uc003ltg.2_M NM_006058 NP_006049 Q15025 TNIP1_HUMAN Pro-rich. 2 GAGTGGGGGCG 0.662

+ 2 474 NM_000811 NP_000802 Q16445 GBRA6_HUMANcellular (Probable). 12 ACAATCGGCTGC 0.493

+ 29 7954 t.3_Missense_Muta NM_001122679 NP_001116151 10 AACGGCAGGACTC 0.627

- 19 3097 NM_005990 NP_005981 O94804 STK10_HUMAN Potential. 8 GCTCCCGCTTCTT 0.587

- 11 1208 e_Mutation_p.R34 NM_005451 NP_005442 Q9NR12 PDLI7_HUMANM zinc-binding 2. 1 TGTTCCGGATGGG 0.617 rs147300820

- 1 39 hi.3_Intron|DOK3_u NM_024872 NP_079148 Q7L591 DOK3_HUMAN 0 GGGCACGCGCGT 0.711

- 5 947 _p.R217L|RASGEF NM_175062 NP_778232 Q8N431 RGF1C_HUMAN Ras-GEF. 1 ATGTGCCGCAGCC 0.627

+ 2 106 32*|PRSS16_uc01 NM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5 CTGGGTGAGCAC 0.632

- 4 1073 3nlb.2_Missense_M NM_001135216 NP_001128688 Q96LW9 ZN323_HUMAN 2 CTGCCTTGCTGTC 0.428

- 6 592 PX6_uc010jrg.1_RN NM_182701 NP_874360 P59796 GPX6_HUMAN 5 AAGTTCCAGCGG 0.527

- 2 413 qg.1_Nonsense_M NM_018643 NP_061113 Q9NP99 TREM1_HUMAN (Potential).|Ig-like V-type. 1 GAGGCTGGTAGAT 0.537

- 5 1303 _p.G86E|TRERF1 NM_033502 NP_277037 Q96PN7 TREF1_HUMAN Gln-rich. 5 TGTCCTCCCTGCA 0.602

+ 11 1334 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9 TGCTCCGGGAGA 0.662

+ 10 1678 ous.2_Missense_M NM_153320 NP_696961 Q9Y694 S22A7_HUMAN 0 CAGGACGTGGAGA 0.577

- 7 922 NM_020750 NP_065801 Q9HAV4 XPO5_HUMAN 4 AGACACCCAGTCA 0.463

+ 25 3710 .2_Intron|RIMS1_u NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10 AAAACATCCTGCT 0.517

- 33 5780 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMAN nectin type-III 14. 9 ACTGACGAGGATT 0.448

- 4 535 _p.E129K|PPIL6_u NM_173672 NP_775943 Q8IXY8 PPIL6_HUMAN se cyclophilin-type. 0 TCACCTCAAAAAT 0.303

- 11 1329 ksh.1_Missense_M NM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. 2 TGGTGACGGCGC 0.582

- 8 1449 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50 ACTTGAGCTCCAG 0.542

- 3 985 xw.1_Missense_Mu NM_005924 NP_005915 P50222 MEOX2_HUMAN Homeobox. 2 TTTTGGAACCAGA 0.418

+ 3 651 0kwc.1_RNA|INMT_ NM_006774 NP_006765 O95050 INMT_HUMAN 0 AATTTTCCTGCGT 0.597

+ 8 1328 e_Mutation_p.K272 NM_198428 NP_940820 Q3SYG4 PTHB1_HUMAN 5 GCCTTAAGGATAA 0.373

+ 15 2020 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN TIL. 3 GTGTACGATACCT 0.507

- 5 3605 MD9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 GCACAGGAATGTA 0.383

+ 19 1812 _p.D532Y|CCDC1 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 GACAGTGATGTTC 0.378

+ 59 9150 .V2963M|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN FAT. 37 CCCATCGTGTCTG 0.418

- 11 1147 3A5_uc003urs.2_In NM_000765 NP_000756 P24462 CP3A7_HUMAN 1 CAGTATCATAGGT 0.378

+ 3 3880 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|19.|59 X approximate ta 27 GTGAAGGAAGTAC 0.502

- 12 1772 0lhs.2_Missense_M NM_001084 NP_001075 O60568 PLOD3_HUMAN 2 GAGCGGGCGTAG 0.701

+ 13 1787 uzo.2_Missense_M NM_152892 NP_690852 Q9UFC0 LRWD1_HUMAN 1 AATGGTCGTCCAC 0.726

- 14 1850 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN 19 AAGGGAGAACAGG 0.438

+ 2 1878 _p.W598*|PIK3CG_ NM_002649 NP_002640 P48736 PK3CG_HUMAN 38 TGAAATGGGGACA 0.438

+ 12 2792 _p.A887T|MET_uc0 NM_000245 NP_000236 P08581 MET_HUMAN cellular (Potential). 159 CCTGAAGCAGTTA 0.368

- 3 805 vja.2_Missense_Mu NM_003391 NP_003382 P09544 WNT2_HUMAN p.R169C(1) 7 ATGCGCGGGCAA 0.438 rs149362965

- 25 3561 vkg.3_Missense_M NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 TCCAACACTGAAA 0.348

- 16 2858 nse_Mutation_p.R9 NM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN dDENN. 4 AGAAGCGGACAAA 0.602

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 5 705 1_Intron|uc010loj.1 NR_001296 0 TGCAATGGACAG 0.493 rs143538588

+ 3 5449 _p.H411Y|ABP1_u NM_001091 NP_001082 P19801 ABP1_HUMAN 6 CCGGTCCATTATC 0.577

- 4 5590 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 TTCCCCCAACTCA 0.572

- 6 829 ense_Mutation_p.E NM_001083537 NP_001077006 Q8N7N1 F86B1_HUMAN 0 CTAGCTCGGTGGT 0.647

+ 11 1110 se_Mutation_p.H1 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN2B.|Extracellular (Potential). 5 ATGGGCCACAACT 0.433



- 6 1535 M35_uc010lup.1_3' NM_171982 NP_741983 Q9UPQ4 TRI35_HUMAN B30.2/SPRY. 0 CACTGATGTGCAA 0.632

+ 4 4548 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TGGAATCTTTTGA 0.378

+ 4 534 NM_001077619 NP_001071087 Q14CS0 UBX2B_HUMAN 2 GAAAATCAGCTGC 0.289

+ 11 1454 yar.2_Missense_Mu NM_004133 NP_004124 Q14541 HNF4G_HUMAN 1 AAGCATCAGTCAT 0.413

+ 10 9004 p.P2918S|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 AGCAATCCCTTTA 0.493

+ 15 2546 _p.G783R|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 ATGACCGGACATT 0.388 rs147193181

+ 8 1215 ense_Mutation_p.E NM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5 GACATGGAACACT 0.502

- 1 706 NM_001081675 NP_001075144 Q2WGJ6 KLH38_HUMAN BACK. 0 CTGGGTGGATGTA 0.547

- 1 445 mdt.2_Missense_M NM_004519 NP_004510 O43525 KCNQ3_HUMAN 5 GTCGCGGCCGC 0.716

- 13 2881 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 CCTTTGGGGTTTC 0.463

- 1 4272 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 25. 2 ACGCAGCGCTCC 0.607

- 9 1176 OPLAH_uc003zat.1 NM_017570 NP_060040 O14841 OPLA_HUMAN 0 AAGAGGCCAGAC 0.647

- 21 3290 uc011llh.1_5'Flank NM_013432 NP_038460 Q96HA7 TONSL_HUMAN LRR 1. 0 AGGGCAGCCACC 0.682

+ 2 245 _p.V30M|GPT_uc00 NM_005309 NP_005300 P24298 ALAT1_HUMAN 2 CCGCGTGTGCGG 0.672

- 20 1927 _p.E396K|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN III 1.|Extracellular (Potentia 22 CAGGTTCGCTGGG 0.542

+ 22 2685 3zoh.1_Missense_M NM_017794 NP_060264 Q5VW36 K1797_HUMAN 10 AGCTTTGGAGGAA 0.378

- 1 1261 NR_023917 0 TACTCCCTTTTTG 0.398

- 14 1897 n.1_RNA|SEMA4D NM_006378 NP_006369 Q92854 SEM4D_HUMANxtracellular (Potential). 2 CCTGTGCTGACAA 0.507

- 14 2727 e_Mutation_p.R67 NM_017746 NP_060216 Q9NXF1 TEX10_HUMAN ical; (Potential). 2 GGACTCGAGGCAA 0.567 rs146070264

- 3 391 LNAC4_uc004bst.2 NM_175039 NP_778204 Q9H4F1 SIA7D_HUMANmenal (Potential). 0 GGTGGTCCAGGCA 0.642

+ 4 939 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin EGF-like 1. 3 GAGTGCGGCCCC 0.667

+ 36 3276_3277 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 GGGCCCCCCTGT 0.589

+ 9 1388 A1B_uc011mfd.1_5 NM_000718 NP_000709 Q00975 CAC1B_HUMAN lasmic (Potential). 6 TTGGACGGTAGGT 0.602

+ 44 6227 coi.2_Missense_M NM_000718 NP_000709 Q00975 CAC1B_HUMAN lasmic (Potential). 6 CCCAGCGGCCC 0.697

+ 5 951 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN PDZ. 13 ATACTCCTCACTG 0.393

+ 1 877 2_5'Flank|MAGEB1 NM_002367 NP_002358 O15481 MAGB4_HUMAN MAGE. 1 AGTGATCCCCCAC 0.502

+ 15 2563 rf22_uc010ngv.2_R NM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3 TACCCAGTGGACA 0.393

- 2 362 dgi.3_Missense_M NM_176819 NP_789789 Q9H7Y0 CX036_HUMAN 1 GGATAAGAAAGCA 0.483

+ 3 589 e_Mutation_p.E19 NM_003173 NP_003164 O43463 SUV91_HUMAN Pre-SET. 0 GGCTGCGAGTGC 0.637

+ 7 845 ense_Mutation_p.T NM_001032382 NP_001027554 O60828 PQBP1_HUMAN 1 GGTCAACAGGACT 0.642

+ 10 3968 n_p.R120C|CCNB3 NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9 TCACCTCGTGTGG 0.463

- 72 11618 p.R2547Q|HUWE1 NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 TTAGCCCGGCGCG 0.537

- 1 51 _RNA|EDA2R_uc0 NM_021783 NP_068555 Q9HAV5 TNR27_HUMAN .|Extracellular (Potential). 1 CACACCGTCCCCA 0.493 rs144036451

- 2 801 CC6L_uc004eap.1 NM_017669 NP_060139 Q2NKX8 ERC6L_HUMANcase ATP-binding. 3 GATGAGGTTTTTA 0.413 rs140524285

- 2 341 NM_001012755 NP_001012773 Q5H9E4 MCAR6_HUMAN Solcar 1. 0 GTTGCCGGAACAC 0.498

+ 5 410 P14_uc004esf.2_In NM_178813 NP_848928 Q86UN6 AKA28_HUMAN 0 GTGTTTCTAAAAA 0.353

- 1 164 NM_001013628 NP_001013650 Q5VW00 DC122_HUMAN 7 CGCGTCGCCGGC 0.741

+ 16 2536 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN 3 TCGAGGGACCTC 0.532

+ 20 3656 ense_Mutation_p.P NM_001001344 NP_001001344 Q16720 AT2B3_HUMAN ic (Potential).|Poly-Pro. 1 CGCCCCCGTCCC 0.602

+ 10 1022 Z_uc004flb.2_Miss NM_000116 NP_000107 Q16635 TAZ_HUMAN 0 CTGATCGGGAAGC 0.637

+ 4 1440 NM_017514 NP_059984 P51805 PLXA3_HUMANxtracellular (Potential). 3 ACCTACCGCCAGC 0.657

+ 17 2494 _p.E690K|SCNN1D NM_002978 NP_002969 0 TCAGCCGAAGAGA 0.672

- 2 824 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN 2 CCTTCCCGCCACC 0.433

+ 5 986 _p.E245D|DFFB_u NM_004402 NP_004393 O76075 DFFB_HUMAN 0 ACCGGAAGGCTG 0.672

+ 20 2657 _p.P816S|PIK3CD_ NM_005026 NP_005017 O00329 PK3CD_HUMAN PI3K/PI4K. 7 TGCCTCCCCACCG 0.602

- 1 373 10obf.1_Missense_ NM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0 GCGTTTCCTCGGT 0.483

+ 4 436 _Mutation_p.G119E NM_004070 NP_004061 P51800 CLCKA_HUMAN 1 CCTCTGGAGGTGA 0.602



- 6 582 plice_Site_p.G109_ NM_003760 NP_003751 O43432 IF4G3_HUMAN 1 GCGTTCCTAAAAA 0.428

+ 5 891 qb.2_Missense_Mu NM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2 TTGAATCAGCATC 0.567

- 64 8502 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 13. 9 CACCGGGGACG 0.647

+ 3 1229 p.R319H|PDIK1L_u NM_152835 NP_690048 Q8N165 PDK1L_HUMANProtein kinase. 0 AGGATCGTCCAGA 0.378

+ 1 120 NM_006142 NP_006133 P31947 1433S_HUMAN 0 CAGGCCGAACGC 0.602

- 2 666 NM_052943 NP_443175 Q96A09 FA46B_HUMAN 1 AGTGGCGTGATCT 0.607

+ 3 700 BTB8A_uc001bvm. NM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN BTB. 0 CTTTCTCCCCTGA 0.423

+ 3 488 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN 1 ATTGGACGGGATA 0.343

- 3 402_403 cbw.3_Missense_M NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANcellular (Potential). 8 TGAACTGCAGTT 0.614

+ 23 2790 _uc001cdc.1_5'UT NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16 CACGCAGTCCAGA 0.483

+ 1 311 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 GGAAACGAAGTAT 0.323

- 8 960 1cim.2_Nonsense_ NM_006824 NP_006815 Q99848 EBP2_HUMAN 0 AGCCTTTCTTCTT 0.488

+ 16 3255 nse_Mutation_p.R5 NM_002840 NP_002831 P10586 PTPRF_HUMAN III 7.|Extracellular (Potentia 10 ACACCCGCTTTAC 0.592

+ 9 1138 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANmenal (Potential). 1 GCACCGGTAGTAA 0.473

- 3 1083 se_Mutation_p.R1 NM_003189 NP_003180 P17542 TAL1_HUMAN 1 GGTCTCCTCTTCA 0.577

+ 42 5452 ADL_uc009wag.2_ NM_176877 NP_795352 Q8NI35 INADL_HUMAN 4 TACCACCTTGGTT 0.443

+ 7 1486 ense_Mutation_p.R NM_005012 NP_005003 Q01973 ROR1_HUMAN xtracellular (Potential). 19 TACTGCCGCAACC 0.527

- 3 185 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1 CCACATCGAAGGA 0.522 rs61751282

- 8 490 te_p.I74_splice|SL NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN 4 ACAGATCTGTGAA 0.378

+ 17 2779 MPD2_uc010ovr.1_ NM_004037 NP_004028 Q01433 AMPD2_HUMAN 3 ATCACCGGAATCC 0.612

- 2 767 ebv.1_Missense_M NM_004980 NP_004971 Q9UK17 KCND3_HUMAN lasmic (Potential). 3 TAGAAGTTGAGCA 0.612

- 3 611 NM_205848 NP_995320 Q5T7P8 SYT6_HUMAN lasmic (Potential). 5 TGATGCGGCCAAT 0.572

+ 2 370 _p.G114E|CD2_uc0 NM_001767 NP_001758 P06729 CD2_HUMAN -3 (CD58) binding region 2. 1 CAAAAGGAAAAAA 0.308

- 3 644_645 MGCS2_uc001eie. NM_005518 NP_005509 P54868 HMCS2_HUMAN 2 ATAGACGGCAATG 0.475

- 34 7295 NM_024408 NP_077719 Q04721 NOTC2_HUMAN lasmic (Potential). 27 GCAAACGGGCCA 0.622

- 32 6161 NM_024408 NP_077719 Q04721 NOTC2_HUMANmic (Potential).|ANK 4. 27 TCACATCCGCTTG 0.527

+ 10 1256 NM_012113 NP_036245 Q9ULX7 CAH14_HUMAN lasmic (Potential). 1 AGATTCGGTGAGG 0.323 rs150286906

+ 3 401 68S|ECM1_uc001e NM_004425 NP_004416 Q16610 ECM1_HUMAN 3 GGCCCTCCCTTTG 0.572

- 3 1840 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 GGTATCTGGGTTAT 0.537

- 3 528 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GGGAATCTCTGTC 0.517

- 4 1527 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6 GCCAAGGAGGCAT 0.627

- 36 4743 _p.T651A|ARHGEF NM_014784 NP_055599 O15085 ARHGB_HUMAN 9 TGGGTGTCAGGT 0.637

- 7 1468 phw.1_Missense_M NM_031281 NP_112571 Q96RD9 FCRL5_HUMANPotential).|Ig-like C2-type 4. 6 GTCAGAGAGAAG 0.582

- 3 324 RL4_uc010phy.1_R NM_031282 NP_112572 Q96PJ5 FCRL4_HUMANPotential).|Ig-like C2-type 1. 4 TCTCCCCAGTAGT 0.517

- 6 1075 se_Mutation_p.T32 NM_052938 NP_443170 Q96LA6 FCRL1_HUMAN ical; (Potential). 7 CCACGGTGGCTG 0.458

+ 3 714 1C_uc001frv.2_5'U NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Potential). 4 TAGATTTACTGAG 0.478

+ 5 890 sz.1_Missense_Mu NM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 3.|Extracellular (Potential). 3 GTGTCTCCAGAGA 0.557

- 5 1615 _p.P524S|IGSF8_u NM_052868 NP_443100 Q969P0 IGSF8_HUMAN 4.|Extracellular (Potential). 0 TTCGGGGCCCCA 0.672

- 7 963 R254*|NR1I3_uc00 NM_001077480 NP_001070948 Q14994 NR1I3_HUMAN 2 GTTTTCGTAGTGT 0.527 rs144211465

+ 4 673 gbp.2_Missense_M NM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1 ACAAGTGTAGAAA 0.318

- 12 2869 wu.1_Missense_Mu NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 7. 11 TGATTTCGTATTC 0.532

- 10 2617 wu.1_Missense_Mu NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 6. 11 GGACAGCCACAAG 0.552

- 8 1388 wyj.2_Splice_Site_p NM_006469 NP_006460 Q9Y6Y0 NS1BP_HUMAN 5 TGTGTACCTGCAC 0.403

+ 7 1183 e_Mutation_p.P285 NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|4; approx 1 ACCACCCCCAAGG 0.637

+ 7 1369 _Mutation_p.P347T NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|12 1 ACCACCCCCAAGA 0.652

+ 17 2841 2_Missense_Muta NM_000573 NP_000564 P17927 CR1_HUMAN ar (Potential).|Sushi 14. 3 ACATGCGACCCCC 0.512

- 9 1406 TCH2_uc009xdq.1_ NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1 TCTCCCGTGCATA 0.383 rs144624552



+ 8 4116_4117 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 GTCGAGGGCTTT 0.564

+ 91 20050 sr.1_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN otein kinase 1. 28 GTGACCGTGCCA 0.627

+ 8 1174_1175 G251K|MTR_uc01 NM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3 CTCATGGAGAAC 0.465

+ 25 3044 xx.1_Missense_Mu NM_000254 NP_000245 Q99707 METH_HUMAN B12-binding. 3 TAGCTCCGAGATA 0.443

+ 6 1175 2W3_uc001idp.1_In NM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY. 7 CGCCATCTCCTGA 0.567

+ 6 1073 oi.1_Missense_Mut NM_030664 NP_109589 Q96BW5 PTER_HUMAN 2 AGGGCTGTGAAG 0.413

- 4 1575 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN Helical; (Potential). 4 ACTGCCGCTTTTG 0.423

- 7 575 T47M|ZNF438_uc0 NM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN 2 CTGGACGTTAGGA 0.468

- 12 1664 wr.3_Missense_Mu NM_133376 NP_596867 P05556 ITB1_HUMAN l).|I.|Cysteine-rich tandem r 2 TGTCTTCACTGTT 0.418

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGCCAGCAA 0.423

+ 2 187 SF4_uc009xmn.2_5 NM_032023 NP_114412 Q9H2L5 RASF4_HUMAN 1 GCAAGTCCATTCA 0.537

+ 3 383 N2_uc010qfq.1_5' NM_014696 NP_055511 O60269 GRIN2_HUMAN 0 AGGCGCGACCCA 0.697 rs149580948

+ 4 615 nslation_Start_Site NM_012207 NP_036339 P31942 HNRH3_HUMAN Gly-rich. 2 CTGGGCGTGGAA 0.438

+ 25 3558 AR1_uc010qjb.1_R NM_018237 NP_060707 Q8IX12 CCAR1_HUMAN 7 GAGAATGGTGCCA 0.274

+ 7 889 _p.A267V|HK1_uc0 NM_000188 NP_000179 P19367 HXK1_HUMAN Regulatory. 1 GGGGAGCCTTTGG 0.522

- 2 418 NM_022146 NP_071429 Q9GZQ6 NPFF1_HUMAN lasmic (Potential). 0 ACCTTTCCACAGC 0.572

+ 9 1625 rp.2_Missense_Mu NM_170744 NP_734465 Q8IZJ1 UNC5B_HUMAN ical; (Potential). 3 TGGCGGTGGGG 0.622

+ 37 5403 NM_022124 NP_071407 Q9H251 CAD23_HUMAN .|Extracellular (Potential). 11 ATCGTCGCAGGC 0.582 rs56043301

+ 5 1262 _p.L229V|SH2D4B_ NM_207372 NP_997255 Q5SQS7 SH24B_HUMAN 0 CCGGGTCTGCCG 0.512

- 12 1412 _p.S405F|GPAM_u NM_020918 NP_065969 Q9HCL2 GPAT1_HUMAN 2 TTTAAGGAAAATG 0.443

+ 6 1174 CF7L2_uc001lah.2_ NM_001146274 NP_001139746 Q9NQB0 TF7L2_HUMAN ction with MAD2L2.|Pro-rich 4 CCAGCCGACGTAG 0.592

+ 4 317 PRP1_uc001lcn.2_ NM_006229 NP_006220 P54315 LIPR1_HUMAN 2 ACAAAGGAGATGA 0.478

- 8 892 qss.1_Nonsense_M NM_022063 NP_071346 Q9H8W3 F204A_HUMAN 0 TTTTTCGGGCAGC 0.368

- 19 3423 p.M1059L|EIF3A_u NM_003750 NP_003741 Q14152 EIF3A_HUMAN DE]-[DE]-R-[SEVGFPILV]-[ 0 CATCCATGCCTCG 0.627

+ 4 560 ense_Mutation_p.S NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CTGCCAGCCTGGA 0.557

- 12 2103 2_uc001lhj.2_Splic NM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2 TCAGACCTGCCAA 0.498

+ 8 1598 _p.L431F|RIC8A_u NM_021932 NP_068751 Q9NPQ8 RIC8A_HUMAN 0 AGGGGCCTCATGG 0.597

+ 8 1400 e_Mutation_p.D45 NM_025092 NP_079368 Q32M88 ATHL1_HUMAN p.R429Q(1) 3 TCCCCCGACGAG 0.607

- 3 557 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMANA repeats of C-C-X-P. 0 GAGCCACAGCCC 0.672

- 2 263 NR_001589 0 CGAAGGAGATCA 0.493

+ 4 723 NGA4_uc001mcn.2 NM_001037329 NP_001032406 Q8IV77 CNGA4_HUMAN lasmic (Potential). 1 CGGACCCCGCG 0.577

+ 17 2930 NM_006108 NP_006099 Q9HCB6 SPON1_HUMANTSP type-1 6. 0 acaagaaggagatcag 0.234

- 5 918 ws.1_Missense_M NM_145803 NP_665802 Q9Y4K3 TRAF6_HUMAN h TAX1BP1.|TRAF-type 1. 1 GATGCAGCACAGT 0.378

+ 1 825 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMANName=7; (Potential). 4 CACTATGATAACT 0.363

- 26 3464 NM_001923 NP_001914 Q16531 DDB1_HUMAN with CDT1 and CUL4A. 4 TCTTCCGCTCGGT 0.512

+ 4 520 AK_uc009ynm.1_M NM_015533 NP_056348 Q3LXA3 DHAK_HUMAN DhaK. 0 TGGGCAGCATCCT 0.652

- 5 866 sn.2_Missense_Mu NM_021727 NP_068373 Q9Y5Q0 FADS3_HUMAN lasmic (Potential). 2 ACGGGCGCCACC 0.647

- 28 3223 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN 4 GCCGGGGTCTTGG 0.687

+ 11 1473 w.3_RNA|MUS81_u NM_025128 NP_079404 Q96NY9 MUS81_HUMAN 0 GGTTCCGTCCACA 0.637

- 16 3286 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 8. 4 AGCTGCGCAAGAA 0.687

- 17 2911 oly.2_Missense_M NM_004910 NP_004901 O00562 PITM1_HUMAN 3 GCGTGCGTTTTCG 0.692

+ 14 3237 g.2_Missense_Mu NM_002335 NP_002326 O75197 LRP5_HUMAN eta-propeller 4.|Extracellula 7 GCTGAGCGGGGA 0.662

+ 20 4241 sg.2_Missense_Mu NM_002335 NP_002326 O75197 LRP5_HUMAN ical; (Potential). 7 TCGGGCCCGTCAT 0.602

- 8 987 _p.G273S|CPT1A_ NM_001876 NP_001867 P50416 CPT1A_HUMAN lasmic (Potential). 2 CGTTGCCGGCTC 0.418 rs144347513

- 21 4534 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 CGGCGACGGCGT 0.592

- 13 1262 E2A_uc001osn.2_I NM_002599 NP_002590 O00408 PDE2A_HUMAN GAF 1. 4 GGTCAGTGGCCC 0.567

- 34 4511 ss.2_Missense_Mu NM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1 GGGTCCGCGGTG 0.617



- 16 4009 m.2_Missense_Mut NM_016578 NP_057662 Q96T23 RSF1_HUMAN 4 GTTTGCGGGATG 0.542

- 4 842 zg.2_Missense_Mu NM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6 GTGAGGCTGCCC 0.572

+ 13 2488 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 5.|Extracellular (Potential 3 AAATTGGATTGGC 0.423

+ 14 2047 e_p.E570_splice|C NM_014361 NP_055176 O94779 CNTN5_HUMAN 8 AAAAGGTAAGACA 0.378

+ 3 974 pgv.2_Missense_M NM_001130145 NP_001123617 P46937 YAP1_HUMAN WW 1. 3 AGGACCCCAGGA 0.483

+ 7 1022 NM_015191 NP_056006 Q9H0K1 SIK2_HUMAN UBA. 3 GTTCTGCGACTGA 0.438

- 7 781 p.P228S|ALG9_uc0 NM_001077690 NP_001071158 Q9H6U8 ALG9_HUMAN ical; (Potential). 2 TGAATGGCCAGC 0.453

+ 3 433 XO2_uc001poz.2_In NM_015523 NP_056338 Q9Y3B8 ORN_HUMAN Exonuclease. 0 ATTGGTGTAAGGA 0.458

- 5 1110 ppd.2_Missense_M NM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4 GTCATTCCAAACT 0.413

+ 8 1231 sv.2_Missense_Mu NM_004788 NP_004779 Q14139 UBE4A_HUMAN 5 CAGGAGGCCAAC 0.463

+ 9 1192 aw.1_Missense_Mu NM_014619 NP_055434 Q16099 GRIK4_HUMAN cellular (Potential). 3 GGCCTGCGGTAA 0.577

- 25 3829 9zda.1_RNA|NCAP NM_015261 NP_056076 P42695 CNDD3_HUMAN 5 GGGGGAACTTGT 0.443

+ 11 3053 p.3_Intron|WNK1_u NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 CAACTCCTCATGT 0.532

- 3 133 n_p.R24C|MLF2_uc NM_005439 NP_005430 Q15773 MLF2_HUMAN 1 GCTGACGGTGAAT 0.542

- 2 916 NM_020634 NP_065685 Q9NR23 GDF3_HUMAN 6 CTCCATGGCAGTA 0.527

- 12 1500 k.1_Missense_Mut NM_000014 NP_000005 P01023 A2MG_HUMAN 5 ACATGGGCTCAAG 0.512

+ 2 575 rad.2_Missense_M NM_138723 NP_620049 Q9BZR8 B2L14_HUMAN 1 AAGATTCGCACAG 0.512

+ 1 416 NR_003932 0 AAGCCTGCAAGAA 0.567

+ 5 840 1467_uc009zhx.1_ NM_020853 NP_065904 A2RU67 K1467_HUMAN 3 GGTGTTCGAGAC 0.448

- 6 576 GDIB_uc001rcp.1_ NM_001175 NP_001166 P52566 GDIR2_HUMAN 0 CAACTGGAGTGAG 0.522

- 16 2179 0sit.1_Missense_M NM_014802 NP_055617 Q86YS7 K0528_HUMAN 4 TTGAGCGTTGCCT 0.353

- 2 574 NM_001080406 NP_001073875 A8MTZ7 CL071_HUMAN 0 GCTGGCGGTTGC 0.493

- 53 4445 2A1_uc009zkw.2_R NM_001844 NP_001835 P02458 CO2A1_HUMAN lar collagen NC1. 2 CTGCCCGGATCTC 0.587

+ 1 61 NM_012404 NP_036536 O95626 AN32D_HUMAN LRR 1. 2 GTGAAAGAACTTT 0.458

+ 1 563 0smv.1_Missense_ NM_014033 NP_054752 Q9H8H3 MET7A_HUMAN 0 CTGGGTGCAGGG 0.552

- 13 1477 A5_uc010sow.1_R NM_002205 NP_002196 P08648 ITA5_HUMAN tential).|Potential.|FG-GAP 2 GGATATCCATTGC 0.562

+ 2 275 1_5'UTR|PDE1B_u NM_000924 NP_000915 Q01064 PDE1B_HUMAN lin-binding (Potential). 2 CTTCGGTCTCTGT 0.637

+ 1 402 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMAN lasmic (Potential). 2 CATCATGAACAAC 0.453

+ 2 434 sqo.1_Missense_M NM_207344 NP_997227 Q8WW59 SPRY4_HUMAN B30.2/SPRY. 0 ATGATCGTTCCTG 0.562

+ 2 756 PH4_uc009zpj.2_5' NM_007224 NP_009155 O95158 NXPH4_HUMAN (linker domain). 0 CGCTGGGGATGG 0.756

+ 3 432 m.2_Missense_Mu NM_006812 NP_006803 Q13438 OS9_HUMAN PRKCSH. 1 TGTTATGGACGCC 0.433

- 4 1826 sqx.2_Missense_M NM_178539 NP_848634 Q8N3H0 F19A2_HUMAN 1 ATTCTTCTCCCTC 0.413

+ 5 1405 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANcellular (Potential). 3 GAAGACGTGTGG 0.403

+ 12 1734 syu.2_Splice_Site_ NM_001135805 NP_001129277 P21579 SYT1_HUMAN 6 CTTTCAGAAAGTG 0.453

- 49 6990 plice_Site_p.E1276 NM_025114 NP_079390 O15078 CE290_HUMAN 7 GTTTCCTATCATT 0.279

- 1 1060 NM_152638 NP_689851 Q8TC90 CL012_HUMAN Potential. 2 TGCTGACGCTCCA 0.647

+ 35 4540 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 ATTAAAGAAATGC 0.318

- 39 5876 ttr.1_Missense_Mu NM_001109662 NP_001103132 2 ATGCAGGCTCGAA 0.547

- 12 1700 1tts.2_Missense_M NM_001109662 NP_001103132 2 GCATCCGCCATGA 0.478

+ 4 771 _p.Q180*|RNFT2_ NM_001109903 NP_001103373 Q96EX2 RNFT2_HUMANcellular (Potential). 0 TGCTTTCAGCATA 0.637

+ 2 556 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3 TCATCAGGTCCCA 0.443

+ 1 76 NM_004373 NP_004364 P12074 CX6A1_HUMAN 0 GGTCCCGCCCAC 0.662 rs139069733

+ 8 1106 _p.R326C|ACADS_ NM_000017 NP_000008 P16219 ACADS_HUMAN 2 ACCTGGCGCGCT 0.637 rs140853839

- 10 1434 uek.1_Missense_M NM_020845 NP_065896 Q9BZ72 PITM2_HUMAN 3 ATGGTGCCTCCGT 0.647

+ 66 11390 H10_uc001ufu.3_5 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6 AACTTTGGGCAAC 0.453

+ 1 262 .A41V|SFRS8_uc0 NM_004592 NP_004583 Q12872 SFSWA_HUMAN 0 GCTATGCCTGCAA 0.672

- 43 5944 OLE_uc001ukr.1_M NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 GATtcctccgcctcttcc 0.313



+ 7 1209 _p.R152*|SPATA13 NM_153023 NP_694568 Q96N96 SPT13_HUMAN DH. 3 TATATCCGACAGT 0.363

- 11 3143 p.E829K|TRPC4_u NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.|Cytoplasmic (P 6 AATCTTCGTGGGT 0.433

- 2 570 NM_005780 NP_005771 Q9Y693 LHFP_HUMAN 4 GTGGCAGCACAA 0.527

- 8 1314 p.S290L|ELF1_uc0 NM_172373 NP_758961 P32519 ELF1_HUMAN 1 GATAGCGATGGAT 0.418

- 41 5090 NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 TAGCTTGATGTCT 0.423

+ 13 1489 v.1_Missense_Mut NM_031431 NP_113619 Q96JB2 COG3_HUMAN 2 AGGAGCGGCTCG 0.458

- 14 3347 e_Mutation_p.E999 NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 TGGCCTCCGCAG 0.627

+ 15 1060 _p.S277N|SCEL_uc NM_144777 NP_659001 O95171 SCEL_HUMAN imate tandem repeats.|3. 5 ATATGAGTACCCG 0.388

+ 6 1154 POTEG_uc010ahc NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 CTAAAAGTCTCTT 0.214

- 8 721_722 kp.1_Missense_Mu NM_002471 NP_002462 P13533 MYH6_HUMAN yosin head-like. 4 CTGGTCCTCCAG 0.609

- 6 632 NM_016049 NP_057133 Q9Y3B6 F158A_HUMAN 0 TCTGCCGTGACTC 0.547

- 4 805 lq.2_RNA|RIPK3_u NM_006871 NP_006862 Q9Y572 RIPK3_HUMANProtein kinase. 4 CTGTGGAGGCCTT 0.582

+ 5 1985 r.1_Missense_Muta NM_004554 NP_004545 Q14934 NFAC4_HUMAN RHD. 3 TGTTCCGGGTACA 0.602

- 11 1799 p.D470N|RALGAPA NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 CATGGTCTGTGAC 0.343

+ 4 1684 my.1_Missense_Mu NM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2 AAGAAACTGGAG 0.308

+ 5 1858 NM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2 AACCATCAGTAGA 0.393

- 21 2002 sense_Mutation_p. NM_004713 NP_004704 O60524 NEMF_HUMAN 0 GAGGGAGGAAGAA 0.294

- 2 810 NM_005982 NP_005973 Q15475 SIX1_HUMAN 0 TGTTCTCCCTAAG 0.428

- 32 6484 p.D2144N|SPTB_u NM_001024858 NP_001020029 P11277 SPTB1_HUMAN 11 TCTCATCCCCAGT 0.647

- 13 2508 YVE26_uc001xkc. NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 CTTGTACTTTCCA 0.453

+ 8 3051 n.3_Intron|PCNX_u NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 GTAGGCGGTAGCA 0.463

+ 4 253 f80_uc001yrn.2_5' NM_001311 NP_001302 P50238 CRIP1_HUMAN M zinc-binding. 0 CAGCACGAAGGCA 0.572

+ 19 3414 bbi.2_Missense_Mu NM_003246 NP_003237 P07996 TSP1_HUMAN SP C-terminal. 6 CGGAACGCCCTG 0.592

+ 17 2709 e_Mutation_p.G588 NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN otein kinase 2. 4 CAGACAGGAGAC 0.353

- 8 1406 k.2_5'UTR|CDAN1_ NM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2 GAGACAGCTTGAG 0.458

- 19 4139 p.G1336R|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 CTTTCCCTGAGCT 0.572

+ 6 1030 2A1_uc010uex.1_ NM_000338 NP_000329 Q13621 S12A1_HUMAN ical; (Potential). 2 GTGGCTGTTGCTA 0.413 rs137853158

- 33 4383 NM_000138 NP_000129 P35555 FBN1_HUMAN e 22; calcium-binding. 3 ACCCGGGACTGC 0.403

+ 7 1301 ujp.1_Missense_Mu NM_002755 NP_002746 Q02750 MP2K1_HUMAN n kinase.|Pro-rich. 0 ATGTTTGGGTGCC 0.612

- 18 3188 _p.K271R|TLE3_uc NM_005078 NP_005069 Q04726 TLE3_HUMAN WD 5. 2 TCAGGCTTGGTGT 0.632

- 2 871 nse_Mutation_p.R1 NM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3 ATCATCCTGCGAC 0.433 rs148320227

+ 5 773 M202_uc002aur.2_ NM_001080462 NP_001073931 A6NGA9 TM202_HUMAN 2 TGGAATCTCTAAG 0.458

+ 2 761 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4 TCCTCCGGGAACC 0.567

+ 15 1657 p.G400R|PSTPIP1 NM_003978 NP_003969 O43586 PPIP1_HUMAN SH3. 1 AGGAACGGGCAG 0.637

+ 7 3273 13_uc002blu.1_Mi NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 TTGGGGGCAGAG 0.597

+ 5 2017 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1 GACTTCGAGGAG 0.577

+ 4 702 sc.1_RNA|LRRK1_ NM_024652 NP_078928 Q38SD2 LRRK1_HUMAN ANK 2. 12 TGGCAGCGTATTT 0.567

+ 21 3386 b.1_RNA|LRRK1_u NM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12 AGCTTCGTTCCCG 0.542

+ 16 2311 NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0 AAGACCCAGCGG 0.677

+ 12 1501 _p.E455K|MAPK8I NM_015133 NP_055948 Q9UPT6 JIP3_HUMAN Potential. 3 GGGGCGAGTTGG 0.532

- 3 506 B3_uc002cmu.2_M NM_080861 NP_543137 Q6PJ21 SPSB3_HUMAN B30.2/SPRY. 0 TAGACGGGAGAG 0.662

- 3 390 NM_005061 NP_005052 Q92901 RL3L_HUMAN 0 GGCGCCGGCACT 0.637

- 7 744 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN ANK 6. 2 GCAGCCGCACCA 0.657

- 6 886 crz.1_Missense_M NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 GTAGACCCCGGG 0.726

- 6 868 crz.1_Missense_M NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 GCGCTCGGCACA 0.721

+ 6 1148 uc002ctj.1_Intron NM_022468 NP_071913 Q9NPA2 MMP25_HUMAN 0 CGGCCTCGCCCA 0.652

- 1 1069 ur.2_3'UTR|TIGD7_ NM_033208 NP_149985 Q6NT04 TIGD7_HUMAN H CENPB-type. 0 GAACACCGGCTGA 0.507



- 15 3227_3228cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN 127 GGATCGGGCTCA 0.599 rs144649776

- 13 4336 G1263E|GRIN2A_u NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TGCTCCCCGGTGG 0.522

- 6 1877 0uyn.1_Splice_Site NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN 45 GAATTGCTGTAAA 0.219

+ 3 409 IP2_uc010uyp.1_I NM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0 CTAGGACGACTGA 0.373 rs75885887

- 11 2499 ense_Mutation_p.P NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 GCAAGCGGGGAT 0.383

+ 3 463 dfp.2_Missense_M NM_024847 NP_079123 Q7Z402 TMC7_HUMAN cellular (Potential). 3 ACAAATGAAGTAT 0.443

+ 3 1212 gb.3_Missense_Mu NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN cellular (Potential). 1 CCAGATCATTTTG 0.493 rs148290322

- 3 745 RI2_uc002dht.3_Int NM_173475 NP_775746 Q8IWE4 DCNL3_HUMAN DCUN1. 2 TTTCCCGATGCAG 0.478

+ 5 368 se_Mutation_p.R71 NM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2 ATTGCCGCAGCAA 0.617 rs145630346

+ 6 807 me.2_Missense_M NM_212535 NP_997700 P05771 KPCB_HUMAN C2. 9 CCCGATCCCAAAA 0.423

+ 34 7929 CAP_uc002dzg.1_ NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 cgcctccAGCCCAA 0.274

+ 2 1614 NM_014699 NP_055514 O15015 ZN646_HUMAN 2 CAGCTCCCCTGCT 0.602

+ 35 7605 p.P2466S|CHD9_u NM_025134 NP_079410 Q3L8U1 CHD9_HUMAN ds A/T-rich Dp.I2481fs*71(1) 7 GGAATTCCTGATA 0.388

+ 18 2886 e_Mutation_p.R633 NM_005611 NP_005602 Q08999 RBL2_HUMAN B.|Pocket; binds E1A. 5 AGGCCCGGAGCC 0.413

- 4 882 gq.2_Missense_M NM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3 GTTTGGGGAGGG 0.279

- 35 5723 f.1_5'UTR|PKD1L2 NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN lasmic (Potential). 3 GCATAGGGGTCTG 0.572

+ 3 462 chg.1_Missense_M NM_002661 NP_002652 P16885 PLCG2_HUMAN PH. 8 ACTCAGTTCGTCC 0.498

- 12 2603 CCHC14_uc002fkb NM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2 TCTGGGGTCCCG 0.657

- 13 1281 _p.T396M|CAMKK1 NM_172206 NP_757343 Q8N5S9 KKCC1_HUMANProtein kinase. 1 ATTCTCGTCTCGG 0.567

- 10 1401 2fxz.3_Missense_M NM_014520 NP_055335 Q9BQG0 MBB1A_HUMANwith MYB (By similarity). 2 TCAGCCGGAACAC 0.493

- 9 874 MTA2_uc002gai.1_ NM_015099 NP_055914 O94983 CMTA2_HUMAN 1 CTCGGGGCTCCA 0.592

+ 2 992 NM_153230 NP_694962 Q8N4B4 FBX39_HUMAN 2 TTGAACGGATCAT 0.542

+ 6 592 NM_014716 NP_055531 Q15027 ACAP1_HUMANsomal tubules p.R129Q(1) 3 CTGGCGGGGGG 0.637

+ 30 4186 crt.2_Missense_Mu NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN SH2. 3 GAGAACCACCTG 0.517

+ 1 1431 _p.H392Y|LRRC37 NM_052888 NP_443120 Q96QE4 LR37B_HUMAN cellular (Potential). 2 GCTCCTCATCCAG 0.522

+ 6 1999 _p.R581H|LRRC37 NM_052888 NP_443120 Q96QE4 LR37B_HUMAN xtracellular (Potential). 2 TCAATCGCAATCC 0.323

- 7 1895 e_Mutation_p.P411 NM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN 0 ACTGGCGGCCCG 0.706

- 6 1050 NM_181537 NP_853515 Q7Z3Y8 K1C27_HUMAN Rod.|Coil 2. 0 AGTTACTCTCGGT 0.522

- 4 459 hzi.3_Missense_M NM_012448 NP_036580 P51692 STA5B_HUMAN 6 TCATACGTGTTCT 0.537

- 10 3464 ron|BRCA1_uc010 NM_007294 NP_009225 P38398 BRCA1_HUMAN 52 ATTTTGGCCCTCT 0.373

+ 3 603 2igj.2_Missense_M NM_001144825 NP_001138297 Q59EK9 RUN3A_HUMAN RAP2A (By similarity).|RUN 0 GTGTGAGCAGCAT 0.612

+ 17 2226 e_Mutation_p.D254 NM_005892 NP_005883 O95466 FMNL_HUMAN FH2. 1 ATGAGTGATTTTG 0.597

+ 4 732 kx.1_Missense_Mu NM_003396 NP_003387 O14905 WNT9B_HUMAN 2 CGTTCCGTGAGAC 0.637

+ 11 1780 GB3_uc010wkr.1_R NM_000212 NP_000203 P05106 ITB3_HUMAN ).|III.|Cysteine-rich tandem 6 ACTGTACCACGCG 0.607

+ 6 1557 NM_013351 NP_037483 Q9UL17 TBX21_HUMAN 0 GGTTCCGCCCTAT 0.677

- 6 637 PL7_uc002ilw.1_5' NM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0 CCAGGCGGTGG 0.627 rs148584339

+ 6 1241 uc002irv.1_Missens NM_018896 NP_061496 O43497 CAC1G_HUMANar (Potential).|Poly-Gly.|I. 1 GCGCGGGGACG 0.617

- 13 1728 tf.2_Missense_Mu NM_001130528 NP_001124000 O60271 JIP4_HUMAN Potential. 5 GCCATTTCTACTCT 0.413

+ 1 259 2P1_uc002ivn.2_5' NM_012374 NP_036506 Q15615 OR4D1_HUMANcellular (Potential). 1 TTCCTCCATGAGA 0.512

- 18 3198 ws.1_Missense_Mu NM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17 GTGAAGCTTCCAA 0.378

- 3 191 D3P2_uc010woz.1_RNA 0 CAGCTCGGTGTC 0.602

- 15 1969 NM_001433 NP_001424 O75460 ERN1_HUMAN (Potential).|Protein kinase. 9 TCATCCGATTCTC 0.587

- 2 439 n_p.A89V|TEX2_uc NM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1 AGGCAGCAGGG 0.582

- 4 732_733 1_RNA|MRPL38_u NM_032478 NP_115867 Q96DV4 RM38_HUMAN 1 GACTCGGGGCAC 0.609

- 4 1702 e_Mutation_p.G434 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 ATCTGCCAGGTTG 0.507

+ 2 142 GR2_uc002juv.1_M NM_004710 NP_004701 O43760 SNG2_HUMAN L.|Helical; (Potential). 0 TTGATCGTGTTCT 0.612

+ 7 1024 nse_Mutation_p.A5 NM_024419 NP_077733 Q32NB8 PGPS1_HUMAN 0 GATGCAGCAGCTG 0.532



+ 26 7690 NM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN BAH. 1 CAGGTCGTGGCG 0.672

+ 6 935 _p.G265S|KIAA080 NM_015210 NP_056025 Q9Y4B5 CC165_HUMAN Potential. 0 CCCTTCGGTGACT 0.642

+ 1 653 NM_005913 NP_005904 P33032 MC5R_HUMAN lasmic (Potential). 6 TCAAGCGGATCGC 0.617 rs146841229

+ 7 818 2lbv.2_Splice_Site_ NM_138443 NP_612452 Q96CS2 HAUS1_HUMAN 1 ATGCCGGTAATAA 0.328

+ 2 810 lbx.2_Missense_M NM_145055 NP_659492 Q96B23 CR025_HUMAN 2 GGTCCCGATCTGA 0.532 rs62096535

+ 5 723 d.2_Missense_Mut NM_002396 NP_002387 P23368 MAOM_HUMAN 0 ATGTTAAGGTACT 0.353

- 2 840 h.1_Missense_Mut NM_003927 NP_003918 Q9UBB5 MBD2_HUMAN MBD. 0 AAACTGCTGAGAT 0.393

+ 25 3444 p.A1077T|KIAA146 NM_020854 NP_065905 Q9P260 K1468_HUMAN 6 CCTAACGCAGAAC 0.413

- 8 1221 _p.G312R|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN ss A.|Extracellular (Potentia 4 GGAGTCCATTGCA 0.388

- 7 878 APK3_uc002lzd.1_ NM_001348 NP_001339 O43293 DAPK3_HUMANProtein kinase. 7 ATTCTCCGCCTGG 0.617

+ 3 295 xif.1_Missense_Mu NM_024333 NP_077309 Q9BTV5 FSD1_HUMAN Potential. 1 GACCTCGAAGCA 0.577

- 3 605 N4_uc010dub.1_5'F NM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN proximate tandem repeat.|4 0 CCTTTGGCCAAGT 0.602

+ 9 1036 p.R233W|PNPLA6_ NM_006702 NP_006693 Q8IY17 PLPL6_HUMANCytoplasmic (Potential). 3 CCCCAGCGGACC 0.687

- 18 2430 NM_020196 NP_064581 Q9HCS7 SYF1_HUMAN 4 GGGAGGCGTCAC 0.677

+ 8 1155 345V|CLEC4M_uc NM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN (Probable).|C-type lectin. 1 ACTGTGCGGAAT 0.512

- 4 416 TS10_uc002mkk.1_ NM_030957 NP_112219 Q9H324 ATS10_HUMAN 4 GTGGTCCACGCG 0.662

- 3 25754 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 AAGGTTGTTGTTG 0.502

+ 3 527 RM1_uc010dxn.2_R NM_199141 NP_954592 Q86X55 CARM1_HUMAN 0 TGGAGCGGTCTG 0.642

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

- 4 985 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 5. 1 AAAAAGGAAAGG 0.373

- 2 268 on_p.T4I|ZNF709_ NM_152601 NP_689814 Q8N972 ZN709_HUMAN KRAB. 0 ACAAAGGTTTCTT 0.438

- 5 841 NM_020714 NP_065765 Q9ULM2 ZN490_HUMAN C2H2-type 3. 0 GGTTTCGAAAGGA 0.423

+ 4 1316 _p.L362V|SYDE1_ NM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN Rho-GAP. 2 CGAGGGCTGCGG 0.682

+ 6 918 NM_024074 NP_076979 Q9H6F2 TM38A_HUMAN lasmic (Potential). 3 AGCATTCGGCCAT 0.642 rs147713228

+ 10 2692 _p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S5 Q149M9 NWD1_HUMAN 7 GGATTTCCTGCCG 0.597

+ 5 772 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 ACAACGGCTCCAC 0.652

+ 5 1319 _p.K300T|ZNF431_ NM_133473 NP_597730 Q8TF32 ZN431_HUMAN C2H2-type 8. 2 AACATAAAAGAAT 0.348

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TTGTAGGGTTTCT 0.418

- 7 2699 NM_001080409 NP_001073878 2 GTCGAGAAATTG 0.353 rs55891931

- 1 667 z.1_5'Flank|LGI4_u NM_139284 NP_644813 Q8N135 LGI4_HUMAN 1 ACTTTCCCTTTGG 0.682

+ 3 203 AP33_uc002obt.1_ NM_052948 NP_443180 O14559 RHG33_HUMAN 4 GCTCCTCGAGGC 0.607

+ 2 1314 NM_024509 NP_078785 Q9BTN0 LRFN3_HUMAN xtracellular (Potential). 0 GTGGGCGAGGAG 0.736

- 3 581 NM_001864 NP_001855 P24310 CX7A1_HUMAN ial matrix (By similarity). 0 TACAACGGGATG 0.657

- 6 2557 _p.C508R|ZNF569_ NM_152484 NP_689697 Q5MCW4 ZN569_HUMANC2H2-type 18. 3 TGCCACACTCAAT 0.413

+ 6 512 _p.R24W|ZNF793_ NM_001013659 NP_001013681 Q6ZN11 ZN793_HUMAN KRAB. 0 TGGCACCGGCTG 0.473

- 4 1888 40_uc002ogq.2_Int NM_016536 NP_057620 Q7Z3V5 ZN571_HUMANC2H2-type 17. 0 GGACATCTAAAGT 0.373

+ 48 7908 _Mutation_p.R259 NM_000540 NP_000531 P21817 RYR1_HUMAN |6 X approximate repeats. 12 GGGGTCGTTCGCT 0.557

- 18 2640 _p.P799L|ATP1A3_ NM_152296 NP_689509 P13637 AT1A3_HUMAN lasmic (Potential). 2 GTCCGCGGGTTCC 0.627

- 12 1653 _p.A470V|ATP1A3_ NM_152296 NP_689509 P13637 AT1A3_HUMAN lasmic (Potential). 2 TCGGGGGCACCC 0.617

- 9 1166 _p.A308T|ATP1A3_ NM_152296 NP_689509 P13637 AT1A3_HUMAN lasmic (Potential). 2 GCTTGGCGGTCAG 0.488

- 15 1795 wp.1_Missense_Mu NM_006297 NP_006288 P18887 XRCC1_HUMAN BRCT 2. 7 CCGCCGCTCGTC 0.582

+ 2 1333 NM_019612 NP_062558 Q6NXR0 IIGP5_HUMAN 3 GAGGACGCCCAG 0.647

- 4 1112 _p.G338D|ZNF45_u NM_003425 NP_003416 Q02386 ZNF45_HUMAN C2H2-type 7. 1 CTCTTGCCACATG 0.463

- 5 345 NM_138568 NP_612635 Q2M3D2 EX3L2_HUMAN 1 CCACACGCTGCTG 0.632

- 6 2154 0xyr.1_Missense_M NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN lasmic (Potential). 4 GATTGAGTAGCAG 0.587

+ 4 765 e_Mutation_p.P36 NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 ACTTCCCGGCCGT 0.607

+ 3 250 Site|TRPM4_uc002 NM_017636 NP_060106 Q8TD43 TRPM4_HUMAN lasmic (Potential). 2 GTGACCGTGTGG 0.701



- 2 304 NM_021733 NP_068379 Q9UJT2 TSKS_HUMAN 2 GAGTCTGTCCCCG 0.637

+ 7 801 MED25_uc002ppx.1 NM_030973 NP_112235 Q71SY5 MED25_HUMAN Pro-rich. 1 CCTCCCGCCGCA 0.662

+ 4 752 NF766_uc002pyt.1 NM_001010851 NP_001010851 Q5HY98 ZN766_HUMAN type 2; degenerate. 0 AGAATTCGTACAG 0.438

- 3 1274 2qcj.3_Missense_M NM_144687 NP_653288 P59046 NAL12_HUMAN NACHT. 7 GCAGACGGTGGA 0.547

+ 5 763 LRA1_uc010yfh.1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 2.|Extracellular (Potential). 3 GGTGGTCGTACAG 0.572 rs151320443

+ 3 301 v.1_Missense_Muta NM_002000 NP_001991 P24071 FCAR_HUMAN cellular (Potential). 2 CCAAATCGAGTCC 0.498

+ 6 613 _p.P152L|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 GCTGGCCTGGAG 0.512

+ 17 2241_2242_p.S671F|BRSK1_u NM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6 GCCCCTCCGTCTT 0.639

- 2 1005 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN C2H2-type 5. 0 GACGCGGCGGT 0.741

+ 10 3184 g.2_Missense_Mut NM_176811 NP_789781 Q86W28 NALP8_HUMAN 13 TCACGGGAAAAAG 0.512

+ 3 2002 547_uc002qpm.3_I NM_001023561 NP_001018855 O43361 ZN749_HUMAN 0 AACGGCGTTATGA 0.433 rs148572975

+ 3 1762 _p.R593C|ZNF211_ NM_198855 NP_942152 Q13398 ZN211_HUMANC2H2-type 11. 2 CAACACCGCAGAG 0.453 rs12979532

+ 3 1610 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN ype 10; degenerate. 1 GAGTGTGGAGAAT 0.448

+ 9 1384 rs.1_Missense_Mu NM_133502 NP_598009 Q96GC6 ZN274_HUMAN KRAB 2. 1 ACACAGAGGACC 0.607

+ 2 344 _p.G76A|ZNF446_ NM_017908 NP_060378 Q9NWS9 ZN446_HUMAN SCAN box. 1 TCCTGGGCACACT 0.672

- 2 141 GREF1_uc010eyr.1 NM_006569 NP_006560 Q99674 CGRE1_HUMAN 1 AACATCCTTCCTG 0.547

+ 7 940 rjn.2_Missense_M NM_187841 NP_912730 Q9BYV2 TRI54_HUMAN COS. 1 TTCACCGTAAGGG 0.652 rs142922734

+ 12 1105 n_p.V347I|GCKR_u NM_001486 NP_001477 Q14397 GCKR_HUMAN SIS 2. 2 GATGGAGTAGAGT 0.552

- 4 373 DPY30_uc002rob.1 NM_032574 NP_115963 Q9C005 DPY30_HUMAN 0 GAGTTGGCAAAGA 0.398

+ 2 515 NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8 GAGGGCGGTGCT 0.562

+ 18 1926 NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANmic (Potential).|Pro-rich. 4 gccctcccccgcccccc 0.109

+ 7 2382 se_Mutation_p.C6 NM_014497 NP_055312 Q14966 ZN638_HUMAN RRM 1. 4 ATGGTTGTACTGA 0.338

- 9 1025 NM_003584 NP_003575 O75319 DUS11_HUMAN 1 CCAGGAGGAGGG 0.423

+ 4 1926 yuy.1_Missense_M NM_020184 NP_064569 Q6P4Q7 CNNM4_HUMAN 3 CCGGCCGACTAC 0.592

- 6 1623 2tdr.2_Missense_M NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 GCAAATCCCCCTG 0.592

+ 17 3241 p.S641C|PSD4_uc NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 CACTCGAGCCCG 0.632

+ 16 1687 yq.1_Missense_Mu NM_001029996 NP_001025167 Q4G0U5 PCDP1_HUMAN 0 GCTGTTCGTGAAA 0.403

+ 3 731 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN |Extracellular (Potential). 10 AAACAAGAAGACA 0.453

- 17 2777 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5 GCAGCTCGTTGTA 0.572

+ 10 2302 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 GTATATCGGCAAG 0.373

+ 12 4410 BD5_uc002two.2_ NM_018328 NP_060798 Q9P267 MBD5_HUMAN 5 CTGTCAGTGCGG 0.512

- 6 1184 _p.P227T|MMADHC NM_015702 NP_056517 Q9H3L0 MMAD_HUMAN 2 ATGATGGGTCAAT 0.328

- 54 7621 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 66. 20 CTCACATCACTCC 0.299

- 3 511 df.1_Missense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN s A 2.|Extracellular (Potenti 29 CTTGACGTTCATC 0.478 rs138682237

+ 11 1079 2uhe.1_Missense_ NM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1 AAGATGCCCCTCA 0.398

+ 11 1081 2uhe.1_Missense_ NM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1 GATGCCCCTCATG 0.403

- 10 1256 o.2_Missense_Mut NM_004882 NP_004873 Q86X95 CIR1_HUMAN r-rich (RS domain). 1 CTTCTCCGGCTC 0.522

+ 4 905 2umj.3_Splice_Site NM_001042702 NP_001036167 Q0ZLH3 PJVK_HUMAN 0 ATGCGGGTAAACC 0.438

- 301 90916 926L|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTTCTGGACTGT 0.507

- 42 10108 _uc010zfj.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AAAAGCGTGTATT 0.468

- 6 1060 1_Missense_Mutation_p.R279W|TTN_uc010zfj.1_Misse Q8WZ42 TITIN_HUMAN 153 GCTGCCGAGCCA 0.587 rs138060032

- 62 11626 uti.3_Missense_Mu NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 AGGCTTGGGTAGG 0.398

- 35 5758 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 GTATTTCGAGTTC 0.358 rs13034775

+ 14 1368 1_5'UTR|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 CAGTGGGAATTTG 0.483

+ 31 5155 uzs.3_Nonsense_M NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2 GAAAATCAGGATG 0.393

- 3 459 NM_006891 NP_008822 P07320 CRGD_HUMAN a crystallin 'Greek key' 3. 0 GGAAGCGGTCCT 0.567

- 8 1272 ZF2_uc010fuw.2_M NM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0 CTGCTAATGGGTC 0.502



- 44 4901 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 CCCCTCCTGCCAT 0.512

+ 1 1058 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1 TGGTGGGAAGCG 0.662

- 9 4402 _p.A766T|COL6A3_ NM_004369 NP_004360 P12111 CO6A3_HUMAN7.|Nonhelical region. 18 GGTCTGCGTTCCT 0.607 rs112181324

- 6 816 zpv.1_Missense_M NM_198216 NP_937859 P14678 RSMB_HUMAN peat-rich region.| 1 ATTCCCGGAGGG 0.607

+ 8 899 pw.1_Missense_Mu NM_080751 NP_542789 Q8TDI7 TMC2_HUMAN cellular (Potential). 3 TGCCTCGGGCTGA 0.428

+ 4 1212 zrf.1_Missense_M NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3 ATTGTGGTTTTTG 0.443

+ 11 1051 2woz.2_Missense_ NM_080676 NP_542407 A1Z1Q3 MACD2_HUMAN Glu-rich. 0 AACGGTCCAGAGG 0.413

+ 5 2248 p.S553L|ZNF133_u NM_003434 NP_003425 P52736 ZN133_HUMAN 2 AACCTTCGGATT 0.502 rs148089989

- 1 157 NM_001322 NP_001313 P09228 CYTT_HUMAN 0 AGTGAAGGGCACG 0.592

+ 5 688 F341_uc010geq.2_ NM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2 ACAGTGCTGCTGC 0.562

+ 14 1577 _p.R421Q|ITCH_uc NM_031483 NP_113671 Q96J02 ITCH_HUMAN ed for interaction with FYN. 6 ACACACGAATTAC 0.398

+ 2 216 0zvv.1_Missense_M NM_030877 NP_110517 Q8WYA6 CTBL1_HUMAN 2 GCTATCGGGAAGA 0.517

+ 19 2393 we.1_Missense_Mu NM_182811 NP_877963 P19174 PLCG1_HUMAN 8 ATCAACGAGGAGG 0.557

- 2 300 ggj.2_Missense_M NM_007050 NP_008981 O14522 PTPRT_HUMAN ular (Potential).|MAM. 20 CAGTTGCTGTAGT 0.507

+ 3 596 1_Missense_Mutat NM_024034 NP_076939 Q96MZ0 GD1L1_HUMAN ST C-terminal. 1 AAGTACGCCACGG 0.597

- 2 337 NM_001080472 NP_001073941 Q8N6M3 FITM2_HUMAN lasmic (Potential). 2 TAGTTGGTGAGGG 0.567

+ 2 559 G2_uc010ggz.2_In NM_003007 NP_002998 P04279 SEMG1_HUMAN 2 CTGTGGGTTCATG 0.438

+ 25 3427 0zyf.1_Missense_M NM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4 TTGTCCGCTGGCT 0.502 rs151045115

+ 5 1032 xxn.1_Missense_M NM_001033521 NP_001028693 Q05048 CSTF1_HUMAN WD 4. 1 ATGTACGTAACTG 0.398 rs140246355

- 7 761 NM_002772 NP_002763 P98073 ENTK_HUMAN lar (Potential).|CUB 1. 8 GTTTTGGATAATG 0.368

+ 3 359 se_Mutation_p.K82 NM_001186 NP_001177 O14867 BACH1_HUMAN BTB. 2 ACAGTTAAAGGAT 0.318

- 1 610 NM_001085455 NP_001078924 Q3LI83 KR241_HUMANC]- [NRTS]-[SNTG]-X-[QHR 0 CTGTTGGAAATAT 0.418

- 21 4197 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 4.|Extracellular (Potentia 11 GGTTGGGAATTCT 0.488

- 13 1918 p.P175L|C2CD2_u NM_015500 NP_056315 Q9Y426 CU025_HUMAN 1 CTGGCGGGGCAG 0.687

+ 21 2720 3_5'Flank|C21orf33 NM_005049 NP_005040 Q15269 PWP2_HUMAN 1 CAGTTTCCAAGCA 0.577

- 4 639 ef.2_Missense_Mu NM_015259 NP_056074 O75144 ICOSL_HUMAN Potential).|Ig-like C2-type. 0 AGTACACGTTGGG 0.577

+ 15 2305 gpt.1_Missense_M NM_003307 NP_003298 O94759 TRPM2_HUMAN lasmic (Potential). 3 AAGGACGAAGAG 0.627 rs150593294

+ 5 601 11aga.1_Missense NM_206962 NP_996845 P55345 ANM2_HUMAN with RB1 (By similarity). 1 AGGACACGTGGC 0.557

- 1 1033 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1 CGGGCCGTTGCTG 0.502 rs147789853

- 6 1189 B4_uc010gqs.1_3'UNM_001037814 NP_001032903 Q2WGN9 GAB4_HUMAN 2 TCATGGGCACACA 0.562

- 2 702 02zqh.2_Missense_ NM_024627 NP_078903 Q7L3V2 CV029_HUMAN 0 CCCCAGGAGACG 0.637

+ 2 501 MIR1306_hsa-mir-1 NM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANnd retention.|Necessary for 0 ATGGACGTTGGCT 0.597

+ 2 1147 DR1_uc002zwt.2_In NM_002073 NP_002064 P19086 GNAZ_HUMAN P (By similarity). 2 TGGGGGGGCAG 0.572

+ 8 1025 2A11_uc002zyo.3_ NM_001024938 NP_001020109 Q9BYW1 GTR11_HUMAN cellular (Potential). 1 AAGCGAAGATCC 0.642

+ 9 2747 n_p.V814I|CYTSA_ NM_015330 NP_056145 Q69YQ0 CYTSA_HUMAN 0 AATGCCGTTGAGA 0.438 rs139167350

- 13 2507 sense_Mutation_p NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN 0 CCGGTTCATGATA 0.463

- 11 1188_1189 n_p.K416E|CHEK2 NM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase373E(2)|p.S372 20 AATCTTGGAGTG 0.416 470496;rs146546850

+ 14 2143 e_Mutation_p.R698 NM_006932 NP_008863 P53814 SMTN_HUMAN 3 AGGGGCGCGGCA 0.687 rs141334834

- 4 1082 NM_015715 NP_056530 Q9NZ20 PA2G3_HUMAN 0 CGCTTGGACCCT 0.672

- 8 817 tion_p.R87C|BPIL2 NM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2 TGCTGCGTTCTGG 0.488 rs149674580

+ 4 1254 NM_138435 NP_612444 Q8NEG4 FA83F_HUMAN 1 GCCCCCCGTGGA 0.657

+ 2 269 _Site_p.Q18_splice NM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN 1 CATTCAGTAAGCC 0.592

- 33 5283 p.T518M|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 GCTCCGTGCGCG 0.622

+ 22 4337 p.R893K|SHANK3 NM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1 CCTTCAGGGACCC 0.682

+ 14 1774 _p.P518L|CNTN4_ NM_175607 NP_783200 Q8IWV2 CNTN4_HUMAN-like C2-type 6. 7 TTTTACCGTGCCA 0.423

- 2 386 NM_198560 NP_940962 Q7Z7J7 LHPL4_HUMAN ical; (Potential). 3 TGATGGCGAAGCA 0.627

+ 4 698 w.1_Missense_Mut NM_000060 NP_000051 P43251 BTD_HUMAN CN hydrolase. 0 AATGTCGTGTTCA 0.458



- 11 3581 _p.Q648*|SATB1_u NM_002971 NP_002962 Q01826 SATB1_HUMAN 4 GCTGCTGCTGTGG 0.483

+ 13 2073 NM_178862 NP_849193 Q8TCJ2 STT3B_HUMAN 0 ATTCGGGTAAGAA 0.383

+ 2 2024 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMANC2H2-type 10. 1 CCTTCCGTCACAA 0.403 rs143925165

+ 11 1475 se_Mutation_p.S40 NM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2 AGACTTCTGAACA 0.313

+ 3 847 10hiv.1_Missense_ NM_031200 NP_112477 P51686 CCR9_HUMAN Name=5; (Potential). 3 GGTCATGGCTTGC 0.493

+ 12 2292 c010hjy.2_5'UTR|T NM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN 1 ATGCCGGGGGTC 0.607

- 8 846 _Mutation_p.R234W NM_004567 NP_004558 Q16877 F264_HUMAN -2,6-bisphosphatase. 1 GCCCCGAGGGG 0.652

- 16 2295 e_Mutation_p.E803 NM_006677 NP_006668 O94966 UBP19_HUMAN lasmic (Potential). 7 ATACTTCGCTCGC 0.542

- 8 1082 MT_uc003cwy.2_M NM_000481 NP_000472 P48728 GCST_HUMAN 1 CGCCTCCGCTGCA 0.597

+ 6 10538 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 TGGAGCGACTTCA 0.642

- 14 1940 NM_003335 NP_003326 P41226 UBA7_HUMAN 2 TCAGAAGCTGCAG 0.617

+ 53 5661 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 CTGGACGGCAGC 0.617

+ 3 378 q.3_Intron|IQCF2_u NM_203424 NP_982248 Q8IXL9 IQCF2_HUMAN IQ 2. 0 ATGTGGCGTGTCC 0.597 rs140755124

- 12 1585 _p.R363W|PCBP4_ NM_033010 NP_127503 P57723 PCBP4_HUMAN 0 TCTGCCGCTCAGC 0.652

- 16 2140 on_p.R710*|PBRM NM_181042 NP_060635 Q86U86 PB1_HUMAN Bromo 5. p.R710fs*13(1) 140 GACTTCGAATTTT 0.438

+ 3 358 on_p.A2V|PRKCD_ NM_006254 NP_006245 Q05655 KPCD_HUMAN C2. 9 CCATGGCGCCGTT 0.687

- 12 1553 7_uc003dkv.1_Mis NM_198463 NP_940865 Q6ZVT6 CC067_HUMAN 0 CCTCTTTTAGATC 0.438 rs144152554

+ 5 1365 BO2_uc011bgj.1_R NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN 3.|Extracellular (Potential). 11 AAGAAGCTGTAG 0.403

- 3 1133 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 AGGATGGATCCAG 0.473

- 6 492 L24_uc003dvi.1_3'U NM_000986 NP_000977 P83731 RL24_HUMAN 0 CGGGGAGCTGAA 0.358 rs1804331

- 6 991 NM_018010 NP_060480 Q9NWB7 IFT57_HUMAN 3 AGTTGCGGTAGTA 0.383

+ 18 4100 _p.S1230L|PHLDB NM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN PH. 6 CCCCATCGCCAGA 0.423

- 4 1126 ZBTB20_uc003ebl.2 NM_015642 NP_056457 Q9HC78 ZBT20_HUMAN 5 CAGGCCGGGGCT 0.617

+ 7 2821 ew.3_Missense_Mu NM_000388 NP_000379 P41180 CASR_HUMAN Name=6; (Potential). 7 TTCATCGTCTGGA 0.527

+ 60 8988 hk.2_Missense_Mu NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 CCTCCCGCCTAGC 0.552

+ 2 344 _p.D39G|ROPN1B NM_001012337 NP_001012337 Q9BZX4 ROP1B_HUMAN RIIa. 0 GGGCCGAGTACG 0.632

+ 28 5054 ejh.2_Missense_Mu NM_032242 NP_115618 Q9UIW2 PLXA1_HUMAN lasmic (Potential). 3 GCACACCGGGGC 0.632

+ 14 2857 _uc003epw.1_Intro NM_001063 NP_001054 P02787 TRFE_HUMAN ansferrin-like 2. 2 GATGAGTGGAGT 0.507

- 13 2043 eqb.3_Missense_M NM_005630 NP_005621 Q92959 SO2A1_HUMANcellular (Potential). 1 CCTCGCCTCCCC 0.607

+ 1 964 SC22D2_uc003exx NM_014779 NP_055594 O75157 T22D2_HUMAN 1 GACACAGCAGTAC 0.617

- 4 1891 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 2. 13 ATATTCTTAATGTG 0.413

- 17 2090 _p.S656F|DHX36_ NM_020865 NP_065916 Q9H2U1 DHX36_HUMAN 1 CTTATGGAGAGTA 0.338

- 6 1091 _p.V272L|PLCH1_ NM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMAN 4 CAAGAACATTTTT 0.289

- 14 2231 R49_uc011bpd.1_M NM_178824 NP_849146 Q8IV35 WDR49_HUMAN 3 TCTGGTTCTTTCC 0.433

- 4 1064 11bpt.1_Intron|uc00 NM_020949 NP_066000 Q8TBB6 S7A14_HUMAN 5 ACCAGCCGTGGG 0.502

- 7 998 DC39_uc003fkn.2_ NM_181426 NP_852091 Q9UFE4 CCD39_HUMAN 4 ATGCCGTTCTACA 0.358

+ 4 749_750 utation_p.17_18WE NM_004721 NP_004712 O43283 M3K13_HUMAN 3 ACTTGGGAAGTG 0.525

- 23 2671 A4_uc010hzi.2_Spl NM_032279 NP_115655 Q4VNC1 AT134_HUMAN 2 AGAGCCTGAAAGC 0.468

+ 20 4085 3A_uc011bvm.1_M NM_003704 NP_003695 P78312 F193A_HUMAN 3 AGACCCGACAAAG 0.507

- 10 5032 dr.1_Missense_Mu NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 TGGCTTCGATTTT 0.468

- 2 281 NM_005130 NP_005121 Q14512 FGFP1_HUMAN 0 TGTTCCCGGGCCT 0.493

+ 10 1436 xs.1_Missense_Mu NM_018323 NP_060793 Q8TCG2 P4K2B_HUMAN PI3K/PI4K. 4 GAGACGGGAAGA 0.408

+ 8 978 grn.3_Nonsense_M NM_024936 NP_079212 Q9H5U6 ZCHC4_HUMAN 2 TTTCTGGATTTTC 0.338

+ 5 1249 _p.R205C|KLHL5_ NM_015990 NP_057074 Q96PQ7 KLHL5_HUMAN 1 TGGGTCCGTCATG 0.388

- 31 3141 _p.G196E|ATP8A1_ NM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMAN cellular (Potential). 3 CCATTTCCAAATG 0.398

+ 4 745 NM_001080476 NP_001073945 A8MXD5 GRCR1_HUMAN 1 TTTCTTCCATGCT 0.478

- 8 1149 bzr.1_Missense_Mu NM_022832 NP_073743 P62068 UBP46_HUMAN 1 AGAAGCCGTGAC 0.363



- 3 735 3haf.3_Missense_MNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4 GGGAGGGAGCC 0.607

+ 1 54 ihe.2_Missense_M NM_006947 NP_008878 O76094 SRP72_HUMAN 1 CGGCGGCAGCG 0.632

- 14 2661 ah.1_Missense_Mu NM_004439 NP_004430 P54756 EPHA5_HUMAN(Potential).|Protein kinase. 24 AGTACCCGGGAAA 0.428

- 1 348 T2A3_uc010ihp.1_R NM_024743 NP_079019 Q6UWM9 UD2A3_HUMANcellular (Potential). 2 ATAACTGATTGCC 0.348

- 2 833 _p.W126*|UGT2B4 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 AAAATCCCAGTAG 0.423

- 4 463 se_Mutation_p.V1 NM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 1. 3 GGTGAACGGGGA 0.493

- 27 5236 3hgq.2_Missense_M NM_032217 NP_115593 O75179 ANR17_HUMAN 10 TTGCTACTGTTAA 0.383

+ 2 331 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANcellular (Potential). 1 GTTTCTCTTCCGA 0.473

- 10 1190 _p.R348Q|RASGE NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN Ras-GEF. 0 AGCTGTTCGATAAT 0.343

+ 13 1911 ej.1_Missense_Mu NM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4 ACAATCCATCCTA 0.413

- 2 369 hk.1_Missense_Mu NM_021833 NP_068605 P25874 UCP1_HUMAN Solcar 1. 1 TGGACCGTGTCGT 0.577 rs143645398

+ 7 691 _p.H108Y|IL15_uc NM_000585 NP_000576 P40933 IL15_HUMAN 0 AGTATTCATGATA 0.363

+ 6 1619 nh.2_Missense_Mu NM_001130067 NP_001123539 Q9C040 TRIM2_HUMAN NHL 1. 1 ATTTGATCTTTCG 0.537

- 8 1437 F1_uc010iqw.1_Int NM_138386 NP_612395 Q96HR8 NAF1_HUMAN 2 GATTATTTTGTCT 0.383

- 7 1003 on_p.R261H|DDX6 NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1 AGAACACGCTGG 0.398

+ 5 1359 0irr.2_Missense_M NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN2B.|Extracellular (Potential). 16 TTGTTAATATAGT 0.333

- 7 1129 zk.1_Missense_Mu NM_173553 NP_775824 Q8N7C3 TRIMM_HUMAN B30.2/SPRY. 2 TGTCTCCATTTGG 0.458

+ 3 349 RIO_uc011cna.1_M NM_007118 NP_009049 O75962 TRIO_HUMAN CRAL-TRIO. 18 TGTATTCCCAGGT 0.453

+ 2 451 hd.1_Missense_Mu NM_004932 NP_004923 P55285 CADH6_HUMAN p.G42A(1) 7 TCTCTGGAAACAG 0.493

+ 20 5301 m.2_Missense_Mu NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 GCACTCCGAGAGA 0.582

+ 10 1366 NM_032637 NP_116026 Q13309 SKP2_HUMAN 4 GTATTTTTGTATG 0.328

+ 32 6361 kk.3_Splice_Site_p NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 CAAAACGTGAGTG 0.318

- 3 580 MB_uc011cpy.1_Mis NM_198449 NP_940851 Q6PCB8 EMB_HUMAN Potential).|Ig-like V-type 1. 0 TATTCTCAAGTTG 0.368

+ 17 3393 p.V1044I|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN E-M-E-T-D-L-K-X-T-G-R- E- 2 AGAGAAGTATCCC 0.458

- 2 134 se_Mutation_p.D31 NM_015566 NP_056381 Q9Y6X4 F169A_HUMAN 0 CAGGGTCCCCACA 0.383

- 10 1414 _p.P289L|POC5_uc NM_001099271 NP_001092741 Q8NA72 POC5_HUMAN 1 ATCGGAGGAGCTG 0.507

+ 3 750 _p.V132I|VCAN_uc NM_004385 NP_004376 P13611 CSPG2_HUMAN g-like V-type. 16 TGTGACGTCATGT 0.522

- 3 321 kkp.2_Missense_M NM_001145678 NP_001139150 Q8IV33 K0825_HUMAN 0 CTCCAGGAAATGA 0.308

+ 20 2667 3kks.2_Missense_M NM_032290 NP_115666 Q9BQI6 ANR32_HUMAN ANK 2. 2 TTGCAACGTTGTC 0.458

+ 4 381 81B_uc010jbe.1_5 NM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2 AGAGAGGTCAGC 0.502

- 15 1551 3kpp.1_Missense_ NM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1 CTGGGAGAATTGT 0.512

- 19 2915 3krv.3_Missense_M NM_020796 NP_065847 Q9H2E6 SEM6A_HUMAN lasmic (Potential). 2 TGTTGCCGGGAGT 0.612

- 52 7010 NM_001999 NP_001990 P35556 FBN2_HUMAN e 36; calcium-binding. 15 ATCCGTCGGTGTT 0.413

+ 8 1832 kuz.2_Missense_M NM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0 GGACCGTACTGG 0.373

+ 6 1014 yj.1_Intron|WNT8A_ NM_058244 NP_490645 Q9H1J5 WNT8A_HUMAN 4 ACTGCGCACGCT 0.512

+ 12 1926 yo.1_Missense_Mu NM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0 GAGGCCGTTCCT 0.488

+ 1 1445 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMAN|Extracellular (Potential). 6 GGACGCGGACG 0.667

+ 1 2159 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN |Extracellular (Potential). 6 TGCTCCTGGTGGA 0.706

+ 1 713 1_Intron|PCDHGB4 NM_003735 NP_003726 O60330 PCDGC_HUMANr (Potential).|Cadherin 2. 4 CTCATCGTGCAAA 0.582

+ 6 1408 _uc010jgf.2_Missen NM_001130029 NP_001123501 Q8NC24 RELL2_HUMAN 0 ATGGCTCCCCCAC 0.642

- 12 3187 _p.R559Q|SH3TC2 NM_024577 NP_078853 Q8TF17 S3TC2_HUMAN TPR 4. 2 AGGTTCCGATAAA 0.557 rs140666774

+ 4 766 EL2_uc011dca.1_3 NM_152407 NP_689620 Q8TAA5 GRPE2_HUMAN 1 CTTGCCCGAGTGG 0.512

+ 5 842 _p.S228F|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 GGGACTCCCTAG 0.672

- 21 2615 NM_000440 NP_000431 P16499 PDE6A_HUMAN 2 TTGGCCGACTGC 0.408

- 20 2956 F1R_uc010jhc.2_R NM_005211 NP_005202 P07333 CSF1R_HUMAN lasmic (Potential). 54 TCACCCGCTCTCT 0.632

+ 5 805 .A225T|GALNT10_ NM_198321 NP_938080 Q86SR1 GLT10_HUMAN main A.|Lumenal (Potential) 2 TGGGGGCCTCAG 0.542

- 4 649 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMANcellular (Potential). 0 ATCAGGGAGGCT 0.333



+ 7 989 _p.P174L|GABRA1 NM_000806 NP_000797 P14867 GBRA1_HUMANcellular (Probable). 3 ACTTCCCTATGGA 0.378 rs138145692

- 36 4917 g.2_Missense_Muta NM_003062 NP_003053 O75094 SLIT3_HUMAN CTCK. 4 GCACTGGAAGAC 0.637

+ 13 2372_2373 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMAN lasmic (Potential). 1 CATCACCAAGGTG 0.658

- 15 1591 03mhm.2_Missense NM_016222 NP_057306 Q9UJV9 DDX41_HUMAN case C-terminal. 0 AGCGCCCGGTGC 0.607

- 3 982 mlm.1_Missense_M NM_018434 NP_060904 Q86XS8 GOLI_HUMAN cellular (Potential). 3 GAGCCACGGCTG 0.383

- 5 655 P2L_uc011dim.1_I NM_004752 NP_004743 O75603 GCM2_HUMAN 3 CTTCTGCCTAGAA 0.398

+ 3 265 S49L|SLC17A4_uc NM_005495 NP_005486 Q9Y2C5 S17A4_HUMAN 1 ATTTTTCAATTTAC 0.478

+ 1 27 NM_001732 NP_001723 Q13410 BT1A1_HUMAN 2 ATGGCAGTTTTCC 0.547

+ 18 1890 se_Mutation_p.P56 NM_001025091 NP_001020262 Q8NE71 ABCF1_HUMAN 2 GAGGCCCCTGAG 0.562

+ 3 260 K2B_uc003nvs.1_3 NM_021221 NP_067044 Q8NDX9 LY65B_HUMAN UPAR/Ly6. 0 GCAACACCTACTT 0.532

- 6 1008 .2_Intron|C6orf27_ NM_025258 NP_079534 Q9Y334 G7C_HUMAN 3 CCCCTCGGTGGCT 0.602

+ 7 1141 _Missense_Mutatio NM_000063 NP_000054 P06681 CO2_HUMAN VWFA. 2 GTGAGCGTTGCC 0.517

- 2 1000 2_5'Flank|ATF6B_u NM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0 GTGGGGGTAAAGT 0.592

+ 7 730_731 FL8_uc003oac.1_M NM_030652 NP_085155 Q99944 EGFL8_HUMAN Potential. 0 GAGCGGCTGGAG 0.619

+ 5 398 WDR46_uc010juo. NM_014260 NP_055075 O15212 PFD6_HUMAN 0 CAGCTTCGGGATC 0.547

+ 58 8169 rf125_uc003oez.1_ NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 CTAGATGACGGAG 0.617

+ 8 1100 D2_uc011dtv.1_5'U NM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN 3 GCCTCGAGGACG 0.632

- 5 634_635 NM_006653 NP_006644 O43559 FRS3_HUMAN 2 TCGAGGGAGGTC 0.475

+ 8 870 8_uc003orv.1_Miss NM_138572 NP_612639 Q7Z7C8 TAF8_HUMAN 1 TTGTCGGGTAGCC 0.537

- 6 862 vb.2_Missense_Mu NM_023932 NP_076421 Q6UY11 DLK2_HUMAN EGF-like 6; calcium-binding 0 GGCGGCTGGCA 0.612

+ 2 354 vx.1_Missense_Mu NM_152732 NP_689945 Q9H1X1 RSPH9_HUMAN 2 TCATACGAATATG 0.527 rs150021750

- 7 2039 xf.1_Missense_Mut NM_021073 NP_066551 P22003 BMP5_HUMAN 2 TTCTATATTTTTTC 0.343

+ 5 615 pje.2_Missense_M NM_000056 NP_000047 P21953 ODBB_HUMAN 0 CTATCCGGTCCCC 0.483 rs79761867

- 3 657 pou.2_Missense_M NM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMANcellular (Potential). 2 TTCACGGTCAAGG 0.433

+ 2 462 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN SET. 0 GGAGTGGATAGG 0.617

- 3 526 pvt.2_Missense_Mu NM_001105206 NP_001098676 Q16363 LAMA4_HUMAN 9 GGGTGTGAAAGA 0.423

+ 4 664 _p.R79H|FAM26D_ NM_153036 NP_694581 Q5JW98 FA26D_HUMAN 0 ACATCCGCATTCC 0.463

+ 9 954 NM_002269 NP_002260 O15131 IMA5_HUMAN ARM 5. 4 GCAGACGTGTGTT 0.408

+ 2 472 NM_175057 NP_778227 Q96RI9 TAAR9_HUMAN Name=4; (Potential). 0 TTTCCTGGTTCTT 0.423

+ 12 1915 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2 CTAGCCGATGAAG 0.567 rs147532213

+ 3 1305 e_Mutation_p.T376 NM_015093 NP_055908 Q9NYJ8 TAB2_HUMAN 0 CAAATACGGATGA 0.493

- 6 554 003qrb.2_Translatio NM_032861 NP_116250 Q96JX3 SRAC1_HUMAN 0 TCTTCCGTAGGAG 0.453 rs148861818

+ 6 1120 qtd.2_Missense_M NM_003057 NP_003048 O15245 S22A1_HUMAN lasmic (Potential). 0 CTGTTCCGCACGC 0.592

+ 8 1725 _p.R437W|HEATR2 NM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1 TGGAGCGGGTGA 0.637

+ 2 1291 ense_Mutation_p.A NM_001098201 NP_001091671 Q99527 GPER_HUMAN cellular (Potential). 1 GCCATGCCCACCC 0.622

- 8 1075 f27_uc003smh.3_5 NM_152743 NP_689956 Q6PJG6 BRAT1_HUMAN 0 CGTCTGCCGTCCC 0.682

- 25 3818 NM_032415 NP_115791 Q9BXL7 CAR11_HUMANnylate kinase-like. 50 GCCGATCTTGTCC 0.647

- 1 1967 DIL_uc011jwd.1_In NM_020144 NP_064529 Q9NRJ5 PAPOB_HUMAN 1 CGTGAGGAATACT 0.453

- 2 263 son.3_Missense_M NM_024963 NP_079239 Q96ME1 FXL18_HUMAN F-box. 3 GCTTCCGACAGG 0.527

+ 6 1625 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN 0 CAGGAGCGCAGC 0.537 rs145682662

- 18 3960 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMAN 2.|Extracellular (Potential). 3 TGCCTTCTCACTC 0.413

+ 13 1837 876_splice|ABCB5_ NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN 6 TTTATAAGATAGC 0.333

- 2 1102 uc003szc.1_5'Flank NM_000522 NP_000513 P31271 HXA13_HUMAN Homeobox. 1 TTCGTCGTGGCT 0.433

+ 11 1153 NM_016616 NP_057700 Q8N427 TXND3_HUMAN 3 GAAGCCCAGGTTA 0.448

- 4 514 NM_032014 NP_114403 Q96EL2 RT24_HUMAN 0 TTTGGAGGTGGAG 0.478

- 6 831 ntron|POLM_uc003 NM_013284 NP_037416 Q9NP87 DPOLM_HUMAN 3 TCACACCGACCCC 0.602

- 17 2375 mg.2_Missense_Mu NM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4 TGTCTCCGGAACC 0.677



- 8 1094 sense_Mutation_p NM_033054 NP_149043 B0I1T2 MYO1G_HUMANyosin head-like. 4 GGGGTGTGGCC 0.647

+ 11 1993 NM_021116 NP_066939 Q08828 ADCY1_HUMAN 6 ATCACCCGGGTCC 0.552

- 8 1329_1330zc.2_Missense_Mu NM_015198 NP_056013 O75128 COBL_HUMAN 5 CCTGCGGGGCTC 0.629

+ 1 1880 NM_003508 NP_003499 O00144 FZD9_HUMAN lasmic (Potential). 1 GGGCCCGGGCC 0.657

+ 20 1275 ELN_uc003tzr.2_In NM_000501 NP_001075224 P15502 ELN_HUMAN Ala-rich. 5 GCATTCCTACTTA 0.627

+ 6 880 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN 0 AGCGTCGGTTCCA 0.587

- 6 561 z.1_Missense_Mut NM_005338 NP_005329 O00291 HIP1_HUMAN 8 TTTCTCCAGCCTC 0.552

+ 2 1463 .E120K|GRM3_uc0 NM_000840 NP_000831 Q14832 GRM3_HUMAN cellular (Potential). 13 GTGGATGAAGCTG 0.433

- 15 1844 _p.R590*|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN 1.|Cytoplasmic (By similarity 6 ACAGTCGGTGTG 0.488

+ 4 989 NM_019004 NP_061877 Q9P2G1 AKIB1_HUMAN 1 TTCTCACGGGATC 0.368

+ 18 1399 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 GCCAAGGGTGCTG 0.453 rs72656391

- 7 807 n_p.A206S|SLC25A NM_014251 NP_055066 Q9UJS0 CMC2_HUMAN 4 CAGCAGCCTCAA 0.308

- 6 1131 e_Mutation_p.R23 NM_032924 NP_116313 P17036 ZNF3_HUMAN C2H2-type 3. 1 ATCCTCCGATGCA 0.498

+ 4 494 lgt.2_Intron|GATS_ NM_024070 NP_076975 Q6DKI7 PVRIG_HUMAN ical; (Potential). 2 AGGGACCCCGGA 0.637

+ 16 3566 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN Extracellular (Potential). 11 GTGGGACACACAC 0.617

+ 3 4732 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 CTGACGGTACCAG 0.488

+ 3 12373 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 CCCCACGGTGAC 0.537 rs150141937

- 10 1287 _uc003var.2_RNA NM_145032 NP_659469 Q8NEE6 FXL13_HUMAN LRR 3. 0 CGCATCGTCCTGT 0.463

- 55 9102 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN BNR 14. 19 CCATCGGTAGAGT 0.527

- 52 5968 vfw.2_Missense_M NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Pro-rich. 4 GGGGGCGGAGTC 0.711

- 1 162 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 GAACCTCGTCTAC 0.378

+ 6 745 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN ntial).|ABC transmembrane 5 ATCGCTCCTTTGC 0.473 rs121908803

- 2 2083 NM_005302 NP_005293 O15354 GPR37_HUMAN lasmic (Potential). 3 CCCTCGGGTACA 0.433

- 11 1259 ense_Mutation_p.Q NM_018077 NP_060547 Q9NW13 RBM28_HUMAN RRM 3. 2 TGAACTGGGCAAA 0.448

- 31 5721 vqz.3_Missense_M NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 AGGTATGCGTTCA 0.507

- 15 3086 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN 1 CAGTGTCTGTGTA 0.617

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 3 750 xc.3_Missense_Mu NM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0 AGATATCACACAC 0.433

+ 23 3014 tc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMANasmic (By similarity). 5 GCCTGCGATCCAC 0.617

+ 1 796 NM_001004685 NP_001004685 O95006 OR2F2_HUMANcellular (Potential). 4 TCTGGTCCCTCAG 0.493

+ 12 1482_1483vd.1_Missense_Mu NM_007188 NP_009119 Q9NUT2 ABCB8_HUMAN 3 TGCGTCCCCAAA 0.649

+ 16 1907 03wpt.2_Missense_ NM_014629 NP_055444 O15013 ARHGA_HUMAN DH. 1 ACACTAGCAGAGA 0.483

+ 10 1280 NM_016353 NP_057437 Q9UIJ5 ZDHC2_HUMAN 0 TTTCCAACTTGCC 0.373 rs2904682

- 3 1848 .2_Missense_Muta NM_005144 NP_005135 O43593 HAIR_HUMAN 2 AGCCGCGTGGAC 0.662

- 7 482 n_p.E81K|BIN3_uc NM_018688 NP_061158 Q9NQY0 BIN3_HUMAN AR.|Potential. 0 CCTGTTCCCGCC 0.612

- 9 1143 NM_003844 NP_003835 O00220 TR10A_HUMAN lasmic (Potential). 6 CAGTGGGGTCAGC 0.532

- 1 834 xfe.1_Missense_M NM_000680 NP_000671 P35348 ADA1A_HUMANasmic (By similarity). 5 GGGTAGCGCAGC 0.617

+ 3 497 ense_Mutation_p.R NM_001135726 NP_001129198 Q6NT76 HMBX1_HUMAN 1 TGGACCGTCTTGA 0.438

- 6 3688 3xkn.1_Missense_ NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN FIP-RBD. 3 TCCGAGGGGCTG 0.448

+ 2 272 2L_uc003xku.3_5'U NM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN 2 GTAAGCGGTGGCT 0.343

- 7 1312 xrf.3_Missense_M NM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11 AAGATTCGTTAGT 0.418 rs140425456

+ 2 605 y.1_Missense_Muta NM_006269 NP_006260 P56715 RP1_HUMAN 12 CGCCCCCCACGG 0.692

- 11 1481 xr.3_Missense_Mu NM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2 CTGGGAGTAAAAA 0.428

+ 39 4771 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 TGGGAGTCAGAG 0.478

- 3 393 ALB1_uc011lge.1_ NM_004929 NP_004920 P05937 CALB1_HUMAN EF-hand 2. 1 TTTTTCCATCATC 0.289

+ 55 10130 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TGCAGGTTGTGTT 0.398

+ 16 2600 R1_uc010mch.2_M NM_018002 NP_060472 Q8N573 OXR1_HUMAN TLD. 0 AATTTGCGCTTTG 0.323



- 2 1111 NM_139166 NP_631905 Q8N0Z2 ABRA_HUMAN with actin (By similarity). 2 TGGCACGCATGAG 0.453

+ 5 3023 _p.G281S|FAM83A NM_032899 NP_116288 Q86UY5 FA83A_HUMAN Ser-rich. 4 TTCAGCGGCCGCT 0.741

+ 9 1053 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 TTTGTGGAGGTCT 0.493

+ 3 1274 kx.1_Missense_Mu NM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2 CACCTCGTACCTC 0.622

+ 2 70 CK5_uc003zcg.2_R NM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1 CAGGTGCAGCTCT 0.582

- 2 398 f82_uc003zqb.2_5 NM_024828 NP_079104 Q9H8G2 CI082_HUMAN 0 ACAGTCAGGTCCA 0.343

- 1 2962 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CAGCAATGAAGGC 0.473

- 6 1009 ense_Mutation_p.A NM_033655 NP_387504 Q9BZ76 CNTP3_HUMANPotential).|Laminin G-like 1. 1 ACAGGAGCAATAG 0.498

+ 13 1340 b.1_RNA|TMC1_u NM_138691 NP_619636 Q8TDI8 TMC1_HUMAN cellular (Potential). 1 CAATTGGATGGAT 0.403

- 8 2869 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 AATCTACCTTTTCA 0.398

- 1 357 NM_016848 NP_058544 Q92529 SHC3_HUMAN 4 TCGACCGATGTCA 0.562

+ 7 1643 k.2_Missense_Muta NM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12 CTGGCCCGCGCT 0.647

+ 2 227 4axl.1_Missense_M NM_003275 NP_003266 P28289 TMOD1_HUMAN 0 ACAGACGAGAACT 0.473 rs141454774

- 11 1543 muc.1_Missense_MNM_001080398 NP_001073867 0 AGAGCGGAGGAG 0.413

- 3 417 4bjg.2_Missense_ NM_005118 NP_005109 O95150 TNF15_HUMAN cellular (Potential). 0 GCTTACCTGTCAG 0.438

+ 54 7209 _p.E2346K|SPTAN NM_003127 NP_003118 Q13813 SPTA2_HUMAN EF-hand 2. 10 GAAGGGGAACCT 0.567

+ 11 1306 wz.2_Intron|FAM73 NM_032809 NP_116198 Q7L4E1 FA73B_HUMAN 1 TTCTTCGGGAAAG 0.582

+ 5 1165 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin EGF-like 2. 3 ACTGCCGTGACCA 0.637 rs45505601

+ 18 2063 w.2_Missense_Mu NM_007171 NP_009102 Q9Y6A1 POMT1_HUMAN 1 CTCCGACGGCGA 0.428 rs150899645

- 5 618 NTPD2_uc004ckx. NM_203468 NP_982293 Q9Y5L3 ENTP2_HUMANcellular (Potential). 0 ACCACCGGCCCA 0.677

+ 6 1104 cla.3_Missense_Mu NM_207309 NP_997192 Q3KQV9 UAP1L_HUMAN 1 GTGGCTGTGAAGA 0.532

- 7 854 cpy.1_Missense_M NM_004192 NP_004183 O95671 ASML_HUMAN 0 GAGTGGGCTCCG 0.706

- 2 2156 BED1_uc004cqh.1_ NM_004729 NP_004720 O96006 ZBED1_HUMAN 0 CCACTCCGGGCG 0.672

+ 12 2514 mid.1_Missense_Mu NM_001830 NP_001821 P51793 CLCN4_HUMANasmic (By similarity). 5 TGCGGCGCATCCT 0.592

+ 3 1158 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN ar (Potential).|LRR 12. 5 TTCTCCCCAGCCT 0.398

- 6 1334 v.2_Nonsense_Mu NM_002641 NP_002632 P37287 PIGA_HUMAN lasmic (Potential). 0 CCAGTCGTTTGTC 0.483

- 28 3808 c.1_3'UTR|PDHA1_ NM_001001671 NP_001001671 Q6ZN16 M3K15_HUMAN 7 GCAGCCGCAACC 0.408

+ 1 119 2_5'Flank|MAGEB1 NM_002367 NP_002358 O15481 MAGB4_HUMAN 1 GTGCCCGTGAGAA 0.572

- 5 685 kh.1_Missense_Mu NM_006307 NP_006298 P78539 SRPX_HUMAN HYR. 0 GACACCCGGACT 0.433 rs111307887

- 13 1681 NM_004229 NP_004220 O60244 MED14_HUMANREBF1.|Interaction with STA 4 CTTATCGTAGGCA 0.368

+ 14 2438 R512H|DDX3X_uc0 NM_001356 NP_001347 O00571 DDX3X_HUMAN case C-terminal. 6 TACATCGTATTGG 0.373

- 4 293 n_p.L67F|SSX3_uc NM_021014 NP_066294 Q99909 SSX3_HUMAN KRAB-related. 0 ATGGGAGGATGGC 0.353

+ 4 504 4dmu.2_Missense_ NM_024859 NP_079135 Q9H6Y5 MAGIX_HUMAN PDZ. 0 TGGCCGTGCGCG 0.632

- 42 4992 nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMAN ic (Potential).|Poly-Glu. 6 gcccctcttcttcctcctcc 0.383

- 29 3606 nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMANasmic (Potential).|IV. 6 ACACACGATACTG 0.562

+ 1 132 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1 AGGAGGGCCTCC 0.463

- 1 1962 a.1_Intron|RGAG4_NM_001024455 NP_001019626 Q5HYW3 RGAG4_HUMAN 3 CCTGTGCGGCGA 0.587

- 29 6830 .R2262C|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN xtracellular (Potential). 23 CGACACGTCGCC 0.448

+ 5 650 p.D139N|MST4_uc NM_016542 NP_057626 Q9P289 MST4_HUMANProtein kinase. 9 CCATTTGATGAGT 0.343

+ 5 2930 mwr.1_Missense_M NM_032539 NP_115928 Q9H156 SLIK2_HUMAN lasmic (Potential). 7 ACGCCGAAAGGG 0.428 rs147278885

+ 3 1123 NM_005364 NP_005355 P43361 MAGA8_HUMAN MAGE. 0 GCATTTCCTACCC 0.577 rs45578531

+ 2 110 myi.1_Missense_M NM_007150 NP_009081 O15231 ZN185_HUMAN 3 AATAACGTTCTCA 0.582

- 8 2180 .R548W|PDZD4_u NM_032512 NP_115901 Q76G19 PDZD4_HUMAN 1 GCAGCCGATCTCG 0.677

+ 13 2695 NM_017514 NP_059984 P51805 PLXA3_HUMAN Extracellular (Potential). 3 ACCCCCGCATCAC 0.667

+ 22 4071 NM_017514 NP_059984 P51805 PLXA3_HUMAN lasmic (Potential). 3 GACTACCGGACTT 0.627

+ 17 2494 _p.E690K|SCNN1D NM_002978 NP_002969 0 TCAGCCGAAGAGA 0.672

+ 5 986 _p.E245D|DFFB_u NM_004402 NP_004393 O76075 DFFB_HUMAN 0 ACCGGAAGGCTG 0.672



+ 20 2657 _p.P816S|PIK3CD_ NM_005026 NP_005017 O00329 PK3CD_HUMAN PI3K/PI4K. 7 TGCCTCCCCACCG 0.602

- 5 367 _p.V103A|C1orf127 NM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1 ATGTGAACTAAGA 0.502

- 1 373 10obf.1_Missense_ NM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0 GCGTTTCCTCGGT 0.483

+ 4 436 _Mutation_p.G119E NM_004070 NP_004061 P51800 CLCKA_HUMAN 1 CCTCTGGAGGTGA 0.602

+ 7 1662 _p.R353H|PAX7_uc NM_002584 NP_002575 P23759 PAX7_HUMAN 203 GAGCCCGCCACA 0.667

- 6 582 plice_Site_p.G109_ NM_003760 NP_003751 O43432 IF4G3_HUMAN 1 GCGTTCCTAAAAA 0.428

+ 1 480 uc010ofi.1_RNA NM_006142 NP_006133 P31947 1433S_HUMAN 0 GCCACCGGTGAC 0.622

+ 3 700 BTB8A_uc001bvm. NM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN BTB. 0 CTTTCTCCCCTGA 0.423

- 3 402_403 cbw.3_Missense_M NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANcellular (Potential). 8 TGAACTGCAGTT 0.614

+ 1 311 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 GGAAACGAAGTAT 0.323

- 8 960 1cim.2_Nonsense_ NM_006824 NP_006815 Q99848 EBP2_HUMAN 0 AGCCTTTCTTCTT 0.488

+ 2 189 ciy.2_Missense_Mu NM_001255 NP_001246 Q12834 CDC20_HUMAN 0 TGGCAGCGCAAA 0.692

+ 9 1138 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANmenal (Potential). 1 GCACCGGTAGTAA 0.473

- 27 2854 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 GGCTGGATCAGT 0.348

+ 42 5452 ADL_uc009wag.2_ NM_176877 NP_795352 Q8NI35 INADL_HUMAN 4 TACCACCTTGGTT 0.443

+ 6 1003 NM_032437 NP_115813 A8K855 EFCB7_HUMAN 0 CTGTCAGCAACCA 0.378

- 3 185 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1 CCACATCGAAGGA 0.522 rs61751282

- 8 490 te_p.I74_splice|SL NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN 4 ACAGATCTGTGAA 0.378

- 2 767 ebv.1_Missense_M NM_004980 NP_004971 Q9UK17 KCND3_HUMAN lasmic (Potential). 3 TAGAAGTTGAGCA 0.612

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 CTTCTTGTCCAGC 0.458 rs121913254

+ 2 370 _p.G114E|CD2_uc0 NM_001767 NP_001758 P06729 CD2_HUMAN -3 (CD58) binding region 2. 1 CAAAAGGAAAAAA 0.308

- 3 644_645 MGCS2_uc001eie. NM_005518 NP_005509 P54868 HMCS2_HUMAN 2 ATAGACGGCAATG 0.475

- 32 6161 NM_024408 NP_077719 Q04721 NOTC2_HUMANmic (Potential).|ANK 4. 27 TCACATCCGCTTG 0.527

- 5 660 NR_024442 0 TCAGATGCTCAGC 0.498

+ 3 401 68S|ECM1_uc001e NM_004425 NP_004416 Q16610 ECM1_HUMAN 3 GGCCCTCCCTTTG 0.572

- 2 3473 e.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 TTCTCCGGTTCCT 0.174 rs113946258

- 3 528 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GGGAATCTCTGTC 0.517

- 4 1527 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6 GCCAAGGAGGCAT 0.627

+ 13 1561 _p.V201A|NTRK1_u NM_002529 NP_002520 P04629 NTRK1_HUMAN lasmic (Potential). 17 CAGGTGTTCACCA 0.567

- 36 4743 _p.T651A|ARHGEF NM_014784 NP_055599 O15085 ARHGB_HUMAN 9 TGGGTGTCAGGT 0.637

- 7 1468 phw.1_Missense_M NM_031281 NP_112571 Q96RD9 FCRL5_HUMANPotential).|Ig-like C2-type 4. 6 GTCAGAGAGAAG 0.582

+ 3 714 1C_uc001frv.2_5'U NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Potential). 4 TAGATTTACTGAG 0.478

+ 6 1254 .L95F|CD1E_uc00 NM_030893 NP_112155 P15812 CD1E_HUMAN 3 AACATTCTTTCTC 0.328

+ 5 890 sz.1_Missense_Mu NM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 3.|Extracellular (Potential). 3 GTGTCTCCAGAGA 0.557

- 7 963 R254*|NR1I3_uc00 NM_001077480 NP_001070948 Q14994 NR1I3_HUMAN 2 GTTTTCGTAGTGT 0.527 rs144211465

+ 4 673 gbp.2_Missense_M NM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1 ACAAGTGTAGAAA 0.318

- 12 2869 wu.1_Missense_Mu NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 7. 11 TGATTTCGTATTC 0.532

+ 7 1744 _Mutation_p.P472T NM_005807 NP_005798 Q92954 PRG4_HUMAN repeats of K-X-P-X-P-T-T-X 1 ACCACTCCCAAGG 0.637

+ 8 4116_4117 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 GTCGAGGGCTTT 0.564

+ 2 541 C1_uc010pwr.1_M NM_018662 NP_061132 Q9NRI5 DISC1_HUMAN ction with MAP1A. 1 AGGCAGCCTGCA 0.642

+ 8 1174_1175 G251K|MTR_uc01 NM_000254 NP_000245 Q99707 METH_HUMAN Hcy-binding. 3 CTCATGGAGAAC 0.465

+ 6 1175 2W3_uc001idp.1_In NM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY. 7 CGCCATCTCCTGA 0.567

+ 3 356 NM_175911 NP_787107 Q8N349 OR2LD_HUMANcellular (Potential). 4 AATCACACTTCAA 0.289

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGCCAGCAA 0.423

+ 2 187 SF4_uc009xmn.2_5 NM_032023 NP_114412 Q9H2L5 RASF4_HUMAN 1 GCAAGTCCATTCA 0.537

+ 3 383 N2_uc010qfq.1_5' NM_014696 NP_055511 O60269 GRIN2_HUMAN 0 AGGCGCGACCCA 0.697 rs149580948

+ 7 889 _p.A267V|HK1_uc0 NM_000188 NP_000179 P19367 HXK1_HUMAN Regulatory. 1 GGGGAGCCTTTGG 0.522



- 2 418 NM_022146 NP_071429 Q9GZQ6 NPFF1_HUMAN lasmic (Potential). 0 ACCTTTCCACAGC 0.572

- 12 1412 _p.S405F|GPAM_u NM_020918 NP_065969 Q9HCL2 GPAT1_HUMAN 2 TTTAAGGAAAATG 0.443

+ 4 317 PRP1_uc001lcn.2_ NM_006229 NP_006220 P54315 LIPR1_HUMAN 2 ACAAAGGAGATGA 0.478

+ 1 427 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 GCTGTGGCTCCTG 0.692

- 2 263 NR_001589 0 CGAAGGAGATCA 0.493

+ 2 674 08T|OLFML1_uc0 NM_198474 NP_940876 Q6UWY5 OLFL1_HUMAN Potential. 2 GAGAGGCTGACG 0.473

+ 17 2930 NM_006108 NP_006099 Q9HCB6 SPON1_HUMANTSP type-1 6. 0 acaagaaggagatcag 0.234

+ 10 1713 _p.S482N|CRY2_u NM_021117 NP_066940 Q49AN0 CRY2_HUMAN 1 CTGGCAGCATGAG 0.567

+ 1 825 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMANName=7; (Potential). 4 CACTATGATAACT 0.363

- 1 94 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMAN Name=1; (Potential). 3 AGTATGTGAGTAA 0.433

+ 2 1367 NM_004111 NP_004102 P39748 FEN1_HUMAN 1 GAGCCGCCAAGG 0.547

+ 20 4241 sg.2_Missense_Mu NM_002335 NP_002326 O75197 LRP5_HUMAN ical; (Potential). 7 TCGGGCCCGTCAT 0.602

+ 13 2488 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 5.|Extracellular (Potential 3 AAATTGGATTGGC 0.423

+ 14 2047 e_p.E570_splice|C NM_014361 NP_055176 O94779 CNTN5_HUMAN 8 AAAAGGTAAGACA 0.378

+ 3 974 pgv.2_Missense_M NM_001130145 NP_001123617 P46937 YAP1_HUMAN WW 1. 3 AGGACCCCAGGA 0.483

- 25 3829 9zda.1_RNA|NCAP NM_015261 NP_056076 P42695 CNDD3_HUMAN 5 GGGGGAACTTGT 0.443

- 2 916 NM_020634 NP_065685 Q9NR23 GDF3_HUMAN 6 CTCCATGGCAGTA 0.527

+ 5 840 1467_uc009zhx.1_ NM_020853 NP_065904 A2RU67 K1467_HUMAN 3 GGTGTTCGAGAC 0.448

- 6 576 GDIB_uc001rcp.1_ NM_001175 NP_001166 P52566 GDIR2_HUMAN 0 CAACTGGAGTGAG 0.522

+ 1 61 NM_012404 NP_036536 O95626 AN32D_HUMAN LRR 1. 2 GTGAAAGAACTTT 0.458

- 1 194 _p.S59A|KRT8_uc NM_002273 NP_002264 P05787 K2C8_HUMANHead.|Ser-rich. 2 GCGGGAACCGGG 0.662

- 13 1477 A5_uc010sow.1_R NM_002205 NP_002196 P08648 ITA5_HUMAN tential).|Potential.|FG-GAP 2 GGATATCCATTGC 0.562

+ 2 275 1_5'UTR|PDE1B_u NM_000924 NP_000915 Q01064 PDE1B_HUMAN lin-binding (Potential). 2 CTTCGGTCTCTGT 0.637

+ 1 402 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMAN lasmic (Potential). 2 CATCATGAACAAC 0.453

+ 2 756 PH4_uc009zpj.2_5' NM_007224 NP_009155 O95158 NXPH4_HUMAN (linker domain). 0 CGCTGGGGATGG 0.756

+ 3 432 m.2_Missense_Mu NM_006812 NP_006803 Q13438 OS9_HUMAN PRKCSH. 1 TGTTATGGACGCC 0.433

- 4 1826 sqx.2_Missense_M NM_178539 NP_848634 Q8N3H0 F19A2_HUMAN 1 ATTCTTCTCCCTC 0.413

+ 12 1734 syu.2_Splice_Site_ NM_001135805 NP_001129277 P21579 SYT1_HUMAN 6 CTTTCAGAAAGTG 0.453

+ 35 4540 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 ATTAAAGAAATGC 0.318

- 7 1477 tpi.1_Missense_Mu NM_021625 NP_067638 Q9HBA0 TRPV4_HUMAN lasmic (Potential). 4 CACTTGTCCCGCA 0.607

+ 4 771 _p.Q180*|RNFT2_ NM_001109903 NP_001103373 Q96EX2 RNFT2_HUMANcellular (Potential). 0 TGCTTTCAGCATA 0.637

+ 2 556 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3 TCATCAGGTCCCA 0.443

+ 7 1042 D2_uc001udy.1_M NM_024623 NP_078899 Q6N063 OGFD2_HUMAN 1 GAGGAGCCCGCC 0.657

+ 66 11390 H10_uc001ufu.3_5 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6 AACTTTGGGCAAC 0.453

+ 7 793 SF3_uc001uqw.2_I NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN Potential. 1 ACCACCCGTGAG 0.468

- 11 3143 p.E829K|TRPC4_u NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.|Cytoplasmic (P 6 AATCTTCGTGGGT 0.433

- 14 3347 e_Mutation_p.E999 NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 TGGCCTCCGCAG 0.627

- 1 797 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMANcellular (Potential). 2 TCTACCGAGTATC 0.383

- 8 721_722 kp.1_Missense_Mu NM_002471 NP_002462 P13533 MYH6_HUMAN yosin head-like. 4 CTGGTCCTCCAG 0.609

- 11 1799 p.D470N|RALGAPA NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 CATGGTCTGTGAC 0.343

+ 4 1684 my.1_Missense_Mu NM_054024 NP_473365 Q96PC5 MIA2_HUMAN 2 AAGAAACTGGAG 0.308

+ 4 1376 71_splice|MUDENG NM_018229 NP_060699 Q9H0R1 MUDEN_HUMAN 1 CTTTTTAGGTCCC 0.294

- 2 810 NM_005982 NP_005973 Q15475 SIX1_HUMAN 0 TGTTCTCCCTAAG 0.428

- 13 2508 YVE26_uc001xkc. NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 CTTGTACTTTCCA 0.453

+ 5 499 0asq.1_Missense_ NM_020431 NP_065164 Q9P1W3 TM63C_HUMAN 0 AGACTTCCTTGGA 0.517

- 91 14028 zbi.2_Missense_Mu NM_004667 NP_004658 O95714 HERC2_HUMAN HECT. 13 TCAAATTCATGGA 0.532

+ 17 2709 e_Mutation_p.G588 NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN otein kinase 2. 4 CAGACAGGAGAC 0.353



- 8 1406 k.2_5'UTR|CDAN1_ NM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2 GAGACAGCTTGAG 0.458

- 19 4139 p.G1336R|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 CTTTCCCTGAGCT 0.572

+ 5 773 M202_uc002aur.2_ NM_001080462 NP_001073931 A6NGA9 TM202_HUMAN 2 TGGAATCTCTAAG 0.458

+ 10 1821 e_Mutation_p.E560 NM_002499 NP_002490 Q92859 NEO1_HUMAN tential).|Fibronectin type-III 1 CGTGGGAAACACC 0.438

- 17 1874 Mutation_p.N17K|uc NR_027024 0 CAGCAGATTCACC 0.622

+ 5 2017 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1 GACTTCGAGGAG 0.577

+ 9 1988 p.2_Missense_Mut NR_003659 0 GAGAAGAAGCAG 0.662 rs141089280

- 3 506 B3_uc002cmu.2_M NM_080861 NP_543137 Q6PJ21 SPSB3_HUMAN B30.2/SPRY. 0 TAGACGGGAGAG 0.662

- 6 868 crz.1_Missense_M NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 GCGCTCGGCACA 0.721

- 15 3227_3228cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN 127 GGATCGGGCTCA 0.599 rs144649776

- 13 4336 G1263E|GRIN2A_u NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TGCTCCCCGGTGG 0.522

+ 3 1212 gb.3_Missense_Mu NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN cellular (Potential). 1 CCAGATCATTTTG 0.493 rs148290322

+ 6 807 me.2_Missense_M NM_212535 NP_997700 P05771 KPCB_HUMAN C2. 9 CCCGATCCCAAAA 0.423

+ 2 1614 NM_014699 NP_055514 O15015 ZN646_HUMAN 2 CAGCTCCCCTGCT 0.602

+ 35 7605 p.P2466S|CHD9_u NM_025134 NP_079410 Q3L8U1 CHD9_HUMAN ds A/T-rich Dp.I2481fs*71(1) 7 GGAATTCCTGATA 0.388

- 13 1670 _p.Q533*|CDH16_u NM_004062 NP_004053 O75309 CAD16_HUMAN r (Potential).|Cadherin 5. 3 CACTCTGCACCAC 0.637

+ 1 2620 LEKHG4_uc010ce NM_015432 NP_056247 Q58EX7 PKHG4_HUMAN 2 AGTTTCAGGGATG 0.597

- 4 882 gq.2_Missense_M NM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3 GTTTGGGGAGGG 0.279

- 35 5723 f.1_5'UTR|PKD1L2 NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN lasmic (Potential). 3 GCATAGGGGTCTG 0.572

+ 3 462 chg.1_Missense_M NM_002661 NP_002652 P16885 PLCG2_HUMAN PH. 8 ACTCAGTTCGTCC 0.498

- 13 1281 _p.T396M|CAMKK1 NM_172206 NP_757343 Q8N5S9 KKCC1_HUMANProtein kinase. 1 ATTCTCGTCTCGG 0.567

+ 2 992 NM_153230 NP_694962 Q8N4B4 FBX39_HUMAN 2 TTGAACGGATCAT 0.542

- 3 617 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2 GATTTTGGGTTGT 0.393

+ 6 696 p.D115G|MAP2K3_ NM_145109 NP_659731 P46734 MP2K3_HUMANProtein kinase. 0 TCATGGACACATC 0.567

+ 30 4186 crt.2_Missense_Mu NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN SH2. 3 GAGAACCACCTG 0.517

+ 1 1431 _p.H392Y|LRRC37 NM_052888 NP_443120 Q96QE4 LR37B_HUMAN cellular (Potential). 2 GCTCCTCATCCAG 0.522

+ 13 1263 nse_Mutation_p.R3 NM_006804 NP_006795 Q14849 STAR3_HUMAN ytoplasmic (Potential). 0 ATGTCCGGTGAGC 0.617 rs140920637

- 6 1050 NM_181537 NP_853515 Q7Z3Y8 K1C27_HUMAN Rod.|Coil 2. 0 AGTTACTCTCGGT 0.522

- 10 3464 ron|BRCA1_uc010 NM_007294 NP_009225 P38398 BRCA1_HUMAN 52 ATTTTGGCCCTCT 0.373

+ 20 3131 g.1_Missense_Mut NM_004941 NP_004932 Q14562 DHX8_HUMAN 4 TTCTATAGGCCCA 0.473

+ 17 2226 e_Mutation_p.D254 NM_005892 NP_005883 O95466 FMNL_HUMAN FH2. 1 ATGAGTGATTTTG 0.597

+ 6 1241 uc002irv.1_Missens NM_018896 NP_061496 O43497 CAC1G_HUMANar (Potential).|Poly-Gly.|I. 1 GCGCGGGGACG 0.617

- 13 1728 tf.2_Missense_Mu NM_001130528 NP_001124000 O60271 JIP4_HUMAN Potential. 5 GCCATTTCTACTCT 0.413

- 2 553 AG9_uc002itd.2_M NM_001130528 NP_001124000 O60271 JIP4_HUMAN Potential. 5 AAGTCCTTTTTTT 0.313

+ 1 259 2P1_uc002ivn.2_5' NM_012374 NP_036506 Q15615 OR4D1_HUMANcellular (Potential). 1 TTCCTCCATGAGA 0.512

- 4 732_733 1_RNA|MRPL38_u NM_032478 NP_115867 Q96DV4 RM38_HUMAN 1 GACTCGGGGCAC 0.609

+ 4 688 ent_p.R164R|TMC NM_152468 NP_689681 Q8IU68 TMC8_HUMAN lasmic (Potential). 0 CCTCTTCGGCACA 0.692

- 9 1633 bn.1_Missense_Mu NM_001792 NP_001783 P19022 CADH2_HUMAN r (Potential).|Cadherin 3. 4 TCTCAGGAACTTC 0.483

- 5 416 2lft.2_Missense_M NM_001143829 NP_001137301 Q9H2F9 CCD68_HUMAN 1 AAGGATCCATTTC 0.358 rs148275303

- 8 1221 _p.G312R|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN ss A.|Extracellular (Potentia 4 GGAGTCCATTGCA 0.388

- 1 204 5A41_uc010dut.2_ NM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 CCAggatgggggtgga 0.408

+ 8 1155 345V|CLEC4M_uc NM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN (Probable).|C-type lectin. 1 ACTGTGCGGAAT 0.512

- 4 416 TS10_uc002mkk.1_ NM_030957 NP_112219 Q9H324 ATS10_HUMAN 4 GTGGTCCACGCG 0.662

- 3 25754 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 AAGGTTGTTGTTG 0.502

- 25 2545 nh.2_Missense_Mu NM_001379 NP_001370 P26358 DNMT1_HUMAN BAH 1. 6 TCTGCCCGTTGCT 0.582

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

+ 4 1602 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TCATTTTTTCCAC 0.448



- 2 268 on_p.T4I|ZNF709_ NM_152601 NP_689814 Q8N972 ZN709_HUMAN KRAB. 0 ACAAAGGTTTCTT 0.438

- 5 841 NM_020714 NP_065765 Q9ULM2 ZN490_HUMAN C2H2-type 3. 0 GGTTTCGAAAGGA 0.423

- 20 3316 ao.1_Missense_M NM_000435 NP_000426 Q9UM47 NOTC3_HUMANr (Potential).|EGF-like 27. 21 CTCACAGTGGCTA 0.657

+ 10 2692 _p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S5 Q149M9 NWD1_HUMAN 7 GGATTTCCTGCCG 0.597

+ 5 1319 _p.K300T|ZNF431_ NM_133473 NP_597730 Q8TF32 ZN431_HUMAN C2H2-type 8. 2 AACATAAAAGAAT 0.348

- 1 667 z.1_5'Flank|LGI4_u NM_139284 NP_644813 Q8N135 LGI4_HUMAN 1 ACTTTCCCTTTGG 0.682

- 6 2557 _p.C508R|ZNF569_ NM_152484 NP_689697 Q5MCW4 ZN569_HUMANC2H2-type 18. 3 TGCCACACTCAAT 0.413

- 4 1888 40_uc002ogq.2_Int NM_016536 NP_057620 Q7Z3V5 ZN571_HUMANC2H2-type 17. 0 GGACATCTAAAGT 0.373

+ 14 1443 ooe.2_Missense_M NM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN WD 4. 2 GCATGATTTCCAC 0.612

- 7 1144 n_p.K302N|CARD8 NM_014959 NP_055774 Q9Y2G2 CARD8_HUMAN 0 CATTACTTTCAGG 0.418

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 ACCACcagcagcag 0.597

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0 GCCATCGTAGATG 0.433

+ 4 1386 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0 TCAGATGTCATCC 0.413

+ 5 763 LRA1_uc010yfh.1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 2.|Extracellular (Potential). 3 GGTGGTCGTACAG 0.572 rs151320443

+ 11 1707 e_Mutation_p.G457 NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN cellular (Potential). 3 GTCTGGGAAGGC 0.308

+ 3 301 v.1_Missense_Muta NM_002000 NP_001991 P24071 FCAR_HUMAN cellular (Potential). 2 CCAAATCGAGTCC 0.498

+ 6 613 _p.P152L|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 GCTGGCCTGGAG 0.512

+ 17 2241_2242_p.S671F|BRSK1_u NM_032430 NP_115806 Q8TDC3 BRSK1_HUMAN 6 GCCCCTCCGTCTT 0.639

+ 10 3184 g.2_Missense_Mut NM_176811 NP_789781 Q86W28 NALP8_HUMAN 13 TCACGGGAAAAAG 0.512

+ 8 1520 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMAN 1.|Extracellular (Potential). 3 GTTGTCGGACCTG 0.398

- 31 3342 yob.1_Missense_M NM_133259 NP_573566 P42704 LPPRC_HUMAN PPR 16. 3 ATGTGGGTCTCCG 0.428

+ 18 1926 NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANmic (Potential).|Pro-rich. 4 gccctcccccgcccccc 0.109

+ 7 1806 wf.2_Missense_Mu NM_212481 NP_997646 Q03989 ARI5A_HUMAN 0 TTTGCCCGGCCT 0.642

- 6 1623 2tdr.2_Missense_M NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 GCAAATCCCCCTG 0.592

+ 3 533 0fki.1_Missense_M NM_153214 NP_694946 Q53RD9 FBLN7_HUMAN Sushi. 2 ACCCCCGCAGACG 0.542

+ 17 3241 p.S641C|PSD4_uc NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 CACTCGAGCCCG 0.632

+ 3 731 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN |Extracellular (Potential). 10 AAACAAGAAGACA 0.453

- 17 2777 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5 GCAGCTCGTTGTA 0.572

+ 10 2302 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 GTATATCGGCAAG 0.373

- 8 1118 NM_004688 NP_004679 Q13287 NMI_HUMAN 0 ATGCCTTCCATTC 0.353

- 54 7621 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 66. 20 CTCACATCACTCC 0.299

+ 11 1079 2uhe.1_Missense_ NM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1 AAGATGCCCCTCA 0.398

+ 11 1081 2uhe.1_Missense_ NM_001378 NP_001369 Q13409 DC1I2_HUMAN WD 1. 1 GATGCCCCTCATG 0.403

- 301 90916 926L|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTTCTGGACTGT 0.507

- 42 10108 _uc010zfj.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AAAAGCGTGTATT 0.468

- 6 1060 1_Missense_Mutation_p.R279W|TTN_uc010zfj.1_Misse Q8WZ42 TITIN_HUMAN 153 GCTGCCGAGCCA 0.587 rs138060032

- 62 11626 uti.3_Missense_Mu NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 AGGCTTGGGTAGG 0.398

- 35 5758 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 GTATTTCGAGTTC 0.358 rs13034775

+ 14 1368 1_5'UTR|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 CAGTGGGAATTTG 0.483

+ 31 5155 uzs.3_Nonsense_M NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2 GAAAATCAGGATG 0.393

+ 55 8392 p.E1328K|NBEAL1 NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2 AGAAACTGAATATA 0.378

- 8 1272 ZF2_uc010fuw.2_M NM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0 CTGCTAATGGGTC 0.502

- 4 1470 h.1_Missense_Mut NM_024536 NP_078812 Q8IZ52 CHSS2_HUMANmenal (Potential). 0 CCCCACGCAGTGG 0.672

+ 1 1058 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1 TGGTGGGAAGCG 0.662

- 9 4402 _p.A766T|COL6A3_ NM_004369 NP_004360 P12111 CO6A3_HUMAN7.|Nonhelical region. 18 GGTCTGCGTTCCT 0.607 rs112181324

- 1 263 se_Mutation_p.A12 NM_001122962 NP_001116434 Q5JXA9 SIRB2_HUMAN 0 AAGTGGGCCAGG 0.622

+ 11 1051 2woz.2_Missense_ NM_080676 NP_542407 A1Z1Q3 MACD2_HUMAN Glu-rich. 0 AACGGTCCAGAGG 0.413



- 1 157 NM_001322 NP_001313 P09228 CYTT_HUMAN 0 AGTGAAGGGCACG 0.592

- 2 337 NM_001080472 NP_001073941 Q8N6M3 FITM2_HUMAN lasmic (Potential). 2 TAGTTGGTGAGGG 0.567

- 7 761 NM_002772 NP_002763 P98073 ENTK_HUMAN lar (Potential).|CUB 1. 8 GTTTTGGATAATG 0.368

+ 3 359 se_Mutation_p.K82 NM_001186 NP_001177 O14867 BACH1_HUMAN BTB. 2 ACAGTTAAAGGAT 0.318

- 1 610 NM_001085455 NP_001078924 Q3LI83 KR241_HUMANC]- [NRTS]-[SNTG]-X-[QHR 0 CTGTTGGAAATAT 0.418

- 21 4197 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 4.|Extracellular (Potentia 11 GGTTGGGAATTCT 0.488

+ 21 2720 3_5'Flank|C21orf33 NM_005049 NP_005040 Q15269 PWP2_HUMAN 1 CAGTTTCCAAGCA 0.577

+ 15 2305 gpt.1_Missense_M NM_003307 NP_003298 O94759 TRPM2_HUMAN lasmic (Potential). 3 AAGGACGAAGAG 0.627 rs150593294

+ 9 1143 p.G217S|SLC25A1 NM_031481 NP_113669 Q9H1K4 GHC2_HUMAN 0 CTCGCCGGTAAGG 0.527

- 2 702 02zqh.2_Missense_ NM_024627 NP_078903 Q7L3V2 CV029_HUMAN 0 CCCCAGGAGACG 0.637

- 4 826 6610_uc011aim.1_ NM_080764 NP_542942 Q86YH2 Z280B_HUMAN 2 TCTTGTATGTTCT 0.413

- 13 2507 sense_Mutation_p NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN 0 CCGGTTCATGATA 0.463

- 11 1188_1189 n_p.K416E|CHEK2 NM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase373E(2)|p.S372 20 AATCTTGGAGTG 0.416 470496;rs146546850

- 4 1082 NM_015715 NP_056530 Q9NZ20 PA2G3_HUMAN 0 CGCTTGGACCCT 0.672

- 10 1490 se_Mutation_p.Q45 NM_003560 NP_003551 O60733 PA2G6_HUMAN 1 GATCCTGTAGTTC 0.617

+ 4 1254 NM_138435 NP_612444 Q8NEG4 FA83F_HUMAN 1 GCCCCCCGTGGA 0.657

+ 41 5683 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 AGTGACCGAGTGT 0.547

+ 11 1475 se_Mutation_p.S40 NM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2 AGACTTCTGAACA 0.313

+ 3 847 10hiv.1_Missense_ NM_031200 NP_112477 P51686 CCR9_HUMAN Name=5; (Potential). 3 GGTCATGGCTTGC 0.493

- 14 1700 csi.1_Nonsense_M NM_001789 NP_001780 P30304 MPIP1_HUMAN Rhodanese. 5 TCTCTCTCACATA 0.507

- 16 2140 on_p.R710*|PBRM NM_181042 NP_060635 Q86U86 PB1_HUMAN Bromo 5. p.R710fs*13(1) 140 GACTTCGAATTTT 0.438

+ 3 358 on_p.A2V|PRKCD_ NM_006254 NP_006245 Q05655 KPCD_HUMAN C2. 9 CCATGGCGCCGTT 0.687

- 7 868 _p.A20V|ACTR8_u NM_022899 NP_075050 Q9H981 ARP8_HUMAN 2 TAGGTGGCACACA 0.493

- 23 4446 f63_uc003dic.3_Mi NM_015224 NP_056039 Q9UK61 CC063_HUMAN 5 CTGAATCCAGAGA 0.338

- 12 1553 7_uc003dkv.1_Mis NM_198463 NP_940865 Q6ZVT6 CC067_HUMAN 0 CCTCTTTTAGATC 0.438 rs144152554

+ 5 1365 BO2_uc011bgj.1_R NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN 3.|Extracellular (Potential). 11 AAGAAGCTGTAG 0.403

- 3 1133 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 AGGATGGATCCAG 0.473

- 6 492 L24_uc003dvi.1_3'U NM_000986 NP_000977 P83731 RL24_HUMAN 0 CGGGGAGCTGAA 0.358 rs1804331

+ 9 2863 dyg.2_Nonsense_MNM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN 6 GGGGGGAAAGGG 0.368

+ 18 4100 _p.S1230L|PHLDB NM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN PH. 6 CCCCATCGCCAGA 0.423

+ 13 2737 _p.G707S|BOC_uc NM_033254 NP_150279 Q9BWV1 BOC_HUMAN cellular (Potential). 6 TACAGCGGTCGC 0.622

+ 14 2857 _uc003epw.1_Intro NM_001063 NP_001054 P02787 TRFE_HUMAN ansferrin-like 2. 2 GATGAGTGGAGT 0.507

- 13 2043 eqb.3_Missense_M NM_005630 NP_005621 Q92959 SO2A1_HUMANcellular (Potential). 1 CCTCGCCTCCCC 0.607

- 4 1891 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 2. 13 ATATTCTTAATGTG 0.413

- 17 2090 _p.S656F|DHX36_ NM_020865 NP_065916 Q9H2U1 DHX36_HUMAN 1 CTTATGGAGAGTA 0.338

- 6 1091 _p.V272L|PLCH1_ NM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMAN 4 CAAGAACATTTTT 0.289

- 14 2231 R49_uc011bpd.1_M NM_178824 NP_849146 Q8IV35 WDR49_HUMAN 3 TCTGGTTCTTTCC 0.433

- 7 998 DC39_uc003fkn.2_ NM_181426 NP_852091 Q9UFE4 CCD39_HUMAN 4 ATGCCGTTCTACA 0.358

+ 4 749_750 utation_p.17_18WE NM_004721 NP_004712 O43283 M3K13_HUMAN 3 ACTTGGGAAGTG 0.525

+ 8 978 grn.3_Nonsense_M NM_024936 NP_079212 Q9H5U6 ZCHC4_HUMAN 2 TTTCTGGATTTTC 0.338

- 31 3141 _p.G196E|ATP8A1_ NM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMAN cellular (Potential). 3 CCATTTCCAAATG 0.398

+ 4 745 NM_001080476 NP_001073945 A8MXD5 GRCR1_HUMAN 1 TTTCTTCCATGCT 0.478

- 8 1149 bzr.1_Missense_Mu NM_022832 NP_073743 P62068 UBP46_HUMAN 1 AGAAGCCGTGAC 0.363

- 3 735 3haf.3_Missense_MNM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4 GGGAGGGAGCC 0.607

- 1 348 T2A3_uc010ihp.1_R NM_024743 NP_079019 Q6UWM9 UD2A3_HUMANcellular (Potential). 2 ATAACTGATTGCC 0.348

- 2 833 _p.W126*|UGT2B4 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 AAAATCCCAGTAG 0.423

+ 2 331 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANcellular (Potential). 1 GTTTCTCTTCCGA 0.473



+ 13 1911 ej.1_Missense_Mu NM_000253 NP_000244 P55157 MTP_HUMAN Vitellogenin. 4 ACAATCCATCCTA 0.413

+ 1 3292 gz.2_Missense_M NM_032961 NP_116586 Q9P2E7 PCD10_HUMAN lasmic (Potential). 2 CTATCAGGTATGC 0.602

+ 7 691 _p.H108Y|IL15_uc NM_000585 NP_000576 P40933 IL15_HUMAN 0 AGTATTCATGATA 0.363

+ 2 1033 _p.G114D|EDNRA_ NM_001957 NP_001948 P25101 EDNRA_HUMANName=2; (Potential). 2 GGAATGGCCCCAA 0.423

+ 6 1619 nh.2_Missense_Mu NM_001130067 NP_001123539 Q9C040 TRIM2_HUMAN NHL 1. 1 ATTTGATCTTTCG 0.537

+ 5 1359 0irr.2_Missense_M NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN2B.|Extracellular (Potential). 16 TTGTTAATATAGT 0.333

- 7 1129 zk.1_Missense_Mu NM_173553 NP_775824 Q8N7C3 TRIMM_HUMAN B30.2/SPRY. 2 TGTCTCCATTTGG 0.458

+ 4 396 RR_uc010isy.2_In NM_020731 NP_065782 A9YTQ3 AHRR_HUMAN PAS. 2 GGAAGGCTGCTG 0.632

+ 3 349 RIO_uc011cna.1_M NM_007118 NP_009049 O75962 TRIO_HUMAN CRAL-TRIO. 18 TGTATTCCCAGGT 0.453

+ 2 451 hd.1_Missense_Mu NM_004932 NP_004923 P55285 CADH6_HUMAN p.G42A(1) 7 TCTCTGGAAACAG 0.493

+ 10 1366 NM_032637 NP_116026 Q13309 SKP2_HUMAN 4 GTATTTTTGTATG 0.328

- 10 1549 1_Nonsense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN MACPF. 7 TCCTTCCACCTCG 0.418

- 3 580 MB_uc011cpy.1_Mis NM_198449 NP_940851 Q6PCB8 EMB_HUMAN Potential).|Ig-like V-type 1. 0 TATTCTCAAGTTG 0.368

+ 17 3393 p.V1044I|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN E-M-E-T-D-L-K-X-T-G-R- E- 2 AGAGAAGTATCCC 0.458

- 3 321 kkp.2_Missense_M NM_001145678 NP_001139150 Q8IV33 K0825_HUMAN 0 CTCCAGGAAATGA 0.308

+ 4 381 81B_uc010jbe.1_5 NM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2 AGAGAGGTCAGC 0.502

+ 11 2530 _Mutation_p.R844 NM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0 TGGTCCGCATGG 0.657

+ 1 1445 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMAN|Extracellular (Potential). 6 GGACGCGGACG 0.667

+ 6 1408 _uc010jgf.2_Missen NM_001130029 NP_001123501 Q8NC24 RELL2_HUMAN 0 ATGGCTCCCCCAC 0.642

+ 5 842 _p.S228F|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 GGGACTCCCTAG 0.672

- 4 649 NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMANcellular (Potential). 0 ATCAGGGAGGCT 0.333

+ 7 989 _p.P174L|GABRA1 NM_000806 NP_000797 P14867 GBRA1_HUMANcellular (Probable). 3 ACTTCCCTATGGA 0.378 rs138145692

+ 13 2372_2373 NM_133369 NP_588610 Q6ZN44 UNC5A_HUMAN lasmic (Potential). 1 CATCACCAAGGTG 0.658

- 11 1588 ez.2_Missense_Mu NM_002115 NP_002106 P52790 HXK3_HUMAN Catalytic. p.A499V(1) 7 TGAACCGCAGCCA 0.682

+ 1 41 ED9_uc010jko.2_R NM_017510 NP_059980 Q9BVK6 TMED9_HUMAN 0 GCCCCGGCCCG 0.726

- 9 1301 b.1_Nonsense_Mu NM_000129 NP_000120 P00488 F13A_HUMAN 6 GCTTGCCAGCCTC 0.478

- 5 655 P2L_uc011dim.1_I NM_004752 NP_004743 O75603 GCM2_HUMAN 3 CTTCTGCCTAGAA 0.398

+ 3 265 S49L|SLC17A4_uc NM_005495 NP_005486 Q9Y2C5 S17A4_HUMAN 1 ATTTTTCAATTTAC 0.478

+ 18 1890 se_Mutation_p.P56 NM_001025091 NP_001020262 Q8NE71 ABCF1_HUMAN 2 GAGGCCCCTGAG 0.562

+ 25 3286 _p.Y883C|VARS2_ NM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4 CCCCCTACCCCAG 0.667

+ 3 260 K2B_uc003nvs.1_3 NM_021221 NP_067044 Q8NDX9 LY65B_HUMAN UPAR/Ly6. 0 GCAACACCTACTT 0.532

+ 7 730_731 FL8_uc003oac.1_M NM_030652 NP_085155 Q99944 EGFL8_HUMAN Potential. 0 GAGCGGCTGGAG 0.619

- 1 807 NR_001444 0 GACAGGAGGCAG 0.577

+ 58 8169 rf125_uc003oez.1_ NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 CTAGATGACGGAG 0.617

+ 8 1100 D2_uc011dtv.1_5'U NM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN 3 GCCTCGAGGACG 0.632

- 5 634_635 NM_006653 NP_006644 O43559 FRS3_HUMAN 2 TCGAGGGAGGTC 0.475

+ 2 354 vx.1_Missense_Mu NM_152732 NP_689945 Q9H1X1 RSPH9_HUMAN 2 TCATACGAATATG 0.527 rs150021750

- 1 603 NM_138733 NP_620061 P07205 PGK2_HUMAN 1 TGCCAAAAGCATC 0.458

- 3 501 np.1_Nonsense_M NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 AACTCTCTAGGAA 0.398

- 3 657 pou.2_Missense_M NM_001143957 NP_001137429 Q9BZJ6 GPR63_HUMANcellular (Potential). 2 TTCACGGTCAAGG 0.433

+ 2 462 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN SET. 0 GGAGTGGATAGG 0.617

+ 2 269 F25_uc003qwl.1_M NM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-moto p.W3C(1) 2 ATGACATGGACCT 0.602

- 1 1967 DIL_uc011jwd.1_In NM_020144 NP_064529 Q9NRJ5 PAPOB_HUMAN 1 CGTGAGGAATACT 0.453

- 18 3960 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMAN 2.|Extracellular (Potential). 3 TGCCTTCTCACTC 0.413

+ 13 1837 876_splice|ABCB5_ NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN 6 TTTATAAGATAGC 0.333

- 3 1811 uc003szu.1_5'Flan NM_014817 NP_055632 Q7L0X0 TRIL_HUMAN cellular (Potential). 0 GCCTTAGGGCGCT 0.736

- 17 2375 mg.2_Missense_Mu NM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4 TGTCTCCGGAACC 0.677



- 8 1329_1330zc.2_Missense_Mu NM_015198 NP_056013 O75128 COBL_HUMAN 5 CCTGCGGGGCTC 0.629

- 6 641 e_Mutation_p.R181 NM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1 AGGTCCCGGTGCA 0.537

+ 1 1880 NM_003508 NP_003499 O00144 FZD9_HUMAN lasmic (Potential). 1 GGGCCCGGGCC 0.657

+ 20 1275 ELN_uc003tzr.2_In NM_000501 NP_001075224 P15502 ELN_HUMAN Ala-rich. 5 GCATTCCTACTTA 0.627

- 2 846 TERF_uc011khm.1_ NM_006980 NP_008911 Q99551 MTERF_HUMAN 0 GTTCCTCACTGTT 0.393

+ 18 1399 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 GCCAAGGGTGCTG 0.453 rs72656391

- 16 1808_1809H4_uc003uvi.2_RN NM_002319 NP_002310 O75427 LRCH4_HUMAN CH. 2 CACATGGATGAA 0.668

- 18 2210 XL13_uc003var.2_ NM_145032 NP_659469 Q8NEE6 FXL13_HUMAN LRR 15. 0 TCATATCTGACAG 0.418

- 1 162 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 GAACCTCGTCTAC 0.378

+ 6 745 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN ntial).|ABC transmembrane 5 ATCGCTCCTTTGC 0.473 rs121908803

- 31 5721 vqz.3_Missense_M NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 AGGTATGCGTTCA 0.507

- 15 3086 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN 1 CAGTGTCTGTGTA 0.617

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 3 750 xc.3_Missense_Mu NM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0 AGATATCACACAC 0.433

+ 23 3014 tc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMANasmic (By similarity). 5 GCCTGCGATCCAC 0.617

+ 1 796 NM_001004685 NP_001004685 O95006 OR2F2_HUMANcellular (Potential). 4 TCTGGTCCCTCAG 0.493

+ 12 1482_1483vd.1_Missense_Mu NM_007188 NP_009119 Q9NUT2 ABCB8_HUMAN 3 TGCGTCCCCAAA 0.649

+ 10 1280 NM_016353 NP_057437 Q9UIJ5 ZDHC2_HUMAN 0 TTTCCAACTTGCC 0.373 rs2904682

+ 4 364 60B2_uc011kyy.1_ NM_022749 NP_073586 Q86V87 F16B2_HUMAN 0 GGCATGCGGCAG 0.672

- 9 1143 NM_003844 NP_003835 O00220 TR10A_HUMAN lasmic (Potential). 6 CAGTGGGGTCAGC 0.532

- 6 3688 3xkn.1_Missense_ NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN FIP-RBD. 3 TCCGAGGGGCTG 0.448

+ 12 1080 DAM18_uc010lwx. NM_014237 NP_055052 Q9Y3Q7 ADA18_HUMAN2B.|Extracellular (Potential). 6 CAACTGCAGCATG 0.353

+ 2 605 y.1_Missense_Muta NM_006269 NP_006260 P56715 RP1_HUMAN 12 CGCCCCCCACGG 0.692

+ 55 10130 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TGCAGGTTGTGTT 0.398

- 6 2235 NM_000127 NP_000118 Q16394 EXT1_HUMANmenal (Potential). 4 GGGGGGTCACCG 0.527

+ 9 1053 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 TTTGTGGAGGTCT 0.493

- 1 2962 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CAGCAATGAAGGC 0.473

+ 13 1340 b.1_RNA|TMC1_u NM_138691 NP_619636 Q8TDI8 TMC1_HUMAN cellular (Potential). 1 CAATTGGATGGAT 0.403

- 8 2869 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 AATCTACCTTTTCA 0.398

+ 7 1643 k.2_Missense_Muta NM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12 CTGGCCCGCGCT 0.647

+ 22 3334 e_Mutation_p.L101 NM_001042551 NP_001036016 O95347 SMC2_HUMAN Potential. 9 AAAATTCTTACAA 0.308

- 14 2042 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17 GAGGACCAGGGT 0.478

- 3 615 NM_014334 NP_055149 Q9P0K9 CI004_HUMAN DOMON. 0 ATCTTACCATTTTC 0.383

- 11 1543 muc.1_Missense_MNM_001080398 NP_001073867 0 AGAGCGGAGGAG 0.413

- 8 800 NM_003086 NP_003077 Q5SXM2 SNPC4_HUMAN Myb-like 1. 0 ATCTTCTCCCAGT 0.577

+ 4 394 B2C_uc004cmg.1_5 NM_006088 NP_006079 P68371 TBB2C_HUMAN 1 GGTGCTGGGAAC 0.557

- 7 854 cpy.1_Missense_M NM_004192 NP_004183 O95671 ASML_HUMAN 0 GAGTGGGCTCCG 0.706

+ 4 532 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1 GCAGCACAGACCT 0.408

- 29 3606 nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMANasmic (Potential).|IV. 6 ACACACGATACTG 0.562

+ 1 132 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1 AGGAGGGCCTCC 0.463

- 3 510 ir.2_Missense_Mut NM_001159560 NP_001153032 Q5H9J7 BEX5_HUMAN 1 TGAACCGTTCCAT 0.488

+ 5 650 p.D139N|MST4_uc NM_016542 NP_057626 Q9P289 MST4_HUMANProtein kinase. 9 CCATTTGATGAGT 0.343

+ 3 1123 NM_005364 NP_005355 P43361 MAGA8_HUMAN MAGE. 0 GCATTTCCTACCC 0.577 rs45578531

- 6 659 se_Mutation_p.R17 NM_000425 NP_000416 P32004 L1CAM_HUMANPotential).|Ig-like C2-type 2. 9 GTCACCCGCTCGT 0.612 rs137852521

+ 9 1768 NM_198576 NP_940978 O00468 AGRIN_HUMAN Kazal-like 6. 3 GGCACACGTACCC 0.687

+ 3 599 _5'Flank|CPSF3L_ NM_001029885 NP_001025056 Q5TA50 GLTD1_HUMAN 0 AAGCTGCGGATCA 0.652

- 1 344 n_p.R7G|SSU72_u NM_014188 NP_054907 Q9NP77 SSU72_HUMAN 0 CACCCGCAGCGG 0.701



- 22 2132 p.R640H|CDK11B_ NM_033486 NP_277021 P21127 CD11B_HUMANProtein kinase. 1 CCGAAGCGCTTGC 0.622

+ 5 523 jf.1_Missense_Mut NM_007033 NP_008964 O15258 RER1_HUMAN 0 TCCGCCCCTTCAT 0.483

- 11 1393 za.1_Missense_Mu NM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3 CTGCGCGCTTCA 0.642

- 3 317 tion_p.R56C|ENO1 NM_001428 NP_001419 P06733 ENOA_HUMAN gnized by CAR antibodies. 4 TATAGCGAGTCTT 0.557

+ 3 1254 asi.1_Missense_M NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANcellular (Potential). 7 GGCCATGACTCAC 0.592

+ 6 980 ni.2_Missense_Mut NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Potential). 1 ATGCCGGCAGCC 0.572

+ 2 265 NM_021933 NP_068752 Q5JXC2 MIIP_HUMAN 1 GCTGTGCGGCGG 0.632

+ 26 6358 73_splice|VPS13D NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 TTCCCAGGAATCT 0.517

+ 10 2032 NM_015164 NP_055979 Q8IWE5 PKHM2_HUMAN 1 TGTTCCGAGAAAA 0.592

+ 12 10412 p.1_Missense_Mut NM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15 AGCCTCGCCTCC 0.647

- 8 1276 obs.1_Missense_M NM_003443 NP_003434 Q13105 ZBT17_HUMAN C2H2-type 2. 0 GCGGCCGGGTCG 0.677

+ 7 755 e_Mutation_p.S199 NM_018125 NP_060595 Q9HCE6 ARGAL_HUMAN 3 GAGTGTCCTTCCA 0.592

- 3 920 NM_152232 NP_689418 Q8TE23 TS1R2_HUMAN cellular (Potential). 4 CCGGGTCGATGG 0.637

- 1 1002 2N1_uc001bdg.2_5 NM_018584 NP_061054 Q7Z7J9 CK2N1_HUMAN domain (By similarity). 0 CCGATCTGGCCC 0.692

+ 7 1048 e_Mutation_p.R23 NM_005839 NP_005830 Q8IYB3 SRRM1_HUMANo-rich.|Arg-rich. 3 AGACCCGACCAC 0.502 rs17853564

- 2 323 on_p.F79L|RHCE_u NM_020485 NP_065231 P18577 RHCE_HUMAN ical; (Potential). 0 GAGGTTGAAGGCC 0.597

- 2 191 0oge.1_Missense_ NM_004814 NP_004805 Q96DI7 SNR40_HUMAN 0 TTGGAGGTCCCTA 0.493

+ 6 1349 e_Mutation_p.Q35 NM_022753 NP_073590 Q96BU1 S1PBP_HUMAN 0 CATATGCAGCACT 0.443

- 4 1496 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN 3 TGGCTCCGCATGC 0.697

- 7 1808 PQ_uc001byr.2_R NM_005066 NP_005057 P23246 SFPQ_HUMAN Poly-Arg. 8 CTTCTACGTCGTT 0.433

+ 11 1522 e_Mutation_p.G362 NM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3 ATGCGGGGGAAA 0.562

- 2 1778 bzw.1_Missense_M NM_005202 NP_005193 P25067 CO8A2_HUMANnhelical region (NC1). 1 CACGGGCATGCC 0.627

- 15 2685 h.1_RNA|EPHA10_ NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMAN(Potential).|Protein kinase. 8 GGGGGGTGGCAG 0.607

- 1 346 PCS_uc001chk.2_5 NM_032257 NP_115633 Q9H0C1 ZMY12_HUMAN MYND-type. 1 ACACCCGCTCGG 0.622

+ 5 610 p.R177Q|DMAP1_u NM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN SANT. 0 ATGACCGGTATGA 0.507

- 14 2030 lg.1_Missense_Mu NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN lasmic (Potential). 18 TGATAGCGGGCGA 0.607

- 3 287 CH2_uc010olg.1_5' NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN cellular (Pote p.R92P(1) 18 CTCACCCGGCTG 0.607

- 14 1860 sense_Mutation_p. NM_024602 NP_078878 Q5T447 HECD3_HUMAN HECT. 0 GGTTGGGTACATA 0.557

+ 5 695 AH_uc001cpv.2_R NM_001441 NP_001432 O00519 FAAH1_HUMANasmic (By similarity). 2 CAGACCGTGAAC 0.657

+ 3 527 YG11B_uc010onj.1_ NM_024646 NP_078922 Q9C0D3 ZY11B_HUMAN 4 AACTTGATGCCAC 0.483

- 5 498 ont.1_Missense_M NM_002370 NP_002361 P61326 MGN_HUMAN 0 AATCCAATAAGAC 0.378

+ 7 1332 NM_006252 NP_006243 P54646 AAPK2_HUMAN 6 GTTTACCGAGCTA 0.383

+ 11 1972 ls.1_Missense_Mu NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1 AATATTCGCCAAG 0.493

+ 1 217 ED5_uc001dpo.2_5 NM_206886 NP_996769 Q5T9S5 CCD18_HUMAN 5 AAATGTAGTCCCG 0.726

- 5 1017 k.1_Missense_Mut NM_001439 NP_001430 Q9UBQ6 EXTL2_HUMANmenal (Potential). 1 TGCCTCTGAAATA 0.398

- 6 1214 OL11A1_uc001dun NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical region. 12 TTTACCTCCGTCT 0.433

+ 12 2317 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMANName=12; (Potential). 2 CCATGGCACTCC 0.657

+ 1 2401 sense_Mutation_p. NM_022768 NP_073605 Q96T37 RBM15_HUMAN 3 ATGGGGGGACAG 0.542

- 2 1686 CNA2_uc009wfw.2_ NM_004974 NP_004965 P16389 KCNA2_HUMANe=Segment S6; (Potential). 1 ACACCTGCAATCG 0.512

- 1 472 NM_021794 NP_068566 Q9UKF2 ADA30_HUMAN 3 CTTTGGTATGTAA 0.498

+ 32 4104 10_uc010oyl.1_Int NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 CTGCTGGATGAGA 0.478

- 3 1114 eth.2_Splice_Site_ NM_014849 NP_055664 Q7L0J3 SV2A_HUMAN 7 AGGCCTGGAAGG 0.572

- 2 424 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3 TCTCGCGCTAGCC 0.458

- 2 134 .1_5'UTR|CTSK_u NM_000396 NP_000387 P43235 CATK_HUMAN 1 CCTTGAGCCCCCA 0.493

+ 2 858 NM_020770 NP_065821 Q9P2M7 CING_HUMAN ts with ZO-2.|Head. 3 CTCTAGCACAAA 0.587

- 3 1061 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 GTGGATCTCAGTC 0.602

+ 1 127 NM_012437 NP_036569 O95295 SNAPN_HUMAN 0 TGGCGGGGCCC 0.706



+ 7 717 .R206W|ADAM15_ NM_207197 NP_997080 Q13444 ADA15_HUMAN 6 AGAGGCGGGATG 0.587

+ 2 1041 T11_uc010pgq.1_In NM_152280 NP_689493 Q9BT88 SYT11_HUMAN mic (Potential).|C2 1. 2 ATTGGCGAGGTCA 0.552

+ 1 329 1C_uc001frv.2_5'F NM_001765 NP_001756 P29017 CD1C_HUMAN 4 CTTCTTCTCCCAG 0.458

+ 1 86 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMANcellular (Potential). 1 AGTTGACGGCCAG 0.433 rs142721506

- 2 467 NM_002241 NP_002232 P78508 IRK10_HUMANellular (By similarity). 1 CAGGGGGTGTGG 0.582

- 2 167 n_p.A41V|IGSF8_u NM_052868 NP_443100 Q969P0 IGSF8_HUMAN 1.|Extracellular (Potential). 0 GTGCCAGCCACG 0.617

+ 9 1271 n_p.T225I|ATP1A2_ NM_000702 NP_000693 P50993 AT1A2_HUMAN lasmic (Potential). 7 CCCTCACCCAGAA 0.607

- 4 697 tn.2_Missense_Mu NM_003874 NP_003865 Q9UIB8 SLAF5_HUMAN cellular (Potential). 4 GCAACCCGGTGTG 0.483

- 4 342 SF1_uc001fxj.2_Int NM_007122 NP_009053 P22415 USF1_HUMAN 3 GAAGACGTACTTG 0.552

- 9 1776 _5'Flank|ARHGAP3 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN lasmic (Potential). 2 TGGCCCGTAGGG 0.597 rs138257801

- 9 1698 _5'Flank|ARHGAP3 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN lasmic (Potential). 2 GGCCCGCCCAGA 0.582 rs139761589

+ 5 502 LB_uc001gbl.2_Mi NM_001002901 NP_001002901 Q6BAA4 FCRLB_HUMAN -like C2-type 1. 0 CGGGGAGCACCC 0.572

+ 7 773 q.1_Missense_Mu NM_007348 NP_031374 P18850 ATF6A_HUMAN lasmic (Potential). 3 TTGCTGTCTCAGC 0.498

+ 7 1048 1AP_uc010pks.1_R NM_014697 NP_055512 O75052 CAPON_HUMAN 3 GATGCGGTGGAGG 0.592

- 7 1275 NM_005814 NP_005805 Q99795 GPA33_HUMAN lasmic (Potential). 0 ATTCACGCCCAG 0.612 rs139067139

- 5 689 f112_uc001ggj.2_I NM_000450 NP_000441 P16581 LYAM2_HUMAN xtracellular (Potential). 5 AGTTCACAACTGA 0.413

+ 12 1324 05_splice|C1orf129 NM_025063 NP_079339 Q5TGP6 CA129_HUMAN 1 TTGGCGGTAAATA 0.413

+ 2 1146 TL13_uc001gib.2_I NM_015935 NP_057019 Q8N6R0 MTL13_HUMAN 1 CTGGGGAGTGTG 0.657

- 19 3731 u.1_Missense_Mut NM_003285 NP_003276 Q92752 TENR_HUMAN nogen C-terminal. 11 GTGATCCTGTGTA 0.572

+ 3 751 R3A_uc010pnd.1_In NM_022371 NP_071766 Q9H497 TOR3A_HUMAN 1 TCGCCACGTTCCA 0.597 rs146717666

+ 10 1228 NM_015602 NP_056417 Q5JTV8 TOIP1_HUMAN clear (Potential). 2 GGAACCGGTGGT 0.433

- 6 1195 NM_032360 NP_115736 Q9BR61 ACBD6_HUMAN 1 CCTACCCTAAAAA 0.373

+ 11 1594 se_Mutation_p.R46 NM_004736 NP_004727 Q9UBH6 XPR1_HUMAN smic (Potential).|EXS. 0 CGATATCGAGACA 0.468

- 1 235 Start_Site|ASPM_u NM_018136 NP_060606 Q8IZT6 ASPM_HUMAN 6 cccctcctggatctccttg 0.005

+ 14 1638 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 ACACAGCCCCCA 0.502

- 9 2838 NM_025179 NP_079455 O75051 PLXA2_HUMAN cellular (Potential). 3 GATCCGGCCCTC 0.562

- 8 1728 ic.2_Missense_Mu NM_172362 NP_758872 O95259 KCNH1_HUMAN lasmic (Potential). 5 AGTCCCGAACACT 0.463

+ 2 708 kg.1_Missense_Mu NM_002763 NP_002754 Q92786 PROX1_HUMAN 6 TTTGGCAGGCCTA 0.512

+ 4 484 se_Mutation_p.I64F NM_016121 NP_057205 Q9Y597 KCTD3_HUMAN BTB. 3 GATATTTATTGATAG 0.264

- 3 1332 _p.R42W|DUSP10_ NM_007207 NP_009138 Q9Y6W6 DUS10_HUMAN -protein phosphatase. 2 ACTGCCGCAGGTT 0.488

- 2 759 qh.2_Missense_Mu NM_002221 NP_002212 P27987 IP3KB_HUMAN 5 TGCACGTTCTGCA 0.672

+ 2 667 f69_uc010pvw.1_5 NM_001010867 NP_001010867 Q5T440 CAF17_HUMAN 0 CAGCACGCATGGG 0.692

+ 8 790 CE_uc010pxr.1_M NM_003193 NP_003184 Q15813 TBCE_HUMAN LRR 3. 0 GTGCTGCGGTGTG 0.507 rs75832955

+ 1 1940 e_Mutation_p.R482 NM_006352 NP_006343 Q99592 ZN238_HUMAN C2H2-type 4. 5 GCGAGCGCAGGT 0.602

+ 2 449 bo.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 GTGACAGCGTGGA 0.468

+ 8 1270 bo.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 TTACTAGTGTCTG 0.413

+ 1 512 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 GTGGACGTCGCAG 0.562 rs145513251

- 3 282 ih.2_RNA|ASB13_ NM_024701 NP_078977 Q8WXK3 ASB13_HUMAN ANK 2. 1 TGCGAGCATCCAC 0.577

+ 10 1224 iln.2_Missense_M NM_153498 NP_705718 Q8IU85 KCC1D_HUMAN Ser-rich. 2 TGGACAGTTCAAA 0.473

+ 2 643 ense_Mutation_p.R NM_024670 NP_078946 Q9H5I1 SUV92_HUMAN SET. 3 TCTTTCGAACTAG 0.428

+ 8 1590 se_Mutation_p.S26 NM_032812 NP_116201 Q6UX71 PXDC2_HUMANcellular (Potential). 4 ACATTTCGGCTGT 0.323

+ 12 1608 p.G509S|ARMC3_ NM_173081 NP_775104 Q5W041 ARMC3_HUMAN ARM 12. 0 TGTGCTGGTGACG 0.532

- 3 505 p.T113R|ABI1_uc0 NM_005470 NP_005461 Q8IZP0 ABI1_HUMAN 1 TTTGTTGTCAAAA 0.328

- 7 2138 p.C568Y|ZNF438_u NM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN C2H2-type 3. 2 TCACAACACATGA 0.478

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGCGGAAA 0.423

+ 7 1118 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 AAATTATGAGTCC 0.428

+ 1 134 0qev.1_Splice_Site NM_006974 NP_008905 Q06730 ZN33A_HUMAN 3 GTGGGGTAAGCC 0.652



+ 5 599 01izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0 CTCGCAATGCAAG 0.453 rs2257765

- 3 1103 e_Mutation_p.R206 NM_001098208 NP_001091678 P52597 HNRPF_HUMAN 0 CTGGCCGCTGCA 0.582

+ 3 397 jbl.2_Intron|TMEM NM_001123376 NP_001116848 A0PK05 TMM72_HUMAN 0 TGGCCATCTGCTT 0.587

- 4 601 YT15_uc001jeb.2_M NM_031912 NP_114118 Q9BQS2 SYT15_HUMAN mic (Potential).|C2 1. 0 CAGCCGCCCCAG 0.612

- 1 1894 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|2. 2 GGACCGGCACGG 0.677

- 18 3816 qgr.1_Missense_M NM_000124 NP_000115 Q03468 ERCC6_HUMAN 16 GGAATTCGAGTTC 0.448

- 2 555 _p.R134Q|PGBD3_ NM_000124 NP_000115 Q03468 ERCC6_HUMAN 16 ACCGACCGATACT 0.537

- 1 521 A|TMEM26_uc001j NM_178505 NP_848600 Q6ZUK4 TMM26_HUMAN ical; (Potential). 0 GTGAGCGCAGTC 0.642

- 8 1218 nse_Mutation_p.R3 NM_022079 NP_071362 Q5GLZ8 HERC4_HUMAN RCC1 6. 3 CTTACCGTCCACA 0.383

- 22 4723 kk.1_Missense_Mu NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 GTGGCAGTGTAGG 0.522

+ 23 3298 e_Mutation_p.R288 NM_004922 NP_004913 P53992 SC24C_HUMAN 3 GCTTACGGGCACA 0.468

+ 7 2889 _p.R752L|PLCE1_u NM_016341 NP_057425 Q9P212 PLCE1_HUMAN Ras-GEF. 3 TACAACGAGTGGG 0.408

+ 6 890 qny.1_Missense_M NM_000769 NP_000760 P33261 CP2CJ_HUMAN 6 TGGAGCTGGGAC 0.433

+ 23 3268 NM_000392 NP_000383 Q92887 MRP2_HUMAN -1 2.|Helical; Name=13; (By 1 ACATTTCTGGAGT 0.433

- 9 2874 nse_Mutation_p.R2 NM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN DH. 6 GGTAACGCATTAC 0.433

- 10 1082 NM_001278 NP_001269 O15111 IKKA_HUMAN 7 TTTCACGCTCAAT 0.383

- 5 1122 wm.1_Missense_M NM_016112 NP_057196 Q9P0L9 PK2L1_HUMAN cellular (Potential). 4 AGTGGTATGTCCA 0.552

- 3 1377 NM_001085398 NP_001078867 P0CAT3 TLXNB_HUMAN 0 CCCATGGCCTCTT 0.662

+ 10 1950 _p.K573R|NOLC1_ NM_004741 NP_004732 Q14978 NOLC1_HUMAN lization signal (Potential). 1 AGAAAAAGGCGGC 0.502

- 17 3591 .R391W|PSD_uc00 NM_002779 NP_002770 A5PKW4 PSD1_HUMAN 3 GCTTCCGCCGCC 0.692

- 6 563 _p.R78T|ACTR1A_ NM_005736 NP_005727 P61163 ACTZ_HUMAN 1 GTGGTCCTGCCTG 0.542

+ 3 466 se_Mutation_p.R90 NM_017787 NP_060257 Q9NX94 OPA1L_HUMAN 1 AGCACCGCCTTCA 0.562

- 16 2157 10orf79_uc001kxx. NM_025145 NP_079421 Q8NDM7 WDR96_HUMAN WD 9. 0 CCTGGTGAGAATG 0.403

+ 6 845 XI1_uc010qrc.1_M NM_005962 NP_005953 P50539 MXI1_HUMAN 0 TGGGAGTGACGA 0.468

+ 8 1363 7L2_uc001lah.2_M NM_001146274 NP_001139746 Q9NQB0 TF7L2_HUMAN ction with MAD2L2.|Pro-rich 4 CTGACCGTCAATG 0.522

+ 3 918 NM_198514 NP_940916 Q8NBF2 NHLC2_HUMAN NHL 1. 1 GTTACTGATAGAT 0.353

+ 2 547 el.2_Missense_Mu NM_004281 NP_004272 O95817 BAG3_HUMAN 2 GCTAGGGAAGGC 0.572

+ 4 962 nse_Mutation_p.S2 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 GAATGTCGCCAGT 0.582

+ 4 5521 se_Mutation_p.S17 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 TGTGCGTCCGGT 0.607

+ 8 883 1_Intron|DHX32_uc NM_016567 NP_057651 Q9P287 BCCIP_HUMAN 2 GTTCACGGGGGC 0.433

- 5 621 NM_004092 NP_004083 P30084 ECHM_HUMAN 0 ACTTCCCAACAGC 0.627

- 4 308 009ybn.2_Missense NM_001143764 NP_001137236 Q8N0S2 SYCE1_HUMAN Potential. 1 GCTTTCTTTTTTG 0.498

+ 7 846 _p.A238T|PHRF1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0 CTTGCCGCTGGTA 0.627

- 13 2017 h.1_5'Flank|CDHR5 NM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN epeats.|Extracellular (Poten 0 TTCCTGGCTCTGG 0.632

- 13 1897 9ycc.2_Missense_M NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 CCCCACCGGGTG 0.672 rs139590704

+ 13 1892 A2_uc009yco.1_R NM_012305 NP_036437 O94973 AP2A2_HUMAN 0 AGGAACGCAGACG 0.652

- 31 6815 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN r-rich.|Thr-rich. 1 CTGGCCGTGGTCC 0.612

- 2 233 SD_uc009yda.1_R NM_001909 NP_001900 P07339 CATD_HUMAN 0 GGTCCGGCGGAT 0.622

+ 1 422 G2_uc001mak.1_In NM_001005162 NP_001005162 Q8NGF0 O52B6_HUMAN lasmic (Potential). 1 TTGACCGCTATGT 0.517

- 1 751 M5_uc001mbq.1_In NM_001005168 NP_001005168 Q6IFG1 O52E8_HUMAN Name=6; (Potential). 2 TAACACCAATATG 0.408

- 1 764 NM_001146033 NP_001139505 P0C7T3 O56A5_HUMAN Name=6; (Potential). 0 ACTGTGGTGAAGA 0.488

+ 15 1937 _p.Q606K|ZNF143_ NM_003442 NP_003433 P52747 ZN143_HUMAN 0 GGCACCCAGATTG 0.483

- 7 1007 34_splice|COPB1_ NM_016451 NP_057535 P53618 COPB_HUMAN 2 ACAGACCTGGAGA 0.388

- 15 2222 mf.2_Missense_Mu NM_001145819 NP_001139291 P35712 SOX6_HUMAN 3 TGTCTCCGAGAC 0.453

+ 32 6672 _p.G1165D|NAV2_u NM_182964 NP_892009 Q8IVL1 NAV2_HUMAN TP (Potential). 6 CCAGCGGCACTG 0.567

- 1 248 NM_022725 NP_073562 Q9NPI8 FANCF_HUMAN 1 CCCGCCCAAAGC 0.667

- 4 1264 .1_Intron|MUC15_ NM_145650 NP_663625 Q8N387 MUC15_HUMAN lasmic (Potential). 3 TATACAGAAGTAC 0.383



- 2 1252 S_uc009yiz.2_Intro NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0 CTCGGCGGGCA 0.552

+ 2 418 .1_Intron|DGKZ_uc NM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3 CTACCACCGTGGG 0.657

+ 2 127 2_uc001ndg.3_RN NM_000506 NP_000497 P00734 THRB_HUMAN 3 AGTGTTCCTGGCT 0.657

+ 5 890 B2_uc001nee.2_Int NM_000107 NP_000098 Q92466 DDB2_HUMAN 3 GGACGGCAAAGA 0.572

+ 1 861 NM_001005496 NP_001005496 Q8NGK9 OR5DG_HUMANName=7; (Potential). 5 CTTGTTGAATCCC 0.403

- 1 283 NM_001004746 NP_001004746 Q8NGG2 OR5T2_HUMAN Name=2; (Potential). 2 GTTTGTGGAGCTG 0.393

- 5 725 NM_005142 NP_005133 P27352 IF_HUMAN 2 AGGCCAGTACTG 0.358

- 4 589 NM_014502 NP_055317 Q9UMS4 PRP19_HUMAN 1 CTTCTCGGGCAGC 0.582

+ 2 666 NM_138471 NP_612480 Q9BUA3 CK084_HUMAN 0 GTGAGAGCTGAGC 0.587

+ 6 1098 3_RNA|KCNK4_uc NM_033310 NP_201567 Q9NYG8 KCNK4_HUMAN lasmic (Potential). 0 CTGCGAGTAGTGT 0.642

+ 2 1396 rnv.1_Missense_M NM_013299 NP_037431 0 GAGGACGTACCCT 0.622

+ 17 1927 _p.A321T|POLA2_u NM_002689 NP_002680 Q14181 DPOA2_HUMAN 0 GTTTACGCACAGC 0.493

+ 6 789 rot.1_Missense_M NM_005146 NP_005137 O43290 SNUT1_HUMAN 1 TTTGGTGTCAGCA 0.602

- 3 395 ce_Site|RIN1_uc01 NM_004292 NP_004283 Q13671 RIN1_HUMAN 3 GAACGTCTGCAAG 0.637

+ 10 931 TN3_uc010rpi.1_R NM_001104 NP_001095 Q08043 ACTN3_HUMAN Spectrin 1. 0 TGGATCCGCCGC 0.647

- 17 3692 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 9. 4 GCATCAGCAGCCT 0.557

+ 8 738 D10C_uc001okz.2_ NM_198517 NP_940919 Q8IV04 TB10C_HUMANRab-GAP TBC. 0 CCGCACGTGCACA 0.697

+ 5 1074 ense_Mutation_p.E NM_020811 NP_065862 A5YM72 CRNS1_HUMAN 0 CTGGTGGAGGCT 0.657

+ 4 277 FS8_uc009ysb.1_I NM_002496 NP_002487 O00217 NDUS8_HUMAN 1 CAGCCCGCACCC 0.652

- 11 2418 1onn.1_Missense_ NM_017635 NP_060105 Q4FZB7 SV421_HUMAN 3 CGCCTACGAAGAG 0.383

- 9 1123 _p.P318R|CPT1A_ NM_001876 NP_001867 P50416 CPT1A_HUMAN lasmic (Potential). 2 TCTCCTGGGATCC 0.483

- 3 1251 oop.3_Missense_M NM_001098515 NP_001091985 Q96AM1 MRGRF_HUMAN lasmic (Potential). 0 TCCCTCCCGGCCA 0.687

+ 16 2548 L817P|C11orf30_u NM_020193 NP_064578 Q7Z589 EMSY_HUMAN 6 TTGACCTGAGTCA 0.388

+ 45 6453 e_Mutation_p.R202 NM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 2. 4 CTGCTGCGGGAG 0.637

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6 AGAATACGCTTAT 0.328

+ 5 728 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6 TGGGAGGTCACC 0.418

+ 4 546 p.N146S|NAALAD2 NM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANcellular (Potential). 2 TTACAAATATTGT 0.328

+ 18 11029 di.3_Missense_Mut NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN cellular (Potential). 5 CCGGCGCACCCT 0.587

+ 11 2520 pfc.2_Missense_M NM_130847 NP_570899 Q8IY63 AMOL1_HUMAN 2 AAGACAGACTCCT 0.502

+ 12 2797 pfc.2_Missense_M NM_130847 NP_570899 Q8IY63 AMOL1_HUMAN 2 ACAGCAGCACACA 0.672

+ 9 1228 pfz.2_Missense_Mu NM_014361 NP_055176 O94779 CNTN5_HUMAN 8 ATGGGAGAATATG 0.368

+ 2 788 G140W|YAP1_uc0 NM_001130145 NP_001123617 P46937 YAP1_HUMAN 3 TCTCCTGGGACAC 0.542

- 1 70 on_p.A8V|MMP7_u NM_002423 NP_002414 P09237 MMP7_HUMAN 1 CACACAGCACACA 0.552

- 16 3055 _p.P888S|ARHGAP NM_020809 NP_065860 Q9P2F6 RHG20_HUMAN 5 TTGGGGGTAAAAC 0.488

- 5 829 NM_017589 NP_060059 Q9NY30 BTG4_HUMAN 0 TGCATAGCAGGC 0.557

+ 9 1385 ol.2_Missense_Mu NM_006028 NP_006019 O95264 5HT3B_HUMAN cellular (Potential). 0 GGGGCGGCGTG 0.493

+ 2 131 Mutation_p.A10V|PA NM_002572 NP_002563 P68402 PA1B2_HUMAN 1 CAGCAGCTATTCC 0.408

+ 6 687 qg.2_Missense_M NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN cellular (Potential). 0 AACAACGTAGCC 0.592

- 9 1276 NM_004716 NP_004707 Q16549 PCSK7_HUMANExtracellular (Potential). 0 GCATGCGTCCCTC 0.567

- 12 2701 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANPotential).|Ig-like C2-type 9. 8 TTGGTGGCGATG 0.642

- 7 1701 rzi.1_Missense_Mu NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 TTGTCAGAGTTCT 0.612

+ 13 1615 aw.1_Missense_Mu NM_014619 NP_055434 Q16099 GRIK4_HUMAN cellular (Potential). 3 ATGACCGCTACGA 0.547

- 9 1967 yp.2_Missense_M NM_006597 NP_006588 P11142 HSP7C_HUMAN 8 GGAGGAGCTCCA 0.507

+ 6 760 _p.A184G|VWA5A_ NM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2 TGGTCGCCACCA 0.502

+ 2 168 2_5'Flank|SIAE_uc NM_017425 NP_059121 Q15506 SP17_HUMAN 0 ACTACCGAATTCC 0.423

+ 9 1588 NM_022370 NP_071765 Q96MS0 ROBO3_HUMAN 5.|Extracellular (Potential). 2 CTTGGCTCCTCCG 0.607

+ 1 691 2_3'UTR|HEPACA NM_001037558 NP_001032647 Q6WQI6 HEPN1_HUMAN 0 TCCTATGAACTGT 0.488



+ 4 354 OX2_uc010sba.1_I NM_022062 NP_071345 Q96KN3 PKNX2_HUMAN 3 ACGATGATGGCCA 0.662

- 2 511 ACRV1_uc001qco.2 NM_001612 NP_001603 P26436 ASPX_HUMAN epeats of S-E-H-[GA]-S. 0 TGTGCTCGGCCAC 0.517

- 5 843 _p.R161H|KIRREL3 NM_032531 NP_115920 Q8IZU9 KIRR3_HUMAN 2.|Extracellular (Potential). 3 CCCGCACGCAGG 0.652

+ 9 1176 _p.L207F|LOC100288778_uc010sdf.1_Missense_Mutation_p.L207F|LOC100288778_uc010sdg.1_Missense_Mutati 0 GCACTTGATGTCG 0.607

- 19 2158 ACNA2D4_uc009zd NM_172364 NP_758952 Q7Z3S7 CA2D4_HUMANcellular (Potential). 1 GGGTGTCGCTGAT 0.478

+ 1 1081 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3 CTGGCCGGCGAG 0.622

+ 2 451 sev.1_Missense_M NM_001769 NP_001760 P21926 CD9_HUMAN lasmic (Potential). 1 ATGCCGGTCAAAG 0.632

+ 12 1523 sew.1_Missense_M NM_018173 NP_060643 Q3KR16 PKHG6_HUMAN PH. 2 ATGCTGGAGAAGC 0.592

- 11 1896 _p.T486I|ZNF384_ NM_001135734 NP_001129206 Q8TF68 ZN384_HUMAN 8 GTGACAGTGAGG 0.582

- 3 119 qqg.1_Missense_M NM_153685 NP_710152 Q8IYJ0 CL053_HUMAN 0 AGGGAGGAGGT 0.672

- 13 3381 ge.1_Missense_M NM_174941 NP_777601 Q9NR16 C163B_HUMAN Extracellular (Potential). 11 CCAGCCGCGGG 0.617 rs149805278

- 2 285 raq.2_Missense_M NM_006143 NP_006134 Q15760 GPR19_HUMANcellular (Potential). 1 GTGGCTGTTTCAG 0.468

- 3 424 NM_182558 NP_872364 0 GGGAACGATTCC 0.453 rs143075618

+ 2 412 _p.Q68R|C12orf72_ NM_001135864 NP_001129336 Q8IXQ9 MET20_HUMAN 0 AAATCCAGTTGCG 0.552

+ 4 751 GD4_uc010ske.1_ NM_139241 NP_640334 Q96M96 FGD4_HUMAN nt-binding (By similarity). 3 GCCAACGGTGTAA 0.483

- 13 1821 NM_004818 NP_004809 Q9BUQ8 DDX23_HUMANcase ATP-binding. 6 GTGTCTGGCTTCT 0.527

- 12 1347 _p.M335I|LMBR1L_ NM_018113 NP_060583 Q6UX01 LMBRL_HUMANcellular (Potential). 1 TACCTGCATGCCT 0.617

- 19 2503 rut.1_Missense_Mu NM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN FH2. 4 ACTTGACGGAAGC 0.547

+ 21 2981 ryo.2_Missense_M NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN cellular (Potential). 5 ATGCCCGCAAAGC 0.507 rs146086054

+ 10 1541 81_uc001sac.2_5' NM_002284 NP_002275 O43790 KRT86_HUMAN Tail. 1 ACGCCTGCGCCC 0.672

- 9 1523 NM_004693 NP_004684 O95678 K2C75_HUMAN Tail. 0 AGTAGCCGCTGCC 0.627

- 6 1268 RT8_uc009zml.1_M NM_002273 NP_002264 P05787 K2C8_HUMAN Rod.|Coil 2. 2 AGGTGGCGATCTC 0.667

- 9 1097 cs.3_Nonsense_Mu NM_015665 NP_056480 Q9NRG9 AAAS_HUMAN WD 4. 1 CTCACCGAAAGAC 0.562 rs121918547

+ 11 1588 R2_uc009zmy.1_3 NM_020547 NP_065434 Q16671 AMHR2_HUMAN(Potential).|Protein kinase. 2 AGCAGCGCCTGG 0.597

- 8 1229 p.P84S|MMP19_uc NM_002429 NP_002420 Q99542 MMP19_HUMAN mopexin-like 2. 1 TCTTGGGGAAGCC 0.458

+ 12 1237 e_Mutation_p.R32 NM_001345 NP_001336 P23743 DGKA_HUMAN 4 CTGCTCCGGGAT 0.602

- 10 1254 e_Mutation_p.P289 NM_004077 NP_004068 O75390 CISY_HUMAN 0 TATCGCGGATCAG 0.413

- 18 2324 NM_003920 NP_003911 Q9UNS1 TIM_HUMAN 8 GTGTGGGCACTAT 0.493 rs138087467

- 5 446 2_RNA|TAC3_uc0 NM_013251 NP_037383 Q9UHF0 TKNK_HUMAN 2 CTGGCTGGACGC 0.502

+ 81 12924 NM_002332 NP_002323 Q07954 LRP1_HUMAN |Extracellular (Potential). 22 GTGACCGCAAGAA 0.642

- 4 526 NM_000619 NP_000610 P01579 IFNG_HUMAN 0 GTTCATGTATTGC 0.433

+ 9 1732 _p.E578G|CPSF6_ NM_007007 NP_008938 Q16630 CPSF6_HUMANnuclear targeting.|Arg-rich. 0 tgaccgagagcgtgacc 0.353

+ 2 977 C2_uc001szs.1_M NM_152588 NP_689801 Q8N394 TMTC2_HUMAN ical; (Potential). 2 GATGCAGCATGTT 0.478

- 1 1649 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2 CTAACAGTTAAAG 0.368

- 10 1578 _p.A412G|SART3_ NM_014706 NP_055521 Q15020 SART3_HUMAN 1 GTAAAGGCGGCC 0.458

+ 53 7398 ACB_uc001tod.2_R NM_001093 NP_001084 O00763 ACACB_HUMAN 8 GTGGCCGTGGAC 0.622

- 68 11872 NM_001109662 NP_001103132 2 GCGGTACCTGCTG 0.617

- 28 4117 NM_001109662 NP_001103132 2 CTGTGGCTCGGG 0.542

- 11 1276 24A6_uc001tva.2_ NM_024959 NP_079235 Q6J4K2 NCKX6_HUMANcellular (Potential). 1 GGGGCCGTTTCCA 0.622

- 8 1223 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 TGGACTGGGTTCT 0.418

- 7 885 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 ACCATCCGAACAC 0.428

- 4 1241 NM_019086 NP_061959 Q8N0Z9 VSI10_HUMAN 3.|Extracellular (Potential). 0 GCAGCTGGCGCC 0.522

- 45 5710 p.A1405V|CIT_uc0 NM_007174 NP_009105 O14578 CTRO_HUMAN 10 GAGGACGCCAAG 0.607

- 5 602 RPLP0_uc001txr.2 NM_053275 NP_444505 P05388 RLA0_HUMAN 1 GGCACAGTGACT 0.532

+ 3 869 tyw.2_Missense_M NM_001033677 NP_001028849 Q9NZU7 CABP1_HUMAN EF-hand 2. 1 CTCATCGAACTGT 0.512

- 2 651 ci.1_Missense_Mu NM_002956 NP_002947 P30622 CLIP1_HUMAN Ser-rich. 3 GGAGGCGTAGCTG 0.507

- 1 451 SPH9_uc010tam.1_ NM_022782 NP_073619 Q99550 MPP9_HUMAN 0 CCAGGAGAAATGG 0.353



+ 20 2787 NM_012463 NP_036595 Q9Y487 VPP2_HUMAN lasmic (Potential). 2 CTTTCATCAAAGT 0.348

- 3 1334 NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 TGGCTCGCACGC 0.552

+ 3 852 ujh.2_Missense_Mu NM_025215 NP_079491 Q9Y606 TRUA_HUMAN 2 TCAGGCTGTATTC 0.517

+ 5 1374 jh.2_Missense_Mu NM_025215 NP_079491 Q9Y606 TRUA_HUMAN 2 ATGGTCGGCCTGG 0.622

- 39 5422 ukr.1_Missense_M NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TGGCACCTGAAG 0.552

+ 5 1614 NF10_uc001ulq.2_ NM_015394 NP_056209 P21506 ZNF10_HUMAN C2H2-type 6. 3 ACAGAGCACACAT 0.438

- 2 423 NM_004004 NP_003995 P29033 CXB2_HUMAN cellular (Potential). 0 AGATGGGGAAGTA 0.592

+ 18 1777 cq.1_Missense_Mu NM_175605 NP_783195 Q13099 IFT88_HUMAN TPR 6. 1 AGTGCAGCTGCAA 0.343

- 10 3641 .E871Q|SACS_uc0 NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 GATTCTCAAGGAC 0.348

+ 1 4159 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular p.G1284G(1) 11 ACAGATGGGAAGC 0.408

- 3 337 0tez.1_Missense_M NM_145286 NP_660329 Q8TAV4 STML3_HUMAN lasmic (Potential). 1 GGATGCGTCCCAG 0.473 rs139159531

- 1 200 NM_198849 NP_942146 Q8IW03 SIAH3_HUMAN 2 GTGTGGGGTTGAC 0.542

- 13 2328 18_uc010acm.2_M NM_025113 NP_079389 Q9H714 CM018_HUMAN 0 CCAGCAGCCCTT 0.542

- 11 2011 p.S334L|C13orf18_ NM_025113 NP_079389 Q9H714 CM018_HUMAN 0 ATGCACGACTCT 0.517

- 1 363 RP1_uc001vni.2_In NM_178861 NP_849192 Q8IZP6 R113B_HUMAN 3 TCAGCGGTGGCC 0.692

+ 24 2025 NM_001846 NP_001837 P08572 CO4A2_HUMAN le-helical region. 6 CAGGCCGCGATG 0.632

+ 29 2682 NM_001846 NP_001837 P08572 CO4A2_HUMAN le-helical region. 6 AGGCCTTCCCGG 0.692

+ 2 1117 g.2_Missense_Mut NM_005537 NP_005528 Q9UK53 ING1_HUMAN 1 CTGGGCGACGAG 0.662

+ 19 2304 11A_uc001vsm.1_M NM_015205 NP_056020 P98196 AT11A_HUMAN lasmic (Potential). 4 ACAGCGGGAGCC 0.657

+ 1 53 agr.1_Missense_Mu NM_003891 NP_003882 P22891 PROZ_HUMAN 0 GTCCTCGCCCTCC 0.607

+ 4 330 gr.1_Missense_Mu NM_003891 NP_003882 P22891 PROZ_HUMAN EGF-like 1. 0 TCTGGGGCTACAC 0.607

+ 9 831 u.2_Missense_Mut NM_001008895 NP_001008895 Q13619 CUL4A_HUMAN 3 GACAGAGTAATC 0.413

- 8 1061 wu.2_Missense_Mu NM_138376 NP_612385 Q8N0Z6 TTC5_HUMAN 1 ATGACGGCACCG 0.527

+ 2 457 vyl.1_Missense_M NM_002934 NP_002925 P10153 RNAS2_HUMAN 1 ACACCAGCAAAC 0.458

+ 17 3783 10357_uc010aij.2_ NM_018071 NP_060541 Q8TER5 ARH40_HUMAN DH. 0 GGCAGAGACCTG 0.622

+ 4 581 NM_020366 NP_065099 Q96KN7 RPGR1_HUMAN 7 AACCCAGTGAACT 0.423

- 2 349 NM_001344 NP_001335 P61803 DAD1_HUMAN 1 CGCTCTGGGGAG 0.418

- 11 1223 n_p.R308*|RBM23_NM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1 CCAGTCGCTCAGT 0.547

+ 3 625 se_Mutation_p.G6 NM_182908 NP_878912 Q13268 DHRS2_HUMANNADP (By similarity). 2 CGGGACGGGGCC 0.647

+ 11 1328 y.1_Missense_Muta NM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN 0 GTGGGTGCACTGG 0.562

+ 2 150 mp.2_RNA|IRF9_uc NM_006084 NP_006075 Q00978 IRF9_HUMAN 1 CACGCTGCACCC 0.567

- 2 319 RIPK3_uc010toi.1_ NM_006871 NP_006862 Q9Y572 RIPK3_HUMANProtein kinase p.R37R(1) 4 CGCCCGGAACAC 0.627

+ 8 2971 ml.2_Missense_Mu NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 TGTACAGCGAGC 0.443

- 4 1936 NM_203301 NP_976046 Q7Z6M2 FBX33_HUMAN 0 CTGAGTGATTCGA 0.443

- 1 292 14orf104_uc001ww NM_018139 NP_060609 Q9NVR5 KTU_HUMAN 0 CCGGGTGCACGA 0.711

+ 8 601 qw.1_Missense_M NM_002806 NP_002797 P62333 PRS10_HUMAN 1 CGAGCCGTTGCTA 0.289

- 17 1632 apo.2_Missense_M NM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4 TTCTTGCAGAATA 0.279

- 25 5456 p.R1801H|SPTB_u NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 15. 11 AAGTAGCGGTGCA 0.652

+ 6 1775 UT8_uc001xir.3_RN NM_178155 NP_835368 Q9BYC5 FUT8_HUMANmenal (Potential). 1 TTCAGCGGAGAA 0.373

+ 2 362 010aqz.2_Translat NM_014734 NP_055549 Q92537 K0247_HUMAN 3 TTTGCCGTGGCCT 0.478

- 7 2138 _p.A85T|ZFYVE1_ NM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1 ATTTTGCGAGACC 0.512

+ 4 407 M25_uc010ttu.1_M NM_021239 NP_067062 P49756 RBM25_HUMAN 4 TGGGCGCAAGAA 0.378 rs143840737

+ 6 720 se_Mutation_p.V18 NM_182476 NP_872282 Q9Y2Z9 COQ6_HUMAN 0 CCGGAGTACGGC 0.493

+ 1 500 NM_019589 NP_062535 P49750 YLPM1_HUMAN Pro-rich. 3 AAACACCAGATGC 0.667

- 1 857 OX2_uc001xqq.1_In NM_001080408 NP_001073877 Q3B8N5 PROX2_HUMAN 0 AAGGCAGCCAAA 0.577

- 2 3239 e_Mutation_p.P100 NM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2 TCTACCGGATTCA 0.393

+ 4 579 1xtc.1_Missense_M NM_033426 NP_219494 Q9C0C6 K1737_HUMAN 0 CCACCTGTACCAT 0.512



+ 4 991 xtc.1_Missense_M NM_033426 NP_219494 Q9C0C6 K1737_HUMAN 0 CAGACAGCACTCT 0.567

- 4 998 2_uc010asx.2_3'U NM_000793 NP_000784 Q92813 IOD2_HUMAN 1 CGCTCCAGAAGCT 0.557

- 7 1544 _p.D10N|C14orf10 NM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3 CGCTGTCGGGTTT 0.552

+ 5 500 LM1_uc010atr.1_R NM_006888 NP_008819 P62158 CALM_HUMAN EF-hand 3.|3. 1 AATGGTTATATCA 0.398

+ 6 1901 _p.S508R|RIN3_uc NM_024832 NP_079108 Q8TB24 RIN3_HUMAN 3 GCTGAGCTTTGCC 0.592

- 6 588 _p.S84P|BEGAIN_ NM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN 0 AATCCGAGGGCAG 0.672

+ 9 1799 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN Kinesin-motor. 1 CCCGACGCAGCT 0.701

+ 4 250 f80_uc001yrn.2_5' NM_001311 NP_001302 P50238 CRIP1_HUMAN 0 TTTGCAGCACGAA 0.567

- 19 2892 C2P2_uc001yvo.3_5'Flank|HERC2P2_uc001yvp.3_Intron 0 TCTCCATGAGGCA 0.493

+ 2 308 NM_207444 NP_997327 Q8NAA6 CO053_HUMAN 0 TGCTGGGTCCAAG 0.483

+ 3 1668 bp.1_Missense_Mu NM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0 GTAGCCCGTGCGT 0.667

+ 9 1110 _p.A272T|RAD51_ NM_002875 NP_002866 Q06609 RAD51_HUMAN 0 GTGGTAGCTCAAG 0.453

- 19 2419 O80_uc010ucu.1_R NM_017553 NP_060023 Q9ULG1 INO80_HUMAN nserved components INO80 4 TCATGTGTAAGCG 0.373

+ 13 1291 n_p.C628Y|JMJD7 NM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1 CAAGCTGCTTCAC 0.483

+ 16 1675 _p.R756H|JMJD7-P NM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1 GGACCGCTGGGT 0.637

+ 8 1117 e_Mutation_p.L293 NM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3 GTGAACCTGACTA 0.433

+ 10 1319 e_Mutation_p.A325 NM_017434 NP_059130 Q9NRD9 DUOX1_HUMAN roxidase activity.|Extracellu 8 GTGGCGGCCTCTG 0.572

- 55 6987 N1_uc010beo.1_R NM_000138 NP_000129 P35555 FBN1_HUMAN e 38; calcium-binding. 3 ACACATCGGAAGG 0.458

- 10 1051 zxm.2_Missense_M NM_152647 NP_689860 Q96M60 CO033_HUMAN 1 AAACAATCAGGATA 0.254

- 13 1223 P8B4_uc010ufd.1_M NM_024837 NP_079113 Q8TF62 AT8B4_HUMAN lasmic (Potential). 8 TCTTCCGGTCCCA 0.393

+ 5 1019 AQP9_uc010ugx.1 NM_020980 NP_066190 O43315 AQP9_HUMAN cellular (Potential). 1 GAGACCTGAGTCC 0.557

+ 4 834 e_Mutation_p.G76 NM_000236 NP_000227 P11150 LIPC_HUMAN 1 GAGTGCGGCTTCA 0.473

+ 6 1634 NM_032857 NP_116246 P83111 LACTB_HUMAN 0 TCAATAGCACCGC 0.378

+ 8 710 uih.1_Missense_Mu NM_016530 NP_057614 Q92930 RAB8B_HUMAN 2 GTTGCTCGCTACT 0.458

- 5 652 96A_uc002amu.1_3 NM_032231 NP_115607 Q9H5X1 FA96A_HUMAN 0 CCACTCGCTCTTT 0.413

+ 1 184 OX5_uc002aro.2_ NM_024505 NP_078781 Q96PH1 NOX5_HUMAN acts with the C-terminal cata 2 GTGCCGGCTTATC 0.632

- 18 3110 _p.S245L|TLE3_uc NM_005078 NP_005069 Q04726 TLE3_HUMAN WD 5. 2 CCCAGCGAGAAG 0.622

- 16 2933 _p.L186P|TLE3_uc NM_005078 NP_005069 Q04726 TLE3_HUMAN WD 3. 2 TTGTGCAGGTCCC 0.592

- 7 1174 p.R325Q|STOML1_ NM_004809 NP_004800 Q9UBI4 STML1_HUMAN mic (Potential).|SCP2. 1 AGGGGCCGCAGC 0.642

- 2 1104 bcu.1_Missense_M NM_032808 NP_116197 Q96FE5 LIGO1_HUMAN lar (Potential).|LRR 11. 2 GATTCCTCCAGTG 0.652

- 18 3032 MTS7_uc010und.1_ NM_014272 NP_055087 Q9UKP4 ATS7_HUMAN 0 GACAGGGTACATG 0.662

+ 2 148 0unk.1_Missense_ NM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4 AAATACCGTTTCTT 0.478

+ 7 567 m.1_Missense_Mu NM_000137 NP_000128 P16930 FAAA_HUMAN 0 ATGGCCGTGCCTC 0.527

- 4 1733 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN 3 CAGCTTCTTTCTC 0.458

- 7 804 A|WDR73_uc010u NM_032856 NP_116245 Q6P4I2 WDR73_HUMAN 0 ACTGAGCTCACAG 0.617

+ 7 3273 13_uc002blu.1_Mi NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 TTGGGGGCAGAG 0.597

- 11 1962 NM_001150 NP_001141 P15144 AMPN_HUMAN ular.|Metalloprotease. 4 CCCGTGCTGGTAT 0.597

+ 8 1199 L13_uc002bpe.1_RNM_001029964 NP_001025135 A6NNM8 TTL13_HUMAN TTL. 0 TGTCCGGGATGG 0.522

- 12 1647 qo.2_Missense_Mu NM_003981 NP_003972 O43663 PRC1_HUMAN ctured, Arg/Lys rich. 2 TTGGCCGTAGCAT 0.517

+ 30 4362 o.1_Missense_Mut NM_001271 NP_001262 O14647 CHD2_HUMAN 2 TGGGGGGTGGAA 0.408

- 10 1476 2bvx.1_Missense_ NM_139057 NP_620688 Q8TE56 ATS17_HUMAN Disintegrin. 3 ATGCCCGGCAGC 0.582 rs144488545

- 5 593 _p.T123M|TM2D3_ NM_078474 NP_510883 Q9BRN9 TM2D3_HUMAN ical; (Potential). 1 AGAGCCGTAGAC 0.393

- 4 506 bxj.2_Missense_Mu NM_078474 NP_510883 Q9BRN9 TM2D3_HUMAN 1 CGCACCGTGCAG 0.498 rs144526936

+ 7 1578 3P_uc002cdp.2_M NR_003659 0 ACCTGCCCGGCA 0.582

+ 2 1428 KN1_uc002chs.1_3 NM_053284 NP_444514 Q96NZ8 WFKN1_HUMAN/Kunitz inhibitor 2. 0 GGCAACGGCAAC 0.731

+ 19 1877 tation_p.A383T|RH NM_138769 NP_620124 Q8IXI1 MIRO2_HUMAN type IV membrane protein; 1 GTGGCCGCAGTC 0.642

+ 4 982 uc010bra.1_5'Flank NM_024042 NP_076947 Q9UJH8 METRN_HUMAN 0 CCCTGCGAGGTGG 0.672



- 7 1487 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4 CCCATCCTGCCCA 0.756

+ 22 2511 vv.1_Missense_Mu NM_000548 NP_000539 P49815 TSC2_HUMAN p.E793fs*9(1) 10 GTGCCAGCCAGTG 0.632

- 15 4689 t.1_Missense_Muta NM_001009944 NP_001009944 P98161 PKD1_HUMAN ar (Potential).|PKD 10. 3 GGGGCGCCCAC 0.652

+ 1 1034 NM_020982 NP_066192 O95484 CLD9_HUMAN cellular (Potential). 0 TGGTGGCCCAGG 0.667

+ 1 411 NR_002169 0 ATGACCGCTTTGT 0.512

- 22 4045 cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN Cys/His-rich. 127 AATCAACGAAACT 0.512

- 2 2032 NM_001116 NP_001107 O60503 ADCY9_HUMAN tential).|Guanylate cyclase 6 AGGATGCCGCAAA 0.557

- 2 1162 NM_001116 NP_001107 O60503 ADCY9_HUMANcellular (Potential). 6 GTGGCCGTAAGG 0.582

- 20 2119 uxh.1_Missense_M NM_024535 NP_078811 P57737 CORO7_HUMAN WD 7. 0 CACTCCGGGGCC 0.647

+ 4 431 cws.3_Missense_M NM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0 GGAGCGCAACAA 0.562

+ 11 1828 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1 ATTTGAGCTGTCC 0.627

- 14 3097 uzv.1_Missense_M NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 TTCTAACTCTTCA 0.478

- 14 1716 dx.2_Missense_Mu NM_002474 NP_002465 P35749 MYH11_HUMANyosin head-like. 15 ATTCCTCGTCCAG 0.572

+ 16 2222 vl.2_Missense_Mu NM_004996 NP_004987 P33527 MRP1_HUMAN ter 1.|ATP 1.|Cytoplasmic. 4 GGCTGCGGAAAG 0.612

- 2 874 vav.1_Missense_M NM_016235 NP_057319 Q9NZH0 GPC5B_HUMANcellular (Potential). 3 TGCCGAAGAGGTA 0.607

- 13 3651 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN RAD51 and BRCA2.|WD 6 11 GTGGGAGGAGGG 0.458

- 1 284 e_Mutation_p.P39 NM_033266 NP_150296 Q76MJ5 ERN2_HUMAN 6 GGCCAGGTCCCTG 0.741

+ 4 1052 _uc002drl.2_Misse NM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMAN2 phosphorylation) (By simil 2 CTGGCGGGGCTG 0.647

+ 4 443 _p.S72N|KIF22_uc0 NM_007317 NP_015556 Q14807 KIF22_HUMAN Kinesin-motor. 0 GGGCAGCCCAGA 0.602

+ 7 899 P_uc010vdz.1_RNA NM_005115 NP_005106 Q14764 MVP_HUMAN MVP 5. p.P272L(1) 4 TTGTGCCCATCAC 0.642

+ 7 1298 _uc002dvc.1_Misse NM_016151 NP_057235 Q9UL54 TAOK2_HUMANProtein kinase. 1 TTGGTTCTGCGTC 0.557

+ 2 2768 NM_014699 NP_055514 O15015 ZN646_HUMANC2H2-type 14. 2 GACTGTGGGCATT 0.612

- 15 2361 vfg.1_Missense_Mu NM_173502 NP_775773 Q5K4E3 POLS2_HUMAN eptidase S1 3. 1 GGGGCGGTGCTG 0.637

- 6 678 0vfq.1_Missense_M NM_022744 NP_073581 Q96GQ5 CP058_HUMAN 2 CATGTTGTTCCTC 0.637

- 3 561 NETO2_uc002ees. NM_018092 NP_060562 Q8NC67 NETO2_HUMAN lar (Potential).|CUB 1. 0 TTTGGCGAAGCAA 0.383

+ 11 1818 ONP2_uc002efj.1_ NM_031490 NP_113678 Q86WA8 LONP2_HUMAN 0 GTGGCCGTGAAGG 0.483

- 2 545 _RNA|SIAH1_uc00 NM_003031 NP_003022 Q8IUQ4 SIAH1_HUMAN AH-type.|SBD. 1 ATTACAGCATCCA 0.468

- 1 498 NM_004352 NP_004343 P23435 CBLN1_HUMAN 0 CACAGAGATGCCC 0.627

- 5 1149 vgn.1_Missense_M NM_015069 NP_055884 Q2M1K9 ZN423_HUMAN C2H2-type 6. 4 TGGCGGGTGAGC 0.607

- 3 508 _p.L108F|TOX3_uc NM_001080430 NP_001073899 O15405 TOX3_HUMAN 0 AAGGGAGGTCCAG 0.483

+ 1 729 e.3_Intron|LPCAT2_ NM_032330 NP_115706 Q96L46 CPNS2_HUMAN EF-hand 4. 0 TGGTCCGCCTGGA 0.438

+ 45 5444 LRC5_uc002ekq.1 NM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7 AGCTCCCGCTGCT 0.617

- 2 1321 NM_020807 NP_065858 Q9P2F9 ZN319_HUMAN C2H2-type 5. 0 CACAGCGTGCAC 0.607

+ 2 337 se_Mutation_p.P69 NM_001160305 NP_001153777 Q8TBK2 SETD6_HUMAN SET. 1 GGTGCCGCGGGC 0.682

- 1 106 0vim.1_Translatio NM_002080 NP_002071 P00505 AATM_HUMAN 2 GGACCGTAGGAG 0.716

+ 5 634 e_Mutation_p.S18 NM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5 CCCCAGCACTGG 0.587

- 3 1479 k|KIAA0895L_uc00 NM_001040715 NP_001035805 Q68EN5 K895L_HUMAN 0 CCAGCGCAGCCC 0.587

+ 12 4264 0cef.2_Missense_M NM_015432 NP_056247 Q58EX7 PKHG4_HUMAN 2 GTGTTGGCAGAG 0.527

- 8 1220 NM_013304 NP_037436 Q8WTX9 ZDHC1_HUMAN 0 GGGCCGCATCTT 0.627

- 8 1097 FBP1_uc002fce.2_ NM_031293 NP_112583 Q8TBY8 PMFBP_HUMAN Potential. 2 AGTGCTTCAGTAT 0.512

- 19 3119 D1L2_uc002fgg.1_R NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN tracellular (Potential). 3 ATGACTCGAAGCA 0.562

+ 13 1273 hg.1_Nonsense_M NM_002661 NP_002652 P16885 PLCG2_HUMANPI-PLC X-box. 8 ATGGCTGGACGCG 0.577

+ 13 1279 hg.1_Missense_Mu NM_002661 NP_002652 P16885 PLCG2_HUMANPI-PLC X-box. 8 GGACGCGGACTA 0.557

- 8 1185 se_Mutation_p.P31 NM_017740 NP_060210 Q9NXF8 ZDHC7_HUMAN 1 GGGGGGCCCCC 0.572

- 9 6220 _Mutation_p.T1920 NM_013275 NP_037407 Q6UB99 ANR11_HUMAN Pro-rich. 6 GCGGCCGTCGCC 0.692

+ 18 1694 0cke.2_Missense_ NM_015085 NP_055900 Q684P5 RPGP2_HUMAN 1 ACAACAGCATGGA 0.667

- 7 1845 _p.L438V|TRPV1_ NM_080706 NP_542437 Q8NER1 TRPV1_HUMAN ical; (Potential). 1 AGACCAGGAAGTT 0.582



- 16 2484 _p.T778M|ATP2A3 NM_174955 NP_777615 Q93084 AT2A3_HUMAN nal (By similarity). 5 ATTGCCGTGAGGA 0.642

- 18 2535 _p.R834*|ANKFY1_ NM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN 3 TGTCTCGTACATT 0.537

- 3 488 zz.2_Missense_Mu NM_005022 NP_005013 P07737 PROF1_HUMAN 0 GGACACCTTCTTT 0.552

- 16 2884 _p.A925T|CAMTA2 NM_015099 NP_055914 O94983 CMTA2_HUMAN 1 TGTCAGCGTCCTC 0.577 rs142999940

- 4 343 NM_016041 NP_057125 Q9GZP9 DERL2_HUMAN 0 AGGATACGGTCAT 0.428

+ 6 571 2gfh.1_Missense_M NM_203415 NP_981960 Q8TE02 DERP6_HUMAN 0 GTGACAGCTCCTC 0.537

+ 7 1091 .V311M|TNK1_uc0 NM_003985 NP_003976 Q13470 TNK1_HUMANProtein kinase. 3 TTTGGGGTGACGC 0.672

+ 3 423 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN 0 ATCACAGTAGCAG 0.423

- 4 1839 hd.3_Missense_Mu NM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN Pro-rich. 4 GTGGCTGCAGGC 0.667 rs144969522

+ 48 7656 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 3 (By similarity). 13 CGGAGTCGCTTCA 0.587

+ 11 1561 e_Mutation_p.R52 NM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5 AGGAGCGAGCG 0.577

- 30 4176 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 GTTCCCGCAGCAG 0.547

+ 8 904 0vvi.1_Missense_M NM_003010 NP_003001 P45985 MP2K4_HUMANProtein kinase.?(3)|p.A279T(1 58 CCAAGCGCATCAC 0.428

- 3 430 vq.1_Missense_Mu NM_018127 NP_060597 Q9BQ52 RNZ2_HUMAN 0 TGCATTCGTGTCA 0.418

- 4 952 e_Mutation_p.P132 NM_006470 NP_006461 O95361 TRI16_HUMAN B box-type 2. 3 TGGGCAGGGCAG 0.572

- 5 744 m.2_3'UTR|UNC11 NM_005148 NP_005139 Q13432 U119A_HUMAN 0 CCAGCCGGTCATC 0.612

+ 7 806 crt.2_Missense_Mu NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3 AGGAAGAGTATG 0.468

- 3 660 se_Mutation_p.T16 NM_001017368 NP_001017368 Q8WZ73 RFFL_HUMAN 0 GCTGGGTCAGGAA 0.597

- 5 956 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 TGATGGTCATTGT 0.617

+ 7 633 F15_uc002hkc.2_M NM_139215 NP_631961 Q92804 RBP56_HUMAN /Gly/Ser/Tyr-rich. 35 AGGGAGGAGGTA 0.428

+ 11 1785 e_Mutation_p.L26P NM_005937 NP_005928 P55198 AF17_HUMAN 6 CCCGCCTCAGCC 0.687

+ 6 902 BB2_uc010cwb.2_M NM_004448 NP_004439 P04626 ERBB2_HUMANcellular (Potential). 143 GTGCCGGTGGCT 0.647

+ 5 773 wc.2_Missense_Mu NM_005310 NP_005301 Q14451 GRB7_HUMAN as-associating. 5 GTGGGCGGAGATA 0.597

+ 3 929 NM_001552 NP_001543 P22692 IBP4_HUMAN roglobulin type-1. 0 GCGACCGCAACGG 0.667

- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -C-[GIKRQVHEL]- [SPTR]-[ 0 GGACGCAGGcagc 0.323 rs141357429

- 1 216 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN -[GRQVCHIEK]- [SPTR]-[VS 0 ggagatgcagcagctag 0.274

- 1 215 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN f C-C-[GRQVCH]-[SPT]- [V 0 AGCAGGTGGTCC 0.667

- 8 1326 P_uc010wfs.1_Intr NM_000422 NP_000413 Q04695 K1C17_HUMAN Tail. 2 GTCACCGCTGCAG 0.632

+ 3 395 1_3'UTR|GRN_uc0 NM_002087 NP_002078 P28799 GRN_HUMAN 5 GGGTGGCCCCTG 0.582

- 11 1005 A2B_uc002igu.1_5' NM_000419 NP_000410 P08514 ITA2B_HUMAN Extracellular (Potential). 3 TGACAGCCACTGA 0.562

+ 11 1425 MT1_uc002iia.2_RN NM_021079 NP_066565 P30419 NMT1_HUMAN 0 GGCATAGGGGAC 0.517

+ 17 2372 _p.R534H|KPNB1_ NM_002265 NP_002256 Q14974 IMB1_HUMAN 3 TGTGCCGTGCCCT 0.468

- 45 3406 NM_000088 NP_000079 P02452 CO1A1_HUMAN (Potential).|Triple-helical re 382 GTCACCACGGGG 0.582

+ 16 2602 BPAP_uc002iqz.2_ NM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6 CGAGATGTGATTG 0.537

+ 9 2435 c002irv.1_Nonsens NM_018896 NP_061496 O43497 CAC1G_HUMAN lasmic (Potential). 1 CTGACTCAGACAG 0.652

- 9 1610 NM_000250 NP_000241 P05164 PERM_HUMAN 4 CGGTACGTGGGC 0.567

- 1 435 NM_001080439 NP_001073908 Q4G112 HSF5_HUMAN By similarity. 3 CCATTGCCTGCC 0.652

- 1 1134 1_5'Flank|SEPT4_u NM_001038704 NP_001033793 Q8NEP4 CQ047_HUMAN 1 ACCCTGCGGCCA 0.542

- 20 3540 _p.L714F|HEATR6_ NM_022070 NP_071353 Q6AI08 HEAT6_HUMAN 2 CTGGGAGTGCCC 0.498

+ 25 4393 TANC2_uc002jao.3 NM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2 TCTCCAGCTCACC 0.602

- 8 695 NM_001433 NP_001424 O75460 ERN1_HUMANmenal (Potential). 9 GGACATCTCTGTA 0.507

- 17 2378 _p.D423Y|SMURF2 NM_022739 NP_073576 Q9HAU4 SMUF2_HUMAN HECT. 4 CTTCATCAAAAAA 0.458

- 3 2773 37A3_uc010wqf.1_ NM_199340 NP_955372 O60309 L37A3_HUMAN cellular (Potential). 0 CTGGAAGCTGAGT 0.517

- 1 117 D12_uc002jfz.2_5 NM_002816 NP_002807 O00232 PSD12_HUMAN 0 GCGCCCGTCAGC 0.677

+ 24 8268 gg.2_Missense_Mu NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 AGGAAACTAAGAA 0.388

+ 3 1194 SG_uc002jhb.1_5'U NM_014960 NP_055775 Q96EG1 ARSG_HUMAN 1 TCACTGGGATAAT 0.547

- 29 4300 se_Mutation_p.G13 NM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4 CATTTCCATACTT 0.259



+ 6 1450 wrq.1_Missense_Mu NM_178233 NP_839947 Q7RTS5 OTOP3_HUMAN 1 CCGAGGGCCTGG 0.657

+ 13 1642 _p.R466H|KIAA019 NM_014738 NP_055553 Q12767 K0195_HUMAN 1 CCACCCGCTCCTT 0.637

- 14 1991 wsc.1_Missense_M NM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN 1 TGGCCGCACGTC 0.642

- 4 508 jra.2_Missense_Mu NM_052916 NP_443148 Q96PX1 RN157_HUMAN 1 ACCTGGCAATACC 0.483

- 9 1555 _p.S497F|UBE2O_ NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 CTGGCAGAGGAG 0.562

- 8 1753 se_Mutation_p.L39 NM_018414 NP_060884 Q9NSC7 SIA7A_HUMANmenal (Potential). 0 CAGTGAGCAGCAG 0.577

- 5 1724 NM_003655 NP_003646 O00257 CBX4_HUMAN action with BMI1. 2 GGCCTCGGCTGG 0.488

- 2 259 NM_019020 NP_061893 Q8TBP0 TBC16_HUMAN 0 CCGGCGGGTGC 0.672

- 33 5785 N_uc002kdv.1_5'F NM_004104 NP_004095 P49327 FAS_HUMAN By similarity).|NADP (KR) (B 1 CACCAGCGATGAT 0.632 rs139792253

+ 29 2702 e_Mutation_p.D18 NM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0 ATGGACGACTACA 0.567

- 18 2930 OM1_uc002klq.2_In NM_003803 NP_003794 P52179 MYOM1_HUMAN 5 TTGGCGGGGAGG 0.557

- 3 295 A70V|EPB41L3_uc NM_012307 NP_036439 Q9Y2J2 E41L3_HUMAN 5 CTGGCAGCAAACT 0.403

- 35 6092 r.1_Intron|KIAA163 NM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0 TGCTTGAGGCCAC 0.438

- 5 1565 lbo.1_Missense_M NM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0 AACACCAGCGGG 0.428

- 7 1254 cy.1_Missense_Mu NM_013305 NP_037437 O15466 SIA8E_HUMANmenal (Potential). 3 GGCCGCCGCCAC 0.647

- 2 273 NM_145020 NP_659457 Q96M91 CCD11_HUMAN 3 TTCAAGCGATCCC 0.468

- 5 4930 hk.1_Missense_Mu NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 GCTCAACTATGTCA 0.458

- 3 450 se_Mutation_p.K1 NM_021153 NP_066976 Q9H159 CAD19_HUMAN |Extracellular (Potential). 2 ATCAAGCTTCTGT 0.433

- 2 3764 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6 CTTCCCTCAGCCT 0.428

- 3 1024 NM_001044369 NP_001037834 Q0P6D2 FA69C_HUMANmenal (Potential). 0 GCTGCGCTCCGC 0.488

- 2 1947 sr.1_Missense_Mu NM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0 AGATCCGCAGGCA 0.612

- 2 822 sr.1_Missense_Mu NM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0 GGTGCCGGGCCG 0.692

+ 6 550 _p.S59N|HMG20B_ NM_006339 NP_006330 Q9P0W2 HM20B_HUMAN 0 ACTCGAGCTCTGG 0.622

- 2 281 lzd.1_Missense_M NM_001348 NP_001339 O43293 DAPK3_HUMANProtein kinase. 7 ACCTCCCGCTCGA 0.627

- 3 1385 N4_uc010dub.1_5'F NM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN roximate tandem repeat.|12 0 TTCGCAGCACCGG 0.582

- 29 4601 w.2_Missense_Mut NM_002850 NP_002841 Q13332 PTPRS_HUMAN l).|Tyrosine-protein phospha 4 TGACACCGGTAGC 0.607

- 10 1145 bw.2_Missense_M NM_002850 NP_002841 Q13332 PTPRS_HUMAN 3.|Extracellular (Potential). 4 GAGTCCTTGACAT 0.622

- 15 1581 mdz.2_Nonsense_ NM_007322 NP_015561 Q9H6Z4 RANB3_HUMAN RanBD1. 1 TCAGTCGCAGGCT 0.617

- 2 148 d.2_5'UTR|DENND NM_024898 NP_079174 Q8IV53 DEN1C_HUMAN 1 CAGGCCGCTTCG 0.617

+ 2 328 NM_003811 NP_003802 P41273 TNFL9_HUMAN cellular (Potential). 1 TGGTGGCCCAAAA 0.577

- 41 4955 2_Missense_Mutat NM_000064 NP_000055 P01024 CO3_HUMAN NTR. 5 CTCGGGCCAGTG 0.612

+ 13 1466 e_Mutation_p.W41 NM_004240 NP_004231 Q15642 CIP4_HUMAN raction with PDE6G (By sim 1 AGGCGTGGCTGG 0.672

+ 5 585 41_splice|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN 2 GCTTTAGGGCTTG 0.587

- 9 1185 NM_020196 NP_064581 Q9HCS7 SYF1_HUMAN HAT 9. 4 TGAAGGGGTCCAC 0.562

- 4 453 vq.2_Missense_M NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |2.|7 X approximate tandem 1 TTCAGCCGGGTCA 0.567

- 3 25945 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TGCTCTCTGGTAA 0.532

- 11 1303 pd.2_Missense_M NM_005498 NP_005489 Q9Y6Q5 AP1M2_HUMAN MHD. 2 CCAGGGCAGGG 0.582

+ 7 599 mpe.3_Nonsense_ NM_020428 NP_065161 Q8IWA5 CTL2_HUMAN cellular (Potential). 1 GTGCTTCAAGATG 0.597

- 26 3274 xlq.1_Missense_M NM_020812 NP_065863 Q96HP0 DOCK6_HUMAN 3 GGGAGGTGGTG 0.607

+ 4 1602 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TCATTTTTTCCAC 0.448

+ 12 1392 mvk.2_Missense_M NM_014975 NP_055790 Q9Y2H9 MAST1_HUMANProtein kinase. 7 TTTGTGGAGCGC 0.567

- 20 3381 mwy.3_Missense_M NM_001127221 NP_001120693 O00555 CAC1A_HUMAN lasmic (Potential). 2 TTGGCCGGGTGG 0.582

+ 12 1684 F15_uc002mxu.2_ NM_138353 NP_612362 Q66K64 DCA15_HUMAN 1 ATGGTCATGAAGT 0.667

- 6 1170 sense_Mutation_p. NM_001008701 NP_001008701 O94910 LPHN1_HUMAN ke.|Extracellular (Potential) 5 GGCTCACCACCAG 0.637

- 6 665 X39_uc010dzl.2_R NM_005804 NP_005795 O00148 DX39A_HUMANcase ATP-binding. 0 TCCCGCCGCATGT 0.627

- 11 1572 _p.P423L|EMR3_u NM_032571 NP_115960 Q9BY15 EMR3_HUMAN Name=4; (Potential). 6 ACAGCGGGAACG 0.522

- 14 2313 _p.L83F|RASAL3_ NM_022904 NP_075055 Q86YV0 RASL3_HUMAN 0 ACACAAGCACAGG 0.612



+ 1 25 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMAN cellular (Potential). 1 ACCTCCGTGTCTG 0.572

+ 3 1064 NM_016270 NP_057354 Q9Y5W3 KLF2_HUMAN 0 GCACACGGGCCA 0.622

+ 11 2916 p.Q697K|NWD1_uc002nev.3_Missense_Mutation_p.Q6 Q149M9 NWD1_HUMAN 7 CTATGCCAACAGG 0.612

- 1 90 nhx.1_Missense_M NM_005535 NP_005526 P42701 I12R1_HUMAN 1 AGGGGGACCACC 0.672

- 3 491 _p.P140L|LASS1_ NM_021267 NP_067090 P27539 GDF1_HUMAN 0 ATGCCCGGCGTCC 0.617

+ 11 1172 892_uc010ecd.2_5 NM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0 ACCATGCAGCACA 0.552

- 4 1319 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 GAGGACCAGTTGA 0.418

- 4 743 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCCCTCCAG 0.363

+ 2 903 _p.P336L|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN type 7; degenerate. 1 CAACCCCTACTAA 0.348 rs142651314

+ 2 1049 _p.A385T|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN C2H2-type 9. 1 GGCAAAGCCTTTA 0.363

- 5 1807 208_uc002nqo.1_I NM_007153 NP_009084 7 TGTGTAGTAAGGG 0.383

- 4 1122 _p.R258T|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN type 6; degenerate. 0 TTATGTCTGGTAA 0.378

+ 5 467 nso.2_Missense_M NM_001238 NP_001229 P24864 CCNE1_HUMAN p.R95W(1) 2 AGCCTCGGATTAT 0.547

- 2 2859 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN meobox; atypical. 8 CATCCGCTCCTG 0.587

+ 1 126 PI_uc010xrw.1_Mi NM_000175 NP_000166 P06744 G6PI_HUMAN 2 GGGACCCCCAGT 0.657

+ 16 1517 PI_uc010xrw.1_Mis NM_000175 NP_000166 P06744 G6PI_HUMAN 2 GGAAATCGCCCAA 0.527

+ 5 652 dq.1_Missense_M NM_194325 NP_919306 P17039 ZNF30_HUMAN 2 GAAGATGATACAA 0.299

+ 5 1445 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 10. 0 ACATCAGAGAATA 0.413

+ 95 13979 u.2_Missense_Muta NM_000540 NP_000531 P21817 RYR1_HUMAN 12 GGGCCGGAGAG 0.622

- 3 610 e_Mutation_p.L67 NM_001533 NP_001524 P14866 HNRPL_HUMAN RRM 2. 0 GGGTTCAGGATGG 0.542

+ 19 3705 KHG2_uc002olj.2_ NM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN Pro-rich. 4 CCAACGCCCCAC 0.587

- 6 2952 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9 TCCAGTCATAAGT 0.597

+ 9 1302 CYP2B6_uc010xvu NM_000767 NP_000758 P20813 CP2B6_HUMAN 2 TCCACAGGGAAGC 0.567

+ 1 201 sense_Mutation_p. NM_021913 NP_068713 P30530 UFO_HUMAN 13 GTGGCGGTGCCC 0.726

- 5 591 1_Intron|BCKDHA_ NM_020158 NP_064543 Q9NQT4 EXOS5_HUMAN 0 GCTTCCGTTCCAC 0.582

+ 5 1254 E|ZNF155_uc010xw NM_003445 NP_003436 Q12901 ZN155_HUMAN C2H2-type 7. 2 AGTGTGGAAAAG 0.418

+ 5 821 F284_uc010ejd.2_R NM_001037813 NP_001032902 Q2VY69 ZN284_HUMAN 0 AGAAACGCTATAA 0.408

+ 15 1731 ba.1_Missense_Mutation_p.D576N Q96L34 MARK4_HUMAN 3 TCCGGGACCGG 0.662

- 2 483 NM_000960 NP_000951 P43119 PI2R_HUMAN lasmic (Potential). 0 GTAGGGGTGGCT 0.692

+ 1 3440 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1 GAGGGCGCAAGG 0.557

- 8 923 A_uc002phc.1_Mis NM_003827 NP_003818 P54920 SNAA_HUMAN 0 GCCGCCTTGAAG 0.602

+ 6 1364 _p.H236Y|EHD2_u NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 AAGTTTCACTCGC 0.632

- 13 1238 G1_uc010xzf.1_Mis NM_000234 NP_000225 P18858 DNLI1_HUMAN 3 CGGCTGCCTCAG 0.687

+ 3 1139 NM_000836 NP_000827 O15399 NMDE4_HUMANcellular (Potential). 6 CGCGCCCAGAACC 0.642

- 4 852 C1_uc010ema.2_I NM_001217 NP_001208 O75493 CAH11_HUMAN 0 GTTCCCCGGAGCT 0.547

+ 2 1012 mc.2_Missense_Mu NM_001097638 NP_001091107 Q10981 FUT2_HUMANmenal (Potential). 1 ACGGGCGGAGAC 0.557 rs144269088

- 3 224 2_uc002pkt.2_Intro NM_001190 NP_001181 O15382 BCAT2_HUMAN 1 TGTGGTCGGTAAA 0.592

- 19 2565 _uc002pkw.1_Misse NM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN 3 GAACCCGCTCCCG 0.443

+ 3 322 _p.G50S|CCDC155 NM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2 GGACAGGTGGTG 0.642

+ 8 1134 0yas.1_Missense_M NM_153329 NP_699160 Q8IZ83 A16A1_HUMAN 1 GGGCCGTGGAC 0.682

+ 16 1902 _p.A404P|MED25_ NM_030973 NP_112235 Q71SY5 MED25_HUMANn with RARA.|Pro-rich. 1 CCAGGTGCCCCT 0.726

+ 11 1378 LD1_uc010enx.2_R NM_002691 NP_002682 P28340 DPOD1_HUMAN 2 GCAGACGGGCCG 0.622

- 2 175 NM_001080457 NP_001073926 Q9NT99 LRC4B_HUMAN 2 CGGGCGGCAGCG 0.716

+ 6 1236 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0 CCCTTACATGCCA 0.423

+ 6 1320 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 5. 0 CCCTTAGATGCCA 0.388

+ 7 619 Start_Site|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN KRAB. 1 AATGCACGATGAA 0.368 rs143107546

+ 4 717 5'Flank|TSEN34_u NM_024075 NP_076980 Q9BSV6 SEN34_HUMAN 0 ACTGGCGTGTCCA 0.652



- 4 629 qfi.2_Missense_Mu NM_012276 NP_036408 P59901 LIRA4_HUMAN Potential).|Ig-like C2-type 2. 2 AATGTACCCCTGT 0.572

- 5 1646 n.1_Missense_Mut NM_003180 NP_003171 O00445 SYT5_HUMAN mic (Potential).|C2 1. 0 AGTCGTACACCGC 0.647

- 19 2421 |SAPS1_uc002qjv. NM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN Pro-rich. 0 TCGGGGGCTGG 0.687

- 5 844 qjv.2_Missense_Mu NM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN ction with PPP6C. 0 TTCGACGGGTGGA 0.577

+ 9 1977 lt.2_Missense_Mu NM_007279 NP_009210 P26368 U2AF2_HUMAN RRM 2. 1 GAGTACGTGGACA 0.627

- 5 1865 b.2_Missense_Mut NM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6 TTGGCAGTAAGTC 0.512

+ 3 1106 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 6. 1 CACCAGCGCACG 0.662

- 10 2127 27A5_uc002qtb.2_ NM_012254 NP_036386 Q9Y2P5 S27A5_HUMAN lasmic (Probable). 0 GGGCCGGAAGG 0.592

- 24 4166 p.Q1111H|MYT1L_ NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN Potential. 6 CTCGTTCTGCTGC 0.532

+ 1 1106 NM_002236 NP_002227 Q9H3M0 KCNF1_HUMAN 1 ATCCCCGAGCTGC 0.672

+ 11 1483 rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 CAGCCGGGGGC 0.617

- 3 613 2rkj.2_Missense_M NM_144631 NP_653232 Q8N8E2 ZN513_HUMAN Gly-rich. 1 CCACCCGGCCCT 0.706

+ 1 5386 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN m repeat of P-S-E-R-S-H-H 1 CCCTCTGAGAGAA 0.527

+ 4 667 ymm.1_Missense_ NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4 CTGGTGCTCCTC 0.617

- 9 2724 NM_004304 NP_004295 Q9UM73 ALK_HUMAN xtracellular (Potential). 1218 GCCTACCTGTCAG 0.517

- 5 680 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8 ACTGCACATCGAA 0.393

+ 9 1384 NM_005400 NP_005391 Q02156 KPCE_HUMAN 10 AAGTCCGGCAAG 0.587

+ 16 2805 NM_000251 NP_000242 P43246 MSH2_HUMAN 55 GAGAGACAGAACC 0.468

+ 16 3277 rxx.2_Missense_M NM_003128 NP_003119 Q01082 SPTB2_HUMAN Spectrin 7. 8 ATTGAGGCAAAGC 0.652

+ 15 1559 OLG_uc002sak.2_I NM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2 TTTTTCGGAGAGT 0.299

+ 8 855 _p.V285L|MDH1_u NM_005917 NP_005908 P40925 MDHC_HUMAN 2 GAGTTTGTGTCCA 0.378

+ 4 626 NM_014181 NP_054900 Q3ZCW2 LEGL_HUMAN Galectin. 0 TGTGTTCACAGAT 0.473

- 13 978 _uc010fet.2_Silent NM_144579 NP_653180 Q8TD22 SFXN5_HUMAN 1 GGGGCGTGCCT 0.682

+ 10 1261 p.R345W|CCT7_uc NM_006429 NP_006420 Q99832 TCPH_HUMAN 0 ACAGAGCGGTCC 0.547

+ 4 439 _p.L106P|ACTG2_ NM_001615 NP_001606 P63267 ACTH_HUMAN 0 CCCTGCTCACAGA 0.527

+ 1 52 2_uc002slo.2_RNA NM_022492 NP_071937 Q49AM3 TTC31_HUMAN 0 TGGGGCGGATCA 0.562

+ 3 511 ue.1_Missense_M NM_021088 NP_066574 Q9BSG1 ZNF2_HUMAN KRAB. 0 ACATTCGAAGACG 0.453

+ 8 1310 syl.1_5'UTR|VWA3 NM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6 CCTGCAGCACGCT 0.602

- 7 1338 _p.D418N|TBC1D8 NM_001102426 NP_001095896 O95759 TBCD8_HUMAN 3 AGGTGTCGTAGTG 0.602

+ 10 1400 bt.2_Missense_Mu NM_003854 NP_003845 Q9HB29 ILRL2_HUMAN toplasmic (Potential). 2 TATTCGGCAGAGA 0.458

+ 3 655 Missense_Mutation NM_001056 NP_001047 O00338 ST1C2_HUMAN 1 GGGACGTGGAG 0.468 rs17036055

+ 2 682 ice_Site|BCL2L11_ NM_138621 NP_619527 O43521 B2L11_HUMAN 0 AATGGGTAAGCAA 0.488

- 1 1659 NR_002826 0 GCCGCAGGACCA 0.637

+ 1 1046 NM_001508 NP_001499 O43194 GPR39_HUMANcellular (Potential). 0 TGCAACCGCTCCA 0.632

+ 13 2774 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 CAGACAGCAAAG 0.498

+ 14 2941 D7B_uc010zbj.1_I NM_001080427 NP_001073896 7 GGGTCTTGCAGT 0.403

+ 12 4241 MBD5_uc002two.2_ NM_018328 NP_060798 Q9P267 MBD5_HUMAN 5 GCTTCCGTAGATG 0.502

+ 3 394 wz.2_RNA|LYPD6_ NM_194317 NP_919298 Q86Y78 LYPD6_HUMAN UPAR/Ly6. 0 GCTCCAGACATCT 0.463

- 5 424 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 1. 20 TTTGAAGGATCCA 0.483

- 2 163 _p.R14M|CACNB4 NM_000726 NP_000717 O00305 CACB4_HUMAN 2 TTCAACCTGCTCC 0.662

- 3 659 0fof.2_Intron|ACVR NM_145259 NP_660302 Q8NER5 ACV1C_HUMAN lasmic (Potential). 7 CACTGTCGACCCT 0.483

+ 27 5229 .R1647C|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMANName=S4 of repeat IV; (Pot 8 GGGATCCGCACG 0.493

+ 5 853 G6PC2_uc010fpv.2_ NM_021176 NP_066999 Q9NQR9 G6PC2_HUMANmenal (Potential). 1 ACACCACGCCTTT 0.522

+ 30 3673 O3B_uc002ufz.2_M NM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19 ATGGCCGTACACA 0.453

+ 7 731 n_p.V54I|HAT1_uc0 NM_003642 NP_003633 O14929 HAT1_HUMAN 2 GCGACCGTAGGC 0.438

+ 3 556 dy.1_Missense_Mu NM_001079818 NP_001073286 P23229 ITA6_HUMAN r (Potential).|FG-GAP 2. 2 GGGTCACCGTCCA 0.522

+ 2 153 CA7_uc010zej.1_S NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1 TTTGCAGCAGAAA 0.348



- 8 827 2ujr.2_RNA|ATF2_u NM_001880 NP_001871 P15336 ATF2_HUMAN 3 AAGGTACTGCCTG 0.438

+ 1 352 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN RRM 1. 0 AGATGCATGGCCA 0.652

- 230 46720 194F|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GTGGGGATGGGC 0.418

- 225 45481 N_uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAGGCGGTCCTT 0.438

- 46 12490 .A4022V|TTN_uc0 NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 ATGAGCGCACTTT 0.478

- 46 16876 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TAATTTTCCATCTT 0.413

- 16 2923 p.K854R|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACTTCCTTTTTCA 0.547

- 20 2995 _p.R421*|CWC22_ NM_020943 NP_065994 Q9HCG8 CWC22_HUMAN 0 CTCTTCGCCGGTC 0.348

+ 11 2639 SFA2_uc010zfo.1_MNM_001130445 NP_001123917 P28290 SSFA2_HUMAN 2 TTCACCTATAAGT 0.448

- 1 477 NM_005259 NP_005250 O14793 GDF8_HUMAN 1 GTTTCCGTTGTAG 0.438

- 3 762 _p.E82G|KCTD18_ NM_152387 NP_689600 Q6PI47 KCD18_HUMAN 1 GTTTGCTCATCTG 0.438

+ 3 679 D28_uc010ftx.2_M NM_006139 NP_006130 P10747 CD28_HUMAN ical; (Potential). 0 AAGCCCTTTTGGG 0.443

+ 20 3233 nse_Mutation_p.P9 NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 ACCATCCACTGGT 0.433

+ 5 489 ank|NDUFS1_uc0 NM_001037663 NP_001032752 P24534 EF1B_HUMAN 0 TTTACAGGAAAGT 0.358

+ 5 4932 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 GATATCAGCTGTAT 0.388

- 13 2739 vdt.2_Missense_Mu NM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3 TGCTCCCATAGTG 0.398

- 11 1388 _p.S312F|USP37_ NM_020935 NP_065986 Q86T82 UBP37_HUMAN 5 TTAACAGAAAGAG 0.438

+ 7 679 _p.R227S|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 TCTGCCCGTCTGC 0.428

- 8 4430 vt.2_Missense_Mut NM_001105537 NP_001099007 P52746 ZN142_HUMANC2H2-type 21. 4 CACAGCGGGAACA 0.657

+ 3 456 TLL4_uc010fvx.2_ NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 CAGTACCTGCCAC 0.562

- 9 3269 0zli.1_Missense_M NM_015311 NP_056126 O75147 OBSL1_HUMAN Ig-like 8. 0 GTGACAGTGAAGA 0.632

+ 5 844 3_Missense_Muta NM_005070 NP_005061 P48751 B3A3_HUMAN Cytoplasmic. 5 CGGTGGGCCCAC 0.637

- 40 4435 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 GATCTCCAGGTGG 0.542

- 28 2861 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 GACCCCTTTTCAC 0.498

- 9 4723 p.2_Intron|SPHKAP NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 TCCAGATCCATAA 0.448

+ 1 169 02vur.2_Intron|UGT NM_019077 NP_061950 Q9HAW7 UD17_HUMAN 1 GTGGTCGTAGTCA 0.547

- 14 6298 p.P1799S|COL6A3 NM_004369 NP_004360 P12111 CO6A3_HUMAN 0.|Nonhelical region. 18 TCAGGGGCCTGT 0.493

- 5 1100 _Intron|ANKMY1_u NM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1 CCTTTGCGTCCGC 0.567 rs148452586

- 21 2106 _p.E663K|KIF1A_uc NM_004321 NP_004312 Q12756 KIF1A_HUMAN Potential. 1 CCTCCTCCCGCTC 0.721

+ 3 912 dn.2_Missense_Mu NM_021158 NP_066981 Q96RU7 TRIB3_HUMANProtein kinase. 2 TACGCCTTTTTCA 0.672

+ 12 1925 M6_uc010gal.1_Int NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 GTGGCAGTTACAG 0.597

+ 16 1622 _p.R381Q|VPS16_ NM_022575 NP_072097 Q9H269 VPS16_HUMAN 4 CTGCACGAGCCTA 0.592 rs143701351

- 6 662 20orf27_uc002wjh. NM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0 TGCCGTGGTGCC 0.662

+ 13 1679 NM_002862 NP_002853 P11216 PYGB_HUMAN 2 CTGCTGCCGCTG 0.617

- 4 369 NL_uc010gdo.1_5'U NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5 TGGAGGGATGGC 0.572

- 2 793 02wwn.2_Missense NM_138578 NP_612815 Q07817 B2CL1_HUMAN BH1. 2 AGAAAAAGGCCA 0.537

+ 12 2773 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 TTGCATCCGGATG 0.562

- 5 918 0gec.2_Missense_ NM_080616 NP_542183 Q96MY1 CT112_HUMAN 0 ACCATCTCCATGC 0.642

+ 3 458 0zvp.1_Missense_M NM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3 ACAGCCGCCCCC 0.711

- 3 1562 xhm.2_Missense_M NM_014657 NP_055472 O43156 TTI1_HUMAN 0 AGAGTTCCAACGC 0.498

+ 12 1198 wb.1_Missense_M NM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN case C-terminal. 3 GTGGTCGTAGTCG 0.507

- 7 1785 hk.1_Missense_Mu NM_021248 NP_067071 Q9UJ99 CAD22_HUMAN r (Potential).|Cadherin 4. 5 GCCGGCCGTCTC 0.622

+ 30 4284 0zyf.1_Missense_M NM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4 AGAATCGTGTTTC 0.463

+ 11 1214 C9A8_uc010gic.2_M NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1 ACTACACGCACCA 0.552

- 3 1734 NM_002237 NP_002228 Q9UIX4 KCNG1_HUMAN lasmic (Potential). 2 GCCCTCCGGAAC 0.572

+ 2 240 K1_uc010zzm.1_5' NM_002591 NP_002582 P35558 PCKGC_HUMAN 1 CCAGGCAGTGAG 0.582

- 3 409 0zzp.1_Missense_M NM_153360 NP_699191 Q8NCL9 APCDL_HUMAN 1 GGCGCGGGTCAG 0.677



+ 3 851 _p.C161F|EDN3_u NM_000114 NP_000105 P14138 EDN3_HUMAN ndothelin-like. 1 GCGCTTGTGTGGG 0.562

+ 5 477 ion_p.T80M|OSBP NM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2 AGATCACGATGCC 0.602

+ 13 1503 p.R422Q|OSBPL2_ NM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN 2 AGCACGGAGGGA 0.617

+ 4 510 RM1_uc002yco.2_M NM_007002 NP_008933 Q16186 ADRM1_HUMAN Gly-rich. 0 AGCAGCGGCCAC 0.607

- 10 1391 NM_005560 NP_005551 O15230 LAMA5_HUMANminin EGF-like 3. 3 TCAGGTCCTCGCA 0.657

+ 34 3714 1aav.1_Splice_Site NM_020882 NP_065933 Q9P218 COKA1_HUMAN 1 CCCACAGCACACG 0.662

- 9 3705 yfl.1_Missense_Mu NM_001037335 NP_001032412 Q9BYK8 PR285_HUMAN 2 CTGTGCCGCTCCA 0.706

- 5 550 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0 GGGGTCGGTCCA 0.632

+ 6 872 _p.P66L|NCAM2_ NM_004540 NP_004531 O15394 NCAM2_HUMAN 3.|Extracellular (Potential). 4 CAGTGCCGCCAG 0.423

+ 11 1320 SP16_uc011acm.1_ NM_006447 NP_006438 Q9Y5T5 UBP16_HUMAN 4 AATGCAGAACTGT 0.323

+ 5 614 NM_005441 NP_005432 Q13112 CAF1B_HUMAN WD 3. 2 ATGTCAGCAAAG 0.343

- 5 373 2zfx.2_Missense_M NM_003343 NP_003334 P60604 UB2G2_HUMAN 4 CCATGGGGTCATC 0.627

- 14 2285 znk.1_Missense_M NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0 GCTGGCTATCAGG 0.532

- 4 458 TT2_uc002zyx.3_M NM_000854 NP_000845 P0CG30 GSTT2_HUMAN ST C-terminal. 0 CCTCGGGCACCT 0.637

+ 13 2244 NM_019601 NP_062547 Q9UGT4 SUSD2_HUMANxtracellular (Potential). 1 CCCAACGGACAAA 0.627

+ 19 2321 _p.S667G|SGSM1_ NM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMANRab-GAP TBC. 5 CTGCACAGCGAC 0.642

- 1 1524 NM_002430 NP_002421 Q10571 MN1_HUMAN 10 GCAGGCATGGG 0.711

+ 4 2181 FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN S-P-[AEPV]-[EAK]- [AEVK] 0 GCAAAGTCCCCTG 0.557

- 9 981 m.1_Missense_Mut NM_014303 NP_055118 O00541 PESC_HUMAN 0 CCCCATCGGTGGG 0.607

+ 3 380 NF185_uc003akc.2 NM_152267 NP_689480 Q96GF1 RN185_HUMAN RING-type. 0 CAGTTGGCCGTG 0.458

- 15 2020 ph.1_Missense_Mu NM_002473 NP_002464 P35579 MYH9_HUMAN yosin head-like. 11 GTGTGGCGATGTT 0.587

+ 3 508 utation_p.R28H|MANM_001161572 NP_001155044 Q9ULX9 MAFF_HUMAN Basic motif. 0 GGCGCCGCACAC 0.682

- 13 1970 xp.2_Missense_Mu NM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4 TTGGACTTCCATA 0.517

+ 7 905 e_Mutation_p.R193 NM_031488 NP_113676 Q969R5 LMBL2_HUMAN 3 CCCCACGGAGTG 0.537

+ 22 2759 H7B_uc010gyl.1_In NM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN C2H2-type. 1 TCTGCGGCAAGAA 0.637

+ 9 1256 baq.1_Missense_M NM_001469 NP_001460 P12956 XRCC6_HUMAN Ku. 5 GTTGCAGCATTGT 0.488

+ 3 186 _uc011apk.1_Intro NM_152613 NP_689826 Q6ICG8 WBP2L_HUMAN GRAM. 2 CATACCGGGTAAT 0.378

- 7 1128 CYP2D7P1_uc010 NR_002570 0 CTGCCCTATCACG 0.607

- 19 2484 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN CUB. 5 CGCCGCCGCAG 0.677

- 16 2121 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5 ACGTTGCGGGCAC 0.642

+ 5 1453 n_p.G81C|NUP50_ NM_007172 NP_009103 Q9UKX7 NUP50_HUMAN 0 GACAGTGGTGAAT 0.358

+ 6 769 gzy.2_Missense_M NM_006953 NP_008884 O75631 UPK3A_HUMAN lasmic (Potential). 0 GAGGCTGTTCCCA 0.597

+ 1 131 NM_001082967 NP_001076436 Q7Z5A7 F19A5_HUMAN 1 CATCGCCCAGGAC 0.423

- 7 992 _uc003bkh.2_Silen NM_032019 NP_114408 Q969S8 HDA10_HUMAN one deacetylase. 0 ACTCTCGCAGGAA 0.547

- 11 984 p.S131T|MAPK11_u NM_002751 NP_002742 Q15759 MK11_HUMAN 2 TACTGGCTGAAGT 0.617

- 25 4139 p.R137C|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 GGCGCGGGCCG 0.662

- 19 3113 1_5'Flank|PLXNB2 NM_012401 NP_036533 O15031 PLXB2_HUMAN Extracellular (Potential). 6 CCGTGACGTTGAT 0.701

- 5 739 _uc011asa.1_Miss NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN lasmic (Potential). 2 AGGGGCGCACAG 0.542

+ 14 1717 3bnf.1_Missense_M NM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1 TCCTACGACAGC 0.632

+ 14 1736 3bnf.1_Missense_M NM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1 CACACAGGTACGT 0.627

+ 2 1852 MF1_uc003bps.1_In NM_020873 NP_065924 Q6UXK5 LRRN1_HUMANcellular (Potential). 1 ATCTGCGTGAGAT 0.488

- 3 1082 NM_000916 NP_000907 P30559 OXYR_HUMAN lasmic (Potential). 0 CAGGCGGTCGGT 0.706

+ 1 227 3bvy.1_Missense_M NM_014229 NP_055044 P48066 S6A11_HUMAN Name=1; (Potential). 4 GTGGCCGGGGAG 0.537

+ 3 212 R50_splice|MKRN2_ NM_014160 NP_054879 Q9H000 MKRN2_HUMAN 0 TTGTTTAGATATG 0.572

- 10 1412 p.R118C|RAF1_uc NM_002880 NP_002871 P04049 RAF1_HUMAN 14 GTCCACGAGGCCT 0.413

+ 8 1197 bxj.2_Missense_Mu NM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 9. 4 TCATCCGCCGCTT 0.627

+ 16 2930 ex.1_Missense_Mu NM_144633 NP_653234 Q96L42 KCNH8_HUMAN lasmic (Potential). 5 TGCACAGCACCTC 0.522



+ 3 341 3cei.2_Nonsense_MNM_001040432 NP_001035522 Q504Y3 ZCPW2_HUMAN CW-type. 2 AACCATGGTACTG 0.363

- 3 2038 NM_033403 NP_208382 Q9C098 DCLK3_HUMANProtein kinase. 9 GTTGGGGTCCCAC 0.413

+ 5 570 se_Mutation_p.R10 NM_173826 NP_776187 Q8N3R3 CC023_HUMAN 3 GGATTTCGAGCAG 0.303

+ 2 344 NM_144638 NP_653239 Q69YG0 TMM42_HUMAN ical; (Potential). 0 CCTCAGCTCGGT 0.498

+ 9 1124 NM_003241 NP_003232 P49221 TGM4_HUMAN 1 GTGGACGCAACG 0.627

- 3 413 S45_uc011bam.1_ NM_199183 NP_954652 Q7RTY3 PRS45_HUMANPeptidase S1. 0 ATCATGTCCCCCA 0.537

+ 28 4485 Site_p.Q813_splice NM_015175 NP_055990 Q6ZNJ1 NBEL2_HUMAN 1 CCCACAGCAAACC 0.642

+ 40 6669 EAL2_uc010hjn.1_ NM_015175 NP_055990 Q6ZNJ1 NBEL2_HUMAN BEACH. 1 AATGCAGCAGGCG 0.602

+ 2 1700 REX1_uc010hjz.2_ NM_033629 NP_338599 Q9NSU2 TREX1_HUMAN 0 TGCTGGCAGCGC 0.632

- 23 3117 NM_000094 NP_000085 Q02388 CO7A1_HUMANn (NC1).|Fibronectin type-III 11 GATGCCTCAGGAC 0.597

- 11 1340 cuc.1_Missense_M NM_003365 NP_003356 P31930 QCR1_HUMAN 0 GCAATCCGGCTTT 0.617

- 5 846 p.G109C|DALRD3 NM_001009996 NP_001009996 Q5D0E6 DALD3_HUMAN 0 GGCAGCCGCCTG 0.517

+ 2 890 NM_203370 NP_976248 Q96EL1 CC054_HUMAN 0 TCATGCCCACCTC 0.627

- 2 315 D10_uc003dah.1_ NM_015896 NP_056980 O75800 ZMY10_HUMAN 5 GAATGGGCTCGCC 0.597

- 12 1293 3dap.2_Missense_M NM_006030 NP_006021 Q9NY47 CA2D2_HUMAN xtracellular (Potential). 1 CCGTCCGGTTTGG 0.582

+ 1 422 NM_080865 NP_543141 Q9BZJ7 GPR62_HUMAN Name=1; (Potential). 1 GGGGGCACTGC 0.677

+ 58 9616 AH1_uc003ddv.2_5 NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN Potential. 3 GGCCGAGCTGGC 0.662

+ 51 5329 1_5'UTR|STAB1_u NM_015136 NP_055951 Q9NY15 STAB1_HUMAN lar (Potential).|FAS1 6. 9 TGCCCCTGCTTCG 0.637

+ 56 6065 se_Mutation_p.C12 NM_015136 NP_055951 Q9NY15 STAB1_HUMANotential).|Laminin EGF-like 2 9 TCTGTGCCGTTCA 0.642

- 10 1533 1bev.1_Missense_M NM_019555 NP_062455 Q9NR81 ARHG3_HUMAN 1 TGCCCGGCAGCA 0.507

+ 1 470 div.2_Missense_Mu NM_177966 NP_808881 Q6L8Q7 PDE12_HUMAN 0 CTGAGCCGGCTG 0.672

+ 1 240 djd.1_Missense_M NM_007159 NP_009090 Q14BN4 SLMAP_HUMANsomes (By similarity).|Cytop 0 CCGCCCGAACTC 0.602

+ 36 6176 _Mutation_p.R1980 NM_001457 NP_001448 O75369 FLNB_HUMAN with the cytoplasmic tail of 19 CCCGCCGAGCCA 0.577

+ 43 7348 ense_Mutation_p.E NM_001457 NP_001448 O75369 FLNB_HUMAN Interaction with INPPL1. 19 GGACTCGAAGGG 0.592 rs142023538

- 4 970 NM_000097 NP_000088 P36551 HEM6_HUMAN 0 GGACAGCGTCTTC 0.433

- 39 5615 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 AGTCTGCGGGCTC 0.547

- 5 850 bb.1_Missense_Mu NM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4 TCTGTCCCGTGC 0.562

- 9 1909 e_Mutation_p.T322 NM_001146156 NP_001139628 P49841 GSK3B_HUMANProtein kinase. 2 GGTGGAGTTCGGG 0.418

- 19 6137 d.2_Missense_Mu NM_199420 NP_955452 O75417 DPOLQ_HUMAN 11 AGAGTCGGCTCCT 0.438

+ 12 1901 _p.R359K|PARP15 NM_001113523 NP_001106995 Q460N3 PAR15_HUMAN ARP catalytic. 5 ATGGGAGAAAGCA 0.478

+ 60 9012 hk.2_Missense_Mu NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 AACGTCGCAAGCA 0.552 rs144099513

- 3 649 NM_002213 NP_002204 P18084 ITB5_HUMAN cellular (Potential). 2 GCCGGAGGTTCA 0.592

- 2 162 bko.1_Missense_M NM_001003794 NP_001003794 Q99685 MGLL_HUMAN 0 CTGGGGGAACTT 0.522

+ 7 1705 SEC_uc003ekj.2_3 NM_021937 NP_068756 P57772 SELB_HUMAN 1 CTGGCCGTGGGG 0.647

+ 14 1554 tb.2_Missense_Mu NM_016128 NP_057212 Q9Y678 COPG_HUMAN 4 AGCATGAGGAGGT 0.552

+ 6 755 elv.2_Missense_M NM_020187 NP_064572 Q96FZ2 CC037_HUMAN 1 GAGGCAGTTTCTA 0.468

+ 4 850 NM_000539 NP_000530 P08100 OPSD_HUMAN Cytoplasmic. 0 TCACCCGCATGG 0.622

- 5 1084 1_Missense_Muta NM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1 CCAACCGTTCGAT 0.478

+ 34 6467 eni.3_Nonsense_M NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN9.|Nonhelical region. 8 CTTGGCCGAATT 0.443

- 1 462 2_5'Flank|UBA5_u NM_032169 NP_115545 Q709F0 ACD11_HUMAN 1 TTAGGTAGGCCTC 0.587

+ 20 3509 _uc003epw.1_Intro NM_001063 NP_001054 P02787 TRFE_HUMAN ansferrin-like 2. 2 AGTATGCGAACTG 0.498

- 1 402 B6B_uc011blu.1_5' NM_016577 NP_057661 Q9NRW1 RAB6B_HUMAN 1 ATTCCCAAAATCT 0.388

+ 3 572 f72_uc011bmr.1_3 NM_001040061 NP_001035150 Q6ZUU3 CC072_HUMAN 0 GCGGGAGAGAATA 0.627

+ 8 3198 _p.S739N|ZBTB38 NM_001080412 NP_001073881 Q8NAP3 ZBT38_HUMAN 3 CCAGCAGCAACCA 0.522

+ 10 958 03eua.1_Missense NM_006506 NP_006497 Q15283 RASA2_HUMAN 6 GACTACGTGCTTC 0.368

- 2 528 ns.1_Missense_M NM_015472 NP_056287 Q9GZV5 WWTR1_HUMAN 4 CTGACGGCAGGG 0.413

+ 10 1378 NM_001004316 NP_001004316 Q6ZMV7 LEKR1_HUMAN 0 TGTCAACAGATAT 0.328



- 5 765 NM_206963 NP_996846 P49788 TIG1_HUMAN cellular (Potential). 0 CAAAATCAATTGT 0.254

- 2 262 CC5_uc010hxm.2_ NM_005688 NP_005679 O15440 MRP5_HUMAN 4 CTTCACGGTCTCT 0.443 rs146572786

+ 7 932 p.R141Q|PSMD2_ NM_002808 NP_002799 Q13200 PSMD2_HUMAN 0 AGGCCGGCATGG 0.517

+ 12 1678 RD_uc003foy.2_M NM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 3. 3 CCAGGAGGACACA 0.612

+ 1 44 003fqv.2_5'UTR|EI NM_001967 NP_001958 Q14240 IF4A2_HUMAN 4 TCATGTCTGGTGG 0.577

+ 6 841 g.1_Missense_Muta NM_002182 NP_002173 Q9NPH3 IL1AP_HUMAN Potential).|Ig-like C2-type 2. 1 ACACATGTGTTGT 0.353

+ 5 1038 3fsv.2_Splice_Site NM_174908 NP_777568 Q8IVM0 CCD50_HUMAN 0 ATGGAGGTAACAA 0.383

- 3 447 _p.N55S|TFRC_uc0 NM_003234 NP_003225 P02786 TFR1_HUMAN th SH3BP4.|Cytoplasmic (P 3 GTGACATTGGCCT 0.423

- 6 576 fwh.2_Missense_M NM_005017 NP_005008 P49585 PCY1A_HUMAN alytic (Potential). 0 GGACTGCGTCATA 0.532

- 8 1304 xt.2_Missense_Mut NM_203314 NP_976059 Q02338 BDH_HUMAN 1 GTGACAGCATCGA 0.572

+ 1 3222 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACATGTG 0.647

+ 1 3663 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 6 0 ACGTGCCGATGCG 0.672

- 13 1664 N_uc010ich.1_Intr NM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4 GTTACCTTTTTCA 0.313

+ 38 4952 NM_002111 NP_002102 P42858 HD_HUMAN 4 AATGAAGACAAGT 0.493

+ 12 3960 _p.S218N|RGS12_ NM_198229 NP_937872 O14924 RGS12_HUMAN RBD 1. 1 AAGACAGTAGCAT 0.587

- 9 1472 _p.N361D|PPP2R2 NM_020416 NP_065149 Q9Y2T4 2ABG_HUMAN WD 6. 4 TGGTGTTCCGATC 0.647

- 1 982 3_5'Flank|TADA2B NM_153376 NP_699207 Q2M329 CCD96_HUMAN Potential. 0 GCTCCTGGTGGTA 0.622

+ 15 3447 A1040T|SH3TC1_ NM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3 AGGCGGCTGGA 0.637

- 8 1386 se_Mutation_p.P32 NM_001290 NP_001281 O43679 LDB2_HUMAN 0 GTGGCGGGAGGT 0.542

+ 13 1594 NM_015907 NP_056991 P28838 AMPL_HUMAN 0 AAGTGGGCACATT 0.453

- 7 1124 gqn.1_Missense_M NM_145290 NP_660333 Q8IWK6 GP125_HUMANular (Potential).|Ig-like. 1 ATTCATCGGTTTC 0.378 rs138542858

- 4 734 p.R31W|GPR125_ NM_145290 NP_660333 Q8IWK6 GP125_HUMANular (Potential).|LRR 4. 1 ACAGCCGAACCAG 0.353 rs147434497

- 9 2017 GC1A_uc003gqt.2 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN Arg/Ser-rich. 8 ATTACCTGGGCCG 0.473

+ 11 1338 RBPJ_uc003gsa.1_ NM_005349 NP_005340 Q06330 SUH_HUMAN IPT/TIG. 3 GGGGACGTAGCA 0.363

- 5 1442 ah.1_Missense_Mu NM_004439 NP_004430 P54756 EPHA5_HUMAN III 1.|Extrace p.R417Q(1) 24 TTTGCCGGGGAA 0.493

+ 5 554 p.S146N|SLC4A4_u NM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMAN lasmic (Potential). 5 GATGGAGCAAGC 0.443

- 5 924 cbc.1_Missense_M NM_173827 NP_776188 Q8N8Q8 COX18_HUMAN ical; (Potential). 0 GGTACCGTTGCAG 0.413 rs138323566

- 26 5015 hgq.2_Missense_M NM_032217 NP_115593 O75179 ANR17_HUMAN Ser-rich. 10 CTCTTACGACTGC 0.463

- 3 1083 m.1_Missense_Mut NM_020803 NP_065854 Q9P2G9 KLHL8_HUMAN 0 ATGGCAGCATTAT 0.418

+ 5 376 .2_Intron|SPP1_uc NM_001040058 NP_001035147 P10451 OSTP_HUMAN 1 TTTAAACAAGAGG 0.398

+ 26 3189 3_uc011cdo.1_Miss NM_014606 NP_055421 Q15034 HERC3_HUMAN HECT. 4 CCAGCGGGGAGG 0.577

+ 1 899 NM_005172 NP_005163 Q92858 ATOH1_HUMAN 0 AGGACAGCGCCC 0.607 rs142131282

- 8 1309 _p.I404M|UNC5C_u NM_003728 NP_003719 O95185 UNC5C_HUMAN ical; (Potential). 4 CACTGCTATCACA 0.438

- 16 2459 es.1_Missense_Mu NM_005908 NP_005899 O00462 MANBA_HUMAN 1 AGTGGTAGTTGGT 0.557

+ 18 2057 p.A653T|ANK2_uc NM_001148 NP_001139 Q01484 ANK2_HUMAN ANK 19. 14 TATGGAGCAGAGA 0.438

+ 9 1595 ey.2_Missense_Mu NM_145207 NP_660208 Q8NB90 SPAT5_HUMAN 0 GATGCTGCTCTCC 0.428

+ 1 1940 10_uc003igz.2_Mis NM_032961 NP_116586 Q9P2E7 PCD10_HUMAN |Extracellular (Potential). 2 GCGCGGCGCCC 0.622

+ 7 1958 se_Mutation_p.S47 NM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5 GTATTATCTTTAAA 0.284

+ 4 649 se_Mutation_p.L70 NM_001040876 NP_001035809 P61221 ABCE1_HUMANS ferredoxin-type 2. 1 GCGCCTTATCAAT 0.303

+ 7 1018 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN FH2. 2 AATGCAGTAGGA 0.303

+ 18 3224 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4 GATGCCCAAATGG 0.443

- 1 815 m.1_Intron|KLHL2_ NM_000167 NP_000158 0 TAAGTGCTAAGTG 0.418

+ 12 2820 _p.V754M|CLCN3_ NM_001829 NP_001820 P51790 CLCN3_HUMAN oplasmic (By similarity). 3 GAGATCGTGGTG 0.488

+ 3 1789 X2_uc003iwa.1_5' NM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0 CGGCACACGCTG 0.443

+ 3 3984 wa.1_Missense_Mu NM_020225 NP_064610 Q9P2F5 STOX2_HUMAN 0 ACAGCAGCAGCAT 0.552

- 4 1231 NM_020040 NP_064424 Q99867 TBB4Q_HUMAN 0 TGCTCTCGGCCTC 0.557

- 37 5027 p.P1692L|RICTOR_ NM_152756 NP_689969 Q6R327 RICTR_HUMAN 10 CGACACGGAAGTC 0.338 rs77464125



- 29 3471 3jmi.3_Missense_M NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN HEAT 10. 8 ATTACCTTAGCTA 0.413

+ 1 564 uc003joq.1_5'Flank NM_002202 NP_002193 P61371 ISL1_HUMAN 3 ATGGGAGATCCAC 0.527

+ 2 1158 GA1_uc003jou.2_In NM_015946 NP_057030 Q9BRX2 PELO_HUMAN 0 TGGGCAGCAACC 0.617

+ 20 1993 qh.3_Missense_Mu NM_001136034 NP_001129506 Q9NQI0 DDX4_HUMAN case C-terminal. 2 GCAGAGCAATTTC 0.358

+ 2 299 NM_001029875 NP_001025046 Q6MZT1 R7BP_HUMAN 0 GGCCCGTCAGGC 0.493

+ 3 344 7BP_uc011cqu.1_5 NM_001029875 NP_001025046 Q6MZT1 R7BP_HUMAN 0 AAGATGGTGAGA 0.453

- 21 3468 o.2_RNA|ADAMTS NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 2. 0 GGCTTACTGTCAG 0.438

- 4 1409 c003jtq.2_RNA|AD NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN 0 GATGTCGTTGTTG 0.398

+ 17 3393 p.V1044I|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN E-M-E-T-D-L-K-X-T-G-R- E- 2 AGAGAAGTATCCC 0.458

- 9 989 sz.1_Missense_Mu NM_018268 NP_060738 Q9HAD4 WDR41_HUMAN WD 4. 0 AAAACTCAAATCT 0.438

+ 2 6593 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AGAAAGGAATTTC 0.453

- 4 988 kin.2_Missense_M NM_001884 NP_001875 P10915 HPLN1_HUMAN Link 2. 5 CAGCCCGCATCAC 0.557

+ 2 1004 mw.1_Missense_M NM_005575 NP_005566 Q9UIQ6 LCAP_HUMAN cellular (Potential). 4 CCATGGGCACAGA 0.463

- 5 672 NM_173666 NP_775937 Q8NBA8 DTWD2_HUMAN 0 TGCATCCGAATTA 0.313

+ 28 7106 cl.1_Missense_Mut NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2 CTGGCGAGGAAG 0.378

+ 6 1407 CAIP_uc010jcu.2_ NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 2. 2 GAGTGCGTACGC 0.403

+ 8 1145 MD3_uc011cwx.1_ NM_023927 NP_076416 Q96HH9 GRAM3_HUMAN 1 GCAGACCGCCCT 0.393

- 9 746 _p.G164S|BRD8_u NM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1 GGACACCTGTACT 0.527

+ 4 937 P156L|FAM53C_u NM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1 GTGGGCCGCAGG 0.677

+ 4 498 se_Mutation_p.V12 NM_001903 NP_001894 P35221 CTNA1_HUMANCTNNB1.|Involved in homod 11 TCTGCTGTTACCC 0.468

+ 1 241 003lhf.2_Intron|PC NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 GGGCCGCATCGC 0.662

+ 1 1957 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 GCGCGCGCATCC 0.672

+ 1 755 HB16_uc003liv.2_5 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 ATGGCAGGAAATA 0.502

+ 1 1744 3ljq.1_Intron|PCDH NM_018920 NP_061743 Q9Y5G6 PCDG7_HUMANr (Potential).|Cadherin 6. 0 CGCTCCGCAGAGC 0.632

+ 1 1820 Intron|PCDHGB4_ NM_018927 NP_061750 Q9Y5F8 PCDGJ_HUMAN r (Potential).|Cadherin 5. 2 ACAACGCACCGC 0.711

+ 1 1793 1_Intron|PCDHGB4 NM_003735 NP_003726 O60330 PCDGC_HUMANr (Potential).|Cadherin 5. 4 CCGCCCCTCAGC 0.622

+ 7 728 p.S231R|ARHGAP NM_015071 NP_055886 Q9UNA1 RHG26_HUMAN 1 CATTAGCATACAG 0.473

+ 4 504 _p.R155H|TCERG1 NM_006706 NP_006697 O14776 TCRG1_HUMAN WW 1. 2 GGACACGTGAATC 0.313

- 2 2255 NM_001012301 NP_001012301 Q5FYB1 ARSI_HUMAN 2 GGAAAAAGGATCG 0.537

- 8 811 ense_Mutation_p.E NM_003118 NP_003109 P09486 SPRC_HUMAN EF-hand. 1 AATGCTCCATGGG 0.607

+ 1 557 NR_024356 0 CCGGCCGCGATC 0.662

- 13 1819 NM_001017995 NP_001017995 A1X283 SPD2B_HUMAN 4 GGCCCCGGAGCT 0.662

+ 7 1132 kg.1_Missense_M NM_133369 NP_588610 Q6ZN44 UNC5A_HUMAN ical; (Potential). 1 GTGGCCGTCTGC 0.622

+ 13 1809 dfu.1_Missense_Mu NM_002011 NP_002002 P22455 FGFR4_HUMAN e.|Cytoplasmic (Potential). 16 CTGTACGTGATCG 0.716

- 9 899 _p.R162H|DDX41_ NM_016222 NP_057306 Q9UJV9 DDX41_HUMANcase ATP-binding. 0 GCGCAGCGCAGG 0.657

- 18 2687 NM_014244 NP_055059 O95450 ATS2_HUMAN TSP type-1 2. 4 AGGGCGGCACAG 0.642

+ 2 1522 mkn.1_Missense_M NM_014757 NP_055572 Q92585 MAML1_HUMAN 6 CCACCCCGGCAC 0.657 rs141578236

- 4 396 c003mwc.2_5'UTR| NM_206836 NP_996667 O75521 ECI2_HUMAN ACB. 0 AATGAAGGACTCA 0.483

- 2 201 on_p.K25R|PECI_u NM_206836 NP_996667 O75521 ECI2_HUMAN ACB. 0 GGATCCTTTTTCA 0.398

- 5 602 am.2_Missense_Mu NM_016495 NP_057579 Q9P0N9 TBCD7_HUMANRab-GAP TBC. 1 ACTGGGGCAAGG 0.483

+ 5 655 P2_uc011djb.1_Mis NM_006366 NP_006357 P40123 CAP2_HUMAN 1 GTCAGCGAAAGC 0.473

+ 9 875 _p.P234Q|CDKAL1 NM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2 GTTATCCAATTGA 0.323

- 2 632 RL_uc003ndq.2_M NM_000948 NP_000939 P01236 PRL_HUMAN 0 GGCATCGGGCAG 0.587

+ 4 978 dkk.1_Missense_M NM_007048 NP_008979 O00481 BT3A1_HUMAN 2.|Extracellular (Potential). 2 TATGCAGTAGCAG 0.547

+ 4 837 LA-E_uc011dmh.1_ NM_005516 NP_005507 P13747 HLAE_HUMAN pha-3.|Extracellular (Potent 5 TGGGCAGCTGTG 0.622

- 10 2331 mj.1_Missense_Mu NM_005275 NP_005266 P36915 GNL1_HUMAN 3 TCTGGGCGATAGG 0.602

- 5 412 2_5'Flank|VARS_u NM_021177 NP_067000 Q9Y333 LSM2_HUMAN 0 ACGTATCGGACCA 0.512



+ 3 563 yf.2_Missense_Mut NM_001710 NP_001701 P00751 CFAB_HUMAN 1 CAGTGCGGACAG 0.632

+ 43 6133 ey.2_Missense_Mu NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 ATCACCGCACTGA 0.592

+ 6 872 _p.R278H|DEF6_u NM_022047 NP_071330 Q9H4E7 DEFI6_HUMAN PH. 0 GAAAGCGCTGCA 0.657

+ 8 1519 dtb.1_Missense_M NM_006238 NP_006229 Q03181 PPARD_HUMAN gand-binding. 1 AAGATGGCTGACC 0.602

- 8 806 kw.3_Missense_Mu NM_003322 NP_003313 O00294 TULP1_HUMAN 3 TTGCCCTTTTGAT 0.597

- 5 715 b.2_Intron|TRERF1 NM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5 ATTGGCGAGGCCT 0.577

+ 4 357 223_uc003owo.2_M NM_153246 NP_694978 Q8N319 CF223_HUMAN 0 CCGGATGTCGCGG 0.602

+ 19 1760 se_Mutation_p.G46 NM_018426 NP_060896 Q5T3F8 TM63B_HUMAN ical; (Potential). 3 GACAACGGCGCC 0.632

- 4 1165 2_Intron|TMEM151 NM_182539 NP_872345 Q5JU00 TCTE1_HUMAN LRR 2. 4 CACACGCAGGCG 0.607 rs146631063

+ 2 618 NM_014936 NP_055751 Q9Y6X5 ENPP4_HUMANcellular (Potential). 4 CTATTTGGGTGAC 0.423

- 5 845 wx.1_Missense_M NM_021814 NP_068586 Q9NYP7 ELOV5_HUMAN 0 TCTTGCGCAGGAT 0.488

+ 5 1320 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN .|Extracellular (Potential). 50 CAGGTGAATCTGG 0.423

- 6 856 9A1_uc003pff.3_5' NM_001851 NP_001842 P20849 CO9A1_HUMAN 4 TTCAAACTGGAGA 0.463

+ 10 1355 2_5'Flank|PPIL6_u NM_003080 NP_003071 O60906 NSMA_HUMAN 0 CAGGCTCGCTGGT 0.647

- 3 556 f186_uc003pub.2_ NM_001123364 NP_001116836 Q5JXM2 CF186_HUMAN 0 CTCACCCTAAGGA 0.438

- 19 2764 _p.R812*|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMAN omain II and I. 9 GCTCTCGGATCCT 0.502 rs148409597

+ 3 577 NM_001029858 NP_001025029 Q5T1Q4 S35F1_HUMAN 1 ATTTTACGACGAA 0.378

+ 3 644 au.2_Missense_Mu NM_030963 NP_112225 Q9NTX7 RN146_HUMAN WWE. 1 ATGGACGTCGCAG 0.388

+ 20 2346 on_p.L630F|EYA4_ NM_004100 NP_004091 O95677 EYA4_HUMAN 2 CTGGCTCTCCACC 0.328

- 7 1665 hk.2_Missense_Mu NM_014432 NP_055247 Q9UHF4 I20RA_HUMAN lasmic (Potential). 4 CCCGCACAAATGT 0.512

- 1 75 1_5'Flank|PEX3_u NM_182503 NP_872309 Q7Z6V5 ADAT2_HUMAN 0 CTTGCAGCTGGC 0.697

- 9 2297 _p.A633V|SHPRH_ NM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3 GATTCAGCACAGT 0.403

+ 7 755 _p.P220S|RBM16_u NM_014892 NP_055707 Q9UPN6 SCAF8_HUMAN 0 GGCTTACCTGATC 0.448

- 1 561 _p.A124V|RSPH3_ NM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2 GTGGGCGCTAAG 0.652

+ 17 3672 z.1_RNA|MAP3K4_ NM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9 GCACTCGGAGCAT 0.408

+ 2 142 qwr.1_Missense_M NM_022138 NP_071421 Q9H3U7 SMOC2_HUMAN Kazal-like. 1 ATTGTAGCTTGGA 0.448

+ 7 1069 sjr.1_Missense_Mu NM_017781 NP_060251 Q8TAV3 CP2W1_HUMAN 0 GCTCCACGAGGTG 0.726

+ 11 1307 _p.V94M|TTYH3_u NM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN cellular (Potential). 0 GACTACGTGCAAG 0.642

+ 13 1647 p.E207G|TTYH3_u NM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN lasmic (Potential). 0 GCTGTGAGAACAC 0.652

- 24 3634 NM_032415 NP_115791 Q9BXL7 CAR11_HUMANnylate kinase-like. 50 CACACCCGGATGA 0.592

- 27 8433 NM_001080495 NP_001073964 O15417 TNC18_HUMAN 0 GCCTGCGCGGAAG 0.637

- 3 1329 son.3_Missense_M NM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 7. 3 GACGCAGCCGG 0.572

+ 5 709 P42_uc011jwp.1_M NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5 AACCAAGAAGATG 0.413

- 2 830 NM_001037163 NP_001032240 Q7Z4H9 SIPAR_HUMAN 0 TCAACACCACTGC 0.612

- 10 1088 a.2_Missense_Mut NM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN 12 TTTTGGACTTCAC 0.448

+ 7 1397 HR_uc003stt.3_RN NM_001621 NP_001612 P35869 AHR_HUMAN 3 CCACCTCAGTTGG 0.373

- 11 1402 26A_uc003svn.3_3 NM_032581 NP_115970 Q9BYI3 HYCCI_HUMAN 1 CTGACCGTCTGTG 0.438

+ 12 1671 _p.A458T|MPP6_u NM_016447 NP_057531 Q9NZW5 MPP6_HUMAN nylate kinase-like. 0 TTGCGGCTCCGG 0.423

- 8 1083 003tjx.2_Intron|POL NM_013284 NP_037416 Q9NP87 DPOLM_HUMANDNA binding (By similarity). 3 AGTCCACGTCATG 0.652

+ 1 1334 NR_003595 0 AGGCGAAGACAAT 0.458

+ 4 647 e_Mutation_p.I216 NM_182633 NP_872439 Q8N859 ZN713_HUMAN 2 CAGCATCAAACAT 0.343

+ 4 365_366 rf.1_Missense_Mut NM_001483 NP_001474 O75323 NIPS2_HUMAN 1 TATGGCGAGCAG 0.406

+ 4 1013 NM_001159279 NP_001152751 2 GAAGAATGTGGCA 0.423

+ 4 995 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 7. 0 GTGGCAAAGCCTT 0.428

- 4 640 3tzc.2_Missense_M NM_148912 NP_683710 Q8NFV4 ABHDB_HUMAN 0 GGAGCGGGGCA 0.552

- 2 656 k.3_5'UTR|POM121C_uc003udl.1_RNA A8CG34 P121C_HUMAN and nuclear pore complex. 0 ACCCCCGGACAG 0.527

- 1 POM121C_uc003udk.3_Intron A8CG34 P121C_HUMAN 0 ATCACCTGCATAA 0.458



- 2 879 .1_Intron|CCDC14 NM_006682 NP_006673 Q14314 FGL2_HUMAN nogen C-terminal. 2 AATTCCCTTCTGA 0.458

- 17 2258 p.R740W|SEMA3D NM_152754 NP_689967 O95025 SEM3D_HUMAN/Lys-rich (basic). 5 GTCTCCGCTTCTC 0.507

- 2 444 TERF_uc011khm.1_ NM_006980 NP_008911 Q99551 MTERF_HUMAN 0 GAGTACGTGTTAT 0.413

+ 46 11474 p.T3373M|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 CTTTCACGGATCT 0.532

+ 8 780 _Mutation_p.G191 NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 ATGGTTGGTATGA 0.448

+ 4 465 F6_uc011kji.1_5'Fla NM_152755 NP_689968 Q8N129 CNPY4_HUMAN 0 CCATGGCAACACT 0.542

+ 1 553 u.1_5'Flank|ZCWP NM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN Gly-rich. 1 GCGGGGGCAAGA 0.672

+ 1 926 u.1_5'Flank|ZCWPW NM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN 1 CCACCAGCAGCAG 0.647

- 7 973 i.2_RNA|LRCH4_u NM_002319 NP_002310 O75427 LRCH4_HUMAN 2 CTGCCACTATCAA 0.602

+ 36 6688 uwl.2_RNA|ZAN_u NM_003386 NP_003377 Q9Y493 ZAN_HUMAN cellular (Potential). 11 TTCGGAGGTCTCT 0.662

+ 45 8224 hh.2_RNA|ZAN_uc NM_003386 NP_003377 Q9Y493 ZAN_HUMAN Extracellular (Potential). 11 CTGTGTGAGCCCT 0.632

- 2 1550 ACHE_uc003uxg.2_ NM_000665 NP_000656 P22303 ACES_HUMAN 2 GTGGAAGCACGG 0.652

+ 3 6600 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 CTTTCAACAACTC 0.483 rs147644870

+ 3 6777 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 CTTTCAGCAACTC 0.498

- 4 960 uxz.1_Missense_M NM_198571 NP_940973 Q8N8M0 CG052_HUMAN 1 TGATGGTCCCGCC 0.726

- 1 1261 .2_Intron|CADPS2 NM_139175 NP_631914 Q8WVZ7 RN133_HUMAN 1 CCTGCAGGAGAAA 0.403

- 12 1454 64_splice|RBM28_ NM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2 TACTCACAGCCTT 0.498

+ 5 572 e_Mutation_p.S79N NM_001868 NP_001859 P15085 CBPA1_HUMAN 1 GGGGCAGTAAGC 0.622

- 2 1182 _p.A318V|PLXNA4_ NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANular (Potential).|Sema. 1 GCCCCCGCTTTGG 0.582

- 3 405 R1B1_uc003vrq.1_R NM_001628 NP_001619 P15121 ALDR_HUMAN 3 GCCAGTGAATAAG 0.552

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 33 4064 NM_004668 NP_004659 O43451 MGA_HUMAN ase.|Lumenal (Potential). 2 TGGAGGATGACG 0.493

+ 15 2948 wbt.2_Missense_Mu NM_004445 NP_004436 O15197 EPHB6_HUMAN(Potential).|Protein kinase. 19 CGGGCCGCAGTG 0.687

+ 6 803 kta.1_Missense_M NM_032982 NP_116764 P42575 CASP2_HUMAN 3 AATTTCGCTCTGG 0.527

+ 1 355 NM_001001659 NP_001001659 Q96R47 O2A14_HUMAN Name=3; (Potential). 0 ATGTCCTATGATC 0.483

- 4 1101 _p.G285R|ZNF786_ NM_152411 NP_689624 Q8N393 ZN786_HUMAN 4 CCGGCCCCTCCC 0.716

+ 5 860 1_uc003wga.2_RN NM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2 CTCTCCCCATCAG 0.612

+ 43 6245 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0 ATGCATCGTCCCA 0.672

+ 53 7674 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 5. 0 GGCATGGGCCATG 0.662

+ 4 773 _p.R152P|REPIN1_ NM_013400 NP_037532 Q9BWE0 REPI1_HUMAN C2H2-type 2. 1 GCTTTCGCCATGC 0.677

- 11 1411 wjo.1_Missense_Mu NM_007189 NP_009120 Q9UG63 ABCF2_HUMAN ter 2.|ATP 2 (By similarity). 1 TCCCTGCTCCATT 0.507

+ 1 314 _p.T52M|uc003wlt NM_024012 NP_076917 P47898 5HT5A_HUMAN ame=2; (By similarity). 3 ATGGCCGTCTCGG 0.687

+ 5 763 me.2_Missense_M NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Glu-rich. 1 ACAAATCTGATGG 0.408

+ 15 3442 on_p.T835M|RBM3 NM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1 AGGTGACGCTGAC 0.657

- 49 7853 p.T1817M|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25 AGTGGCGTGAGG 0.463

- 2 581 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 GTGGCCGGCCTG 0.637

- 2 1386 _p.A305V|EGR3_u NM_004430 NP_004421 Q06889 EGR3_HUMAN C2H2-type 3. 0 CTGCGCGCAAAC 0.647

+ 5 752 SF10C_uc011kzr.1 NM_003841 NP_003832 O14798 TR10C_HUMAN TAPE 2. 0 CAATGAACACCAG 0.602 rs61736405

+ 2 180 xea.1_Nonsense_M NM_003817 NP_003808 Q9H2U9 ADAM7_HUMANcellular (Potential). 5 ATCCTTGGAGTAG 0.403

+ 26 2799 _p.Y664C|PTK2B_ NM_173174 NP_775266 Q14289 FAK2_HUMAN Protein kinase. 5 GGGACTACGACCC 0.647

+ 6 599 1lce.1_Missense_M NM_021623 NP_067636 Q9HB19 PKHA2_HUMAN 0 GGGGCCTACCCA 0.562

- 3 294 ot.2_Nonsense_Mu NM_000930 NP_000921 P00750 TPA_HUMAN 2 TGAATCGGGCATG 0.582

- 85 12013 e_Mutation_p.H395 NM_006904 NP_008835 P78527 PRKDC_HUMAN PI3K/PI4K. 34 GTGCGTGTACCAT 0.498

+ 13 1116 NTG1_uc010lxz.1_M NM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN 5 CTCTCTGCTGAAG 0.433

- 17 3153 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 TAGGCAGCCAGTG 0.592

+ 3 617 S1_uc010lyh.2_5'U NM_024831 NP_079107 Q96RS0 TGS1_HUMAN 3 ATGACAGCAAAGG 0.423

+ 3 2005 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 AAGGCCGGAGAG 0.527



+ 10 8022 C2590W|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 TAATTGCAGTGAA 0.473

+ 10 8675 .T2808M|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 TTAATACGGCAAT 0.473

+ 7 1051 13_uc003ydf.1_Int NM_198584 NP_940986 Q8N1Q1 CAH13_HUMAN 0 GAGGGTGAAGCA 0.463

+ 11 1496 Splice_Site_p.M40 NM_052832 NP_439897 Q8TE54 S26A7_HUMAN 2 CCATGGTACGGTA 0.343

+ 6 829 gq.1_RNA|INTS8_u NM_017864 NP_060334 Q75QN2 INT8_HUMAN 0 GAAACTGAGAGT 0.373

+ 2 1161 NM_020697 NP_065748 Q9ULS6 KCNS2_HUMANe=Segment S3; (Potential). 1 GTCCCCTTTTACA 0.537

- 15 2581 ynt.2_Nonsense_M NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN lar (Potential).|CUB 4. 63 CCAATCGCAGTAT 0.408

+ 16 1533 _p.S491N|FAM91A NM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2 CTTGCAGCAGAG 0.473

+ 1 497 uc003yrb.2_5'Flank NM_007218 NP_009149 Q8WU17 RN139_HUMAN ical; (Potential). 1 TGCATCGTGCTCC 0.647

+ 3 835 i.2_Missense_Muta NM_002467 NP_002458 P01106 MYC_HUMAN 6 CTGGGAGGAGAC 0.607

- 3 931 NM_152888 NP_690848 Q8NFW1 COMA1_HUMANoly-Ala.|VWFA. 13 CGCCGCGGCGT 0.721

- 9 1518 _p.R560C|TRAPPC NM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2 GCAAACGCATCTG 0.522

- 2 286 _p.R149P|TRAPPCNM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2 AGGACTCGCTGGG 0.572

- 8 1368 ae.1_Missense_Mu NM_201380 NP_958782 Q15149 PLEC_HUMAN ar 1.|Actin-binding. 9 CGCGGGGCATGG 0.687

+ 3 621 c003zce.1_Missen NM_024531 NP_078807 Q9HAB3 RFT3_HUMAN ical; (Potential). 0 TGAGTGCCCTGC 0.652

- 19 2978 uc011llh.1_5'Flank NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0 GTGGGGCCAGCA 0.706

- 6 1723 p.R438W|ZNF34_u NM_030580 NP_085057 Q8IZ26 ZNF34_HUMANC2H2-type 12. 0 TGTGCCGGAAGG 0.582

- 4 608 eu.2_Missense_Mu NM_001029976 NP_001025147 P17020 ZNF16_HUMAN 5 GCCCCATGGCAG 0.552

+ 1 203 zgu.1_Missense_M NM_021951 NP_068770 Q9Y5R6 DMRT1_HUMAN 1 CCCTCACGCCCCC 0.711

+ 2 598 NM_212558 NP_997723 Q68D42 TM215_HUMAN 0 GGGTCCGCAAATT 0.597

+ 4 422 om.1_Missense_M NM_012144 NP_036276 Q9UI46 DNAI1_HUMAN 0 CCACACGCACCCC 0.498

+ 2 185 03zvr.2_Missense_ NM_015297 NP_056112 Q9UPV7 K1045_HUMAN 1 ATGGGGGTGTTG 0.552

- 5 1333 e_Mutation_p.E313 NM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3 TCACCTCTGGTGG 0.527

+ 13 1587 zwr.2_Nonsense_M NM_006377 NP_006368 O14795 UN13B_HUMAN 5 GACAGTCACTGGT 0.522

+ 18 2490 zwr.2_Missense_M NM_006377 NP_006368 O14795 UN13B_HUMAN 5 GGGGGAGGAGA 0.527

- 56 7726 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN 13 AGCAGCCTGGGC 0.517

- 3 418 ense_Mutation_p.I NM_005476 NP_005467 Q9Y223 GLCNE_HUMAN glucosamine 2-epimerase. 0 GTGTTAATGTCAA 0.443

+ 4 518 ajh.2_Missense_Mu NM_006914 NP_008845 Q92753 RORB_HUMAN nge (Potential). 4 GGGCACGTCATTG 0.542

+ 6 1218 _Splice_Site|TLE4_ NM_007005 NP_008936 O60756 BCE1_HUMAN 5 ATTGGGGTACGTG 0.468

- 12 1990 CCHC6_uc004aot. NM_024617 NP_078893 Q5VYS8 TUT7_HUMAN P-associated 1. 2 GCAATGCGCTTTT 0.368

- 4 991 tion_p.P287L|ECM NM_001393 NP_001384 O94769 ECM2_HUMAN LRRNT. 2 TGGGAGGAGCA 0.458

+ 3 698 P4_uc010msh.2_I NM_014282 NP_055097 Q5JVS0 HABP4_HUMAN 1 TTGAGAGGACGTG 0.488

+ 3 1172 bag.1_Missense_M NM_006981 NP_008912 Q92570 NR4A3_HUMAN 173 CGGCCTTCCCCCC 0.721

+ 1 676 NM_006687 NP_006678 Q9Y615 ACL7A_HUMAN 0 TCCTACGTGGTCC 0.622

- 6 913 muc.1_Missense_MNM_001080398 NP_001073867 0 CTGCTGTGGCTG 0.408

+ 2 764 lwx.1_Missense_M NM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1 AGCAATGATGTCA 0.473

+ 4 657 nse_Mutation_p.R1 NM_000177 NP_000168 P06396 GELS_HUMANGelsolin-like 2. 3 TGGTCCGTGCCAC 0.592 rs150617780

- 19 1611 1A_uc004boa.1_M NM_020946 NP_065997 Q8TEH3 DEN1A_HUMAN 2 TGGGGGCGCAGC 0.622

- 4 766 ion_p.R145C|MAP NM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMAN ction with MAP3K2. 4 CTAGGCGTACAGA 0.393

- 5 630 _p.T130M|FAM129B NM_022833 NP_073744 Q96TA1 NIBL1_HUMAN PH. 0 TTTGCCGTGGTCC 0.577

+ 6 843 _p.L252F|DNM1_u NM_004408 NP_004399 Q05193 DYN1_HUMAN 2 CGCCTTGGCTGC 0.552

+ 1 179 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0 CGGCCGCTGGCG 0.677

+ 8 1528 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin EGF-like 4. 3 CTGGCTGCAGCA 0.592

- 5 660 ED27_uc011mco.1 NM_004269 NP_004260 Q6P2C8 MED27_HUMAN 1 TTTACTATTGTTC 0.443

- 5 715 D22_uc004cdd.2_3 NM_133640 NP_598395 Q15528 MED22_HUMAN 1 CAGAGTCTGTGTC 0.642

- 3 1118 C2_uc010nbh.2_5 NM_144653 NP_653254 Q96BF6 NACC2_HUMAN 0 CTGGCAGGTAGG 0.662

- 5 684 NM_181701 NP_859052 Q6ZRP7 QSOX2_HUMAN 1 TGCTTTCAAAGAC 0.527



+ 11 1254 _p.G286R|PMPCA_ NM_015160 NP_055975 Q10713 MPPA_HUMAN 0 TGGGCGGAACCG 0.552

+ 4 929 Missense_Mutation NM_014172 NP_054891 Q9NRX4 PHP14_HUMAN 0 CAGCACGCCATTT 0.617

- 22 2676 |EXD3_uc010ncf.1 NM_017820 NP_060290 Q8N9H8 MUT7_HUMAN 0 AAGCACCGCAGCC 0.682

+ 25 3569 coe.2_Missense_M NM_024757 NP_079033 Q9H9B1 EHMT1_HUMANn with histone H3.|SET. 3 GATCTCGACAATA 0.502

+ 29 4589 _p.A1012T|CACNA NM_000718 NP_000709 Q00975 CAC1B_HUMANS1 of repeat IV; (Potential).|I 6 ATGATAGCCCTCA 0.562

- 7 1106 mha.1_Missense_M NM_013239 NP_037371 Q9Y5P8 P2R3B_HUMAN 0 ATGTCCGCCTCCT 0.637

- 8 1280 SD_uc004cqz.1_In NM_001669 NP_001660 P51689 ARSD_HUMAN 0 CCGGGAGCACCC 0.632

+ 2 133 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN 1 GTGAGGCTTACCC 0.502

- 3 503 se_Mutation_p.D9 NM_012080 NP_036212 Q08623 HDHD1_HUMAN 0 TTCGGGGTCATCT 0.572

+ 6 926 cyd.2_Missense_M NM_001037540 NP_001032629 Q9UN30 SCML1_HUMAN 3 GATGGTGCAACGT 0.537

+ 12 1584 yn.2_Missense_Mu NM_003159 NP_003150 O76039 CDKL5_HUMAN 6 AGAACCGCCACT 0.463

- 17 2181 4czj.1_Missense_M NM_001001671 NP_001001671 Q6ZN16 M3K15_HUMANProtein kinase. 7 TATTGCGGTGCTT 0.453

- 1 1213 NM_153270 NP_695002 Q8N239 KLH34_HUMAN BACK. 1 CCAAAGCGGACA 0.677

+ 1 542 NM_019886 NP_063939 Q9NS84 CHST7_HUMANmenal (Potential). 3 TTTAACCAGCACC 0.632

- 6 617 dit.2_Missense_M NM_006962 NP_008893 P17025 ZN182_HUMAN KRAB. 3 AAAATGGGATTTT 0.488

+ 14 1206 _Missense_Mutati NM_006044 NP_006035 Q9UBN7 HDAC6_HUMAN ne deacetylase 1. 4 CTGCTCATGGGTC 0.597

+ 1 804 NM_181532 NP_853510 Q7Z444 RASE_HUMAN 5 AAAACACGGCAAG 0.622

- 6 555 _p.Y186H|TIMM17B NM_005834 NP_005825 O60830 TI17B_HUMAN 1 CTGTGTAGCGAGT 0.592

+ 7 893 nse_Mutation_p.A2 NM_001032382 NP_001027554 O60828 PQBP1_HUMAN 1 CCACAGCAGCTGG 0.637

- 5 3101 lw.1_Missense_Mu NM_004979 NP_004970 Q9NSA2 KCND1_HUMAN lasmic (Potential). 3 GCGGCCACCCGG 0.657

- 25 2401 NM_020137 NP_064522 Q4V328 GRAP1_HUMAN Potential. 3 ATCTCCCGAAGGT 0.587

- 4 348 se_Mutation_p.R5 NM_001029896 NP_001025067 Q9Y484 WIPI4_HUMAN 1 TTGGAGCGGTGC 0.607

- 1 171 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2 AGCTCCCTCCCTT 0.627

+ 2 243 4dpi.3_Missense_ NM_153183 NP_694853 Q8NFP7 NUD10_HUMAN 0 ACCAGACACGGA 0.677

+ 13 1323 NL3L_uc004dti.2_R NM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1 GCAGCGGGAAGAT 0.507

+ 1 2518 NM_007157 NP_009088 P98169 ZXDB_HUMAN 0 TTCTTTGGACAGG 0.473

- 2 865 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112 CCCTCTCAGGCCC 0.577

- 15 1564 mpg.1_Missense_M NM_002547 NP_002538 O60890 OPHN1_HUMAN Rho-GAP. 2 CAAAAAAGGCATT 0.388

+ 1 206 D12_uc004dyz.2_M NM_005120 NP_005111 Q93074 MED12_HUMAN 4 ATGGCGGCCTTCG 0.677

+ 8 1290 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 TCGGAAGCTCCC 0.552

+ 8 1292 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GGAAGCTCCCGA 0.557

- 2 333 XCR3_uc011mpx.1 NM_001504 NP_001495 P49682 CXCR3_HUMAN lasmic (Potential). 3 AGGTGTCGGTGC 0.672

- 1 1402 en.2_Missense_Mu NM_001163541 NP_001157013 Q86VE3 SATL1_HUMAN Gln-rich. 2 CTGTTTGGTTCTT 0.572

+ 6 1243 n_p.P191Q|DACH2 NM_053281 NP_444511 Q96NX9 DACH2_HUMAN 5 ACAGTCCACTCTC 0.403

- 8 2011 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMANe.|Cytoplasmic (Potential). 8 AATCTCCAAGGGA 0.373

- 1 1303 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 ACCACAGATGTCC 0.468

- 10 1278 0nrf.1_Missense_M NM_017666 NP_060136 Q8ND82 Z280C_HUMAN C2H2-type 2. 3 GTGTGTGTACTC 0.438

+ 4 344 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN RRM. 4 CTGGCCGTCGACA 0.443

- 5 854 wf.2_Missense_Mu NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN 2.|Extracellular (Potential). 5 TGGGGAGCATCT 0.542

- 2 1044 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 TCCTCCTGTGAAG 0.517

- 8 1581 p.A348V|PDZD4_u NM_032512 NP_115901 Q76G19 PDZD4_HUMAN 1 CTGGCCGCCAGG 0.632

- 22 3754 LNA_uc010nuu.1_MNM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 10. 6 CAGCCCGGGGC 0.642

- 17 2731 u.1_Missense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 6. 6 CATTGCGGATGAT 0.622

+ 9 764 fnb.2_Missense_M NM_024332 NP_077308 P46736 BRCC3_HUMAN 6 TCACTATCGGGAA 0.448

- 25 3879 D5_uc001ama.1_R NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12 ATGGCCGCATCG 0.572

+ 15 2067 _p.G632D|PER3_u NM_016831 NP_058515 P56645 PER3_HUMAN ding domain (By similarity). 3 AATGCGGTTACAG 0.507

+ 17 2900 _p.A910T|PER3_u NM_016831 NP_058515 P56645 PER3_HUMAN 3 GGGAGGCACAAA 0.527



+ 7 1050 apx.2_Missense_M NM_032315 NP_115691 Q9BSK2 S2533_HUMAN Solcar 3. 0 CGGCGCGCCTGG 0.498

+ 2 256 P7_uc009vms.2_R NM_052960 NP_443192 Q96R05 RET7_HUMAN 0 TGAAATTTAAAGT 0.333

+ 11 1266 bb.1_Missense_Mu NM_000302 NP_000293 Q02809 PLOD1_HUMAN 3 CCAACAGCCTGCG 0.637

+ 17 2189 atw.2_Missense_M NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 AGATGCAGACCAA 0.473

- 7 794 1_Intron|MST1P9_ NR_002729 0 GTATTGGCTGTGC 0.617

- 13 1599 bdy.1_Nonsense_M NM_016287 NP_057371 Q5SSJ5 HP1B3_HUMAN Lys-rich. 2 CCGCTGGGCAG 0.552

- 7 1532 NM_004091 NP_004082 Q14209 E2F2_HUMAN ctivation (Potential). 4 AGCCTCCAAGGGG 0.652

- 1 77 nslation_Start_Site| NM_020485 NP_065231 P18577 RHCE_HUMAN 0 GTGTCCGTCTCTG 0.592

+ 15 1641 es.1_Missense_M NM_020451 NP_065184 Q9NZV5 SELN_HUMAN 2 TCTGCCTGCCCAA 0.637

+ 2 257 lice_Site|PDIK1L_u NM_152835 NP_690048 Q8N165 PDK1L_HUMAN 0 TTTTCCAGAAACC 0.418

- 6 1651 p.E228Q|AHDC1_ NM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN Pro-rich. 1 CAGGCTCTGGGG 0.647

- 33 4936 _Mutation_p.S1118 NM_001703 NP_001694 O60241 BAI2_HUMAN lasmic (Potential). 13 CAGGGCTGGGCT 0.378

+ 10 1367 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN 1 ATTGTTGTCCACA 0.428

+ 4 738 1bzu.2_Missense_ NM_017825 NP_060295 Q9NX46 ARHL2_HUMAN 1 CAGTCCGTCTTGG 0.602

+ 6 1472 cbc.1_Missense_M NM_025079 NP_079355 Q5D1E8 ZC12A_HUMAN 2 GCATTGGCTCCCT 0.657

+ 30 3809 89_splice|MACF1_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16 TCCACAGCACTGG 0.448

+ 61 17263 p.R80H|MACF1_uc NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN tail (By similarity).|GAR. 16 TGGTCCGTATTCT 0.438

- 14 2065 85_splice|FOXJ3_u NM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN 2 CTCTTACCTGCCA 0.428

+ 5 1075 NM_173642 NP_775913 Q8IXN7 RIMKA_HUMAN 0 ATGGCTGTCCTCC 0.532

+ 7 1289 sense_Mutation_p.A NM_152498 NP_689711 Q96MR6 WDR65_HUMAN WD 5. 1 CACTCAGCACCCA 0.488

+ 10 1279 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 AGTGGGGCTCCC 0.557

+ 21 2930 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 TGCACCGCGCAG 0.562

+ 15 1518 c.1_Missense_Mut NM_006845 NP_006836 Q99661 KIF2C_HUMANKinesin-motor. 1 ATTCCTCCCGCTC 0.522

+ 5 765 p.S171N|CYP4X1_ NM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2 TTTGCAGCACTCA 0.498

+ 5 570 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6 TCAGATGGTGAAT 0.308

+ 2 261 FGGY_uc001czj.3_ NM_018291 NP_060761 Q96C11 FGGY_HUMAN 1 GTGGACGTTGGAA 0.502

- 1 93 S11_uc010oqo.1_5 NM_017768 NP_060238 Q9H9A6 LRC40_HUMAN 1 AAACCAGCGCGGA 0.597

+ 11 1972 ls.1_Missense_Mu NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1 AATATTCGCCAAG 0.493

+ 5 441 a.1_Intron|ZNF326_ NM_182976 NP_892021 Q5BKZ1 ZN326_HUMAN al activation (By similarity).|G 1 AACAAAGCCGCTT 0.507

+ 4 536 P26439 3BHS2_HUMAN 2 GTGTCGGTCGTC 0.512

+ 4 1599 HFE2_uc001enk.2 NM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN 1 TTTGCATTCAGTA 0.463

+ 27 3191 08_splice|ITGA10_ NM_003637 NP_003628 O75578 ITA10_HUMAN 8 TCTGTTAGAATGG 0.522

- 3 3458 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 CCTTGTCTTCGTC 0.602

- 17 1909 on_p.G592V|THBS NM_007112 NP_009043 P49746 TSP3_HUMAN TSP type-3 6. 5 CCATCCCCATCGC 0.512

- 3 442 FCRL5_uc010phw. NM_031281 NP_112571 Q96RD9 FCRL5_HUMANPotential).|Ig-like C2-type 1. 6 TGCACAGGGCTAC 0.458

- 3 210 NM_005894 NP_005885 O43866 CD5L_HUMAN 1 GCACTCCAGATGG 0.597

+ 2 751 NM_004983 NP_004974 Q92806 IRK9_HUMAN asmic (By similarity). 2 CAGCCACGCTCG 0.652

+ 1 351 NM_001231 NP_001222 P31415 CASQ1_HUMAN 1 CAGGGGTACAGG 0.552

- 23 2777 vv.3_Missense_Mu NM_004371 NP_004362 P53621 COPA_HUMAN 2 GCTGGAGCAGCT 0.433

- 4 582 F5_uc010plr.1_RNA NM_000130 NP_000121 P12259 FA5_HUMAN A 1.|Plastocyanin-like 1. 6 TATTCTCGGCCTG 0.512 rs145625079

+ 27 7445 2L2_uc010pmi.1_M NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN Gln-rich. 0 TATGGACACAAGT 0.408

+ 5 985 _p.G80D|KLHL20_ NM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN BACK. 1 GGTCGGCACAGT 0.373

+ 38 9718 p.G1247E|CEP350 NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 AGCAGGGGAGAA 0.463

- 6 995 NM_000069 NP_000060 Q13698 CAC1S_HUMAN ellular (Potential).|I. 5 GCCATTGATGGTG 0.617

- 2 764 NM_002479 NP_002470 P15173 MYOG_HUMAN 2 TCGCTGGGCACCT 0.607

+ 4 957 9xcw.2_Missense_M NM_019605 NP_062551 Q9NUC0 SRTD4_HUMAN 2 GGCCAGATACCTG 0.363

- 4 578 0pte.1_Missense_M NM_018252 NP_060722 Q9H813 TM206_HUMAN cellular (Potential). 1 GTCAGAGGAGGA 0.542



- 2 2213 qh.2_Missense_Mu NM_002221 NP_002212 P27987 IP3KB_HUMAN 5 GGGTGCGCTCAG 0.562 rs34777857

+ 4 821 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 AATGTGGCAAAG 0.333 rs145397350

+ 26 7101 SCN_uc001hsp.1_MNM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 23. 28 GTCCACGCAGAGG 0.607

- 14 2314 NM_005646 NP_005637 Q13395 TARB1_HUMAN 3 TACCCCTTTTCCA 0.398

+ 5 538 TBCE_uc010pxr.1_ NM_003193 NP_003184 Q15813 TBCE_HUMAN 0 TGTGCAGTAAGTT 0.438

+ 13 6345 NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3 ACAGGCGTCCGC 0.602

+ 1 635 2L13_uc001ids.2_In NM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMAN Name=5; (Potential). 2 TCATTGGTATTTC 0.498

+ 1 383 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMAN lasmic (Potential). 3 TCTGCCGGCCACT 0.597

- 6 976 _p.Q206R|SEPHS1 NM_012247 NP_036379 P49903 SPS1_HUMAN 1 GCCACCTGTGTCC 0.522

- 22 2874 9xjf.1_Missense_M NM_018027 NP_060497 Q9P2Q2 FRM4A_HUMAN 3 CCCTCGATGTACA 0.527

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGCGGAAA 0.423

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGGCAGCAA 0.408

+ 5 599 01izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0 CTCGCAATGCAAG 0.453 rs2257765

+ 2 262 n_p.D55N|ALOX5_ NM_000698 NP_000689 P09917 LOX5_HUMAN PLAT. 2 TCATACGACGTGA 0.448

- 6 1923 oi.2_Intron|PARG_ NM_003631 NP_003622 Q86W56 PARG_HUMAN 2 AACATACCTTCAA 0.433

+ 13 2023 _p.I645T|HK1_uc0 NM_000188 NP_000179 P19367 HXK1_HUMAN Catalytic. 1 ATGCGATAAAAAG 0.368

+ 18 1564 1jqc.1_Missense_M NM_005203 NP_005194 Q5TAT6 CODA1_HUMANal).|Triple-helical region 2 (C 1 GGATGAAGGTCAG 0.597

+ 11 1730 _p.R580Q|ADAMTS NM_080722 NP_542453 Q8WXS8 ATS14_HUMAN TSP type-1 1. 6 GCAGCCGGAGCT 0.667

+ 21 2962 _Mutation_p.R176 NM_004922 NP_004913 P53992 SC24C_HUMAN 3 ATGACCGTGCCTA 0.498

+ 2 165 PS24_uc001jzp.2_M NM_001026 NP_001017 P62847 RS24_HUMAN 1 CTATCCGCACTAG 0.383

- 19 2370 _p.R210Q|IDE_uc0 NM_004969 NP_004960 P14735 IDE_HUMAN 3 CTATACCGAACCA 0.428

- 2 142 _5'Flank|ZDHHC16_ NM_016046 NP_057130 Q9Y3B2 EXOS1_HUMAN 0 GACAGCCGGCAA 0.577

+ 2 67 P1_uc001lcn.2_Sp NM_006229 NP_006220 P54315 LIPR1_HUMAN 2 CCAAAGGTAAGAA 0.498

+ 4 2654 nse_Mutation_p.P7 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 GCGGGCCGGCGT 0.617

+ 14 1498 _p.L407M|PTPRE_ NM_006504 NP_006495 P23469 PTPRE_HUMAN lasmic (Potential). 1 TCCTCCCTGGAGA 0.592

- 19 2149 _p.V765F|ADAM8_uc009ybi.2_Missense_Mutation_p.C P78325 ADAM8_HUMAN 3 TGTAGACAGGAAC 0.652

- 13 1897 9ycc.2_Missense_M NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 CCCCACCGGGTG 0.672 rs139590704

- 6 1257 _p.P226L|LRDD_uc NM_145886 NP_665893 Q9HB75 PIDD_HUMAN ZU5 1. 0 TCATGAGGACCCA 0.706

+ 48 9956 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMANapproximate tandem repeat 0 CCACCACACCCAC 0.637

- 7 1607 e_Mutation_p.R23 NM_018073 NP_060543 Q6AZZ1 TRI68_HUMAN B30.2/SPRY. 1 GAGGCGCCCAG 0.522

- 8 1636 _p.L426P|FAM160A NM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2 GGAACAAGATACC 0.507

- 1 593 NM_003696 NP_003687 O95222 OR6A2_HUMAN lasmic (Potential). 5 ATAGCAGATGGC 0.532

- 2 541 NM_020646 NP_065697 Q9NQ33 ASCL3_HUMAN 0 CTTTTCCAGGGTT 0.433

- 11 1923 RVI1_uc001miz.2_MNM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN p.R486C(1) 3 GTTTGCGCAGCAG 0.498 rs116772600

- 7 1060 miz.2_Missense_M NM_001100167 NP_001093637 Q9Y6F6 MRVI1_HUMAN 3 GATGGCGGGCCA 0.622

+ 11 1458 NM_014633 NP_055448 Q6PD62 CTR9_HUMAN TPR 8. 2 GGAACAGCAACAC 0.458

- 18 3234 rk.3_Missense_Mu NM_018490 NP_060960 Q9BXB1 LGR4_HUMAN lasmic (Potential). 1 TGTCTGAGACAAA 0.512

+ 4 478 _Mutation_p.K86R NM_005693 NP_005684 Q13133 NR1H3_HUMAN 3 GGAAAAAGGGGC 0.567

- 10 1179 hm.1_Missense_M NM_001025596 NP_001020767 Q92879 CELF1_HUMAN 3 CCAGCAGCACCA 0.557

+ 1 403 NM_001004701 NP_001004701 Q8NGL9 OR4CG_HUMAN lasmic (Potential). 2 ATCATAAGCCAGT 0.507

- 1 846 LNR_uc001njn.3_R NM_005161 NP_005152 P35414 APJ_HUMAN lasmic (Potential). 6 CTGGCCTCACGAT 0.637

- 5 622 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN C-type lectin. 0 TTCCACAGGAACT 0.557

- 3 426 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN 0 TGCACCTTGGACT 0.532

- 10 1524 p.H383Y|SF1_uc00 NM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3 CTCCATGCATGCC 0.617

- 1 163 NM_138456 NP_612465 Q8N1L9 BATF2_HUMAN 1 GTCTGGGTCAGCA 0.597

+ 2 584 NM_006779 NP_006770 O14613 BORG1_HUMAN 0 TGGCAGTGGCGG 0.617

+ 4 966 fq.2_Missense_Mu NM_004561 NP_004552 O14753 OVOL1_HUMANC2H2-type 4. 1 GTGAGGAGTGCG 0.622



- 2 620 ogw.2_Missense_M NM_033036 NP_149025 Q96A11 G3ST3_HUMANmenal (Potential). 1 GGCCGGCTCGCG 0.701

+ 3 2048 yri.2_3'UTR|RBM4_ NM_006328 NP_006319 Q96PK6 RBM14_HUMAN 3 TACCGTCGCCTGC 0.587

+ 4 981 se_Mutation_p.R19 NM_018043 NP_060513 Q5XXA6 ANO1_HUMAN lasmic (Potential). 2 TTCTCCCGGGAGA 0.517

+ 13 1176 on_p.F287L|CTTN_ NM_005231 NP_005222 Q14247 SRC8_HUMAN actin 7; truncated. 1 TCAACCTTTGAGG 0.557

+ 6 884 MT_uc009yta.2_RN NM_145309 NP_660352 Q96E66 LRC51_HUMAN LRRCT. 0 CAGACCGCACCAC 0.552

- 19 2794 _p.P624S|ARAP1_ NM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN 1 TGTAGGGTAGGCG 0.662

+ 3 1044 NM_153614 NP_705842 P59910 DJB13_HUMAN 0 CTGAAAAGGTGTT 0.498

- 26 5318 3_uc001out.2_Splic NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7 ATAGCCTATTAAG 0.279

- 19 2481 K|XRRA1_uc001ov NM_182969 NP_892014 Q6P2D8 XRRA1_HUMAN 1 GCCGTTCTGTCCA 0.587

+ 9 1799 rs.1_Missense_Mu NM_007256 NP_009187 O94956 SO2B1_HUMANcellular (Potential). 2 AGATTGCGGGCAT 0.642 rs146532688

+ 11 1396 sm.1_Missense_Mu NM_000260 NP_000251 Q13402 MYO7A_HUMANyosin head-like. 4 GCACCCTCATCAC 0.672

+ 1 426 P11_uc009yuu.2_In NM_173039 NP_766627 Q8NBQ7 AQP11_HUMAN Name=1; (Potential). 0 TGCTGTCGGTGGT 0.701

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6 AGAATACGCTTAT 0.328

+ 1 229 NM_017516 NP_059986 Q14964 RB39A_HUMAN P (By similarity). 0 CGGCGGGACAG 0.741

+ 1 203 uc001pnh.2_5'Flan NM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0 GGCTCCCAGGTAG 0.488

+ 6 716 qg.2_Missense_Mu NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN cellular (Potential). 0 GACGATGACCAAG 0.567

+ 15 2390 NM_005188 NP_005179 P22681 CBL_HUMAN CD2AP.|Asp/Glu-rich (acidic 149 CTCCAGGTGAAGG 0.463

- 24 3608 p.A1159V|NFRKB_ NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3 ACAGCAGCATTC 0.612

+ 8 966 se_Mutation_p.R2 NM_014384 NP_055199 Q9UKU7 ACAD8_HUMAN 0 ATGTCCGGAAGCA 0.612 rs121908422

+ 5 1881 RTM2_uc001qju.2_ NM_001039029 NP_001034118 Q8N967 LRTM2_HUMAN lasmic (Potential). 1 AGGGCGAGCAC 0.662

- 7 926 dy.1_Missense_Mu NM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN 1 GGGTGAGTGTCT 0.473

- 15 2361 _p.G726S|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN 2 TCAGGCCCTCCAT 0.522

- 4 548 |PHB2_uc001qse. NM_001144831 NP_001138303 Q99623 PHB2_HUMAN 3 TGAGCATTGGGTC 0.547

+ 3 488 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0 AGGCCAAGTGCAT 0.562

- 4 1067 1raj.1_Missense_M NM_018050 NP_060520 Q9H8J5 MANS1_HUMAN xtracellular (Potential). 0 GTTACAGGTGGAG 0.562

- 32 3952 p.E1311G|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMAN lasmic (Potential). 6 TTGATCTCCCCTT 0.398

- 13 1821 NM_004818 NP_004809 Q9BUQ8 DDX23_HUMANcase ATP-binding. 6 GTGTCTGGCTTCT 0.527

+ 3 699 zmd.2_Missense_M NM_021934 NP_068753 Q9BSB4 ATGA1_HUMAN 0 ATCGTGCCCTGCG 0.572

- 5 992 NM_175053 NP_778223 Q7RTS7 K2C74_HUMAN Rod.|Coil 2. 2 GCATGCGGACCT 0.592

- 2 643 sfr.3_Nonsense_Mu NM_006163 NP_006154 Q16621 NFE2_HUMAN ed for interaction with MAPK 0 ATGGCTCACTTGG 0.512

- 2 441 .A74V|ITGA7_uc0 NM_001144996 NP_001138468 Q13683 ITA7_HUMAN Extracellular (Potential). 5 TGGGGAGCACCC 0.627

+ 41 6960 NM_002332 NP_002323 Q07954 LRP1_HUMAN Extracellular (Potential). 22 ATGGCGGGTGCCA 0.687

+ 2 675 NM_031479 NP_113667 P58166 INHBE_HUMAN 3 AGGAGGCGCCAA 0.617 rs145766269

+ 8 1182 u.2_Missense_Mut NM_001135805 NP_001129277 P21579 SYT1_HUMAN Phospholipid binding (Proba 6 CTGCCCGCCTTG 0.423

+ 1 193 p.2_RNA|C12orf29 NM_001009894 NP_001009894 Q8N999 CL029_HUMAN 0 AAATGCCGTGTG 0.642

+ 5 897 HPT1_uc001tip.1_M NM_020244 NP_064629 Q8WUD6 CHPT1_HUMAN 0 AATTGAAGATCCT 0.313

- 9 1211 _p.A166G|FOXN4_ NM_213596 NP_998761 Q96NZ1 FOXN4_HUMAN 2 AGATGTGCCTGGG 0.701

+ 13 1846 E3B_uc001too.1_R NM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN 4 GCCCACGCACAG 0.572

- 4 583 |C12orf76_uc010sx NM_207435 NP_997318 Q8N812 CL076_HUMAN 1 CTTTCAGCAAAGT 0.512

+ 7 725 T81_uc001tqj.2_RNNM_001143779 NP_001137251 Q8WYA0 IFT81_HUMAN Potential. 1 GAGACAGCTCAG 0.363

- 44 6746 ttr.1_Missense_Mu NM_001109662 NP_001103132 2 GAGGGATGtcatcat 0.428

- 31 4702 NM_001109662 NP_001103132 2 TGGCGCCAGTACC 0.478

+ 7 1775 NM_004416 NP_004407 Q86Y01 DTX1_HUMAN 4 AGACGGGTACGCA 0.647

+ 3 654 NM_012240 NP_036372 Q9Y6E7 SIRT4_HUMAN etylase sirtuin-type. 0 GAGCAAGTCCGG 0.557

- 19 2763 s.2_Missense_Muta NM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2 GCGCCGGAGGG 0.716

- 17 2783 NM2_uc001uek.1_ NM_020845 NP_065896 Q9BZ72 PITM2_HUMAN DDHD. 3 GGTGGTGGGGC 0.687

- 1 451 SPH9_uc010tam.1_ NM_022782 NP_073619 Q99550 MPP9_HUMAN 0 CCAGGAGAAATGG 0.353



- 4 752 0tbd.1_Missense_M NM_005505 NP_005496 Q8WTV0 SCRB1_HUMANcellular (Potential). 1 GTTCGCCGAGGG 0.547

- 20 2258 OLE_uc009zyu.1_M NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTCCACCTTGGTG 0.577

+ 4 489 AM5_uc010tbr.1_R NM_018663 NP_061133 Q9NR77 PXMP2_HUMAN isomal (Potential). 0 TTCGCCGCCAAGA 0.597 rs142063460

- 10 1053 ct.1_Missense_Mu NM_152726 NP_689939 Q8IYU8 EFHA1_HUMAN 0 CTGACAGGACGAT 0.328

- 1 165 TR2A_uc010acr.2_ NM_000621 NP_000612 P28223 5HT2A_HUMANellular (By similarity). 6 AGCTCAAAGAAG 0.388

+ 1 298 NM_001507 NP_001498 O43193 MTLR_HUMAN cellular (Potential). 0 CTCTGGCGCTCGC 0.687

+ 7 1609 _p.P223T|SETDB2_ NM_031915 NP_114121 Q96T68 SETB2_HUMAN 2 AATTACCCAAAGC 0.378

- 3 522 nse_Mutation_p.A1 NM_020121 NP_064506 Q9NYU1 UGGG2_HUMAN 3 GAATAGCTGGGGA 0.358 rs143906515

- 1 743 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 tgctgccgctgctgctgct 0.353

- 42 3714 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 GGCTCCCGGCTA 0.577

- 1 261 NM_017817 NP_060287 Q9NX57 RAB20_HUMAN P (By similarity). 0 AGCGACGTCTTCC 0.657

+ 13 2358 NM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0 TCACGAGGTGTGT 0.602

+ 34 3602 C16B_uc001wlk.2_ NM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5 GGGACAGCACAG 0.607

+ 4 995 RS1_uc001woj.1_5 NM_174913 NP_777573 Q86U38 CN021_HUMAN 4 CTCGCGGTTCCTC 0.502

+ 13 2375 M_uc001wwe.3_M NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7 CATTTTATAGGCCT 0.413

- 1 412 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1 CTGTCAGCCCCAG 0.542

- 6 2155 _p.Q460*|TRIM9_u NM_015163 NP_055978 Q9C026 TRIM9_HUMAN ronectin type-III. 3 GTGGCTGTTTCCA 0.532

- 5 1615 xah.2_Missense_M NM_001160148 NP_001153620 Q8NEL9 DDHD1_HUMAN 2 TCAAGAGTAAGTT 0.323

+ 1 660 0tsa.1_Intron|uc00 NM_006255 NP_006246 P24723 KPCL_HUMAN 6 ACCTTCGAGGGTT 0.627

+ 3 539 MPP5_uc001xjb.1_M NM_022474 NP_071919 Q8N3R9 MPP5_HUMAN th PARD6B (By similarity). 1 CTTGCATCACCAG 0.463

+ 20 3119 ty.1_Missense_Mu NM_173462 NP_775733 O95428 PPN_HUMAN -like C2-type 1. 3 GGCCGCGACTCC 0.647 rs145618706

+ 1 923 NM_017791 NP_060261 Q9UPI3 FLVC2_HUMAN ical; (Potential). 0 GTGGTGGGCCAG 0.627

- 2 1211 sd.2_Nonsense_M NM_003239 NP_003230 P10600 TGFB3_HUMAN 2 CCAGTTCGTCTAG 0.532

- 4 736 NM_004863 NP_004854 O15270 SPTC2_HUMAN 2 GTATTCCGTGCAA 0.418

- 22 3989 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 CGGGCCTGCCAG 0.627

+ 2 343 L_uc001ygu.2_Mis NM_016337 NP_057421 Q9UI08 EVL_HUMAN WH1. 3 TCAGCCGGATCAA 0.507

+ 5 738 PPP2R5C_uc001yk NM_002719 NP_002710 Q13362 2A5G_HUMAN 2 GCTTACATCAGAA 0.428

+ 12 2390 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1 CCGGTGGGGCGG 0.697

- 1 113 NM_207379 NP_997262 Q6ZVK1 T179A_HUMAN 0 CGTGGCCGTTCTC 0.642

+ 1 582 n_p.E36*|MKRN3_ NM_005664 NP_005655 Q13064 MKRN3_HUMAN 10 GTCTGTGAGCCCT 0.687

- 2 162 sense_Mutation_p.L NM_003134 NP_003125 P37108 SRP14_HUMAN 0 CTTCTTCAAGGTG 0.637

+ 2 366 _p.S92N|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN T-box. 12 ATCGAAGCACAGA 0.388

+ 15 5172 GA_uc010uda.1_M NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN Thr-rich. 12 AAACCACTGGGAT 0.488

- 2 310 CDAN1_uc010bcx. NM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2 CGGGAGGACGC 0.741

- 15 1900 un.2_Missense_M NM_014080 NP_054799 Q9NRD8 DUOX2_HUMAN -like; mediates peroxidase a 5 CAGGGTGCACCTG 0.562

- 6 1293 _p.R193*|GATM_u NM_001482 NP_001473 P50440 GATM_HUMAN 0 ATGGTCGGTCAGG 0.403

+ 18 2473 _p.A753T|SLC12A NM_000338 NP_000329 Q13621 S12A1_HUMAN 2 GTGGCGGCAGAC 0.458

- 16 1697 .T392P|ATP8B4_u NM_024837 NP_079113 Q8TF62 AT8B4_HUMAN lasmic (Potential). 8 CTATTGTTATGGT 0.408

- 2 235 NM_001007595 NP_001007596 A6NLJ0 C2C4B_HUMAN 0 GCGGCGGGATGC 0.721

+ 7 1033 axp.2_Missense_M NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5 CCCCAGGGTCAGC 0.637

+ 2 2886 p.R856W|C15orf39 NM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0 TTCCCTCGGCTGC 0.682

+ 4 467 NM_001101404 NP_001094874 A6NKC9 SH2D7_HUMAN 0 TCACCCGGGGCC 0.617

+ 6 520 _p.V115M|IDH3A_ NM_005530 NP_005521 P50213 IDH3A_HUMAN 0 GGAGTCGTGCAG 0.552

- 4 550 2bjj.2_Missense_M NM_199330 NP_955362 Q9NSB8 HOME2_HUMAN Potential. 0 AGGTCTCGATTTT 0.423

+ 7 754 p.G14V|LRRC28_u NM_144598 NP_653199 Q86X40 LRC28_HUMAN LRR 8. 0 ATTTAGGTCGATC 0.338

+ 8 1648 _p.Q25H|PDIA2_uc NM_006849 NP_006840 Q13087 PDIA2_HUMAN 2 CTTCCAGGTGAGC 0.716

+ 8 1793 p.E189G|RAB11FI NM_014700 NP_055515 O75154 RFIP3_HUMANRF-binding domain (ABD). 0 CCGGTGAGCAACA 0.652



- 11 1678 MF1_uc010bri.2_M NM_022773 NP_073610 Q96S06 LMF1_HUMANmenal (Potential). 0 CCCACGGTCCCTG 0.677

+ 7 790 _p.R93K|NUBP2_ NM_012225 NP_036357 Q9Y5Y2 NUBP2_HUMAN 0 TCATGAGGACCCT 0.667

- 18 3411 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN Pro-rich. 2 GGATGCGCCTCTT 0.682

+ 5 1032 2cpp.2_Missense_ NM_001374 NP_001365 Q92874 DNSL2_HUMAN 0 TGTGCGGGCGCA 0.682

+ 4 659 NM_032575 NP_115964 Q9BZE0 GLIS2_HUMAN 0 ATGCGGGGTACTG 0.607

+ 4 1023 NM_014117 NP_054836 Q14CZ0 CP072_HUMAN 1 AGTGGATCGAATG 0.438

+ 3 336 6P1_uc010vam.1_ NR_003569 0 GCCCCAGAATTCC 0.567

- 5 672 gx.2_Nonsense_M NM_001007240 NP_001007241 P55259 GP2_HUMAN EGF-like. 4 CTCCTCGGGGCG 0.577

- 53 9586 vbd.1_Missense_M NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 5 (By similarity). 18 GGGTGATCATGAA 0.473

+ 6 728 uc002dsc.2_Intron NM_014387 NP_055202 O43561 LAT_HUMAN lasmic (Potential). 0 GGTGGGGAGTC 0.607

- 1 112 dyr.1_Missense_M NM_033410 NP_219363 Q96H86 ZN764_HUMAN 1 GTCCCGGGGAGG 0.726

+ 12 1447 e_Mutation_p.G450 NM_000632 NP_000623 P11215 ITAM_HUMAN Extracellular (Potential). 1 CAAGGGCACCCA 0.567

+ 3 254 D_uc010cap.1_Mis NM_005353 NP_005344 Q13349 ITAD_HUMAN r (Potential).|FG-GAP 1. 1 GCGCAGCTGCCA 0.652

- 3 206 NM_001001436 NP_001001436 Q6PH81 CP087_HUMAN 0 TCTCTGTTCGCCT 0.378

- 2 2252 e_Mutation_p.R644 NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN C2H2-type 4. 8 AAGCCCGGCCAC 0.547

- 2 444 e_Mutation_p.G41 NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8 GAAGTGCCGCTG 0.463

- 2 1707 NM_020807 NP_065858 Q9P2F9 ZN319_HUMAN C2H2-type 9. 0 GCGCCGGTGGC 0.642

+ 11 1756 NM_001795 NP_001786 P33151 CADH5_HUMAN |Extracellular (Potential). 6 AACACGGCCAACA 0.572

+ 1 363 cdu.2_Missense_M NM_144673 NP_653274 Q8TAZ6 CKLF2_HUMAN 1 GGGGGTGTCGCC 0.542

- 1 386 0vjt.1_Missense_M NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 GGGATGCTGGCC 0.672

+ 6 1077 LA2G15_uc010vlf. NM_012320 NP_036452 Q8NCC3 PAG15_HUMAN 1 TGCCTCTATGGTA 0.567

+ 15 1914 ewt.3_Missense_M NM_032830 NP_116219 Q969X6 CIR1A_HUMAN 0 CTGCATCATTGAC 0.423

+ 12 4695 e_Mutation_p.A108 NM_006599 NP_006590 O94916 NFAT5_HUMAN 0 TTTGCAGCACCGA 0.428

- 9 1549 on_p.T4I|RFWD3_u NM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3 TTGGCAGTACTCA 0.433

+ 3 751 1B_uc010vng.1_In NM_014940 NP_055755 Q7L1V2 MON1B_HUMAN 0 ATGACCGCCCTGG 0.587

+ 18 1601 0cke.2_Missense_ NM_015085 NP_055900 Q684P5 RPGP2_HUMAN 1 GCGTACGCAGCCA 0.642

- 11 1542 2RX5_uc002fwj.2_ NM_002561 NP_002552 Q93086 P2RX5_HUMAN lasmic (Potential). 0 CTCACCTGTGGGG 0.667

- 13 1720 p.R276M|C17orf85 NM_001114118 NP_001107590 Q53F19 CQ085_HUMAN 1 GGCGCCCTGTGA 0.502

- 11 2247 clo.2_Missense_M NM_014804 NP_055619 Q2KHM9 K0753_HUMAN Potential. 0 CCTTGGCTTTTAA 0.388

+ 3 1271 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN 0 CTGACTACCTCTG 0.667

- 6 1086 se_Mutation_p.S26 NM_002616 NP_002607 O15534 PER1_HUMAN 9 CCTGCTGAGGCCC 0.627

+ 2 972 NM_004822 NP_004813 O95631 NET1_HUMAN minin EGF-like 1. 0 GCAACGGCCACG 0.706

- 14 1462 _Mutation_p.R445H NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN yosin head-li p.R445H(1) 14 TTGATGCGGGCAA 0.473

+ 29 5998 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMANA 1 (By similarity). 20 GCTATGCTGGCCG 0.488

+ 10 806 1D26_uc002gpb.3_ NM_178571 NP_848666 Q86UD7 TBC26_HUMANRab-GAP TBC. 0 GTGGGCTACCACA 0.592

- 6 1320 NM_020787 NP_065838 Q9P2J8 ZN624_HUMAN 2 GTTTCTCACCATT 0.388

+ 14 1909 p.R618Q|MPRIP_u NM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANaction with RHOA. 0 GGACCGGAGCC 0.657

+ 10 1579 e_Mutation_p.D400 NM_001037330 NP_001032407 Q309B1 TR16L_HUMAN B30.2/SPRY. 0 GAGTATGATTCCA 0.498

+ 6 980 p.R261G|RNF112_ NM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2 GAAACAAGGATCA 0.617

- 31 4936 e_Mutation_p.R113 NM_078471 NP_510880 Q92614 MY18A_HUMAN Potential. 0 TCATCCCGACTCT 0.557

- 21 2716 nn.2_Missense_Mu NM_198836 NP_942133 Q13085 ACACA_HUMAN 2 AGTGCCGTGCTCT 0.458

- 7 948 ev.1_Missense_Mu NM_014815 NP_055630 O75448 MED24_HUMAN 1 TGACTCCGGAGCT 0.587

- 1 452 NM_030966 NP_112228 Q8IUG1 KRA13_HUMAN 0 AGGCCTCGGCGT 0.662

- 1 520 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -C-[GIKRQVHEL]- [SPTR]-[ 0 GGACGCAGGcagc 0.323 rs141357429

- 1 430 wfr.1_Missense_Mu NM_153490 NP_705694 P13646 K1C13_HUMAN Coil 1A.|Rod. 5 GGGCGCGCACCT 0.527

+ 1 536 .1_5'UTR|WNK4_u NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 ATGGCCGATACCT 0.607

- 3 460 0wis.1_Missense_M NM_032376 NP_115752 Q96IK0 TM101_HUMAN ical; (Potential). 2 GAACACCTGGCCG 0.607



- 7 1240 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMANPI-PLC X-box. 3 ATCCCTGGGCAAA 0.652

- 2 509 ne.3_Missense_Mu NM_006807 NP_006798 P83916 CBX1_HUMAN 0 CCTCCACTTTCTT 0.448

- 2 881 NM_002144 NP_002135 P14653 HXB1_HUMAN 1 GCTTCCGGGGAG 0.652

+ 11 933 m.1_Missense_Mu NM_138962 NP_620412 Q96DH6 MSI2H_HUMAN Poly-Ala. 2 TGGCAGCAGCG 0.627 rs144586096

- 9 1610 NM_000250 NP_000241 P05164 PERM_HUMAN 4 CGGTACGTGGGC 0.567

+ 15 1377 p.S419N|BCAS3_u NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN WD 3. 5 TGGTCAGTACTCT 0.463

+ 15 2787 C2_uc002jae.2_5'F NM_006039 NP_006030 Q9UBG0 MRC2_HUMAN (Potential).|C-type lectin 4. 3 GCAGTGGGTGGC 0.662

+ 12 1860 e_Mutation_p.Y523 NM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2 CAGGCTTACATCC 0.423

+ 19 3325 _p.R1011H|TANC2_ NM_025185 NP_079461 Q9HCD6 TANC2_HUMAN ANK 8. 2 AGGGCCGCACTC 0.512

- 5 2478 p.R776W|TEX2_uc NM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1 CTGCCGCACGCT 0.632

+ 1 659 p.Y200H|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 AGTACCTACAGCA 0.597

+ 3 1194 SG_uc002jhb.1_5'U NM_014960 NP_055775 Q96EG1 ARSG_HUMAN 1 TCACTGGGATAAT 0.547

- 10 1554 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN 7 CAGAGGGATGCT 0.373

+ 4 2562 p.N654K|TNRC6C NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN on with argonaute family pr 2 TACAAACTGGGGG 0.512

- 9 1353 NM_178493 NP_848588 Q6P988 NOTUM_HUMAN 0 CAGCCGCAGGCC 0.692

+ 2 272 n_p.V46M|PSMG2_ NM_020232 NP_064617 Q969U7 PSMG2_HUMAN 0 GCTGAAGGTATGT 0.323

- 15 2487 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN lasmic (Potential). 4 CAATGGTTTCCTG 0.502

+ 1 17 1_Missense_Muta NM_018255 NP_060725 Q6IA86 ELP2_HUMAN 4 ATGGTGGCACCCG 0.612

- 18 3365 _5'UTR|KIAA1632_ NM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0 AGTGTAGGAACAA 0.517

+ 4 564 2lfk.3_Nonsense_M NM_007195 NP_009126 Q9UNA4 POLI_HUMAN UmuC. 3 AGACTACAGCAGC 0.373

+ 20 3545 F236_uc002lmj.2_R NM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4 CTTTCACGGAGGA 0.532

- 9 1524 _Mutation_p.S447 NM_005481 NP_005472 Q9Y2X0 MED16_HUMAN 0 AAGGTGAGAGGC 0.682

- 9 713 .2_Missense_Muta NM_003200 NP_003191 P15923 TFE2_HUMAN 7 CTGCCACGTAGAA 0.692

- 29 4046 e_Mutation_p.R123 NM_138813 NP_620168 O60423 AT8B3_HUMAN lasmic (Potential). 0 CCCCTCCGCAGA 0.557

- 2 925 0dsw.1_Intron|uc0 NM_001101391 NP_001094861 P0C6S8 LIGO3_HUMANular (Potential).|LRR 8. 0 GCCGCAGCGCGG 0.726

- 1 244 wa.1_Missense_M NM_032737 NP_116126 Q03252 LMNB2_HUMANCoil 1A.|Rod. 2 GGAGCCGGTCGT 0.562

+ 4 1554 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMANC2H2-type 11. 3 TGAGGATGCACAC 0.443

+ 6 400 E6_uc010dtg.2_Mis NM_024760 NP_079036 Q9H808 TLE6_HUMAN 1 GGACATCATGGCC 0.637

+ 3 362 _p.G99R|MPND_u NM_032868 NP_116257 Q8N594 MPND_HUMAN 1 CTGCAGGGGAAG 0.642

+ 19 2954 _p.G944S|KDM4B_ NM_015015 NP_055830 O94953 KDM4B_HUMAN 1 CGGGGGGTCAC 0.716

- 16 2529 NM_014649 NP_055464 Q14151 SAFB2_HUMAN Interacts with SAFB1. 0 GGCCCCGGTCTCG 0.587

- 2 446 ense_Mutation_p.P NM_001097641 NP_001091110 P21217 FUT3_HUMANmenal (Potential). 0 ACTTAGGGTTGGA 0.627

+ 13 1493 p.R385H|PNPLA6_ NM_006702 NP_006693 Q8IY17 PLPL6_HUMAN lasmic (Potential). 3 GCCCCCGCTCCG 0.537

- 10 1355 wr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 3. 6 GTTTTGCCACAGT 0.418

+ 10 1068 e_Mutation_p.A305 NM_146387 NP_666499 Q9BYD3 RM04_HUMAN p.A306fs>4(1) 1 GCCCAGCGGCCA 0.657

- 7 1168 _p.E79Q|TYK2_uc0 NM_003331 NP_003322 P29597 TYK2_HUMAN FERM. 9 GCCGCTCGAGTG 0.677

- 2 251 n_p.H73Y|RTBDN_ NM_001080997 NP_001074466 Q9BSG5 RTBDN_HUMAN 0 CATGGTGTTGCTG 0.632

+ 16 2266 _p.G706S|PKN1_u NM_002741 NP_002732 Q16512 PKN1_HUMANProtein kinase. 8 CGGCCGGTGGG 0.642

+ 16 2817 3B_uc010xpi.1_Mi NM_015260 NP_056075 O75182 SIN3B_HUMAN 2 GCTGCTAGGGAGA 0.657

- 3 1952 _p.K579R|KIAA168 NM_025249 NP_079525 Q9H0B3 K1683_HUMAN 2 CTGATCTTCCCCT 0.572

+ 4 1547 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 GAGAGAAACCCTA 0.368

+ 4 1631 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 GAGAGAAACCCTA 0.358

+ 4 1449 co.2_Missense_M NM_003429 NP_003420 Q03923 ZNF85_HUMAN ype 11; degenerate. 1 CAAAACTTACTGA 0.323

+ 2 903 _p.P336L|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN type 7; degenerate. 1 CAACCCCTACTAA 0.348 rs142651314

- 5 2403 208_uc002nqo.1_I NM_007153 NP_009084 7 ATTACCTTATGTTT 0.373

+ 4 1578 ecy.2_Missense_Mu NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMANC2H2-type 11. 0 TTAACCAGTCTTC 0.408

- 4 1355 _p.K336Q|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN C2H2-type 9. 0 AGGACTTGTTAAA 0.403 rs1852431



- 2 2509 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8 GTTGCCGGGGCT 0.532

+ 4 2466 xrn.1_Missense_Mu NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5 ACTTCTAATGAGC 0.378

+ 5 652 dq.1_Missense_M NM_194325 NP_919306 P17039 ZNF30_HUMAN 2 GAAGATGATACAA 0.299

+ 2 343 ea.2_Missense_M NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=3; (Potential). 1 GTTTTGGCTTCTA 0.617

- 9 1353 NL_uc010xuo.1_M NM_198445 NP_940847 Q6ZS11 RINL_HUMAN VPS9. 1 TAGACATCTCTGC 0.682

- 14 1754 uc002ole.1_Silent_ NM_019088 NP_061961 Q8N7H5 PAF1_HUMAN 1 CACTATCAGCTTC 0.567

- 1 206 NA|MED29_uc010x NM_019088 NP_061961 Q8N7H5 PAF1_HUMAN 1 CTCCCGCTGGGC 0.687

- 6 2952 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9 TCCAGTCATAAGT 0.597

- 3 1231 NM_144685 NP_653286 Q8NE63 HIPK4_HUMANProtein kinase. 2 GAGGTCGGCGTG 0.607

- 5 755 se_Mutation_p.E4 NM_000762 NP_000753 P11509 CP2A6_HUMAN 2 AAGTCCTCCAGCC 0.542

+ 7 952 2F1_uc010xvv.1_M NM_000774 NP_000765 P24903 CP2F1_HUMAN 0 TGGCGGCACCAA 0.582

- 4 527 0ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN 2.|Extracellular (Potential). 2 TGGCAACACCAGA 0.498

+ 6 1364 _p.H236Y|EHD2_u NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 AAGTTTCACTCGC 0.632

+ 2 240 2_5'Flank|NOSIP_u NM_000951 NP_000942 O14669 TMG2_HUMAN 1 TGAGGAGACAGA 0.468

+ 1 245 P2A1_uc002ppo.2_ NM_014203 NP_055018 O95782 AP2A1_HUMAN 2 ATGCGGGGGCTC 0.706

+ 17 2110 _p.L473P|MED25_ NM_030973 NP_112235 Q71SY5 MED25_HUMANn with RARA.|Pro-rich. 1 GGGCCTGGGGC 0.726

+ 19 2429 _p.Q835H|MYH14_ NM_024729 NP_079005 Q7Z406 MYH14_HUMANyosin head-like. 1 GCCCAGCTGGAA 0.647

- 3 303 H2_uc002prv.3_In NM_004851 NP_004842 O96009 NAPSA_HUMAN 0 TTCCCAGCCCAA 0.547

+ 7 976 se_Mutation_p.A23 NM_007121 NP_009052 P55055 NR1H2_HUMAN -binding (Potential). 0 GTGGCGGCCCAA 0.607

- 5 888 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 2. 3 CTACACACGTGGG 0.488

- 5 2929 _p.N909D|ZNF841_ NM_001136499 NP_001129971 Q6ZN19 ZN841_HUMAN 0 CCACATTGAGTTT 0.318

- 3 1808 NM_198457 NP_940859 Q6ZNG1 ZN600_HUMANC2H2-type 13. 0 TCAGACGGAAGG 0.443

+ 5 806 yek.1_Missense_M NM_015629 NP_056444 Q8WWY3 PRP31_HUMAN 1 ACATCCGCACGGT 0.577 rs147725190

+ 3 2269 _p.S674R|ZNF304_ NM_020657 NP_065708 Q9HCX3 ZN304_HUMANC2H2-type 16. 1 CAGAAGCTCCCAT 0.478

- 3 640 NM_001037160 NP_001032237 Q717R9 CYS1_HUMAN 0 TCGATGCTCGCCA 0.667

- 2 811 NM_012344 NP_036476 O95665 NTR2_HUMAN lasmic (Potential). 0 CTGCCCGGGGTA 0.612 rs151252387

- 2 481 xu.1_Missense_Mu NM_002381 NP_002372 O15232 MATN3_HUMAN VWFA. 0 TGTGTAGGCCTG 0.567

+ 13 2131 D_uc010eyw.2_Int NM_004341 NP_004332 P27708 PYR1_HUMAN hate synthase).|CPSase A.| 10 GTGACCCAGCACC 0.532

- 3 952 rkj.2_Missense_Mu NM_144631 NP_653232 Q8N8E2 ZN513_HUMAN 1 TGGGAGGCCGG 0.672

+ 6 623 F512_uc010ylx.1_M NM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1 TGGGGAGGAAGA 0.423

+ 5 579 .2_Missense_Muta NM_053276 NP_444506 Q6UXI7 VITRN_HUMAN LCCL. 2 TCCAACGGTGTCC 0.428

+ 1 414 0fam.1_Missense_M NM_152390 NP_689603 Q8NBL3 TM178_HUMAN cellular (Potential). 0 ACACCCTCATCCT 0.383

- 31 3372 ob.1_Missense_M NM_133259 NP_573566 P42704 LPPRC_HUMAN PPR 17. 3 TTGGCAGCATCGT 0.433

+ 9 1012 _p.E337A|MDH1_u NM_005917 NP_005908 P40925 MDHC_HUMAN 2 CAAAGGAACTGAC 0.353

- 1 38 NM_000682 NP_000673 P18089 ADA2B_HUMAN ame=1; (By similarity). 3 ATGGCCGCTGTGG 0.677

- 17 2209 0fhz.2_Nonsense_ NM_001115016 NP_001108488 Q9P2N6 K1310_HUMAN Ser-rich. 0 ACCACTGAAGGG 0.592

+ 10 2061 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMAN lasmic (Potential). 8 TCGCCGGCGACA 0.493 rs144961744

+ 2 438 fki.1_Missense_M NM_153214 NP_694946 Q53RD9 FBLN7_HUMAN 2 GCATCCGCCACAT 0.682

+ 4 869 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4 GGTAACTACGGTC 0.363

+ 17 1997 p.G482W|UGGT1_ NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 ATTTTGGGGATTG 0.393

- 14 3223 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 GAAGGTGCTGGT 0.592

- 12 4696 NM_002299 NP_002290 P09848 LPH_HUMAN tial).|4.|4 X approximate rep 13 GGGCAGTGCCA 0.502

- 7 1843 NM_002299 NP_002290 P09848 LPH_HUMAN tial).|4 X approximate repea 13 CTCTCTGGAGACA 0.592 rs145074769

+ 5 561 _p.L144R|KYNU_uc NM_003937 NP_003928 Q16719 KYNU_HUMAN 2 ATCTTCTAATGGT 0.308

+ 8 1511 0foc.1_Missense_M NM_052917 NP_443149 Q8IUC8 GLT13_HUMAN main B.|Lumenal (Potential 6 ATATCTGGGGTGG 0.383

- 1 779 NM_152275 NP_689488 Q86WT1 TT30A_HUMAN TPR 3. 0 ATGCAGCTTCATA 0.557

- 46 16876 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TAATTTTCCATCTT 0.413



- 22 2442 sk.2_Missense_Mu NM_007315 NP_009330 P42224 STAT1_HUMAN 10 CCTTCCTTTGGCC 0.458

- 1 616 NM_004657 NP_004648 O95810 SDPR_HUMAN 2 TGAGGTCATTCTG 0.592

- 14 2633 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10 GTGGGTGGTGCA 0.602

+ 12 1985 p.E593G|PARD3B_ NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GGCCAGAGAGAC 0.488

+ 5 7038 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 AGGCGAAGAGAAC 0.463

- 20 3352 gs.2_Missense_Mu NM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4 GGTTTCAGGCCCA 0.652

- 45 5249 voa.2_Missense_M NM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-2. 2 CTTCATCTGAGCT 0.527

- 20 2581 vob.2_Missense_M NM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-1. 2 AGAGCCTCCTTCT 0.408

+ 3 512 16L1_uc002vub.2_ NM_030803 NP_110430 Q676U5 A16L1_HUMAN Potential. 0 AGAAATGGCCCAA 0.463

- 15 2138 mt.1_Missense_Mu NM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3 ATGGCCGTCCAA 0.502

- 1 288 ng.1_Missense_Mu NM_001485 NP_001476 P52951 GBX2_HUMAN 0 GGCTGGGGATCTG 0.642

- 10 1402 CA1_uc002vwa.1_ NM_024726 NP_079002 Q86XH1 IQCA1_HUMAN Lys-rich. 1 TTTTTCATCCAGA 0.313

- 10 1331 R2_uc010znw.1_M NM_022817 NP_073728 O15055 PER2_HUMAN PAS 2. 2 AGCACTGGGGTT 0.552

+ 2 177 NM_001040445 NP_001035535 Q9Y576 ASB1_HUMAN 0 TGTGATCATCCGC 0.557

+ 5 1149 NM_002081 NP_002072 P35052 GPC1_HUMAN 1 CGGGTGTGGAGA 0.627

+ 17 1955 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMAN cellular (Potential). 3 TACCCAGGCAAC 0.562

+ 2 205 NM_173821 NP_776182 Q14D33 CB085_HUMAN 1 TCCGGGGACCTG 0.682

+ 5 1022 wil.2_Nonsense_Mu NM_139321 NP_647537 O75882 ATRN_HUMAN cellular (Potential). 2 GCTTCTCAGACTG 0.388

+ 1 310 010gbd.1_RNA|PAN NM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0 CTGCCGCGGAGG 0.736

- 1 92 NM_033176 NP_149416 Q9H2Z4 NKX24_HUMAN 0 CGCCGCTGAACTT 0.522

+ 1 797 NM_001052 NP_001043 P31391 SSR4_HUMAN lasmic (Potential). 1 CTGCGCGCTGGC 0.627

- 11 830 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN SUN. 1 GGTGTCACGTTGG 0.522

+ 2 477 ROCR_uc010zuw.1 NM_006404 NP_006395 Q9UNN8 EPCR_HUMAN cellular (Potential). 0 TCGTGCGCCTGG 0.498

- 2 138 on_p.L8F|SCAND1 NM_033630 NP_361012 P57086 SCND1_HUMAN 0 GGCCGCCAAGATC 0.667

- 4 530 NM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN 0 TGATTCGGACGAG 0.393

+ 11 1849 wj.1_Missense_Mu NM_002466 NP_002457 P10244 MYBB_HUMAN 5 AGGACTTGAAGGA 0.627

- 5 601 DA_uc010ggt.2_RN NM_000022 NP_000013 P00813 ADA_HUMAN 3 CTGGGCTGGTGG 0.692

- 4 518 UTR|SYS1-DBNDD NM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1 ATTGCCGCCAATG 0.507

- 1 989 qj.3_5'Flank|CTSA_ NM_080749 NP_542787 Q9BR09 NEUL2_HUMAN NHR. 0 CAAGGCGCACGC 0.637

+ 14 1841 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2 CAAGGTGAGCAG 0.463

- 7 1082 NM_004776 NP_004767 O43286 B4GT5_HUMANmenal (Potential). 1 TCCACCCCAACCC 0.443

+ 2 322 sense_Mutation_p NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1 CCGACCCCTGGCA 0.577

- 3 1743 _p.R465C|SPATA2_ NM_001135773 NP_001129245 Q9UM82 SPAT2_HUMAN 2 CTGGGCGGTTGC 0.597

- 4 570 MEM189_uc010gif NM_199203 NP_954673 Q13404 UB2V1_HUMAN 0 TGTCCCCGTTGGT 0.612

+ 7 2554 ze.1_Missense_Mu NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3 GAGCAACACACGC 0.617

- 2 330 P1_uc002xyp.2_Int NM_030776 NP_110403 Q9H171 ZBP1_HUMAN DRADA 1. 2 GGATTCTTTGTTC 0.617

+ 9 1019 L1_uc002ybz.1_R NM_198935 NP_945173 O75177 CREST_HUMAN Gln-rich. 2 GGTGCCGCGCAG 0.662 rs142989416

+ 3 206 NM_020882 NP_065933 Q9P218 COKA1_HUMANonectin type-III 1. 1 CTGGCTGTGCTG 0.622

- 4 1814 NM_003489 NP_003480 P48552 NRIP1_HUMAN 0 TTTCCTCAAAAAT 0.368

- 5 803 _p.N229S|SYNJ1_u NM_003895 NP_003886 O43426 SYNJ1_HUMAN SAC. 5 ACAAAATTGGCAA 0.338

+ 5 709 X2_uc011aer.1_RN NM_002463 NP_002454 P20592 MX2_HUMAN 2 ATGGCCGGGGCA 0.587

- 4 555 zef.2_Missense_Mu NM_015259 NP_056074 O75144 ICOSL_HUMAN Potential).|Ig-like C2-type. 0 CGACGGGCACGC 0.577

+ 19 1649 6A2_uc002zhz.1_M NM_001849 NP_001840 P12110 CO6A2_HUMAN le-helical region. 8 CGAGGAGCACCC 0.637

- 1 61 0gqs.1_Translatio NM_001037814 NP_001032903 Q2WGN9 GAB4_HUMAN 2 GAGGGCGTTGCTG 0.677

- 26 5641 _Mutation_p.T1679 NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0 AGGGGGTGCTG 0.647

- 26 5101 _Mutation_p.P1499 NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0 ACCAAGGGCAGC 0.706

+ 5 686 e_Mutation_p.G194 NM_013373 NP_037505 Q9ULC8 ZDHC8_HUMAN ical; (Potential). 2 GTGGCCGGCCTC 0.632



- 6 1625 ahr.1_Missense_Mu NM_032775 NP_116164 Q53GT1 KLH22_HUMAN Kelch 5. 1 TGTATCCGGCATC 0.587

+ 2 145 NM_001144931 NP_001138403 0 GTGACGGTACGGC 0.667

+ 30 5012 zzl.1_Missense_M NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 TCCATGCTTCAGC 0.647

- 5 1142 T5_uc002zzq.3_M NM_004121 NP_004112 P36269 GGT5_HUMAN cellular (Potential). 3 AGCATCTGGCCCA 0.637

+ 6 816 L169P|EWSR1_uc NM_005243 NP_005234 Q01844 EWS_HUMAN h).|31 X approximate tandem 3254 CCAGCCTAGGATA 0.502

+ 2 672 afc.1_Missense_M NM_152236 NP_689422 Q99501 GA2L1_HUMAN 0 GCCTCGTGCAGTT 0.701

+ 5 684 NM_182527 NP_872333 Q86V35 CABP7_HUMAN e IV membrane protein; (Po 0 TCATTGCGGCCAA 0.647

+ 11 1206 M1_uc003anp.2_M NM_005488 NP_005479 O60784 TOM1_HUMAN 1 TCTGGTCGACTGG 0.602

+ 3 308 NM_002305 NP_002296 P09382 LEG1_HUMAN toside binding.|Galectin. 0 GGGGGACCGAG 0.657

- 2 477 NM_145912 NP_666017 Q8NET5 NFAM1_HUMAN (Potential).|Ig-like V-type. 0 CCAGGATGAAGGT 0.572

+ 1 191 PANX2_uc003bjo.3 NM_052839 NP_443071 Q96RD6 PANX2_HUMAN ical; (Potential). 1 CCATCCTGCTGGT 0.577

- 9 1211 1_Missense_Mutat NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN lasmic (Potential). 2 GCGCCCTCATAGA 0.612

+ 2 500 ntron|SETMAR_uc0 NM_006515 NP_006506 Q53H47 SETMR_HUMAN ysine N-methyltransferase. 1 GTGTTCAAGACG 0.453

- 15 1968 p.R303P|RAF1_uc NM_002880 NP_002871 P04049 RAF1_HUMANProtein kinase. 14 TGCATTCGGATCA 0.478 rs149580968

+ 6 872 NM_015141 NP_055956 Q8N335 GPD1L_HUMAN bstrate binding. 0 AGGGCGGAACCG 0.617

- 3 1953 NM_033403 NP_208382 Q9C098 DCLK3_HUMANProtein kinase. 9 CCTCATTTCGCTG 0.408

- 3 3882 qv.2_Missense_Mu NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 CATAGCTACTGTC 0.473

+ 1 169 _Mutation_p.V715M NM_033629 NP_338599 Q9NSU2 TREX1_HUMAN 0 CACTGCGTGGAGG 0.607

+ 5 3338 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN Potential. 8 AGACCCGGCGGG 0.657

+ 37 3738 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0 TATATCCGCTACA 0.428

+ 12 2339 nv.2_Missense_Mu NM_000333 NP_000324 O15265 ATX7_HUMAN 0 TGGCAGCAGCCA 0.537

- 1 21 3dmh.1_5'Flank|AD NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4 TTCCCACCCCTCC 0.751

- 3 577 G2_uc011bhe.1_5' NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN cellular (Potential). 3 CGATCCCAAAAAG 0.403

+ 5 1187 bjb.1_Missense_M NM_001125 NP_001116 P54922 ADPRH_HUMAN 1 CGAGCCTTTTTCC 0.547

+ 4 1516 ew.3_Missense_Mu NM_000388 NP_000379 P41180 CASR_HUMAN cellular (Potential). 7 AGTGGCGACAGG 0.493

- 13 2844 C14_uc010hrt.2_N NM_022757 NP_073594 Q49A88 CCD14_HUMAN 0 AACGTTGAAAACG 0.443

+ 1 785 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANxtracellular (Potential). 3 ATCGTGCGGCTCT 0.602

+ 10 1709 CM2_uc010hsl.2_R NM_004526 NP_004517 P49736 MCM2_HUMAN MCM. 4 AGGGGGCGTCGG 0.617

- 11 1272 Y_uc011blx.1_Miss NM_178554 NP_848649 Q8NBH2 KY_HUMAN 2 GGTACACCTCCAA 0.532

- 2 691 err.1_Nonsense_M NM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2 CCAGCTGGGCAA 0.662

+ 7 1345 etm.2_Missense_M NM_022131 NP_071414 Q9H4D0 CSTN2_HUMANcellular (Potential). 7 GTGGATGAAACAC 0.562

+ 15 2280 om.1_Missense_M NM_003875 NP_003866 P49915 GUAA_HUMAN 3 ACTGGTATACCTG 0.383

- 3 789 11bpt.1_Intron|uc00 NM_020949 NP_066000 Q8TBB6 S7A14_HUMAN 5 GAGTCAAACATGC 0.562

+ 1 44 003fqv.2_5'UTR|EI NM_001967 NP_001958 Q14240 IF4A2_HUMAN 4 TCATGTCTGGTGG 0.577

- 3 1518 732_uc010ibb.1_In NM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 14. 0 CACATTCGTAAGG 0.398

+ 12 1836 06_splice|TBC1D1 NM_001113361 NP_001106832 Q9P2M4 TBC14_HUMAN 2 TGATTGGTAAGAC 0.408

+ 12 2682 Q785*|SH3TC1_u NM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3 GAGGACCAGGAG 0.687

- 10 6986 dr.1_Missense_Mu NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 ATGGCGGTGTCAC 0.557

+ 1 2314 _p.V389I|PCDH7_ NM_002589 NP_002580 O60245 PCDH7_HUMAN r (Potential).|Cadherin 4. 4 GAGGACGTTCTG 0.622

- 4 2469 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3 ATGCCCGGAAAC 0.463

- 3 408 NM_002704 NP_002695 P02775 CXCL7_HUMAN 4 GGGAGCATCTGG 0.428

+ 17 2400 58_splice|FRAS1_ NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN 5 CAAAGGTATCGTT 0.478

+ 25 3502 kw.2_Missense_Mu NM_025074 NP_079350 Q86XX4 FRAS1_HUMANxtracellular (Potential). 5 CCGCTGCAAAGG 0.512

+ 2 1212 NM_152618 NP_689831 Q6ZW61 BBS12_HUMAN 2 TGTCAGTATCTAA 0.403

- 2 1993 ML3_uc011chd.1_In NM_018717 NP_061187 Q96JK9 MAML3_HUMAN 1 TGGACAGCACAG 0.562

+ 2 6593 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AGAAAGGAATTTC 0.453

+ 3 500 3ksn.2_Missense_M NM_182761 NP_877438 A1A519 F170A_HUMAN 1 CTCCTCCCCGCTC 0.483



+ 1 178 NM_016048 NP_057132 Q96CN7 ISOC1_HUMAN 0 CAGAAGTTCCTCA 0.602

+ 4 1161 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN SEC7. 1 TGGCACGCCGTC 0.652

+ 15 2163 _p.A623P|SLC4A9 NM_031467 NP_113655 Q96Q91 B3A4_HUMAN al).|Membrane (anion excha 1 TTTGGAGCCAACC 0.597

+ 3 1513 3lgh.1_Missense_M NM_080670 NP_542401 Q96G79 S35A4_HUMAN (Potential).|Leu-rich. 0 AGGCACTAAATGG 0.592

+ 1 1385 003lhc.1_Missense_ NM_018905 NP_061728 Q9Y5H9 PCDA2_HUMAN |Extracellular (Potential). 4 GTGACCGCACGG 0.632

+ 1 1279 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMAN|Extracellular (Potential). 6 TGACCGCGCGG 0.657

+ 1 101 GA8_uc003lkd.1_I NM_018928 NP_061751 Q9Y5F7 PCDGL_HUMAN |Extracellular (Potential). 4 GCTACCCGGTCCC 0.552

- 16 2252 _p.P695L|DIAPH1_ NM_005219 NP_005210 O60610 DIAP1_HUMAN FH1. 1 GAGGAGGTGGG 0.642

- 8 1310 _p.L188P|CSNK1A NM_001892 NP_001883 P48729 KC1A_HUMANProtein kinase. 1 TGCCTCAGATACA 0.373

+ 10 1532 ation_p.G308D|uc0 NM_198321 NP_938080 Q86SR1 GLT10_HUMAN ential).|Ricin B-type lectin. 2 ATGTGGGCACAGG 0.607

+ 2 925 c.1_Intron|SAP30L NM_024632 NP_078908 Q9HAJ7 SP30L_HUMAN 0 AAGACAAGTGACG 0.423

- 4 750 P1_uc003map.2_I NM_004137 NP_004128 Q16558 KCMB1_HUMANcellular (Potential). 2 CGGCCCGGGCC 0.577

- 14 1474 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 1. 2 CAGTCGGTCTCG 0.701

- 10 1823 7M|SLC22A23_uc0 NM_015482 NP_056297 A1A5C7 S22AN_HUMAN ical; (Potential). 1 GATGAGCGtgcagc 0.453

- 2 632 RL_uc003ndq.2_M NM_000948 NP_000939 P01236 PRL_HUMAN 0 GGCATCGGGCAG 0.587

- 2 507 0jrf.1_Intron|ZSCA NM_001012455 NP_001012458 Q3MJ62 ZSC23_HUMAN SCAN box. 0 TGCTGTCTGACCC 0.582

+ 3 727 _p.R652Q|CFB_uc0 NM_001710 NP_001701 P00751 CFAB_HUMAN Sushi 2. 1 ATGGCCGATGGAG 0.587

+ 8 1279 u.1_5'Flank|SLC39 NM_001077516 NP_001070984 Q92504 S39A7_HUMAN ical; (Potential). 1 CTGACAGCAGTAG 0.552

+ 16 2027 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 ACAACCGCAAGCT 0.612

- 1 119 1_5'Flank|LEMD2_ NM_181336 NP_851853 Q8NC56 LEMD2_HUMAN LEM. 1 GGCGGCGCAGCT 0.741

+ 16 2054 D2_uc011dtv.1_Mi NM_173558 NP_775829 Q7Z6J4 FGD2_HUMAN PH 2. 3 AGGAGCTGAAGGG 0.682

+ 18 2383 ox.2_Missense_Mu NM_015345 NP_056160 Q86T65 DAAM2_HUMAN FH2. 3 CGTGCTGACCGC 0.577

- 4 2494 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 AGGTGGGATACAT 0.527

- 5 1620 3ovj.1_Missense_M NM_001012974 NP_001012992 Q5JTD7 CF154_HUMAN LRR 7. 0 ATGCTGTTCTCAG 0.547

- 13 1577 NM_020750 NP_065801 Q9HAV4 XPO5_HUMAN 4 TAGTTTTGGGATC 0.438

+ 2 541 g.2_RNA|SPATS1_ NM_145026 NP_659463 Q496A3 SPAS1_HUMAN 1 CAACACCCTCTGG 0.433

+ 1 1342 ze.2_Missense_Mu NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6 GTCCTTCAGAGCC 0.468

- 35 5963 ai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 TTGGGCGTCTCAC 0.428 rs140996978

- 6 856 9A1_uc003pff.3_5' NM_001851 NP_001842 P20849 CO9A1_HUMAN 4 TTCAAACTGGAGA 0.463

- 22 2762 HIP_uc011dyp.1_M NM_017934 NP_060404 Q8WWQ0 PHIP_HUMAN 6 TTTACCTAGAACT 0.363

- 6 740 _p.R137W|ME1_uc NM_002395 NP_002386 P48163 MAOX_HUMAN 2 TCTGCCGTAGTCC 0.269 rs141363376

+ 6 834 _Mutation_p.S165P NM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN ANK 5. 3 GCCGGGTCCCGC 0.542

- 16 2607 e|USP45_uc003pp NM_001080481 NP_001073950 Q70EL2 UBP45_HUMAN 2 GCCAGCCTTAAAA 0.323

- 6 961 _p.G218R|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMANminin EGF-like 3. 9 TGAATCCGGTGGT 0.483

+ 46 6788 bo.2_Missense_Mu NM_000426 NP_000417 P24043 LAMA2_HUMANaminin G-like 1. 10 ACTCATATTGGTA 0.373

+ 3 2160 0kfi.2_Missense_M NM_052913 NP_443145 Q86VY9 T200A_HUMAN lasmic (Potential). 1 AGGGATATATGAA 0.458

+ 3 1688 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0 GGGATGGCAGCTG 0.552

- 10 1883 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2 GAGGGAGGTTCA 0.602

+ 3 583 n_p.P58T|GPR126 NM_020455 NP_065188 Q86SQ4 GP126_HUMAN tracellular (Potential). 1 TGCTACCCTAACG 0.502

+ 3 208 rf72_uc010kie.1_In NM_138785 NP_620140 Q9NU53 CF072_HUMAN cellular (Potential). 0 TTTAAGGTTGTTC 0.318

- 5 738 M231I|KATNA1_uc NM_007044 NP_008975 O75449 KTNA1_HUMAN 1 TTCGGGCATCCAC 0.388

- 1 561 _p.A124V|RSPH3_ NM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2 GTGGGCGCTAAG 0.652

- 10 1674 qte.1_Missense_M NM_003058 NP_003049 O15244 S22A2_HUMAN ical; (Potential). 2 CAAGCACGCCTGA 0.393 rs140033522

- 1 88 uc003quy.1_5'Flan NM_145169 NP_660152 Q8WV19 SFT2A_HUMAN lasmic (Potential). 1 CCTGCGCAGTCAG 0.731

- 38 5418 S1_uc003skm.1_5'F NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 TCTCATCGTCCCC 0.697

+ 25 3948 o.2_Missense_Mu NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 6. 6 GGGCCGGACGC 0.647

+ 3 860 _p.A121T|FOXK1_ NM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2 TTTGCAGCAAAGG 0.662



- 8 1276 nse_Mutation_p.V NM_139179 NP_631918 Q8NCG7 DGLB_HUMAN lasmic (Potential). 3 ACCACAACAGAC 0.572

+ 4 315 ktp.1_Missense_Mu NM_019005 NP_061878 Q9NXC5 MIO_HUMAN 0 ATGAGCGGTACCA 0.338

+ 5 902 POLR2J4_uc010kx NM_175064 NP_778234 Q8NFV5 SPDE1_HUMAN Arg-rich. 1 ATGAACCCGAGGG 0.552

- 18 2530 mg.2_Missense_Mu NM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4 GGGCCCGCCACC 0.637

+ 9 1526 p.S366N|IKZF1_uc NM_006060 NP_006051 Q13422 IKZF1_HUMAN 148 TGGTCAGCACCAG 0.662

- 12 1420 zb.2_Missense_Mu NM_005311 NP_005302 Q13322 GRB10_HUMAN 6 CCTTACCCTCCAG 0.642

- 8 1138 .E165K|TYW1B_u NM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0 TCCTCTCCCTCGG 0.418

- 2 656 k.3_5'UTR|POM121C_uc003udl.1_RNA A8CG34 P121C_HUMAN and nuclear pore complex. 0 ACCCCCGGACAG 0.527

- 6 526 120A_uc003ueb.1_ NM_031925 NP_114131 Q9BXJ8 T120A_HUMAN ical; (Potential). 0 ATGATGGTGAGGT 0.637

+ 2 314 v.1_5'UTR|CDK14_ NM_012395 NP_036527 O94921 CDK14_HUMAN 4 TTATAGCTTTGAA 0.313

+ 2 1188 NM_001040152 NP_001035242 Q86TG7 PEG10_HUMAN or interaction with ALK1. 1 CAGCTCGCAAGCC 0.647

- 3 651 NM_001185 NP_001176 P25311 ZA2G_HUMAN 2 CTTGCCGGTCCAG 0.542 rs146685912

+ 3 379 f51_uc003uve.1_5' NM_173564 NP_775835 Q6ZVC0 CG051_HUMAN 1 CACCCCTGCCGCA 0.731

+ 9 1552 11kka.1_Missense_ NM_033506 NP_277041 O75426 FBX24_HUMAN RCC1. 4 ACTCCCTGGTGCT 0.682

- 23 4008 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2 TGCCCTCCCCGG 0.677

+ 3 8506 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 CTGTCAACCACAC 0.493

- 2 895 NM_003378 NP_003369 O15240 VGF_HUMAN 0 Agggggccgggggcgg 0.557

- 4 859 uxz.1_Missense_M NM_198571 NP_940973 Q8N8M0 CG052_HUMAN 1 GAGAAGGTGCCA 0.741

- 11 1667 OD3_uc010lhs.2_5' NM_001084 NP_001075 O60568 PLOD3_HUMAN 2 AGGATACGCAGGG 0.667 rs137857342

- 2 261 NM_138403 NP_612412 Q9BUA6 MYL10_HUMAN 2 CTTCTCGGTGCCT 0.597

- 20 3239 bg.3_RNA|DPY19L NR_003561 0 CTTGACACTTGCC 0.373

- 1 689 R|DUS4L_uc003ve NM_181733 NP_859422 Q9UP83 COG5_HUMAN 4 CGGACTGTAGCTG 0.667

+ 14 2483 q.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 ACATTCACCGAAA 0.498

- 2 1018 lt.2_Missense_Mut NM_000845 NP_000836 O00222 GRM8_HUMAN cellular (Potential). 23 ATCTGGGTGAAGG 0.493

- 2 211 R1B1_uc003vrq.1_R NM_001628 NP_001619 P15121 ALDR_HUMAN 3 ACATGGGCACAGT 0.587

- 15 3764 d.3_Missense_Mut NM_022740 NP_073577 Q9H2X6 HIPK2_HUMAN ibitory domain (AID). 7 TATATGTAAGGGT 0.418

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 15 1935 _p.A595V|EZH2_uc NM_004456 NP_004447 Q15910 EZH2_HUMAN Cys-rich. 183 TCAGCGGCTCCAC 0.527

+ 36 5351 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 2. 0 GGGCCGCACCT 0.657

+ 6 603 e_Mutation_p.R17 NM_024596 NP_078872 Q8NEM0 MCPH1_HUMAN 2 GAGAAGAGATTAC 0.333

- 1 1358 .1_Intron|FAM66D NM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3 ACTTTTCTGACGT 0.478

+ 7 1226 3xbp.3_Missense_MNM_001128431 NP_001121903 Q15043 S39AE_HUMAN lasmic (Potential). 0 TTCATCGATGGCC 0.542

+ 30 3152 e_Mutation_p.E782 NM_173174 NP_775266 Q14289 FAK2_HUMAN 5 CAGGAGGAGGAC 0.567

+ 5 1387 xgb.1_Missense_M NM_016240 NP_057324 Q6AZY7 SCAR3_HUMANcellular (Potential). 4 CGGGAGCGCTTCA 0.597

- 1 182 NR_003129 0 TGGCCACACACAC 0.592

+ 5 1359 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1 CCTTCGCGGAGTC 0.697

+ 2 899 au.1_Missense_Mu NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 CCCTGGCATCTGC 0.468

+ 44 8156 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 GTTGGGGCAACTG 0.433

+ 58 11285 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 GGACCGGCTCTC 0.637

+ 62 10245 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 CCAACCGAGTCC 0.383

- 1 191 NM_024094 NP_076999 Q9BVC3 DCC1_HUMAN 1 TCGGCCGCATTCA 0.731

+ 29 3809 yoz.2_Missense_M NM_021110 NP_066933 Q05707 COEA1_HUMAN VWFA 2. 12 ATTGGCAGTAAGC 0.438

+ 3 2781 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2 GCTCTGCGAAGAG 0.532

- 4 791 RG1_uc010mef.2_S NM_001135242 NP_001128714 Q92597 NDRG1_HUMAN 4 GAACTTACGGTTC 0.557

+ 14 2539 _p.G715V|DENND3 NM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1 GGCCAGGCTACTT 0.468

- 2 850 NM_005293 NP_005284 Q99678 GPR20_HUMAN Name=6; (Potential). 1 GGCGTGAAGCAG 0.682

+ 23 3554 NM_001702 NP_001693 O14514 BAI1_HUMAN lasmic (Potential). 8 GCATCACGGACAA 0.662



- 4 608 eu.2_Missense_Mu NM_001029976 NP_001025147 P17020 ZNF16_HUMAN 5 GCCCCATGGCAG 0.552

+ 7 1440 NM_000550 NP_000541 P17643 TYRP1_HUMAN 1 TAATTTAGATATATC 0.328

- 1 1175 w.2_Intron|KLHL9_ NM_018847 NP_061335 Q9P2J3 KLHL9_HUMAN BACK. 4 TGGAAAGCACAAA 0.408

- 3 1346 e_Mutation_p.R449 NM_012166 NP_036298 Q9UK96 FBX10_HUMAN PbH1 3. 5 ACTTGCGGATGAG 0.602

- 16 2519 ahy.2_Missense_M NM_001007471 NP_001007472 Q9HCF6 TRPM3_HUMAN lasmic (Potential). 9 ACATGTCGGTGAG 0.632

+ 5 1579 NM_194320 NP_919301 Q14929 ZN169_HUMANC2H2-type 10. 2 AAGTGTGGGCGT 0.567 rs150911311

+ 3 5415 p.R1557H|ZNF462_ NM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 16. 5 CCATCCGCAAAGG 0.557

- 47 5570 NM_001080398 NP_001073867 0 AGCTCCTTTTCCT 0.453

- 21 4211 A1278V|AKNA_uc0 NM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6 GCAGGCGCATAGT 0.637

- 3 512 BXW2_uc004bkm.1 NM_012164 NP_036296 Q9UKT8 FBXW2_HUMAN 4 CCAGTGCAAAGCG 0.438

- 3 442 LNAC4_uc004bst.2 NM_175039 NP_778204 Q9H4F1 SIA7D_HUMANmenal (Potential). 0 ACTGAAGTGCAG 0.512

- 4 1019 NM_006336 NP_006327 Q7Z7L7 ZER1_HUMAN 1 CGGCCGCAGCAG 0.612

+ 21 2477 _p.L756M|USP20_u NM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN DUSP 1. 2 GTCATCCTGCCCC 0.627

+ 13 1375 zs.1_Missense_Mu NM_003934 NP_003925 Q96I24 FUBP3_HUMAN 1 ATAGATGAGAAAG 0.567

+ 10 1410 mzj.1_Missense_M NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 ACCCTCAGCCACC 0.607

- 7 2217 F1_uc004cbm.2_M NM_007344 NP_031370 Q15361 TTF1_HUMAN Myb-like 2. 4 TCTACCCAAGATA 0.418

+ 20 3025 G861R|ADAMTS13_ NM_139025 NP_620594 Q76LX8 ATS13_HUMAN 6 TGTGTCGGGATG 0.642

+ 2 479 NM_000787 NP_000778 P09172 DOPO_HUMAN ntragranular (Potential). 4 ACCCCAAGGATTA 0.592

- 3 345 y.2_5'UTR|FBXW5 NM_018998 NP_061871 Q969U6 FBXW5_HUMAN 0 ATGGCCGCTGCGG 0.682

+ 16 2627 .S766N|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMANcellular (Potential). 1 AAGACAGCCCCTG 0.652

+ 11 1632 NM_015456 NP_056271 Q8WX92 NELFB_HUMAN 0 GAATTTGCCCTTG 0.612

+ 4 359 _uc010ncq.2_Silent_p.T210T 0 AGGGACGCTACAC 0.592

- 16 1159 n_p.T308I|GPR64_ NM_001079858 NP_001073327 Q8IZP9 GPR64_HUMANcellular (Potential). 0 ACATGGGTTTGGG 0.577

+ 18 2054 _p.C617*|PHEX_uc NM_000444 NP_000435 P78562 PHEX_HUMAN cellular (Potential). 3 AAAATGCATGATT 0.363

- 1 794 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN WD 1. p.R227P(1) 4 TCTGCCGCACCCA 0.512

- 61 9335 _Missense_Mutatio NM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 22. 6 CCTCGACGGCCA 0.423 rs143426249

+ 1 721 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 TCCACCTGGAGCC 0.637

- 1 163 dgv.1_Missense_M NM_032591 NP_115980 Q96T83 SL9A7_HUMAN 2 ATGGCGCTGCTGT 0.582

+ 10 1053 n.1_Missense_Mut NM_012280 NP_036412 Q9UET6 RRMJ1_HUMAN 0 AGCTCCTATGATT 0.572

+ 11 1258 n.1_Missense_Mut NM_012280 NP_036412 Q9UET6 RRMJ1_HUMAN 0 CTCAGTGCCACAC 0.617

- 14 1780 0nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMANe=S2 of repeat II; (Potential 6 TCCACCGTGAACA 0.532

+ 3 218 NL3L_uc004dti.2_R NM_019067 NP_061940 Q9NVN8 GNL3L_HUMANor nucleolar localization. 1 TACCCTCAGGTAA 0.453

+ 7 539 NL3L_uc004dti.2_R NM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1 GTGGAATACTCTG 0.532

+ 12 2555 RO_uc011mok.1_MNM_001039705 NP_001034794 Q12816 TROP_HUMAN proximate tandem repeats. 1 TGGCATGCCTTGT 0.542

+ 6 1102 uq.2_Missense_M NM_016656 NP_057740 Q5VZM2 RRAGB_HUMAN 0 CTGATTTATGTCT 0.398

- 13 1513 L4_uc004ege.3_M NM_080737 NP_542775 Q96C24 SYTL4_HUMAN C2 1. 2 TCATCAGCATAGG 0.537

+ 1 576 NM_001031834 NP_001027004 P0C0E4 RB40L_HUMAN SOCS box. 2 CTGCTGCGGCACA 0.587

+ 4 1265 NM_017416 NP_059112 Q9NP60 IRPL2_HUMAN 2.|Extracellular (Potential). 3 TTAAAAAGTCCGA 0.423

+ 4 2662 nrd.1_Missense_M NM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7 GTGCCGGGCAG 0.617

+ 11 2821 xb.1_Missense_Mu NM_002025 NP_002016 P51816 AFF2_HUMAN 5 CACCTATTCCTGT 0.458

+ 3 991 LXNB3_uc010nuk. NM_005393 NP_005384 Q9ULL4 PLXB3_HUMANular (Potential).|Sema. 1 ACCAACCTGTACT 0.612

+ 29 5008 XNB3_uc011mzd.1_ NM_005393 NP_005384 Q9ULL4 PLXB3_HUMAN lasmic (Potential). 1 GCCAGGTCCCAG 0.537

- 21 2944 p.G946S|L1CAM_u NM_000425 NP_000416 P32004 L1CAM_HUMAN tential).|Fibronectin type-III 9 GCACGCCGTTGTG 0.711

- 7 1393 ve.1_Missense_Mu NM_080612 NP_542179 Q8WWW8 GAB3_HUMAN 1 GTGGCCGTGCTA 0.488

- 19 1803 p.R307C|ACAP3_u NM_030649 NP_085152 Q96P50 ACAP3_HUMAN 0 CTCGGCGGAACT 0.667

- 4 496 K4_uc010nza.1_In NM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3 CATGGGGGATGTT 0.532

+ 21 3619 BE4B_uc010oaj.1_ NM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4 TACCTTCCCTGAT 0.458



+ 4 966 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN 0 TCCTTGGAGATGG 0.552

+ 5 805 M1_uc001axg.1_M NM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN Pro-rich. 1 AGGAGGCTCCTG 0.667

+ 7 884 oki.1_Missense_Mu NM_014663 NP_055478 O75164 KDM4A_HUMAN JmjC. 1 CTCCGCCACAAGA 0.388

- 9 1667 zu.1_RNA|C1orf168 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 TCATCTGAATTTT 0.458

- 3 429 _p.R59Q|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN -receptor class A. 4 TCACATCGCACTT 0.483

- 10 1481 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCCTCTCCTTTCT 0.413

+ 6 1139 PHN2_uc001div.2_ NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 TGCGGAGTCCTCT 0.393

- 10 1919 _p.P443S|TGFBR3 NM_003243 NP_003234 Q03167 TGBR3_HUMANracellular (Potential). 3 AGGTAGGATCCAA 0.537

- 36 3107 _p.P942L|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 GGTCCAGGGAATC 0.388

+ 21 3815 m.1_3'UTR|MAGI3_ NM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN 6 AAAGTAGAAAATG 0.408

- 3 460 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN T-box. 2 GATGTGGATCTAG 0.443

- 7 1015 _p.T175A|C1orf43 NM_001098616 NP_001092086 Q9BWL3 CA043_HUMAN 0 ACTGAGTTAGGT 0.507

+ 6 1992 tion_p.P119L|RUSCNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN RUN. 2 TAGCCCCGCTGAG 0.642

+ 1 274 NM_001231 NP_001222 P31415 CASQ1_HUMAN 1 AGACAGGATGGG 0.632

- 4 314 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0 GCCTTGAGTAAAT 0.478

+ 6 918 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2 GCTCTTCGGTTGC 0.323

+ 2 123 NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4 AGGGCCCAAGAC 0.612

+ 46 6392 p.S1964F|CACNA1 NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GTCAATCCAGGTC 0.587

- 32 4698 zl.1_Missense_Mu NM_017596 NP_060066 O75037 KI21B_HUMAN WD 4. 6 GGGTGACCGTCAG 0.622

+ 13 1162 b.2_RNA|LGR6_uc NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN xtracellular ( p.E388K(1) 10 ATCTGGGAAATTG 0.647 rs143455603

- 4 839 bz.2_Missense_Mu NM_002644 NP_002635 P01833 PIGR_HUMAN 2.|Extracellular (Potential). 3 GGCAGAGATACTG 0.502

- 10 1627 NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN G-patch. 1 GTAGAGGAAATCC 0.473

- 4 796 w.1_Missense_Mu NM_003268 NP_003259 O60602 TLR5_HUMAN ular (Potential).|LRR 2. 4 AACAGTCCCTGAA 0.403

- 14 1632 C13_uc001hug.3_M NM_024525 NP_078801 Q8NBP0 TTC13_HUMAN 2 AATGCGGCCAAAC 0.468

+ 5 1075 hvy.1_Missense_M NM_173508 NP_775779 Q8IY50 S35F3_HUMAN ical; (Potential). 2 CTGCATTCCTATTA 0.418

- 9 2113 d.2_Missense_Mut NM_002508 NP_002499 P14543 NID1_HUMAN EGF-like 2. 2 AGCAGGGATTCTG 0.562

+ 36 4966 NM_001035 NP_001026 Q92736 RYR2_HUMAN ilarity).|4 X approximate rep 33 CGCCAAGGCTGG 0.527

+ 3 235 n_p.P33S|NLRP3_ NM_001079821 NP_001073289 Q96P20 NALP3_HUMAN DAPIN. 26 GACTATCCTCCCC 0.547

+ 1 481 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMANcellular (Potential). 1 CATGCAACTTTTA 0.488

- 14 1773 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 1. 19 CCATTTCTTAAAT 0.403

- 3 455 os.2_Missense_Mu NM_019893 NP_063946 Q9NR71 ASAH2_HUMANmenal (Potential). 0 ACTGTTCGATTGG 0.473

+ 10 2170 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 CACCCCCTTTGAT 0.552

+ 2 1481 jmx.3_Intron|CTNN NM_178011 NP_821079 Q86VH5 LRRT3_HUMAN cellular (Potential). 3 CTTGCTGGGAATA 0.423

+ 5 1062 C19_uc009xus.1_I NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 GTATTGGAGAGAA 0.338

+ 2 417 42F|C10orf137_uc NM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10 TTATTTCTTGGAG 0.388

+ 14 2283 ou.3_Missense_Mu NM_025092 NP_079368 Q32M88 ATHL1_HUMAN 3 TGGGTTCCTCCAG 0.612

+ 47 6781 b.2_Missense_Mut NM_017511 NP_059981 Q9HC84 MUC5B_HUMANain repeats.|Cys-rich subdom 0 GAGGGGACGTTG 0.602

+ 1 370 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 GTGGCTCCTGTGG 0.697

+ 8 1186 _p.R144G|KCNQ1_ NM_000218 NP_000209 P51787 KCNQ1_HUMAN lasmic (Potential). 1 AAGCAGAGGCAG 0.602

+ 2 246 8_uc001lwy.2_Non NM_183233 NP_899056 Q96BI1 S22AI_HUMAN 3 GGGACCAGGGC 0.652

- 1 871 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMAN Name=7; (Potential). 4 ATGGAGGAAGAAG 0.448

- 1 483_484 NM_001005329 NP_001005329 Q8NGJ6 O51A4_HUMAN Name=4; (Potential). 3 GAAAGGGAAGGG 0.436

- 1 329 _uc001mam.1_Int NM_001005288 NP_001005288 Q9H343 O51I1_HUMAN Name=3; (Potential). 1 ATGAAGGAGAAAG 0.443

- 1 1304 G2_uc001mak.1_In NM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3 TTTGAAGAGAAAC 0.507

- 1 344 .1_Intron|TRIM22_ NM_001001922 NP_001001922 Q8NH56 O52N5_HUMAN Name=3; (Potential). 2 GTGAACCCATGAA 0.493 rs143745000

+ 13 2012 yhm.2_Missense_MNM_001142307 NP_001135779 P32780 TF2H1_HUMAN 0 GGGGCACTTATGC 0.463

- 2 485 mri.1_Missense_M NM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0 TCCCATGGTGTCA 0.418



+ 2 146 orf74_uc001mwx.1_ NM_138787 NP_620142 Q86VG3 CK074_HUMAN 0 AAATTCCTTAATT 0.358

- 4 1035 NM_003654 NP_003645 O43916 CHST1_HUMANmenal (Potential). 5 GAGGTCGCGGC 0.662

- 5 1046 .1_Intron|RAPSN_ NM_005055 NP_005046 Q13702 RAPSN_HUMAN TPR 6. 1 CGATCTCGGTCAT 0.652

+ 1 586 NM_001004708 NP_001004708 Q8NGJ1 OR4D6_HUMAN Name=5; (Potential). 1 GCTTTGGAGCTTT 0.527

- 5 15458_15459NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 AGGCTGGCATCA 0.441

+ 5 352 w.1_RNA|TSGA10I NM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0 CCTTCCCCTTCCA 0.662

- 3 566 4HA3_uc010rrj.1_M NM_182904 NP_878907 Q7Z4N8 P4HA3_HUMAN 1 AGAGCCGTTTGGG 0.507

+ 2 113 on_p.E5D|C11orf67 NM_024684 NP_078960 Q9H7C9 CK067_HUMAN 0 CCCTGAAATTGCT 0.378

- 22 3614 NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN cellular (Potential). 4 AGATTTCCTCCTG 0.582

- 2 1005 _p.T194A|TRPC6_ NM_004621 NP_004612 Q9Y210 TRPC6_HUMAN lasmic (Potential). 4 GGCTGGTTGCTAA 0.463

- 6 5135 vz.1_Missense_Mu NM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5 ACAGTAATGGGGA 0.453

- 9 937 P28_uc001poi.2_5 NM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7 CTTCACGAACCCC 0.358

+ 3 556 NM_182495 NP_872301 Q96DL1 FA55B_HUMAN 1 GGGCCAGGATGTA 0.552

- 7 1417 1pri.1_Missense_M NM_020693 NP_065744 Q8TD84 DSCL1_HUMANPotential).|Ig-like C2-type 5. 8 AAGGACGAGACG 0.682

+ 1 650 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMAN Name=5; (Potential). 1 TGGGATCGTACAC 0.517 rs138187932

+ 10 1311 _p.E368K|VWA5A_ NM_001130142 NP_001123614 O00534 VMA5A_HUMAN VWFA. 2 GGCACTGAAATCT 0.522

- 1 158 NM_012378 NP_036510 Q15620 OR8B8_HUMAN lasmic (Potential). 1 AAGTGAGAGTTGA 0.478

+ 2 1064 n_p.V134I|NTM_uc NM_016522 NP_057606 Q9P121 NTRI_HUMAN 6 TGCAAGGTAGGT 0.552

- 7 1237 dy.1_Missense_Mu NM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN 1 GGAGCTCTGCTGC 0.572

- 1 46 0sge.1_Missense_ NM_174941 NP_777601 Q9NR16 C163B_HUMAN 11 GCCACGAGTTTT 0.378

+ 3 660 NM_024865 NP_079141 Q9H9S0 NANOG_HUMAN Homeobox. 0 GAGAATGAAATCT 0.373

- 1 206 LRC3_uc010shc.1_ NM_002261 NP_002252 Q07444 NKG2E_HUMAN lasmic (Potential). 3 TCAATCCCTTGAT 0.348

- 6 855 _p.P279S|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMAN lasmic (Potential). 6 GATTTGGATGATC 0.353

- 2 655 T10_uc009zju.1_5'U NM_198992 NP_945343 Q6XYQ8 SYT10_HUMAN lasmic (Potential). 2 GGCTTTTCATTTTC 0.398

- 35 5221 NM_025003 NP_079279 P59510 ATS20_HUMAN 19 ATAAATCTAAAGA 0.303

- 1 82 NM_025003 NP_079279 P59510 ATS20_HUMAN 19 GCCTGGGGTGGA 0.652

- 2 1381 S7L_uc001rns.3_M NM_001098615 NP_001092085 Q9H0K6 PUS7L_HUMAN 1 CTTTTCCTTCTTG 0.348

- 11 893 rqv.2_Missense_M NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 CCATGGGACCCTA 0.478

- 5 654 NM_014470 NP_055285 Q92730 RND1_HUMAN 1 AGCATGGATGCCG 0.552

- 6 1186 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 2. 1 TGATCTCGTTCCG 0.547 rs145550883

- 2 616 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2 CCAGAACCTTGTT 0.537

- 2 948 NM_005554 NP_005545 P02538 K2C6A_HUMAN Coil 1B.|Rod. 5 AGTCCTCCACCAG 0.542

+ 1 478 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=4; (Potential). 3 GTAATGCTTCTGC 0.438

+ 8 877 q.2_Missense_Mut NM_005269 NP_005260 P08151 GLI1_HUMAN 15 CGGAAGGAGTTC 0.597

+ 3 336 n_p.P85L|MSRB3_ NM_198080 NP_932346 Q8IXL7 MSRB3_HUMAN 2 GAACTCCATTGTT 0.318

- 2 335 wa.3_Missense_Mu NM_002837 NP_002828 P23467 PTPRB_HUMAN III 1.|Extracellular (Potentia 3 ACTGTTCTCTCTT 0.458

- 1 734 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2 GAATTTCCAGAAT 0.647

+ 6 935 zth.1_Missense_M NM_152435 NP_689648 Q96NU7 HUTI_HUMAN 1 GAACTGGGAGCG 0.483

- 3 291 .2_RNA|MMAB_uc NM_052845 NP_443077 Q96EY8 MMAB_HUMAN 0 CTTTCTCCTGTGA 0.393

- 9 620 k.2_Missense_Mut NM_002150 NP_002141 P32754 HPPD_HUMAN 0 CGGACACCATCTC 0.582

- 14 1485 _p.V214I|ZCCHC8_ NM_017612 NP_060082 Q6NZY4 ZCHC8_HUMAN 0 GTGGTACCTCCAT 0.413

+ 11 739 au.1_Missense_M NM_001516 NP_001507 Q13889 TF2H3_HUMAN 0 ATCAGAGATCTCA 0.393

- 8 1272 _p.C278G|RIMBP2 NM_015347 NP_056162 O15034 RIMB2_HUMAN onectin type-III 1. 11 TGACGCACTGCAC 0.627

- 3 338 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 CATCTTCCTTCCC 0.522

+ 10 1663 qw.2_Missense_Mu NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1 CTGTCCCGGCGC 0.617

- 2 666 R12_uc010tdl.1_5'U NM_005288 NP_005279 P47775 GPR12_HUMAN lasmic (Potential). 0 CGAATGGTACGTC 0.577

+ 42 6907 n_p.R27Q|NBEA_u NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 CAAACCGAAGTAA 0.343



- 10 1246 oz.2_Missense_Mu NM_052867 NP_443099 Q8IZF0 NALCN_HUMAN lasmic (Potential). 16 CATCTTCATGAAA 0.448

- 5 1085 _p.A232V|NOVA1_ NM_002515 NP_002506 P51513 NOVA1_HUMAN p.A256D(1) 5 ACATTGGCATAAC 0.458

+ 7 903 wrt.2_Missense_Mu NM_173159 NP_071406 Q8IXF0 NPAS3_HUMAN 2 TCAAATCATCAGG 0.478

- 16 2499 p.V703A|RALGAPA NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 TGTCCAACTCCTG 0.413

+ 9 1025_1026 NM_002687 NP_002678 Q9H307 PININ_HUMAN tential.|Glu-rich. 1 AAGAGGGTAAGG 0.351

- 9 1304 KL1_uc001wxz.2_In NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 taggagggggatgcctg 0

- 11 2661 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 GTCACTTTTTGTA 0.507

- 5 557 ense_Mutation_p.P NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 TCCTTGGATTTCC 0.572

- 8 785 ari.1_Missense_Mu NM_012074 NP_036206 Q92784 DPF3_HUMAN 1 TATTGGGAATGAC 0.512

- 5 516 ri.1_Missense_Mut NM_012074 NP_036206 Q92784 DPF3_HUMAN 1 TTCTTTCGCTTGG 0.448

+ 5 1298 RXN3_uc010asv.1_ NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANcellular (Potential). 10 ACGGATGAGTGCC 0.567

- 3 1347 1ycu.3_Missense_ NM_016186 NP_057270 Q9UK55 ZPI_HUMAN 3 GCATTTCCTTGGT 0.502

- 3 980 RPINA1_uc010auz NM_000295 NP_000286 P01009 A1AT_HUMAN 1 ACCTTCACGGTGG 0.542

- 2 828 ydg.2_Missense_M NM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2 AAATGTGGTTCAC 0.388

+ 3 612 NM_003246 NP_003237 P07996 TSP1_HUMAN SP N-terminal. 6 GTGGAAGAAGCTC 0.582

+ 9 1879 NM_019074 NP_061947 Q9NR61 DLL4_HUMAN cellular (Potential). 2 AGTTCCCCGTGGG 0.652

+ 1 775 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GAAACAGAACTTT 0.463

+ 8 3781 2acl.2_Missense_M NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 1. 7 ATTTTTGGAAATT 0.313

+ 24 5650 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GCAATGGATGCAG 0.338

+ 2 1600 arh.2_Missense_M NM_015322 NP_056137 Q9UK73 FEM1B_HUMAN 0 GAAGGCCTTATAG 0.418

- 3 989 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMAN obular or compact configur 3 TCCACGGAGATTT 0.607

+ 21 2806 nb.1_Missense_Mu NM_004136 NP_004127 P48200 IREB2_HUMAN 0 AAAGATCATTTGA 0.368

+ 11 1430 G3_uc010uud.1_R NM_032039 NP_114428 Q9H0X4 ITFG3_HUMAN cellular (Potential). 1 GCCTAGCCCTCCC 0.672

- 2 469 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN 0 GGCTGTGGACGAG 0.736

+ 4 546 se_Mutation_p.I124 NM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4 TTTTAATTCAGCT 0.383

- 19 2721 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 TGTCCTCCACATA 0.458

+ 17 3624 e_Mutation_p.P828 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 TTTTCTCCAGAGA 0.418

+ 1 71 NM_144602 NP_653203 Q8WTQ4 CP078_HUMAN 1 CTGAAGGATTTAA 0.532

- 7 820 e_Mutation_p.P250 NM_000512 NP_000503 P34059 GALNS_HUMAN 2 AAGAAGGGTTTGG 0.602

- 5 540 e_Mutation_p.P15 NM_000512 NP_000503 P34059 GALNS_HUMAN 2 CAGGGGGTGGAA 0.567

- 2 885 4L|TRPV1_uc010vr NM_080706 NP_542437 Q8NER1 TRPV1_HUMANmic (Potential).|ANK 1. 1 CGGCTTCAAAGAT 0.567

- 6 1220 xk.1_Missense_Mu NM_015113 NP_055928 O43149 ZZEF1_HUMAN DOC. 4 CAGACTTCTTAAC 0.483

- 11 1743 gcb.2_Missense_M NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2 AATTCTCTTTGCA 0.358 rs147158339

- 6 775 ense_Mutation_p.P NM_020360 NP_065093 Q9NRY6 PLS3_HUMAN asmic (By similarity). 0 AGGAAGGGATGC 0.612

+ 1 67 P2R_uc010cog.1_R NM_004246 NP_004237 O95838 GLP2R_HUMANcellular (Potential). 3 GTCCACGAGCTG 0.647

+ 9 1907 hbj.2_Missense_Mu NM_003593 NP_003584 O15353 FOXN1_HUMAN 1 CATCTTCGATGCC 0.612

- 3 617 NM_001045 NP_001036 P31645 SC6A4_HUMAN lasmic (Potential). 4 GAACTCCGTTTTC 0.502

- 3 402 ense_Mutation_p.D NM_152781 NP_689994 A2RTY3 CQ066_HUMAN 3 CAGGTCGTGCCA 0.512

- 8 1386 P_uc010wfs.1_Intr NM_000422 NP_000413 Q04695 K1C17_HUMAN Tail. 2 CGGGAGGAGATG 0.652

- 12 1651 o.1_Missense_Mu NM_005374 NP_005365 Q14168 MPP2_HUMAN nylate kinase-like. 0 ATATTCCACTCTC 0.617

+ 26 3423 c010dag.2_Intron|L NM_005892 NP_005883 O95466 FMNL_HUMAN DAD. 1 AAGACGGTGCCC 0.582

- 5 1746 ikd.2_Missense_M NM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2 AAGACAGGCTGAA 0.343

- 15 2627 ws.1_Missense_Mu NM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17 GTTTTCCAGGGTC 0.423

+ 26 3881_3882wug.1_Missense_M NM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 1. 6 GCGTCCCCTCTG 0.559

+ 1 471 AL_uc010dkz.2_In NM_020412 NP_065145 Q7LBR1 CHM1B_HUMAN 0 ATGGACAAATTCG 0.517

+ 1 59 NM_005913 NP_005904 P33032 MC5R_HUMAN cellular (Potential). 6 AGGGCAACCTTTC 0.463

+ 14 1990 NM_005925 NP_005916 Q16820 MEP1B_HUMANcellular (Potential). 2 GAGGCTCCACCCG 0.463



- 5 696 T2_uc010dnf.2_3'U NM_002930 NP_002921 Q99578 RIT2_HUMAN 1 AGCCATGAAAAGC 0.423

+ 20 3706 _p.R868K|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 TCTTCAGGACTCT 0.388

- 8 1143 _p.E332K|SERPINB NM_002974 NP_002965 P48594 SPB4_HUMAN 3 ATAATTCGACTAC 0.463

+ 6 689 0xet.1_Missense_M NM_001040147 NP_001035237 O75635 SPB7_HUMAN 3 AATCTCCCAAGGT 0.408

- 6 820 _p.S178F|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN xtracellular (Potential). 4 CCTTCGGAACCGC 0.428

+ 2 1120 NM_173481 NP_775752 Q8IVT2 CS021_HUMAN 1 GAGGGCGCCCGT 0.682

+ 13 1539 p.G432D|FSD1_uc0 NM_024333 NP_077309 Q9BTV5 FSD1_HUMAN B30.2/SPRY. 1 GGTATGGTGTGGC 0.677

- 11 1183 _p.G382E|SEMA6B NM_032108 NP_115484 Q9H3T3 SEM6B_HUMANular (Potential).|Sema. 1 GCATCCCGGGGG 0.612

+ 2 924 0edk.1_Missense_ NM_014686 NP_055501 O15063 K0355_HUMAN 1 GCGGGTCCAAGCA 0.627

+ 10 2221 efi.2_Missense_Mutation_p.E373G|uc010efj.2_Missens Q3ZCX4 ZN568_HUMAN 2 AATGTGAAAAGGC 0.448 rs1363752

- 5 717 585B_uc002ofr.1_I NM_152279 NP_689492 Q52M93 Z585B_HUMAN 1 GTTTTTCTCCTGT 0.393

- 1 688 NM_020862 NP_065913 Q9P244 LRFN1_HUMAN xtracellular (Potential). 2 GAAGAGCCCGTC 0.667

+ 27 3502_3503 se_Mutation_p.P4 NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1 GCCGACCCAGCA 0.693

- 3 574 SG4_uc002owb.2_ NM_002780 NP_002771 Q00888 PSG4_HUMAN -like C2-type 1. 1 CCCTGGGATTTAA 0.532

+ 3 311 se_Mutation_p.Q54 NM_001007270 NP_001007271 Q9H840 GEMI7_HUMAN 1 GAATCCCAGGAGC 0.627

+ 2 232 pgk.1_Missense_M NM_018485 NP_060955 Q9P296 C5ARL_HUMANcellular (Potential). 1 ACGATTCTGTCAG 0.607

+ 4 379 _p.P69S|CCDC155 NM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2 CAGGGCCCCCAG 0.642

+ 14 1964 e_Mutation_p.E54 NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 CAGCCTGAGGATG 0.612

- 5 1190 ne.2_Missense_Mu NM_022103 NP_071386 Q5HYK9 ZN667_HUMAN C2H2-type 6. 1 AGGGGTGAAATC 0.388

- 11 1775 61T|ZIM2_uc002qn NM_015363 NP_056178 Q9NZV7 ZIM2_HUMAN 3 GGCAGGCTCTCTC 0.483

+ 3 362 NM_182626 NP_872432 Q96LS8 CB048_HUMAN 0 atttctaaggggatgaga 0

- 4 459 rdx.2_Missense_M NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 CCCCTGGGGATC 0.557

- 26 7173 NM_000384 NP_000375 P04114 APOB_HUMAN 27 CTACTTCATACCT 0.378

- 16 2333 i.1_RNA|ATAD2B_ NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 AGTGGTCTTATGA 0.448

+ 1 331 7L_uc010ymf.1_5' NM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0 ACTTCACCATCGC 0.522

- 38 5970_5971ADA_uc002rsx.3_M NM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3 ACCATCCTTTGAA 0.525

- 10 1796 _p.M512I|FSHR_u NM_000145 NP_000136 P23945 FSHR_HUMAN Name=6; (Potential). 8 CATGGCCATGCGC 0.527

+ 10 7466 g.2_Missense_Mut NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 ATGTTTCACCCAA 0.448

+ 12 1129 p.R335*|EPB41L5_ NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1 TCTCATCGATCAG 0.378

+ 6 1253 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN 1.|Extracellular (Potential). 10 AAGGGCGAGACG 0.562

- 17 2633 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5 TGCCCCCCATCAT 0.622

- 1 1637 NR_002826 0 CCAGCTCCGGGAA 0.642

- 73 12143 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 TTATTTCTGCATC 0.383

+ 9 1760 s.2_Missense_Muta NM_018328 NP_060798 Q9P267 MBD5_HUMAN 5 GGTTTTCATGGAG 0.448

- 123 17284 p.G2121E|NEB_uc NM_004543 NP_004534 P20929 NEBU_HUMAN 20 GATTTTCCTTTCT 0.403

+ 3 1180 NJ3_uc010zce.1_3' NM_002239 NP_002230 P48549 IRK3_HUMAN asmic (By similarity). 2 TTTTTTTCCTGTAA 0.388

- 22 4263 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN III. 13 TGGAAGGAATTGC 0.353

- 309 99378 Missense_Mutation_ NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GACCTTCGTTTAT 0.418

- 292 87727 863E|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCTCCTCCGTCTT 0.527

- 275 74985 616A|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCCATGTTACTAC 0.483

- 181 35412 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN p.E5233K(1) 153 ACATATTCGCCTTT 0.428

- 42 10036 _uc010zfj.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TACCAGGAAATTT 0.527

- 13 2269 1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCTTGTCTAGTAG 0.368

+ 7 2914 _p.Q934L|SGOL2_ NM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4 ATGTCCAAGAAAG 0.279

+ 3 646 D28_uc010ftx.2_M NM_006139 NP_006130 P10747 CD28_HUMAN cellular (Potential). 0 CTTTGTCCAAGTC 0.438

- 2 300 NM_006891 NP_008822 P07320 CRGD_HUMAN a crystallin 'Greek key' 2. 0 CATAGTCGCCGCG 0.657

+ 13 1433 e_Mutation_p.S440 NM_001875 NP_001866 P31327 CPSM_HUMAN 13 GTCTGTCCATTGG 0.373



+ 11 1230 _p.Q78K|VIL1_uc0 NM_007127 NP_009058 P09327 VILI_HUMAN Core. 1 GCTGCCCAGCAG 0.567

- 11 4921 e_Mutation_p.R159 NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 GTGGCTCGGAGC 0.542

+ 12 1514 yc.2_Missense_Mu NM_000751 NP_000742 Q07001 ACHD_HUMAN 3 TTTCCTGGGGACC 0.617

+ 9 1048 fye.1_Missense_M NM_005199 NP_005190 P07510 ACHG_HUMAN lasmic (Potential). 0 CGAGGGGTCCGC 0.617

+ 2 256 NM_173821 NP_776182 Q14D33 CB085_HUMAN 1 GGACAGGGCCA 0.706

- 7 1194 ggj.2_Missense_M NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 ATGTGGGTCTCTG 0.557

- 2 861 hk.1_Missense_M NM_021248 NP_067071 Q9UJ99 CAD22_HUMAN r (Potential).|Cadherin 1. 5 TGATGAACTCCGA 0.632

- 9 P56180 TPTE_HUMAN 5 AATTTTACCTAGCT 0.299 rs4041777

+ 6 770 yxz.2_Missense_M NM_007341 NP_031367 P55822 SH3BG_HUMAN u-rich (acidic). 0 AAGATTCCTAGGC 0.493

- 25 4734 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 5.|Extracellular (Potentia 11 TGATTGGAAAACT 0.488

+ 9 1092 zbj.2_Missense_M NM_018964 NP_061837 P57057 GLPT_HUMAN ical; (Potential). 0 TGCCTGGAGCCAT 0.592

- 1 469 .1_Intron|C21orf29 NM_198688 NP_941961 P60371 KR106_HUMANA repeats of C-C-X(3). 0 GCAGGGGGAGG 0.602

- 2 331 4R_uc002zru.2_5' NM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRRNT. 0 GCTGGGGGCAGC 0.667

- 18 2565 B1_uc003afl.2_Mis NM_001127 NP_001118 Q10567 AP1B1_HUMAN 2 GGCAGGGAGATC 0.657

- 4 887 _p.S103F|LARGE_ NM_004737 NP_004728 O95461 LARGE_HUMANmenal (Potential). 3 TCCATGGAGTAGG 0.672

- 6 1043 ssense_Mutation_ NR_002570 0 GTGGTCAAGGTG 0.627 rs1800754

- 31 4207 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 AGGTAGGAAACAG 0.572 rs147706980

+ 1 2110 vk.1_Missense_Mu NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5 CGGAGAACAAATT 0.517

- 5 1039 p.V170A|UBP1_uc NM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2 AATTCAACCGCAT 0.358

- 12 4842 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 CCATTTCCTTCTC 0.493

- 13 1066 2_uc003cgr.2_Intro NM_006309 NP_006300 Q9Y608 LRRF2_HUMAN -binding.|Ser-rich. 1 GACCATAAGGGT 0.358

- 11 1388 lx.2_Missense_Mu NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3 TCAATTCGTGCTA 0.577

- 3 478 OA_uc010hku.2_5' NM_001664 NP_001655 P61586 RHOA_HUMAN 2 TCAGGCGATCATA 0.493

+ 19 2720 _p.M853L|CACNA NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 TTGAACATGAAGG 0.428 rs138798164

+ 1 189 orf26_uc003dtk.1_R NM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1 CCGACTGGAGCAG 0.662

+ 4 2336 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5 ACGTCTCCTAAAA 0.488

+ 1 226 1bjn.1_Nonsense_M NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 CCACCTCGACCAC 0.502

- 6 784 ffk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN MAPK9, SMAD3 and proba 14 CCCGACGAAGTG 0.552

+ 2 211 z.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN cription activation. 12 CCATGTCCCAGAG 0.373

+ 4 1205 P366L|TACC3_uc0 NM_006342 NP_006333 Q9Y6A5 TACC3_HUMAN 2 AGCCTCCCTTGAG 0.602

- 1 387 T2A3_uc010ihp.1_R NM_024743 NP_079019 Q6UWM9 UD2A3_HUMANcellular (Potential). 2 AAAGTTCCTCTTA 0.338

+ 2 689 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANcellular (Potential). 1 TCATCTCCCCTCA 0.572

- 1 413 NM_032693 NP_116082 Q9BSU3 NAA11_HUMAN cetyltransferase. 2 CTGGTCCATCAG 0.557

+ 5 966 n_p.L78F|ARHGAP NM_001025616 NP_001020787 Q8N264 RHG24_HUMAN Rho-GAP. 0 GAGGGTCTCTTTC 0.488

+ 7 978 NM_004967 NP_004958 P21815 SIAL_HUMAN 0 GCCTATGAAGATG 0.478

+ 2 687 190A_uc010ikv.2_ NM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2 GACATTCTGTTGG 0.368

- 2 183 R38C|ADH1A_uc0 NM_000667 NP_000658 P07327 ADH1A_HUMAN 2 TAATACGAACTTC 0.348

- 7 582 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0 CCAGGGGCGAGG 0.522

+ 9 10628 _p.P1841L|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 AAGGTCCCTTTAC 0.498

- 1 2501 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN ical; (Potential). 5 CCTAAGGAAATAA 0.423

- 7 1247 p.R258K|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 CTGGTTCTGAAAC 0.323

- 15 2172 p.G578V|FSTL5_u NM_020116 NP_064501 Q8N475 FSTL5_HUMAN 8 ACATTCCCACTGG 0.413

- 6 1287 3iqr.1_Missense_M NM_017923 NP_060393 Q8TCQ1 MARH1_HUMANRING-CH-type. 2 CAAAGCGCAGTGT 0.527 rs146337383

+ 8 688 irn.2_Nonsense_M NM_007193 NP_009124 Q9UJ72 ANX10_HUMAN Annexin 3. 0 CCTATGGGAAGCC 0.502

+ 12 2015 ckb.1_Missense_M NM_017423 NP_059119 Q86SF2 GALT7_HUMAN ectin.|Lumenal (Potential). 1 CAGTAAAACGACT 0.363

+ 12 1865 n_p.L330S|SNX25_ NM_031953 NP_114159 Q9H3E2 SNX25_HUMAN PX. 5 AGAATTTACACCG 0.403

- 10 1686 NM_003966 NP_003957 Q13591 SEM5A_HUMANxtracellular (Potential). 2 ATGGCGCTCAGG 0.602



- 2 198 z.1_5'UTR|CTNND NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 TGGTCTGGAACAG 0.493

- 62 10543 AH5_uc003jfc.2_5'U NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 ATCTTTCTTTTTC 0.413

- 40 6625 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 CCTCATCAATCTA 0.373

- 7 1557 p.E394K|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 4. 7 CATTTTCGTAGAC 0.433

+ 12 1107 _p.S233L|RAI14_u NM_015577 NP_056392 Q9P0K7 RAI14_HUMAN 1 AGGAATCGGTATT 0.313

- 4 542 UGT3A1_uc011cor. NM_152404 NP_689617 Q6NUS8 UD3A1_HUMANcellular (Potential). 3 ATTATATCCTTTCT 0.303

+ 10 1905 _p.R370C|SLC1A3_ NM_004172 NP_004163 P43003 EAA1_HUMAN 0 AGGGATCGCCTCC 0.547

+ 2 293 NM_138453 NP_612462 Q96E17 RAB3C_HUMAN region (By similarity). 2 GGGATCGATTTCA 0.408

- 22 3708 o.2_RNA|ADAMTS NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 4. 0 TCCAAAGCCACCC 0.453

+ 20 4120 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GTTAATCCAAAAT 0.463

- 1 511 CC_uc003kql.3_Int NM_032028 NP_114417 Q9BXA7 TSSK1_HUMANProtein kinase. 5 CAGGGCTCCCCG 0.557

+ 5 1117 MTS19_uc003kvc.1 NM_133638 NP_598377 Q8TE59 ATS19_HUMANeptidase M12B. 9 AATCTTCGTGTGA 0.294

- 5 712 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2 CTGTCTCCTTCTT 0.577

- 6 1192 loh.3_Missense_M NM_004576 NP_004567 Q00005 2ABB_HUMAN WD 4. 2 TCACCTCCGTGAG 0.562

- 9 1051 oo.2_Missense_M NM_001387 NP_001378 Q14195 DPYL3_HUMAN 1 TAGTCCGGAGTAG 0.567

+ 4 588 RA6_uc003lyv.2_5' NM_000811 NP_000802 Q16445 GBRA6_HUMANcellular (Probable). 12 TTTTTCCGCCAGA 0.408

+ 15 2754 lzt.3_Splice_Site_p NM_001122679 NP_001116151 10 TTCTCAGCTTGGT 0.507

+ 2 250 tion_p.P62L|MIR12 NM_173664 NP_775935 Q8N8L6 ARL10_HUMAN 1 GCAGCCCGAGG 0.701

- 12 1673 59_splice|RASGEF NM_175062 NP_778232 Q8N431 RGF1C_HUMAN 1 GACTCACCTTAGA 0.507

- 7 998 A|MAK_uc010jou.2 NM_005906 NP_005897 P20794 MAK_HUMAN Protein kinase. 3 GAATAGCTTCATT 0.428

- 4 4456_4457 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 tagagaatccggtctcac 0 rs140560647

- 4 3499 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 atttaaattccaaaccac 0

+ 1 600 NM_030905 NP_112167 O76002 OR2J2_HUMAN cellular (Potential). 0 TTTCTGGGTACCC 0.478

+ 9 1269 1_Missense_Mutat NM_013993 NP_054699 Q08345 DDR1_HUMAN cellular (Potential). 9 CAGTGCCCCTTGG 0.667

- 22 7854 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 18. 0 GTGAAGGAGTCAA 0.692

+ 2 409 03obi.2_Splice_Site NM_019111 NP_061984 P01903 DRA_HUMAN 2 CAATGGTACCTCC 0.463

- 52 4075 se_Mutation_p.P1 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 CCCGAGGGCCAC 0.602

- 7 1749 fb.2_Missense_Mu NM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0 GGATATCCTGCAG 0.478

+ 11 1235 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN Name=7; (Potential). 5 TCACCTCCTTCCA 0.527

+ 2 241 ML4_uc003oqd.2_ NM_198153 NP_937796 Q6UXN2 TRML4_HUMAN g-like V-type. 1 CCAAGAGAGGGC 0.537

+ 1 3325 ze.2_Nonsense_Mu NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6 ATACCAGAAGAAG 0.373

+ 6 1150 _p.L355V|GPR115_ NM_153838 NP_722580 Q8IZF3 GP115_HUMAN cellular (Potential). 8 CCAACCTTGGGGG 0.473

+ 2 268 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 AGGAACGAGTTTC 0.383

+ 2 237 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANcellular (Potential). 2 TGCAATGATTCAG 0.318

+ 4 1963 dxm.1_Missense_M NM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0 AATAAATTTAATGC 0.264

- 27 1961 _p.G174E|COL9A1 NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL2). 4 GAATTTCCCATCT 0.423

- 11 1175 COL9A1_uc003pff. NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 CCCTTTGACCCAA 0.388

+ 34 5092 pgg.2_Missense_M NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10 CTCCCCTCACCCG 0.512

- 1 86 F1A1_uc003phh.2_ NM_001402 NP_001393 P68104 EF1A1_HUMAN P (By similarity). 0 CCGAATCTACGTG 0.423

- 2 3738 n_p.Q59*|CNR1_uc NM_001160260 NP_001153732 P21554 CNR1_HUMAN cellular (Potential). 2 TCTCTTGGAAGGG 0.453

- 5 940 pqi.1_Missense_Mu NM_001040179 NP_001035269 Q969V1 MCHR2_HUMANName=5; (Potential). 8 GTAGAGGGAAAAA 0.279

+ 18 2506 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 AGGCTCGGATCAA 0.428

- 9 2354 NM_001042475 NP_001035940 Q5SZL2 CF204_HUMAN Potential. 1 AGGCATCTTTCTA 0.323

+ 4 837 as.1_Missense_M NM_032784 NP_116173 Q9BXY4 RSPO3_HUMAN TSP type-1. 0 CAGCATCCTTCAG 0.453

- 12 2397 bu.1_Missense_Mu NM_002844 NP_002835 Q15262 PTPRK_HUMAN tential).|Fibronectin type-III 8 GGTTTCCCGGGG 0.542

+ 19 2044 qbu.2_Missense_M NM_032438 NP_115814 Q96JM7 LMBL3_HUMAN 6 CTTCTTCCCCTGA 0.348

- 13 1756 _p.R477K|SAMD3_ NM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1 TCAATCCTAAATA 0.413



- 7 1084 kgh.2_Missense_M NM_022568 NP_072090 Q9H2A2 AL8A1_HUMAN 4 AGAGCTCTCTTGA 0.463

+ 6 1352 qe.2_Missense_M NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 CAAATTCCTTGCT 0.433

+ 18 4911 p.E1547K|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Pro-rich. 2 AGAAGGGAGATCA 0.512

+ 34 5543 NM_001040001 NP_001035090 P55196 AFAD_HUMAN 5 TTGACATTCAAGG 0.418

- 41 5823 km.1_Missense_M NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 GCAGGAAGCAGC 0.682

+ 20 3092 o.2_Missense_Mu NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 4. 6 ATCTTGGACACAT 0.423

+ 8 911 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 TATAGGGAAAGTT 0.323

- 2 904 A3_uc003syk.2_5' NM_002141 NP_002132 Q00056 HXA4_HUMAN 1 GAGGCCGAATTGG 0.398

+ 4 871 _p.S89F|HECW1_ NM_015052 NP_055867 Q76N89 HECW1_HUMAN 23 ACTATTCCATCGG 0.592

- 5 569 n_p.P126L|VOPP1 NM_030796 NP_110423 Q96AW1 VOPP1_HUMANCytoplasmic (Potential). 0 CCGACAGGGTTCA 0.632

+ 5 1216 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN C2H2-type 6. 1 ACAAGAGAATTCA 0.408

+ 11 1750 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMAN ectin.|Lumenal (Potential). 7 ATCCTCCGCAGCT 0.627

- 7 12903 p.P4205L|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TGAATAGGTGAAA 0.383

+ 2 1152 p.G16E|GRM3_uc0 NM_000840 NP_000831 Q14832 GRM3_HUMAN 13 CAAAGGGATTTTT 0.398

- 3 1046 TEAP4_uc003ujt.2_ NM_024636 NP_078912 Q687X5 STEA4_HUMAN c oxidoreductase. 0 TAATATCGAATAG 0.428

+ 12 1524 _p.C379Y|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN WD 3. 4 AAATGTGTTCCTG 0.433

- 2 346 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN IMD. 1 AAATTTCGCAGCC 0.299

- 1 493 _p.G113S|ACHE_u NM_000665 NP_000656 P22303 ACES_HUMAN 2 CGGTGCCCTCAAA 0.597

+ 6 853 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN ntial).|ABC transmembrane 5 GGGCTAGGGAGA 0.433

+ 1 1022 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANCNIP2.|Cytoplasmic (Potent 5 GGGTGGATGCCT 0.612

- 1 638 DPS2_uc010lkq.2_ NM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0 ACATGGGAAATAC 0.448

- 8 686 SGA14_uc003vqa.2 NM_018718 NP_061188 Q9BYV8 CEP41_HUMAN Rhodanese. 0 ATACATATTCAAGA 0.368

+ 17 3000 ub.2_Missense_M NM_015905 NP_056989 O15164 TIF1A_HUMAN 8 CCTGTTCCTCTAA 0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 1 719 NM_176817 NP_789787 P59533 T2R38_HUMAN lasmic (Potential). 2 CCAGAAGAAACCA 0.458

- 4 617 TRPV6_uc010lou. NM_018646 NP_061116 Q9H1D0 TRPV6_HUMAN ytoplasmic (Potential). 2 AGGGCTCGCACC 0.572 rs150734746

- 7 1114 bz.2_Missense_Mu NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN lasmic (Potential). 6 AGGAGTCGATCTC 0.557

+ 5 682 CLCN1_uc010lox.1 NM_000083 NP_000074 P35523 CLCN1_HUMAN 5 ATACTTCGTGGGG 0.507 rs143506735

+ 1 840 NM_012369 NP_036501 Q13607 OR2F1_HUMANcellular (Potential). 3 TCCAGTCCCTCTG 0.478

+ 3 4687 _p.E157K|ABP1_u NM_001091 NP_001082 P19801 ABP1_HUMAN 6 CTGCAGGAAGCC 0.602

- 4 690 sense_Mutation_p. NM_173833 NP_776194 Q6ZMJ2 SCAR5_HUMANcellular (Potential). 2 TGCGCGGCCTGG 0.577

- 7 854 NM_000637 NP_000628 P00390 GSHR_HUMAN 5 TCTTAGAACCCAG 0.413

+ 7 762 2_uc010lwz.1_Intr NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2 CTGGGGGAGAGA 0.478

- 17 2585 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 CCGCCCATCCGAG 0.662

- 5 541 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN LRR 5. 2 TCTAATCTCAGAA 0.433

+ 4 1274 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GAAAGTCGATCAT 0.408

+ 4 2679 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TGGCATCTGGGT 0.333

+ 10 1775 ense_Mutation_p.Q NM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5 CCCTCCAGGGAC 0.468

- 4 588 PA6_uc003xxs.2_M NM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2 TGAAGATCTTCTA 0.383

+ 2 620 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 TAAACAGGAAGAC 0.507

+ 1 339 NM_003301 NP_003292 P34981 TRFR_HUMAN Name=3; (Potential). 3 ATTTGGGAATTAA 0.463

+ 46 7005 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN ular (Potential).|G8 1. 14 TGGACTCGCTTGG 0.383 rs73309320

- 48 7683 p.E2468D|CSMD3_ NM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential). 63 ATCAAATTCCTTT 0.328

- 38 6280 ynt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN ar (Potential).|CUB 11. 63 CAAGATGAAATCC 0.274

+ 22 3001 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Potential). 11 ATGAGCCCCCCAG 0.488

- 61 4742 ljo.1_Missense_M NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN y-rich.|Collagen-like 14. 13 GGTAGTCCTTGGG 0.602

- 40 5798 .G1289E|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN l).|Tyrosine-protein phospha 22 TCAGATCCTTCTA 0.388



- 2 384 DKN2A_uc010miu.2 NM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 2. )|p.V28_V51de 3678 CCACTCGGGCGC 0.677 rs121913387

- 1 2639 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 GGCTTTTTTTATAT 0.453

- 1 637 NM_019897 NP_063950 Q9NQN1 OR2S1_HUMANcellular (Potential). 1 TTGATGGAAATGT 0.473

+ 2 121_122 aah.1_Missense_M NM_014907 NP_055722 Q5SYB0 FRPD1_HUMAN 9 GCTTCGGCGCTC 0.525 rs146611803

- 4 1896 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 CGTCCCGAAGCTG 0.542 rs138779714

+ 21 2415 akq.3_Missense_M NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 CAGCTGCTTTACA 0.323

- 6 679 awo.1_Missense_M NM_014930 NP_055745 Q9Y2H8 ZN510_HUMAN 0 CAGCTACATGCAG 0.333

- 1 208 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN Name=2; (Potential). 0 AGATGTCCAAGAA 0.478

+ 2 193 TGS1_uc004bmf.1 NM_000962 NP_000953 P23219 PGH1_HUMAN 2 CCGCTCCCCGTC 0.672

+ 27 2939 bwu.2_Nonsense_M NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 CAAGATCGATACT 0.547

+ 15 3182 _p.P626S|BAT2L1_ NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 GTTCCCCCCATGA 0.562

- 3 436 NM_006753 NP_006744 O75683 SURF6_HUMAN 1 GCAGTCGCTGTCG 0.632

- 2 240 N10_uc011mee.1_Missense_Mutation_p.D61N|LCN10_u Q6JVE6 LCN10_HUMAN 1 TCTTGTCCCTGGC 0.647

- 5 3009 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 GGTGACGATCCAA 0.502

+ 2 115 Intron|ARHGAP6_ NM_001142 NP_001133 Q99217 AMELX_HUMAN 0 CTTTTGCCATGCC 0.403

- 5 1109 se_Mutation_p.P16 NM_002641 NP_002632 P37287 PIGA_HUMAN lasmic (Potential). 0 CCTCAGGAATTCC 0.373

+ 5 825 PS2_uc010nfr.2_5 NM_206923 NP_996806 O15391 TYY2_HUMAN 2 CATTTGCAACTTA 0.343

+ 2 692 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN MAGE. 1 GTGGATCCCATCA 0.438

+ 1 277 NM_000531 NP_000522 P00480 OTC_HUMAN 2 CTTCATGGTTCGA 0.383

- 4 568 orf38_uc004dev.1_ NM_144970 NP_659407 Q8TB03 CX038_HUMAN 1 TTCAGAAAATTTT 0.358

- 10 1213 MTMR8_uc004dvt.1 NM_017677 NP_060147 Q96EF0 MTMR8_HUMAN ularin phosphatase. 4 CTTTGGGAAAACT 0.343

+ 4 928 _p.P229H|EDA_uc0 NM_001399 NP_001390 Q92838 EDA_HUMAN (Potential).|Collagen-like. 3 GACCCCCTGGCC 0.453

- 3 4825 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 GTTTTCCCATTGC 0.453

+ 2 512 NM_005296 NP_005287 Q99677 LPAR4_HUMAN cellular (Potential). 3 ATGATTCCTTCAA 0.403

+ 5 352 OL_uc010nmp.2_I NM_198450 NP_940852 Q6UXV4 APOOL_HUMAN 0 TTCTTCCGAAAAT 0.338

+ 6 1339 efa.2_Missense_Mu NM_019117 NP_061990 Q9C0H6 KLHL4_HUMAN 5 TTGAAACCAGTTC 0.378

+ 13 2432 emj.3_Missense_M NM_018015 NP_060485 Q6NSI4 CX057_HUMAN 3 AACCATGAGATAG 0.269

- 2 439 NM_031273 NP_112563 Q9BXU2 TX13B_HUMAN 1 GCTGTTCCTTGAG 0.567

- 11 2623 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5 GTCTGAGAGGCA 0.453

- 2 438 ve.3_Missense_Mu NM_001421 NP_001412 Q99607 ELF4_HUMAN 1 TCCATCCCGTTGC 0.527

- 5 737 wf.2_Missense_Mu NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN 2.|Extracellular (Potential). 5 CATATCCCTCTTT 0.502

+ 4 1601 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GGTTTTCCCCAGT 0.458

+ 15 1663 MR1_uc004fcl.3_Mi NM_002024 NP_002015 Q06787 FMR1_HUMAN ction with RANBP9. 3 ATAGGAACTAATT 0.388

+ 3 739 _p.Q195*|MAGEA4 NM_002362 NP_002353 P43358 MAGA4_HUMAN MAGE. 3 TAATAATCAGATCT 0.547

- 3 993 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0 GCCGGGGACCTG 0.527

+ 26 4744 NM_017514 NP_059984 P51805 PLXA3_HUMAN lasmic (Potential). 3 AGCGTCCCAAAGC 0.607

- 18 6092 1_Missense_Muta NM_000132 NP_000123 P00451 FA8_HUMAN A 3.|Plastocyanin-like 6. 11 TGAATAGAATGGA 0.403

- 6 1023 _p.P286L|TMLHE_ NM_018196 NP_060666 Q9NVH6 TMLH_HUMAN 1 TCCTCAGGTGCCT 0.418

- 19 1803 p.R307C|ACAP3_u NM_030649 NP_085152 Q96P50 ACAP3_HUMAN 0 CTCGGCGGAACT 0.667

- 4 496 K4_uc010nza.1_In NM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3 CATGGGGGATGTT 0.532

+ 9 1355 p.D383N|PIK3CD_ NM_005026 NP_005017 O00329 PK3CD_HUMAN 7 ATCTGCGACCTGC 0.617 rs149331749

+ 21 3619 BE4B_uc010oaj.1_ NM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4 TACCTTCCCTGAT 0.458

- 4 1248 NM_001146344 NP_001139816 O60813 PRA11_HUMAN LRR 6. 0 GCCATGCAGATG 0.532 rs143004725

+ 4 966 NM_001012276 NP_001012276 Q5VWM4 PRAM8_HUMAN 0 TCCTTGGAGATGG 0.552

+ 5 805 M1_uc001axg.1_M NM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN Pro-rich. 1 AGGAGGCTCCTG 0.667

- 8 949 1_Intron|MST1P9_ NR_002729 0 GGTTCCAGCAGAA 0.662 rs1806514

+ 3 519 n_p.L63P|PIGV_uc NM_017837 NP_060307 Q9NUD9 PIGV_HUMAN menal (Potential). 1 GCGGCCTGTCTCA 0.552



+ 6 682 _p.A160V|SYTL1_u NM_032872 NP_116261 Q8IYJ3 SYTL1_HUMAN 1 GGAGGCGTCCCA 0.612

+ 1 4075 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|8. 0 GAGCCCACCTCCC 0.726 rs783822

- 7 1547 .2_Intron|PPIE_uc0 NM_001720 NP_001711 P34820 BMP8B_HUMAN 0 GCGGTGCTTGCG 0.632

+ 7 884 oki.1_Missense_Mu NM_014663 NP_055478 O75164 KDM4A_HUMAN JmjC. 1 CTCCGCCACAAGA 0.388

+ 3 765 NM_057176 NP_476517 Q8WZ55 BSND_HUMAN lasmic (Potential). 2 AGGGGAAAGACG 0.612

- 9 1667 zu.1_RNA|C1orf168 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 TCATCTGAATTTT 0.458

- 3 429 _p.R59Q|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN -receptor class A. 4 TCACATCGCACTT 0.483

- 10 1481 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCCTCTCCTTTCT 0.413

+ 6 1139 PHN2_uc001div.2_ NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 TGCGGAGTCCTCT 0.393

- 10 1919 _p.P443S|TGFBR3 NM_003243 NP_003234 Q03167 TGBR3_HUMANracellular (Potential). 3 AGGTAGGATCCAA 0.537

+ 6 428 CDC76_uc009wea. NM_019083 NP_061956 Q9NUP7 TRM13_HUMAN Potential. 1 TCTACACTTAAAG 0.373

- 36 3107 _p.P942L|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 GGTCCAGGGAATC 0.388

+ 10 5328 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANPotential).|Laminin G-like 2. 8 TGGCCCGTGGCT 0.672 rs142723500

+ 21 3815 m.1_3'UTR|MAGI3_ NM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN 6 AAAGTAGAAAATG 0.408

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 CTTCTTGTCCAGC 0.458 rs121913254

- 3 460 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN T-box. 2 GATGTGGATCTAG 0.443

- 5 1313 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 1. 2 TTTGAATAAGTGA 0.468

- 1 80 H2AC_uc001etd.2_ NM_003528 NP_003519 Q16778 H2B2E_HUMAN 1 GAGCCCTTTTTAG 0.537

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 CCGTGGGTCTCAG 0.612 rs3814301

- 3 862 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 TTCTGGTCATTGG 0.602

- 7 1015 _p.T175A|C1orf43 NM_001098616 NP_001092086 Q9BWL3 CA043_HUMAN 0 ACTGAGTTAGGT 0.507

- 7 1100 |CLK2_uc001fjx.2_ NM_003993 NP_003984 P49760 CLK2_HUMAN Protein kinase. 0 GAAGGCCATGTGG 0.567

+ 6 1992 tion_p.P119L|RUSCNM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN RUN. 2 TAGCCCCGCTGAG 0.642

+ 1 274 NM_001231 NP_001222 P31415 CASQ1_HUMAN 1 AGACAGGATGGG 0.632

- 4 314 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0 GCCTTGAGTAAAT 0.478

+ 5 1928 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3 AGTCTATGGCAAG 0.642

+ 6 918 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2 GCTCTTCGGTTGC 0.323

+ 2 123 NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4 AGGGCCCAAGAC 0.612

+ 46 6392 p.S1964F|CACNA1 NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GTCAATCCAGGTC 0.587

- 32 4698 zl.1_Missense_Mu NM_017596 NP_060066 O75037 KI21B_HUMAN WD 4. 6 GGGTGACCGTCAG 0.622

+ 13 1162 b.2_RNA|LGR6_uc NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN xtracellular ( p.E388K(1) 10 ATCTGGGAAATTG 0.647 rs143455603

- 4 839 bz.2_Missense_Mu NM_002644 NP_002635 P01833 PIGR_HUMAN 2.|Extracellular (Potential). 3 GGCAGAGATACTG 0.502

- 10 1627 NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN G-patch. 1 GTAGAGGAAATCC 0.473

- 4 796 w.1_Missense_Mu NM_003268 NP_003259 O60602 TLR5_HUMAN ular (Potential).|LRR 2. 4 AACAGTCCCTGAA 0.403

- 16 2384 NM_001618 NP_001609 P09874 PARP1_HUMANRP alpha-helical. 10 ATCAGGGTGTAAA 0.562

- 14 1632 C13_uc001hug.3_M NM_024525 NP_078801 Q8NBP0 TTC13_HUMAN 2 AATGCGGCCAAAC 0.468

+ 5 1075 hvy.1_Missense_M NM_173508 NP_775779 Q8IY50 S35F3_HUMAN ical; (Potential). 2 CTGCATTCCTATTA 0.418

- 9 2113 d.2_Missense_Mut NM_002508 NP_002499 P14543 NID1_HUMAN EGF-like 2. 2 AGCAGGGATTCTG 0.562

+ 36 4966 NM_001035 NP_001026 Q92736 RYR2_HUMAN ilarity).|4 X approximate rep 33 CGCCAAGGCTGG 0.527

+ 3 235 n_p.P33S|NLRP3_ NM_001079821 NP_001073289 Q96P20 NALP3_HUMAN DAPIN. 26 GACTATCCTCCCC 0.547

+ 1 481 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMANcellular (Potential). 1 CATGCAACTTTTA 0.488

+ 1 788 NM_001005495 NP_001005495 Q8NH03 OR2T3_HUMAN Name=6; (Potential). 1 TCTACACCTACAT 0.542

- 7 2002 NM_018702 NP_061172 Q9NS39 RED2_HUMAN A to I editase. 3 AGGACGCCGTCC 0.682

+ 12 1590 KR1C3_uc001ihr.2_ NM_001353 NP_001344 Q04828 AK1C1_HUMANDP (By similarity). 2 ACAAGCGAACCCC 0.597 rs140396306

+ 10 1991 NM_018706 NP_061176 Q96HY7 DHTK1_HUMAN 2 GGTTTCTAGAGGT 0.478

- 14 1773 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 1. 19 CCATTTCTTAAAT 0.403

+ 14 1925 NB2_uc001ipw.2_ NM_201596 NP_963890 Q08289 CACB2_HUMAN 3 AGTGCAACAAGCA 0.552



+ 11 1796 e_Mutation_p.E33 NM_032812 NP_116201 Q6UX71 PXDC2_HUMAN ar (Potential).|Thr-rich. 4 CCAGTGGAAACTT 0.423

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGCGGAAA 0.423

+ 3 1179 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0 GTCATGGAATGCC 0.527

- 3 455 os.2_Missense_Mu NM_019893 NP_063946 Q9NR71 ASAH2_HUMANmenal (Potential). 0 ACTGTTCGATTGG 0.473

+ 10 2170 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 CACCCCCTTTGAT 0.552

+ 2 1481 jmx.3_Intron|CTNN NM_178011 NP_821079 Q86VH5 LRRT3_HUMAN cellular (Potential). 3 CTTGCTGGGAATA 0.423

+ 6 1401 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi p.Y27_N212>Y 2334 ATTCACTGTAAAG 0.408 rs121909223

+ 5 1062 C19_uc009xus.1_I NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 GTATTGGAGAGAA 0.338

+ 1 1222 NM_000684 NP_000675 P08588 ADRB1_HUMANasmic (By similarity). 0 CTGCCGCAGCCC 0.701

+ 2 417 42F|C10orf137_uc NM_015608 NP_056423 Q3B7T1 EDRF1_HUMAN 10 TTATTTCTTGGAG 0.388

+ 14 2283 ou.3_Missense_Mu NM_025092 NP_079368 Q32M88 ATHL1_HUMAN 3 TGGGTTCCTCCAG 0.612

+ 47 6781 b.2_Missense_Mut NM_017511 NP_059981 Q9HC84 MUC5B_HUMANain repeats.|Cys-rich subdom 0 GAGGGGACGTTG 0.602

- 1 542 NM_001012708 NP_001012726 Q6L8H2 KRA53_HUMAN A repeats of C-C-X-P. 2 TGGGAGCAGCTG 0.388

+ 1 370 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 GTGGCTCCTGTGG 0.697

+ 8 1186 _p.R144G|KCNQ1_ NM_000218 NP_000209 P51787 KCNQ1_HUMAN lasmic (Potential). 1 AAGCAGAGGCAG 0.602

+ 2 246 8_uc001lwy.2_Non NM_183233 NP_899056 Q96BI1 S22AI_HUMAN 3 GGGACCAGGGC 0.652

- 1 871 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMAN Name=7; (Potential). 4 ATGGAGGAAGAAG 0.448

- 1 483_484 NM_001005329 NP_001005329 Q8NGJ6 O51A4_HUMAN Name=4; (Potential). 3 GAAAGGGAAGGG 0.436

- 1 329 _uc001mam.1_Int NM_001005288 NP_001005288 Q9H343 O51I1_HUMAN Name=3; (Potential). 1 ATGAAGGAGAAAG 0.443

- 1 1304 G2_uc001mak.1_In NM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3 TTTGAAGAGAAAC 0.507

- 1 344 .1_Intron|TRIM22_ NM_001001922 NP_001001922 Q8NH56 O52N5_HUMAN Name=3; (Potential). 2 GTGAACCCATGAA 0.493 rs143745000

+ 13 2012 yhm.2_Missense_MNM_001142307 NP_001135779 P32780 TF2H1_HUMAN 0 GGGGCACTTATGC 0.463

- 2 485 mri.1_Missense_M NM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0 TCCCATGGTGTCA 0.418

+ 2 146 orf74_uc001mwx.1_ NM_138787 NP_620142 Q86VG3 CK074_HUMAN 0 AAATTCCTTAATT 0.358

- 4 1035 NM_003654 NP_003645 O43916 CHST1_HUMANmenal (Potential). 5 GAGGTCGCGGC 0.662

+ 20 2395 ck.1_Missense_Mu NM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3 TGACGTCGTTGGT 0.657

- 5 1046 .1_Intron|RAPSN_ NM_005055 NP_005046 Q13702 RAPSN_HUMAN TPR 6. 1 CGATCTCGGTCAT 0.652

+ 1 986 NM_001004702 NP_001004702 Q8NH37 OR4C3_HUMAN lasmic (Potential). 1 TTACATGGTAAGA 0.328

- 1 1122 LNR_uc001njn.3_R NM_005161 NP_005152 P35414 APJ_HUMAN lasmic (Potential). 6 TTTGGGCGATGAA 0.627

+ 1 586 NM_001004708 NP_001004708 Q8NGJ1 OR4D6_HUMAN Name=5; (Potential). 1 GCTTTGGAGCTTT 0.527

- 5 15458_15459NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 AGGCTGGCATCA 0.441

+ 5 352 w.1_RNA|TSGA10I NM_152762 NP_689975 Q3SY00 T10IP_HUMAN 0 CCTTCCCCTTCCA 0.662

- 1 2139 NM_020404 NP_065137 Q9HCU0 CD248_HUMAN ical; (Potential). 3 AGTACACGATGCC 0.602

- 3 566 4HA3_uc010rrj.1_M NM_182904 NP_878907 Q7Z4N8 P4HA3_HUMAN 1 AGAGCCGTTTGGG 0.507

+ 8 637 009yuo.1_Nonsens NM_018367 NP_060837 Q9NUN7 ACER3_HUMAN ical; (Potential). 0 TATACATCATTGGG 0.318

+ 2 113 on_p.E5D|C11orf67 NM_024684 NP_078960 Q9H7C9 CK067_HUMAN 0 CCCTGAAATTGCT 0.378

- 17 2082 yp.2_Intron|INTS4_ NM_033547 NP_291025 Q96HW7 INT4_HUMAN 2 AAATACAAAGGGG 0.478

- 22 3614 NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN cellular (Potential). 4 AGATTTCCTCCTG 0.582

- 2 1005 _p.T194A|TRPC6_ NM_004621 NP_004612 Q9Y210 TRPC6_HUMAN lasmic (Potential). 4 GGCTGGTTGCTAA 0.463

- 6 5135 vz.1_Missense_Mu NM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5 ACAGTAATGGGGA 0.453

- 9 937 P28_uc001poi.2_5 NM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7 CTTCACGAACCCC 0.358

+ 3 556 NM_182495 NP_872301 Q96DL1 FA55B_HUMAN 1 GGGCCAGGATGTA 0.552

- 7 1417 1pri.1_Missense_M NM_020693 NP_065744 Q8TD84 DSCL1_HUMANPotential).|Ig-like C2-type 5. 8 AAGGACGAGACG 0.682

- 2 206 01prt.1_5'UTR|TMP NM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANepeats of A-S-P-A-[GLQR]. 1 GATGCCTGGGCTG 0.637

- 2 203 01prt.1_5'UTR|TMP NM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANepeats of A-S-P-A-[GLQR]. 1 GCCTGGGCTGGAG 0.632

+ 1 650 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMAN Name=5; (Potential). 1 TGGGATCGTACAC 0.517 rs138187932

+ 10 1311 _p.E368K|VWA5A_ NM_001130142 NP_001123614 O00534 VMA5A_HUMAN VWFA. 2 GGCACTGAAATCT 0.522



- 1 158 NM_012378 NP_036510 Q15620 OR8B8_HUMAN lasmic (Potential). 1 AAGTGAGAGTTGA 0.478

+ 2 1064 n_p.V134I|NTM_uc NM_016522 NP_057606 Q9P121 NTRI_HUMAN 6 TGCAAGGTAGGT 0.552

- 7 1237 dy.1_Missense_Mu NM_152640 NP_689853 Q8IZD4 DCP1B_HUMAN 1 GGAGCTCTGCTGC 0.572

- 1 46 0sge.1_Missense_ NM_174941 NP_777601 Q9NR16 C163B_HUMAN 11 GCCACGAGTTTT 0.378

+ 3 660 NM_024865 NP_079141 Q9H9S0 NANOG_HUMAN Homeobox. 0 GAGAATGAAATCT 0.373

- 1 206 LRC3_uc010shc.1_ NM_002261 NP_002252 Q07444 NKG2E_HUMAN lasmic (Potential). 3 TCAATCCCTTGAT 0.348

- 3 630 NM_006248 NP_006239 0 GCTTTCCTGGAGG 0.592

- 6 855 _p.P279S|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMAN lasmic (Potential). 6 GATTTGGATGATC 0.353

- 2 655 T10_uc009zju.1_5'U NM_198992 NP_945343 Q6XYQ8 SYT10_HUMAN lasmic (Potential). 2 GGCTTTTCATTTTC 0.398

- 35 5221 NM_025003 NP_079279 P59510 ATS20_HUMAN 19 ATAAATCTAAAGA 0.303

- 1 82 NM_025003 NP_079279 P59510 ATS20_HUMAN 19 GCCTGGGGTGGA 0.652

- 2 1381 S7L_uc001rns.3_M NM_001098615 NP_001092085 Q9H0K6 PUS7L_HUMAN 1 CTTTTCCTTCTTG 0.348

- 11 893 rqv.2_Missense_M NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 CCATGGGACCCTA 0.478

- 5 654 NM_014470 NP_055285 Q92730 RND1_HUMAN 1 AGCATGGATGCCG 0.552

- 6 1186 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 2. 1 TGATCTCGTTCCG 0.547 rs145550883

- 2 616 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2 CCAGAACCTTGTT 0.537

- 2 948 NM_005554 NP_005545 P02538 K2C6A_HUMAN Coil 1B.|Rod. 5 AGTCCTCCACCAG 0.542

+ 1 478 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=4; (Potential). 3 GTAATGCTTCTGC 0.438

+ 8 877 q.2_Missense_Mut NM_005269 NP_005260 P08151 GLI1_HUMAN 15 CGGAAGGAGTTC 0.597

+ 3 336 n_p.P85L|MSRB3_ NM_198080 NP_932346 Q8IXL7 MSRB3_HUMAN 2 GAACTCCATTGTT 0.318

- 2 335 wa.3_Missense_Mu NM_002837 NP_002828 P23467 PTPRB_HUMAN III 1.|Extracellular (Potentia 3 ACTGTTCTCTCTT 0.458

- 1 734 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2 GAATTTCCAGAAT 0.647

+ 6 935 zth.1_Missense_M NM_152435 NP_689648 Q96NU7 HUTI_HUMAN 1 GAACTGGGAGCG 0.483

+ 12 1507 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 1. 14 ATTGCTGGTCAGA 0.378

- 3 291 .2_RNA|MMAB_uc NM_052845 NP_443077 Q96EY8 MMAB_HUMAN 0 CTTTCTCCTGTGA 0.393

- 10 1584 tqp.3_Missense_M NM_016238 NP_057322 Q9UJX3 APC7_HUMAN TPR 7. 0 TCCATTGCCTCCT 0.517

+ 8 1819 NM_006187 NP_006178 Q9Y6K5 OAS3_HUMANOAS domain 2. 1 GAGGGCGAGCATA 0.557

- 9 620 k.2_Missense_Mut NM_002150 NP_002141 P32754 HPPD_HUMAN 0 CGGACACCATCTC 0.582

- 14 1485 _p.V214I|ZCCHC8_ NM_017612 NP_060082 Q6NZY4 ZCHC8_HUMAN 0 GTGGTACCTCCAT 0.413

- 2 614 2AP1_uc001uep.2_ NM_004642 NP_004633 O14519 CDKA1_HUMAN 0 GAAGACGTTGCCA 0.622

+ 11 739 au.1_Missense_M NM_001516 NP_001507 Q13889 TF2H3_HUMAN 0 ATCAGAGATCTCA 0.393

- 8 1272 _p.C278G|RIMBP2 NM_015347 NP_056162 O15034 RIMB2_HUMAN onectin type-III 1. 11 TGACGCACTGCAC 0.627

- 3 338 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 CATCTTCCTTCCC 0.522

+ 10 1663 qw.2_Missense_Mu NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1 CTGTCCCGGCGC 0.617

- 2 666 R12_uc010tdl.1_5'U NM_005288 NP_005279 P47775 GPR12_HUMAN lasmic (Potential). 0 CGAATGGTACGTC 0.577

+ 42 6907 n_p.R27Q|NBEA_u NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 CAAACCGAAGTAA 0.343

- 2 748 B_uc010aez.1_Mis NM_001122659 NP_001116131 P24530 EDNRB_HUMANcellular (Potential). 0 CCTCTGCCAGCAG 0.463

- 10 1246 oz.2_Missense_Mu NM_052867 NP_443099 Q8IZF0 NALCN_HUMAN lasmic (Potential). 16 CATCTTCATGAAA 0.448

- 5 1085 _p.A232V|NOVA1_ NM_002515 NP_002506 P51513 NOVA1_HUMAN p.A256D(1) 5 ACATTGGCATAAC 0.458

+ 7 903 wrt.2_Missense_Mu NM_173159 NP_071406 Q8IXF0 NPAS3_HUMAN 2 TCAAATCATCAGG 0.478

- 16 2499 p.V703A|RALGAPA NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 TGTCCAACTCCTG 0.413

+ 9 1025_1026 NM_002687 NP_002678 Q9H307 PININ_HUMAN tential.|Glu-rich. 1 AAGAGGGTAAGG 0.351

- 9 1304 KL1_uc001wxz.2_In NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 taggagggggatgcctg 0

- 11 2661 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 GTCACTTTTTGTA 0.507

- 5 557 ense_Mutation_p.P NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 TCCTTGGATTTCC 0.572

- 8 785 ari.1_Missense_Mu NM_012074 NP_036206 Q92784 DPF3_HUMAN 1 TATTGGGAATGAC 0.512

- 5 516 ri.1_Missense_Mut NM_012074 NP_036206 Q92784 DPF3_HUMAN 1 TTCTTTCGCTTGG 0.448



+ 5 1298 RXN3_uc010asv.1_ NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANcellular (Potential). 10 ACGGATGAGTGCC 0.567

- 3 1347 1ycu.3_Missense_ NM_016186 NP_057270 Q9UK55 ZPI_HUMAN 3 GCATTTCCTTGGT 0.502

- 3 980 RPINA1_uc010auz NM_000295 NP_000286 P01009 A1AT_HUMAN 1 ACCTTCACGGTGG 0.542

- 2 828 ydg.2_Missense_M NM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2 AAATGTGGTTCAC 0.388

- 2 617 BRF1_uc010axg.1_ NM_001519 NP_001510 Q92994 TF3B_HUMAN 4 GCAGGGTCTGCG 0.592

- 1 104 NM_002487 NP_002478 Q99608 NECD_HUMAN 0 CAGATCCTTACTT 0.647

+ 3 612 NM_003246 NP_003237 P07996 TSP1_HUMAN SP N-terminal. 6 GTGGAAGAAGCTC 0.582

+ 9 1879 NM_019074 NP_061947 Q9NR61 DLL4_HUMAN cellular (Potential). 2 AGTTCCCCGTGGG 0.652

+ 1 775 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GAAACAGAACTTT 0.463

+ 8 3781 2acl.2_Missense_M NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 1. 7 ATTTTTGGAAATT 0.313

+ 24 5650 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GCAATGGATGCAG 0.338

+ 2 1600 arh.2_Missense_M NM_015322 NP_056137 Q9UK73 FEM1B_HUMAN 0 GAAGGCCTTATAG 0.418

- 3 989 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMAN obular or compact configur 3 TCCACGGAGATTT 0.607

+ 21 2806 nb.1_Missense_Mu NM_004136 NP_004127 P48200 IREB2_HUMAN 0 AAAGATCATTTGA 0.368

+ 22 3205 unn.1_Missense_M NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 TGGTCCGGCACC 0.582

+ 11 1430 G3_uc010uud.1_R NM_032039 NP_114428 Q9H0X4 ITFG3_HUMAN cellular (Potential). 1 GCCTAGCCCTCCC 0.672

- 2 469 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN 0 GGCTGTGGACGAG 0.736

+ 4 546 se_Mutation_p.I124 NM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4 TTTTAATTCAGCT 0.383

- 19 2721 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 TGTCCTCCACATA 0.458

+ 17 3624 e_Mutation_p.P828 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 TTTTCTCCAGAGA 0.418

+ 1 291 _Missense_Mutatio NM_173201 NP_775293 O14983 AT2A1_HUMANasmic (By similarity). 4 AGAAATACGGCCT 0.547

+ 1 71 NM_144602 NP_653203 Q8WTQ4 CP078_HUMAN 1 CTGAAGGATTTAA 0.532

+ 1 11 ank|IRX5_uc010cc NM_005853 NP_005844 P78411 IRX5_HUMAN 0 CCTATCCGCAGGG 0.627

- 6 681_682 _p.G130F|CNOT1_ NM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6 GCAAGGCCAAAAA 0.351 rs113031066

- 7 820 e_Mutation_p.P250 NM_000512 NP_000503 P34059 GALNS_HUMAN 2 AAGAAGGGTTTGG 0.602

- 5 540 e_Mutation_p.P15 NM_000512 NP_000503 P34059 GALNS_HUMAN 2 CAGGGGGTGGAA 0.567

+ 12 1666 k.1_RNA|SPG7_uc NM_003119 NP_003110 Q9UQ90 SPG7_HUMAN drial matrix (Potential). 0 TACGCCGTGGAGC 0.627 rs147706568

- 2 885 4L|TRPV1_uc010vr NM_080706 NP_542437 Q8NER1 TRPV1_HUMANmic (Potential).|ANK 1. 1 CGGCTTCAAAGAT 0.567

- 6 1220 xk.1_Missense_Mu NM_015113 NP_055928 O43149 ZZEF1_HUMAN DOC. 4 CAGACTTCTTAAC 0.483

- 11 1743 gcb.2_Missense_M NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2 AATTCTCTTTGCA 0.358 rs147158339

- 6 775 ense_Mutation_p.P NM_020360 NP_065093 Q9NRY6 PLS3_HUMAN asmic (By similarity). 0 AGGAAGGGATGC 0.612

+ 25 4093 Missense_Mutation NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1 GTGGACCCTGACT 0.507

+ 1 67 P2R_uc010cog.1_R NM_004246 NP_004237 O95838 GLP2R_HUMANcellular (Potential). 3 GTCCACGAGCTG 0.647

+ 2 1186 NM_016239 NP_057323 Q9UKN7 MYO15_HUMANyosin head-like. 9 ACCCGCCCGAGG 0.637

+ 9 1907 hbj.2_Missense_Mu NM_003593 NP_003584 O15353 FOXN1_HUMAN 1 CATCTTCGATGCC 0.612

- 3 617 NM_001045 NP_001036 P31645 SC6A4_HUMAN lasmic (Potential). 4 GAACTCCGTTTTC 0.502

- 3 402 ense_Mutation_p.D NM_152781 NP_689994 A2RTY3 CQ066_HUMAN 3 CAGGTCGTGCCA 0.512

+ 5 659 nse_Mutation_p.S1 NM_133264 NP_573571 Q8TF74 WIPF2_HUMAN 3 AGACAGCAGCCG 0.617

- 8 1386 P_uc010wfs.1_Intr NM_000422 NP_000413 Q04695 K1C17_HUMAN Tail. 2 CGGGAGGAGATG 0.652

- 12 1651 o.1_Missense_Mu NM_005374 NP_005365 Q14168 MPP2_HUMAN nylate kinase-like. 0 ATATTCCACTCTC 0.617

+ 26 3423 c010dag.2_Intron|L NM_005892 NP_005883 O95466 FMNL_HUMAN DAD. 1 AAGACGGTGCCC 0.582

+ 6 1302 APT_uc002ijx.3_Int NM_016835 NP_058519 P10636 TAU_HUMAN 1 GCATTTCCAGGGG 0.622

- 5 1746 ikd.2_Missense_M NM_015443 NP_056258 Q7Z3B3 K1267_HUMAN 2 AAGACAGGCTGAA 0.343

- 15 2627 ws.1_Missense_Mu NM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17 GTTTTCCAGGGTC 0.423

- 4 831 2_Missense_Muta NM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANmenal (Potential). 0 TAGCCCTTTTTCA 0.577

+ 26 3881_3882wug.1_Missense_M NM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 1. 6 GCGTCCCCTCTG 0.559

+ 1 471 AL_uc010dkz.2_In NM_020412 NP_065145 Q7LBR1 CHM1B_HUMAN 0 ATGGACAAATTCG 0.517



+ 1 59 NM_005913 NP_005904 P33032 MC5R_HUMAN cellular (Potential). 6 AGGGCAACCTTTC 0.463

+ 14 1990 NM_005925 NP_005916 Q16820 MEP1B_HUMANcellular (Potential). 2 GAGGCTCCACCCG 0.463

- 5 696 T2_uc010dnf.2_3'U NM_002930 NP_002921 Q99578 RIT2_HUMAN 1 AGCCATGAAAAGC 0.423

+ 20 3706 _p.R868K|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 TCTTCAGGACTCT 0.388

- 8 1143 _p.E332K|SERPINB NM_002974 NP_002965 P48594 SPB4_HUMAN 3 ATAATTCGACTAC 0.463

+ 6 689 0xet.1_Missense_M NM_001040147 NP_001035237 O75635 SPB7_HUMAN 3 AATCTCCCAAGGT 0.408

- 6 820 _p.S178F|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN xtracellular (Potential). 4 CCTTCGGAACCGC 0.428

+ 4 1262 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 8. 3 GGGAAAGCCTTCA 0.443

+ 13 1539 p.G432D|FSD1_uc0 NM_024333 NP_077309 Q9BTV5 FSD1_HUMAN B30.2/SPRY. 1 GGTATGGTGTGGC 0.677

- 11 1183 _p.G382E|SEMA6B NM_032108 NP_115484 Q9H3T3 SEM6B_HUMANular (Potential).|Sema. 1 GCATCCCGGGGG 0.612

+ 4 1710 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TGCATGAAAGGAC 0.413

+ 6 441 2mzl.3_Splice_Site NM_032433 NP_115809 Q96JL9 ZN333_HUMAN 3 TGCCAGGGGCCG 0.602

- 11 1300 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMANu-rich.|Potential. 3 cctcctcctcctccagctc 0.433

+ 4 456 n_p.M5K|ZNF431_ NM_133473 NP_597730 Q8TF32 ZN431_HUMAN KRAB. 2 GGTGGATGAACCC 0.418

- 4 1122 _p.R258T|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN type 6; degenerate. 0 TTATGTCTGGTAA 0.378

- 2 147 81_uc002nrj.3_Intr NM_138286 NP_612143 Q96N22 ZN681_HUMAN 0 AATGGTTCCTGAA 0.284

+ 2 924 0edk.1_Missense_ NM_014686 NP_055501 O15063 K0355_HUMAN 1 GCGGGTCCAAGCA 0.627

+ 3 368 odk.2_Missense_M NM_001749 NP_001740 P04632 CPNS1_HUMAN 0 GCAGCGAGGCGG 0.657

- 5 717 585B_uc002ofr.1_I NM_152279 NP_689492 Q52M93 Z585B_HUMAN 1 GTTTTTCTCCTGT 0.393

- 1 688 NM_020862 NP_065913 Q9P244 LRFN1_HUMAN xtracellular (Potential). 2 GAAGAGCCCGTC 0.667

+ 27 3502_3503 se_Mutation_p.P4 NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1 GCCGACCCAGCA 0.693

+ 3 311 se_Mutation_p.Q54 NM_001007270 NP_001007271 Q9H840 GEMI7_HUMAN 1 GAATCCCAGGAGC 0.627

+ 2 232 pgk.1_Missense_M NM_018485 NP_060955 Q9P296 C5ARL_HUMANcellular (Potential). 1 ACGATTCTGTCAG 0.607

+ 4 379 _p.P69S|CCDC155 NM_144688 NP_653289 Q8N6L0 CC155_HUMAN 2 CAGGGCCCCCAG 0.642

+ 4 507 131I|ALDH16A1_u NM_153329 NP_699160 Q8IZ83 A16A1_HUMAN 1 CGGGCTGTTCGAG 0.627

+ 4 943 d.2_Missense_Mut NM_012068 NP_036200 Q9Y2D1 ATF5_HUMAN on with PTP4A1 (By similar 2 caccaccctccccgccg 0.488

+ 5 954 e_Mutation_p.H28 NM_001130917 NP_001124389 Q8N149 LIRA2_HUMAN 3.|Extracellular (Potential). 1 CCCTCCCACGGG 0.647

+ 14 1964 e_Mutation_p.E54 NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 CAGCCTGAGGATG 0.612

- 5 1190 ne.2_Missense_Mu NM_022103 NP_071386 Q5HYK9 ZN667_HUMAN C2H2-type 6. 1 AGGGGTGAAATC 0.388

- 11 1775 61T|ZIM2_uc002qn NM_015363 NP_056178 Q9NZV7 ZIM2_HUMAN 3 GGCAGGCTCTCTC 0.483

+ 4 746 NM_020903 NP_065954 Q9HBJ7 UBP29_HUMAN 11 AATTGACAAAACT 0.358

+ 28 3290 zi.2_Missense_Mu NM_003887 NP_003878 O43150 ASAP2_HUMAN SH3. 0 CAGATTGGCCACA 0.403

+ 3 362 NM_182626 NP_872432 Q96LS8 CB048_HUMAN 0 atttctaaggggatgaga 0

- 4 459 rdx.2_Missense_M NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 CCCCTGGGGATC 0.557

- 26 7173 NM_000384 NP_000375 P04114 APOB_HUMAN 27 CTACTTCATACCT 0.378

- 16 2333 i.1_RNA|ATAD2B_ NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 AGTGGTCTTATGA 0.448

+ 1 331 7L_uc010ymf.1_5' NM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0 ACTTCACCATCGC 0.522

+ 11 1919 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMANExtracellular (Potential). 3 GGTGCCGGGAAT 0.592

- 38 5970_5971ADA_uc002rsx.3_M NM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3 ACCATCCTTTGAA 0.525

- 10 1796 _p.M512I|FSHR_u NM_000145 NP_000136 P23945 FSHR_HUMAN Name=6; (Potential). 8 CATGGCCATGCGC 0.527

+ 10 7466 g.2_Missense_Mut NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 ATGTTTCACCCAA 0.448

+ 12 1129 p.R335*|EPB41L5_ NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1 TCTCATCGATCAG 0.378

+ 6 1253 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN 1.|Extracellular (Potential). 10 AAGGGCGAGACG 0.562

- 17 2633 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN Actin-like. 5 TGCCCCCCATCAT 0.622

- 1 1637 NR_002826 0 CCAGCTCCGGGAA 0.642

- 73 12143 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 TTATTTCTGCATC 0.383

+ 9 1760 s.2_Missense_Muta NM_018328 NP_060798 Q9P267 MBD5_HUMAN 5 GGTTTTCATGGAG 0.448



- 123 17284 p.G2121E|NEB_uc NM_004543 NP_004534 P20929 NEBU_HUMAN 20 GATTTTCCTTTCT 0.403

+ 3 1180 NJ3_uc010zce.1_3' NM_002239 NP_002230 P48549 IRK3_HUMAN asmic (By similarity). 2 TTTTTTTCCTGTAA 0.388

- 22 4263 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN III. 13 TGGAAGGAATTGC 0.353

+ 1 425 _p.S76N|DLX1_uc0 NM_178120 NP_835221 P56177 DLX1_HUMAN 0 CGGTCAGCAGCCA 0.672

- 309 99378 Missense_Mutation_ NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GACCTTCGTTTAT 0.418

- 292 87727 863E|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCTCCTCCGTCTT 0.527

- 275 74985 616A|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCCATGTTACTAC 0.483

- 181 35412 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN p.E5233K(1) 153 ACATATTCGCCTTT 0.428

- 42 10036 _uc010zfj.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TACCAGGAAATTT 0.527

- 28 6502 TTN_uc010zfj.1_Mi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCATCAGATCCTT 0.463

- 13 2269 1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCTTGTCTAGTAG 0.368

+ 7 2914 _p.Q934L|SGOL2_ NM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4 ATGTCCAAGAAAG 0.279

+ 3 646 D28_uc010ftx.2_M NM_006139 NP_006130 P10747 CD28_HUMAN cellular (Potential). 0 CTTTGTCCAAGTC 0.438

- 2 300 NM_006891 NP_008822 P07320 CRGD_HUMAN a crystallin 'Greek key' 2. 0 CATAGTCGCCGCG 0.657

+ 13 1433 e_Mutation_p.S440 NM_001875 NP_001866 P31327 CPSM_HUMAN 13 GTCTGTCCATTGG 0.373

+ 11 1230 _p.Q78K|VIL1_uc0 NM_007127 NP_009058 P09327 VILI_HUMAN Core. 1 GCTGCCCAGCAG 0.567

- 11 4921 e_Mutation_p.R159 NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 GTGGCTCGGAGC 0.542

+ 12 1514 yc.2_Missense_Mu NM_000751 NP_000742 Q07001 ACHD_HUMAN 3 TTTCCTGGGGACC 0.617

+ 9 1048 fye.1_Missense_M NM_005199 NP_005190 P07510 ACHG_HUMAN lasmic (Potential). 0 CGAGGGGTCCGC 0.617

+ 1 835 _p.P118L|GPR35_ NM_005301 NP_005292 Q9HC97 GPR35_HUMANcellular (Potential). 3 ACACGCCGCTGTG 0.642

- 5 635 wtu.2_Missense_M NM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1 TCGTGACGTTGGG 0.622

- 10 4975 aw.2_Missense_M NM_014071 NP_054790 Q14686 NCOA6_HUMAN n.|NCOA6IP-binding region 7 GATCACCATGCTG 0.542

- 7 1194 ggj.2_Missense_M NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 ATGTGGGTCTCTG 0.557

- 2 861 hk.1_Missense_M NM_021248 NP_067071 Q9UJ99 CAD22_HUMAN r (Potential).|Cadherin 1. 5 TGATGAACTCCGA 0.632

- 3 480 GE_uc002yiw.1_R NM_182482 NP_872288 0 TCTTTCAGGAGCT 0.388

+ 6 770 yxz.2_Missense_M NM_007341 NP_031367 P55822 SH3BG_HUMAN u-rich (acidic). 0 AAGATTCCTAGGC 0.493

- 25 4734 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 5.|Extracellular (Potentia 11 TGATTGGAAAACT 0.488

+ 9 1092 zbj.2_Missense_M NM_018964 NP_061837 P57057 GLPT_HUMAN ical; (Potential). 0 TGCCTGGAGCCAT 0.592

- 1 469 .1_Intron|C21orf29 NM_198688 NP_941961 P60371 KR106_HUMANA repeats of C-C-X(3). 0 GCAGGGGGAGG 0.602

- 2 331 4R_uc002zru.2_5' NM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRRNT. 0 GCTGGGGGCAGC 0.667

- 18 2565 B1_uc003afl.2_Mis NM_001127 NP_001118 Q10567 AP1B1_HUMAN 2 GGCAGGGAGATC 0.657

- 4 887 _p.S103F|LARGE_ NM_004737 NP_004728 O95461 LARGE_HUMANmenal (Potential). 3 TCCATGGAGTAGG 0.672

- 15 1894 _p.R231C|SBF1_uc NM_002972 NP_002963 O95248 MTMR5_HUMAN 0 AGTTGCGCACAAC 0.627

- 31 4207 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 AGGTAGGAAACAG 0.572 rs147706980

+ 1 2110 vk.1_Missense_Mu NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5 CGGAGAACAAATT 0.517

- 5 1039 p.V170A|UBP1_uc NM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2 AATTCAACCGCAT 0.358

- 12 4842 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 CCATTTCCTTCTC 0.493

- 13 1066 2_uc003cgr.2_Intro NM_006309 NP_006300 Q9Y608 LRRF2_HUMAN -binding.|Ser-rich. 1 GACCATAAGGGT 0.358

- 11 1388 lx.2_Missense_Mu NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3 TCAATTCGTGCTA 0.577

- 12 6025 e_Mutation_p.E205 NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 TCACTCTCCACAT 0.443

- 3 478 OA_uc010hku.2_5' NM_001664 NP_001655 P61586 RHOA_HUMAN 2 TCAGGCGATCATA 0.493

+ 25 4430 NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN m (By similarity). 3 TCTACCCCTCCAG 0.602

+ 19 2720 _p.M853L|CACNA NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 TTGAACATGAAGG 0.428 rs138798164

- 11 1461 NM_020872 NP_065923 Q9P232 CNTN3_HUMAN-like C2-type 5. 5 CTCCATCGTTTAA 0.318

+ 1 189 orf26_uc003dtk.1_R NM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1 CCGACTGGAGCAG 0.662

+ 4 2336 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5 ACGTCTCCTAAAA 0.488

+ 1 226 1bjn.1_Nonsense_M NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 CCACCTCGACCAC 0.502



+ 4 1112 NM_001080440 NP_001073909 A6NHN0 OTOL1_HUMAN C1q. 0 ACCAAGGGAATTA 0.468

- 6 784 ffk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN MAPK9, SMAD3 and proba 14 CCCGACGAAGTG 0.552

+ 2 211 z.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN cription activation. 12 CCATGTCCCAGAG 0.373

- 3 10394 h.1_5'Flank|MUC4 NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GAACAGGGGTGG 0.592

- 2 6986 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GAAGAGAGGTGG 0.587

- 3 919 UA_uc003gbz.2_Int NM_213613 NP_998778 Q9H2B4 S26A1_HUMAN ical; (Potential). 1 CGGTGGCGACAC 0.687 rs144893723

+ 4 1205 P366L|TACC3_uc0 NM_006342 NP_006333 Q9Y6A5 TACC3_HUMAN 2 AGCCTCCCTTGAG 0.602

+ 2 79 NM_001040448 NP_001035538 P59861 DB131_HUMAN 0 TCTAATGATGAAT 0.308

- 1 387 T2A3_uc010ihp.1_R NM_024743 NP_079019 Q6UWM9 UD2A3_HUMANcellular (Potential). 2 AAAGTTCCTCTTA 0.338

+ 2 689 NM_015393 NP_056208 Q6UWI2 PARM1_HUMANcellular (Potential). 1 TCATCTCCCCTCA 0.572

- 1 413 NM_032693 NP_116082 Q9BSU3 NAA11_HUMAN cetyltransferase. 2 CTGGTCCATCAG 0.557

+ 5 966 n_p.L78F|ARHGAP NM_001025616 NP_001020787 Q8N264 RHG24_HUMAN Rho-GAP. 0 GAGGGTCTCTTTC 0.488

+ 5 1454 NM_014208 NP_055023 Q9NZW4 DSPP_HUMAN Asp/Ser-rich. 1 GTGACAGCAATAG 0.403

+ 7 978 NM_004967 NP_004958 P21815 SIAL_HUMAN 0 GCCTATGAAGATG 0.478

+ 2 687 190A_uc010ikv.2_ NM_001145065 NP_001138537 Q9C0I3 F190A_HUMAN 2 GACATTCTGTTGG 0.368

- 7 582 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0 CCAGGGGCGAGG 0.522

+ 9 10628 _p.P1841L|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 AAGGTCCCTTTAC 0.498

- 1 2501 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN ical; (Potential). 5 CCTAAGGAAATAA 0.423

- 7 1247 p.R258K|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 CTGGTTCTGAAAC 0.323

- 15 2172 p.G578V|FSTL5_u NM_020116 NP_064501 Q8N475 FSTL5_HUMAN 8 ACATTCCCACTGG 0.413

- 6 1287 3iqr.1_Missense_M NM_017923 NP_060393 Q8TCQ1 MARH1_HUMANRING-CH-type. 2 CAAAGCGCAGTGT 0.527 rs146337383

+ 8 688 irn.2_Nonsense_M NM_007193 NP_009124 Q9UJ72 ANX10_HUMAN Annexin 3. 0 CCTATGGGAAGCC 0.502

+ 12 2015 ckb.1_Missense_M NM_017423 NP_059119 Q86SF2 GALT7_HUMAN ectin.|Lumenal (Potential). 1 CAGTAAAACGACT 0.363

+ 12 1865 n_p.L330S|SNX25_ NM_031953 NP_114159 Q9H3E2 SNX25_HUMAN PX. 5 AGAATTTACACCG 0.403

- 10 1686 NM_003966 NP_003957 Q13591 SEM5A_HUMANxtracellular (Potential). 2 ATGGCGCTCAGG 0.602

- 2 198 z.1_5'UTR|CTNND NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 TGGTCTGGAACAG 0.493

- 75 13103 fc.2_Missense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 ACCACCGCCTCCC 0.577

- 40 6625 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 CCTCATCAATCTA 0.373

- 7 1557 p.E394K|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 4. 7 CATTTTCGTAGAC 0.433

+ 12 1107 _p.S233L|RAI14_u NM_015577 NP_056392 Q9P0K7 RAI14_HUMAN 1 AGGAATCGGTATT 0.313

- 4 542 UGT3A1_uc011cor. NM_152404 NP_689617 Q6NUS8 UD3A1_HUMANcellular (Potential). 3 ATTATATCCTTTCT 0.303

+ 10 1905 _p.R370C|SLC1A3_ NM_004172 NP_004163 P43003 EAA1_HUMAN 0 AGGGATCGCCTCC 0.547

- 9 1338 NM_006622 NP_006613 Q9NYY3 PLK2_HUMAN 4 GAAGTCTTTTTCA 0.353

+ 2 293 NM_138453 NP_612462 Q96E17 RAB3C_HUMAN region (By similarity). 2 GGGATCGATTTCA 0.408

- 22 3708 o.2_RNA|ADAMTS NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN TSP type-1 4. 0 TCCAAAGCCACCC 0.453

- 13 1512 _p.P430L|FAM169 NM_015566 NP_056381 Q9Y6X4 F169A_HUMAN 0 ATACGTGGGGTCT 0.373

+ 1 816 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN motif (By similarity). 1 AAACAGCAGATG 0.353

+ 20 4120 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GTTAATCCAAAAT 0.463

- 1 511 CC_uc003kql.3_Int NM_032028 NP_114417 Q9BXA7 TSSK1_HUMANProtein kinase. 5 CAGGGCTCCCCG 0.557

+ 5 1117 MTS19_uc003kvc.1 NM_133638 NP_598377 Q8TE59 ATS19_HUMANeptidase M12B. 9 AATCTTCGTGTGA 0.294

- 5 712 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN 2 CTGTCTCCTTCTT 0.577

+ 14 2091 3ldi.2_Missense_M NM_001903 NP_001894 P35221 CTNA1_HUMAN 11 ATAGCTGGCCAGA 0.542

+ 1 1192 NR_001280 0 ACCTTAGAAAATT 0.473

- 6 1192 loh.3_Missense_M NM_004576 NP_004567 Q00005 2ABB_HUMAN WD 4. 2 TCACCTCCGTGAG 0.562

- 9 1051 oo.2_Missense_M NM_001387 NP_001378 Q14195 DPYL3_HUMAN 1 TAGTCCGGAGTAG 0.567

- 9 1800 jhd.2_Missense_M NM_002609 NP_002600 P09619 PGFRB_HUMANPotential).|Ig-like C2-type 5. 17 ATGTTCGGCTGGG 0.597

+ 4 588 RA6_uc003lyv.2_5' NM_000811 NP_000802 Q16445 GBRA6_HUMANcellular (Probable). 12 TTTTTCCGCCAGA 0.408



+ 15 2754 lzt.3_Splice_Site_p NM_001122679 NP_001116151 10 TTCTCAGCTTGGT 0.507

+ 2 250 tion_p.P62L|MIR12 NM_173664 NP_775935 Q8N8L6 ARL10_HUMAN 1 GCAGCCCGAGG 0.701

- 12 1673 59_splice|RASGEF NM_175062 NP_778232 Q8N431 RGF1C_HUMAN 1 GACTCACCTTAGA 0.507

+ 1 470 NM_001453 NP_001444 Q12948 FOXC1_HUMAN Fork-head. 1 ACCCGGACTCCTA 0.622

+ 23 4640 P_uc003mxq.1_Int NM_004415 NP_004406 P15924 DESP_HUMAN us rod domain.|Potential. 9 GACAAGTCACTCA 0.463

- 7 998 A|MAK_uc010jou.2 NM_005906 NP_005897 P20794 MAK_HUMAN Protein kinase. 3 GAATAGCTTCATT 0.428

+ 4 3169 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 GAGAACCTGAGCA 0.463

- 4 4456_4457 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 tagagaatccggtctcac 0 rs140560647

- 4 3499 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 atttaaattccaaaccac 0

+ 1 600 NM_030905 NP_112167 O76002 OR2J2_HUMAN cellular (Potential). 0 TTTCTGGGTACCC 0.478

- 10 5112 C1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMANwith the PRKDC complex. 4 TCCTGCCCCTAGT 0.582

+ 9 1269 1_Missense_Mutat NM_013993 NP_054699 Q08345 DDR1_HUMAN cellular (Potential). 9 CAGTGCCCCTTGG 0.667

- 22 7854 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 18. 0 GTGAAGGAGTCAA 0.692

+ 2 409 03obi.2_Splice_Site NM_019111 NP_061984 P01903 DRA_HUMAN 2 CAATGGTACCTCC 0.463

- 52 4075 se_Mutation_p.P1 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 CCCGAGGGCCAC 0.602

- 1 807 NR_001444 0 GACAGGAGGCAG 0.577

- 7 1749 fb.2_Missense_Mu NM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0 GGATATCCTGCAG 0.478

+ 11 1235 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN Name=7; (Potential). 5 TCACCTCCTTCCA 0.527

+ 2 241 ML4_uc003oqd.2_ NM_198153 NP_937796 Q6UXN2 TRML4_HUMAN g-like V-type. 1 CCAAGAGAGGGC 0.537

- 3 1244 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 ATTATGTCCACCT 0.483

+ 11 2316 OLH_uc011dvl.1_R NM_006502 NP_006493 Q9Y253 POLH_HUMAN 2 CAAACCCCCAGGT 0.498

+ 1 3325 ze.2_Nonsense_Mu NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6 ATACCAGAAGAAG 0.373

+ 6 1150 _p.L355V|GPR115_ NM_153838 NP_722580 Q8IZF3 GP115_HUMAN cellular (Potential). 8 CCAACCTTGGGGG 0.473

+ 2 268 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 AGGAACGAGTTTC 0.383

+ 2 237 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANcellular (Potential). 2 TGCAATGATTCAG 0.318

+ 4 1963 dxm.1_Missense_M NM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0 AATAAATTTAATGC 0.264

- 27 1961 _p.G174E|COL9A1 NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL2). 4 GAATTTCCCATCT 0.423

- 11 1175 COL9A1_uc003pff. NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 CCCTTTGACCCAA 0.388

+ 34 5092 pgg.2_Missense_M NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10 CTCCCCTCACCCG 0.512

- 1 86 F1A1_uc003phh.2_ NM_001402 NP_001393 P68104 EF1A1_HUMAN P (By similarity). 0 CCGAATCTACGTG 0.423

- 2 3738 n_p.Q59*|CNR1_uc NM_001160260 NP_001153732 P21554 CNR1_HUMAN cellular (Potential). 2 TCTCTTGGAAGGG 0.453

+ 18 2506 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 AGGCTCGGATCAA 0.428

- 9 2354 NM_001042475 NP_001035940 Q5SZL2 CF204_HUMAN Potential. 1 AGGCATCTTTCTA 0.323

- 2 1204 _p.D166N|FAM184 NM_024581 NP_078857 Q8NB25 F184A_HUMAN 7 TAAGATCAGCTTC 0.378

+ 4 837 as.1_Missense_M NM_032784 NP_116173 Q9BXY4 RSPO3_HUMAN TSP type-1. 0 CAGCATCCTTCAG 0.453

- 12 2397 bu.1_Missense_Mu NM_002844 NP_002835 Q15262 PTPRK_HUMAN tential).|Fibronectin type-III 8 GGTTTCCCGGGG 0.542

+ 19 2044 qbu.2_Missense_M NM_032438 NP_115814 Q96JM7 LMBL3_HUMAN 6 CTTCTTCCCCTGA 0.348

- 13 1756 _p.R477K|SAMD3_ NM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1 TCAATCCTAAATA 0.413

- 7 1084 kgh.2_Missense_M NM_022568 NP_072090 Q9H2A2 AL8A1_HUMAN 4 AGAGCTCTCTTGA 0.463

- 2 780 uc003qky.1_Intron NM_032145 NP_115521 Q8TB52 FBX30_HUMAN 3 GCAGCAGCCAAA 0.403

+ 6 1352 qe.2_Missense_M NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 CAAATTCCTTGCT 0.433

+ 18 4911 p.E1547K|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Pro-rich. 2 AGAAGGGAGATCA 0.512

+ 34 5543 NM_001040001 NP_001035090 P55196 AFAD_HUMAN 5 TTGACATTCAAGG 0.418

- 41 5823 km.1_Missense_M NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 GCAGGAAGCAGC 0.682

+ 20 3092 o.2_Missense_Mu NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 4. 6 ATCTTGGACACAT 0.423

+ 6 873 15_uc010ksp.2_Sp NM_014855 NP_055670 O43299 K0415_HUMAN 1 ACACAGGTGTGCG 0.701

+ 8 911 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 TATAGGGAAAGTT 0.323



- 2 904 A3_uc003syk.2_5' NM_002141 NP_002132 Q00056 HXA4_HUMAN 1 GAGGCCGAATTGG 0.398

+ 4 871 _p.S89F|HECW1_ NM_015052 NP_055867 Q76N89 HECW1_HUMAN 23 ACTATTCCATCGG 0.592

- 5 569 n_p.P126L|VOPP1 NM_030796 NP_110423 Q96AW1 VOPP1_HUMANCytoplasmic (Potential). 0 CCGACAGGGTTCA 0.632

+ 5 1216 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN C2H2-type 6. 1 ACAAGAGAATTCA 0.408

+ 11 1750 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMAN ectin.|Lumenal (Potential). 7 ATCCTCCGCAGCT 0.627

- 7 12903 p.P4205L|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TGAATAGGTGAAA 0.383

+ 2 1152 p.G16E|GRM3_uc0 NM_000840 NP_000831 Q14832 GRM3_HUMAN 13 CAAAGGGATTTTT 0.398

- 3 1046 TEAP4_uc003ujt.2_ NM_024636 NP_078912 Q687X5 STEA4_HUMAN c oxidoreductase. 0 TAATATCGAATAG 0.428

+ 12 1524 _p.C379Y|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN WD 3. 4 AAATGTGTTCCTG 0.433

- 2 346 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN IMD. 1 AAATTTCGCAGCC 0.299

- 1 493 _p.G113S|ACHE_u NM_000665 NP_000656 P22303 ACES_HUMAN 2 CGGTGCCCTCAAA 0.597

- 4 571 n_p.L29F|NRCAM_NM_001037132 NP_001032209 Q92823 NRCAM_HUMANcellular (Potential). 5 GATCAAGAGGTAC 0.458

+ 6 853 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN ntial).|ABC transmembrane 5 GGGCTAGGGAGA 0.433

+ 1 1022 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANCNIP2.|Cytoplasmic (Potent 5 GGGTGGATGCCT 0.612

- 1 638 DPS2_uc010lkq.2_ NM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0 ACATGGGAAATAC 0.448

- 8 686 SGA14_uc003vqa.2 NM_018718 NP_061188 Q9BYV8 CEP41_HUMAN Rhodanese. 0 ATACATATTCAAGA 0.368

+ 17 3000 ub.2_Missense_M NM_015905 NP_056989 O15164 TIF1A_HUMAN 8 CCTGTTCCTCTAA 0.323

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 1 719 NM_176817 NP_789787 P59533 T2R38_HUMAN lasmic (Potential). 2 CCAGAAGAAACCA 0.458

- 4 617 TRPV6_uc010lou. NM_018646 NP_061116 Q9H1D0 TRPV6_HUMAN ytoplasmic (Potential). 2 AGGGCTCGCACC 0.572 rs150734746

- 7 1114 bz.2_Missense_Mu NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN lasmic (Potential). 6 AGGAGTCGATCTC 0.557

+ 1 934 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMAN lasmic (Potential). 1 TGCAAGGCACAAT 0.542

+ 5 682 CLCN1_uc010lox.1 NM_000083 NP_000074 P35523 CLCN1_HUMAN 5 ATACTTCGTGGGG 0.507 rs143506735

+ 1 840 NM_012369 NP_036501 Q13607 OR2F1_HUMANcellular (Potential). 3 TCCAGTCCCTCTG 0.478

+ 3 4687 _p.E157K|ABP1_u NM_001091 NP_001082 P19801 ABP1_HUMAN 6 CTGCAGGAAGCC 0.602

+ 5 707 SF10C_uc011kzr.1 NM_003841 NP_003832 O14798 TR10C_HUMAN TAPE 1. 0 CAATGAACACCAG 0.557

- 4 690 sense_Mutation_p. NM_173833 NP_776194 Q6ZMJ2 SCAR5_HUMANcellular (Potential). 2 TGCGCGGCCTGG 0.577

- 7 854 NM_000637 NP_000628 P00390 GSHR_HUMAN 5 TCTTAGAACCCAG 0.413

+ 7 762 2_uc010lwz.1_Intr NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN 2 CTGGGGGAGAGA 0.478

- 17 2585 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 CCGCCCATCCGAG 0.662

- 5 541 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN LRR 5. 2 TCTAATCTCAGAA 0.433

+ 4 1274 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GAAAGTCGATCAT 0.408

+ 4 2679 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TGGCATCTGGGT 0.333

+ 10 1775 ense_Mutation_p.Q NM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5 CCCTCCAGGGAC 0.468

- 4 588 PA6_uc003xxs.2_M NM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2 TGAAGATCTTCTA 0.383

+ 2 620 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 TAAACAGGAAGAC 0.507

- 9 985 ks.1_Missense_Mu NM_015902 NP_056986 O95071 UBR5_HUMAN 28 GTTCACGTAAACG 0.453

+ 1 339 NM_003301 NP_003292 P34981 TRFR_HUMAN Name=3; (Potential). 3 ATTTGGGAATTAA 0.463

+ 46 7005 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN ular (Potential).|G8 1. 14 TGGACTCGCTTGG 0.383 rs73309320

- 48 7683 p.E2468D|CSMD3_ NM_198123 NP_937756 Q7Z407 CSMD3_HUMANExtracellular (Potential). 63 ATCAAATTCCTTT 0.328

- 38 6280 ynt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN ar (Potential).|CUB 11. 63 CAAGATGAAATCC 0.274

+ 22 3001 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Potential). 11 ATGAGCCCCCCAG 0.488

- 61 4742 ljo.1_Missense_M NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN y-rich.|Collagen-like 14. 13 GGTAGTCCTTGGG 0.602

- 2 682 _p.E281G|TRAPPC NM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2 TTTTTCTCAAACG 0.532

- 17 2211 e_Mutation_p.V647 NM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0 TTCCCAACCTTCG 0.622

- 40 5798 .G1289E|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN l).|Tyrosine-protein phospha 22 TCAGATCCTTCTA 0.388

+ 23 3714 _p.V1231I|CNTLN_ NM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN Potential. 1 CTCCTAGTATCAA 0.348



- 2 384 DKN2A_uc010miu.2 NM_000077 NP_000068 P42771 CD2A1_HUMAN ANK 2. )|p.V28_V51de 3678 CCACTCGGGCGC 0.677 rs121913387

- 1 2639 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 GGCTTTTTTTATAT 0.453

- 1 637 NM_019897 NP_063950 Q9NQN1 OR2S1_HUMANcellular (Potential). 1 TTGATGGAAATGT 0.473

+ 2 121_122 aah.1_Missense_M NM_014907 NP_055722 Q5SYB0 FRPD1_HUMAN 9 GCTTCGGCGCTC 0.525 rs146611803

+ 21 2415 akq.3_Missense_M NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 CAGCTGCTTTACA 0.323

- 5 1086 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0 GTGGGCCTTGGT 0.706

- 6 679 awo.1_Missense_M NM_014930 NP_055745 Q9Y2H8 ZN510_HUMAN 0 CAGCTACATGCAG 0.333

- 1 208 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN Name=2; (Potential). 0 AGATGTCCAAGAA 0.478

+ 2 193 TGS1_uc004bmf.1 NM_000962 NP_000953 P23219 PGH1_HUMAN 2 CCGCTCCCCGTC 0.672

+ 27 2939 bwu.2_Nonsense_M NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 CAAGATCGATACT 0.547

+ 15 3182 _p.P626S|BAT2L1_ NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 GTTCCCCCCATGA 0.562

- 3 436 NM_006753 NP_006744 O75683 SURF6_HUMAN 1 GCAGTCGCTGTCG 0.632

+ 4 699 sense_Mutation_p. NM_016034 NP_057118 Q9Y399 RT02_HUMAN 0 GTGGCCGTGAGAG 0.607

- 2 240 N10_uc011mee.1_Missense_Mutation_p.D61N|LCN10_u Q6JVE6 LCN10_HUMAN 1 TCTTGTCCCTGGC 0.647

- 5 3009 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 GGTGACGATCCAA 0.502

+ 2 115 Intron|ARHGAP6_ NM_001142 NP_001133 Q99217 AMELX_HUMAN 0 CTTTTGCCATGCC 0.403

- 5 1109 se_Mutation_p.P16 NM_002641 NP_002632 P37287 PIGA_HUMAN lasmic (Potential). 0 CCTCAGGAATTCC 0.373

+ 5 825 PS2_uc010nfr.2_5 NM_206923 NP_996806 O15391 TYY2_HUMAN 2 CATTTGCAACTTA 0.343

+ 10 1102 NM_001415 NP_001406 P41091 IF2G_HUMAN 1 GGTGCAGTCGGA 0.423

+ 2 692 NM_173699 NP_775970 Q96M61 MAGBI_HUMAN MAGE. 1 GTGGATCCCATCA 0.438

+ 1 1557 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 GAGCCTTCTGAGA 0.612 rs141294322

+ 1 277 NM_000531 NP_000522 P00480 OTC_HUMAN 2 CTTCATGGTTCGA 0.383

- 4 568 orf38_uc004dev.1_ NM_144970 NP_659407 Q8TB03 CX038_HUMAN 1 TTCAGAAAATTTT 0.358

+ 3 272 BM3_uc004dkg.2_M NM_006743 NP_006734 P98179 RBM3_HUMAN RRM. 1 ACTCAGCGGTCCA 0.552

- 10 1213 MTMR8_uc004dvt.1 NM_017677 NP_060147 Q96EF0 MTMR8_HUMAN ularin phosphatase. 4 CTTTGGGAAAACT 0.343

+ 4 928 _p.P229H|EDA_uc0 NM_001399 NP_001390 Q92838 EDA_HUMAN (Potential).|Collagen-like. 3 GACCCCCTGGCC 0.453

+ 11 1892 _p.S185G|DLG3_uc NM_021120 NP_066943 Q92796 DLG3_HUMAN SH3. 2 CTGCCAAGCCAGG 0.522

- 3 4825 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 GTTTTCCCATTGC 0.453

+ 2 512 NM_005296 NP_005287 Q99677 LPAR4_HUMAN cellular (Potential). 3 ATGATTCCTTCAA 0.403

+ 5 352 OL_uc010nmp.2_I NM_198450 NP_940852 Q6UXV4 APOOL_HUMAN 0 TTCTTCCGAAAAT 0.338

+ 6 1339 efa.2_Missense_Mu NM_019117 NP_061990 Q9C0H6 KLHL4_HUMAN 5 TTGAAACCAGTTC 0.378

+ 13 2432 emj.3_Missense_M NM_018015 NP_060485 Q6NSI4 CX057_HUMAN 3 AACCATGAGATAG 0.269

- 2 439 NM_031273 NP_112563 Q9BXU2 TX13B_HUMAN 1 GCTGTTCCTTGAG 0.567

- 11 2623 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5 GTCTGAGAGGCA 0.453

- 2 438 ve.3_Missense_Mu NM_001421 NP_001412 Q99607 ELF4_HUMAN 1 TCCATCCCGTTGC 0.527

- 5 737 wf.2_Missense_Mu NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN 2.|Extracellular (Potential). 5 CATATCCCTCTTT 0.502

+ 4 1601 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GGTTTTCCCCAGT 0.458

+ 15 1663 MR1_uc004fcl.3_Mi NM_002024 NP_002015 Q06787 FMR1_HUMAN ction with RANBP9. 3 ATAGGAACTAATT 0.388

+ 3 739 _p.Q195*|MAGEA4 NM_002362 NP_002353 P43358 MAGA4_HUMAN MAGE. 3 TAATAATCAGATCT 0.547

- 3 993 NM_005362 NP_005353 P43357 MAGA3_HUMAN MAGE. 0 GCCGGGGACCTG 0.527

+ 26 4744 NM_017514 NP_059984 P51805 PLXA3_HUMAN lasmic (Potential). 3 AGCGTCCCAAAGC 0.607

- 18 6092 1_Missense_Muta NM_000132 NP_000123 P00451 FA8_HUMAN A 3.|Plastocyanin-like 6. 11 TGAATAGAATGGA 0.403

- 6 1023 _p.P286L|TMLHE_ NM_018196 NP_060666 Q9NVH6 TMLH_HUMAN 1 TCCTCAGGTGCCT 0.418

+ 12 1867 5'Flank|PLEKHN1_ NM_198317 NP_938073 Q6TDP4 KLH17_HUMAN on with F-actin (By similarity 0 ACGACGGTAGCTC 0.647

+ 6 817 e_Mutation_p.R246 NM_022114 NP_071397 Q9HAZ2 PRD16_HUMAN 2-type 1; atypical. 7 ACCTGCGGCGCC 0.632

+ 2 520 apv.2_Nonsense_M NM_025106 NP_079382 Q96BD6 SPSB1_HUMAN B30.2/SPRY. 0 AACGACCGATCGC 0.562

+ 9 1083 _p.D290E|PEX14_u NM_004565 NP_004556 O75381 PEX14_HUMAN 1 CGGGGATGGGCA 0.582



+ 8 1273 NM_015207 NP_056022 Q5T2D3 OTUD3_HUMAN 0 CGAACACGCAGG 0.552

- 18 2156 se_Mutation_p.S68 NM_001397 NP_001388 P42892 ECE1_HUMAN cellular (Potential). 3 GGGAGCGAGTGC 0.552

- 61 7974 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 12. 9 AAGGTCTGCCCTT 0.632

+ 7 896 A3B_uc009vqf.2_I NM_007352 NP_031378 P08861 CEL3B_HUMANPeptidase S1. 1 TTCATTGACTGGA 0.607

+ 15 2713_2714 NM_020526 NP_065387 P29322 EPHA8_HUMAN(Potential).|Protein kinase. 13 GGGCTGCCCCCA 0.673

+ 4 1126 9vry.1_Missense_M NM_020379 NP_065112 Q9NR34 MA1C1_HUMANmenal (Potential). 1 TACATCGGGGGA 0.423

- 6 2965 sz.1_Missense_Mu NM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN Gly-rich. 1 GCCGCCGGAAGC 0.677

+ 6 847 _p.G105D|EIF3I_uc NM_003757 NP_003748 Q13347 EIF3I_HUMAN 1 TTGGGGGCAACA 0.547

+ 4 391 p.G85R|LCK_uc01 NM_005356 NP_005347 P06239 LCK_HUMAN SH3. 6 AGAAGGGGGAAC 0.617

- 21 3392 byw.2_Missense_ NM_024874 NP_079150 Q8IZA0 K319L_HUMAN lasmic (Potential). 2 CCTCCCGCGGG 0.637

+ 4 336 c001cfy.3_Nonsens NM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3 TTTGATCAGTTTG 0.413

- 4 5294 e_Mutation_p.P136 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 ATGGGGGTTCCTC 0.562

+ 22 4241 vwt.2_Missense_M NM_002840 NP_002831 P10586 PTPRF_HUMAN lasmic (Potential). 10 TCGATCGGACTGA 0.587

- 3 355 cob.2_Missense_M NM_181697 NP_859048 Q06830 PRDX1_HUMAN Thioredoxin. 0 CGCTTCGGGTCT 0.458

+ 2 541 .1_RNA|PCSK9_u NM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4 CTGAAGGAGGAG 0.622

+ 3 706 bi.3_Missense_Mut NM_005012 NP_005003 Q01973 ROR1_HUMAN e.|Extracellular (Potential). 19 GAGCCCCGGAGG 0.572

- 6 1673 0ose.1_RNA|COL24 NM_152890 NP_690850 Q17RW2 COOA1_HUMAN 5 GGTTGACCTGGGG 0.308

- 27 3017_3018FM1_uc001dob.3_ NM_001017975 NP_001017975 A2PYH4 HFM1_HUMAN SEC63. 0 CAAAGGGGGGAT 0.257

- 6 1160 _p.V190I|TGFBR3 NM_003243 NP_003234 Q03167 TGBR3_HUMANcellular (Potential). 3 TGTGTACTTCCTC 0.458

- 4 679 NM_144988 NP_659425 Q96F25 ALG14_HUMAN lasmic (Potential). 0 TACACCGATTTGG 0.408

- 10 1257 NM_000110 NP_000101 Q12882 DPYD_HUMAN 8 CCTCAGGGACAG 0.408

- 2 1097 NM_020703 NP_065754 Q86WK6 AMGO1_HUMANxtracellular (Potential). 2 GCTGCCGATACTG 0.517

- 15 1382 e_Mutation_p.R414 NM_133181 NP_573444 Q8TE67 ES8L3_HUMAN 3 TTCCCCGCCTAAG 0.572

+ 1 2401 sense_Mutation_p. NM_022768 NP_073605 Q96T37 RBM15_HUMAN 3 ATGGGGGGACAG 0.542

+ 3 584 e_Mutation_p.R202 NM_001688 NP_001679 P24539 AT5F1_HUMAN 0 AAAGTTCGTTATG 0.438

+ 6 475 P1A_uc001ebl.2_M NM_002884 NP_002875 P62834 RAP1A_HUMAN 0 ATGAGCGAGTAGT 0.383 rs139066408

+ 2 445 _uc010owp.1_5'Fl NM_022836 NP_073747 Q9H816 DCR1B_HUMAN 0 ATGACCGTAACCC 0.468

+ 19 1806 se_Mutation_p.E53 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 ACACAGGAAACAA 0.239

+ 4 506 NM_152367 NP_689580 Q8N8X9 MB213_HUMAN 0 CTGGCCGGGTACA 0.587

+ 18 2989 a-mir-942|MI00057 NM_003594 NP_003585 Q9UNY4 TTF2_HUMAN 1 GAGAGAGCACCAA 0.478

- 19 2691 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 ATTTTCTCATTCAT 0.318

+ 4 466 P26439 3BHS2_HUMAN 2 CAAGATCAAGCTG 0.473

+ 76 9465 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GATGAGAAAGGG 0.493

- 1 143 H2AC_uc001etd.2_ NM_003528 NP_003519 Q16778 H2B2E_HUMAN 1 TCTTTGCGGCTGC 0.572

- 3 1161 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TGTAGTGGGAACC 0.473

- 33 4690 p.H449Y|NUP210L NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 ATGTCATGAAAAAT 0.428

- 8 2697 fi.2_Missense_Mut NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 GAGGGAGCTGTG 0.567

- 3 130 FCRL2_uc009wsp.2 NM_030764 NP_110391 Q96LA5 FCRL2_HUMAN 1.|Extracellular (Potential). 2 GAGGGCGCCACAA 0.498 rs144041840

+ 9 2232 N_uc010pmx.1_3'U NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 6. 9 CAGACAGGTAAGG 0.557

- 8 1716 e_Mutation_p.E502 NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 CCCATTCGTTCCG 0.493

+ 1 1132 NM_016545 NP_057629 Q5VY09 IER5_HUMAN 1 CCCGCCGGAACT 0.498

- 28 3413 p.R1051K|KCNT2_ NM_198503 NP_940905 Q6UVM3 KCNT2_HUMAN lasmic (Potential). 7 CTGTTTCTTCGAC 0.358

+ 2 1192 NM_004767 NP_004758 O60883 ETBR2_HUMAN Name=6; (Potential). 2 GAGAACGTCTGC 0.627

- 2 921 hha.3_Missense_M NM_025179 NP_079455 O75051 PLXA2_HUMANular (Potential).|Sema. 3 GGTGGACGGTCAA 0.607

- 5 823 EK2_uc001his.3_M NM_002497 NP_002488 P51955 NEK2_HUMANProtein kinase. 3 ATTTTCCCAGCGA 0.343

- 3 614 47_uc001hrf.2_5'F NM_023007 NP_075383 Q9H9V9 JMJD4_HUMAN JmjC. 0 CAGTCGGACGAG 0.612

- 7 1416 k|TRIM17_uc001h NM_016102 NP_057186 Q9Y577 TRI17_HUMAN B30.2/SPRY. 1 AAGGCCGTCTGG 0.637



+ 1 935 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN B box-type 2. 4 CGGCCCGCAAGT 0.711

- 44 10178 xi.2_Missense_Mut NM_000081 NP_000072 Q99698 LYST_HUMAN BEACH. 12 AAAGACGAGGATC 0.448

+ 1 659 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMAN lasmic (Potential). 3 ATGCTCGAGTTAT 0.423 rs148081072

+ 16 1717 hs.1_Missense_Mu NM_002627 NP_002618 Q01813 K6PP_HUMAN 3 ATCACCGACGTAA 0.602

- 2 297 sense_Mutation_p.Q NM_031453 NP_113641 Q9H098 F107B_HUMAN 4 GTTTCTGAGGCCT 0.393

- 55 8753 UBN_uc009xjr.1_M NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 21. 19 GGAAGACGGCAG 0.577

+ 12 1205 DSS1_uc010qdf.1_ NM_014317 NP_055132 Q5T2R2 DPS1_HUMAN 0 CATGAAGCAATAA 0.423

- 4 1153 1iwc.1_Missense_ NM_018287 NP_060757 Q8IWW6 RHG12_HUMAN WW 1. 0 GAGGAGGTTTCCA 0.448

+ 11 1661 _p.R489H|ALOX5_ NM_000698 NP_000689 P09917 LOX5_HUMAN Lipoxygenase. 2 GGGGCCGCAAGT 0.692

+ 4 897 pp.2_Missense_Mu NM_012238 NP_036370 Q96EB6 SIRT1_HUMAN etylase sirtuin-type. 0 TATGCTCGCCTTG 0.378

+ 21 4038 YPN_uc009xpt.2_M NM_032578 NP_115967 Q86TC9 MYPN_HUMAN action with ACTN. 5 CGCTACGGATCTC 0.488

+ 17 2242 ense_Mutation_p.P NM_033100 NP_149091 Q96JP9 CDHR1_HUMAN lasmic (Potential). 1 CCTGCGCCCCGC 0.567

+ 17 2496 nse_Mutation_p.M NM_033100 NP_149091 Q96JP9 CDHR1_HUMAN lasmic (Potential). 1 AACTATGGGAAGC 0.567

+ 6 978 NM_004329 NP_004320 P36894 BMR1A_HUMAN 8 TCATAGGTAGGTT 0.433

+ 6 1417 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi)|p.K128fs*47(1 2334 GAAAGGGACGAA 0.413 rs121909218

- 9 875 _Mutation_p.E210 NM_013314 NP_037446 Q8WV28 BLNK_HUMAN Pro-rich. 2 TGGTTTCCCAGGC 0.587

- 13 1782 qot.1_Missense_M NM_020123 NP_064508 Q9HD45 TM9S3_HUMAN ical; (Potential). 0 GATGCAGCAGAGA 0.333

- 2 450_451 AP19_uc001kmy.2 NM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 1. 4 GAGTTCCCTGGA 0.619

+ 5 2935 RC1_uc010qqj.1_M NM_015062 NP_055877 Q5VV67 PPRC1_HUMAN Pro-rich. 3 GCACCCCCTCCTG 0.622

+ 9 1278 vx.2_Missense_Mu NM_016169 NP_057253 Q9UMX1 SUFU_HUMAN p.S377fs*7(1) 7 GAGTCCGGAGCC 0.587

- 13 1550 408L|ABLIM1_uc00 NM_002313 NP_002304 O14639 ABLM1_HUMAN 1 CTGGACGGCTCA 0.473

+ 23 3826 se_Mutation_p.S27 NM_207303 NP_997186 Q5VV63 ATRN1_HUMANcellular (Potential). 7 GATATATCAATTAA 0.279

+ 17 1982 BT1_uc009xzz.1_M NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 5. 7 GGCACCGTGTGT 0.597

+ 2 847 NM_003577 NP_003568 Q5T230 UTF1_HUMAN 0 AACACCGCCCTG 0.378

+ 5 687 NM_030783 NP_110410 Q9BVG9 PTSS2_HUMAN cellular (Potential). 0 GACTACGGGGGA 0.612

- 1 602 NM_001005161 NP_001005161 Q8NGK2 O52B4_HUMAN Name=5; (Potential). 0 GAAAACCCATACC 0.373

+ 1 451 _uc001mam.1_Int NM_001004756 NP_001004756 B2RNI9 B2RNI9_HUMAN 0 CTGGCCAGCAAG 0.527

- 1 327 .1_Intron|TRIM22_ NM_001001922 NP_001001922 Q8NH56 O52N5_HUMAN Name=3; (Potential). 2 GAACATCTGGGCC 0.488

- 6 1482 rf16_uc001mhc.3_ NM_020643 NP_065694 Q9NQ32 CK016_HUMAN 2 TGACTCCGCTTTC 0.537

+ 12 1675 _p.R256Q|TEAD1_ NM_021961 NP_068780 P28347 TEAD1_HUMAN nal activation (Potential). 0 TATACCGAATAAA 0.373

+ 1 766 E3B_uc010rcr.1_M NM_000922 NP_000913 Q13370 PDE3B_HUMAN 0 CACCCGGACCAA 0.687

- 1 376 mri.1_Missense_M NM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0 GGCTCGCCACTTT 0.557

- 10 1641 ew.1_Missense_M NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2 TCATCCCGGTCAT 0.527

+ 3 390 rik.1_Missense_M NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN Name=1; (Potential). 2 AATCTACTTATTGT 0.393

- 6 874 q.1_Missense_Mu NM_003146 NP_003137 Q08945 SSRP1_HUMAN 2 GCTCCCGGAAGAT 0.527

+ 5 1801 e_Mutation_p.R129 NM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN 1 GGGTCCGCACGG 0.517 rs141814126

+ 4 540 NM_023945 NP_076434 Q9H3V2 MS4A5_HUMANcellular (Potential). 2 TCTCACCAAAATA 0.353

+ 20 2933 NM_006133 NP_006124 Q9Y4D2 DGLA_HUMAN lasmic (Potential). 3 CCGAGAGCCCCA 0.627

+ 14 1854 nym.2_Missense_M NM_178443 NP_848537 Q86UX7 URP2_HUMAN 1 AAAGACGAGATCC 0.632

- 20 3263 09ypw.2_5'Flank|R NM_005609 NP_005600 P11217 PYGM_HUMAN p.R816G(1) 2 GGTGCGGTCACT 0.622 rs143177272

- 9 1423 _p.P349L|SF1_uc00 NM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3 TGGCGGGAGCAG 0.642

- 28 3151 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN PH. 4 CCCCCTCGCTCTC 0.697

+ 13 1552 dg.1_Nonsense_M NM_005186 NP_005177 P07384 CAN1_HUMAN Domain III. 1 AACCTGCGAGAGG 0.642

+ 13 1330 64*|BBS1_uc001oi NM_024649 NP_078925 Q8NFJ9 BBS1_HUMAN 1 ACACTGCGAGAGC 0.602

- 21 3553 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 CGCCACCCACGA 0.677

- 3 667 ME3_uc009yvk.2_M NM_001014811 NP_001014811 Q16798 MAON_HUMAN 1 GTAGGCGTGTACA 0.587

+ 18 2602 gb.2_Missense_M NM_014361 NP_055176 O94779 CNTN5_HUMANonectin type-III 1. 8 CCTATTGGGACAG 0.468



- 7 865 NM_002426 NP_002417 P39900 MMP12_HUMAN 0 TGTCAGGATTTGG 0.403

- 3 297 .R87W|MPZL3_uc NM_198275 NP_938016 Q6UWV2 MPZL3_HUMAN g-like V-type. 0 AAATCCGATCCCG 0.413

- 4 1023 _p.T284M|PVRL1_u NM_002855 NP_002846 Q15223 PVRL1_HUMANPotential).|Ig-like C2-type 2. 0 ACTTACGTGGTCC 0.577

+ 8 447 10rzn.1_Missense_ NM_015313 NP_056128 Q9NZN5 ARHGC_HUMAN PDZ. 7 GGGACGCCCACC 0.502

- 4 353 sbj.1_Missense_Mu NM_212555 NP_997720 Q6UY27 PATE2_HUMAN 0 TACTATGATCACA 0.453

- 24 3376 p.R1082C|NFRKB_ NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3 TCAAGCGAAAAGC 0.552

+ 19 4441 p.R1065C|WNK1_ NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 CTTAGACGTGCCC 0.468

+ 10 1733 _uc001qkn.2_Miss NM_199460 NP_955630 Q13936 CAC1C_HUMAN lasmic (Potential). 11 GAGTCCGTCAACA 0.597

+ 9 944 n_p.L180V|TEAD4_ NM_003213 NP_003204 Q15561 TEAD4_HUMAN 0 TCCAAGCTCTGG 0.677

+ 1 973 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3 GCGGGGGCTGCT 0.667

- 28 4488 WF_uc010set.1_Int NM_000552 NP_000543 P04275 VWF_HUMAN site for platelet glycoprotein 12 CCCACCGGGATCA 0.597 rs61750079

- 30 3892 p.A302V|A2M_uc0 NM_000014 NP_000005 P01023 A2MG_HUMAN 5 GACAGAGCATGGA 0.478

- 5 807 m.2_Intron|GSG1_u NM_001080555 NP_001074024 Q2KHT4 GSG1_HUMAN ical; (Potential). 0 ACTCACCTGACAG 0.567

+ 10 2042 cw.1_Missense_Mu NM_030667 NP_109592 Q16827 PTPRO_HUMANcellular (Potential). 9 GTGACAGCTCTAC 0.473

- 21 3055 _p.E173K|ADAMTS NM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 4. 19 AAAATTCATTGCA 0.403

- 2 233 NM_025003 NP_079279 P59510 ATS20_HUMAN 19 TAGTGGGTTCGGA 0.617

+ 13 1773 _p.V480M|ANO6_u NM_001025356 NP_001020527 Q4KMQ2 ANO6_HUMAN cellular (Potential). 2 CTCTCGGTGTTCA 0.438

+ 10 1301 ARID2_uc009zkh.1 NM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10 CTTGCACAAAAAT 0.368

+ 11 1150 0slz.1_Missense_M NM_000725 NP_000716 P54284 CACB3_HUMAN 0 CTGACCGTACAG 0.607

- 31 6284 NM_003482 NP_003473 O14686 MLL2_HUMAN 41 GTCTTACGGGCTA 0.662

- 5 754 E138Q|LMBR1L_u NM_018113 NP_060583 Q6UX01 LMBRL_HUMAN lasmic (Potential). 1 AGCCCTCAGACTC 0.328

- 2 143 GB7_uc010snz.1_R NM_000889 NP_000880 P26010 ITB7_HUMAN cellular (Potential). 8 TGGGATCTTGGCG 0.562

- 8 1305 p.R274C|RARG_u NM_000966 NP_000957 P13631 RARG_HUMAN gand-binding. 4 AGATACGCAGCAT 0.597

+ 24 5343 cj.2_Missense_Mut NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 ATCTGCGTTCAGT 0.542

+ 2 466 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4 CAAAATGAGGTGA 0.398

+ 1 593 NM_001005243 NP_001005243 Q8NGE7 OR9K2_HUMANcellular (Potential). 2 CTCGGGCTGTTGA 0.393

+ 1 49 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMAN cellular (Potential). 0 TTTACAGATAACC 0.323

- 5 824 P19_uc001sid.2_R NM_002429 NP_002420 Q99542 MMP19_HUMAN 1 AGCCCTCGTAGAC 0.622

+ 2 233 zog.2_Missense_M NM_002868 NP_002859 P61020 RAB5B_HUMAN 0 TATTACGTTTTGT 0.478

+ 10 1308 sqk.1_Missense_M NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN lasmic (Potential). 2 CCAGGGGCTCAG 0.582

- 17 2813 se_Mutation_p.R8 NM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN 6 TCATGCGAATGGA 0.428

- 17 1771_1772 sxi.3_Missense_M NM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN EF-hand 3. 2 ATAAAGGCCTAAA 0.243

- 3 1664 _p.G507E|USP44_u NM_001042403 NP_001035862 Q9H0E7 UBP44_HUMAN 3 TCTTTTCCACTGC 0.393

+ 15 1913 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 2. 14 TCCTTTCTCCAGA 0.423

+ 6 587 tlq.2_Missense_M NM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2 CCGAGGCAGCCA 0.463

+ 3 1958 _p.M479I|BTBD11_ NM_001018072 NP_001018082 A6QL63 BTBDB_HUMAN 3 ACAAATGGAATGG 0.577

- 3 544 BRAP_uc009zvv.2_ NM_006768 NP_006759 Q7Z569 BRAP_HUMAN 1 GACGGAGAATCTG 0.413

- 13 1750 BNO1_uc001ueu.2_ NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 TCATTCGTTGCTC 0.443

- 11 1650 ARB1_uc010tbd.1_ NM_005505 NP_005496 Q8WTV0 SCRB1_HUMAN lasmic (Potential). 1 ACTTGGCTCCGGA 0.647

- 8 2346_2347se_Mutation_p.D62 NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4 GAGGTCCCGGAA 0.465

- 11 2780 RPC4_uc010abw.2_ NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.|Cytoplasmic (P 6 GTCTATGAAATAA 0.443

+ 3 5613 NM_207361 NP_997244 Q5SZK8 FREM2_HUMAN |Extracellular (Potential). 11 GAATTGGGCATGG 0.343

+ 26 3603 C3A_uc001vco.2_ NM_001079673 NP_001073141 Q9Y2H6 FND3A_HUMANonectin type-III 9. 2 GGTCCCGACTCT 0.438 rs142361918

- 1 466 n_p.P15S|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 AGGGGGGACCA 0.622

- 35 4952 ev.2_Missense_Mu NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 CTTCACGGAAGCT 0.413

- 13 2057 g.1_Missense_Mu NM_000359 NP_000350 P22735 TGM1_HUMAN 3 TCACACGGTCCGC 0.622 rs144517528

- 7 952 _p.R2W|ADCY4_uc NM_139247 NP_640340 Q8NFM4 ADCY4_HUMAN lasmic (Potential). 3 TGATCCGCATGCA 0.572



+ 4 1833 ml.2_Nonsense_M NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 TCACTTGAGCCTT 0.438

- 1 1830 NM_001012706 NP_001012724 A1A4T8 CN182_HUMAN 0 TCGGTTCGTGAAT 0.537

- 6 1263 yh.1_Nonsense_Mu NM_021818 NP_068590 Q9H4B6 SAV1_HUMAN RAH.|Potential. 1 GCTTTCGGTTTTC 0.343

- 3 273 1xae.2_Missense_M NM_006832 NP_006823 Q96AC1 FERM2_HUMAN 0 GTCTTCAGAAGCC 0.408

- 3 1275 arj.2_Missense_M NM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1 TGGGTCGGGGAG 0.493

+ 2 584 OS_uc010asi.2_Mis NM_005252 NP_005243 P01100 FOS_HUMAN 3 GGAGGGGCAAG 0.632

- 5 2740 _p.V847M|STON2_ NM_033104 NP_149095 Q8WXE9 STON2_HUMAN MHD. 5 ATCTCACGCTGGC 0.507

+ 2 620 NR_015340 2 TTCTGGGATCTGC 0.672

+ 11 1480 _p.R376Q|TRAF3_ NM_145725 NP_663777 Q13114 TRAF3_HUMAN 3 TGGCTCGGAACAC 0.672

+ 10 1887 0txz.1_Missense_M NM_006291 NP_006282 Q03169 TNAP2_HUMAN 1 ATCATTCGCCTGC 0.637

- 7 5530 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 CCAGCCGCACACT 0.622

- 88 13671 zbi.2_Missense_Mu NM_004667 NP_004658 O95714 HERC2_HUMAN HECT. 13 CGGCCGGGCTG 0.632

- 48 7734 zbk.1_Missense_M NM_004667 NP_004658 O95714 HERC2_HUMAN p.A2543V(1) 13 ACAACAGCACCAG 0.333 rs139970998

+ 8 1072 NM_033510 NP_277045 A7MBM2 DISP2_HUMAN 2 CCAGCGGACAG 0.637

+ 20 2440 LA2G4B_uc010bc NM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1 GCAGGCCCCACT 0.622

- 3 313 adf.1_Missense_M NM_015617 NP_056432 Q9Y3Y4 PYGO1_HUMAN Pro-rich. 2 TTTGACGAAGGTA 0.443 rs144572806

- 8 1998 ERC1_uc010bgt.1_ NM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 5. 19 ACTTTGCGAATGA 0.373

- 11 1726 2apj.3_Missense_M NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN DENN. 4 AGAGAGGAACATA 0.413

+ 14 1932 ukf.1_Missense_M NM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1 TGATTTCCATTCT 0.368

+ 2 700 h.1_Missense_Mut NM_005545 NP_005536 O14498 ISLR_HUMAN LRR 4. 4 CCCGCGACGCC 0.612

+ 7 825 _p.V160I|ZFAND6_ NM_019006 NP_061879 Q6FIF0 ZFAN6_HUMAN AN1-type. 0 TGTGGTGTACACC 0.373

+ 8 927 se_Mutation_p.I175 NM_003027 NP_003018 Q99963 SH3G3_HUMANon with ARC (By similarity). 3 CAGAATATCAGCT 0.463

+ 3 675 AN_uc010upp.1_N NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 GCCTATCAGGACA 0.617

- 6 905 CG_uc002boa.2_R NM_016321 NP_057405 Q9UBD6 RHCG_HUMAN ical; (Potential). 1 GCGGTACCCACGG 0.617

- 17 2606 NM_001150 NP_001141 P15144 AMPN_HUMAN ular.|Metalloprotease. 4 CAGAGACCATCTC 0.592

- 9 1170 c.1_Missense_Mut NM_002168 NP_002159 P48735 IDHP_HUMAN 711 GGGCCGGCCCTG 0.667

+ 10 2648 2ckt.2_Missense_M NM_021098 NP_066921 O95180 CAC1H_HUMANe=S1 of repeat II; (Potential 2 CATCATGATGGCC 0.662

+ 35 6837 _p.P892S|CACNA NM_021098 NP_066921 O95180 CAC1H_HUMAN lasmic (Potential). 2 GAACCCCCTGCG 0.721

- 4 685 ssense_Mutation_p NM_002952 NP_002943 P15880 RS2_HUMAN 0 CCTCTGCGCACGG 0.647

+ 7 628 L3_uc010bsc.1_Mis NM_006453 NP_006444 Q12788 TBL3_HUMAN WD 3. 0 GATGCCGCCATCC 0.677

- 23 8898 e_Mutation_p.V289 NM_001009944 NP_001009944 P98161 PKD1_HUMAN cellular (Potential). 3 CCACAACGGAGTT 0.682 rs145532417

- 23 8672 e_Mutation_p.D282 NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|REJ. 3 CACCACGTCACTG 0.622

+ 7 985 _p.E313K|E4F1_uc NM_004424 NP_004415 Q66K89 E4F1_HUMAN 1 ACAGGCGAGCCT 0.592

- 6 856 crz.1_Missense_M NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 AGCCCTCGCCCCA 0.701

- 14 1704 F|TRAP1_uc010uxf NM_016292 NP_057376 Q12931 TRAP1_HUMAN 1 ACGAAGGTGCAG 0.562

- 25 2614 _p.A612T|CORO7_ NM_024535 NP_078811 P57737 CORO7_HUMAN 0 TCACAGCCGTGTC 0.617

+ 6 685 NM_014692 NP_055507 O43304 S14L5_HUMAN PRELI/MSF1. 0 CTGAATGAGCTCA 0.627

+ 3 317 AT_uc010buh.2_In NM_020686 NP_065737 P80404 GABT_HUMAN 1 GAAGTCCCAGGG 0.478

- 3 721 b.3_Intron|CPPED1 NM_018340 NP_060810 Q9BRF8 CPPED_HUMAN 0 TGTGCTGGAAGAC 0.592

- 44 7483 p.R2234*|SMG1_u NM_015092 NP_055907 Q96Q15 SMG1_HUMAN PI3K/PI4K. 16 TCATTCGAAAAGG 0.373

- 3 272 _p.T48M|UMOD_u NM_003361 NP_003352 P07911 UROM_HUMAN EGF-like 1. 2 CACGTCGTAACGG 0.612

- 4 564 se_Mutation_p.S11 NM_001888 NP_001879 Q14894 CRYM_HUMAN 0 TTAAAGGAGAACT 0.527

+ 8 1435 NM_000336 NP_000327 P51168 SCNNB_HUMANellular (By similarity). 7 GGGACTTCCCAGA 0.617

+ 6 2696 p.S608L|TNRC6A_ NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN ction with EIF2C1 and EIF2 2 AAACTTCAAGGA 0.468

+ 2 1570 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 CCAAGGGGTTCCC 0.512

+ 12 1512 _Missense_Mutati NM_001142448 NP_001135920 Q9H2V7 SPNS1_HUMAN 0 GAGTTCCGGGCT 0.652

+ 3 1559 C5_uc002eca.3_M NM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN ARM 5. 1 CCAACCTCCCAGC 0.652



+ 1 108 C5A2_uc010car.2_R NM_003041 NP_003032 P31639 SC5A2_HUMAN ical; (Potential). 1 TCATTGCTGCATA 0.587

+ 4 495 NM_144602 NP_653203 Q8WTQ4 CP078_HUMAN 1 CATTCCGTCGACA 0.493

+ 9 1401 hj.2_Missense_Mut NM_005611 NP_005602 Q08999 RBL2_HUMAN A.|Pocket; binds E1A. 5 TGAGTCGTCTTCA 0.453

+ 2 612 eld.2_Missense_M NM_133368 NP_588609 Q96DX4 RSPRY_HUMAN 1 GTAATACGGACTC 0.502

+ 3 422 _uc010vjt.1_5'Flan NM_016948 NP_058644 Q9NPB6 PAR6A_HUMANwith PRKCI and PRKCZ. 1 TCTCTGCAGCGGC 0.617

- 11 1503 _p.P437S|RANBP1 NM_020850 NP_065901 Q6VN20 RBP10_HUMAN 1 CGTTGGGGTAGTG 0.602

+ 3 480 83Q|TSNAXIP1_uc NM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0 ACTACCGGAAGCG 0.592

+ 5 1931 2ewd.2_Missense_ NM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 10. 1 AGAACCCACACTG 0.438

- 10 1599 NM_005652 NP_005643 Q15554 TERF2_HUMANyb-type.|H-T-H motif. 1 GGTCCGCCAGCG 0.443

+ 10 995 e_Mutation_p.D345 NM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1 CTTCGCGATCAGC 0.642

+ 23 3135 .G1032D|FUK_uc0 NM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1 CAGGCGGTGGAG 0.622

+ 3 268 DT7_uc010vnj.1_In NM_001105663 NP_001099133 P0C024 NUDT7_HUMANudix hydrolase. 2 GAAGGGCCCCTG 0.418

- 5 717 se_Mutation_p.P17 NM_020947 NP_065998 Q6P9B6 K1609_HUMAN 2 CATGGGGGACCC 0.562

+ 4 1322 L36_uc010chl.2_In NM_024731 NP_079007 Q8N4N3 KLH36_HUMAN Kelch 2. 2 TTGCCTCCATCGA 0.567

- 19 2787 p.G918S|ANKFY1_ NM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN ANK 17. 3 CTGAGCCTGCTTG 0.438

+ 10 970 2fym.2_Missense_M NM_004313 NP_004304 P32121 ARRB2_HUMAN ction with TRAF6. 0 AGCACCGCCCAG 0.567

+ 27 4402 NM_020877 NP_065928 Q9P225 DYH2_HUMAN m (By similarity). 13 ACATCCGCAAGCA 0.517 rs146287609

- 12 1662 ER1_uc010vur.1_M NM_002616 NP_002607 O15534 PER1_HUMAN 9 TGGGGGCCGGG 0.657

+ 13 3051 _p.D966N|MYOCD_ NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 AACATCGATTTCC 0.517

+ 9 1614 p.G272S|ALDH3A2 NM_000382 NP_000373 P51648 AL3A2_HUMAN ical; (Potential). 2 AAACTCGGTCTCC 0.473

- 9 1113 277N|SLC47A2_uc NM_152908 NP_690872 Q86VL8 S47A2_HUMAN cellular (Potential). 0 AGGAAGCTCCCG 0.647

- 1 124 NM_032854 NP_116243 Q6QEF8 CORO6_HUMAN 0 TTGACGGCACAG 0.587

+ 9 981 _p.R289H|RHBDL3 NM_138328 NP_612201 P58872 RHBL3_HUMAN ical; (Potential). 1 CGGGCCGTGTGG 0.662

- 12 1410 LE1_uc002hiz.1_M NM_018096 NP_060566 Q9NVX2 NLE1_HUMAN WD 8. 4 TCAACAGCATATA 0.592

- 1 427 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMANC-[IKRQVHEC]- [SPRT]-[ST 0 ggagatgctgcagctgg 0.124

+ 20 3104 g.1_Missense_Mut NM_004941 NP_004932 Q14562 DHX8_HUMAN 4 GTATCCATGCTGT 0.502

- 23 3095 ff.1_Missense_Mut NM_005474 NP_005465 Q9UQL6 HDAC5_HUMANone deacetylase. 1 CAAACCCGGCGGA 0.572

- 5 965 e_Mutation_p.T302 NM_002055 NP_002046 P14136 GFAP_HUMAN Coil 2B.|Rod. 2 CTCACCGTGCCGC 0.716

- 13 1723 LL6_uc002ioc.2_M NM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0 TTCTTTCTCACTT 0.527

+ 2 329 se_Mutation_p.L5F NM_006151 NP_006142 P22079 PERL_HUMAN 2 GTCCTTCTCCATC 0.488

+ 8 1319 se_Mutation_p.E2 NM_006151 NP_006142 P22079 PERL_HUMAN 2 AACCAGGAGGTCT 0.617

- 8 3242 _p.A429V|RNF43_u NM_017763 NP_060233 Q68DV7 RNF43_HUMAN lasmic (Potential). 1 CAAGCAGCAGGG 0.657

- 5 735 .1_Missense_Muta NM_004574 NP_004565 O43236 SEPT4_HUMAN 0 TGAGCCGCAGCC 0.532

- 13 1718 yn.1_Missense_Mu NM_032582 NP_115971 Q8NFA0 UBP32_HUMAN DUSP. 5 ATTTACCGCTGCC 0.333 rs147383770

- 2 688 0ddt.2_Missense_M NM_001915 NP_001906 P49447 CY561_HUMAN ential).|Cytochrome b561. 1 CGATGACGAGCG 0.617

+ 4 1088 wqx.1_Missense_M NM_181790 NP_861455 Q7Z601 GP142_HUMAN Name=6; (Potential). 4 GCATCACCACACT 0.667

- 18 3635 wsc.1_Missense_M NM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN Pro-rich. 1 GAGACTCGCCAG 0.692

- 23 3913 se_Mutation_p.A516T|DNAH17_uc002jvs.2_RNA 9 GAAAGGCGACTAC 0.537

- 5 386 xs.2_Missense_Mu NM_014740 NP_055555 P38919 IF4A3_HUMAN case ATP-binding. 1 TTTCACGAACCTG 0.393

- 23 3117 1_Missense_Muta NM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4 CTGCCGCACAAG 0.697

- 5 442 NM_016286 NP_057370 Q7Z4W1 DCXR_HUMAN 0 TAGTTACTGCCCG 0.438

+ 30 4802 p.D1446E|PTPRM_ NM_002845 NP_002836 P28827 PTPRM_HUMANphatase 2.|Cytoplasmic (Po 6 GGTCGACCTCCTG 0.418

- 9 957 kod.1_Missense_M NM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN HEAT 8. 1 GCACATGAAACCG 0.413

+ 37 6670 nse_Mutation_p.S6 NM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 CTAATTCCTCCTT 0.328

- 4 1704 CO1_uc002kti.1_R NM_052911 NP_443143 Q5FWF5 ESCO1_HUMAN 0 TTTTTCGGGACCA 0.413

+ 15 2780 mz.1_Missense_M NM_025135 NP_079411 Q2V2M9 FHOD3_HUMAN FH2. 8 ACCATCCGTTTGT 0.502

+ 8 1279 e_Mutation_p.E332 NM_014772 NP_055587 O43310 CTIF_HUMAN 0 TTCCCGAGCGCA 0.562



+ 4 1315 NM_015879 NP_056963 O43173 SIA8C_HUMANmenal (Potential). 2 TTGTATGGATTTT 0.423

+ 8 1144 n_p.E201K|SERPI NM_001143818 NP_001137290 P05120 PAI2_HUMAN 2 CCAGATGAAATTG 0.413

+ 3 651 _p.R109K|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 1. 4 CCAAGAGACTGG 0.498

- 24 3115 TTN_uc010xfb.1_M NM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8 GACACCGGCTTCA 0.418

- 5 354 p.P96L|TCF3_uc00 NM_003200 NP_003191 P15923 TFE2_HUMAN 7 AGTCCCGGTCCCA 0.637

+ 4 469 p.R131H|C19orf36 NM_001039846 NP_001034935 Q1ZYL8 IZUM4_HUMAN 0 AGCACCGCTGTGG 0.672

- 9 909 NM_198492 NP_940894 Q6UXB4 CLC4G_HUMAN (Potential).|C-type lectin. 0 CTTCTCGCTGTCA 0.627

+ 10 1161 SS4_uc002mji.2_M NM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1 CTCTTTCCCACCC 0.567

- 5 35849 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GCTGAAGAGCTGG 0.498

- 3 22243 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 GAGTGGTTGATG 0.478

- 3 20990 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GATGTGGAAACAG 0.463

- 1 9472 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAGGCTCCTCCTG 0.493

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TGGGGGAAGTGG 0.473

- 19 3002 xe.2_Missense_Mu NM_003331 NP_003322 P29597 TYK2_HUMAN otein kinase 1. 9 ACGTCAGCAAGAT 0.582

+ 4 1934 e_Mutation_p.C62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 TCAGTTGTGCCTC 0.483

- 2 67 NM_001105578 NP_001099048 Q6PIF2 SYCE2_HUMAN 0 GCTGCGGTTCCTG 0.612

- 3 645 mwy.3_Missense_ NM_001127221 NP_001120693 O00555 CAC1A_HUMANe=S2 of repeat I; (Potential) 2 ATGGTTCTGTGTC 0.478

+ 12 2270 xng.1_Missense_M NM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2 TGGTGCGCTGGC 0.607 rs139232826

+ 3 464 2naf.2_Missense_M NM_012114 NP_036246 P31944 CASPE_HUMAN 4 CACCATGAAAAGA 0.542

+ 1 121 NM_001004713 NP_001004713 O60431 OR1I1_HUMAN Name=1; (Potential). 3 ATCATTGGAAATG 0.483

- 5 973 D26_uc002nee.2_In NM_024881 NP_079157 Q96K37 S35E1_HUMAN ical; (Potential). 2 CCAGGACGTTGGT 0.597

+ 6 1318 _p.R164H|NWD1_uc002nev.3_Missense_Mutation_p.R9 Q149M9 NWD1_HUMAN WD 1. 7 AGATCCGCCACCA 0.622 rs61737596

- 2 457 NM_005234 NP_005225 P10588 NR2F6_HUMAN receptor.|NR C4-type. 0 TTGAGACGGCAGT 0.627

+ 8 2360 cc.1_Missense_Mu NM_004386 NP_004377 O14594 NCAN_HUMAN 4 GTATCCCGGGGTC 0.597

+ 4 1702 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 14. 1 AAAATTCATACTA 0.358

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCACTATGAA 0.403

- 4 1447 _p.K353E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTTTCCAGT 0.343

- 4 1110 1_Intron|ZNF208_ NM_007153 NP_009084 7 TGAAGGCTTTGCC 0.413

+ 4 1398 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 9. 0 ATAAGAGAATTCA 0.378

+ 3 2263 xrn.1_Missense_Mu NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5 TCCATCGACAGAG 0.493 rs143809236

+ 6 956 n_p.V230I|KCTD15 NM_001129994 NP_001123466 Q96SI1 KCD15_HUMAN 1 AACTCGGTACAGG 0.692

+ 5 2103 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 18. 0 TCACATCTTTCTC 0.433

+ 11 3705 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 GAGCAGGAAAGC 0.622

+ 66 10022 oiv.1_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN 12 CTGCCCGCCGGC 0.642

+ 2 1002 gn.1_Missense_Mu NM_003407 NP_003398 P26651 TTP_HUMAN 1 CCCGGCGACTCC 0.617

+ 5 840 w.1_Intron|CYP2S1 NM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1 ATGCTTCGGGCCC 0.652

+ 14 1385 GF8_uc002otl.3_5'F NM_173633 NP_775904 Q8NBT3 TM145_HUMAN 0 GGGAACGTGACG 0.667

- 3 617 se_Mutation_p.A13 NM_005619 NP_005610 O75298 RTN2_HUMAN 3 GAGGCGCGGTG 0.682

- 26 3819 6A_uc002pdm.2_5 NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 CCTCCCGGAAATC 0.602

+ 6 683 NM_015603 NP_056418 Q9Y3X0 CCDC9_HUMAN Potential. 0 GGAGCGGCGCA 0.567

+ 7 2811 _p.E722K|NLRP4_ NM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15 TGCTGCGAATACA 0.512

+ 9 1149 zi.2_Missense_Mu NM_003887 NP_003878 O43150 ASAP2_HUMAN Potential. 0 AGCTTCGAGATAT 0.408

+ 31 5695 bp.1_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 GTGCCCCGGACA 0.647

+ 3 1154 cw.2_Missense_Mu NM_002252 NP_002243 Q9BQ31 KCNS3_HUMANe=Segment S2; (Potential). 4 TTCACCGGGGAG 0.517

- 19 3050 _p.M869I|PUM2_u NM_015317 NP_056132 Q8TB72 PUM2_HUMAN M-HD.|Pumilio 8. 1 TTCAGCCATATCA 0.413

- 3 360 _p.E107K|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 TCCTCTCCCGGAT 0.562

- 26 7584 NM_000384 NP_000375 P04114 APOB_HUMAN 27 TGGTGTCCTGTAG 0.418



- 4 436 n_p.T58I|POMC_u NM_001035256 NP_001030333 P01189 COLI_HUMAN 1 ATGGGAGTCTCGG 0.692

+ 8 1472 BP1_uc002rkp.2_M NM_013392 NP_037524 Q9UHY1 NRBP_HUMANProtein kinase. 3 CACAACGGACTC 0.582

- 2 224 Flank|GPN1_uc01 NM_024584 NP_078860 Q6ZUS5 CC121_HUMAN Potential. 0 GTTTCCGCTGGG 0.433

+ 3 473 NM_030915 NP_112177 Q53QV2 LBH_HUMAN 0 GTCCAGGAGGATG 0.567

- 3 428 _p.K61R|NLRC4_u NM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN CARD. 6 GAACCCTTTTTCA 0.398

+ 10 1945 v.2_Nonsense_Mu NM_206943 NP_996826 Q14766 LTBP1_HUMAN alcium-bindin p.R649*(1) 8 AGCTATCGATGTA 0.378

+ 7 961 _p.E112K|RASGRP NM_170672 NP_733772 Q8IV61 GRP3_HUMAN rminal Ras-GEF. 5 GGATATGAAAAAC 0.443

- 8 902 RS7_uc010ynp.1_ NM_001031684 NP_001026854 Q16629 SRSF7_HUMANof R-R-S-R-S-X-S-X.|Arg/Se 0 GGGAACGACTAAA 0.378

- 5 955 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN 3 ATTTGCGGAATCT 0.343

- 3 1662 2sit.3_Missense_M NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 TCGCTCCGACTTA 0.637

+ 5 479 n_p.A132S|REG3G NM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0 TACTTTGCATGGG 0.507

- 6 1221 2svl.2_Missense_M NM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0 GGGGACGGATAAC 0.468

- 34 4974 NP200_uc010yuj.1_ NM_014014 NP_054733 O75643 U520_HUMAN case C-terminal 2. 10 CCAGGCGTCGCT 0.577

- 15 2643 SEMA4C_uc002sxe NM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN lasmic (Potential). 2 TCCTCGGGGTTGG 0.652

+ 7 1009 70_uc002sye.1_Mi NM_001079 NP_001070 P43403 ZAP70_HUMAN nterdomain B. 6 GCTGCTCCCACAC 0.706

- 5 739 NM_004854 NP_004845 O43529 CHSTA_HUMANable).|Lumenal (Potential). 1 ACTTTGGGAGTCT 0.498

- 4 909 nse_Mutation_p.T1 NM_152515 NP_689728 Q8IYA6 CKP2L_HUMAN 0 GGAACCGTCCTTG 0.403

- 7 1049 nse_Mutation_p.H2 NM_025181 NP_079457 Q8WV83 S35F5_HUMAN 0 ATGCATGACTTGA 0.388

+ 13 3842 mt.3_Missense_Mu NM_005270 NP_005261 P10070 GLI2_HUMAN 13 CCTGCAGCAACAT 0.627

+ 18 2418 .2_Missense_Muta NM_004522 NP_004513 O60282 KIF5C_HUMAN 1 TTCCAGGATAAGG 0.413

- 116 16579 _Mutation_p.R188 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 149. 20 GTAGTACGCAGGT 0.299 rs16830171

+ 6 1148 _p.R194Q|GALNT1 NM_052917 NP_443149 Q8IUC8 GLT13_HUMANntial).|Catalytic subdomain A 6 GTCTTCGAGGAG 0.423

- 10 1412 P4_uc010fpb.2_5'U NM_001935 NP_001926 P27487 DPP4_HUMAN cellular (Potential). 3 TGTATGGAAGTTG 0.393

+ 4 539 z.2_Missense_Muta NM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19 AGCAATGATCTCA 0.493

- 2 711 K1_uc002ugp.2_M NM_012290 NP_036422 Q9UKI8 TLK1_HUMAN 1 CTGCAACTGCCCG 0.393

+ 1 134 zew.1_Missense_M NM_021193 NP_067016 P35452 HXD12_HUMAN 0 CTACCCGCGCGG 0.706

- 6 688 NKRD44_uc002uu NM_153697 NP_710181 Q8N8A2 ANR44_HUMAN ANK 6. 5 GCACGCCGGTCC 0.418

+ 2 1180 uv.3_Missense_Mu NM_001114661 NP_001108133 Q15111 PLCL1_HUMAN 2 CCACCCGCGTGA 0.373

+ 2 539 n_p.S98P|GPBAR1 NM_170699 NP_733800 Q8TDU6 GPBAR_HUMANName=3; (Potential). 1 TTCCTCTCCCTGC 0.637

+ 13 1975 NM_032726 NP_116115 Q9BRC7 PLCD4_HUMANPI-PLC Y-box. 3 CATTTCCGCCAGA 0.532

- 14 2162_2163 p.G602R|PTPRN_ NM_002846 NP_002837 Q16849 PTPRN_HUMAN lasmic (Potential). 4 GTGTCCCGTGGA 0.663 rs145338513

+ 17 3001 wm.2_Missense_M NM_005070 NP_005061 P48751 B3A3_HUMAN al).|Membrane (anion excha 5 CCTGCGCAAGTT 0.637

- 7 2775 _p.L910F|SPHKAP NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 CAGGAAGCAGCA 0.483

- 21 3119 IP12_uc002vpy.1_ NM_004238 NP_004229 Q14669 TRIPC_HUMAN 9 GCAGTCGTTTTCT 0.398

+ 1 286 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1 CACGGCCAGAAGA 0.532

+ 13 1288 FARP2_uc010zor.1 NM_014808 NP_055623 O94887 FARP2_HUMAN 3 TCATTCCCCGAGG 0.478

+ 9 1283 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9 AATGCCGACCGCA 0.562

+ 7 1017 al.1_Missense_Mut NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 CGGGCGGACCCT 0.612 rs148376598

- 5 1033 d.1_Intron|VSX1_u NM_014588 NP_055403 Q9NZR4 VSX1_HUMAN 0 TCCTGCCGGGCA 0.592

- 24 4051 _p.S977F|NINL_uc0 NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5 AGGTCGGACTTC 0.567

+ 2 91 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 AAATATCTTGGTAT 0.333 rs137871677

+ 3 187 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0 CTTTGTTGGCCTC 0.353

+ 3 189 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0 TTGTTGGCCTCAA 0.353

+ 1 135 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0 TCTTATCCCAGCT 0.537

+ 15 1934 tz.1_Missense_Mu NM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN ADD. 5 GCGGCGCCGGA 0.637

- 6 675 _Missense_Mutatio NM_018217 NP_060687 Q9BV94 EDEM2_HUMAN 0 CCTGCCGTACAGG 0.542

+ 14 1592 uc002xjn.1_Intron NM_003286 NP_003277 P11387 TOP1_HUMAN p.R449W(1) 7 CTCGGCGGCTGA 0.468



- 4 646 NM_016470 NP_057554 Q9NX31 CT111_HUMAN 0 ACTTGGGTAGCG 0.498

+ 8 1104 2_RNA|PABPC1L_ NM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1 GTTTTTCCTCCCC 0.587

- 2 399 se_Mutation_p.R17 NM_001135773 NP_001129245 Q9UM82 SPAT2_HUMAN 2 ACTTCCGAAATAA 0.552 rs77667957

- 6 1341 nse_Mutation_p.R3 NM_018197 NP_060667 Q9NPA5 ZF64A_HUMAN C2H2-type 6. 2 TGCTTCCGGAGGG 0.582

- 2 233 B46_uc002ygu.2_ NM_025224 NP_079500 Q86UZ6 ZBT46_HUMAN 2 TGGGACGTGATTT 0.572

- 7 1031 NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2 TCCTAAGAGGTCT 0.303

+ 2 266 se_Mutation_p.V51 NM_001186 NP_001177 O14867 BACH1_HUMAN BTB. 2 GGTCCGTGCTGG 0.522 rs149732438

- 13 2310 _p.V616M|GRIK1_ NM_000830 NP_000821 P39086 GRIK1_HUMAN lasmic (Potential). 3 CCACCACGTCTGA 0.448

+ 13 1136 _p.G298D|PDE9A_ NM_002606 NP_002597 O76083 PDE9A_HUMAN ytic (By similarity). 2 ATCCCGGCTACAA 0.498

- 3 378 w.3_Missense_Mut NM_000071 NP_000062 P35520 CBS_HUMAN 0 GGGCCGGATCCA 0.667

- 3 1589 2zii.2_Missense_M NM_001142854 NP_001136326 Q9H0A9 CU056_HUMAN 1 TAGCTCCTCCTGG 0.662

- 1 450 TEH_uc002zlh.1_5 NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 ATCTTGCTCCTGA 0.607

+ 1 1646 CR14_uc002zou.2_ NM_053006 NP_443732 Q96PF2 TSSK2_HUMAN 1 GGAGCTGAGGTGG 0.617

- 2 868 4R_uc002zru.2_5' NM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRR 7. 0 GGTCACGGAAGG 0.647

- 2 75 zue.2_Missense_M NM_004173 NP_004164 O43246 CTR4_HUMAN 2 GCCCCCGGGCCA 0.652

+ 14 1912 _p.P490L|NF2_uc0 NM_000268 NP_000259 P35240 MERL_HUMAN p.P490fs*25(2)|p.P483fs*1 728 CAGCACCGTTGCC 0.463

+ 7 1702_1703ense_Mutation_p.R NM_030758 NP_110385 Q969R2 OSBP2_HUMAN 2 CGGCCGGGAGCT 0.609

- 3 497 03K|PIK3IP1_uc0 NM_052880 NP_443112 Q96FE7 P3IP1_HUMAN cellular (Potential). 1 AGGTACCTGGACA 0.736

- 3 486 aqe.2_Nonsense_ NM_001163857 NP_001157329 O43247 EAN57_HUMAN 0 ATGGCTGAGCCC 0.622

+ 15 1983 _Mutation_p.V536M NM_013365 NP_037497 Q9UJY5 GGA1_HUMAN GAE. 3 TCCGACGTGCTG 0.622

+ 2 425 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1 GGATGCGGAGAG 0.393 rs11547402

- 4 282 xc.2_Nonsense_M NM_175709 NP_783640 O95931 CBX7_HUMAN Chromo. 1 ATGCTCGGTCTCT 0.592

+ 18 4668 yn.3_Nonsense_M NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 TGCCATGGAAAG 0.413

- 3 317 gye.1_Missense_M NM_020831 NP_065882 Q969V6 MKL1_HUMAN on with SCAI and ACTB (B 5 AGCTCCGATCTCT 0.473

- 2 199 nse_Mutation_p.V3 NM_032311 NP_115687 Q9BY77 PDIP3_HUMAN 0 TCCCAACTCGAGA 0.502

- 15 1805 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5 CTGCTCGCTTCCG 0.537

- 1 286 w.1_RNA|LOC4009 NM_018280 NP_060750 Q9NV39 CV026_HUMAN Pro-rich. 0 ACGGAGGACGG 0.756

- 12 2029 NM_001080447 NP_001073916 2 CCGGGAGCTCCA 0.677

- 4 720 _p.E26K|IL5RA_uc NM_000564 NP_000555 Q01344 IL5RA_HUMAN cellular (Potential). 1 TCTTTTCATCAGG 0.348

+ 5 668 uc003bru.2_Transla NM_001080517 NP_001073986 Q9C0A6 SETD5_HUMAN 2 AACGCTGTGGAG 0.567

- 16 2769 vw.2_Missense_M NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 TCAATTCGCTCCT 0.488

- 34 4761 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 GGTGACGGGCCA 0.443

- 13 2448 p.V589M|XPC_uc0 NM_004628 NP_004619 Q01831 XPC_HUMAN NA; required for formation o 3 GGGCCACGCGGT 0.592

+ 10 3411 _p.V1101I|FGD5_u NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5 CACAGCGTCCGGG 0.627

- 9 882 eq.1_Missense_Mu NM_207359 NP_997242 Q6ZQY3 GADL1_HUMAN 0 AAGCTCCCAACAC 0.438

+ 2 679_680 _Missense_Mutatio NM_002468 NP_002459 Q99836 MYD88_HUMAN e domain (By similarity). 94 GATGACCCCCTG 0.525

+ 12 1499 ckz.3_Missense_M NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN action with HGS. 1 CCGGCTCCAACCA 0.572

- 4 517 p.R145W|CCDC13_ NM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1 ACAGCCGGTTCTT 0.512

- 3 654 1_uc003cpf.2_Miss NM_005283 NP_005274 P46094 XCR1_HUMAN Name=4; (Potential). 1 GCAGCGGAGGG 0.597

+ 4 415 .H82N|PTPN23_uc NM_015466 NP_056281 Q9H3S7 PTN23_HUMAN BRO1. 3 GTGGCCCATGAGG 0.582

- 4 1671 ro.3_Intron|CSPG5 NM_006574 NP_006565 O95196 CSPG5_HUMAN lasmic (Potential). 2 CATGGGGGGAGG 0.517

+ 5 8215 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 GAGATCGTCAGG 0.652

+ 43 7072 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANA 3 (By similarity). 3 ATTGACAGCAAGC 0.582

+ 51 8239 H1_uc003ddv.2_5' NM_015512 NP_056327 Q9P2D7 DYH1_HUMANA 4 (By similarity). 3 AACAACGTCCTAA 0.537

- 16 2626 ej.1_Missense_Mut NM_003157 NP_003148 P51957 NEK4_HUMAN 1 GCAAACGTACCTA 0.249 rs147140852

+ 4 590 n_p.E79D|PRKCD_ NM_006254 NP_006245 Q05655 KPCD_HUMAN C2. 9 AGAGGAGCCAGT 0.592

+ 1 695 BO2_uc011bgj.1_R NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN 11 TATGTTCGGGTTG 0.373



+ 4 784 NM_173824 NP_776185 Q5JPI3 CC038_HUMAN 0 AGAATCCTTTTCT 0.393

+ 3 1130 rp.1_Missense_Mu NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANcellular (Potential). 16 ACAGGATATGAAG 0.343

- 7 614 bhn.1_Missense_M NM_014429 NP_055244 Q86VD1 MORC1_HUMAN 8 TTAAATGGGGAGT 0.343

+ 16 3136 p.R840W|BOC_uc0 NM_033254 NP_150279 Q9BWV1 BOC_HUMAN cellular (Potential). 6 ATAGAGCGGCCGG 0.617

- 4 466 ZBTB20_uc003ebl.2 NM_015642 NP_056457 Q9HC78 ZBT20_HUMAN 5 GCTGCTCGTTGAG 0.597

+ 3 623 o.2_RNA|C3orf1_u NM_016589 NP_057673 Q9NPL8 TIDC1_HUMAN ical; (Potential). 0 CTGGCGCTGGGG 0.398 rs142096113

+ 9 1301 YT3_uc010hug.2_R NM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 1. 0 TGGAACGAAGTG 0.582

- 17 2298 nm.1_Missense_M NM_000935 NP_000926 O00469 PLOD2_HUMAN 2 ATATACGGCTATC 0.358

+ 4 580 _p.G45E|AGTR1_ NM_031850 NP_114038 P30556 AGTR1_HUMAN Name=1; (Potential). 0 TATTTGGAAACAG 0.353

- 7 1559 P_uc003ewz.2_Non NM_000096 NP_000087 P00450 CERU_HUMANnin-like 3.|F5/8 type A 2. 1 CCTTTCGATTTGT 0.453

- 1 333 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMAN A 1.|Plastocyanin-like 1. 1 AATAATTCCAATGT 0.353

- 19 2433 _p.E743K|ZBBX_u NM_024687 NP_078963 A8MT70 ZBBX_HUMAN Potential. 2 GTAATTCTTTTTC 0.328

- 13 2579 p.R851C|PHC3_uc NM_024947 NP_079223 Q8NDX5 PHC3_HUMAN 2 GACGACGGCCAC 0.423

- 7 1210 _p.R128*|SLC2A2_ NM_000340 NP_000331 P11168 GTR2_HUMAN lasmic (Potential). 2 GCTGTCGGTAGCT 0.418 rs121909743

+ 13 2196 n_p.P332L|EIF2B5_ NM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5 ATTCCCCGCTTGA 0.527

+ 7 930 _Mutation_p.R260 NM_018358 NP_060828 Q9NUQ8 ABCF3_HUMAN C transporter 1. 4 GCTACGGAGGGA 0.602

+ 2 199 z.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN cription activation. 12 ATTACCGATCCAC 0.373

- 3 319 NM_198505 NP_940907 Q4VNC0 AT135_HUMAN 11 ATTCTTCCCACTT 0.408

- 13 1981 NM_018385 NP_060855 Q9H089 LSG1_HUMAN 0 AAGTTACAGGATC 0.438

- 3 9356 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 AGGAAAGGCTGG 0.602

- 3 3298 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 GCCACATTCTCCA 0.413

- 3 1955 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TGCCACGATCTTC 0.378

+ 5 1505 Site|ZBTB49_uc01 NM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN C2H2-type 2. 2 TTACGACGGCATT 0.408

+ 19 2574 .V728I|CC2D2A_u NM_001080522 NP_001073991 Q9P2K1 C2D2A_HUMAN 3 GAGGGAGTTGGAA 0.418

+ 16 1798 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN LRRNT 3. 11 CACATTCCCCAG 0.448

- 11 1866 gqn.1_Missense_M NM_145290 NP_660333 Q8IWK6 GP125_HUMAN cellular (Potential). 1 ACTGTTGAATAAA 0.488

+ 12 2071 UN7_uc003gvi.3_3' NM_024677 NP_078953 0 GCTGCAGCCAAG 0.428

- 2 240 v.1_RNA|NMU_uc0 NM_006681 NP_006672 P48645 NMU_HUMAN 0 TGTAATCCTTGAG 0.308

- 6 1370 NM_001076 NP_001067 P54855 UDB15_HUMAN 0 ATAATTTCATGACA 0.363

+ 5 1203 cam.1_Missense_M NM_001075 NP_001066 P36537 UDB10_HUMAN p.P393S(1) 5 GCATTCCATTGTT 0.448

+ 3 962 n_p.L141F|RUFY3_ NM_014961 NP_055776 Q7L099 RUFY3_HUMAN RUN. 0 ACTTTTCTCGGAC 0.259

+ 5 608 LB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 1. 6 GAACTCCTTTTCT 0.353

- 13 2312 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 TCAGATCCTTCCA 0.294

+ 16 2894 PAQR3_uc003hln. NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1 AATGTACAAGAAT 0.478

- 8 1011 _p.G237E|AGXT2L NM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1 GGTTTTCCCATTG 0.468

+ 11 2152 _p.R525H|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN s B 7.|Extracellular (Potenti 4 TTGGCCGTAGATT 0.453

- 9 2573 ST4_uc010imw.2_R NM_022569 NP_072091 Q9H3R1 NDST4_HUMANeparan sulfate N-sulfotransf 4 GAACTTCCTCAAA 0.318

+ 1 3845 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 CCTATTCCCTTGT 0.363

+ 8 7405 e_Mutation_p.H76 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN (Potential).|Cadherin 24. 18 CAGCATCACCCAT 0.453

+ 17 13949 _p.S2891L|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN lasmic (Potential). 18 AATTTTCAATCCA 0.498

- 5 764 mm.3_Missense_M NM_004564 NP_004555 O75879 GATB_HUMAN 0 ATGTTCGCCTGGC 0.532 rs145476419

+ 11 2396 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 GCATCTCGGACAC 0.622

+ 5 960 _p.D134N|CLCN3_ NM_001829 NP_001820 P51790 CLCN3_HUMANcal; (By similarity). 3 GCTGCCGATTGGA 0.418

+ 11 2189 e.1_Missense_Mut NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN r (Potential).|EGF-like 7. 0 TGTGCCGAGCACG 0.617

+ 2 585 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0 CTGGGTCGGGC 0.423

- 9 978 mk.1_Missense_M NM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1 CCCCGCGTGTTG 0.468 rs149296511

- 2 565 ee.3_5'Flank|MTRR NM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4 CCATCCTTTTTTT 0.418



+ 11 2205 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6 TTTAGCTGGCAGT 0.617

+ 11 2236 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6 AGAGGACACACAC 0.602 rs111488757

+ 2 645 SLC1A3_uc010iuy.2 NM_004172 NP_004163 P43003 EAA1_HUMAN ical; (Potential). 0 GTCACCGCTGTC 0.418 rs143571478

+ 3 2111 GA1_uc003jou.2_In NM_015946 NP_057030 Q9BRX2 PELO_HUMAN 0 CTGACCAAGAGG 0.438

+ 2 5636 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AGTTTTCACTTAT 0.333

+ 5 821 SGRF2_uc003khb NM_006909 NP_008840 O14827 RGRF2_HUMAN DH. 12 CCCTGCGTATGGC 0.498

+ 4 857 yo.1_Missense_M NM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0 CACAGGTTCACC 0.473

+ 1 1384 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 CGCGCGAGACGG 0.617

+ 1 2321 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANPXXP 2.|6 X 4 AA repeats o 6 TCAGTCCCAGCC 0.567

+ 19 1840 p.T602M|ARHGAP NM_015071 NP_055886 Q9UNA1 RHG26_HUMAN Ser-rich. 1 CCCTGACGCTCTT 0.597 rs146092149

+ 6 747 3lrz.2_Splice_Site_ NM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3 GTGGAGGTAATTG 0.617

- 3 331 .2_5'UTR|CCDC69 NM_015621 NP_056436 A6NI79 CCD69_HUMAN Potential. 2 TCTTTTCCTCCTC 0.502

+ 6 1440 NIPAL4_uc011ddq. NM_001099287 NP_001092757 Q0D2K0 NIPA4_HUMAN lasmic (Potential). 0 AAGAACGTCCTTG 0.493

+ 49 5220 e_Mutation_p.A12 NM_004946 NP_004937 Q92608 DOCK2_HUMAN 7 GAGAAAGCAGCTG 0.577

+ 9 1803 _p.P459Q|RIPK1_u NM_003804 NP_003795 Q13546 RIPK1_HUMANction with SQSTM1. 5 TGCCACCAACAGG 0.413

+ 10 3620 _p.S1077L|RREB1_ NM_001003698 NP_001003698 Q92766 RREB1_HUMAN 11 TATCCTCGGCCCC 0.627

+ 1 811_812 NM_030905 NP_112167 O76002 OR2J2_HUMAN lasmic (Potential). 0 CTTCAGAAAGTGT 0.45

+ 4 482 e_Mutation_p.G36D NM_001517 NP_001508 Q92759 TF2H4_HUMAN 3 TGAGCGGCCTCC 0.582

- 10 874 5_uc003nvz.1_Spli NM_021160 NP_066983 O95870 ABHGA_HUMAN 0 ATCACCTAGGAAG 0.597

- 10 1733_1734ARS_uc011doi.1_R NM_006295 NP_006286 P26640 SYVC_HUMAN 3 TCCAAGGAGCTG 0.594

- 21 7671 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 17. 0 GACACCGGGCCC 0.637

- 2 467 se_Mutation_p.S88 NM_016593 NP_057677 Q9NYL5 CP39A_HUMAN 1 TTTTTGGATTTTA 0.323

+ 6 908 e_Mutation_p.G23 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN cellular (Potential). 1 AACATTGGAAAAA 0.398

- 6 921 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN Pro-rich. 11 GTGCTTCCCCGAG 0.607

+ 13 2596 2_Missense_Mutati NM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1 AGGAAATCATTGT 0.353

- 56 8558 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMANon (COL2) with 1 imperfecti 9 AGAGTCCATTGGG 0.488

+ 7 1040 60_splice|DOPEY1 NM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4 AGTCAGGTAAAAT 0.373

+ 1 268 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN SET. 0 ATGCACGGAGCCG 0.692

- 1 205 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN 25 AATGTTCTTCATC 0.383

- 5 1614 ebt.1_Missense_M NM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 2. 4 AAACCTCCTTCCA 0.443

+ 10 1892 khe.2_Missense_M NM_020455 NP_065188 Q86SQ4 GP126_HUMAN cellular (Potential). 1 TGGAAGGAAAAAT 0.393

+ 3 446 NM_025218 NP_079494 Q9BZM6 N2DL1_HUMAN class I alpha-2 like. 1 GGACACGGCAGA 0.517

+ 3 1031 R265H|OPRM1_u NM_000914 NP_000905 P35372 OPRM_HUMAN lasmic (Potential). 1 GTGTCCGCATGCT 0.502

+ 29 5994 |TIAM2_uc011efl.1 NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 ATGATGACCACCG 0.527

- 13 1951 .1_Missense_Muta NM_003379 NP_003370 P15311 EZRI_HUMAN ction with SCYL3. 1 TCGATGCGCTGCT 0.607

- 8 1148 Mutation_p.A305S NM_030752 NP_110379 P17987 TCPA_HUMAN 1 CCATAGCACCAGC 0.408

+ 3 1338 LL2_uc011egr.1_R NM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3 ATTTACTTAAATGG 0.433

+ 12 1767 wc.1_Missense_M NM_001040001 NP_001035090 P55196 AFAD_HUMAN 5 ATAGTGGGACAGC 0.413

+ 14 1562 e_Mutation_p.V40 NM_001130965 NP_001124437 O94901 SUN1_HUMAN ear space.|Potential. 0 CGACACGTGAAGA 0.483

- 7 1678 ALL2_uc003ski.3_5 NM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1 CGAAGGGAGGCC 0.627 rs146347352

+ 7 1457 na.1_Missense_Mu NM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2 ATGGCCGTGCCTC 0.667

+ 15 3196 wq.1_Missense_M NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Arg-rich. 5 GACACCGGAGCG 0.726

- 11 1625 _p.L446F|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 GATGGAGGTCCCA 0.443

+ 17 2432 e_Mutation_p.T393 NM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5 CCCCAACCCTTGC 0.632

+ 54 14090_14091CA13_uc010kyt.1_ NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CTACTCTCCAAGG 0.391

- 6 626 se_Mutation_p.L176 NM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1 ATGTTGAGTTTGT 0.527

+ 2 526 3udv.1_Missense_ NM_001040456 NP_001035546 Q6NTF9 RHBD2_HUMAN 0 ACCACCGTCCGTT 0.612



- 10 13870 S4527R|PCLO_uc0 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TTCTCCACTATGT 0.378

- 2 501 iw.1_Missense_Mu NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 GCTCCGGTTCCAT 0.542

- 2 1375 e_Mutation_p.R120 NM_024637 NP_078913 Q96RP7 G3ST4_HUMANmenal (Potential). 3 GTGGGCGGTAGC 0.612 rs116867043

+ 4 1252 ve.1_Missense_M NM_173564 NP_775835 Q6ZVC0 CG051_HUMAN Pro-rich. 1 CCAAGGAGCCAG 0.687

+ 2 249 se_Mutation_p.R14 NM_024653 NP_078929 Q9H875 PKRI1_HUMANRNA-binding (By similarity). 1 TTGTCCGAGATGT 0.279

+ 13 1678 kmc.1_Missense_M NM_000441 NP_000432 O43511 S26A4_HUMAN cellular (Potential). 7 TGTTTACGTGTAT 0.373

- 32 4954 _p.R1624*|LAMB4_ NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN ential.|Domain I. 8 CTGATCGCTGCTT 0.453

+ 21 4123 330_splice|MET_uc NM_000245 NP_000236 P08581 MET_HUMAN 159 GGAACAGATATGA 0.423

- 8 2538 RM8_uc003vlt.2_M NM_000845 NP_000836 O00222 GRM8_HUMAN cellular (Potential). 23 AAATGTCACACTT 0.468

+ 5 587 F1_uc011kpa.1_5'U NM_005011 NP_005002 Q16656 NRF1_HUMAN 1 AGGTGCGTAAGTA 0.557

- 8 2211 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANxtracellular (Potential). 1 ACTTACGAATTGT 0.512

+ 3 663 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5 CCACAGGGATTCA 0.507 rs146306673

- 10 1892 vst.2_Missense_Mu NM_001008225 NP_001008226 O95628 CNOT4_HUMAN 0 GTGGCGGGAGATT 0.453

+ 15 4802 wem.2_Missense_ NM_005435 NP_005426 Q12774 ARHG5_HUMAN SH3. 2 TGGTTTCCTGTGC 0.572

+ 5 740 1_uc003wga.2_RN NM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2 CTCTCCGAGGCCT 0.622

+ 7 889 PO_uc010lpl.1_5'U NM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFD 1. 0 CTGGGGGTCGTG 0.632

- 3 915 whm.2_Missense_M NM_024711 NP_078987 Q6P9H5 GIMA6_HUMAN 3 TCCTTCCGGGTGA 0.622

+ 10 1852 .R495Q|ACCN3_u NM_004769 NP_004760 Q9UHC3 ACCN3_HUMAN lasmic (Potential). 2 GCCATCGAACCC 0.632

+ 3 680 58_uc003xcf.2_Mis NM_001013842 NP_001013864 Q8NAV2 CH058_HUMAN 1 GGTCTTCGCTATC 0.647

- 18 2362 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 CCATCCCCCTGGG 0.512

+ 6 393 M18_uc010lww.2_ NM_014237 NP_055052 Q9Y3Q7 ADA18_HUMAN 6 AGTAGAATCTTCA 0.294

+ 4 3992 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TTTTTTCCTAGTG 0.408

- 5 1153 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1 CTGTCCGGATGTT 0.348 rs149291486

+ 3 301 lyy.1_Nonsense_M NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 AAGCTATGATAAA 0.343

+ 9 1120 yhu.1_Missense_M NM_014754 NP_055569 P48651 PTSS1_HUMAN 1 TACTACGCTTACC 0.418

+ 1 345 NM_003301 NP_003292 P34981 TRFR_HUMAN Name=3; (Potential). 3 GAATTAATGCATC 0.463

+ 16 1825 NM_022045 NP_071328 Q96DY7 MTBP_HUMANwith MDM2 (By similarity). 3 GAGGGTCCTCGG 0.398

+ 21 3311 lja.1_Missense_M NM_016018 NP_057102 A8MW92 P20L1_HUMAN 2 CTTAAACGCCACA 0.423

+ 2 240 GPR172A_uc003z NM_024531 NP_078807 Q9HAB3 RFT3_HUMAN ical; (Potential). 0 CGGTCAATGGGAT 0.662 rs141698844

- 14 2235 NM_004260 NP_004251 O94761 RECQ4_HUMAN case C-terminal. 4 GGGCACGACCTTT 0.662

+ 1 271 NM_002170 NP_002161 P32881 IFNA8_HUMAN 0 GTCCTCCATGAGA 0.473

- 2 403 uc004ags.1_RNA NM_153237 NP_694969 Q8N6L7 CI071_HUMAN 0 GAGGCCTCTCTCT 0.522

- 5 1143 NM_004297 NP_004288 O95837 GNA14_HUMAN 2 CTTTCCGATCGTT 0.453

+ 18 2648 p.G717E|PHF2_uc NM_005392 NP_005383 O75151 PHF2_HUMAN 1 AGAATGGGGGTG 0.637

- 9 2182 _p.R668C|TBC1D2 NM_018421 NP_060891 Q9BYX2 TBD2A_HUMANRab-GAP TBC. 3 CTGGCGGGCAGC 0.667 rs147662482

+ 9 1108 73_splice|HSDL2_u NM_032303 NP_115679 Q6YN16 HSDL2_HUMAN 0 TCTCCGGTAAGGA 0.418

+ 3 428 2_RNA|COL27A1_ NM_032888 NP_116277 Q8IZC6 CORA1_HUMANG-like.|TSP N-terminal. 4 CCCGGCGCTCAG 0.677

- 14 1826 _p.W599*|C5_uc01 NM_001735 NP_001726 P01031 CO5_HUMAN 2 GCCACCCAGGAAT 0.448

- 17 1676 c004buh.2_Missen NM_004486 NP_004477 Q08379 GOGA2_HUMAN Potential. 1 CAAATCCGCTCTG 0.612

- 3 334 SEC16A_uc010nb NM_014866 NP_055681 O15027 SC16A_HUMANraction with SEC23A.|Pro-ric 0 AGACGGGACCG 0.567

- 1 512 NM_031297 NP_112587 Q9H0X6 RN208_HUMAN 0 GCCGCCGAAGAAG 0.672

+ 1 474 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN 2 GAGCTCGAAAACA 0.448

- 4 1769 NM_030624 NP_085127 Q96M94 KLH15_HUMAN Kelch 4. 2 GAGATTCGAAAGA 0.473

+ 2 568 EB6_uc010ngc.1_5 NM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN Ser-rich. 3 CTTCCCATGATGT 0.537

+ 2 574 EB6_uc010ngc.1_5 NM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN Ser-rich. 3 ATGATGTCTCCGT 0.532

+ 7 1025 nse_Mutation_p.D NM_005676 NP_005667 P98175 RBM10_HUMANRanBP2-type. 5 AATGAGGACTGGC 0.507

+ 9 1648 oq.1_Missense_Mu NM_000084 NP_000075 P51795 CLCN5_HUMANcal; (By similarity). 4 CAGGTCGACTTCT 0.488



- 22 3460 oe.1_Missense_Mu NM_006306 NP_006297 Q14683 SMC1A_HUMANAsp-rich (DA-box). 6 TCTCCCCGCCTGA 0.577

+ 4 894 n_p.V95I|NLGN3_u NM_018977 NP_061850 Q9NZ94 NLGN3_HUMANcellular (Potential). 1 GTCATCGTCATCA 0.537

- 3 4938 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 TCGGTCCGTTATT 0.453

+ 3 299 jw.3_Missense_Mu NM_001080425 NP_001073894 Q9NWD9 BEX4_HUMAN 1 GAAAACGAAGGAG 0.532

+ 4 731 msz.1_Nonsense_Mutation_p.R155*|ALG13_uc011mta.1 Q9NP73 ALG13_HUMAN OTU. 1 CTGTTTCGAAAGC 0.443

- 5 1273 p.G398E|KLHL13_ NM_033495 NP_277030 Q9P2N7 KLH13_HUMAN Kelch 2. 2 CGTTTTTCCTTTTG 0.433

- 14 2498 _p.D811N|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 ACTCACCTCCATC 0.443

+ 5 418 ur.2_Missense_Mu NM_000276 NP_000267 Q01968 OCRL_HUMAN 4 AAAATTCGGGTTC 0.423

+ 14 1549 p.R433S|FMR1_uc NM_002024 NP_002015 Q06787 FMR1_HUMAN ction with RANBP9. 3 CCAAATCGTACAG 0.448

- 3 518 _p.A55V|CSAG1_u NM_005367 NP_005358 P43365 MAGAC_HUMAN 1 TCGGCAGCAGGC 0.622

+ 1 927 _p.E54K|PCDH11Y NM_032973 NP_116755 Q9BZA8 PC11Y_HUMAN r (Potential).|Cadherin 1. 0 CGAGAAGAAATTC 0.463

+ 2 590 NM_002760 NP_002751 0 ATTCCCGACGTCA 0.577

- 3 304 adf.2_Missense_M NM_003327 NP_003318 P43489 TNR4_HUMAN .|Extracellular (Potential). 0 GTGGCCGTGCACA 0.697

+ 9 1083 _p.D290E|PEX14_u NM_004565 NP_004556 O75381 PEX14_HUMAN 1 CGGGGATGGGCA 0.582

- 78 10851 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 22. 9 ATGTCAGGAGTGG 0.592

- 61 7974 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 12. 9 AAGGTCTGCCCTT 0.632

+ 4 391 p.G85R|LCK_uc01 NM_005356 NP_005347 P06239 LCK_HUMAN SH3. 6 AGAAGGGGGAAC 0.617

- 14 2619 h.1_RNA|EPHA10_ NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMAN(Potential).|Protein kinase. 8 AAGGCCGCTCCCC 0.602

+ 4 336 c001cfy.3_Nonsens NM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3 TTTGATCAGTTTG 0.413

+ 2 541 .1_RNA|PCSK9_u NM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4 CTGAAGGAGGAG 0.622

- 27 3017_3018FM1_uc001dob.3_ NM_001017975 NP_001017975 A2PYH4 HFM1_HUMAN SEC63. 0 CAAAGGGGGGAT 0.257

- 10 1257 NM_000110 NP_000101 Q12882 DPYD_HUMAN 8 CCTCAGGGACAG 0.408

+ 3 584 e_Mutation_p.R202 NM_001688 NP_001679 P24539 AT5F1_HUMAN 0 AAAGTTCGTTATG 0.438

+ 19 1806 se_Mutation_p.E53 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 ACACAGGAAACAA 0.239

- 19 2691 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 ATTTTCTCATTCAT 0.318

+ 4 466 P26439 3BHS2_HUMAN 2 CAAGATCAAGCTG 0.473

+ 76 9459 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 CTGCTGGATGAGA 0.483

+ 13 2422 uc010ozk.1_5'UTR NM_017940 NP_060410 A6NDV3 A6NDV3_HUMAN 0 CCGGACAAGTCC 0.587

- 3 1161 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TGTAGTGGGAACC 0.473

- 33 4690 p.H449Y|NUP210L NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 ATGTCATGAAAAAT 0.428

+ 9 2232 N_uc010pmx.1_3'U NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 6. 9 CAGACAGGTAAGG 0.557

- 8 1716 e_Mutation_p.E502 NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 CCCATTCGTTCCG 0.493

+ 18 2070 _p.V538I|CAPN2_ NM_001748 NP_001739 P17655 CAN2_HUMAN n IV.|EF-hand 2.|2. 5 ATCGACGTTGACA 0.418

- 3 614 47_uc001hrf.2_5'F NM_023007 NP_075383 Q9H9V9 JMJD4_HUMAN JmjC. 0 CAGTCGGACGAG 0.612

+ 1 127 NM_001001914 NP_001001914 Q8NGZ4 OR2G3_HUMAN Name=1; (Potential). 1 GGAAACTTCACC 0.443

+ 1 659 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMAN lasmic (Potential). 3 ATGCTCGAGTTAT 0.423 rs148081072

+ 21 2894 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3 TGTTTGGAACGGA 0.488

+ 6 1417 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi)|p.K128fs*47(1 2334 GAAAGGGACGAA 0.413 rs121909218

- 1 3044 NR_002319 0 AGGGAGCCCACA 0.547

- 9 875 _Mutation_p.E210 NM_013314 NP_037446 Q8WV28 BLNK_HUMAN Pro-rich. 2 TGGTTTCCCAGGC 0.587

+ 1 2998 NM_015652 NP_056467 Q8N655 CJ012_HUMAN 2 ATGGCAGTGATGT 0.488

- 2 450_451 AP19_uc001kmy.2 NM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 1. 4 GAGTTCCCTGGA 0.619

+ 5 2935 RC1_uc010qqj.1_M NM_015062 NP_055877 Q5VV67 PPRC1_HUMAN Pro-rich. 3 GCACCCCCTCCTG 0.622

- 1 341 OC2_uc009xxx.2_In NR_026715 0 GGATGCAGTCAAA 0.592

+ 23 3826 se_Mutation_p.S27 NM_207303 NP_997186 Q5VV63 ATRN1_HUMANcellular (Potential). 7 GATATATCAATTAA 0.279

- 7 555 ANO9_uc010qvv.1_ NM_001012302 NP_001012302 A1A5B4 ANO9_HUMAN lasmic (Potential). 4 CGTCCCTCCCCCT 0.647

- 1 602 NM_001005161 NP_001005161 Q8NGK2 O52B4_HUMAN Name=5; (Potential). 0 GAAAACCCATACC 0.373



- 1 659 NM_001003745 NP_001003745 P58181 O10A3_HUMAN lasmic (Pote p.R220*(1) 1 AGAACTCGAATGT 0.448

- 2 1300 S_uc009yiz.2_Intro NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0 TCTGCTGCCGTTA 0.552

+ 9 1689 n.1_Missense_Mut NM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11 AATTCCGCCAACG 0.522

+ 3 390 rik.1_Missense_M NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN Name=1; (Potential). 2 AATCTACTTATTGT 0.393

- 5 6119 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 ACATCCACATCCC 0.502

+ 4 526 NM_199337 NP_955369 Q7Z7N9 T179B_HUMAN 0 AATGCTGAAGTGA 0.483

- 21 3553 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 CGCCACCCACGA 0.677

- 7 865 NM_002426 NP_002417 P39900 MMP12_HUMAN 0 TGTCAGGATTTGG 0.403

- 24 4338 NM_020693 NP_065744 Q8TD84 DSCL1_HUMAN III 5.|Extracellular (Potentia 8 GGGCTGGTCCG 0.642

+ 2 690 puf.2_Missense_Mu NM_001716 NP_001707 P32302 CXCR5_HUMANcellular (Potential). 1 CAAGGCCATCACA 0.577 rs138622461

- 6 2266 al.2_Missense_Mu NM_182557 NP_872363 Q86UU0 BCL9L_HUMAN teraction with CTNNB1 (By 2 CTGGGGGCCCC 0.672

- 4 353 sbj.1_Missense_Mu NM_212555 NP_997720 Q6UY27 PATE2_HUMAN 0 TACTATGATCACA 0.453

- 24 3376 p.R1082C|NFRKB_ NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3 TCAAGCGAAAAGC 0.552

+ 3 191 C77_uc010sdp.1_I NM_032358 NP_115734 Q9BR77 CCD77_HUMAN 1 ACTTTACCCCAAC 0.363

- 5 807 m.2_Intron|GSG1_u NM_001080555 NP_001074024 Q2KHT4 GSG1_HUMAN ical; (Potential). 0 ACTCACCTGACAG 0.567

- 23 3357 _p.E273D|ADAMTS NM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 6. 19 ACTAGCTTCATGG 0.383

- 21 3055 _p.E173K|ADAMTS NM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 4. 19 AAAATTCATTGCA 0.403

+ 13 1773 _p.V480M|ANO6_u NM_001025356 NP_001020527 Q4KMQ2 ANO6_HUMAN cellular (Potential). 2 CTCTCGGTGTTCA 0.438

- 2 143 GB7_uc010snz.1_R NM_000889 NP_000880 P26010 ITB7_HUMAN cellular (Potential). 8 TGGGATCTTGGCG 0.562

+ 2 466 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4 CAAAATGAGGTGA 0.398

+ 1 593 NM_001005243 NP_001005243 Q8NGE7 OR9K2_HUMANcellular (Potential). 2 CTCGGGCTGTTGA 0.393

+ 1 49 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMAN cellular (Potential). 0 TTTACAGATAACC 0.323

- 17 1771_1772 sxi.3_Missense_M NM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN EF-hand 3. 2 ATAAAGGCCTAAA 0.243

- 3 1664 _p.G507E|USP44_u NM_001042403 NP_001035862 Q9H0E7 UBP44_HUMAN 3 TCTTTTCCACTGC 0.393

+ 6 824 NM_198520 NP_940922 Q6ZTY8 CL063_HUMAN 7 CTTGCCGAAATTT 0.308

+ 12 2027 9ztx.2_Nonsense_M NM_139319 NP_647480 Q8NDX2 VGLU3_HUMAN lasmic (Potential). 3 CTTGATGAGGAAG 0.438

+ 15 1913 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 2. 14 TCCTTTCTCCAGA 0.423

+ 3 1958 _p.M479I|BTBD11_ NM_001018072 NP_001018082 A6QL63 BTBDB_HUMAN 3 ACAAATGGAATGG 0.577

- 14 2543 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 ATGAGCGCAGAGC 0.443

+ 6 518 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 GTGGGAGTCACAT 0.428

- 8 2346_2347se_Mutation_p.D62 NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4 GAGGTCCCGGAA 0.465

- 11 2780 RPC4_uc010abw.2_ NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.|Cytoplasmic (P 6 GTCTATGAAATAA 0.443

+ 3 5613 NM_207361 NP_997244 Q5SZK8 FREM2_HUMAN |Extracellular (Potential). 11 GAATTGGGCATGG 0.343

- 8 1153 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0 CTGAAAGACTGC 0.448

- 1 743 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 tgctgccgctgctgctgct 0.353

+ 6 644 _p.E186K|ATP11A_ NM_015205 NP_056020 P98196 AT11A_HUMAN lasmic (Potential). 4 GATGGAGAATCCA 0.552

- 1 82 R5A_uc010tpk.1_5 NM_080664 NP_542395 Q96FN9 DTD2_HUMAN 0 CAGCCATGGCTTA 0.706

- 3 273 1xae.2_Missense_M NM_006832 NP_006823 Q96AC1 FERM2_HUMAN 0 GTCTTCAGAAGCC 0.408

+ 2 1732 xmu.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN 4 GTGGCAGTACTTG 0.423

+ 2 620 NR_015340 2 TTCTGGGATCTGC 0.672

+ 21 3726 F2_uc001ypc.2_Mis NM_022489 NP_071934 Q27J81 INF2_HUMAN 0 TTCTCCGAGGATG 0.687

- 8 1054 se_Mutation_p.Q21 NM_002420 NP_002411 Q7Z4N2 TRPM1_HUMANcellular (Potential). 4 AGAAGCTGCTCCC 0.338

+ 20 2440 LA2G4B_uc010bc NM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1 GCAGGCCCCACT 0.622

- 15 3759 nse_Mutation_p.L1 NM_173500 NP_775771 Q6IQ55 TTBK2_HUMAN 7 GAGAAAAGGTCT 0.418

- 11 1726 2apj.3_Missense_M NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN DENN. 4 AGAGAGGAACATA 0.413

+ 14 1932 ukf.1_Missense_M NM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN 1 TGATTTCCATTCT 0.368

- 23 3531 _Missense_Mutatio NM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3 GCGGAGCACCTC 0.453



+ 2 700 h.1_Missense_Mut NM_005545 NP_005536 O14498 ISLR_HUMAN LRR 4. 4 CCCGCGACGCC 0.612

+ 8 927 se_Mutation_p.I175 NM_003027 NP_003018 Q99963 SH3G3_HUMANon with ARC (By similarity). 3 CAGAATATCAGCT 0.463

+ 3 675 AN_uc010upp.1_N NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 GCCTATCAGGACA 0.617

+ 10 2648 2ckt.2_Missense_M NM_021098 NP_066921 O95180 CAC1H_HUMANe=S1 of repeat II; (Potential 2 CATCATGATGGCC 0.662

+ 35 6837 _p.P892S|CACNA NM_021098 NP_066921 O95180 CAC1H_HUMAN lasmic (Potential). 2 GAACCCCCTGCG 0.721

- 23 8672 e_Mutation_p.D282 NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|REJ. 3 CACCACGTCACTG 0.622

+ 11 6782 rl.1_Missense_Muta NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANg-rich.|Ser-rich. 4 GCAGGCGTTCTG 0.542

- 25 2614 _p.A612T|CORO7_ NM_024535 NP_078811 P57737 CORO7_HUMAN 0 TCACAGCCGTGTC 0.617

+ 3 317 AT_uc010buh.2_In NM_020686 NP_065737 P80404 GABT_HUMAN 1 GAAGTCCCAGGG 0.478

+ 5 481 buh.2_Missense_M NM_020686 NP_065737 P80404 GABT_HUMAN 1 CCCCATAGGTAAG 0.473

- 1 397 NM_015092 NP_055907 Q96Q15 SMG1_HUMAN with SMG8 and SMG9. 16 ccgccgctgcTCAGCC 0.627

- 4 564 se_Mutation_p.S11 NM_001888 NP_001879 Q14894 CRYM_HUMAN 0 TTAAAGGAGAACT 0.527

+ 6 2696 p.S608L|TNRC6A_ NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN ction with EIF2C1 and EIF2 2 AAACTTCAAGGA 0.468

+ 2 1570 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 CCAAGGGGTTCCC 0.512

- 10 1379 uc010vct.1_Intron NM_003321 NP_003312 P49411 EFTU_HUMAN 1 GCTGCCGCAAGAT 0.547

- 1 165 R762_hsa-mir-762| NM_004765 NP_004756 Q8WUZ0 BCL7C_HUMAN 0 GGCTCCGGGTCTC 0.453

+ 7 761 r.2_RNA|C16orf58_ NM_003041 NP_003032 P31639 SC5A2_HUMAN cellular (Potential). 1 CCAGCCGTGGGA 0.662

+ 12 1793 |SLC9A5_uc010vji NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 GTGGCAGTGGAG 0.592

+ 10 1401 ssense_Mutation_p NM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0 CAGAGCGCTGGC 0.647

+ 2 786 cet.2_Missense_M NM_006742 NP_006733 P11801 KPSH1_HUMANProtein kinase. 0 GATGGCGTCCGG 0.587

- 3 228 NM_001907 NP_001898 P40313 CTRL_HUMAN Peptidase S1. 0 TGGGCAGCAGTG 0.662

+ 5 1931 2ewd.2_Missense_ NM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 10. 1 AGAACCCACACTG 0.438

+ 3 268 DT7_uc010vnj.1_In NM_001105663 NP_001099133 P0C024 NUDT7_HUMANudix hydrolase. 2 GAAGGGCCCCTG 0.418

+ 4 1322 L36_uc010chl.2_In NM_024731 NP_079007 Q8N4N3 KLH36_HUMAN Kelch 2. 2 TTGCCTCCATCGA 0.567

- 19 2787 p.G918S|ANKFY1_ NM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN ANK 17. 3 CTGAGCCTGCTTG 0.438

+ 4 520 NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1 CAGACCGTAAGG 0.502

+ 13 3051 _p.D966N|MYOCD_ NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 AACATCGATTTCC 0.517

- 1 355 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN [IKRQVHEC]- [SPRT]-[STC 0 gctggacacacagcag 0.204

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -[GIKRQVHEL]- [SPTR]-[ST 0 ggagatgctgcagctgg 0.129

- 13 1723 LL6_uc002ioc.2_M NM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0 TTCTTTCTCACTT 0.527

+ 8 1319 se_Mutation_p.E2 NM_006151 NP_006142 P22079 PERL_HUMAN 2 AACCAGGAGGTCT 0.617

+ 1 508 p.D149E|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN u-rich.|Asp-rich. 4 gaggaCGGCGACG 0.448

+ 4 1088 wqx.1_Missense_M NM_181790 NP_861455 Q7Z601 GP142_HUMAN Name=6; (Potential). 4 GCATCACCACACT 0.667

- 9 957 kod.1_Missense_M NM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN HEAT 8. 1 GCACATGAAACCG 0.413

+ 37 6670 nse_Mutation_p.S6 NM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 CTAATTCCTCCTT 0.328

+ 4 1315 NM_015879 NP_056963 O43173 SIA8C_HUMANmenal (Potential). 2 TTGTATGGATTTT 0.423

+ 8 1144 n_p.E201K|SERPI NM_001143818 NP_001137290 P05120 PAI2_HUMAN 2 CCAGATGAAATTG 0.413

+ 3 651 _p.R109K|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 1. 4 CCAAGAGACTGG 0.498

- 27 3673 TTN_uc010xfb.1_M NM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8 CTGACAGCAGTCC 0.398

+ 23 2744 A6_uc002mgr.1_M NM_006702 NP_006693 Q8IY17 PLPL6_HUMAN lasmic (Potential). 3 CACACCGTATCGT 0.662

+ 10 1161 SS4_uc002mji.2_M NM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1 CTCTTTCCCACCC 0.567

- 5 35849 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GCTGAAGAGCTGG 0.498

- 3 20990 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GATGTGGAAACAG 0.463

- 1 9472 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAGGCTCCTCCTG 0.493

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TGGGGGAAGTGG 0.473

- 8 1152 NM_015719 NP_056534 P25940 CO5A3_HUMAN nhelical region. 10 CTGCCCGGAAGTC 0.537 rs147076757

- 3 645 mwy.3_Missense_ NM_001127221 NP_001120693 O00555 CAC1A_HUMANe=S2 of repeat I; (Potential) 2 ATGGTTCTGTGTC 0.478



+ 3 464 2naf.2_Missense_M NM_012114 NP_036246 P31944 CASPE_HUMAN 4 CACCATGAAAAGA 0.542

- 3 420 t_Site|ILVBL_uc01 NM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2 ACGGCCGTGACC 0.622

+ 8 2360 cc.1_Missense_Mu NM_004386 NP_004377 O14594 NCAN_HUMAN 4 GTATCCCGGGGTC 0.597

+ 4 1702 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 14. 1 AAAATTCATACTA 0.358

- 4 1464 _p.N439I|ZNF43_uc NM_003423 NP_003414 P17038 ZNF43_HUMANC2H2-type 10. 2 ATTCTGTTATGTT 0.383

- 4 1110 1_Intron|ZNF208_ NM_007153 NP_009084 7 TGAAGGCTTTGCC 0.413

+ 5 2103 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 18. 0 TCACATCTTTCTC 0.433

+ 11 3705 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 GAGCAGGAAAGC 0.622

+ 66 10022 oiv.1_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN 12 CTGCCCGCCGGC 0.642

+ 3 219 NM_001042507 NP_001035972 P47929 LEG7_HUMAN Galectin. 0 GAGCAAGGCTCCT 0.667

+ 3 1369 02pbp.2_5'Flank|C NM_012099 NP_036231 O15446 RPA34_HUMAN 4 GGCAAAAGGGGA 0.557

- 5 2086 ydj.1_Missense_M NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0 TTATGAATTGAAA 0.383

+ 7 2811 _p.E722K|NLRP4_ NM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15 TGCTGCGAATACA 0.512

+ 31 5695 bp.1_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 GTGCCCCGGACA 0.647

- 3 360 _p.E107K|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 TCCTCTCCCGGAT 0.562

- 26 7584 NM_000384 NP_000375 P04114 APOB_HUMAN 27 TGGTGTCCTGTAG 0.418

+ 3 473 NM_030915 NP_112177 Q53QV2 LBH_HUMAN 0 GTCCAGGAGGATG 0.567

+ 10 1945 v.2_Nonsense_Mu NM_206943 NP_996826 Q14766 LTBP1_HUMAN alcium-bindin p.R649*(1) 8 AGCTATCGATGTA 0.378

+ 7 961 _p.E112K|RASGRP NM_170672 NP_733772 Q8IV61 GRP3_HUMAN rminal Ras-GEF. 5 GGATATGAAAAAC 0.443

- 5 955 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN 3 ATTTGCGGAATCT 0.343

+ 5 738 NR_003683 0 tAAGGAATCGCTT 0.388

- 2 959 g.1_Intron|CTNNA2 NM_178839 NP_849161 Q86UE6 LRRT1_HUMAN Lumenal (Potential). 5 GGCGCGGGAAG 0.582

- 15 2643 SEMA4C_uc002sxe NM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN lasmic (Potential). 2 TCCTCGGGGTTGG 0.652

+ 7 1009 70_uc002sye.1_Mi NM_001079 NP_001070 P43403 ZAP70_HUMAN nterdomain B. 6 GCTGCTCCCACAC 0.706

- 5 739 NM_004854 NP_004845 O43529 CHSTA_HUMANable).|Lumenal (Potential). 1 ACTTTGGGAGTCT 0.498

- 7 1049 nse_Mutation_p.H2 NM_025181 NP_079457 Q8WV83 S35F5_HUMAN 0 ATGCATGACTTGA 0.388

- 26 5146 fnl.1_Missense_Mu NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class B 50 CAGAAAAGAATTC 0.249

+ 18 2418 .2_Missense_Muta NM_004522 NP_004513 O60282 KIF5C_HUMAN 1 TTCCAGGATAAGG 0.413

+ 6 1148 _p.R194Q|GALNT1 NM_052917 NP_443149 Q8IUC8 GLT13_HUMANntial).|Catalytic subdomain A 6 GTCTTCGAGGAG 0.423

- 1 470 sense_Mutation_p. NM_020711 NP_065762 Q8TAM6 ERMIN_HUMAN 2 AGTTGAGCAGCAT 0.423

- 10 1412 P4_uc010fpb.2_5'U NM_001935 NP_001926 P27487 DPP4_HUMAN cellular (Potential). 3 TGTATGGAAGTTG 0.393

+ 4 539 z.2_Missense_Muta NM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19 AGCAATGATCTCA 0.493

+ 1 134 zew.1_Missense_M NM_021193 NP_067016 P35452 HXD12_HUMAN 0 CTACCCGCGCGG 0.706

- 46 13657 .K4411T|TTN_uc0 NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 TTGAACTTTTCAT 0.378

+ 11 2073 SFA2_uc010zfo.1_ NM_001130445 NP_001123917 P28290 SSFA2_HUMAN 2 CAGCAGCAGTTGC 0.473

+ 4 2269 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11 GAAACAGAAAAG 0.323

- 61 11484 uti.3_Missense_Mu NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 TCAGTAACTTATT 0.383

+ 12 5211 g.1_Missense_Mut NM_002374 NP_002365 P11137 MAP2_HUMAN 17 TCTCCTGCGACTC 0.502

- 9 1370 se_Mutation_p.P42 NM_001144889 NP_001138361 Q6PIS1 S23A3_HUMAN cellular (Potential). 0 GGCAGTGGGATGG 0.552

- 14 2162_2163 p.G602R|PTPRN_ NM_002846 NP_002837 Q16849 PTPRN_HUMAN lasmic (Potential). 4 GTGTCCCGTGGA 0.663 rs145338513

- 3 327 PTPRN_uc002vla.2 NM_002846 NP_002837 Q16849 PTPRN_HUMANcellular (Potential). 4 GTTGGAGAACTGG 0.567

+ 1 286 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1 CACGGCCAGAAGA 0.532

+ 22 2615 e_Mutation_p.E76 NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMANn-rich.|Glu-rich. 7 CAGGAAGAACTCC 0.468

+ 4 829 NL_uc010fyw.2_5' NM_194312 NP_919288 Q6ZVH7 ESPNL_HUMAN ANK 8. 1 GGGGGCCACGG 0.657

- 17 2257 _p.R677C|HDLBP_ NM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 8. 4 GGAGCGGATCAG 0.587

+ 13 1288 FARP2_uc010zor.1 NM_014808 NP_055623 O94887 FARP2_HUMAN 3 TCATTCCCCGAGG 0.478

- 24 4051 _p.S977F|NINL_uc0 NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5 AGGTCGGACTTC 0.567



+ 2 91 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 AAATATCTTGGTAT 0.333 rs137871677

+ 1 135 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0 TCTTATCCCAGCT 0.537

+ 8 1104 2_RNA|PABPC1L_ NM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1 GTTTTTCCTCCCC 0.587

+ 2 1198 _p.Q381K|SEMG2_ NM_003008 NP_002999 Q02383 SEMG2_HUMAN4 X 60 AA tandem repeats, t 1 GAAGAGCAAATAC 0.388

+ 1 986 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 GGGATGCCAAGGC 0.721

- 1 87 AGE_uc002yix.2_R NM_182482 NP_872288 0 acgagccacggtgttac 0

- 7 1031 NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2 TCCTAAGAGGTCT 0.303

- 1 211 NM_181617 NP_853648 Q3LI59 KR212_HUMAN 0 GTGGTCGGTAGCC 0.279 rs147814118

+ 20 1590 issense_Mutation_ NM_148175 NP_680480 Q13356 PPIL2_HUMAN 2 AAGCGAGCAGCA 0.612

+ 7 1702_1703ense_Mutation_p.R NM_030758 NP_110385 Q969R2 OSBP2_HUMAN 2 CGGCCGGGAGCT 0.609

- 3 497 03K|PIK3IP1_uc0 NM_052880 NP_443112 Q96FE7 P3IP1_HUMAN cellular (Potential). 1 AGGTACCTGGACA 0.736

- 3 486 aqe.2_Nonsense_ NM_001163857 NP_001157329 O43247 EAN57_HUMAN 0 ATGGCTGAGCCC 0.622

+ 18 4668 yn.3_Nonsense_M NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 TGCCATGGAAAG 0.413

- 3 317 gye.1_Missense_M NM_020831 NP_065882 Q969V6 MKL1_HUMAN on with SCAI and ACTB (B 5 AGCTCCGATCTCT 0.473

- 10 5302 arc.1_Missense_M NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANPotential).|Laminin G-like 2. 11 TCACCCGCAACCC 0.587

- 4 720 _p.E26K|IL5RA_uc NM_000564 NP_000555 Q01344 IL5RA_HUMAN cellular (Potential). 1 TCTTTTCATCAGG 0.348

- 16 2769 vw.2_Missense_M NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 TCAATTCGCTCCT 0.488

- 9 882 eq.1_Missense_Mu NM_207359 NP_997242 Q6ZQY3 GADL1_HUMAN 0 AAGCTCCCAACAC 0.438

+ 2 679_680 _Missense_Mutatio NM_002468 NP_002459 Q99836 MYD88_HUMAN e domain (By similarity). 94 GATGACCCCCTG 0.525

+ 12 1499 ckz.3_Missense_M NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMAN action with HGS. 1 CCGGCTCCAACCA 0.572

- 14 4030 al.1_Missense_Mu NM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN 1 TCGTCCGGTGGC 0.517

- 4 1671 ro.3_Intron|CSPG5 NM_006574 NP_006565 O95196 CSPG5_HUMAN lasmic (Potential). 2 CATGGGGGGAGG 0.517

- 3 457 NM_012234 NP_036366 Q8N488 RYBP_HUMAN 0 TTGCTTCACTAGG 0.368

+ 1 695 BO2_uc011bgj.1_R NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN 11 TATGTTCGGGTTG 0.373

+ 4 784 NM_173824 NP_776185 Q5JPI3 CC038_HUMAN 0 AGAATCCTTTTCT 0.393

+ 3 1130 rp.1_Missense_Mu NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANcellular (Potential). 16 ACAGGATATGAAG 0.343

- 7 614 bhn.1_Missense_M NM_014429 NP_055244 Q86VD1 MORC1_HUMAN 8 TTAAATGGGGAGT 0.343

+ 9 1301 YT3_uc010hug.2_R NM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 1. 0 TGGAACGAAGTG 0.582

+ 4 580 _p.G45E|AGTR1_ NM_031850 NP_114038 P30556 AGTR1_HUMAN Name=1; (Potential). 0 TATTTGGAAACAG 0.353

- 6 1355 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMAN 1 GCTTCCCACGGA 0.418

- 1 333 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMAN A 1.|Plastocyanin-like 1. 1 AATAATTCCAATGT 0.353

- 19 2433 _p.E743K|ZBBX_u NM_024687 NP_078963 A8MT70 ZBBX_HUMAN Potential. 2 GTAATTCTTTTTC 0.328

- 3 319 NM_198505 NP_940907 Q4VNC0 AT135_HUMAN 11 ATTCTTCCCACTT 0.408

- 8 1079 3A3_uc003ftz.1_5' NM_024524 NP_078800 Q9H7F0 AT133_HUMAN ical; (Potential). 1 GTGCTCCACAGTA 0.333

- 3 12755 11bth.1_Intron|MUC NM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0 TGGTGACAGGAAG 0.582

- 3 1350 732_uc010ibb.1_In NM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 12. 0 CACATTTGTAAGG 0.418

- 3 1955 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TGCCACGATCTTC 0.378

+ 11 1639 G452R|FAM193A_ NM_003704 NP_003695 P78312 F193A_HUMAN 3 ACAGCCGGAGCC 0.502

+ 16 1798 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN LRRNT 3. 11 CACATTCCCCAG 0.448

- 11 1866 gqn.1_Missense_M NM_145290 NP_660333 Q8IWK6 GP125_HUMAN cellular (Potential). 1 ACTGTTGAATAAA 0.488

+ 12 2071 UN7_uc003gvi.3_3' NM_024677 NP_078953 0 GCTGCAGCCAAG 0.428

- 2 240 v.1_RNA|NMU_uc0 NM_006681 NP_006672 P48645 NMU_HUMAN 0 TGTAATCCTTGAG 0.308

- 6 1370 NM_001076 NP_001067 P54855 UDB15_HUMAN 0 ATAATTTCATGACA 0.363

+ 5 1203 cam.1_Missense_M NM_001075 NP_001066 P36537 UDB10_HUMAN p.P393S(1) 5 GCATTCCATTGTT 0.448

+ 3 962 n_p.L141F|RUFY3_ NM_014961 NP_055776 Q7L099 RUFY3_HUMAN RUN. 0 ACTTTTCTCGGAC 0.259

+ 5 608 LB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 1. 6 GAACTCCTTTTCT 0.353

+ 12 1444 p.Q258H|USO1_uc NM_003715 NP_003706 O60763 USO1_HUMAN 8.|Globular head. 3 TGGCCAGTTATTA 0.383



- 13 2312 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 TCAGATCCTTCCA 0.294

- 5 665 NM_174952 NP_777612 Q8N412 CD037_HUMAN 0 TATAGTCGTGGGA 0.269 rs147933911

- 8 1011 _p.G237E|AGXT2L NM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1 GGTTTTCCCATTG 0.468

- 9 2573 ST4_uc010imw.2_R NM_022569 NP_072091 Q9H3R1 NDST4_HUMANeparan sulfate N-sulfotransf 4 GAACTTCCTCAAA 0.318

+ 1 3845 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 CCTATTCCCTTGT 0.363

+ 8 7405 e_Mutation_p.H76 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN (Potential).|Cadherin 24. 18 CAGCATCACCCAT 0.453

+ 17 13949 _p.S2891L|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN lasmic (Potential). 18 AATTTTCAATCCA 0.498

+ 19 3303 09_splice|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN 7 TACAGGTCAGCAA 0.368

+ 12 2360 ve.1_Missense_Mu NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 TGTGACGTAGCCA 0.517

+ 2 585 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0 CTGGGTCGGGC 0.423

- 10 8199 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 24. 12 CAAAGAAAGTGAA 0.378

+ 2 5636 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AGTTTTCACTTAT 0.333

+ 1 389 tron|SLC22A4_uc0 NM_003059 NP_003050 Q9H015 S22A4_HUMAN cellular (Potential). 0 ACGGCCGCGAGG 0.746

+ 1 1384 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 CGCGCGAGACGG 0.617

+ 1 2321 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANPXXP 2.|6 X 4 AA repeats o 6 TCAGTCCCAGCC 0.567

+ 1 1511 NM_018930 NP_061753 Q9UN67 PCDBA_HUMAN|Extracellular (Potential). 2 TCAATGACAACGC 0.587

- 5 857 ense_Mutation_p.S NM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN 7 GTGGGCGATAAGA 0.607 rs144278581

- 3 331 .2_5'UTR|CCDC69 NM_015621 NP_056436 A6NI79 CCD69_HUMAN Potential. 2 TCTTTTCCTCCTC 0.502

+ 7 2110 orf25_uc003mdr.3_RNA|C5orf25_uc003mdv.2_Missense Q8NDZ2 CE025_HUMAN 0 GAGTCCTTTTCCT 0.488

+ 10 3620 _p.S1077L|RREB1_ NM_001003698 NP_001003698 Q92766 RREB1_HUMAN 11 TATCCTCGGCCCC 0.627

+ 1 811_812 NM_030905 NP_112167 O76002 OR2J2_HUMAN lasmic (Potential). 0 CTTCAGAAAGTGT 0.45

- 10 1733_1734ARS_uc011doi.1_R NM_006295 NP_006286 P26640 SYVC_HUMAN 3 TCCAAGGAGCTG 0.594

- 2 467 se_Mutation_p.S88 NM_016593 NP_057677 Q9NYL5 CP39A_HUMAN 1 TTTTTGGATTTTA 0.323

+ 6 908 e_Mutation_p.G23 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN cellular (Potential). 1 AACATTGGAAAAA 0.398

+ 3 732 NM_003221 NP_003212 Q92481 AP2B_HUMAN 0 ACAGCGGCATGAA 0.333

- 6 921 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN Pro-rich. 11 GTGCTTCCCCGAG 0.607

+ 13 2596 2_Missense_Mutati NM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1 AGGAAATCATTGT 0.353

- 56 8558 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMANon (COL2) with 1 imperfecti 9 AGAGTCCATTGGG 0.488

- 1 205 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN 25 AATGTTCTTCATC 0.383

- 5 1614 ebt.1_Missense_M NM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 2. 4 AAACCTCCTTCCA 0.443

+ 10 1892 khe.2_Missense_M NM_020455 NP_065188 Q86SQ4 GP126_HUMAN cellular (Potential). 1 TGGAAGGAAAAAT 0.393

+ 29 5975 M|TIAM2_uc011efl. NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 GACATCCTGAGCG 0.537

+ 12 1767 wc.1_Missense_M NM_001040001 NP_001035090 P55196 AFAD_HUMAN 5 ATAGTGGGACAGC 0.413

- 7 1678 ALL2_uc003ski.3_5 NM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1 CGAAGGGAGGCC 0.627 rs146347352

+ 17 2432 e_Mutation_p.T393 NM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5 CCCCAACCCTTGC 0.632

- 1 908 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0 CGCCGCCGCTGC 0.587

+ 54 14090_14091CA13_uc010kyt.1_ NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CTACTCTCCAAGG 0.391

- 6 626 se_Mutation_p.L176 NM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1 ATGTTGAGTTTGT 0.527

+ 5 1255 an.2_Missense_Mu NM_003388 NP_003379 Q9UDT6 CLIP2_HUMAN 3 GTGTCAGCACTGA 0.632

- 10 13870 S4527R|PCLO_uc0 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TTCTCCACTATGT 0.378

+ 9 1090 u.2_Missense_Mu NM_021151 NP_066974 Q9UKG9 OCTC_HUMAN 3 ATAGCAGTCCAC 0.353

+ 4 1252 ve.1_Missense_M NM_173564 NP_775835 Q6ZVC0 CG051_HUMAN Pro-rich. 1 CCAAGGAGCCAG 0.687

+ 3 6600 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 CTTTCAACAACTC 0.483 rs147644870

+ 21 4123 330_splice|MET_uc NM_000245 NP_000236 P08581 MET_HUMAN 159 GGAACAGATATGA 0.423

- 8 2538 RM8_uc003vlt.2_M NM_000845 NP_000836 O00222 GRM8_HUMAN cellular (Potential). 23 AAATGTCACACTT 0.468

+ 3 663 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5 CCACAGGGATTCA 0.507 rs146306673

+ 15 4802 wem.2_Missense_ NM_005435 NP_005426 Q12774 ARHG5_HUMAN SH3. 2 TGGTTTCCTGTGC 0.572



- 3 915 whm.2_Missense_M NM_024711 NP_078987 Q6P9H5 GIMA6_HUMAN 3 TCCTTCCGGGTGA 0.622

- 18 2362 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 CCATCCCCCTGGG 0.512

+ 4 3992 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TTTTTTCCTAGTG 0.408

+ 2 467 n_p.A46V|GRHL2_ NM_024915 NP_079191 Q6ISB3 GRHL2_HUMAN cription activation. 3 TGACAGCAGCCAC 0.547

+ 1 209 NM_024410 NP_077721 Q14990 ODFP1_HUMANpeats of [RC]-C-L-C-D.|1. 2 CACACGGTGCCT 0.507 rs117958007

+ 1 345 NM_003301 NP_003292 P34981 TRFR_HUMAN Name=3; (Potential). 3 GAATTAATGCATC 0.463

+ 16 1825 NM_022045 NP_071328 Q96DY7 MTBP_HUMANwith MDM2 (By similarity). 3 GAGGGTCCTCGG 0.398

+ 10 2457 NM_003129 NP_003120 Q14534 ERG1_HUMAN 2 CTTTCTGTGTAAG 0.388

+ 1 271 NM_002170 NP_002161 P32881 IFNA8_HUMAN 0 GTCCTCCATGAGA 0.473

- 6 1225 se_Mutation_p.A22 NM_005476 NP_005467 Q9Y223 GLCNE_HUMAN glucosamine 2-epimerase. 0 GTGTCAGCATCCC 0.393

+ 1 474 NM_152577 NP_689790 Q8N7E2 ZN645_HUMAN 2 GAGCTCGAAAACA 0.448

- 3 4938 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 TCGGTCCGTTATT 0.453

- 5 1273 p.G398E|KLHL13_ NM_033495 NP_277030 Q9P2N7 KLH13_HUMAN Kelch 2. 2 CGTTTTTCCTTTTG 0.433

+ 5 418 ur.2_Missense_Mu NM_000276 NP_000267 Q01968 OCRL_HUMAN 4 AAAATTCGGGTTC 0.423

+ 1 927 _p.E54K|PCDH11Y NM_032973 NP_116755 Q9BZA8 PC11Y_HUMAN r (Potential).|Cadherin 1. 0 CGAGAAGAAATTC 0.463

- 4 389 n_p.R78L|KIAA175 NM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1 TTCTGCCGCAGG 0.502

- 4 1018 oad.1_Missense_M NM_024980 NP_079256 Q5UAW9 GP157_HUMAN lasmic (Potential). 0 CAGAGAGAGAAGA 0.607

+ 16 1818 KA_uc010obw.1_M NM_004070 NP_004061 P51800 CLCKA_HUMAN CBS 1. 1 GAGTATCCCCTGG 0.557

- 20 3350 .E752K|EIF4G3_uc NM_003760 NP_003751 O43432 IF4G3_HUMAN 1 CACCTTCGTCCAC 0.448

+ 4 768 qb.2_Missense_Mu NM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2 CTTGCAGAGGAGC 0.552

+ 2 344 RHD_uc001bkb.2_ NM_016124 NP_057208 Q02161 RHD_HUMAN ical; (Potential). 1 CTGGACGGCTTCC 0.577

- 11 1079 p.F27Y|UBXN11_u NM_183008 NP_892120 Q5T124 UBX11_HUMAN SEP. 1 GAGGGAAAGAAG 0.582

+ 20 6984 _p.A1050V|ARID1A NM_006015 NP_006006 O14497 ARI1A_HUMAN 142 GCCTTGCCGCCAC 0.642

+ 8 1440 _p.A266V|HCRTR1 NM_001525 NP_001516 O43613 OX1R_HUMAN Name=7; (Potential). 1 ACAGCGCTGCCAA 0.592

+ 2 288 n_p.R41C|ZSCAN2 NM_145238 NP_660281 P17040 ZSC20_HUMAN 4 AAGGACCGTGGC 0.597

- 64 9804 m.1_Missense_Mu NM_052896 NP_443128 Q7Z408 CSMD2_HUMANcellular (Potential). 12 GCTCCCGGGCAG 0.502 rs149656829

- 55 8419 xm.1_Missense_Mu NM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential). 12 CTGTACCGCACCA 0.597 rs149704396

- 9 1231 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN ar (Potential).|Sushi 2. 12 TCACCTCGGCAGA 0.632

- 2 567 NM_152374 NP_689587 Q8TAB5 CA216_HUMAN 1 GTTGGAGCTCGGG 0.567

- 6 1692 C4_uc001cdm.2_Mi NM_003819 NP_003810 Q13310 PABP4_HUMAN RRM 3. 0 TGTGCACGGCCTA 0.398

+ 4 599 _p.R102Q|ZNF642 NM_198494 NP_940896 Q49AA0 ZN642_HUMAN KRAB. 0 TATACCGAGAGGT 0.458 rs145832267

- 4 586 c001cnh.2_Missen NM_012222 NP_036354 Q9UIF7 MUTYH_HUMAN 0 CATATGCCCGCCT 0.632

+ 6 1127 _5'Flank|MUTYH_u NM_025077 NP_079353 Q96GM8 TOE1_HUMAN 1 CTAATCCGAGCCC 0.552

+ 14 3698 ctp.2_Missense_M NM_004799 NP_004790 O95405 ZFYV9_HUMAN 8 GTGTGTGTACAGA 0.423

- 3 438 NM_023077 NP_075565 Q96BR5 SELR1_HUMAN Sel1-like 3. 0 CTGGCCTTTCCCA 0.537

- 3 986 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1 GCCTTCCGGCAG 0.657

- 3 383 n_p.E44K|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4 CGACTTCCTTGTC 0.498

+ 12 1845 opc.1_Missense_M NM_014787 NP_055602 O75061 AUXI_HUMAN Pro-rich. 3 ACACCACGCCGCT 0.537

+ 16 1775 C7_uc009wbg.2_In NM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14 TAAAATCTGTTCA 0.338

- 11 1844 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CTCTCTTTTTCAG 0.403

+ 6 919 ls.1_Missense_Mu NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1 AAGCAAAATCAAA 0.373

+ 9 1380 dly.2_Nonsense_M NM_016009 NP_057093 Q9Y371 SHLB1_HUMAN SH3. 0 GGAAACCAGAAGG 0.388

- 15 1954 ARHGAP29_uc001d NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 TTATAAAGGAAGG 0.358

+ 4 263 wa.1_Missense_Mu NM_001040033 NP_001035122 P19397 CD53_HUMAN ical; (Potential). 0 GCTTTGGGATCTA 0.483

+ 23 2095 se_Mutation_p.G62 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 AAAAAGGTACAGC 0.254

- 11 1315 wu.1_Missense_M NM_001232 NP_001223 O14958 CASQ2_HUMAN 1 GAAGATCGTCATC 0.403

- 25 3982 E4DIP_uc001elm.3 NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5 TCTCCTGGAGATC 0.507



- 3 474 P_uc001eln.3_Miss NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 CCTTTTCACCACT 0.433

+ 29 3792 10_uc010oyl.1_Intr NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GACCCACCATGCC 0.453

+ 76 9445 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GGCTCAGCAGGGA 0.463

- 9 1214 p.R276Q|LASS2_u NM_181746 NP_859530 Q96G23 CERS2_HUMANHelical; (Potential). 0 ACCAGTCGGGTG 0.512

+ 2 1046 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5 GAGATTTCCTCCC 0.632

- 4 472 A6_uc001fbw.1_5' NM_002962 NP_002953 P33763 S10A5_HUMAN 2; high affinity (Potential). 0 CCTGGTCGCTGTT 0.547 rs140492850

+ 4 1026 n|HCN3_uc010pfz.1 NM_020897 NP_065948 Q9P1Z3 HCN3_HUMAN e=Segment S6; (Potential). 2 TGCTACGCCATGT 0.607

- 6 1103 L3_uc009wsn.2_In NM_052939 NP_443171 Q96P31 FCRL3_HUMAN cellular (Potential). 4 TCCTTTTTTTGAT 0.547

+ 12 2169 TP1A4_uc001fvg.2 NM_144699 NP_653300 Q13733 AT1A4_HUMAN lasmic (Potential). 4 TTCTGCTTCTTGA 0.468

- 6 1046 244_uc009wtp.2_R NM_016382 NP_057466 Q9BZW8 CD244_HUMAN lasmic (Potential). 1 CTCCAGGAAAAGT 0.502

- 12 2250 _p.G481E|ARHGAP NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 GCCTCTCCCTCCA 0.587

+ 7 845 on_p.A221T|NIT1_ NM_005600 NP_005591 Q86X76 NIT1_HUMAN CN hydrolase. 0 GCAGCAGCACAG 0.572

- 2 220 wux.1_Missense_M NM_178550 NP_848645 Q86UF4 CA110_HUMAN Potential. 0 CTCCAAATCAAAA 0.433

+ 4 551 K2_uc010plb.1_Int NM_012474 NP_036606 Q9BZX2 UCK2_HUMAN 1 GAGACAGTTACT 0.547

+ 6 977 geq.2_Missense_M NM_003953 NP_003944 O95297 MPZL1_HUMAN lasmic (Potential). 2 AAGTCAGAGTCTG 0.443

- 7 1179 nse_Mutation_p.K2 NM_000655 NP_000646 P14151 LYAM1_HUMAN cellular (Potential). 0 ACCCTCCTTAATC 0.393

- 13 1918 YL3_uc001ggt.2_M NM_181093 NP_851607 Q8IZE3 PACE1_HUMANraction with EZR. 2 TGGGCTCGCAGT 0.473

+ 9 1572 e_Mutation_p.G479 NM_002021 NP_002012 Q01740 FMO1_HUMAN 1 GCCCAGGAAAATG 0.507

- 22 3130 wwe.2_Missense_M NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN cNMP. 2 AGATTCCTTGTGG 0.303

+ 8 1565 lg.2_Nonsense_Mu NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 ACTGGTGGAACCG 0.512

+ 7 477 orf49_uc001glv.1_R NM_032126 NP_115502 Q5T0J7 CA049_HUMAN 0 CAAAGGAGCAGCA 0.557

+ 16 1712 _p.E317K|C1orf12 NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 AAAGAAGAGTTTA 0.368

- 2 300 pnv.1_Missense_M NM_002928 NP_002919 O15492 RGS16_HUMAN 1 TCTTTGCTGTGTT 0.537

+ 71 11181 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 35. 23 CCCCACCTGTAAT 0.413

+ 11 1793 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 9. 6 gaatgccagaactaaaa 0.249

+ 2 205 HR2_uc001gtr.1_In NM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 1. 3 CATTTTCCCAAGT 0.348

+ 8 1276 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 6. 2 TTGTAGAAAAAAG 0.348

+ 12 4160 se_Mutation_p.S12 NM_201253 NP_957705 P82279 CRUM1_HUMANcellular (Potential). 9 TGATCTCCGACAT 0.428

- 29 4657 qv.1_Missense_Mu NM_002646 NP_002637 O00750 P3C2B_HUMAN PX. 7 TTCTCTCGCATCA 0.532

- 2 1032 NM_173854 NP_776253 Q8IVJ1 S41A1_HUMAN 2 TGGCCCGAGACT 0.652

- 10 1663 MB3_uc001hhh.2_MNM_001017402 NP_001017402 Q13751 LAMB3_HUMANminin EGF-like 3. 6 CCTGCGGGTTGG 0.652

- 6 926 0pte.1_Missense_M NM_018252 NP_060722 Q9H813 TM206_HUMAN cellular (Potential). 1 GCTTCCCGCCCAT 0.562

+ 7 694 PATA17_uc001hli.2 NM_138796 NP_620151 Q96L03 SPT17_HUMAN 1 CAAGCGCCCGTT 0.408

- 6 395 L_uc010pvd.1_Intr NM_002533 NP_002524 O15381 NVL_HUMAN 2 TCATGTGATTTGC 0.353

- 9 1304 130331_uc010pyc NM_021186 NP_067009 Q12836 ZP4_HUMAN racellular (Potential). 3 GTCCCCTGAGGG 0.532

+ 12 2875 _p.S430L|KIF26B_ NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3 CAGCTCGTCCGG 0.652

+ 3 893 bo.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 TGCAGTCTCTGTT 0.453

- 32 6364 CTF1_uc009xgs.1_ NM_015446 NP_056261 Q8WYP5 ELYS_HUMAN lear localization (By similar 7 TGGAGAAAATAAA 0.433

+ 16 1687 hs.1_Missense_Mu NM_002627 NP_002618 Q01813 K6PP_HUMAN 3 GCATCGGGGCAG 0.642

+ 13 1658 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3 TGCTCCGGAATGT 0.408

- 8 2208 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN lasmic (Potential). 4 TTACTTCCGTTCC 0.532

- 55 8723 UBN_uc009xjr.1_M NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 21. 19 TGATAACGGGACC 0.552 rs150488625

- 43 6540 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 15. 19 GGTGGAGAACAG 0.383

- 1 818 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 CCGCGCCGTCCA 0.627

+ 7 767 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CTGCAGGAACACC 0.348

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGTGGAAAG 0.502

+ 15 1949 PRKG1_uc009xow NM_001098512 NP_001091982 Q13976 KGP1_HUMANProtein kinase. 6 TGCCAAAAATGCT 0.313



+ 18 2460 kj.1_Missense_Mut NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 CCGAAATGGAATT 0.458

+ 3 772 e_Mutation_p.S196 NM_032578 NP_115967 Q86TC9 MYPN_HUMAN action with CARP. 5 AAAACAGCTCCA 0.448

+ 7 1220 ow.1_Missense_M NM_004728 NP_004719 Q9NR30 DDX21_HUMANcase ATP-binding. 3 CTGCAACTTGCCC 0.368

+ 25 3447 p.V640M|CDH23_ NM_022124 NP_071407 Q9H251 CAD23_HUMAN .|Extracellular (Potential). 11 AACGACGTGGGC 0.657

+ 6 944 STAMBPL1_uc001 NM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1 TAGAATCGGAGCA 0.443 rs148096389

- 4 649 sense_Mutation_p. NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 AATCGTTTCTGGA 0.388

- 3 688 kmp.2_Missense_ NM_152309 NP_689522 Q6ZUJ8 BCAP_HUMAN DBB. 5 CCACAGCGAATGC 0.547

- 27 3026 NM_003061 NP_003052 O75093 SLIT1_HUMAN 4 TCACACTTGGCCT 0.542

+ 14 2260 L43_uc010qpu.1_In NM_017893 NP_060363 Q9NTN9 SEM4G_HUMAN Potential).|Ig-like C2-type. 1 GTTACAGATGCAC 0.627

- 6 1917 .2_Missense_Muta NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0 CGTTCCAGGAAGT 0.572

+ 25 3838 NM_014976 NP_055791 Q14690 RRP5_HUMAN S1 motif 11. 7 TCCTTCCCCTTTG 0.557

- 4 467 se_Mutation_p.T13 NM_024928 NP_079204 Q9H668 STN1_HUMAN OB. 1 CGGATCGTGTCCC 0.458

+ 4 4130 se_Mutation_p.S12 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CTGTTTCCTCTGC 0.592

- 3 1405 _p.V298I|CHST15_ NM_015892 NP_056976 Q7LFX5 CHSTF_HUMANmenal (Potential). 1 GGCGGACGATTCC 0.547

+ 14 1916 NM_198075 NP_932341 Q8IYG6 LRC56_HUMAN 1 TCGACAGACCTGC 0.687

+ 20 2240 _p.E620K|EPS8L2 NM_022772 NP_073609 Q9H6S3 ES8L2_HUMAN 1 AAGGAGGAGCTG 0.677

+ 44 14641 NM_002457 NP_002448 Q02817 MUC2_HUMAN VWFC 1. 2 GCCACGGAGGTC 0.622

+ 39 4906 ltb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 3. 0 GGGACCTTCCGC 0.652

+ 3 426 _p.V70M|SLC22A1 NM_183233 NP_899056 Q96BI1 S22AI_HUMAN ical; (Potential). 3 TTCGGGGTGCTGC 0.637

- 1 543 .1_Intron|HBE1_uc NM_033180 NP_149420 Q9Y5P1 O51B2_HUMAN cellular (Potential). 3 GAAAATGAAAAAA 0.398

- 1 519 NM_153444 NP_703145 Q8WZ92 OR5P2_HUMANcellular (Potential). 5 ACAGAAAAAATGA 0.383

+ 6 689 ck.1_Nonsense_M NM_018222 NP_060692 Q9NVD7 PARVA_HUMAN 3 TCCATCCAAGTGG 0.498

- 7 946 on_p.P140L|PTPN5 NM_006906 NP_008837 P54829 PTN5_HUMAN 2 GTGGGTGGCTCTG 0.632

- 16 2715 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2 TTACGTCTGCAGT 0.318

+ 10 1835 _p.L514F|EXT2_uc NM_207122 NP_997005 Q93063 EXT2_HUMANmenal (Potential). 5 GATTCTCTCTGGC 0.383

- 5 854 MBRA1_uc001ncv.2 NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN WD 3. 3 CGACTCCAGTCCC 0.567

- 9 861_862 NM_004308 NP_004299 Q07960 RHG01_HUMAN Rho-GAP. 1 CAGTCTCCCTGAG 0.653

+ 7 674 2_uc001ndg.3_RN NM_000506 NP_000497 P00734 THRB_HUMAN 3 CCATTGGAGCAGT 0.607

- 30 4725 uc001ndl.2_RNA NM_002334 NP_002325 O75096 LRP4_HUMAN ntial).|LDL-receptor class B 4 ACCTGCGGGTATC 0.498

+ 6 941 B2_uc001nee.2_In NM_000107 NP_000098 Q92466 DDB2_HUMAN WD 3. 3 ATGTGGCCCTGAA 0.542

- 1 52 NM_001004743 NP_001004743 Q8NGP3 OR5M9_HUMANcellular (Potential). 4 CCTGACGACAGGT 0.428

- 1 188 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMAN Name=2; (Po p.N63S(1) 3 GACAGGTTACTGA 0.468

+ 8 1093 _Mutation_p.Q308* NM_053023 NP_444251 Q96JP5 ZFP91_HUMAN 1 CCAATCCAGTATG 0.408

- 8 1323 NM_001062 NP_001053 P20061 TCO1_HUMAN 2 GTGGTTCGCCTCC 0.527 rs140632800

+ 6 1197 rna.1_Missense_M NM_017670 NP_060140 Q96FW1 OTUB1_HUMAN OTU. 1 GTGGACGGACTG 0.657

+ 9 781 ph.1_Missense_M NM_000932 NP_000923 Q01970 PLCB3_HUMAN 2 CTCAACGAAGTG 0.622

- 17 3820 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 9. 4 TTTCCCGAATCTT 0.557

+ 8 1808 P5_uc009ysg.2_5'U NM_002335 NP_002326 O75197 LRP5_HUMAN ptor class B 10.|Extracellula 7 CCAGCCGGGACG 0.622

+ 14 4730 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 CTCCGTCGCTGAG 0.726

+ 5 1272 NM_153614 NP_705842 P59910 DJB13_HUMAN 0 CCTCCACCATCAA 0.527

- 15 2086 n_p.V595I|DLG2_u NM_001364 NP_001355 Q15700 DLG2_HUMAN SH3. 6 GGATGACCCCCAT 0.468 rs149247541

+ 1 216 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN 3 TGTCTGGGCTGG 0.502

+ 17 3150 w.2_3'UTR|GRIA4_ NM_000829 NP_000820 P48058 GRIA4_HUMAN lasmic (Potential). 8 GACCTACCATAAA 0.493

- 12 2600_2601 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANPotential).|Ig-like C2-type 9. 8 TAGCTCCTTCGC 0.639

+ 3 411 sbq.1_5'UTR|FOX NM_017547 NP_060017 Q96CU9 FXRD1_HUMAN 0 TCATTGCCTGAGA 0.488

+ 8 900 sense_Mutation_p. NM_017547 NP_060017 Q96CU9 FXRD1_HUMAN 0 GAATGCGCCATTG 0.642

+ 5 670 _p.V149I|LTBR_uc NM_002342 NP_002333 P36941 TNR3_HUMAN (Potential).|TNFR-Cys 3. 2 CACTGCGTCCCCT 0.637 rs145130663



- 2 101 CDA_uc001quq.1_M NM_020661 NP_065712 Q9GZX7 AICDA_HUMAN 2 TCCTCCGGTTCAT 0.473

+ 1 114 NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 CAGCTCCTTCTAG 0.507

- 3 510 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN [PQS]-P-[PS]-Q-[GE]-G-N-[ 1 CGGACGAGGCGG 0.647

- 13 3619 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 CGTGCTCCCAGT 0.582

+ 21 2437_2438RMP_uc001rgi.2_R NM_006152 NP_006143 Q12912 LRMP_HUMANmenal (Potential). 2 TGTGGATGCCGC 0.495

- 12 963_964 _Mutation_p.R215 NM_002733 NP_002724 P54619 AAKG1_HUMAN CBS 4. 1 AAGTCGGTGAAC 0.54

- 5 1439 NM_002272 NP_002263 B4DRS2 B4DRS2_HUMAN 6 TCTCCTCGTACTG 0.592

+ 6 979 2_Nonsense_Muta NM_199187 NP_954657 P05783 K1C18_HUMAN 2.|Rod.|Necessary for intera 1 ACAGTCCAGTCCT 0.572

+ 19 2765 .2_Missense_Muta NM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. 2 GGAGCCGGTGTC 0.627

+ 8 1153 my.1_Missense_M NM_020547 NP_065434 Q16671 AMHR2_HUMAN(Potential).|Protein kinase. 2 GTGCTCCCTGGCC 0.577

- 2 800 NM_020370 NP_065103 Q9NQS5 GPR84_HUMAN lasmic (Potential). 2 TGGAAACGACCAG 0.582

- 2 232 |KIAA0748_uc010s NM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2 GGATCTGGGACAT 0.597

+ 1 539 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMANcellular (Potential). 1 ATTTTCCCCTCTT 0.403

+ 8 1102 jd.1_Missense_Mu NM_022465 NP_071910 Q9H2S9 IKZF4_HUMAN 1 ATCGATCGTCTGG 0.512

+ 3 466 NM_032786 NP_116175 Q96K80 ZC3HA_HUMANC3H1-type 2. 0 AATTGCCGTTTCA 0.542

- 8 1724 nse_Mutation_p.R4 NM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN 6 GATTGCGCAGCCT 0.537

+ 2 261 NM_003725 NP_003716 O14756 H17B6_HUMAN D (By similarity). 2 CTGGATGCACGAG 0.617

+ 6 1531_1532_p.G411E|SLC16A NM_004731 NP_004722 O60669 MOT2_HUMAN ical; (Potential). 1 CTGTGGGGCTAT 0.391

- 2 290 uc001srx.2_Intron NM_001099676 NP_001093146 Q8IXR9 CL056_HUMAN 0 ATTTCTCTATCTG 0.328

- 12 2411 e_Mutation_p.R533 NM_182767 NP_877499 Q9H2J7 S6A15_HUMANName=12; (Potential). 3 AGCGACGAACAAT 0.443

- 2 1403 NM_005447 NP_005438 O75901 RASF9_HUMAN 1 ATATTCTTTTGCTT 0.398

- 3 1396 UM_uc001tbn.2_RN NM_002345 NP_002336 P51884 LUM_HUMAN 2 TTAAGAGTGACTT 0.353

- 19 1999 e_Mutation_p.R360 NM_002108 NP_002099 P42357 HUTH_HUMAN 3 GGGGACGTAGAAA 0.473

+ 47 6341 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 TGCTTCCCCCAAC 0.493

+ 8 1016 swi.1_Splice_Site_ NM_003211 NP_003202 Q13569 TDG_HUMAN 6 GATTCTAGCTCTG 0.323

+ 3 1266 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN Fido. 0 ACCTCCCGTCTG 0.562

+ 8 840 xn.1_Missense_Mutation_p.D998N Q8N1T3 MYO1H_HUMAN 0 GTTTTCGACACTG 0.368

- 2 151 qs.2_Missense_Mu NM_016301 NP_057385 Q9UHW5 GPN3_HUMAN 0 ACAGACCGGTTGA 0.522

+ 14 1843 n.3_Missense_Muta NM_001082537 NP_001076006 Q2MV58 TECT1_HUMAN 0 AGGCTGCCCTTTA 0.512

+ 8 2023 sf.2_Missense_Mu NM_005475 NP_005466 Q9UQQ2 SH2B3_HUMAN 1 GACTACGAAATGG 0.592

- 17 1995 un.1_Nonsense_M NM_004658 NP_004649 O95294 RASL1_HUMAN PH. 4 CTTCTCGAACAAT 0.637 rs61740514

- 17 3495 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 ATGTAAAGCCCG 0.463

- 6 1379 SL_uc001tzk.1_3'U NM_003733 NP_003724 Q15646 OASL_HUMAN biquitin-like 2. 1 TTCAGACCCAGGA 0.552

- 2 162_163 zy.2_Missense_Mu NM_006549 NP_006540 Q96RR4 KKCC2_HUMAN 3 GCGGCCCGGTTG 0.668

+ 17 2814 NM_144668 NP_653269 Q8TBY9 WDR66_HUMAN WD 9. 2 CCACCCGAACGG 0.522

- 2 425 e_Mutation_p.R39C NM_019625 NP_062571 Q9NP78 ABCB9_HUMAN 0 AGTGGCGGATGTC 0.602

+ 2 397 NP35_uc009zxz.2_ NM_022717 NP_073208 Q16560 U1SBP_HUMAN RRM. 0 AGGGCTACGCCTT 0.507

+ 12 1728 NM_012463 NP_036595 Q9Y487 VPP2_HUMAN lasmic (Potential). 2 AGCCACCCACCCG 0.532

+ 19 3024 _p.W542*|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 CTCTCTGGAAATT 0.383

+ 1 554 NM_001136103 NP_001129575 Q8N3T6 T132C_HUMAN cellular (Potential). 1 AGTCCATGGACCA 0.667

+ 10 1193 uij.1_Missense_Mu NM_004764 NP_004755 Q96J94 PIWL1_HUMAN PAZ. 2 CAAGAGAAGGCG 0.547

- 19 3298 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11 CTCTTCTTCTGTT 0.308

+ 2 132 NM_152325 NP_689538 Q8N6G2 CM026_HUMAN 3 CATTCACGCCTAA 0.373

- 5 608 RD13_uc001uux.2_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 AGCAGCGTGTAGA 0.572

- 1 1204 EA_uc010tee.1_Intr NM_005584 NP_005575 Q13394 MB211_HUMAN 2 AAGGAGTGGCAC 0.642

- 8 819 se_Mutation_p.S22 NM_013338 NP_037470 Q9Y673 ALG5_HUMANmenal (Potential). 0 AGAGATGAAAACG 0.448

- 2 239 NM_198849 NP_942146 Q8IW03 SIAH3_HUMAN 2 AGTGACGGCGCG 0.443



- 14 4304 _p.S17F|ZC3H13_u NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2 CTCTCGGATTTAT 0.408

+ 1 2386 NR_003268 0 ATTTTCCACCAAG 0.517

+ 5 737 e_Mutation_p.G13 NM_052950 NP_443182 Q96P53 WDFY2_HUMAN WD 3. 0 AGCACAGGACAG 0.532

- 6 2191 m.1_Missense_Mu NM_020866 NP_065917 Q9NR64 KLHL1_HUMAN Kelch 1. 0 TCCATTCCTCCTA 0.343

- 8 2044 _p.S393P|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 TTAGAGAGAGTTT 0.443

- 6 762 _Missense_Mutatio NM_024546 NP_078822 Q5W0B1 RN219_HUMAN Potential. 2 TGAGGCGATTGGT 0.383

+ 1 541 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANmenal (Potential). 2 CTGGAGCAGCCT 0.607

+ 2 784 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANmenal (Potential). 2 CTGAGCGAGTGGA 0.478

+ 13 1709 NM_003291 NP_003282 P29144 TPP2_HUMAN 2 TACCTCCGAGATC 0.443

+ 2 452 vyc.2_Missense_M NM_006683 NP_006674 Q14507 EP3A_HUMAN 0 TGTGGCGTAGATG 0.433 rs146022737

- 2 2221 R510C|SALL2_uc00 NM_005407 NP_005398 Q9Y467 SALL2_HUMAN C2H2-type 3. 3 AAGGCGTAGGGC 0.572

- 21 2403 NM_000257 NP_000248 P12883 MYH7_HUMAN ding.|Myosin head-like. 4 CCGGCCTTGAAGA 0.592

- 12 1946 g.1_Missense_Mu NM_000359 NP_000350 P22735 TGM1_HUMAN 3 TGTGCGGCGGCT 0.562

- 12 1784 g.1_Missense_Mut NM_000359 NP_000350 P22735 TGM1_HUMAN 3 CCTTCCGCTCTGC 0.617

- 4 2006 NM_203301 NP_976046 Q7Z6M2 FBX33_HUMAN 0 AAAAAGCTAAATG 0.358

+ 5 861 _p.R110C|PRPF39 NM_017922 NP_060392 Q86UA1 PRP39_HUMAN HAT 4. 2 TATGATCGTATTCT 0.388

+ 107 19669 L|SYNE2_uc001xgq NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 CTGTTCCCCCTGC 0.502

+ 16 3061 p.R1052H|PLEKHG NM_015549 NP_056364 A1L390 PKHG3_HUMAN 1 TGGCCCGCCAGTA 0.632

- 2 803 se_Mutation_p.G17 NM_183002 NP_892114 P57103 NAC3_HUMAN 7 CCAGCCCAAAATG 0.542

- 9 906 e_Mutation_p.R185 NM_001005743 NP_001005743 P49757 NUMB_HUMAN 4 TGACACGGAATGA 0.448

- 19 2103 0aub.1_Missense_ NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 GTCTTCTCTATATC 0.403

+ 11 909 n_p.M276I|SLC24A NM_153646 NP_705932 Q8NFF2 NCKX4_HUMANcellular (Potential). 3 GATTATGAGCTCC 0.532

- 1 412_413 R20_uc010txu.1_5 NM_001017963 NP_001017963 P07900 HS90A_HUMAN 7 GGGCGGGACAGT 0.698

- 14 3041 R13B_uc010awv.1 NM_015316 NP_056131 Q96KQ4 ASPP1_HUMAN ANK 1. 1 TCCCTTCGTCGTT 0.617

+ 14 1404 TA1_uc001yrb.2_M NM_004689 NP_004680 Q13330 MTA1_HUMAN TA-type; atypical. 2 GGTATTCTTGGGG 0.493

- 111 0 CACTGCGTCTTTC 0.527 rs144392595

- 10 1158 A2_uc010ayv.2_In NM_000275 NP_000266 Q04671 P_HUMAN lasmic (Potential). 5 TGTGCACGATCTG 0.547

+ 11 1915 at.1_Nonsense_M NM_005503 NP_005494 Q99767 APBA2_HUMAN PDZ 1. 0 CAGCTGCAGCTGG 0.637

- 10 1624 AN1_uc001zqk.2_5 NM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2 AAAGCCGAACAAA 0.522

- 6 1064 NM_005926 NP_005917 P55081 MFAP1_HUMAN 1 CTTCTCGATCTTC 0.418

+ 3 493 NM_024908 NP_079184 Q9H967 WDR76_HUMAN 0 ATTTTTCGGGATT 0.343 rs139119504

- 10 1178 e_Mutation_p.R10 NM_002112 NP_002103 P19113 DCHS_HUMAN 6 AGAGCGAAACCG 0.547

- 25 3830 ew.1_Missense_Mu NM_017672 NP_060142 Q96QT4 TRPM7_HUMAN lasmic (Potential). 10 GAATGAAATTTGT 0.333

- 10 1186 gb.1_RNA|MYO5C NM_018728 NP_061198 Q9NQX4 MYO5C_HUMANyosin head-like. 14 TCATCCTCCTTCA 0.582

+ 2 738 bfw.2_Missense_Mu NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11 GCAGCTCCGTGGT 0.542

- 7 1068 NIP2_uc010uhb.1_ NM_004330 NP_004321 Q12982 BNIP2_HUMAN CRAL-TRIO. 1 CCTTCTATCAATT 0.303

- 4 528 sense_Mutation_p.S NM_024611 NP_078887 Q659A1 NARG2_HUMAN 2 AAACGAGAGAAAC 0.398

+ 7 585 X22_uc002ana.1_3 NM_024798 NP_079074 Q96L94 SNX22_HUMAN 0 AGCCCAGATAAAG 0.577

- 2 189 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 TTGGTCCCCACC 0.552

- 2 2126 NM_005477 NP_005468 Q9Y3Q4 HCN4_HUMAN or; Name=Segment S4; (Po 6 TGAAGCGGACAAT 0.537

+ 2 1475 NM_005576 NP_005567 Q08397 LOXL1_HUMANsyl-oxidase like. 0 ATGTGCAAGCATC 0.572

+ 2 1012 h.1_Missense_Mut NM_005545 NP_005536 O14498 ISLR_HUMAN Ig-like. 4 CAGGATGGTGCCG 0.652

+ 2 435 NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5 CAGAGGAGCCCC 0.433

+ 6 948 2axp.2_Missense_ NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5 TCTTTCTCCGGGG 0.582

+ 2 521 _p.V107A|ARID3B_ NM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0 ATGAAGTTGCAGA 0.517

- 4 562 _p.D38N|CIB2_uc0 NM_006383 NP_006374 O75838 CIB2_HUMAN EF-hand 1. 0 CACCATCCTCGGA 0.532

+ 4 520 n_p.S58N|ZFAND6_ NM_019006 NP_061879 Q6FIF0 ZFAN6_HUMAN Ser-rich. 0 ATGGCAGTGTGCC 0.413



+ 10 1242 _p.P119S|AGBL1_ NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 AAAAATCCTGGAG 0.478

- 7 956 NM_000326 NP_000317 P12271 RLBP1_HUMAN CRAL-TRIO. 1 TTGAGTTTCCTCA 0.468

+ 6 1571 e_Mutation_p.S484 NM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4 GTGCTTCGGAAAG 0.532

+ 2 321 _5'Flank|SNRNP25 NM_024571 NP_078847 Q9BV90 SNR25_HUMAN 0 TAATGCGTAAGTG 0.512

+ 32 3154 p.V1017L|BAIAP3_ NM_003933 NP_003924 O94812 BAIP3_HUMAN C2 2. 1 TGATCGTGGAGC 0.627

- 3 299 q.2_Missense_Mu NM_001037125 NP_001032202 Q9H9P5 UNKL_HUMAN C3H1-type 1. 0 GTAGGGACACCTG 0.607

- 2 353 2ctw.1_Intron|ZSCA NM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1 CTGCACGGGGAC 0.562

- 10 1198 e_Mutation_p.D30 NM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1 CAGAATCGTCATG 0.662

- 22 4862 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6 GTTTCCGTCGCTG 0.552 rs145419671

+ 8 799_800 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN 1 AATCTCCCTGAG 0.515

+ 10 1143 ch.2_Missense_Mu NM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5 CGCCTGCTCCAG 0.527

+ 29 4325 vl.2_Missense_Mut NM_004996 NP_004987 P33527 MRP1_HUMAN sporter 2.|Cytoplasmic. 4 GGTTCCCTCCGAA 0.552

+ 4 609 dfy.2_Missense_Mu NM_016524 NP_057608 Q9BSW7 SYT17_HUMAN 1 GAAGACGCTCGTC 0.577

- 19 2803 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 ACTTATCGATCTT 0.488

+ 2 1372 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 ATGCTTCCTGGAG 0.542

+ 2 1001 ron|APOB48R_uc0 NM_018690 NP_061160 Q0VD83 APOBR_HUMAN Glu-rich. 0 GGGACAGCCTCG 0.716

+ 16 4270 _Intron|TAOK2_uc0 NM_016151 NP_057235 Q9UL54 TAOK2_HUMAN 1 CTGGCACGGGCC 0.682

- 2 390 dxs.2_Missense_M NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 TCCAAAGAGTGTT 0.522

- 3 1032 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN C2H2-type 5. 0 AGGTCCGAGCTGC 0.637

+ 4 749 C1_uc002ebo.2_5' NM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0 GTGGGGGAGCAG 0.667

+ 6 908 m.2_Missense_Mu NM_133443 NP_597700 Q8TD30 ALAT2_HUMAN 2 GGGAACCCCACAG 0.542

+ 16 1653 eu.3_Missense_Mu NM_000293 NP_000284 Q93100 KPBB_HUMAN 3 AGGAGCTTGTGA 0.378

+ 1 267 _p.R80W|SLC12A3 NM_001126108 NP_001119580 P55017 S12A3_HUMAN lasmic (Potential). 3 GAGCCCCGGAAG 0.488

+ 2 105 NM_002990 NP_002981 O00626 CCL22_HUMAN 0 AACATGGAAGACA 0.642

- 6 939 p.R109W|KIFC3_u NM_005550 NP_005541 Q9BVG8 KIFC3_HUMAN Potential. 3 GGCCCGCAGGC 0.677

+ 10 2799 NM_002428 NP_002419 P51511 MMP15_HUMANcellular (Pote p.G609R(1) 3 GGACGGGGGCAG 0.701

+ 6 784 NM_001950 NP_001941 Q16254 E2F4_HUMAN 1 GCCTCACGTCCA 0.597 rs142389152

- 1 525 0vjt.1_Missense_M NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 TTCCTCGGAAGAG 0.741

- 6 921 NM_000229 NP_000220 P04180 LCAT_HUMAN 0 AGAAGCGTTGGAA 0.572

- 62 10515 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 ACACGAGGCCTCG 0.562

- 3 645 gq.2_Nonsense_M NM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3 TCACCTGAAAGTA 0.413

+ 6 897 p.R146Q|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANr (Potential).|F5/8 type C. 2 GAATGCGAATCGA 0.408

+ 11 1818 _p.P405L|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANPotential).|Laminin G-like 2. 2 CTGCTCCTCTGCT 0.478

- 2 579 NM_003791 NP_003782 Q14703 MBTP1_HUMAN 2 TTCTTTTCCAGTC 0.453

+ 8 1355 PAFAH1B1_uc010v NM_000430 NP_000421 P43034 LIS1_HUMAN on with dynein and dynactin 1 TGGGTCGTAGCAA 0.498

+ 10 1275 _p.R228C|CTNS_u NM_004937 NP_004928 O60931 CTNS_HUMAN lasmic (Potential). 0 CCCAGCGCGGT 0.682

- 6 1001 NM_002558 NP_002549 P51575 P2RX1_HUMAN cellular (Potential). 2 ATGAAAAGAGTGA 0.622

- 3 515 O1_uc010vsi.1_3'U NM_182566 NP_872372 Q7Z5L0 VMO1_HUMAN 1 ACAGCGGAAGCG 0.657

- 5 979 uc002gcb.2_Misse NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN case C-terminal. 2 TACAGAGGAAGGA 0.607

+ 3 523 ghe.2_Missense_M NM_000937 NP_000928 P24928 RPB1_HUMAN 1 TTTCACGTGGGCT 0.542

+ 34 5403 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 1 (By similarity). 13 CTGCACCGAGGG 0.582

- 39 5741 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 GCCTGCCTCTTGT 0.587

+ 27 5721 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMANA 1 (By similarity). 20 CTGGGCCGCGCA 0.627

- 9 2166 nse_Mutation_p.S3 NM_006470 NP_006461 O95361 TRI16_HUMAN B30.2/SPRY. 3 TCTTGGAAAGCCA 0.512

+ 1 1858 NM_144775 NP_658988 Q8TEV9 SMCR8_HUMAN 1 AGTTTCGACCCCC 0.473

+ 9 874 _p.L169F|PRPSAP NM_002767 NP_002758 O60256 KPRB_HUMAN 1 GGACTTGGTGGAT 0.582

+ 13 1240_1241 sense_Mutation_p NM_018242 NP_060712 Q96FL8 S47A1_HUMAN ical; (Potential). 0 TGTTTCCCACCT 0.431



+ 4 1224 e_Mutation_p.S279 NM_001033553 NP_001028725 Q5M775 CYTSB_HUMAN Ser-rich. 0 CTGGGAGTTCCCC 0.488

+ 3 1304 NM_021012 NP_066292 Q14500 IRK12_HUMANasmic (By similarity). 4 ACAACGCCGTGGT 0.612

- 4 597 se_Mutation_p.D17 NM_005148 NP_005139 Q13432 U119A_HUMAN 0 GGAAGTCGAAGC 0.557

- 3 458 ro.2_Missense_Mu NM_005165 NP_005156 P09972 ALDOC_HUMAN 1 GCCCACGACGAT 0.517 rs139497270

- 21 3315 2_5'Flank|ALDOC_ NM_006461 NP_006452 Q96R06 SPAG5_HUMAN Potential. 1 GGGTAAGGTGGG 0.542

- 2 277 _p.G28E|SEZ6_uc NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN cellular (Potential). 2 CCTTTCCCCACGG 0.582

+ 53 8180 se_Mutation_p.Q8 NM_001042492 NP_001035957 P21359 NF1_HUMAN 330 AGATCCAGGCGC 0.403

- 10 814 st.2_Missense_Mut NM_018428 NP_060898 Q9NYH9 UTP6_HUMAN 1 GCAATCGAAAGCA 0.333 rs146623373

- 10 1686 w.1_RNA|MMP28_ NM_024302 NP_077278 Q9H239 MMP28_HUMAN mopexin-like 4. 1 ATGATGGAGCCAT 0.677

+ 7 1368 _p.S358F|CASC3_ NM_007359 NP_031385 O15234 CASC3_HUMAN 1 AGACTTCTGTGAG 0.572

+ 1 235_236 NM_031961 NP_114167 Q9BYQ4 KRA92_HUMANC-C-[RQVSGE]-[SPTQ]- [TA 1 TGCTGCCAGCCT 0.644

- 3 534 xn.2_Missense_Mu NM_002277 NP_002268 Q15323 K1H1_HUMAN Rod.|Coil 1B. 0 GCAGACCGTTGAT 0.597

- 6 1637 NM_006771 NP_006762 O76015 KRT38_HUMAN Coil 2.|Rod. 2 AGGTTCCGGTACG 0.552

- 1 115 NM_002278 NP_002269 Q14532 K1H2_HUMAN Head. 0 CCGGGGGCAGCT 0.612

+ 1 450 0586_uc002ibx.2_5 NR_002773 0 CCCAAGGCTGCAG 0.657

+ 3 312 HX8_uc010wig.1_ NM_004941 NP_004932 Q14562 DHX8_HUMAN 4 AGGATTCTCTTAT 0.433

+ 5 811 se_Mutation_p.E21 NM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6 TCTGCTGAAGGAG 0.522

+ 8 936 02itm.2_Missense_ NM_002512 NP_002503 P22392 NDKB_HUMAN 0 CAGGCCGAGTGA 0.527

+ 6 657 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN Potential. 2 AGCCTGGAAAGCC 0.468

+ 9 1533 NM_000502 NP_000493 P11678 PERE_HUMAN 2 ATGTTCCGCTTGG 0.592

- 17 2197 2ixa.3_Splice_Site_ NM_001005207 NP_001005207 O94972 TRI37_HUMAN 7 TCATTACCTGCGG 0.428

+ 6 504 nse_Mutation_p.P NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 CTGCTCCACAGTT 0.413

- 10 785 10woz.1_RNA|uc010wpb.1_5'Flank 0 GGCTGTGAAATCC 0.572

- 24 5295 NM_000334 NP_000325 P35499 SCN4A_HUMAN IQ. 3 GGTGCCGGCGGTA 0.642

- 13 1959 _p.D594N|ABCA8_ NM_007168 NP_009099 O94911 ABCA8_HUMAN C transporter 1. 3 CTTTATCCACTTC 0.333

- 30 4441 se_Mutation_p.P18 NM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4 AGTTTGGAGCAGT 0.423

+ 5 589 2jip.2_Nonsense_M NM_018658 NP_061128 Q9NPI9 IRK16_HUMANasmic (By similarity). 3 AGAAGACGATTAC 0.453

+ 2 174 on_p.V8I|RAB37_u NM_001006638 NP_001006639 Q96AX2 RAB37_HUMAN P (By similarity). 1 ACAGGCGTCGGC 0.567

- 2 994 wro.1_Missense_M NM_173477 NP_775748 Q495M9 USH1G_HUMAN 2 GAGCGGGGCTC 0.706

- 7 1224_12250wtb.1_Missense_M NM_002766 NP_002757 Q14558 KPRA_HUMAN 1 TACATGGCAACTC 0.347

+ 3 924 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3 CTCAAGGACGCCC 0.597

+ 4 3302 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 GGGCTTCGTGAC 0.507

+ 10 1951 _p.W197*|RPTOR_ NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6 AGCCTGGGACCTG 0.612

+ 11 1220 p.A372V|GPS1_uc NM_004127 NP_004118 Q13098 CSN1_HUMAN PCI. 1 CGGCAGCCTTCA 0.632

+ 6 625 _p.A102S|USP14_u NM_005151 NP_005142 P54578 UBP14_HUMAN 2 AGGTATGCAGGTG 0.378

- 13 1717 s.1_Intron|EPB41L NM_012307 NP_036439 Q9Y2J2 E41L3_HUMANactin-binding (Potential). 5 CTGGACGGCTCA 0.577

- 11 1022 _p.F288I|L3MBTL4 NM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 3. 3 TTTTAAAAACTTT 0.323

+ 14 1612 76_splice|ARHGAP28_uc002kne.2_Splice_Site_p.M476 B4DXL2 B4DXL2_HUMAN 1 CGAATGGTAAGAA 0.284

- 58 8363 nl.2_Missense_Mut NM_005559 NP_005550 P25391 LAMA1_HUMANaminin G-like 4. 21 TCTGATGAGCCAT 0.552

+ 3 748 dkv.2_Missense_M NM_002845 NP_002836 P28827 PTPRM_HUMAN tracellular (Potential). 6 AGAGAGCCCACC 0.458

+ 5 397 NM_021074 NP_066552 P19404 NDUV2_HUMAN 1 TCCAATGAGAGTA 0.328

- 9 1299 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN |Extracellular (Potential). 4 TTAAATCCTTATC 0.308

- 8 1452 wk.3_Missense_Mu NM_024422 NP_077740 Q02487 DSC2_HUMAN r (Potential).|Cadherin 2. 3 AGACCAAAATACT 0.313

+ 8 1077 NM_001942 NP_001933 Q02413 DSG1_HUMAN r (Potential).|Cadherin 3. 7 TTGCTCGAGATTA 0.328

+ 12 1937 wr.2_Missense_Mu NM_177986 NP_817123 Q86SJ6 DSG4_HUMAN cellular (Pote p.A601V(1) 8 GTGCCGCGGGCA 0.507

+ 14 2281 uc002kwv.3_Intron NM_001943 NP_001934 Q14126 DSG2_HUMAN lasmic (Potential). 9 TGAAAGGAAGTAG 0.512

+ 11 1436 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 GAGACTAGTATCT 0.393



+ 11 1914 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN Ser-rich. 3 CAGAGGGAGCCT 0.483

- 1 1111 NAL2_uc002lco.2_ NM_145653 NP_663628 Q8NG57 ELOA3_HUMAN 0 TGGGAGGTCATGG 0.617

- 27 3827 ea.2_Missense_Mu NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Potential. 5 GGTTCCGCCTGCA 0.498

+ 13 2601 _p.E520K|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 GAGATGGAAACAC 0.428

- 8 1009 _p.R304*|FECH_u NM_000140 NP_000131 P22830 HEMH_HUMAN 1 CCAGTCGGTAGGG 0.493

+ 7 1010 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN 3 ATCACTCGTCAGA 0.438

- 11 1464 b.1_5'UTR|RTTN_u NM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8 GCACAAGCATCAC 0.473

+ 3 519 NM_004359 NP_004350 P49427 UB2R1_HUMAN 0 GAGCGGGGAGC 0.642

+ 13 1834 sb.1_Missense_Mu NM_019112 NP_061985 Q8IZY2 ABCA7_HUMANellular (By similarity). 9 CCCTATCCGTGCT 0.697

+ 27 4496 vc.1_Missense_Mu NM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4 CGGCTCCGTGGC 0.726

+ 4 1228 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 TTTATCCCCAGTC 0.463

- 16 1764 02_splice|TLE2_uc NM_003260 NP_003251 Q04725 TLE2_HUMAN 0 CGGTTCTGGGGT 0.617

- 3 1937 N4_uc010dub.1_5'F NM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN roximate tandem repeat.|17 0 CCTGTCGCGATAT 0.572

+ 14 1733 n_p.F513L|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN ular (Potential).|Ser/Thr-rich 5 ATCCTTTGGCTGT 0.443

- 40 39365_39366C16_uc010dwj.2_5 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN 57 GACACTGGAGTTC 0.515

- 3 28000 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 ATGTGAGAACATT 0.468

- 3 19028 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAGGTGAACGAG 0.488

- 3 15362 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATCAGGGAAGGTG 0.478

- 10 1817 wr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6 TGAGTTCGCATGT 0.408

- 6 1212 _p.P267L|ZNF561 NM_152289 NP_689502 Q8N587 ZN561_HUMAN 1 TCATAGGGTTTTA 0.418

- 29 2307 NM_015719 NP_056534 P25940 CO5A3_HUMAN le-helical region. 10 CCACATCGCCCTT 0.627

+ 2 59 z.1_Missense_Muta NM_001040664 NP_001035754 Q9NQ55 SSF1_HUMAN 2 AGCTCCGCAACC 0.726

- 1 204 ense_Mutation_p.R NM_007065 NP_008996 Q16543 CDC37_HUMAN 0 GCCAGCGGAAGA 0.632

+ 4 719 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 2. 0 GTGTTCGAAGACA 0.393

+ 4 1651 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 GAAACCCTATGAG 0.413

+ 9 978 _p.V301M|GCDH_u NM_000159 NP_000150 Q92947 GCDH_HUMAN 0 TGGGGCGTGCTTG 0.647

+ 12 2239 xng.1_Missense_M NM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2 CTGAACGTAATGA 0.617

- 3 1199 D26_uc002nee.2_R NM_004831 NP_004822 O95402 MED26_HUMAN Pro-rich. 2 GGTGACGGCACC 0.682

+ 5 1472 0xpn.1_Intron|ANK NM_152363 NP_689576 Q8NAG6 ANKL1_HUMAN LEM. 0 TTGCTCCTGGTTA 0.572

- 11 1540 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3 TCTCCTCGTCCTT 0.667

+ 7 1236 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 CAGGACCCCGAC 0.632

- 7 2677 _p.T844M|SFRS14_ NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0 GATGACGTGAAA 0.473

- 8 1113 nse_Mutation_p.G1 NM_172231 NP_757386 Q8IWZ8 SUGP1_HUMAN Pro-rich. 0 GCTTCCCGGGGG 0.672

+ 4 835 se_Mutation_p.K17 NM_021047 NP_066385 O75346 ZN253_HUMAN C2H2-type 3. 0 ATAAGAAAATTCA 0.403

+ 4 837 se_Mutation_p.I17 NM_021047 NP_066385 O75346 ZN253_HUMAN C2H2-type 3. 0 AAGAAAATTCATA 0.398

+ 4 1046 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 AGAAGCCCTACG 0.373

- 4 827 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCTCTCCAG 0.393

+ 4 1725 eco.2_Missense_M NM_003429 NP_003420 Q03923 ZNF85_HUMAN 1 TTCATACTGGAGA 0.353

- 5 1789 208_uc002nqo.1_I NM_007153 NP_009084 7 ACCTTAATAAAGG 0.398

- 4 916 1_Intron|ZNF208_ NM_007153 NP_009084 7 TTGTAGGATTTCT 0.358

- 4 1086 xrj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0 ATTCTTCACATTT 0.388

- 4 1136 _p.H263Y|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN type 6; degenerate. 0 CAGTATGAATTAT 0.388

- 3 359 681_uc002nrj.3_M NM_138286 NP_612143 Q96N22 ZN681_HUMAN KRAB. 0 GGGGTTCGGCCA 0.418

+ 19 3054 nuh.1_Missense_M NM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN 1 GCAGACGTGTCGC 0.498

+ 4 485 NM_032346 NP_115722 Q9BRP1 PDD2L_HUMAN 1 ATGCCAGCAGTGC 0.587

- 2 784 xz.1_5'Flank|LGI4_ NM_139284 NP_644813 Q8N135 LGI4_HUMAN LRR 1. 1 GGGTGACTCCCG 0.607

+ 22 4762 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN 11 AAATACGGGGATG 0.607



+ 15 2322 651F|KIRREL2_uc NM_199180 NP_954649 Q6UWL6 KIRR2_HUMAN lasmic (Pote p.L704L(1) 3 CCGCGTCTCCAGA 0.562

+ 14 1768 _p.E545K|APLP1_u NM_005166 NP_005157 P51693 APLP1_HUMAN cellular (Potential). 2 CCGCTGGAACAG 0.338

- 11 1439 p.R126W|NFKBID_ NM_139239 NP_640332 Q8NI38 IKBD_HUMAN 0 CGGGCCGCAGCA 0.701

+ 11 1232 iu.2_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN oplasmic.|MIR 5. 12 CTGCGGCTCGGC 0.393

- 3 459 xuj.1_Missense_M NM_006149 NP_006140 P56470 LEG4_HUMAN Galectin 1. 2 CACTTCCCGCCC 0.582

- 8 657 _p.R133C|SIRT2_u NM_012237 NP_036369 Q8IXJ6 SIRT2_HUMAN etylase sirtuin-type. 0 GCAGGCGCATGAA 0.582

+ 3 194 NM_013268 NP_037400 Q9UHV8 PP13_HUMAN Galectin. 1 ATTGCCTTCCGTT 0.512

- 7 3507 e_Mutation_p.R941 NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2 TGGCACGATCAC 0.632

- 7 2893 e_Mutation_p.K736 NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2 CCCATTTTAGCGG 0.627

+ 10 1593 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11 GGCCCCCGGATC 0.627

- 5 1174 uj.3_Missense_Mut NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 3. 0 GGTGGGTTAGAGT 0.463

- 2 191 nse_Mutation_p.W34*|PSG11_uc002ovm.1_Nonsense_ Q00889 PSG6_HUMAN 2 CAAGTTCCAGAAG 0.483

- 2 231 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMAN .|Extracellular (Potential). 0 GTCTGCCGGGCT 0.453

+ 5 670 n_p.V60I|ZNF225_ NM_013362 NP_037494 Q9UK10 ZN225_HUMAN 0 ATTCACGTAAGAC 0.423

- 4 1867 NM_145056 NP_659493 Q96B18 DACT3_HUMAN 0 TGGCGGGGCCTG 0.622

+ 3 1239 elc.1_Missense_Mu NM_014681 NP_055496 Q14147 DHX34_HUMANcase ATP-binding. 5 CTGTTGCCCACGC 0.587

+ 2 603 D2_uc010xyu.1_In NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 TGGACCCGGACAA 0.602 rs144834998

+ 5 951 NM_031485 NP_113673 Q9BQ67 GRWD1_HUMAN WD 1. 1 AACATCCACCTCT 0.642

- 9 914 NM_001080434 NP_001073903 6 AGGTCAGAGGTCA 0.687

- 7 1135 PLEKHA4_uc010em NM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN Pro-rich. 3 ACTTCCGGTGATT 0.692

+ 4 221 BL2_uc002pls.1_R NM_006666 NP_006657 Q9Y230 RUVB2_HUMAN 0 ATTGCCGGTCGGG 0.652

+ 5 2407 _p.H724Y|ZNF473_ NM_001006656 NP_001006657 Q8WTR7 ZN473_HUMANC2H2-type 15. 2 AGAATTCACTCAG 0.512

- 3 1368 NM_001080457 NP_001073926 Q9NT99 LRC4B_HUMAN Potential).|Ig-like C2-type. 2 GCGCACGCGGTA 0.637

- 22 3585 psw.1_Missense_M NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN Poly-Gly. 2 CCGCCTCCCGTG 0.473

+ 5 782 NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0 CCATTTTAGAAGA 0.393

- 6 385 10ydp.1_Missense NM_030972 NP_112234 Q8N823 ZN611_HUMAN 1 GTCAAGCGTCCC 0.388 rs141987068

- 5 411 qbg.1_Missense_M NM_182609 NP_872415 Q86XU0 ZN677_HUMAN KRAB. 1 TATAATTCCTCTTT 0.348

+ 4 1151 .2_Intron|ZNF765_ NR_003699 0 CCTTACGAATGTG 0.388 rs61743769

+ 1 73 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0 GATCTTCGTAAAG 0.507 rs148896232

- 4 1216_1217 p.E381K|NLRP7_u NM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3 GTCCTCCCCCTT 0.683

+ 5 2459 _p.F604L|NLRP4_ NM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15 TTCCTTTTCTGGC 0.428

+ 3 1043 etg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13 AACGATGCTTCCA 0.502

- 7 4528 .E1364K|PEG3_uc NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12 CAGCCTCTACGTT 0.478

- 7 2577 _p.E713D|PEG3_u NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12 ATCACTTTCAAGA 0.408

- 3 2631 k.2_Intron|ZNF814_ NM_001144989 NP_001138461 B7Z6K7 ZN814_HUMANC2H2-type 21. 0 TTGTGAAACTGGA 0.413

- 7 1679 yhp.1_Missense_M NM_025027 NP_079303 Q8WXB4 ZN606_HUMAN 2 AAATAAAAGATAT 0.338

+ 3 1281 p.R359C|TTC15_u NM_016030 NP_057114 Q8WVT3 TTC15_HUMAN 4 ATGCTTCGCTTTC 0.393

+ 8 1161 2qyt.2_Missense_M NM_014746 NP_055561 P50876 R144A_HUMAN 2 ACTCCCGGGCAT 0.468

- 32 3747 e_Mutation_p.R313 NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 TGATCCGATCAGG 0.478

+ 5 946 ymm.1_Missense_M NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4 CTACCGGGGAGC 0.622

- 9 1095 rnp.1_Missense_M NM_144575 NP_653176 Q6MZZ7 CAN13_HUMANalpain catalytic. 2 CCCGTTTCTTATG 0.443

- 29 2238 _p.F695Y|MAP4K3_ NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8 ATAGGAAAATCTA 0.333

- 18 2907 p.S801F|AAK1_uc NM_014911 NP_055726 Q2M2I8 AAK1_HUMAN 0 AGAAGAGAAGTGT 0.408

+ 5 685 se_Mutation_p.R7 NM_002357 NP_002348 Q05195 MAD1_HUMAN 0 GGATCCGGATGGA 0.597

+ 6 825 se_Mutation_p.R12 NM_002357 NP_002348 Q05195 MAD1_HUMAN 0 ACGAGCGGGGC 0.557

- 4 1256 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0 CAGATACTTCATC 0.378

- 16 2591 D2_uc002sha.2_M NM_001617 NP_001608 P35612 ADDB_HUMAN ith calmodulin (Potential). 3 GGTTCGGAATTTC 0.527



- 3 472 DD2_uc010fdt.1_M NM_001617 NP_001608 P35612 ADDB_HUMAN 3 TCTCTTCGCTCAT 0.617

- 3 1622 2sit.3_Missense_M NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 CCATCCGGGGCTT 0.647

+ 4 399 e_Mutation_p.G10 NM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0 GGATTGGGCTCCA 0.562

- 1 292 lank|ELMOD3_uc0 NM_017750 NP_060220 Q6NUM9 RETST_HUMAN 2 TCTTCGGAGAAAG 0.597

+ 6 705 .1_Intron|SMYD1_ NM_198274 NP_938015 Q8NB12 SMYD1_HUMAN SET. 4 AGAATTGAGCTCC 0.502

- 14 2381_2382p.G716S|AFF3_uc NM_002285 NP_002276 P51826 AFF3_HUMAN 6 ACTGCCCCCGTT 0.624

+ 20 2874 e_Mutation_p.G11 NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 AACCAGGAAATCA 0.408

+ 5 938 ULT1C4_uc002teb. NM_006588 NP_006579 O75897 ST1C4_HUMAN 0 TGGGAAGCCAAAG 0.463

- 12 1682 p.Q449H|EDAR_uc NM_022336 NP_071731 Q9UNE0 EDAR_HUMAN ytoplasmic (Potential). 1 CTCAATCTGCACC 0.572

+ 7 1670 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN 1 GCAGTGGGAGTC 0.682

+ 4 993_994 2toz.2_Intron|LIMS NM_001161415 NP_001154887 Q13304 GPR17_HUMANcellular (Potential). 0 CCATTTGGGGAAA 0.589

+ 12 1367 _p.G272R|UGGT1_ NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 ATCAATGGACTTC 0.328

+ 3 868 SD7B_uc002tvb.2_NM_001080427 NP_001073896 7 TGCCTTCAAGATT 0.443

+ 17 3445 D7B_uc010zbj.1_I NM_001080427 NP_001073896 7 CTGAATGAAAATT 0.453

- 39 7123 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class B 50 TATTTTCCTAAATA 0.353

- 7 1985 P1B_uc010fnl.1_In NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50 TTCTTACCCTGCT 0.363

+ 10 1355 m.1_Missense_Mu NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3 TTTGCTCCCTACA 0.333

- 33 6080 ap.2_Missense_Mu NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4 CCTGTGCAGCACT 0.358

+ 7 992 C4A10_uc002uby.3 NM_022058 NP_071341 Q6U841 S4A10_HUMAN lasmic (Potential). 5 TGTGTTGAAAATA 0.373

+ 3 837 NM_006898 NP_008829 P31249 HXD3_HUMAN Homeobox. 0 TGTGCCGGCCGC 0.592

- 253 54771 878K|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CACTTTCCCCACC 0.398

- 230 46884 V9249I|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCTCTACAGCAGT 0.368

- 27 4965 TTN_uc010zfj.1_M NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTTACCCGTAGC 0.378

- 5 708 _p.N152Y|STAT4_u NM_003151 NP_003142 Q14765 STAT4_HUMAN 9 CACTGTTTTTAAT 0.408

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

- 17 2465 e_Mutation_p.P431 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 CTTTTGGCCTCTG 0.383

+ 4 838 _p.A205T|CXCR2_ NM_001557 NP_001548 P25025 CXCR2_HUMANcellular (Potential). 2 AATACAGCAAACT 0.542

+ 32 2737 utation_p.G859R|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 TCACCAGGAATTC 0.483

+ 46 4279 tation_p.G1373R|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 ATGCAGGGAGAAC 0.542

- 12 5064 e_Mutation_p.H164 NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 CTGCATGGAAGAT 0.483

- 4 812 nse_Mutation_p.G1 NM_152527 NP_689740 Q7RTX9 MOT14_HUMANcellular (Potential). 6 TACCTGCCCACCA 0.612

+ 7 731 RND_uc010fyc.2_M NM_000751 NP_000742 Q07001 ACHD_HUMAN cellular (Pote p.R243H(1) 3 ATCATCCGCCGCA 0.612

- 10 1429 mt.1_Missense_Mu NM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3 GCTGTTCAATATC 0.413

+ 4 335 ense_Mutation_p.P NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN lasmic (Potential). 4 GAATTTCCTACCG 0.468

+ 14 1790 0fyj.2_Splice_Site_ NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN 4 TAAAAAGACCAGG 0.358

+ 14 1857 _p.P424S|MLPH_u NM_024101 NP_077006 Q9BV36 MELPH_HUMAN 1 GCTGTGCCCTATC 0.468

+ 17 2055 2vyf.2_Missense_M NM_015650 NP_056465 Q8TDR0 MIPT3_HUMAN SC1-interaction domain. 1 GAGCCCTTAAAGG 0.478

- 3 1535_1536wbs.2_Missense_M NM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0 CGGCTCCAGGTG 0.594

- 2 432 _p.R123*|SIRPG_u NM_018556 NP_061026 Q9P1W8 SIRPG_HUMAN (Potential).|Ig-like V-type. 1 CTTTTCGAAACTT 0.498

+ 11 1746 al.1_Missense_Mu NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 AGAAGAGAATCC 0.448 rs148419172

- 6 834 zpv.1_Missense_M NM_198216 NP_937859 P14678 RSMB_HUMAN peat-rich region.| 1 CAGGGGGAGGAG 0.572

+ 8 1463 il.2_Missense_Mut NM_139321 NP_647537 O75882 ATRN_HUMAN cellular (Potential). 2 ATGGCCGAGTGG 0.448

+ 6 553 NM_001009608 NP_001009608 Q5VYV7 CT094_HUMAN 0 TTCAGTCGTGATC 0.318

+ 1 621 Mutation_p.L27F|B NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3 CAGAATCTCAGTA 0.473

- 2 497 NM_001008693 NP_001008693 Q5W186 CST9_HUMAN 1 GAGGAAAGCTGAT 0.527

+ 12 3229 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 GCTGCTCCCACCC 0.542

+ 2 388 0gee.2_RNA|DNM NM_006892 NP_008823 Q9UBC3 DNM3B_HUMANith DNMT1 and DNMT3A. 5 ATCCTCGTCAACG 0.642



+ 11 1181 NM_182658 NP_872599 P59826 LPLC3_HUMAN 4 CTCCCTCGGCTAC 0.572 rs79150816

+ 9 1675 2T2_uc002wzf.1_R NM_005093 NP_005084 O43439 MTG8R_HUMAN 2 TCAGATCGTGAAG 0.532

- 3 2028 dk.2_Intron|CPNE NM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN 3 GACTTACGTGCAT 0.398

+ 4 545 0ggc.2_Missense_ NM_015568 NP_056383 Q96T49 PP16B_HUMAN ANK 1. 3 TGAAGCTGCTCCT 0.597

+ 4 617 o.1_Missense_Mu NM_182811 NP_877963 P19174 PLCG1_HUMAN-hand.|Potential. 8 GTGGATCGGAATC 0.582

+ 7 815 gy.2_Missense_Mu NM_006282 NP_006273 Q13043 STK4_HUMAN Protein kinase. 2 CTCCTCCCACATT 0.393

+ 2 1081 G2_uc010ggz.2_In NM_003007 NP_002998 P04279 SEMG1_HUMAN8 AA repeat 2. 2 AGCCAAAAGGCA 0.393

- 4 592 UTR|SYS1-DBNDD NM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1 GGACTCCAGGGTT 0.537

+ 22 2975 xrb.2_Missense_M NM_001134771 NP_001128243 Q9H2X9 S12A5_HUMAN lasmic (Potential). 5 CGGAGAAAGAATC 0.572

+ 2 405 NM_005985 NP_005976 O95863 SNAI1_HUMAN 1 CTTCGTCCTTCTC 0.642

- 2 1981 2_Intron|SALL4_u NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN C2H2-type 5. 2 GGGCACGAATGCT 0.522

+ 4 950 0zzi.1_Missense_M NM_003222 NP_003213 Q92754 AP2C_HUMAN 1 TCAGCTCTACGTC 0.532

- 74 10328 NM_005560 NP_005551 O15230 LAMA5_HUMANaminin G-like 4. 3 AGGCCGGGAGC 0.697

- 16 5737 s.1_Missense_Mut NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6 AGGGGCCTCTGC 0.617

- 3 640 yfb.1_Missense_Mu NM_172107 NP_742105 O43526 KCNQ2_HUMAN lasmic (Potential). 2 AGCCACGGTACCG 0.617

- 9 5610 yfl.1_Missense_Mu NM_001037335 NP_001032412 Q9BYK8 PR285_HUMAN 2 GGCACCCGGTCC 0.721

- 2 291 MD10_uc002yhn.2_ NM_080621 NP_542188 Q9BYL1 SAM10_HUMAN 0 AGGGTCCGGCAG 0.637

+ 2 295 2yim.3_Missense_M NM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0 AGCAGGCTTTCAG 0.428

- 21 1708 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5 CCTAATGAAATAG 0.328

- 18 2439 ch.1_Missense_Mu NM_000484 NP_000475 P05067 A4_HUMAN tial).|Interaction with G(o)-a 1 GGTGGCGCTCCTC 0.478

- 3 348 ywo.2_Missense_M NM_002240 NP_002231 P48051 IRK6_HUMAN me=M1; (By similarity). 1 TGTAAACCATGAC 0.483

- 1 5803_5804CE2_uc002yyx.2_In NM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 agtgaACGTGTCCA 0.317

- 13 1949_1950 p.L186F|C2CD2_u NM_015500 NP_056315 Q9Y426 CU025_HUMAN 1 GGCAAGGGATGC 0.698

- 3 2795 yzy.3_Missense_M NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3 AAGAGGAATCTTC 0.488

+ 13 1716 _uc002zap.2_Misse NM_004915 NP_004906 P45844 ABCG1_HUMAN).|ABC transmembrane type 3 TGCTGTTTGCCGC 0.647

- 14 2400 NM_173354 NP_775490 P57059 SIK1_HUMAN 7 CCCAGGGGCTCA 0.692

+ 1 222 .1_Intron|C21orf29 NM_198695 NP_941968 P60410 KR108_HUMAN repeats of C-C-X(3).|3. 2 GCTGTGCCCCAGC 0.662

+ 9 837 _p.P304L|PCBP3_ NM_020528 NP_065389 P57721 PCBP3_HUMAN 1 CCTCACCCGGATG 0.512

- 7 1325 _p.A167T|GNB1L_ NM_053004 NP_443730 Q9BYB4 GNB1L_HUMAN WD 6. 1 GCCCGCGGCCA 0.687

+ 5 2125 011aiz.1_RNA|LOC NM_153615 NP_705843 Q8IZJ4 RGDSR_HUMAN Ras-GEF. 1 GTCATCGTCTCTG 0.572

- 1 529 GT5_uc002zzq.3_M NM_004121 NP_004112 P36269 GGT5_HUMAN cellular (Potential). 3 CCTGGGGGCCAC 0.657

+ 5 451 NM_000496 NP_000487 P43320 CRBB2_HUMANa crystallin 'Greek key' 3. 0 CACGCCCATGGCT 0.493

- 9 976 m.1_Missense_Mut NM_014303 NP_055118 O00541 PESC_HUMAN 0 TCGGTGGGAAAC 0.622

- 4 443 .2_5'UTR|BPIL2_u NM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2 TCATTTCGGGTTA 0.493 rs78469100

+ 3 895 any.2_Missense_M NM_014310 NP_055125 Q96D21 RHES_HUMAN h GNB1, GNB2 and GNB3. 3 TGGCATGGTCTCG 0.647

- 5 1339 ense_Mutation_p.R NM_024955 NP_079231 Q8IWF2 FXRD2_HUMAN 2 GGAGCCGGTGAA 0.627 rs143694562

- 3 1460 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMAN xtracellular (Potential). 2 GCAGCGGGTAGC 0.667

+ 7 2024 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GACAATCCCAGAG 0.587

- 2 1066 axe.2_Missense_M NM_002608 NP_002599 P01127 PDGFB_HUMAN 373 TCCTCGGGAATGG 0.597

+ 5 671 ARVG_uc010gzr.1_ NM_001137605 NP_001131077 Q9HBI0 PARVG_HUMAN CH 1. 0 CTATTCCGTAAGT 0.562 rs147016590

+ 1 1017 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN 1 AGGGGGGCCGC 0.756

+ 2 835 bsg.2_Missense_M NM_004634 NP_004625 P55201 BRPF1_HUMANwith MYST3 and MYST4. 3 GCTACTCCCAAGT 0.547

+ 6 738 3byl.1_Missense_M NM_024334 NP_077310 Q9BTV4 TMM43_HUMANmenal (Potential). 1 AACTTCGACCGAG 0.498 rs150425166

+ 5 503 _p.G138R|C3orf19_ NM_016474 NP_057558 Q6PII3 CC019_HUMAN 0 AGGCAGGAGAAA 0.473

+ 2 357 p.1_5'Flank|METTL NM_033083 NP_149074 Q96JC9 EAF1_HUMAN 1 ACACTTCCTGTGA 0.373

- 10 3465 _p.H577L|SATB1_u NM_002971 NP_002962 Q01826 SATB1_HUMAN 4 TCGCCATGGTGAT 0.483

+ 10 1904 hex.1_Missense_M NM_144633 NP_653234 Q96L42 KCNH8_HUMANytoplasmic (Potential). 5 AAACCTCTTTCTG 0.502



- 8 947 _p.L325V|NEK10_uc010hfj.2_Missense_Mutation_p.L2 Q6ZWH5 NEK10_HUMAN 13 TCTTTAAAATGTC 0.284

- 16 2074 fj.1_Missense_Mut NM_000404 NP_000395 P16278 BGAL_HUMAN 1 TGGAGGGATGATC 0.498

+ 2 256 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 CTGCAAGCACACA 0.537

- 12 6541 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 AAACAGAGCAGGC 0.542

- 3 423 se_Mutation_p.P78 NM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5 GAGTCCGGGTAAC 0.627

+ 20 2813 N23_uc011bax.1_I NM_015466 NP_056281 Q9H3S7 PTN23_HUMAN Pro-rich.|His. 3 CTCCTCCCCCGCC 0.672

- 18 2668 wf.1_Missense_Mu NM_002292 NP_002283 P55268 LAMB2_HUMANminin EGF-like 6. 3 CTCAGTGAACCTT 0.597

- 17 2316 wp.2_Missense_M NM_003363 NP_003354 Q13107 UBP4_HUMAN 4 CTCCGAGTTTCAC 0.512

+ 5 2867 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 AGGCTACCGATGG 0.622

+ 9 1067 cyk.2_Missense_M NM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. 2 AGAGCCCCGCGG 0.602

+ 19 2371 cyk.2_Missense_M NM_004186 NP_004177 Q13275 SEM3F_HUMAN 2 CCAACGCCTCCTT 0.682

- 6 549 03dap.2_Splice_Si NM_006030 NP_006021 Q9NY47 CA2D2_HUMAN 1 GTCGTCCTGCAGA 0.552

+ 32 5501 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANA 1 (By similarity). 3 TCAGCTCCCAGGT 0.438

+ 6 655 k.1_Missense_Mut NM_002217 NP_002208 Q06033 ITIH3_HUMAN 3 ACCAACGACCTCC 0.532

+ 18 1893 11bfa.1_Missense_ NM_007159 NP_009090 Q14BN4 SLMAP_HUMAN ic (Potential).|Potential. 0 ATCTCCGGGAGGA 0.418 rs138744399

+ 37 6358 e_Mutation_p.V204 NM_001457 NP_001448 O75369 FLNB_HUMAN .|Interaction with the cytopla 19 CCTACCGTGCCTG 0.542

- 14 1846 ense_Mutation_p.R NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN Potential).|Ig-like C2-type 2. 5 GTGGTCCGGATG 0.562

+ 4 1813 bfv.1_Missense_M NM_032505 NP_115894 Q8NFY9 KBTB8_HUMAN Kelch 5. 4 TTGAATGTGCTGT 0.438

- 14 1392 ense_Mutation_p.P NM_015123 NP_055938 Q9Y2L6 FRM4B_HUMAN 4 CTGAAGGAATTTT 0.363

+ 3 322 NM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1 TACAACCAAAGGA 0.239

+ 5 1205 hpn.2_Missense_M NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3 GTCCACCCCAGTG 0.458

- 36 5224 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 TTCTTTCTGTTGC 0.527

- 5 564 PPA4_uc011bhp.1_ NM_018189 NP_060659 Q7L190 DPPA4_HUMAN 1 GGAGGAAGAGCC 0.498

- 7 5569 eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 CCACACGACCCT 0.423

- 7 3914 eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 AACAATGATGCTT 0.463

- 1 615 e_Mutation_p.L16 NM_022135 NP_071418 Q9HBU9 POPD2_HUMAN 1 CAGAGAGCAGCAG 0.527

+ 11 1151 _p.V330I|ABTB1_u NM_172027 NP_742024 Q969K4 ABTB1_HUMAN 0 CTGAGCGTCGCC 0.647

- 4 1118 _p.P228L|GATA2_u NM_001145661 NP_001139133 P23769 GATA2_HUMAN 15 CGCAGGGGACTG 0.632

+ 2 217 _p.R43W|ACPP_uc NM_001099 NP_001090 P15309 PPAP_HUMAN 1 GTGTTTCGGCATG 0.428

+ 1 332 NM_003571 NP_003562 Q13515 BFSP2_HUMAN Head. 0 GTGGGTGCATAGG 0.662

- 11 1801_1802_p.P434S|SLCO2A NM_005630 NP_005621 Q92959 SO2A1_HUMANcellular (Potential). 1 ACAGGGGACAGG 0.559

+ 5 1320 B1_uc011bly.1_3'U NM_004441 NP_004432 P54762 EPHB1_HUMAN tential).|Fibronectin type-III 30 CAGACCGCCGGA 0.612

+ 4 1101 _p.Y321H|HPS3_uc NM_032383 NP_115759 Q969F9 HPS3_HUMAN 6 CCCATTTACCAGA 0.478

- 1 306 P_uc003ewz.2_Non NM_000096 NP_000087 P00450 CERU_HUMAN 1 TCGCCCAGGCTG 0.373

- 5 1055 e_Mutation_p.N212 NM_033169 NP_149359 O75752 B3GL1_HUMANmenal (Potential). 1 GGAATAATTATCA 0.353

- 18 2116 _p.F598Y|ZBBX_u NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 AAAATAAAGAATC 0.308

- 9 2292 COM_uc003ffk.2_In NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 GATCAGGCAGTTG 0.313

- 8 1103 q.1_Missense_Mu NM_024947 NP_079223 Q8NDX5 PHC3_HUMAN o-rich.|Gln-rich. 2 ATGGGGGTGGGT 0.488

+ 4 947 B5_uc003fmq.2_5 NM_003907 NP_003898 Q13144 EI2BE_HUMAN 5 CCAACTCGTTGCC 0.483 rs113994055

+ 4 583 .R148Q|DVL3_uc0 NM_004423 NP_004414 Q92997 DVL3_HUMAN 3 CACGCCGGAGGG 0.617

- 3 586 _p.P153S|TBCCD1 NM_018138 NP_060608 Q9NVR7 TBCC1_HUMAN 2 GGTCAGGAGACTG 0.408

+ 5 852 b.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN 12 TTCAACGAGGGTA 0.498

- 2 75 NM_004488 NP_004479 P40197 GPV_HUMAN 3 TGGGCGCGCAGA 0.667

- 8 1174 NM_018385 NP_060855 Q9H089 LSG1_HUMAN 0 TAGCTGGGAGATG 0.478

- 16 1953 zy.2_Missense_Mu NM_003234 NP_003225 P02786 TFR1_HUMAN cellular (Potential). 3 TCGCAAAAACAGA 0.229

+ 3 1280 NM_198565 NP_940967 Q86YC3 LRC33_HUMAN ar (Potential).|LRR 13. 3 GCTGCACCTGGC 0.657

+ 5 1113 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0 CCTACAAATGTGA 0.398



- 12 1750 sense_Mutation_p NM_003703 NP_003694 P78316 NOP14_HUMAN 1 AGAAGTCGGAAGT 0.527

- 3 3536 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 TTTTATGAACTTT 0.418

- 8 1628 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8 TAGTCCTGAATTTA 0.428

- 2 299 NM_001358 NP_001349 O43143 DHX15_HUMAN 1 CTATCACGTTCTC 0.363 rs145564625

- 13 2324_2325grv.2_Missense_Mu NM_015187 NP_056002 Q68CR1 SE1L3_HUMAN Sel1-like 3. 0 ATCCTCCGTCTC 0.49

+ 1 651 j.1_Missense_Muta NM_175737 NP_783864 Q86Z14 KLOTB_HUMANential).|Glycosyl hydrolase-1 1 TGCTTAGAAACAT 0.413

+ 8 1615 gvi.3_Missense_Mu NM_024677 NP_078953 0 CTGCTACCTCGTT 0.303

- 9 1470 _p.E390K|KDR_uc0 NM_002253 NP_002244 P35968 VGFR2_HUMAN 4.|Extracellular (Potential). 33 CTCTTTCACTCAC 0.408

+ 1 203 n_p.M10I|LPHN3_ NM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN 18 TTTCATGATGCTC 0.363

- 8 823 NM_182502 NP_872308 Q86T26 TM11B_HUMAN 1 TTTTTCCTAGAGG 0.323

+ 4 1524 n_p.Q15*|SHROOM NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3 TGGCACCAAAGCT 0.473

+ 37 5395 _p.R1652K|FRAS1 NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential). 5 TCCGAAGGCCGAT 0.493

+ 10 1747 du.1_Missense_Mu NM_001510 NP_001501 O43424 GRID2_HUMAN cellular (Potential). 6 AAATACGGAAGCC 0.393

+ 1 111 NM_005390 NP_005381 P29803 ODPAT_HUMAN 1 CCAGAAATCAGCT 0.537

- 9 981 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0 TTCTGGGAATCAG 0.448

+ 7 1536 n_p.F320I|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN ng (Potential).|Extracellular 4 TGTGCTTTTTGGA 0.398

+ 7 776 p.V226M|ANK2_uc NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 ATGATGGTGAATA 0.353

- 7 995 ine.2_Missense_M NM_018699 NP_061169 Q9NQX1 PRDM5_HUMAN2-type 3; atypical. 2 GCTCAAAACTACA 0.478

+ 7 875 _p.E215K|ADAD1_ NM_139243 NP_640336 Q96M93 ADAD1_HUMAN 0 GTTAAAGAAAGAT 0.323

- 1 126 ATA5_uc003iez.3_5 NM_007083 NP_009014 P53370 NUDT6_HUMAN 0 CTGTGCGCCCGA 0.711

+ 1 1846 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN r (Potential).|Cadherin 6. 18 GACAACGGAACAG 0.547

+ 11 11909 p.G2233E|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN Extracellular (Potential). 18 TCTTTGGAAAACA 0.289

+ 11 1277 fu.2_Missense_Mu NM_001039717 NP_001034806 Q0P651 CD029_HUMAN 1 AAGTCGCAACCC 0.388

+ 10 1337 NM_057175 NP_476516 Q9BXJ9 NAA15_HUMAN 2 TTTAACCCCAATG 0.323

- 7 792 10A7_uc010ipa.2_ NM_001029998 NP_001025169 Q0GE19 NTCP7_HUMAN ical; (Potential). 0 TGAGAGGAACCAC 0.353

+ 11 2576 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 CTCCTGCCCCCG 0.622

- 15 3677 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 10. 4 CCAAAGGACAGG 0.378

- 14 3434 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 9. 4 CTCAGTCGCCGGT 0.463

- 5 1053 e_Mutation_p.G33 NM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3 CAGCTTCCAGTAC 0.567

- 2 224 NM_001334 NP_001325 P43234 CATO_HUMAN 0 CACTGGGAAATAA 0.333

+ 3 1539 qx.1_Missense_Mu NM_152620 NP_689833 Q495X7 TRI60_HUMAN B30.2/SPRY. 1 GGAACAGATTCCG 0.353

- 12 1360 p.D404N|SPOCK3 NM_016950 NP_058646 Q9BQ16 TICN3_HUMAN Asp-rich. 3 tcataatatcgtcttcatca 0.075

- 11 1737 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3 CTTATACCTCTTTA 0.348

+ 6 722 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0 AGAAATGATCAAG 0.363

- 10 1771 RLR_uc003jjj.1_In NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 CATGTTGAACATT 0.532

+ 3 372 se_Mutation_p.E95 NM_002185 NP_002176 P16871 IL7RA_HUMAN cellular (Potential). 5 TTCATCGAGACAA 0.383

- 7 1400 _p.A402V|UGT3A2 NM_174914 NP_777574 Q3SY77 UD3A2_HUMANcellular (Potential). 6 ACTGCCGCGGAC 0.562

+ 6 919 jlb.1_Missense_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANonectin type-III 2. 7 CAGATGGACTCCA 0.507

- 7 1803 NM_021072 NP_066550 O60741 HCN1_HUMAN lasmic (Potential). 1 CCTATTCGATCTA 0.378

+ 1 315 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0 TGAGGAAAACCAG 0.567

+ 8 844 GCR_uc003kdq.2_M NM_000859 NP_000850 P04035 HMDH_HUMAN 1 GAGGGTCGTCCA 0.413

+ 2 9180 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 ATTCAGAAACTGAT 0.323

- 7 832 h.1_Missense_Mut NM_032042 NP_114431 Q8WUF8 F172A_HUMAN 0 TCTTCGGCTTTTC 0.328

+ 5 683 81B_uc010jbe.1_5 NM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2 GGAGATCTTCGAG 0.433

- 9 1351 jbi.1_Missense_Mu NM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2 GAGGCCGAGGTG 0.557

+ 2 127 se_Mutation_p.S10 NM_001744 NP_001735 Q16566 KCC4_HUMAN 5 TCCTGCTCCGCCT 0.597

+ 12 1311 bv.2_Missense_Mu NM_001744 NP_001735 Q16566 KCC4_HUMAN 5 AGTTAAAGGTGCA 0.527



+ 2 627 _p.R132Q|PRR16_ NM_016644 NP_057728 Q569H4 PRR16_HUMAN Pro-rich. 3 TTCTACGAAATGG 0.493

- 1 371 ense_Mutation_p.G NM_001182 NP_001173 P49419 AL7A1_HUMAN 3 CGGCCTCCCCAG 0.652

+ 2 184 NM_207408 NP_997291 Q6ZNM6 CE048_HUMAN 1 AAACATGATATTC 0.303

- 6 945 NM_198282 NP_938023 Q86WV6 TM173_HUMAN lasmic (Potential). 1 CAGCATGGTCACC 0.557

- 12 1518 _p.R459H|HARS_u NM_002109 NP_002100 P12081 SYHC_HUMAN 2 ACTGAACGGAGC 0.552

+ 1 1028 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 ACAGGTGAAATTA 0.378

+ 1 1928 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 GCTGACTCCGGC 0.677

+ 1 388 uc003lin.2_Intron NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 1. 2 GACCATTCTCCGG 0.418

+ 1 2365 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN lasmic (Potential). 2 CCCAGTTTCAGGA 0.453

+ 1 647 HB16_uc003liv.2_5 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 CGTTTCCTCTGAA 0.438

+ 1 1895 2_5'Flank|PCDHB1 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 ATGGCTCCGCGCC 0.721

- 1 736 NM_031947 NP_114153 Q9BXI2 ORNT2_HUMAN e=4; (Potential).|Solcar 2. 1 AGAAAAAGAAATA 0.453

+ 1 1972 q.1_Intron|PCDHG NM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANr (Potential).|Cadherin 6. 0 GCCACCGTCATGC 0.617

+ 3 481 FIP1_uc003lmj.1_In NM_030571 NP_085048 Q9BT67 NFIP1_HUMAN lasmic (Potential). 0 ACTATCCCTTTGG 0.428

+ 4 1779 nn.1_Missense_M NM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4 AAAAAAGCTGTTA 0.448

+ 8 1520 _p.P473S|TCERG1 NM_006706 NP_006697 O14776 TCRG1_HUMAN Glu-rich. 2 GAGGATCCTAAAG 0.403

- 3 244 e_Mutation_p.S27L NM_000870 NP_000861 Q13639 5HT4R_HUMAN ame=1; (By similarity). 1 ACCGTCGAGAGAA 0.537

+ 13 1381 lqc.1_Missense_M NM_014945 NP_055760 O94929 ABLM3_HUMAN 3 GGTACATAGACTC 0.627

+ 2 558 NM_014228 NP_055043 Q99884 SC6A7_HUMAN Name=1; (Potential). 0 TGGCGCTTCCCCT 0.602

- 6 1903 GM_uc011dcl.1_Int NM_052860 NP_443092 Q96RE9 ZN300_HUMAN 2 GTTTCTCTCCTGT 0.433

+ 11 1581 2A_uc011dcs.1_In NM_078483 NP_510968 Q7Z2H8 S36A1_HUMAN Name=11; (Potential). 1 ATGAGGCTCTCTA 0.552

- 2 410 3lwl.2_Missense_M NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN .|Extracellular (Potential). 0 CCTTTGCGGAAAT 0.473

+ 25 2731 p.R865W|CYFIP2_ NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 TTTGTGCGGACTG 0.473

+ 1 597 NM_000679 NP_000670 P35368 ADA1B_HUMANasmic (By similarity). 1 TCCATCGATCGCT 0.617

- 7 1411 se_Mutation_p.P33 NM_024565 NP_078841 Q8IV13 CCNJL_HUMAN 0 CAAGGGCTGCAG 0.622

- 3 661 CNMB1_uc003mar NM_004137 NP_004128 Q16558 KCMB1_HUMANcellular (Potential). 2 CACAGCCCACCTG 0.592

+ 4 773 on_p.E71K|KCNIP NM_001034837 NP_001030009 Q9NZI2 KCIP1_HUMAN and 1; degenerate. 2 GTCAACGAAGAC 0.547 rs145371121

- 14 1516 03mhm.2_Missens NM_016222 NP_057306 Q9UJV9 DDX41_HUMAN case C-terminal. 0 GGCAGGGAAGTC 0.577

+ 5 612 NM_014594 NP_055409 Q86Y25 Z354C_HUMAN 1 AATTGGGGAAAAG 0.353

- 16 2631 n_p.R41Q|TBC1D9 NM_198868 NP_942568 Q66K14 TBC9B_HUMAN 2 AGTTCCCGGAACT 0.647

- 12 1446 lc.2_Missense_Mu NM_002752 NP_002743 P45984 MK09_HUMAN 4 TTGATCGATGAAG 0.483

- 18 2044 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2 ACGCTCAGGATGC 0.527

- 7 1220 _p.R177C|TRIM7_u NM_203293 NP_976038 Q9C029 TRIM7_HUMAN B30.2/SPRY. 3 GGACGCGGGTGT 0.697

- 3 321 se_Mutation_p.R6 NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7 CCACTCGACATAC 0.423

- 10 1358 ib.1_Missense_Mu NM_000129 NP_000120 P00488 F13A_HUMAN 6 AGGCGGGGCCA 0.512

+ 4 2241 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 GTGAGTCCACCAA 0.512

- 3 342 djz.1_Missense_M NM_006632 NP_006623 O00476 NPT4_HUMAN 0 AGGAATCATTGAG 0.433

+ 2 319 se_Mutation_p.P35 NM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN 2 GGTTTTCCCAGTA 0.607

- 1 880 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMAN lasmic (Potential). 3 CCTTATTTCTTAAG 0.423

+ 4 729 2_3'UTR|MOG_uc0 NM_206809 NP_996532 Q16653 MOG_HUMAN lasmic (Potential). 1 TTTTAGGAAAACT 0.493

- 8 1177 R10_uc010jsc.1_5 NM_002714 NP_002705 Q96QC0 PP1RA_HUMANwith TOX4 (By similarity). 4 TGGAACGGAACTT 0.567

+ 3 612 B_uc011dos.1_3'U NM_001710 NP_001701 P00751 CFAB_HUMAN Sushi 2. 1 GAGAACGGGGAA 0.532

- 2 1831 dz.2_5'Flank|TAPB NM_005453 NP_005444 O15209 ZBT22_HUMAN C2H2-type 3. 1 TGTCCTCGGTGGC 0.647

+ 8 2033 rf.1_Missense_Mut NM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0 GGCCCGCACAG 0.607

+ 4 467 _p.R154Q|SCUBE3 NM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1 CCAGCGGCCAGA 0.612

+ 5 1562 nb.2_Intron|PI16_u NM_153370 NP_699201 Q6UXB8 PI16_HUMAN cellular (Potential). 0 CCACGGGTGGGC 0.617

+ 10 1104 dvn.1_Missense_M NM_007058 NP_008989 Q9UMQ6 CAN11_HUMANalpain catalytic. 2 GAGGACGGGGAG 0.632



- 8 1072 se_Mutation_p.M26 NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN tracellular (Potential). 2 GTAGTCCATTTTG 0.353

- 2 615 NM_014452 NP_055267 O75509 TNR21_HUMAN (Potential).|TNFR-Cys 1. 0 GGCCGGTGGCA 0.547

+ 2 214 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANcellular (Potential). 2 CTTGGAGAGTAAT 0.328

- 7 839 P98L|HMGCLL1_uc NM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4 TTTTGCGGTGTAA 0.318

- 40 6556_6557OS1_uc011ebi.1_R NM_002944 NP_002935 P08922 ROS_HUMAN e.|Cytoplasmic (Potential). 25 GGCCTTCCCCTCT 0.436

- 1 89 u.2_5'UTR|VNN3_u NM_078625 NP_523239 0 TTTGGAAAATGTG 0.358

- 11 1157 CEF1_uc003qpw.2 NM_015553 NP_056368 Q8WWN9 ICEF1_HUMAN 0 TTAGTCGAAGGTC 0.383

- 7 1655 ALL2_uc003ski.3_5 NM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1 GGAGACGAGGAC 0.622

+ 2 1036 smd.2_Missense_M NM_018641 NP_061111 Q9NRB3 CHSTC_HUMANmenal (Potential). 1 TCCTTCGCCAAC 0.677

- 6 1125 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50 ATTCCTCCTCCAT 0.483

+ 7 1012 0415_uc010ksp.2_ NM_014855 NP_055670 O43299 K0415_HUMAN 1 GTAACCGACGTGA 0.682

- 14 2156 V1_uc003ssw.3_M NM_004956 NP_004947 P50549 ETV1_HUMAN 35 AGCCTTCGTTGTA 0.478

- 2 195_196 xy.1_Missense_Mu NM_006408 NP_006399 O95994 AGR2_HUMAN 0 TGGAATTTTCTCCA 0.47

+ 51 8334 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15 TTCAGAGAAGAAT 0.363

+ 6 518 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 CACATTCCTTCTG 0.328

- 9 952 8_splice|SKAP2_u NM_003930 NP_003921 O75563 SKAP2_HUMAN 1 CCATATCTATAAAA 0.294

- 1 397_398 NM_001126493 NP_001119965 0 GCCTTCTTTCACC 0.485

+ 2 490 _p.G62R|AQP1_uc NM_198098 NP_932766 P29972 AQP1_HUMAN al; Name=Helix 4. 0 ATCATCGGGACCC 0.652

- 13 1588 p.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0 CGTGGTCTGAAAC 0.219

- 1 908 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0 CGCCGCCGCTGC 0.587

+ 1 401 Start_Site|VSTM2A NM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0 CCCTTTTTGGAAT 0.483

+ 4 968 NM_001159279 NP_001152751 2 ACTAACTACAAGA 0.408

+ 4 993 NM_001159279 NP_001152751 2 GAGAGAAACCCTA 0.413

+ 4 1002 NM_001159279 NP_001152751 2 CCTACACATGTGA 0.428

+ 4 997 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 7. 0 GGCAAAGCCTTTA 0.428

+ 7 1696 vx.3_Missense_Mu NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 GAGCTCCTTCTCC 0.632

+ 10 2031 fj.3_Missense_Mut NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 TATTACGGTTCCA 0.577

- 7 1113 _p.F202Y|SEMA3C NM_006379 NP_006370 Q99985 SEM3C_HUMAN Sema. 1 CCAGAGAAAAGCT 0.328

- 7 960_961 n.1_Nonsense_Mu NM_000601 NP_000592 P14210 HGF_HUMAN Kringle 2. 4 CGGCTGGCCATC 0.475

+ 11 1260 e_Mutation_p.R22 NM_001142327 NP_001135799 Q9Y222 DMTF1_HUMANCCND3 (By similarity).|HTH 2 GCTGAACGAGTCG 0.478

+ 23 2332 _p.S705F|CCDC1 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 CGGAATCCTTGTA 0.403

- 17 1953 n_p.R589*|SLC25A NM_014251 NP_055066 Q9UJS0 CMC2_HUMAN ical; Name=6; (Potential). 4 AGGATCGAAATAC 0.338

- 3 293 _p.G59E|CYP3A5_ NM_000777 NP_000768 P20815 CP3A5_HUMAN 0 CATTTTTCCATACT 0.413

- 4 420 3uvz.2_RNA|uc003 NM_016188 NP_057272 O94805 ACL6B_HUMAN 1 GTTTGCTGTAGGT 0.602

+ 14 2461 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 GAAAAACCCACCA 0.522

+ 14 2470 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 ACCATCTCCCCAG 0.522

+ 14 2489 AN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 TCACCATCCCCAC 0.532

- 13 2683 n_p.L638R|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN(Potential).|Protein kinase. 15 TCGGCAAGGTACC 0.587

+ 3 3876 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|19.|59 X approximate ta 27 ACTAGTGAAGGAA 0.498

- 2 316 uzm.2_Missense_M NM_017621 NP_060091 Q9NXW9 ALKB4_HUMAN 0 TTCCTCCGTCCAG 0.642

- 20 2460 ves.2_Missense_M NM_000111 NP_000102 P40879 S26A3_HUMAN 4 CGTAATCCTCCAT 0.333

- 30 4558 _p.E1492K|LAMB4_ NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN Domain I. 8 ACGTTTTCCTCTTA 0.398

- 52 5974 vfw.2_Missense_M NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Pro-rich. 4 CTGTACGGGGGC 0.716

- 4 3120 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 TACTAATCCTTCAT 0.403

- 4 2443 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 ACGTGATTCCTTT 0.378

- 4 2441 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 GTGATTCCTTTTC 0.373

+ 7 612 se_Mutation_p.H16 NM_019071 NP_061944 Q9NXR8 ING3_HUMAN 1 ACAGATCATATTC 0.299



+ 41 7167 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 21. 12 GGGCCGGAGGC 0.677

+ 10 1548 p.R384Q|IRF5_uc0 NM_002200 NP_002191 Q13568 IRF5_HUMAN 0 AGCAGCGGTTGCA 0.592

+ 20 2111 _p.A691T|FAM40B NM_020704 NP_065755 Q9ULQ0 FA40B_HUMAN 0 AAATCGGCACCAA 0.438

- 21 4124 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 GGATGTCCGTCTG 0.562

+ 2 529 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5 GAAGCGGGAGG 0.517

+ 11 1965 uv.2_Missense_Mu NM_173569 NP_775840 Q6ZU65 UBN2_HUMAN 2 CTGGATGCAGGC 0.348

- 19 2660 M1D_uc010lng.2_ NM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1 AGAAGGAAGTTTC 0.483

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 1 170 NM_176817 NP_789787 P59533 T2R38_HUMAN Name=1; (Potential). 2 AGAAACCCCACTG 0.463

- 4 759 xc.3_Missense_Mu NM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0 GCTCTTTGTCTAA 0.353

- 4 734 bz.2_Missense_Mu NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN lasmic (Potential). 6 AGGTTGCGGGGA 0.627

+ 1 373 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMAN lasmic (Potential). 6 GCTACCTTCACCC 0.498

+ 9 1777 CN3_uc003wip.2_M NM_004769 NP_004760 Q9UHC3 ACCN3_HUMAN lasmic (Potential). 2 TCCTGGGATATTT 0.612

- 21 3602 p.S463F|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN xtracellular (Potential). 25 AAGCAGGAAAACG 0.557

- 2 460 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 GACAGCGAGAAT 0.642

- 3 439 NM_004686 NP_004677 Q9Y216 MTMR7_HUMAN 1 GGGCATCCGGTAG 0.433

+ 18 2079 xbw.3_Missense_M NM_005775 NP_005766 O60504 VINEX_HUMAN 0 CCCAGACCCAGGT 0.657

+ 2 424 7_uc003xdp.2_RN NM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 1. 0 GGAGCCCTCAAG 0.522

+ 2 286 NM_004095 NP_004086 Q13541 4EBP1_HUMAN 0 ACACCCCCAAGG 0.562

+ 6 682 ny.2_Missense_Mu NM_032336 NP_115712 Q9BRT9 SLD5_HUMAN 1 GTGGACCTCTTTC 0.507

- 29 3512 NK1_uc003xoj.2_M NM_020476 NP_065209 P16157 ANK1_HUMAN 9 ATGGGGCGGTGG 0.657

- 8 1917 3xpe.2_Missense_M NM_006749 NP_006740 Q08357 S20A2_HUMAN lasmic (Potential). 2 GGGCCGATGAGT 0.602

- 23 4432 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2 CAGGTTCCTTTCA 0.517

- 17 3339_3340DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 GGAACGGAAGGT 0.495

+ 2 494 S1_uc010lyh.2_Int NM_024831 NP_079107 Q96RS0 TGS1_HUMAN 3 GGGATCGAAAATT 0.313

- 2 419 ta.3_Missense_Mu NM_006211 NP_006202 P01210 PENK_HUMAN 4 TCCATTTTCTTCA 0.498

+ 2 700 VS1_uc003xui.2_In NM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN CRAL-TRIO. 5 GATGGGTTCCCCG 0.483

+ 5 744 _uc003yam.2_Miss NM_015886 NP_056970 O43692 PI15_HUMAN 3 GCAATTCATACTT 0.428

- 8 763 nse_Mutation_p.S1 NM_001738 NP_001729 P00915 CAH1_HUMAN 2 GGGATGAAGGAA 0.428

- 1 825 NM_172239 NP_758439 Q8IX06 GOR_HUMAN R1-125 epitope. 0 CACAGCGGCCCG 0.662

- 4 1072 mo.2_Missense_M NM_001146 NP_001137 Q15389 ANGP1_HUMAN Potential. 7 TTCCTTCCATTTC 0.313

- 26 2712 _p.P706L|ASAP1_ NM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN Pro-rich. 4 AGTTTAGGAAGAA 0.294

- 9 2438 Y8_uc010mds.2_I NM_001115 NP_001106 P40145 ADCY8_HUMAN ical; (Potential). 6 GTATTGCCGTGAT 0.353

+ 20 4326 w.2_Missense_Mut NM_003235 NP_003226 P01266 THYG_HUMAN 15 GGGGACCACTTTG 0.567

+ 21 3531 3ywa.1_Missense_ NM_014957 NP_055772 A2RUS2 DEND3_HUMAN WD 2. 1 CTCCTTCCTGAG 0.577

- 2 174 NM_205545 NP_991108 Q6UXB3 LYPD2_HUMAN UPAR/Ly6. 0 CTGTGGGCTCCGG 0.637

- 4 689 c003yxj.2_Missens NM_000497 NP_000488 P15538 C11B1_HUMAN 3 GACCTCCAGGGC 0.607

- 7 2023 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1 CCCTGCGCTGCC 0.677

+ 2 240 GPR172A_uc003z NM_024531 NP_078807 Q9HAB3 RFT3_HUMAN ical; (Potential). 0 CGGTCAATGGGAT 0.662 rs141698844

- 3 1516 NM_003923 NP_003914 O75593 FOXH1_HUMAN eraction domain (SID). 0 GGGCCACCCCCC 0.612

+ 5 563 p.V136M|GPT_uc00 NM_005309 NP_005300 P24298 ALAT1_HUMAN 2 GAGGACGTGGCG 0.647

+ 23 2901 OCK8_uc010mgw. NM_203447 NP_982272 Q8NF50 DOCK8_HUMAN 6 CCGATCGCAACTG 0.463

- 15 2467 e_Mutation_p.R36 NM_007126 NP_009057 P55072 TERA_HUMAN 1 CAAGCACGCTGG 0.512

- 4 1620 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 GGGAGAGAGCTTG 0.478

+ 3 1718 p.3_Missense_Mu NM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0 TAGCCATTCCttaaa 0.284

+ 11 2058 mry.1_Missense_M NM_001010895 NP_001010895 Q5T890 RAD26_HUMAN case C-terminal. 0 GTATGGCGTCTGG 0.403

- 1 671 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMAN lasmic (Potential). 1 AAGATGGTGTAGA 0.408



+ 2 518 lwx.1_Missense_M NM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1 TGTAACCGGACCA 0.483

- 5 1323 _p.E408K|ASTN2_ NM_198187 NP_937830 O75129 ASTN2_HUMAN lasmic (Potential). 9 GAGTTTCATCGTC 0.537

+ 11 1761 4bkz.1_Missense_M NM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0 AAAGTCGTTTGGA 0.358

- 5 453 se_Mutation_p.R74 NM_004099 NP_004090 P27105 STOM_HUMAN lasmic (Potential). 0 GAACGCGGTAATA 0.443

+ 4 664 bus.2_Missense_M NM_016035 NP_057119 Q9Y3A0 COQ4_HUMAN 0 GGATTTCGACATC 0.597

+ 7 965_966 _p.R297*|SPTAN1 NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 4. 10 TTTGGCCGAGAC 0.48

+ 13 1315 zs.1_Missense_Mu NM_003934 NP_003925 Q96I24 FUBP3_HUMAN KH 4. 1 AACCTGCGGAGA 0.607

- 10 1159 NM_013379 NP_037511 Q9UHL4 DPP2_HUMAN 0 GGCGGAGCTCGT 0.667

- 1 170 1mer.1_Missense_ NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 CGGCGGCACCA 0.721

+ 5 499 sense_Mutation_p.A NM_080877 NP_543153 Q8N130 NPT2C_HUMANcellular (Potential). 0 AAAGTGGCCGGA 0.647

- 4 306 v.1_RNA|FAM9B_u NM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0 GTTTTATCCATTTT 0.274

+ 9 1385 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN FERM. 13 AAAAGATCCAATT 0.393

- 7 1167 P7_uc004cxu.2_M NM_002893 NP_002884 Q16576 RBBP7_HUMAN 2 GTGTGCGCATCCA 0.498

+ 37 4399 NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 GTTGTGCCGTGAA 0.507

+ 1 876 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CCTCCCAAGACTC 0.607

+ 19 3304 fc.2_Nonsense_M NM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6 GTAGTTCGATTTC 0.408

+ 3 393 doq.1_Missense_M NM_000084 NP_000075 P51795 CLCN5_HUMANasmic (By similarity). 4 TTAATTCACAGTG 0.363

+ 4 701 nkc.1_Nonsense_M NM_177433 NP_803182 Q9UNF1 MAGD2_HUMAN 3 GGTGGCCGAAGG 0.587

- 7 1300 dyo.2_Missense_M NM_032803 NP_116192 Q8WY07 CTR3_HUMAN lasmic (Potential). 2 GGGTGCGTGTGC 0.557

+ 16 2489 dyz.2_Nonsense_M NM_005120 NP_005111 Q93074 MED12_HUMAN 4 AAGCAGCGAGAT 0.537

+ 1 1198 NM_020932 NP_065983 Q9HCI5 MAGE1_HUMAN Pro-rich. 6 AGCACCTCCGTGC 0.701

+ 4 1789 eh.1_Missense_Mu NM_021118 NP_066941 P35663 CYLC1_HUMAN 5 TTCAATGAAAAAG 0.418

+ 5 972 711_uc004eeq.2_M NM_021998 NP_068838 Q9Y462 ZN711_HUMAN 4 ATAGTGGATGATG 0.313

- 3 1271 _p.E306K|ARMCX2 NM_177949 NP_808818 Q7L311 ARMX2_HUMAN 6 CCAGTTCGTCTAC 0.587

- 1 419 NM_001002916 NP_001002916 Q7Z2G1 H2BWT_HUMAN 1 GTGATGGTCTGGC 0.647

+ 11 2788 NM_017416 NP_059112 Q9NP60 IRPL2_HUMAN lasmic (Potential). 3 TCCAAAGAGCTTA 0.408

- 2 353 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMAN 8 GCAAGGCCATGGT 0.572

- 5 2180 pm.1_Missense_M NM_012471 NP_036603 Q9UL62 TRPC5_HUMAN lasmic (Potential). 1 ACATTTCCTTAAT 0.443

+ 6 1653 e_Mutation_p.A309 NM_000868 NP_000859 P28335 5HT2C_HUMANasmic (By similarity). 3 AGAAAAGCTTCGA 0.438

+ 12 1660 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3 AGAGGTGGATATT 0.363

- 18 3313 p.W1082*|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 CTTGTTCCAAGCA 0.448

+ 9 1158 vk.1_Missense_Mu NM_001015877 NP_001015877 Q8IWS0 PHF6_HUMAN ype 2; degenerate. 1 TGTCACGAGGAAT 0.348

- 4 1143 p.R171C|FGF13_u NM_004114 NP_004105 Q92913 FGF13_HUMAN 3 GCTGACGGTATAT 0.398

+ 7 887 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN ical; (Potential). 3 TTGGATGAACTAT 0.443

- 13 2123 AK1_uc004fjt.1_Mis NM_001569 NP_001560 P51617 IRAK1_HUMAN 9 GGCTGTCCAGGG 0.637

+ 2 247 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1 AGTTCTCTGCGCA 0.622

+ 2 583 NM_017514 NP_059984 P51805 PLXA3_HUMANxtracellular (Potential). 3 ACCACCGCAAGG 0.667

- 4 389 n_p.R78L|KIAA175 NM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1 TTCTGCCGCAGG 0.502

- 4 1018 oad.1_Missense_M NM_024980 NP_079256 Q5UAW9 GP157_HUMAN lasmic (Potential). 0 CAGAGAGAGAAGA 0.607

+ 18 2269 _Mutation_p.R710 NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 ACCGTGCGGCTG 0.428 rs139539467

+ 16 1818 KA_uc010obw.1_M NM_004070 NP_004061 P51800 CLCKA_HUMAN CBS 1. 1 GAGTATCCCCTGG 0.557

+ 4 768 qb.2_Missense_Mu NM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2 CTTGCAGAGGAGC 0.552

- 3 930 NM_004091 NP_004082 Q14209 E2F2_HUMAN per.|DEF box.|Potential. 4 AGATGCGCCGCTT 0.592

- 4 459 p.1_Missense_Muta NM_001127621 NP_001121093 Q14376 GALE_HUMAN 0 GACCGCCATAAAG 0.552

+ 13 1921 e_Mutation_p.P53 NM_005839 NP_005830 Q8IYB3 SRRM1_HUMANes and matrix localization.|A 3 CCCCTCCTCCTCG 0.537

+ 13 1933 e_Mutation_p.R54 NM_005839 NP_005830 Q8IYB3 SRRM1_HUMANes and matrix localization.|A 3 GACGGCGCAGGA 0.532 rs78787676

- 11 1079 p.F27Y|UBXN11_u NM_183008 NP_892120 Q5T124 UBX11_HUMAN SEP. 1 GAGGGAAAGAAG 0.582



+ 20 6984 _p.A1050V|ARID1A NM_006015 NP_006006 O14497 ARI1A_HUMAN 142 GCCTTGCCGCCAC 0.642

+ 2 288 n_p.R41C|ZSCAN2 NM_145238 NP_660281 P17040 ZSC20_HUMAN 4 AAGGACCGTGGC 0.597

- 9 1231 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN ar (Potential).|Sushi 2. 12 TCACCTCGGCAGA 0.632

+ 4 599 _p.R102Q|ZNF642 NM_198494 NP_940896 Q49AA0 ZN642_HUMAN KRAB. 0 TATACCGAGAGGT 0.458 rs145832267

+ 10 1725 ense_Mutation_p.A NM_152498 NP_689711 Q96MR6 WDR65_HUMAN WD 8. 1 ATGGTGCTGTGTA 0.463

+ 15 2893 C1orf175_uc010oo NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0 ATGGGCCGTGTGA 0.647

- 3 383 n_p.E44K|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4 CGACTTCCTTGTC 0.498

+ 16 1775 C7_uc009wbg.2_In NM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14 TAAAATCTGTTCA 0.338

- 11 1844 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CTCTCTTTTTCAG 0.403

+ 6 919 ls.1_Missense_Mu NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1 AAGCAAAATCAAA 0.373

+ 9 1380 dly.2_Nonsense_M NM_016009 NP_057093 Q9Y371 SHLB1_HUMAN SH3. 0 GGAAACCAGAAGG 0.388

- 15 1954 ARHGAP29_uc001d NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 TTATAAAGGAAGG 0.358

+ 4 263 wa.1_Missense_Mu NM_001040033 NP_001035122 P19397 CD53_HUMAN ical; (Potential). 0 GCTTTGGGATCTA 0.483

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 CTTCTTGTCCAGC 0.458 rs121913254

+ 23 2095 se_Mutation_p.G62 NM_003176 NP_003167 Q15431 SYCP1_HUMAN Potential. 1 AAAAAGGTACAGC 0.254

- 11 1315 wu.1_Missense_M NM_001232 NP_001223 O14958 CASQ2_HUMAN 1 GAAGATCGTCATC 0.403

- 25 4713 NM_024408 NP_077719 Q04721 NOTC2_HUMAN (NRR).|LNR 2.|Extracellula 27 TCGACCGTGTTGC 0.517

- 25 3982 E4DIP_uc001elm.3 NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5 TCTCCTGGAGATC 0.507

- 3 474 P_uc001eln.3_Miss NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 CCTTTTCACCACT 0.433

+ 14 1889 10_uc010oyi.1_Intr NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 TTTCCACGCTCAG 0.453 rs61816394

+ 11 1769 se_Mutation_p.S2 NM_007259 NP_009190 Q9NRW7 VPS45_HUMAN 2 GACACAGCAGCA 0.443

+ 8 877 xn.2_Missense_Mu NM_002810 NP_002801 P55036 PSMD4_HUMAN 0 TTGGCCGCACTGG 0.547

+ 2 247 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. 0 GGTGGCGGCTGC 0.687

+ 2 1046 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5 GAGATTTCCTCCC 0.632

+ 9 1007 p.R329H|DCST1_u NM_152494 NP_689707 Q5T197 DCST1_HUMANcellular (Potential). 2 GGTGCCGCAATCG 0.592

- 19 3609 e_Mutation_p.R28Q NM_014215 NP_055030 P14616 INSRR_HUMAN (Potential).|Protein kinase. 20 AGTTGCGGGCTG 0.512

- 6 1103 L3_uc009wsn.2_In NM_052939 NP_443171 Q96P31 FCRL3_HUMAN cellular (Potential). 4 TCCTTTTTTTGAT 0.547

+ 12 2169 TP1A4_uc001fvg.2 NM_144699 NP_653300 Q13733 AT1A4_HUMAN lasmic (Potential). 4 TTCTGCTTCTTGA 0.468

- 6 1046 244_uc009wtp.2_R NM_016382 NP_057466 Q9BZW8 CD244_HUMAN lasmic (Potential). 1 CTCCAGGAAAAGT 0.502

- 12 2250 _p.G481E|ARHGAP NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 GCCTCTCCCTCCA 0.587

+ 3 651 1AP_uc010pks.1_R NM_014697 NP_055512 O75052 CAPON_HUMAN PID. 3 GAAGAAGAAAAAG 0.448

- 2 220 wux.1_Missense_M NM_178550 NP_848645 Q86UF4 CA110_HUMAN Potential. 0 CTCCAAATCAAAA 0.433

+ 6 977 geq.2_Missense_M NM_003953 NP_003944 O95297 MPZL1_HUMAN lasmic (Potential). 2 AAGTCAGAGTCTG 0.443

+ 9 1572 e_Mutation_p.G479 NM_002021 NP_002012 Q01740 FMO1_HUMAN 1 GCCCAGGAAAATG 0.507

- 22 3130 wwe.2_Missense_M NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN cNMP. 2 AGATTCCTTGTGG 0.303

+ 8 1565 lg.2_Nonsense_Mu NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 ACTGGTGGAACCG 0.512

+ 7 477 orf49_uc001glv.1_R NM_032126 NP_115502 Q5T0J7 CA049_HUMAN 0 CAAAGGAGCAGCA 0.557

+ 2 495 NM_014864 NP_055679 O75063 XYLK_HUMANmenal (Potential). 3 ATTGCAGCCCAGT 0.582

+ 16 1712 _p.E317K|C1orf12 NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 AAAGAAGAGTTTA 0.368

+ 71 11181 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 35. 23 CCCCACCTGTAAT 0.413

+ 11 1793 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 9. 6 gaatgccagaactaaaa 0.249

+ 2 205 HR2_uc001gtr.1_In NM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 1. 3 CATTTTCCCAAGT 0.348

+ 8 1276 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 6. 2 TTGTAGAAAAAAG 0.348

+ 12 4160 se_Mutation_p.S12 NM_201253 NP_957705 P82279 CRUM1_HUMANcellular (Potential). 9 TGATCTCCGACAT 0.428

- 53 10838 NM_206933 NP_996816 O75445 USH2A_HUMAN II 19.|Extracellular (Potentia 26 AGTCCTCGCCCAT 0.443

+ 7 694 PATA17_uc001hli.2 NM_138796 NP_620151 Q96L03 SPT17_HUMAN 1 CAAGCGCCCGTT 0.408

+ 5 1575 p.Y336H|TGFB2_u NM_003238 NP_003229 P61812 TGFB2_HUMAN 0 GCGGCCTATTGCT 0.448



+ 1 48 _uc001hls.3_5'UTR NM_138794 NP_620149 Q5VWZ2 LYPL1_HUMAN 0 ATGGCGGCTGCGT 0.662

- 6 395 L_uc010pvd.1_Intr NM_002533 NP_002524 O15381 NVL_HUMAN 2 TCATGTGATTTGC 0.353

- 12 2614 .2_Intron|NID1_uc0 NM_002508 NP_002499 P14543 NID1_HUMAN alcium-binding (Potential). 2 CGCAACGGAAGC 0.572

- 9 1304 130331_uc010pyc NM_021186 NP_067009 Q12836 ZP4_HUMAN racellular (Potential). 3 GTCCCCTGAGGG 0.532

- 2 653 b.2_RNA|OPN3_uc NM_014322 NP_055137 Q9H1Y3 OPN3_HUMAN Name=4; (Potential). 0 GTGCTCCTGCCCA 0.537

+ 3 893 bo.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 TGCAGTCTCTGTT 0.453

- 32 6364 CTF1_uc009xgs.1_ NM_015446 NP_056261 Q8WYP5 ELYS_HUMAN lear localization (By similar 7 TGGAGAAAATAAA 0.433

+ 1 943 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMAN lasmic (Potential). 3 AGCCACAAGGACT 0.488

+ 15 6938 iik.2_Missense_Mu NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 GAATCTCGGAAT 0.338

+ 2 232 1ind.2_5'UTR|HSP NM_016299 NP_057383 Q0VDF9 HSP7E_HUMAN 5 GATGCCGGTGACC 0.403

- 8 2208 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN lasmic (Potential). 4 TTACTTCCGTTCC 0.532

+ 7 767 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CTGCAGGAACACC 0.348

+ 2 279 1jbl.2_Intron|TMEM NM_001123376 NP_001116848 A0PK05 TMM72_HUMAN ical; (Potential). 0 ATCGGCGTGGGCA 0.547

- 8 2011 .2_Intron|PARG_u NM_003631 NP_003622 Q86W56 PARG_HUMAN 2 CTTCTGCTTCTTC 0.318

+ 15 1949 PRKG1_uc009xow NM_001098512 NP_001091982 Q13976 KGP1_HUMANProtein kinase. 6 TGCCAAAAATGCT 0.313

+ 18 2460 kj.1_Missense_Mut NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 CCGAAATGGAATT 0.458

+ 3 772 e_Mutation_p.S196 NM_032578 NP_115967 Q86TC9 MYPN_HUMAN action with CARP. 5 AAAACAGCTCCA 0.448

- 1 534 NM_003956 NP_003947 O95992 CH25H_HUMAN 0 ACTGCGTTGCCA 0.582

- 4 649 sense_Mutation_p. NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 AATCGTTTCTGGA 0.388

- 27 3026 NM_003061 NP_003052 O75093 SLIT1_HUMAN 4 TCACACTTGGCCT 0.542

+ 14 2260 L43_uc010qpu.1_In NM_017893 NP_060363 Q9NTN9 SEM4G_HUMAN Potential).|Ig-like C2-type. 1 GTTACAGATGCAC 0.627

- 6 1917 .2_Missense_Muta NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0 CGTTCCAGGAAGT 0.572

- 4 429 NM_006993 NP_008924 O75607 NPM3_HUMAN 0 GGTGCCGCCCAG 0.617

+ 5 486 _p.R74Q|NFKB2_ NM_001077494 NP_001070962 Q00653 NFKB2_HUMAN RHD. 3 AGGGCCGAAAGA 0.597

+ 25 3838 NM_014976 NP_055791 Q14690 RRP5_HUMAN S1 motif 11. 7 TCCTTCCCCTTTG 0.557

- 7 1399 e_Mutation_p.R251 NM_000141 NP_000132 P21802 FGFR2_HUMANcellular (Pote p.R251Q(1) 96 GGCGATCGCTCTG 0.562

+ 4 4130 se_Mutation_p.S12 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CTGTTTCCTCTGC 0.592

+ 8 1393 NM_002775 NP_002766 Q92743 HTRA1_HUMAN PDZ. 0 ATACCCCAGCAGA 0.498

+ 1 845 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 ACACCGGCGCGTG 0.786

+ 14 1916 NM_198075 NP_932341 Q8IYG6 LRC56_HUMAN 1 TCGACAGACCTGC 0.687

+ 44 14641 NM_002457 NP_002448 Q02817 MUC2_HUMAN VWFC 1. 2 GCCACGGAGGTC 0.622

+ 39 4906 ltb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 3. 0 GGGACCTTCCGC 0.652

+ 48 9914 b.2_Missense_Mut NM_017511 NP_059981 Q9HC84 MUC5B_HUMANapproximate tandem repeat 0 CCCAGGGACGG 0.642

- 1 543 .1_Intron|HBE1_uc NM_033180 NP_149420 Q9Y5P1 O51B2_HUMAN cellular (Potential). 3 GAAAATGAAAAAA 0.398

+ 1 742 _uc001mam.1_Int NM_001004754 NP_001004754 Q9H344 O51I2_HUMAN Name=6; (Potential). 4 CTGGCTGTACTTG 0.493

- 1 519 NM_153444 NP_703145 Q8WZ92 OR5P2_HUMANcellular (Potential). 5 ACAGAAAAAATGA 0.383

+ 6 689 ck.1_Nonsense_M NM_018222 NP_060692 Q9NVD7 PARVA_HUMAN 3 TCCATCCAAGTGG 0.498

+ 8 1496 _Mutation_p.D366 NM_018393 NP_060863 Q9NUJ3 T11L1_HUMAN 0 CAGGCCGACTTTG 0.527 rs149395795

+ 10 1835 _p.L514F|EXT2_uc NM_207122 NP_997005 Q93063 EXT2_HUMANmenal (Potential). 5 GATTCTCTCTGGC 0.383

- 5 854 MBRA1_uc001ncv.2 NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN WD 3. 3 CGACTCCAGTCCC 0.567

- 4 650 ncv.2_Missense_M NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN WD 2. 3 CATGGAGTACGGC 0.478

- 9 861_862 NM_004308 NP_004299 Q07960 RHG01_HUMAN Rho-GAP. 1 CAGTCTCCCTGAG 0.653

+ 7 674 2_uc001ndg.3_RN NM_000506 NP_000497 P00734 THRB_HUMAN 3 CCATTGGAGCAGT 0.607

+ 6 941 B2_uc001nee.2_In NM_000107 NP_000098 Q92466 DDB2_HUMAN WD 3. 3 ATGTGGCCCTGAA 0.542

+ 2 199 YD5_uc010riq.1_5' NM_032681 NP_116070 Q9BSJ1 SPRY5_HUMAN RING-type. 0 TTTGCCGGCCCTG 0.512

- 1 52 NM_001004743 NP_001004743 Q8NGP3 OR5M9_HUMANcellular (Potential). 4 CCTGACGACAGGT 0.428

- 1 188 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMAN Name=2; (Po p.N63S(1) 3 GACAGGTTACTGA 0.468



+ 8 1093 _Mutation_p.Q308* NM_053023 NP_444251 Q96JP5 ZFP91_HUMAN 1 CCAATCCAGTATG 0.408

- 5 806 WCE_uc001nrb.2_R NM_152718 NP_689931 Q96DN2 VWCE_HUMAN alcium-binding (Potential). 1 CTGTGGCGGTCG 0.458

+ 8 815 TN3_uc010rpi.1_R NM_001104 NP_001095 Q08043 ACTN3_HUMAN 0 CGGGGCTGAGC 0.597

- 17 3820 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 9. 4 TTTCCCGAATCTT 0.557

+ 14 4730 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 CTCCGTCGCTGAG 0.726

+ 5 1272 NM_153614 NP_705842 P59910 DJB13_HUMAN 0 CCTCCACCATCAA 0.527

+ 1 216 NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN 3 TGTCTGGGCTGG 0.502

- 6 1178 hp.2_Missense_M NM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2 CTGTAACGCTTGG 0.458

+ 17 3150 w.2_3'UTR|GRIA4_ NM_000829 NP_000820 P48058 GRIA4_HUMAN lasmic (Potential). 8 GACCTACCATAAA 0.493

+ 2 86 NM_000040 NP_000031 P02656 APOC3_HUMAN 0 CTGGCGCTCCTGG 0.647

- 12 2600_2601 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANPotential).|Ig-like C2-type 9. 8 TAGCTCCTTCGC 0.639

+ 4 733 MKLB_uc010sgl.1_ NM_020734 NP_065785 Q9ULI2 RIMKB_HUMAN p.|ATP (By similarity). 0 ATACGCGGGGTCA 0.363

+ 1 114 NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 CAGCTCCTTCTAG 0.507

- 13 3619 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 CGTGCTCCCAGT 0.582

+ 21 2437_2438RMP_uc001rgi.2_R NM_006152 NP_006143 Q12912 LRMP_HUMANmenal (Potential). 2 TGTGGATGCCGC 0.495

- 12 963_964 _Mutation_p.R215 NM_002733 NP_002724 P54619 AAKG1_HUMAN CBS 4. 1 AAGTCGGTGAAC 0.54

- 5 1439 NM_002272 NP_002263 B4DRS2 B4DRS2_HUMAN 6 TCTCCTCGTACTG 0.592

+ 6 979 2_Nonsense_Muta NM_199187 NP_954657 P05783 K1C18_HUMAN 2.|Rod.|Necessary for intera 1 ACAGTCCAGTCCT 0.572

+ 8 1153 my.1_Missense_M NM_020547 NP_065434 Q16671 AMHR2_HUMAN(Potential).|Protein kinase. 2 GTGCTCCCTGGCC 0.577

- 2 232 |KIAA0748_uc010s NM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2 GGATCTGGGACAT 0.597

+ 1 539 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMANcellular (Potential). 1 ATTTTCCCCTCTT 0.403

+ 7 1064 L|RAB5B_uc001siv NM_001798 NP_001789 P24941 CDK2_HUMANProtein kinase. 2 GGATTTCGGCCAA 0.522

+ 8 1102 jd.1_Missense_Mu NM_022465 NP_071910 Q9H2S9 IKZF4_HUMAN 1 ATCGATCGTCTGG 0.512

- 9 1236 _p.T324M|TMEM19 NM_001130963 NP_001124435 O14524 T194A_HUMAN 0 TTGGCGTGAGGT 0.433

- 7 828 n_p.A83T|STAT6_u NM_003153 NP_003144 P42226 STAT6_HUMAN 4 CTTTGGCTGCCTC 0.632

+ 6 1531_1532_p.G411E|SLC16A NM_004731 NP_004722 O60669 MOT2_HUMAN ical; (Potential). 1 CTGTGGGGCTAT 0.391

- 2 290 uc001srx.2_Intron NM_001099676 NP_001093146 Q8IXR9 CL056_HUMAN 0 ATTTCTCTATCTG 0.328

+ 6 1126 e_Mutation_p.P37 NM_007007 NP_008938 Q16630 CPSF6_HUMAN Pro-rich. 0 TAGCTCCTCCTCC 0.627

- 2 1403 NM_005447 NP_005438 O75901 RASF9_HUMAN 1 ATATTCTTTTGCTT 0.398

- 3 1396 UM_uc001tbn.2_RN NM_002345 NP_002336 P51884 LUM_HUMAN 2 TTAAGAGTGACTT 0.353

+ 8 840 xn.1_Missense_Mutation_p.D998N Q8N1T3 MYO1H_HUMAN 0 GTTTTCGACACTG 0.368

+ 14 1843 n.3_Missense_Muta NM_001082537 NP_001076006 Q2MV58 TECT1_HUMAN 0 AGGCTGCCCTTTA 0.512

+ 8 2023 sf.2_Missense_Mu NM_005475 NP_005466 Q9UQQ2 SH2B3_HUMAN 1 GACTACGAAATGG 0.592

- 17 1995 un.1_Nonsense_M NM_004658 NP_004649 O95294 RASL1_HUMAN PH. 4 CTTCTCGAACAAT 0.637 rs61740514

- 17 3495 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 ATGTAAAGCCCG 0.463

+ 2 397 NP35_uc009zxz.2_ NM_022717 NP_073208 Q16560 U1SBP_HUMAN RRM. 0 AGGGCTACGCCTT 0.507

+ 19 3024 _p.W542*|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 CTCTCTGGAAATT 0.383

+ 9 3108 1uhf.1_Missense_ NM_052907 NP_443139 Q14DG7 T132B_HUMAN lasmic (Potential). 19 ATCCTCCCAGAGG 0.478

+ 10 1193 uij.1_Missense_Mu NM_004764 NP_004755 Q96J94 PIWL1_HUMAN PAZ. 2 CAAGAGAAGGCG 0.547

- 19 3298 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11 CTCTTCTTCTGTT 0.308

- 1 1204 EA_uc010tee.1_Intr NM_005584 NP_005575 Q13394 MB211_HUMAN 2 AAGGAGTGGCAC 0.642

- 8 819 se_Mutation_p.S22 NM_013338 NP_037470 Q9Y673 ALG5_HUMANmenal (Potential). 0 AGAGATGAAAACG 0.448

- 14 4304 _p.S17F|ZC3H13_u NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2 CTCTCGGATTTAT 0.408

+ 1 2386 NR_003268 0 ATTTTCCACCAAG 0.517

- 6 2191 m.1_Missense_Mu NM_020866 NP_065917 Q9NR64 KLHL1_HUMAN Kelch 1. 0 TCCATTCCTCCTA 0.343

- 8 2044 _p.S393P|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 TTAGAGAGAGTTT 0.443

- 10 2772 CIN1_uc001wir.3_M NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN 4 GGCAGCGAGCTC 0.458



- 21 2403 NM_000257 NP_000248 P12883 MYH7_HUMAN ding.|Myosin head-like. 4 CCGGCCTTGAAGA 0.592

- 2 369 DHRS1_uc001wok NM_138452 NP_612461 Q96LJ7 DHRS1_HUMAN 0 TGTAAACTGTGGC 0.592

- 18 3003 wsl.2_Missense_Mu NM_013448 NP_038476 Q9NRL2 BAZ1A_HUMAN ion with SMARCA5. 7 TATCGTCTATACA 0.418

- 4 2006 NM_203301 NP_976046 Q7Z6M2 FBX33_HUMAN 0 AAAAAGCTAAATG 0.358

+ 5 861 _p.R110C|PRPF39 NM_017922 NP_060392 Q86UA1 PRP39_HUMAN HAT 4. 2 TATGATCGTATTCT 0.388

- 8 1045 AA0831_uc001xbw NM_014924 NP_055739 Q6ZNE5 BAKOR_HUMAN 0 GATTTTCGCCACA 0.289

- 2 803 se_Mutation_p.G17 NM_183002 NP_892114 P57103 NAC3_HUMAN 7 CCAGCCCAAAATG 0.542

- 19 2103 0aub.1_Missense_ NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 GTCTTCTCTATATC 0.403

+ 11 909 n_p.M276I|SLC24A NM_153646 NP_705932 Q8NFF2 NCKX4_HUMANcellular (Potential). 3 GATTATGAGCTCC 0.532

- 1 412_413 R20_uc010txu.1_5 NM_001017963 NP_001017963 P07900 HS90A_HUMAN 7 GGGCGGGACAGT 0.698

+ 8 2008 01ylr.2_Missense_ NM_018335 NP_060805 A8K0R7 ZN839_HUMAN 2 GCAATGGGAGCG 0.542

- 32 4775 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN 11 AGTTGAGGAGGTT 0.602

+ 14 1404 TA1_uc001yrb.2_M NM_004689 NP_004680 Q13330 MTA1_HUMAN TA-type; atypical. 2 GGTATTCTTGGGG 0.493

+ 1 851 43_splice|ARHGAP NM_014783 NP_055598 Q6P4F7 RHGBA_HUMAN 6 ATAGGGGTAAGTT 0.463

- 3 1602 ck.1_Missense_M NM_007223 NP_009154 Q14439 GP176_HUMAN lasmic (Potential). 6 GGGTCCGGAGCG 0.577

- 6 1064 NM_005926 NP_005917 P55081 MFAP1_HUMAN 1 CTTCTCGATCTTC 0.418

+ 3 493 NM_024908 NP_079184 Q9H967 WDR76_HUMAN 0 ATTTTTCGGGATT 0.343 rs139119504

- 10 1178 e_Mutation_p.R10 NM_002112 NP_002103 P19113 DCHS_HUMAN 6 AGAGCGAAACCG 0.547

- 25 3830 ew.1_Missense_Mu NM_017672 NP_060142 Q96QT4 TRPM7_HUMAN lasmic (Potential). 10 GAATGAAATTTGT 0.333

- 10 1186 gb.1_RNA|MYO5C NM_018728 NP_061198 Q9NQX4 MYO5C_HUMANyosin head-like. 14 TCATCCTCCTTCA 0.582

+ 2 738 bfw.2_Missense_Mu NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Head. 11 GCAGCTCCGTGGT 0.542

- 7 1068 NIP2_uc010uhb.1_ NM_004330 NP_004321 Q12982 BNIP2_HUMAN CRAL-TRIO. 1 CCTTCTATCAATT 0.303

- 4 528 sense_Mutation_p.S NM_024611 NP_078887 Q659A1 NARG2_HUMAN 2 AAACGAGAGAAAC 0.398

+ 7 585 X22_uc002ana.1_3 NM_024798 NP_079074 Q96L94 SNX22_HUMAN 0 AGCCCAGATAAAG 0.577

- 2 189 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 TTGGTCCCCACC 0.552

+ 2 1475 NM_005576 NP_005567 Q08397 LOXL1_HUMANsyl-oxidase like. 0 ATGTGCAAGCATC 0.572

+ 2 1012 h.1_Missense_Mut NM_005545 NP_005536 O14498 ISLR_HUMAN Ig-like. 4 CAGGATGGTGCCG 0.652

+ 2 435 NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5 CAGAGGAGCCCC 0.433

+ 6 948 2axp.2_Missense_ NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5 TCTTTCTCCGGGG 0.582

+ 2 521 _p.V107A|ARID3B_ NM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0 ATGAAGTTGCAGA 0.517

- 4 562 _p.D38N|CIB2_uc0 NM_006383 NP_006374 O75838 CIB2_HUMAN EF-hand 1. 0 CACCATCCTCGGA 0.532

+ 4 1973 592_uc010upb.1_ NM_014630 NP_055445 Q92610 ZN592_HUMAN 6 TGAAAAAGGCTGC 0.572

+ 10 1242 _p.P119S|AGBL1_ NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 AAAAATCCTGGAG 0.478

- 7 956 NM_000326 NP_000317 P12271 RLBP1_HUMAN CRAL-TRIO. 1 TTGAGTTTCCTCA 0.468

- 4 490 5orf38_uc002bou.2 NM_182616 NP_872422 P59780 AP3S2_HUMAN 0 TCGGGCGTGAGC 0.632

+ 7 1670 O3A1_uc010boc.1_ NM_013272 NP_037404 Q9UIG8 SO3A1_HUMANar (Potential).|Kazal-like. 1 CAGATGGCATCA 0.463

- 7 2054 gq.1_Missense_Mu NM_003502 NP_003493 O15169 AXIN1_HUMAN F111.|Interaction with PPP2 2 TTCTCCGCATCCT 0.617

- 3 299 q.2_Missense_Mu NM_001037125 NP_001032202 Q9H9P5 UNKL_HUMAN C3H1-type 1. 0 GTAGGGACACCTG 0.607

+ 4 682 APK8IP3_uc002cm NM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3 CAGGTCGGAGGA 0.393

- 27 9714 e_Mutation_p.R316 NM_001009944 NP_001009944 P98161 PKD1_HUMAN ytoplasmic (Potential). 3 CGATCCGGAAGAT 0.657

- 4 581 cpi.1_Missense_M NM_182563 NP_872369 Q6PL45 CP079_HUMAN BRICHOS. 1 GTCTCCCGATCAC 0.692

- 2 353 2ctw.1_Intron|ZSCA NM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1 CTGCACGGGGAC 0.562

- 15 3134 cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN 127 CCACCGAGGAG 0.532

- 10 1198 e_Mutation_p.D30 NM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1 CAGAATCGTCATG 0.662

+ 8 799_800 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN 1 AATCTCCCTGAG 0.515

+ 10 1143 ch.2_Missense_Mu NM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5 CGCCTGCTCCAG 0.527

+ 29 4325 vl.2_Missense_Mut NM_004996 NP_004987 P33527 MRP1_HUMAN sporter 2.|Cytoplasmic. 4 GGTTCCCTCCGAA 0.552



- 1 397 NM_015092 NP_055907 Q96Q15 SMG1_HUMAN with SMG8 and SMG9. 16 ccgccgctgcTCAGCC 0.627

- 19 2803 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 ACTTATCGATCTT 0.488

+ 4 2011 NM_006539 NP_006530 O60359 CCG3_HUMAN 0 CGGGACCCCTCA 0.567

+ 2 1372 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 ATGCTTCCTGGAG 0.542

+ 2 1001 ron|APOB48R_uc0 NM_018690 NP_061160 Q0VD83 APOBR_HUMAN Glu-rich. 0 GGGACAGCCTCG 0.716

- 2 390 dxs.2_Missense_M NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 TCCAAAGAGTGTT 0.522

+ 3 499 BXL19_uc002eaa. NM_001099784 NP_001093254 Q6PCT2 FXL19_HUMAN PHD-type. 4 TGGAGTGTACAAT 0.607

+ 4 749 C1_uc002ebo.2_5' NM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0 GTGGGGGAGCAG 0.667

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4 GTCATACTGGAGA 0.453

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4 CACATCGGAGAAG 0.433 rs146914846

+ 2 105 NM_002990 NP_002981 O00626 CCL22_HUMAN 0 AACATGGAAGACA 0.642

- 29 3000 dh.2_Missense_Mu NM_001297 NP_001288 Q14028 CNGB1_HUMAN (Potential).|cAMP (By simila 4 CAGAGCGAAGCC 0.562

+ 10 2799 NM_002428 NP_002419 P51511 MMP15_HUMANcellular (Pote p.G609R(1) 3 GGACGGGGGCAG 0.701

- 1 525 0vjt.1_Missense_M NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 TTCCTCGGAAGAG 0.741

- 62 10515 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 ACACGAGGCCTCG 0.562

- 3 645 gq.2_Nonsense_M NM_018124 NP_060594 Q6PCD5 RFWD3_HUMAN 3 TCACCTGAAAGTA 0.413

+ 6 897 p.R146Q|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANr (Potential).|F5/8 type C. 2 GAATGCGAATCGA 0.408

+ 11 1818 _p.P405L|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANPotential).|Laminin G-like 2. 2 CTGCTCCTCTGCT 0.478

- 2 579 NM_003791 NP_003782 Q14703 MBTP1_HUMAN 2 TTCTTTTCCAGTC 0.453

+ 12 1170 hy.2_Missense_Mu NM_014861 NP_055676 O75185 AT2C2_HUMAN cellular (Potential). 2 GTCATCGTGAAG 0.582

- 6 1001 NM_002558 NP_002549 P51575 P2RX1_HUMAN cellular (Potential). 2 ATGAAAAGAGTGA 0.622

- 3 515 O1_uc010vsi.1_3'U NM_182566 NP_872372 Q7Z5L0 VMO1_HUMAN 1 ACAGCGGAAGCG 0.657

- 5 979 uc002gcb.2_Misse NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN case C-terminal. 2 TACAGAGGAAGGA 0.607

+ 9 1391 41_splice|DNAH2_u NM_020877 NP_065928 Q9P225 DYH2_HUMAN 13 GGTGCAGGTTCCG 0.592

+ 8 1249 jf.2_Missense_Mut NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1 TGGCCGGGGAG 0.438

+ 24 3931 Missense_Mutation NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1 GCCATCGCTCGG 0.512

- 39 5741 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 GCCTGCCTCTTGT 0.587

+ 27 5721 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMANA 1 (By similarity). 20 CTGGGCCGCGCA 0.627

- 9 2166 nse_Mutation_p.S3 NM_006470 NP_006461 O95361 TRI16_HUMAN B30.2/SPRY. 3 TCTTGGAAAGCCA 0.512

- 5 542 2_uc010cpr.2_Intro NM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN VHS. 0 TGCTTCGAAAGG 0.512

+ 13 1240_1241 sense_Mutation_p NM_018242 NP_060712 Q96FL8 S47A1_HUMAN ical; (Potential). 0 TGTTTCCCACCT 0.431

+ 3 1063 NM_021012 NP_066292 Q14500 IRK12_HUMANellular (By similarity). 4 CGGGGCCGCACA 0.652

+ 3 1304 NM_021012 NP_066292 Q14500 IRK12_HUMANasmic (By similarity). 4 ACAACGCCGTGGT 0.612

- 6 941 _p.A182S|PIGS_uc NM_033198 NP_149975 Q96S52 PIGS_HUMAN menal (Potential). 4 CCTGGGCCACCTG 0.587

- 21 3315 2_5'Flank|ALDOC_ NM_006461 NP_006452 Q96R06 SPAG5_HUMAN Potential. 1 GGGTAAGGTGGG 0.542

- 2 277 _p.G28E|SEZ6_uc NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN cellular (Potential). 2 CCTTTCCCCACGG 0.582

- 10 814 st.2_Missense_Mut NM_018428 NP_060898 Q9NYH9 UTP6_HUMAN 1 GCAATCGAAAGCA 0.333 rs146623373

- 10 1686 w.1_RNA|MMP28_ NM_024302 NP_077278 Q9H239 MMP28_HUMAN mopexin-like 4. 1 ATGATGGAGCCAT 0.677

- 20 2875 w.2_Intron|MYO19_ NM_001163735 NP_001157207 Q96H55 MYO19_HUMANyosin head-like. 1 GTCTGCGCCTGGC 0.587

+ 7 1368 _p.S358F|CASC3_ NM_007359 NP_031385 O15234 CASC3_HUMAN 1 AGACTTCTGTGAG 0.572

- 1 393 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN GIKRQVHEL]- [SPTR]-[STV 0 ctgcagcagctggacac 0.129

+ 1 235_236 NM_031961 NP_114167 Q9BYQ4 KRA92_HUMANC-C-[RQVSGE]-[SPTQ]- [TA 1 TGCTGCCAGCCT 0.644

- 1 115 NM_002278 NP_002269 Q14532 K1H2_HUMAN Head. 0 CCGGGGGCAGCT 0.612

+ 1 450 0586_uc002ibx.2_5 NR_002773 0 CCCAAGGCTGCAG 0.657

+ 3 312 HX8_uc010wig.1_ NM_004941 NP_004932 Q14562 DHX8_HUMAN 4 AGGATTCTCTTAT 0.433

- 2 639 NM_025237 NP_079513 Q9BQB4 SOST_HUMAN 0 GGCGCGGGGCC 0.552

+ 5 811 se_Mutation_p.E21 NM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6 TCTGCTGAAGGAG 0.522



+ 6 657 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN Potential. 2 AGCCTGGAAAGCC 0.468

- 1 520 M25_uc010dcj.2_5' NM_005082 NP_005073 Q14258 TRI25_HUMAN 3 GCGGCGCAACAG 0.632

- 20 4470 p.P1140L|BZRAP1_ NM_004758 NP_004749 O95153 RIMB1_HUMAN 3 GAGGCCGGACAG 0.677 rs142431736

+ 3 735 M1E_uc010ddd.2_In NM_014906 NP_055721 Q8WY54 PPM1E_HUMAN 5 TGGCCCGTTCTGT 0.468

+ 6 504 nse_Mutation_p.P NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 CTGCTCCACAGTT 0.413

- 10 785 10woz.1_RNA|uc010wpb.1_5'Flank 0 GGCTGTGAAATCC 0.572

- 11 1291 NM_001433 NP_001424 O75460 ERN1_HUMANmenal (Potential). 9 GAATCAGCAGGAA 0.393

+ 11 4553 e.2_Nonsense_Mut NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 AACTACCGAGATA 0.423

- 13 1959 _p.D594N|ABCA8_ NM_007168 NP_009099 O94911 ABCA8_HUMAN C transporter 1. 3 CTTTATCCACTTC 0.333

- 30 4441 se_Mutation_p.P18 NM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4 AGTTTGGAGCAGT 0.423

- 2 994 wro.1_Missense_M NM_173477 NP_775748 Q495M9 USH1G_HUMAN 2 GAGCGGGGCTC 0.706

- 7 1224_12250wtb.1_Missense_M NM_002766 NP_002757 Q14558 KPRA_HUMAN 1 TACATGGCAACTC 0.347

+ 3 924 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3 CTCAAGGACGCCC 0.597

+ 4 3302 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 GGGCTTCGTGAC 0.507

+ 10 1951 _p.W197*|RPTOR_ NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6 AGCCTGGGACCTG 0.612

- 11 1022 _p.F288I|L3MBTL4 NM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 3. 3 TTTTAAAAACTTT 0.323

+ 14 1612 76_splice|ARHGAP28_uc002kne.2_Splice_Site_p.M476 B4DXL2 B4DXL2_HUMAN 1 CGAATGGTAAGAA 0.284

- 58 8363 nl.2_Missense_Mut NM_005559 NP_005550 P25391 LAMA1_HUMANaminin G-like 4. 21 TCTGATGAGCCAT 0.552

+ 3 748 dkv.2_Missense_M NM_002845 NP_002836 P28827 PTPRM_HUMAN tracellular (Potential). 6 AGAGAGCCCACC 0.458

- 9 1299 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN |Extracellular (Potential). 4 TTAAATCCTTATC 0.308

- 8 1452 wk.3_Missense_Mu NM_024422 NP_077740 Q02487 DSC2_HUMAN r (Potential).|Cadherin 2. 3 AGACCAAAATACT 0.313

+ 8 1077 NM_001942 NP_001933 Q02413 DSG1_HUMAN r (Potential).|Cadherin 3. 7 TTGCTCGAGATTA 0.328

+ 12 1937 wr.2_Missense_Mu NM_177986 NP_817123 Q86SJ6 DSG4_HUMAN cellular (Pote p.A601V(1) 8 GTGCCGCGGGCA 0.507

+ 14 2281 uc002kwv.3_Intron NM_001943 NP_001934 Q14126 DSG2_HUMAN lasmic (Potential). 9 TGAAAGGAAGTAG 0.512

+ 11 1436 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 GAGACTAGTATCT 0.393

+ 11 1914 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN Ser-rich. 3 CAGAGGGAGCCT 0.483

- 1 1111 NAL2_uc002lco.2_ NM_145653 NP_663628 Q8NG57 ELOA3_HUMAN 0 TGGGAGGTCATGG 0.617

- 27 3827 ea.2_Missense_Mu NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Potential. 5 GGTTCCGCCTGCA 0.498

+ 13 2601 _p.E520K|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 GAGATGGAAACAC 0.428

- 8 1009 _p.R304*|FECH_u NM_000140 NP_000131 P22830 HEMH_HUMAN 1 CCAGTCGGTAGGG 0.493

+ 16 2225 NM_194449 NP_919431 O60346 PHLP1_HUMAN PP2C-like. 0 CTGTCGGTGAATA 0.537

+ 7 1010 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN 3 ATCACTCGTCAGA 0.438

+ 21 2439 .1_Nonsense_Muta NM_198531 NP_940933 O43861 ATP9B_HUMAN lasmic (Potential). 3 GCATTTCGAAGGA 0.473 rs147932692

+ 13 1834 sb.1_Missense_Mu NM_019112 NP_061985 Q8IZY2 ABCA7_HUMANellular (By similarity). 9 CCCTATCCGTGCT 0.697

+ 27 4496 vc.1_Missense_Mu NM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4 CGGCTCCGTGGC 0.726

- 3 259 2lvj.1_Missense_M NM_144616 NP_653217 Q96MG2 JSPR1_HUMAN n with CACNA1S (By simila 1 CCTGGGGTCCCCC 0.612

+ 4 1262 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 8. 3 GGGAAAGCCTTCA 0.443

+ 4 1322 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 CAGCTCTATAAAT 0.438

+ 4 1490 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMANC2H2-type 11. 3 CAGCTCCATAAAT 0.443

- 16 1764 02_splice|TLE2_uc NM_003260 NP_003251 Q04725 TLE2_HUMAN 0 CGGTTCTGGGGT 0.617

- 3 1937 N4_uc010dub.1_5'F NM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN roximate tandem repeat.|17 0 CCTGTCGCGATAT 0.572

- 9 1050 NM_000064 NP_000055 P01024 CO3_HUMAN 5 AGATGACGGTGGC 0.612

+ 14 1733 n_p.F513L|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN ular (Potential).|Ser/Thr-rich 5 ATCCTTTGGCTGT 0.443

- 40 39365_39366C16_uc010dwj.2_5 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN 57 GACACTGGAGTTC 0.515

- 3 28000 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 ATGTGAGAACATT 0.468

- 3 19028 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAGGTGAACGAG 0.488

- 3 15362 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATCAGGGAAGGTG 0.478



- 10 1817 wr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6 TGAGTTCGCATGT 0.408

- 6 1212 _p.P267L|ZNF561 NM_152289 NP_689502 Q8N587 ZN561_HUMAN 1 TCATAGGGTTTTA 0.418

- 29 2307 NM_015719 NP_056534 P25940 CO5A3_HUMAN le-helical region. 10 CCACATCGCCCTT 0.627

- 1 204 ense_Mutation_p.R NM_007065 NP_008996 Q16543 CDC37_HUMAN 0 GCCAGCGGAAGA 0.632

- 2 613 mor.1_Missense_M NM_012289 NP_036421 Q14145 KEAP1_HUMAN 17 CGTGGAGGACACA 0.582

+ 4 539 se_Mutation_p.R43 NM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1 GCCAGCCGAGTG 0.627

- 6 1455 NM_138783 NP_620138 Q96CK0 ZN653_HUMAN C2H2-type 1. 0 GGCAGTGGAACAT 0.692

+ 4 719 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 2. 0 GTGTTCGAAGACA 0.393

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

+ 4 1710 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TGCATGAAAGGAC 0.413

+ 5 1472 0xpn.1_Intron|ANK NM_152363 NP_689576 Q8NAG6 ANKL1_HUMAN LEM. 0 TTGCTCCTGGTTA 0.572

- 11 1540 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN 3 TCTCCTCGTCCTT 0.667

+ 7 1236 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 CAGGACCCCGAC 0.632

+ 4 1046 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 AGAAGCCCTACG 0.373

- 4 1649 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN ype 12; degenerate. 1 ATTCTCTCATGTG 0.398 rs71332197

- 4 916 1_Intron|ZNF208_ NM_007153 NP_009084 7 TTGTAGGATTTCT 0.358

- 4 1136 _p.H263Y|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN type 6; degenerate. 0 CAGTATGAATTAT 0.388

+ 17 1926 PY19L3_uc002nti.1 NM_207325 NP_997208 Q6ZPD9 D19L3_HUMAN 4 CTGGCCGGAGTCA 0.537

+ 6 946 NM_032346 NP_115722 Q9BRP1 PDD2L_HUMAN 1 ATGCCAGCACTGG 0.433 rs141281403

- 2 784 xz.1_5'Flank|LGI4_ NM_139284 NP_644813 Q8N135 LGI4_HUMAN LRR 1. 1 GGGTGACTCCCG 0.607

+ 15 2322 651F|KIRREL2_uc NM_199180 NP_954649 Q6UWL6 KIRR2_HUMAN lasmic (Pote p.L704L(1) 3 CCGCGTCTCCAGA 0.562

+ 14 1768 _p.E545K|APLP1_u NM_005166 NP_005157 P51693 APLP1_HUMAN cellular (Potential). 2 CCGCTGGAACAG 0.338

+ 11 1232 iu.2_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN oplasmic.|MIR 5. 12 CTGCGGCTCGGC 0.393

- 3 459 xuj.1_Missense_M NM_006149 NP_006140 P56470 LEG4_HUMAN Galectin 1. 2 CACTTCCCGCCC 0.582

- 8 657 _p.R133C|SIRT2_u NM_012237 NP_036369 Q8IXJ6 SIRT2_HUMAN etylase sirtuin-type. 0 GCAGGCGCATGAA 0.582

+ 3 194 NM_013268 NP_037400 Q9UHV8 PP13_HUMAN Galectin. 1 ATTGCCTTCCGTT 0.512

- 7 3507 e_Mutation_p.R941 NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2 TGGCACGATCAC 0.632

- 7 2893 e_Mutation_p.K736 NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2 CCCATTTTAGCGG 0.627

+ 9 1159 MRTC2_uc010xwe. NM_001040283 NP_001035373 Q8IXT2 DMRTD_HUMAN 0 TGGCCGTCTGGG 0.572

- 3 1701 _uc002ots.1_Misse NM_005357 NP_005348 Q05469 LIPS_HUMAN 2 GCAGGCGTGAACT 0.607 rs143861703

- 5 1174 uj.3_Missense_Mut NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 3. 0 GGTGGGTTAGAGT 0.463

- 2 191 nse_Mutation_p.W34*|PSG11_uc002ovm.1_Nonsense_ Q00889 PSG6_HUMAN 2 CAAGTTCCAGAAG 0.483

- 2 496 nse_Mutation_p.G1 NM_002780 NP_002771 Q00888 PSG4_HUMAN g-like V-type. 1 CTCCTCCAGTCCC 0.498

- 2 231 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMAN .|Extracellular (Potential). 0 GTCTGCCGGGCT 0.453

- 4 1867 NM_145056 NP_659493 Q96B18 DACT3_HUMAN 0 TGGCGGGGCCTG 0.622

+ 5 951 NM_031485 NP_113673 Q9BQ67 GRWD1_HUMAN WD 1. 1 AACATCCACCTCT 0.642

- 9 914 NM_001080434 NP_001073903 6 AGGTCAGAGGTCA 0.687

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 ACCACcagcagcag 0.597

+ 8 1029 V1_uc002pqa.2_R NM_017432 NP_059128 Q86YD1 PTOV1_HUMANaction with FLOT1. 0 GTCTACGTGAACC 0.657

+ 5 2407 _p.H724Y|ZNF473_ NM_001006656 NP_001006657 Q8WTR7 ZN473_HUMANC2H2-type 15. 2 AGAATTCACTCAG 0.512

- 22 3585 psw.1_Missense_M NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN Poly-Gly. 2 CCGCCTCCCGTG 0.473

+ 5 782 NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0 CCATTTTAGAAGA 0.393

- 5 2254 ydj.1_Missense_M NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 15. 0 TTATGATTTGAAA 0.408

- 5 2235 ydj.1_Missense_Mu NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 15. 0 CACTGTCATTGAA 0.423

- 4 2233_2234_p.N652S|ZNF28_u NM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1 CAAGGTTTGACA 0.406

- 5 411 qbg.1_Missense_M NM_182609 NP_872415 Q86XU0 ZN677_HUMAN KRAB. 1 TATAATTCCTCTTT 0.348

+ 4 1553 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 10. 0 GTCAGACATCATC 0.378



+ 7 1834 _p.R405L|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 9. 1 GTAGACGTCATAC 0.393

+ 7 1848 _p.Q410K|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1 GGAGAGCAACCTT 0.393 rs146851069

+ 1 73 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0 GATCTTCGTAAAG 0.507 rs148896232

- 4 1217 p.E381K|NLRP7_u NM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3 GGTCCTCCCCCTT 0.687

+ 5 2459 _p.F604L|NLRP4_ NM_134444 NP_604393 Q96MN2 NALP4_HUMAN 15 TTCCTTTTCTGGC 0.428

+ 3 1043 etg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13 AACGATGCTTCCA 0.502

- 7 4528 .E1364K|PEG3_uc NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12 CAGCCTCTACGTT 0.478

- 7 2577 _p.E713D|PEG3_u NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12 ATCACTTTCAAGA 0.408

+ 5 1421 ense_Mutation_p.T NM_024691 NP_078967 Q96HQ0 ZN419_HUMAN 0 TTCACACTGGAGA 0.433

+ 5 1461 nse_Mutation_p.F3 NM_024691 NP_078967 Q96HQ0 ZN419_HUMAN C2H2-type 8. 0 GAGATTCTTTAGA 0.423

- 7 1679 yhp.1_Missense_M NM_025027 NP_079303 Q8WXB4 ZN606_HUMAN 2 AAATAAAAGATAT 0.338

+ 3 1281 p.R359C|TTC15_u NM_016030 NP_057114 Q8WVT3 TTC15_HUMAN 4 ATGCTTCGCTTTC 0.393

+ 22 4093 bp.1_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 AAGCTCGTGTACG 0.672

+ 5 688 sense_Mutation_p NM_181713 NP_859064 P68543 UBX2A_HUMAN SEP. 0 TTCACCGTCAACG 0.323 rs13386425

+ 2 383 GBL5_uc002rid.2_M NM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN 2 TTCAACGTGTGGA 0.527

+ 5 946 ymm.1_Missense_M NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4 CTACCGGGGAGC 0.622

- 9 1095 rnp.1_Missense_M NM_144575 NP_653176 Q6MZZ7 CAN13_HUMANalpain catalytic. 2 CCCGTTTCTTATG 0.443

- 29 2238 _p.F695Y|MAP4K3_ NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8 ATAGGAAAATCTA 0.333

- 16 2591 D2_uc002sha.2_M NM_001617 NP_001608 P35612 ADDB_HUMAN ith calmodulin (Potential). 3 GGTTCGGAATTTC 0.527

- 3 472 DD2_uc010fdt.1_M NM_001617 NP_001608 P35612 ADDB_HUMAN 3 TCTCTTCGCTCAT 0.617

- 3 1245 02sit.3_Missense_M NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 CAGAGCGAAGAGC 0.622

+ 4 399 e_Mutation_p.G10 NM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0 GGATTGGGCTCCA 0.562

- 2 782 GOLN2_uc002spb. NM_006464 NP_006455 O43493 TGON2_HUMANal).|8.|14 X 14 AA tandem re 0 TGCTAGGGCTGT 0.597

- 2 777 GOLN2_uc002spb. NM_006464 NP_006455 O43493 TGON2_HUMANal).|8.|14 X 14 AA tandem re 0 GGGCTGTCTTTTT 0.592

- 1 292 lank|ELMOD3_uc0 NM_017750 NP_060220 Q6NUM9 RETST_HUMAN 2 TCTTCGGAGAAAG 0.597

+ 21 1829 _Mutation_p.R178K NM_017952 NP_060422 Q96EY7 PTCD3_HUMAN PPR 10. 1 CTGGGAGAACTCA 0.448

+ 6 705 .1_Intron|SMYD1_ NM_198274 NP_938015 Q8NB12 SMYD1_HUMAN SET. 4 AGAATTGAGCTCC 0.502

+ 5 534 suq.2_Missense_M NM_013434 NP_038462 Q9Y2W7 CSEN_HUMAN EF-hand 2. 3 TTGATGCGGACGG 0.622

- 14 2381_2382p.G716S|AFF3_uc NM_002285 NP_002276 P51826 AFF3_HUMAN 6 ACTGCCCCCGTT 0.624

+ 20 2874 e_Mutation_p.G11 NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 AACCAGGAAATCA 0.408

+ 5 938 ULT1C4_uc002teb. NM_006588 NP_006579 O75897 ST1C4_HUMAN 0 TGGGAAGCCAAAG 0.463

- 12 1682 p.Q449H|EDAR_uc NM_022336 NP_071731 Q9UNE0 EDAR_HUMAN ytoplasmic (Potential). 1 CTCAATCTGCACC 0.572

+ 7 1670 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN 1 GCAGTGGGAGTC 0.682

+ 4 993_994 2toz.2_Intron|LIMS NM_001161415 NP_001154887 Q13304 GPR17_HUMANcellular (Potential). 0 CCATTTGGGGAAA 0.589

+ 12 1367 _p.G272R|UGGT1_ NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 ATCAATGGACTTC 0.328

+ 3 868 SD7B_uc002tvb.2_NM_001080427 NP_001073896 7 TGCCTTCAAGATT 0.443

+ 17 3445 D7B_uc010zbj.1_I NM_001080427 NP_001073896 7 CTGAATGAAAATT 0.453

- 39 7123 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class B 50 TATTTTCCTAAATA 0.353

- 7 1985 P1B_uc010fnl.1_In NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50 TTCTTACCCTGCT 0.363

- 112 16168 .2_Missense_Muta NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 145. 20 GTGACTGCTCGGT 0.383

+ 10 1355 m.1_Missense_Mu NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3 TTTGCTCCCTACA 0.333

- 8 1347 e_Mutation_p.A33 NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4 TCAGACGCAAGAG 0.448

+ 7 992 C4A10_uc002uby.3 NM_022058 NP_071341 Q6U841 S4A10_HUMAN lasmic (Potential). 5 TGTGTTGAAAATA 0.373

- 16 1919 b.2_Missense_Mu NM_001935 NP_001926 P27487 DPP4_HUMAN cellular (Potential). 3 TGACACCTTTCCG 0.458

+ 3 837 NM_006898 NP_008829 P31249 HXD3_HUMAN Homeobox. 0 TGTGCCGGCCGC 0.592

- 253 54771 878K|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CACTTTCCCCACC 0.398

- 27 4965 TTN_uc010zfj.1_M NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTTACCCGTAGC 0.378



+ 7 995 NAJC10_uc002uoz NM_018981 NP_061854 Q8IXB1 DJC10_HUMANThioredoxin 1. 4 CTTTGCCGAATGA 0.378

- 5 708 _p.N152Y|STAT4_u NM_003151 NP_003142 Q14765 STAT4_HUMAN 9 CACTGTTTTTAAT 0.408

- 17 2465 e_Mutation_p.P431 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 CTTTTGGCCTCTG 0.383

+ 10 1828 ense_Mutation_p.R NM_018089 NP_060559 Q9H8Y5 ANKZ1_HUMAN ANK 2. 2 GTGGTTCGTCTGC 0.542

+ 32 2737 utation_p.G859R|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 TCACCAGGAATTC 0.483

+ 46 4279 tation_p.G1373R|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 ATGCAGGGAGAAC 0.542

- 12 5064 e_Mutation_p.H164 NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN 10 CTGCATGGAAGAT 0.483

- 4 812 nse_Mutation_p.G1 NM_152527 NP_689740 Q7RTX9 MOT14_HUMANcellular (Potential). 6 TACCTGCCCACCA 0.612

- 10 1429 mt.1_Missense_Mu NM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3 GCTGTTCAATATC 0.413

+ 4 335 ense_Mutation_p.P NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN lasmic (Potential). 4 GAATTTCCTACCG 0.468

+ 14 1790 0fyj.2_Splice_Site_ NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN 4 TAAAAAGACCAGG 0.358

+ 14 1857 _p.P424S|MLPH_u NM_024101 NP_077006 Q9BV36 MELPH_HUMAN 1 GCTGTGCCCTATC 0.468

+ 17 2055 2vyf.2_Missense_M NM_015650 NP_056465 Q8TDR0 MIPT3_HUMAN SC1-interaction domain. 1 GAGCCCTTAAAGG 0.478

- 3 1535_1536wbs.2_Missense_M NM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0 CGGCTCCAGGTG 0.594

- 2 432 _p.R123*|SIRPG_u NM_018556 NP_061026 Q9P1W8 SIRPG_HUMAN (Potential).|Ig-like V-type. 1 CTTTTCGAAACTT 0.498

+ 11 1746 al.1_Missense_Mu NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 AGAAGAGAATCC 0.448 rs148419172

+ 1 621 Mutation_p.L27F|B NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3 CAGAATCTCAGTA 0.473

- 2 497 NM_001008693 NP_001008693 Q5W186 CST9_HUMAN 1 GAGGAAAGCTGAT 0.527

+ 1 58 tj.1_Intron|FRG1B_uc010gdr.1_Intron|FRG1B_uc010ztk.1_Intron 0 TTCCAGGTGAGC 0.289 rs75468660

+ 2 78 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 TCTGGCTATGGAA 0.348

+ 12 3229 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 GCTGCTCCCACCC 0.542

+ 9 1675 2T2_uc002wzf.1_R NM_005093 NP_005084 O43439 MTG8R_HUMAN 2 TCAGATCGTGAAG 0.532

- 8 930 c002xdu.1_Missen NM_021100 NP_066923 Q9Y697 NFS1_HUMAN 2 ATACCCCGCTCCT 0.617

+ 4 545 0ggc.2_Missense_ NM_015568 NP_056383 Q96T49 PP16B_HUMAN ANK 1. 3 TGAAGCTGCTCCT 0.597

+ 7 815 gy.2_Missense_Mu NM_006282 NP_006273 Q13043 STK4_HUMAN Protein kinase. 2 CTCCTCCCACATT 0.393

+ 2 1081 G2_uc010ggz.2_In NM_003007 NP_002998 P04279 SEMG1_HUMAN8 AA repeat 2. 2 AGCCAAAAGGCA 0.393

- 4 592 UTR|SYS1-DBNDD NM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1 GGACTCCAGGGTT 0.537

+ 2 1629 zxg.1_Missense_M NM_080752 NP_542790 Q96MP5 ZSWM3_HUMAN 2 CCAGACGCACAGC 0.577 rs139419541

+ 22 2975 xrb.2_Missense_M NM_001134771 NP_001128243 Q9H2X9 S12A5_HUMAN lasmic (Potential). 5 CGGAGAAAGAATC 0.572

+ 36 5049 0zyf.1_Missense_M NM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4 AATTACGAGCAGC 0.473

+ 2 405 NM_005985 NP_005976 O95863 SNAI1_HUMAN 1 CTTCGTCCTTCTC 0.642

- 2 1981 2_Intron|SALL4_u NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN C2H2-type 5. 2 GGGCACGAATGCT 0.522

+ 4 950 0zzi.1_Missense_M NM_003222 NP_003213 Q92754 AP2C_HUMAN 1 TCAGCTCTACGTC 0.532

- 74 10328 NM_005560 NP_005551 O15230 LAMA5_HUMANaminin G-like 4. 3 AGGCCGGGAGC 0.697

- 16 5737 s.1_Missense_Mut NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6 AGGGGCCTCTGC 0.617

+ 2 207 2yim.3_Missense_ NM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0 ATGGGCGGTGCTG 0.378

+ 2 295 2yim.3_Missense_M NM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0 AGCAGGCTTTCAG 0.428

- 21 1708 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5 CCTAATGAAATAG 0.328

- 13 1949_1950 p.L186F|C2CD2_u NM_015500 NP_056315 Q9Y426 CU025_HUMAN 1 GGCAAGGGATGC 0.698

- 3 2795 yzy.3_Missense_M NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3 AAGAGGAATCTTC 0.488

+ 13 1716 _uc002zap.2_Misse NM_004915 NP_004906 P45844 ABCG1_HUMAN).|ABC transmembrane type 3 TGCTGTTTGCCGC 0.647

+ 9 837 _p.P304L|PCBP3_ NM_020528 NP_065389 P57721 PCBP3_HUMAN 1 CCTCACCCGGATG 0.512

+ 26 3278 2A_uc011afz.1_Mis NM_015151 NP_055966 Q14689 DIP2A_HUMAN 2 CCGCGGCTCTGAT 0.572

- 1 529 GT5_uc002zzq.3_M NM_004121 NP_004112 P36269 GGT5_HUMAN cellular (Potential). 3 CCTGGGGGCCAC 0.657

- 9 976 m.1_Missense_Mut NM_014303 NP_055118 O00541 PESC_HUMAN 0 TCGGTGGGAAAC 0.622

- 8 1094 ISD_uc011alr.1_M NM_014338 NP_055153 Q9UG56 PISD_HUMAN 3 TGGGGACGCCCT 0.577

- 4 443 .2_5'UTR|BPIL2_u NM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2 TCATTTCGGGTTA 0.493 rs78469100



+ 3 895 any.2_Missense_M NM_014310 NP_055125 Q96D21 RHES_HUMAN h GNB1, GNB2 and GNB3. 3 TGGCATGGTCTCG 0.647

- 5 1339 ense_Mutation_p.R NM_024955 NP_079231 Q8IWF2 FXRD2_HUMAN 2 GGAGCCGGTGAA 0.627 rs143694562

+ 7 2024 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GACAATCCCAGAG 0.587

- 2 1066 axe.2_Missense_M NM_002608 NP_002599 P01127 PDGFB_HUMAN 373 TCCTCGGGAATGG 0.597

+ 11 2092 aye.2_Missense_M NM_021096 NP_066919 Q9P0X4 CAC1I_HUMAN asmic (Potential).|II. 2 CTCTTCGACTACC 0.567

+ 5 671 ARVG_uc010gzr.1_ NM_001137605 NP_001131077 Q9HBI0 PARVG_HUMAN CH 1. 0 CTATTCCGTAAGT 0.562 rs147016590

- 10 1997 NM_012401 NP_036533 O15031 PLXB2_HUMAN cellular (Potential). 6 TGCTCACGCAGG 0.662

+ 1 1017 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN 1 AGGGGGGCCGC 0.756

+ 2 835 bsg.2_Missense_M NM_004634 NP_004625 P55201 BRPF1_HUMANwith MYST3 and MYST4. 3 GCTACTCCCAAGT 0.547

+ 2 357 p.1_5'Flank|METTL NM_033083 NP_149074 Q96JC9 EAF1_HUMAN 1 ACACTTCCTGTGA 0.373

- 10 3465 _p.H577L|SATB1_u NM_002971 NP_002962 Q01826 SATB1_HUMAN 4 TCGCCATGGTGAT 0.483

+ 10 1904 hex.1_Missense_M NM_144633 NP_653234 Q96L42 KCNH8_HUMANytoplasmic (Potential). 5 AAACCTCTTTCTG 0.502

- 8 947 _p.L325V|NEK10_uc010hfj.2_Missense_Mutation_p.L2 Q6ZWH5 NEK10_HUMAN 13 TCTTTAAAATGTC 0.284

- 16 2074 fj.1_Missense_Mut NM_000404 NP_000395 P16278 BGAL_HUMAN 1 TGGAGGGATGATC 0.498

+ 2 256 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 CTGCAAGCACACA 0.537

- 12 6541 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 AAACAGAGCAGGC 0.542

- 12 6087 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 GGAACCGGAAATC 0.478

- 18 2668 wf.1_Missense_Mu NM_002292 NP_002283 P55268 LAMB2_HUMANminin EGF-like 6. 3 CTCAGTGAACCTT 0.597

- 17 2316 wp.2_Missense_M NM_003363 NP_003354 Q13107 UBP4_HUMAN 4 CTCCGAGTTTCAC 0.512

+ 9 1067 cyk.2_Missense_M NM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. 2 AGAGCCCCGCGG 0.602

+ 19 2371 cyk.2_Missense_M NM_004186 NP_004177 Q13275 SEM3F_HUMAN 2 CCAACGCCTCCTT 0.682

- 6 549 03dap.2_Splice_Si NM_006030 NP_006021 Q9NY47 CA2D2_HUMAN 1 GTCGTCCTGCAGA 0.552

- 5 356 3dbg.1_Splice_Site NM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2 TCGACCTACCAAG 0.443

+ 32 5501 NM_015512 NP_056327 Q9P2D7 DYH1_HUMANA 1 (By similarity). 3 TCAGCTCCCAGGT 0.438

+ 6 655 k.1_Missense_Mut NM_002217 NP_002208 Q06033 ITIH3_HUMAN 3 ACCAACGACCTCC 0.532

- 21 2977 nse_Mutation_p.R NM_001005159 NP_001005159 Q9UHJ3 SMBT1_HUMAN SAM. 1 ATGAACCGCACAA 0.418

- 11 1264 _p.A83V|LRIG1_uc NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN ar (Potential).|LRR 15. 5 CTGATCGCATTCC 0.433

+ 4 1813 bfv.1_Missense_M NM_032505 NP_115894 Q8NFY9 KBTB8_HUMAN Kelch 5. 4 TTGAATGTGCTGT 0.438

- 14 1392 ense_Mutation_p.P NM_015123 NP_055938 Q9Y2L6 FRM4B_HUMAN 4 CTGAAGGAATTTT 0.363

- 17 2325 _p.E668K|FOXP1_ NM_032682 NP_116071 Q9H334 FOXP1_HUMAN 2 CATCTTCGTAATC 0.478

+ 5 1205 hpn.2_Missense_M NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3 GTCCACCCCAGTG 0.458

- 36 5224 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 TTCTTTCTGTTGC 0.527

- 5 564 PPA4_uc011bhp.1_ NM_018189 NP_060659 Q7L190 DPPA4_HUMAN 1 GGAGGAAGAGCC 0.498

- 7 3914 eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 AACAATGATGCTT 0.463

+ 16 5119 RP14_uc003efr.2_ NM_017554 NP_060024 Q460N5 PAR14_HUMAN ARP catalytic. 6 ATGCCGGCTCCGT 0.493

+ 2 293 NM_015720 NP_056535 Q9NZ53 PDXL2_HUMAN cellular (Potential). 2 AGTCTCGGATTCT 0.582

- 4 1118 _p.P228L|GATA2_u NM_001145661 NP_001139133 P23769 GATA2_HUMAN 15 CGCAGGGGACTG 0.632

+ 22 2922 emq.2_Missense_M NM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2 AATGCCGTGGCGG 0.527

+ 2 217 _p.R43W|ACPP_uc NM_001099 NP_001090 P15309 PPAP_HUMAN 1 GTGTTTCGGCATG 0.428

- 11 1801_1802_p.P434S|SLCO2A NM_005630 NP_005621 Q92959 SO2A1_HUMANcellular (Potential). 1 ACAGGGGACAGG 0.559

+ 5 1320 B1_uc011bly.1_3'U NM_004441 NP_004432 P54762 EPHB1_HUMAN tential).|Fibronectin type-III 30 CAGACCGCCGGA 0.612

+ 4 1101 _p.Y321H|HPS3_uc NM_032383 NP_115759 Q969F9 HPS3_HUMAN 6 CCCATTTACCAGA 0.478

- 1 306 P_uc003ewz.2_Non NM_000096 NP_000087 P00450 CERU_HUMAN 1 TCGCCCAGGCTG 0.373

- 5 1055 e_Mutation_p.N212 NM_033169 NP_149359 O75752 B3GL1_HUMANmenal (Potential). 1 GGAATAATTATCA 0.353

- 18 2116 _p.F598Y|ZBBX_u NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 AAAATAAAGAATC 0.308

+ 7 1246 3ffb.3_Missense_M NM_001122752 NP_001116224 Q99574 NEUS_HUMAN 1 GGCTCAGAAGCTG 0.373

- 9 2292 COM_uc003ffk.2_In NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 GATCAGGCAGTTG 0.313



- 3 586 _p.P153S|TBCCD1 NM_018138 NP_060608 Q9NVR7 TBCC1_HUMAN 2 GGTCAGGAGACTG 0.408

+ 5 852 b.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN 12 TTCAACGAGGGTA 0.498

- 8 1174 NM_018385 NP_060855 Q9H089 LSG1_HUMAN 0 TAGCTGGGAGATG 0.478

- 16 1953 zy.2_Missense_Mu NM_003234 NP_003225 P02786 TFR1_HUMAN cellular (Potential). 3 TCGCAAAAACAGA 0.229

+ 3 1280 NM_198565 NP_940967 Q86YC3 LRC33_HUMAN ar (Potential).|LRR 13. 3 GCTGCACCTGGC 0.657

- 22 3227 se_Mutation_p.D19 NM_005255 NP_005246 O14976 GAK_HUMAN 4 GGAAGTCGGCGC 0.627

+ 9 1412 NM_053044 NP_444272 P83110 HTRA3_HUMAN PDZ. 1 GCATCCAAGATGG 0.647

- 3 3536 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 TTTTATGAACTTT 0.418

- 8 1628 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8 TAGTCCTGAATTTA 0.428

- 13 2324_2325grv.2_Missense_Mu NM_015187 NP_056002 Q68CR1 SE1L3_HUMAN Sel1-like 3. 0 ATCCTCCGTCTC 0.49

+ 1 651 j.1_Missense_Muta NM_175737 NP_783864 Q86Z14 KLOTB_HUMANential).|Glycosyl hydrolase-1 1 TGCTTAGAAACAT 0.413

- 9 1470 _p.E390K|KDR_uc0 NM_002253 NP_002244 P35968 VGFR2_HUMAN 4.|Extracellular (Potential). 33 CTCTTTCACTCAC 0.408

+ 1 203 n_p.M10I|LPHN3_ NM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN 18 TTTCATGATGCTC 0.363

- 8 823 NM_182502 NP_872308 Q86T26 TM11B_HUMAN 1 TTTTTCCTAGAGG 0.323

+ 4 1524 n_p.Q15*|SHROOM NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3 TGGCACCAAAGCT 0.473

+ 37 5395 _p.R1652K|FRAS1 NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential). 5 TCCGAAGGCCGAT 0.493

+ 10 1747 du.1_Missense_Mu NM_001510 NP_001501 O43424 GRID2_HUMAN cellular (Potential). 6 AAATACGGAAGCC 0.393

+ 1 111 NM_005390 NP_005381 P29803 ODPAT_HUMAN 1 CCAGAAATCAGCT 0.537

- 9 981 NM_000669 NP_000660 P00326 ADH1G_HUMAN 0 TTCTGGGAATCAG 0.448

+ 5 818 _p.G171C|GAR1_u NM_018983 NP_061856 Q9NY12 GAR1_HUMAN RGG-box 2. 0 Caagaggtggtggcag 0.264

+ 7 1536 n_p.F320I|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN ng (Potential).|Extracellular 4 TGTGCTTTTTGGA 0.398

+ 7 776 p.V226M|ANK2_uc NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 ATGATGGTGAATA 0.353

+ 33 4222 550_splice|ANK2_u NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GTGGAGGTACTG 0.323

- 7 995 ine.2_Missense_M NM_018699 NP_061169 Q9NQX1 PRDM5_HUMAN2-type 3; atypical. 2 GCTCAAAACTACA 0.478

+ 7 875 _p.E215K|ADAD1_ NM_139243 NP_640336 Q96M93 ADAD1_HUMAN 0 GTTAAAGAAAGAT 0.323

+ 11 11909 p.G2233E|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN Extracellular (Potential). 18 TCTTTGGAAAACA 0.289

+ 10 1337 NM_057175 NP_476516 Q9BXJ9 NAA15_HUMAN 2 TTTAACCCCAATG 0.323

- 7 792 10A7_uc010ipa.2_ NM_001029998 NP_001025169 Q0GE19 NTCP7_HUMAN ical; (Potential). 0 TGAGAGGAACCAC 0.353

- 15 3677 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 10. 4 CCAAAGGACAGG 0.378

- 5 1053 e_Mutation_p.G33 NM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3 CAGCTTCCAGTAC 0.567

- 2 224 NM_001334 NP_001325 P43234 CATO_HUMAN 0 CACTGGGAAATAA 0.333

+ 3 1539 qx.1_Missense_Mu NM_152620 NP_689833 Q495X7 TRI60_HUMAN B30.2/SPRY. 1 GGAACAGATTCCG 0.353

- 12 1360 p.D404N|SPOCK3 NM_016950 NP_058646 Q9BQ16 TICN3_HUMAN Asp-rich. 3 tcataatatcgtcttcatca 0.075

- 11 1737 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3 CTTATACCTCTTTA 0.348

+ 27 3231 0isc.2_Splice_Site NM_021942 NP_068761 Q7Z392 CD041_HUMAN 0 ATGCAGGTAGCG 0.373

+ 6 722 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0 AGAAATGATCAAG 0.363

- 8 1113 .1_Missense_Muta NM_023924 NP_076413 Q9H8M2 BRD9_HUMAN 0 GGAACCGGTTGA 0.637

- 10 1771 RLR_uc003jjj.1_In NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 CATGTTGAACATT 0.532

+ 3 372 se_Mutation_p.E95 NM_002185 NP_002176 P16871 IL7RA_HUMAN cellular (Potential). 5 TTCATCGAGACAA 0.383

+ 6 919 jlb.1_Missense_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANonectin type-III 2. 7 CAGATGGACTCCA 0.507

+ 5 613 2_Missense_Muta NM_003432 NP_003423 P52739 ZN131_HUMAN 0 GCTTCTGCCAAGC 0.463

- 7 1803 NM_021072 NP_066550 O60741 HCN1_HUMAN lasmic (Potential). 1 CCTATTCGATCTA 0.378

+ 1 315 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0 TGAGGAAAACCAG 0.567

+ 9 1617 3jvd.2_Missense_M NM_181523 NP_852664 P27986 P85A_HUMAN SH2 1. p.?(1) 101 GCAGACGGGACC 0.373

+ 5 6732 yx.1_Missense_Mu NM_005909 NP_005900 P46821 MAP1B_HUMAN 5 TTCCCCCGGAGAC 0.577

+ 8 844 GCR_uc003kdq.2_M NM_000859 NP_000850 P04035 HMDH_HUMAN 1 GAGGGTCGTCCA 0.413

+ 2 9180 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 ATTCAGAAACTGAT 0.323



+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 AAACAGGAGATG 0.358

- 7 832 h.1_Missense_Mut NM_032042 NP_114431 Q8WUF8 F172A_HUMAN 0 TCTTCGGCTTTTC 0.328

+ 5 683 81B_uc010jbe.1_5 NM_152548 NP_689761 Q96LP2 FA81B_HUMAN 2 GGAGATCTTCGAG 0.433

- 9 1351 jbi.1_Missense_Mu NM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2 GAGGCCGAGGTG 0.557

+ 12 1311 bv.2_Missense_Mu NM_001744 NP_001735 Q16566 KCC4_HUMAN 5 AGTTAAAGGTGCA 0.527

- 1 371 ense_Mutation_p.G NM_001182 NP_001173 P49419 AL7A1_HUMAN 3 CGGCCTCCCCAG 0.652

+ 2 184 NM_207408 NP_997291 Q6ZNM6 CE048_HUMAN 1 AAACATGATATTC 0.303

+ 1 1028 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 ACAGGTGAAATTA 0.378

+ 1 1928 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 GCTGACTCCGGC 0.677

+ 1 388 uc003lin.2_Intron NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 1. 2 GACCATTCTCCGG 0.418

+ 1 2365 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN lasmic (Potential). 2 CCCAGTTTCAGGA 0.453

+ 1 647 HB16_uc003liv.2_5 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 CGTTTCCTCTGAA 0.438

+ 1 1895 2_5'Flank|PCDHB1 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 ATGGCTCCGCGCC 0.721

- 1 736 NM_031947 NP_114153 Q9BXI2 ORNT2_HUMAN e=4; (Potential).|Solcar 2. 1 AGAAAAAGAAATA 0.453

+ 1 1489 DHGB2_uc003ljs.1 NM_003736 NP_003727 Q9UN71 PCDGG_HUMAN|Extracellular (Potential). 0 GAGCAGCGGGAG 0.622

+ 3 481 FIP1_uc003lmj.1_In NM_030571 NP_085048 Q9BT67 NFIP1_HUMAN lasmic (Potential). 0 ACTATCCCTTTGG 0.428

+ 4 1779 nn.1_Missense_M NM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4 AAAAAAGCTGTTA 0.448

+ 8 1520 _p.P473S|TCERG1 NM_006706 NP_006697 O14776 TCRG1_HUMAN Glu-rich. 2 GAGGATCCTAAAG 0.403

- 3 244 e_Mutation_p.S27L NM_000870 NP_000861 Q13639 5HT4R_HUMAN ame=1; (By similarity). 1 ACCGTCGAGAGAA 0.537

+ 13 1381 lqc.1_Missense_M NM_014945 NP_055760 O94929 ABLM3_HUMAN 3 GGTACATAGACTC 0.627

+ 4 518 NM_001001669 NP_001001669 A1IGU5 ARH37_HUMAN DH. 0 GAGGCGGTGGTG 0.597

+ 2 558 NM_014228 NP_055043 Q99884 SC6A7_HUMAN Name=1; (Potential). 0 TGGCGCTTCCCCT 0.602

- 6 1903 GM_uc011dcl.1_Int NM_052860 NP_443092 Q96RE9 ZN300_HUMAN 2 GTTTCTCTCCTGT 0.433

+ 11 1581 2A_uc011dcs.1_In NM_078483 NP_510968 Q7Z2H8 S36A1_HUMAN Name=11; (Potential). 1 ATGAGGCTCTCTA 0.552

+ 9 1489 ation_p.V294M|uc0 NM_198321 NP_938080 Q86SR1 GLT10_HUMANmenal (Potential). 2 CACCCGTGGAGC 0.274 rs117925322

+ 1 597 NM_000679 NP_000670 P35368 ADA1B_HUMANasmic (By similarity). 1 TCCATCGATCGCT 0.617

- 3 661 CNMB1_uc003mar NM_004137 NP_004128 Q16558 KCMB1_HUMANcellular (Potential). 2 CACAGCCCACCTG 0.592

+ 4 773 on_p.E71K|KCNIP NM_001034837 NP_001030009 Q9NZI2 KCIP1_HUMAN and 1; degenerate. 2 GTCAACGAAGAC 0.547 rs145371121

- 14 1516 03mhm.2_Missens NM_016222 NP_057306 Q9UJV9 DDX41_HUMAN case C-terminal. 0 GGCAGGGAAGTC 0.577

+ 5 612 NM_014594 NP_055409 Q86Y25 Z354C_HUMAN 1 AATTGGGGAAAAG 0.353

- 18 2044 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2 ACGCTCAGGATGC 0.527

- 7 1220 _p.R177C|TRIM7_u NM_203293 NP_976038 Q9C029 TRIM7_HUMAN B30.2/SPRY. 3 GGACGCGGGTGT 0.697

+ 5 1776 mua.2_Missense_M NM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2 AGGGAGGAGAG 0.607

+ 4 2241 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 GTGAGTCCACCAA 0.512

+ 2 319 se_Mutation_p.P35 NM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN 2 GGTTTTCCCAGTA 0.607

- 1 880 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMAN lasmic (Potential). 3 CCTTATTTCTTAAG 0.423

+ 4 729 2_3'UTR|MOG_uc0 NM_206809 NP_996532 Q16653 MOG_HUMAN lasmic (Potential). 1 TTTTAGGAAAACT 0.493

- 7 1214 M10_uc003npn.2_I NM_006778 NP_006769 Q9UDY6 TRI10_HUMAN B30.2/SPRY. 0 CCACGGTGCAGC 0.662

+ 14 1795 _p.R311Q|SKIV2L_ NM_006929 NP_008860 Q15477 SKIV2_HUMANcase ATP-binding. 4 CAGGCGGCTGAA 0.577

- 5 777 kc.2_Missense_Mu NM_001093728 NP_001087197 Q8WWU5 TCP11_HUMAN 5 GGATCCGTAATGT 0.478 rs146246778

+ 2 1017 tj.1_RNA|BRPF3_u NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2 CCCTCCCGGCCTG 0.597

+ 6 2254 tj.1_RNA|BRPF3_u NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2 CCACCGAGCAGC 0.408

+ 5 1562 nb.2_Intron|PI16_u NM_153370 NP_699201 Q6UXB8 PI16_HUMAN cellular (Potential). 0 CCACGGGTGGGC 0.617

- 8 1072 se_Mutation_p.M26 NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN tracellular (Potential). 2 GTAGTCCATTTTG 0.353

- 11 1407 dwl.1_Missense_M NM_153840 NP_722582 Q5T601 GP110_HUMAN cellular (Potential). 3 AGTAACCGTGAGC 0.443

+ 2 214 NM_207410 NP_997293 Q6UXV0 GFRAL_HUMANcellular (Potential). 2 CTTGGAGAGTAAT 0.328

- 40 6556_6557OS1_uc011ebi.1_R NM_002944 NP_002935 P08922 ROS_HUMAN e.|Cytoplasmic (Potential). 25 GGCCTTCCCCTCT 0.436



- 1 89 u.2_5'UTR|VNN3_u NM_078625 NP_523239 0 TTTGGAAAATGTG 0.358

+ 11 1393 NM_000301 NP_000292 P00747 PLMN_HUMAN Kringle 4. 4 CCCAGCGTCAGGT 0.502

- 7 1655 ALL2_uc003ski.3_5 NM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1 GGAGACGAGGAC 0.622

- 6 1125 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50 ATTCCTCCTCCAT 0.483

- 14 2156 V1_uc003ssw.3_M NM_004956 NP_004947 P50549 ETV1_HUMAN 35 AGCCTTCGTTGTA 0.478

- 2 195_196 xy.1_Missense_Mu NM_006408 NP_006399 O95994 AGR2_HUMAN 0 TGGAATTTTCTCCA 0.47

+ 51 8334 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15 TTCAGAGAAGAAT 0.363

+ 6 518 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 CACATTCCTTCTG 0.328

- 9 952 8_splice|SKAP2_u NM_003930 NP_003921 O75563 SKAP2_HUMAN 1 CCATATCTATAAAA 0.294

- 1 397_398 NM_001126493 NP_001119965 0 GCCTTCTTTCACC 0.485

- 13 1588 p.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0 CGTGGTCTGAAAC 0.219

- 2 583 e_Mutation_p.T61 NM_001637 NP_001628 P28039 AOAH_HUMAN aposin B-type. 1 TGGACCGTCGAG 0.507 rs148515077

+ 11 2850 kbi.1_Missense_M NM_015052 NP_055867 Q76N89 HECW1_HUMAN 23 GAGTCGGTACCCG 0.662

+ 4 376 .1_5'UTR|DBNL_uc NM_001014436 NP_001014436 Q9UJU6 DBNL_HUMAN ADF-H. 1 ATGTGCGGAAGGG 0.622

+ 2 242 tnc.2_Missense_M NM_005856 NP_005847 O60896 RAMP3_HUMANcellular (Potential). 0 CTGTCCGAGTTCA 0.602

+ 1 401 Start_Site|VSTM2A NM_182546 NP_872352 Q8TAG5 VTM2A_HUMAN 0 CCCTTTTTGGAAT 0.483

+ 7 1696 vx.3_Missense_Mu NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 GAGCTCCTTCTCC 0.632

- 7 1113 _p.F202Y|SEMA3C NM_006379 NP_006370 Q99985 SEM3C_HUMAN Sema. 1 CCAGAGAAAAGCT 0.328

- 7 960_961 n.1_Nonsense_Mu NM_000601 NP_000592 P14210 HGF_HUMAN Kringle 2. 4 CGGCTGGCCATC 0.475

- 10 1073 NM_000722 NP_000713 P54289 CA2D1_HUMANular (Potential).|VWFA. 6 ATGTTCGGATCAG 0.348

+ 23 2332 _p.S705F|CCDC1 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 CGGAATCCTTGTA 0.403

- 3 293 _p.G59E|CYP3A5_ NM_000777 NP_000768 P20815 CP3A5_HUMAN 0 CATTTTTCCATACT 0.413

+ 2 342 NM_005837 NP_005828 O75817 POP7_HUMAN 1 GGCTTCCCAGCCG 0.607

- 13 2683 n_p.L638R|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN(Potential).|Protein kinase. 15 TCGGCAAGGTACC 0.587

+ 8 1241 _Mutation_p.R103 NM_020246 NP_064631 Q9BXP2 S12A9_HUMAN lasmic (Potential). 0 GCCTCCCGCATCC 0.632 rs143596115

+ 3 3876 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|19.|59 X approximate ta 27 ACTAGTGAAGGAA 0.498

+ 3 6600 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 CTTTCAACAACTC 0.483 rs147644870

+ 3 7335 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 ACACCTGTCACCA 0.517

+ 3 9432 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|50.|59 X approximate ta 27 CTTTCAACAACTC 0.498

- 20 2460 ves.2_Missense_M NM_000111 NP_000102 P40879 S26A3_HUMAN 4 CGTAATCCTCCAT 0.333

- 30 4558 _p.E1492K|LAMB4_ NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN Domain I. 8 ACGTTTTCCTCTTA 0.398

- 52 5974 vfw.2_Missense_M NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Pro-rich. 4 CTGTACGGGGGC 0.716

- 4 3120 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 TACTAATCCTTCAT 0.403

- 4 2443 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 ACGTGATTCCTTT 0.378

- 4 2441 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 GTGATTCCTTTTC 0.373

+ 7 612 se_Mutation_p.H16 NM_019071 NP_061944 Q9NXR8 ING3_HUMAN 1 ACAGATCATATTC 0.299

- 5 1244 _p.V61M|CADPS2 NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 GTACCACGTCGG 0.388

- 5 2076 3vly.1_Missense_M NM_176814 NP_789784 Q2TB10 ZN800_HUMAN 1 TACCGACGTCAGC 0.373

+ 41 7167 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 21. 12 GGGCCGGAGGC 0.677

+ 20 2111 _p.A691T|FAM40B NM_020704 NP_065755 Q9ULQ0 FA40B_HUMAN 0 AAATCGGCACCAA 0.438

- 21 4124 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 GGATGTCCGTCTG 0.562

- 19 2660 M1D_uc010lng.2_ NM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1 AGAAGGAAGTTTC 0.483

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 7 1067 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN 1 CTGTCAGCACTG 0.582

- 1 170 NM_176817 NP_789787 P59533 T2R38_HUMAN Name=1; (Potential). 2 AGAAACCCCACTG 0.463

- 4 759 xc.3_Missense_Mu NM_001001317 NP_001001317 Q8IYP2 PRS58_HUMANPeptidase S1. 0 GCTCTTTGTCTAA 0.353

+ 11 1333 ktc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMAN 5 TGGCTGGAGAGG 0.463



+ 1 373 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMAN lasmic (Potential). 6 GCTACCTTCACCC 0.498

- 4 825 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN C2H2-type 2. 3 TTCTCACACTCAC 0.577

+ 9 1777 CN3_uc003wip.2_M NM_004769 NP_004760 Q9UHC3 ACCN3_HUMAN lasmic (Potential). 2 TCCTGGGATATTT 0.612

+ 3 1150 NM_018941 NP_061764 Q9UBY8 CLN8_HUMAN 3 TGCTGCGGAAGAA 0.592

- 21 3602 p.S463F|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN xtracellular (Potential). 25 AAGCAGGAAAACG 0.557

- 3 439 NM_004686 NP_004677 Q9Y216 MTMR7_HUMAN 1 GGGCATCCGGTAG 0.433

+ 13 1652 _p.G502R|PIWIL2_ NM_018068 NP_060538 Q8TC59 PIWL2_HUMAN 1 ATGACCGGAATCC 0.468 rs138817329

+ 18 2079 xbw.3_Missense_M NM_005775 NP_005766 O60504 VINEX_HUMAN 0 CCCAGACCCAGGT 0.657

+ 2 424 7_uc003xdp.2_RN NM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 1. 0 GGAGCCCTCAAG 0.522

+ 19 2124 _p.G377R|DOCK5_ NM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-1. 3 GATGGAGGAGAG 0.333

+ 24 2474 _p.L556M|PTK2B_ NM_173174 NP_775266 Q14289 FAK2_HUMAN Protein kinase. 5 AACATCCTGGTGG 0.572

+ 2 286 NM_004095 NP_004086 Q13541 4EBP1_HUMAN 0 ACACCCCCAAGG 0.562

- 8 1917 3xpe.2_Missense_M NM_006749 NP_006740 Q08357 S20A2_HUMAN lasmic (Potential). 2 GGGCCGATGAGT 0.602

- 23 4432 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN VWFC. 2 CAGGTTCCTTTCA 0.517

- 17 3339_3340DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 GGAACGGAAGGT 0.495

- 2 419 ta.3_Missense_Mu NM_006211 NP_006202 P01210 PENK_HUMAN 4 TCCATTTTCTTCA 0.498

+ 2 700 VS1_uc003xui.2_In NM_173519 NP_775790 Q8IUQ0 CLVS1_HUMAN CRAL-TRIO. 5 GATGGGTTCCCCG 0.483

+ 5 744 _uc003yam.2_Miss NM_015886 NP_056970 O43692 PI15_HUMAN 3 GCAATTCATACTT 0.428

- 8 763 nse_Mutation_p.S1 NM_001738 NP_001729 P00915 CAH1_HUMAN 2 GGGATGAAGGAA 0.428

- 15 1862 ks.1_Missense_Mu NM_015902 NP_056986 O95071 UBR5_HUMAN 28 GATGGTGGAGGA 0.378

- 26 2712 _p.P706L|ASAP1_ NM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN Pro-rich. 4 AGTTTAGGAAGAA 0.294

- 9 2438 Y8_uc010mds.2_I NM_001115 NP_001106 P40145 ADCY8_HUMAN ical; (Potential). 6 GTATTGCCGTGAT 0.353

+ 20 4326 w.2_Missense_Mut NM_003235 NP_003226 P01266 THYG_HUMAN 15 GGGGACCACTTTG 0.567

+ 21 3531 3ywa.1_Missense_ NM_014957 NP_055772 A2RUS2 DEND3_HUMAN WD 2. 1 CTCCTTCCTGAG 0.577

- 2 174 NM_205545 NP_991108 Q6UXB3 LYPD2_HUMAN UPAR/Ly6. 0 CTGTGGGCTCCGG 0.637

- 5 939 c003yxj.2_Missens NM_000497 NP_000488 P15538 C11B1_HUMAN 3 GCAGTGAGTTCC 0.622

- 4 689 c003yxj.2_Missens NM_000497 NP_000488 P15538 C11B1_HUMAN 3 GACCTCCAGGGC 0.607

- 6 737 se_Mutation_p.R22 NM_023078 NP_075566 Q53H96 P5CR3_HUMAN 0 CTGAGCGCAGCTG 0.697

- 3 1516 NM_003923 NP_003914 O75593 FOXH1_HUMAN eraction domain (SID). 0 GGGCCACCCCCC 0.612

- 4 1620 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 GGGAGAGAGCTTG 0.478

- 2 688 NM_001163 NP_001154 Q02410 APBA1_HUMAN 1 CCTCGGCGTGCTC 0.687

+ 3 1718 p.3_Missense_Mu NM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0 TAGCCATTCCttaaa 0.284

+ 2 243 te.2_RNA|C9orf89_ NM_032310 NP_115686 Q96LW7 BINCA_HUMAN CARD. 0 ATGGGCGCTTGAG 0.557 rs117047073

- 1 671 NM_001001919 NP_001001919 Q8NGS5 O13C4_HUMAN lasmic (Potential). 1 AAGATGGTGTAGA 0.408

- 5 1323 _p.E408K|ASTN2_ NM_198187 NP_937830 O75129 ASTN2_HUMAN lasmic (Potential). 9 GAGTTTCATCGTC 0.537

+ 2 215 wa.2_Missense_M NM_138777 NP_620132 Q96E11 RRFM_HUMAN 3 AAGACAGTGCATG 0.478

+ 4 664 bus.2_Missense_M NM_016035 NP_057119 Q9Y3A0 COQ4_HUMAN 0 GGATTTCGACATC 0.597

+ 7 965_966 _p.R297*|SPTAN1 NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 4. 10 TTTGGCCGAGAC 0.48

+ 5 499 sense_Mutation_p.A NM_080877 NP_543153 Q8N130 NPT2C_HUMANcellular (Potential). 0 AAAGTGGCCGGA 0.647

- 2 191 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 CACCACGGAGAG 0.622

- 4 306 v.1_RNA|FAM9B_u NM_205849 NP_995321 Q8IZU0 FAM9B_HUMAN 0 GTTTTATCCATTTT 0.274

+ 9 1385 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN FERM. 13 AAAAGATCCAATT 0.393

+ 8 786 yn.2_Missense_Mu NM_003159 NP_003150 O76039 CDKL5_HUMANProtein kinase. 6 GGTATCGGTCCCC 0.408

+ 17 2144 ys.2_Missense_Mu NM_006240 NP_006231 O14829 PPE1_HUMAN 0 GTACAAGAGGCAA 0.373

+ 37 4399 NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 GTTGTGCCGTGAA 0.507

+ 1 876 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CCTCCCAAGACTC 0.607

- 10 775 p.T137R|GRIPAP1 NM_020137 NP_064522 Q4V328 GRAP1_HUMAN Potential. 3 TTTTCTGTCTGCA 0.507



+ 3 393 doq.1_Missense_M NM_000084 NP_000075 P51795 CLCN5_HUMANasmic (By similarity). 4 TTAATTCACAGTG 0.363

- 9 1187 _p.G362S|ABCB7_ NM_004299 NP_004290 O75027 ABCB7_HUMANane type-1.|Helical; (Potenti 1 TTAAACCGACACT 0.398

+ 4 1789 eh.1_Missense_Mu NM_021118 NP_066941 P35663 CYLC1_HUMAN 5 TTCAATGAAAAAG 0.418

+ 5 972 711_uc004eeq.2_M NM_021998 NP_068838 Q9Y462 ZN711_HUMAN 4 ATAGTGGATGATG 0.313

- 1 419 NM_001002916 NP_001002916 Q7Z2G1 H2BWT_HUMAN 1 GTGATGGTCTGGC 0.647

+ 11 2788 NM_017416 NP_059112 Q9NP60 IRPL2_HUMAN lasmic (Potential). 3 TCCAAAGAGCTTA 0.408

- 2 878 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMANcellular (Potential). 8 TTGGCTGTATGCA 0.532

- 2 353 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMAN 8 GCAAGGCCATGGT 0.572

- 5 2180 pm.1_Missense_M NM_012471 NP_036603 Q9UL62 TRPC5_HUMAN lasmic (Potential). 1 ACATTTCCTTAAT 0.443

+ 6 1653 e_Mutation_p.A309 NM_000868 NP_000859 P28335 5HT2C_HUMANasmic (By similarity). 3 AGAAAAGCTTCGA 0.438

+ 12 1660 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3 AGAGGTGGATATT 0.363

- 18 3313 p.W1082*|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 CTTGTTCCAAGCA 0.448

+ 4 2104 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTCCATGTCTCCT 0.572

- 2 420 4fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN 2 TTTGTCGAAGAAA 0.388

+ 7 887 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN ical; (Potential). 3 TTGGATGAACTAT 0.443

+ 2 247 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1 AGTTCTCTGCGCA 0.622

+ 5 557 n.2_Missense_Mut NM_001215 NP_001206 P23280 CAH6_HUMAN 2 ATTACAGCAACTT 0.498

+ 1 4118 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN 9.|Ala-rich. 0 CCGCCTCCCCAG 0.726

- 17 932 cfi.1_Missense_Mu NM_001852 NP_001843 Q14055 CO9A2_HUMAN lical region 3 (COL3). 2 GTCCACGAATACC 0.622

+ 14 1698 wkt.1_Missense_M NM_001102663 NP_001096133 0 GAGCTGCTGGAG 0.488

+ 6 818 NM_002001 NP_001992 P12319 FCERA_HUMAN lasmic (Potential). 5 GAACCAGGAAAGG 0.383

+ 2 439 _p.D114N|ALOX5_ NM_000698 NP_000689 P09917 LOX5_HUMAN PLAT. 2 TGAGGGATGGAC 0.582

+ 14 2035 y.1_Missense_Muta NM_020549 NP_065574 P28329 CLAT_HUMAN 3 GCACTGCGGGAG 0.572 rs116097791

+ 17 2097 PRKG1_uc009xow NM_001098512 NP_001091982 Q13976 KGP1_HUMAN kinase C-terminal. 6 ACACCTCCTATAA 0.333

- 6 1433 ij.1_RNA|TMEM26 NM_178505 NP_848600 Q6ZUK4 TMM26_HUMAN 0 GAGCCCCGCAAA 0.582

- 5 1915 9xyz.1_Missense_M NM_014904 NP_055719 Q7L804 RFIP2_HUMAN 1A, subcellular location, en 0 CTGGGCGTTTCTT 0.423

+ 3 577 R2D_uc001lkt.2_5 NM_018461 NP_060931 Q66LE6 2ABD_HUMAN 1 AAAGACGAAGATG 0.368

+ 1 637 _uc001mam.1_Int NM_001004757 NP_001004757 Q8NH59 O51Q1_HUMAN Name=5; (Potential). 1 GTGGATCCTCTGC 0.498

- 2 1441 16_uc010sqx.1_5' NM_014830 NP_055645 O15060 ZBT39_HUMAN 1 GCGCATTTCAGCT 0.552

- 6 1717_1718ense_Mutation_p.R NM_019600 NP_062546 Q32MH5 K1370_HUMAN 0 AACTCCTAAACA 0.401

- 4 621 XDC2_uc002eyb.2_RNA|PDXDC2_uc002eyc.2_RNA 0 TGTTCTTTGGCGG 0.363

+ 47 7485 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 3 (By similarity). 13 GCTAAGGACATGT 0.517

+ 2 487 .1_Intron|CNP_uc0 NM_033133 NP_149124 P09543 CN37_HUMAN 0 CGCCGGGACATC 0.602

- 4 392 NM_002634 NP_002625 P35232 PHB_HUMAN 0 TGGTGAAGATGCG 0.527

- 8 915 _p.L219R|SBNO2_ NM_014963 NP_055778 Q9Y2G9 SBNO2_HUMAN 0 CTGGACAGTGTG 0.657

- 284 82270 044E|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCAACTCCATTTT 0.413

- 25 2584 p.R822Q|KIF1A_uc NM_004321 NP_004312 Q12756 KIF1A_HUMAN Potential. 1 ATCTCCCGCATCA 0.652

+ 10 1244 _p.A325T|RTEL1_ NM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0 TTCAGCGCGGAC 0.662 rs144255879

- 21 3384 EMA5B_uc003egb NM_001031702 NP_001026872 Q9P283 SEM5B_HUMANcellular (Potential). 7 CAGTCGGTGGCC 0.632

- 3 501 L39L_uc003frf.1_R NM_052969 NP_443201 Q96EH5 RL39L_HUMAN 0 AGACCCAGCTTGG 0.418

- 18 3142 _p.D470N|EVC2_u NM_147127 NP_667338 Q86UK5 LBN_HUMAN Potential. 5 GCTGGTCCTCCAG 0.642

- 146 26926 1_uc003qou.3_Mis NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN space (Potential).|KASH. 45 GAGAGGGCACAG 0.552

- 12 1832 g.1_Missense_Mut NM_000168 NP_000159 P10071 GLI3_HUMAN C2H2-type 4. 19 AACCTTCGTGCTC 0.473

- 16 2319 NM_012431 NP_036563 O15041 SEM3E_HUMANg-like C2-type. 3 TCACGTCCTTTCT 0.368

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 5 817 LT3_uc011lnf.1_Mi NM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 actgctgctgctgctgctg 0.164

- 2 143 3_5'Flank|COQ4_u NM_015679 NP_056494 O95900 TRUB2_HUMAN 1 AGGAGCGGGAG 0.368



+ 4 614 BP5_uc010ncq.2_3'UTR 0 CAGTCCACCAGC 0.517 rs77284214

+ 1 1543 NM_001136234 NP_001129706 1 gctgctgctgctgctgctc 0.104

+ 42 6425 za.2_Nonsense_M NM_005120 NP_005111 Q93074 MED12_HUMAN Gln-rich. 4 agcagcagcagtacca 0.264

+ 2 457 NM_207422 NP_997305 Q56UQ5 TPT1L_HUMAN 1 GAGGTGGAAGGG 0.512

- 8 1138 AA0562_uc001akz NM_014704 NP_055519 O60308 CE104_HUMAN Potential. 0 TCCACGGCACAGC 0.498

+ 16 2279 ni.2_Missense_Mu NM_014874 NP_055689 O95140 MFN2_HUMAN Name=1; (Potential). 1 TGGCCTCCTTGA 0.642

- 3 530 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0 AAAGTTCTACAAA 0.498

+ 1 112 ma.2_Intron|CD52_ NM_001803 NP_001794 P31358 CD52_HUMAN 0 GCTTCCTCTTCCT 0.522

+ 5 1036 NM_031459 NP_113647 P58004 SESN2_HUMAN 7 CTGCCCCCCAGG 0.622

- 4 1204 sd.2_Missense_Mu NM_014654 NP_055469 O75056 SDC3_HUMAN cellular (Potential). 2 CCTACGAGCACCT 0.637

- 2 945 e_Mutation_p.Q29 NM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6 CCTGGCTGGGGC 0.642

+ 6 977 sense_Mutation_p NM_018056 NP_060526 Q9GZU3 TM39B_HUMAN 0 GGAGTTCCTCAAG 0.587

- 52 7819 xm.1_Missense_Mu NM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential). 12 ATGCTACTGACAT 0.473

- 45 6887 p.F2284L|CSMD2_ NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN ar (Potential).|CUB 13. 12 ACCGGAGAAAGC 0.313

- 25 3961 p.G1351E|CSMD2 NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 ACTTACCCAATGG 0.577

- 8 1265 ba.1_Missense_Mu NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 ACAATTCGTCCAG 0.498

- 4 4823 e_Mutation_p.H120 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 GGAGATGGAGTTG 0.607

- 12 2458 DC1_uc001dek.3_ NM_001114120 NP_001107592 Q5TB30 DEP1A_HUMAN 0 CCGTGGTTGGAA 0.353

- 2 426 P2_uc001dmy.1_R NM_004120 NP_004111 P32456 GBP2_HUMAN P (By similarity). 1 AGGTAGGATTTGC 0.542

+ 4 950 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMAN Name=3; (Potential). 2 CGGGTGGAGCATC 0.577

- 7 1579 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 2. 2 CTCCGGGGAGTC 0.483

+ 2 232 HD1L_uc009wjh.2_ NM_004284 NP_004275 Q86WJ1 CHD1L_HUMAN 6 AACTGGCTCGCCC 0.507

- 3 2464 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 GCCCTGTCCATCC 0.567

- 2 843 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TATGACCGTCTGG 0.522

- 1 491 NM_001005185 NP_001005185 Q8NGY5 OR6N1_HUMANcellular (Potential). 1 AGGCGTGAAATCA 0.502

+ 10 2380 NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 6. 9 GGTGGGGAAGG 0.647

+ 3 907 1_uc010ppa.1_RN NM_201253 NP_957705 P82279 CRUM1_HUMANng (Potential).|Extracellular 9 GGGGATCACTGTG 0.512

+ 4 419 1_Intron|PTPRC_u NM_002838 NP_002829 P08575 PTPRC_HUMANcellular (Potential). 12 ATACTTCCACCCA 0.423

+ 9 1208 _p.Q316Q|CTSE_u NM_001910 NP_001901 P14091 CATE_HUMAN 1 CCTCCAGCTGGG 0.542

+ 4 856 _p.E267K|RASSF5 NM_182663 NP_872604 Q8WWW0 RASF5_HUMAN 1 ATCAAGGAGGTGA 0.592

+ 9 1388 bo.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 GCAGTCCCTGCT 0.488

+ 6 1162 2W3_uc001idp.1_In NM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY p.E372K(1) 7 AAGGGGGAAACCA 0.562 rs143805378

+ 1 698_699 NM_001005471 NP_001005471 Q8NHC8 OR2T6_HUMAN lasmic (Potential). 3 TGAAGGGAGGAA 0.51

- 1 577 NM_001001964 NP_001001964 Q8NH01 O2T11_HUMAN Name=5; (Potential). 1 GAGTTTCATACAA 0.483

+ 12 1778 AP11_uc001kef.2_In NM_133447 NP_597704 Q8TF27 AGA11_HUMAN PH. 0 GCCTGCGCACCC 0.473

- 7 1385 01kgl.2_Missense_ NM_213606 NP_998771 Q6ZSM3 MOT12_HUMAN ical; (Potential). 1 AGCAGAGCCCATC 0.463

+ 6 3472 1klq.2_Missense_M NM_014803 NP_055618 Q6AHZ1 Z518A_HUMAN 1 AAGATGTGAGAG 0.373

- 7 1170 NM_032211 NP_115587 Q96JB6 LOXL4_HUMAN SRCR 3. 5 AGGTTCCACCTGT 0.682

+ 20 2992 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANmenal (Potential). 10 GAGTTCCATTTGT 0.448

+ 8 842 NM_000936 NP_000927 P16233 LIPP_HUMAN 3 ATAGACGGAATCT 0.398 rs62623373

- 5 521 llu.2_Missense_M NM_173572 NP_775843 Q5SR76 CJ093_HUMAN 1 GGTGACGATATCC 0.527

+ 5 532 NM_206893 NP_996776 Q96PG2 M4A10_HUMAN cellular (Potential). 2 AAGGATCTCTTTC 0.512

- 2 1247 1_5'Flank|BRMS1_ NM_006876 NP_006867 O43505 B3GN1_HUMANmenal (Potential). 0 AACCTTCGTTCAG 0.473

+ 2 517 ense_Mutation_p.P NM_002896 NP_002887 Q9BWF3 RBM4_HUMAN RRM 1. 1 ACCTGCCCCGGG 0.493

- 10 2304 _p.G726S|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 AGCGACCTCCTC 0.458

+ 13 2713 ve.2_Missense_Mu NM_004426 NP_004417 P78364 PHC1_HUMAN 2 CTCGCGTTCGCA 0.537

- 3 1091 zju.1_Missense_Mu NM_198992 NP_945343 Q6XYQ8 SYT10_HUMAN mic (Potential).|C2 1. 2 GAAGTTCCTGTGA 0.358



- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANBC transporter. 6 TACTTATGATAAAA 0.368

+ 1 82 Mutation_p.H28Y|L NM_152641 NP_689854 Q68CP9 ARID2_HUMAN ARID. 10 TTCCACCACAGCA 0.677

- 39 11948 NM_003482 NP_003473 O14686 MLL2_HUMAN Gln-rich. 41 AGTAAAGTTCGAC 0.333

- 51 6918 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 ACCACGGAGGGC 0.622

- 11 1438 p.S414L|KDM2B_u NM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2 GTGGGTGAAGTGG 0.542

- 12 1570 33A_uc001ucc.2_ NM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1 ACATACGATATGT 0.527

+ 4 942 h.2_Missense_Mu NM_025215 NP_079491 Q9Y606 TRUA_HUMAN 2 GGCCAGGTGGTA 0.557

- 5 1217 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 CAGGCGAGCCCA 0.647

- 3 1055 _p.K168E|GJB6_uc NM_006783 NP_006774 O95452 CXB6_HUMAN cellular (Potential). 1 CACATTTCAACAC 0.443

+ 3 243 NM_144578 NP_653179 Q8NDC0 MISSL_HUMAN Pro-rich. 0 ACAAAACCTGGCC 0.517

+ 8 1945 ss.1_Missense_Mu NM_001024218 NP_001019389 Q9NQX3 GEPH_HUMAN h GABARAP (By similarity). 2 CTCAGGCTACATC 0.498

+ 3 910 _p.N155S|PCNX_u NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 CAAGCAACCAGGT 0.483

+ 8 809 LL5_uc010ask.1_M NM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3 TCCCTGGAAGAGA 0.398

+ 25 3125 r.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN c (By similarity).|4 X approx 10 CCCCGTCTGGTGC 0.453

- 2 268 u.2_Missense_Mut NM_033503 NP_277038 Q96LC9 BMF_HUMAN 1 GTGGGTCGAAGG 0.622

- 17 1881 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2 GGGGCCTGCCTG 0.677

+ 12 2313 te.2_Nonsense_Mu NM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 3. 2 CCGACTGGACCT 0.637

+ 2 2182 0unk.1_Missense_M NM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4 AAAAGCCTCTTCA 0.547

- 2 367 _p.L67P|FSD2_uc NM_001007122 NP_001007123 A1L4K1 FSD2_HUMAN 1 TCTTGAAGGTCTC 0.443

+ 17 1568 _Missense_Mutatio NM_138769 NP_620124 Q8IXI1 MIRO2_HUMAN rial intermembrane (Potenti 1 AAGTCCTTTGCAC 0.632

+ 6 1507 n_p.N40S|ZNF263 NM_005741 NP_005732 O14978 ZN263_HUMAN C2H2-type 1. 4 ACTCAAACCTAAT 0.478

- 13 4513 G1322E|GRIN2A_u NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 AAATTTCCCTCCA 0.527

+ 11 1514 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2 GGGACCGAGCTC 0.483

+ 15 1913 _p.D405N|SLC5A1 NM_052944 NP_443176 Q8WWX8 SC5AB_HUMAN lasmic (Potential). 2 GTCACGACCCCG 0.577

+ 1 114_115 BB3_uc010cja.1_R NM_006086 NP_006077 Q13509 TBB3_HUMAN 3 AGATCGGGGCCA 0.347

+ 32 7129 NM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail. 9 GCGGCTGGACCG 0.602

- 5 1584 NM_001145045 NP_001138517 P0CG31 Z286B_HUMAN C2H2-type 8. 0 TTTTCCCACATTC 0.388

+ 1 285 L3_uc002hit.2_5'F NM_017559 NP_060029 Q8TC99 FNDC8_HUMAN p.N68I(1) 2 CCATCAACCTACT 0.284

- 3 336 L16_uc002hkm.2_R NM_004590 NP_004581 O15467 CCL16_HUMAN 0 TTGGGATCCTTGA 0.507

- 14 1865 hrl.1_Missense_M NM_000723 NP_000714 Q02641 CACB1_HUMAN 2 CAGTAGCGGGCC 0.647

- 1 181 NM_033062 NP_149051 Q9BYR5 KRA42_HUMANF C-C-[GRQVS]-[SPT]- [VST 0 GGTCTGCAGCAG 0.677 rs147637076

+ 4 479 0cze.1_Missense_ NM_145041 NP_659478 Q96A25 T106A_HUMAN 0 TCATTCCCTATGG 0.572

+ 3 705 u.1_3'UTR|ARMC7_ NM_024585 NP_078861 Q9H6L4 ARMC7_HUMAN ARM 2. 1 TCCCAGAGCTGA 0.632

+ 9 1427 jth.2_Missense_M NM_198955 NP_945193 Q3V5L5 MGT5B_HUMANmenal (Potential). 3 ATGTTTCGTGAGT 0.622

+ 14 2094 NM_005925 NP_005916 Q16820 MEP1B_HUMAN lasmic (Potential). 2 AAATATCGTGAAA 0.408

- 21 3916 632_uc010xcr.1_Sp NM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0 ATTTGTACCTTCA 0.433

+ 7 1794 _p.E251K|DCC_uc NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 4. 17 GTGGCTGAAAATG 0.438

- 5 2855 hk.1_Missense_Mu NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 TGCCGTCCTTGCT 0.428

- 11 1263 _p.V409M|SEMA6B NM_032108 NP_115484 Q9H3T3 SEM6B_HUMANular (Potential).|Sema. 1 AGGGCACCGCCT 0.652

- 8 892 NM_032447 NP_115823 Q75N90 FBN3_HUMAN 11 CGGCCCGGTAGT 0.383 rs138686141

- 3 21008 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCAGAGGAAACAG 0.458

- 1 6323 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 ATTGTGGAATCCA 0.488

+ 10 2692 _p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S5 Q149M9 NWD1_HUMAN 7 GGATTTCCTGCCG 0.597

- 2 132 P1_uc010xpk.1_5'U NM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN 1 GGGCCGCGTGG 0.632

- 13 2081 p.R249Q|PDE4C_u NM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5 TGGATTCGGTCG 0.378

+ 19 2420 dd.2_Missense_M NM_173636 NP_775907 O43379 WDR62_HUMAN 0 GGCCACCCCAGG 0.453

- 3 1425 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 1. 9 GGCGCGGCAGA 0.677



- 5 506 ooo.2_Missense_M NM_004756 NP_004747 Q9Y6R0 NUMBL_HUMAN PID. 5 TTCACGGACTTTC 0.652

+ 1 550 rf54_uc002oox.1_5 NM_004596 NP_004587 P09012 SNRPA_HUMAN 4 TCCCGAGACCCG 0.498

- 4 855_856 p.E160K|PSG9_uc0 NM_002784 NP_002775 Q00887 PSG9_HUMAN -like C2-type 2. 2 TATTCTCCCTGGG 0.51

+ 2 654 0yct.1_Missense_M NM_014441 NP_055256 Q9Y336 SIGL9_HUMAN Potential).|Ig-like C2-type 1. 1 GCTCCTCGGTGCT 0.657 rs141688796

- 3 1129 _p.R240Q|SIGLEC NM_053003 NP_443729 Q96PQ1 SIG12_HUMAN 1.|Extracellular (Potential). 5 TGAGTCGGACAG 0.602

+ 3 1399 tg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13 ACTTTTCCAGAAA 0.473

- 11 2299 R113_uc010eyk.1_ NM_001145168 NP_001138640 Q8IZF5 GP113_HUMAN cellular (Potential). 4 CGGGTTCTTCCGG 0.627

+ 7 1007 _p.P253L|SPTBN1 NM_003128 NP_003119 Q01082 SPTB2_HUMAN 2.|Actin-binding. 8 GGACCCCGAAGG 0.423

+ 7 865 NM_031283 NP_112573 Q9HCS4 TF7L1_HUMAN Pro-rich. 3 TTCCTCCCGGTGG 0.612

+ 11 1213 se_Mutation_p.T18 NM_001135021 NP_001128493 Q96FG2 ELMD3_HUMAN ELMO. 2 AGCTGACCGGCTC 0.547

+ 3 224 1A_uc002sqv.2_5'F NM_017952 NP_060422 Q96EY7 PTCD3_HUMAN 1 ACATTAGGGATTG 0.284

- 2 151 _p.R11Q|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMAN lasmic (Potential). 11 AGCATTCGTTGTC 0.507

- 4 371 h.1_Missense_Mut NM_000576 NP_000567 P01584 IL1B_HUMAN 4 ATGAAGGGAAAGA 0.532

- 4 527 se_Mutation_p.P59 NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4 TAAACGGTTGATC 0.433

+ 27 5425 _p.T1712I|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN IV. 8 TTACAACCTCTGC 0.458

- 225 45318 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAATTTCCCCACC 0.473

- 75 19126 N_uc010zfj.1_Intron NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GTGATTCGCATCG 0.408 rs72648969

- 2 1412 NM_004657 NP_004648 O95810 SDPR_HUMAN 2 CCCCTGGAGGTCG 0.577

+ 20 2263_2264_p.R277K|AOX1_u NM_001159 NP_001150 Q06278 ADO_HUMAN 6 AGAAAGGAAACT 0.426

+ 26 2973 _p.E514K|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 TACAAGGAAATTG 0.368

+ 11 2663 0fvx.2_Missense_ NM_014640 NP_055455 Q14679 TTLL4_HUMAN TTL. 3 TTTGACCTGCGG 0.488

- 8 2241 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Protein kinase. 23 CCCTGTGAATCAC 0.443

- 2 776 xcb.1_Missense_M NM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2 TGAGGTCCATCTT 0.647

- 3 2822 xdk.2_Intron|CPNE NM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN RRM 3. 3 TAAAGGGCATGTT 0.353

+ 11 1414 0ggc.2_Missense_ NM_015568 NP_056383 Q96T49 PP16B_HUMAN 3 CTACTCTCCGAAT 0.567

- 5 521 C3_uc002xph.1_In NM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN WAP 3. 0 TTATGCCCCTGGG 0.547

+ 6 2719 5'Flank|GHRLOS_u NM_014760 NP_055575 Q93075 TATD2_HUMAN 2 CCTCCCTCGCCA 0.622

+ 6 2721 5'Flank|GHRLOS_ NM_014760 NP_055575 Q93075 TATD2_HUMAN 2 CTCCCTCGCCAGG 0.617 rs150215933

+ 3 300 _p.S95N|MOBP_uc NM_182935 NP_891980 Q13875 MOBP_HUMAN 2 GAACCAGCCGCCG 0.667

- 11 1701 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0 GCTTACCTTACTG 0.597 rs145582569

- 6 1088 by.2_Missense_Mu NM_001015887 NP_001015887 Q5DX21 IGS11_HUMAN lasmic (Potential). 0 CATTAGGAATTTC 0.323

- 9 1787 bjg.1_Missense_M NM_153002 NP_694547 Q8NFN8 GP156_HUMAN lasmic (Potential). 2 ATGTAAGGGCTAA 0.602

- 16 4783 ed.2_Missense_Mu NM_199420 NP_955452 O75417 DPOLQ_HUMAN 11 CATCATTGGAACA 0.333

- 9 1581 hwp.1_Missense_M NM_024727 NP_079003 Q6UY01 LRC31_HUMAN 3 GTCTAAACCATTG 0.448

- 3 10637 h.1_5'Flank|MUC4 NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 AGGAAGAGGGG 0.597

- 5 820 zh.1_Missense_Mu NM_006587 NP_006578 Q9Y5Q5 CORIN_HUMAN ular (Potential).|FZ 1. 2 TTCTAAACTGGGA 0.468

+ 32 5717 p.S1727F|PTPN13 NM_080683 NP_542414 Q12923 PTN13_HUMAN Poly-Ser. 6 CTGCTTCCTCTAG 0.393

+ 3 378 nse_Mutation_p.P5 NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN EGF-like 1. 1 TCACAGCTGTGTG 0.388

- 7 866 e.1_Missense_Mut NM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1 TGAATTTCCCACT 0.338

- 17 1850 hn.1_Missense_Mu NM_003866 NP_003857 O15327 INP4B_HUMAN 2 GTAGTTGATTGAT 0.383

- 14 2299 p.R609W|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 CTCTCCGAATGGT 0.418

- 6 1580 _p.M230I|LRP2BP_ NM_018409 NP_060879 Q9P2M1 LR2BP_HUMAN Sel1-like 5. 0 AAATTTCATCTTA 0.308

- 2 1212 o.1_Missense_Mut NM_005245 NP_005236 Q14517 FAT1_HUMAN cellular (Potential). 12 GGAGTTCCTTTATC 0.458

- 12 2291 nv.1_Missense_Mu NM_016279 NP_057363 Q9ULB4 CADH9_HUMAN lasmic (Potential). 9 TATTTTCCCACAG 0.418

+ 2 465 VELD2_uc003jwr.1_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMAN lasmic (Potential). 0 AAAGATCCCTACG 0.542

- 2 287 ARAP3_uc003llo.1_ NM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN 7 TCCAGGGAGCCC 0.642

- 1 313 NM_001080516 NP_001073985 A6NFK2 GRCR2_HUMAN 0 TGTAATCGTTGAA 0.498



+ 16 3055 se_Mutation_p.S81 NM_001114183 NP_001107655 P42261 GRIA1_HUMAN lasmic (Potential). 6 ACAGTTCAGGGAT 0.622 rs144882662

+ 49 5154 e_Mutation_p.E118 NM_004946 NP_004937 Q92608 DOCK2_HUMAN 7 CTGCCTGAGGTCA 0.587

- 4 1055 2A23_uc003mvp.1 NM_015482 NP_056297 A1A5C7 S22AN_HUMAN ical; (Potential). 1 AGGAAGGGGCAG 0.662

- 3 537 LA-DRB5_uc003ob NM_002125 NP_002116 Q30154 DRB5_HUMAN eta-2.|Extracellular (Potenti 0 CATTCTGAATCAG 0.552

+ 8 884 plice_Site|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN 5 CTCTTAGGTGTTC 0.617

+ 6 1041 _p.E238K|MDFI_uc NM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0 TGCATGGAGTGCT 0.672

- 4 502 pai.2_Missense_M NM_138694 NP_619639 P08F94 PKHD1_HUMANotential).|IPT/TIG 1; atypica 44 CACAGGGAACACT 0.507

+ 5 1539 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 CATATCCGCTTTT 0.408

- 3 677 nse_Mutation_p.D1 NM_030820 NP_110447 Q96P44 COLA1_HUMAN VWFA. 2 CGTCATCTTGGGA 0.443

- 5 965 VL4_uc011dyt.1_In NM_022726 NP_073563 Q9GZR5 ELOV4_HUMAN 2 GGTATCGTTTCCA 0.343

+ 17 2230 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 CACACCGAGCATG 0.527

- 10 1976 NM_153235 NP_694967 Q8N3L3 TXLNB_HUMAN 2 GGCTTCCAGGACG 0.622

+ 12 1641 ense_Mutation_p.G NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCCAAGGACCGA 0.488

- 3 625 MAD1L1_uc010ksj.2 NM_013393 NP_037525 Q9UI43 RRMJ2_HUMAN 1 CTTTGACTTCCAG 0.512

- 5 1154 _p.K373T|ACTB_uc NM_001101 NP_001092 P60709 ACTB_HUMAN 0 AAGCATTTGCGGT 0.512

+ 9 1187 _p.R210C|OGDH_ NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 ATCAATCGTGTCA 0.557

- 9 1391 _p.S305F|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 GTGGGAGAAACAC 0.413

- 7 627 n_p.V134I|CYP3A4 NM_017460 NP_059488 P08684 CP3A4_HUMAN 4 CAAAGACGCTGAG 0.448

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 1 662 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMAN lasmic (Potential). 6 CTCTGGGAAGACA 0.458

+ 1 829 C61_uc003wgx.2_I NM_138434 NP_612443 Q96FA7 CG029_HUMAN 1 CCATGGGGGCCG 0.542

- 45 7153 _p.Q1647*|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|CUB 13. 25 TGAGCTGAAATGC 0.338

- 2 91 NM_001033018 NP_001028190 Q30KP8 DB136_HUMAN 0 AGGTGCGAACTTT 0.458

+ 2 522 y.1_Missense_Muta NM_006269 NP_006260 P56715 RP1_HUMAN 12 GCCCGCGGCCCT 0.706

- 2 477 _p.S146T|JPH1_uc NM_020647 NP_065698 Q9HDC5 JPH1_HUMAN ic (Potential).|MORN 5. 1 GGCACGCTCTGGC 0.687

- 1 673 ydr.1_Missense_M NM_138817 NP_620172 Q8TCU3 S7A13_HUMAN cellular (Potential). 1 TGAAATCGTTCTA 0.413

- 10 940 p.R285K|ENPP2_u NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 AATATTCTCCGCT 0.428

- 25 3413 0_splice|KIAA0196 NM_014846 NP_055661 Q12768 STRUM_HUMAN 2 TTACTCACCTTAT 0.443

- 6 846 RC6_uc003ytl.2_R NM_012472 NP_036604 Q86X45 LRRC6_HUMAN 2 ATTCAGGAGTAAA 0.403

- 3 981 RPIN_uc003zbb.2_ NM_030974 NP_112236 Q9H0F6 SHRPN_HUMANociation (By similarity). 1 TTTCCAGGGCTCC 0.627

+ 4 334 g.2_RNA|ADCK5_u NM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1 AAGGTCGGCCTG 0.637

- 23 2707 3zkl.2_Missense_M NM_002839 NP_002830 P23468 PTPRD_HUMAN III 4.|Extracellular (Potentia 22 CCGAAGGAATTCC 0.478

- 1 436 NM_002175 NP_002166 P01568 IFN21_HUMAN 2 TCTCTTCCACCCC 0.468

- 1 490 .1_5'UTR|PAX5_u NM_016734 NP_057953 Q02548 PAX5_HUMAN p.?(9) 147 ACCTGTCCTGCTG 0.547

- 4 434 NM_000035 NP_000026 P05062 ALDOB_HUMAN 1 TTGTTCCTGCAAG 0.408

- 10 876 PN3_uc010mtu.2_ NM_002829 NP_002820 P26045 PTN3_HUMAN FERM. 3 ACTTACCAAGGAT 0.343

- 2 422 _p.L57F|PHF19_u NM_015651 NP_056466 Q5T6S3 PHF19_HUMAN 2 TCCCGAGGTAGTA 0.562

- 4 532 CL_uc004bna.2_3'U NM_005388 NP_005379 Q13371 PHLP_HUMAN 0 TCTCTTCCATTCG 0.478

- 9 1270 xb.2_Missense_Mu NM_021804 NP_068576 Q9BYF1 ACE2_HUMAN cellular (Potential). 3 GGAAGTCGTCCAT 0.408

- 6 1131 ND2_uc010nfb.2_In NM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5 TAATTTCCCATTA 0.294

+ 13 1511 NM_001654 NP_001645 P10398 ARAF_HUMANProtein kinase. 7 AGCGGGGCCCAG 0.627

- 5 1372 w.2_Missense_Mu NM_183353 NP_899196 Q9NVW2 RNF12_HUMAN 2 AAACCTCCTCGTT 0.458

- 3 942 0npd.2_Missense_ NM_000354 NP_000345 P05543 THBG_HUMAN 0 GAAATGGAAAACT 0.428

+ 16 2728 RC4_uc004emp.3_I NM_017752 NP_060222 Q0IIM8 TBC8B_HUMAN 4 TGGGCTCATTCTG 0.408

- 1 901 NM_005634 NP_005625 P41225 SOX3_HUMAN 1 CGTAGCGGTGCA 0.448

+ 4 416 EC1_uc010nsl.1_5 NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTGAGAGCGACG 0.587 rs147626195

+ 3 958 r.2_Nonsense_Mut NM_002025 NP_002016 P51816 AFF2_HUMAN 5 AGTGGTCACGTG 0.468



+ 5 506 Mutation_p.N99S|S NM_001363 NP_001354 O60832 DKC1_HUMAN 0 CCTCTAACCCCTC 0.453

+ 6 2110 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMAN cellular (Potential). 0 GCCTTCCCGCCG 0.706 rs142424158

+ 16 2279 ni.2_Missense_Mu NM_014874 NP_055689 O95140 MFN2_HUMAN Name=1; (Potential). 1 TGGCCTCCTTGA 0.642

- 3 530 NM_001146344 NP_001139816 O60813 PRA11_HUMAN 0 AAAGTTCTACAAA 0.498

+ 1 112 ma.2_Intron|CD52_ NM_001803 NP_001794 P31358 CD52_HUMAN 0 GCTTCCTCTTCCT 0.522

+ 5 1036 NM_031459 NP_113647 P58004 SESN2_HUMAN 7 CTGCCCCCCAGG 0.622

- 4 1204 sd.2_Missense_Mu NM_014654 NP_055469 O75056 SDC3_HUMAN cellular (Potential). 2 CCTACGAGCACCT 0.637

+ 6 977 sense_Mutation_p NM_018056 NP_060526 Q9GZU3 TM39B_HUMAN 0 GGAGTTCCTCAAG 0.587

- 52 7819 xm.1_Missense_Mu NM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential). 12 ATGCTACTGACAT 0.473

- 45 6887 p.F2284L|CSMD2_ NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN ar (Potential).|CUB 13. 12 ACCGGAGAAAGC 0.313

- 25 3961 p.G1351E|CSMD2 NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 ACTTACCCAATGG 0.577

- 13 2155 ba.1_Missense_Mu NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 GGTCATCAGCAGA 0.547

- 8 1265 ba.1_Missense_Mu NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 ACAATTCGTCCAG 0.498

+ 3 1362 orf175_uc010oof.1 NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN Ser-rich. 0 GTTCAGCGACACC 0.562

- 12 2458 DC1_uc001dek.3_ NM_001114120 NP_001107592 Q5TB30 DEP1A_HUMAN 0 CCGTGGTTGGAA 0.353

- 2 426 P2_uc001dmy.1_R NM_004120 NP_004111 P32456 GBP2_HUMAN P (By similarity). 1 AGGTAGGATTTGC 0.542

- 44 6129 qi.1_Missense_Mu NM_000350 NP_000341 P78363 ABCA4_HUMANsporter 2.|Cytoplasmic. 12 GGACTTCAGAAAT 0.438

+ 4 950 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMAN Name=3; (Potential). 2 CGGGTGGAGCATC 0.577

+ 5 531 wge.1_Missense_M NM_181643 NP_857594 Q8TCI5 CA088_HUMAN 2 AAATTTGGATCTC 0.418

- 7 1579 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN NBPF 2. 2 CTCCGGGGAGTC 0.483

- 2 297 NUDT17_uc001eof. NM_001012758 NP_001012776 P0C025 NUD17_HUMANudix hydrolase. 0 GAATGACGGCCAC 0.647

+ 2 232 HD1L_uc009wjh.2_ NM_004284 NP_004275 Q86WJ1 CHD1L_HUMAN 6 AACTGGCTCGCCC 0.507

+ 12 1487 wkt.1_Missense_M NM_001102663 NP_001096133 0 GAAAGAGCCTGAA 0.473

- 3 2464 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 GCCCTGTCCATCC 0.567

- 24 3138 _p.D116Y|ARHGEF NM_014784 NP_055599 O15085 ARHGB_HUMAN 9 CCAGATCATCCTC 0.572

+ 10 2380 NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 6. 9 GGTGGGGAAGG 0.647

- 2 838 _p.E253K|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN F-like 3.|Cys-rich. 11 GCTCTTCACAGAC 0.622

+ 14 2405 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 12. 6 CAGAATCATTTAC 0.418

+ 3 907 1_uc010ppa.1_RN NM_201253 NP_957705 P82279 CRUM1_HUMANng (Potential).|Extracellular 9 GGGGATCACTGTG 0.512

+ 4 419 1_Intron|PTPRC_u NM_002838 NP_002829 P08575 PTPRC_HUMANcellular (Potential). 12 ATACTTCCACCCA 0.423

- 3 464 hat.1_Missense_M NM_198447 NP_940849 Q6ZVE7 GOT1A_HUMANmenal (Potential). 0 AAGAATCCGTAGG 0.552

+ 9 1208 _p.Q316Q|CTSE_u NM_001910 NP_001901 P14091 CATE_HUMAN 1 CCTCCAGCTGGG 0.542

+ 4 856 _p.E267K|RASSF5 NM_182663 NP_872604 Q8WWW0 RASF5_HUMAN 1 ATCAAGGAGGTGA 0.592

- 2 502 NM_152485 NP_689698 Q96LT6 CA074_HUMAN 1 CAATCTCAAGGAT 0.507

+ 13 4051 A3_uc001hnm.2_M NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN Cytoplasmic (Potential). 5 TGCCATCGGGTTC 0.383

+ 9 1388 bo.3_Missense_Mu NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 GCAGTCCCTGCT 0.488

+ 6 1162 2W3_uc001idp.1_In NM_015431 NP_056246 Q8NG06 TRI58_HUMAN B30.2/SPRY p.E372K(1) 7 AAGGGGGAAACCA 0.562 rs143805378

+ 1 698_699 NM_001005471 NP_001005471 Q8NHC8 OR2T6_HUMAN lasmic (Potential). 3 TGAAGGGAGGAA 0.51

- 1 577 NM_001001964 NP_001001964 Q8NH01 O2T11_HUMAN Name=5; (Potential). 1 GAGTTTCATACAA 0.483

- 12 1700_1701 F692_uc001ifd.1_M NM_017865 NP_060335 Q9BU19 ZN692_HUMAN 0 TGGAGCCTGAGG 0.604

+ 10 1740 xig.2_Missense_M NM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3 AAGGGTGGATTC 0.453

- 10 1117 _p.S306F|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN 1 AAATAGGATTTCC 0.323

- 2 372 rf.3_Missense_Mut NM_001083116 NP_001076585 P14222 PERF_HUMAN MACPF. 3 GGTGCCGTCGGG 0.697 rs142059134

+ 6 503 e_Mutation_p.G168 NM_033100 NP_149091 Q96JP9 CDHR1_HUMAN |Extracellular (Potential). 1 CTGGAGGGAGTG 0.612

- 7 1385 01kgl.2_Missense_ NM_213606 NP_998771 Q6ZSM3 MOT12_HUMAN ical; (Potential). 1 AGCAGAGCCCATC 0.463

- 3 459 ense_Mutation_p.E NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 GGATCTCCTTCCA 0.488

+ 6 3472 1klq.2_Missense_M NM_014803 NP_055618 Q6AHZ1 Z518A_HUMAN 1 AAGATGTGAGAG 0.373



- 7 1170 NM_032211 NP_115587 Q96JB6 LOXL4_HUMAN SRCR 3. 5 AGGTTCCACCTGT 0.682

+ 20 2992 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANmenal (Potential). 10 GAGTTCCATTTGT 0.448

+ 8 842 NM_000936 NP_000927 P16233 LIPP_HUMAN 3 ATAGACGGAATCT 0.398 rs62623373

+ 8 807 e_Mutation_p.G26 NM_006541 NP_006532 O76003 GLRX3_HUMANGlutaredoxin 2. 0 AATGTGGATTCAG 0.299

- 5 521 llu.2_Missense_M NM_173572 NP_775843 Q5SR76 CJ093_HUMAN 1 GGTGACGATATCC 0.527

+ 1 835 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 GCCTTCGCCCACA 0.776 rs150899513

- 12 2132 Missense_Mutation_ NM_145886 NP_665893 Q9HB75 PIDD_HUMAN 0 CGCCCTCGAACAT 0.677

+ 5 532 NM_206893 NP_996776 Q96PG2 M4A10_HUMAN cellular (Potential). 2 AAGGATCTCTTTC 0.512

- 8 1303 nrp.2_Missense_Mu NM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN 1 AGGACACGGCAAC 0.517

- 2 1247 1_5'Flank|BRMS1_ NM_006876 NP_006867 O43505 B3GN1_HUMANmenal (Potential). 0 AACCTTCGTTCAG 0.473

+ 2 517 ense_Mutation_p.P NM_002896 NP_002887 Q9BWF3 RBM4_HUMAN RRM 1. 1 ACCTGCCCCGGG 0.493

- 11 1274 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 1. 4 CCAGCCGCTCCC 0.672

- 21 2765 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN Pro-rich. 5 GGGACGGGGGC 0.587

+ 17 5357 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 CCAGGTATCTGAA 0.473

+ 27 3762 e_Mutation_p.R11 NM_000260 NP_000251 Q13402 MYO7A_HUMAN MyTH4 1. 4 ATCCTGCGGCCAG 0.577

+ 10 1970 uc001pen.1_Intron NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 4.|Extracellular (Potential 3 TGGCATCCCTTCA 0.383

+ 29 4622 1pke.1_Splice_Site NM_000051 NP_000042 Q13315 ATM_HUMAN 240 TTTCTAGGATTCC 0.274

+ 8 879 qg.2_Missense_Mu NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN cellular (Potential). 0 AAAACCCTGTCAG 0.532

+ 2 354 4_uc010sca.1_5'F NM_021978 NP_068813 Q9Y5Y6 ST14_HUMAN lasmic (Pote p.R54C(1) 5 GGGGCGCTGGG 0.607

- 25 2774 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN cellular (Pote p.R902H(1) 7 CCAGACGGGCG 0.507

- 10 2304 _p.G726S|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 AGCGACCTCCTC 0.458

- 3 305 zt.2_Missense_Mu NM_002723 NP_002714 P10163 PRB4_HUMAN PR]-[PR]-P-Q-G-G-N-Q-[PS] 1 GGGGACCTTGGG 0.602 rs1063751

- 3 1091 zju.1_Missense_Mu NM_198992 NP_945343 Q6XYQ8 SYT10_HUMAN mic (Potential).|C2 1. 2 GAAGTTCCTGTGA 0.358

- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANBC transporter. 6 TACTTATGATAAAA 0.368

+ 4 324 mn.1_Missense_M NM_001843 NP_001834 Q12860 CNTN1_HUMAN-like C2-type 1. 9 GCCAGCCCTTTCC 0.428

- 1 82 NM_025003 NP_079279 P59510 ATS20_HUMAN 19 GCCTGGGGTGGA 0.652

+ 1 82 Mutation_p.H28Y|L NM_152641 NP_689854 Q68CP9 ARID2_HUMAN ARID. 10 TTCCACCACAGCA 0.677

+ 4 1242 _p.E51K|FAM113B_ NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 GGCGAGGAAGTCA 0.617

+ 26 2868_2869_p.S472F|NCKAP1 NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 TTTTCTCCTCCCA 0.416

+ 1 226 NM_002469 NP_002460 P23409 MYF6_HUMAN 1 GCAGCGGAGAGG 0.622

+ 13 3257 ab.1_Missense_Mu NM_001079910 NP_001073379 Q96JM4 LRIQ1_HUMAN LRR 8. 6 TTTCAACTGTGGA 0.308

+ 3 369 Site|C12orf23_uc0 NM_152261 NP_689474 Q8WUH6 CL023_HUMAN 0 TTTTTAGGAGATC 0.323

- 8 1363 q.2_Nonsense_Mu NM_181486 NP_852259 Q99593 TBX5_HUMAN 8 GGTATTGGGACCC 0.577

- 51 6918 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 ACCACGGAGGGC 0.622

- 12 1570 33A_uc001ucc.2_ NM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1 ACATACGATATGT 0.527

- 1 943 R81_uc001ucw.1_In NM_006018 NP_006009 P49019 HCAR3_HUMANcellular (Potential). 2 TTCTGCGTGCCCG 0.537

- 5 1217 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 CAGGCGAGCCCA 0.647

- 3 1055 _p.K168E|GJB6_uc NM_006783 NP_006774 O95452 CXB6_HUMAN cellular (Potential). 1 CACATTTCAACAC 0.443

- 1 409 EA_uc010tee.1_Intr NM_005584 NP_005575 Q13394 MB211_HUMAN 2 TGCAGCGTTGGT 0.373

- 3 1121 NM_000452 NP_000443 Q12908 NTCP2_HUMAN ical; (Potential). 4 GAAACAGGAACAA 0.393

- 3 797 _p.R126C|ZNF219_ NM_016423 NP_057507 Q9P2Y4 ZN219_HUMAN p.R126R(1) 1 GCGCGCGCTCTTC 0.721

- 34 5016 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4 GCCTCGGCGGCC 0.597

+ 3 243 NM_144578 NP_653179 Q8NDC0 MISSL_HUMAN Pro-rich. 0 ACAAAACCTGGCC 0.517

+ 3 275 NM_002306 NP_002297 P17931 LEG3_HUMAN epeats of Y-P-G-X(3)-P- G-A 0 TCCTATCCTGGGG 0.662

+ 3 910 _p.N155S|PCNX_u NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 CAAGCAACCAGGT 0.483

+ 5 3218 PM1_uc001xql.3_R NM_019589 NP_062535 P49750 YLPM1_HUMAN Arg-rich. 3 GACACACGGGATA 0.493

+ 8 809 LL5_uc010ask.1_M NM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3 TCCCTGGAAGAGA 0.398



+ 16 2086 ybs.1_Missense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN p.I654_H670del( 17 GGGGGGGATCCC 0.448

- 4 1604 gb.2_Missense_M NM_138576 NP_612808 Q9C0K0 BC11B_HUMAN C2H2-type 2. 10 CTGCGCCGGTGC 0.652

+ 75 13614 NM_001376 NP_001367 Q14204 DYHC1_HUMAN 10 TTCAGCGAGAGG 0.612

+ 25 3125 r.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN c (By similarity).|4 X approx 10 CCCCGTCTGGTGC 0.453

- 2 268 u.2_Missense_Mut NM_033503 NP_277038 Q96LC9 BMF_HUMAN 1 GTGGGTCGAAGG 0.622

+ 23 7980 z.1_Missense_Mut NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12 TGACTCCGCAAGG 0.433

+ 9 1219 sa.2_Missense_Mu NM_017705 NP_060175 Q9NXK6 MPRG_HUMAN lasmic (Potential). 2 AGGAAGGAATGGC 0.498

+ 12 2313 te.2_Nonsense_Mu NM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 3. 2 CCGACTGGACCT 0.637

+ 2 1531 h.1_Nonsense_Mu NM_005545 NP_005536 O14498 ISLR_HUMAN 4 CTGGGCCAAAGC 0.617

+ 2 2182 0unk.1_Missense_M NM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4 AAAAGCCTCTTCA 0.547

- 2 367 _p.L67P|FSD2_uc NM_001007122 NP_001007123 A1L4K1 FSD2_HUMAN 1 TCTTGAAGGTCTC 0.443

+ 17 1568 _Missense_Mutatio NM_138769 NP_620124 Q8IXI1 MIRO2_HUMAN rial intermembrane (Potenti 1 AAGTCCTTTGCAC 0.632

+ 6 1507 n_p.N40S|ZNF263 NM_005741 NP_005732 O14978 ZN263_HUMAN C2H2-type 1. 4 ACTCAAACCTAAT 0.478

+ 7 1444 _p.A369T|UBN1_u NM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN 2 GAGCTGGCTCAG 0.577

- 13 4513 G1322E|GRIN2A_u NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 AAATTTCCCTCCA 0.527

+ 11 1514 NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2 GGGACCGAGCTC 0.483

- 7 984 _p.W258*|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 ATATGGTCCACATT 0.443

+ 15 1913 _p.D405N|SLC5A1 NM_052944 NP_443176 Q8WWX8 SC5AB_HUMAN lasmic (Potential). 2 GTCACGACCCCG 0.577

- 2 371 dou.2_Nonsense_M NM_001520 NP_001511 Q12789 TF3C1_HUMAN 5 AGCCCTGGATGCC 0.463

- 1 298 evq.1_Missense_M NM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN 1 CCCGCCGTAGCC 0.413

- 3 669 n_p.L83F|SMPD3_ NM_018667 NP_061137 Q9NY59 NSMA2_HUMAN ical; (Potential). 1 AGAAGAGAAAGCC 0.642

- 10 1600 NM_005652 NP_005643 Q15554 TERF2_HUMANyb-type.|H-T-H motif. 1 ATGGTCCGCCAGC 0.438

+ 12 5035 e_Mutation_p.M120 NM_006599 NP_006590 O94916 NFAT5_HUMAN 0 ATACCATGGCTAC 0.299

+ 4 485 CNTNAP4_uc002fe NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANr (Potential).|F5/8 type C. 2 GATGATCCTCTTG 0.473

- 5 762 _p.G68S|FBXO31_ NM_024735 NP_079011 Q5XUX0 FBX31_HUMAN 1 TCCCGCCGGACAT 0.557

- 4 284 VD_uc002flf.1_5'Fla NM_002461 NP_002452 P53602 MVD1_HUMAN 0 TCCTCCGCTTCCG 0.697

+ 1 114_115 BB3_uc010cja.1_R NM_006086 NP_006077 Q13509 TBB3_HUMAN 3 AGATCGGGGCCA 0.347

+ 37 5690 e_Mutation_p.S181 NM_001005273 NP_001005273 Q12873 CHD3_HUMAN or interaction with PCNT. 1 ACCTCTCCAAGGA 0.607

+ 32 7129 NM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail. 9 GCGGCTGGACCG 0.602

- 5 1584 NM_001145045 NP_001138517 P0CG31 Z286B_HUMAN C2H2-type 8. 0 TTTTCCCACATTC 0.388

+ 1 285 L3_uc002hit.2_5'F NM_017559 NP_060029 Q8TC99 FNDC8_HUMAN p.N68I(1) 2 CCATCAACCTACT 0.284

- 3 336 L16_uc002hkm.2_R NM_004590 NP_004581 O15467 CCL16_HUMAN 0 TTGGGATCCTTGA 0.507

- 14 1884 nn.2_Missense_Mu NM_198836 NP_942133 Q13085 ACACA_HUMAN in carboxylation. 2 TGTTTTCTCCCCA 0.393

- 1 196 39_uc010wfm.1_5 NM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0 CCCAGGGAATTCT 0.502

+ 4 479 0cze.1_Missense_ NM_145041 NP_659478 Q96A25 T106A_HUMAN 0 TCATTCCCTATGG 0.572

- 4 450 C37A2_uc002ikn.1_ NM_016632 NP_057716 Q8IVW1 ARL17_HUMAN 0 TGCCGGTGACCC 0.403

+ 1 2104 uc010wna.1_RNA NM_032559 NP_115948 Q8N4N8 KIF2B_HUMAN Potential. 8 AAAATTGATGCTC 0.458

+ 11 1305 te_p.P300_splice|T NM_005486 NP_005477 O75674 TM1L1_HUMAN 1 ACCCCCGTAAGTA 0.318

+ 13 2750_2751 pm.1_Missense_M NM_030779 NP_110406 Q9H252 KCNH6_HUMAN lasmic (Potential). 1 CCCCAGGGCTTT 0.619

+ 8 1106 gl.2_Missense_Mu NM_002266 NP_002257 P52292 IMA2_HUMAN ing site (minor) (By similarit 2 GTACAGATGAACA 0.438

+ 4 1291 wqx.1_Missense_M NM_181790 NP_861455 Q7Z601 GP142_HUMAN lasmic (Potential). 4 ATCCACGATGCCT 0.607

+ 3 705 u.1_3'UTR|ARMC7_ NM_024585 NP_078861 Q9H6L4 ARMC7_HUMAN ARM 2. 1 TCCCAGAGCTGA 0.632

+ 7 849 g.3_Missense_Mut NM_001258 NP_001249 Q00526 CDK3_HUMANProtein kinase. 1 GCCAGAGGGCAG 0.582

+ 9 1427 jth.2_Missense_M NM_198955 NP_945193 Q3V5L5 MGT5B_HUMANmenal (Potential). 3 ATGTTTCGTGAGT 0.622

- 10 1985 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3 ATACCTCAGAATT 0.269

- 10 1973 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3 TCATTTTCTTTTC 0.284

+ 15 2956 bp.1_Missense_Mu NM_001942 NP_001933 Q02413 DSG1_HUMAN tential).|Desmoglein repeat 7 ATCCTAGAGAGTC 0.468



+ 14 2094 NM_005925 NP_005916 Q16820 MEP1B_HUMAN lasmic (Potential). 2 AAATATCGTGAAA 0.408

- 8 1490 _Mutation_p.E347K NM_003787 NP_003778 O94818 NOL4_HUMAN 3 AGTTTTCATCTAC 0.478

- 7 2067 2kzj.2_Missense_M NM_012319 NP_036451 Q13433 S39A6_HUMAN lasmic (Potential). 2 GAGTGGCGACGC 0.318

+ 7 1794 _p.E251K|DCC_uc NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 4. 17 GTGGCTGAAAATG 0.438

- 5 2855 hk.1_Missense_Mu NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 TGCCGTCCTTGCT 0.428

- 2 220 _p.N65S|SERPINB3_uc010dqb.2_Missense_Mutation_p P48594 SPB4_HUMAN 3 GTGGTGTTCTCTG 0.428

- 2 1244 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6 CATGGGGGAGCTC 0.383

- 4 363 uc010dvi.1_5'Flank NM_020196 NP_064581 Q9HCS7 SYF1_HUMAN HAT 3. 4 TAGCCACAGACG 0.657

- 3 21008 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCAGAGGAAACAG 0.458

- 1 6323 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 ATTGTGGAATCCA 0.488

- 2 333 n_p.R16L|ICAM3_ NM_002162 NP_002153 P32942 ICAM3_HUMANPotential).|Ig-like C2-type 1. 3 AGGATCCGACTG 0.552

- 4 1744 3_uc002msz.1_Mis NM_001080411 NP_001073880 Q8N7K0 ZN433_HUMANC2H2-type 14. 0 TCCTTCCATGATA 0.443

+ 1 143 xf.2_Missense_Mu NM_001031727 NP_001026897 Q9BV20 MTNA_HUMAN 1 AGAGCCGCTACGA 0.537

+ 10 2692 _p.S622F|NWD1_uc002nev.3_Missense_Mutation_p.S5 Q149M9 NWD1_HUMAN 7 GGATTTCCTGCCG 0.597

- 13 2081 p.R249Q|PDE4C_u NM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5 TGGATTCGGTCG 0.378

+ 19 2420 dd.2_Missense_M NM_173636 NP_775907 O43379 WDR62_HUMAN 0 GGCCACCCCAGG 0.453

- 5 506 ooo.2_Missense_M NM_004756 NP_004747 Q9Y6R0 NUMBL_HUMAN PID. 5 TTCACGGACTTTC 0.652

+ 1 550 rf54_uc002oox.1_5 NM_004596 NP_004587 P09012 SNRPA_HUMAN 4 TCCCGAGACCCG 0.498

- 2 253 on_p.L41Q|PSG5_ NM_002781 NP_002772 Q15238 PSG5_HUMAN g-like V-type. 3 GGTGGCAGGGCT 0.468

- 4 855_856 p.E160K|PSG9_uc0 NM_002784 NP_002775 Q00887 PSG9_HUMAN -like C2-type 2. 2 TATTCTCCCTGGG 0.51

- 1 1154 02peu.1_Silent_p.L NM_020709 NP_065760 Q9ULN7 PNML2_HUMAN 1 CACTGCCTAACCA 0.637

- 9 2649 xyr.1_Missense_M NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN .|Helical; (Potential). 4 TGCCCAGGGCAA 0.602

+ 1 58 NM_033068 NP_149059 Q9BZG2 PPAT_HUMAN 0 ctgctgctgctggtgctgc 0.622

+ 2 654 0yct.1_Missense_M NM_014441 NP_055256 Q9Y336 SIGL9_HUMAN Potential).|Ig-like C2-type 1. 1 GCTCCTCGGTGCT 0.657 rs141688796

- 3 1129 _p.R240Q|SIGLEC NM_053003 NP_443729 Q96PQ1 SIG12_HUMAN 1.|Extracellular (Potential). 5 TGAGTCGGACAG 0.602

+ 7 2416 eqr.1_Missense_M NM_018555 NP_061025 Q9NQX6 ZN331_HUMAN C2H2-type 8. 6 CCTCACGAATGTA 0.507

+ 4 621 010esf.2_Missense NM_013289 NP_037421 P43629 KI3L1_HUMAN Potential).|Ig-like C2-type 2. 5 CATGATGCTTGCC 0.547

+ 3 1399 tg.2_Missense_Mu NM_176811 NP_789781 Q86W28 NALP8_HUMAN NACHT. 13 ACTTTTCCAGAAA 0.473

- 11 2299 R113_uc010eyk.1_ NM_001145168 NP_001138640 Q8IZF5 GP113_HUMAN cellular (Potential). 4 CGGGTTCTTCCGG 0.627

+ 7 900 se_Mutation_p.R20 NM_015701 NP_056516 Q96DZ1 ERLEC_HUMAN 2 GGCCCAGATCAAG 0.378

- 3 329 n_p.R40K|TPRKB_ NM_016058 NP_057142 Q9Y3C4 TPRKB_HUMAN 2 AGAGTTCTTGTCT 0.353

+ 7 865 NM_031283 NP_112573 Q9HCS4 TF7L1_HUMAN Pro-rich. 3 TTCCTCCCGGTGG 0.612

+ 3 224 1A_uc002sqv.2_5'F NM_017952 NP_060422 Q96EY7 PTCD3_HUMAN 1 ACATTAGGGATTG 0.284

- 2 1056 _p.E313K|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 CTATTTCCTCGCC 0.667

- 2 151 _p.R11Q|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMAN lasmic (Potential). 11 AGCATTCGTTGTC 0.507

- 4 371 h.1_Missense_Mut NM_000576 NP_000567 P01584 IL1B_HUMAN 4 ATGAAGGGAAAGA 0.532

- 19 3556 NM_018383 NP_060853 Q9C0J8 WDR33_HUMAN 0 GACCAGGAAAACC 0.567

- 4 527 se_Mutation_p.P59 NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4 TAAACGGTTGATC 0.433

+ 27 5425 _p.T1712I|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN IV. 8 TTACAACCTCTGC 0.458

- 8 1706 ASTKD1_uc002uex NM_024622 NP_078898 Q53R41 FAKD1_HUMAN 4 CGGCTTCAATTCG 0.418

- 3 1016 NM_001080458 NP_001073927 Q03828 EVX2_HUMAN 2 GGAAGGGGTAGG 0.522

- 225 45318 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAATTTCCCCACC 0.473

- 75 19126 N_uc010zfj.1_Intron NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GTGATTCGCATCG 0.408 rs72648969

- 46 13470 .E4349K|TTN_uc0 NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 CAACCTCCTCAGT 0.453

- 46 14139 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GCTGTTCCCTAGT 0.373

- 2 1412 NM_004657 NP_004648 O95810 SDPR_HUMAN 2 CCCCTGGAGGTCG 0.577

+ 20 2263_2264_p.R277K|AOX1_u NM_001159 NP_001150 Q06278 ADO_HUMAN 6 AGAAAGGAAACT 0.426



+ 26 2973 _p.E514K|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 TACAAGGAAATTG 0.368

+ 10 1862 xm.1_Missense_M NM_032974 NP_116756 Q92851 CASPA_HUMAN 6 ACAATGGAAATCA 0.512

+ 11 2663 0fvx.2_Missense_ NM_014640 NP_055455 Q14679 TTLL4_HUMAN TTL. 3 TTTGACCTGCGG 0.488

- 1 421 ls.1_Missense_Mu NM_003590 NP_003581 Q13618 CUL3_HUMAN 4 GGTGTCCTTCCG 0.602 rs2969802

- 3 1640 0zoj.1_Missense_M NM_182501 NP_872307 Q7Z6M4 MTER2_HUMAN 1 cattgtcatcctcatcattg 0.224

- 8 2241 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Protein kinase. 23 CCCTGTGAATCAC 0.443

- 8 2152 se_Mutation_p.W22 NM_032501 NP_115890 Q9NUB1 ACS2L_HUMAN 2 CACTCCCAGGCC 0.527

+ 2 127 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATTCAGATGCAAT 0.333

- 2 776 xcb.1_Missense_M NM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2 TGAGGTCCATCTT 0.647

- 3 2822 xdk.2_Intron|CPNE NM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN RRM 3. 3 TAAAGGGCATGTT 0.353

+ 11 1414 0ggc.2_Missense_ NM_015568 NP_056383 Q96T49 PP16B_HUMAN 3 CTACTCTCCGAAT 0.567

- 5 521 C3_uc002xph.1_In NM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN WAP 3. 0 TTATGCCCCTGGG 0.547

- 3 1323 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4 CTTTCTCCAGTTT 0.453

- 21 3392 TCL1_uc011agu.1_ NM_007098 NP_009029 P53675 CLH2_HUMAN gment.|Heavy chain arm. 5 CACACAGCAGGC 0.527

+ 6 2719 5'Flank|GHRLOS_u NM_014760 NP_055575 Q93075 TATD2_HUMAN 2 CCTCCCTCGCCA 0.622

+ 6 2721 5'Flank|GHRLOS_ NM_014760 NP_055575 Q93075 TATD2_HUMAN 2 CTCCCTCGCCAGG 0.617 rs150215933

+ 6 574 wl.1_Missense_Mu NM_133625 NP_598328 Q92777 SYN2_HUMAN 2 TCCTTGGAGATTA 0.433

- 20 3063 ense_Mutation_p.E NM_003615 NP_003606 Q9Y6M7 S4A7_HUMAN cellular (Potential). 5 GTTGTTCCCCTGG 0.433

- 11 1701 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0 GCTTACCTTACTG 0.597 rs145582569

- 10 1127 hob.2_Missense_M NM_003848 NP_003839 Q96I99 SUCB2_HUMAN 2 AGTTGACGATACC 0.448 rs115935149

- 5 780 _p.R12W|KIAA1524 NM_020890 NP_065941 Q8TCG1 CIP2A_HUMAN 3 TGTGCCGACAAAG 0.299

- 6 1088 by.2_Missense_Mu NM_001015887 NP_001015887 Q5DX21 IGS11_HUMAN lasmic (Potential). 0 CATTAGGAATTTC 0.323

- 9 1787 bjg.1_Missense_M NM_153002 NP_694547 Q8NFN8 GP156_HUMAN lasmic (Potential). 2 ATGTAAGGGCTAA 0.602

- 9 1417 NM_199420 NP_955452 O75417 DPOLQ_HUMAN case C-terminal. 11 AGGCTCCTTCAAT 0.378

+ 8 899 bjn.1_Missense_M NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 CTGAAGGAAACAT 0.338

- 13 2948 NM_022776 NP_073613 Q9BXB4 OSB11_HUMAN 5 TATTTTCCAAAGT 0.358

- 3 1977 uc003ekl.1_5'Flank NM_153330 NP_699161 Q8NHS0 DNJB8_HUMAN 0 CCAGGCCACCAA 0.637

- 8 1344 1257_uc003elh.1_ NM_020741 NP_065792 Q9ULG3 K1257_HUMAN 0 ATGACGGCCAGC 0.592

- 9 1581 hwp.1_Missense_M NM_024727 NP_079003 Q6UY01 LRC31_HUMAN 3 GTCTAAACCATTG 0.448

- 3 12753 11bth.1_Intron|MUC NM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0 GTGACAGGAAGAG 0.587

- 3 941 NM_025163 NP_079439 Q86VD9 PIGZ_HUMAN ical; (Potential). 3 GGGCTGCCCCAG 0.612 rs149492566

+ 1 31 NM_001040448 NP_001035538 P59861 DB131_HUMAN 0 GGAGTCCTTTCCT 0.368

+ 30 3352 s.1_Missense_Mut NM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 4. 11 CAGCACGATTCAA 0.483

+ 15 1255 0iet.1_Missense_M NM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5 CAAAAATATGAAC 0.343

- 5 820 zh.1_Missense_Mu NM_006587 NP_006578 Q9Y5Q5 CORIN_HUMAN ular (Potential).|FZ 1. 2 TTCTAAACTGGGA 0.468

+ 16 2235 bzl.1_Missense_Mu NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3 AATTATGAAAACA 0.259

- 33 5653 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 AAGCATCTCGGTT 0.458

+ 32 5717 p.S1727F|PTPN13 NM_080683 NP_542414 Q12923 PTN13_HUMAN Poly-Ser. 6 CTGCTTCCTCTAG 0.393

+ 3 378 nse_Mutation_p.P5 NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN EGF-like 1. 1 TCACAGCTGTGTG 0.388

- 7 1075 4D_uc003icl.2_RNA NM_014822 NP_055637 O94855 SC24D_HUMAN Pro-rich. 0 ACCTGGATCTGAT 0.478

- 7 866 e.1_Missense_Mut NM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1 TGAATTTCCCACT 0.338

+ 13 1451 e_Mutation_p.R223 NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 ACCCCCGAATATG 0.378

- 17 1850 hn.1_Missense_Mu NM_003866 NP_003857 O15327 INP4B_HUMAN 2 GTAGTTGATTGAT 0.383

- 14 2299 p.R609W|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 CTCTCCGAATGGT 0.418

+ 12 1881 p.D114N|ETFDH_u NM_004453 NP_004444 Q16134 ETFD_HUMAN 3 AGTTTTGACCTCT 0.438

+ 12 1920 _p.E127K|ETFDH_ NM_004453 NP_004444 Q16134 ETFD_HUMAN 3 AATCATGAACATG 0.468

+ 8 1646 Z3_uc003ive.1_5'U NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN r (Potential).|EGF-like 1. 0 TGTTTTCCAGGAT 0.408



- 6 1580 _p.M230I|LRP2BP_ NM_018409 NP_060879 Q9P2M1 LR2BP_HUMAN Sel1-like 5. 0 AAATTTCATCTTA 0.308

- 2 1212 o.1_Missense_Mut NM_005245 NP_005236 Q14517 FAT1_HUMAN cellular (Potential). 12 GGAGTTCCTTTATC 0.458

+ 4 796 NM_007277 NP_009208 O60645 EXOC3_HUMAN 0 AAATTGACAGGCG 0.517

+ 2 770 NM_024337 NP_077313 P78414 IRX1_HUMAN 2 GGCGACCAGAGCA 0.667

+ 13 1949 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2 CTGAACCAGACCG 0.388

- 71 12215 fc.2_Missense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 6 (By similarity). 31 ATGATGGAATCTG 0.517

- 27 4193 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 AGTATATGTGATGT 0.313

+ 31 4632 IO_uc003jfh.1_Mis NM_007118 NP_009049 O75962 TRIO_HUMAN PH 1. 18 AGAGTTGGGTGTC 0.393

+ 3 965 NM_012304 NP_036436 Q9UJT9 FBXL7_HUMAN 3 ACGGGCGAGACC 0.662

+ 11 2037 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6 TTTAGCCGGCAG 0.622 rs111393391

- 12 2291 nv.1_Missense_Mu NM_016279 NP_057363 Q9ULB4 CADH9_HUMAN lasmic (Potential). 9 TATTTTCCCACAG 0.418

- 7 1200 NM_016279 NP_057363 Q9ULB4 CADH9_HUMAN |Extracellular (Potential). 9 CTTAAAGTATAGA 0.328

+ 10 1903 d.1_Missense_Mu NM_004932 NP_004923 P55285 CADH6_HUMAN r (Potential).|Cadherin 5. 7 CGTTTTCCTTGGC 0.413

+ 1 671 nz.1_Intron|NPR3_ NM_000908 NP_000899 P17342 ANPRC_HUMANcellular (Potential). 2 CTGGGACCTGCC 0.701

- 6 900 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0 AAAACCGAAAACT 0.323

+ 2 465 VELD2_uc003jwr.1_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMAN lasmic (Potential). 0 AAAGATCCCTACG 0.542

+ 8 5143 u.2_Intron|VCAN_u NM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16 ATGTTTCAGAGGA 0.428

- 6 957 se_Mutation_p.R18 NM_001239 NP_001230 P51946 CCNH_HUMAN 3 CAAGTTCTGTTCT 0.294

- 20 2359 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN TPR 12. 4 CTTTTTCTATGTA 0.284

- 13 2337 NM_180991 NP_851322 Q6ZQN7 SO4C1_HUMANName=12; (Potential). 4 CAAATCCATTGAA 0.308

+ 11 2215 kuz.2_Missense_M NM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0 ACCAGGGAACTT 0.338

- 11 2476 nse_Mutation_p.E7 NM_020389 NP_065122 Q9HCX4 TRPC7_HUMAN lasmic (Potential). 0 ATTTTTCCTCAAG 0.478

- 10 1342_1343 lbp.2_Missense_M NM_004598 NP_004589 Q08629 TICN1_HUMAN 1 AAAATCCCCTGAG 0.505 rs139421454

- 5 930 co.2_Missense_Mu NM_001496 NP_001487 O60609 GFRA3_HUMAN 1 CCAGGCGTGATCT 0.318

+ 1 975 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 AATGGAGAAGTTC 0.463

+ 1 2541 NM_018933 NP_061756 Q9Y5F0 PCDBD_HUMAN lasmic (Potential). 3 TACAAGGAAATTC 0.443

+ 1 2351 dal.1_Missense_M NM_018934 NP_061757 Q9Y5E9 PCDBE_HUMAN lasmic (Potential). 1 ATATGGGGGAAAT 0.373

+ 1 1024 0jfx.1_Intron|PCDH NM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANr (Potential).|Cadherin 3. 0 GACAACGATTGTG 0.443

- 2 287 ARAP3_uc003llo.1_ NM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN 7 TCCAGGGAGCCC 0.642

- 1 313 NM_001080516 NP_001073985 A6NFK2 GRCR2_HUMAN 0 TGTAATCGTTGAA 0.498

- 4 1058 ssense_Mutation_p NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2 CCAGTTCCTTTTC 0.423

+ 15 2714 .1_Intron|FBXO38_ NM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN 6 ACCCTCGGAGGC 0.572

+ 16 3055 se_Mutation_p.S81 NM_001114183 NP_001107655 P42261 GRIA1_HUMAN lasmic (Potential). 6 ACAGTTCAGGGAT 0.622 rs144882662

- 2 1523 _p.S489F|PWWP2A NM_001130864 NP_001124336 Q96N64 PWP2A_HUMAN 0 TTCAGAGAAGAG 0.522

+ 49 5154 e_Mutation_p.E118 NM_004946 NP_004937 Q92608 DOCK2_HUMAN 7 CTGCCTGAGGTCA 0.587

- 6 991 ation_p.H63Y|MGA NM_014275 NP_055090 Q9UQ53 MGT4B_HUMANmenal (Potential). 0 CAGAATGGATCTC 0.632

- 4 1055 2A23_uc003mvp.1 NM_015482 NP_056297 A1A5C7 S22AN_HUMAN ical; (Potential). 1 AGGAAGGGGCAG 0.662

+ 3 337 bh.2_Missense_Mu NM_004233 NP_004224 Q01151 CD83_HUMAN (Potential).|Ig-like V-type. 0 GTTATTGGAGGGT 0.507

- 6 695 se_Mutation_p.C1 NM_005074 NP_005065 Q14916 NPT1_HUMAN ical; (Potential). 4 AGATTCACAGATA 0.368

- 3 537 LA-DRB5_uc003ob NM_002125 NP_002116 Q30154 DRB5_HUMAN eta-2.|Extracellular (Potenti 0 CATTCTGAATCAG 0.552

+ 8 884 plice_Site|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN 5 CTCTTAGGTGTTC 0.617

+ 6 1041 _p.E238K|MDFI_uc NM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0 TGCATGGAGTGCT 0.672

- 4 502 pai.2_Missense_M NM_138694 NP_619639 P08F94 PKHD1_HUMANotential).|IPT/TIG 1; atypica 44 CACAGGGAACACT 0.507

+ 5 1539 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 CATATCCGCTTTT 0.408

- 3 677 nse_Mutation_p.D1 NM_030820 NP_110447 Q96P44 COLA1_HUMAN VWFA. 2 CGTCATCTTGGGA 0.443

- 20 2514 p.1_Missense_Mu NM_017934 NP_060404 Q8WWQ0 PHIP_HUMAN 6 TCTTTTGGAACAG 0.323

- 5 965 VL4_uc011dyt.1_In NM_022726 NP_073563 Q9GZR5 ELOV4_HUMAN 2 GGTATCGTTTCCA 0.343



+ 12 1542 6_uc010kcd.2_Miss NM_014942 NP_055757 Q9Y2G4 ANKR6_HUMAN 3 GGCAAGGATGGG 0.517

- 17 3102 ai.1_Missense_Mu NM_006828 NP_006819 Q8N3C0 HELC1_HUMAN 6 TCATCCGTACATA 0.343

- 3 418 ense_Mutation_p.R NM_198081 NP_932347 Q8N228 SCML4_HUMAN 1 AGAACCCGAGAC 0.562

- 13 1530 _p.S426L|CDK19_u NM_015076 NP_055891 Q9BWU1 CDK19_HUMAN Ser-rich. 4 TGAGACGAGGAA 0.587

+ 17 2230 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 CACACCGAGCATG 0.527

+ 3 686 LL2_uc003pxo.2_In NM_182645 NP_872586 Q8N8G2 VGLL2_HUMAN 1 ACCGCGCACTCG 0.746

+ 12 1641 ense_Mutation_p.G NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCCAAGGACCGA 0.488

- 3 625 MAD1L1_uc010ksj.2 NM_013393 NP_037525 Q9UI43 RRMJ2_HUMAN 1 CTTTGACTTCCAG 0.512

- 17 1637 a.2_Missense_Mut NM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN DAGKc. 12 CATCACGGAAAAA 0.368

- 5 657 KMY2_uc010ktz.2_ NM_020319 NP_064715 Q8IV38 ANKY2_HUMAN 1 TTGGCTCTTTATC 0.438

+ 6 438 e.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN Tudor. 9 TAAATCGATCTGA 0.358

- 1 510 NM_000162 NP_000153 P35557 HXK4_HUMAN 4 CCTTCTCCTTCTT 0.562

+ 6 623 ZF1_uc011kck.1_M NM_006060 NP_006051 Q13422 IKZF1_HUMAN C2H2-type 2 p.?(74) 148 GCGGGGCCTCATT 0.602

+ 12 1698 W1_uc011kef.1_M NM_018264 NP_060734 Q9NV66 TYW1_HUMAN 1 CAATTTCCTGCGG 0.423

+ 10 1129 o.1_Missense_Mut NM_033107 NP_149098 A4D1E9 GTPBA_HUMAN 0 GCACTTCATAAGA 0.368

- 5 4043 MD9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 ATATTTCACACTG 0.378

+ 4 586 kib.1_Missense_M NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 GATAGAGGACCAC 0.368

- 7 627 n_p.V134I|CYP3A4 NM_017460 NP_059488 P08684 CP3A4_HUMAN 4 CAAAGACGCTGAG 0.448

- 1 620 NM_002711 NP_002702 Q16821 PPR3A_HUMAN CBM21. 34 GATAAGGAGGAAC 0.333

+ 7 1318 n_p.T291A|C7orf58 NM_024913 NP_079189 A4D0V7 CG058_HUMAN 9 CATTCGACGGGCA 0.418

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 1 662 uc003wda.2_Intron NM_177437 NP_803186 P59551 T2R60_HUMAN lasmic (Potential). 6 CTCTGGGAAGACA 0.458

- 4 1890 _p.R548C|ZNF786_ NM_152411 NP_689624 Q8N393 ZN786_HUMANC2H2-type 10. 4 GCACGCGCAAGTG 0.642

- 5 551_552 NM_001040135 NP_001035225 Q9C0K3 ARP3C_HUMAN 0 ACTTCTGGGGAT 0.411 rs28634863

+ 1 829 C61_uc003wgx.2_I NM_138434 NP_612443 Q96FA7 CG029_HUMAN 1 CCATGGGGGCCG 0.542

- 45 7153 _p.Q1647*|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|CUB 13. 25 TGAGCTGAAATGC 0.338

+ 7 1123 _p.G218R|SH2D4A NM_022071 NP_071354 Q9H788 SH24A_HUMAN 0 CCCTCGGGGCCC 0.537

+ 3 272 xgb.1_Missense_M NM_016240 NP_057324 Q6AZY7 SCAR3_HUMAN lasmic (Potential). 4 GCAGCCGCTGCC 0.622

+ 2 522 y.1_Missense_Muta NM_006269 NP_006260 P56715 RP1_HUMAN 12 GCCCGCGGCCCT 0.706

- 2 477 _p.S146T|JPH1_uc NM_020647 NP_065698 Q9HDC5 JPH1_HUMAN ic (Potential).|MORN 5. 1 GGCACGCTCTGGC 0.687

- 1 673 ydr.1_Missense_M NM_138817 NP_620172 Q8TCU3 S7A13_HUMAN cellular (Potential). 1 TGAAATCGTTCTA 0.413

- 3 986 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN 0 GTTTTCGAAAATG 0.403

+ 7 1001 _p.P301S|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 AAATATCCCAGAG 0.512

- 1 508 NM_139166 NP_631905 Q8N0Z2 ABRA_HUMAN 2 GGCTGTGGAGGA 0.587

- 10 940 p.R285K|ENPP2_u NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 AATATTCTCCGCT 0.428

+ 18 2258 NM_022045 NP_071328 Q96DY7 MTBP_HUMANwith MDM2 (By similarity). 3 GGAGATCTAAAGA 0.363

- 25 3413 0_splice|KIAA0196 NM_014846 NP_055661 Q12768 STRUM_HUMAN 2 TTACTCACCTTAT 0.443

- 6 846 RC6_uc003ytl.2_R NM_012472 NP_036604 Q86X45 LRRC6_HUMAN 2 ATTCAGGAGTAAA 0.403

- 3 981 RPIN_uc003zbb.2_ NM_030974 NP_112236 Q9H0F6 SHRPN_HUMANociation (By similarity). 1 TTTCCAGGGCTCC 0.627

- 1 1338 _5'Flank|DOCK8_u NM_152569 NP_689782 Q5T8R8 CI066_HUMAN 1 GGGCTCCCCCG 0.607

+ 1 256 NM_017913 NP_060383 Q7L3B6 CD37L_HUMAN elf-association. 0 CTCGGGCCGAG 0.687

- 1 2808 _p.A581S|RANBP6 NM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 6. 3 AAGCAGCAGCTTG 0.418

- 23 2707 3zkl.2_Missense_M NM_002839 NP_002830 P23468 PTPRD_HUMAN III 4.|Extracellular (Potentia 22 CCGAAGGAATTCC 0.478

- 1 436 NM_002175 NP_002166 P01568 IFN21_HUMAN 2 TCTCTTCCACCCC 0.468

+ 2 1059 NM_212558 NP_997723 Q68D42 TM215_HUMAN 0 GACCACGAGACC 0.488 rs147544032

- 3 564_565 pt.2_Missense_Mu NM_001039803 NP_001034892 Q8IZL9 CDK20_HUMANProtein kinase. 1 CAGATCCGACAG 0.599 rs139270796

+ 7 1254 sh.2_Missense_M NM_014282 NP_055097 Q5JVS0 HABP4_HUMAN 1 CTGGGCGTGGAG 0.552 rs141094261



- 4 434 NM_000035 NP_000026 P05062 ALDOB_HUMAN 1 TTGTTCCTGCAAG 0.408

- 2 422 _p.L57F|PHF19_u NM_015651 NP_056466 Q5T6S3 PHF19_HUMAN 2 TCCCGAGGTAGTA 0.562

- 4 532 CL_uc004bna.2_3'U NM_005388 NP_005379 Q13371 PHLP_HUMAN 0 TCTCTTCCATTCG 0.478

- 3 284 _uc004brb.1_5'Fla NM_000976 NP_000967 P30050 RL12_HUMAN 0 GTCTGTTCTGAAT 0.502

- 9 1270 xb.2_Missense_Mu NM_021804 NP_068576 Q9BYF1 ACE2_HUMAN cellular (Potential). 3 GGAAGTCGTCCAT 0.408

- 6 1131 ND2_uc010nfb.2_In NM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5 TAATTTCCCATTA 0.294

- 6 650 p.P159S|MAP7D2_ NM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3 TAAGAGGGCCAAG 0.443

- 1 2311 NM_153270 NP_695002 Q8N239 KLH34_HUMAN Kelch 6. 1 ACGTTGCGGGTAG 0.692

+ 1 2650 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 AGTGCAGAGCAA 0.458

- 2 2527 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112 GATCTTCAGGGGG 0.512

- 5 1372 w.2_Missense_Mu NM_183353 NP_899196 Q9NVW2 RNF12_HUMAN 2 AAACCTCCTCGTT 0.458

- 3 942 0npd.2_Missense_ NM_000354 NP_000345 P05543 THBG_HUMAN 0 GAAATGGAAAACT 0.428

+ 16 2728 RC4_uc004emp.3_I NM_017752 NP_060222 Q0IIM8 TBC8B_HUMAN 4 TGGGCTCATTCTG 0.408

+ 27 3429 _p.Y1054F|ALG13_uc011mta.1_Missense_Mutation_p.Y Q9NP73 ALG13_HUMAN 1 CTCATTATGTACC 0.393

+ 31 3359 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 CAGATTCAAATCT 0.299

+ 2 295 1_5'Flank|LOC1003 NM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1 TGGTCCGTATTCC 0.512

- 1 1146 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 CCACTTCCTTCAT 0.493

+ 7 752 mum.1_Missense_ NM_003399 NP_003390 O43895 XPP2_HUMAN 0 AGTTATGATCTGG 0.507

+ 5 1249 p.R242C|ZNF449_ NM_152695 NP_689908 Q6P9G9 ZN449_HUMAN C2H2-type 2. 2 TTCCTTCGTAGTT 0.433

- 19 2219 TP11C_uc004fba.2_ NM_173694 NP_775965 Q8NB49 AT11C_HUMAN lasmic (Potential). 8 TCAATGGTTTTTG 0.408

+ 4 551 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTGAGGGCGACG 0.582

+ 3 958 r.2_Nonsense_Mut NM_002025 NP_002016 P51816 AFF2_HUMAN 5 AGTGGTCACGTG 0.468

- 9 1523 u.1_Missense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 2. 6 TTCTGTCCCATGG 0.682

+ 5 506 Mutation_p.N99S|S NM_001363 NP_001354 O60832 DKC1_HUMAN 0 CCTCTAACCCCTC 0.453

- 2 720 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0 GTACTTCATGCCG 0.483

- 1 436 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0 CTGGCTCGATCTC 0.622

- 13 1569 _p.V301M|NOC2L_ NM_015658 NP_056473 Q9Y3T9 NOC2L_HUMAN 2 GGATCACGGAGAA 0.637

- 8 883 _p.R72Q|NOC2L_u NM_015658 NP_056473 Q9Y3T9 NOC2L_HUMAN 2 ATGTGCCGCAGCA 0.622

+ 17 2883 NM_198576 NP_940978 O00468 AGRIN_HUMAN Kazal-like 9. 3 ACATACGGCAACG 0.627

+ 5 944 NM_138705 NP_619650 Q8TD86 CALL6_HUMANhand 4.|Potential. 0 ACCATCGACTATG 0.632

- 18 2317 9vkz.1_Missense_M NM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1 GCTCCTCCTCCTG 0.697

- 14 1977 kk.2_Missense_Mu NM_001409 NP_001400 O75095 MEGF6_HUMAN EGF-like 10. 1 GGCAGCGGCAGG 0.582

+ 9 1094 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9 CAGGGGGGTACG 0.617

+ 2 215 6_uc009vmn.2_Int NM_001215 NP_001206 P23280 CAH6_HUMAN 2 CCTTGAAGGGGC 0.602

+ 5 1212 .R167C|UBE4B_uc NM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4 ATCTTCCGTGTCT 0.463

+ 27 3098 qz.2_Nonsense_M NM_015074 NP_055889 O60333 KIF1B_HUMAN 3 TACGACCGATCCC 0.532

- 11 1360 NM_006610 NP_006601 O00187 MASP2_HUMANPeptidase S1. 4 GCCCTCCATATATA 0.448

+ 8 1255 ni.2_Missense_Mu NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Potential). 1 GAGCCCGAGTACA 0.567

+ 6 791 0obc.1_Missense_ NM_001243 NP_001234 P28908 TNR8_HUMAN cellular (Potential). 5 GTGCCAGCACCAT 0.622 rs151315213

+ 19 4402 p.R1421C|VPS13D NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 AGTGACCGTCTGC 0.488 rs148968489

+ 63 12049 S13D_uc001atx.2_ NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 AACCTCCATGAAA 0.358

+ 3 1466 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 GTCAGGGTGGAT 0.498

+ 4 1385 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0 AATTGGGAGATCT 0.572

- 1 474 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0 GTGCTGGGAAAC 0.517

- 14 2254 obr.1_Missense_M NM_003443 NP_003434 Q13105 ZBT17_HUMANMYC.|Interaction with HCFC 0 GCTGTCGCTGCCA 0.652 rs148819837

- 2 412 1_5'Flank|ARHGEF NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3 ATCCCCCCGCTG 0.682

- 20 2417 ense_Mutation_p.R NM_022089 NP_071372 Q9NQ11 AT132_HUMAN lasmic (Potential). 4 GGATGCGGGTCC 0.627



+ 7 1452 av.1_Missense_Mu NM_032880 NP_116269 Q96ID5 IGS21_HUMAN Ig-like 2. 4 GTAGGGGACACA 0.582

- 45 6630_6631se_Mutation_p.A14 NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 ACCTTCGCTTTAG 0.436

- 33 4680 m.1_Missense_Mu NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 ACAGCAGCATTAT 0.473

+ 4 593 .2_Missense_Muta NM_017765 NP_060235 Q6ZP29 PQLC2_HUMAN 1.|Helical; (Potential). 0 ATTGGCGGAGACT 0.617

- 14 1585 bco.1_Missense_M NM_181719 NP_859070 Q5TGY1 TMCO4_HUMAN 0 ACCTTCCGGAAAG 0.502

- 5 586 oda.1_Missense_M NM_001161729 NP_001155201 P14555 PA2GA_HUMAN 0 TAGGTCGTCTTGT 0.458 rs148324464

- 3 313 0oda.1_Missense_MNM_001161729 NP_001155201 P14555 PA2GA_HUMAN 0 CCTGTCGTCAACT 0.552

- 68 9092 vqd.2_Splice_Site_ NM_005529 NP_005520 P98160 PGBM_HUMAN 9 TACTCACGGTAGG 0.652

+ 13 1720 bgj.2_Missense_Mu NM_015013 NP_055828 O60341 KDM1A_HUMANmethylase activity. 2 CATCAAGAGACAG 0.383

- 13 1232 nse_Mutation_p.R2 NM_017707 NP_060177 Q8TDY4 ASAP3_HUMAN PH. 3 ACGTCCGGTTGTC 0.677

- 3 976 NM_004091 NP_004082 Q14209 E2F2_HUMAN F box.|Potential. 4 TTCTTGCGGATGA 0.602

+ 11 1401 p.R447Q|GRHL3_ NM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1 ACCTTCGGCCAGA 0.632

+ 1 65 P3S|CNKSR1_uc00 NM_006314 NP_006305 Q969H4 CNKR1_HUMAN 2 ATGGAACCGGTAG 0.637

+ 12 1727 DTC1_uc001bnp.1_ NM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN TPR 2. 2 GCCATGCTTTATG 0.552

+ 2 753 NM_005281 NP_005272 P46089 GPR3_HUMAN lasmic (Potential). 1 CGCATCGTCTGCC 0.587

- 2 434 RNA|MATN1_uc001 NM_002379 NP_002370 P21941 MATN1_HUMAN VWFA 1. 1 CTGCATCGCCGAA 0.617

- 5 514 _p.V126L|NKAIN1 NM_024522 NP_078798 Q4KMZ8 NKAI1_HUMAN lasmic (Potential). 1 GGAACACTTTGCT 0.627

- 6 864 OL16A1_uc001btl. NM_001856 NP_001847 Q07092 COGA1_HUMANSP N-terminal. 8 GCCAACGCAAGTC 0.637

- 16 2893 on_p.R780C|BAI2_ NM_001703 NP_001694 O60241 BAI2_HUMAN cellular (Potential). 13 GGGGGCGCACAG 0.627

- 10 2291 p.R745W|SPOCD1 NM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6 TGTCCCGCTGAAT 0.368

- 5 1840 NM_018207 NP_060677 Q9BVG3 TRI62_HUMAN B30.2/SPRY. 0 GGCTCCGTGCAG 0.592

- 3 1272 NM_018207 NP_060677 Q9BVG3 TRI62_HUMAN Potential. 0 TCTGCTCGATGTC 0.672

+ 2 419 bxt.2_Missense_Mu NM_032884 NP_116273 Q6P1W5 CA094_HUMAN 0 CAGCAGGCAGG 0.577

- 3 576 cbw.3_Missense_M NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANcellular (Potential). 8 GGTCGCCCTGCG 0.687

+ 7 731 P11L_uc010oil.1_R NM_016037 NP_057121 Q9Y3A2 UTP11_HUMAN 0 TTGTTCGTTATTG 0.398

+ 14 1573 cda.1_Splice_Site_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16 CAGGCTGTAAGTC 0.418

+ 1 3841 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|2. 0 GAGCCCACCTCCC 0.721

+ 4 528 hn.2_Intron|CCDC3 NM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0 ACAGAGGAACTC 0.299

+ 15 2538 q.2_Missense_Mut NM_005424 NP_005415 P35590 TIE1_HUMAN lasmic (Potential). 7 TTACCCGGCGGC 0.607

+ 11 1472 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 GGACCCGGTGTC 0.592

+ 47 6587 0467_uc001cjl.1_5 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 CGCCCGCAGGTG 0.567

- 5 737 A9_uc009vxd.2_RN NM_201649 NP_964012 P48067 SC6A9_HUMAN 0 CCATAGCCCACTC 0.478

+ 4 426 okt.1_Missense_M NM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN 0 GGCGACGTGCAG 0.572 rs145929825

+ 10 1348 ym.2_Missense_M NM_000779 NP_000770 P13584 CP4B1_HUMAN 2 CCCGACCCTGAG 0.582

+ 4 551 p.R167Q|CYP4A2 NM_001010969 NP_001010969 Q5TCH4 CP4AM_HUMAN 4 CTGTACGAGTGAT 0.567

- 4 1208 AL1_uc001cqy.2_M NM_003189 NP_003180 P17542 TAL1_HUMAN x-loop-helix motif. 1 GCTTGCGGAGCTC 0.567

+ 2 399 _p.S61N|ELAVL4_u NM_021952 NP_068771 P26378 ELAV4_HUMAN 2 ATGACAGCAAAAC 0.463

+ 8 1127 nr.1_Missense_Mu NM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 10. 2 GTGGACGCGAAT 0.602

- 4 1390 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN C2H2-type 3. 1 CAGCCGTGAGAA 0.627 rs148564902

+ 8 944 _p.V166M|ACOT11_ NM_015547 NP_056362 Q8WXI4 ACO11_HUMAN nzyme A hydrolase 2. 1 GCCATCGTGAACA 0.597 rs139645585

- 2 481 NM_152268 NP_689481 Q7L3T8 SYPM_HUMAN 2 TCCCACCGGTTGG 0.557

- 6 769 m.1_Nonsense_M NM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61 GGTCTCGAATAGG 0.498

- 11 1844 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CTCTCTTTTTCAG 0.403

- 10 1690 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TATTTTCCTGGTC 0.358

- 2 722 uc001dla.1_5'Flank NM_003921 NP_003912 O95999 BCL10_HUMAN 2 GGGACGGTGCG 0.726

- 8 1565 P2_uc001dmy.1_R NM_004120 NP_004111 P32456 GBP2_HUMAN 1 AGAGACGGTAACC 0.443

- 27 4218 NM_000350 NP_000341 P78363 ABCA4_HUMAN Cytoplasmic. 12 GGAAGTCCTTGTG 0.607



- 13 1706 RHGAP29_uc001d NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 TGTAAACTGTCTG 0.438

- 8 792 qz.3_Missense_Mu NM_001839 NP_001830 Q15417 CNN3_HUMAN 0 TCCACCGGCTGTA 0.448

- 1 96 FM3_uc001dui.2_I NM_058170 NP_477518 Q96PB7 NOE3_HUMAN 3 CAGCGCCAAGCTT 0.547

- 40 3380 p.G1033E|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 GCTGGTCCATCTT 0.378

+ 19 2588 g.1_Missense_Mut NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 ATCCGCGTCAGGT 0.532

+ 8 915 ao.2_Missense_Mu NM_004000 NP_003991 Q15782 CH3L2_HUMAN 1 CCACCGTGGGGG 0.577 rs140247314

+ 8 1832 whg.1_Missense_M NM_006699 NP_006690 O60476 MA1A2_HUMANmenal (Potential). 0 ATGGATCGTCCAA 0.333

- 2 316 ehg.2_Missense_M NM_017686 NP_060156 Q9NXN4 GDAP2_HUMAN 2 GAAGGTGCACCTA 0.398

- 3 532 NM_001080470 NP_001073939 Q5TEC3 ZN697_HUMAN 1 GAAGTACGGGAGG 0.682

- 1 754 NM_001047980 NP_001041445 P0C2Y1 NBPF7_HUMAN 2 GGGGGCGCAATT 0.483

- 11 2088 p.C611Y|NOTCH2_ NM_024408 NP_077719 Q04721 NOTC2_HUMAN GF-like 16; calcium-binding 27 CTGTAACATTCAT 0.542

- 1 242 NM_001123068 NP_001116540 A2BFH1 PAL4G_HUMANse cyclophilin-type. 0 CCATTAGGGTGTG 0.468

+ 12 1397 3_RNA|NBPF9_uc0 NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0 AACGATGACAATG 0.423

+ 4 1320 HFE2_uc001enk.2_ NM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN 1 CAGAGCGCAATCG 0.542

+ 15 1818 sb.1_Missense_M NM_173638 NP_775909 Q8N660 NBPFF_HUMAN NBPF 4. 0 ATAGATGTTATTCA 0.473

- 20 2194 b.1_Missense_Mut NM_001668 NP_001659 P27540 ARNT_HUMAN 9 GTTGGGGCACCAG 0.547

- 8 940 _p.R266Q|ARNT_u NM_001668 NP_001659 P27540 ARNT_HUMAN 9 CTCATTCGGCAAA 0.438

- 3 5923 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 CTCTGTCTTCGTG 0.567

+ 3 296 n_p.G49E|SPRR3_ NM_005416 NP_005407 Q9UBC9 SPRR3_HUMANpproximate tandem repeats 1 AACCTGGAAACAC 0.547

+ 14 2579 _p.G466S|NPR1_uc NM_000906 NP_000897 P16066 ANPRA_HUMAN(Potential).|Protein kinase. 7 CAGGCTGGTGAC 0.602

- 7 1245 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN 0 AGTGGCGAGGAC 0.522

+ 7 2065 _uc001fgg.1_3'UT NM_025207 NP_079483 Q8NFF5 FAD1_HUMAN 3 ACATACCGTCCAG 0.607

- 9 1107 _p.R362W|THBS3 NM_007112 NP_009043 P49746 TSP3_HUMAN alcium-binding (Potential). 5 TGGCCCGGGCATA 0.597 rs35484178

+ 2 848 _uc001fkl.2_5'Flan NM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2 CAGGATCTCCCTA 0.567

- 21 4514 ON4L_uc001fmb.3_ NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN Glu-rich. 3 CATCTTCCTCATC 0.478

+ 5 1108 7T|LMNA_uc010pg NM_170707 NP_733821 P02545 LMNA_HUMAN Coil 2.|Rod. 2 GTGGGGGCTGCC 0.637

+ 15 1966 p.G336E|NTRK1_u NM_002529 NP_002520 P04629 NTRK1_HUMAN(Potential).|Protein kinase. 17 CTGCGGGGATGG 0.642

+ 18 2517 qk.1_Missense_Mu NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3 CTGGACGGCTCC 0.607

- 11 2622 sm.2_Missense_M NM_031281 NP_112571 Q96RD9 FCRL5_HUMANPotential).|Ig-like C2-type 8. 6 CATTGTCGGCCTC 0.557

- 29 4223 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 13. 8 TGGGAGCCTCTG 0.483

+ 1 1263 NR_024151 0 TCCACTCGCATCC 0.607

+ 5 1541 _p.R389Q|POGK_u NM_017542 NP_060012 Q9P215 POGK_HUMAN DDE. 1 GCTTCCGGGGCCA 0.393

+ 2 135 NM_002995 NP_002986 P47992 XCL1_HUMAN 0 CCCAGCGACTGC 0.468

+ 8 1827 N_uc010pmx.1_Int NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 4. 9 GACCAAGAGACCA 0.602

+ 7 1364 _p.R101Q|FAM5B_ NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 ATGACCGGTTCCT 0.567

- 3 933 n|ANGPTL1_uc001 NM_004673 NP_004664 O95841 ANGL1_HUMAN Potential. 0 CCAGTTGGGAAAG 0.388

- 2 100 C_uc001grz.2_5'Fl NM_002597 NP_002588 P20941 PHOS_HUMAN 1 TTCCTCCAAACTT 0.318

+ 12 4303 nse_Mutation_p.R1 NM_201253 NP_957705 P82279 CRUM1_HUMAN lasmic (Potential). 9 GGCTCCCGAGTG 0.532

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

- 18 3003 wzl.1_Nonsense_M NM_017596 NP_060066 O75037 KI21B_HUMAN 6 CTTACCGGGCAGG 0.647

+ 11 1286 IA4_uc010pqf.1_5'UTR O75335 LIPA4_HUMAN 5 ATCAGCGGGACCT 0.642

- 16 2551 KHA6_uc009xau.1_ NM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4 TCTCTGGGGGTGT 0.517

- 6 753 hbv.1_Missense_M NM_005057 NP_005048 Q15291 RBBP5_HUMAN WD 4. 1 CCCTTCCGGGCAA 0.383

+ 3 1142 prf.1_Missense_Mu NM_014858 NP_055673 O75069 TMCC2_HUMAN 1 CCGACGGCAGCA 0.677

+ 4 503 z.2_RNA|CR1L_uc NM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 2. 0 AGATACCGACTCA 0.343

- 29 5946 NA2_uc001hgy.2_5 NM_025179 NP_079455 O75051 PLXA2_HUMAN lasmic (Potential). 3 TGTCATGGATGCT 0.572

+ 9 1388 NM_016343 NP_057427 P49454 CENPF_HUMAN localization to the cytoplas 13 AACAGCGTTCTTT 0.532



- 63 13784 NM_206933 NP_996816 O75445 USH2A_HUMAN II 30.|Extracellular (Potentia 26 CTTGGAGGTTTCC 0.453

+ 8 831 PATA17_uc001hli.2 NM_138796 NP_620151 Q96L03 SPT17_HUMAN 1 CCAATCGATGAGT 0.468

- 8 849 f.2_RNA|RAB3GAP NM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1 AAGCACGAAGAG 0.299 rs144569017

+ 3 1284 NM_021958 NP_068777 Q14774 HLX_HUMAN Homeobox. 2 GGAAGCGTTCATG 0.562

- 7 1103 42C|TP53BP2_uc NM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3 GAGGCGATCAAG 0.488

+ 4 1572 d.1_Missense_Mut NM_014777 NP_055592 Q14146 URB2_HUMAN 3 TCTGTCGTCCAGC 0.572

+ 6 1702 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN ronectin type-III. 4 ACGACGGTGCCG 0.632

- 10 3555 hvf.2_Missense_M NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6 CCCGCCGGGTCC 0.522

- 7 2978 1L2_uc001hvf.2_5' NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6 TACTTACTACTAA 0.393

- 5 1565 fu.2_RNA|PCNXL2 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2 GACAGGGAACAC 0.577

- 5 965 fu.2_RNA|PCNXL2 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2 CACCCTCGGATCT 0.498

- 30 4744 NM_005646 NP_005637 Q13395 TARB1_HUMAN 3 CACAAACGTCCAA 0.458

+ 1 905 2L13_uc001ids.2_In NM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMAN lasmic (Potential). 2 TGACACGAGTGAG 0.473

+ 1 28 2L13_uc001ids.2_In NM_001004491 NP_001004491 Q8NG84 O2AK2_HUMANcellular (Potential). 2 CCTTTGATATTTT 0.189

+ 1 120 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMAN Name=1; (Potential). 3 CTTCATGGGAAAC 0.522

+ 1 571 NM_017504 NP_059974 Q96R27 OR2M4_HUMANcellular (Potential). 2 TGCACAGAAACAT 0.408

- 1 47 NM_001004692 NP_001004692 Q8NG77 O2T12_HUMAN cellular (Potential). 3 TGGTTAAAGAGTC 0.448

- 5 667 ion_p.R167K|ZNF6 NM_017865 NP_060335 Q9BU19 ZN692_HUMAN 0 TGAGTCCTCTCAT 0.507

- 4 1118 _p.A336D|TUBB8_ NM_177987 NP_817124 Q3ZCM7 TBB8_HUMAN 1 TGGATGGCCGTAT 0.532

- 21 2617 p.V229M|DIP2C_u NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 CAGCCACGATCAC 0.647

- 3 274 uc009xhk.1_Silent_ NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 CCCGGCGTTCTTG 0.572

- 3 370 h.2_RNA|ASB13_u NM_024701 NP_078977 Q8WXK3 ASB13_HUMAN ANK 3. 1 ACCTTGGCCCCGT 0.662

- 4 616 h.1_Intron|IL2RA_u NM_000417 NP_000408 P01589 IL2RA_HUMAN xtracellular (Potential). 2 CCTGGACGCACTG 0.532

+ 3 1738 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN Lys-rich. 1 GAATTTCTTAAAG 0.264

+ 7 2716 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN PHD-type. 1 GAGATGCAGTGG 0.507

- 8 1223 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN lasmic (Potential). 4 CTTCGCCGCCCGG 0.617

- 53 8393 UBN_uc009xjr.1_M NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 20. 19 AAGTCACGACCAG 0.428

+ 5 581 ivu.3_Missense_M NM_030751 NP_110378 P37275 ZEB1_HUMAN C2H2-type 1. 5 CCTGTCCATATTG 0.318

- 19 2551 AP12_uc001iwc.1_ NM_018287 NP_060757 Q8IWW6 RHG12_HUMAN Rho-GAP. 0 CGACTCGCTGTC 0.413

- 14 2618 p.E693K|NRP1_uc NM_003873 NP_003864 O14786 NRP1_HUMAN ular (Potential).|MAM. 4 GATTTTCGTCAGC 0.493 rs139081795

- 1 79 NM_031866 NP_114072 Q9H461 FZD8_HUMAN 0 GCCGCAGCGCCG 0.647

+ 5 958 n|TMEM72_uc009x NM_001123376 NP_001116848 A0PK05 TMM72_HUMAN 0 ACACGACACCCAT 0.602

- 7 1704 L1_uc009xmu.2_M NM_001128324 NP_001121796 Q86XD8 ANUB1_HUMAN 0 GTTTCACCAGAGA 0.418

- 4 3617 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|4. 2 ACCTCCCCAATGA 0.622

- 4 3602 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|4. 2 AGGGCCCGGCCC 0.612

+ 4 2435 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0 cacacacacacacaca 0.433

+ 14 2036 y.1_Missense_Mut NM_020549 NP_065574 P28329 CLAT_HUMAN 3 CACTGCGGGAGC 0.577 rs114545628

- 7 1360 ron|uc001jin.2_Intr NM_001077685 NP_001071153 Q5VUJ5 AGAP7_HUMAN PH. 0 CTTGGACCCATGC 0.547

- 37 11059 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 CAAAATCCCTCTT 0.463

- 4 878 ij.1_RNA|TMEM26 NM_178505 NP_848600 Q6ZUK4 TMM26_HUMAN ical; (Potential). 0 TCTCGAGTGATCC 0.438

+ 1 240 qip.1_Missense_M NM_030759 NP_110386 Q96F24 NRBF2_HUMAN 0 ATGGAAGGACCCC 0.637

+ 12 2244 YPN_uc009xpt.2_M NM_032578 NP_115967 Q86TC9 MYPN_HUMAN 5 CCTAAGGAGTTTC 0.453

+ 14 2676 rp.2_Missense_Mu NM_170744 NP_734465 Q8IZJ1 UNC5B_HUMAN lasmic (Potential). 3 CGAAACCGCTAAT 0.617

- 14 2065 qy.2_Missense_Mu NM_007265 NP_009196 O95905 SGT1_HUMAN 1 AGCTATAGGATTC 0.463

- 7 742 n_p.A242V|USP54 NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 TGTGGAGCATTCA 0.468

- 7 727 n_p.R237H|USP54 NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 AACACACGGCGAA 0.468

- 31 4141 NM_007055 NP_008986 O14802 RPC1_HUMAN 0 GATTCCCATGATG 0.453



+ 1 387 uc010qls.1_5'Flank NM_001099692 NP_001093162 Q6IS14 IF5AL_HUMAN 0 ACCTTCGTCTCCC 0.547

- 3 1383 mc.1_Missense_Mu NM_001017924 NP_001017924 A6NDA9 LRIT2_HUMAN 2 CACGTGCCTCTAG 0.617

+ 2 406 b.3_Intron|LIPA_uc0 NM_001010987 NP_001010987 Q5T764 IFT1B_HUMAN TPR 2. 0 ACATGGGCAGATT 0.473

+ 13 1562 p.R362H|HELLS_u NM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2 TGAACCGTACAAT 0.338

- 7 978 M1_uc009xuv.2_3 NM_020992 NP_066272 O00151 PDLI1_HUMAN M zinc-binding. 0 TTGGTGCCACAG 0.537

+ 9 1402 mg.2_Missense_Mu NM_004088 NP_004079 P04053 TDT_HUMAN teraction with DNTTIP2. 1 TGCCTCGTCAAAG 0.483 rs151142894

- 13 1484 vh.1_Missense_Mu NM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 11. 4 TACAGGGAGAGCA 0.587

- 13 1668 ou.1_Missense_M NM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3 ACCTTCCTCATCA 0.478

- 18 1868 e_Mutation_p.Q389 NM_022362 NP_071757 Q96T76 MMS19_HUMAN 0 GAGCATTGGGTGG 0.527

+ 1 122 K2A_uc010qoy.1_In NM_018425 NP_060895 Q9BTU6 P4K2A_HUMAN 2 CCCGTCGGGCTC 0.776

- 3 975 NM_003015 NP_003006 Q5T4F7 SFRP5_HUMAN NTR. 1 ACTTTGCGGCCCA 0.592

+ 20 2883 NM_000392 NP_000383 Q92887 MRP2_HUMANasmic (By similarity). 1 TTAGCCGCAGGTT 0.483

+ 3 1075 se_Mutation_p.R33 NM_032429 NP_115805 Q9BRK4 LZTS2_HUMAN Potential. 4 GAGACCGGGAG 0.632

+ 9 1324 _p.V98I|TMEM180 NM_024789 NP_079065 Q14CX5 TM180_HUMAN 1 AACCGCGTCTTCA 0.612

+ 19 3734 .1_Nonsense_Mut NM_014720 NP_055535 Q9H2G2 SLK_HUMAN 8 TCCACCGGATCAT 0.438

- 5 440 n_p.P91S|COL17A NM_000494 NP_000485 Q9UMD9 COHA1_HUMANntial).|Nonhelical region (NC 5 AGTTGGGCAGAG 0.517

+ 9 1459 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN Potential. 5 AGGAGCGTGACC 0.498

- 5 325 EP1_uc001kyq.1_5 NM_020383 NP_065116 Q9NQW7 XPP1_HUMAN 4 ATGGCTGTGCCTG 0.478

+ 12 1186 _p.P405S|ACSL5_ NM_203379 NP_976313 Q9ULC5 ACSL5_HUMAN lasmic (Potential). 3 TTGTTTCCCGCGG 0.507

- 13 1573 416F|ABLIM1_uc00 NM_002313 NP_002304 O14639 ABLM1_HUMAN 1 AAGGGAGAGGGG 0.507

- 12 1444 p.R411W|ABLIM1_ NM_002313 NP_002304 O14639 ABLM1_HUMAN 1 TGGACCGATGGA 0.552

+ 6 1387 se_Mutation_p.L33 NM_207303 NP_997186 Q5VV63 ATRN1_HUMAN ar (Potential).|Kelch 1. 7 TGGTCCTAAAGTA 0.328

+ 12 2315 NM_207303 NP_997186 Q5VV63 ATRN1_HUMANxtracellular (Potential). 7 ATCTTGGGAATCT 0.358

+ 6 1247 NM_002775 NP_002766 Q92743 HTRA1_HUMAN PDZ. 0 GGCCAAAGGTAGG 0.537

- 15 2044 _p.A544V|ADAM1 NM_003474 NP_003465 O43184 ADA12_HUMAN ar (Potential).|Cys-rich. 9 CCAGGGGCAGGT 0.463

+ 27 2799 un.1_Missense_Mu NM_001380 NP_001371 Q14185 DOCK1_HUMAN 9 TTCTCCGGACCGT 0.483

- 1 332 NM_152311 NP_689524 Q8NCR9 CLRN3_HUMAN 1 CCCCACGAAAAAG 0.383

- 3 558 bc.1_Missense_Mu NM_173575 NP_775846 Q86UX6 ST32C_HUMANProtein kinase. 5 GCTCCCGGAAGAC 0.582

+ 3 302 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANmenal (Potential). 1 TGGGGGGGCTGG 0.597

+ 3 578 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN p.G168G(1) 1 AGCGCGGTGGG 0.716

- 10 2000 AF1_uc009ycf.1_R NM_021008 NP_066288 O75398 DEAF1_HUMAN Pro-rich. 0 GGTGCCGCTTTGG 0.557

+ 1 439 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 TGGGGGGTCCAA 0.692

+ 1 451 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 GGGGGGCTGTG 0.692

- 6 662 5_uc010qxr.1_Miss NM_001130520 NP_001123992 O14628 ZN195_HUMAN Spacer. 0 GTATGCCCTGCTC 0.353

- 3 332 1_5'UTR|CHRNA1 NM_020402 NP_065135 Q9GZZ6 ACH10_HUMANcellular (Potential). 1 GCATCTGTCCACT 0.552 rs138195713

- 1 368 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMAN Name=1; (Potential). 1 ATATTTCCAACAA 0.522

- 1 11 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANcellular (Potential). 2 AGGGATCCCAGG 0.547

- 1 660 .1_Intron|HBE1_uc NM_033180 NP_149420 Q9Y5P1 O51B2_HUMAN Name=5; (Potential). 3 GTTAAAGAGATCA 0.398

+ 1 712 _uc001mam.1_Int NM_001004757 NP_001004757 Q8NH59 O51Q1_HUMAN lasmic (Potential). 1 CGACTCCGTGCC 0.488

- 3 862 p.S168N|FAM160A NM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2 GGGCTACTGGGCA 0.597

+ 4 1055 215_uc010rax.1_5' NM_013250 NP_037382 Q9UL58 ZN215_HUMAN 0 GCTCACGAACAG 0.408

+ 2 664 fd.2_RNA|SYT9_u NM_175733 NP_783860 Q86SS6 SYT9_HUMAN lasmic (Potential). 3 CAGACGGGGATCC 0.602

+ 1 371 G7R|OLFML1_uc0 NM_198474 NP_940876 Q6UWY5 OLFL1_HUMAN 2 CTTCGAGGAGCT 0.567

+ 16 1872 ense_Mutation_p.R NM_003621 NP_003612 Q8ND30 LIPB2_HUMAN 4 GTAAACGGAATCC 0.453

- 1 233 NM_001003745 NP_001003745 P58181 O10A3_HUMAN cellular (Potential). 1 TCAGGCGTAATGA 0.448 rs150971423

- 22 3808 _p.V528I|DENND5 NM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN RUN 2. 1 GGACTACTTCATT 0.463

+ 5 766 AL2_uc010rci.1_Mis NM_014632 NP_055447 O94851 MICA2_HUMAN p.R160H(1) 2 GGTATTCGCCAAC 0.483



+ 9 1210 n_p.S101L|TEAD1_ NM_021961 NP_068780 P28347 TEAD1_HUMAN ctivation (Potential).|Pro-ric 0 CTGCATCGGCCC 0.567

+ 18 2012 NTL_uc001mkt.2_ NM_001178 NP_001169 O00327 BMAL1_HUMAN 0 CTTCTCCAGGAGG 0.498

- 19 3308 cw.1_Missense_M NM_002645 NP_002636 O00443 P3C2A_HUMAN p.R1081*(1) 10 TGTACTCGTTCCA 0.333

- 5 610 NM_003476 NP_003467 P50461 CSRP3_HUMANM zinc-binding 2. 0 AAAGTTCCCCATC 0.478

- 1 62 1mri.1_Missense_M NM_030771 NP_110398 Q96HJ3 CCD34_HUMAN 0 CCCGCCGCCCAC 0.706

- 14 2535 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2 CTTGTTCGGGTAA 0.318

+ 3 628 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0 AATTTACGAATCC 0.368

+ 1 1718 mun.1_Missense_M NM_012194 NP_036326 Q6ZVL6 CK041_HUMAN 2 CATTCCGTGTCTC 0.483

- 2 361 kd.1_Missense_Mu NM_198381 NP_938195 Q9UKW6 ELF5_HUMAN PNT. 1 AAGGCAGGGTAG 0.552

+ 11 2229 NM_005456 NP_005447 Q9UQF2 JIP1_HUMAN PID. 4 GAGTCCGTGGGG 0.632

- 10 1459 P2_uc001ndv.1_5'F NM_016223 NP_057307 Q9UKS6 PACN3_HUMAN SH3. 0 CCAGCGTAGTCAT 0.617

+ 23 3789 yln.1_Intron|MADD NM_003682 NP_003673 Q8WXG6 MADD_HUMAN Ser-rich. 11 GCACCGTGGTAG 0.517

- 4 1057 BTBD4_uc001nfz.2 NM_016506 NP_057590 Q9NVX7 KBTB4_HUMAN Kelch 2. 2 GCGCCGTGGGAT 0.587

- 6 1010 P160_uc009ylw.2_R NM_015231 NP_056046 Q12769 NU160_HUMAN 7 ACATTCGTAGTTT 0.403

+ 1 886 NM_001004727 NP_001004727 Q8NGF9 OR4X2_HUMAN lasmic (Potential). 0 TGGATTAGGACAT 0.438

+ 4 379 1nni.1_Missense_Mutation_p.M1I|GLYATL1_uc001nnj.1 Q969I3 GLYL1_HUMAN 1 CAGAATGATCCTA 0.433

+ 8 942 L1_uc001nni.1_Missense_Mutation_p.G189E|GLYATL1 Q969I3 GLYL1_HUMAN 1 AGCGAGGGAAGA 0.502

+ 8 1124 L1_uc001nni.1_Nonsense_Mutation_p.R250*|GLYATL1 Q969I3 GLYL1_HUMAN 1 ATGGTGCGATACA 0.458

+ 8 1584 r.2_Intron|CD6_uc NM_006725 NP_006716 P30203 CD6_HUMAN lasmic (Potential). 1 ATCAACCGGTCCC 0.587

- 6 1023 _p.P340S|CPSF7_ NM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN Pro-rich. 1 TGGGGGGAAGAA 0.567

- 5 589 _p.T198M|EEF1G_ NM_001404 NP_001395 P26641 EF1G_HUMAN ST C-terminal. 0 GTCCTCGTCTTCA 0.473

+ 2 238 n_p.E46G|TAF6L_u NM_006473 NP_006464 Q9Y6J9 TAF6L_HUMAN 3 GAGAGAGGCCAC 0.582

- 6 942 yom.2_Missense_M NM_004254 NP_004245 Q8TCC7 S22A8_HUMAN lasmic (Potential). 3 TTCGAGGACTTTC 0.572

+ 3 636 1nxd.2_Missense_ NM_033101 NP_149092 Q96DT0 LEG12_HUMAN Galectin 1. 2 AACCCTCGCTTCC 0.622

+ 3 824 N3_uc001nxp.2_In NM_201428 NP_958831 O95197 RTN3_HUMAN 1 CAGAAACCACCTA 0.408

- 41 5838 A_uc001obw.2_Mis NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2 CTGGACGTGGCC 0.701

- 2 112 11orf85_uc001ocd. NM_001037225 NP_001032302 Q3KP22 CK085_HUMAN 0 AACCTCGTCTCTG 0.383 rs146063063

+ 7 815 NM_006782 NP_006773 O95159 ZFPL1_HUMAN lasmic (Potential). 1 ATGATACGCGGGA 0.597

+ 17 1964 _p.P333L|POLA2_u NM_002689 NP_002680 Q14181 DPOA2_HUMAN 0 TCATCCCGTCAGA 0.512

+ 6 974 NM_032223 NP_115599 Q9H6A9 PCX3_HUMAN 0 GGACAGCCCCCC 0.647

- 9 1094 p.A310V|FIBP_uc0 NM_198897 NP_942600 O43427 FIBP_HUMAN 1 AGAACCGCACGTC 0.597

- 2 375 SL1_uc010ros.1_In NM_005438 NP_005429 P15407 FOSL1_HUMAN 0 GGGTAACTGCTGG 0.617

- 2 1337 1_5'Flank|BRMS1_ NM_006876 NP_006867 O43505 B3GN1_HUMANmenal (Potential). 0 ACTGGCGATATAG 0.507

+ 8 1207 _p.R324H|PELI3_u NM_145065 NP_659502 Q8N2H9 PELI3_HUMAN 1 GTGGCCGCACAG 0.731

- 1 676 S_uc001oir.2_5'Fla NM_018219 NP_060689 Q9NVE4 CCD87_HUMAN 2 TTGAACGTCCCAG 0.617

+ 3 261 S_uc001ois.2_5'Fl NM_005125 NP_005116 O14618 CCS_HUMAN HMA. 0 GGCAGGCGGTAC 0.617

- 12 1631 C_uc001ojp.1_Miss NM_022172 NP_071504 P11498 PYC_HUMAN 4 GGACAACGGGGT 0.622

- 2 307 _p.V40M|PITPNM NM_004910 NP_004901 O00562 PITM1_HUMAN 3 TCTCCACGCCGCT 0.642

- 2 269 mn.2_Missense_M NM_181843 NP_862826 Q8WV74 NUDT8_HUMAN ox.|Nudix hydrolase. 0 TTTCCCGCAGGG 0.647

- 3 259 5332_uc001omu.3 NR_024249 0 AGCCCGCTGGTG 0.627

- 12 1583 nk.2_Missense_Mu NM_001277 NP_001268 P35790 CHKA_HUMAN 2 GTCACACCCCAAG 0.582

+ 6 1345 P5_uc009ysg.2_5'U NM_002335 NP_002326 O75197 LRP5_HUMAN eta-propeller 2.|Extracellular 7 CGGTCGACTGGG 0.667

- 8 1032 p.R288W|CPT1A_ NM_001876 NP_001867 P50416 CPT1A_HUMAN lasmic (Potential). 2 CCTCCCGGTCCAG 0.343

+ 3 1042 nse_Mutation_p.R NM_138768 NP_620123 Q96EZ4 MYEOV_HUMAN 0 GGGCGCGAATGG 0.612

+ 8 709 p.R168Q|CTTN_uc NM_005231 NP_005222 Q14247 SRC8_HUMAN Cortactin 3. 1 CCGACCGAGTAGA 0.597

- 9 1577 oql.2_Missense_Mu NM_001163817 NP_001157289 Q9UBM7 DHCR7_HUMAN 2 GGCAGCGGTGGG 0.667

- 5 1825 rrz.1_Missense_Mu NM_004705 NP_004696 O43422 P52K_HUMAN 3 CTGAGGGTACCAG 0.438



+ 21 3955 1oxn.2_Missense_M NM_020193 NP_064578 Q7Z589 EMSY_HUMAN 6 CCAGCTCCAATGT 0.468

- 6 1328 zg.2_Missense_Mu NM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6 CTGTCCGATCGGC 0.478

+ 9 4996 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 GCATTTCCGTCAC 0.438

+ 23 12640 di.3_Missense_Mut NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN lasmic (Potential). 5 GCATCCCGTTCCG 0.652

- 8 1312 NM_178127 NP_835228 Q86XS5 ANGL5_HUMANnogen C-terminal. 1 AAACTGGTATTTT 0.274

+ 10 1620 w.2_Missense_Mu NM_000829 NP_000820 P48058 GRIA4_HUMAN cellular (Potential). 8 TGGAATGATATGG 0.358

- 7 1025 0rwj.1_Missense_M NM_002716 NP_002707 P30154 2AAB_HUMAN HEAT 8. 0 GGGCAGCAGCTG 0.408

+ 5 834 pno.2_Missense_M NM_001076682 NP_001070150 P13591 NCAM1_HUMAN 2.|Extracellular (Potential). 1 TAGTCCGATTCAT 0.502

+ 2 716 p.R151Q|ZBTB16_ NM_006006 NP_005997 Q05516 ZBT16_HUMAN 2 AGGCTCGGTACCT 0.607

+ 2 977 _p.V238A|ZBTB16_ NM_006006 NP_005997 Q05516 ZBT16_HUMAN 2 CTGGGGTGGCTGA 0.637

- 3 340 55D_uc001ppd.2_5 NM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4 AGGGAATAAGGAC 0.398

+ 3 2607 LL_uc001psz.1_No NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 AAAGATCGAGATG 0.303

+ 11 1498 _p.G437R|HINFP_u NM_015517 NP_056332 Q9BQA5 HINFP_HUMAN action with NPAT. 4 GAGCCAGGACGT 0.587

+ 12 1762 ar.2_Missense_Mu NM_022169 NP_071452 Q9H172 ABCG4_HUMANype-2.|Helical; Name=3; (Po 2 GCTGACGTGCCC 0.542

- 6 1568 rzi.1_Missense_Mu NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 ATGTCCGGACCCC 0.537

+ 46 6429 _p.D963N|SORL1_ NM_003105 NP_003096 Q92673 SORL_HUMAN tential).|Fibronectin type-III 15 CTGTACGATGAGC 0.478 rs144806633

- 1 320 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMAN cellular (Potential). 2 TCAAAGGAGATCA 0.547

+ 12 2017 2_5'Flank|ROBO3_ NM_022370 NP_071765 Q96MS0 ROBO3_HUMAN III 1.|Extracellular (Potentia 2 GATGGCGTGCAG 0.587

- 7 2958 se_Mutation_p.V24 NM_014758 NP_055573 Q92543 SNX19_HUMAN 4 CTGGCACGGCTG 0.557

+ 29 4016 M|CACNA1C_uc00 NM_199460 NP_955630 Q13936 CAC1C_HUMANasmic (Potential).|IV. 11 TGGTACGTGGTCA 0.592

+ 1 532 nk.3_Missense_Mu NM_002527 NP_002518 P20783 NTF3_HUMAN 1 AGTACTCGGTATG 0.577

- 13 1721 t.1_Missense_Mut NM_000552 NP_000543 P04275 VWF_HUMAN VWFD 2. 12 GAGGCGCACGGA 0.677

- 8 1218 b.2_Intron|ZNF384_ NM_001135734 NP_001129206 Q8TF68 ZN384_HUMAN C2H2-type 4. 8 TGGATACGGAGGT 0.617

- 4 251 n_p.A63V|MLF2_uc NM_005439 NP_005430 Q15773 MLF2_HUMAN 1 GAGACAGCTCCA 0.463

+ 9 1297 _p.R313Q|PTPN6_ NM_002831 NP_002822 P29350 PTN6_HUMAN -protein phosphatase. 1 CACCCGAGAGGT 0.622

+ 12 1600 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0 TTAACTCTTGAAC 0.368

- 31 4204 p.S406F|A2M_uc00 NM_000014 NP_000005 P01023 A2MG_HUMAN 5 CTTAGGGAGATTT 0.448

- 3 637 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN [PQS]-P-[PS]-Q-[GE]-G-N-[ 1 CCGGACGAGGTG 0.637 rs28628341

+ 1 372 NR_003932 0 AAAAGCGGATGGT 0.597

- 13 4539 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 CACAGGGGTTGG 0.532

+ 25 3607 rcy.1_Missense_M NM_030667 NP_109592 Q16827 PTPRO_HUMANal).|Tyrosine-protein phosph 9 ACAGGAACATTCA 0.443

- 15 2044 _uc001rew.2_3'UTR NM_032941 NP_116559 P46063 RECQ1_HUMAN 2 AAATGGTAGCATA 0.348

- 5 636 _p.E206*|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMAN lasmic (Potential). 6 GGTCTTCAGGAG 0.358

- 3 466 m.2_Missense_Mu NM_198966 NP_945317 P12272 PTHR_HUMAN 1 GTCGCCGTAAATC 0.468

+ 3 1566 NM_032834 NP_116223 Q5BKT4 AG10A_HUMANcellular (Potential). 1 GAATTTCGTTACTT 0.348

- 19 2650 nse_Mutation_p.R8 NM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7 CTTGCCGACGAA 0.443

- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANBC transporter. 6 TACTTATGATAAAA 0.368

+ 49 7449 .R1281Q|LRRK2_u NM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24 CTCGTCGACTTAT 0.398

+ 11 1201 t.1_Missense_Mut NM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2 aacccccgaaaacga 0.01

+ 15 4460 _p.P943L|ARID2_u NM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10 CAGTTCCCGACTC 0.458

- 5 632 _p.G78E|SLC38A4 NM_018018 NP_060488 Q969I6 S38A4_HUMAN lasmic (Potential). 4 GACATTCCAAAGG 0.428

+ 4 1696 rpq.2_Missense_M NM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5 gcctcctcctcccATTC 0.249

- 5 921 GEF3_uc009zkr.2_ NM_001098532 NP_001092002 A8K2G5 A8K2G5_HUMAN 4 CAGCTTCGGCCAA 0.657

- 1 1178 _p.P173L|ADCY6_ NM_015270 NP_056085 O43306 ADCY6_HUMAN 0 GGGCGGGTGCG 0.647

- 2 490 _uc001rtj.1_5'Flan NM_018113 NP_060583 Q6UX01 LMBRL_HUMANg.|Cytoplasmic (Potential). 1 TGGTGAACTCAGC 0.522

- 9 750 e_Mutation_p.T156 NM_012306 NP_036438 Q9BWQ8 FAIM2_HUMAN ical; (Potential). 3 AGGGCCGTGATGC 0.652

- 10 1010 h.2_Missense_Muta NM_016293 NP_057377 Q9UBW5 BIN2_HUMAN Potential. 1 CTATTTCCTCCTC 0.532



+ 8 1404 p.R374Q|ACVRL1_ NM_000020 NP_000011 P37023 ACVL1_HUMAN (Potential).|Protein kinase. 2 CCAAGCGGTACAT 0.617

- 5 1181 mh.2_Missense_Mu NM_000424 NP_000415 P13647 K2C5_HUMAN Rod.|Coil 2. 0 CCTCAGCGATGAT 0.577

- 4 836 NM_033448 NP_258259 Q3SY84 K2C71_HUMAN Coil 1B.|Rod. 2 TGGATTCCACCTT 0.527

- 5 445 YD3_uc010snw.1_ NM_032840 NP_116229 Q8NCJ5 SPRY3_HUMAN B30.2/SPRY. 1 GGTCCCCGGAGTT 0.567

+ 30 6227 Flank|PFDN5_uc00 NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 GGCATCGTGCTC 0.622

+ 2 731 NM_173860 NP_776272 P31275 HXC12_HUMAN Homeobox. 1 AGCGCCGGAGGG 0.522

+ 11 1100 CKAP1L_uc010soy NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 CAACGGCGGCAA 0.517

- 1 327 a.2_5'UTR|RDH16_ NM_003708 NP_003699 O75452 RDH16_HUMANrity).|Cytoplasmic (Potential 0 AAGCCTCGTGCAT 0.602

+ 41 6984 NM_002332 NP_002323 Q07954 LRP1_HUMAN Extracellular (Potential). 22 GTACCGGGGCCG 0.697

+ 16 2138 rb.1_Missense_Mu NM_006313 NP_006304 Q9Y4E8 UBP15_HUMAN 3 AAAAACGATTGTT 0.373

+ 6 1096 _p.P228L|TMEM5_ NM_014254 NP_055069 Q9Y2B1 TMEM5_HUMANcellular (Potential). 0 GTGCCCGGTCGG 0.458

- 3 436 q.1_Missense_Mut NM_002076 NP_002067 P15586 GNS_HUMAN 1 CAGAGAGCACTTG 0.448

+ 12 2745 sz.1_RNA|HELB_uc NM_033647 NP_387467 Q8NG08 HELB_HUMAN 2 GGGCCGCCAGC 0.532 rs149917565

+ 15 1978 rp.2_Missense_Mu NM_014515 NP_055330 Q9NZN8 CNOT2_HUMAN 0 TTTAACCGTGATT 0.358

+ 3 885 NM_031435 NP_113623 Q9H0W7 THAP2_HUMAN 1 AGCTATGCCTTTA 0.348

+ 15 3484 ub.1_Missense_Mu NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17 TTGGCGGGAAGT 0.478

- 12 2538 e_Mutation_p.P575 NM_182767 NP_877499 Q9H2J7 S6A15_HUMAN lasmic (Potential). 3 TCGCTCGGTATTT 0.443

- 1 285 tbg.2_Missense_M NM_001682 NP_001673 P20020 AT2B1_HUMAN lasmic (Potential). 3 AGAGCCCGCAGC 0.443

- 1 904 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2 GGGTAGGAGTGG 0.716

+ 10 2315 NM_005761 NP_005752 O60486 PLXC1_HUMAN cellular (Potential). 3 TTACCCGGGCATC 0.408

+ 12 1486 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 GCTCTGGCCATTC 0.418

+ 4 533 sense_Mutation_p. NM_018413 NP_060883 Q9NPF2 CHSTB_HUMANmenal (Potential). 0 AGATGCGGCGGG 0.567

+ 14 1501 t.2_Missense_Mut NM_213594 NP_998759 Q33E94 RFX4_HUMAN ary for dimerization. 1 GCCAATGAGCTCA 0.448

- 12 2555 NM_004075 NP_004066 Q16526 CRY1_HUMAN 3 TAGGACGTTTCCC 0.398

+ 3 299 WP1_uc009zuu.1_ NM_007062 NP_008993 Q13610 PWP1_HUMAN 0 AGGCACGCCCAAG 0.517

+ 3 1014 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN Fido. 0 AGCGACGTGCTGG 0.612

- 2 694 M119_uc001tnf.2_ NM_181724 NP_859075 Q4V9L6 TM119_HUMAN lasmic (Potential). 1 GGCGGCCAAGATG 0.627

+ 2 218 _p.R22H|DAO_uc0 NM_001917 NP_001908 P14920 OXDA_HUMAN 2 ATGAGCGCTACCA 0.622

+ 13 2142 oc.2_Missense_Mu NM_001093 NP_001084 O00763 ACACB_HUMAN in carboxylation. 8 AATTTCCGGAGCA 0.512

+ 26 3882 oc.2_Missense_Mu NM_001093 NP_001084 O00763 ACACB_HUMAN 8 ATGTACGGCCACC 0.597

+ 9 1123 CHP_uc001tpp.2_M NM_001143852 NP_001137324 Q9BT92 TCHP_HUMAN Glu-rich.|Interaction with ke 1 ATGGCCGATGTGG 0.662

+ 5 698 ense_Mutation_p.R NM_033121 NP_149112 Q8IZ07 AN13A_HUMAN 0 GTCTGTCGCATCT 0.458

- 16 1991 uq.3_Missense_Mu NM_024072 NP_076977 Q8TDD1 DDX54_HUMAN 3 GCTTCCGGCCCAC 0.662

- 3 948 NM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1 TCCAGCGAGATCT 0.607

- 13 1442 _p.D213N|TAOK3_ NM_016281 NP_057365 Q9H2K8 TAOK3_HUMAN Ser-rich. 6 CGTCATCGTGCAT 0.502

+ 2 500 se_Mutation_p.R15 NM_207311 NP_997194 Q6ZP65 BICR1_HUMAN Potential. 2 AGAACCGAGAAG 0.463

+ 9 1015 2RX7_uc001tzp.2_ NM_002562 NP_002553 Q99572 P2RX7_HUMAN 5 GAGAAACGGACTC 0.448

- 5 749 9_splice|CAMKK2_ NM_006549 NP_006540 Q96RR4 KKCC2_HUMAN 3 AACTCACGTGGAA 0.488

+ 5 577 9zxh.2_Missense_ NM_001080825 NP_001074294 A0PK00 T120B_HUMAN ical; (Potential). 0 GGTGCCGTGGCA 0.612

+ 31 3198 dk.1_Missense_Mu NM_003959 NP_003950 O75146 HIP1R_HUMAN 1 AGCGTGGCCCCC 0.682

+ 9 1126 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 CGCCATGATGAGT 0.577

+ 18 2793 p.R465Q|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 GTGTCCGGAATTG 0.428

+ 18 2121 ACS_uc009zyh.2_R NM_023928 NP_076417 Q86V21 AACS_HUMAN 3 GTTGCCGTCAAAC 0.532

+ 4 1236 NM_052907 NP_443139 Q14DG7 T132B_HUMAN cellular (Potential). 19 GTCTCCGAGATCT 0.522

- 2 731 NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 GTCCCGCAGGAT 0.537 rs138159153

- 35 4573 _p.A314V|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 ACGGATGCCCTGC 0.597

+ 2 248 GAM5_uc001uku.2_ NM_138575 NP_612642 Q96HS1 PGAM5_HUMAN 0 CGTGCGGAAGAG 0.498 rs142758535



+ 3 559 n_p.V38M|ZNF10_uc001ulq.2_Missense_Mutation_p.V3 Q14587 ZN268_HUMAN 1 CAGATCGTGTACA 0.438

+ 5 1442 NF10_uc001ulq.2_ NM_015394 NP_056209 P21506 ZNF10_HUMAN C2H2-type 4. 3 TCAGCTGGTTCTC 0.418

+ 5 1574 NF10_uc001ulq.2_ NM_015394 NP_056209 P21506 ZNF10_HUMAN 3 AGAAACCCTATGA 0.428

+ 10 2059 1umg.2_Nonsense NM_017520 NP_059990 Q99549 MPP8_HUMAN ANK 3. 0 ATCGTACGACTCG 0.443

- 1 397 mj.1_RNA|PSPC1_u NM_001042414 NP_001035879 Q8WXF1 PSPC1_HUMAN 1 GCTTGAGGAAAC 0.652

+ 4 477 aaa.2_Missense_M NM_001676 NP_001667 P54707 AT12A_HUMAN lasmic (Potential). 6 TCACCCCTCCCAA 0.577

- 5 878 qp.2_Missense_Mu NM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2 CTTGTTCGCCTAG 0.423 rs138864245

+ 1 2169 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN teraction with MAPRE1. 0 CTGCCAACCTCTA 0.552

- 5 808 RD13_uc001uux.2_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 GCTGACGAGTGG 0.602 rs146112751

- 4 1190 RPC4_uc010abw.2_ NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN lasmic (Potential). 6 AGCCTGGAAACTC 0.458

- 4 728 _p.R119*|ELF1_uc NM_172373 NP_758961 P32519 ELF1_HUMAN 1 TTATTCGTTTTTC 0.363

- 11 2825 p.V890M|ATP7B_u NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 GCCCACGTGGGT 0.443

+ 5 431 vjr.2_Missense_Mu NM_006002 NP_005993 P15374 UCHL3_HUMAN 0 AAGAACGAGCCA 0.398 rs11555620

+ 20 3690 p.R876K|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GGCAAAGGGCCA 0.383

- 2 1732 vlj.2_Nonsense_Mu NM_005842 NP_005833 O43597 SPY2_HUMAN SPR.|Cys-rich. 2 ACCATCGTGTACA 0.473

- 20 3034 nse_Mutation_p.E2 NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2 CGATTTCGCTTCC 0.547

+ 9 1028 k.1_Nonsense_Mu NM_002271 NP_002262 O00410 IPO5_HUMAN 3 GGACTGGGCAAAT 0.418

- 25 3060 NM_052867 NP_443099 Q8IZF0 NALCN_HUMAN=S3 of repeat III; (Potential) 16 TATGTCCATTACT 0.358

+ 22 2575 vqu.1_Missense_M NM_015011 NP_055826 Q9Y6X6 MYO16_HUMANosin head-like 1. 10 CAAGTGGAATGTG 0.368

- 27 2107 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 CCTTGGGGACCTG 0.542

+ 27 3201 e_Mutation_p.S103 NM_015205 NP_056020 P98196 AT11A_HUMAN ical; (Potential). 4 GGGGGTCGCTGC 0.418

+ 8 957 gr.1_Missense_Mu NM_003891 NP_003882 P22891 PROZ_HUMAN Peptidase S1. 0 CCACGCGGCCTG 0.637

+ 1 597 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMAN Name=5; (Potential). 0 AGTGATGATCTGT 0.478

- 24 3503 .1_RNA|TEP1_uc0 NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 TCAGCCGTTGCAC 0.637

+ 5 1749 he.2_Missense_Mu NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN s A 4.|Extracellular (Potenti 1 GGCATTGCCAGCC 0.607

- 17 3858 IN1_uc001wir.3_M NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Asp/Glu/Lys-rich. 4 CTTGATCGGGAAC 0.567

- 2 788 wjb.2_Missense_M NM_020834 NP_065885 Q8IX15 HOMEZ_HUMAN 0 GGTAGGGGAATGC 0.527

+ 2 694 R84C|CMTM5_uc0 NM_138460 NP_612469 Q96DZ9 CKLF5_HUMAN MARVEL. 0 TACCAGCGCTTCG 0.557 rs147365003

- 12 1169 NM_000257 NP_000248 P12883 MYH7_HUMAN yosin head-like. 4 TGATGGCGCCTGT 0.547

- 4 1786 e_Mutation_p.R29 NM_032452 NP_115828 Q96JJ6 JPH4_HUMAN lasmic (Potential). 2 TGCGCCGATCTGC 0.637

+ 35 3746 wlk.2_Missense_M NM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5 GACGACGCAGGTA 0.542

- 3 679 A1_uc001wqa.2_5 NM_002515 NP_002506 P51513 NOVA1_HUMAN 5 ATTTCTCGAATTTT 0.438

+ 6 563 p.S181C|SIP1_uc0 NM_003616 NP_003607 O14893 GEMI2_HUMAN 0 TTGCTTAGTATTG 0.259

+ 3 2013 na.2_Missense_Mu NM_152447 NP_689660 Q96NI6 LRFN5_HUMAN lar (Potential).|LRRCT. 8 CTGGCCGCTACTT 0.468

- 1 1774 NM_001012706 NP_001012724 A1A4T8 CN182_HUMAN 0 CTCTTCCTCCAAC 0.493

- 10 2866 NM_015163 NP_055978 Q9C026 TRIM9_HUMAN B30.2/SPRY. 3 GAAGTCGGGGAC 0.602

+ 6 1121 NM_021255 NP_067078 Q9HAT8 PELI2_HUMAN 1 ATTAACGCCGCCC 0.577

+ 15 1459 xdq.2_Missense_M NM_002892 NP_002883 P29374 ARI4A_HUMAN 6 GCCGTTCGGCAA 0.323

- 11 2806 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMANmbly) (By similarity).|Cytopla 9 TGTCCTCTTTGAG 0.512

- 11 2474 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 CCTTTTCCATTTC 0.453

+ 28 3736 gl.2_Missense_Mut NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 ATGCTCGCTGGAA 0.294

+ 105 19221 NE2_uc010aqa.2_M NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN Cytoplasmic (Potential). 14 CTCCACCGCTACT 0.587

+ 2 1571 hk.3_Missense_Mu NM_021979 NP_068814 P54652 HSP72_HUMAN 1 AGCACCGGTAAG 0.562

- 24 5086 p.V1678M|SPTB_u NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 14. 11 CCGCCACGTCCTT 0.557

- 9 1981 kq.2_Missense_Mu NM_003861 NP_003852 Q96JK2 DCAF5_HUMAN 2 GGCGCCGCATGG 0.552

- 2 477 NM_001105579 NP_001099049 A6NDD5 SYN1L_HUMAN 0 CCTTGTCTCTCCC 0.697

+ 26 3047 se_Mutation_p.H52 NM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN 3 TGCCTACATCCCG 0.517



+ 3 542 e_Mutation_p.R15 NM_004452 NP_004443 A2VDJ2 A2VDJ2_HUMAN 2 GCCTGCCGCTTC 0.577

- 5 1305 GEL1_uc010tvf.1_In NM_015305 NP_056120 Q9UNK9 ANGE1_HUMAN 4 CCCGGCGTGGGT 0.592

+ 6 703 ass.2_Missense_M NM_145870 NP_665877 O43708 MAAI_HUMAN ST C-terminal. 0 TTTAACGGTGAGT 0.577

- 4 452 e_Mutation_p.R94 NM_152446 NP_689659 Q6ZU80 CE128_HUMAN 0 AATAAACGTTGAC 0.368

+ 4 460 2_Missense_Muta NM_024824 NP_079100 Q6PJT7 ZC3HE_HUMAN 3 ACAACTGGTAAGA 0.299

- 11 4302 auf.1_Missense_Mu NM_004239 NP_004230 Q15643 TRIPB_HUMAN Potential. 13 CTATTTCGATGTC 0.333 rs145498019

+ 6 1509 _p.A378T|RIN3_uc NM_024832 NP_079108 Q8TB24 RIN3_HUMAN Pro-rich. 3 AGGACAGCCAAA 0.627

- 19 3166 _p.S985L|DICER1_ NM_030621 NP_085124 Q9UPY3 DICER_HUMAN PAZ. 5 TACCTTGAAGATG 0.468

- 9 2616 NM_024734 NP_079010 Q96JQ2 CLMN_HUMAN 0 GGCTGTCCATGGG 0.557

+ 4 329 ygn.1_Missense_M NM_006668 NP_006659 Q9Y6A2 CP46A_HUMAN 0 TGTACCGTGCGCT 0.537

- 3 371 n|RAGE_uc001yln. NM_014226 NP_055041 Q9UQ07 MOK_HUMAN Protein kinase. 4 TCTCTCGTAGGTT 0.378 rs141604419

+ 9 1184 on.3_Missense_Mu NM_153046 NP_694591 Q8NDG6 TDRD9_HUMAN case C-terminal. 3 GGAGCGAAGCAG 0.408

+ 13 4020 196S|KIAA0284_u NM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 ccccggcccccgggAC 0.552

+ 7 1036 l.1_Missense_Muta NM_138790 NP_620145 Q96BZ4 PLD4_HUMAN 2 GATGGGGTGCCCA 0.607

- 7 3148 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 CCGATACCCCGAA 0.607

- 4 314 DT14_uc001yqi.2_R NM_177533 NP_803877 O95848 NUD14_HUMANudix hydrolase. 1 TCACCCGCATACA 0.682

- 17 2359 Mutation_p.D462N NM_001519 NP_001510 Q92994 TF3B_HUMAN 4 ACCCACCGTTGCT 0.607

- 7 915 zba.2_Missense_M NM_000814 NP_000805 P28472 GBRB3_HUMAN ical; (Probable). 5 AGAATCGTTATCA 0.408

- 61 9538 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 9. 13 AATCACCATTTTG 0.483

+ 3 296 _p.E65K|TMCO5A NM_152453 NP_689666 Q8N6Q1 TMC5A_HUMAN Potential. 1 GAGTGGGAGAAG 0.522

- 11 1569 .2_Intron|RASGRP NM_005739 NP_005730 O95267 GRP1_HUMAN 2 GTTTTTGGATCAG 0.448

+ 12 1518 _p.R365H|IVD_uc0 NM_002225 NP_002216 P26440 IVD_HUMAN 1 TGGGCCGCTTTCT 0.512

+ 15 5980 bt.1_Missense_Mu NM_170589 NP_733468 Q8NG31 CASC5_HUMAN ation and for interaction with 5 TTTACCGACCCAA 0.383

+ 30 4013 PKBP1_uc010udb NM_001128608 NP_001122080 O60336 MABP1_HUMAN 10 CCGTCTCGGCCTC 0.627

- 33 6085 r-4310|MI0015840_ NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 16. 2 AGTCACGCACCTG 0.667

- 3 415 NM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN 0 ACTTCACGTGGG 0.502

- 20 2842 AN1_uc001zqk.2_ NM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2 GGTCTCCCCCTTC 0.627

- 7 980 qp.2_Nonsense_M NM_173500 NP_775771 Q6IQ55 TTBK2_HUMANProtein kinase. 7 CAGCTCGAGGCTA 0.418

+ 4 2743 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9 TGAGCCGGAGGA 0.557

+ 4 5518 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9 ATTGGAGGGGCAG 0.582

+ 10 1592_1593MT1B_uc001zsd.3_ NM_020990 NP_066270 P12532 KCRU_HUMAN 0 CGTCTGGAGAGA 0.5

- 30 4051 un.2_Missense_Mu NM_014080 NP_054799 Q9NRD8 DUOX2_HUMANtential).|FAD-binding FR-typ 5 GTCACTCCTGGAG 0.592

+ 19 2758 _Mutation_p.A744 NM_153618 NP_705871 Q8NFY4 SEM6D_HUMAN lasmic (Potential). 4 CATGGAGCTTCAA 0.522

- 9 1170 _p.A307T|CYP19A NM_031226 NP_112503 P11511 CP19A_HUMAN 3 CAGGAGCTGCGAT 0.398

+ 3 585 _p.D122N|GLDN_u NM_181789 NP_861454 Q6ZMI3 GLDN_HUMAN Potential).|Collagen-like 1. 2 TTGTAGGACCTTC 0.502

- 32 7991 y.1_Missense_Mut NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9 TTATTTCGAAGAA 0.303

- 38 4833 10uga.1_RNA|uc00 NM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Dilute. 14 CCAGGCCGTTCTG 0.592

+ 3 936 gd.2_Missense_M NM_004751 NP_004742 O95395 GCNT3_HUMANmenal (Potential). 2 TGTGTCCATGTGG 0.443

- 4 605 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 GCTTACCTGGTGG 0.612

- 8 934 p.G190R|MEGF11_ NM_032445 NP_115821 A6BM72 MEG11_HUMAN 1 ATGTCCCTGGTGG 0.567

+ 12 2092 p.A610T|DIS3L_uc NM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2 TGGGTCGCCAAAA 0.547

+ 15 2696 _p.R811K|DIS3L_u NM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2 TACCAAGGTATGT 0.323

+ 4 686 x.1_Missense_Mu NM_016166 NP_057250 O75925 PIAS1_HUMAN PINIT. 2 CAGTACAGGTCCA 0.353

+ 25 3884 _p.Q1248*|NEO1_ NM_002499 NP_002490 Q92859 NEO1_HUMAN lasmic (Potential). 1 CCCCAGCGTAAG 0.458

+ 4 479 bjb.2_Missense_M NM_001042367 NP_001035826 Q7Z4M0 CO060_HUMAN 1 CCTGATGGAAACA 0.537

+ 12 1229 _p.P349L|CSK_uc0 NM_001127190 NP_001120662 P41240 CSK_HUMAN Protein kinase. 3 AGCTGCCAGTCAA 0.652

+ 14 1537 e_Mutation_p.L500 NM_021819 NP_068591 Q9HAT1 LMA1L_HUMAN lasmic (Potential). 0 GGGCCCTGGGGA 0.627



- 1 1318 NM_017793 NP_060263 Q9BUL9 RPP25_HUMAN 0 GGATGGGGATTCG 0.672

+ 2 1064 unk.1_Missense_M NM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4 ACGAAAGCTTAGA 0.522

- 3 1423 k.2_Intron|DET1_u NM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2 GCTTACCGGCGCT 0.448

+ 1 217 CTP2_uc010bok.2 NM_018349 NP_060819 Q6DN12 MCTP2_HUMAN 3 GCCTCTCTGTGCC 0.582

+ 8 1833 bon.2_Missense_M NM_000875 NP_000866 P08069 IGF1R_HUMAN onectin type-III 1. 8 CATATCCGTGGGG 0.557

+ 21 4026 n.2_Missense_Mu NM_000875 NP_000866 P08069 IGF1R_HUMAN lasmic (Potential). 8 AGGCCGAGAACG 0.682

+ 6 2412 e_Mutation_p.F764 NM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4 GGAGTTTTCCGTC 0.572

- 12 1385 DF1_uc010utz.1_M NM_022450 NP_071895 Q96CC6 RHDF1_HUMAN ical; (Potential). 2 AGTGCACGAAGG 0.672

+ 5 1870 NM_005632 NP_005623 O75808 CAN15_HUMANalpain catalytic. 2 GGCTTCCCCGCGG 0.647

+ 3 796 192W|STUB1_uc00 NM_003961 NP_003952 O75783 RHBL1_HUMAN 0 CACGTTGGGTGAG 0.632

- 6 1453 BXL16_uc002cjb.2 NM_153350 NP_699181 Q8N461 FXL16_HUMAN LRR 6. 0 AGGAGGTGCTTCA 0.642

- 3 896 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN Pentaxin. 0 GCCGTGCGGACC 0.662 rs61751878

+ 3 872 vg.1_Missense_Mu NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0 TCGTCCGGGTGC 0.667

+ 15 1604 R290H|TBL3_uc01 NM_006453 NP_006444 Q12788 TBL3_HUMAN WD 10. 0 GGACCGCACGG 0.637

+ 22 2522 vv.1_Missense_Mut NM_000548 NP_000539 P49815 TSC2_HUMAN p.E793fs*9(1) 10 TGCGTCGTGGCC 0.622

+ 23 2727 vv.1_Missense_Mu NM_000548 NP_000539 P49815 TSC2_HUMAN 10 CCCTGCCGTACAC 0.657 rs138527121

+ 42 5414 vw.1_Missense_M NM_000548 NP_000539 P49815 TSC2_HUMAN 10 GTGCACCCTCCGT 0.642

- 44 12237 n_p.R4009C|MIR1 NM_001009944 NP_001009944 P98161 PKD1_HUMAN lasmic (Potential). 3 ACTGGCGCACGAA 0.677

- 24 9004 e_Mutation_p.H293 NM_001009944 NP_001009944 P98161 PKD1_HUMAN cellular (Potential). 3 AGGTAGTGGCCTG 0.672

- 12 2031 _p.P382L|ABCA3_ NM_001089 NP_001080 Q99758 ABCA3_HUMAN 16 TTGACGGGACTCA 0.642

+ 11 7425_7426rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANa-rich.|Ser-rich. 4 ACAGCCCCAGCT 0.634

+ 11 8042 rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4 CCCTGCCCCTGG 0.647

+ 2 682 NF213_uc010bth.2_ NM_004220 NP_004211 O14771 ZN213_HUMAN SCAN box. 0 GAGCTGCGTACCA 0.657

+ 2 799 F213_uc010bth.2_ NM_004220 NP_004211 O14771 ZN213_HUMAN SCAN box. 0 GCTGTCGCCTTGG 0.642

+ 6 2268 _p.R294W|ZNF263 NM_005741 NP_005732 O14978 ZN263_HUMAN C2H2-type 8. 4 TCCAATCGGATTC 0.478

+ 3 307 NAT15_uc010uxc.1 NM_001083601 NP_001077070 Q9H7X0 NAT15_HUMAN cetyltransferase. 0 TGCCACGATGACA 0.627

+ 9 869 RN1_uc002cxb.2_M NM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2 GTGGACCGGGTC 0.572

+ 11 1698 yv.1_Missense_Mut NM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0 AGGAGGGATCTTC 0.488

- 1 571 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2 AGTTCTGGTTCTC 0.612

+ 24 3240 2dap.2_Missense_ NM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2 CTGAGCGTCGAAT 0.706

- 7 940 dbg.1_Missense_M NM_015914 NP_056998 Q6PKC3 TXD11_HUMAN 0 CCTAGGTAATCTG 0.383

+ 4 746 bva.2_Missense_M NM_005236 NP_005227 Q92889 XPF_HUMAN ucine-zipper 1. 10 ACCCATCGCTTGA 0.333

- 16 2024 CC6_uc010bvo.2_R NM_001171 NP_001162 O95255 MRP6_HUMAN nsporter 1.|Cytoplasmic (By 3 CTGGACCGACAAC 0.632 rs72653780

+ 8 1200 ssense_Mutation_p NM_024847 NP_079123 Q7Z402 TMC7_HUMAN lasmic (Potential). 3 CAATACGCATTTA 0.413

+ 1 1347 IPL2_uc002dft.2_5 NM_001034841 NP_001030013 Q3MIP1 IPIL2_HUMAN lasmic (Potential). 2 GAGGGGCGCTGT 0.652 rs145325211

+ 5 983 fy.2_Missense_Mu NM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 1. 1 CCCACGATGGCT 0.612

- 1 120 TL9_uc002djf.2_In NM_005849 NP_005840 O95976 IGSF6_HUMAN 0 CCTTACCGACACA 0.393 rs143387566

+ 13 1400 A_uc002dji.2_Misse NM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3 ATGAAACGCAAGG 0.582

+ 12 994 _p.D280N|POLR3E NM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2 CTGGCCGATCAG 0.642

+ 3 580 _uc010byo.1_Miss NM_001770 NP_001761 P15391 CD19_HUMAN cellular (Potential). 3 CTCCGTGTCTCCC 0.647

+ 2 834 N_uc002dtn.2_Mis NM_001030288 NP_001025459 P16150 LEUK_HUMAN cellular (Potential). 2 TGATGTCTCCAAC 0.592

- 6 1127 P226L|SEZ6L2_uc NM_201575 NP_963869 Q6UXD5 SE6L2_HUMAN xtracellular (Potential). 2 GGGCCGGCCGG 0.637

- 3 909 689_uc010bzy.2_5 NM_138447 NP_612456 Q96CS4 ZN689_HUMAN C2H2-type 2. 0 GTGCCCGCCGGT 0.587

+ 16 5370 NM_014712 NP_055527 O15047 SET1A_HUMAN 3 CTCAACCAGCTC 0.468

+ 6 1002 NM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0 CCCCACCCGCCCG 0.617

+ 30 3551 AX_uc002ebt.2_In NM_000887 NP_000878 P20702 ITAX_HUMAN lasmic (Potential). 4 CCCAGTGAGAAA 0.552

- 5 527 VPS35_uc002eee.2 NM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0 CTCAAGGGATGTT 0.393



- 5 3207 vgn.1_Missense_M NM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 23. 4 GCAGCGAAGGG 0.617

+ 2 558 n_p.A97V|ADCY7_ NM_001114 NP_001105 P51828 ADCY7_HUMAN ical; (Potential). 1 CCTTGGCGCTGC 0.642

- 13 1731 q.2_Missense_Mu NM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0 TCTGTCCGAGGCT 0.527

+ 2 286 T3_uc002ejg.2_3'U NM_005954 NP_005945 P25713 MT3_HUMAN Beta. 0 CCTGCGCGGACTC 0.647

+ 16 2066 79_splice|SLC12A3 NM_001126108 NP_001119580 P55017 S12A3_HUMAN 3 CTCATCGTGAGTG 0.428

- 16 2264_2265 on_p.550_551SR> NM_005550 NP_005541 Q9BVG8 KIFC3_HUMANKinesin-motor. 3 CAGGCGGCTGCC 0.693

- 5 694 m.1_Missense_Mu NM_002080 NP_002071 P00505 AATM_HUMAN 2 CCACAGCGCCTGT 0.488

+ 7 1488 _p.R175W|HSF4_u NM_001040667 NP_001035757 Q9ULV5 HSF4_HUMAN hobic repeat HR-A/B. 0 ACACTTCGGCAGA 0.637

+ 16 2393 _p.S482L|SLC9A5 NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 TGTCCTCGGAAAC 0.607

+ 2 230 _uc010vjt.1_5'Flan NM_016948 NP_058644 Q9NPB6 PAR6A_HUMANh PRKCI and PRKCZ.|OPR. 1 TTGCTGCGGGCG 0.667

- 2 468 p.E133K|NIP7_uc00 NM_032382 NP_115758 Q96MW5 COG8_HUMAN 1 TCTCCTCGGCTTC 0.398

- 8 777 ezk.1_Missense_M NM_138383 NP_612392 Q765P7 MTSSL_HUMAN IMD. 1 ACATGTCGTTGAC 0.667

- 46 7449 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 CCCCTTCACTGTC 0.478

+ 8 789 p.A156V|KIAA0174_uc002fbn.1_Missense_Mutation_p.A P53990 IST1_HUMAN nteraction with CHMP1A an 1 TGGAAGCCCCAC 0.393

+ 18 2747 mp.1_Missense_M NM_014003 NP_054722 Q92620 PRP16_HUMAN case C-terminal. 1 GATGGCGTTCGGA 0.507

+ 2 360 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1 GGTGCGACAAGG 0.443

- 1 85 NM_001080442 NP_001073911 A6NNN8 S38A8_HUMAN ical; (Potential). 0 AGACAGCGCCCAT 0.642

- 12 1699 CCHC14_uc002fkb NM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2 TCATGGCGCTGCC 0.557 rs141001038

- 1 150 NM_001739 NP_001730 P35218 CAH5A_HUMAN 0 ACCATCGCCCTGG 0.512

+ 2 126 A|TRAPPC2L_uc00 NM_016209 NP_057293 Q9UL33 TPC2L_HUMAN 0 GAGAACGAGCTGA 0.562

+ 3 473 _p.G141S|SPIRE2_ NM_032451 NP_115827 Q8WWL2 SPIR2_HUMAN KIND. 1 GACAGCGGCTGC 0.711

+ 7 844 F8_uc010vpq.1_Mis NM_207514 NP_997397 Q6ZN54 DEFI8_HUMAN 1 GTGTGAGCTCCAA 0.567

- 21 3394 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6 GGATGCGATCAAT 0.507

- 2 812 d.1_Missense_Mu NM_017575 NP_060045 Q86US8 EST1A_HUMAN n with telomeric DNA. 4 GGTAGCGATTCCT 0.652 rs147212426

- 7 1301 V1_uc010vru.1_5'F NM_013276 NP_037408 Q9UHJ6 SHPK_HUMAN 1 GAGCCCGGGTCA 0.647

- 4 703 se_Mutation_p.A11 NM_002561 NP_002552 Q93086 P2RX5_HUMAN cellular (Potential). 0 GTAACCGCTTCCC 0.647

- 13 1562 NM_002208 NP_002199 P38570 ITAE_HUMAN Extracellular (Potential). 4 AACACGGCCCCAT 0.577

- 4 802 yc.3_Nonsense_Mu NM_001122890 NP_001116362 Q6P531 GGT6_HUMAN cellular (Potential). 1 GGCTCGGGCCCC 0.652

+ 25 3114 sn.1_Missense_Mu NM_153827 NP_722549 Q8N4C8 MINK1_HUMAN nteraction wi p.E973V(1) 6 GGCAGCCCTAGT 0.587

+ 22 2910 NM_006612 NP_006603 O43896 KIF1C_HUMAN Potential. 2 GCCCTGCGGGAC 0.642

- 3 931 72B_uc010ckw.2_ NM_001104577 NP_001098047 Q9NWF4 RFT_HUMAN 0 TTGCCCGGGGCC 0.662 rs137937212

- 11 1609 NUP88_uc010cle.1 NM_002532 NP_002523 Q99567 NUP88_HUMAN 1 TCAAAGGAATCTG 0.463

+ 9 1447 clt.1_Missense_Mu NM_181844 NP_862827 Q8N143 BCL6B_HUMAN 1 AAACACGGAGCT 0.632

- 26 4211 URL4_uc002gfy.1_ NM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2 TGTACCTGAGGTT 0.572

+ 3 731 EM102_uc002ggy. NM_178518 NP_848613 Q8N9M5 TM102_HUMAN cellular (Potential). 0 GCGGAACCCCCAT 0.572

- 4 1554 hd.3_Missense_Mu NM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN Pro-rich. 4 GCCTCCGGGGCT 0.662

+ 7 1328 ghe.2_Missense_M NM_000937 NP_000928 P24928 RPB1_HUMAN 1 CCCGTACTGTCAT 0.607

+ 14 2479 NM_000937 NP_000928 P24928 RPB1_HUMAN 1 GATGCCCGAGACA 0.502

+ 70 10747 cnm.1_Missense_M NM_020877 NP_065928 Q9P225 DYH2_HUMANA 5 (By similarity). 13 TGCATACCTCCAA 0.607

- 13 1060 NAB3_uc010vul.1_R NM_004732 NP_004723 O43448 KCAB3_HUMAN 1 CACTGCGGAGACA 0.577

+ 18 3369 _p.R817Q|CNTROB NM_053051 NP_444279 Q8N137 CNTRB_HUMAN centrosome localization. 2 GGCTCGGGGCTG 0.582

- 8 797 5_uc002glu.3_5'UT NM_014308 NP_055123 Q8WYR1 PI3R5_HUMAN 5 CATCCCCGATGCC 0.617

- 23 3018 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11 TGTTCTCCGTGGC 0.393

- 30 4267 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 CTGTGCGCTGGAT 0.527

- 16 1892 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 CAGCCGGCGATG 0.552

- 12 1124 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 TCCACAGCACTCT 0.468

- 15 1649 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN yosin head-like. 21 CCAGGTCCATCCC 0.448



- 24 3189 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 CTTTGTCCTCCTC 0.478

- 26 3670 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7 CTATCCGCATGCT 0.597

- 13 1426 NM_002470 NP_002461 P11055 MYH3_HUMAN yosin head-like. 7 AGCTTCGTATCCA 0.383

+ 58 11298 2gnf.2_Missense_M NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20 ACCATCCGCGGG 0.502

+ 7 972 n_p.L225I|MYOCD_ NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 CAGGGGCTTGGC 0.582

- 27 3803 .S1095L|NCOR1_u NM_006311 NP_006302 O75376 NCOR1_HUMANraction with ETO. 5 ATTCTCGAAATGG 0.498

+ 11 1965 pz.2_Missense_Mu NM_016113 NP_057197 Q9Y5S1 TRPV2_HUMAN lasmic (Potential). 1 CCTGCGGGACCT 0.622

+ 3 1256 rn.1_Missense_Mu NM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN Gln-rich. 2 CAGCGGGTCCAG 0.527

- 3 423 MT1_uc010vxt.1_5' NM_004169 NP_004160 P34896 GLYC_HUMAN 1 TGGCCCGGGTACC 0.478

- 5 539 AP4_uc002gvs.2_ NM_002404 NP_002395 P55083 MFAP4_HUMANnogen C-terminal. 0 CTGCCCCGCCATC 0.627

+ 6 974 _p.E259K|RNF112_ NM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2 AGCAGGGAAACAA 0.612

- 3 444 90L|SLC47A2_uc0 NM_152908 NP_690872 Q86VL8 S47A2_HUMAN lasmic (Potential). 0 CATGCCGAAGACA 0.567

- 1 395 P22L|ALDH3A1_uc NM_001135168 NP_001128640 P30838 AL3A1_HUMAN 2 GCAGCGGACGG 0.697

+ 12 3085 99_splice|CYTSB_ NM_001033553 NP_001028725 Q5M775 CYTSB_HUMAN 0 TATGCGGTAAGGG 0.527

- 2 756 EZ6_uc002hdq.1_ NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN Extracellular (Potential). 2 CTCCAGGACCCTC 0.642

- 2 337 _p.P48L|SEZ6_uc NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN cellular (Potential). 2 GCTCAGGTGTGG 0.577

+ 19 2589 _p.Q651K|TAOK1_ NM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN Potential. 4 GAGTGCCAGGTT 0.443

+ 3 1123 e_Mutation_p.R12 NM_001304 NP_001295 O75976 CBPD_HUMAN ntial).|Carboxypeptidase-lik 2 AACAATCGTGAG 0.398

+ 5 953 2hgo.2_Missense_ NM_032932 NP_116321 Q86YS3 RFIP4_HUMAN subcellular location, homo- 1 ACCAACGTCTACT 0.552

- 22 2933 NM_015194 NP_056009 O94832 MYO1D_HUMAN 3 TTCTTCCCGTGCA 0.597

+ 2 224 NM_002988 NP_002979 P55774 CCL18_HUMAN 0 AGTGCCCCAAGCC 0.552

+ 9 1274 _p.T342I|GGNBP2 NM_024835 NP_079111 Q9H3C7 GGNB2_HUMAN 2 AGATGACCGTGGA 0.274

- 27 3478 nn.2_Missense_Mu NM_198836 NP_942133 Q13085 ACACA_HUMAN 2 TTATGGCGAAGCT 0.368

- 10 1141 nn.2_Missense_Mu NM_198836 NP_942133 Q13085 ACACA_HUMANon.|ATP (Potential).|ATP-gra 2 TTCCCTCCTCCTC 0.378

+ 10 1122 2_Intron|MLLT6_uc NM_005937 NP_005928 P55198 AF17_HUMAN 6 AGTACTCCAAGCC 0.602

- 2 294 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0 CTGAGCCAAGGG 0.358

+ 13 1530 B7_uc010cwc.2_M NM_005310 NP_005301 Q14451 GRB7_HUMAN 5 TCCACCGCACCCA 0.607

- 3 341 NM_001838 NP_001829 P32248 CCR7_HUMAN lasmic (Potential). 1 GTATCGGTCATGG 0.547

- 5 959 NM_181539 NP_853517 Q7Z3Y9 K1C26_HUMAN Rod.|Coil 2. 0 TTAATTCGGTCAG 0.448

- 6 1316 NM_000223 NP_000214 Q99456 K1C12_HUMAN Rod.|Coil 2. 1 AGCAGGCGGCGG 0.632

- 1 244 NM_000223 NP_000214 Q99456 K1C12_HUMANHead.|Gly-rich. 1 AACTTCCGGAGCC 0.602 rs138169839

- 1 61 NM_000223 NP_000214 Q99456 K1C12_HUMAN Head. 1 GGGTGCGCACTG 0.577

- 1 514 uc002hwo.1_RNA NM_003770 NP_003761 O76014 KRT37_HUMAN Rod.|Coil 1B. 1 ATTGTACGGAAGT 0.597

- 7 1377 NM_002278 NP_002269 Q14532 K1H2_HUMAN Tail. 0 GAGCAAGGCATG 0.647

+ 2 593 P10_uc002hxw.1_5 NM_021939 NP_068758 Q96AY3 FKB10_HUMANase FKBP-type 1. 1 TTGGTGGCCATCG 0.617

- 4 1316 HDC_uc002hze.3_M NM_032484 NP_115873 Q8N2G8 GHDC_HUMAN 0 GGCCCCGAGGG 0.652

+ 11 1482 UBG2_uc002ias.2_ NM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1 AGTTCCGTAAGGA 0.512

- 19 5483 A1_uc002icu.2_No NM_007294 NP_009225 P38398 BRCA1_HUMAN p.R1751*(1) 52 TTGCTCGCTTTGG 0.463 rs80357123

- 5 388 Splice_Site_p.D74_ NM_001932 NP_001923 Q13368 MPP3_HUMAN 2 GGCTTACGTCCTC 0.542

+ 14 1650 kf.1_Nonsense_Mu NM_006178 NP_006169 P46459 NSF_HUMAN 1 GTTACTCGAGTTC 0.458

+ 6 855 BP1_uc010dbj.2_I NM_006546 NP_006537 Q9NZI8 IF2B1_HUMAN 1 CTCTCGGGGTCA 0.657

- 2 234 orf67_uc002iuq.2_ NM_001085430 NP_001078899 Q0P5P2 CQ067_HUMAN 0 CTCACCCGCATTG 0.498

- 2 212 orf67_uc002iuq.2_ NM_001085430 NP_001078899 Q0P5P2 CQ067_HUMAN 0 GGAATCCGGGTT 0.493

+ 1 602 NM_001004707 NP_001004707 P58180 OR4D2_HUMAN Name=5; (Potential). 2 AGATCTCCAACAG 0.512

- 17 3582 _p.P844L|BZRAP1 NM_004758 NP_004749 O95153 RIMB1_HUMAN onectin type-III 2. 3 TGCCGGGCACCC 0.642

- 7 970 xa.3_Missense_Mu NM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7 GCTCATCTTTTGC 0.353

+ 13 1128 iyw.3_Missense_M NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 CTGACAGTGATGG 0.418



- 9 1653 zp.2_Missense_Mu NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 CCATTTCGGTGCC 0.458

- 8 1284 izp.2_Missense_M NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 CTTCTTCGCATAG 0.363

- 6 464 10woz.1_RNA|uc010wpa.1_5'Flank 0 TTTCCTCAATGTT 0.552

+ 2 303 CE_uc010wpi.1_Mis NM_000789 NP_000780 P12821 ACE_HUMAN Potential).|Peptidase M2 1. 4 AGTTTGCGGAGG 0.617

- 2 186 se_Mutation_p.R42 NM_002059 NP_002050 P01242 SOM2_HUMAN 3 GGGCGCGGAGCA 0.562

+ 4 821 wqx.1_Missense_M NM_181790 NP_861455 Q7Z601 GP142_HUMAN lasmic (Potential). 4 AGGCCGGACCCG 0.662

+ 14 1967 NM_001080419 NP_001073888 Q9C0B0 UNK_HUMAN 0 CCCCTCCCGTCAG 0.602

- 7 955 65_uc002jpx.2_5'Fl NM_032478 NP_115867 Q96DV4 RM38_HUMAN 1 CCACCCGGTTACC 0.617

- 19 2032 sense_Mutation_p. NM_052916 NP_443148 Q96PX1 RN157_HUMAN 1 GGCGCTGGGCAT 0.597

- 11 1022 jra.2_Missense_M NM_052916 NP_443148 Q96PX1 RN157_HUMAN 1 CGGAAGGCTGTGA 0.512

- 4 1486 e_Mutation_p.R362 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 ccaggccggaccaaac 0.139 rs143499534

- 4 608 NM_001008528 NP_001008528 P84157 MXRA7_HUMAN 0 GCACGTCGCCGTC 0.577

+ 4 521 1_uc002jvn.2_5'Fl NM_024419 NP_077733 Q32NB8 PGPS1_HUMAN 0 GCTCACGAGGTAG 0.537

- 3 381 .2_Intron|LGALS3B NM_005567 NP_005558 Q08380 LG3BP_HUMAN SRCR. 4 CGTTCTCGAAGCC 0.657 rs11548453

- 6 1583 j.2_Missense_Muta NM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANmenal (Potential). 0 GGAAGCGCCCGTC 0.547

+ 4 2591 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 TATGACGACAGCA 0.502

- 3 669 NM_178520 NP_848615 Q8N8V8 TM105_HUMAN ical; (Potential). 1 CAGGCTGTGAAC 0.597

- 7 1231 _p.R22H|P4HB_uc NM_000918 NP_000909 P07237 PDIA1_HUMAN 0 AGGAAGCGGTGG 0.652

+ 5 645 _p.G155E|TBCD_u NM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0 TTGACGGGAACC 0.468

- 4 427 SF1_uc002kkv.3_M NM_017512 NP_059982 Q7L5Y1 ENOF1_HUMAN 1 TTAGGACGGCCG 0.502

- 23 3834 lq.2_Missense_Mu NM_003803 NP_003794 P52179 MYOM1_HUMAN-like C2-type 3. 5 AACTCGGACTTTG 0.413

- 9 822 _p.R221H|L3MBTL4 NM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 2. 3 AGTAAGCGATCTT 0.393

- 8 1335 p.R233W|MPPE1_ NM_023075 NP_075563 Q53F39 MPPE1_HUMAN 0 CACACCGGCTGG 0.637

+ 3 519 dlb.1_Missense_M NM_014214 NP_055029 O14732 IMPA2_HUMAN 2 CGACCCCATCGA 0.562

+ 11 1402 NM_005925 NP_005916 Q16820 MEP1B_HUMANular (Potential).|MATH. 2 GCCCTCCATTTTA 0.408

+ 14 2116 NM_005925 NP_005916 Q16820 MEP1B_HUMAN lasmic (Potential). 2 CAAATCGACCAAA 0.383

+ 12 5363 q.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 AGATTGGGAGCCA 0.517

+ 6 911 _p.S197L|SLC14A2 NM_007163 NP_009094 Q15849 UT2_HUMAN 4 TGTTCTCGGAGA 0.532

+ 16 2290 lbe.2_Missense_M NM_007163 NP_009094 Q15849 UT2_HUMAN ical; (Potential). 4 ATGGCCGTGTTCT 0.557

- 9 1225 da.1_Missense_Mu NM_004671 NP_004662 O75928 PIAS2_HUMAN P-RING-type. 4 CGGCATGGGATTG 0.438

- 16 2272 ec.1_Missense_Mu NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANke.|Actin-binding (Potential) 5 TCTCATCGTTGGG 0.577

+ 2 638 NM_015879 NP_056963 O43173 SIA8C_HUMANmenal (Potential). 2 TTAATCGGACAGC 0.368

- 4 423 NM_133459 NP_597716 Q6UXH8 CCBE1_HUMAN 3 TCATATCGGTATC 0.512 rs115982879

- 4 618 ky.1_Missense_Mu NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN xtracellular (Potential). 4 TTATTGGAGAAAA 0.373

+ 2 2389 ra.2_Missense_Mu NM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4 AGCTACGATGACG 0.662 rs143920432

+ 7 1906 NM_001194 NP_001185 Q9UL51 HCN2_HUMAN ytoplasmic (Potential). 0 GCCGCCGCACGG 0.726

- 5 857 Mutation_p.A225T NM_005481 NP_005472 Q9Y2X0 MED16_HUMAN WD 2. 0 GCGACGCGCTGC 0.692

- 3 408 te|REEP6_uc010x NM_017573 NP_060043 Q6UW60 PCSK4_HUMAN 0 GCACCACGACAGA 0.682 rs143050585

- 5 566 _p.A182T|MBD3_uc NM_003926 NP_003917 O95983 MBD3_HUMAN 3 CGCTGGCGATGG 0.667

- 20 2446 e_Mutation_p.E70 NM_138813 NP_620168 O60423 AT8B3_HUMAN lasmic (Potential). 0 TGTCCTCGATGGC 0.627

- 4 1044 02lue.2_Missense_ NM_001130111 NP_001123583 Q96GS6 F18A1_HUMAN 0 GTGAGCGGCGAG 0.607

- 18 2280 _p.S595L|AP3D1_u NM_003938 NP_003929 O14617 AP3D1_HUMAN 0 GATGGCGAGCTC 0.652

- 3 787 xgy.1_Missense_M NM_144564 NP_653165 Q9BRY0 S39A3_HUMAN ical; (Potential). 0 GGGCCGACAGC 0.721

+ 2 579 xp.2_Missense_Mu NM_205843 NP_995315 P08651 NFIC_HUMAN CTF/NF-I. 0 GTGGCCGTCAAG 0.687

- 13 1987 _p.R393C|LONP1_ NM_004793 NP_004784 P36776 LONM_HUMAN 0 CCATACGGTCTCG 0.662

- 17 1915 mdz.2_Missense_M NM_007322 NP_015561 Q9H6Z4 RANB3_HUMAN 1 CCGGTCGTCTGCC 0.706

- 10 1039 NM_003685 NP_003676 Q92945 FUBP2_HUMAN Gly-rich. 1 CCAAAGCCGCCTT 0.637



- 2 393 5A41_uc010dut.2_ NM_173637 NP_775908 Q8N5S1 S2541_HUMAN ical; Name=1; (Potential). 0 CCGCCCCGGCCA 0.612

- 4 1345 on_p.S341N|MIR22 NM_006087 NP_006078 P04350 TBB4_HUMAN 2 ATGTTGCTCTCGG 0.627

- 3 418 D3A_uc010xjg.1_I NM_005490 NP_005481 Q9BRG2 SH23A_HUMAN SH2. 2 GGGCTGTGGGTC 0.647

+ 8 1096 _p.N211S|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 3. 2 AATGCAATGACTG 0.453

+ 5 982 rf45_uc010xjo.1_5 NM_198534 NP_940936 Q8NA69 CS045_HUMAN 0 GGTGACGGCCTCT 0.587

+ 1 60 10dvs.2_Translatio NM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN 1 CAGAGGGTGGAA 0.507

+ 3 2470 1_5'Flank|MAP2K7 NM_025061 NP_079337 Q6NSJ5 LRC8E_HUMAN 2 AAGTGCGGGACA 0.552 rs145323217

- 22 2791 NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 5. 11 ACTCATCCTCATC 0.647

+ 4 517 SS4_uc002mji.2_5' NM_024552 NP_078828 Q9HA82 CERS4_HUMAN 1 GAGCCGGTGGC 0.582

- 9 1000 mkh.2_Nonsense_M NM_012335 NP_036467 O00160 MYO1F_HUMANyosin head-like. 3 CCACTCGGGCGTA 0.612

- 5 33544 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAATTGGAATAGT 0.507

- 3 11903 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTGGAGGAGCTG 0.458

- 1 1382 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GTACCTGGACTTC 0.522

- 8 1009 ws.2_Missense_M NM_024106 NP_077011 Q9BUY5 ZN426_HUMAN 1 GTTTTTCTCCATT 0.388

- 3 502 NM_133452 NP_597709 Q8IY67 RAVR1_HUMAN RRM 1. 1 TGCACCGACAGTT 0.672

- 19 3023 xe.2_Missense_Mu NM_003331 NP_003322 P29597 TYK2_HUMAN 9 GAGTCCGGGTTCA 0.572 rs1140385

- 4 715 3_uc002msz.1_Mi NM_001080411 NP_001073880 Q8N7K0 ZN433_HUMAN C2H2-type 2. 0 TTGAATGGGAAAT 0.388

- 7 989 dyv.1_Missense_M NM_000528 NP_000519 O00754 MA2B1_HUMAN 6 AATACCGGCCCTG 0.527

+ 2 189 muw.2_Missense_M NM_004317 NP_004308 O43681 ASNA_HUMAN 2 CTGGCAGTCCAG 0.537

+ 8 735 e_Mutation_p.D22 NM_000159 NP_000150 Q92947 GCDH_HUMAN 0 ATGGCCGATCTGT 0.622

+ 9 1293 _uc002mvz.1_5'Fla NM_004343 NP_004334 P27797 CALR_HUMAN in.|Asp/Glu/Lys-rich. 1 aggaagatgaggagga 0.348

- 4 619 tation_p.S108L|uc0 NM_001008701 NP_001008701 O94910 LPHN1_HUMAN tin.|Extracellular (Potential). 5 GCATCCGAGCCGG 0.587

+ 35 5703 nfj.1_Missense_Mu NM_004145 NP_004136 Q13459 MYO9B_HUMANRho-GAP.|Tail. 1 ATCTTCGCACCCT 0.647

+ 5 1640 _p.A544V|MAP1S_ NM_018174 NP_060644 Q66K74 MAP1S_HUMAN tubule-organizing center loc 1 GCCGGGCAGCCT 0.662

+ 5 894 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 GCCCCGGGCAG 0.701

- 3 1624 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 10. 0 CAGTAAGGCTTGA 0.438

+ 4 1512 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 11. 0 ACAAATGTGAAGA 0.373

+ 3 552 xrn.1_Nonsense_M NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5 GTAATCCAGTCAC 0.438

+ 4 389 123_uc002ntz.1_5 NM_152266 NP_689479 Q9BTP7 FAP24_HUMAN 0 GTAGTCGTTGAAA 0.418

+ 6 2893 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN CXXC-type. 11 ATGGCTCGATGTG 0.622

+ 12 1646 _p.S503N|APLP1_u NM_005166 NP_005157 P51693 APLP1_HUMAN cellular (Potential). 2 GGGCAGCAGCG 0.587

+ 14 1874 dd.2_Nonsense_M NM_173636 NP_775907 O43379 WDR62_HUMAN WD 9. 0 GACATCCAGATGA 0.627

+ 30 4013 dd.2_Missense_Mu NM_173636 NP_775907 O43379 WDR62_HUMAN 0 CCCCCCGTGGATA 0.682 rs144440621

+ 4 1839 p.G106R|ZNF146_ NM_007145 NP_009076 Q15072 OZF_HUMAN C2H2-type 4. 0 GATTGCGGGAAAG 0.418 rs145747574

- 6 1552 345_uc002oez.2_I NM_001037232 NP_001032309 Q3KNS6 ZN829_HUMAN C2H2-type 9. 0 TGATGTCGAGTAA 0.403

+ 6 1444 o.1_Missense_Mut NM_181786 NP_861451 P10072 HKR1_HUMAN C2H2-type 4. 2 GTGGGCGTGGCTT 0.527

+ 2 140 F527_uc010xtq.1_R NM_032453 NP_115829 Q8NB42 ZN527_HUMAN 2 CCATGTCCCAGGT 0.433

- 6 689 xtu.1_Missense_M NM_004647 NP_004638 Q92782 DPF1_HUMAN 0 ACATACGGCTTGT 0.612

+ 5 599 o.1_Intron|FAM98C NM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1 TCTCTGCCCCCAG 0.587

+ 68 10427 oiv.1_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN 12 GCGGAGGAGCTG 0.682

- 13 1044 ense_Mutation_p.R NM_012237 NP_036369 Q8IXJ6 SIRT2_HUMAN etylase sirtuin-type. 0 CAGGCGAGGGG 0.657

- 3 588 BXO17_uc002okf.1 NM_024907 NP_079183 Q96EF6 FBX17_HUMAN FBA. 0 GGCACCGGTGTTA 0.582

+ 4 602 gl.2_Missense_Mut NM_001004318 NP_001004318 Q6ZNF0 PAPL_HUMAN 0 GTTTATCGCTGTG 0.652

+ 2 570 M50_uc002olt.1_R NM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMAN 1 GAGCCGCGGGA 0.612

+ 7 723 omt.2_Missense_M NM_178544 NP_848639 Q86UE3 ZN546_HUMAN 3 CTCAATTGCAGAC 0.313

- 7 4462 e_Mutation_p.A125 NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2 TTGGGGGCTGCAT 0.697

+ 29 3760 n_p.V127M|LTBP4_ NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMANcalcium-binding (Potential). 1 ACAGACGTGGAC 0.502



+ 2 295 0ehh.1_Missense_Mutation_p.S96F|CYP2B7P1_uc002opq.2_RNA 2 CCTTCTCTGGCCG 0.627

+ 8 1086 P2F1_uc010xvv.1_3 NM_000774 NP_000765 P24903 CP2F1_HUMAN 0 GACCGCGCGGCC 0.667

+ 4 505 ense_Mutation_p.R NM_000709 NP_000700 P12694 ODBA_HUMAN pyrophosphate binding. 0 AGTACCGGGAGG 0.582

- 9 1237 se_Mutation_p.P29 NM_019884 NP_063937 P49840 GSK3A_HUMANProtein kinase. 4 TCTGGCGGCGTT 0.582

- 3 612 xwj.1_Missense_M NM_002573 NP_002564 Q15102 PA1B3_HUMAN 0 TGGGCCGGATGTG 0.562

+ 14 1334 GF8_uc002otl.3_5'F NM_173633 NP_775904 Q8NBT3 TM145_HUMAN 0 GACCCGGAGGG 0.617

+ 9 2203 otm.3_Missense_M NM_001410 NP_001401 Q7Z7M0 MEGF8_HUMANcellular (Potential). 1 TTGGTGGCAGCG 0.637

- 4 829 M1_uc002oty.2_Mis NM_001712 NP_001703 P13688 CEAM1_HUMAN 2.|Extracellular (Potential). 2 TGGGGGTGTCCG 0.562

- 4 1015 ouj.3_Missense_Mu NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 2. 0 TAGGGTCCTGTTT 0.498

+ 8 814 PR_uc010xxp.1_M NM_000164 NP_000155 P48546 GIPR_HUMAN Name=3; (Potential). 1 GAGGGCGTCTAC 0.687

- 14 2106 _p.A621T|SYMPK_ NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 CCAGGCGAAGGC 0.642

- 2 445 2per.3_Missense_M NM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 tggggagaggacccca 0

- 6 1810 pfq.2_Missense_M NM_005628 NP_005619 Q15758 AAAT_HUMAN ical; (Potential). 0 ACTGCGGCCACG 0.607

+ 1 2288 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1 CTAAGCGTAACTT 0.433

+ 2 3763 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN Rho-GAP. 1 ACTGTCGTGACTC 0.443

+ 14 3049 xyo.1_Missense_M NM_014681 NP_055496 Q14147 DHX34_HUMAN 5 TTCAGTCCCTCCT 0.642

- 1 150 NM_003167 NP_003158 Q06520 ST2A1_HUMAN 2 AGAAATCGTCCGA 0.468

+ 4 1069 m.1_5'Flank|FGF21 NM_019113 NP_061986 Q9NSA1 FGF21_HUMAN 1 TCCTGCCACTACC 0.692

- 9 1083 p.R309Q|BCAT2_u NM_001190 NP_001181 O15382 BCAT2_HUMAN 1 AGGATTCGGTGCA 0.652

+ 5 521 AX_uc010xzx.1_RN NM_138761 NP_620116 Q07812 BAX_HUMAN BH2. 3 TGGGCTGGATCCA 0.448

- 3 828 c.2_Intron|CGB7_u NM_033142 NP_149133 P01233 CGHB_HUMAN 0 GCCCCGGGAGTC 0.627 rs142903731

+ 13 1700 ng.2_Missense_Mu NM_152359 NP_689572 Q8TCG5 CPT1C_HUMAN lasmic (Potential). 3 ACAGACGGCCACT 0.612

- 23 6275 sw.1_Missense_M NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN 2 GTCCGGGGGCAG 0.667

- 3 479 se_Mutation_p.E14 NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 CAGGCTCGTTGTG 0.687

- 7 946 p.G243D|KLK5_uc NM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN Peptidase S1. 0 GAATCACCCTGC 0.343

- 3 248 wl.2_Missense_Mu NM_001161748 NP_001155220 P55344 LMIP_HUMAN ical; (Potential). 0 CAGGATCATGAAG 0.587

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0 GCCATCGTAGATG 0.433

- 5 659 ak.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN 0 TTTCAACTTCTTG 0.398

+ 1 788 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANcellular (Potential). 0 GCAAATGGAGCAA 0.418

+ 7 1715 eqr.1_Missense_M NM_018555 NP_061025 Q9NQX6 ZN331_HUMAN 6 CACAGCGCTCCAG 0.428

- 10 1139 n.1_Missense_Mu NM_002287 NP_002278 Q6GTX8 LAIR1_HUMAN lasmic (Potential). 4 GGACTCGGCCAT 0.602

+ 6 747 Splice_Site_p.G219 NM_002255 NP_002246 Q99706 KI2L4_HUMAN 1 CCTCCAGGTATCG 0.468

+ 6 771 id.2_Missense_Mu NM_004829 NP_004820 O76036 NCTR1_HUMANcellular (Potential). 2 CAGAAAGGTAAGT 0.498

- 13 2497 ense_Mutation_p.H NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN lasmic (Potential). 4 CTGACGTGGTCA 0.552 rs143797290

+ 6 1337 p.R201Q|U2AF2_uc NM_013301 NP_037433 Q9BWC9 CC106_HUMAN 0 GTCGCGGGCCTT 0.667

+ 2 557 d.2_Missense_Mut NM_001130072 NP_001123544 Q9Y6I3 EPN1_HUMAN ENTH. 0 ACTGGCGTCACG 0.592

+ 5 476 NM_020813 NP_065864 Q9BX82 ZN471_HUMAN 2 AGCTATGGACTTG 0.368

- 7 4738 E1434Q|PEG3_uc NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN Glu-rich. 12 CTCTTTCTTCTGG 0.547

- 5 1009 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 2. 2 AGCTTCCACTTCT 0.433

+ 4 1230 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1 AGACTTCCCAAGA 0.443

+ 3 803 yhz.1_Missense_M NM_181846 NP_862829 P10073 ZSC22_HUMAN 1 ACCAGCGTGGCC 0.517

- 3 542 DAM17_uc010exb NM_003183 NP_003174 P78536 ADA17_HUMAN 2 TAACCAACCACGT 0.438

+ 4 554 se_Mutation_p.Y16 NM_182625 NP_872431 Q17RS7 GEN_HUMAN I-domain. 8 TTCCTTTATGGGG 0.408

- 9 1797 DH14_uc002rcx.3_ NM_033253 NP_150278 Q96P26 5NT1B_HUMAN 3 TTGTCCGTACAAT 0.473

- 5 811 _p.S176L|NT5C1B NM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3 GTGCGCGAATATT 0.662

+ 8 988 rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 ATGCCACGCTGAC 0.522

- 11 1207 p.R365W|IFT172_u NM_015662 NP_056477 Q9UG01 IF172_HUMAN 2 TAAGCCGATTAGT 0.493



+ 34 2336 zj.1_Missense_Mut NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|Extracellular (P 9 GGGACGGCTCCC 0.522

+ 1 269 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMAN nal.|Extracellular (Potential) 3 GCGGCACCTTCG 0.667

+ 3 597 MIN6_uc002rrb.2_R NM_024775 NP_079051 Q8WXD5 GEMI6_HUMAN 0 ATTGAAGGACATC 0.398

+ 15 1857 q.2_Missense_Mu NM_020744 NP_065795 Q9BTC8 MTA3_HUMAN 2 CAGTCCGAAACAC 0.478

+ 8 1621 _p.S513F|PLEKHH NM_172069 NP_742066 Q8IVE3 PKHH2_HUMAN 3 TATTTTCCTATGA 0.458

+ 4 545 oa.1_Missense_Mu NM_022437 NP_071882 Q9H221 ABCG8_HUMAN er.|Cytoplasmic (Potential). 4 ACGTGCGCCAGC 0.627

+ 9 1459 C7A_uc010fbc.2_M NM_020458 NP_065191 Q9ULT0 TTC7A_HUMAN 2 GAGCCGGGTGCC 0.592

+ 5 595 pt.1_Missense_Mu NM_014562 NP_055377 P32242 OTX1_HUMAN 2 AGTGCGGGAGAG 0.647

+ 5 1332 LC1A4_uc010fcv.2 NM_003038 NP_003029 P43007 SATT_HUMAN ical; (Potential). 1 CATTTGCGACAG 0.488

+ 6 867 f.2_Missense_Mut NM_173545 NP_775816 Q8IW19 APLF_HUMAN 2 CAGCAAGGAAGAA 0.363

+ 11 2213 sew.2_Missense_MNM_001007231 NP_001007232 P42331 RHG25_HUMAN Potential. 4 CGCTCCCGGGAG 0.507

- 3 584 p.R178Q|CYP26B NM_019885 NP_063938 Q9NR63 CP26B_HUMAN 2 AGCACCCGGATG 0.617

+ 20 11897 .W3885*|ALMS1_u NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 CTTCTTGGTCAGA 0.418

- 4 895 X1_uc002smc.2_5'F NM_133637 NP_598376 Q8TE96 DQX1_HUMAN 2 CCACCCGATCAGG 0.522

+ 18 2739 ysg.1_Missense_M NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 GCTCCAGAGAAGA 0.483

+ 7 914 gk.2_Missense_Mu NM_005911 NP_005902 P31153 METK2_HUMAN 0 CTGGACGCAAAAT 0.453

- 31 5043 ytb.1_Missense_M NM_015425 NP_056240 O95602 RPA1_HUMAN 3 TTGGTCGCATAGA 0.493

- 5 759 RPS5_uc010yud.1_ NM_031902 NP_114108 P82675 RT05_HUMAN 3 TCTTTCGGTCCCA 0.532

- 3 345 ense_Mutation_p.G NM_207328 NP_997211 Q6NUI2 GPAT2_HUMAN 0 TACTTCCCCAGGA 0.587

- 6 1221 2svl.2_Missense_M NM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0 GGGGACGGATAAC 0.468

- 34 4971 NP200_uc010yuj.1_ NM_014014 NP_054733 O75643 U520_HUMAN case C-terminal 2. 10 GGCGTCGCTCCAT 0.572

- 11 1314 NM_005735 NP_005726 P42025 ACTY_HUMAN 1 ATAGCACGGGAGC 0.542

- 5 404 LYG1_uc010yvo.1_ NM_174898 NP_777558 Q8N1E2 LYG1_HUMAN 0 AAGCACGAACTC 0.463

+ 11 1310 yvt.1_Missense_Mu NM_002518 NP_002509 Q99743 NPAS2_HUMAN PAC. 4 AAGCCCGAGTTCA 0.607

- 5 909 L2_uc002tcx.2_Mis NM_201557 NP_963851 Q14192 FHL2_HUMANM zinc-binding 3. 1 TTCCTGCAGGCGG 0.607

+ 8 2147 e.2_Missense_Mut NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN SEC7. 2 AGGAACGGGAGC 0.602 rs149806578

+ 19 2130 _p.R554Q|DPP10_ NM_020868 NP_065919 Q8N608 DPP10_HUMAN cellular (Potential). 10 TGGACCGAAACCA 0.284

+ 16 2879 0flu.2_Nonsense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN 3.|Extracellular (Potential). 10 TTCATTCGACTCG 0.289

- 9 2194 WS1_uc010yzl.1_RN NM_017969 NP_060439 Q96ST2 IWS1_HUMAN FIIS N-terminal. 1 TCTTGAGTGCAGG 0.438

+ 1 207 e.1_Intron|UGGT1_ NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 GCGGTGCGTGTG 0.721

+ 2 438 n_p.G83E|FAM123C NM_152698 NP_689911 Q8N944 F123C_HUMAN 3 TCTGTGGAGCCA 0.652

+ 8 1144 nse_Mutation_p.R NM_001100623 NP_001094093 Q96CS7 PKHB2_HUMAN 2 GCTATCGAGACAA 0.517

- 14 4185 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 CTTTGGCGCCAT 0.532

- 14 2784 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 TGGGAGGTATTTT 0.463

+ 13 1859 NM_002410 NP_002401 Q09328 MGT5A_HUMANmenal (Potential). 3 TTCATCGGGCGGC 0.438

- 4 478 M163_uc002tty.2_ NM_030923 NP_112185 Q8TC26 TM163_HUMAN 0 TGTAACGCCACAG 0.512

- 57 10031 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 TGATCAGCAAGAA 0.333

- 53 9391 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 CATTTTCATCACA 0.388

- 7 1889 P1B_uc010fnl.1_In NM_018557 NP_061027 Q9NZR2 LRP1B_HUMANential).|LDL-receptor class B 50 AAGATCCGGTCAC 0.413

- 5 1024 fof.2_Missense_Mu NM_145259 NP_660302 Q8NER5 ACV1C_HUMANe.|Cytoplasmic (Potential). 7 AAGTTCCATTATC 0.313

+ 23 3980 fom.1_Missense_M NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN ANK 10. 3 GGAGCCGTGATCG 0.607

- 7 994 e_Mutation_p.R282 NM_152528 NP_689741 Q8N9V3 WSDU1_HUMAN WD 7. 0 TCAGACCTGGTGT 0.294

- 26 5005 nse_Mutation_p.Q1 NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 GTTTCTGAGGTTT 0.388

+ 9 1417 _p.S376F|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8 TTTTGTCCTTATT 0.403

+ 7 1458 udg.2_Missense_M NM_024969 NP_079245 Q8WYN3 CSRN3_HUMAN Glu-rich. 5 CTAGCACGCAAAG 0.418

- 2 355 3_5'Flank|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN I. 13 TGAAGGGAGTTAA 0.353

- 70 13081 NM_004525 NP_004516 P98164 LRP2_HUMAN cellular (Potential). 29 CCTTTTCCTTAGA 0.398



- 56 11128 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 29.|Extracellular (Potent 29 GAAACTGGCCCGG 0.542

- 54 10709 NM_004525 NP_004516 P98164 LRP2_HUMAN r (Potential).|EGF-like 13. 29 TGAAGGGTGCGG 0.537

- 23 3691 f.1_Nonsense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN s A 11.|Extracellular (Potent 29 TACATCGATGATT 0.398

+ 15 2188 ho.1_Missense_Mu NM_001079818 NP_001073286 P23229 ITA6_HUMAN cellular (Potential). 2 GTGTACCAGAACT 0.378

- 307 98674 010zfi.1_Missense_ NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GATACCTTCTCAT 0.373

- 293 88087 983H|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGACACGTGTCC 0.483

- 246 50929 597D|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAGAAACCTTTCC 0.393

- 10 1567_1568 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 ATAAGTGCTGAGC 0.446

- 4 337 ense_Mutation_p.QNM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3 CAGTCTGAATGTC 0.353

- 9 1848 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN 3 CATTTTCGTGTAA 0.338

+ 20 3701 KAR_uc002uqx.1_R NM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4 TTCATTCGTATAAA 0.368

+ 7 1424 _p.G242S|INPP1_u NM_001128928 NP_001122400 P49441 INPP_HUMAN 2 AGAAACGGCAGTG 0.463 rs140787085

+ 3 1378 NM_017694 NP_060164 Q6ZSS7 MFSD6_HUMAN ical; (Potential). 2 CACATCGAAGTGC 0.567

+ 20 2405 O1B_uc002usr.2_M NM_001130158 NP_001123630 O43795 MYO1B_HUMAN IQ 1. 8 TCGGGGGTGGAA 0.418

+ 12 3558 PR2_uc010ftr.2_In NM_001204 NP_001195 Q13873 BMPR2_HUMAN lasmic (Potential). 9 GTGACAGTCACCA 0.448

+ 12 1900 _p.E565K|PARD3B_ NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 3. 4 AACCACGAAGCTA 0.473

- 13 1497 zis.1_Missense_M NM_005006 NP_004997 P28331 NDUS1_HUMAN 1 CTTCCCGAAGCAA 0.378

- 6 674 _p.T200M|LANCL1 NM_001136574 NP_001130046 O43813 LANC1_HUMAN 0 TTTGCCGTGAAG 0.403 rs141178650

- 8 1089_1090_p.P331K|ERBB4_ NM_005235 NP_005226 Q15303 ERBB4_HUMANExtracellular (Potential). 33 CCTTTTGGGCAAA 0.376

+ 6 588 rf62_uc002vhs.2_In NM_198559 NP_940961 Q7Z7H3 CB062_HUMAN 0 GCCTGGCGGCGG 0.582

- 7 931 vif.2_Nonsense_M NM_020935 NP_065986 Q86T82 UBP37_HUMAN D-box 3. 5 CTTTTCGAAATGG 0.363

+ 2 672 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2 CCGGCGGCAGA 0.607

- 11 1528 ense_Mutation_p.R NM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4 GGAGCGCTCCCC 0.577

+ 9 1300 vkh.2_Missense_M NM_018089 NP_060559 Q9H8Y5 ANKZ1_HUMAN 2 AAGAAGCCTACTG 0.453

- 4 702 200H|TUBA4B_uc0 NM_006000 NP_005991 P68366 TBA4A_HUMAN 3 AGGTTGCGGCGG 0.557

+ 4 771 .1_Intron|KIAA148 NM_020864 NP_065915 Q9P242 K1486_HUMAN 3 GAAATCCGAACAC 0.507

+ 11 980 40L_uc010fxo.1_In NM_138402 NP_612411 Q9H930 LY10L_HUMAN SAND. 1 ACTGTGGATTTTC 0.423

+ 2 271 PP_uc002vsr.2_5'F NM_001632 NP_001623 P05187 PPB1_HUMAN 1 GGAACCGCGAGG 0.632

+ 7 964 PP_uc002vsr.2_5'F NM_001632 NP_001623 P05187 PPB1_HUMAN 1 GGTGCCCGGTATG 0.677

+ 18 2163 3_Missense_Mutat NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7 AGGAACGACTGAC 0.428

+ 28 3370 e_Mutation_p.V107 NM_152879 NP_690618 Q16760 DGKD_HUMAN 5 CGCCTCGTGACCA 0.522

+ 1 177 UGT1A7_uc002vu NM_007120 NP_009051 P22310 UD14_HUMAN 1 TTGCGGGAGCTC 0.597

+ 7 767 PM8_uc010fyj.2_5'U NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN lasmic (Potential). 4 CTTATGGATGACT 0.398

+ 12 1527 vyf.2_Missense_M NM_015650 NP_056465 Q8TDR0 MIPT3_HUMAN -interaction domain. 1 CCTCCCCGGGTC 0.507

+ 2 705 dn.2_Missense_M NM_021158 NP_066981 Q96RU7 TRIB3_HUMAN 2 GCCTCCCGTCTTG 0.667

+ 4 1015 _p.R219C|SIRPA_u NM_001040022 NP_001035111 P78324 SHPS1_HUMAN 1.|Extracellular (Potential). 1 CTGACCCGCGAG 0.587

+ 9 1712 _p.T451M|SIRPA_u NM_001040022 NP_001035111 P78324 SHPS1_HUMAN lasmic (Potential). 1 ACCACACGGAGTA 0.582

+ 9 1280 al.1_Missense_Mu NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 CACGAGGATGAGA 0.597

+ 9 1087 pw.1_Nonsense_M NM_080751 NP_542789 Q8TDI7 TMC2_HUMAN lasmic (Potential). 3 GTCATTCGATCGT 0.552 rs143970919

- 10 937 _p.P310S|IDH3B_u NM_006899 NP_008830 O43837 IDH3B_HUMAN 0 CAAATGGGTGCCG 0.597

- 11 1602 XM1_uc010gas.2_In NM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4 CACGGGGTGCGA 0.597

+ 4 392 se_Mutation_p.P6 NM_033453 NP_258412 Q9BY32 ITPA_HUMAN 1 GGGCTCCCCGGC 0.567

+ 6 1286 Mutation_p.Q58*|C NM_021873 NP_068659 P30305 MPIP2_HUMAN 5 AACTCCCAGGCGC 0.667

- 3 524 bu.2_Missense_Mu NM_017545 NP_060015 Q9UJM8 HAOX1_HUMAN xy acid dehydrogenase. 3 CCAGACGGTTGC 0.448 rs143166500

+ 27 2643 _p.S848L|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 CTTTATCAGATCC 0.348

+ 4 1819 0zrf.1_Missense_M NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3 GCATGACAGAAGT 0.493

+ 17 1698 _p.R459C|XRN2_u NM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1 AAATTCCGTCGGA 0.408 rs34008581



+ 6 1870 n_p.R90C|GZF1_uc NM_022482 NP_071927 Q9H116 GZF1_HUMAN C2H2-type 9. 1 CGCCACCGCCGC 0.632 rs139522387

- 2 522 NM_001008693 NP_001008693 Q5W186 CST9_HUMAN 1 ATGCAGCATCCAC 0.537

- 6 1950 c.2_Intron|ACSS1_ NM_032501 NP_115890 Q9NUB1 ACS2L_HUMAN 2 AAAGGACGCTGGT 0.567

+ 3 487 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6 AGGGTGGGCAAG 0.632

+ 17 2167 _Mutation_p.V554 NM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN 5 GGAACCGTGAAGC 0.502

+ 2 162 1_uc010geq.2_Spl NM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2 CATTGGGTGAGTA 0.577

+ 31 6322 ve.1_Missense_Mu NM_007186 NP_009117 Q9BV73 CP250_HUMANGlu-rich.|Potential. 5 TCCAGGCCCTGGA 0.607

+ 12 1549 xew.2_Missense_M NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3 GATGGCGAGTCTG 0.592

- 16 1049 vq.1_Missense_Mu NM_032013 NP_114402 Q9UGV2 NDRG3_HUMAN 1 CGAGCCGAGTCA 0.532

+ 1 21 NM_080628 NP_542195 A0PJX2 CT118_HUMAN 0 GGCCTCCGCTGG 0.622

- 4 512 NM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN 0 GGTGGAGCTCAAT 0.398

+ 16 1602 wb.1_Missense_M NM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN 3 TCTCACGCAGTAA 0.473

+ 9 929 270C|PLCG1_uc0 NM_182811 NP_877963 P19174 PLCG1_HUMAN 8 GTTGATCGCCTCC 0.602

+ 22 2657 we.1_Missense_Mu NM_182811 NP_877963 P19174 PLCG1_HUMAN SH3. 8 AACTACGTGGAAG 0.592

- 3 3013 e_Mutation_p.V879 NM_015035 NP_055850 Q9H4I2 ZHX3_HUMAN Homeobox 5. 3 GCTTGACCTGCTG 0.562

- 17 2708 d.2_Missense_Mut NM_032221 NP_115597 Q8TD26 CHD6_HUMAN case C-terminal. 14 AGAACCGGTCGAT 0.537

- 7 1055 gj.2_Missense_Mu NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 CAATGGGCGTGGG 0.512

+ 1 49 NM_002638 NP_002629 P19957 ELAF_HUMAN 0 TTGATCGTGGTGG 0.572

+ 15 1949 LC12A5_uc002xrb. NM_001134771 NP_001128243 Q9H2X9 S12A5_HUMAN lasmic (Potential). 5 TTCCTGGGCATGA 0.557

- 3 764 _Missense_Mutatio NM_173179 NP_775271 Q9NQQ7 S35C2_HUMAN 1 CCACACGGGCCC 0.632

+ 5 1695 NM_030777 NP_110404 O95528 GTR10_HUMAN lasmic (Potential). 1 CGTACAGCCGCAT 0.602

+ 12 1494 o.2_Missense_Mu NM_005244 NP_005235 O00167 EYA2_HUMAN 1 GGCGGCGTGGAC 0.612

- 15 2623 YND8_uc002xtb.1_ NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5 GGGGCCGGGGCC 0.677

+ 9 1155 m.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5 AGAAACGTCACTA 0.294

- 16 6139 s.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6 CCCTGGGACCTG 0.577

- 15 3625 dt.1_Missense_Mut NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6 GGAAGCGGATCAG 0.502

- 3 769 dv.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN lization signal (Potential). 6 TCCTGCGAAGGC 0.602

+ 6 629 _p.G60S|ARFGAP NM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN 1 GACCTCGGCTCC 0.602 rs148044740

- 5 921 _p.P274S|EEF1A2_ NM_001958 NP_001949 Q05639 EF1A2_HUMAN 0 GCCCGGCCGCAG 0.672

+ 15 2128 PF6_uc002yhp.2_In NM_012469 NP_036601 O94906 PRP6_HUMAN HAT 6. 2 GAGTCCGAGAATG 0.662

+ 9 1139 P25_uc002yjz.1_M NM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5 GTGGGAGTACTTG 0.333

+ 6 871 _p.P66S|NCAM2_ NM_004540 NP_004531 O15394 NCAM2_HUMAN 3.|Extracellular (Potential). 4 TCAGTGCCGCCAG 0.423

+ 10 1497 xf.2_Missense_Mut NM_005239 NP_005230 P15036 ETS2_HUMAN ETS. 4 GACGTCGGGGAA 0.582

- 12 1283 .1_5'UTR|BRWD1_ NM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN WD 5. 4 CTTACCGATCACC 0.328

+ 8 1647 R345Q|BACE2_uc NM_012105 NP_036237 Q9Y5Z0 BACE2_HUMANcellular (Potential). 2 GTTACCGATTCGG 0.517

- 8 1936 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7 CGTTGACGTCGGA 0.687

- 3 1536 aa.3_Missense_M NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3 ATGTCCGAGGGGT 0.562

+ 19 3464 DL1_uc002zag.1_ NM_001004416 NP_001004416 Q5DID0 UROL1_HUMAN llular (Potential).|ZP. 3 TCCTGACGGAGTG 0.572

+ 3 256 002zdx.2_Missense NM_020132 NP_064517 Q9NRZ7 PLCC_HUMAN lasmic (Potential). 0 CAGTTCGTGCTGC 0.642

- 4 535 zol.3_Missense_Mu NM_016335 NP_057419 O43272 PROD_HUMAN 1 TTATTCGTGCCTG 0.622

- 14 2624 qy.2_Missense_Mu NM_001670 NP_001661 O00192 ARVC_HUMAN ARM 10. 1 CGATTTCGTGGAT 0.682 rs144187900

+ 7 1153 ense_Mutation_p.R NM_003073 NP_003064 Q12824 SNF5_HUMAN A.|2.|2 X app)|p.L266_*386d 407 GCATCCGGGGAC 0.542

- 3 333 g.2_RNA|GSTT1_u NM_000853 NP_000844 P30711 GSTT1_HUMAN ST C-terminal. 1 CACACGGGCACG 0.622

+ 13 2896 6L_uc011akd.1_Mis NM_021115 NP_066938 Q9BYH1 SE6L1_HUMAN xtracellular (Potential). 6 ACCATCCGCTGCA 0.557

- 4 547 _p.G33S|TBC1D10A NM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1 CTCACCCGTGGCC 0.612

- 10 1597 NM_005877 NP_005868 Q15459 SF3A1_HUMAN 5 CCTCACCGATCTT 0.512

- 2 889 gwa.1_RNA|DUSP NM_152511 NP_689724 Q8NEJ0 DUS18_HUMAN -protein phosphatase. 0 GTGGGCGTCCAG 0.592



+ 2 1140 R283H|RFPL3S_u NM_001098535 NP_001092005 O75679 RFPL3_HUMAN 1 CAGTCCGTCCTGG 0.458

- 9 1224 NM_014306 NP_055121 Q9Y3I0 RTCB_HUMAN 0 CCTTTCCGTCCAC 0.498

- 8 1045 h.1_Missense_Mu NM_002473 NP_002464 P35579 MYH9_HUMAN yosin head-like. 11 AGGTCCGTTCTTC 0.537

- 13 1384 p.T423M|EIF3D_uc NM_003753 NP_003744 O15371 EIF3D_HUMAN 1 AGCTCCGTGGCAA 0.562

- 3 673 NM_006078 NP_006069 Q9Y698 CCG2_HUMAN 0 TGTGTCGAGTTTT 0.562

+ 7 1827 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CTCCCAATAGAGC 0.587

+ 7 2067 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCACAACATC 0.582

+ 2 155 2_5'UTR|POLR2F NM_021974 NP_068809 P61218 RPAB2_HUMAN 1 GGCGACGACTTTG 0.408

- 2 1340 vt.1_Missense_Mu NM_004981 NP_004972 P48050 IRK4_HUMAN asmic (By similarity). 0 GCATCCGGATGAT 0.682

+ 30 5452 NM_001429 NP_001420 Q09472 EP300_HUMAN for E1A adenovirus.|ZZ-type 64 CTGTCTGTGAGGT 0.572

+ 3 421 0gyr.2_Missense_M NM_145733 NP_663786 Q9UH03 SEPT3_HUMAN 0 GGAACCGGGAG 0.572

- 10 1323 p.V396M|NAGA_u NM_000262 NP_000253 P17050 NAGAB_HUMAN 1 ACATCACTACCCC 0.552

+ 3 376 e.2_Missense_Mut NM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1 GATGAGCTCCTGG 0.647

- 11 1339 NM_001080447 NP_001073916 2 GGCTGCGGCCCA 0.662

+ 2 998 _p.R199H|PANX2_u NM_052839 NP_443071 Q96RD6 PANX2_HUMAN lasmic (Potential). 1 GACGCGCCGGCA 0.562

+ 8 1808 jy.2_Missense_Mu NM_031454 NP_113642 Q9BVL4 SELO_HUMAN 0 GAGCACGTGCGC 0.652

- 9 888 3bkl.1_Missense_M NM_002969 NP_002960 P53778 MK12_HUMANProtein kinase. 0 CAGCCGGAGGC 0.667 rs141322209

+ 7 643 utation_p.G177R|M NM_017584 NP_060054 Q9UGB7 MIOX_HUMAN 0 GAGCTCGGGATG 0.582

+ 16 1431 p.R436H|MTMR14_ NM_001077525 NP_001070993 Q8NCE2 MTMRE_HUMAN 1 AGGACCGTGGCA 0.562

- 7 1428 sy.2_Missense_Mu NM_006354 NP_006345 O75528 TADA3_HUMAN 0 TTGCCCCGTCAGC 0.507

- 5 628 ion_p.A173V|CIDE NM_022094 NP_071377 Q96AQ7 CIDEC_HUMAN 1 AAAGTCGCCTTCA 0.502

+ 9 1376 xj.2_Missense_Mu NM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 10. 4 CTGCAGCGGCAG 0.647

- 13 1765 GRIP2_uc011avh.1_ NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 4. 1 CAGGCTCGATGAA 0.567

+ 8 822 rf19_uc010hej.2_In NM_016474 NP_057558 Q6PII3 CC019_HUMAN 0 AGGCCCGGCAAC 0.423

+ 6 3156 _p.A1016T|FGD5_u NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN DH. 5 CTGGCAGCTGCT 0.582

- 7 995 tation_p.R112Q|SH NM_004844 NP_004835 O60239 3BP5_HUMAN 0 CATCCCCGAGGC 0.597

+ 2 497 TM8_uc010hfu.2_In NM_178868 NP_849199 Q8IZV2 CKLF8_HUMAN MARVEL. 0 GGGTCCCCGCATT 0.502

- 12 1716 3cfr.3_Missense_M NM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2 ATAAGTCGGCACC 0.368

+ 16 2296 p.A719V|PDCD6IP NM_013374 NP_037506 Q8WUM4 PDC6I_HUMAN h EIAV p9.|Self-association. 2 GCATTGCCAGAGA 0.328

+ 7 820 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 TATCCAGAAAATG 0.373

- 8 3732 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 TCTTAACGAACAT 0.408

+ 23 3313 se_Mutation_p.L11 NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 AAGGAGCTCCGC 0.592

+ 8 1093 cig.2_Missense_M NM_001106 NP_001097 Q13705 AVR2B_HUMAN(Potential).|Protein kinase. 1 ACCCACGGACAG 0.562

- 27 4780 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMANor; Name=S4 of repeat IV; ( 10 GTGTGCGGATCC 0.532

- 5 1977 cjh.2_Missense_M NM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5 CACACCGGCACAG 0.557

- 2 175 _p.P24L|HIGD1A_ NM_001099669 NP_001093139 Q9Y241 HIG1A_HUMAN mic (Potential).|HIG1. 0 TATGAAGGAAGGG 0.383

- 5 1261 NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANcellular (Potential). 3 GACACACGAAACA 0.502 rs148426340

- 6 4845 qv.2_Nonsense_Mu NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN SET. 32 TGTTTCGTGCATA 0.388

- 3 1911 qv.2_Nonsense_M NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 TTAATCGATTTGA 0.313 rs148810823

+ 9 1399 bav.1_Missense_M NM_025010 NP_079286 O94889 KLH18_HUMAN Kelch 3. 0 GCTGGGGTTACAG 0.517 rs139615876

+ 3 302 p.R44H|PTPN23_u NM_015466 NP_056281 Q9H3S7 PTN23_HUMAN BRO1. 3 TCCTCCGCAAGTA 0.637

+ 10 1378 css.2_Missense_M NM_207102 NP_996985 Q6X9E4 FBW12_HUMAN WD 5. 0 ACATCCGAGAACT 0.507 rs140417083

- 94 7178 NM_000094 NP_000085 Q02388 CO7A1_HUMAN le-helical region. 11 CAGGGAGGCCCA 0.612

- 9 1167 NM_000094 NP_000085 Q02388 CO7A1_HUMANn (NC1).|Fibronectin type-III 11 TAGTCCGTGCCAG 0.642

- 55 12371 3cuk.2_Missense_M NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN 11 GTGACAGCATCAT 0.547

- 12 6148 _Mutation_p.P202 NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN tial).|EGF-like 5; calcium-bin 11 GAGGTGGGCAGG 0.667

- 1 441 62_uc003cwm.2_5 NM_198562 NP_940964 Q6ZUJ4 CC062_HUMAN 0 CAGCAGCAAAAG 0.582



- 3 461_462 X1_uc011bcm.1_3' NM_000581 NP_000572 P07203 GPX1_HUMAN 1 CAGGAAGGCGAA 0.639

+ 19 2249 kw.1_Missense_Mu NM_001640 NP_001631 P13798 ACPH_HUMAN 1 AACATCGCCTCCA 0.577

+ 17 1652 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-1. 0 TATTCACGAGCTT 0.483

+ 50 5383 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 CATACCGGGACCG 0.537

- 14 2258 RBP_uc003dbf.1_5' NM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2 ATACTGGATATTC 0.463

+ 2 511 ARP3_uc003dbz.2 NM_005485 NP_005476 Q9Y6F1 PARP3_HUMAN 1 TAATCCGCGTGGA 0.627

- 2 3519 b.2_Missense_Mut NM_017442 NP_059138 Q9NR96 TLR9_HUMAN toplasmic (Potential). 4 TCCTTGCGGTCCT 0.701

- 11 1481 _p.V390M|NT5DC2 NM_022908 NP_075059 Q9H857 NT5D2_HUMAN 0 GAGCACGCGGGG 0.647

- 13 1661 k.2_Missense_Mu NM_052859 NP_443091 Q96AA3 RFT1_HUMAN 1 CAGTGCGTCTGG 0.552

+ 2 309 TF_uc003dob.2_M NM_198159 NP_937802 O75030 MITF_HUMAN 2 CTCATGCGTGAGC 0.597

- 15 2100 NM_020872 NP_065923 Q9P232 CNTN3_HUMANonectin type-III 1. 5 CAACCCGAAATTC 0.418

+ 22 4046 OBO2_uc011bgk.1_ NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 CCTGTTCGAGGCG 0.517

+ 7 1790 e_Mutation_p.R52 NM_005233 NP_005224 P29320 EPHA3_HUMAN tential).|Fibronectin type-III 33 ACAGCCGCAAGTT 0.458

- 2 459 2_5'UTR|PROS1_ NM_000313 NP_000304 P07225 PROS_HUMAN 1 CACGACGCTTCCT 0.358

- 12 1675 he.1_Missense_Mu NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN cellular (Potential). 3 ACTGCCGGGGTG 0.473

- 5 857 bb.1_Missense_Mu NM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4 CAGGAGCTCTGTC 0.562

- 3 563 bb.1_Missense_Mu NM_000796 NP_000787 P35462 DRD3_HUMAN elical; Name=1. 4 AGGCCATTGCCGA 0.622

- 4 595 ZBTB20_uc003ebl.2 NM_015642 NP_056457 Q9HC78 ZBT20_HUMAN BTB. 5 CGATGTCGCTGTA 0.612

+ 2 114 PK1B_uc003ecd.2 NM_006952 NP_008883 O75841 UPK1B_HUMAN lasmic (Potential). 0 ACTGTTCGTTGCT 0.393

+ 5 1122 bjb.1_Missense_M NM_001125 NP_001116 P54922 ADPRH_HUMAN 1 ATGCCCCCATGAT 0.577

- 9 1847 bjg.1_Missense_M NM_153002 NP_694547 Q8NFN8 GP156_HUMAN lasmic (Potential). 2 AGGGTGCAGAGC 0.617

+ 4 467 bji.1_Missense_M NM_014980 NP_055795 Q9Y2K9 STB5L_HUMAN 9 ACATGAAAGTGGT 0.373

+ 3 442 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN TRAF-type. p.R78H(1) 5 ATGTCCCGCCACA 0.597 rs137929409

+ 3 778 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5 ACTAATGGGGAGA 0.493

+ 14 2577 p.R817Q|KALRN_ NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 CAGAACGGAAGC 0.552

+ 16 3118 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMAN 3 GTTCCAGCGGTGG 0.627

+ 47 5590 NM_015268 NP_056083 O75165 DJC13_HUMAN 2 TGACATCGAGTAC 0.333

+ 12 2448 qu.2_Missense_Mu NM_004441 NP_004432 P54762 EPHB1_HUMAN(Potential).|P p.R743Q(1) 30 GCATCGGGACCT 0.552

+ 2 754 esi.3_Missense_M NM_012219 NP_036351 O14807 RASM_HUMAN 4 TGGACGGTGAGA 0.493

- 6 1603 NM_001184 NP_001175 Q13535 ATR_HUMAN 20 ACAACAGCAATTC 0.388

+ 11 2084 _p.Q616*|TRPC1_ NM_003304 NP_003295 P48995 TRPC1_HUMAN 2 AGCTTTCAGTTGA 0.363

+ 4 1110 _p.G324S|HPS3_uc NM_032383 NP_115759 Q969F9 HPS3_HUMAN 6 CAGACCGGTAAGC 0.483

- 6 1413 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMANnin-like 3.|F5/8 type A 2. 1 CCAGAGGGAGCAT 0.403

+ 1 1722 SC22D2_uc003exx NM_014779 NP_055594 O75157 T22D2_HUMAN 1 GGAGTGCCCCCG 0.736

+ 1 162 FSD1_uc011bow.1 NM_022736 NP_073573 Q9H3U5 MFSD1_HUMAN ical; (Potential). 0 GCTTTTGGTGCTG 0.652

- 17 2298 T80_uc003fdd.1_M NM_020800 NP_065851 Q9P2H3 IFT80_HUMAN 1 GCCATAGCAGCTA 0.343

- 4 957 NM_031955 NP_114161 Q9BXB7 SPT16_HUMAN 3 CTTGACGAAGATG 0.348 rs141658177

+ 7 2074 ip.1_Missense_Mu NM_014932 NP_055747 Q8N2Q7 NLGN1_HUMANcellular (Potential). 7 CTTAGTGACCCAA 0.328

+ 14 1320 p.R347Q|FXR1_uc NM_005087 NP_005078 P51114 FXR1_HUMAN 1 ACAGCCGACATCA 0.542

+ 15 1527 p.R416H|FXR1_uc NM_005087 NP_005078 P51114 FXR1_HUMAN Poly-Arg. 1 CTAACCGTCGTAG 0.443

- 11 1204 ce|MCF2L2_uc011 NM_015078 NP_055893 Q86YR7 MF2L2_HUMAN 5 GGGCTCCTGCAAA 0.602

- 15 2233 _p.R218C|ABCC5_ NM_005688 NP_005679 O15440 MRP5_HUMAN C transporter 1. 4 CTGGCGCTGCCC 0.597

+ 9 1083 e_Mutation_p.T311 NM_018358 NP_060828 Q9NUQ8 ABCF3_HUMAN C transporter 1. 4 GCTTTACCCCTAA 0.527

- 8 1163 d.1_Missense_Mut NM_005787 NP_005778 Q92685 ALG3_HUMAN 0 GCCAGCGTGCAG 0.577

+ 11 1720 _p.G443E|ECE2_u NM_014693 NP_055508 O60344 ECE2_HUMAN dothelin-converting enzyme 4 CTTTGGGGTCCCT 0.498

+ 24 3694 _Mutation_p.R117 NM_198241 NP_937884 Q04637 IF4G1_HUMAN 7 AGTGAACGGGGA 0.597

+ 24 3707 e_Mutation_p.R117 NM_198241 NP_937884 Q04637 IF4G1_HUMAN 7 GGACCGTGGGG 0.627



- 15 1839 p.R555H|CLCN2_u NM_004366 NP_004357 P51788 CLCN2_HUMANasmic (By similarity). 0 GGTGGCGGCCCC 0.627

+ 1 385 qr.2_Missense_Mu NM_001102416 NP_001095886 P01042 KNG1_HUMAN Cystatin 1. 1 TGTACCGCATAAC 0.403

+ 8 1489 i.1_Missense_Muta NM_005578 NP_005569 Q93052 LPP_HUMAN M zinc-binding 1. 165 CAGGCCGCTGTG 0.483

- 7 763 e_Mutation_p.S219 NM_032279 NP_115655 Q4VNC1 AT134_HUMAN lasmic (Potential). 2 CTTCACTAAACCA 0.338

+ 3 784 NM_198565 NP_940967 Q86YC3 LRC33_HUMANular (Potential).|LRR 7. 3 TCACGCGGCTGC 0.642

+ 6 587 _Mutation_p.R189 NM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1 GTCTACCGTGGG 0.502

+ 21 2541 uy.1_Missense_Mu NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAGGGTGGCA 0.552

+ 1 3709 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0 GTGCCCGCCTGC 0.682 rs143316662

+ 29 3795 NM_002111 NP_002102 P42858 HD_HUMAN 4 CTGATACCTCAGG 0.358

+ 2 948 bvr.1_RNA|RGS12 NM_198229 NP_937872 O14924 RGS12_HUMAN 1 CTGGGCCGTCGC 0.607

- 7 663 _p.L188F|CRMP1_ NM_001313 NP_001304 Q14194 DPYL1_HUMAN 2 CCTTAAGGAAGG 0.428

- 3 1005 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN C2H2-type 1. 4 CCTTTCGTATACG 0.398

- 8 1429 NM_018176 NP_060646 Q8N0V4 LGI2_HUMAN EAR 5. 0 GACCCGGGAGTC 0.522

+ 1 2873 _p.S575N|PCDH7_ NM_002589 NP_002580 O60245 PCDH7_HUMAN |Extracellular (Potential). 4 AGGGCAGCACTAC 0.493

+ 6 1197 NM_016531 NP_057615 P57682 KLF3_HUMAN 2 GAAAAACCCTACA 0.353

+ 3 314 NM_017581 NP_060051 Q9UGM1 ACHA9_HUMANcellular (Potential). 7 CAGTACGATGGCC 0.483

- 5 1990 gve.2_RNA|RBM47 NM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3 AAATTCGGCACCA 0.473

+ 4 385 n_p.H16Y|UCHL1_ NM_004181 NP_004172 P09936 UCHL1_HUMAN 2 CTTATTCACGCAG 0.443

- 14 2355 t.1_Missense_Mut NM_002253 NP_002244 P35968 VGFR2_HUMAN 7.|Extracellular (Potential). 33 AGACTTCGATGCT 0.448

+ 7 767 RP72_uc003hbw.1 NM_006947 NP_008878 O76094 SRP72_HUMAN TPR 3. 1 CGAACAGAGGAG 0.398

- 8 1284 can.1_Missense_Mutation_p.S299L P36537 UDB10_HUMAN 5 GTACTCGACATTG 0.383

- 3 979 _p.S175L|UGT2B4 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 ACCATCGACCCCA 0.373

- 3 920 _p.E155D|UGT2B4 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 TTCCATTTCCTGT 0.363

+ 9 1205 ALB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6 ACATATGAAACCA 0.388 rs76593094

- 4 392 0iik.1_Missense_M NM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2 AGCATTCCTTCAA 0.348

- 3 315 NM_002416 NP_002407 Q07325 CXCL9_HUMAN 1 TCACCAACCTGTT 0.318

- 24 3432 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 TCTGATCATTGAA 0.328

- 11 1500 cg.1_Nonsense_M NM_006259 NP_006250 Q13237 KGP2_HUMANProtein kinase. 7 CATGCTCCTGCTG 0.408

+ 3 294 e_Mutation_p.G43 NM_014606 NP_055421 Q15034 HERC3_HUMAN RCC1 1. 4 GTGGGGGAAACC 0.542

- 2 817 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3 GCTGGGGATTGCC 0.552

+ 6 2635 MRN1_uc011cds.1 NM_007351 NP_031377 Q13201 MMRN1_HUMAN Potential. 4 AGATTTCCAAAAA 0.333

+ 9 1325 n_p.A67S|PDLIM5_ NM_006457 NP_006448 Q96HC4 PDLI5_HUMAN 2 AACTCAGCTTTGG 0.478

- 3 406 NM_145244 NP_660287 Q96D03 DDT4L_HUMAN 1 TGCTTTGATTTGG 0.453

+ 3 2665 ET2_uc010ilp.1_M NM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733 AGACTTTTCCTCA 0.393

- 6 825 se_Mutation_p.P91 NM_001163435 NP_001156907 Q8TEA7 TBCK_HUMANProtein kinase. 5 ACGAGGGATACCT 0.373

- 10 1487 NM_005443 NP_005434 O43252 PAPS1_HUMAN ylyl-sulfate kinase. 1 TTCATACGCCACA 0.547

+ 4 654 DH_uc010ily.2_5'U NM_005327 NP_005318 Q16836 HCDH_HUMAN 1 GCTGGCCTCCATT 0.502

- 3 646 ml.2_5'UTR|PITX2 NM_153426 NP_700475 Q99697 PITX2_HUMAN 0 ATTCAACGGCCGC 0.667

- 6 995 aw.2_Missense_M NM_018392 NP_060862 Q6ZU11 YD002_HUMAN 0 ATGATTCGGACTT 0.373 rs150615137

- 10 2627 ST4_uc010imw.2_R NM_022569 NP_072091 Q9H3R1 NDST4_HUMANeparan sulfate N-sulfotransf 4 AAAAGTCCATATA 0.338

+ 4 1193 e_Mutation_p.L43F NM_019050 NP_061923 Q70EK8 UBP53_HUMAN 4 TGCTTTCTTAATA 0.353

- 16 2129 e_Mutation_p.V596 NM_018699 NP_061169 Q9NQX1 PRDM5_HUMAN 2 CAGCTACACCATG 0.413

- 12 2817 ef.2_Missense_Mu NM_001130698 NP_001124170 Q13507 TRPC3_HUMANcellular (Potential). 2 TGCTGGGATTCAG 0.378

- 1 851 8_uc011cgz.1_Intro NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN r (Potential).|Cadherin 2. 5 GGAATGCGAGTC 0.433

- 2 1327 NF150_uc003iip.1_ NM_020724 NP_065775 Q9ULK6 RN150_HUMAN ical; (Potential). 1 GCCATGCGAGGG 0.423

+ 3 493 _p.A125T|TRIM2_u NM_001130067 NP_001123539 Q9C040 TRIM2_HUMAN 1 AGCAACGCTGAG 0.577

+ 10 1553 NM_000824 NP_000815 P48167 GLRB_HUMAN lasmic (Probable). 2 GGGAAATCTCAGG 0.408



+ 14 2843 se_Mutation_p.G10 NM_001083619 NP_001077088 P42262 GRIA2_HUMAN cellular (Potential). 4 AGTGCGGCAGCG 0.468

+ 4 1083 e_Mutation_p.P146 NM_012464 NP_036596 O43897 TLL1_HUMAN 7 GAGTTCCCAGAG 0.423

+ 5 2981 irr.2_Missense_Mu NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN ).|4.|9 X 9 AA approximate r 16 CAACCTCGGGTGA 0.577 rs144239698

+ 15 2276 _p.R412Q|SNX25_ NM_031953 NP_114159 Q9H3E2 SNX25_HUMAN 5 AACTTCGAGGAAG 0.378

- 2 257 NM_005958 NP_005949 P48039 MTR1A_HUMAN Name=2; (Potential). 5 GGGTACGGATAAA 0.502

+ 12 2082 uc003jbb.1_5'Flank NM_007277 NP_009208 O60645 EXOC3_HUMAN 0 GAAGACGTGGAC 0.617

- 2 323 FS6_uc003jcy.2_5' NM_032479 NP_115868 Q9P0J6 RM36_HUMAN 0 TACCACCGACCCC 0.562

- 17 3077 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN ARM 9. 8 CCTTGGCGTTCTC 0.512

- 6 666 _uc011cmy.1_Intron NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 TGGTTGCTATGGT 0.592

- 2 198 z.1_5'UTR|CTNND NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 TGGTCTGGAACAG 0.493

- 28 4541 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 AGGGTGGTTATC 0.463

+ 3 253 RIO_uc011cna.1_M NM_007118 NP_009049 O75962 TRIO_HUMAN CRAL-TRIO. 18 GATAAACGTGGAG 0.408

+ 3 330 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6 AAAACTCGCTATA 0.438

+ 11 2370 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 9. 6 GGCTTTAGCAATA 0.592

+ 11 2373 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 9. 6 TTTAGCAATAAGT 0.592 rs58979818

- 13 1494 _p.R442C|MTMR12 NM_001040446 NP_001035536 Q9C0I1 MTMRC_HUMANularin phosphatase. 1 TCTGGCGGAGATG 0.498

+ 31 4603 _p.V984M|SPEF2_ NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 GATTTGGTGACCC 0.358

- 14 1225 _p.R401C|RICTOR_ NM_152756 NP_689969 Q6R327 RICTR_HUMAN 10 CATTACGAATAAA 0.269

+ 2 669 uc003joq.1_5'Flank NM_002202 NP_002193 P61371 ISL1_HUMAN M zinc-binding 1. 3 CATGCGGCATGTT 0.418

+ 3 369 A2_uc011cqc.1_5'U NM_002203 NP_002194 P17301 ITA2_HUMAN Extracellular (Potential). 1 GAGAACCGAATGG 0.358

- 10 1155 3jqt.2_Missense_M NM_024669 NP_078945 Q3KP44 ANR55_HUMAN 1 GGGCCGACTGCT 0.502

+ 14 3476 NM_005921 NP_005912 Q13233 M3K1_HUMAN 2 CCCCATCTGTACC 0.463

- 11 1004 NM_014473 NP_055288 Q9UNQ2 DIMT1_HUMAN 1 CCATGGAACGGG 0.353

+ 17 1842 _p.V575L|MAST4_ NM_015183 NP_055998 O15021 MAST4_HUMANProtein kinase. 13 GGATGCGTGCCA 0.463

+ 5 6470 yx.1_Missense_Mu NM_005909 NP_005900 P46821 MAP1B_HUMAN 5 GAAGCCCGTCAG 0.478

+ 13 1780 RGNEF_uc010izf.2 NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0 GCTTATCGGAGCC 0.378

+ 15 2093 2_Missense_Mutat NM_000859 NP_000850 P04035 HMDH_HUMAN Catalytic. 1 ATATCCGTTTCCA 0.353

+ 3 820 e_Mutation_p.D15 NM_018046 NP_060516 Q8N302 AGGF1_HUMAN 3 GGTACCGATAGAA 0.353

+ 3 1808 w.1_Missense_Mut NM_152405 NP_689618 Q8N9B5 JMY_HUMAN 0 AAAGCTCACATGG 0.373

+ 4 1890 w.1_Missense_Mut NM_152405 NP_689618 Q8N9B5 JMY_HUMAN 0 ATGATCGAATGCG 0.363

+ 11 1685 se_Mutation_p.S35 NM_002890 NP_002881 P20936 RASA1_HUMAN PH. 5 GATCTCAGTGTAT 0.323

- 3 926 _p.V85M|MEF2C_u NM_002397 NP_002388 Q06413 MEF2C_HUMAN2-type (Potential). 7 CCTCCACGATGTC 0.542

+ 4 497 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 CTGTTACTGTGAC 0.249

- 22 2169 se_Mutation_p.S25 NM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1 GCATCCGAAGAAC 0.393

+ 7 1069 p.R230H|APC_uc0 NM_001127511 NP_001120983 P25054 APC_HUMAN u-rich.|Potential. 2515 TACTTCGTATACG 0.303

+ 12 1876 PC_uc003kpy.3_Mi NM_001127511 NP_001120983 P25054 APC_HUMAN Leu-rich. .R499*(2)|p.?(1 2515 TAAGACGATATGC 0.368

+ 11 944 e_Mutation_p.K29 NM_000414 NP_000405 P51659 DHB4_HUMAN acyl-CoA dehydrogenase. 2 ACTGGAAGAAGAT 0.488

- 17 2349 _p.R565H|CEP120 NM_153223 NP_694955 Q8N960 CE120_HUMAN Potential. 1 GCCCTACGGATAG 0.428 rs74938108

+ 3 2155 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANmenal (Potential). 3 TGTGATGTTGACT 0.428

- 3 495 f.1_Missense_Mut NM_007054 NP_008985 Q9Y496 KIF3A_HUMANKinesin-motor. 1 ATAGCTCGAACAC 0.373

- 11 1730 HL3_uc011cyd.1_In NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 3. 0 CGCCGCGTGTTCA 0.597

- 15 1840 03lde.2_Translatio NM_004134 NP_004125 P38646 GRP75_HUMAN 0 CAACTCGTTCCTT 0.368

+ 2 909 et.2_Missense_Mu NM_016463 NP_057547 Q7LFL8 CXXC5_HUMAN 1 CAGTCCGACTTCC 0.662

+ 3 1410 lgh.1_Missense_M NM_080670 NP_542401 Q96G79 S35A4_HUMAN (Potential).|Leu-rich. 0 ACTTTTGGTGTGC 0.587

+ 1 1256 _p.S419L|PCDHA1 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 GCCTGTCGGTCTA 0.627

+ 1 1861 CDHA1_uc003lgz.2 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 CGCATCCCGTTCC 0.657

+ 1 1867 hd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 CCGTTTCGCGTGG 0.662



+ 1 1526 CDHA5_uc003lhk. NM_018911 NP_061734 Q9Y5H6 PCDA8_HUMAN |Extracellular (Potential). 2 ACATTTCGGTGCA 0.687

+ 1 1229 CDHA6_uc003lhn.2 NM_018901 NP_061724 Q9Y5I2 PCDAA_HUMAN |Extracellular (Potential). 5 TGGACAGCGCTCT 0.632

+ 1 975 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 AATGGAGAAGTTC 0.463

+ 1 1564 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 5. 2 GACTACGAGGCC 0.692

+ 1 1978 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMAN |Extracellular (Potential). 3 CACGTGCTCCTGG 0.692

+ 1 1358 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMANcellular (Potential). 1 AAACCTCCTACAC 0.592

+ 1 1564 HB16_uc010jfw.1_ NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANcellular (Potential). 2 GAAAAGGAAATGA 0.373

+ 1 2096 daj.1_Missense_M NM_018931 NP_061754 Q9Y5F2 PCDBB_HUMAN ical; (Potential). 6 TGTCTTCGCTCTT 0.682

- 1 2952 NM_016580 NP_057664 Q9NPG4 PCD12_HUMANcellular (Potential). 3 CATTCACAAGCAC 0.612

- 2 398 NM_001080516 NP_001073985 A6NFK2 GRCR2_HUMAN 0 GGGGTTCGAATGA 0.403

+ 7 1518 427Q|SH3RF2_uc0 NM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN SH3 3. 2 CCGGGCGAGTCG 0.612 rs146377978

+ 8 1689 _uc011dbm.1_5'UT NM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2 TCAAATCCGTCTT 0.567

- 9 1721 jhd.2_Nonsense_M NM_002609 NP_002600 P09619 PGFRB_HUMANPotential).|Ig-like C2-type 5. 17 GCACTCGGACAGG 0.617

- 5 709 _Mutation_p.R146C NM_001025071 NP_001020242 P62263 RS14_HUMAN 1 CACGGCGACCCC 0.522

- 23 12797 AT2_uc003lud.3_M NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN lasmic (Potential). 6 CAGGCGCTCCCG 0.647

- 2 1615 .3_Intron|PWWP2A NM_001130864 NP_001124336 Q96N64 PWP2A_HUMAN 0 TGAAGGGGCCTC 0.542

- 2 469 3lyf.1_Missense_M NM_022090 NP_071373 Q8IZ13 CE054_HUMAN 1 cgtttcttcgacatggcac 0

+ 19 3562 zt.3_Missense_Mut NM_001122679 NP_001116151 10 CACAAAGGCACTG 0.582

+ 26 5704 t.3_Missense_Muta NM_001122679 NP_001116151 10 ATGAGCGAGAGG 0.607

- 25 2998 g.2_Missense_Mut NM_003062 NP_003053 O75094 SLIT3_HUMAN LRRCT 4. 4 CACAGTGGAGTGG 0.622

+ 11 1714 eq.1_Nonsense_M NM_017785 NP_060255 Q96EA4 SPDLY_HUMAN 2 GTTTATCGATTAC 0.443

- 2 2309 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMAN 2 TCAGGGGGACCA 0.637

+ 10 1138 NM_003052 NP_003043 Q06495 NPT2A_HUMANcellular (Potential). 1 GCCTACCGGACCT 0.627

- 3 245 2_uc003mgn.3_5' NM_000505 NP_000496 P00748 FA12_HUMAN ronectin type-II. 0 CTGGCCGGCCCT 0.602

+ 6 623 gq.2_Missense_Mu NM_002082 NP_002073 P43250 GRK6_HUMAN terminal.|RGS. 3 CTGAGCGTGGCC 0.632

+ 3 316 ED9_uc010jko.2_R NM_017510 NP_059980 Q9BVK6 TMED9_HUMAN Lumenal (Potential). 0 GCTCCGAGGGCA 0.527

- 16 1887 _p.R585C|EXOC2_ NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7 GCAACGTACTCG 0.463

+ 23 4099 P_uc003mxq.1_Int NM_004415 NP_004406 P15924 DESP_HUMAN us rod domain.|Potential. 9 GAAAACGCCCTTC 0.498

- 7 1339 RNA|TFAP2A_uc0 NM_003220 NP_003211 P05549 AP2A_HUMAN -span-helix), dimerization. 1 TGGGCCGTGAGT 0.617

- 8 2881 e_Mutation_p.R637 NM_000332 NP_000323 P54253 ATX1_HUMAN h USP7.|RNA-binding.|AXH. 4 GGGCTCGGTGCT 0.572

- 8 951 slation_Start_Site|A NM_000332 NP_000323 P54253 ATX1_HUMAN 4 CCTCCACGGTGA 0.527

+ 7 1312 NM_001732 NP_001723 Q13410 BT1A1_HUMANY.|Cytoplasmic (Potential). 2 AATCAGGAGACAT 0.517

+ 5 941 G_uc003nnz.3_Mis NM_002127 NP_002118 P17693 HLAG_HUMAN ential).|Ig-like C1-type.|Alpha 4 GAGCTCGTGGAG 0.627

+ 1 492 2_5'Flank|TRIM10_ NM_033229 NP_150232 Q9C019 TRI15_HUMAN 0 GCAACCCCGTCC 0.627

- 1 58 l.2_Missense_Mut NM_002341 NP_002332 Q06643 TNFC_HUMAN lasmic (Potential). 0 AGGGAACCCCTC 0.642

+ 3 223 K2B_uc003nvs.1_3 NM_021221 NP_067044 Q8NDX9 LY65B_HUMAN UPAR/Ly6. 0 TGTGGACAGTAC 0.502

- 20 1661 _p.C511F|BAT5_uc NM_021160 NP_066983 O95870 ABHGA_HUMAN 0 GGGGTGCAGTGA 0.577

- 1 106 LC44A4_uc011dom NM_025257 NP_079533 Q53GD3 CTL4_HUMAN lasmic (Potential). 4 TCTCACCGTAGGC 0.662

+ 29 3874 .1_Missense_Muta NM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0 CTGCTTCACGAGG 0.672

- 27 9446 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 23. 0 GGCCCTCGGGAA 0.667

- 6 884 NM_002120 NP_002111 P13765 DOB_HUMAN lasmic (Potential). 1 TTGAGACCTGGAG 0.572

- 2 331 3ocz.1_Missense_M NM_080680 NP_542411 P13942 COBA2_HUMANSP N-terminal. 5 CCCGGAGCACAT 0.592

- 15 1741 dn.1_Missense_Mu NM_022553 NP_072047 Q8N1B4 VPS52_HUMAN 5 AGCGGCGTGTGAT 0.537

+ 7 902 GAP1_uc010juy.2_ NM_006772 NP_006763 Q96PV0 SYGP1_HUMAN PH. 4 GGTCTGCGGCCG 0.507

- 2 213 z.1_5'Flank|C6orf12 NM_032340 NP_115716 Q9BRT2 CF125_HUMAN 0 AGCTCTCGTACAT 0.483

- 7 1569 fb.2_Missense_Mu NM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0 CGTGAGGATGCGG 0.552

- 15 1067 D42N|CPNE5_uc0 NM_020939 NP_065990 Q9HCH3 CPNE5_HUMAN VWFA. 1 TGAAATCAATGGC 0.592



+ 60 9013 NM_001371 NP_001362 21 AAAACAGATTTCA 0.363

+ 1 555 e_Mutation_p.G36R NM_006586 NP_006577 Q9BT09 CNPY3_HUMAN 1 CAGGCCGGAGCT 0.602

- 4 1019 2_Intron|TMEM151 NM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4 TTGCTTCGGGTCA 0.537

- 19 2563 2_Intron|TMEM151 NM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1 GGCACGCCGCTG 0.587

+ 11 1473 NAG_uc010jzt.2_R NM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4 TCATGGGGAGAGA 0.403

+ 5 1011 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 GGAAAAGCCCTCT 0.428

+ 5 2599 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 CATCTCCTAGAAG 0.393

+ 39 2651 NM_001858 NP_001849 Q14993 COJA1_HUMAN lical region 5 (COL5). 4 CACCCGGTCCTC 0.323

+ 7 1109 NM_024576 NP_078852 Q5TC84 OGRL1_HUMAN 0 CCGCCTCGAAAA 0.468

+ 14 2184 0kat.2_Splice_Site_ NM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7 CTTCTAGGTACAG 0.408

- 5 1472 NM_138441 NP_612450 Q8N884 M21D1_HUMAN 0 TACATACGTGAAA 0.413

- 26 4924 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMAN nectin type-III 11. 9 AGGTTCCCAAAAG 0.403

- 14 2945 12A1_uc003pht.2_ NM_004370 NP_004361 Q99715 COCA1_HUMANonectin type-III 6. 9 GAGCAGATGTCC 0.393

- 13 1926 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN SEA 2. 3 AGAGCTCGGTACT 0.458

+ 2 396 NM_031469 NP_113657 Q9UJC5 SH3L2_HUMAN 0 AATGGCGACCGAT 0.468

+ 3 369 b.3_Missense_Mut NM_003318 NP_003309 P33981 TTK_HUMAN 11 GCGCTTCCCCCA 0.348

+ 8 2621 NM_015021 NP_055836 O60281 ZN292_HUMAN 4 TCAGAACACAGCA 0.398

- 92 15463 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 TGCACACGCTCAT 0.478

- 61 9580 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 CCTGCCGCCGGG 0.622 rs142328599

- 21 3021 o.1_Missense_Mu NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 GGGCCCGGCACA 0.502

+ 5 1422 NM_024641 NP_078917 Q5SRI9 MANEA_HUMANbable).|Lumenal (Potential). 3 GATTACCGTCCTC 0.408

+ 7 1529 G317R|KLHL32_uc NM_052904 NP_443136 Q96NJ5 KLH32_HUMAN Kelch 2. 4 GCAGGAGGGGAA 0.577

+ 5 1654 re.2_Missense_Mu NM_001198 NP_001189 O75626 PRDM1_HUMAN 56 TCAGATGGAGCCC 0.677

- 5 996 dr.2_Missense_Mu NM_022765 NP_073602 Q8TDZ2 MICA1_HUMAN 3 CGGTGCGTCCATT 0.547

- 13 1922 _p.A531V|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMAN omain II and I. 9 GAGTCCGCAGATG 0.443

- 3 515 _p.R48Q|HDAC2_ NM_001527 NP_001518 Q92769 HDAC2_HUMANone deacetylase. 4 ATTGACCGTAGAA 0.348

- 3 830 _p.Q270*|GPRC6A NM_148963 NP_683766 Q5T6X5 GPC6A_HUMANcellular (Potential). 6 TAACCTGGGCTTC 0.363

+ 11 1103 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 ACATAAGAAATTT 0.308

- 43 7110 OS1_uc011ebi.1_R NM_002944 NP_002935 P08922 ROS_HUMAN lasmic (Potential). 25 TCTTCTTTCCTCA 0.473

- 2 1244 _p.R179Q|FAM184 NM_024581 NP_078857 Q8NB25 F184A_HUMAN Potential. 7 GTTTTTCGTAAAA 0.393

+ 1 274 TL_uc003pzq.2_RNA Q8TC41 RN217_HUMAN 0 CTGGACGTGCTG 0.701

- 2 509 Missense_Mutation_ NM_002844 NP_002835 Q15262 PTPRK_HUMAN ular (Potential).|MAM. 8 CCTGGTGGTAATC 0.438

- 14 1787 _Site_p.S179_splic NM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3 AACATACCTCATT 0.373

- 13 1991 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0 TCCTGCCGGACCC 0.567

- 7 950 0kgs.2_Missense_M NM_003980 NP_003971 Q14244 MAP7_HUMAN 0 AGGAACGAATGTG 0.527

- 3 1001 e_Mutation_p.K14 NM_031922 NP_114128 Q96D71 REPS1_HUMAN 2 GATCCCTTTTTCA 0.478

+ 2 185 t.1_RNA|VTA1_uc0 NM_016485 NP_057569 Q9NP79 VTA1_HUMAN CHMP5.|Interaction with IST 0 AATGTCGCAAATT 0.299

- 9 6940_6941 NM_006734 NP_006725 P31629 ZEP2_HUMAN repeats of S-P-[RGMKC]- [ 6 TCCTTTGGGTATC 0.465

- 5 3987 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6 CTTGCCGCACCAG 0.562

- 10 1572 NM_173515 NP_775786 Q6P9H4 CNKR3_HUMAN DUF1170. 4 ACCGGGGAGAGT 0.483

+ 8 1183 _p.G83R|SYNJ2_u NM_003898 NP_003889 O15056 SYNJ2_HUMAN SAC. 1 ACAAAGGGGGAGA 0.582

+ 8 2810 _p.V485I|TULP4_u NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 GAGTTCGTCATCA 0.632

+ 9 977 se_Mutation_p.G25 NM_007045 NP_008976 O95684 FR1OP_HUMAN 1 CTGGCGGGAGCC 0.453

- 1 901 NM_005299 NP_005290 O00270 GPR31_HUMAN lasmic (Potential). 0 GCCTCGGAGGGT 0.592 rs148093951

+ 2 365 GPR146_uc003sjx NM_138445 NP_612454 Q96CH1 GP146_HUMAN cellular (Potential). 1 GGAGTGTGGGCG 0.652

- 3 1613 on.3_Missense_M NM_024963 NP_079239 Q96ME1 FXL18_HUMAN 3 AGTTGCGGATGGC 0.662

+ 4 590 42_uc011jwp.1_Mi NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5 GTATGATGTGTAC 0.378



+ 7 862 NM_001163941 NP_001157413 Q2M3G0 ABCB5_HUMAN 6 ACCCTAGTGACTC 0.448

+ 8 1294 uh.2_Missense_Mu NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN ).|ABC transmembrane type 6 GTTCTGGGGACAT 0.299

+ 10 1310 e.1_Missense_Mut NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 ATAATATGGGCAG 0.383

+ 8 1754 CDC129_uc011kae NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 GAATGGGTAAACT 0.473

- 4 2367 L9_uc011kai.1_Int NM_015483 NP_056298 Q8IY47 KBTB2_HUMAN Kelch 5. 0 GTACACGTTCAG 0.468

+ 1 820 uc003tfl.2_Intron NM_181791 NP_861456 Q7Z602 GP141_HUMAN Name=7; (Potential). 3 GTAACAGCAATTA 0.388

+ 4 254 BE2D4_uc003tjb.1 NM_015983 NP_057067 Q9Y2X8 UB2D4_HUMAN 0 CACTTTCCTACAG 0.502

+ 3 276 G60R|DBNL_uc011 NM_001014436 NP_001014436 Q9UJU6 DBNL_HUMAN ADF-H. 1 AACAGCGGGAAG 0.577

+ 8 1377 3_5'Flank|AEBP1_u NM_001129 NP_001120 Q8IUX7 AEBP1_HUMAN 0 GGGCAGTGGAGA 0.627

+ 16 2266 e_Mutation_p.R229 NM_001129 NP_001120 Q8IUX7 AEBP1_HUMANwith PTEN (By similarity). 0 GTGTGCGCAGCC 0.632

+ 9 1180 mq.2_RNA|CCM2_ NM_031443 NP_113631 Q9BSQ5 CCM2_HUMAN 0 GGGACAGCCGCA 0.592

- 27 4153 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN ular (Potential).|REJ. 11 TAAAGCCTAGCTG 0.493

+ 51 13664 CA13_uc010kyt.1_ NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN ical; (Potential). 10 CTTTTCGGGTATG 0.483

- 7 1201 _p.P339L|COBL_u NM_015198 NP_056013 O75128 COBL_HUMAN Pro-rich. 5 GTGGAGGGGGA 0.532

- 7 874 NM_207366 NP_997249 Q6ZU15 SEP14_HUMAN 0 TCACTTCATCTGT 0.428

+ 4 980 NM_001159279 NP_001152751 2 AGAATTCATACTG 0.408

+ 7 1198 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMANmenal (Potential). 7 GCTCTTCGCGTTG 0.537

+ 1 1170 NM_003508 NP_003499 O00144 FZD9_HUMAN cellular (Potential). 1 GCTGCACGCTGG 0.657

+ 1 98 S|ELN_uc003tzr.2_ NM_000501 NP_001075224 P15502 ELN_HUMAN 5 ATGGCGGGTCTG 0.507

+ 18 1041 e|ELN_uc003tzr.2_ NM_000501 NP_001075224 P15502 ELN_HUMAN 5 TCCACAGGAGCT 0.567

+ 5 717 n_p.R56Q|LAT2_u NM_032464 NP_115853 Q9GZY6 NTAL_HUMAN lasmic (Potential). 0 GGTCCCGGACCT 0.612

+ 17 2508 p.G508D|CCDC14 NM_020879 NP_065930 Q8IYE0 CC146_HUMAN Potential. 2 CTCAGGGCTGCAA 0.512

- 6 10547 _p.R3420*|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GTCCTCGGACTTT 0.428

- 17 1977 _p.T646M|SEMA3D NM_152754 NP_689967 O95025 SEM3D_HUMANg-like C2-type p.T646M(1) 5 ATATTCCGTTTTGA 0.408 rs139389337

- 26 3506 .R1137W|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN 2.|Cytoplasm p.I1144T(1) 6 CAACCCGGCTGTT 0.473

- 20 2798 hc.1_Nonsense_M NM_000927 NP_000918 P08183 MDR1_HUMAN smembrane type-1 2. 7 TGGATCGGAAAAC 0.552

+ 2 417 011khj.1_Missense_NM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1 CTCCTCGAAGAGA 0.333 rs145263721

+ 12 981 C132_uc003umr.2_ NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 AACACCGTGTTTC 0.363

- 11 1786 _p.S427F|ASNS_uc NM_133436 NP_597680 P08243 ASNS_HUMAN ragine synthetase. 1 TAATAGGAAGAAA 0.343

- 2 358 iw.1_Missense_Mu NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 GTGGCCGTGGAG 0.622

+ 7 1916 _p.V598I|ZKSCAN NM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN C2H2-type 6. 1 CAGCGCGTCCACA 0.517 rs4729542

+ 4 578 uc011kjm.1_5'Flank NM_001004351 NP_001004351 A6NKU9 SPDE3_HUMAN 0 TATGCCGTCCCAT 0.547

+ 3 797 uxr.2_Missense_Mu NM_030961 NP_112223 Q9BRZ2 TRI56_HUMAN B box-type 2. 3 TGCTGTGCAGAGA 0.701

- 5 471 nk|CLDN15_uc003u NM_016068 NP_057152 Q9Y3D6 FIS1_HUMAN ical; (Potential). 0 CTCCCACGATGGC 0.662

- 4 327 sense_Mutation_p. NM_022777 NP_073614 Q9H7X7 RABL5_HUMAN 0 GGGCCGGCCAG 0.458

+ 24 4482 1_uc011kkn.1_Intr NM_181552 NP_853530 P39880 CUX1_HUMAN 8 AAGGCCGCGAAC 0.716

+ 4 638 uzm.2_5'Flank|LRW NM_152892 NP_690852 Q9UFC0 LRWD1_HUMAN 1 CCCAGGCGGACT 0.627

- 14 1983 vex.2_Missense_M NM_002291 NP_002282 P07942 LAMB1_HUMANminin IV type B. 8 GGGTGGCAAAGTA 0.557

- 15 1913 ey.2_Missense_Mu NM_007356 NP_031382 A4D0S4 LAMB4_HUMANminin IV type B. 8 TTGACAGCAAATC 0.493

- 4 1284 nse_Mutation_p.R1 NM_015723 NP_056538 Q9NP80 PLPL8_HUMAN 2 TGGGACGAGAAAG 0.408

+ 1 543 NR_002144 0 GGCCAGGAAGCT 0.602

+ 4 605 .R49Q|CALD1_uc0 NM_033138 NP_149129 Q05682 CALD1_HUMANmodulin-binding (By similarity 0 AGGAACGGCTGCG 0.577

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.366 rs121913378

- 7 736 n_p.R179H|CLEC5 NM_013252 NP_037384 Q9NY25 CLC5A_HUMAN .|Extracellular (Potential). 0 ATCCTGCGGTAGC 0.408

+ 5 705 1_Intron|uc010loj.1 NR_001296 0 TGCAATGGACAG 0.493 rs143538588

- 15 2143 _p.R429W|TRPV6_ NM_018646 NP_061116 Q9H1D0 TRPV6_HUMAN lasmic (Potential). 2 GGATCCGCTGCCG 0.557

+ 1 436 NM_012369 NP_036501 Q13607 OR2F1_HUMAN lasmic (Potential). 3 CCCTGCGATACTC 0.552 rs141056144



+ 4 1198 p.Q294*|REPIN1_ NM_013400 NP_037532 Q9BWE0 REPI1_HUMAN C2H2-type 6. 1 CCCTTCCAGTGTG 0.527

+ 3 1651 8743_uc003whg.2_ NM_173680 NP_775951 Q96BV0 ZN775_HUMANC2H2-type 11. 0 GCGGCCGCGGCT 0.721

+ 4 1423 M1_uc010lqp.1_5'F NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN MIF4G. 0 GTCATTGCCCAT 0.443

- 60 9769 p.G2456S|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANExtracellular (Potential). 25 GGTAACCGTCCAT 0.567

- 1 721 NM_004225 NP_004216 Q9Y4C4 MFHA1_HUMAN 0 GGGGGGAGGCG 0.582

+ 2 751 _p.G249D|TNKS_u NM_003747 NP_003738 O95271 TNKS1_HUMAN ANK 2. 7 ATGGAGGTCTCAT 0.443

+ 7 1101 se_Mutation_p.R31 NM_004462 NP_004453 P37268 FDFT_HUMAN 0 AAGATTCGGAAAG 0.448

- 9 3313 wl.1_Missense_Mu NM_182643 NP_872584 Q96QB1 RHG07_HUMAN 7 TTCGGTCGTTGTC 0.582

- 1 173 ltg.1_Missense_Mu NM_021020 NP_066300 Q9Y250 LZTS1_HUMAN 1 TACTGCGAAGCCC 0.642

- 8 1454 .2_Missense_Muta NM_139278 NP_644807 Q8N145 LGI3_HUMAN EAR 4. 1 CAGCCGTGGCTT 0.627

+ 4 750 RBS3_uc011kzk.1_ NM_005775 NP_005766 O60504 VINEX_HUMAN SoHo. 0 CCCCCCGATCCGT 0.632

+ 5 1660 R|RHOBTB2_uc011 NM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN BTB 1. 2 GGCAACGGAACA 0.612

- 9 1153 xdm.2_Missense_M NM_004901 NP_004892 Q9Y227 ENTP4_HUMANmenal (Potential). 2 GCATTGCCACCAA 0.423

+ 4 1033 010ltz.2_RNA|SLC NM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 3. 0 CTCAACGGCCTGG 0.577

+ 11 1128 nse_Mutation_p.H1 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN2B.|Extracellular (Potential). 5 ATGTTTCATGACG 0.458

+ 3 2559 _p.K624N|NEFM_u NM_005382 NP_005373 P07197 NFM_HUMAN Tail. 1 GAAAAGAAGGGG 0.338

- 40 5512 az.1_Missense_Mu NM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0 TTCTCAGGGTTCT 0.692

+ 12 2043 se_Mutation_p.S25 NM_013964 NP_039258 Q02297 NRG1_HUMAN lasmic (Potential). 0 ATGACAGTAACAG 0.552

+ 27 3298 NM_001031836 NP_001027006 A8MYU2 KCNU1_HUMAN lasmic (Potential). 1 CATTCAGACACAA 0.388

+ 19 3208 vy.2_Missense_Mu NM_032777 NP_116166 Q96PE1 GP124_HUMAN lasmic (Potential). 5 GGGCTACGCTTAC 0.637

+ 6 901 _p.R196C|LETM2_ NM_144652 NP_653253 Q2VYF4 LETM2_HUMAN hondrial matrix (Potential). 0 TTAGATCGCCCTC 0.502

+ 12 1382 se_Mutation_p.S12 NM_001556 NP_001547 O14920 IKKB_HUMAN 7 AGATCTCCCCACG 0.408

- 5 551 lcw.1_Missense_M NM_004198 NP_004189 Q15825 ACHA6_HUMAN Extracellular. 0 TTTGATGATCAAA 0.363

+ 19 2597 qf.2_RNA|KIAA014 NM_001080394 NP_001073863 Q14159 K0146_HUMAN 0 GGTTTGCCGCCG 0.592

+ 5 1125 _p.I214K|YTHDF3 NM_152758 NP_689971 Q7Z739 YTHD3_HUMAN 0 CTCCTATAAAACA 0.488

+ 2 244 8orf44_uc003xwq.1 NM_019607 NP_062553 Q96CB5 CH044_HUMAN 0 CACTTCGAAAACC 0.294

+ 9 1085 xyb.2_Missense_M NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 ATACTCCATTCTC 0.328

+ 5 871 n_p.D52N|SULF1_ NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 ACCGATGATCAAG 0.468

+ 22 3283 on_p.G856R|SULF NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 GATGGAGGAAGC 0.328

- 6 740 zh.1_Missense_Mu NM_000971 NP_000962 P18124 RL7_HUMAN 0 TGTTGATCTGGTC 0.428

- 2 933 p.R298H|JPH1_uc NM_020647 NP_065698 Q9HDC5 JPH1_HUMAN ic (Potential).|MORN 6. 1 TTGGAGCGCTCG 0.542

- 3 710 _p.V90M|TPD52_u NM_001025252 NP_001020423 P55327 TPD52_HUMAN 1 CTGTCACGTCTTG 0.443

- 5 334 e_Mutation_p.R107 NM_024699 NP_078975 Q8TCF1 ZFAN1_HUMAN AN1-type 2. 1 GCCATTCGAGGC 0.413

+ 7 1054 13_uc003ydf.1_Int NM_198584 NP_940986 Q8N1Q1 CAH13_HUMAN 0 GGTGAAGCAGCA 0.473

- 4 739 ec.2_Missense_Mu NM_005941 NP_005932 P51512 MMP16_HUMANcellular (Potential). 8 CACGGCGAATAG 0.373

- 9 1093 DH17_uc011lgp.1_ NM_004063 NP_004054 Q12864 CAD17_HUMAN r (Potential).|Cadherin 3. 6 TCCAGCGGATATG 0.413

- 24 5336 1429_uc010maz.1_ NM_015496 NP_056311 Q69YN4 VIR_HUMAN 2 CCCCACGACCTCT 0.478

+ 20 2500 r.1_RNA|INTS8_uc NM_017864 NP_060334 Q75QN2 INT8_HUMAN 0 GATATTACAGCTG 0.269

+ 6 1223 yid.2_Missense_Mu NM_002380 NP_002371 O00339 MATN2_HUMAN EGF-like 3. 2 ACGGATGTGAACA 0.428

- 1 171 F10_uc011lhj.1_5'F NM_005655 NP_005646 Q13118 KLF10_HUMAN 0 AGAGAGGCACCG 0.453

- 7 1618 mo.2_Nonsense_M NM_001146 NP_001137 Q15389 ANGP1_HUMANnogen C-terminal. 7 AGGCTCGGTTCCC 0.428

- 3 375 _p.V131M|EIF3H_u NM_003756 NP_003747 O15372 EIF3H_HUMAN MPN. 3 AGCCCACGTGAAG 0.438

- 2 600 SF11B_uc010mdc. NM_002546 NP_002537 O00300 TR11B_HUMAN TNFR-Cys 2. 2 GCTTGACGTACTG 0.577

- 6 1049 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 ATGTATGGATCTA 0.353

+ 7 961 NM_015137 NP_055952 Q14156 EFR3A_HUMAN 5 AATGCTGTTAGAC 0.378

- 15 2240 mdt.2_Missense_M NM_004519 NP_004510 O43525 KCNQ3_HUMAN 5 TCCTCCTTCTTCT 0.532

+ 3 237 NM_003235 NP_003226 P01266 THYG_HUMAN oglobulin type-1 1. 15 CAGAACGACGGC 0.637



- 13 2173 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 AGAGTTCCTCCTG 0.527

- 2 191 slation_Start_Site| NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 TCAACCGTTCCTT 0.323

- 2 565 NM_005293 NP_005284 Q99678 GPR20_HUMAN lasmic (Potential). 1 CAGCGGCGGGAG 0.692

- 2 227 NM_003695 NP_003686 Q14210 LY6D_HUMAN 0 TACCCACCTGTGT 0.637

- 7 1158 p.R100Q|CYP11B1 NM_000497 NP_000488 P15538 C11B1_HUMAN 3 GCCACTCGCTCCA 0.602

- 3 259 n_p.G75S|TSTA3_u NM_003313 NP_003304 Q13630 FCL_HUMAN 1 ACAGGCCCCCCA 0.552

- 32 11511 e.1_Missense_Mut NM_201380 NP_958782 Q15149 PLEC_HUMAN Globular 2. 9 GGCGGCGCACGT 0.607

+ 2 273 GPR172A_uc003z NM_024531 NP_078807 Q9HAB3 RFT3_HUMAN 0 TGGTCAAAGAGC 0.647

+ 7 2525 gp.1_Missense_M NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 GAAGTGCGGTCTA 0.537

- 28 3305 _p.F819L|UBAP2_u NM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3 GTGTAGGAATGGT 0.652

+ 15 1923 se_Mutation_p.R48 NM_021111 NP_066934 O95980 RECK_HUMAN 3 TCTACCCGCCTTT 0.473

+ 4 870 nse_Mutation_p.R2 NM_032226 NP_115602 Q8N3Z6 ZCHC7_HUMAN 3 ACCCAGCGGTAC 0.368

+ 5 751 NM_015110 NP_055925 Q8IY18 SMC5_HUMAN Potential. 3 AAATATCACTGTG 0.368

- 9 1337 pc.1_Nonsense_Mu NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN lasmic (Potential). 8 GAATTTGGAAAAG 0.383

+ 32 3653 _Mutation_p.M113 NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 TTACATGGATGCA 0.318

- 4 1516 _p.R458*|KIF27_u NM_017576 NP_060046 Q86VH2 KIF27_HUMAN 5 TTCCTCGAAATGA 0.463

- 9 2126 ri.1_Missense_Mut NM_004560 NP_004551 Q01974 ROR2_HUMAN (Potential).|Protein kinase. 20 AATCGGCGGCATA 0.567

+ 30 3090 NM_001855 NP_001846 P39059 COFA1_HUMAN ical region 6 (NC6). 6 CCGTCCGACCAC 0.493

- 2 131 bbd.3_Missense_M NM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3 TCACAGGGGTAG 0.443 rs147241373

- 2 455 uc004bbl.1_5'Flank NM_032342 NP_115718 Q9BRR3 CI125_HUMAN 0 GAAGTCGGTGACA 0.582

- 1 909 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1 GGAGCTCGTAGTC 0.632

- 17 2405 wc.1_Missense_Mu NM_003640 NP_003631 O95163 ELP1_HUMAN 7 AAAAGCGACACCT 0.408

- 38 8148 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 20. 7 GGGATGGAACTTG 0.458

- 25 3708 e_Mutation_p.W11 NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2 GTCTTTCCAGTAG 0.363

+ 2 319 muw.2_Missense_M NM_017688 NP_060158 Q5W0U4 BSPRY_HUMAN 1 CGGACGTCCTGC 0.458

+ 7 929 hp.2_Missense_M NM_152786 NP_689999 Q8TAL5 CI043_HUMAN 0 GAACACGAGTAG 0.473 rs148106673

+ 21 2967 _p.E259K|RGS3_u NM_144488 NP_652759 P49796 RGS3_HUMAN 3 ATGATCGAGACGG 0.532

+ 6 2059 2_Intron|COL27A1 NM_032888 NP_116277 Q8IZC6 CORA1_HUMAN |Triple-helical region. 4 GCCCACGATGGG 0.522

- 13 3143 A_uc004bir.3_Miss NM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6 CTCTGCCGGAGAG 0.602

- 3 1794 vf.2_Missense_Mut NM_002160 NP_002151 P24821 TENA_HUMAN EGF-like 11. 7 AGCGGCCGTGCTG 0.587 rs149285218

- 20 3522 nse_Mutation_p.R1 NM_198187 NP_937830 O75129 ASTN2_HUMAN otential).|Fibronectin type-II 9 GGCTTCGACCAGC 0.512

+ 1 888 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMAN lasmic (Potential). 1 AGACATGAAACGG 0.363

- 7 1011 mww.2_Missense_M NM_002721 NP_002712 O00743 PPP6_HUMAN 2 CACAACGATAGCA 0.403

+ 10 1948 _p.S541L|GAPVD1_ NM_015635 NP_056450 Q14C86 GAPD1_HUMAN 4 AGCTTTCGGATGG 0.373 rs139685989

+ 3 177 se_Mutation_p.R39 NM_030914 NP_112176 Q9BTM9 URM1_HUMAN 0 GACATCCGGAAC 0.527

+ 11 1034 _p.R249Q|FUBP3_ NM_003934 NP_003925 Q96I24 FUBP3_HUMAN KH 3. 1 CGGATCGGTGTCA 0.532

+ 4 529 _p.L140F|C9orf9_u NM_018956 NP_061829 Q96E40 CI009_HUMAN p.?(1) 0 GTCAGCCTCATCC 0.617

+ 4 428 se_Mutation_p.A10 NM_017586 NP_060056 Q9UGQ2 FLOWR_HUMAN ical; (Potential). 0 GGATGGCGGTCG 0.637

+ 3 463 cfc.1_Missense_M NM_002957 NP_002948 P19793 RXRA_HUMAN ating (By similarity). 2 ACCCCGTCAGCA 0.627 rs137938878

- 12 1731 NM_181701 NP_859052 Q6ZRP7 QSOX2_HUMAN 1 GGTTGTCGCGGC 0.582

+ 5 459 CA_uc010nbl.2_Mi NM_015160 NP_055975 Q10713 MPPA_HUMAN 0 ATGTATGCTGTGT 0.577

- 4 3958 w.2_Missense_Mu NM_014866 NP_055681 O15027 SC16A_HUMANoplasmic reticulum localizati 0 CGGGCTCGGGATA 0.642

- 5 865 NM_017617 NP_060087 P46531 NOTC1_HUMAN 856 ATACGCGCCTGTC 0.622

- 1 490 2_5'Flank|NDOR1_ NM_053045 NP_444273 Q969S6 TM203_HUMAN ical; (Potential). 0 AGGACCGTAAGTA 0.602

+ 12 1571 mes.1_Missense_M NM_014434 NP_055249 Q9UHB4 NDOR1_HUMAN 0 CTGCCGCTGGCG 0.597

+ 4 569 cmg.1_Missense_M NM_006088 NP_006079 P68371 TBB2C_HUMAN 1 AGATCCGGGAGG 0.597

- 6 787 NM_138462 NP_612471 Q96E35 ZMY19_HUMAN MYND-type. 1 GGCAGCGCCCAC 0.607



+ 4 1084 BP5_uc010ncq.2_3'UTR 0 TTCCCCGACAAC 0.512 rs147421666

- 13 1856 Mutation_p.G506D NM_004192 NP_004183 O95671 ASML_HUMAN ASMT-like. 0 TCCTTGCCTTCAG 0.642

- 7 8087 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANlike C2-type 11. 8 GGTTATGATACTG 0.632

+ 3 182 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN 5 CTTATCCTTTTTA 0.353

+ 7 919 _p.T196M|GLRA2_ NM_001118885 NP_001112357 P23416 GLRA2_HUMANcellular (Probable). 2 GGTACACGATGAA 0.383

- 7 958 B11_uc010nes.1_R NM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3 ATAGGAGGAATCG 0.493 rs145057594

+ 1 161 11mjr.1_Translation NM_000444 NP_000435 P78562 PHEX_HUMAN 3 AAACCACGAAAAG 0.517

+ 1 2193 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CATCTCTGCCCGG 0.637

- 4 308 _p.R72C|SSX3_uc NM_021014 NP_066294 Q99909 SSX3_HUMAN KRAB-related. 0 TATTACGCATGAA 0.398

- 5 1038 v.2_Missense_Mut NM_017602 NP_060072 Q96G74 OTUD5_HUMAN OTU. 1 CTAACACGAATGG 0.512

- 23 4030 ion_p.R1099H|KDM NM_004187 NP_004178 P41229 KDM5C_HUMAN 18 TTGGTGCGACGCA 0.607

- 8 1292 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VWFA. 6 GATACCCTGTGGC 0.592

- 13 1413 p.R256W|PFKFB1_ NM_002625 NP_002616 P16118 F261_HUMAN -2,6-bisphosphatase. 1 TCTCCCGGTGTG 0.557

+ 4 1379 xe.2_Missense_Mu NM_004429 NP_004420 P98172 EFNB1_HUMANcellular (Potential). 0 GTCGGGGCTCCCT 0.572 rs149648624

+ 16 1830 mpl.1_Missense_Mu NM_017711 NP_060181 Q9HCC8 GDPD2_HUMAN lasmic (Potential). 2 GAAACAGCAGTGC 0.537

+ 37 5403 _p.R1735H|MED12_ NM_005120 NP_005111 Q93074 MED12_HUMAN tion with CTNNB1 and GLI3 4 GGCCCCGCGCCT 0.642

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

- 1 1012 mqj.1_Missense_M NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN u-rich (acidic). 1 Gtcctcctcctcctcctcct 0.323

+ 21 4226 NM_000052 NP_000043 Q04656 ATP7A_HUMAN lasmic (Potential). 0 AGGATTCGGATAA 0.343

- 2 4825 n.2_Missense_Mut NM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1 CTTTCCTGTGCTT 0.383

+ 5 4379 R1193Q|GPRASP NM_014710 NP_055525 Q5JY77 GASP1_HUMAN PRD1-binding. 2 TCATTCGAGATTC 0.368

+ 13 2484 emj.3_Missense_M NM_018015 NP_060485 Q6NSI4 CX057_HUMAN 3 ATATTCGAACATC 0.398

- 23 1989 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 CCACGGGGTCCAG 0.547

- 22 1731 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 TTCTTTCCTTTGG 0.512

- 8 2020_2021 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMANe.|Cytoplasmic (Potential). 8 GGTCTCCAAAAT 0.376

- 8 2011 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMANe.|Cytoplasmic (Potential). 8 AATCTCCAAGGGA 0.373

+ 2 665 MEM164_uc010np NM_032227 NP_115603 Q5U3C3 TM164_HUMAN ical; (Potential). 3 AAGACCGTCATCT 0.522

+ 3 464 NM_001004308 NP_001004308 Q6ZR62 ZCH16_HUMAN 1 AATCATCATCTAC 0.468

- 1 390 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN 0 AGGCACCATGTCG 0.751

- 1 387 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN 0 CACCATGTCGCTG 0.741

+ 7 701 ur.2_Missense_Mu NM_000276 NP_000267 Q01968 OCRL_HUMAN 4 CCCCACCTCCAC 0.348

+ 15 1750 ur.2_Missense_Mu NM_000276 NP_000267 Q01968 OCRL_HUMAN 4 GTTAGCGCCCTCT 0.393

+ 9 4480 evc.1_Missense_M NM_021946 NP_068765 Q5H9F3 BCORL_HUMAN ANK 1. 7 AATGCTGGCTACA 0.567

- 1 427 NM_016521 NP_057605 Q5H9I0 TFDP3_HUMAN Potential. 1 GAAAGACGGCACA 0.582

+ 2 586 R61C|FAM122C_u NM_138819 NP_620174 Q6P4D5 F222C_HUMAN 0 AATCGACGCTCTC 0.303

+ 1 1527 NM_003413 NP_003404 O60481 ZIC3_HUMAN Nuclear localization signal. 3 TTGCCCGTTCTGA 0.582

+ 17 2020 p.R565C|FMR1_uc NM_002024 NP_002015 Q06787 FMR1_HUMAN ction with RANBP9. 3 AAAGATCGTAACC 0.433

+ 21 4345 b.1_Missense_Mut NM_002025 NP_002016 P51816 AFF2_HUMAN 5 ACAGCAGCATGA 0.498

- 4 724 se_Mutation_p.R79 NM_032508 NP_115897 Q8NFB2 T185A_HUMAN 1 AGTGACCTGTCAT 0.328

+ 3 1731 _p.P527L|MAMLD1 NM_005491 NP_005482 Q13495 MAMD1_HUMAN 0 TGAGCCGGGTCC 0.592

+ 2 944 3_5'Flank|PNMA3_ NM_013364 NP_037496 Q9UL41 PNMA3_HUMAN 3 aaagaggcggaggctg 0

- 16 3170 NM_005334 NP_005325 P51610 HCFC1_HUMANBTB17.|Interaction with GAB 2 AGGGTCGTGACAC 0.652

- 18 2317 9vkz.1_Missense_M NM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1 GCTCCTCCTCCTG 0.697

+ 22 4128 LCH2_uc001ajj.1_3 NM_014638 NP_055453 O75038 PLCH2_HUMAN 5 GGGAGGGACACG 0.667

- 11 1360 NM_006610 NP_006601 O00187 MASP2_HUMANPeptidase S1. 4 GCCCTCCATATATA 0.448

+ 13 1557 TNFRSF8_uc001a NM_001243 NP_001234 P28908 TNR8_HUMAN 5 TCAACGGTAAGTA 0.577

+ 50 10145 p.T3310M|VPS13D NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 GCTGCACGATGAG 0.483



+ 3 1466 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 GTCAGGGTGGAT 0.498

+ 4 1385 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0 AATTGGGAGATCT 0.572

+ 3 350_351 NM_001013641 NP_001013663 A0PJX8 TMM82_HUMAN Leu-rich. 2 GGCCTCCCTGGA 0.678

- 2 412 1_5'Flank|ARHGEF NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3 ATCCCCCCGCTG 0.682

+ 7 1452 av.1_Missense_Mu NM_032880 NP_116269 Q96ID5 IGS21_HUMAN Ig-like 2. 4 GTAGGGGACACA 0.582

+ 1 65 P3S|CNKSR1_uc00 NM_006314 NP_006305 Q969H4 CNKR1_HUMAN 2 ATGGAACCGGTAG 0.637

- 11 1662 p.E506Q|FGR_uc0 NM_005248 NP_005239 P09769 FGR_HUMAN Protein kinase. 2 GGTACTCGAAGGT 0.627

- 5 514 _p.V126L|NKAIN1 NM_024522 NP_078798 Q4KMZ8 NKAI1_HUMAN lasmic (Potential). 1 GGAACACTTTGCT 0.627

+ 7 1170 DC_uc001bww.2_M NM_052998 NP_443724 Q96A70 ADC_HUMAN 2 GTGGGTGTGAGG 0.557

- 3 576 cbw.3_Missense_M NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMANcellular (Potential). 8 GGTCGCCCTGCG 0.687

+ 5 785 NM_005857 NP_005848 O75844 FACE1_HUMAN 0 AAAATTGGGGGTG 0.348

- 6 691 hg.2_Nonsense_M NM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN Fork-head. 2 TATGTCGTATGGA 0.313

+ 4 528 hn.2_Intron|CCDC3 NM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0 ACAGAGGAACTC 0.299

+ 7 1135 NM_004559 NP_004550 P67809 YBOX1_HUMAN 5 CAGGGCGGGGCT 0.542

- 5 737 A9_uc009vxd.2_RN NM_201649 NP_964012 P48067 SC6A9_HUMAN 0 CCATAGCCCACTC 0.478

+ 10 1348 ym.2_Missense_M NM_000779 NP_000770 P13584 CP4B1_HUMAN 2 CCCGACCCTGAG 0.582

- 4 1208 AL1_uc001cqy.2_M NM_003189 NP_003180 P17542 TAL1_HUMAN x-loop-helix motif. 1 GCTTGCGGAGCTC 0.567

- 5 498 ont.1_Missense_M NM_002370 NP_002361 P61326 MGN_HUMAN 0 AATCCAATAAGAC 0.378

- 5 1627 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN localization signal (Potentia 1 TCTTACGCACCTG 0.637 rs59283679

- 2 558 NM_152268 NP_689481 Q7L3T8 SYPM_HUMAN 2 CTTCCTCGTGAGT 0.522

- 11 1844 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CTCTCTTTTTCAG 0.403

- 10 1690 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TATTTTCCTGGTC 0.358

- 27 4218 NM_000350 NP_000341 P78363 ABCA4_HUMAN Cytoplasmic. 12 GGAAGTCCTTGTG 0.607

- 1 96 FM3_uc001dui.2_I NM_058170 NP_477518 Q96PB7 NOE3_HUMAN 3 CAGCGCCAAGCTT 0.547

- 40 3380 p.G1033E|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 GCTGGTCCATCTT 0.378

+ 7 4763 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANPotential).|Laminin G-like 1. 8 GGCACCGTGCCT 0.627 rs144272839

- 8 1324 edm.2_Missense_M NM_006608 NP_006599 Q9UMS5 PHTF1_HUMAN 1 CTCCTACGCAATA 0.413

+ 8 1832 whg.1_Missense_M NM_006699 NP_006690 O60476 MA1A2_HUMANmenal (Potential). 0 ATGGATCGTCCAA 0.333

+ 9 994 uc010oyd.1_Intron| NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0 GCAGTTCAGAAAC 0.468

+ 2 231 1_Intron|NBPF10_ NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AAAGACCTCATAA 0.527

+ 78 9695 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GAAAGAGCCTGAA 0.473

+ 2 302 NM_016074 NP_057158 Q9Y3E2 BOLA1_HUMAN 1 GCGGTCCCGCCTG 0.677

- 3 5923 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 CTCTGTCTTCGTG 0.567

- 3 4937 R1486H|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 TTGTGACGGTGCC 0.502

+ 15 1966 p.G336E|NTRK1_u NM_002529 NP_002520 P04629 NTRK1_HUMAN(Potential).|Protein kinase. 17 CTGCGGGGATGG 0.642

+ 11 1749 1fyg.2_5'Flank|PPONM_001014443 NP_001014443 Q9UK80 UBP21_HUMAN 5 CCTCGAATCCTCG 0.398

+ 10 1364 cg.2_Missense_Mu NM_001014796 NP_001014796 Q16832 DDR2_HUMAN cellular (Potential). 6 TCTTTAAGGAGGT 0.507

+ 2 915 00794_uc001gdd.2_NM_001005214 NP_001005214 Q8N7C0 LRC52_HUMAN lasmic (Potential). 1 AGGACGAGGCCG 0.572

+ 8 1827 N_uc010pmx.1_Int NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 4. 9 GACCAAGAGACCA 0.602

+ 38 5408 1gox.1_Nonsense_ NM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6 GCGTCTGGGCAG 0.602

+ 16 3105 NM_002293 NP_002284 P11047 LAMC1_HUMAN inin EGF-like 10. 5 GACATCCGCACCG 0.532

- 4 341 NM_014176 NP_054895 Q9NPD8 UBE2T_HUMAN 0 GAAATCGGATCTG 0.343 rs149154798

- 16 2551 KHA6_uc009xau.1_ NM_014935 NP_055750 Q9Y2H5 PKHA6_HUMAN 4 TCTCTGGGGGTGT 0.517

- 29 5946 NA2_uc001hgy.2_5 NM_025179 NP_079455 O75051 PLXA2_HUMAN lasmic (Potential). 3 TGTCATGGATGCT 0.572

+ 12 2449 NM_016343 NP_057427 P49454 CENPF_HUMAN Potential. 13 CATGCCGAATATG 0.428

+ 11 1282 pub.1_Missense_M NM_016121 NP_057205 Q9Y597 KCTD3_HUMAN WD 3. 3 CTTCTGCTTGGAT 0.308

+ 8 831 PATA17_uc001hli.2 NM_138796 NP_620151 Q96L03 SPT17_HUMAN 1 CCAATCGATGAGT 0.468



- 5 704 p.R172Q|TAF1A_u NM_139352 NP_647603 Q15573 TAF1A_HUMAN 0 ATTTCCCGGGAAG 0.383 rs145721552

- 2 1211 _p.L235F|AGT_uc NM_000029 NP_000020 P01019 ANGT_HUMAN 0 GTGGGAGGACCA 0.592

- 5 1565 fu.2_RNA|PCNXL2 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2 GACAGGGAACAC 0.577

+ 1 538 2L13_uc001ids.2_In NM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMAN cellular (Potential). 2 TGTGATGTCCCAG 0.473

+ 1 905 2L13_uc001ids.2_In NM_001001963 NP_001001963 Q8NGY9 OR2L8_HUMAN lasmic (Potential). 2 TGACACGAGTGAG 0.473

+ 1 28 2L13_uc001ids.2_In NM_001004491 NP_001004491 Q8NG84 O2AK2_HUMANcellular (Potential). 2 CCTTTGATATTTT 0.189

+ 1 120 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMAN Name=1; (Potential). 3 CTTCATGGGAAAC 0.522

+ 1 571 NM_017504 NP_059974 Q96R27 OR2M4_HUMANcellular (Potential). 2 TGCACAGAAACAT 0.408

- 1 47 NM_001004692 NP_001004692 Q8NG77 O2T12_HUMAN cellular (Potential). 3 TGGTTAAAGAGTC 0.448

- 5 667 ion_p.R167K|ZNF6 NM_017865 NP_060335 Q9BU19 ZN692_HUMAN 0 TGAGTCCTCTCAT 0.507

- 7 736 TRM1_uc001igu.1_Missense_Mutation_p.T259M|PITRM E7ES23 E7ES23_HUMAN 1 CCGTACGTGAAGA 0.393

+ 7 2716 NM_031923 NP_114129 Q5VWG9 TAF3_HUMAN PHD-type. 1 GAGATGCAGTGG 0.507

+ 6 1671 se_Mutation_p.A27 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 TCATTGCATATCA 0.507

+ 5 581 ivu.3_Missense_M NM_030751 NP_110378 P37275 ZEB1_HUMAN C2H2-type 1. 5 CCTGTCCATATTG 0.318

+ 18 2515 kj.1_Missense_Mut NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 CCTAAGCGTAAAC 0.433

+ 12 2244 YPN_uc009xpt.2_M NM_032578 NP_115967 Q86TC9 MYPN_HUMAN 5 CCTAAGGAGTTTC 0.453

+ 1 100 qnu.1_Missense_M NM_181745 NP_859529 Q5NUL3 O3FA1_HUMAN cellular (Potential). 0 CCTTGCGCAGCC 0.701

- 13 1484 vh.1_Missense_Mu NM_003061 NP_003052 O75093 SLIT1_HUMAN LRR 11. 4 TACAGGGAGAGCA 0.587

- 16 2001 RP12_uc010qou.1 NM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3 CTTACCTGCCACT 0.592

- 18 1868 e_Mutation_p.Q389 NM_022362 NP_071757 Q96T76 MMS19_HUMAN 0 GAGCATTGGGTGG 0.527

- 4 688 sn.2_Missense_Mu NM_024895 NP_079171 Q9H5P4 PDZD7_HUMAN PDZ 1. 3 GCAGGCGGCTG 0.627

- 4 773 _p.L255F|SORCS1 NM_052918 NP_443150 Q8WY21 SORC1_HUMANmenal (Potential). 2 GATCAATAAACTG 0.388

+ 12 1186 _p.P405S|ACSL5_ NM_203379 NP_976313 Q9ULC5 ACSL5_HUMAN lasmic (Potential). 3 TTGTTTCCCGCGG 0.507

- 19 3422_3423p.M1059L|EIF3A_u NM_003750 NP_003741 Q14152 EIF3A_HUMAN DE]-[DE]-R-[SEVGFPILV]-[ 0 ATCCATGCCTCGC 0.629

+ 6 1247 NM_002775 NP_002766 Q92743 HTRA1_HUMAN PDZ. 0 GGCCAAAGGTAGG 0.537

- 1 332 NM_152311 NP_689524 Q8NCR9 CLRN3_HUMAN 1 CCCCACGAAAAAG 0.383

+ 5 609 NM_002412 NP_002403 P16455 MGMT_HUMAN 2 CTGGCCGTGAAG 0.667

- 4 734 bc.1_Nonsense_Mu NM_173575 NP_775846 Q86UX6 ST32C_HUMANProtein kinase. 5 CATCTCGCAGATG 0.632

+ 3 578 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN p.G168G(1) 1 AGCGCGGTGGG 0.716

- 2 230 SD_uc009yda.1_R NM_001909 NP_001900 P07339 CATD_HUMAN 0 CCGGCGGATGGA 0.617

+ 2 1063 NM_152430 NP_689643 Q8TCB6 O51E1_HUMAN lasmic (Potential). 4 ATCCTTCGACTTT 0.463

- 1 368 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMAN Name=1; (Potential). 1 ATATTTCCAACAA 0.522

- 1 77 NM_000518 NP_000509 P68871 HBB_HUMAN 1 GGCAGACTTCTCC 0.507 rs35198910

+ 1 712 _uc001mam.1_Int NM_001004757 NP_001004757 Q8NH59 O51Q1_HUMAN lasmic (Potential). 1 CGACTCCGTGCC 0.488

+ 2 664 fd.2_RNA|SYT9_u NM_175733 NP_783860 Q86SS6 SYT9_HUMAN lasmic (Potential). 3 CAGACGGGGATCC 0.602

- 2 806 NM_198516 NP_940918 Q6P9A2 GLTL4_HUMANmenal (Potential). 0 GCAGGCGGTCGC 0.657

+ 18 2012 NTL_uc001mkt.2_ NM_001178 NP_001169 O00327 BMAL1_HUMAN 0 CTTCTCCAGGAGG 0.498

- 9 1410 _p.R295W|PTPN5 NM_006906 NP_008837 P54829 PTN5_HUMAN -protein phosphatase. 2 TGTACCGGTTCTT 0.577

- 5 610 NM_003476 NP_003467 P50461 CSRP3_HUMANM zinc-binding 2. 0 AAAGTTCCCCATC 0.478

- 12 2669 F8_uc001mpn.3_M NM_024680 NP_078956 A0AVK6 E2F8_HUMAN 1 AGAGCCGGGCTG 0.527

- 10 1893 F8_uc001mpn.3_M NM_024680 NP_078956 A0AVK6 E2F8_HUMAN 1 CACTTTCTGTCTG 0.473

- 2 361 kd.1_Missense_Mu NM_198381 NP_938195 Q9UKW6 ELF5_HUMAN PNT. 1 AAGGCAGGGTAG 0.552

+ 2 376 -CNTF_uc010rkm. NM_000614 NP_000605 P26441 CNTF_HUMAN 1 ATTTTACCCCAAC 0.483

+ 4 379 1nni.1_Missense_Mutation_p.M1I|GLYATL1_uc001nnj.1 Q969I3 GLYL1_HUMAN 1 CAGAATGATCCTA 0.433

- 6 942 yom.2_Missense_M NM_004254 NP_004245 Q8TCC7 S22A8_HUMAN lasmic (Potential). 3 TTCGAGGACTTTC 0.572

+ 3 824 N3_uc001nxp.2_In NM_201428 NP_958831 O95197 RTN3_HUMAN 1 CAGAAACCACCTA 0.408

+ 8 1042 cj.2_Missense_Mu NM_013306 NP_037438 Q9NRS6 SNX15_HUMAN PX. 1 TGACCCGACCCTT 0.622



- 6 1225 1odr.1_Missense_M NM_001077241 NP_001070709 Q8N413 S2545_HUMAN e=6; (Potential).|Solcar 3. 0 AAGGCGCGGGCA 0.617

- 6 1325 p.Q93E|RIN1_uc0 NM_004292 NP_004283 Q13671 RIN1_HUMAN 3-3 protein binding region. 3 TGCCCTGCAGCTC 0.711

+ 11 1045 se_Mutation_p.L47 NM_018161 NP_060631 Q6IA69 NADE_HUMAN 2 TTTGCCCTCTCGT 0.597

+ 11 4247 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 CACTGCGGGACC 0.657

- 6 1328 zg.2_Missense_Mu NM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6 CTGTCCGATCGGC 0.478

+ 4 546 p.N146S|NAALAD2 NM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANcellular (Potential). 2 TTACAAATATTGT 0.328

+ 4 566 p.A153S|NAALAD2 NM_005467 NP_005458 Q9Y3Q0 NALD2_HUMANcellular (Potential). 2 TATAATGCTTTCT 0.348

- 5 787 9yvz.2_Missense_M NM_012124 NP_036256 Q9UHD1 CHRD1_HUMAN AA1 and HSP90AB1 (By si 0 TGTTTTAGGGAGG 0.279

+ 9 4996 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 GCATTTCCGTCAC 0.438

- 1 684 _p.D147E|CCDC82 NM_024725 NP_079001 Q8N4S0 CCD82_HUMAN 1 CTGATCATCCTCT 0.318

- 1 918 ww.1_RNA|PGR_u NM_000926 NP_000917 P06401 PRGR_HUMAN ulating, Pro-Rich. 4 GGAAGAGTAGCC 0.647

- 8 1312 NM_178127 NP_835228 Q86XS5 ANGL5_HUMANnogen C-terminal. 1 AAACTGGTATTTT 0.274

+ 10 1620 w.2_Missense_Mu NM_000829 NP_000820 P48058 GRIA4_HUMAN cellular (Potential). 8 TGGAATGATATGG 0.358

- 3 340 55D_uc001ppd.2_5 NM_001077639 NP_001071107 Q6UWF7 FA55D_HUMAN 4 AGGGAATAAGGAC 0.398

- 2 236 01prt.1_5'UTR|TMP NM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN toplasmic (Potential).|12 X 1 GGTGTCCCAGCTG 0.677

+ 4 794 j.2_RNA|FOXR1_u NM_181721 NP_859072 Q6PIV2 FOXR1_HUMAN Fork-head. 1 ACAGTTCCCCCTG 0.632

- 4 383 qhi.2_Missense_M NM_001037305 NP_001032382 Q9P016 THYN1_HUMAN 0 TAGTTACGAACAC 0.488

+ 6 908 _p.R183Q|GLB1L3 NM_001080407 NP_001073876 Q8NCI6 GLBL3_HUMAN 1 ACCCCCGGTTACT 0.567

- 19 3040 _p.R893*|KDM5A_ NM_001042603 NP_001036068 P29375 KDM5A_HUMAN 3 TCAGTCGTGGTAA 0.468

- 12 2041 _p.R619Q|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN Chromo 2. 2 AGGATTCGGTGG 0.507

+ 12 1600 NM_001080454 NP_001073923 P0C7M7 ACSM4_HUMAN 0 TTAACTCTTGAAC 0.368

+ 2 294 MKLB_uc010sgl.1_ NM_020734 NP_065785 Q9ULI2 RIMKB_HUMAN 0 ACAGATCGTCGCA 0.453

- 31 4204 p.S406F|A2M_uc00 NM_000014 NP_000005 P01023 A2MG_HUMAN 5 CTTAGGGAGATTT 0.448

+ 5 884 V6_uc001raa.1_5'U NM_001987 NP_001978 P41212 ETV6_HUMAN 250 CGGTCCCCCCTG 0.632

- 1 718 NM_018654 NP_061124 Q9NZD1 GPC5D_HUMAN Name=7; (Potential). 0 CGACCGGGTCGT 0.557

- 13 4539 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 CACAGGGGTTGG 0.532

- 9 1231 NM_004963 NP_004954 P25092 GUC2C_HUMANcellular (Potential). 6 ACTGGACCGTCAT 0.448

+ 25 3607 rcy.1_Missense_M NM_030667 NP_109592 Q16827 PTPRO_HUMANal).|Tyrosine-protein phosph 9 ACAGGAACATTCA 0.443

- 8 1412 NM_021957 NP_068776 P54840 GYS2_HUMAN 2 TGTTTTCGCACTG 0.383

+ 2 215 SSF8_uc009zjd.1_T NM_007211 NP_009142 Q8NHQ8 RASF8_HUMAN 0 TGGCCGGTGCAC 0.502

- 8 2299 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANBC transporter. 6 TACTTATGATAAAA 0.368

+ 22 2970 e_Mutation_p.R572 NM_198578 NP_940980 Q5S007 LRRK2_HUMAN 24 GAAAAAGAAAAA 0.289

- 4 646 p.A120V|PRICKLE NM_001144881 NP_001138353 Q96MT3 PRIC1_HUMAN PET. 4 ATGACTGCTCTGG 0.522

+ 13 1648 se_Mutation_p.L6F NM_152641 NP_689854 Q68CP9 ARID2_HUMAN type winged-helix. 10 GAATACCTCTCGA 0.333

+ 15 4460 _p.P943L|ARID2_u NM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10 CAGTTCCCGACTC 0.458

- 1 1180 _p.A174T|ADCY6_ NM_015270 NP_056085 O43306 ADCY6_HUMAN 0 GCGGGCGGGTG 0.652

- 2 490 _uc001rtj.1_5'Flan NM_018113 NP_060583 Q6UX01 LMBRL_HUMANg.|Cytoplasmic (Potential). 1 TGGTGAACTCAGC 0.522

- 2 1327 NM_001008223 NP_001008224 Q86Z23 C1QL4_HUMAN C1q. 0 CGCCCACGTCCAG 0.602

- 10 1010 h.2_Missense_Muta NM_016293 NP_057377 Q9UBW5 BIN2_HUMAN Potential. 1 CTATTTCCTCCTC 0.532

+ 27 5980 uc001rzb.1_5'Flank NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7 GGAGAAAAAAGAG 0.522

- 9 1654 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Tail. 1 GGGCTCCACCCAG 0.706

- 4 836 NM_033448 NP_258259 Q3SY84 K2C71_HUMAN Coil 1B.|Rod. 2 TGGATTCCACCTT 0.527

- 2 208 _p.R22W|CALCOC NM_020898 NP_065949 Q9P1Z2 CACO1_HUMANerminal AD (CTNNB1 bindin 1 AGGTCCGGGCTAC 0.527

+ 50 8607 NM_002332 NP_002323 Q07954 LRP1_HUMAN s A 15.|Extracellular (Potent 22 GCTGGACGTGTGA 0.622 rs141905136

+ 88 13934 NM_002332 NP_002323 Q07954 LRP1_HUMAN Interaction with MAFB (By s 22 CTGGACGCTGACT 0.602

+ 18 2924 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANcellular (Potential). 3 GTGGTGTCACAGA 0.269

- 6 639 NM_001321 NP_001312 Q16527 CSRP2_HUMAN Gly-rich. 1 CCCCTGCTCCTTG 0.433



+ 18 2290 NM_017988 NP_060458 Q6P3W7 SCYL2_HUMANwith clathrin is necessary fo 6 CTTTCACTTCTGT 0.393

+ 14 1501 t.2_Missense_Mut NM_213594 NP_998759 Q33E94 RFX4_HUMAN ary for dimerization. 1 GCCAATGAGCTCA 0.448

- 5 1461 M4_uc001tmq.2_I NM_012406 NP_036538 Q9UKN5 PRDM4_HUMAN 2 CTACATGACCTGT 0.468

+ 9 964 _Mutation_p.C256 NM_032663 NP_116052 Q70CQ3 UBP30_HUMAN lasmic (Potential). 1 ACAACTGTACAAA 0.507

+ 2 379 toc.2_Missense_M NM_001093 NP_001084 O00763 ACACB_HUMAN 8 CGGTCGGCGGA 0.632

- 11 2578 NM_000620 NP_000611 P29475 NOS1_HUMAN 7 TGGTCCTTCCACA 0.507

+ 3 331 NM_176818 NP_789788 O43716 GATCL_HUMAN 0 CGCGTCGTGGAG 0.463

+ 9 1263 1ufq.1_Missense_M NM_012463 NP_036595 Q9Y487 VPP2_HUMAN lasmic (Potential). 2 GACCTGCGCCGG 0.537

+ 9 1126 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 CGCCATGATGAGT 0.577

- 18 2473 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1 GTTGTCGGCTCAG 0.652

+ 5 1574 NF10_uc001ulq.2_ NM_015394 NP_056209 P21506 ZNF10_HUMAN 3 AGAAACCCTATGA 0.428

+ 1 2169 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN teraction with MAPRE1. 0 CTGCCAACCTCTA 0.552

+ 4 325 0tdr.1_Missense_M NM_001629 NP_001620 P20292 AL5AP_HUMAN Helical. 0 CTGCTGCGTTTGC 0.438

+ 11 4303 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64 TATTTACTGATCA 0.328 rs80359424

- 5 808 RD13_uc001uux.2_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 GCTGACGAGTGG 0.602 rs146112751

- 2 1248 se_Mutation_p.A36 NM_000053 NP_000044 P35670 ATP7B_HUMAN ytoplasmic (Potential). 3 GCAATGGCAATCA 0.562

+ 20 3690 p.R876K|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GGCAAAGGGCCA 0.383

+ 13 1536 _p.S366P|IPO5_uc NM_002271 NP_002262 O00410 IPO5_HUMAN 3 CTGCATTCCATTA 0.408

+ 1 478 0agj.2_Missense_ NM_006573 NP_006564 Q9Y275 TN13B_HUMAN cellular (Potential). 0 GTGGCCGCCCTG 0.662

+ 22 2575 vqu.1_Missense_M NM_015011 NP_055826 Q9Y6X6 MYO16_HUMANosin head-like 1. 10 CAAGTGGAATGTG 0.368

- 27 2107 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 CCTTGGGGACCTG 0.542

- 12 1886 P1_uc010tlg.1_Mis NM_007110 NP_009041 Q99973 TEP1_HUMAN TROVE. 5 GCTGACGGCTTAG 0.488

- 4 774 NM_017807 NP_060277 Q9NPF4 OSGEP_HUMAN 0 AGTATGCAATCAC 0.453

- 2 788 wjb.2_Missense_M NM_020834 NP_065885 Q8IX15 HOMEZ_HUMAN 0 GGTAGGGGAATGC 0.527

- 4 1786 e_Mutation_p.R29 NM_032452 NP_115828 Q96JJ6 JPH4_HUMAN lasmic (Potential). 2 TGCGCCGATCTGC 0.637

- 3 679 A1_uc001wqa.2_5 NM_002515 NP_002506 P51513 NOVA1_HUMAN 5 ATTTCTCGAATTTT 0.438

- 11 2806 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMANmbly) (By similarity).|Cytopla 9 TGTCCTCTTTGAG 0.512

- 11 2474 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 CCTTTTCCATTTC 0.453

- 3 484 s.2_Missense_Mut NM_000347 NP_000338 P11277 SPTB1_HUMAN 1.|Actin-binding. 11 CCAGGCGGTGGT 0.612

+ 2 305 NM_004094 NP_004085 P05198 IF2A_HUMAN S1 motif. 1 GAAGGCGTATCCG 0.403

- 7 1863 tua.1_Missense_M NM_203309 NP_976054 1 GGCTGGTGGCAA 0.418

- 29 4672 NM_000428 NP_000419 Q14767 LTBP2_HUMAN TB 3. 2 TGTTCCGGCCCAG 0.662 rs150484024

+ 1 620 NM_019589 NP_062535 P49750 YLPM1_HUMAN Pro-rich. 3 TACATGCCCCCAC 0.627

- 9 1791 _p.R92H|C14orf10 NM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3 TGGTCACGGGAAC 0.557 rs149932737

+ 12 2980 849M|KIAA0284_u NM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 GGAGACGGCCC 0.677

+ 13 4020 196S|KIAA0284_u NM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 ccccggcccccgggAC 0.552

+ 1 77 bar.2_Missense_M NM_001036 NP_001027 Q15413 RYR3_HUMAN asmic (By similarity). 10 ATGGCCGAAGGGG 0.706

+ 36 5673 r.2_Nonsense_Mu NM_001036 NP_001027 Q15413 RYR3_HUMAN eats.|Cytoplasmic (By simil 10 TCCGCTCACCCCC 0.557

+ 5 1272 _p.D401Y|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 TATGTTGACATCA 0.587

+ 3 296 _p.E65K|TMCO5A NM_152453 NP_689666 Q8N6Q1 TMC5A_HUMAN Potential. 1 GAGTGGGAGAAG 0.522

+ 26 7032 bt.1_Missense_Mu NM_170589 NP_733468 Q8NG31 CASC5_HUMAN ation and for interaction with 5 CCATCTGTACCAT 0.378

+ 4 3112 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9 CTGAAGCTACGCA 0.552

+ 10 1592_1593MT1B_uc001zsd.3_ NM_020990 NP_066270 P12532 KCRU_HUMAN 0 CGTCTGGAGAGA 0.5

- 30 4051 un.2_Missense_Mu NM_014080 NP_054799 Q9NRD8 DUOX2_HUMANtential).|FAD-binding FR-typ 5 GTCACTCCTGGAG 0.592

- 2 572 NM_138356 NP_612365 Q7M4L6 SHF_HUMAN 1 GCCCCGGAGACC 0.662

- 4 605 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 GCTTACCTGGTGG 0.612

+ 15 2696 _p.R811K|DIS3L_u NM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2 TACCAAGGTATGT 0.323



- 17 1874 Mutation_p.N17K|uc NR_027024 0 CAGCAGATTCACC 0.622

+ 4 1322 NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7 CTGACAGCCCCCG 0.493

+ 6 2412 e_Mutation_p.F764 NM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4 GGAGTTTTCCGTC 0.572

+ 1 343 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMAN Name=3; (Potential). 0 GTGCTGCTCATAG 0.453

+ 2 280 n_p.V60M|PIGQ_u NM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1 GTGGGCGTGGCC 0.701

- 6 1453 BXL16_uc002cjb.2 NM_153350 NP_699181 Q8N461 FXL16_HUMAN LRR 6. 0 AGGAGGTGCTTCA 0.642

- 20 8061 _Mutation_p.V2618 NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|REJ. 3 CAGCACGGTGAC 0.647

+ 11 7425_7426rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANa-rich.|Ser-rich. 4 ACAGCCCCAGCT 0.634

+ 11 1698 yv.1_Missense_Mut NM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0 AGGAGGGATCTTC 0.488

- 1 571 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2 AGTTCTGGTTCTC 0.612

- 7 940 dbg.1_Missense_M NM_015914 NP_056998 Q6PKC3 TXD11_HUMAN 0 CCTAGGTAATCTG 0.383

+ 4 746 bva.2_Missense_M NM_005236 NP_005227 Q92889 XPF_HUMAN ucine-zipper 1. 10 ACCCATCGCTTGA 0.333

- 40 6739 wa.2_Missense_M NM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16 TGGTTCCGCCCA 0.438

- 1 397 NM_015092 NP_055907 Q96Q15 SMG1_HUMAN with SMG8 and SMG9. 16 ccgccgctgcTCAGCC 0.627

+ 3 580 _uc010byo.1_Miss NM_001770 NP_001761 P15391 CD19_HUMAN cellular (Potential). 3 CTCCGTGTCTCCC 0.647

+ 8 783 n_p.V236I|TGFB1I NM_001042454 NP_001035919 O43294 TGFI1_HUMANM zinc-binding 1. 0 CACTTCGTTTGCG 0.657

- 5 527 VPS35_uc002eee.2 NM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0 CTCAAGGGATGTT 0.393

+ 2 558 n_p.A97V|ADCY7_ NM_001114 NP_001105 P51828 ADCY7_HUMAN ical; (Potential). 1 CCTTGGCGCTGC 0.642

- 16 2264_2265 on_p.550_551SR> NM_005550 NP_005541 Q9BVG8 KIFC3_HUMANKinesin-motor. 3 CAGGCGGCTGCC 0.693

+ 8 1052 p.E327K|CES3_uc0 NM_024922 NP_079198 Q6UWW8 EST3_HUMAN 5 CCCAAGGAACTCC 0.537

- 14 2616 27_splice|KCTD19 NM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1 CACATACCCACAG 0.562

+ 1 840 PT_uc002eun.3_In NM_020457 NP_065190 Q96EK4 THA11_HUMAN Ala-rich. 0 CAGCCGCAGAGG 0.667

+ 3 289 C4_uc002eut.1_3'U NM_198443 NP_940845 Q496H8 NRN1L_HUMAN 1 GCTGTCCGGAGGA 0.572

+ 8 1346 p.1_Intron|DHX38_ NM_014003 NP_054722 Q92620 PRP16_HUMAN 1 ATGGACGAGGGC 0.562

- 2 3245 HX3_uc002fcl.2_Int NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4 GGCCTCGGCGG 0.567

- 2 2063 HX3_uc002fcl.2_Int NM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Glu. 4 cttcctcctccgcctcctc 0.318

+ 2 360 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1 GGTGCGACAAGG 0.443

+ 2 327 chg.1_Missense_M NM_002661 NP_002652 P16885 PLCG2_HUMAN PH. 8 ACCGCTGACAAGA 0.627

- 4 476 C_uc010vnz.1_5'U NM_005679 NP_005670 Q15572 TAF1C_HUMAN 1 AGGTCCCGGGCA 0.672

+ 4 314 p.E62Q|USP10_uc NM_005153 NP_005144 Q14694 UBP10_HUMAN tion with p53/TP53. 0 AGAATTGAGTTTG 0.398

+ 3 796 orf97_uc010vpz.1_ NM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN tandem repeat of A-L-K-G- 1 CCCCGAGGCTCTC 0.711

- 11 1335 fsu.2_Missense_M NM_152346 NP_689559 Q8N370 LAT4_HUMAN 0 TCTGCCGGTCCCG 0.607

- 26 4231 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6 ATGGCTGTATGTA 0.512

- 13 1562 NM_002208 NP_002199 P38570 ITAE_HUMAN Extracellular (Potential). 4 AACACGGCCCCAT 0.577

+ 21 2630 sn.1_Missense_Mu NM_153827 NP_722549 Q8N4C8 MINK1_HUMAN 6 CTGGACGAGGCC 0.642

- 11 1609 NUP88_uc010cle.1 NM_002532 NP_002523 Q99567 NUP88_HUMAN 1 TCAAAGGAATCTG 0.463

- 6 841 vth.1_Missense_Mu NM_053285 NP_444515 Q969V4 TEKT1_HUMAN 2 AGGATTCGATCCA 0.537

+ 4 498 NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1 GGGTTACCCCTGA 0.448

- 11 2069 688_splice|NEURL4 NM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2 CCCTCACCCACG 0.642

+ 26 3472 p.V687M|PFAS_uc NM_012393 NP_036525 O15067 PUR4_HUMAN amidotransferase type-1. 5 GTGGCGTGGCC 0.622

- 9 1022 r.1_RNA|PIK3R6_u NM_001010855 NP_001010855 Q5UE93 PI3R6_HUMAN 0 CCGCGGGACCC 0.706

- 23 3018 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11 TGTTCTCCGTGGC 0.393

- 34 5023 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 CCTGGCGGTTGG 0.453

- 16 1892 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 CAGCCGGCGATG 0.552

- 30 4172 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21 GTAGCTCGGCCTT 0.592

- 15 1649 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN yosin head-like. 21 CCAGGTCCATCCC 0.448

- 24 3189 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 CTTTGTCCTCCTC 0.478



+ 7 972 n_p.L225I|MYOCD_ NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 CAGGGGCTTGGC 0.582

+ 6 974 _p.E259K|RNF112_ NM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2 AGCAGGGAAACAA 0.612

- 1 395 P22L|ALDH3A1_uc NM_001135168 NP_001128640 P30838 AL3A1_HUMAN 2 GCAGCGGACGG 0.697

+ 2 420 1_Intron|WSB1_uc NM_015626 NP_056441 Q9Y6I7 WSB1_HUMAN WD 1. 0 GTGGTCGTGAAAA 0.403

+ 8 1518 ARM1_uc002hbe.1 NM_015077 NP_055892 Q6SZW1 SARM1_HUMAN 0 GCGACCGCAGCA 0.657

- 5 1363 e.1_3'UTR|SLC46A NM_080669 NP_542400 Q96NT5 PCFT_HUMAN ical; (Potential). 0 GGAACCCCTTCAT 0.562

- 2 756 EZ6_uc002hdq.1_ NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN Extracellular (Potential). 2 CTCCAGGACCCTC 0.642

- 2 337 _p.P48L|SEZ6_uc NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN cellular (Potential). 2 GCTCAGGTGTGG 0.577

+ 13 1498 wbf.1_Missense_Mu NM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN 4 GTAATCGAGAACA 0.398

+ 1 902 6B_uc010ctg.2_5'F NM_052857 NP_443089 Q96NB3 ZN830_HUMAN 1 ATTTCCGAAGCCA 0.502

- 5 923 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 CATCCTGTACCCT 0.587

+ 2 224 NM_002988 NP_002979 P55774 CCL18_HUMAN 0 AGTGCCCCAAGCC 0.552

+ 10 1122 2_Intron|MLLT6_uc NM_005937 NP_005928 P55198 AF17_HUMAN 6 AGTACTCCAAGCC 0.602

+ 15 1796 B7_uc010cwc.2_M NM_005310 NP_005301 Q14451 GRB7_HUMAN SH2. 5 CTGAACCGCGGC 0.667

- 5 959 NM_181539 NP_853517 Q7Z3Y9 K1C26_HUMAN Rod.|Coil 2. 0 TTAATTCGGTCAG 0.448

+ 1 284 NM_033061 NP_149050 0 cagctgctgcaagcccc 0.199

- 1 469 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN f C-C-[GRQVIL]-[SPTR]- [V 0 gctggggcggcagcag 0.144 rs146088137

- 12 1566 gg.3_Missense_Mu NM_000342 NP_000333 P02730 B3AT_HUMAN exchange).|Helical; (Potent 3 AGGCTTCCTCAAA 0.612

+ 14 1650 kf.1_Nonsense_Mu NM_006178 NP_006169 P46459 NSF_HUMAN 1 GTTACTCGAGTTC 0.458

- 6 1045 RN2_uc002imf.2_M NM_138355 NP_612364 Q96FV2 SCRN2_HUMAN 1 GCGTGGCGGTAAG 0.597

+ 3 760 nse_Mutation_p.G2 NM_003110 NP_003101 Q02086 SP2_HUMAN 0 GGGGCGGCAATG 0.632

- 5 530 NM_002634 NP_002625 P35232 PHB_HUMAN 0 TAAGGTCGTCGCT 0.587

+ 10 840 _p.V201M|MSI2_u NM_138962 NP_620412 Q96DH6 MSI2H_HUMAN 2 AACTTCGTGGCGA 0.537

+ 1 602 NM_001004707 NP_001004707 P58180 OR4D2_HUMAN Name=5; (Potential). 2 AGATCTCCAACAG 0.512

- 1 768 1_5'Flank|SEPT4_u NM_001038704 NP_001033793 Q8NEP4 CQ047_HUMAN 1 GTAGTCGTAATTC 0.512 rs142981278

- 7 970 xa.3_Missense_Mu NM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7 GCTCATCTTTTGC 0.353

- 6 1737 _Mutation_p.D538G NM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0 TCTGAGTCTGAGC 0.428

- 5 734 0dds.2_Nonsense_ NM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0 ACTGCTGTTTCTG 0.532

- 25 3575 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN ical; (Potential). 7 AAAAGAAGTAAAA 0.289

+ 7 1215 NM_178160 NP_835454 Q7RTS6 OTOP2_HUMAN ical; (Potential). 4 GGTGCCGCCCTG 0.637

+ 12 1983 _p.P337L|MFSD11_ NM_024311 NP_077287 O43934 MFS11_HUMAN 1 TTGCTCCTGTTAA 0.463

- 3 381 .2_Intron|LGALS3B NM_005567 NP_005558 Q08380 LG3BP_HUMAN SRCR. 4 CGTTCTCGAAGCC 0.657 rs11548453

+ 5 1374 wuf.1_Missense_M NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6 GCCCGTCGATCTT 0.542

+ 29 4248 _p.R990Q|RPTOR NM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 3. 6 TCGTCCGGATCTG 0.627

+ 10 1283 _p.T392I|BAIAP2_u NM_017451 NP_059345 Q9UQB8 BAIP2_HUMAN SH3. 0 ACAGCACCCTCCT 0.617

- 12 1416 _p.A412T|NPLOC4 NM_017921 NP_060391 Q8TAT6 NPL4_HUMAN 2 CCTTGGCGTAGCC 0.493

- 23 3834 lq.2_Missense_Mu NM_003803 NP_003794 P52179 MYOM1_HUMAN-like C2-type 3. 5 AACTCGGACTTTG 0.413

+ 3 519 dlb.1_Missense_M NM_014214 NP_055029 O14732 IMPA2_HUMAN 2 CGACCCCATCGA 0.562

+ 56 7254 kus.3_Missense_M NM_198129 NP_937762 Q16787 LAMA3_HUMANaminin G-like 1. 11 GCTGTCCCCATGA 0.458

- 15 2468 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN lasmic (Potential). 4 ATTTTTCATTCCT 0.443

+ 11 1402 NM_005925 NP_005916 Q16820 MEP1B_HUMANular (Potential).|MATH. 2 GCCCTCCATTTTA 0.408

+ 12 5363 q.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 AGATTGGGAGCCA 0.517

- 4 423 NM_133459 NP_597716 Q6UXH8 CCBE1_HUMAN 3 TCATATCGGTATC 0.512 rs115982879

+ 25 3468 _p.F1085L|KIAA146 NM_020854 NP_065905 Q9P260 K1468_HUMAN 6 GATGAGTGTAAGT 0.393

- 4 618 ky.1_Missense_Mu NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN xtracellular (Potential). 4 TTATTGGAGAAAA 0.373

+ 2 89 NM_002777 NP_002768 P24158 PRTN3_HUMAN 1 CAGGTGCTGCCCG 0.726

+ 4 1228 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 TTTATCCCCAGTC 0.463



+ 8 1195 _p.T369M|NFIC_uc NM_205843 NP_995315 P08651 NFIC_HUMAN 0 CTACGACGTCCAT 0.647

+ 1 60 10dvs.2_Translatio NM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN 1 CAGAGGGTGGAA 0.507

- 22 2791 NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 5. 11 ACTCATCCTCATC 0.647

- 3 22655 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CTGGAAGTTCCAA 0.478

- 3 11903 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTGGAGGAGCTG 0.458

- 5 772 NM_015719 NP_056534 P25940 CO5A3_HUMAN nhelical region. 10 GCTGCCGGTGCC 0.572

+ 6 778 AM129C_uc002ngy NM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0 GCACAGCATGCCT 0.637

+ 16 2515 b.1_RNA|PIK3R2_ NM_005027 NP_005018 O00459 P85B_HUMAN SH2 2. 6 AGCACTGCGTCAT 0.677

- 21 2740 ank|GMIP_uc010xr NM_016573 NP_057657 Q9P107 GMIP_HUMAN 1 CACCGCCCCGGG 0.632

+ 4 1631 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 GAGAGAAACCCTA 0.358

- 5 1776 208_uc002nqo.1_I NM_007153 NP_009084 7 TTTTGCCACATTC 0.393

+ 4 1512 NM_020855 NP_065906 Q9P255 ZN492_HUMANC2H2-type 11. 0 ACAAATGTGAAGA 0.373

+ 5 1631 p.R376W|CHST8_u NM_001127895 NP_001121367 Q9H2A9 CHST8_HUMANmenal (Potential). 4 AAGGACCGGCACT 0.617

+ 10 2483 NM_014686 NP_055501 O15063 K0355_HUMAN 1 ACATCCCGGTTCA 0.463

- 8 1201 4A_uc010eee.1_5'F NM_000704 NP_000695 P20648 ATP4A_HUMAN lasmic (Potential). 1 GTGAGAGTCCCT 0.582

+ 14 1874 dd.2_Nonsense_M NM_173636 NP_775907 O43379 WDR62_HUMAN WD 9. 0 GACATCCAGATGA 0.627

+ 2 140 F527_uc010xtq.1_R NM_032453 NP_115829 Q8NB42 ZN527_HUMAN 2 CCATGTCCCAGGT 0.433

+ 20 2530 jb.1_Missense_Mu NM_004924 NP_004915 O43707 ACTN4_HUMAN nd 2.|2 (Potential). 0 ATAGCGGCCTTGT 0.607

+ 7 723 omt.2_Missense_M NM_178544 NP_848639 Q86UE3 ZN546_HUMAN 3 CTCAATTGCAGAC 0.313

+ 2 295 0ehh.1_Missense_Mutation_p.S96F|CYP2B7P1_uc002opq.2_RNA 2 CCTTCTCTGGCCG 0.627

+ 8 1214 NM_000766 NP_000757 Q16696 CP2AD_HUMAN 3 GAGACCCCAGGT 0.547 rs140896123

+ 37 7093 e_Mutation_p.R176 NM_001410 NP_001401 Q7Z7M0 MEGF8_HUMANcellular (Potential). 1 TGTGCCGCCCTG 0.662

- 4 1015 ouj.3_Missense_Mu NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 2. 0 TAGGGTCCTGTTT 0.498

- 4 531 pbu.1_Missense_M NM_001983 NP_001974 P07992 ERCC1_HUMAN 2 CATAGTCGGGAAT 0.617

+ 11 1096 PR_uc010xxp.1_M NM_000164 NP_000155 P48546 GIPR_HUMAN lasmic (Potential). 1 CGCTGCCGGGATT 0.602

- 2 445 2per.3_Missense_M NM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 tggggagaggacccca 0

+ 14 3049 xyo.1_Missense_M NM_014681 NP_055496 Q14147 DHX34_HUMAN 5 TTCAGTCCCTCCT 0.642

- 1 150 NM_003167 NP_003158 Q06520 ST2A1_HUMAN 2 AGAAATCGTCCGA 0.468

+ 4 1069 m.1_5'Flank|FGF21 NM_019113 NP_061986 Q9NSA1 FGF21_HUMAN 1 TCCTGCCACTACC 0.692

- 6 1021 LEKHA4_uc010em NM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN 3 TAGTCGTCCCCCT 0.657

+ 17 2100 LD1_uc010enx.2_R NM_002691 NP_002682 P28340 DPOD1_HUMAN 2 CCCCTCCGGCGC 0.667

+ 25 3047 NM_004533 NP_004524 Q14324 MYPC2_HUMANonectin type-III 3. 1 TCGTGGGCAATGA 0.542

- 3 479 se_Mutation_p.E14 NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 CAGGCTCGTTGTG 0.687

- 7 946 p.G243D|KLK5_uc NM_001077491 NP_001070959 Q9Y337 KLK5_HUMAN Peptidase S1. 0 GAATCACCCTGC 0.343

- 3 248 wl.2_Missense_Mu NM_001161748 NP_001155220 P55344 LMIP_HUMAN ical; (Potential). 0 CAGGATCATGAAG 0.587

- 5 1840 ydj.1_Missense_Mu NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 10. 0 ATTCTCCGATGCC 0.413

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0 GCCATCGTAGATG 0.433

+ 1 788 NM_173856 NP_776255 Q8NFZ6 VN1R2_HUMANcellular (Potential). 0 GCAAATGGAGCAA 0.418

+ 3 284 ation_p.V8L|ZIK1_u NM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN KRAB. 2 GCCCTTGTAGCCT 0.493

+ 4 1230 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1 AGACTTCCCAAGA 0.443

+ 2 716 1_Intron|TRIM28_ NM_005762 NP_005753 Q13263 TIF1B_HUMANRBCC domain. 3 AAGGCTGCCACCG 0.577

- 3 542 DAM17_uc010exb NM_003183 NP_003174 P78536 ADA17_HUMAN 2 TAACCAACCACGT 0.438

+ 31 5696 bp.1_Missense_M NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 TGCCCCGGACAG 0.652 rs34299689

+ 4 554 se_Mutation_p.Y16 NM_182625 NP_872431 Q17RS7 GEN_HUMAN I-domain. 8 TTCCTTTATGGGG 0.408

+ 8 1621 _p.S513F|PLEKHH NM_172069 NP_742066 Q8IVE3 PKHH2_HUMAN 3 TATTTTCCTATGA 0.458

- 1 19 n|CCDC142_uc002 NM_032779 NP_116168 Q17RM4 CC142_HUMAN 1 CTGAACGTTTCGA 0.607

+ 6 578 _p.A165T|REG3G_ NM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0 TGTGATGCAAAGT 0.498



+ 18 2739 ysg.1_Missense_M NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 GCTCCAGAGAAGA 0.483

+ 12 2074 p.V583M|KDM3A_ NM_018433 NP_060903 Q9Y4C1 KDM3A_HUMAN 5 CATGGTGTGTTGC 0.318

- 2 194 A4C_uc002sxg.3_5 NM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN 2 GCCTTGCTGCCAG 0.637

- 5 404 LYG1_uc010yvo.1_ NM_174898 NP_777558 Q8N1E2 LYG1_HUMAN 0 AAGCACGAACTC 0.463

+ 8 2147 e.2_Missense_Mut NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN SEC7. 2 AGGAACGGGAGC 0.602 rs149806578

+ 16 2879 0flu.2_Nonsense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN 3.|Extracellular (Potential). 10 TTCATTCGACTCG 0.289

+ 45 6147 _p.R142*|MYO7B_ NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMAN FERM 2. 2 ATCAACCGACATG 0.667

- 14 2784 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 TGGGAGGTATTTT 0.463

- 53 9391 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 CATTTTCATCACA 0.388

- 5 1024 fof.2_Missense_Mu NM_145259 NP_660302 Q8NER5 ACV1C_HUMANe.|Cytoplasmic (Potential). 7 AAGTTCCATTATC 0.313

- 6 822 GB6_uc010zcq.1_M NM_000888 NP_000879 P18564 ITB6_HUMAN ular (Potential).|VWFA. 3 TCACTCACAAAGA 0.458

+ 9 1417 _p.S376F|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8 TTTTGTCCTTATT 0.403

- 2 355 3_5'Flank|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN I. 13 TGAAGGGAGTTAA 0.353

+ 8 8564 _p.A2674V|XIRP2_ NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 AATCAGCACCAAA 0.378

- 70 13081 NM_004525 NP_004516 P98164 LRP2_HUMAN cellular (Potential). 29 CCTTTTCCTTAGA 0.398

- 56 11128 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 29.|Extracellular (Potent 29 GAAACTGGCCCGG 0.542

+ 14 1637 3B_uc002ufz.2_Mis NM_138995 NP_620482 Q8WXR4 MYO3B_HUMANyosin head-like. 19 GGAAATGATGTTT 0.433

+ 6 698 zfe.1_Missense_M NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN PH. 1 TGCAGCGTTTTTT 0.363

- 307 98674 010zfi.1_Missense_ NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GATACCTTCTCAT 0.373

- 246 50929 597D|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAGAAACCTTTCC 0.393

- 10 1567_1568 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 ATAAGTGCTGAGC 0.446

- 4 337 ense_Mutation_p.QNM_001003683 NP_001003683 P54750 PDE1A_HUMAN 3 CAGTCTGAATGTC 0.353

+ 12 1900 _p.E565K|PARD3B_ NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 3. 4 AACCACGAAGCTA 0.473

+ 13 1432 _p.V361I|ATIC_uc0 NM_004044 NP_004035 P31939 PUR9_HUMAN 29 CTCATCGTAGCCA 0.473

+ 4 1068 NM_006522 NP_006513 Q9Y6F9 WNT6_HUMAN 3 GACCTCCTCTACG 0.746

+ 2 470 G_uc010fwh.1_5'U NM_005876 NP_005867 Q15772 SPEG_HUMAN 14 TCAGCACCCCCAC 0.607

+ 12 1876 nj.2_Nonsense_M NM_004457 NP_004448 O95573 ACSL3_HUMAN lasmic (Potential). 2 GGGATACGGGCTC 0.522

- 6 614 NM_020830 NP_065881 Q8IWB7 WDFY1_HUMAN WD 4. 1 GAACACGTGTTCT 0.428

- 4 1477 ense_Mutation_p.V NM_152527 NP_689740 Q7RTX9 MOT14_HUMAN ical; (Potential). 6 CTATGACGCCCAG 0.423

+ 11 980 40L_uc010fxo.1_In NM_138402 NP_612411 Q9H930 LY10L_HUMAN SAND. 1 ACTGTGGATTTTC 0.423

+ 1 177 UGT1A7_uc002vu NM_007120 NP_009051 P22310 UD14_HUMAN 1 TTGCGGGAGCTC 0.597

+ 7 767 PM8_uc010fyj.2_5'U NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN lasmic (Potential). 4 CTTATGGATGACT 0.398

- 19 3133 v.1_Missense_Mut NM_022817 NP_073728 O15055 PER2_HUMAN Pro-rich. 2 TGGCCCGGGTGG 0.667

+ 21 2468 NM_014808 NP_055623 O94887 FARP2_HUMAN PH 1. 3 TGCTGTACACAAG 0.517

+ 2 941 HC3_uc002wdg.2_ NM_033089 NP_149080 Q9NUD5 ZCHC3_HUMAN 0 CCAGGGGGAGG 0.632

+ 3 499 _p.A47T|SIRPA_uc NM_001040022 NP_001035111 P78324 SHPS1_HUMAN .|Extracellular (Potential). 1 GTTGCAGCTGGAG 0.562

+ 9 1280 al.1_Missense_Mu NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 CACGAGGATGAGA 0.597

+ 4 392 se_Mutation_p.P6 NM_033453 NP_258412 Q9BY32 ITPA_HUMAN 1 GGGCTCCCCGGC 0.567

- 11 1439 wlh.1_Missense_M NM_005116 NP_005107 Q9UGH3 S23A2_HUMAN 2 AGAAGCACGCCTT 0.552

+ 27 2643 _p.S848L|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 CTTTATCAGATCC 0.348

+ 9 1233 p.V286M|PCSK2_u NM_002594 NP_002585 P16519 NEC2_HUMAN Catalytic. 7 ATCTACGTGTGGG 0.682

+ 3 487 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6 AGGGTGGGCAAG 0.632

- 10 5002 aw.2_Missense_M NM_014071 NP_054790 Q14686 NCOA6_HUMAN n.|NCOA6IP-binding region 7 TGACATCGTTATT 0.537

+ 31 6322 ve.1_Missense_Mu NM_007186 NP_009117 Q9BV73 CP250_HUMANGlu-rich.|Potential. 5 TCCAGGCCCTGGA 0.607

+ 9 929 270C|PLCG1_uc0 NM_182811 NP_877963 P19174 PLCG1_HUMAN 8 GTTGATCGCCTCC 0.602

- 7 1055 gj.2_Missense_Mu NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 CAATGGGCGTGGG 0.512

+ 3 351 n_p.G61S|TOX2_u NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN riptional activation (By simila 1 CCCAACGGTCTGC 0.652



+ 6 951 zwm.1_Missense_M NM_024034 NP_076939 Q96MZ0 GD1L1_HUMAN ST C-terminal. 1 GCAGCCGGCCCA 0.607

+ 3 518 Mutation_p.V132M| NM_024331 NP_077307 Q9BTX7 TTPAL_HUMAN CRAL-TRIO. 1 CTCACCGTGCTGC 0.557

+ 15 1949 LC12A5_uc002xrb. NM_001134771 NP_001128243 Q9H2X9 S12A5_HUMAN lasmic (Potential). 5 TTCCTGGGCATGA 0.557

- 2 808 e_Mutation_p.R236 NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2 TGGATGCGGATCT 0.627

+ 4 464 NM_020673 NP_065724 Q9UL26 RB22A_HUMAN 0 CAGTTTCGTGCCT 0.343

- 16 6139 s.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6 CCCTGGGACCTG 0.577

- 4 1612 aaq.1_Missense_M NM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN YTH. 2 CATTGACGCTGAA 0.602 rs147453582

- 1 433 NM_001085455 NP_001078924 Q3LI83 KR241_HUMAN 0 GCATTTCGAGTGG 0.353

- 30 3707 02yqg.2_Missense_ NM_003895 NP_003886 O43426 SYNJ1_HUMAN Pro-rich. 5 GGAATCGTCTACA 0.438 rs145937537

+ 1 728 uf.1_Missense_Mu NM_053277 NP_444507 Q96NY7 CLIC6_HUMAN SNG]- [VIM]-[DEQ]-A-[EAG] 2 CGCGGAGGGCC 0.761

- 19 2659 yzp.2_Missense_M NM_022115 NP_071398 P57071 PRD15_HUMAN 0 TCTTGTCGCCGTG 0.547

- 10 1210 ol.3_Missense_Mu NM_016335 NP_057419 O43272 PROD_HUMAN 1 AACTTCCGCTGCA 0.622

- 2 305 acx.2_Missense_M NM_003595 NP_003586 O60704 TPST2_HUMANmenal (Potential). 1 TCAGGCCGCATGG 0.697

- 4 462 NM_001887 NP_001878 P53674 CRBB1_HUMANa crystallin 'Greek key' 2. 1 CTGCGGTAGCTGC 0.607

+ 7 1967 akv.1_Missense_M NM_001017437 NP_001017437 Q569K6 CC157_HUMAN Potential. 1 AGGCCCGTGTCG 0.662

- 3 272 n.3_Nonsense_Mu NM_014338 NP_055153 Q9UG56 PISD_HUMAN 3 GCTCTCGCTCCCT 0.582

+ 11 1446 e_Mutation_p.R408 NM_006739 NP_006730 P33992 MCM5_HUMAN MCM. 1 AGATGCGAGAAGA 0.542 rs151176258

+ 7 2067 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCACAACATC 0.582

+ 22 2741 H7B_uc010gyl.1_In NM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN C2H2-type. 1 TGGGCTACCACTG 0.637

- 7 730 03bfw.1_Missense_ NM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0 CGGCCACGCTCA 0.662

- 2 314 C1_uc011arm.1_Mi NM_139202 NP_631941 Q15049 MLC1_HUMAN 1 GGCATCCGGTCAT 0.627

+ 8 914 NM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1 TCTTCCGTGGAGC 0.587

- 6 539 _uc003bnn.1_Miss NM_001130922 NP_001124394 Q9UNT1 RBL2B_HUMAN 0 CTATAGGTGACTT 0.502

+ 1 1888 vk.1_Missense_Mu NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5 CCTCTGGGAGTTT 0.562

- 26 2913 .1_Missense_Muta NM_015199 NP_056014 O15084 ANR28_HUMAN 1 AGGCTGCGTTGG 0.323 rs149481554

+ 2 497 TM8_uc010hfu.2_In NM_178868 NP_849199 Q8IZV2 CKLF8_HUMAN MARVEL. 0 GGGTCCCCGCATT 0.502

- 23 2605 gb.2_RNA|CLASP NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 GAATACGACTGCT 0.468

+ 16 2296 p.A719V|PDCD6IP NM_013374 NP_037506 Q8WUM4 PDC6I_HUMAN h EIAV p9.|Self-association. 2 GCATTGCCAGAGA 0.328

- 2 175 _p.P24L|HIGD1A_ NM_001099669 NP_001093139 Q9Y241 HIG1A_HUMAN mic (Potential).|HIG1. 0 TATGAAGGAAGGG 0.383

- 2 970 mr.1_Missense_M NM_032806 NP_116195 Q8NAT1 AGO61_HUMAN 2 GGCTCACGTTCAG 0.557

- 3 1911 qv.2_Nonsense_M NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 TTAATCGATTTGA 0.313 rs148810823

+ 8 1285 bav.1_Missense_M NM_025010 NP_079286 O94889 KLH18_HUMAN Kelch 3. 0 ATCTACGTCTGTG 0.592

- 12 6148 _Mutation_p.P202 NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN tial).|EGF-like 5; calcium-bin 11 GAGGTGGGCAGG 0.667

- 3 461_462 X1_uc011bcm.1_3' NM_000581 NP_000572 P07203 GPX1_HUMAN 1 CAGGAAGGCGAA 0.639

- 8 1151 MT_uc003cwy.2_M NM_000481 NP_000472 P48728 GCST_HUMAN 1 TTGGTACCCTCCA 0.617

+ 3 1859 NM_004393 NP_004384 Q14118 DAG1_HUMANO-glycosylated at seven site 2 CGTATTCGCACCA 0.592

- 14 2258 RBP_uc003dbf.1_5' NM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2 ATACTGGATATTC 0.463

+ 2 133 CTK_uc003ddn.2_ NM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0 TTGGCCCGAGCC 0.657

- 9 1293 p.R395W|TKT_uc0 NM_001135055 NP_001128527 P29401 TKT_HUMAN 2 GGCCCGCGTGAA 0.627

- 10 967 na.2_Missense_Mu NM_017563 NP_060033 Q8NFM7 I17RD_HUMAN cellular (Potential). 0 GCCCACGGGGAG 0.468 rs150457965

- 2 268 oa.2_Missense_M NM_015541 NP_056356 Q96JA1 LRIG1_HUMANular (Potential).|LRR 1. 5 CCAGCAGGGTCA 0.458

- 15 2100 NM_020872 NP_065923 Q9P232 CNTN3_HUMANonectin type-III 1. 5 CAACCCGAAATTC 0.418

+ 22 4046 OBO2_uc011bgk.1_ NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 CCTGTTCGAGGCG 0.517

+ 10 838 NM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1 AAATACGCCAGCA 0.423

- 13 1775 LC9A10_uc010hqc NM_183061 NP_898884 Q4G0N8 S9A10_HUMAN 5 AAGAGACGCCTGT 0.358

- 5 857 bb.1_Missense_Mu NM_000796 NP_000787 P35462 DRD3_HUMAN Cytoplasmic. 4 CAGGAGCTCTGTC 0.562

- 3 563 bb.1_Missense_Mu NM_000796 NP_000787 P35462 DRD3_HUMAN elical; Name=1. 4 AGGCCATTGCCGA 0.622



+ 5 1122 bjb.1_Missense_M NM_001125 NP_001116 P54922 ADPRH_HUMAN 1 ATGCCCCCATGAT 0.577

+ 3 442 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN TRAF-type. p.R78H(1) 5 ATGTCCCGCCACA 0.597 rs137929409

+ 3 778 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN 5 ACTAATGGGGAGA 0.493

- 11 2266 _p.Q389*|ADCY5_ NM_183357 NP_899200 O95622 ADCY5_HUMAN lasmic (Potential). 4 CTACCTGCTTGGA 0.602

- 19 2274 nse_Mutation_p.G NM_012190 NP_036322 O75891 AL1L1_HUMAN de dehydrogenase. 4 CTCATCCCCTTCA 0.537

+ 11 2084 _p.Q616*|TRPC1_ NM_003304 NP_003295 P48995 TRPC1_HUMAN 2 AGCTTTCAGTTGA 0.363

- 8 1116 63_splice|PLSCR4_ NM_001128305 NP_001121777 Q9NRQ2 PLS4_HUMAN 0 TTGACCTGGAATG 0.378

- 6 1413 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMANnin-like 3.|F5/8 type A 2. 1 CCAGAGGGAGCAT 0.403

+ 23 3394 a.1_Intron|P2RY12_ NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 GGATGCGGACGC 0.512

- 4 1799 NM_001038705 NP_001033794 Q86SP6 GP149_HUMAN lasmic (Potential). 6 ATAGGGTTTTCCC 0.453

- 10 1753 bpf.1_Missense_Mu NM_014498 NP_055313 O00461 GOLI4_HUMAN -rich.|Lumenal (Potential). 5 TGCGGCCGGCCC 0.418

+ 8 1344 _p.L359F|SAMD7_ NM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN SAM. 1 AACTTTGCCATTA 0.348

+ 19 2264 fhz.3_Missense_M NM_022763 NP_073600 Q53EP0 FND3B_HUMANonectin type-III 5. 3 GCATCGGAAAGTG 0.502

- 4 957 NM_031955 NP_114161 Q9BXB7 SPT16_HUMAN 3 CTTGACGAAGATG 0.348 rs141658177

+ 5 1262 _p.R320H|NLGN1_ NM_014932 NP_055747 Q8N2Q7 NLGN1_HUMANcellular (Potential). 7 GTAACCGTTGGAG 0.423 rs143069241

+ 10 1791 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K helical5)|p.E545?(19) 3553 TCACTGAGCAGGA 0.353 rs121913274

+ 18 2309 NM_003940 NP_003931 Q92995 UBP13_HUMAN UBA 2. 1 TTCAGCGAAATCA 0.408

- 11 1204 ce|MCF2L2_uc011 NM_015078 NP_055893 Q86YR7 MF2L2_HUMAN 5 GGGCTCCTGCAAA 0.602

+ 11 1720 _p.G443E|ECE2_u NM_014693 NP_055508 O60344 ECE2_HUMAN dothelin-converting enzyme 4 CTTTGGGGTCCCT 0.498

- 6 1067 qc.2_Missense_Mu NM_001346 NP_001337 P49619 DGKG_HUMAN EF-hand 1. 5 TTATCCTGAGGCC 0.537

- 2 3765 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0 GAGGTGGCGTGA 0.582

- 14 1715 k.1_Missense_Mut NM_005255 NP_005246 O14976 GAK_HUMAN hatase tensin-type. 4 AGTGCACGACGCA 0.592

- 7 663 _p.L188F|CRMP1_ NM_001313 NP_001304 Q14194 DPYL1_HUMAN 2 CCTTAAGGAAGG 0.428

+ 6 1197 NM_016531 NP_057615 P57682 KLF3_HUMAN 2 GAAAAACCCTACA 0.353

+ 3 314 NM_017581 NP_060051 Q9UGM1 ACHA9_HUMANcellular (Potential). 7 CAGTACGATGGCC 0.483

+ 4 385 n_p.H16Y|UCHL1_ NM_004181 NP_004172 P09936 UCHL1_HUMAN 2 CTTATTCACGCAG 0.443

- 16 2225 p.H572R|CORIN_u NM_006587 NP_006578 Q9Y5Q5 CORIN_HUMANular (Potential).|SRCR. 2 ACATGGTGTTCTG 0.453

+ 21 2954 .2_Missense_Muta NM_000222 NP_000213 P10721 KIT_HUMAN lasmic (Pote p.R956Q(1) 5118 CTGTGCGGATCAA 0.532 rs139694927

- 3 920 _p.E155D|UGT2B4 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 TTCCATTTCCTGT 0.363

+ 9 1205 ALB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6 ACATATGAAACCA 0.388 rs76593094

- 4 392 0iik.1_Missense_M NM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2 AGCATTCCTTCAA 0.348

- 2 197 NM_002619 NP_002610 P02776 PLF4_HUMAN 0 CTGGGACGGACC 0.607

- 3 315 NM_002416 NP_002407 Q07325 CXCL9_HUMAN 1 TCACCAACCTGTT 0.318

- 2 817 NM_198281 NP_938022 Q6ZVF9 GRIN3_HUMAN 3 GCTGGGGATTGCC 0.552

+ 6 2635 MRN1_uc011cds.1 NM_007351 NP_031377 Q13201 MMRN1_HUMAN Potential. 4 AGATTTCCAAAAA 0.333

+ 4 677 003htd.3_Missense NM_020159 NP_064544 Q9H4L7 SMRCD_HUMAN 4 CACGTAGAAATGA 0.234

+ 3 2665 ET2_uc010ilp.1_M NM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733 AGACTTTTCCTCA 0.393

+ 4 654 DH_uc010ily.2_5'U NM_005327 NP_005318 Q16836 HCDH_HUMAN 1 GCTGGCCTCCATT 0.502

- 10 2627 ST4_uc010imw.2_R NM_022569 NP_072091 Q9H3R1 NDST4_HUMANeparan sulfate N-sulfotransf 4 AAAAGTCCATATA 0.338

+ 4 1193 e_Mutation_p.L43F NM_019050 NP_061923 Q70EK8 UBP53_HUMAN 4 TGCTTTCTTAATA 0.353

- 12 2817 ef.2_Missense_Mu NM_001130698 NP_001124170 Q13507 TRPC3_HUMANcellular (Potential). 2 TGCTGGGATTCAG 0.378

- 3 1070 NM_003013 NP_003004 Q96HF1 SFRP2_HUMAN NTR. 2 CCTTCTGCCACCG 0.607

- 10 956 _p.P289L|PLRG1_ NM_002669 NP_002660 O43660 PLRG1_HUMAN WD 3. 0 ATTGTCGGGTGCA 0.373

+ 10 1553 NM_000824 NP_000815 P48167 GLRB_HUMAN lasmic (Probable). 2 GGGAAATCTCAGG 0.408

+ 22 4224 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4 ATAGCACAAAGTA 0.463

+ 4 1083 e_Mutation_p.P146 NM_012464 NP_036596 O43897 TLL1_HUMAN 7 GAGTTCCCAGAG 0.423

- 18 2076 iwu.1_Splice_Site_ NM_001995 NP_001986 P33121 ACSL1_HUMAN 2 CACATACCTGCAG 0.468



- 2 257 NM_005958 NP_005949 P48039 MTR1A_HUMAN Name=2; (Potential). 5 GGGTACGGATAAA 0.502

+ 7 1211 _p.A358E|ADAMTS NM_139056 NP_620687 Q8TE57 ATS16_HUMANeptidase M12B. 8 ACCACGCAGACCA 0.483

- 21 3514 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 CCTATACAAAGTT 0.343

- 6 666 _uc011cmy.1_Intron NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 TGGTTGCTATGGT 0.592

- 4 1027 DH12_uc003jgk.2_ NM_004061 NP_004052 P55289 CAD12_HUMAN r (Potential).|Cadherin 2. 2 TAGGTCGGGTCAT 0.403

+ 3 330 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANKRAB-related. 6 AAAACTCGCTATA 0.438

+ 3 1310 _p.R308C|PDZD2_ NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 GACAAACGCCGCT 0.493

+ 31 4603 _p.V984M|SPEF2_ NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 GATTTGGTGACCC 0.358

+ 28 5864 k.3_Nonsense_Mu NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN HEAT 1. 9 GCTGTTCGAACAA 0.328

- 28 3314 p.R1007*|NUP155_ NM_153485 NP_705618 O75694 NU155_HUMAN 1 CCATTCGGACTAG 0.378

+ 4 1867 NM_153361 NP_699192 Q8IY84 NIM1_HUMAN 9 GGGTGCCATACC 0.498

+ 11 1745 f.2_Missense_Muta NM_012343 NP_036475 Q13423 NNTM_HUMAN 3 ATCTAGCCTTTTC 0.507

- 10 1155 3jqt.2_Missense_M NM_024669 NP_078945 Q3KP44 ANR55_HUMAN 1 GGGCCGACTGCT 0.502

- 11 1004 NM_014473 NP_055288 Q9UNQ2 DIMT1_HUMAN 1 CCATGGAACGGG 0.353

+ 3 1808 w.1_Missense_Mut NM_152405 NP_689618 Q8N9B5 JMY_HUMAN 0 AAAGCTCACATGG 0.373

- 4 799 NM_001962 NP_001953 P52803 EFNA5_HUMAN 0 AAACACGATCATG 0.328

+ 11 944 e_Mutation_p.K29 NM_000414 NP_000405 P51659 DHB4_HUMAN acyl-CoA dehydrogenase. 2 ACTGGAAGAAGAT 0.488

+ 7 1459 _p.R423W|SLC22A NM_003060 NP_003051 O76082 S22A5_HUMAN lasmic (Potential). 0 TGCCCCGGCGCT 0.542

- 12 1754 D8_uc003lch.2_Mis NM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1 TCTCATCGCCTTT 0.473

+ 5 1560 V364M|FAM53C_u NM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN p.V364V(1) 1 GGGCTGTGCGG 0.612

+ 1 1861 CDHA1_uc003lgz.2 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 CGCATCCCGTTCC 0.657

+ 1 1867 hd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 CCGTTTCGCGTGG 0.662

+ 1 1229 CDHA6_uc003lhn.2 NM_018901 NP_061724 Q9Y5I2 PCDAA_HUMAN |Extracellular (Potential). 5 TGGACAGCGCTCT 0.632

+ 1 975 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 AATGGAGAAGTTC 0.463

+ 1 1564 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 5. 2 GACTACGAGGCC 0.692

+ 1 1564 HB16_uc010jfw.1_ NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANcellular (Potential). 2 GAAAAGGAAATGA 0.373

+ 1 2096 daj.1_Missense_M NM_018931 NP_061754 Q9Y5F2 PCDBB_HUMAN ical; (Potential). 6 TGTCTTCGCTCTT 0.682

- 1 3690 NM_016580 NP_057664 Q9NPG4 PCD12_HUMAN lasmic (Potential). 3 GATTACGCAGCGT 0.622

+ 8 1689 _uc011dbm.1_5'UT NM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2 TCAAATCCGTCTT 0.567

+ 19 3562 zt.3_Missense_Mut NM_001122679 NP_001116151 10 CACAAAGGCACTG 0.582

- 2 2309 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMAN 2 TCAGGGGGACCA 0.637

- 8 2959 mhu.2_Missense_M NM_019057 NP_061930 E9PET5 E9PET5_HUMAN 0 ACACTGAAGCTGG 0.577

+ 6 928 _uc003mix.2_Misse NM_031266 NP_112556 Q99729 ROAA_HUMAN RRM 2. 0 TTTAGTGTGAGAT 0.557

- 11 1224 HNRNPH1_uc003m NM_005520 NP_005511 P31943 HNRH1_HUMAN 0 TGTGTTCTGAAAT 0.418

+ 4 1474 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 GAGAGCGACCCTA 0.398

+ 7 1312 NM_001732 NP_001723 Q13410 BT1A1_HUMANY.|Cytoplasmic (Potential). 2 AATCAGGAGACAT 0.517

- 11 1481 3nmu.3_Missense_ NM_001470 NP_001461 Q9UBS5 GABR1_HUMANcellular (Potential). 7 AAGAGACGCTCC 0.428

+ 1 492 2_5'Flank|TRIM10_ NM_033229 NP_150232 Q9C019 TRI15_HUMAN 0 GCAACCCCGTCC 0.627

- 1 58 l.2_Missense_Mut NM_002341 NP_002332 Q06643 TNFC_HUMAN lasmic (Potential). 0 AGGGAACCCCTC 0.642

+ 29 3874 .1_Missense_Muta NM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0 CTGCTTCACGAGG 0.672

- 50 3887 nse_Mutation_p.S1 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 CCTGGAGATCCTG 0.547

+ 3 586 B_uc011dqu.1_5'F NM_001077516 NP_001070984 Q92504 S39A7_HUMAN ical; (Potential). 1 CTTATCCCCGTGG 0.547

- 7 1569 fb.2_Missense_Mu NM_001142883 NP_001136355 Q96PC2 IP6K3_HUMAN 0 CGTGAGGATGCGG 0.552

- 15 1067 D42N|CPNE5_uc0 NM_020939 NP_065990 Q9HCH3 CPNE5_HUMAN VWFA. 1 TGAAATCAATGGC 0.592

+ 60 9013 NM_001371 NP_001362 21 AAAACAGATTTCA 0.363

- 10 1687 u.1_Missense_Mu NM_007162 NP_009093 P19484 TFEB_HUMAN 1 CGGCTGCTGGCC 0.667

- 4 1181 _p.A252T|SLC35B2 NM_178148 NP_835361 Q8TB61 S35B2_HUMAN 2 CACATGCGGAGCA 0.582



- 4 1019 2_Intron|TMEM151 NM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4 TTGCTTCGGGTCA 0.537

+ 11 1473 NAG_uc010jzt.2_R NM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4 TCATGGGGAGAGA 0.403

+ 2 124 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 TGGAGACCTCATC 0.388

+ 5 1011 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 GGAAAAGCCCTCT 0.428

+ 5 2599 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 CATCTCCTAGAAG 0.393

+ 7 804 sense_Mutation_p. NM_001031623 NP_001026794 Q9Y4E5 ZN451_HUMAN C2H2-type 1. 2 AGGTTCGATCACT 0.353

+ 14 2184 0kat.2_Splice_Site_ NM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7 CTTCTAGGTACAG 0.408

+ 13 2196 p.R666Q|MTO1_uc NM_133645 NP_598400 Q9Y2Z2 MTO1_HUMAN 6 CTCAACGAAGACA 0.423

- 14 2945 12A1_uc003pht.2_ NM_004370 NP_004361 Q99715 COCA1_HUMANonectin type-III 6. 9 GAGCAGATGTCC 0.393

- 13 1926 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN SEA 2. 3 AGAGCTCGGTACT 0.458

+ 3 1240 _p.Q102K|TPBG_uc NM_006670 NP_006661 Q13641 TPBG_HUMAN ular (Potential).|LRR 1. 1 GCAACCAGCTGG 0.721

+ 2 705 bm.2_Missense_M NM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1 AAGGGAGTAAAAA 0.478

+ 1 611 n_p.V19M|NT5E_u NM_002526 NP_002517 P21589 5NTD_HUMAN 4 GGCGCGGTGCTG 0.701

+ 11 1103 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 ACATAAGAAATTT 0.308

- 9 1071 INC1_uc003pyx.1_ NM_020755 NP_065806 Q9NRX5 SERC1_HUMAN lasmic (Potential). 1 GAAGTACGGATGC 0.323

+ 7 718 PD52L1_uc003pzy NM_003287 NP_003278 Q16890 TPD53_HUMAN 0 GTAGGCGGTACGA 0.478

- 2 1052 NM_145176 NP_660159 Q8TD20 GTR12_HUMAN ical; (Potential). 1 TTTGGTTGGCCAG 0.418

+ 4 4928 _Mutation_p.R146 NM_005100 NP_005091 Q02952 AKA12_HUMAN 8 TTGTACGTACAGA 0.448

- 78 14481 ou.3_Nonsense_M NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 GGTCTGCCCAGT 0.393

+ 7 975 kjw.1_Missense_Mu NM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANonectin type-III 3. 8 GAGGACGAATTGG 0.488

- 37 5719 NM_005577 NP_005568 P08519 APOA_HUMAN Peptidase S1. 6 GCCTTGAGGACC 0.502

+ 29 4793 wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN Potential. 5 AGCGCCGAGGAG 0.483

- 11 1683 DR27_uc003qwy.2_Missense_Mutation_p.S261L|WDR2 A2RRH5 WDR27_HUMAN 1 GCACACGATCCGG 0.547

- 23 3210 kp.1_Missense_Mu NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 CAGAGGCAGGCG 0.692

+ 4 1273 p.V109M|FSCN1_u NM_003088 NP_003079 Q16658 FSCN1_HUMAN 1 ATCATCGTGTTCC 0.617

+ 8 1294 uh.2_Missense_Mu NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN ).|ABC transmembrane type 6 GTTCTGGGGACAT 0.299

+ 5 971 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN m (By similarity). 15 AGCAGCTATTTTC 0.388

+ 10 1310 e.1_Missense_Mut NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 ATAATATGGGCAG 0.383

+ 8 1322 NM_002047 NP_002038 P41250 SYG_HUMAN 1 CTTTTGCTGCTGC 0.398

- 3 703 _p.K167*|KIAA0895 NM_001100425 NP_001093895 Q8NCT3 K0895_HUMAN 0 GAGGCTTTGGCTT 0.408

+ 4 254 BE2D4_uc003tjb.1 NM_015983 NP_057067 Q9Y2X8 UB2D4_HUMAN 0 CACTTTCCTACAG 0.502

- 7 874 NM_207366 NP_997249 Q6ZU15 SEP14_HUMAN 0 TCACTTCATCTGT 0.428

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 TCACATTTGTAGG 0.453

- 4 2184 NM_015852 NP_056936 Q03924 ZN117_HUMAN 1 TCTCCACTATGAA 0.363

+ 7 1198 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMANmenal (Potential). 7 GCTCTTCGCGTTG 0.537

+ 6 1216 3uap.2_Missense_M NM_016328 NP_057412 Q9UHL9 GT2D1_HUMAN 4 GAAGCACCTTCCT 0.657

- 6 10547 _p.R3420*|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GTCCTCGGACTTT 0.428

- 2 1266 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GGCCCAGGCTGT 0.552

- 11 1786 _p.S427F|ASNS_uc NM_133436 NP_597680 P08243 ASNS_HUMAN ragine synthetase. 1 TAATAGGAAGAAA 0.343

- 21 2788 e_Mutation_p.P902 NM_007356 NP_031382 A4D0S4 LAMB4_HUMANminin EGF-like 8. 8 AAGAAGGATTTCC 0.438

+ 12 1790 TR_uc011knq.1_5'U NM_000492 NP_000483 P13569 CFTR_HUMAN otential).|ABC transporter 1 5 GTCAACGAGCAA 0.338 rs121909044

+ 12 3708 .2_Intron|PTPRZ1_ NM_002851 NP_002842 P23471 PTPRZ_HUMANcellular (Potential). 9 CTTGCTCATACCA 0.403

+ 4 338 _p.D16N|ASB15_u NM_080928 NP_563616 Q8WXK1 ASB15_HUMAN 3 AGTTATGATATTC 0.353

+ 1 543 NR_002144 0 GGCCAGGAAGCT 0.602

+ 6 1768 t.1_Intron|CALD1_u NM_033138 NP_149129 Q05682 CALD1_HUMAN 0 AAAAAGGGAGAAG 0.403

- 2 1298 k.1_5'Flank|PARP1 NM_022750 NP_073587 Q9H0J9 PAR12_HUMAN 3 AGAGTTGGCATAG 0.512

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.366 rs121913378



+ 13 1606 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 CTTTTTCACAATC 0.363

+ 23 3268 pl.1_Missense_Mut NM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFD 3. 0 AATGGGGTGAGC 0.642

+ 5 876 C3_uc003wwv.2_M NM_006765 NP_006756 Q13454 TUSC3_HUMAN ical; (Potential). 3 CAACTTGGAGTTC 0.398

- 8 1470 u.2_Missense_Muta NM_139278 NP_644807 Q8N145 LGI3_HUMAN EAR 4. 1 GAGCTGCTGGAC 0.612

+ 11 1128 nse_Mutation_p.H1 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN2B.|Extracellular (Potential). 5 ATGTTTCATGACG 0.458

+ 3 2559 _p.K624N|NEFM_u NM_005382 NP_005373 P07197 NFM_HUMAN Tail. 1 GAAAAGAAGGGG 0.338

+ 27 3298 NM_001031836 NP_001027006 A8MYU2 KCNU1_HUMAN lasmic (Potential). 1 CATTCAGACACAA 0.388

+ 6 901 _p.R196C|LETM2_ NM_144652 NP_653253 Q2VYF4 LETM2_HUMAN hondrial matrix (Potential). 0 TTAGATCGCCCTC 0.502

+ 12 1382 se_Mutation_p.S12 NM_001556 NP_001547 O14920 IKKB_HUMAN 7 AGATCTCCCCACG 0.408

- 5 551 lcw.1_Missense_M NM_004198 NP_004189 Q15825 ACHA6_HUMAN Extracellular. 0 TTTGATGATCAAA 0.363

- 20 4148 fb.1_Missense_Mu NM_006540 NP_006531 Q15596 NCOA2_HUMAN 16 GCCATTCGGGGTG 0.512

+ 13 2305 XR1_uc010mch.2_M NM_018002 NP_060472 Q8N573 OXR1_HUMAN TLD. 0 TATCCATGGACTC 0.368

- 4 621 .1_Intron|SAMD12 NM_207506 NP_997389 Q8N8I0 SAM12_HUMAN 1 CCCATCCATCCAC 0.423

- 6 1049 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 ATGTATGGATCTA 0.353

- 15 2240 mdt.2_Missense_M NM_004519 NP_004510 O43525 KCNQ3_HUMAN 5 TCCTCCTTCTTCT 0.532

- 13 2173 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 AGAGTTCCTCCTG 0.527

- 7 1158 p.R100Q|CYP11B1 NM_000497 NP_000488 P15538 C11B1_HUMAN 3 GCCACTCGCTCCA 0.602

- 5 627 AH_uc003zat.1_5'F NM_017570 NP_060040 O14841 OPLA_HUMAN 0 ATGCCTCGAGATA 0.677

+ 6 632 g.2_RNA|ADCK5_u NM_174922 NP_777582 Q3MIX3 ADCK5_HUMANProtein kinase. 1 GGCCCTCCCCCA 0.637

- 1 263 TR|APTX_uc003zr NM_175072 NP_778242 Q7Z2E3 APTX_HUMAN s with ADPRT and NCL. 1 TGCTTCCAAATGT 0.468

- 28 3305 _p.F819L|UBAP2_u NM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3 GTGTAGGAATGGT 0.652

+ 12 4678 SC2_uc003zwx.3_ NM_014806 NP_055621 Q8N2Y8 RUSC2_HUMAN SH3. 1 ATCCTACGAGTGC 0.642

- 2 1001_1002 NM_001163 NP_001154 Q02410 APBA1_HUMAN nc-18-1 binding. 1 CCGTCGGAGCGC 0.713

+ 5 751 NM_015110 NP_055925 Q8IY18 SMC5_HUMAN Potential. 3 AAATATCACTGTG 0.368

- 9 1337 pc.1_Nonsense_Mu NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN lasmic (Potential). 8 GAATTTGGAAAAG 0.383

- 5 445 msc.1_Missense_M NM_000197 NP_000188 P37058 DHB3_HUMAN 0 GCATTCCGACATT 0.388

+ 5 1847 ag.1_Missense_M NM_006981 NP_008912 Q92570 NR4A3_HUMAN 173 GAGGTCGTCTGC 0.458

- 2 131 bbd.3_Missense_M NM_001127610 NP_001121082 Q14032 BAAT_HUMAN 3 TCACAGGGGTAG 0.443 rs147241373

+ 3 917 n_p.V58I|ZNF462_ NM_021224 NP_067047 Q96JM2 ZN462_HUMAN 5 CCGCCCGTATCAC 0.507

+ 6 531 orf6_uc010mtr.2_R NM_017832 NP_060302 Q9NX38 CI006_HUMAN 1 CAGTTGTGTTACC 0.363

+ 6 558 orf6_uc010mtr.2_R NM_017832 NP_060302 Q9NX38 CI006_HUMAN 1 GTAAAAGCATAAC 0.368

- 38 8148 mty.2_Missense_Mu NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 20. 7 GGGATGGAACTTG 0.458

- 47 5534 NM_001080398 NP_001073867 0 GTTGTCCGGACCC 0.418 rs145249965

- 25 3708 e_Mutation_p.W11 NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2 GTCTTTCCAGTAG 0.363

- 20 4079 A1234V|AKNA_uc0 NM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6 GACCCCGCCTGC 0.632

+ 2 1320 STN2_uc004bjt.1_In NM_001099679 NP_001093149 Q13049 TRI32_HUMAN NHL 1. 3 CTAGTCGCTGACC 0.493

+ 11 1817 bmf.1_Missense_M NM_000962 NP_000953 P23219 PGH1_HUMAN 2 AGACGGCCACACT 0.562

+ 1 888 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMAN lasmic (Potential). 1 AGACATGAAACGG 0.363

- 4 788 nse_Mutation_p.A1 NM_001100588 NP_001094058 Q9HBD1 RC3H2_HUMAN 4 TGACAGCGGCCC 0.478

- 7 1011 mww.2_Missense_M NM_002721 NP_002712 O00743 PPP6_HUMAN 2 CACAACGATAGCA 0.403

+ 10 1948 _p.S541L|GAPVD1_ NM_015635 NP_056450 Q14C86 GAPD1_HUMAN 4 AGCTTTCGGATGG 0.373 rs139685989

+ 7 1267 zv.2_Missense_Mu NM_005157 NP_005148 P00519 ABL1_HUMAN Protein kinase. 817 TCCGACGTCTGG 0.507

- 22 3059 C1_uc011mcq.1_M NM_000368 NP_000359 Q92574 TSC1_HUMAN Potential. p.?(1) 14 GCGGCCTGCAGC 0.448

- 6 880 NM_138462 NP_612471 Q96E35 ZMY19_HUMAN 1 CATGCTGGAAGGG 0.647

+ 41 5895 4coi.2_Missense_M NM_000718 NP_000709 Q00975 CAC1B_HUMAN lasmic (Potential). 6 AGAGTTCCACCTC 0.592

+ 3 493 XD1_uc011mgx.1_ NM_018390 NP_060860 Q9NUJ7 PLCX1_HUMANPI-PLC X-box. 0 CGCACGAGGAGT 0.622

+ 3 536 XD1_uc011mgx.1_ NM_018390 NP_060860 Q9NUJ7 PLCX1_HUMANPI-PLC X-box. 0 TGCCCTGCATCAC 0.637



- 7 8087 NM_015419 NP_056234 Q9NR99 MXRA5_HUMANlike C2-type 11. 8 GGTTATGATACTG 0.632

+ 3 182 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN 5 CTTATCCTTTTTA 0.353

- 5 683 ASB9_uc010ner.2_MNM_001031739 NP_001026909 Q96DX5 ASB9_HUMAN ANK 4. 0 CCACGTGGCCTGC 0.453

- 7 958 B11_uc010nes.1_R NM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3 ATAGGAGGAATCG 0.493 rs145057594

+ 5 494 yn.2_Missense_Mu NM_003159 NP_003150 O76039 CDKL5_HUMANProtein kinase. 6 TTTCGTCGGAGGG 0.383

+ 3 246 mlv.1_Missense_Mu NM_173357 NP_775493 0 ATGAAATTCTCGG 0.408

- 56 8018 sn.2_Missense_Mu NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 TGGGTGAGACGA 0.587

- 8 1292 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VWFA. 6 GATACCCTGTGGC 0.592

- 20 3235 se_Mutation_p.R10 NM_201599 NP_963893 Q14202 ZMYM3_HUMAN 1 AGTCCCGGGAGC 0.537

+ 8 952 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 CCCGACGACAACA 0.473

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

- 30 6839 p.E2165K|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN case C-terminal. 30 TAAGCTCATTCAT 0.393

- 7 928 Mutation_p.R241H| NM_007052 NP_008983 Q9Y5S8 NOX1_HUMAN ctase.|Extracellular (Potentia 1 CACTTGCGAGGAT 0.498 rs35242502

- 22 1731 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 TTCTTTCCTTTGG 0.512

+ 3 464 NM_001004308 NP_001004308 Q6ZR62 ZCH16_HUMAN 1 AATCATCATCTAC 0.468

+ 4 511 NM_173798 NP_776159 Q6PEW1 ZCH12_HUMAN 1 GCCGGCGGCTGA 0.493

+ 13 1621 e_Mutation_p.T454 NM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3 CCATTACTCACAG 0.448

+ 17 2020 p.R565C|FMR1_uc NM_002024 NP_002015 Q06787 FMR1_HUMAN ction with RANBP9. 3 AAAGATCGTAACC 0.433

+ 2 3807 fqm.1_Missense_M NM_032973 NP_116755 Q9BZA8 PC11Y_HUMAN lasmic (Potential). 0 GTTTCTGACTGTG 0.458

- 13 1636 vkz.1_Missense_M NM_001080484 NP_001073953 Q9C0B2 K1751_HUMAN 1 GCAGCCGCTCCAC 0.642

+ 9 1378 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9 GTGATGGGGAGC 0.642

- 9 686 bew.2_Missense_ NM_002885 NP_002876 P47736 RPGP1_HUMAN 3 GAGATGGGGATG 0.592

+ 3 376 _Missense_Mutati NM_005839 NP_005830 Q8IYB3 SRRM1_HUMANytoplasmic accumulation.|Ne 3 AGCCTTGGATAAC 0.338

- 11 1603 _p.S486Y|FGR_uc0 NM_005248 NP_005239 P09769 FGR_HUMAN Protein kinase. 2 TACAGGGATGCTG 0.592

+ 3 1183 NM_018053 NP_060523 Q9H6D3 XKR8_HUMAN 0 GCTGCCTCAGAA 0.577

+ 10 1288 ogj.1_Missense_M NM_022164 NP_071447 Q9GZM7 TINAL_HUMAN 0 GTGAGCCTTGGGA 0.567

+ 29 5117 e_Mutation_p.P16 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11 CCCATCCCTCCTG 0.632

- 3 692 AGBL4_uc001crv.1 NM_024603 NP_078879 Q7L4P6 BEND5_HUMAN Potential. 1 GAGCTTCTTGGCC 0.607

- 1 389_390 ddy.2_Missense_M NM_001018067 NP_001018077 Q8NC51 PAIRB_HUMAN 1 GCTGGGGGGCAG 0.634

- 6 867 NM_002053 NP_002044 P32455 GBP1_HUMAN 2 GTTTCATCTTTTT 0.303

- 24 3451 DE4DIP_uc001elm. NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 TCTCAAGGCAAAG 0.493

+ 10 2038 NKRD35_uc010oyx NM_144698 NP_653299 Q8N283 ANR35_HUMAN Potential. 5 CAGAGGGAGCTAC 0.612

+ 11 1550 _p.E419*|SNX27_u NM_030918 NP_112180 Q96L92 SNX27_HUMAN 3 ATGCATGAGTGCT 0.418

+ 2 1053 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Pro-rich. 5 CTCCCCGTGCTG 0.637 rs147332234

- 4 451 NM_052891 NP_443123 Q96LB9 PGRP3_HUMAN 4 GATAAGGCAGCAG 0.512

+ 20 2176 NM_020452 NP_065185 P98198 AT8B2_HUMAN lasmic (Potential). 2 CTGACGGATGACA 0.562

- 3 635 d.2_Intron|SLAMF9 NM_033438 NP_254273 Q96A28 SLAF9_HUMAN e.|Extracellular (Potential). 1 CTATCCCCCCGGG 0.577

- 3 541 NM_005717 NP_005708 O15511 ARPC5_HUMAN 0 TCAGACGGGCTCT 0.338 rs144388879

- 5 732 h.1_Intron|FAM129 NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4 CAGCCTCGTGGAA 0.582

+ 6 1075 SD4_uc010prl.1_R NM_181644 NP_857595 Q8N468 MFSD4_HUMAN 3 ATTCCGCCTTCGT 0.627

+ 7 1238 m.2_RNA|KCNK2_ NM_001017425 NP_001017425 O95069 KCNK2_HUMAN red for basal channel activit 0 TTCCAGCGGGCCA 0.547

- 54 11020 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibro p.R3545W(1) 26 TTCCCCGAAAACG 0.383 rs145718329

+ 18 4537 m.2_Missense_Mu NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN ic (Potential).|Potential. 5 GGACTGGAAGATG 0.403

- 1 256 NM_001005487 NP_001005487 Q8NGZ3 O13G1_HUMANcellular (Potential). 1 TATTTTCTGATGT 0.488

+ 2 292 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3 AAATTTCAATTGG 0.318

- 4 723 NM_000242 NP_000233 P11226 MBL2_HUMAN C-type lectin. 1 AATCTTCATCAGA 0.488

- 2 672 NM_001308 NP_001299 P15169 CBPN_HUMAN Catalytic. 4 GGGCAGCAGCCA 0.572



+ 1 337 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMAN Name=3; (Potential). 2 ATCATGGAGTCAG 0.522

- 2 95 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANcellular (Potential). 1 TGGTTGGATCCAT 0.453

+ 6 1128 muc.2_Missense_M NM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN 2 CAGCTCCTTCTAA 0.333

- 10 2118 _p.R500Q|SLC1A2 NM_004171 NP_004162 P43004 EAA2_HUMAN 3 TGCACTCGATGCT 0.443

+ 1 593 NM_001005275 NP_001005275 Q8NGL6 O4A15_HUMAN cellular (Potential). 2 TCTGTGGACCCAA 0.423

- 1 585 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMAN Name=5; (Potential). 3 AAGAATCAACTCA 0.373

+ 4 328 n_p.P14L|POU2F3 NM_014352 NP_055167 Q9UKI9 PO2F3_HUMAN 2 GGAAACCAAATGT 0.517

- 4 798 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN PQS]-P-[PS]-Q-[GE]-G-N-[Q 1 TGTTACCTTCTTG 0.607

- 5 629 tion_p.E118K|END NM_006025 NP_006016 P21128 ENDOU_HUMAN 3 TGTCTTCCTTCTG 0.507

- 1 150 NM_004693 NP_004684 O95678 K2C75_HUMANGly-rich.|Head. 0 CCACTCCCTGCTG 0.672

- 6 604 NM_006741 NP_006732 Q13522 PPR1A_HUMAN ion with PPP1R15A. 0 CTCTCTCGTGAG 0.542

+ 2 1126 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN 4 CCTTATGAGGGCC 0.498

+ 2 702 NM_004416 NP_004407 Q86Y01 DTX1_HUMAN WWE 2. 4 CTACGATATGGAC 0.622

- 17 3262 wn.1_Missense_Mu NM_000620 NP_000611 P29475 NOS1_HUMAN lavodoxin-like. 7 TTTTGGGAGTCAG 0.572

+ 2 48 SNORD102_uc001u NM_000982 NP_000973 P46778 RL21_HUMAN 0 AAATGACGAACAC 0.418

- 5 275 tion_p.S28F|NDRG NM_201540 NP_963834 Q9UN36 NDRG2_HUMAN 2 TCCACAGAGTGAG 0.567

+ 20 2723 ybs.1_Nonsense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN p.W880*(1) 17 AGACTGGAAGATG 0.488

+ 15 1659 NM_152327 NP_689540 Q96M32 KAD7_HUMAN 1 AACCTTCCTGAGA 0.527

+ 8 996 e_Mutation_p.G188 NM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 GGGGCGGAGCG 0.622

- 7 840 zba.2_Missense_M NM_000814 NP_000805 P28472 GBRB3_HUMANcellular (Probable). 5 AGTGACAGTCGA 0.433

- 8 1068 19A1_uc001zzb.2_ NM_031226 NP_112503 P11511 CP19A_HUMAN 3 ATTCTTCCAGTTT 0.388

+ 9 1405 fz.1_Missense_Mu NM_013243 NP_037375 Q8WXD2 SCG3_HUMAN 1 TTGGATGAAATGA 0.313 rs137873046

- 2 1308 NM_004498 NP_004489 Q9UBC0 HNF6_HUMAN Homeobox. 0 GGACATCTGTGAA 0.453

- 9 2813 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 TGGCCATGCTAAT 0.547 rs149553691

- 7 1430 NM_002833 NP_002824 P43378 PTN9_HUMAN -protein phosphatase. 2 ATGTCTTCATATTC 0.478

- 13 2759 0bla.2_Missense_M NM_144572 NP_653173 Q9UPU7 TBD2B_HUMAN p.D903N(1) 3 GCGCGTCGGTTCC 0.617 rs117285325

- 5 323 ll.1_Intron|CTSH_u NM_148979 NP_683880 P09668 CATH_HUMAN 3 TTTCAGCAAAGCT 0.343

- 2 146 cyh.2_RNA|NAGPA NM_016256 NP_057340 Q9UK23 NAGPA_HUMANmenal (Potential). 0 CGCGCGCGTGGA 0.766

+ 9 1323 2eih.2_Nonsense_M NM_001043 NP_001034 P23975 SC6A2_HUMAN Name=8; (Potential). 8 ATTCTGGGCTGTT 0.532

- 3 354 nse_Mutation_p.E9 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 AGAGTTCGATGAT 0.468

- 26 2903 _p.S379L|WDR59_ NM_030581 NP_085058 Q6PJI9 WDR59_HUMAN 2 TTGGACGATCCCC 0.622

- 21 3330 fhh.2_Missense_M NM_003791 NP_003782 Q14703 MBTP1_HUMANmenal (Potential). 2 AACCTGGGCGCC 0.532

- 5 1133 xa.2_Missense_M NM_002275 NP_002266 P19012 K1C15_HUMAN Rod.|Coil 2. 0 CTGGATCATTTCT 0.592

- 1 643 P_uc010wfs.1_Intr NM_000226 NP_000217 P35527 K1C9_HUMAN Rod.|Linker 1. 3 CAGGTCCCTTCTT 0.478

- 17 3209 _p.P720S|BZRAP1 NM_004758 NP_004749 O95153 RIMB1_HUMAN 3 GTGATGGGCTCAG 0.687

- 18 2499 m.2_Missense_Mu NM_020748 NP_065799 Q9H0H0 INT2_HUMAN 3 AGAATTCTCCGTG 0.368

- 9 1840 zp.2_Missense_Mu NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 TATTGAGGTGGGA 0.413

- 6 465 se_Mutation_p.E40 NM_001009905 NP_001009905 Q67FW5 B3GNL_HUMAN 2 ATCGTTCGGTGGA 0.562 rs151094014

- 1 827 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3 CGCTGTCGTCGTA 0.607

+ 8 1073 NM_001944 NP_001935 P32926 DSG3_HUMAN |Extracellular (Potential). 9 ACTGATCCTAGAA 0.348

+ 2 850 CC_uc010xdr.1_5'U NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 1. 17 ATGAAAGGAAGCA 0.483

+ 25 4255 pf.1_Missense_Mut NM_005215 NP_005206 P43146 DCC_HUMAN lasmic (Potential). 17 AGAGGTCGCTGG 0.517

- 10 1357_1358 _p.P225L|TCF4_u NM_003199 NP_003190 P15884 ITF2_HUMAN 2 GACTGTGGAATAT 0.505

- 3 967 m.3_Missense_Mu NM_006566 NP_006557 Q15762 CD226_HUMAN 2.|Extracellular (Potential). 0 AGAGGTCGATCTG 0.512

- 32 5206 bw.2_Missense_Mu NM_002850 NP_002841 Q13332 PTPRS_HUMAN lasmic (Potential). 4 TGCGTGCGGGCA 0.627

+ 20 2605 850_splice|SAFB_ NM_002967 NP_002958 Q15424 SAFB1_HUMAN 3 TCTTCCAGGTGGC 0.627

- 5 478 a.2_5'UTR|TIMM44 NM_006351 NP_006342 O43615 TIM44_HUMAN 1 TCGGCCGACTGC 0.607



- 3 13372 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTGTTTGGGTGG 0.458

+ 7 1330 e.3_Missense_Mut NM_032497 NP_115886 Q9BR84 ZN559_HUMAN 1 CAGCCCTTTTTGT 0.388

- 4 394 NM_001105578 NP_001099048 Q6PIF2 SYCE2_HUMAN 0 GCTTTTCCTGGAT 0.428

- 2 339 xno.1_Missense_M NM_001008701 NP_001008701 O94910 LPHN1_HUMAN 5 GGACGGCGGTGA 0.677

- 12 1953 nao.1_Missense_M NM_000435 NP_000426 Q9UM47 NOTC3_HUMAN GF-like 16; calcium-binding 21 GGGTTGCTGGCA 0.582

+ 1 524 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMAN cellular (Potential). 1 AGATCCACCATTT 0.602

+ 1 526 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMAN cellular (Potential). 1 ATCCACCATTTCT 0.602

+ 12 2149 xqv.1_Nonsense_M NM_017660 NP_060130 Q86YP4 P66A_HUMAN 0 GACCGCCAGCGA 0.657

+ 4 1624 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 CATACTGGAGAGA 0.353

+ 7 600 _p.Y137H|SUPT5H NM_001111020 NP_001104490 O00267 SPT5H_HUMAN 4 GAGTATTACATGA 0.587

- 31 14440 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN 9 CACTCAGGGCCCG 0.657

- 5 1028 0ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMANPotential).|Ig-like C2-type 3. 2 GCTCAAGGGGCT 0.557

- 7 2429 _p.L785I|NLRP7_u NM_206828 NP_996611 Q8WX94 NALP7_HUMAN 3 CTTTGAGGACATA 0.527

+ 1 218 NM_001105569 NP_001099039 A6NI15 MSGN1_HUMAN 1 ACGGCGGGGCCA 0.632

- 12 1879 UM2_uc010yjy.1_I NM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ser-rich. 1 GACTTGGAGAGG 0.463

+ 3 272 NM_019617 NP_062563 Q9NS71 GKN1_HUMAN BRICHOS. 1 ACAACGGATGGGA 0.373

- 3 576 _p.P49S|EDAR_uc NM_022336 NP_071731 Q9UNE0 EDAR_HUMAN .|Extracellular (Potential). 1 CACACGGGGGGC 0.627

- 8 3123 _Mutation_p.R918 NM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5 TATATCCTGAGCC 0.398

- 8 1520 _p.W438*|PLA2R1_ NM_007366 NP_031392 Q13018 PLA2R_HUMAN (Potential).|C-type lectin 2. 3 CCAATCCATGTTT 0.338

+ 7 1133 _p.S372F|XIRP2_u NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 AAAAGTCTGCCCA 0.378

+ 4 811 ufi.1_Missense_Mu NM_144711 NP_653312 Q8NBE8 KLH23_HUMAN BACK. 0 AGGAATCTCGAAG 0.373

- 46 16617 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 ATCCCCGACAGAT 0.408

+ 27 3702 nv.2_Missense_Mu NM_000885 NP_000876 P13612 ITA4_HUMAN ical; (Potential). 6 ATAGTGATTATTTC 0.313

- 42 3058 frx.2_Missense_M NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 CCCGCAGGTCCTG 0.577

- 3 972 NM_005259 NP_005250 O14793 GDF8_HUMAN 1 CAGCATCGTGATT 0.418

+ 37 9014 NM_005876 NP_005867 Q15772 SPEG_HUMAN otein kinase 2. 14 GCAAGCGGCGGG 0.647

+ 1 338 vuq.3_Intron|UGT1 NM_021027 NP_066307 O60656 UD19_HUMAN 5 AAAGCACAAGTAC 0.353

- 3 299 xox.2_Missense_M NM_181510 NP_852611 Q8IUA0 WFDC8_HUMAN WAP 1. 0 GGTATTCCTTGCA 0.478

+ 6 770 bp.1_Missense_Mu NM_001794 NP_001785 P55283 CADH4_HUMAN |Extracellular (Potential). 6 GGACATGAATGGC 0.607

- 69 9465 NM_005560 NP_005551 O15230 LAMA5_HUMANaminin G-like 3. 3 AGGCGAAGGAAG 0.682

- 15 1763 NM_002772 NP_002763 P98073 ENTK_HUMAN lar (Potentia p.D578N(1) 8 ACTACATCGTTAAT 0.308

- 1 160 NM_181617 NP_853648 Q3LI59 KR212_HUMAN 0 gccagagccgtatccac 0.169 rs144960846

+ 42 5564 p.P1820L|TTC3_u NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 GAAGCCCTGTGG 0.587

+ 6 724 yxz.2_Missense_M NM_007341 NP_031367 P55822 SH3BG_HUMAN u-rich (acidic). 0 GAGGAGGAGGAA 0.453

+ 1 745 .1_Intron|C21orf29 NM_181688 NP_859016 P60014 KR10A_HUMAN 0 GTGTTTCCCTCCT 0.682

+ 22 3086 _p.Y922H|SGSM1_NM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMANRab-GAP TBC. 5 ATCGGCTATGTCC 0.473

- 2 1321 GCP6_uc010has.1_ NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4 GACTGGGAATCAG 0.597

+ 1 2373 vk.1_Missense_Mu NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5 TTCCTGCCCTTGC 0.547

- 16 2419 wf.1_Missense_Mu NM_002292 NP_002283 P55268 LAMB2_HUMANminin IV type B. 3 GAGTAGGGAGTCT 0.547

- 16 3618 e_Mutation_p.P100 NM_016247 NP_057331 Q9BZV3 IMPG2_HUMANmotif involved in chondroitin 3 TGAAGGGACTCTC 0.323

- 16 3582 se_Mutation_p.L99 NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN involved in chondroitin sulf 3 CTTGGAGAGTCCT 0.413

+ 25 3307 1bky.1_Missense_M NM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2 AAAAGTCCATTGA 0.617

- 8 936 _p.P153S|MRPL3_ NM_007208 NP_009139 P09001 RM03_HUMAN 0 TTCCAGGCATTTT 0.353

+ 5 1141 hvn.2_Missense_M NM_207365 NP_997248 Q6P093 ADCL2_HUMAN 0 CAACATGATCTCT 0.383

+ 8 1467 bru.1_Missense_M NM_004721 NP_004712 O43283 M3K13_HUMANProtein kinase. 3 TCTTTTCGGCAGA 0.408

- 21 15410 nse_Mutation_p.G NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 AGCTCCCCAGAGC 0.612

+ 15 1782 p.W624*|LMLN_uc NM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1 ATGGCTGGATTCA 0.512



+ 5 2931 28M|RGS12_uc003 NM_198229 NP_937872 O14924 RGS12_HUMAN 1 AGTTGACGGGCG 0.692

+ 1 1684 NM_000798 NP_000789 P21918 DRD5_HUMAN lasmic (Potential). 1 ACGAGGAGGAG 0.577

- 3 881 m.1_Missense_Mu NM_020803 NP_065854 Q9P2G9 KLHL8_HUMAN 0 TGGAGGGATGAAA 0.438

- 7 1179 AM13A_uc003hsh.1 NM_014883 NP_055698 O94988 FA13A_HUMAN 2 TCTGCTGAATTCA 0.458

- 6 840 e_Mutation_p.E257 NM_000667 NP_000658 P07327 ADH1A_HUMAN 2 TCATTTCCTTTAG 0.463

- 39 6365 e_Mutation_p.S197 NM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9 CTCAGGCTTTCCG 0.408

+ 38 5438 3_Intron|ANK2_uc NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAAGATGAACAGA 0.507

+ 8 1869 Y1A3_uc003ioz.2_ NM_000856 NP_000847 Q02108 GCYA3_HUMAN 4 CTGGAGGAGGAG 0.532

+ 15 3047 _Mutation_p.S816L NM_001083619 NP_001077088 P42262 GRIA2_HUMAN lasmic (Potential). 4 AGAATTCACAGAA 0.403

- 2 218 se_Mutation_p.R47 NM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4 GCATTCTGGGCT 0.438

+ 20 4902 k.3_Missense_Mut NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 GCAAGAGGAGTTT 0.308

- 8 1883 NM_021072 NP_066550 O60741 HCN1_HUMAN lasmic (Potential). 1 GGATTTCGTTCTC 0.418

- 11 1697 wd.2_Intron|IL6ST_ NM_002184 NP_002175 P40189 IL6RB_HUMAN tential).|Fibronectin type-III 2 CTTAAATAGGTGC 0.373

+ 2 314 FAF2_uc003jso.3_ NM_174889 NP_777549 Q8N183 MIMIT_HUMAN 0 GACTATGAAGCAG 0.318

+ 4 781 _p.S160F|ZFYVE16 NM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0 CAGATTCCTTGAT 0.348

+ 3 1142 ense_Mutation_p.R NM_182761 NP_877438 A1A519 F170A_HUMAN 1 GCCTGAGGAGATC 0.343

+ 11 2080 kuz.2_Missense_M NM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0 TTACAGGAAAAAA 0.289

+ 1 2392 HA6_uc003lhn.2_In NM_018902 NP_061725 Q9Y5I1 PCDAB_HUMANr (Potential).|Cadherin 5. 1 CACGCGGAGAGC 0.706

+ 1 2583 HA7_uc003lhq.2_In NM_018898 NP_061721 Q9H158 PCDC1_HUMAN lasmic (Potential). 5 GGAAAGGGGATC 0.453

+ 1 927 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1 GGGATCGTCTAAA 0.438

+ 33 3868 lws.2_Missense_M NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 CAGCCACCCATCC 0.522

+ 2 182 L1_uc003mkn.1_3 NM_145867 NP_665874 Q16873 LTC4S_HUMAN Lumenal. 0 CTCGGCGCGCAG 0.726

- 2 621 C90A_uc010jpf.2_ NM_001031713 NP_001026883 Q96AQ8 CC90A_HUMAN 0 CGAAGTAGAGTTT 0.453

- 4 708 dpv.1_RNA|NOTCH NM_004557 NP_004548 Q99466 NOTC4_HUMAN r (Potential).|EGF-like 4. 22 TCACAGGCATGGC 0.612

- 51 3976 se_Mutation_p.P1 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 CTGGTGGCCCTG 0.627

+ 7 1464 NF8_uc011dtx.1_M NM_003958 NP_003949 O76064 RNF8_HUMAN RING-type. 1 TCTGCTCCTACTG 0.433

+ 25 2627 e_Mutation_p.P52 NM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4 CACCTCCGGTGTT 0.398

+ 6 1014 AG_uc010jzt.2_Int NM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4 AGCATCGATAGGG 0.428

+ 6 1656 t.2_Missense_Mut NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 TTTTCCCCAGCTG 0.453

+ 4 310 se_Mutation_p.W8 NM_000265 NP_000256 P14598 NCF1_HUMAN PX. 1 CAAGTGGTTTGAC 0.677

- 22 15233 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TCTGTCCCATCTT 0.323

+ 48 7282 p.S2340L|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN action with TP53. 37 AAAAATCACCAGA 0.532

- 13 1698 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN 19 GAATAGGAAAGG 0.433

- 3 392 vcv.2_Missense_M NM_182691 NP_872633 P78362 SRPK2_HUMAN 6 CTGGATGATATCC 0.353

- 14 2404 vkg.3_Missense_M NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 CTCTTTTATCTCC 0.289

- 7 616 vue.2_Missense_M NM_001139456 NP_001132928 Q8N434 SVOPL_HUMAN ical; (Potential). 0 CGACGCGAATGAG 0.612 rs143755972

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 44 5117 NM_004668 NP_004659 O43451 MGA_HUMAN ase.|Lumenal (Potential). 2 TCCAGGGTGTGG 0.522

+ 8 1315 A1_uc003wga.2_RN NM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2 TGGAAAAGGGGTT 0.627

+ 5 1841 ense_Mutation_p.K NM_020844 NP_065895 Q9P272 K1456_HUMAN 0 AGAAAAAGAGAG 0.433

+ 19 2184 ec.2_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMAN lasmic (Pote p.R691H(1) 5 TTAGTTCGTTACC 0.373

- 6 830 c.1_Missense_Mut NM_001007243 NP_001007244 P49675 STAR_HUMAN START. 1 ATGTTCCCGAAGT 0.617

- 6 1341 3xpe.2_Missense_ NM_006749 NP_006740 Q08357 S20A2_HUMAN ical; (Potential). 2 ATGAGGGCTATGG 0.517

- 15 2726 xrf.3_Missense_M NM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11 GCTAATGAATCCA 0.348

+ 4 3434 p.P1042L|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 TGAATCCCGAATC 0.483

- 3 616 3H_uc010mfk.1_5 NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3 TCATCTCATCCAG 0.622

- 26 5586 3zlk.2_RNA|FREM1 NM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 12. 5 TCTGATCGTCCTC 0.458



- 1 110 sense_Mutation_p. NM_001001790 NP_001001790 Q8N4H5 TOM5_HUMAN 0 CCGGAACATCGCG 0.627

- 26 3875 c.1_Intron|TRPM6_ NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN lasmic (Potential). 8 AGAGATCCTGCAG 0.468

- 3 710 1_5'UTR|IKBKAP_ NM_003640 NP_003631 O95163 ELP1_HUMAN 7 CCTCTGGGAGAAA 0.453

+ 1 1462 T1_uc011mei.1_5'F NM_001080482 NP_001073951 C9J069 CI172_HUMAN 0 AAGGCCGGCGC 0.751

+ 1 1465 T1_uc011mei.1_5'F NM_001080482 NP_001073951 C9J069 CI172_HUMAN 0 GCCGGCGCCCG 0.751

+ 4 425 rf173_uc011mev.1_Missense_Mutation_p.R138H|C9orf1 Q8N7X2 CI173_HUMAN 1 GTGGCCGCAGGG 0.622 rs73668205

+ 4 736 dhh.2_Missense_M NM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Glu. 5 aggaggaggatgagg 0.522

- 4 459 n_p.I121V|PSMD10 NM_002814 NP_002805 O75832 PSD10_HUMAN nteraction with RELA. 1 CAGCGATCTGGAA 0.448

+ 1 1669 NM_012084 NP_036216 P49448 DHE4_HUMAN 1 CCTGGGATTGGA 0.468

- 5 804_805 1adb.2_Missense_ NM_004195 NP_004186 Q9Y5U5 TNR18_HUMAN lasmic (Potential). 0 CTCTTCCTCGGG 0.713

+ 7 1329 _p.S140F|PLCH2_ NM_014638 NP_055453 O75038 PLCH2_HUMANPI-PLC X-box. 5 TCATGTCCCAGTC 0.627

+ 2 367 anv.2_Missense_M NM_138697 NP_619642 Q7RTX1 TS1R1_HUMAN cellular (Potential). 3 CTGCCAGGGCAA 0.587

- 4 1505 NM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1 GCGCCTCCATTTG 0.438

- 19 3038 zx.1_Missense_Mu NM_012102 NP_036234 Q9P2R6 RERE_HUMAN Pro-rich. 2 GTGGGAGCCTGCA 0.692

- 11 1214 NM_207420 NP_997303 Q6PXP3 GTR7_HUMAN lasmic (Potential). 0 TCGGTCCTCACCA 0.657

+ 21 2082 _p.G601D|KIF1B_u NM_015074 NP_055889 O60333 KIF1B_HUMAN 3 TCATGGGTAAAAA 0.423

- 7 928 NM_006610 NP_006601 O00187 MASP2_HUMAN Sushi 1. 4 CCATCGGATAAGG 0.507

+ 4 1430 NM_023013 NP_075389 O95521 PRAM1_HUMAN 0 CTGAGGGAAGTCA 0.562

+ 2 580 N_uc010obp.1_5'F NM_015001 NP_055816 Q96T58 MINT_HUMAN rich.|By similarity. 15 GCACGAGAAGGA 0.468

- 14 2283 _p.D69N|ARHGEF NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN SH3. 3 TACTACCTTCCCC 0.622 rs146123988

- 3 718 1_5'Flank|ARHGEF NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3 AAGCGCCTCCGC 0.657

- 23 3415 yz.1_Missense_Mu NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 4. 0 TTTCAGGAGGAAT 0.512

- 2 140 azy.2_Missense_M NM_002403 NP_002394 P55001 MFAP2_HUMAN 0 AGGCAGCTCTCAT 0.607

- 1 92 NM_152232 NP_689418 Q8TE23 TS1R2_HUMAN cellular (Potential). 4 AATCCCCAGGCAG 0.582

- 101 14704_14705w.1_Missense_Mut NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 TTCCCGGCCTCG 0.554

- 8 926 uc010ocy.1_Silent_ NM_201252 NP_957704 0 ACAGCCGGCTCCA 0.607

+ 10 1330 _p.A303V|ALPL_uc NM_000478 NP_000469 P05186 PPBT_HUMAN 5 CCGGGCCATCGG 0.607

+ 13 3825 _uc001bmw.1_Mis NM_006015 NP_006006 O14497 ARI1A_HUMAN 142 CAACCAGCAGTTC 0.532

+ 15 2270 TC1_uc001bnp.1_ NM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN WD 7. 2 CAAGGGGATGAG 0.592

+ 2 535 NM_000911 NP_000902 P41143 OPRD_HUMAN Name=2; (Potential). 2 CGCTGGCCACCAG 0.478

+ 5 617 ogj.1_Missense_Mu NM_022164 NP_071447 Q9GZM7 TINAL_HUMAN 0 ACAGCGCCTTCTG 0.592

+ 3 262 buj.2_Missense_M NM_175852 NP_787048 P40222 TXLNA_HUMAN 2 AGTCTGGGGCCC 0.567

- 9 1616 .1_Missense_Muta NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 CCCTGCCCTGTCT 0.607

- 22 3480 _p.L1191F|CSMD2 NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN lar (Potential).|CUB 7. 12 CCTTGAGGACATC 0.423

- 3 472 sense_Mutation_p NM_024874 NP_079150 Q8IZA0 K319L_HUMANExtracellular (Potential). 2 AGAGGTGATTTTC 0.512

- 9 884 _p.P173S|MKNK1_ NM_003684 NP_003675 Q9BUB5 MKNK1_HUMANProtein kinase. 2 TTTCTGGTTTCAG 0.358

+ 5 580 9vym.2_Splice_Site NM_000779 NP_000770 P13584 CP4B1_HUMAN 2 ACTCCAGGACAAG 0.562

+ 17 2286 cp.2_Missense_Mu NM_001037341 NP_001032418 Q07343 PDE4B_HUMAN 3 GAGGGACACAGC 0.483

+ 13 954 SGIP1_uc001dct.2 NM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN Pro-rich. 3 CCACTGGAAGTAA 0.403

+ 19 1895 dct.2_Missense_M NM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN 3 GACACTCTCCCTG 0.433

- 7 1242 9wbk.2_Missense_ NM_030816 NP_110443 Q8N6S4 AN13C_HUMAN 0 CCTCATGATGTAT 0.343

+ 12 1435 NM_033055 NP_149044 Q96MC6 HIAT1_HUMAN cellular (Potential). 0 CCAGGAGAGGCC 0.448

+ 19 2562 g.1_Missense_Mut NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 CCTGCAGTTCTGG 0.537

+ 3 346 NM_032414 NP_115790 P58294 PROK1_HUMAN 0 TCCATGGACTTGA 0.527

- 19 2708 _p.P717S|CSDE1_ NM_001007553 NP_001007554 O75534 CSDE1_HUMAN 1 GTCGAGGAGCTG 0.498

+ 5 891 NM_001767 NP_001758 P06729 CD2_HUMAN mic (Potential).|Pro-rich. 1 CCTGGTCATCGTT 0.587

+ 5 990 NM_001767 NP_001758 P06729 CD2_HUMAN mic (Potential).|Pro-rich. 1 CAAGTTCACCAGC 0.582



+ 9 1948 whg.1_Nonsense_M NM_006699 NP_006690 O60476 MA1A2_HUMANmenal (Potential). 0 AGCATGGTTGATG 0.373

- 9 1305 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 GTGGTGGAGCTTG 0.448

- 8 1366 whj.1_Missense_Mu NM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2 GCCAGGCAACGA 0.567

- 30 5567 NM_024408 NP_077719 Q04721 NOTC2_HUMAN 27 TTCAGCCTGAAAG 0.517

- 41 7084 4DIP_uc001elm.3_ NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 GCACAGGGATGTG 0.572

- 39 6670 E4DIP_uc001elm.3 NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 GGAAGACCAGAG 0.517

- 36 6154 DE4DIP_uc001eln NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5 TTTCCACCTTCTG 0.542

- 3 412 PDE4DIP_uc001eln NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 GAAAAGCTGTCAA 0.398

+ 4 1293 HFE2_uc001enk.2 NM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN 1 GCCCTCCAAGTCA 0.572

+ 10 4593 r.1_Missense_Muta NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 AGAATGGGACTAG 0.597

+ 6 1002 9wlw.2_Nonsense_ NM_019032 NP_061905 Q6UY14 ATL4_HUMAN 2 AGAGCCCAGGCC 0.642

+ 9 1210 ce|BNIPL_uc009wm NM_138278 NP_612122 Q7Z465 BNIPL_HUMAN 0 CAGACAGTGAGTT 0.458

- 7 1315 GZ_uc010pdc.1_Mi NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 CCACCACTGGCCC 0.507

- 2 1755 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMAN cellular (Potential). 1 GGCCCTGGGATCC 0.587

- 3 1483 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TAGTGGGAACTCT 0.512

- 3 2572 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TTGACCCCGGGTG 0.582

- 3 528 NM_014624 NP_055439 P06703 S10A6_HUMAN EF-hand 2.|2. 1 CATACTCCTGGAA 0.493

+ 6 1653 27A3_uc009won.2_ NM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1 TCTCCAGGTTGGT 0.592

- 3 591 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN 0 CTTCCTCGCTCTG 0.408

+ 16 1597 NM_020452 NP_065185 P98198 AT8B2_HUMAN lasmic (Potential). 2 GCCCTGGTCACC 0.572

- 2 200 BAP1_uc001fjf.3_Intron|GBAP1_uc001fje.3_5'UTR 0 ATGATGCTTACCC 0.562

- 18 2492 4L_uc001fmb.3_5' NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 TTGTGGCCAGAAT 0.428

- 5 815 C1orf85_uc009wrx NM_144580 NP_653181 Q8WWB7 NCUG1_HUMANmenal (Potential). 2 GCTGGTCCAACTG 0.592

- 5 358 1fpl.2_Missense_M NM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1 AGTTGGGCTTGG 0.458

- 38 5185 _uc001fqn.2_Miss NM_014784 NP_055599 O15085 ARHGB_HUMAN 9 GGGGGGCTCATGG 0.607

- 1 803 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMAN cellular (Pote p.S268F(1) 2 CCCAGGGAACTCT 0.532

- 23 2793 vv.3_Missense_Mut NM_004371 NP_004362 P53621 COPA_HUMAN 2 ATGATAGGTGCAG 0.428

+ 2 110 0pjo.1_Missense_M NM_021181 NP_067004 Q9NQ25 SLAF7_HUMAN cellular (Potential). 3 TCGGTTCCGTTGG 0.498

+ 6 937 pjo.1_Missense_M NM_021181 NP_067004 Q9NQ25 SLAF7_HUMAN lasmic (Potential). 3 ACTGTGGAAATAC 0.368

+ 4 790 e_Mutation_p.A247 NM_002348 NP_002339 Q9HBG7 LY9_HUMAN cellular (Potential). 1 CAGGAGCCTCCAG 0.602

- 5 515 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0 GGGGACCTGGA 0.527

+ 2 1720 aq.2_Missense_Mu NM_002155 NP_002146 P17066 HSP76_HUMAN 1 CTGCAGGACTTCT 0.602

- 3 345 _p.G67D|CD247_u NM_198053 NP_932170 P20963 CD3Z_HUMAN mic (Potential).|ITAM 1. 0 TTCTGGCCCTGC 0.627

+ 4 565 O2_uc010pmd.1_5' NM_001460 NP_001451 Q99518 FMO2_HUMAN 1 GGCCACCACATTC 0.488

+ 7 1234 _p.S163N|KLHL20_ NM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 1. 1 CAATGAGCAAAAG 0.458

+ 9 1207 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2 GTTATCGAGATGA 0.338

- 12 3364 g.3_Missense_Mu NM_007314 NP_009298 P42684 ABL2_HUMAN ctin-binding (By similarity). 14 CCCAGAGCTGCC 0.577

+ 5 733 _p.E181Q|XPR1_u NM_004736 NP_004727 Q9UBH6 XPR1_HUMAN lasmic (Potential). 0 CACGTAGAGGTGG 0.398

+ 28 3846 pt.2_Missense_Mu NM_001357 NP_001348 Q08211 DHX9_HUMAN NTD. 2 TTAGAGGCAACTC 0.582

+ 21 3420 p.A1036T|LAMC2_ NM_005562 NP_005553 Q13753 LAMC2_HUMAN ial.|Domain II and I. 3 GTGACAGCAGATG 0.522

+ 7 2992 e_Mutation_p.L888 NM_005807 NP_005798 Q92954 PRG4_HUMAN 1 ACTACTCTTGCAC 0.353

- 19 2641 NM_003292 NP_003283 P12270 TPR_HUMAN Potential. 7 AATTTTCTGCTCT 0.308

- 12 1591 p.1_Missense_Mut NM_003292 NP_003283 P12270 TPR_HUMAN Potential. 7 CTTTGGCTTCCAC 0.383

- 8 1553 ot.1_Missense_Mu NM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5 CTGTGCAGGGCAG 0.622

- 8 1356 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 7. 3 CGCAACGAGATAT 0.413

- 22 2449 ND1B_uc010ppf.1_ NM_001142795 NP_001136267 Q6P3S1 DEN1B_HUMAN 0 AAAGTCGATGAAT 0.423

+ 12 1446 0pqf.1_Splice_Site_p.Q42_splice O75335 LIPA4_HUMAN 5 CGCCAGGTACCT 0.602



- 11 1255 _p.L149F|CHIT1_u NM_003465 NP_003456 Q13231 CHIT1_HUMAN 0 ATGGAAGACCTGG 0.572

+ 5 1582 p.G375D|LAX1_uc NM_017773 NP_060243 Q8IWV1 LAX1_HUMAN lasmic (Potential). 2 GGCCTGGCACTC 0.483

- 3 1950 _p.P521L|LRRN2_ NM_006338 NP_006329 O75325 LRRN2_HUMANcellular (Potential). 2 CTGCCTGGCTGGA 0.617

+ 16 2269 _p.A558V|CNTN2_ NM_005076 NP_005067 Q02246 CNTN2_HUMANonectin type-III 1. 1 GCAATGCCGAGA 0.517

- 1 594 NM_203376 NP_976310 Q6P7N7 TMM81_HUMANxtracellular (Potential). 0 CATACTCCTGAG 0.468

+ 9 1312 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 6. 3 ATAATGGTGAAAT 0.383

+ 12 1966 NM_000715 NP_000706 P04003 C4BPA_HUMAN 3 GACAATCCACTTT 0.413

+ 14 2443 .2_Missense_Muta NM_000573 NP_000564 P17927 CR1_HUMAN Extracellular (Potential). 3 TTTCACCCGGGCA 0.577

+ 8 1412 xcu.1_Missense_M NM_014388 NP_055203 Q68CQ4 DIEXF_HUMAN 0 TCCTCGGATATCC 0.463

+ 7 872 COR3_uc010psw.1 NM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN 1 TGTAGTCCCAATG 0.418

+ 11 2735 _p.T647I|RPS6KC NM_012424 NP_036556 Q96S38 KS6C1_HUMAN otein kinase 2. 8 AACCAACTTCTTT 0.368 rs144436274

+ 2 792 kg.1_Missense_Mu NM_002763 NP_002754 Q92786 PROX1_HUMAN 6 ATAATTCGGGGTA 0.498

- 63 13946 NM_206933 NP_996816 O75445 USH2A_HUMAN II 30.|Extracellular (Potentia 26 AGAGGACTCAAAA 0.512

- 10 2038 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN e 1.|Extracellular (Potential 26 AGCAGCGATCAC 0.368

- 2 347 se_Mutation_p.S38 NM_001438 NP_001429 P62508 ERR3_HUMAN 2 CTGAAGAGCCACC 0.562

+ 6 1092 pun.1_Splice_Site_ NM_018650 NP_061120 Q9P0L2 MARK1_HUMAN 10 GGCAGGTATGGA 0.368

+ 12 1549 _p.G364E|CAPN2_ NM_001748 NP_001739 P17655 CAN2_HUMAN Domain III. 5 TAAGTGGGCAGAC 0.498

- 12 2590 09xes.2_Splice_Si NM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11 TATTTTACCTTATTT 0.274

+ 10 3174 sn.2_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 10. 28 CAGCAGGCAGGC 0.577

- 1 390 NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6 CCCTTGCTCTCAC 0.522

+ 1 305 NM_003272 NP_003263 O60478 G137B_HUMAN lasmic (Potential). 0 TACCGCCACAAGC 0.587

+ 28 3364 NM_001035 NP_001026 Q92736 RYR2_HUMAN 4 X approximate repeats.|B 33 GGCACCGGGGAA 0.517

+ 89 12001 pya.1_Splice_Site_ NM_001035 NP_001026 Q92736 RYR2_HUMAN 33 TTTTCAGGATTCC 0.343

- 8 1292 m.3_Missense_Mutation_p.D179N|PLD5_uc001hzo.1_M Q8N7P1 PLD5_HUMAN 6 GGGGATCAGTTTC 0.383

- 3 384 01ibx.2_Missense_ NM_020394 NP_065127 Q8IW36 ZN695_HUMAN KRAB. 0 GTCTTCTCTGTGT 0.468

+ 1 790 NM_001001918 NP_001001918 Q8NHC7 O14CZ_HUMANcellular (Potential). 3 GCGATACCTGCAG 0.458

- 5 1015 0pzq.1_Missense_M NM_030645 NP_085148 Q7L8J4 3BP5L_HUMAN 0 CCTGCTCAGCCAC 0.632

+ 12 2045 orf18_uc001iik.2_In NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 GAGAACCCCAGAA 0.373

+ 3 828 xig.2_Missense_M NM_178150 NP_835363 Q8NFZ0 FBX18_HUMAN 3 TGGAGGGAGATCA 0.498

+ 2 412 009xja.2_Missense NM_006023 NP_006014 O75794 CD123_HUMAN 1 ATGGAACTCTGGT 0.303

- 6 831 NM_001010924 NP_001010924 Q5VUB5 F1711_HUMAN cellular (Potential). 4 TGGGGGGCAATG 0.557

- 55 8690 UBN_uc009xjr.1_M NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 21. 19 CAGTGGCTAGCAG 0.532

- 8 1108 1ird.2_Splice_Site_ NM_022365 NP_071760 Q96KC8 DNJC1_HUMAN 1 TCTGTTCTAAAAA 0.254

+ 34 5011 .1_Intron|MYO3A_ NM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN 18 TCTGGACCAAAGG 0.348

- 5 742 ARMC4_uc001itz.2_ NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN 6 TGGTTTCCTTTTC 0.308

- 7 1690 p.P419S|ZNF438_u NM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN 2 CTTGGGGATCATT 0.403

- 14 2213 wr.3_Missense_Mu NM_133376 NP_596867 P05556 ITB1_HUMAN cellular (Potential). 2 CCTTCTCCTTACA 0.443

- 37 6921 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 GTGAGTCTCTTCT 0.403

+ 2 605 1jmx.3_Intron|CTN NM_178011 NP_821079 Q86VH5 LRRT3_HUMAN 3 GTTATAGCCCCCA 0.408

+ 5 682 1jrv.2_Missense_M NM_022124 NP_071407 Q9H251 CAD23_HUMAN |Extracellular (Potential). 11 AGTTCACCGTGGA 0.617

+ 45 6448 NM_022124 NP_071407 Q9H251 CAD23_HUMAN .|Extracellular (Potential). 11 GGTCAGGTGTCA 0.627

+ 13 1975 _Mutation_p.T599 NM_004922 NP_004913 P53992 SC24C_HUMAN 3 TTATCACCAGGTA 0.512

+ 18 4553 p.E1062K|MYST4_ NM_012330 NP_036462 Q8WYB5 MYST4_HUMAN Poly-Glu. 16 ggaagaggaagagga 0.234

+ 2 398 jwy.1_Missense_M NM_144660 NP_653261 Q96LT4 SAMD8_HUMAN 0 ATGACCCCTTTCA 0.438

+ 10 1739 1kew.2_Splice_Site NM_004670 NP_004661 O95340 PAPS2_HUMAN 2 ACAGAGGTGAGC 0.507

- 5 1701_170232W|PANK1_uc009 NM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0 GGCCCGGGCGAG 0.49 rs140753322

- 6 773 xuk.1_Missense_M NM_022451 NP_071896 Q8WTT2 NOC3L_HUMAN 1 TTTCTGGATCTGA 0.348 rs138770211



+ 10 1563 e.1_Intron|WDR11_ NM_018117 NP_060587 Q9BZH6 WDR11_HUMAN 0 AACATCCCAGAGG 0.428

+ 9 7514 _p.S89F|TACC2_u NM_206862 NP_996744 O95359 TACC2_HUMAN SPAZ. 10 CATCCTCTAAGAC 0.522

- 13 2319 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2 TTAATGCCTTCTA 0.423

- 2 213 NM_004092 NP_004083 P30084 ECHM_HUMAN 0 TCAACCCCACGG 0.512

+ 21 2339 _p.E653K|EPS8L2 NM_022772 NP_073609 Q9H6S3 ES8L2_HUMAN 1 GAGCTGGAAGAA 0.632

+ 29 3575 ltb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 2. 0 CGCAGGCCATCCG 0.692

+ 7 897 _Missense_Mutatio NM_138567 NP_612634 Q8NBV8 SYT8_HUMAN toplasmic (Potential). 1 TACGTGCCCAGCT 0.667

+ 3 459 eb.1_Missense_Mu NM_004314 NP_004305 P52961 NAR1_HUMAN 0 CTCCTGGCCTACA 0.677

+ 3 816 eb.1_Missense_Mu NM_004314 NP_004305 P52961 NAR1_HUMAN 0 GGAGAGGAAGAG 0.607

- 1 1211 G2_uc001mak.1_In NM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3 GGGGGTGAAGAC 0.483

- 1 382 NM_001004490 NP_001004490 A6NM03 O2AG2_HUMAN lasmic (Potential). 4 GAGGATGACAAAT 0.522

- 6 560 NM_198185 NP_937828 0 CGCCACCTGAAAA 0.473

+ 6 1472 ht.2_Missense_Mu NM_003390 NP_003381 P30291 WEE1_HUMANProtein kinase. 5 GATCTCCTTTTGC 0.363

+ 3 575 sense_Mutation_p. NM_001025389 NP_001020560 Q01432 AMPD3_HUMAN 2 CAAGATGATTCGG 0.532

- 3 568 on_p.I73L|CYP2R1 NM_024514 NP_078790 Q6VVX0 CP2R1_HUMAN 2 TGGTTATGTTTGA 0.328

- 20 2869 n_p.S55T|PLEKHA NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3 GCACAGATGTGTG 0.677

+ 3 426 n_p.L20F|BBOX1_u NM_003986 NP_003977 O75936 BODG_HUMAN 1 CAGATCCTCTGGT 0.498

- 11 1677 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2 CCTCCTCCCTCCT 0.403

- 4 1092 e_Mutation_p.S299 NM_024426 NP_077744 P19544 WT1_HUMAN p.D299Y(1)|p.D299fs 687 AGCTGGGATGTCA 0.368

+ 2 738 _p.G56E|PDHX_u NM_003477 NP_003468 O00330 ODPX_HUMANLipoyl-binding. 1 AAGAAGGAAACAT 0.363

- 2 735 on_p.T39I|SLC1A2 NM_004171 NP_004162 P43004 EAA2_HUMAN ical; (Potential). 3 GTCAGGGTGAGCA 0.622

+ 6 1413 73_splice|EXT2_uc NM_207122 NP_997005 Q93063 EXT2_HUMAN 5 GAAGAGGTGGGT 0.428

- 27 4008 NM_002334 NP_002325 O75096 LRP4_HUMAN ntial).|LDL-receptor class B 4 TCACGAGGATGA 0.597

+ 25 4050 p.G1202R|MADD_u NM_003682 NP_003673 Q8WXG6 MADD_HUMAN 11 TATGAGGGACTCC 0.527

+ 1 325 NM_001004747 NP_001004747 Q8NGG3 OR5T3_HUMANcellular (Potential). 0 GTCACTCCAAAAA 0.368

+ 3 719 NM_178570 NP_848665 Q86UN3 R4RL2_HUMAN LRR 8. 0 GCCTGGCCTCGCT 0.731

+ 2 772 NM_001105565 NP_001099035 E9PPJ3 E9PPJ3_HUMAN 1 GCGGAGGATGCA 0.567

- 3 547 nsn.2_Missense_M NM_021727 NP_068373 Q9Y5Q0 FADS3_HUMAN lasmic (Potential). 2 AGGTGGGACTGG 0.627

- 5 10334 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 GACTTGCCTTCGA 0.423

- 6 826 A2_uc010rlx.1_5'U NM_004739 NP_004730 O94776 MTA2_HUMAN ELM2. 2 AACCAACTCTAAT 0.403

+ 4 523 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1 GATGCTCTTTTGC 0.517

- 11 1647 NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2 ATGCTGGTTGTCC 0.667

+ 15 3115 _p.S881F|SIPA1_u NM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Potential. 0 TGGAGTCCATGCT 0.632

- 7 683 79_splice|BRMS1_ NM_015399 NP_056214 Q9HCU9 BRMS1_HUMAN 0 ACCATTCTGCCCC 0.602

- 2 1285 ojb.2_Missense_Mu NM_031492 NP_113680 Q9BQ04 RBM4B_HUMAN ith TNPO3 (By similarity). 0 ATTCCCCGTAGCC 0.512

- 22 4201 CD3_uc001out.2_R NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7 TCTTTTGTTGGAA 0.378

- 23 3954 NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN cellular (Potential). 4 GACGCGTCAATTT 0.453

+ 8 3515 u.1_Missense_Mut NM_015885 NP_056969 O94913 PCF11_HUMAN Gly-rich. 1 TACATGGTCAGCC 0.512

+ 16 4837 NM_015885 NP_056969 O94913 PCF11_HUMAN 1 AAGACACCAGTTG 0.373

- 2 526 n_p.A84T|SYTL2_u NM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3 CACCTGCTATCTG 0.473

+ 3 815 eq.2_Missense_Mu NM_015368 NP_056183 Q96RD7 PANX1_HUMAN lasmic (Potential). 0 ATCATGGAAGAAC 0.502

+ 20 2849 gb.2_Missense_Mu NM_014361 NP_055176 O94779 CNTN5_HUMANonectin type-III 2. 8 TTTATCGAGATGA 0.433

- 10 1420 uc001phh.1_Intron NM_002422 NP_002413 P08254 MMP3_HUMAN mopexin-like 4. 2 GAAGATCCAGTAA 0.338

+ 89 12974 p.R4284K|DYNC2HNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMAN 0 CTGAAAGGGATCG 0.398

+ 2 96 _Start_Site|PAFAH NM_002572 NP_002563 P68402 PA1B2_HUMAN 1 TCTCAGGTGTAGA 0.373

+ 21 2055 e_Mutation_p.L693 NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN cellular (Potential). 0 CACGTGCTCTACA 0.622

- 9 2155 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANPotential).|Ig-like C2-type 7. 8 GAGACGCTAGAG 0.602



+ 4 498 aa.1_Missense_Mu NM_000073 NP_000064 P09693 CD3G_HUMAN lasmic (Potential). 0 GGACAGGATGGAG 0.473

+ 35 3380 rzn.1_Missense_M NM_015313 NP_056128 Q9NZN5 ARHGC_HUMAN PH. 7 TGGCAGGACCTAA 0.383

+ 10 3406 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 3. 10 AGCTCAGACTCTT 0.567 rs147890616

+ 9 2599 NM_024806 NP_079082 Q6NUN7 CK063_HUMAN 3 AAACAGGCTGTGG 0.413

+ 10 1498 NM_002014 NP_002005 Q02790 FKBP4_HUMAN 0 GGAGACCATCCCA 0.532

+ 5 529 seg.1_RNA|TULP3 NM_003324 NP_003315 O75386 TULP3_HUMAN 0 CAGTCAGCATGTT 0.383

- 13 1451 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN lasmic (Potential). 7 CCCAGTCGCATCT 0.418

- 16 2510 01qpd.1_5'Flank|NONM_001033714 NP_001028886 P46087 NOP2_HUMAN 2 GGAGGCTGAGGC 0.577

+ 14 1778 qrb.1_Missense_M NM_014262 NP_055077 Q8IVL6 P3H3_HUMAN OG dioxygenase. 0 AGTCACCCAGTGC 0.647

+ 7 970 sl.2_Missense_Mut NM_201442 NP_958850 P09871 C1S_HUMAN CUB 1. 1 TCTGTGGACAGAG 0.403

- 12 3204 .V1026M|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 AATTCACTGCAGC 0.512

- 12 3136 p.S1003F|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 AAGGAAGACTCAT 0.522

- 7 1757 quh.2_Missense_M NM_018088 NP_060558 Q86YD7 F90A1_HUMAN 1 CGTTTTCCAGTCT 0.622

+ 27 3417 _p.E687K|A2ML1_u NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 TTGCTGGAGATGG 0.517

+ 10 2407 ve.2_Missense_Mu NM_004426 NP_004417 P78364 PHC1_HUMAN 2 CCTTTCCCGGTGA 0.478

- 3 266 n_p.P77S|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 CTTGTGGCTTTCC 0.622

- 8 1752 LRP6_uc010shl.1_ NM_002336 NP_002327 O75581 LRP6_HUMAN ular (Potential).|LDL-recepto 12 GTAAATCCAAATA 0.403

- 4 856 1raj.1_Missense_M NM_018050 NP_060520 Q9H8J5 MANS1_HUMANcellular (Potential). 0 CTTTTTCCTTATA 0.453

- 9 1485 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0 CTTTCCCTTGGTC 0.418

- 18 2085 NM_004963 NP_004954 P25092 GUC2C_HUMAN(Potential).|Protein kinase. 6 GGTGCTCTGGAG 0.483

+ 1 157 e_Mutation_p.G24 NM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN WW 1. 3 GGGGCGGCCGAG 0.637

+ 24 3309 0sif.1_Missense_M NM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN 3 TCAACTCCTGAGG 0.368

- 7 967 _p.T107I|SLCO1A NM_021094 NP_066580 P46721 SO1A2_HUMANcellular (Potential). 4 CAACGAGTGTCAG 0.378

+ 1 198 n_p.G59E|ETNK1_ NM_018638 NP_061108 Q9HBU6 EKI1_HUMAN 0 GCCCCGGGACGG 0.532

- 3 628 n_p.W74*|BCAT1_u NM_005504 NP_005495 P54687 BCAT1_HUMAN 2 TGAGGACCACTCC 0.453

+ 3 232 D21_uc009zjh.1_R NM_004264 NP_004255 Q13503 MED21_HUMAN 0 GCAAAAGACATTG 0.368

+ 11 1308 _p.A291T|PPFIBP1 NM_003622 NP_003613 Q86W92 LIPB1_HUMAN Potential. 5 AAAAAAGCTGTGG 0.348

- 3 590 im.2_Missense_Mu NM_198966 NP_945317 P12272 PTHR_HUMAN 1 TCAGACCCAAATC 0.512

- 8 2412 p.S221N|CAPRIN2 NM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2 TTTTGACTCTCAA 0.468

+ 24 3096 mn.1_Missense_M NM_001843 NP_001834 Q12860 CNTN1_HUMANonectin type-III 4. 9 GCAGGTGCACCCA 0.468 rs143416044

- 16 2351 nse_Mutation_p.G6 NM_001145108 NP_001138580 Q99435 NELL2_HUMAN alcium-binding (Potential). 4 GGTAGCCATCTCT 0.433

+ 7 433 orf54_uc009zky.1_ NM_152319 NP_689532 Q6X4T0 CL054_HUMAN 0 TACCCTGGACCCT 0.517

+ 17 2402 ryo.2_Missense_M NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN ical; (Potential). 5 ACAATGGTGATTA 0.413

+ 11 1712_1713_p.P377F|SCN8A_ NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7 GGGATCCCGAGA 0.45

+ 5 937 zm.2_Missense_M NM_004302 NP_004293 P36896 ACV1B_HUMAN e.|Cytoplasmic (Potential). 9 TACACAGTGACAA 0.532

- 9 1347 e_Mutation_p.G452 NM_182507 NP_872313 Q6KB66 K2C80_HUMAN Tail. 0 AGAGGCCTGATCT 0.547

+ 2 597 sdq.2_5'UTR|TAR NM_134323 NP_599150 Q15633 TRBP2_HUMANraction with PRKRA.|DRBM 1 CTGCAGGAGTATG 0.592

- 4 1031 pa.2_Missense_Mu NM_003708 NP_003699 O75452 RDH16_HUMAN lasmic (Potential). 0 GCTTGGCATCCCA 0.572

- 19 2290 _p.P521S|MYO1A_ NM_005379 NP_005370 Q9UBC5 MYO1A_HUMAN 7 TCTTGGGGCTTC 0.532

+ 3 737 nb.2_Missense_Mu NM_002332 NP_002323 Q07954 LRP1_HUMAN ential).|LDL-receptor class A 22 TCCCGCCTCTGCA 0.592

- 13 1820 se_Mutation_p.S46 NM_153377 NP_700356 Q6UXM1 LRIG3_HUMAN -like C2-type 1. 4 TCACTGCTGCTGG 0.458

+ 20 2577 srv.2_Missense_M NM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4 CGTCATCCTGACG 0.587

- 12 2175 TPRR_uc009zrs.2_ NM_002849 NP_002840 Q15256 PTPRR_HUMANsphatase.|Cytoplasmic (Pot 3 TGCAGTGGACAAC 0.522

+ 13 2284 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANcellular (Potential). 3 GATTTTCTTCCTT 0.368

+ 5 882 zm.1_Missense_M NM_024560 NP_078836 Q9H6R3 ACSS3_HUMAN 4 CGGTTCCTTTGGC 0.398

- 5 496 tan.2_Missense_M NM_152589 NP_689802 Q8NA57 CL050_HUMAN 3 TTTCTTCAATTTC 0.259

- 14 2190 se_Mutation_p.W53 NM_016122 NP_057206 Q9Y592 CCD41_HUMAN Potential. 0 TCCAACCACTGTA 0.363



- 10 1119 e_Mutation_p.W66 NM_002108 NP_002099 P42357 HUTH_HUMAN 3 CGGAGACCACATC 0.522

+ 11 3132 tmj.2_Missense_M NM_001018072 NP_001018082 A6QL63 BTBDB_HUMAN 3 ATGTTTGAGATCC 0.517

- 12 1619 01tts.2_Missense_MNM_001109662 NP_001103132 2 GCCTTAGTAACTT 0.423

- 3 206 NM_002442 NP_002433 O43347 MSI1H_HUMAN RRM 1. 3 GACACTCCTTCAC 0.502

- 19 3237 s.2_Missense_Muta NM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN Pro-rich. 2 GGGGTGGCCGGA 0.697

+ 3 348 uby.2_Missense_M NM_030765 NP_110392 Q9C0J1 B3GN4_HUMAN type II membrane protein; 1 TTGCTCGGCTGCC 0.682

- 28 3677 BNO1_uc010taq.1_ NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 TTTTTAGGATTCA 0.264

+ 8 1497 bm.1_Missense_M NM_198827 NP_942122 Q6QNK2 GP133_HUMAN cellular (Potential). 10 CCCTCTCGGAGCA 0.453

+ 45 8037 00_uc001ujm.2_No NM_015409 NP_056224 Q96L91 EP400_HUMANwith ZNF42 (By similarity). 12 GGTGTTCGAGCG 0.667

- 11 1622 NM_175066 NP_778236 Q8N8A6 DDX51_HUMAN case C-terminal. 2 ACACCCCCAAAAG 0.627

- 31 4355 NM_006437 NP_006428 Q9UKK3 PARP4_HUMAN 4 CTCCAGGATGTTG 0.532

+ 1 980 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 AAACTGGAAGCAC 0.507

- 11 1928 NM_003045 NP_003036 P30825 CTR1_HUMAN cellular (Potential). 0 AGCACGGTCACAA 0.562

+ 41 6769 e_Mutation_p.A844 NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 ATTCTGCCTTCAA 0.488

- 19 1750 .2_Missense_Muta NM_001014286 NP_001014308 Q8NEM7 FA48A_HUMAN 0 CTTGATGGCTTAG 0.403

- 19 2256 uyk.2_Missense_M NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 AGAGTTCCAGATG 0.413

- 11 1468 se_Mutation_p.Q39 NM_001127615 NP_001121087 Q8TC92 ENOX1_HUMAN 2 TGAGCTGCTCACT 0.458

- 1 1915 uzo.1_Missense_M NM_183422 NP_904358 Q15714 T22D1_HUMAN 0 AGTGTGCTGACAC 0.398

+ 7 838 nse_Mutation_p.P2 NM_031431 NP_113619 Q96JB2 COG3_HUMAN 2 GATTATCCCATATA 0.358

- 9 999 tron|CPB2_uc001v NM_001872 NP_001863 Q96IY4 CBPB2_HUMAN 2 GAGTATGAATGCA 0.378

+ 5 846 n_p.T139I|CDADC NM_030911 NP_112173 Q9BWV3 CDAC1_HUMAN 1 TGATGACTATAGG 0.323

+ 2 901 U2_uc001vdo.1_In NM_173605 NP_775876 Q8N5I3 KCNRG_HUMAN 0 TTAAAGGAAGGCT 0.383

+ 1 319 f.1_Intron|DLEU1_ NR_002183 0 AAGAAGGTGTGAT 0.408

- 1 284 aed.1_Missense_M NM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN 2 GAGGAAGGGTAG 0.711

- 1 515 n_p.T31I|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 GTGGAGGTGGTG 0.667

- 1 518 _p.W57*|TBC1D4_ NM_014832 NP_055647 O60343 TBCD4_HUMAN PID 1. 6 CATGAGCCAGGG 0.577

+ 12 2879 p.P606S|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 ACATCCCCCTTCT 0.493

- 46 6644 aev.2_Missense_M NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 CAAGTGCTTCTAA 0.373

- 1 446 fh.2_Missense_Mu NM_001922 NP_001913 P40126 TYRP2_HUMAN 5 GAAACCCCCACCA 0.388

+ 1 212 0afz.1_Missense_M NM_004800 NP_004791 Q99805 TM9S2_HUMAN 1 GGGGCGGTTCCTG 0.652

+ 4 464 F3A_uc001vur.2_R NM_023011 NP_075387 Q9H1J1 REN3A_HUMAN 1 GGCCTAGAATATC 0.388

- 2 270 0ahw.2_Missense_ NM_145250 NP_660293 Q8TAA1 RNS11_HUMAN 3 GTAAATTCTTCTTT 0.403

+ 2 454 vyl.1_Missense_M NM_002934 NP_002925 P10153 RNAS2_HUMAN 1 CAGACACCAGCA 0.453

- 7 636 wax.2_Missense_M NM_032846 NP_116235 Q8WUD1 RAB2B_HUMAN 1 CATTGTGGACATC 0.408

- 2 2009 P439L|SALL2_uc00 NM_005407 NP_005398 Q9Y467 SALL2_HUMAN 3 ACATAGGGGAAGG 0.547

+ 7 2513 10_uc001whe.2_In NM_014045 NP_054764 Q7Z4F1 LRP10_HUMANCytoplasmic (Potential). 1 CTGGAGTGGTGC 0.677

+ 9 828 NM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5 CAAGGACTTGCG 0.592

- 3 980 10tob.1_Missense NM_006405 NP_006396 O15321 TM9S1_HUMAN 1 ACTGAAGTCTCAG 0.542

+ 1 1799 ense_Mutation_p.A NM_019839 NP_062813 Q9NPC1 LT4R2_HUMAN Name=1; (Potential). 0 GCTGGCGGCGC 0.697

+ 2 335 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3 CTGGGGGCGATCC 0.667

- 33 5469 ALGAPA1_uc010tp NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN binds to TCF3/E12 (By sim 4 CATTCAGGACTAG 0.358

- 2 551 pz.1_Missense_M NM_004496 NP_004487 P55317 FOXA1_HUMAN 0 ACTGCGCCGGGA 0.677

- 16 2114 _p.P517S|SEC23A_ NM_006364 NP_006355 Q15436 SC23A_HUMAN 5 CTGGTGGTCCAC 0.348

+ 11 1253 te_p.D277_splice|C NM_005930 NP_005921 O15320 CTGE5_HUMAN 0 ACTGTAGATAATC 0.328

+ 7 1149 Missense_Mutation NM_017922 NP_060392 Q86UA1 PRP39_HUMAN 2 GAGCATGAAGTTA 0.259

- 2 321 j.1_Intron|MGAT2_ NM_001001 NP_000992 Q969Q0 RL36L_HUMAN 0 TCAACACATTCCA 0.483

+ 2 841 P5S_uc001wxx.1_M NM_001003803 NP_001003803 Q99766 ATP5S_HUMAN 2 GTGTTTAATAAGTA 0.383



- 4 802 yh.1_Missense_Mu NM_021818 NP_068590 Q9H4B6 SAV1_HUMAN WW 1. 1 TATTTTCTCCCTC 0.453

- 7 2005 .1_Missense_Muta NM_007361 NP_031387 Q14112 NID2_HUMAN en G2 beta-barrel. 7 GCCAGCCAAACAG 0.582

- 2 556 t.1_Missense_Muta NM_007361 NP_031387 Q14112 NID2_HUMAN NIDO. 7 GAAAAGGGGCGAT 0.642

+ 7 1184 1wzt.3_Missense_MNM_001099652 NP_001093122 Q8N3F9 G137C_HUMAN lasmic (Potential). 0 CAGTCACTCCCCA 0.418

+ 16 2598 836_splice|KIAA05 NM_014749 NP_055564 E9PGW8 E9PGW8_HUMAN 1 ATAAAGGTATATT 0.318

+ 51 10500 p.L3424F|SYNE2_ NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN ic (Potential).|Potential. 14 CAGATCCTTAGAC 0.393

+ 69 13462 apy.2_Missense_M NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 TGTGGCCCCAGTA 0.348

+ 10 809 rf50_uc001xhm.1_5 NM_172365 NP_758953 Q96LQ0 CN050_HUMAN 1 TGTAGTCCTTTTA 0.393

+ 7 779 NM_020715 NP_065766 Q9ULM0 PKHH1_HUMAN 0 CTGAAGGCAGCT 0.612

- 38 7126 e|ZFYVE26_uc001 NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 ATGTGCCTGTGGT 0.517

- 11 1957_1958 nse_Mutation_p.G NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 TCTTCCCCTCAAT 0.525 rs142015707

+ 3 208 .2_5'UTR|DNAL1_ NM_031427 NP_113615 Q4LDG9 DNAL1_HUMAN 0 TCATAGGAAGAGA 0.403

+ 2 432 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 GCAAGGGGGAG 0.672

- 3 580 1_uc001xru.2_Spli NM_007176 NP_009107 Q9UKR5 ERG28_HUMAN 0 CATTCACTGTGTA 0.498

- 42 5837 xd.2_Missense_Mu NM_183387 NP_899243 Q05BV3 EMAL5_HUMAN 3 TCATCTCCTAGAA 0.418

- 6 1430 14orf102_uc001xyj NM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3 TGGCCTCTTCCGT 0.408

- 11 5137 uf.1_Missense_Mu NM_004239 NP_004230 Q15643 TRIPB_HUMAN Potential. 13 AATATTCTCTCCT 0.338

+ 21 2791 1ybs.1_Missense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 CAGTAACCAAAAA 0.468

- 18 2935 sense_Mutation_p. NM_030621 NP_085124 Q9UPY3 DICER_HUMAN PAZ. 5 AAGGGTGTTTCTT 0.338

+ 3 650 avn.2_Nonsense_M NM_000710 NP_000701 P46663 BKRB1_HUMAN lasmic (Potential). 3 GGAGGCAGCAG 0.642

- 1 458 R20_uc010txu.1_5 NM_001017963 NP_001017963 P07900 HS90A_HUMAN 7 CTTCCTGGGCGG 0.637

- 10 1207 _uc001ylh.2_Intron NM_014226 NP_055041 Q9UQ07 MOK_HUMAN 4 TTAGTACCTGCTT 0.612

+ 2 1045 NF839_uc001ylq.1 NM_018335 NP_060805 A8K0R7 ZN839_HUMAN 2 TGCTGTCTGAGAA 0.582

+ 9 1114 NM_015156 NP_055971 Q9UKL0 RCOR1_HUMANction with KDM1A. 1 TATCGACTTCCAG 0.308

- 22 3220 01ymj.1_Splice_Si NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN 11 GTCTCACCTCCTG 0.592

- 7 6868 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 TGAGGTCCACTTT 0.602

+ 1 286 727924_uc001yub NM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANcellular (Potential). 1 TTTGATGGATGCA 0.458

+ 1 3712 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 GTATTTGGATATA 0.537

+ 36 5582 r.2_Nonsense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN eats.|Cytoplasmic (By simil 10 AAGCTGCAGGCA 0.552

+ 7 1309 NM_152594 NP_689807 Q7Z699 SPRE1_HUMAN 5 CAAAACGAAGAAA 0.413

- 32 4077 O80_uc010ucu.1_R NM_017553 NP_060023 Q9ULG1 INO80_HUMAN nserved components INO80 4 TTCCTCCTGTTGC 0.473

+ 18 2229 _Mutation_p.G642 NM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 10. 10 GCAGTGGAAAGCA 0.517

- 13 5295 zpv.2_Missense_M NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN WD 3. 3 GGCCATGGCATTC 0.463

+ 8 1045 e_Mutation_p.P26 NM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3 TACATTCCAGTGA 0.428

- 2 333 01zsj.2_Missense_ NM_172095 NP_742093 Q96P56 CTSR2_HUMAN lasmic (Potential). 1 GCCGCGGCACAG 0.453

- 25 4329 uei.1_Missense_Mu NM_025137 NP_079413 Q96JI7 SPTCS_HUMAN lasmic (Potential). 5 TTGCTTCCTTGAA 0.488

+ 26 3750 bee.1_Missense_M NM_017434 NP_059130 Q9NRD9 DUOX1_HUMANh TXNDC11 (By similarity).|C 8 TTGCCTCCACCGC 0.657

+ 8 1700 _p.E437K|SLC27A2 NM_003645 NP_003636 O14975 S27A2_HUMAN lasmic (Potential). 2 AAAGGGGAAAATG 0.453

- 3 644 GABPB1_uc001zyd NM_005254 NP_005245 Q06547 GABP1_HUMAN ANK 3. 1 GTAATGGTGTTCG 0.453

+ 2 536 .1_Intron|GLDN_uc NM_181789 NP_861454 Q6ZMI3 GLDN_HUMAN cellular (Potential). 2 CAGATCCGAGTGA 0.572

- 18 3035 NM_173814 NP_776175 Q2VWP7 PRTG_HUMAN 3 AAGGAGGCACTGG 0.418

- 18 2330 e_Mutation_p.D70 NM_017661 NP_060131 Q6N043 Z280D_HUMAN 3 ATATTATCTAAGCC 0.308

- 8 867 se_Mutation_p.S21 NM_017661 NP_060131 Q6N043 Z280D_HUMAN 3 GCCTGGGAAGAAG 0.328

- 18 2492 p.G784R|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1 TTTTCCCCTCACT 0.423

- 69 12992 NM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 13. p.P4282P(1) 19 GTTGCGGTCGATT 0.468

- 38 7406 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 ATTCATGTCGGTG 0.483

+ 4 935 ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0 GATCAAGTCCTGA 0.353



- 9 1133 _p.G161D|LCTL_uc NM_207338 NP_997221 Q6UWM7 LCTL_HUMAN cellular (Potential). 2 GATGTGCCTTTAA 0.498

- 6 1070 M2_uc002atw.1_M NM_182471 NP_872271 P14618 KPYM_HUMAN 1 TCCGAACCCCCTC 0.532

- 1 413 1_Missense_Muta NM_052840 NP_443072 Q96J87 CELF6_HUMAN 3 CGGGACCGGGGT 0.721

+ 3 716 O1_uc010uky.1_Mi NM_002499 NP_002490 Q92859 NEO1_HUMAN Potential).|Ig-like C2-type 2. 1 CAACCCCTTCTTC 0.443

- 10 1933 _p.P482L|EDC3_uc NM_001142443 NP_001135915 Q96F86 EDC3_HUMAN eF N-terminal. 1 TGCTGGGGAATG 0.577

+ 3 333 .2_5'UTR|C15orf27 NM_152335 NP_689548 Q2M3C6 CO027_HUMAN 0 CCACGGCGGGC 0.522

+ 5 1075 NM_001101404 NP_001094874 A6NKC9 SH2D7_HUMAN 0 GAAGGCCTCCTG 0.617

- 10 1805 0blm.1_Missense_M NM_002891 NP_002882 Q13972 RGRF1_HUMAN PH 2. 6 AGGCGCCCCCTG 0.562

+ 21 3142 _p.A973V|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN -like C2-type 1. 27 GTCTTGCTGCCCC 0.552

+ 4 2428 592_uc010upb.1_ NM_014630 NP_055445 Q92610 ZN592_HUMAN 6 GCCTTGCCACTCT 0.592

+ 8 4285 blu.1_Missense_M NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 TAGGGAGCATAGC 0.463

- 2 169 nk.2_RNA|DET1_u NM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2 ATGGTAGAAACAT 0.403

- 7 1048 c.1_Missense_Mut NM_002168 NP_002159 P48735 IDHP_HUMAN 711 CCCTGGGCCAGG 0.562

+ 24 3009 NM_003870 NP_003861 P46940 IQGA1_HUMAN C1. 8 AAGTTGGAAGCTT 0.358

- 19 1890 ense_Mutation_p.G NM_001287 NP_001278 P51798 CLCN7_HUMANcal; (By similarity). 4 CGTCGCCCACGA 0.632

+ 16 1725 vv.1_Missense_Mu NM_000548 NP_000539 P49815 TSC2_HUMAN 10 CCCTCTCCCCACC 0.577

- 15 5859 t.1_Missense_Mut NM_001009944 NP_001009944 P98161 PKD1_HUMAN xtracellular (Potential). 3 GCTCCTCCGCCGT 0.637

+ 11 1628 rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANo-rich.|Ser-ri p.G360D(1) 4 GCACAGGCCCAG 0.577

- 2 639 2cuk.2_Missense_ NM_003454 NP_003445 P98182 ZN200_HUMAN 0 TTGCAGCCATCAT 0.542

- 10 2316 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6 CGTGTCCCAGGGC 0.527

- 5 1068 _p.R12Q|ZNF434_ NM_017810 NP_060280 Q9NX65 ZN434_HUMAN 2 GGGTCCGCAGAA 0.502

+ 4 469 cws.3_Missense_M NM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0 TACTTCCCCATGG 0.567

+ 14 1517 RN1_uc002cxb.2_M NM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2 TCTTCCCCCATCC 0.652

+ 12 1776 yv.1_Missense_Mut NM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0 CACCGCCGCGG 0.592

- 4 256 2_Intron|NTAN1_uc NM_173474 NP_775745 Q96AB6 NTAN1_HUMAN 0 CATTACCTGAAGA 0.527

- 7 1087 _p.P293S|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 CCAGTGGGTCAAA 0.408

+ 15 1919 dme.2_Splice_Site NM_212535 NP_997700 P05771 KPCB_HUMAN 9 AAAGGGGTAAGTG 0.299

+ 2 184 Missense_Mutation_ NM_007074 NP_009005 P31146 COR1A_HUMAN WD 1. 0 CCAAGGCCGACC 0.592

+ 8 1228 za.2_Missense_Mu NM_024031 NP_076936 Q9BWN1 PRR14_HUMAN Pro-rich. 0 CTTCTCCCTAAGC 0.677

+ 2 483 et.2_Missense_Mu NM_006742 NP_006733 P11801 KPSH1_HUMANmilarity).|Protein kinase. 0 CTAATTGGCCGAG 0.587

- 72 12372 DIN_uc010cfy.2_R NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 AGATGAGAGGTTC 0.483

+ 6 639 74_uc002fbl.1_Missense_Mutation_p.A106V|KIAA0174 P53990 IST1_HUMAN nteraction with CHMP1A an 1 TCTGGGCTGCTCC 0.368

+ 7 984_985 _p.S175F|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANcellular (Potential). 2 AAAATCCCTGAG 0.381

+ 4 689 on_p.V158I|BCMO1 NM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0 GAGAAGGTATCAA 0.517 rs149750747

+ 4 551 .1_Missense_Muta NM_001257 NP_001248 P55290 CAD13_HUMAN Cadherin 1. 1 GTATCTCCCATTTT 0.358

+ 7 1362 _p.L244F|OSGIN1_ NM_013370 NP_037502 Q9UJX0 OSGI1_HUMAN 0 GTGGTCCTCGCCA 0.701

+ 11 1286 pc.2_Missense_Mu NM_014972 NP_055787 Q9BQ70 TCF25_HUMAN 0 ATCCGCCTCTTCC 0.627

- 5 1282 tn.1_Missense_Mu NM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN 5 TCTTATCACAAAG 0.433

- 5 480 _p.R110H|ATP2A3 NM_174955 NP_777615 Q93084 AT2A3_HUMAN ame=2; (By similarity). 5 GCGTTGCGTTCCT 0.652

- 17 2399 p.Q788H|ANKFY1_ NM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN ANK 13. 3 AAGACACTGTACT 0.562

+ 5 573 NM_006612 NP_006603 O43896 KIF1C_HUMANKinesin-motor. 2 ATGCTGCTCCACG 0.552

- 3 1004 gat.2_Missense_M NM_014519 NP_055334 Q9UNY5 ZN232_HUMAN SCAN box. 2 GTTTCTCTGGCCT 0.592

- 2 93 onsense_Mutation NM_207103 NP_996986 Q6UWF3 CQ087_HUMAN ical; (Potential). 1 GATGATCCAGAAA 0.473

- 17 4894 se_Mutation_p.A14 NM_033004 NP_127497 Q9C000 NALP1_HUMAN CARD. 9 TCAGGGCTTGGTA 0.572

- 29 4544 _uc002gfy.1_Splice NM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2 CACACACCTGGAA 0.552

+ 7 777 _p.L174F|CHRNB NM_000747 NP_000738 P11230 ACHB_HUMAN ical; (Potential). 2 AAGCCTCTCTTCT 0.577

+ 11 1674 r.2_Missense_Mut NM_001143990 NP_001137462 Q9BUR4 WAP53_HUMAN 0 ACGCGCCACGTC 0.642



+ 12 2103 _p.P661L|ARHGEF NM_173728 NP_776089 O94989 ARHGF_HUMAN 3 TCACCCCTCTTTG 0.637

- 24 3061 vve.1_Missense_M NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 TGTTTTCTTCAAG 0.378

+ 35 6955 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMANA 2 (By similarity). 20 GGAACCCTCCAGT 0.443

- 8 1937 gov.3_Splice_Site_p.E224_splice O95361 TRI16_HUMAN 3 CACTTACCAGGGT 0.303

- 1 262 M16_uc002gor.1_In NM_006382 NP_006373 O95170 CDRT1_HUMAN 0 ATAGAGGGATGGA 0.463

- 3 460 COR1_uc010coz.1 NM_006311 NP_006302 O75376 NCOR1_HUMAN ith ZBTB33 and HEXIM1. 5 GAAATTCTGAAAG 0.388

- 1 447 NM_181716 NP_859067 Q7Z7K6 CENPV_HUMAN 0 GGCGGCACCCTC 0.617

- 4 422 grl.2_Splice_Site_p NM_148173 NP_680478 Q9UBM1 PEMT_HUMAN 0 GTCTTACCTAGGA 0.672

+ 12 1154 sense_Mutation_p NM_018242 NP_060712 Q96FL8 S47A1_HUMAN ical; (Potential). 0 GTTAAGCTGTAAG 0.408

- 26 3592 NM_000625 NP_000616 P35228 NOS2_HUMAN 4 CCTCGACCTGCTC 0.602

- 16 2814 csa.1_Missense_M NM_078471 NP_510880 Q92614 MY18A_HUMANyosin head-like. 0 GAGCCTCCTCTTC 0.587

- 5 1122 NM_001045 NP_001036 P31645 SC6A4_HUMAN cellular (Potential). 4 AGCTGGTCCGTG 0.527

+ 11 1551 C45B_uc002hjc.2_M NM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6 CTCAGGGACTCTG 0.458

- 10 1999 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMAN lasmic (Potential). 3 TGCCAAGGTAGGA 0.622

- 3 265 T40_uc002hvq.1_R NM_182497 NP_872303 Q6A162 K1C40_HUMAN Head. 0 GTACCGGGGAGA 0.577

- 1 216 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN -[GRQVCHIEK]- [SPTR]-[VS 0 ggagatgcagcagctag 0.274

+ 12 2014 Q458*|STAT5A_uc0 NM_003152 NP_003143 P42229 STA5A_HUMAN 1 GTGTTCCAGGTGA 0.607

+ 14 2156 P474L|STAT5A_uc NM_003152 NP_003143 P42229 STA5A_HUMAN 1 TGTGGCCGCAGC 0.552

+ 6 1920 NM_000263 NP_000254 P54802 ANAG_HUMAN 0 TGAATACCAGCAT 0.632

+ 10 2015 ibk.1_Missense_M NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 CCCCAGGGAGGA 0.552

+ 1 294 NM_003734 NP_003725 Q16853 AOC3_HUMAN cellular (Potential). 4 CTGTATCTCCCAG 0.622

- 8 4535 .G1413S|GPATCH NM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN 4 CCTGACCTGAGAA 0.607

+ 14 1748 F4B_uc010wjc.1_In NM_145663 NP_663696 Q8NFT6 DBF4B_HUMAN 0 TTCGTCCCTTTCC 0.552

- 17 1948 _p.A528T|EFTUD2 NM_004247 NP_004238 Q15029 U5S1_HUMAN 1 TGGTTGCTGTCTT 0.498

+ 6 1749 NM_013351 NP_037483 Q9UL17 TBX21_HUMAN 0 GCTCCTCCCCTGC 0.522

+ 2 1004 inb.3_Missense_M NM_003204 NP_003195 Q14494 NF2L1_HUMAN 1 GTCAGCCCAACTC 0.607

+ 7 2576 _p.S782F|AKAP1_u NM_003488 NP_003479 Q92667 AKAP1_HUMAN Tudor. 1 TTGCCTCCTACGA 0.607

- 15 2798 _p.P583S|BZRAP1 NM_004758 NP_004749 O95153 RIMB1_HUMAN 3 CAGCTGGGAGCA 0.647

+ 25 5802 ANC2_uc002jao.3_ NM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2 ATGCTGGCTAACG 0.527

- 14 1713 LZ_uc002jfx.3_Mis NM_014877 NP_055692 2 AAGCGACCAAAAA 0.413

+ 4 1914 p.G618V|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN ction with KEAP1. 4 AGCAAGGAAAATC 0.318

+ 7 888 36_splice|PRKAR1A NM_212471 NP_997636 P10644 KAP0_HUMAN 12 CTCATGGTAAGAG 0.368

- 22 3096 wqq.1_Splice_Site_ NM_007168 NP_009099 O94911 ABCA8_HUMAN 3 TCCATTCTGAAAA 0.353

+ 2 131 g.2_RNA|DNAI2_u NM_023036 NP_075462 Q9GZS0 DNAI2_HUMAN 3 AGAAGCGCAGCG 0.637

+ 9 1459 _p.A426V|GAA_uc0 NM_001079803 NP_001073271 P10253 LYAG_HUMAN 1 TCCCGGCCATGGT 0.647

+ 10 1512 _p.P444S|GAA_uc0 NM_001079803 NP_001073271 P10253 LYAG_HUMAN 1 CAGGATCCTGCCA 0.642

+ 32 3015 _Mutation_p.P287 NM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0 GTGCACCTTCCCA 0.657

+ 11 969 oo.2_Missense_Mu NM_003826 NP_003817 Q99747 SNAG_HUMAN 0 GACCAAGATCAGG 0.453

- 29 4390 NM_005406 NP_005397 Q13464 ROCK1_HUMAN.|Auto-inhibitory. 5 AACAAAATTTTTT 0.338

+ 3 940 CABLES1_uc002ku NM_001100619 NP_001094089 Q8TDN4 CABL1_HUMAN th CDK3 (By similarity). 1 GGTTCACCCAGAC 0.438

- 10 1847 bn.1_Missense_Mu NM_001792 NP_001783 P19022 CADH2_HUMAN r (Potential).|Cadherin 3. 4 TCTGCAGCAACAG 0.403

- 13 2190 wm.2_Missense_Mu NM_024421 NP_077739 Q08554 DSC1_HUMAN r (Potential). p.S643F(1) 4 GGCACAGAATAAT 0.358

- 9 980 18orf34_uc002kxo. NM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN Potential. 1 GAAGTTCCTGATT 0.323

+ 1 177 rf21_uc002kzd.2_5 NM_031446 NP_113634 Q32NC0 CR021_HUMAN 0 CGCTACCTCCTGT 0.637

- 9 1201 _Mutation_p.D173N NM_003199 NP_003190 P15884 ITF2_HUMAN 2 GCGAGTCCCTATT 0.512

+ 18 2699 NM_194449 NP_919431 O60346 PHLP1_HUMAN PP2C-like. 0 GTGGTGCCTCGCC 0.602

+ 6 688 0xet.1_Missense_M NM_001040147 NP_001035237 O75635 SPB7_HUMAN 3 AAATCTCCCAAGG 0.413



- 6 941 2llf.2_Missense_M NM_152676 NP_689889 Q8NCQ5 FBX15_HUMAN 3 GATATGGTCAAAT 0.468

+ 4 371 lo.2_Missense_Mu NM_018235 NP_060705 Q96KP4 CNDP2_HUMAN 3 AGCTCCCTGATGG 0.517

- 2 233 ense_Mutation_p.A NM_025078 NP_079354 Q8N2U9 PQLC1_HUMAN 1.|Helical; (Potential). 2 CGGCCGCGCCCC 0.711

+ 21 3169 sb.1_Missense_Mu NM_019112 NP_061985 Q8IZY2 ABCA7_HUMAN C transporter 1. 9 ATTTGGGAGCTGC 0.408

- 4 649 DAMTSL5_uc010x NM_213604 NP_998769 Q6ZMM2 ATL5_HUMAN TSP type-1. 0 ACGGTTCTTCCCC 0.677

- 5 2446_2447 O1_uc010xgs.1_5 NM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0 ATGGTGGTGGTA 0.644

- 14 2147 NM_015174 NP_055989 Q9UPR6 ZFR2_HUMAN 2 GGTCGGAGGAG 0.542

- 5 1113 US3L_uc010duk.2_ NM_020175 NP_064560 Q96G46 DUS3L_HUMAN 0 TTGGTGCAGACG 0.607

+ 3 1929 NM_025061 NP_079337 Q6NSJ5 LRC8E_HUMAN LRR 5. 2 CAGGAACTTGACC 0.632

- 3 14698 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TGGTAACTACTGT 0.453

- 1 3155 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAAACAGTGGTTG 0.463

- 1 2849 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ACTCTGGAAACAG 0.483

- 8 1222 ws.2_Missense_M NM_024106 NP_077011 Q9BUY5 ZN426_HUMAN C2H2-type 4. 1 AGTTGGAATAATT 0.433

- 26 2815 mnh.2_Missense_M NM_001379 NP_001370 P26358 DNMT1_HUMAN BAH 1. 6 TTGGAGGGGACTC 0.572

- 25 2997 xlq.1_Missense_Mu NM_020812 NP_065863 Q96HP0 DOCK6_HUMAN 3 CCACATCCTGGGG 0.617

+ 3 349 NM_152356 NP_689569 Q8N8L2 ZN491_HUMAN 2 CAGGTTCCGGAA 0.398

- 5 1592 NM_020714 NP_065765 Q9ULM2 ZN490_HUMANC2H2-type 12. 0 TTCAGGGAATTTA 0.413

- 9 3261 p.E1039K|SFRS14 NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN G-patch. 0 CCGGCTCCCTGAT 0.642

+ 3 307 NM_004386 NP_004377 O14594 NCAN_HUMAN g-like V-type. 4 AGCGCAGCCCGA 0.652 rs2228601

+ 6 1204 714_uc010ecp.1_M NM_182515 NP_872321 Q96N38 ZN714_HUMAN 0 GTTAAAGAAAAAC 0.348

+ 2 903 _p.P336L|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN type 7; degenerate. 1 CAACCCCTACTAA 0.348 rs142651314

- 3 1700 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 11. 0 CTTGAGGACCAGG 0.418

- 4 1151_1152_p.P268F|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN 0 TGTAGGGTTTCTC 0.401

+ 7 613 c010xsh.1_Missens NM_002151 NP_002142 P05981 HEPS_HUMAN xtracellular (Potential). 2 ACGAGGGGAGGC 0.692

+ 6 1388 p.G389D|ZNF567_ NM_152603 NP_689816 Q8N184 ZN567_HUMAN 0 ATACAGGTGAGAA 0.438

+ 11 1035 ooe.2_Missense_M NM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN WD 3. 2 TCACCAGTTATGA 0.647

+ 9 2266 M5_uc002orl.2_Sp NM_004363 NP_004354 P06731 CEAM5_HUMAN 2 AGACTGGTAGGT 0.507

- 1 1756 NM_015649 NP_056464 Q8IU81 I2BP1_HUMAN 0 CCGTTGCGGGCCA 0.741

- 3 2001 NM_001080457 NP_001073926 Q9NT99 LRC4B_HUMAN lasmic (Potential). 2 GCTCGTCCTCCAC 0.731

- 5 755 _p.C225Y|KLK10_u NM_145888 NP_665895 O43240 KLK10_HUMANPeptidase S1. 2 ACCTGGCAAGGGT 0.512

+ 5 819 _p.V243M|TTYH1_u NM_020659 NP_065710 Q9H313 TTYH1_HUMAN Name=4; (Potential). 0 TGGCTGGTGATCG 0.632

- 19 2386_2387k|SAPS1_uc002qjv NM_014931 NP_055746 Q9UPN7 PP6R1_HUMAN Pro-rich. 0 TCAAAGGTGGCT 0.668

- 2 341 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7 ATGTTTCCTTCAT 0.348

+ 3 1839 etg.2_Missense_M NM_176811 NP_789781 Q86W28 NALP8_HUMAN 13 CTGAAAGTCATAC 0.488

+ 7 2209 mi.2_Missense_Mu NM_153447 NP_703148 P59047 NALP5_HUMAN LRR 2. 7 AAAATTCGGGTG 0.498

+ 7 1335 446_uc010eur.2_3 NM_017908 NP_060378 Q9NWS9 ZN446_HUMAN C2H2-type 2. 1 CAGCTGGAAGTCG 0.652

- 6 2425 ron|MZF1_uc002qt NM_198055 NP_932172 P28698 MZF1_HUMAN 1 GCTTTTCGCCGGT 0.672

+ 2 1003 wm.1_Missense_M NM_016030 NP_057114 Q8WVT3 TTC15_HUMAN 4 CCATGCGAGGGC 0.577

+ 1 482 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0 AAGCTGGTGAGTA 0.512

+ 7 971 2qyt.2_Missense_M NM_014746 NP_055561 P50876 R144A_HUMAN 2 ATGGAAGAAGATG 0.567

+ 7 665 2rat.2_Missense_MNM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1 CTTCTGGTCATCG 0.562

- 31 3682 e_Mutation_p.A29 NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 CCAACGGCTTGGA 0.378

- 15 2254 NM_000384 NP_000375 P04114 APOB_HUMAN 27 AAAAATCCTTGCT 0.418

- 1 420 ykm.1_Missense_M NM_004036 NP_004027 O60266 ADCY3_HUMAN lasmic (Potential). 4 TCGTGGCGCTGC 0.597

- 3 376 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1 GCAAGAGGAGAAG 0.373

+ 14 1905 NM_145038 NP_659475 Q96MC2 CC164_HUMAN Glu-rich. 0 agaagaggaggagAC 0.358

+ 11 1661 w.2_Missense_Mut NM_004341 NP_004332 P27708 PYR1_HUMAN -phosphate synthase).|CPS 10 GGTCCGGGTCCT 0.627



+ 6 673 SNX17_uc010ylm.1 NM_014748 NP_055563 Q15036 SNX17_HUMAN as-associating. 1 AAGCTGGATCTTC 0.468

+ 37 7450 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14 ATGTAGGTGCGAC 0.443

- 8 1473 ynd.1_Missense_M NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN Gly-rich. 1 gcctccacgaccacctc 0.393

- 4 601 g.2_Missense_Mut NM_005102 NP_005093 Q9UHY8 FEZ2_HUMAN 1 TGTGTAGGGGTTT 0.418

+ 4 817 _p.G250E|MSH2_u NM_000251 NP_000242 P43246 MSH2_HUMAN 55 AAAAGGGAGAGC 0.318

+ 5 3565 i.1_Missense_Muta NM_000179 NP_000170 P52701 MSH6_HUMAN TP (Potential). 168 ATATGGGGGGCAA 0.378

- 9 1754 zd.2_Missense_Mu NM_001122964 NP_001116436 Q5MIZ7 P4R3B_HUMAN 1 AATTCACTTTTTT 0.318

+ 18 1969 NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANmic (Potential).|Pro-rich. 4 ccccaccttccacccttcc 0.09

- 8 1674 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0 TCTGGGGTATCTA 0.428

+ 10 2199 NM_005791 NP_005782 O00566 MPP10_HUMAN 3 TAGCTTCGGAGAA 0.423

+ 10 5698 g.2_Missense_Mut NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN approximate tandem repeat 9 TCTTATGAGCAGG 0.453

- 3 909 _p.S130N|MOGS_u NM_006302 NP_006293 Q13724 MOGS_HUMANmenal (Potential). 0 CCTGGACTGGTTG 0.527

- 6 683 yth.1_Missense_M NM_022912 NP_075063 Q9H902 REEP1_HUMAN 0 TGTTTGCCGCTGG 0.647

- 9 1852 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMAN 3 TTCTTACCCTGTG 0.254

- 33 4699 NP200_uc010yuj.1 NM_014014 NP_054733 O75643 U520_HUMAN p.R1538C(1) 10 AGCAGGCGGGTT 0.557

+ 11 1727 bt.2_Missense_Mu NM_003854 NP_003845 Q9HB29 ILRL2_HUMAN toplasmic (Potential). 2 TGAGATACCACAT 0.572

- 6 1265 _p.S164F|TGFBRA NM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN 2 GAGGAGGAGGTG 0.547

- 7 705 kb.2_Missense_Mu NM_004336 NP_004327 O43683 BUB1_HUMAN 7 GCTGAAGATATCA 0.323

+ 5 1448 SD4_uc002tje.2_Int NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 AGGGTGGACACC 0.642

+ 13 3572 mt.3_Missense_Mut NM_005270 NP_005261 P10070 GLI2_HUMAN 13 CCTTTGGCCAGTA 0.692

+ 13 1673 |POTEE_uc002tsl. NM_001083538 NP_001077007 Q6S8J3 POTEE_HUMAN 0 ATCGAAGAAATGA 0.373

+ 9 783 3GAP1_uc010fng.2 NM_012233 NP_036365 Q15042 RB3GP_HUMAN 2 TAGATGCCCTTGT 0.363

+ 19 2141 GAP1_uc010fng.2_ NM_012233 NP_036365 Q15042 RB3GP_HUMAN 2 CCCCGGGATTATA 0.423

- 54 9568 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 CTCCATCACACTG 0.403

+ 7 1112 D2_uc002tzd.3_M NM_001083112 NP_001076581 P43304 GPDM_HUMAN 1 TAGTGAGCTTGCT 0.572

- 3 1327 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4 TGTTGGCCATAGC 0.448

+ 7 1869 udg.2_Missense_M NM_024969 NP_079245 Q8WYN3 CSRN3_HUMAN 5 CCAACCCCTCTG 0.517

- 8 1147 _p.R246*|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN I. 13 TTAGTCGAAACAA 0.388

+ 3 384 z.2_Missense_Mut NM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19 CCTAATCATCCCA 0.418

+ 14 1488 0fqo.2_Missense_ NM_007023 NP_008954 Q8WZA2 RPGF4_HUMAN cAMP 2. 6 GAGCTGCCTCTAT 0.488

- 1 882 NM_152275 NP_689488 Q86WT1 TT30A_HUMAN TPR 4. 0 AGTGCTGAGGCAT 0.552

- 275 71319 94G|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AAGCTCTTAAAAT 0.378

- 275 62973 612T|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGGTGGCTGTGG 0.438

- 253 52930 T11264I|TTN_uc01 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTAATGGTAAGTA 0.438

- 194 37684 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTTTGGAGACTT 0.398

- 66 16515 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGGAGGCTTCTAA 0.373

- 46 15582 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CAGTAGGAATAGA 0.478

- 46 13311 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN p.A4363A(1) 153 GTCTCTCTTTCCC 0.383

- 46 13143 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 AATAGTCCCTTAC 0.418

+ 9 1301 NM_018471 NP_060941 Q8WU90 ZC3HF_HUMAN 1 ACATATACTTCAGA 0.308

+ 8 1455 e_Mutation_p.E415 NM_177454 NP_803237 Q6P995 F171B_HUMAN lasmic (Potential). 10 AAACAGAAGAAAG 0.348

- 17 1791 gk.1_Missense_Mu NM_003151 NP_003142 Q14765 STAT4_HUMAN 9 GTTGATCTGAGTT 0.453

+ 6 1821 n_p.T536I|SLC39A NM_001127257 NP_001120729 Q9ULF5 S39AA_HUMAN 2 AGAACACAGAAGA 0.338

- 46 8787 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 CTAGCTCCAGAGC 0.488

- 36 5971 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 3 (By simila p.R1957*(1) 12 GAGTATCGAATTG 0.378

+ 21 2361 _p.E310K|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 TATATGGAAACCC 0.433

+ 10 1088 NM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN Nop. 0 ATGCAGCTTCTAC 0.393



+ 10 1319 10zib.1_Missense_ NM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2 ATGGAGCAGGAGA 0.308

+ 12 1679 nse_Mutation_p.P3 NM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2 TTTTTTCCAACTG 0.328

- 25 3132 zji.1_Missense_Mu NM_005235 NP_005226 Q15303 ERBB4_HUMAN lasmic (Potential). 33 CCAAATCCTCTTC 0.433

- 28 4878 _uc002vfg.2_Splic NM_212482 NP_997647 P02751 FINC_HUMAN 13 AAGTTACCTGTTG 0.438

+ 17 3416 x.2_Missense_Mut NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 GAAGATGAGTTTT 0.458

+ 22 4838 NM_005876 NP_005867 Q15772 SPEG_HUMAN se 1.|ATP (By similarity). 14 CTTTCTCCTACTT 0.642

- 4 845 ER_uc010zly.1_5'U NM_139072 NP_620711 Q8NFT8 DNER_HUMAN cellular (Potential). 8 GAGGCAGTGGCA 0.453

+ 5 887 p.R152K|CAB39_u NM_016289 NP_057373 Q9Y376 CAB39_HUMAN 1 GCATCAGACATGA 0.333

+ 17 2219 mp.1_Missense_M NM_001017915 NP_001017915 Q92835 SHIP1_HUMAN 2 GTCAGTCTTATGG 0.488

- 8 1293 _p.W348*|HJURP_ NM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1 AAATTAACCATTTT 0.398

+ 8 1413 vvt.2_Missense_Mu NM_001037131 NP_001032208 Q9UPQ3 AGAP1_HUMAN all GTPase-like. 3 GAGGTGGGAGTTT 0.498

- 18 2548 CA1_uc002vwa.1_ NM_024726 NP_079002 Q86XH1 IQCA1_HUMAN 1 TTAAAGCTCTCTT 0.478

+ 17 2272 D1_uc002waj.1_5'F NM_001080437 NP_001073906 Q8TER0 SNED1_HUMANcalcium-binding (Potential). 2 GAGTGCCGGTCTC 0.562

+ 8 1248 GDH_uc002wcg.1_ NM_152783 NP_689996 Q8N465 D2HDH_HUMAN 0 TTCCTGGAGCACG 0.612

- 8 1368 PT4_uc010zpn.1_I NM_015985 NP_057069 Q9Y264 ANGP4_HUMANnogen C-terminal. 2 ACCAGGCTGCTCT 0.617

- 12 1118 DH3B_uc002wgr.2_ NM_006899 NP_008830 O43837 IDH3B_HUMAN 0 AAGTCGGTTGTGG 0.562

+ 4 1283 zqz.1_Missense_M NM_001819 NP_001810 P05060 SCG1_HUMAN 6 AGAGGGACCACC 0.537

- 8 1810 ERMT1_uc002wms NM_017671 NP_060141 Q9BQL6 FERM1_HUMAN FERM. 3 TTTCATCAACCTC 0.413

+ 10 1546 F341_uc010geq.2_ NM_032819 NP_116208 Q9BYN7 ZN341_HUMAN C2H2-type 6. 2 TCTGCGGCAAGG 0.587

- 2 960 _Missense_Mutatio NM_000557 NP_000548 P43026 GDF5_HUMAN 0 ACGGGACCTCGG 0.612

+ 2 1432 NM_080552 NP_542119 Q9H598 VIAAT_HUMAN ical; (Potential). 0 CCAAGGCGCTGT 0.617

+ 3 334 xmu.2_Missense_M NM_003404 NP_003395 P31946 1433B_HUMAN 4 GAGCAGGCTGAG 0.463

- 1 121 LW1_uc002xot.2_5 NM_020398 NP_065131 O95925 EPPI_HUMAN WAP. 1 TTACTGGGAAATA 0.507

+ 2 209 xpo.2_Splice_Site_ NM_007019 NP_008950 O00762 UBE2C_HUMAN 0 CTCATGGTGAGT 0.498

+ 12 2361 m.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5 GGGACGGAAATG 0.473

- 2 1608 us.1_Missense_Mu NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 ACAAGTGGTTATC 0.428

- 6 865 2xvc.2_Intron|UBE2 NM_199203 NP_954673 Q13404 UB2V1_HUMAN 0 TTGCGAGGGACT 0.458

+ 12 2089 p.S500N|PHACTR NM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3 ACAAAAGTAATGA 0.333

- 23 2487 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 TGTTTCGAATCCC 0.328

- 16 1908 NM_002772 NP_002763 P98073 ENTK_HUMAN lar (Potential).|CUB 2. 8 TTAAACCCTCCTC 0.458

+ 21 2652 *|ITSN1_uc002ysx. NM_003024 NP_003015 Q15811 ITSN1_HUMAN SH3 1. 4 CAGGGTGGTTCCC 0.483

- 4 2230 uk.3_Missense_Mu NM_001001890 NP_001001890 Q01196 RUNX1_HUMANro/Ser/Thr-ricp.H242fs*14(2) 387 CGTGGGGGCTG 0.627

+ 10 1269 aeb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 ACTGCAGAGATGC 0.453

- 11 2727 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANPotential).|Ig-like C2-type 8. 11 TGTCTTCCTCCAC 0.517

- 5 1302 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANPotential).|Ig-like C2-type 3. 11 AGGGGCGAATGT 0.542

+ 6 577 n_p.P12S|RRP1_u NM_003683 NP_003674 P56182 RRP1_HUMAN 0 CAGGCCCCCAAC 0.597

- 15 2311 fl.1_Missense_Mut NM_001127491 NP_001120963 P05107 ITB2_HUMAN lasmic (Potential). 9 GTGGCGCTCTTGA 0.557

+ 33 7306 .2_Missense_Muta NM_006031 NP_006022 O95613 PCNT_HUMAN 8 GGTGCGTGACGA 0.642

- 2 334 4R_uc002zru.2_5' NM_023004 NP_075380 Q9BZR6 RTN4R_HUMAN LRRNT. 0 CCTGCTGGGGGC 0.672

- 10 1717 zsk.1_Missense_M NM_153334 NP_699165 Q96GP6 SREC2_HUMAN lasmic (Potential). 1 CAGCCCTGAGGG 0.612

+ 5 1859 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2 ATAAAGCCGAGAT 0.438

+ 13 3250 y.1_Missense_Mut NM_004327 NP_004318 P11274 BCR_HUMAN C2. 12 CCAACTCGTGTGT 0.567

+ 5 506 LC2A11_uc011ajc.1 NM_001024938 NP_001020109 Q9BYW1 GTR11_HUMAN Name=4; (Potential). 1 GTCCAGGTGTGAG 0.642

+ 4 1533 309L|MYO18B_uc NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 GGAGTCGCCAGC 0.632

+ 15 3143 guz.1_Missense_M NM_032608 NP_115997 Q8IUG5 MY18B_HUMANyosin head-like. 12 TTTGAGGAGCTGT 0.612

+ 4 3000 uc003afp.2_Silent_ NM_021076 NP_066554 P12036 NFH_HUMAN Tail. 0 GCCAAGGAAGATG 0.507

+ 7 859 ua.1_Missense_Mu NM_014291 NP_055106 O75600 KBL_HUMAN 0 CTGGGCCCCTGG 0.657



+ 8 1373 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1 TGGCAGGGTGTG 0.612

+ 6 1417 gxz.1_Missense_M NM_019008 NP_061881 Q9NQG6 SMC7L_HUMAN 1 GACAAACATCTCT 0.577

+ 2 730 NM_001429 NP_001420 Q09472 EP300_HUMAN action with ALX1. 64 AGAGCAGTCCTG 0.512

- 10 1279 p.R381Q|NAGA_u NM_000262 NP_000253 P17050 NAGAB_HUMAN 1 TCATCTCGGAGGC 0.562 rs144771084

- 3 1225 gzd.2_Nonsense_M NM_017436 NP_059132 Q9NPC4 A4GAT_HUMANmenal (Potential). 2 TGCCCTGGCTCT 0.617

- 5 564 1_uc003bdj.2_Splic NM_012263 NP_036395 O95922 TTLL1_HUMAN 1 CAAAGTCTGCAAG 0.552

+ 2 65 NM_001197 NP_001188 Q13323 BIK_HUMAN 0 AAATGTCTGAAGT 0.532

+ 12 1683 2_splice|ATXN10_ NM_013236 NP_037368 Q9UBB4 ATX10_HUMAN 2 TCTTTAGTGAATG 0.343

- 3 727 aa.2_Missense_M NM_058238 NP_478679 P56706 WNT7B_HUMAN 1 GTGACGGCGTGC 0.692

- 9 1199 _p.V212M|LMF2_u NM_033200 NP_149977 Q9BU23 LMF2_HUMAN 1 CCCGCACCTGGG 0.652

+ 15 1279 NM_153635 NP_705899 Q8IYJ1 CPNE9_HUMAN VWFA. 2 CAGTTCCCCCTG 0.522

+ 4 2096 bsg.2_Missense_M NM_004634 NP_004625 P55201 BRPF1_HUMAN riptional activation.|Interacti 3 TGCAATCTCAGAG 0.547

+ 15 1450 'Flank|IL17RC_uc0 NM_153483 NP_705616 Q8NFR9 I17RE_HUMAN cellular (Potential). 1 AAGCACCTCTTGT 0.607

+ 16 1366 CD2_uc003buy.1_M NM_033084 NP_149075 Q9BXW9 FACD2_HUMAN 4 CTTAAGGATATGT 0.398

- 22 3753 e_Mutation_p.P106 NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 TCCTCCGGGATCT 0.637

- 3 749 e_Mutation_p.Q10 NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN ical; (Potential). 6 CGTCCTGCAGCG 0.557

- 5 530 _Missense_Mutatio NM_012260 NP_036392 Q9UJ83 HACL1_HUMAN 0 GAAACTCCTGGAA 0.244

+ 5 1614 caq.3_Missense_M NM_054110 NP_473451 Q8N3T1 GLTL2_HUMAN tial).|Catalytic subdomain B 1 ACACTGGAGCGTA 0.547

+ 6 1773 3caq.3_Missense_M NM_054110 NP_473451 Q8N3T1 GLTL2_HUMANmenal (Potential). 1 AGGCCACCCTGA 0.552

- 2 526 385D_uc010hfb.1_ NM_024697 NP_078973 Q9H6B1 Z385D_HUMAN 5 CAAGAGGAAAGGG 0.502

+ 2 608 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN 1 CTCTTCCTCAGGG 0.483

+ 11 1088 PP21_uc011axy.1_I NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3 GAGATGACAGACG 0.378

+ 2 334 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 GCCAGGGCTGGT 0.562

+ 2 337 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 AGGGCTGGTCTG 0.562

- 12 6694 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 CATGCCCTCCTCA 0.582

+ 14 2164 n_p.V715M|DLEC1 NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 CAGATGGTGCTAG 0.587

+ 3 430 99K|MYRIP_uc010 NM_015460 NP_056275 Q8NFW9 MYRIP_HUMANVE-type.|RabBD. 5 AAGCACGAAAAGG 0.557

+ 4 966_967 cnr.2_Missense_M NM_003420 NP_003411 P13682 ZNF35_HUMAN 0 GAGAAACCCTTTG 0.465

+ 26 3312 _p.D958N|KIF15_u NM_020242 NP_064627 Q9NS87 KIF15_HUMAN Potential. 1 TCTGAGGACATAG 0.383

- 8 2362 al.1_Missense_Mu NM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN Potential. 1 TGCTGGCACTGCT 0.607

- 3 1433_1434 ro.3_Nonsense_M NM_006574 NP_006565 O95196 CSPG5_HUMANcellular (Potential). 2 CACCTGGAAGTC 0.589

+ 2 2297 p.G153D|TREX1_u NM_033629 NP_338599 Q9NSU2 TREX1_HUMAN 0 CACTGGGTCTGCT 0.577

- 1 320 PRKAR2A_uc003c NM_004157 NP_004148 P13861 KAP2_HUMAN on and phosphorylation. 1 GGTCAGGCGGCT 0.711

- 5 475 _p.L12P|QARS_uc NM_005051 NP_005042 P47897 SYQ_HUMAN 1 CACTTCAGCACAG 0.527

+ 3 2071 NM_004393 NP_004384 Q14118 DAG1_HUMAN eptidase S72. 2 GTCCTGGGTACAG 0.567

- 10 1240 c011bcs.1_Silent_p NM_020998 NP_066278 P26927 HGFL_HUMAN Kringle 4. 1 ACTGCTCCCCTGC 0.706

- 4 1078 _p.A156T|MON1A_ NM_032355 NP_115731 Q86VX9 MON1A_HUMAN 2 CCACCGCCACTAG 0.612

+ 5 999 3ddt.1_Splice_Site_ NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3 CTGAAGGTGAGCC 0.597

+ 4 483 ei.1_Missense_Mu NM_015136 NP_055951 Q9NY15 STAB1_HUMAN Extracellular (Potential). 9 ACCTGTGTGTGCC 0.637

+ 7 773 1_uc003dft.2_5'Fla NM_002215 NP_002206 P19827 ITIH1_HUMAN 3 CTACATCCTTACT 0.572

- 14 1887 ense_Mutation_p.H NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN Potential).|Ig-like C2-type 2. 5 TTGGGTGACCTGT 0.562

- 6 776 .A124V|C3orf64_u NM_173654 NP_775925 Q5NDL2 AER61_HUMAN 1 TCTCTGGCATATC 0.363

- 2 192 NM_020872 NP_065923 Q9P232 CNTN3_HUMAN-like C2-type 1. 5 CAACAGGGAAAAT 0.363

+ 5 1344 n_p.V367I|COL8A1 NM_001850 NP_001841 P27658 CO8A1_HUMAN elical region (COL1). 0 GGAGGTGTTCCTG 0.637

+ 5 458 uc003dvc.2_RNA|P NM_020357 NP_065090 Q8WW12 PCNP_HUMAN 0 CAAACTCCTTCAA 0.338

+ 11 2413 vl.1_Missense_Mut NM_024548 NP_078824 Q8IW35 CEP97_HUMAN 2 GAGACAAGAGATA 0.413

+ 2 1067 _p.D161N|PLCXD2 NM_001134478 NP_001127950 Q0VAA5 PLCX2_HUMANPI-PLC X-box. 1 TTCCTGGATTTCA 0.502



+ 7 871 bjd.1_Missense_M NM_033364 NP_203528 Q7Z4T9 AAT1_HUMAN Potential. 3 TTGAGAAGAGGAG 0.522

+ 13 1277 bjn.1_Missense_M NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 ACTTCTCGTAAGT 0.378

+ 8 947 ense_Mutation_p.V NM_013336 NP_037468 P61619 S61A1_HUMAN ical; (Potential). 1 GCAGTGGTCATC 0.532

- 19 2312 rc.1_Missense_Mu NM_005862 NP_005853 Q8WVM7 STAG1_HUMAN 2 GGTCTTCCACAGA 0.343

- 5 1019 ns.1_Missense_M NM_015472 NP_056287 Q9GZV5 WWTR1_HUMAN 4 TCTCATCCACATT 0.463

- 6 7096 _p.P393S|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN ike C2-type 10. 13 CAGGTGGTGGGTT 0.383

+ 1 94 NM_001101337 NP_001094807 P0CE67 CC079_HUMAN 0 TGGTCAGGATCCA 0.443

+ 12 1216 d.1_Missense_Mut NM_015938 NP_057022 Q96D46 NMD3_HUMAN 1 ATTTGGGACATCT 0.373

+ 2 152 NM_130770 NP_570126 Q8WXA8 5HT3C_HUMAN cellular (Potential). 3 CATGGGGTTGACC 0.527

+ 5 852 b.2_Missense_Mut NM_003722 NP_003713 Q9H3D4 P63_HUMAN 12 TTCAACGAGGGTA 0.498

- 4 376_377 HAP1_uc003fvx.3_RNA 0 ATTATGGGTCTATA 0.406

+ 12 1590 _p.E513K|PDE6B_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 TGCACCGAACTG 0.582

- 8 1299 329W|MFSD10_uc NM_001120 NP_001111 Q14728 MFS10_HUMAN 0 GGATCCGCCGGG 0.662

+ 12 1523 cw.2_Missense_Mu NM_001528 NP_001519 Q04756 HGFA_HUMAN Peptidase S1. 2 AGAAAGGGGACC 0.667

- 6 1711 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 AGGCGGGAGGTA 0.537

- 16 2461 e_Mutation_p.E474 NM_001099433 NP_001092903 Q96N16 JKIP1_HUMAN 4 GTTCTTCATTTCT 0.458

+ 7 1093 53_splice|MAN2B2 NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 CCACAGGTACAGG 0.617

- 25 2794 003gou.2_Intron|P NM_006017 NP_006008 O43490 PROM1_HUMAN 7 GCTTTACCTTGTC 0.383

- 4 758 p.A181V|SEPSEC NM_153825 NP_722547 Q9HD40 SPCS_HUMAN 0 TTACCTGCAGTGA 0.303

+ 10 1081 _Mutation_p.M309 NM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN WD 5. 1 AGACATGTATGTT 0.274

- 21 2909_2910x.1_Missense_Mut NM_002913 NP_002904 P35251 RFC1_HUMAN 4 ACTCCGGATCTG 0.495

+ 2 754 n_p.Q87*|NSUN7_ NM_024677 NP_078953 0 TCCTTTCAGCGTT 0.448

+ 8 2538 bzz.1_Missense_M NM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2 CAGTCAATGCAAA 0.577

- 5 1219 n_p.V386I|UGT2A1 NM_006798 NP_006789 Q9Y4X1 UD2A1_HUMANcellular (Potential). 1 TAGGGACTCCGTG 0.458

- 2 156 0ihv.1_Missense_M NM_005420 NP_005411 P49888 ST1E1_HUMAN 1 TCCCATGGACTTC 0.343

+ 5 1594 OM3_uc003hkf.1_ NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3 GGAGCCCTGACC 0.547

+ 27 3976 kw.2_Missense_Mu NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential). 5 AAGTGCGTTTTGT 0.478

+ 41 6036 _p.L1866F|FRAS1 NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential). 5 GACAACCTCCAGA 0.428

- 1 314 QR3_uc003hln.2_R NM_001040202 NP_001035292 Q6TCH7 PAQR3_HUMAN lasmic (Potential). 0 GACCCGGGGATC 0.632

- 6 352 1ccj.1_Missense_MNM_001080506 NP_001073975 B9EJG8 T150C_HUMAN 1 CCTTCGGTTTCAG 0.418

- 21 2704 i.2_Missense_Muta NM_001077207 NP_001070675 O94979 SC31A_HUMAN  with PDCD6.|Pro-rich. 8 ACATTTCCATGCA 0.473

- 15 1864 p.G567E|SEC31A_ NM_001077207 NP_001070675 O94979 SC31A_HUMAN 8 TTACCCCCACTGA 0.289

- 33 5797 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 TGACAGGCACACT 0.498

+ 4 854 NM_014208 NP_055023 Q9NZW4 DSPP_HUMAN 1 ATGGGAGTCCTAG 0.468

- 3 699 ense_Mutation_p.G NM_004827 NP_004818 Q9UNQ0 ABCG2_HUMAN er.|Cytoplasmic (Potential). 1 ATGATCCCACTGT 0.393

- 5 629 ADH1B_uc011ceh.1 NM_000668 NP_000659 P00325 ADH1B_HUMAN 2 GCAGACCCATAAC 0.483

- 15 1549 hxc.1_Missense_M NM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9 TTGTTGCTGGATT 0.289

- 2 235 PSS1_uc011cfh.1_R NM_005443 NP_005434 O43252 PAPS1_HUMAN ylyl-sulfate kinase. 1 AACCACGAAAGCC 0.463

- 28 2092 25A1_uc003hzd.2_ NM_198721 NP_942014 Q9BXS0 COPA1_HUMANcellular (Potential). 2 GTGGACCCGGCA 0.448

+ 9 1809 _p.P411S|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN Extracellular (Potential). 4 TGCGTTCCTCTTA 0.423

- 3 1956 _p.L385F|ANKRD5 NM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN ANK 3. 1 AGACAAGTAAATT 0.398

- 3 3127 25_splice|PCDH18 NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN 5 CTCTTACCTGCTG 0.398

+ 7 1037 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN FH2. 2 TGTCTTCTTTGCT 0.343

- 25 7555 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 22. 4 CAAAAACAGTGCA 0.418

+ 18 2217 cjd.1_Missense_M NM_021634 NP_067647 Q9HBX9 RXFP1_HUMAN lasmic (Potential). 0 AGAAAACATATGC 0.413

+ 10 1370 irc.2_Missense_Mu NM_007246 NP_009177 O95198 KLHL2_HUMAN Kelch 2. 0 ACTGTAGATTCCT 0.463

+ 21 4439 e.1_Missense_Mut NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN ular (Potential).|NHL 5. 0 GCCAAGGATGCCA 0.498



+ 1 122 ssense_Mutation_ NM_004168 NP_004159 P31040 DHSA_HUMAN 0 TGTCGGGGGTCC 0.637

- 20 2782 NM_006598 NP_006589 Q9Y666 S12A7_HUMAN lasmic (Potential). 4 CCTCGGCGCTGAT 0.408

- 3 408 NM_001044 NP_001035 Q01959 SC6A3_HUMAN 6 AGGCACCTGTGGG 0.607

+ 13 5801 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2 AAACCAGGGGAG 0.507

- 9 1548 NM_003966 NP_003957 Q13591 SEM5A_HUMANxtracellular (Potential). 2 GGACGGGAGCAG 0.517

- 47 7834 NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 3 (By similarity). 31 TTATTACTGTTTTG 0.308

- 11 2085 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 ACACTCGAATGGT 0.512

- 7 1574 T3A1_uc003jjw.1_R NM_152404 NP_689617 Q6NUS8 UD3A1_HUMANcellular (Potential). 3 CATAGGGCTTGAG 0.597

+ 10 1615 FLAM_uc003jle.1_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANaminin G-like 1. 7 GAGAACGAACACG 0.498 rs140240157

- 29 2857 _p.E945K|RICTOR_ NM_152756 NP_689969 Q6R327 RICTR_HUMAN 10 TTTCTTCCTGTAG 0.348

- 13 2156 .1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN C5b-binding domain. 7 CTGGAGGAACTG 0.398

- 8 1337 _p.S58F|HMGCS1 NM_001098272 NP_001091742 Q01581 HMCS1_HUMAN 0 AAACCAGAACCAT 0.403

+ 3 714 NM_152687 NP_689900 Q8N292 GAPT_HUMAN 0 GAAAAACCGATAA 0.413

+ 6 715 cqu.1_Missense_M NM_001029875 NP_001025046 Q6MZT1 R7BP_HUMAN 0 CCCTACCCCCTGG 0.468

+ 3 399 e_Mutation_p.S101 NM_015342 NP_056157 Q96BP3 PPWD1_HUMAN WD 2. 1 TTCGTAGTCACCT 0.289

+ 28 7258 _p.S2325F|MAST4_ NM_015183 NP_055998 O15021 MAST4_HUMAN 13 AGCCATCCCCAGC 0.597

+ 10 1302 _p.E431K|RGNEF NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0 CTTAGTGAAAATG 0.507

+ 8 1041 NM_006633 NP_006624 Q13576 IQGA2_HUMAN 7 CTGAAGGTGCTTA 0.338

+ 7 1931 au.2_Missense_Mu NM_004385 NP_004376 P13611 CSPG2_HUMAN minoglycan attachment dom 16 AAGAATGATCCTG 0.398 rs146518697

- 10 1603 p.1_Missense_Mu NM_005711 NP_005702 O43854 EDIL3_HUMAN F5/8 type C 2. 2 TTAGCTCCTTGTG 0.388

+ 83 17932 .A3652T|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN ical; (Potential). 16 ATGATGGCAGCCA 0.433

+ 7 1620 rq.2_RNA|AQPEP_ NM_173800 NP_776161 Q6Q4G3 AMPQ_HUMANmenal (Potential). 0 ATGAAGGTGGAA 0.353

- 3 883 3krx.3_Missense_M NM_020796 NP_065847 Q9H2E6 SEM6A_HUMANxtracellular (Potential). 2 CATCTGGATGTCC 0.507

+ 1 213 3ksn.2_Missense_ NM_182761 NP_877438 A1A519 F170A_HUMAN 1 TATCATGAAACGA 0.448

+ 2 868 2_Missense_Mutat NM_004384 NP_004375 Q9Y6M4 KC1G3_HUMAN ase.|ATP (By similarity). 0 AAATTGGATGTGG 0.348

+ 4 292 218P|IRF1_uc003kxb.2_Silent_p.P218P|IRF1_uc010jdt. Q8N8D9 CE056_HUMAN 0 GGTGGAGGGCATG 0.577

+ 12 1803 NM_002154 NP_002145 P34932 HSP74_HUMAN 2 AATGAGGAGCCAA 0.423

+ 3 534 F7_uc003kyx.2_5'U NM_003202 NP_003193 P36402 TCF7_HUMAN 0 AGTGCACCAGCG 0.627

+ 6 813 se_Mutation_p.T28 NM_058244 NP_490645 Q9H1J5 WNT8A_HUMAN 4 TATGGCACAGAGG 0.572

+ 19 3072 cyo.1_Missense_M NM_005733 NP_005724 O95235 KI20A_HUMAN bular (Potential). 0 CACCAACCTGCCA 0.502

+ 1 3118 lhk.1_Intron|PCDH NM_031857 NP_114063 Q9Y5H5 PCDA9_HUMAN 5 GGGAAGGTGGGT 0.418

+ 1 2329 CDHA7_uc003lhq.2 NM_018904 NP_061727 Q9Y5I0 PCDAD_HUMANPXXP 2.|6 X 4 AA repeats o 6 AGCCTTCCTCCTT 0.552

+ 1 2800 NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANr (Potential).|Cadherin 5. 2 GTGCGCGTGCTG 0.711

+ 1 727 ljm.1_Intron|PCDH NM_018922 NP_061745 Q9Y5G3 PCDGD_HUMANr (Potential).|Cadherin 3. 0 CAGGAGGTATACA 0.562

+ 1 657 CDHGB1_uc003ljo. NM_018918 NP_061741 Q9Y5G8 PCDG5_HUMAN r (Potential).|Cadherin 2. 4 CGGAGACCCGGT 0.577

+ 1 1222 ju.1_Intron|PCDHG NM_018921 NP_061744 Q9Y5G4 PCDG9_HUMAN |Extracellular (Potential). 0 ACGGCCCAAATTC 0.423

+ 1 1917 1_Intron|PCDHGA8 NM_002588 NP_002579 Q9UN70 PCDGK_HUMANr (Potential).|Cadherin 6. 2 ATGCAGGGCACA 0.597

+ 2 956 NM_000112 NP_000103 P50443 S26A2_HUMAN ical; (Potential). 0 ATAGCTGGAGTTT 0.353

- 3 308 .2_5'UTR|CCDC69 NM_015621 NP_056436 A6NI79 CCD69_HUMAN Potential. 2 AGAATTCTGGTTA 0.453

+ 2 565 wb.2_Missense_Mu NM_001128209 NP_001121681 Q92629 SGCD_HUMAN lasmic (Potential). 0 CTGGCGGAAACG 0.483

- 34 4360 g.2_Missense_Muta NM_003062 NP_003053 O75094 SLIT3_HUMAN aminin G-like. 4 GCAGCTCGTTGTT 0.662

- 19 3067 NM_005990 NP_005981 O94804 STK10_HUMAN Potential. 8 CCAGAGCCTAGGG 0.587

+ 7 2101 orf25_uc003mdr.3_RNA|C5orf25_uc003mdv.2_Missense Q8NDZ2 CE025_HUMAN 0 TGCCTGGGCGAG 0.488

- 3 929 _5'Flank|GRM6_uc NM_000843 NP_000834 O15303 GRM6_HUMAN cellular (Potential). 8 GGGAATCTTGATA 0.602

- 14 1635 _p.D501N|EXOC2_ NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7 TTAAAATCATTTTG 0.318

+ 4 1560 vw.2_RNA|PRPF4B NM_003913 NP_003904 Q13523 PRP4B_HUMAN /Lys-rich (basic). 5 GCGGTGGTCGTAG 0.423

+ 7 1064 q.1_Missense_Mu NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 AAGCGTCCTTTGA 0.483



+ 25 2415 ow.2_Missense_M NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 ATTCTCCCAACCT 0.318

+ 6 915 div.1_Splice_Site_ NM_004973 NP_004964 Q92833 JARD2_HUMAN 4 TTTCTAGTTTTCA 0.373

+ 1 782 NM_016255 NP_057339 Q9UBU6 FA8A1_HUMAN 0 TGACGAGGGTAG 0.711

- 18 3303 _p.P1066S|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 AGCAGGAGCAGG 0.453

+ 1 653 z.2_Missense_Mut NM_001949 NP_001940 O00716 E2F3_HUMAN DK2 binding (Potential). 1 CAGCAGAGCCGG 0.662

+ 11 1084 04_splice|CDKAL1 NM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2 TTTTAAGGAAATG 0.393

- 3 847 _p.A204T|KIAA031 NM_014809 NP_055624 Q5VV43 K0319_HUMAN cellular (Potential). 2 GCACCGCAGGAC 0.622

- 1 76 H3C_uc003nfv.2_5 NM_021062 NP_066406 P33778 H2B1B_HUMAN 0 TACCATCCTTCTT 0.488

+ 1 287 NM_003540 NP_003531 P62805 H4_HUMAN 0 AGGGACGCACTC 0.552

+ 4 1538 _p.V152M|ZNF165_ NM_003447 NP_003438 P49910 ZN165_HUMAN 0 AAAAAAGTGTCAC 0.428

- 6 1001 pn.2_Missense_M NM_006778 NP_006769 Q9UDY6 TRI10_HUMAN B30.2/SPRY. 0 TACCTGGCTCATA 0.373

- 10 4492 DC1_uc011dmp.1_ NM_014641 NP_055456 Q14676 MDC1_HUMAN on with the PRKDC comple 4 CTCCTAGTGGTCC 0.557

+ 6 454 9E|PSORS1C1_uc NM_014068 NP_054787 Q9UIG5 PS1C1_HUMAN 1 AGGGGACCTCCAA 0.572

+ 6 629 68S|PSORS1C1_uc NM_014068 NP_054787 Q9UIG5 PS1C1_HUMAN 1 CTTCCTCCTCCCT 0.562

+ 6 926 n_p.P60L|LY6G6D_ NM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN 2 TCTCAGCCCCAGT 0.537

- 17 1807 U1_uc003nxr.3_5'F NM_025257 NP_079533 Q53GD3 CTL4_HUMAN ical; (Potential). 4 GCATGAGTAGCAT 0.532

- 17 2153 ssense_Mutation_ NM_006709 NP_006700 Q96KQ7 EHMT2_HUMAN 1 GTTTGTCCACTGC 0.617

+ 2 418 os.1_Missense_Mu NM_001710 NP_001701 P00751 CFAB_HUMAN Sushi 1. 1 AAGGCGGCTCCTT 0.592

+ 18 2563 .1_Missense_Muta NM_001710 NP_001701 P00751 CFAB_HUMAN 1 GATTTGGGTTTTCT 0.517

- 2 404 AT1_uc003oag.2_ NM_006411 NP_006402 Q99943 PLCA_HUMAN 1 CTGGGGCTGCAG 0.468

- 4 629 dpv.1_RNA|NOTCH NM_004557 NP_004548 Q99466 NOTC4_HUMAN r (Potential).|EGF-like 4. 22 CACATGGGTTGGC 0.567

- 4 753 DQB1_uc003obv.2_ NM_002123 NP_002114 P01920 DQB1_HUMAN |Ig-like C1-type.|Connecting 0 GATTCAGACTGAG 0.547

- 1 358 9_uc011dqj.1_5'Fl NM_000593 NP_000584 Q03518 TAP1_HUMAN lasmic (Potential). 1 CGGGGAGCGGGA 0.726

- 18 2030 dn.1_Missense_Mu NM_022553 NP_072047 Q8N1B4 VPS52_HUMAN 5 AAAGGGGGAGAC 0.473

+ 4 336 8_uc003odq.1_Sp NM_022551 NP_072045 P62269 RS18_HUMAN 0 AGCCAGGTGTGTA 0.493

- 3 351 6_uc010juo.1_RNA NM_005452 NP_005443 O15213 WDR46_HUMAN 0 GACGGGGGCGG 0.582

- 2 1419 dz.2_5'Flank|TAPB NM_005453 NP_005444 O15209 ZBT22_HUMAN 1 GGTTGCCCTGCAT 0.622

- 7 2296 ation_p.L623F|DAX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN action with SPOP. 23 TGCAGAGGGAGC 0.627

+ 27 3740 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 CAAGGGCGTGAG 0.647

+ 5 546 nse_Mutation_p.T7 NM_145899 NP_665906 P17096 HMGA1_HUMANwith HIPK2 (By similarity). 0 AGAAAACCACCAC 0.507

+ 11 1679 dst.1_Missense_M NM_015245 NP_056060 Q92625 ANS1A_HUMAN 4 AGGTGGGGCAG 0.697

+ 2 463 oml.2_Missense_M NM_000389 NP_000380 P38936 CDN1A_HUMAN 2 ACCTGTCACTGTC 0.657

+ 25 3556 NM_001371 NP_001362 21 AAGTTGGTCCTGC 0.468

+ 57 8581 NM_001371 NP_001362 21 AATCTTCGAGATC 0.393 rs149070832

+ 79 12136 sense_Mutation_p NM_001371 NP_001362 21 GAGGAGGAAATTA 0.388

- 6 3041 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TTCTGGGATTTAT 0.448

+ 18 4123 p.R1275Q|ABCC10 NM_033450 NP_258261 Q5T3U5 MRP7_HUMAN C transporter 2. 7 AGGGCGAGTGC 0.642

- 15 2391 oyp.3_Missense_M NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN cellular (Potential). 2 GTCCCGCCAATGG 0.537

- 3 1662 dwn.1_Missense_M NM_001013732 NP_001013754 Q6ZW05 CF138_HUMAN 1 AATCCACTACAGA 0.468

- 2 352 _p.V97A|RHAG_uc NM_000324 NP_000315 Q02094 RHAG_HUMAN ical; (Potential). 2 CCCTGTACAATAG 0.388

- 1 1078 NM_138733 NP_620061 P07205 PGK2_HUMAN 1 TGAGCATGATTCT 0.483

- 23 2563 pai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 AGTGGGCACAGA 0.542

+ 2 649 NM_133367 NP_588608 Q8TEZ7 MPRB_HUMAN lasmic (Potential). 0 GGCAGTGCTTTGG 0.527

- 9 1242 _p.P251L|ICK_uc0 NM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5 GCATTGGGAATCA 0.458

+ 2 369 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 TGTGATGATACCT 0.433

- 28 3867 cy.3_Missense_Mu NM_001144769 NP_001138241 Q03001 DYST_HUMAN 14 AACACACTTTCAT 0.383

+ 11 4430 ri.2_Missense_Mut NM_001624 NP_001615 Q9Y4K1 AIM1_HUMAN 9 CAATAGGATTTTT 0.313



- 4 623 k.2_Missense_Mut NM_002037 NP_002028 P06241 FYN_HUMAN SH3. 7 TCCGTGCTTCATA 0.393

+ 3 1039 NM_001013734 NP_001013756 Q6ZWI9 RFPLB_HUMAN B30.2/SPRY. 0 TTGTGTCCATTCT 0.443

- 9 1024 D3_uc003qbw.2_MNM_001017373 NP_001017373 Q8N6K7 SAMD3_HUMAN 1 GGTCTTCGAACAT 0.343

+ 14 2512 khe.2_Missense_M NM_020455 NP_065188 Q86SQ4 GP126_HUMAN cellular (Potential). 1 GGTCTTCCAAGCA 0.348

+ 11 2902 kjw.1_Missense_Mu NM_032532 NP_115921 Q4ZHG4 FNDC1_HUMAN 8 GGCAGCCCATCTC 0.607

- 3 408 P44L_uc003qva.2_ NM_016098 NP_057182 Q9Y5U8 BR44L_HUMAN 1 CCGCCCTCCCTG 0.433

+ 7 801 k.2_Missense_Mut NM_001159767 NP_001153239 Q9Y6E2 BZW2_HUMAN 2 CTTTGAGAAAAGC 0.418

+ 15 2239 sui.2_Missense_Mu NM_058176 NP_478056 Q9UKV0 HDAC9_HUMANone deacetylase. 5 GTGGTGGACTTGG 0.269

+ 8 1628 _p.T211I|CCDC12 NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 ATGTGACCAATGC 0.473

- 1 808 NM_003014 NP_003005 Q6FHJ7 SFRP4_HUMAN 1 ACGATGGCTTCAG 0.657

+ 3 461 nc.2_Missense_Mu NM_005856 NP_005847 O60896 RAMP3_HUMAN ical; (Potential). 0 GCCATGGCTGGCC 0.612

- 4 398 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN 11 TGACATACCTATC 0.388

+ 53 14067 CA13_uc010kyt.1_ NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 TTCTGCGATGGCC 0.493

+ 28 3605 o.1_Missense_Mut NM_005228 NP_005219 P00533 EGFR_HUMAN lasmic (Potential). 9571 CGCCCAGCAGAG 0.532

+ 4 534 NM_001159279 NP_001152751 2 AAGGAGGTTATAA 0.338

+ 16 1318 r.2_Missense_Mut NM_000048 NP_000039 P04424 ARLY_HUMAN 2 AAGGGGGTCGCC 0.642

- 5 809 NM_016038 NP_057122 Q9Y3A5 SBDS_HUMAN 1 GACATACCTGAAA 0.403

+ 2 1197 _p.R152*|AUTS2_u NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 TCAGATCGAGAAA 0.512

- 2 185 nk|SBDSP1_uc011k NM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0 GAGAGGTCCCAT 0.348

- 5 1149 gr.1_Missense_Mu NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN 11 GTTCCTCATTGTC 0.488

- 15 1548 uc003uhs.1_Intron NM_000722 NP_000713 P54289 CA2D1_HUMANcellular (Potential). 6 GGTCTTCCCAAAA 0.348

+ 4 1008 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 ATGGCAGAAAGG 0.438

- 5 2658 MD9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 TTCTCCCACATGT 0.413

+ 22 1675 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 GGTAGTCCTGGTT 0.448

- 12 1982 92_splice|ASNS_uc NM_133436 NP_597680 P08243 ASNS_HUMAN 1 CATTATACCTGATG 0.338

+ 9 1213 upy.1_Missense_M NM_006409 NP_006400 Q92747 ARC1A_HUMAN WD 6. 1 ATTTGGGATTTCA 0.274

+ 2 550 CAN1_uc003usl.1_ NM_003439 NP_003430 P17029 ZKSC1_HUMAN SCAN box. 3 CCCAAGGAGCTCC 0.517

+ 2 233 1kjf.1_Splice_Site_ NM_006833 NP_006824 Q7L5N1 CSN6_HUMAN 0 TGCAGGGTGAGTG 0.592

+ 14 1307 td.2_Missense_Mu NM_004722 NP_004713 O00189 AP4M1_HUMAN MHD. 0 CTGCCTCGGGTG 0.632

- 3 670 68T|STAG3_uc010 NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GCTGTGCCCAGA 0.592

- 3 505 13K|STAG3_uc010 NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GCATCTCCAGAAA 0.557

- 1 176 3V|STAG3_uc010lg NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 CGCAGCGCGGAC 0.657 rs138935052

- 7 1896 p.V469I|EPHB4_uc NM_004444 NP_004435 P54760 EPHB4_HUMAN tential).|Fibronectin type-III 15 ATTTGACCTCGTA 0.602

+ 12 1815 _p.G294E|SLC12A9 NM_020246 NP_064631 Q9BXP2 S12A9_HUMAN cellular (Potential). 0 AGGGGGGGCTGT 0.627

+ 14 2155 _p.P670S|CDHR3 NM_152750 NP_689963 Q6ZTQ4 CDHR3_HUMAN |Extracellular (Potential). 1 CCCCACCCAACCA 0.493

+ 3 570 NM_002736 NP_002727 P31323 KAP3_HUMAN on and phosphorylation. 1 AGTCCAGGGTAT 0.299

+ 6 1486 _p.P265S|CBLL1_u NM_024814 NP_079090 Q75N03 HAKAI_HUMAN Pro-rich. 5 ATAACCCCTCCCC 0.547

+ 3 452 m.2_Missense_Mu NM_000230 NP_000221 P41159 LEP_HUMAN 0 GCCTGGGGGGTG 0.627

- 3 340 _p.M153I|IMPDH1 NM_001142573 NP_001136045 P20839 IMDH1_HUMAN 4 AATGGCCATGTCA 0.607

+ 9 1129 _p.W299*|METTL2 NM_018396 NP_060866 Q6P1Q9 MTL2B_HUMAN 1 GGTTTGGATTCAG 0.517

+ 8 1037 F5_uc003voi.2_Mis NM_002200 NP_002191 Q13568 IRF5_HUMAN 0 CGCTTCCCCAGCC 0.637

+ 16 1871 _p.P503L|AHCYL2_ NM_015328 NP_056143 Q96HN2 SAHH3_HUMAN 2 TCAAGCCTAATTA 0.527

+ 2 219 vow.2_Missense_M NM_020704 NP_065755 Q9ULQ0 FA40B_HUMAN 0 CAGATGGGCATGC 0.507

+ 10 1193 mh.2_Missense_Mu NM_013255 NP_037387 Q9UL63 MKLN1_HUMAN Kelch 2. 1 AGTGAGGATACTG 0.403

- 3 445 2_5'Flank|WDR91_ NM_014149 NP_054868 A4D1P6 WDR91_HUMAN 4 ACAAACCAATCCT 0.532

- 13 4440 p.S1414F|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 AAGATGGAGGCTG 0.572

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368



+ 11 845_846 GK_uc011krg.1_RN NM_018238 NP_060708 Q53H12 AGK_HUMAN 2 GGTACTGGTATCTT 0.332

- 4 852 NM_005232 NP_005223 P21709 EPHA1_HUMAN ar (Potential).|Cys-rich. 5 CACCAGCCACTC 0.657

+ 1 538 NM_012365 NP_036497 Q96R48 OR2A5_HUMANcellular (Potential). 3 TTCTGTGAAATCC 0.557

+ 1 808 NM_001005480 NP_001005480 Q6IF42 OR2A2_HUMANcellular (Potential). 2 GAGCAGGAGAAA 0.517

- 7 950 3whv.3_Missense_ NM_001101313 NP_001094783 Q3YBM2 T176B_HUMAN 1 TCTGCTCCCTAGA 0.567

- 6 818 3whv.3_Missense_ NM_001101313 NP_001094783 Q3YBM2 T176B_HUMAN ical; (Potential). 1 CAATGACCTTCAA 0.542

- 14 2119 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 GCTTCACTTCAGA 0.353

+ 18 3864 mg.2_Missense_M NM_053043 NP_444271 Q96EV2 RBM33_HUMAN RRM. 1 AATGTGGCCCTGA 0.507

- 63 10166 p.L2588P|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 27. 25 TGGCAAGGCAGG 0.438

- 1 117 NM_001926 NP_001917 Q01524 DEF6_HUMAN 0 GATCATCCTCAGC 0.582

- 1 1198 .1_Intron|FAM66D NM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3 GCCTGTCTGTGTC 0.567

- 6 1088 _p.G297D|MSR1_u NM_138715 NP_619729 P21757 MSRE_HUMAN .|Extracellular (Potential). 1 ATTGGACCTGGAA 0.398

+ 15 2030 60B2_uc011kyy.1_ NM_022749 NP_073586 Q86V87 F16B2_HUMAN 0 TATTCTCCGTGTT 0.642

+ 2 653 on_p.T61I|RHOBTB NM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN Rho-like. p.T39T(1) 2 ATGCCACCCTCAC 0.582

- 5 463 aj.1_Missense_Mutation_p.A108T|STMN4_uc011lak.1_M Q9H169 STMN4_HUMAN Potential. 2 TCTCTGCTAGGTG 0.493

- 3 8018 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 GTAATGGCATTGC 0.433

+ 7 2106 CC1_uc010lwo.1_M NM_006283 NP_006274 O75410 TACC1_HUMAN 1 TGGAGTCCTCTGC 0.532

+ 11 991 DAM18_uc010lwx.2 NM_014237 NP_055052 Q9Y3Q7 ADA18_HUMAN2B.|Extracellular (Potential). 6 TATGATGACATCA 0.318

- 4 751 NM_014420 NP_055235 Q9UBT3 DKK4_HUMAN KK-type Cys-2. 1 TTAATCGAGCATG 0.398

- 7 1605 xpe.2_Missense_M NM_006749 NP_006740 Q08357 S20A2_HUMAN lasmic (Potential). 2 TGGCTGCCCGCA 0.612

- 14 1817_1818 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN-like C2-type 4. 2 GTCAGGGAACCC 0.475

- 5 1015 se_Mutation_p.A19 NM_014682 NP_055497 O60284 ST18_HUMAN 5 TTACTGCCAGGCT 0.532

+ 4 2174 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 AAAAAATCTCGAC 0.328

+ 4 5817 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 ACCAACCATTGCC 0.398

- 2 759 n_p.E41K|SDR16C NM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3 CTATTTCACCAGC 0.448

+ 4 580 JC5B_uc003xvt.1_ NM_033105 NP_149096 Q9UF47 DNJ5B_HUMAN 0 GGAGACGAAAAC 0.448

- 7 2376 O5A1_uc011lfa.1_ NM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANar (Potential).|Kazal-like. 4 AATTAACGTTGCA 0.413

- 2 1171 CO5A1_uc003xyk NM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANcellular (Potential). 4 TCAATGGTGGTAA 0.547

+ 3 2630 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 ATGCCAGTGGCTC 0.542

+ 10 1427 _p.G163D|CRISPLD NM_031461 NP_113649 Q9H336 CRLD1_HUMAN LCCL 1. 2 ATGGTGGCTGGG 0.333

+ 3 308 n_p.A13V|HNF4G_ NM_004133 NP_004124 Q14541 HNF4G_HUMANreceptor.|NR C4-type. 1 TGTGTGCTATCTG 0.448

+ 1 178 NM_152565 NP_689778 Q8N8Y2 VA0D2_HUMAN 0 AACCTGGTCCAGT 0.483

- 5 689 0maj.2_Splice_Site NM_019098 NP_061971 Q9NQW8 CNGB3_HUMAN 3 ATAATACCTGTGT 0.378

- 5 453 3ygp.2_Missense_M NM_015496 NP_056311 Q69YN4 VIR_HUMAN Pro-rich. 2 GGGGAggtggtggcg 0.323

+ 2 366 NM_024613 NP_078889 Q9H8W4 PKHF2_HUMAN PH. 2 GAGAAGGAGTATT 0.363

+ 15 2582 _p.R795C|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 AGACATCGTGTCA 0.393

+ 1 496 NM_003301 NP_003292 P34981 TRFR_HUMAN Name=4; (Potential). 3 GCTCTGGTTCTTC 0.408

- 3 599 hx.1_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN lar (Potential).|CUB 1. 63 GATTTGGTACTTG 0.358

+ 9 1041 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 CTGGTGGATCCC 0.507

- 11 786 ense_Mutation_p.W NM_032026 NP_114415 Q6P1N9 TATD1_HUMAN 0 ACTTTCCCACTTC 0.383

- 23 3122 p.F783L|KIAA0196 NM_014846 NP_055661 Q12768 STRUM_HUMAN 2 GGCGGAAAAATAA 0.363

- 6 2126 FAT_uc010mei.2_R NM_020863 NP_065914 Q9P243 ZFAT_HUMAN 1 GGCTCTGGGCGC 0.587

- 13 3364 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN p.P1065P(1) 9 TGATGGGAAACAG 0.517 rs35639744

- 13 1727 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 CCAGTCCAACATT 0.473

- 11 1214 se_Mutation_p.S24 NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 GCCTCAGAAAACC 0.383

- 4 1132 NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN 13 CTCCTTCTACACG 0.453

+ 3 792 NM_030895 NP_112157 Q9H7X3 ZN696_HUMAN C2H2-type 1. 0 GTGCGGCGCCTG 0.687



+ 1 1234 D_uc011lkk.1_5'Fl NM_032862 NP_116251 Q53EQ6 TIGD5_HUMAN 0 TACCTGGCTGGCC 0.687

- 24 3543 NM_017570 NP_060040 O14841 OPLA_HUMAN 0 CGCTCACCGGCT 0.647

- 17 2381 zas.1_Missense_M NM_017570 NP_060040 O14841 OPLA_HUMAN 0 GACGCTCCTTGAT 0.647

- 23 2515 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1 GCTGCCCCACAGG 0.667

- 5 1010 uc003zco.2_Nonse NM_130849 NP_570901 Q6P5W5 S39A4_HUMAN cellular (Potential). 0 TCAGCTGCTGTTG 0.662

- 17 2786 uc011llh.1_Intron NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0 ACCAAGGGCTGG 0.677

+ 20 2468 CK8_uc010mgw.1_ NM_203447 NP_982272 Q8NF50 DOCK8_HUMAN 6 CGCCTGGAGCCG 0.607

+ 33 4793 n_p.P229L|SMARC NM_003070 NP_003061 P51531 SMCA2_HUMAN 3 CCAAACCTGTAGT 0.498

- 10 2442 IS3_uc010mhf.1_M NM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN 1 CTTCAGCCCCGCT 0.532

- 2 949 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN 3 TAGATTCAAAAAC 0.398

- 43 6233 p.S1434L|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN l).|Tyrosine-protein phospha 22 TGGACTGAAATGG 0.403

- 39 5566 .E1212K|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN lasmic (Potential). 22 GCACTTCGGTATT 0.408

+ 18 2669 03znr.2_Missense_ NM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2 GTATGTCTGAAAG 0.453

+ 10 1160 NM_017794 NP_060264 Q5VW36 K1797_HUMAN 10 AGCTTACCCAGAT 0.393

+ 10 2015 |NFX1_uc003zsp.1 NM_002504 NP_002495 Q12986 NFX1_HUMAN NF-X1-type 4. 1 TGTGGACCATGCT 0.368

+ 2 942 zvv.2_Missense_M NM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0 GAGGCACCCACA 0.537

+ 6 1295 lb.2_Missense_Mu NM_003995 NP_003986 P20594 ANPRB_HUMANcellular (Potential). 3 GGGCTCCTCCCTC 0.582

- 2 1177 NM_014872 NP_055687 O15062 ZBTB5_HUMAN 2 ACCACTCTCATGT 0.502

- 2 600 NM_014872 NP_055687 O15062 ZBTB5_HUMAN 2 GCTCCTGAACGCG 0.547

- 3 1070 e_Mutation_p.G357 NM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5 CACTACCCACCTC 0.607

- 13 2121 ense_Mutation_p.A NM_033655 NP_387504 Q9BZ76 CNTP3_HUMANminal.|Extracellular (Potentia 1 ACGCGGCGTCTG 0.637 rs1758272

- 1 589 mp.1_Missense_M NM_152573 NP_689786 Q8IZ41 RASEF_HUMAN 3 CCGCGTCCTCGT 0.741

- 11 1057 ltv.1_Missense_Mu NM_006415 NP_006406 O15269 SPTC1_HUMAN lasmic (Potential). 2 GGTAACGAAGCT 0.428

- 3 430 ation_p.T122I|ECM NM_001393 NP_001384 O94769 ECM2_HUMAN VWFC. 2 CAGGTAGTGCAGG 0.483

+ 5 595 atc.2_Missense_Mu NM_145006 NP_659443 Q96L08 SUSD3_HUMAN lasmic (Potential). 6 CACAGAGACCATG 0.597

- 12 1055 p.G280S|SLC35D2 NM_007001 NP_008932 Q76EJ3 S35D2_HUMAN lasmic (Potential). 0 CTTCACCCACAGG 0.453

- 7 1410 n_p.L82F|TSTD2_u NM_139246 NP_640339 Q5T7W7 TSTD2_HUMAN Rhodanese. 2 AATCAAGAAGGAT 0.353

- 6 945 4_uc004ayg.1_Mis NM_033220 NP_150089 Q14142 TRI14_HUMAN B30.2/SPRY. 1 CACTTGCCAGAGC 0.746

- 15 2958 _p.I754V|TEX10_u NM_017746 NP_060216 Q9NXF1 TEX10_HUMAN 2 CAGTGATATACAC 0.438

- 2 1845 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 ATCGTGCTGGGAA 0.478

- 1 1094 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 AGAAGGGCAAAAG 0.597

- 10 2343 _p.S669N|SVEP1_ NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN HYR 2. 7 TCCCAGCTTGCGG 0.448

- 4 1115 _p.A378T|ZFP37_u NM_003408 NP_003399 Q9Y6Q3 ZFP37_HUMAN 2-type 3; atypical. 2 TGAGTGCATGTTT 0.413

- 1 160 NM_001244 NP_001235 P32971 TNFL8_HUMAN 6 ATCACACCTTATC 0.507

- 3 1413 1mac.1_Intron|RAL NM_012098 NP_036230 Q9UKU9 ANGL2_HUMANnogen C-terminal. 0 ACCACACCTGCAT 0.617

+ 2 942 NM_032728 NP_116117 Q8NBV4 PPAC3_HUMAN ical; (Potential). 1 CGGTGCCCCTGC 0.677

+ 1 323 NM_000787 NP_000778 P09172 DOPO_HUMAN ntragranular (Potential). 4 TCTGGACCGATGG 0.602

+ 3 815 NM_000093 NP_000084 P20908 CO5A1_HUMAN rminal.|Laminin G-like. 11 CACACGGGGAAG 0.627

+ 3 248 fh.1_Missense_Mu NM_004108 NP_004099 Q15485 FCN2_HUMAN Collagen-like p.P80L(1) 1 GGACCTCCTGGGA 0.617

- 4 722 mdx.1_Missense_M NM_052813 NP_434700 Q9H257 CARD9_HUMAN Potential. 3 GCATGGCCAGGT 0.692

- 22 3566 cia.1_Missense_M NM_017617 NP_060087 P46531 NOTC1_HUMAN GF-like 31; calcium-binding 856 GGGTGGGAGAGG 0.692

- 3 296 k|LCN10_uc011mee NM_198946 NP_945184 P62502 LCN6_HUMAN 0 ATGACACTCTGGT 0.612

- 16 2469 e_Mutation_p.G705 NM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0 ACCTGGCCGTACT 0.602

- 3 238 eq.1_Missense_M NM_013379 NP_037511 Q9UHL4 DPP2_HUMAN 0 AGATGGGCCCCTC 0.527

+ 5 1011 MT1_uc004cob.1_M NM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3 CTGTGGGTTCCAA 0.448

- 5 5607 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 ATAAAGGAGATAG 0.512

- 5 3479 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 TAACTGGAGACAT 0.502



+ 1 1946 NM_182699 NP_874358 Q86TM3 DDX53_HUMAN 3 AGAAAACCTGGAC 0.378

+ 1 499 NM_181532 NP_853510 Q7Z444 RASE_HUMAN 5 AGTTGACCCTGGA 0.602

- 1 298 NM_018159 NP_060629 Q96G61 NUD11_HUMANudix hydrolase. 0 CACGATCCAGCGG 0.692

- 5 1750 dsc.2_Missense_M NM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN 3 AGAGGGGAAGATC 0.632

- 4 533 4dyp.1_RNA|uc004 NM_013346 NP_037478 Q9UMY4 SNX12_HUMAN 0 TAGTTCCTGTCAA 0.507

- 1 513 1L2_uc011mqj.1_I NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN 1 GCCCAGCGGCAG 0.567

- 3 424 B9B_uc004eli.1_In NM_016370 NP_057454 Q9NP90 RAB9B_HUMAN 3 GATCTCGATTTAA 0.498

- 1 652 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 CGTGCCGCAGCG 0.657

- 14 1863 muk.1_Missense_ NM_003069 NP_003060 P28370 SMCA1_HUMAN case C-terminal. 4 CACTTGCCAGGT 0.368

+ 18 2346 p.E696K|SAGE1_u NM_018666 NP_061136 Q9NXZ1 SAGE1_HUMAN 3 GAGGAGGAGATG 0.428

- 3 770 1_5'UTR|ARHGEF NM_004840 NP_004831 Q15052 ARHG6_HUMAN CH. 0 GCTAAAAGAGTAC 0.393

- 9 1280 C|RBMX_uc004faf NM_002139 NP_002130 P38159 HNRPG_HUMAN 1 GGAGGGTACCCC 0.567

- 2 236 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 TTATTGGATATTC 0.383

- 1 577 fhn.1_Missense_M NM_017518 NP_059988 Q99871 HAUS7_HUMAN 0 CGCTCCGAGCCG 0.721

- 7 1264 u.1_Missense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 1. 6 TGCGGTTCTTGTC 0.622

- 14 3706 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 CTACGTCCTTTGT 0.338

+ 6 960 40_splice|IL9R_uc NM_002186 NP_002177 Q01113 IL9R_HUMAN 0 ACAAGGTGGGCA 0.617

- 6 847 e_Mutation_p.D13 NM_004653 NP_004644 Q9BY66 KDM5D_HUMAN 1 CCTTATCTTTTAC 0.408

- 8 1137 _p.R360*|C1orf127 NM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1 CAGGTCGTTCAGG 0.622 rs146743970

- 10 1754 NR_026567 0 AGCAGCGGCTGAA 0.687 rs11260887

+ 8 1145_1146_p.P311L|SERINC2 NM_178865 NP_849196 Q96SA4 SERC2_HUMAN 0 AGGCCCCGAGGG 0.589

+ 11 1953 _p.F583Y|ZMYM1_ NM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN 0 AAACATTTCGACT 0.308

+ 3 331 NM_007102 NP_009033 Q16661 GUC2B_HUMAN 0 GACTGTGAGCTG 0.627

+ 9 1592 _p.S263L|PGM1_u NM_002633 NP_002624 P36871 PGM1_HUMAN 3 AGTTCTCAGCAAA 0.473

+ 2 247 2_5'UTR|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2 CCACAGAAAAAA 0.328

- 11 1731 ce|COL11A1_uc001 NM_001854 NP_001845 P12107 COBA1_HUMAN 12 CACTTACCCTATC 0.403

+ 4 1008 NM_020440 NP_065173 Q9P2B2 FPRP_HUMAN 3.|Extracellular (Potential). 1 GTGGCTGAAGGAA 0.493

+ 9 1128 TGA10_uc009wiw.2 NM_003637 NP_003628 O75578 ITA10_HUMAN cellular (Potential). 8 CACTAGGAGATCG 0.473

+ 8 1567 zr.1_Missense_Mut NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 TGGACCGGGAGA 0.592

+ 2 228 _p.V74A|TARS2_u NM_025150 NP_079426 Q9BW92 SYTM_HUMAN 1 ATGCTGTGGCATG 0.502

- 5 767 peh.1_Missense_M NM_207308 NP_997191 Q5VU65 P210L_HUMAN p.R232*(1) 11 TGAATTCGAACTT 0.368

- 2 990 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TATGACTGTCTGG 0.488

- 8 879_880 GPATCH4_uc001fp NM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1 CAATTCCCCAAGC 0.485

+ 15 1826 rf92_uc001fql.2_3' NM_144702 NP_653303 Q8N4P6 LRC71_HUMAN 0 AGGGAGGATGAG 0.562

+ 1 364 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN lasmic (Potential). 1 CTATGATCGCTATA 0.527

- 6 981 f112_uc001ggj.2_I NM_000450 NP_000441 P16581 LYAM2_HUMAN xtracellular (Potential). 5 TCAAATCCTTCTT 0.473

+ 5 1010 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23 GAAATTCGCAATC 0.358

- 6 930 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3 CTATTTCTCCATG 0.368

- 27 3258 Missense_Mutation NM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1 AAAAACGTGCTTC 0.308

+ 3 1031 NM_021205 NP_067028 Q7L0Q8 RHOU_HUMAN 0 CCTTCCAGAACGT 0.522

+ 5 328 1hxv.1_Missense_ NM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0 CTCTTCCAGGTAA 0.294

- 3 499 icp.2_Missense_M NM_032752 NP_116141 Q96IT1 ZN496_HUMAN 2 CCTTCGGAGCCAA 0.592

+ 1 518 NM_001001915 NP_001001915 Q8NGZ5 OR2G2_HUMANcellular (Potential). 0 TCTGTGGGCATCG 0.552

- 2 327 nse_Mutation_p.N4 NM_002189 NP_002180 Q13261 I15RA_HUMAN xtracellular (Potential). 0 GCGACATTCGTGG 0.572

- 22 3153 xjf.1_Missense_M NM_018027 NP_060497 Q9P2Q2 FRM4A_HUMAN 3 GTGGAACGCTGG 0.701

- 23 2732 j.2_RNA|NEBL_uc NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 22. 2 AAATATGATTTTG 0.388

- 9 1215 _p.S67F|ANKRD26 NM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4 TTGTGGGAAGGTT 0.403



- 15 1927 _p.E573Q|ANK3_u NM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 16. 19 CGACTTCAAGCTT 0.363

- 12 1606 09xpr.2_Missense_ NM_022079 NP_071362 Q5GLZ8 HERC4_HUMAN 3 CCAGAGGAAGAAA 0.244

- 8 861 e_Mutation_p.P220 NM_022129 NP_071412 P30039 PBLD_HUMAN 3 CCCACGGTGCAA 0.448

+ 34 4767 CDH23_uc001jsc. NM_022124 NP_071407 Q9H251 CAD23_HUMAN .|Extracellular (Potential). 11 AACATCGCGGGG 0.602

+ 17 2544 ag.2_Nonsense_Mu NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 GTGTGCCAGCCGG 0.677

+ 3 549 M20_uc001kjh.2_In NM_001134658 NP_001128130 Q2M3R5 TMM20_HUMAN (Potential).|DUF6 1. 1 TTATCACGTTTAG 0.438

+ 17 4988 p.H1436Y|PLCE1_ NM_016341 NP_057425 Q9P212 PLCE1_HUMANPI-PLC X-box. 3 ATTTATCATGGAC 0.423

- 4 652 nse_Mutation_p.R NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 TCAAATCGTTTCT 0.388

- 4 731 L2_uc009xvf.1_Int NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN rotease (By similarity). 3 TCCCTCCAATGAC 0.572

- 1 196 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMAN Name=2; (Potential). 4 GCATTGGGCGGTG 0.567

+ 1 493 _uc001mam.1_Int NM_001004750 NP_001004750 Q9H340 O51B6_HUMAN cellular (Potential). 2 TGGTTTCCCTACT 0.488

- 2 1185 OS_uc009yiz.2_Intr NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0 TGTATTCCTCCAG 0.522

+ 24 3427 xl.2_Missense_Mut NM_018259 NP_060729 Q96AE7 TTC17_HUMAN 5 AGGGACGGCGCT 0.428 rs143797065

+ 1 48 NM_001001952 NP_001001952 Q8NGL1 OR5DI_HUMAN cellular (Potential). 3 CCTCTTGGGCTTC 0.433

+ 1 285_286 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 TTTACGGGCTGC 0.446

+ 7 1951 pc.1_Missense_Mu NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0 CCCTAGCCCAGCT 0.587

- 19 3080 1oly.2_Missense_M NM_004910 NP_004901 O00562 PITM1_HUMAN 3 TTGCCCGACAGCG 0.647

+ 24 3303 se_Mutation_p.G10 NM_000260 NP_000251 Q13402 MYO7A_HUMAN 4 TCCAGGGGACAA 0.602

+ 5 776 os.1_Missense_Mu NM_006169 NP_006160 P40261 NNMT_HUMAN 1 CCTGCCCAGACC 0.632

+ 7 1375 2_Missense_Muta NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 CTTGGCGGAGGC 0.657

+ 1 722 NM_001004464 NP_001004464 Q8NGN5 O10G8_HUMAN Name=6; (Potential). 2 CCTGTGCCTCCCA 0.547

+ 2 315 NM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3 CGCCATCGACAGC 0.622

- 2 768 NM_004054 NP_004045 Q16581 C3AR_HUMAN cellular (Potential). 1 CAGTGGGGACTG 0.408

- 1 157 RH1_uc001qzc.2_In NM_176889 NP_795370 P59543 T2R20_HUMAN Name=2; (Potential). 0 GGAGACTGCCAG 0.343

+ 15 2016 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMANName=12; (Potential). 8 CATCACTTGttttata 0.289

+ 3 1295 p.D356N|ALG10B_ NM_001013620 NP_001013642 Q5I7T1 AG10B_HUMAN ical; (Potential). 3 ATAGCTGACTCAT 0.308

- 3 1660 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMAN 6 GTACCTCTTTGTA 0.328

+ 4 766 01rze.2_Nonsense NM_001130015 NP_001123487 Q7Z3H0 ANR33_HUMAN 0 GGGACCAGCGG 0.652

+ 5 851 mf.1_Missense_Mu NM_005556 NP_005547 P08729 K2C7_HUMANRod.|Linker 12. 0 ATCTCCGACACAT 0.592

- 6 1180 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 2. 1 CGTTCCGTATGTT 0.552

+ 1 244 NM_001005519 NP_001005519 A6NDL8 O6C68_HUMAN cellular (Potential). 1 TGTGTTCCAAGAT 0.363

- 6 2024 _p.G607D|DNAJC1 NM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4 GAGATACCTACAC 0.468

- 22 2990 p.R684W|GRIP1_u NM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2 TGCTCCGAGTTGT 0.537

- 3 572 .1_Intron|MDM1_u NM_017440 NP_059136 Q8TC05 MDM1_HUMAN 5 CATTAACTGGTGT 0.408

+ 5 437 se_Mutation_p.D73 NM_001089704 NP_001083173 P61224 RAP1B_HUMAN 0 TTTAACGATTTAC 0.328

+ 1 198 yi.1_RNA|ZDHHC1 NM_015336 NP_056151 Q8IUH5 ZDH17_HUMAN lasmic (Potential). 0 GATGGCGGACGG 0.672

- 9 1343 do.3_Missense_Mu NM_003297 NP_003288 P13056 NR2C1_HUMAN 1 CTTTTTCGGTGTA 0.428

+ 5 731 5A3_uc001tfr.2_Mi NM_005888 NP_005879 Q00325 MPCP_HUMAN chondrial matrix (Potential). 0 ATGCAGCTCCCA 0.373

- 2 1546 NM_006825 NP_006816 Q07065 CKAP4_HUMAN 0 TCAGCTCCTCCAC 0.657

- 35 4513 p.Q1006P|CIT_uc0 NM_007174 NP_009105 O14578 CTRO_HUMAN PH. 10 GGCCTCTGTCCAG 0.313

- 9 1424 c.3_Missense_Mut NM_002019 NP_002010 P17948 VGFR1_HUMAN 4.|Extracellular (Potential). 24 CGAGCAGATTTCT 0.403

- 2 1472 _p.R168*|SLC46A3 NM_181785 NP_861450 Q7Z3Q1 S46A3_HUMAN lasmic (Potential). 2 CTATTCGAATTGT 0.373

+ 7 1268 p.P287A|SLAIN1_u NM_144595 NP_653196 Q8ND83 SLAI1_HUMAN 2 CCAAAGCCTCTG 0.393

- 7 1053 se_Mutation_p.P34 NM_022118 NP_071401 Q5T8P6 RBM26_HUMAN Pro-rich. 1 GTGGGGGGAGTC 0.552

+ 8 1066 nh.2_Missense_M NM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN FERM. 2 CTGGCCGTTGCCA 0.537

- 8 845 DOCK9_uc010tis.1_ NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN PH. 1 CACTGTCTGCTGC 0.398

+ 4 669 RG2_uc010tll.1_In NM_173846 NP_776245 P59282 TPPP2_HUMAN 0 TACAAGGGTTCTG 0.542



- 15 1612 PO4_uc001wmy.1_ NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 4. 1 CCCGGGGACTGC 0.627

- 4 406 xfz.1_Missense_M NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN toplasmic (Potential). 9 CCTTTTCATGTTC 0.378

+ 64 12657 apy.2_Missense_M NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 TCTTCACTTTGGA 0.473

- 15 2626 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 ACAGCCGCTTGG 0.612

- 12 2683 se_Mutation_p.I60 NM_032560 NP_115949 Q6IN85 P4R3A_HUMAN 0 TTTCAATTACATGA 0.289

+ 2 149 _p.G18E|PPP2R5CNM_001161725 NP_001155197 Q13362 2A5G_HUMAN 2 AGAGTGGAAAAA 0.353

- 6 710 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 CCTGTGGGGCAG 0.542

+ 6 574 P_uc010bcd.1_5'F NM_007236 NP_009167 Q99653 CHP1_HUMAN EF-hand 3. 1 ATGGTCGGAGTAA 0.473

+ 21 7610 p.Q2268*|MGA_uc NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12 ACAGATCAGGCAG 0.363

- 30 4203 02aca.1_Splice_Si NM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN 4 AACTTACCTATTT 0.303

- 2 279 ace.1_Missense_M NM_006628 NP_006619 P56211 ARP19_HUMAN 0 TGCAACCGTTTCC 0.403

+ 2 287 jx.1_Missense_Mu NM_016166 NP_057250 O75925 PIAS1_HUMAN lization signal (Potential). 2 GCGGCGGTTCCC 0.483

+ 14 2002 se_Mutation_p.A62 NM_024505 NP_078781 Q96PH1 NOX5_HUMAN cellular (Potential). 2 CCAGGCCGAGGA 0.502

- 6 937 CG_uc002boa.2_R NM_016321 NP_057405 Q9UBD6 RHCG_HUMAN ical; (Potential). 1 GGGCACCGTAAGG 0.617 rs146143065

+ 13 1556 _p.M457I|WDR93_ NM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2 CCAAATGAAATGT 0.488

- 5 932 cpd.2_3'UTR|MLST NM_182563 NP_872369 Q6PL45 CP079_HUMAN ical; (Potential). 1 CAGACCGACACG 0.637

- 5 952 NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN NACHT. 6 TGAGATCCCGGAA 0.672

- 4 275 RL_uc002cvy.3_RN NM_001098814 NP_001092284 Q86TD4 SRCA_HUMAN 5 TCTCTCCATCTGT 0.468

- 11 1561 CSM1_uc010bwg.1 NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 ACCACGGCTGAC 0.607

+ 2 493 Missense_Mutation NM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN raction with MPL. 2 GGACCCCCACAG 0.403

+ 8 800 p.R240Q|PHKG2_ NM_000294 NP_000285 P15735 PHKG2_HUMANProtein kinase. 1 GCACCGGCGGC 0.607 rs143915773

- 11 2304 ge.1_Missense_Mu NM_182493 NP_872299 Q32MK0 MYLK3_HUMANProtein kinase. 7 CAAAATCCCAGCT 0.468

- 3 580 NM_001796 NP_001787 P55286 CADH8_HUMAN r (Potential).|Cadherin 1. 9 TTATTTGAAATATG 0.418

- 9 1141 p.R302C|SPATA22 NM_032598 NP_115987 Q8NHS9 SPT22_HUMAN 0 GTTCACGATCCTG 0.348

- 48 7743 F1_uc002fxg.1_5'F NM_015113 NP_055928 O43149 ZZEF1_HUMAN 4 GGGTTCGATTCAG 0.592

- 3 878 6F|ZMYND15_uc0 NM_022059 NP_071342 Q9H2A7 CXL16_HUMAN r (Potential).|Chemokine. 0 GATCAAGACAGCT 0.547

- 37 5472 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11 CCTTCACCGTCTG 0.557

- 19 2186 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 AGGACAAGCTCAT 0.493

- 30 4154_4155 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 GTGGCGGGAAGA 0.52 rs145911509

+ 3 1399 NM_021012 NP_066292 Q14500 IRK12_HUMANasmic (By similarity). 4 GCGCAGCTCATCA 0.637

+ 15 1860 R1_uc002gzm.2_M NM_014238 NP_055053 Q8IVT5 KSR1_HUMAN 4 ACATCCCCTTCGA 0.716

+ 3 791 ATF_uc002hnj.2_RN NM_012138 NP_036270 Q9NY61 AATF_HUMAN Glu-rich. 0 TGGCATGGAAGAA 0.517

- 8 768 w.1_Missense_Muta NM_001143780 NP_001137252 Q9BZJ4 S2539_HUMAN Solcar 2. 1 ACTGCAGTTCGAA 0.642

- 9 1389 _p.E253*|SPOP_u NM_003563 NP_003554 O43791 SPOP_HUMAN BTB. 6 TCATTTCCTTAAA 0.383

+ 11 854 sense_Mutation_p. NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 TTGATTCGATGTC 0.428

+ 3 459 NM_000727 NP_000718 Q06432 CCG1_HUMAN 0 TCCCTCGGGAAGA 0.612 rs142384274

+ 5 394 FMID_uc002juz.3_MNM_001010982 NP_001010982 Q63HM1 AFMID_HUMAN 2 GCTTACGGCATCG 0.582

+ 5 1499 NM_005189 NP_005180 Q14781 CBX2_HUMAN 0 CAGTGTCCGTTCA 0.627

- 17 2758 dw.1_Missense_Mu NM_004104 NP_004095 P49327 FAS_HUMAN 1 GACCGTCGAGGG 0.672

- 58 8407_8408nl.2_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMANaminin G-like 4. 21 GAGGCGGCCCCC 0.574

- 5 804 HD3_uc010xao.1_R NM_138340 NP_612213 Q8WU67 ABHD3_HUMAN 1 ACCCTCCCATTGA 0.433

+ 1 124 MA8_uc002kvp.2_N NM_144662 NP_653263 Q8TAA3 PSA7L_HUMAN 1 GCGTCTCGATATG 0.602

+ 15 2574 bp.1_Missense_Mu NM_001942 NP_001933 Q02413 DSG1_HUMAN lasmic (Potential). 7 CCTCAGGAAACAG 0.488

- 11 2316 2lbo.1_Missense_M NM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0 GAGGAGGAGAGC 0.577

+ 7 1794 _p.E251K|DCC_uc NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 4. 17 GTGGCTGAAAATG 0.438

- 12 6497 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN type protein kinase. 14 CCAGCGTTGCTAT 0.498 rs149775332

+ 5 1025 _p.D234N|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 2. 4 GCAAAGGATATGG 0.423



+ 37 5339 _Mutation_p.M156 NM_019112 NP_061985 Q8IZY2 ABCA7_HUMAN ical; (Potential). 9 TTGACATGGTGCG 0.577

- 4 751 D2_uc002luo.1_5' NM_017797 NP_060267 Q9BX70 BTBD2_HUMAN 2 TGGCGTCTGCAG 0.672

+ 2 418 dva.1_Splice_Site_ NM_005428 NP_005419 P15498 VAV_HUMAN 16 GGCAAGGTGAGC 0.51

- 3 14392 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ACACGTCCTTGAC 0.488

+ 6 700 NM_138353 NP_612362 Q66K64 DCA15_HUMAN 1 ACCTTCCAGCCCG 0.622

- 5 1866 208_uc002nqo.1_I NM_007153 NP_009084 7 TAAAGGCTTTGCC 0.383

- 5 920 _p.R206K|ZNF565_ NM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 4. 2 TGAGTTCTTTGAT 0.463

- 1 97 NM_001080468 NP_001073937 Q0VAF6 SYCN_HUMAN 0 GCTTGAGGTCGGC 0.706

+ 18 1780 2osb.2_Missense_ NM_004706 NP_004697 Q92888 ARHG1_HUMAN DH. 4 GGACATGATCCCC 0.667

- 2 340 ug.1_Intron|PSG3_ NM_021016 NP_066296 Q16557 PSG3_HUMAN g-like V-type. 2 TTTGCCCTTTGTA 0.433

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 ACCACcagcagcag 0.597

- 2 454 wk.2_Missense_M NM_005601 NP_005592 Q16617 NKG7_HUMAN ical; (Potential). 1 CGGTGGTTGAGA 0.617

- 2 543 ydc.1_Nonsense_M NM_001245 NP_001236 O43699 SIGL6_HUMAN cellular (Potential). 1 TTTCATCCATTTG 0.537

+ 4 1821 813_uc010eqq.1_I NM_001004301 NP_001004301 Q6ZN06 ZN813_HUMANC2H2-type 13. 1 AAAGCACACCTTG 0.368

- 2 664 gn.1_Missense_M NM_001005850 NP_001005850 4 CCTTGCCGCAGTC 0.731

- 3 919 issense_Mutation_ NM_198458 NP_940860 Q6ZNH5 ZN497_HUMAN 2 CGGCCGCGCGC 0.697

- 11 2916 NM_004304 NP_004295 Q9UM73 ALK_HUMAN cellular (Potential). 1218 CTTGGTGAATTTT 0.468

+ 15 1657 p.L445S|KLRAQ1_ NM_001135629 NP_001129101 Q6ZMI0 KLRAQ_HUMAN 1 ACAATTTGGACTA 0.343

+ 6 579 _p.V153I|ACTG2_ NM_001615 NP_001606 P63267 ACTH_HUMAN 0 GGCATCGTCCTG 0.507

+ 10 1411 MYD1_uc002sss.2 NM_198274 NP_938015 Q8NB12 SMYD1_HUMAN 4 ACCAGCCCATGCA 0.602

+ 2 381 RTK_uc002thl.1_In NM_006343 NP_006334 Q12866 MERTK_HUMANPotential).|Ig-like C2-type 1. 9 TCTGTCGAATCAA 0.483

- 4 554 NM_032494 NP_115883 Q8N5P1 ZC3H8_HUMAN 0 CAGGGCCAGGCC 0.383

- 3 317 _Mutation_p.L51F|P NM_003466 NP_003457 Q06710 PAX8_HUMAN Paired. 2 GCGGAGCTGGC 0.627

- 10 1205 z.2_Nonsense_Mu NM_002980 NP_002971 P47872 SCTR_HUMAN lasmic (Potential). 3 TTTCTTGGGTTCT 0.328

- 14 2785 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 CTGGGAGGTATTT 0.458

- 2 451 _p.N123S|CXCR4_ NM_003467 NP_003458 P61073 CXCR4_HUMANelical; Name=3. 3 TAGAGGTTGACTG 0.542

+ 9 3414 se_Mutation_p.P80 NM_018328 NP_060798 Q9P267 MBD5_HUMAN 5 TACATCCCAATCC 0.453

- 34 3806 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 30. 20 AGGAATCCAGCCA 0.453

+ 7 1246 bs.2_Missense_Mu NM_004180 NP_004171 Q92844 TANK_HUMAN 1 CAATCCGAGGACC 0.413

- 275 70825 229K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCATTTCTTTTAA 0.423

- 259 57436 66Q|TTN_uc010zfi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCAAATCGGTTTT 0.468

- 51 12415 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACTTATTCGGTATT 0.473 rs146847928

- 63 11862 uti.3_Missense_Mu NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 TACCATCCTCAGG 0.413

+ 1 799 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1 GGCCCCCACGAG 0.637

+ 2 250 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN 0 CACACCGTAAGTC 0.632

- 8 724 PD1_uc002wmd.3_ NM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN Poly-Asp. 0 TATCATCGTCATC 0.418

- 5 1501 NM_152611 NP_689824 Q8WUT4 LRRN4_HUMANcellular (Potential). 3 CCCTCCCGTGCAT 0.672

- 2 234 _uc002wqu.1_RNA NM_001099407 NP_001092877 Q9NVP4 CT012_HUMAN 1 TCTGAGGGACACA 0.328

- 12 6122 aw.2_Missense_Mu NM_014071 NP_054790 Q14686 NCOA6_HUMANA1-binding region. 7 CAGGGGGTTGCT 0.552

- 4 1501 zzp.1_Missense_M NM_153360 NP_699191 Q8NCL9 APCDL_HUMAN 1 GGGTATCGGGACT 0.612

+ 1 493 GNAS_uc002xzu.3_ NM_080425 NP_536350 P63092 GNAS2_HUMAN 292 TGTGGACCCCCAG 0.632

+ 3 798 gks.2_Nonsense_M NM_003195 NP_003186 Q15560 TCEA2_HUMANFIIS N-terminal. 0 TCCACCCGAGTCG 0.617

- 14 1163 ce|TPTE_uc002yir.1 NM_199261 NP_954870 P56180 TPTE_HUMAN 5 CCCTTACCTTGAT 0.313

- 3 603 w.1_Missense_Mut NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2 ATTCTTCCAAGTT 0.284

+ 11 1984 K1A_uc002ywl.2_3 NM_001396 NP_001387 Q13627 DYR1A_HUMAN 4 TCTCCAACGAATA 0.408

- 33 6235 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN lasmic (Potential). 11 TCCAAGCATGCTT 0.572

+ 8 890 abj.2_Missense_M NM_001039948 NP_001035037 Q2NKQ1 SGSM1_HUMAN 5 GACTACGTGGAG 0.562



- 14 2808 sense_Mutation_p NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN 0 CCCGGTCGATGTA 0.572

+ 12 1597 _p.Q320*|SFI1_uc NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN HAT 5. 1 CATCTCCAGCAAA 0.468

+ 18 3689 NM_001429 NP_001420 Q09472 EP300_HUMAN Bromo. 64 CATGGATCTTTCT 0.393

- 1 88 NM_002676 NP_002667 Q92871 PMM1_HUMAN 1 TTCCTGCGGGCTG 0.672

- 13 1690 _p.G146R|TTLL12_ NM_015140 NP_055955 Q14166 TTL12_HUMAN TTL. 1 AAGGCCCGGAAG 0.667

+ 14 1872 blc.2_Missense_M NM_014678 NP_055493 O75170 PP6R2_HUMAN 0 CGGATCGCCAACG 0.667 rs140951188

+ 5 1532 asw.1_Missense_M NM_003670 NP_003661 O14503 BHE40_HUMAN 1 AACTTAGAAACCA 0.478 rs147880359

- 22 2965 RIP2_uc011avh.1_ NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1 CCAGTTCCCTCAG 0.627

- 22 3871 hev.2_Nonsense_M NM_014744 NP_055559 Q92609 TBCD5_HUMAN 1 AGGCTGGGCCTG 0.587 rs150988847

+ 5 3340 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN Potential. 8 CCCGGCGGGAC 0.657

- 3 471 717_uc003dpw.3_ NM_001128223 NP_001121695 C9JSV9 C9JSV9_HUMAN 0 GCATCACGTCCCT 0.502 rs147946451

- 1 469 P1_uc003dty.3_5'Fl NM_014820 NP_055635 O94826 TOM70_HUMAN intermembrane (Potential). 1 CGGCTGCGACCA 0.716

+ 10 1082 nse_Mutation_p.H1 NM_017577 NP_060047 Q8IYS0 GRM1C_HUMAN 3 TATTTTTCATATCA 0.338

+ 16 1627 bjn.1_Missense_M NM_021082 NP_066568 Q16348 S15A2_HUMAN 1 GTCATTCGTGAAG 0.398

- 14 2356 NM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2 GCCCTGGCCAGG 0.612

+ 8 761 NM_001870 NP_001861 P15088 CBPA3_HUMAN 2 AAAAATCGTTCCA 0.383

- 4 1922 HE_uc003fen.3_R NM_000055 NP_000046 P06276 CHLE_HUMAN 4 TAAATTGATTTTT 0.333

+ 13 2826 NM_004443 NP_004434 P54753 EPHB3_HUMAN 11 CACCAGGGCGG 0.662

- 3 12753 11bth.1_Intron|MUC NM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0 GTGACAGGAAGAG 0.587

- 8 796 wh.2_Missense_M NM_005017 NP_005008 P49585 PCY1A_HUMAN alytic (Potential). 0 ACAATTCGGGTG 0.483

- 5 1222 53A_uc010ibw.2_3 NM_001013622 NP_001013644 Q6NSI3 FA53A_HUMAN 0 TGAGGCCCCTCTG 0.657

+ 67 9249 NM_002111 NP_002102 P42858 HD_HUMAN 4 GGTCCGGGACTG 0.647

- 1 588 NM_198353 NP_938167 Q6ZWB6 KCTD8_HUMAN BTB. 3 AGCCGTCCCGGT 0.567

- 3 410 cw.2_Missense_M NM_001010874 NP_001010874 Q5HYJ1 TECRL_HUMAN 0 GAGAAGGGTACC 0.318

+ 3 752 NM_021225 NP_067048 Q99935 PROL1_HUMAN Thr-rich. 1 CCATATCAGCAGC 0.498

- 9 1289 e.2_Missense_Mut NM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 2. 3 GAGTCTTCAACAT 0.308

+ 6 968 NM_016599 NP_057683 Q9NPC6 MYOZ2_HUMAN 0 CCGAACCTACAGA 0.373

+ 83 14728 em.2_Missense_M NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 AAAAAGTCCAATTA 0.338

+ 5 6625 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 GTCACAGGTGCCA 0.463

- 6 725 3ivv.1_Missense_M NM_152682 NP_689895 Q6NW29 RWDD4_HUMAN 0 CTCGAGGAAGTTC 0.284

+ 22 3214 jp.1_Missense_Mu NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 ACTAATAGAAAATT 0.333

- 34 6788 orf42_uc011coz.1_ NM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7 TAAAACGAAGTGG 0.423

+ 28 3537 GA1_uc003jow.2_M NM_181501 NP_852478 P56199 ITA1_HUMAN ical; (Potential). 3 TTTTAGCACTGTG 0.318

+ 4 765 zx.2_Missense_Mu NM_001882 NP_001873 P24387 CRHBP_HUMAN 0 TCTTCCGAGTCCA 0.468 rs139472454

+ 11 2210 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 CCCCGGATGATAT 0.428

- 6 786 3kpw.1_Missense_M NM_022140 NP_071423 Q9HCS5 E41LA_HUMAN FERM. 1 AGTTCTTCCTTCT 0.358

+ 1 2159 NM_018935 NP_061758 Q9Y5E8 PCDBF_HUMAN lasmic (Potential). 5 GGGCGGCCTCAG 0.652

+ 1 185 ljm.1_Intron|PCDH NM_018922 NP_061745 Q9Y5G3 PCDGD_HUMAN|Extracellular (Potential). 0 CAACTCGAAAACT 0.522

+ 11 2912 _p.S918F|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN RRM. 0 CCCTCTCTTTGAC 0.612

+ 4 477 RS_uc011deo.1_In NM_002887 NP_002878 P54136 SYRC_HUMAN 3 CACCTCCCAGACA 0.328

+ 2 199 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMAN cellular (Potential). 0 CTGGACCGGGCA 0.552

+ 8 1099 nag.1_Missense_M NM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0 CAGACCTCTCACT 0.607

- 8 2712 se_Mutation_p.Q58 NM_000332 NP_000323 P54253 ATX1_HUMAN ction with USP7.|RNA-bindi 4 CCAACTGGATGAT 0.572

- 8 1631 e_Mutation_p.Q220 NM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 ctgctgctgctgctgctgc 0.363

- 8 1625 e_Mutation_p.Q218 NM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 ctgctgctgctgctgctgc 0.368

+ 6 697 p.P126S|CAP2_uc0 NM_006366 NP_006357 P40123 CAP2_HUMAN 1 CCCAAACCTGGTC 0.413

+ 1 278 NM_012367 NP_036499 P58173 OR2B6_HUMANcellular (Potential). 1 TAATCAGTTATCG 0.408



- 7 1524 HX16_uc011dmo.1 NM_003587 NP_003578 O60231 DHX16_HUMANcase ATP-binding. 4 CCTCCTCAAAGAG 0.408

+ 2 226 n_p.Q5R|MICB_uc NM_005931 NP_005922 Q29980 MICB_HUMAN cellular (Potential). 0 TGTCCCAGGATG 0.522

- 15 2667 oca.2_Missense_M NM_018833 NP_061313 Q03519 TAP2_HUMAN 0 CGATTCCCACCAG 0.517

- 2 461 dsq.1_Missense_M NM_012391 NP_036523 O95238 SPDEF_HUMAN 5 CAGGAGGTGGC 0.677

+ 6 1294 _p.V337L|PNPLA1_ NM_001145717 NP_001139189 Q8N8W4 PLPL1_HUMAN Pro-rich. p.P432A(1) 4 TCAACTGTGGGGG 0.592

- 4 498 NM_006708 NP_006699 Q04760 LGUL_HUMAN 1 ACTTACCGAATCC 0.338

+ 5 706 ML4_uc003oqd.2_ NM_198153 NP_937796 Q6UXN2 TRML4_HUMAN 1 TGTTGTGAGTCCT 0.582

+ 5 1657 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 ATGGATCAGCTTT 0.403

- 4 945 YS_uc003per.1_M NM_001142800 NP_001136272 Q5T1H1 EYS_HUMAN 6 GAATTAACAGTGT 0.413

+ 18 2053 0776_uc010kck.2_ NM_015323 NP_056138 O94874 UFL1_HUMAN 1 CAACATCGACAAG 0.378 rs141416978

- 5 779 p.1_Intron|ROS1_u NM_001017408 NP_001017408 Q9HD26 GOPC_HUMAN 1 CTTTGCCTAGGTG 0.333

- 7 2147 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANcellular (Potential). 3 TCTTTCGGGCATG 0.537

- 9 1006 kuc.2_Nonsense_Mutation_p.Q62*|SNX13_uc003stx.1_N Q9Y5W8 SNX13_HUMAN PXA. 3 CTGAGTTGATTTAT 0.269

+ 3 607 se_Mutation_p.E13 NM_018685 NP_061155 Q9NQW6 ANLN_HUMAN tion.|Interaction with CD2AP 3 AGATTGGAAGCAA 0.493

+ 10 1110 A13_uc010kyr.2_5 NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 AACAGGGTAGCC 0.423

+ 2 574 0ldj.1_RNA|uc003 NM_001540 NP_001531 P04792 HSPB1_HUMAN th TGFB1I1 (By similarity). 0 TCACGCGGAAATA 0.647

+ 13 1692 0ldp.2_Missense_M NM_020879 NP_065930 Q8IYE0 CC146_HUMAN 2 CCATTCGAAATGA 0.303

- 2 643 TERF_uc011khm.1_ NM_006980 NP_008911 Q99551 MTERF_HUMAN 0 CGAGGGGCATTG 0.403

- 6 843 L13_uc003var.2_R NM_145032 NP_659469 Q8NEE6 FXL13_HUMAN 0 GAACTTCGTTCAG 0.318

- 18 2293 ey.2_Missense_Mu NM_007356 NP_031382 A4D0S4 LAMB4_HUMANminin IV type B. 8 CAATTTCAACACA 0.473

+ 15 2824_2825 NM_173569 NP_775840 Q6ZU65 UBN2_HUMAN Ser-rich. 2 TGTCTCCATTACA 0.465

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 2 1788 ion_p.G28S|FAM1 NM_014690 NP_055505 Q86XD5 F131B_HUMAN 0 TGATGCCGTCCCA 0.577

+ 7 805 OM2_uc011kwi.1_In NM_003970 NP_003961 P54296 MYOM2_HUMAN-like C2-type 1. 6 TTTGACGACACTG 0.537

+ 15 1282 NTG1_uc010lxz.1_M NM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN PH. 5 TGTACTCCCCGAC 0.478

- 9 860 _p.A32T|SNX31_u NM_152628 NP_689841 Q8N9S9 SNX31_HUMAN 0 GTTTGGCCCATC 0.363

- 5 1389 e_Mutation_p.R413 NM_013437 NP_038465 Q9Y561 LRP12_HUMAN ential).|LDL-receptor class A 0 TGCAGCGATCAGA 0.413

- 2 1304 cw.2_Missense_M NM_014379 NP_055194 Q6PIU1 KCNV1_HUMANor; Name=Segment S4; (Po 2 GCATGCGCAGAG 0.502

- 16 1450 _p.C285W|ASAP1_ NM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN f-GAP.|C4-type. 4 TTCTATACAGGTC 0.388

- 1 1378 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1 GCTGGGTCCGGT 0.711

- 5 2192 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN 0 TCTCTCCAACACG 0.403

+ 21 3000 w.2_Missense_Mut NM_004972 NP_004963 O60674 JAK2_HUMAN otein kinase 2. 28641 CCATAGGGTATGG 0.318

+ 1 257 NM_022160 NP_071443 Q5VZB9 DMRTA_HUMAN 2 GAGACCGAGGCG 0.667

+ 3 196 T1P1_uc010mjq.1_ NM_014471 NP_055286 O60575 ISK4_HUMAN Kazal-like. 0 CATATACGAATGA 0.557 rs149166930

+ 7 1722 AP1_uc011loj.1_Mi NM_016525 NP_057609 Q9NZ09 UBAP1_HUMAN UBA 2. 0 ACCTCATGGCTCG 0.532

+ 1 58 mlb.2_Missense_Mu NM_003995 NP_003986 P20594 ANPRB_HUMAN 3 CGTCCTCCCGGGG 0.677

- 13 2140 nse_Mutation_p.Q NM_033655 NP_387504 Q9BZ76 CNTP3_HUMANminal.|Extracellular (Potentia 1 CCGTGCTGCACCA 0.701 rs1758271

- 5 1086 NM_017561 NP_060031 A1L443 FA22F_HUMAN Pro-rich. 0 GTGGGCCTTGGT 0.706

+ 25 2784 NM_001855 NP_001846 P39059 COFA1_HUMAN lical region 4 (COL4). 6 AGGGCGAGAAGG 0.512

+ 1 1270 NM_006687 NP_006678 Q9Y615 ACL7A_HUMAN 0 TACGAGGAACACG 0.587

+ 14 2342 bkz.1_Missense_M NM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0 AGTGAGCTCCATG 0.418

- 17 1470 .G381R|DENND1A NM_020946 NP_065997 Q8TEH3 DEN1A_HUMAN 2 TTGCTCCACTTCC 0.408

+ 1 679 NM_032728 NP_116117 Q8NBV4 PPAC3_HUMAN ical; (Potential). 1 CCCCTGGATCGGA 0.687

+ 26 4113 53_splice|CACNA1 NM_000718 NP_000709 Q00975 CAC1B_HUMAN 6 CTGCAGGTAAACT 0.542

+ 4 524 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN ical; (Potential). 1 CCCTTGCCCTGG 0.532

+ 9 1703 mid.1_Missense_Mu NM_001830 NP_001821 P51793 CLCN4_HUMAN 5 ACTCGGCCTGTGG 0.542

+ 8 781 NM_005089 NP_005080 Q15696 U2AFM_HUMAN RRM. 3 TTGCCCGAGTTCA 0.522



+ 5 662 _p.P190L|SYAP1_ NM_032796 NP_116185 Q96A49 SYAP1_HUMAN BSD. 1 TCGTTCCTAAACT 0.488

+ 9 2561 se_Mutation_p.S80 NM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 12. 2 TTATTTCCATTCA 0.433

+ 11 1504 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1 tgagaaaggaagatatg 0

- 5 1254_1255 NM_176819 NP_789789 Q9H7Y0 CX036_HUMAN 1 TGGGCGGATGCT 0.569

+ 1 530 NM_019886 NP_063939 Q9NS84 CHST7_HUMANmenal (Potential). 3 CTGGGCGAACTC 0.627

+ 4 736 dhh.2_Missense_M NM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Glu. 5 aggaggaggatgagg 0.522

+ 6 2909 E871K|CCNB3_uc NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN p.E871>*(1) 9 GAGCAGGAGGCC 0.527

- 12 2736 oi.1_Missense_Mu NM_004463 NP_004454 P98174 FGD1_HUMAN PH 1. 6 GAGCTCGAGGGA 0.552

+ 5 1810 _p.D560N|STARD8 NM_014725 NP_055540 Q92502 STAR8_HUMAN 6 CGGCGCGATTCAG 0.607

- 4 416 F5_uc004eij.1_RN NM_032946 NP_116564 Q9H1B4 NXF5_HUMAN RRM. 1 CCATAAGGAATCT 0.413

+ 6 1444 ejh.2_Missense_M NM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1 TCTGGCCTGAAGA 0.458

- 8 1613 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 GCTTTTCTGTGGG 0.632

+ 5 648 a.2_Missense_Muta NM_017765 NP_060235 Q6ZP29 PQLC2_HUMAN 1.|Helical; (Potential). 0 TACAGACCTACAC 0.284

+ 11 1953 _p.F583Y|ZMYM1_ NM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN 0 AAACATTTCGACT 0.308

- 12 1456 yr.1_Missense_Mut NM_021080 NP_066566 O75553 DAB1_HUMAN 3 CGGGGGGAGAG 0.363

+ 9 1592 _p.S263L|PGM1_u NM_002633 NP_002624 P36871 PGM1_HUMAN 3 AGTTCTCAGCAAA 0.473

+ 2 247 2_5'UTR|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2 CCACAGAAAAAA 0.328

+ 9 1128 TGA10_uc009wiw.2 NM_003637 NP_003628 O75578 ITA10_HUMAN cellular (Potential). 8 CACTAGGAGATCG 0.473

- 8 879_880 GPATCH4_uc001fp NM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1 CAATTCCCCAAGC 0.485

+ 15 1826 rf92_uc001fql.2_3' NM_144702 NP_653303 Q8N4P6 LRC71_HUMAN 0 AGGGAGGATGAG 0.562

+ 1 364 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN lasmic (Potential). 1 CTATGATCGCTATA 0.527

- 6 981 f112_uc001ggj.2_I NM_000450 NP_000441 P16581 LYAM2_HUMAN xtracellular (Potential). 5 TCAAATCCTTCTT 0.473

+ 5 1010 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23 GAAATTCGCAATC 0.358

- 6 930 NM_001994 NP_001985 P05160 F13B_HUMAN Sushi 5. 3 CTATTTCTCCATG 0.368

+ 3 1031 NM_021205 NP_067028 Q7L0Q8 RHOU_HUMAN 0 CCTTCCAGAACGT 0.522

+ 5 328 1hxv.1_Missense_ NM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0 CTCTTCCAGGTAA 0.294

- 2 211 01ibx.2_Missense_ NM_020394 NP_065127 Q8IW36 ZN695_HUMAN KRAB. 0 AGCTGGGTCCAG 0.453

- 3 499 icp.2_Missense_M NM_032752 NP_116141 Q96IT1 ZN496_HUMAN 2 CCTTCGGAGCCAA 0.592

- 2 327 nse_Mutation_p.N4 NM_002189 NP_002180 Q13261 I15RA_HUMAN xtracellular (Potential). 0 GCGACATTCGTGG 0.572

- 9 1215 _p.S67F|ANKRD26 NM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4 TTGTGGGAAGGTT 0.403

- 12 1606 09xpr.2_Missense_ NM_022079 NP_071362 Q5GLZ8 HERC4_HUMAN 3 CCAGAGGAAGAAA 0.244

- 8 861 e_Mutation_p.P220 NM_022129 NP_071412 P30039 PBLD_HUMAN 3 CCCACGGTGCAA 0.448

+ 17 4988 p.H1436Y|PLCE1_ NM_016341 NP_057425 Q9P212 PLCE1_HUMANPI-PLC X-box. 3 ATTTATCATGGAC 0.423

- 4 652 nse_Mutation_p.R NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 TCAAATCGTTTCT 0.388

+ 1 283 uc001kwr.2_Intron NM_001143909 NP_001137381 Q2QD12 Q2QD12_HUMAN 0 GCCTTCGAAAGCA 0.498 rs61746133

+ 31 11879 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 caccaccaccactacgg 0.129

- 1 196 NM_001004758 NP_001004758 Q8NGJ8 O51S1_HUMAN Name=2; (Potential). 4 GCATTGGGCGGTG 0.567

+ 1 493 _uc001mam.1_Int NM_001004750 NP_001004750 Q9H340 O51B6_HUMAN cellular (Potential). 2 TGGTTTCCCTACT 0.488

- 2 1185 OS_uc009yiz.2_Intr NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0 TGTATTCCTCCAG 0.522

+ 24 3427 xl.2_Missense_Mut NM_018259 NP_060729 Q96AE7 TTC17_HUMAN 5 AGGGACGGCGCT 0.428 rs143797065

+ 1 285_286 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 TTTACGGGCTGC 0.446

+ 7 1951 pc.1_Missense_Mu NM_178864 NP_849195 Q8IUM7 NPAS4_HUMAN 0 CCCTAGCCCAGCT 0.587

+ 24 3303 se_Mutation_p.G10 NM_000260 NP_000251 Q13402 MYO7A_HUMAN 4 TCCAGGGGACAA 0.602

+ 5 776 os.1_Missense_Mu NM_006169 NP_006160 P40261 NNMT_HUMAN 1 CCTGCCCAGACC 0.632

+ 1 722 NM_001004464 NP_001004464 Q8NGN5 O10G8_HUMAN Name=6; (Potential). 2 CCTGTGCCTCCCA 0.547

- 3 252 NM_006248 NP_006239 0 GAGGAGGTGGGG 0.607

+ 3 1295 p.D356N|ALG10B_ NM_001013620 NP_001013642 Q5I7T1 AG10B_HUMAN ical; (Potential). 3 ATAGCTGACTCAT 0.308



- 3 1660 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMAN 6 GTACCTCTTTGTA 0.328

+ 4 766 01rze.2_Nonsense NM_001130015 NP_001123487 Q7Z3H0 ANR33_HUMAN 0 GGGACCAGCGG 0.652

+ 5 851 mf.1_Missense_Mu NM_005556 NP_005547 P08729 K2C7_HUMANRod.|Linker 12. 0 ATCTCCGACACAT 0.592

+ 1 244 NM_001005519 NP_001005519 A6NDL8 O6C68_HUMAN cellular (Potential). 1 TGTGTTCCAAGAT 0.363

- 6 2024 _p.G607D|DNAJC1 NM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4 GAGATACCTACAC 0.468

- 22 2990 p.R684W|GRIP1_u NM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2 TGCTCCGAGTTGT 0.537

- 3 572 .1_Intron|MDM1_u NM_017440 NP_059136 Q8TC05 MDM1_HUMAN 5 CATTAACTGGTGT 0.408

- 35 4513 p.Q1006P|CIT_uc0 NM_007174 NP_009105 O14578 CTRO_HUMAN PH. 10 GGCCTCTGTCCAG 0.313

+ 11 770 se_Mutation_p.S16 NM_144669 NP_653270 Q96MS3 GL1D1_HUMAN 0 ATAGCTCTGTCTC 0.468

- 9 1424 c.3_Missense_Mut NM_002019 NP_002010 P17948 VGFR1_HUMAN 4.|Extracellular (Potential). 24 CGAGCAGATTTCT 0.403

- 2 1472 _p.R168*|SLC46A3 NM_181785 NP_861450 Q7Z3Q1 S46A3_HUMAN lasmic (Potential). 2 CTATTCGAATTGT 0.373

- 8 845 DOCK9_uc010tis.1_ NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN PH. 1 CACTGTCTGCTGC 0.398

- 1 78 NM_001004712 NP_001004712 Q8NGD5 OR4KE_HUMAN Name=1; (Potential). 3 AAAGAAAAAATTT 0.423

+ 14 1516 p.2_Missense_Mut NM_022734 NP_073571 Q9H7H0 MET17_HUMAN 0 CTGTGCTTACTCC 0.532

+ 4 669 RG2_uc010tll.1_In NM_173846 NP_776245 P59282 TPPP2_HUMAN 0 TACAAGGGTTCTG 0.542

- 12 2683 se_Mutation_p.I60 NM_032560 NP_115949 Q6IN85 P4R3A_HUMAN 0 TTTCAATTACATGA 0.289

+ 2 149 _p.G18E|PPP2R5CNM_001161725 NP_001155197 Q13362 2A5G_HUMAN 2 AGAGTGGAAAAA 0.353

+ 21 7610 p.Q2268*|MGA_uc NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN 12 ACAGATCAGGCAG 0.363

- 2 279 ace.1_Missense_M NM_006628 NP_006619 P56211 ARP19_HUMAN 0 TGCAACCGTTTCC 0.403

+ 14 2002 se_Mutation_p.A62 NM_024505 NP_078781 Q96PH1 NOX5_HUMAN cellular (Potential). 2 CCAGGCCGAGGA 0.502

+ 13 1556 _p.M457I|WDR93_ NM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2 CCAAATGAAATGT 0.488

- 5 952 NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN NACHT. 6 TGAGATCCCGGAA 0.672

- 3 439 _p.L104V|UMOD_u NM_003361 NP_003352 P07911 UROM_HUMAN alcium-binding (Potential). 2 GCCGAGACCGG 0.627

- 11 1561 CSM1_uc010bwg.1 NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 ACCACGGCTGAC 0.607

+ 2 493 Missense_Mutation NM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN raction with MPL. 2 GGACCCCCACAG 0.403

+ 18 2586 NM_001114 NP_001105 P51828 ADCY7_HUMAN ical; (Potential). 1 GCCAAGGCCTGG 0.662

- 3 580 NM_001796 NP_001787 P55286 CADH8_HUMAN r (Potential).|Cadherin 1. 9 TTATTTGAAATATG 0.418

- 48 7743 F1_uc002fxg.1_5'F NM_015113 NP_055928 O43149 ZZEF1_HUMAN 4 GGGTTCGATTCAG 0.592

- 3 878 6F|ZMYND15_uc0 NM_022059 NP_071342 Q9H2A7 CXL16_HUMAN r (Potential).|Chemokine. 0 GATCAAGACAGCT 0.547

- 37 5472 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11 CCTTCACCGTCTG 0.557

- 19 2186 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 AGGACAAGCTCAT 0.493

+ 3 1399 NM_021012 NP_066292 Q14500 IRK12_HUMANasmic (By similarity). 4 GCGCAGCTCATCA 0.637

+ 15 1860 R1_uc002gzm.2_M NM_014238 NP_055053 Q8IVT5 KSR1_HUMAN 4 ACATCCCCTTCGA 0.716

+ 3 791 ATF_uc002hnj.2_RN NM_012138 NP_036270 Q9NY61 AATF_HUMAN Glu-rich. 0 TGGCATGGAAGAA 0.517

- 1 384 T15_uc002hxa.2_5 NM_002275 NP_002266 P19012 K1C15_HUMANGly-rich.|Head. 0 AGACCCTCATGCC 0.323

- 5 1186 P_uc010wfs.1_Intr NM_000226 NP_000217 P35527 K1C9_HUMAN Rod.|Coil 2. 3 CGTGCCGGAGCTG 0.547 rs116216460

- 9 1389 _p.E253*|SPOP_u NM_003563 NP_003554 O43791 SPOP_HUMAN BTB. 6 TCATTTCCTTAAA 0.383

+ 11 854 sense_Mutation_p. NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 TTGATTCGATGTC 0.428

+ 5 1499 NM_005189 NP_005180 Q14781 CBX2_HUMAN 0 CAGTGTCCGTTCA 0.627

- 58 8407_8408nl.2_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMANaminin G-like 4. 21 GAGGCGGCCCCC 0.574

+ 1 124 MA8_uc002kvp.2_N NM_144662 NP_653263 Q8TAA3 PSA7L_HUMAN 1 GCGTCTCGATATG 0.602

+ 15 2574 bp.1_Missense_Mu NM_001942 NP_001933 Q02413 DSG1_HUMAN lasmic (Potential). 7 CCTCAGGAAACAG 0.488

- 11 2316 2lbo.1_Missense_M NM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0 GAGGAGGAGAGC 0.577

+ 7 1794 _p.E251K|DCC_uc NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 4. 17 GTGGCTGAAAATG 0.438

- 12 6497 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN type protein kinase. 14 CCAGCGTTGCTAT 0.498 rs149775332

+ 5 1025 _p.D234N|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 2. 4 GCAAAGGATATGG 0.423

+ 37 5339 _Mutation_p.M156 NM_019112 NP_061985 Q8IZY2 ABCA7_HUMAN ical; (Potential). 9 TTGACATGGTGCG 0.577



+ 2 418 dva.1_Splice_Site_ NM_005428 NP_005419 P15498 VAV_HUMAN 16 GGCAAGGTGAGC 0.51

- 3 17809 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAGTCCCTATAGG 0.502

- 5 920 _p.R206K|ZNF565_ NM_152477 NP_689690 Q8N9K5 ZN565_HUMAN C2H2-type 4. 2 TGAGTTCTTTGAT 0.463

- 11 2916 NM_004304 NP_004295 Q9UM73 ALK_HUMAN cellular (Potential). 1218 CTTGGTGAATTTT 0.468

+ 15 1657 p.L445S|KLRAQ1_ NM_001135629 NP_001129101 Q6ZMI0 KLRAQ_HUMAN 1 ACAATTTGGACTA 0.343

- 3 345 yqv.1_Missense_M NM_173535 NP_775806 Q8N1N0 CLC4F_HUMAN cellular (Potential). 5 ACTCACTGTTGGG 0.527

+ 10 1411 MYD1_uc002sss.2 NM_198274 NP_938015 Q8NB12 SMYD1_HUMAN 4 ACCAGCCCATGCA 0.602

+ 2 381 RTK_uc002thl.1_In NM_006343 NP_006334 Q12866 MERTK_HUMANPotential).|Ig-like C2-type 1. 9 TCTGTCGAATCAA 0.483

+ 4 564 SH2P_uc002tkd.2_ NM_182905 NP_878908 0 CCATCCGCCAAGC 0.522

- 10 1205 z.2_Nonsense_Mu NM_002980 NP_002971 P47872 SCTR_HUMAN lasmic (Potential). 3 TTTCTTGGGTTCT 0.328

- 14 2785 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 CTGGGAGGTATTT 0.458

+ 9 3414 se_Mutation_p.P80 NM_018328 NP_060798 Q9P267 MBD5_HUMAN 5 TACATCCCAATCC 0.453

- 11 1862 _p.G484E|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 CTCTCTCCGTGTC 0.527

- 275 70825 229K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCATTTCTTTTAA 0.423

- 259 57436 66Q|TTN_uc010zfi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCAAATCGGTTTT 0.468

- 51 12415 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACTTATTCGGTATT 0.473 rs146847928

- 63 11862 uti.3_Missense_Mu NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 TACCATCCTCAGG 0.413

+ 1 799 NM_152614 NP_689827 Q53QW1 CB057_HUMAN 1 GGCCCCCACGAG 0.637

- 4 1501 zzp.1_Missense_M NM_153360 NP_699191 Q8NCL9 APCDL_HUMAN 1 GGGTATCGGGACT 0.612

- 14 1163 ce|TPTE_uc002yir.1 NM_199261 NP_954870 P56180 TPTE_HUMAN 5 CCCTTACCTTGAT 0.313

- 3 603 w.1_Missense_Mut NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2 ATTCTTCCAAGTT 0.284

- 33 6235 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN lasmic (Potential). 11 TCCAAGCATGCTT 0.572

+ 12 1597 _p.Q320*|SFI1_uc NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN HAT 5. 1 CATCTCCAGCAAA 0.468

- 22 2965 RIP2_uc011avh.1_ NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1 CCAGTTCCCTCAG 0.627

- 22 3871 hev.2_Nonsense_M NM_014744 NP_055559 Q92609 TBCD5_HUMAN 1 AGGCTGGGCCTG 0.587 rs150988847

+ 2 127 NM_153215 NP_694947 Q8N112 CC045_HUMAN 1 AGGGGGCCATTGG 0.617

- 2 7628 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 AGGAAGCGTCGG 0.592

+ 5 1022 _p.R176Q|NSUN7_ NM_024677 NP_078953 0 GATGTCGAATCAA 0.378

+ 3 752 NM_021225 NP_067048 Q99935 PROL1_HUMAN Thr-rich. 1 CCATATCAGCAGC 0.498

- 9 1289 e.2_Missense_Mut NM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 2. 3 GAGTCTTCAACAT 0.308

+ 83 14728 em.2_Missense_M NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 AAAAAGTCCAATTA 0.338

+ 5 6625 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 GTCACAGGTGCCA 0.463

- 6 725 3ivv.1_Missense_M NM_152682 NP_689895 Q6NW29 RWDD4_HUMAN 0 CTCGAGGAAGTTC 0.284

+ 1 1318 003lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 ACTACTCGTTGGT 0.622 rs143891810

+ 1 2159 NM_018935 NP_061758 Q9Y5E8 PCDBF_HUMAN lasmic (Potential). 5 GGGCGGCCTCAG 0.652

- 9 6462 2A_uc011dcs.1_In NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN (Potential).|Cadherin 18. 6 GATGGCGTTCCT 0.418 rs147595273

- 8 2712 se_Mutation_p.Q58 NM_000332 NP_000323 P54253 ATX1_HUMAN ction with USP7.|RNA-bindi 4 CCAACTGGATGAT 0.572

+ 6 697 p.P126S|CAP2_uc0 NM_006366 NP_006357 P40123 CAP2_HUMAN 1 CCCAAACCTGGTC 0.413

+ 1 278 NM_012367 NP_036499 P58173 OR2B6_HUMANcellular (Potential). 1 TAATCAGTTATCG 0.408

- 15 2667 oca.2_Missense_M NM_018833 NP_061313 Q03519 TAP2_HUMAN 0 CGATTCCCACCAG 0.517

- 2 461 dsq.1_Missense_M NM_012391 NP_036523 O95238 SPDEF_HUMAN 5 CAGGAGGTGGC 0.677

+ 6 1294 _p.V337L|PNPLA1_ NM_001145717 NP_001139189 Q8N8W4 PLPL1_HUMAN Pro-rich. p.P432A(1) 4 TCAACTGTGGGGG 0.592

- 8 1165 _p.S288R|GTPBP2_ NM_019096 NP_061969 Q9BX10 GTPB2_HUMAN 2 AGACACACTGGAC 0.532

+ 5 1657 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 ATGGATCAGCTTT 0.403

+ 10 889 _p.V252L|C7orf10_ NM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2 TATATTGTAGTTG 0.333

+ 10 1110 A13_uc010kyr.2_5 NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 AACAGGGTAGCC 0.423

- 6 843 L13_uc003var.2_R NM_145032 NP_659469 Q8NEE6 FXL13_HUMAN 0 GAACTTCGTTCAG 0.318



- 18 2293 ey.2_Missense_Mu NM_007356 NP_031382 A4D0S4 LAMB4_HUMANminin IV type B. 8 CAATTTCAACACA 0.473

+ 4 718 CHRM2_uc003vtm NM_001006630 NP_001006631 P08172 ACM2_HUMAN ame=1; (By similarity). 5 CTGGATCCCTCAG 0.423

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 7 805 OM2_uc011kwi.1_In NM_003970 NP_003961 P54296 MYOM2_HUMAN-like C2-type 1. 6 TTTGACGACACTG 0.537

- 2 212 3wso.3_Missense_ NM_024607 NP_078883 Q86XI6 PPR3B_HUMAN p.S16F(1) 2 CGCAAGGAAGGA 0.493 rs142670074

- 9 860 _p.A32T|SNX31_u NM_152628 NP_689841 Q8N9S9 SNX31_HUMAN 0 GTTTGGCCCATC 0.363

- 5 1389 e_Mutation_p.R413 NM_013437 NP_038465 Q9Y561 LRP12_HUMAN ential).|LDL-receptor class A 0 TGCAGCGATCAGA 0.413

- 16 1450 _p.C285W|ASAP1_ NM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN f-GAP.|C4-type. 4 TTCTATACAGGTC 0.388

- 1 1378 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1 GCTGGGTCCGGT 0.711

- 5 2192 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN 0 TCTCTCCAACACG 0.403

+ 7 1722 AP1_uc011loj.1_Mi NM_016525 NP_057609 Q9NZ09 UBAP1_HUMAN UBA 2. 0 ACCTCATGGCTCG 0.532

- 16 1981 pc.1_Intron|TRPM NM_017662 NP_060132 Q9BX84 TRPM6_HUMAN lasmic (Potential). 8 AAGGACTATAGAC 0.363

+ 4 892 NR_026851 0 ATATTTCCCAGGC 0.483

- 17 1470 .G381R|DENND1A NM_020946 NP_065997 Q8TEH3 DEN1A_HUMAN 2 TTGCTCCACTTCC 0.408

+ 9 1703 mid.1_Missense_Mu NM_001830 NP_001821 P51793 CLCN4_HUMAN 5 ACTCGGCCTGTGG 0.542

+ 5 662 _p.P190L|SYAP1_ NM_032796 NP_116185 Q96A49 SYAP1_HUMAN BSD. 1 TCGTTCCTAAACT 0.488

+ 9 2561 se_Mutation_p.S80 NM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 12. 2 TTATTTCCATTCA 0.433

- 3 366 mkh.1_Missense_M NM_006307 NP_006298 P78539 SRPX_HUMAN Sushi 1. 0 GCAGCTCGTAGCC 0.542

- 7 923 dit.2_Missense_Mu NM_006962 NP_008893 P17025 ZN182_HUMAN 3 CAGTATGGAAGAA 0.348

+ 6 2909 E871K|CCNB3_uc NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN p.E871>*(1) 9 GAGCAGGAGGCC 0.527

+ 5 1810 _p.D560N|STARD8 NM_014725 NP_055540 Q92502 STAR8_HUMAN 6 CGGCGCGATTCAG 0.607

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

+ 28 4498 e_Mutation_p.P780 NM_014675 NP_055490 Q5TZA2 CROCC_HUMAN 5 AACAGCCCCAGC 0.627

- 10 1254 bxm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 CTCGAAGGTGGG 0.537

+ 25 11625 a.1_Nonsense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN Spectrin 7. 16 GATGATCGAAAGG 0.428 rs145098670

- 8 2050 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0 CGATGGGATCCAG 0.522

- 3 710 NM_023077 NP_075565 Q96BR5 SELR1_HUMAN 0 GGACACCTTTCTG 0.527

- 5 498 ont.1_Missense_M NM_002370 NP_002361 P61326 MGN_HUMAN 0 AATCCAATAAGAC 0.378

+ 3 709 NM_057176 NP_476517 Q8WZ55 BSND_HUMAN lasmic (Potential). 2 GTTCAGGCCTGG 0.627

- 2 498 1orf168_uc009vzv. NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 CCTGCTGGGAAT 0.458

+ 15 2222 HD1_uc001dbq.1_M NM_020925 NP_065976 Q5VU97 CAHD1_HUMANcellular (Potential). 2 CTAGGAGACAATG 0.448

+ 6 1132 o.2_Missense_Mut NM_174858 NP_777283 Q9Y6K8 KAD5_HUMAN 1 AGGAAAAGGGGC 0.433

+ 12 1400 3_RNA|NBPF9_uc0 NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0 GATGACAATGAAG 0.423

+ 14 1889 10_uc010oyi.1_Intr NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 TTTCCACGCTCAG 0.453 rs61816394

- 3 6171 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 9. 17 TCACTGTACTCAC 0.537

- 3 4318 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 AGTTGTCCTGGAC 0.527

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 CCGTGGGTCTCAG 0.612 rs3814301

+ 2 336 6_uc001fht.1_RNA NM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN 3 ACCCCTTCCACCC 0.682

+ 8 1629 sense_Mutation_p. NM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN ronectin type-III. 3 TACGGCGAATACA 0.657

- 6 1176 L2_uc010phz.1_M NM_030764 NP_110391 Q96LA5 FCRL2_HUMAN 4.|Extracellular (Potential). 2 CCAGGCCGTTGTT 0.577 rs149829829

- 27 3994 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 12. 8 CAGCTCCATTTTC 0.552

- 1 431 pmk.1_Splice_Site NM_000261 NP_000252 Q99972 MYOC_HUMAN Potential. 1 CCAACTCTCTGGT 0.597

+ 16 5609 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 2. 16 CAGAGGGAACCA 0.522

- 5 1502 ppl.1_Missense_Mu NM_001031725 NP_001026895 Q5T1V6 DDX59_HUMAN case C-terminal. 4 AAAATAATCTGAC 0.358

- 2 251 se_Mutation_p.R6 NM_001438 NP_001429 P62508 ERR3_HUMAN 2 TGTGTCGATCTTT 0.373

+ 46 12282 sn.2_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 42. 28 GAGCAGGAGACAG 0.622

+ 1 99 2L13_uc001ids.2_In NM_001004686 NP_001004686 Q8NH16 OR2L2_HUMAN cellular (Potential). 3 CCCCATGGAAAAT 0.289



+ 1 560 NR_002141 0 GAGCAGGTTTGTT 0.517

- 4 477 hz.2_Missense_Mu NM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1 AAGCTTCGGAAAA 0.448

- 12 1462 qie.1_Missense_M NM_198215 NP_937858 Q8NE31 FA13C_HUMAN 2 ACAATTGTTGGAA 0.378 rs148740536

+ 46 7072 3_5'Flank|CDH23_ NM_022124 NP_071407 Q9H251 CAD23_HUMAN .|Extracellular (Potential). 11 CCTTTGCTGTGA 0.363

+ 9 1943 p.R442Q|NRG3_u NM_001010848 NP_001010848 P56975 NRG3_HUMAN lasmic (Potential). 6 AGATCCGAATTCT 0.483

+ 11 4067 p.P1145S|PLCE1_ NM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3 CCCCTCCCTTCCA 0.532

+ 9 1722 D407N|CYP2C19_u NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 CCAAAGGATATTG 0.498

+ 1 845 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 ACACCGGCGCGTG 0.786

- 13 1990 CDHR5_uc009ycc.2 NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|3.|Extracellula 0 CCCCACCGGGTG 0.652 rs140290184

+ 39 13975 NM_002457 NP_002448 Q02817 MUC2_HUMAN VWFD 4. 2 GCTGACCAGTGG 0.657

- 1 742 NM_001012708 NP_001012726 Q6L8H2 KRA53_HUMAN A repeats of C-C-X-P. 2 AGGAGCAGGGCT 0.313

+ 4 660 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN 0 ATATTATACAGGT 0.338

- 5 6119 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 ACATCCACATCCC 0.502

- 4 504 NM_030930 NP_112192 Q9H1C4 UN93B_HUMAN ical; (Potential). 0 CCACAGCGAGGA 0.602

- 31 3007 osn.2_Missense_M NM_002599 NP_002590 O00408 PDE2A_HUMAN 4 CAGGCACCTCGTA 0.612

+ 24 3499 _p.G980R|CNTN5_ NM_014361 NP_055176 O94779 CNTN5_HUMANonectin type-III 4. 8 GGAGATGGAACA 0.383

+ 9 1165 e_Mutation_p.A26 NM_019894 NP_063947 Q9NRS4 TMPS4_HUMAN (Potential).|Peptidase S1. 2 GACATCGCCCTCA 0.498 rs140795322

- 1 43 NM_001004474 NP_001004474 Q8NGN2 O10S1_HUMAN cellular (Potential). 2 GGTTCTCCGTTGT 0.473

- 9 2222 _p.L698F|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMAN cellular (Potential). 8 GGGCCCAAAGAC 0.448

- 3 384 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 GGCTTTCCTGGAG 0.612

- 29 3654 p.L1212F|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMANal).|ABC transmembrane typ 6 CTGAGAGAAATAA 0.438

- 22 2749 _p.Q349P|IPO8_uc NM_006390 NP_006381 O15397 IPO8_HUMAN 3 ACAATCTGTCCCA 0.438

+ 5 751 _Mutation_p.R167T NM_152438 NP_689651 Q96FC9 DDX11_HUMAN Helicase ATP-binding. 3 AAGAAAGAGAGA 0.612

- 4 1551 TUBA1B_uc001rtl. NM_006082 NP_006073 P68363 TBA1B_HUMAN 0 CCTCACCCTCTCC 0.483

+ 7 934 _p.T293S|SRGAP1 NM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4 TTGAAACCTCCAG 0.423

+ 9 1063 rj.2_Missense_Mut NM_006654 NP_006645 Q8WU20 FRS2_HUMAN 2 ACACATCCTTTGC 0.458

+ 9 2028 p.S577L|ZMYM2_u NM_003453 NP_003444 Q9UBW7 ZMYM2_HUMANMYM-type 5. 6 CAAAATCACAAAG 0.289

- 2 686 NM_005780 NP_005771 Q9Y693 LHFP_HUMAN 4 TCTGCCGACTCTC 0.582

+ 9 2614 nse_Mutation_p.S7 NM_000123 NP_000114 P28715 ERCC5_HUMAN 7 AAGATTCGCTCCA 0.488

+ 1 386 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMAN lasmic (Potential). 5 GTAAACCCCTGCA 0.438

+ 2 218 NM_002687 NP_002678 Q9H307 PININ_HUMAN ternative 5' splicing.|Necess 1 CCCATCCAAGCC 0.423

- 11 2254 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 CTACCTGGAGTTG 0.552

+ 8 956 vk.1_Missense_Mu NM_012111 NP_036243 O95433 AHSA1_HUMAN 0 TAGGTCCCTGAGA 0.388

+ 3 526 RXN3_uc010asv.1_ NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMAN 2.|Extracellular (Potential). 10 AGGAGGAAGCCC 0.502

- 3 918 NM_206918 NP_996801 Q6QHC5 DEGS2_HUMAN 0 ATCTTCCGCACCT 0.657

+ 2 633 0ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMAN 0 AGGCCTTTCTTAC 0.547 rs121908594

- 13 3226 ot.1_Missense_Mut NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|PKD 4. 3 TTCACGGTGACGT 0.637

- 22 3012 xp.2_Missense_Mu NM_033266 NP_150296 Q76MJ5 ERN2_HUMAN toplasmic (Potential). 6 GAGGCGCAGCTC 0.647

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4 GTCATACTGGAGA 0.453

- 5 440 6A10P_uc002edi.1_RNA 0 GGTGTTTTTGTAG 0.512

- 5 423 6A10P_uc002edi.1_RNA 0 GCGGCTTGTAGTA 0.453 rs79284655

+ 5 794 H1_uc010cfg.1_M NM_004360 NP_004351 P12830 CADH1_HUMAN |Extracellular (Potential). 243 AGAGAACGCATTG 0.488

- 5 814 8B_uc010vmu.1_MNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0 CAGAGCGAACACC 0.612

+ 10 1278 on_p.G285S|SPNS NM_182538 NP_872344 Q6ZMD2 SPNS3_HUMAN ical; (Potential). 1 ACGGTGGGCCAC 0.652

- 1 25 1_5'UTR|PLSCR3_ NM_152766 NP_689979 Q8N2U0 CQ061_HUMAN 1 CAGCTGGCCCGG 0.667

+ 3 1353 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN 0 ATTCCTCCCAGCC 0.652

- 30 4153 p.E1384Q|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2 CCTCCTCCTGCTG 0.587



+ 1 287 NM_033061 NP_149050 0 ctgctgcaagccccagt 0.194

- 1 363 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN [IKRQVHEC]- [SPRT]-[STC 0 ttgcagcagctggacac 0.179

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -[GIKRQVHEL]- [SPTR]-[ST 0 ggagatgctgcagctgg 0.129

- 1 393 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN GIKRQVHEL]- [SPTR]-[STV 0 ctgcagcagctggacac 0.129

- 6 495 dfz.2_Intron|ATP5H NM_006356 NP_006347 O75947 ATP5H_HUMAN 0 TCTAATTTGGTTT 0.393

- 10 1973 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3 TCATTTTCTTTTC 0.284

+ 1 736 LES1_uc002kub.2_ NM_001100619 NP_001094089 Q8TDN4 CABL1_HUMAN th CDK3 (By similarity). 1 ACTCAGGGAATCC 0.672

+ 17 3190 _p.S696F|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 ACAACTCTGTCCC 0.527

+ 4 1336 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 TGAACAATGTGGG 0.428

+ 4 1371 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 CATTCCGAGGTCA 0.428 rs149690257

+ 4 1386 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 GAGGACGCACAC 0.438 rs148390269

- 4 453 vq.2_Missense_M NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |2.|7 X approximate tandem 1 TTCAGCCGGGTCA 0.567

- 3 28508 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CCAGGGAAGATG 0.507

- 3 20909 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ACAGAGGATTGTG 0.488

+ 4 1651 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 GAAACCCTATGAG 0.413

+ 4 1710 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 TGCATGAAAGGAC 0.413

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0 ATAACGTTTTCCC 0.413

- 6 3184 208_uc002nqo.1_I NM_007153 NP_009084 7 TTGTAGGGTTTCT 0.368

- 3 545 p.P16S|ZNF599_u NM_001007248 NP_001007249 Q96NL3 ZN599_HUMAN KRAB. 2 GTTTGGGAACAGG 0.458

- 16 7944 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 6. 9 ACTCCTCGCTGG 0.657

+ 4 799 P62_uc002pqz.2_5 NM_012068 NP_036200 Q9Y2D1 ATF5_HUMAN 2 CTCCTCCCTCTGG 0.577

- 3 2328 prt.1_Missense_Mu NM_004977 NP_004968 Q14003 KCNC3_HUMAN lasmic (Potential). 1 ATGGCTGGGCAG 0.642

- 4 613 K8_uc002put.1_Int NM_007196 NP_009127 O60259 KLK8_HUMAN Peptidase S1. 1 TGGGTGCAATGAT 0.592

- 5 1439 k.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0 ATTTCTGACTGAA 0.398

+ 3 1399 NF17_uc002qop.1 NM_006959 NP_008890 P17021 ZNF17_HUMAN C2H2-type 8. 1 TGCAACGAATGTG 0.393

+ 3 1622_1623547_uc002qpm.3_I NM_001023561 NP_001018855 O43361 ZN749_HUMANC2H2-type 10. 0 CAGCACCAGAAA 0.421

+ 2 321 v.3_Intron|ZNF776_ NM_138347 NP_612356 Q7Z340 ZN551_HUMAN KRAB. 1 ATGAGTCTCAGAG 0.483

- 7 2374 hp.1_Missense_M NM_025027 NP_079303 Q8WXB4 ZN606_HUMAN C2H2-type 9. 2 TCTGATGGGCAAT 0.423

- 2 189 e_Mutation_p.E29K NM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3 CAGATTCCTTTCT 0.393

- 3 867 kj.2_Missense_Mu NM_144631 NP_653232 Q8N8E2 ZN513_HUMAN C2H2-type 3. 1 GATGCCGCCTCAG 0.677

+ 10 1436 S1_uc010yqh.1_R NM_002398 NP_002389 O00470 MEIS1_HUMAN eobox; TALE-type. 0 AATGCCCGGAGAA 0.448

+ 5 674 SH2P_uc002tkb.2_ NM_182905 NP_878908 0 GGTGGGCACTTG 0.612

+ 13 4582 t.3_Missense_Muta NM_005270 NP_005261 P10070 GLI2_HUMAN 13 ATGGATGATGGCG 0.627

- 63 10974 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 ACATTTCCACCAG 0.338

+ 2 392 on_p.P98S|PDK1_ NM_002610 NP_002601 Q15118 PDK1_HUMAN 4 CTCCTTCCAGATA 0.393

- 40 9583 R3074Q|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GACATCCGGGTGG 0.453 rs72647894

+ 8 1892 _p.H561Y|FAM171 NM_177454 NP_803237 Q6P995 F171B_HUMAN lasmic (Potential). 10 CATTCTCATGCAC 0.478

- 40 6558 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 3 (By similarity). 12 CATTTACGATTTG 0.318

+ 13 1535 NM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN Lys-rich. 0 AAAAAGCCAAGA 0.328

- 17 2526 e_Mutation_p.S45 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 TATTTTGAAGCAA 0.348

+ 17 1697 P140_uc002vqm.2_ NM_007237 NP_009168 Q13342 LY10_HUMAN 0 CCGACGGCCAG 0.478

- 7 1266 n_p.E63K|NGEF_u NM_019850 NP_062824 Q8N5V2 NGEF_HUMAN DH. 7 TCTCCTCCATCCG 0.587

+ 1 67 B_uc010ztj.1_Splice_Site|FRG1B_uc010gdr.1_Splice_Site 0 ACGTTGGTGAGTC 0.219 rs137860963

+ 2 127 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATTCAGATGCAAT 0.333

+ 3 264 RG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Nonsense_Mutation_p.E30* 0 GAAGAAGAAATGA 0.373

- 4 2461 NM_052846 NP_443078 Q9NT22 EMIL3_HUMAN Potential. 1 CATCCCGGAGGC 0.652

+ 2 1229 e_Mutation_p.R39 NM_003008 NP_002999 Q02383 SEMG2_HUMAN4 X 60 AA tandem repeats, t 1 AGGTAAGAATTCC 0.403



- 38 4807 xtv.1_Missense_Mu NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6 TCCAGGGACACG 0.687

- 8 1214 yi.1_Missense_Mu NM_000961 NP_000952 Q16647 PTGIS_HUMAN 3 GGAAGGGGAAGA 0.557

+ 2 3406 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6 GGGTCCCCCCCAT 0.552

- 8 976 nse_Mutation_p.L2 NM_006052 NP_006043 O14972 DSCR3_HUMAN 0 ACAGAGAGGCCC 0.602

+ 2 98 w.1_Missense_Muta NM_018943 NP_061816 Q9NY65 TBA8_HUMAN 0 GTCCACGTGGGCC 0.572

+ 7 1731 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACAATCCCAGAGC 0.592

- 16 3082 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 CCTGTCCTTTGGG 0.542

+ 3 1576 NM_001123041 NP_001116513 P41597 CCR2_HUMAN lasmic (Potential). 2 GAGCCCCTGAAG 0.488

- 8 1442 ip.1_Missense_Mu NM_001142733 NP_001136205 A6NK59 ASB14_HUMAN ANK 11. 0 AAACATCGCTCTG 0.428

+ 25 4525 nf.2_Missense_Mut NM_001457 NP_001448 O75369 FLNB_HUMAN |Interaction with FBLP1. 19 CTGGCTCCGCTG 0.657

+ 6 1109 CM2_uc010hsl.2_R NM_004526 NP_004517 P49736 MCM2_HUMAN type (Potential). 4 CAGGCTCCTGTCC 0.582

- 33 5520 PLXND1_uc011blb. NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMAN lasmic (Potential). 1 GAGATGGAGCAGG 0.602

- 15 1760 p.Q529K|CLCN2_u NM_004366 NP_004357 P51788 CLCN2_HUMANcal; (By similarity). 0 GACTCTGGGCGAC 0.612

+ 3 377 .P74L|ZNF595_uc0 NM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0 CCAAACCCCCAG 0.498

- 3 1553_1554 732_uc010ibb.1_In NM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 14. 0 GGTATGTGGACCA 0.386

- 3 1518 732_uc010ibb.1_In NM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 14. 0 CACATTCGTAAGG 0.398

- 3 1350 732_uc010ibb.1_In NM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 12. 0 CACATTTGTAAGG 0.418

- 4 2300 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3 TCCCTGGAATTGT 0.478

+ 4 860 V|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 2.|Thr-rich. 4 CAGCTGCCCCACC 0.587

- 16 2186 _p.Q320K|FAM13A NM_014883 NP_055698 O94988 FA13A_HUMAN 2 CCTCTTGCTCATC 0.522

+ 3 5443 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 CTAGTTCGTGCTG 0.468

+ 7 940 se_Mutation_p.R17 NM_001040157 NP_001035247 Q9C0F1 CEP44_HUMAN 0 GTGATTCGTCACT 0.289 rs148258730

+ 20 4001 e.1_Missense_Mut NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 TCTAACGATTTGA 0.393

+ 8 1174 7R_uc011cop.1_RN NM_002185 NP_002176 P16871 IL7RA_HUMAN lasmic (Potential). 5 GCTTTGGAAGAG 0.537

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 AAACAGGAGATG 0.358

+ 8 1039 n_p.P70S|DCP2_uc NM_152624 NP_689837 Q8IU60 DCP2_HUMAN 0 TTATTTCCTGACG 0.373

+ 4 1033 uc003nkk.1_Intron NM_025231 NP_079507 Q9H4T2 ZSC16_HUMAN C2H2-type 3. 1 GCATCAGAGAATC 0.418

- 10 4459 DC1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMAN on with the PRKDC comple 4 ACAGGTTGGTCTG 0.537

- 9 1487 se_Mutation_p.D92 NM_025258 NP_079534 Q9Y334 G7C_HUMAN 3 AGGCATCCGTGA 0.582

- 25 8843 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 21. 0 GCTGCCCATCCC 0.627

- 7 1674 EX6_uc010jya.2_R NM_000287 NP_000278 Q13608 PEX6_HUMAN 1 TGTGAGCAACAGG 0.642

- 11 1839 dwl.1_Missense_M NM_153840 NP_722582 Q5T601 GP110_HUMAN tracellular (Potential). 3 GGCAgcctgcatcgtt 0.264

- 63 10098 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 TCTCCTGAACCAG 0.572

+ 10 1582 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 TATGTCCTTTTTA 0.343

- 5 2449 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN BEN 3. 3 CCAGGGAGCCG 0.637

+ 6 1896 wt.2_Missense_Mut NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 CTTCTCCTTGTAG 0.498

+ 13 5311_5312LP4_uc003qrg.2_In NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 GAAGTCCTCTCC 0.584

- 3 465 11egc.1_Missense_ NM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN 0 GGCGCGCGGGT 0.527

+ 2 976 md.2_Missense_M NM_018641 NP_061111 Q9NRB3 CHSTC_HUMANmenal (Potential). 1 GCCAACCACACCA 0.647

- 2 802 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANcellular (Potential). 3 CCTGCTCCAGGAG 0.537

- 19 2454 n_p.W647*|OSBPL NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1 TTTGTTCCACTCA 0.403

- 11 1499 sense_Mutation_p NM_033054 NP_149043 B0I1T2 MYO1G_HUMANyosin head-like. 4 ACAATGGTGGCGT 0.622

- 4 688 on_p.H67Y|MYO1G NM_033054 NP_149043 B0I1T2 MYO1G_HUMANyosin head-like. 4 AGCTGTGGATGTG 0.602

- 9 1101 zb.2_Missense_Mu NM_005311 NP_005302 Q13322 GRB10_HUMAN PH. 6 TCTGTAGGGGCG 0.597

- 6 801 uph.1_Missense_M NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN 1 ATCTCCCAGCCCC 0.622

- 3 1904 GAL3ST4_uc003ut NM_024637 NP_078913 Q96RP7 G3ST4_HUMANmenal (Potential). 3 AAGACAGAGTCCA 0.532

+ 14 2903 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAT 0.507



- 5 574 do.2_Nonsense_M NM_006754 NP_006745 Q16563 SYPL1_HUMAN L.|Helical; (Potential). 0 CACCAACCACAAA 0.343

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 5 551 NM_001040135 NP_001035225 Q9C0K3 ARP3C_HUMAN 0 ACTTCTGGGGATC 0.413

- 28 3497_3498 uc003xhi.1_Intron NM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0 AGAGGGGACCAT 0.54

- 16 3579 R1012Q|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7 ACCTTTCGCTTCA 0.498

- 3 1130 p.R252H|OPRK1_ NM_000912 NP_000903 P41145 OPRK_HUMAN lasmic (Potential). 2 TTGAGACGCAGG 0.552

+ 7 812 p.D255N|C8orf34_ NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 TCTCAAGATTCTT 0.368

- 2 710 _p.R224C|JPH1_uc NM_020647 NP_065698 Q9HDC5 JPH1_HUMAN lasmic (Potential). 1 ACTTGCGAAGTTT 0.587

- 6 575_576 p.P164S|ENPP2_u NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 TGGAGGGCGAAC 0.376

- 5 1584 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN C2H2-type 9. 0 CTCCGACGAAAG 0.493

- 1 609 NM_207305 NP_997188 Q12950 FOXD4_HUMAN Fork-head. 1 GGGGGCTTTGCC 0.677

+ 3 405 4aza.2_Missense_M NM_001855 NP_001846 P39059 COFA1_HUMANSP N-terminal. 6 CCGGCCTACAGTT 0.617

+ 5 906 NM_001340 NP_001331 Q14093 CYLC2_HUMANAA repeats of K-K-X. 1 CCAGTAGTACAGA 0.254

+ 10 7190 ssense_Mutation_p NM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 25. 5 GTTTTCCGCTGTG 0.448

- 1 1051 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1 AAGCCCGTGTCCT 0.667

+ 6 1179 NM_000093 NP_000084 P20908 CO5A1_HUMAN nhelical region. 11 GGAAGGAGACGG 0.602

- 20 3080 _Mutation_p.G909 NM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0 CCATGCCACGGGT 0.637

+ 5 521 NM_000377 NP_000368 P42768 WASP_HUMAN 1 CCACAGACAGAC 0.572

+ 17 2020 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-1. 3 AAATACGATAGCC 0.308

+ 9 1615 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 CAGGCTGGGACC 0.527

+ 7 1141 hs.1_Missense_Mu NM_001001344 NP_001001344 Q16720 AT2B3_HUMAN lasmic (Potential). 1 GCGGAGGGTGGG 0.592

- 5 582 L1_uc009vka.2_5'F NM_004421 NP_004412 O14640 DVL1_HUMAN 0 CGGTGGACGCGC 0.667

+ 10 1727 _p.E273K|PLCH2_ NM_014638 NP_055453 O75038 PLCH2_HUMAN 5 GAAGGCGAGGTG 0.617

- 22 3432 uc001ama.1_RNA| NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN case C-terminal. 12 TCCGCCGTGGCC 0.632

+ 17 2267 _p.E686K|PIK3CD_ NM_005026 NP_005017 O00329 PK3CD_HUMAN 7 CAGGGGGAAGCA 0.667

- 21 5001 NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1 GCAGTCGGGCAC 0.647

+ 2 233 se_Mutation_p.R38 NM_015291 NP_056106 Q9Y2G8 DJC16_HUMAN asmic (Potential).|J. 3 TCAGCCGAACAG 0.438

- 26 3845 yz.1_Missense_Mu NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 6. 0 AGTTGAATAACATC 0.488

+ 28 4498 e_Mutation_p.P780 NM_014675 NP_055490 Q5TZA2 CROCC_HUMAN 5 AACAGCCCCAGC 0.627

- 6 768 e_Mutation_p.G202 NM_152372 NP_689585 Q5VTT5 MYOM3_HUMAN-like C2-type 1. 3 TATTTTCCGGCAC 0.478

+ 13 1921 e_Mutation_p.P53 NM_005839 NP_005830 Q8IYB3 SRRM1_HUMANes and matrix localization.|A 3 CCCCTCCTCCTCG 0.537

+ 13 1933 e_Mutation_p.R54 NM_005839 NP_005830 Q8IYB3 SRRM1_HUMANes and matrix localization.|A 3 GACGGCGCAGGA 0.532 rs78787676

+ 3 346 buj.2_Missense_Mu NM_175852 NP_787048 P40222 TXLNA_HUMAN 2 GGGGGGCCCCG 0.597

- 10 1254 bxm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 CTCGAAGGTGGG 0.537

+ 25 11625 a.1_Nonsense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN Spectrin 7. 16 GATGATCGAAAGG 0.428 rs145098670

- 5 768 PT1_uc010ojg.1_M NM_000310 NP_000301 P50897 PPT1_HUMAN 1 ACATACCGTTCCT 0.458

- 8 2050 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0 CGATGGGATCCAG 0.522

- 28 4547 ctz.2_Missense_M NM_015269 NP_056084 Q5TAX3 TUT4_HUMAN n-rich.|Pro-rich. 3 GACTGGGAAGAG 0.433

+ 25 3559 e_Mutation_p.G11 NM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 6. 4 AATGCAGGAAACC 0.403

+ 15 2222 HD1_uc001dbq.1_M NM_020925 NP_065976 Q5VU97 CAHD1_HUMANcellular (Potential). 2 CTAGGAGACAATG 0.448

+ 11 1440 _p.T348M|KIAA13 NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 TGGAAACGACCGT 0.537 rs143784237

+ 9 994 uc010oyd.1_Intron| NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0 GCAGTTCAGAAAC 0.468

- 1 92 H2BF_uc010pbk.1_ NM_001123375 NP_001116847 Q71DI3 H32_HUMAN 0 GTGGCCGGCGCG 0.692

+ 3 279 pdf.1_Missense_M NM_020127 NP_064512 Q9NNX1 TUFT1_HUMAN 0 CATGATGGACATG 0.483

+ 2 336 6_uc001fht.1_RNA NM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN 3 ACCCCTTCCACCC 0.682

+ 8 1629 sense_Mutation_p. NM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN ronectin type-III. 3 TACGGCGAATACA 0.657

- 2 921 _5'Flank|RUSC1_u NM_001039517 NP_001034606 Q66K80 RUAS1_HUMAN 0 GAGCTACGCCACG 0.657



- 6 1176 L2_uc010phz.1_M NM_030764 NP_110391 Q96LA5 FCRL2_HUMAN 4.|Extracellular (Potential). 2 CCAGGCCGTTGTT 0.577 rs149829829

- 27 3994 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 12. 8 CAGCTCCATTTTC 0.552

- 7 854 n_p.R194Q|CCDC1 NM_012337 NP_036469 Q9UL16 CCD19_HUMAN Potential. 1 TGCTCCCGCTGCT 0.512

+ 7 1208 md.1_Nonsense_M NM_001460 NP_001451 Q99518 FMO2_HUMAN 1 ACAAGTCAACCCT 0.433

- 1 431 pmk.1_Splice_Site NM_000261 NP_000252 Q99972 MYOC_HUMAN Potential. 1 CCAACTCTCTGGT 0.597

+ 72 11228 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 35. 23 ACACCTCGAGTG 0.393

+ 8 1006 NM_024529 NP_078805 Q6P1J9 CDC73_HUMAN 49 CTTCAATCTGTAA 0.333

+ 3 509 R1_uc001gtm.2_In NM_002113 NP_002104 Q03591 FHR1_HUMAN Sushi 2. 0 TAGAACGGGGCTG 0.393

- 5 1502 ppl.1_Missense_Mu NM_001031725 NP_001026895 Q5T1V6 DDX59_HUMAN case C-terminal. 4 AAAATAATCTGAC 0.358

+ 8 4114 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 GCTGTCGAGGGC 0.562 rs149927406

+ 9 2836 hsn.2_Missense_M NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMANly-Ser.|Ig-like 9. 28 AGCTGAGCTCCAG 0.647

+ 46 12282 sn.2_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 42. 28 GAGCAGGAGACAG 0.622

+ 5 3587 e.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 CCCCTCCTCCCCC 0.716

+ 1 99 2L13_uc001ids.2_In NM_001004686 NP_001004686 Q8NH16 OR2L2_HUMAN cellular (Potential). 3 CCCCATGGAAAAT 0.289

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 ATCCTGATGGGAC 0.488

+ 15 5595 iik.2_Missense_M NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 TCCCCACGCTTTG 0.458

+ 4 1055 _p.R120H|MAP3K8 NM_005204 NP_005195 P41279 M3K8_HUMAN 4 ATGGACGTTACCA 0.433

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGTGGAAAG 0.502

- 12 1462 qie.1_Missense_M NM_198215 NP_937858 Q8NE31 FA13C_HUMAN 2 ACAATTGTTGGAA 0.378 rs148740536

- 12 1808 mw.2_Missense_M NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 GTGTAAGCCCCTG 0.458

+ 9 1943 p.R442Q|NRG3_u NM_001010848 NP_001010848 P56975 NRG3_HUMAN lasmic (Potential). 6 AGATCCGAATTCT 0.483

+ 9 1722 D407N|CYP2C19_u NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 CCAAAGGATATTG 0.498

- 1 341 OC2_uc009xxx.2_In NR_026715 0 GGATGCAGTCAAA 0.592

+ 1 427 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 GCTGTGGCTCCTG 0.692

- 9 1140 _p.D260N|OSBPL5 NM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN 3 ACTGGTCGCTGCC 0.637

+ 1 664 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMAN lasmic (Potential). 2 TTATATCTTTATTC 0.483

- 1 167 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMAN lasmic (Potential). 3 TGTAGGCTGCTGT 0.488

- 5 538 Mutation_p.R40H|A NM_012402 NP_036534 P53365 ARFP2_HUMAN AH. 0 GTCTCACGCAGCA 0.567

+ 15 2449 yic.2_Missense_M NM_004211 NP_004202 Q9Y345 SC6A5_HUMANName=12; (Potential). 4 TGTTCCGTCATCT 0.478 rs138848148

- 15 1916 P160_uc009ylw.2_R NM_015231 NP_056046 Q12769 NU160_HUMAN 7 TCAGCCGGAGGC 0.383

- 1 586 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMAN Name=5; (Potential). 1 TTGACAACTCCTT 0.418

+ 14 1766 _p.W571*|CCDC88 NM_032251 NP_115627 A6NC98 CC88B_HUMAN 4 AGACTGGTCCCCG 0.642

+ 8 889 _p.A206V|RPS6KA NM_003942 NP_003933 O75676 KS6A4_HUMAN otein kinase 1. 5 CCGTGGCGCAGG 0.667 rs142374327

+ 14 1846 US81_uc001ofx.3_ NM_025128 NP_079404 Q96NY9 MUS81_HUMAN 0 GATACAGCACCCC 0.607

- 4 1410 ons.2_Missense_M NM_022338 NP_071733 Q96F05 CK024_HUMAN ar (Potential).|Pro-rich. 0 TGTGTCGTGGGG 0.627 rs138575739

+ 33 5319 ke.1_Missense_M NM_000051 NP_000042 Q13315 ATM_HUMAN 240 ATTATGGTGAAACT 0.259

+ 11 915 0rzn.1_Missense_M NM_015313 NP_056128 Q9NZN5 ARHGC_HUMAN 7 GGCCCAGTAGTGA 0.428

+ 48 6705 _p.V1055I|SORL1_ NM_003105 NP_003096 Q92673 SORL_HUMAN lasmic (Potential). 15 GATGACGTCCCCA 0.393

- 10 1455 NM_170601 NP_733746 Q9HAT2 SIAE_HUMAN 0 TGCATCGATGGTC 0.498

- 1 101 NM_020996 NP_066276 P10767 FGF6_HUMAN 3 CGTGCCCTGCAGA 0.607

- 9 2222 _p.L698F|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMAN cellular (Potential). 8 GGGCCCAAAGAC 0.448

- 3 384 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 GGCTTTCCTGGAG 0.612

- 29 3654 p.L1212F|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMANal).|ABC transmembrane typ 6 CTGAGAGAAATAA 0.438

- 22 2749 _p.Q349P|IPO8_uc NM_006390 NP_006381 O15397 IPO8_HUMAN 3 ACAATCTGTCCCA 0.438

- 1 256 NM_001013699 NP_001013721 Q6NXT2 H3C_HUMAN 0 GGATGAGCAGCTC 0.602

- 4 1551 TUBA1B_uc001rtl. NM_006082 NP_006073 P68363 TBA1B_HUMAN 0 CCTCACCCTCTCC 0.483

+ 13 2025 _p.G620R|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMANAA approximate tandem rep 1 GAACCCGGGCCC 0.642



+ 9 1552 A211V|TARBP2_u NM_134323 NP_599150 Q15633 TRBP2_HUMAN1.|DRBM 3.|Sufficient for int 1 GCCGTGCCCTGC 0.627

+ 8 1098 _p.Q348*|SRGAP1 NM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4 AGTGCCCAGCAG 0.532

+ 9 1063 rj.2_Missense_Mut NM_006654 NP_006645 Q8WU20 FRS2_HUMAN 2 ACACATCCTTTGC 0.458

+ 18 2666 se_Mutation_p.S84 NM_003667 NP_003658 O75473 LGR5_HUMAN lasmic (Pote p.S873I(1) 9 TTACCAGCTCCAG 0.478

+ 1 112 _Mutation_p.A3T|LO NM_003299 NP_003290 P14625 ENPL_HUMAN 3 ATGAGGGCCCTGT 0.682

- 3 861 tmv.2_Missense_M NM_001142345 NP_001135817 Q99788 CML1_HUMAN cellular (Potential). 5 GGAAGCGGGTGA 0.582

+ 5 455 wh.2_Missense_Mu NM_138432 NP_612441 Q96GA7 SDSL_HUMAN 0 CCTATGCTGCTAG 0.637

- 2 686 NM_005780 NP_005771 Q9Y693 LHFP_HUMAN 4 TCTGCCGACTCTC 0.582

+ 14 1497 p.R414H|COG6_uc NM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2 ATGCTCGTCAAGC 0.363

+ 9 2614 nse_Mutation_p.S7 NM_000123 NP_000114 P28715 ERCC5_HUMAN 7 AAGATTCGCTCCA 0.488

+ 1 386 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMAN lasmic (Potential). 5 GTAAACCCCTGCA 0.438

- 23 3675 p.R1090H|CHD8_u NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 GTCATACGTCGCT 0.428

+ 2 218 NM_002687 NP_002678 Q9H307 PININ_HUMAN ternative 5' splicing.|Necess 1 CCCATCCAAGCC 0.423

- 11 2254 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 CTACCTGGAGTTG 0.552

+ 8 956 vk.1_Missense_Mu NM_012111 NP_036243 O95433 AHSA1_HUMAN 0 TAGGTCCCTGAGA 0.388

+ 2 242 NM_207322 NP_997205 Q8NCU7 C2C4A_HUMAN 0 CACCACCGCCGC 0.682

+ 2 633 0ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMAN 0 AGGCCTTTCTTAC 0.547 rs121908594

+ 2 2964 p.R882W|C15orf39 NM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0 AGGAGCGGGCA 0.672

+ 9 1102 NM_002569 NP_002560 P09958 FURIN_HUMAN 7 GGAACGGGGGC 0.627

- 3 645 n_p.R16C|RGMA_u NM_020211 NP_064596 Q96B86 RGMA_HUMAN 0 GCAGGCGTGGCTG 0.662

- 13 3226 ot.1_Missense_Mut NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|PKD 4. 3 TTCACGGTGACGT 0.637

- 8 737 cya.2_Missense_M NM_032569 NP_115958 Q49A26 GLYR1_HUMAN 0 TGATTGCCTGGTA 0.453

- 25 4940 uzv.1_Missense_M NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 TGCGCTCGCCCTC 0.547

+ 3 411 NM_014669 NP_055484 Q8N1F7 NUP93_HUMAN 2 ACACTGACATTCA 0.527

- 3 627 ex.2_Missense_Mu NM_022357 NP_071752 Q9H4B8 DPEP3_HUMAN 3 CGCACGGCAGTC 0.607

- 2 366 e_Mutation_p.R41* NM_001128 NP_001119 O43747 AP1G1_HUMAN 2 GGGTTCGGGCTGT 0.463

- 5 814 8B_uc010vmu.1_MNM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN 0 CAGAGCGAACACC 0.612

- 6 787 n.2_Missense_Mut NM_153486 NP_705690 Q86WU2 LDHD_HUMAN inding PCMH-type. 0 TCGGAGCCCACG 0.652

+ 3 796 orf97_uc010vpz.1_ NM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN tandem repeat of A-L-K-G- 1 CCCCGAGGCTCTC 0.711

- 5 1295 tn.1_Missense_Mu NM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN 5 TCCTTGTTACTAA 0.423

- 14 2478 _Mutation_p.R731W NM_015229 NP_056044 O75153 K0664_HUMAN 2 GGCTCCGCAGCA 0.711

- 8 1019 _p.R290C|ATP2A3 NM_174955 NP_777615 Q93084 AT2A3_HUMAN nal (By similarity). 5 CGCCACGCAGCCA 0.672

+ 10 1278 on_p.G285S|SPNS NM_182538 NP_872344 Q6ZMD2 SPNS3_HUMAN ical; (Potential). 1 ACGGTGGGCCAC 0.652

- 6 787 5'Flank|RNF167_uc NM_003562 NP_003553 Q02978 M2OM_HUMAN e=5; (Potential).|Solcar 3. 0 ATGCTGGCACAGA 0.617

- 7 3364 n_p.V937I|NLRP1_ NM_033004 NP_127497 Q9C000 NALP1_HUMAN LRR 5. 9 CGCCAACGTCATC 0.622

+ 3 1353 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN 0 ATTCCTCCCAGCC 0.652

- 30 4135 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 CTGTTCCCGCAG 0.592

- 9 1914 grr.1_Missense_Mu NM_004176 NP_004167 P36956 SRBP1_HUMAN lasmic (Potential). 1 AGTGGGGCCGTG 0.667

+ 2 1028 p.A304V|SLFN5_u NM_144975 NP_659412 Q08AF3 SLFN5_HUMAN 3 GCTGTGCGGTGTT 0.493 rs149363506

+ 2 233 2hse.2_Missense_M NM_006804 NP_006795 Q14849 STAR3_HUMAN lasmic (Potential). 0 CACCTCCTTCCGC 0.642

- 2 375 nse_Mutation_p.R NM_001042471 NP_001035936 Q8TAX9 GSDMB_HUMAN 2 ATATCCGGTTCTC 0.488 rs144892352

- 1 235 39_uc010wfm.1_5 NM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0 GCTTGCGACAAAA 0.517

- 1 363 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN [IKRQVHEC]- [SPRT]-[STC 0 ttgcagcagctggacac 0.179

- 1 216 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN -[GRQVCHIEK]- [SPTR]-[VS 0 ggagatgcagcagctag 0.274

- 1 428 T17_uc010wft.1_M NM_000422 NP_000413 Q04695 K1C17_HUMAN keratinocyte proliferation a 2 GGGCACGCACCTT 0.632

- 16 2186 NM_012448 NP_036580 P51692 STA5B_HUMAN SH2. 6 TTGGCCGATCAGG 0.428

+ 19 3427 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMANcellular (Potential). 8 GTGCCCGGTTACC 0.637



- 26 3467 f.1_Missense_Muta NM_005474 NP_005465 Q9UQL6 HDAC5_HUMAN ear export signal. 1 CGCTCACAGTCTC 0.677

+ 3 545 NM_016001 NP_057085 Q9Y5J1 UTP18_HUMAN 0 ATGATGAAAAATG 0.303

- 6 495 dfz.2_Intron|ATP5H NM_006356 NP_006347 O75947 ATP5H_HUMAN 0 TCTAATTTGGTTT 0.393

+ 3 422 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN EMI. 3 GGTATCGAGTGAA 0.502

+ 10 2513 p.R750W|KIAA080 NM_015210 NP_056025 Q9Y4B5 CC165_HUMAN 0 CACTCCCGGGTG 0.672 rs144721445

+ 3 886 NM_153000 NP_694545 Q8J025 APCD1_HUMANcellular (Potential). 0 GCAGACGGGGGT 0.627

- 40 5738 p.M387T|MYO5B_ NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN 5 GGAAACATGTGCT 0.423

+ 2 254 WDR7_uc002lgl.1_N NM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3 GGGGTCGAAAAG 0.413

+ 11 1647 ls.2_Missense_Mu NM_032649 NP_116038 Q96KN2 CNDP1_HUMAN 0 AACATTCGCAGAA 0.512

+ 1 1577 dqu.1_Missense_M NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2 GTGCCCGTCCTCC 0.572

+ 2 1555 NM_005786 NP_005777 Q6ZSZ6 TSH1_HUMAN 0 TGGCCCTGAGTG 0.617

+ 9 1072 p.V245M|PNPLA6_ NM_006702 NP_006693 Q8IY17 PLPL6_HUMANCytoplasmic (Potential). 3 TCCACGGTGCTGC 0.687

- 3 28508 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CCAGGGAAGATG 0.507

- 3 20909 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ACAGAGGATTGTG 0.488

+ 8 1035 p.S210N|C19orf66 NM_018381 NP_060851 Q9NUL5 CS066_HUMAN 0 ACATTAGCAGTGG 0.557

- 13 2818 mqo.3_Missense_M NM_015493 NP_056308 Q63ZY3 KANK2_HUMAN ANK 3. 0 TGACAACGTCCAC 0.632

- 4 765 msi.3_Missense_Mu NM_001611 NP_001602 P13686 PPA5_HUMAN 1 ACACGGGGTAGTG 0.667

+ 14 1938 dzh.2_Missense_M NM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN 0 ATCACCAAGGTGA 0.552

+ 5 1455 npk.2_Missense_M NM_025189 NP_079465 Q9H8G1 ZN430_HUMAN C2H2-type 9. 2 ACATAAGATAATTC 0.378

+ 5 1464 npk.2_Missense_M NM_025189 NP_079465 Q9H8G1 ZN430_HUMAN 2 ATTCATACTGGAG 0.383

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TTGTAGGGTTTCT 0.418

- 18 1883 NM_032139 NP_115515 Q96NW4 ANR27_HUMAN ANK 5. 5 GGTAGCCCCAGC 0.532

- 9 1058 _p.A180V|RHPN2_ NM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN BRO1. 6 ACCGGCGCCTGG 0.622

- 3 545 p.P16S|ZNF599_u NM_001007248 NP_001007249 Q96NL3 ZN599_HUMAN KRAB. 2 GTTTGGGAACAGG 0.458

+ 6 1891 p.G557S|ZNF567_ NM_152603 NP_689816 Q8N184 ZN567_HUMAN 0 CATACCGGCCAGA 0.418

- 16 7944 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 6. 9 ACTCCTCGCTGG 0.657

- 1 1071 c.2_Missense_Mut NM_175875 NP_787071 Q8N196 SIX5_HUMAN Homeobox. 1 GCGTGGGGTAGC 0.687

+ 11 1288 _p.V277I|PPP5C_ NM_006247 NP_006238 P53041 PPP5_HUMAN Catalytic. 2 CCTGACGTCACCA 0.612

- 19 2941 _p.D387N|PRKD2_ NM_001079881 NP_001073350 Q9BZL6 KPCD2_HUMAN 7 GCATGTCGTGGTC 0.652

- 11 1841 RKD2_uc002pfi.2_N NM_001079881 NP_001073350 Q9BZL6 KPCD2_HUMAN PH. 7 GTCTCCCAGCCCC 0.692

- 4 472 pfu.1_Missense_M NM_004069 NP_004060 P53680 AP2S1_HUMAN 0 CACAGACATTGTG 0.507

+ 4 799 P62_uc002pqz.2_5 NM_012068 NP_036200 Q9Y2D1 ATF5_HUMAN 2 CTCCTCCCTCTGG 0.577

+ 4 1437 dn.1_Missense_M NM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0 AGAAACCTTACAA 0.348 rs142390931

- 4 403 n_p.A75T|OSCAR_ NM_206818 NP_996554 Q8IYS5 OSCAR_HUMAN Ig-like 1. 0 GGGGAGCGATCT 0.582

- 5 988 ILRA3_uc010erk.2 NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 3. 1 GGGGCCGACCAC 0.677

- 6 1154 qfi.2_Missense_Mu NM_012276 NP_036408 P59901 LIRA4_HUMAN 4.|Extracellular (Potential). 2 TCAGACGCAACG 0.587 rs139101339

+ 5 495 e_Mutation_p.T113 NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 ACAGAAACGAAAG 0.323

+ 2 321 v.3_Intron|ZNF776_ NM_138347 NP_612356 Q7Z340 ZN551_HUMAN KRAB. 1 ATGAGTCTCAGAG 0.483

- 7 2374 hp.1_Missense_M NM_025027 NP_079303 Q8WXB4 ZN606_HUMAN C2H2-type 9. 2 TCTGATGGGCAAT 0.423

+ 3 840 n.2_Missense_Mut NM_000221 NP_000212 P50053 KHK_HUMAN 0 GTAGCCGCACCA 0.557 rs138367050

- 4 533 p.A150V|ATL2_uc0 NM_001135673 NP_001129145 Q8NHH9 ATLA2_HUMAN Cytoplasmic. 3 AGCACAGCAACCT 0.363

+ 3 682 2svy.2_Missense_M NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN ical; (Potent p.G124V(1) 3 ACACTGGCCTCTT 0.572

- 3 336 NM_016466 NP_057550 Q53RE8 ANR39_HUMAN ANK 3. 0 CTCGGTGCAGAG 0.622

- 11 1379 xe.2_5'Flank|SEMA NM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN  effect on my p.R407W(1) 2 TCCACCGAGGCC 0.622

+ 13 4582 t.3_Missense_Muta NM_005270 NP_005261 P10070 GLI2_HUMAN 13 ATGGATGATGGCG 0.627

+ 1 207 e.1_Intron|UGGT1_ NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 GCGGTGCGTGTG 0.721

- 63 10974 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 ACATTTCCACCAG 0.338



+ 2 392 on_p.P98S|PDK1_ NM_002610 NP_002601 Q15118 PDK1_HUMAN 4 CTCCTTCCAGATA 0.393

- 46 15972 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CTCCCCCTTCTCC 0.403

- 40 9583 R3074Q|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GACATCCGGGTGG 0.453 rs72647894

- 40 6558 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 3 (By similarity). 12 CATTTACGATTTG 0.318

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

- 17 2526 e_Mutation_p.S45 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 TATTTTGAAGCAA 0.348

+ 17 1697 P140_uc002vqm.2_ NM_007237 NP_009168 Q13342 LY10_HUMAN 0 CCGACGGCCAG 0.478

+ 3 247 uc010fyc.2_Splice_ NM_000751 NP_000742 Q07001 ACHD_HUMAN 3 GAGCACGTAAGAA 0.284

- 7 1266 n_p.E63K|NGEF_u NM_019850 NP_062824 Q8N5V2 NGEF_HUMAN DH. 7 TCTCCTCCATCCG 0.587

+ 2 673 NM_005383 NP_005374 Q9Y3R4 NEUR2_HUMAN 0 GAAGTCGAGACTG 0.652

- 10 4652 p.R1250Q|COL6A3 NM_004369 NP_004360 P12111 CO6A3_HUMAN8.|Nonhelical region. 18 AAATCTCGAATAT 0.458

- 9 817 _p.P270S|IDH3B_u NM_006899 NP_008830 O43837 IDH3B_HUMAN 0 GATTGGGCATCAC 0.527

+ 2 959 K2_uc002wkd.2_In NM_153638 NP_705902 Q9BZ23 PANK2_HUMAN 0 GTGGAGCGTACA 0.383

+ 4 620 0zrc.1_Missense_M NM_012261 NP_036393 Q9UJQ1 CT103_HUMAN cellular (Potential). 3 CCAAGGGACCTG 0.582

+ 10 1488 gfw.2_Splice_Site_ NM_002951 NP_002942 P04844 RPN2_HUMAN 3 TACCCGGTAGGTG 0.517

+ 2 349 02xix.2_Missense_ NM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2 TTGGACGAGAGG 0.488

- 38 4807 xtv.1_Missense_Mu NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6 TCCAGGGACACG 0.687

- 8 1214 yi.1_Missense_Mu NM_000961 NP_000952 Q16647 PTGIS_HUMAN 3 GGAAGGGGAAGA 0.557

+ 2 3406 NM_173485 NP_775756 Q9NRE2 TSH2_HUMAN 6 GGGTCCCCCCCAT 0.552

+ 21 2975 NCRNA00176_uc0 NM_012469 NP_036601 O94906 PRP6_HUMAN 2 CCGGCCGCATCAA 0.617

- 6 2187 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN TSP type-1 1. 6 GGACTCCTCCACC 0.498

- 11 1188_1189 n_p.K416E|CHEK2 NM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase373E(2)|p.S372 20 AATCTTGGAGTG 0.416 470496;rs146546850

- 16 2130 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5 CATTCCGACACGT 0.647

- 13 1598 aqk.1_Missense_M NM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3 GGCCCGCAGGC 0.652

- 3 557 NM_012401 NP_036533 O15031 PLXB2_HUMANular (Potential).|Sema. 6 TGGCCACGCCCT 0.637

+ 9 885 aux.1_Missense_M NM_024827 NP_079103 Q96DB2 HDA11_HUMAN one deacetylase. 2 ACCTGCCCGACG 0.617

+ 8 1321 LC22A13_uc011ayn NM_004256 NP_004247 Q9Y226 S22AD_HUMAN cellular (Potential). 1 CTGGCTGTGGTGG 0.612

- 16 3082 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 CCTGTCCTTTGGG 0.542

+ 10 1513 NB1_uc011azf.1_M NM_001904 NP_001895 P35222 CTNB1_HUMAN ARM 8. 3166 GTCCTTCGGGCTG 0.502

+ 3 1576 NM_001123041 NP_001116513 P41597 CCR2_HUMAN lasmic (Potential). 2 GAGCCCCTGAAG 0.488

+ 47 6293 e_Mutation_p.P202 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 ACTGTCCCCAGCA 0.622

- 8 1442 ip.1_Missense_Mu NM_001142733 NP_001136205 A6NK59 ASB14_HUMAN ANK 11. 0 AAACATCGCTCTG 0.428

+ 25 4525 nf.2_Missense_Mut NM_001457 NP_001448 O75369 FLNB_HUMAN |Interaction with FBLP1. 19 CTGGCTCCGCTG 0.657

+ 1 374 NM_001005482 NP_001005482 Q8NGV7 OR5H2_HUMAN lasmic (Potential). 3 TGGCATATGATCG 0.378

- 9 980 h.1_Missense_Mu NM_007085 NP_009016 Q12841 FSTL1_HUMAN VWFC. 1 GCTCACCGTCACA 0.517

+ 6 1109 CM2_uc010hsl.2_R NM_004526 NP_004517 P49736 MCM2_HUMAN type (Potential). 4 CAGGCTCCTGTCC 0.582

+ 1 3723 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0 ACGTGCCGATGTG 0.687

- 4 2300 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3 TCCCTGGAATTGT 0.478

- 7 695 003hdl.3_Intron|uc NM_207407 NP_997290 Q6ZWK6 TM11F_HUMAN .|Extracellular (Potential). 1 ATTCCCCTTCCAT 0.522

+ 19 3830 qk.3_Missense_Mu NM_005935 NP_005926 P51825 AFF1_HUMAN 1 GAATATGACATCT 0.537

+ 38 5850 3_Intron|ANK2_uc NM_001148 NP_001139 Q01484 ANK2_HUMAN rich region.|Repeat A. 14 CTGTATCGCCCTC 0.512

+ 3 5443 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 CTAGTTCGTGCTG 0.468

+ 13 2650 ciu.1_Missense_M NM_001083619 NP_001077088 P42262 GRIA2_HUMAN cellular (Potential). 4 ATGAACGAGTACA 0.507

+ 20 4001 e.1_Missense_Mut NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 TCTAACGATTTGA 0.393

- 6 1180 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 CCAACTGGGGAG 0.313

+ 8 1174 7R_uc011cop.1_RN NM_002185 NP_002176 P16871 IL7RA_HUMAN lasmic (Potential). 5 GCTTTGGAAGAG 0.537

- 4 321 TARD4_uc003kpi.1 NM_139164 NP_631903 Q96DR4 STAR4_HUMAN START. 1 GCTGTCCCAATCC 0.398



+ 8 1039 n_p.P70S|DCP2_uc NM_152624 NP_689837 Q8IU60 DCP2_HUMAN 0 TTATTTCCTGACG 0.373

- 5 1421 nse_Mutation_p.L4 NM_020389 NP_065122 Q9HCX4 TRPC7_HUMAN ical; (Potential). 0 AAATCTAGCAGGT 0.582

- 1 463 eh.1_Missense_Mu NM_020389 NP_065122 Q9HCX4 TRPC7_HUMAN lasmic (Potential). 0 CCTCGTCGTAGG 0.662

+ 3 801 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN 1 GGTTGGGCATTGG 0.687

+ 21 2029 e_Mutation_p.P665 NM_015071 NP_055886 Q9UNA1 RHG26_HUMAN Ser-rich. 1 GCCCCCCGAATCC 0.587

+ 22 3698 p.A1159V|TCOF1_ NM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3 TGGTGGCGCCATC 0.632

- 2 3165 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMAN ith GNAO1 (By similarity). 2 ACCGCGGCCGG 0.672

- 16 1807 n_p.T558I|EXOC2_ NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7 TCATGAGTAAGTC 0.458

+ 1 109 NM_003540 NP_003531 P62805 H4_HUMAN 0 ATCCGTCGCTTGG 0.577

+ 3 612 2A1_uc003nid.1_5 NM_007049 NP_008980 Q7KYR7 BT2A1_HUMAN (Potential).|Ig-like V-type. 2 TCCTACGATGAGG 0.532

+ 4 1033 uc003nkk.1_Intron NM_025231 NP_079507 Q9H4T2 ZSC16_HUMAN C2H2-type 3. 1 GCATCAGAGAATC 0.418

+ 16 3979 T2_uc003nvc.3_No NM_080686 NP_542417 P48634 PRC2A_HUMAN X 57 AA type A repeats. 0 AGGAGGCGACATG 0.632

- 9 1487 se_Mutation_p.D92 NM_025258 NP_079534 Q9Y334 G7C_HUMAN 3 AGGCATCCGTGA 0.582

- 25 8843 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 21. 0 GCTGCCCATCCC 0.627

- 1 483 aw.2_Missense_Mu NM_002586 NP_002577 P40425 PBX2_HUMAN 1 GCCTGGGCCTCG 0.647

+ 10 1582 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 TATGTCCTTTTTA 0.343

- 5 2449 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN BEN 3. 3 CCAGGGAGCCG 0.637

+ 13 5311_5312LP4_uc003qrg.2_In NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 GAAGTCCTCTCC 0.584

+ 5 775 jw.1_Missense_Mu NM_032532 NP_115921 Q4ZHG4 FNDC1_HUMANonectin type-III 2. 8 GATCACGGGGTT 0.542

+ 18 1637 qsy.1_Nonsense_M NM_173516 NP_775787 Q8NA58 PNDC1_HUMAN lasmic (Potential). 0 GCTACTGGAGGCA 0.622

- 3 465 11egc.1_Missense_ NM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN 0 GGCGCGCGGGT 0.527

- 19 2454 n_p.W647*|OSBPL NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1 TTTGTTCCACTCA 0.403

+ 11 1814 NM_002047 NP_002038 P41250 SYG_HUMAN 1 AACCTCTGAAAGA 0.433

- 11 1499 sense_Mutation_p NM_033054 NP_149043 B0I1T2 MYO1G_HUMANyosin head-like. 4 ACAATGGTGGCGT 0.622

+ 4 1052 NM_001159279 NP_001152751 2 ACTAACCACAAGA 0.398

- 20 2777 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN smembrane type-1 2. 7 GAGCCGCTTGGT 0.522

+ 8 2347 p.V689I|PPP1R9A_ NM_017650 NP_060120 Q9ULJ8 NEB1_HUMAN N38 (By similarity).|Potentia 4 CATGCAGTTACAG 0.318

- 6 741 n_p.R184*|SLC25A NM_014251 NP_055066 Q9UJS0 CMC2_HUMAN EF-hand 4. 4 TGTCTCGGAAGTC 0.453 rs80338716

- 3 1904 GAL3ST4_uc003ut NM_024637 NP_078913 Q96RP7 G3ST4_HUMANmenal (Potential). 3 AAGACAGAGTCCA 0.532

+ 4 713 ntron|AGFG2_uc0 NM_006076 NP_006067 O95081 AGFG2_HUMAN 1 TCCACCTCGAGCC 0.552

- 2 477 GKI_uc003vtu.2_Int NM_004717 NP_004708 O75912 DGKI_HUMAN 3 TTGGCTGGACCAT 0.478

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 3 5767 _p.R517C|ABP1_u NM_001091 NP_001082 P19801 ABP1_HUMAN 6 CACTACCGCGTAG 0.567

- 1 871 .1_Intron|FAM66D NM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3 TGGCAAGTTTGTT 0.498

- 28 3497_3498 uc003xhi.1_Intron NM_015254 NP_056069 Q9NQT8 KI13B_HUMAN 0 AGAGGGGACCAT 0.54

+ 2 430 HD2_uc003xlc.2_M NM_015214 NP_056029 O94830 DDHD2_HUMAN 2 CATCTCCGTCACC 0.408 rs143549962

- 16 3579 R1012Q|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN 7 ACCTTTCGCTTCA 0.498

- 3 1130 p.R252H|OPRK1_ NM_000912 NP_000903 P41145 OPRK_HUMAN lasmic (Potential). 2 TTGAGACGCAGG 0.552

+ 5 1103 NM_147189 NP_671722 Q8TC76 F110B_HUMAN 1 GAGCCCGTGAAG 0.677

+ 7 812 p.D255N|C8orf34_ NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 TCTCAAGATTCTT 0.368

- 2 80 IF2C2_uc010meo. NM_012154 NP_036286 Q9UKV8 AGO2_HUMAN 0 GCGGCGGCGCAG 0.582

- 31 6907 e.1_Missense_Mut NM_201380 NP_958782 Q15149 PLEC_HUMAN us rod domain.|Potential. 9 CCTGCCGCCGGG 0.761

- 5 1584 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN C2H2-type 9. 0 CTCCGACGAAAG 0.493

- 5 780 LT3_uc011lnf.1_Mi NM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 ctgctgctgctgctgctgc 0.139

- 7 1177 p.A288V|ELAVL2_ NM_004432 NP_004423 Q12926 ELAV2_HUMAN RRM 3. 3 GTGACAGCTCCAA 0.468

- 3 730 sense_Mutation_p. NM_004323 NP_004314 Q99933 BAG1_HUMAN e.|Interaction with HSPA8. 1 ATGACCCGGCAAC 0.368

+ 7 1613 |NFX1_uc003zsp.1 NM_002504 NP_002495 Q12986 NFX1_HUMAN NF-X1-type 2. 1 CATGGGGGTCAG 0.493 rs35268125



- 16 2167 ssense_Mutation_p NM_022917 NP_075068 Q9H6R4 NOL6_HUMAN 2 GGGTGAGCTCCCT 0.617 rs139620819

- 3 797 NM_017561 NP_060031 A1L443 FA22F_HUMAN 0 ATGGCCTGCCACA 0.617

+ 3 285 04brk.2_Splice_Site NM_001032221 NP_001027392 P61764 STXB1_HUMAN 1 CCTTGCAGGTGCT 0.517

- 7 1089 mdn.1_Missense_M NM_001134707 NP_001128179 Q9UL12 SARDH_HUMAN 0 GGCGGAGGTAGA 0.577

+ 6 1179 NM_000093 NP_000084 P20908 CO5A1_HUMAN nhelical region. 11 GGAAGGAGACGG 0.602

- 2 367 n_p.C59F|MID1_u NM_033290 NP_150632 O15344 TRI18_HUMAN RING-type. 3 GCCGGCAGGTGG 0.587

+ 5 521 NM_000377 NP_000368 P42768 WASP_HUMAN 1 CCACAGACAGAC 0.572

- 2 795 NM_019003 NP_061876 Q99865 SPI2A_HUMAN 0 TAGAACCATGCTC 0.423

- 14 1938 n_p.S612L|ABCB7_ NM_004299 NP_004290 O75027 ABCB7_HUMANBC transporter. 1 TCTAACGATGAAG 0.353

+ 17 2020 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-1. 3 AAATACGATAGCC 0.308

+ 4 2019 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTCCTCACTACTT 0.582

+ 8 602 5_uc011myj.1_Mis NM_007150 NP_009081 O15231 ZN185_HUMAN 3 AGGACAGCTCCCC 0.488

- 7 904 fku.1_Missense_M NM_006730 NP_006721 P49184 DNSL1_HUMAN 0 AGCAGACTCCGGC 0.662

- 9 875 nse_Mutation_p.E1 NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0 CCTTCTCGGTCAG 0.562

- 4 545 P2_uc001arw.2_3 NM_006610 NP_006601 O00187 MASP2_HUMANke; calcium-binding. 4 TTGTTACGGTGCA 0.687

+ 5 857 ni.2_Missense_Mut NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Potential). 1 CCTGCGGGTAGA 0.582

- 13 2091 n_p.Q5*|ARHGEF1 NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN PH. 3 GCACCTGCAGCTC 0.657

+ 6 1125 bav.1_Missense_M NM_032880 NP_116269 Q96ID5 IGS21_HUMAN 4 CCCTCCCGTGGC 0.637

- 94 13667 se_Mutation_p.G2 NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CTGCACCCCCACT 0.537

- 65 8547 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 14. 9 CTCGGGAGGAGG 0.677

+ 15 2948 bgf.2_Missense_Mu NM_017449 NP_059145 P29323 EPHB2_HUMAN mic (Potential).|SAM. 5 AGCTTCGCCAATG 0.592

+ 8 534 uc001bhs.1_Silent_ NM_007260 NP_009191 O95372 LYPA2_HUMAN 2 CCCACCCTCTGGC 0.682

+ 13 1933 e_Mutation_p.R54 NM_005839 NP_005830 Q8IYB3 SRRM1_HUMANes and matrix localization.|A 3 GACGGCGCAGGA 0.532 rs78787676

+ 13 1157 p.R316C|RPS6KA1 NM_002953 NP_002944 Q15418 KS6A1_HUMAN kinase C-terminal. 1 TACCGTCGTGAGA 0.597

+ 3 1442 _p.D371N|PIGV_uc NM_017837 NP_060307 Q9NUD9 PIGV_HUMAN lasmic (Potential). 1 AAGCCCGATCTTG 0.537

+ 4 879 0ofh.1_Missense_M NM_032283 NP_115659 Q9NUE0 ZDH18_HUMAN 0 ACGTTGCGTGAGT 0.567

+ 11 1671 _p.D267Y|ADC_uc0 NM_052998 NP_443724 Q96A70 ADC_HUMAN 2 GCGGTTGATGGC 0.617

- 13 2278 _p.D743H|PHC2_u NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 AGTTATCTGAGCA 0.572

- 14 2437 _p.L169F|KIAA031 NM_024874 NP_079150 Q8IZA0 K319L_HUMAN xtracellular (Potential). 2 TCCAGAGGTAGC 0.557

- 7 1117 ba.1_Missense_Mu NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 CGGCGTCGTACA 0.652

- 2 425 ba.1_Missense_M NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 TCACCCTTTTTGG 0.547

+ 34 4383 _p.T480M|MACF1_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16 GCTACACGGCATT 0.418

- 9 2205 p.R436H|PABPC4_ NM_003819 NP_003810 Q13310 PABP4_HUMAN 0 TGCCAGCGTGGAT 0.527

- 4 825 fv.1_Missense_Mu NM_014747 NP_055562 Q9UJD0 RIMS3_HUMAN 0 CACGTGCCGTCG 0.667

+ 8 1174 Q5T011 SZT2_HUMAN 0 ACTGCGGTGAGA 0.577

+ 7 987 cjs.2_Missense_Mu NM_002840 NP_002831 P10586 PTPRF_HUMANPotential).|Ig- p.R206H(1) 10 GCACACGTTACTC 0.607

+ 4 1074 0okl.1_Missense_M NM_003780 NP_003771 O60909 B4GT2_HUMANmenal (Potential). 2 AACCCCGCCACTT 0.617 rs145778728

+ 2 844 clw.1_Missense_M NM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2 GGCAAGGAATATG 0.517

+ 6 822 se_Mutation_p.R12 NM_006066 NP_006057 P14550 AK1A1_HUMAN 0 CTCAGGCGGGGA 0.557

- 17 3570 se_Mutation_p.E11 NM_003035 NP_003026 Q15468 STIL_HUMAN 3 GTTCCTCTTCATC 0.393

- 9 1754 zu.1_RNA|C1orf168 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 CCTCAGGGCAGG 0.463

+ 19 3394 _p.A406T|LRRC7_ NM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14 GTGAGCGCCACA 0.587 rs144289156

+ 5 1043 NAC5_uc009wbw. NM_030965 NP_112227 Q9BVH7 SIA7E_HUMANmenal (Potential). 2 GAGGACGCAAGG 0.443

- 3 415 dkr.2_Missense_M NM_018298 NP_060768 Q8TDD5 MCLN3_HUMAN 1 TTCGGTCCATATA 0.378

- 17 2111 nse_Mutation_p.R3 NM_001017975 NP_001017975 A2PYH4 HFM1_HUMAN case C-terminal. 0 TTAATCGAGTCAT 0.373

+ 7 1416 dur.2_Missense_M NM_020978 NP_066188 P19961 AMY2B_HUMAN 0 ATGGCCGGGTGA 0.378

+ 7 4649 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANPotential).|Laminin G-like 1. 8 GTGCCTGACCTG 0.642



+ 17 3083 gn.1_Missense_Mu NM_014813 NP_055628 O94898 LRIG2_HUMAN lasmic (Potential). 3 TGATACCGTCAGC 0.488

- 1 461 owu.1_Missense_M NM_001232 NP_001223 O14958 CASQ2_HUMAN 1 TTTTGCGTGACCT 0.473

- 5 1864 _p.G387R|IGSF3_u NM_001007237 NP_001007238 O75054 IGSF3_HUMAN cellular (Potential). 2 ATTCCCCGGTCAC 0.517

- 4 532 _p.A31V|REG4_uc NM_001159352 NP_001152824 Q9BYZ8 REG4_HUMAN 1 CAGGAGCACAGC 0.373

+ 32 4104 10_uc010oyl.1_Int NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 CTGCTGGATGAGA 0.478

+ 74 9249 k.1_Intron|NBPF10_ NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GGGCCTAAAGTCT 0.473

+ 4 613 _uc001enz.1_5'Fla NM_003846 NP_003837 O96011 PX11B_HUMAN 0 CTGGCTCGAGTC 0.582

+ 19 2327 NM_173638 NP_775909 Q8N660 NBPFF_HUMAN NBPF 6. 0 GTTATTCGACTCC 0.458

- 2 1030 0pcr.1_Missense_M NM_212551 NP_997716 Q96S90 LYSM1_HUMAN 0 TGGCACGTCCTGC 0.502

- 3 11572 NM_002016 NP_002007 P20930 FILA_HUMAN ggrin 23.|Ser-rich. 16 CCTGGCCGGACTG 0.592 rs143233744

- 12 1520 001fde.3_RNA|CRT NM_181715 NP_859066 Q53ET0 CRTC2_HUMAN 2 ATGGGGGTAACCG 0.542 rs35857186

- 7 2205 ffo.2_Missense_Mu NM_002249 NP_002240 Q9UGI6 KCNN3_HUMANn-binding (By similarity). 1 TGGAAAGGTCCAC 0.552

+ 3 757 _p.R234H|ZBTB7B NM_015872 NP_056956 O15156 ZBT7B_HUMAN 0 CCGCCGCAGCC 0.657

+ 20 2677 qk.1_Missense_Mu NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN Pro-rich. 3 CAGGTGGGGCCC 0.667

- 21 3114 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8 TCCACTGGTGCAG 0.507

- 16 2415 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 8. 8 ACCTGACGAGCAG 0.463 rs145972324

- 4 415 NM_017625 NP_060095 Q8WWA0 ITLN1_HUMAN nogen C-terminal. 7 CTGGACCAGCGAT 0.627

+ 8 1334 _p.V326M|UHMK1 NM_175866 NP_787062 Q8TAS1 UHMK1_HUMAN RRM. 0 TTTGTTGTGGCTA 0.433

+ 3 478 cr.1_Nonsense_Mu NM_145697 NP_663735 Q9BZD4 NUF2_HUMAN h the N-terminus of NDC80. 4 GGAATTCGACTGG 0.348

- 13 3971 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S 6 GAGAAAGGGGCA 0.502 rs140018525

+ 6 643 _p.C62S|FAM163A NM_173509 NP_775780 Q96GL9 F163A_HUMAN 1 CCCACCTGCAATG 0.667

+ 16 2338 qh.2_Missense_Mu NM_173156 NP_775179 Q92540 SMG7_HUMAN Gln/Pro-rich. 3 AGCCACCTTCCCA 0.537

+ 6 999 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 5. 2 CATGGAGTTTCAG 0.378

- 2 2245 p.T713M|ZNF281_ NM_012482 NP_036614 Q9Y2X9 ZN281_HUMAN 2 GGAGACGTAGTG 0.433

- 2 636 _Mutation_p.L177F NM_012482 NP_036614 Q9Y2X9 ZN281_HUMAN 2 TACTGAGGTCCTG 0.547

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

+ 5 1011 _p.S29P|RNPEP_ NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 GAGATCTCCCACA 0.537

- 8 2175 z.2_Missense_Mut NM_002644 NP_002635 P01833 PIGR_HUMAN lasmic (Potential). 3 CTGTGCCGGGCTC 0.652

- 10 2155 hkv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN e 2.|Extracellular (Potential 26 GGTCTACAGAGAT 0.423

+ 1 996 NM_021958 NP_068777 Q14774 HLX_HUMAN 2 ATTGACCGCATTTT 0.597

+ 4 552 fd.1_Missense_Mu NM_014777 NP_055592 Q14146 URB2_HUMAN 3 TCATCTACACGGC 0.572

+ 4 2297 fd.1_Missense_Mu NM_014777 NP_055592 Q14146 URB2_HUMAN 3 ACGACGGCTTCCT 0.463

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 ATCCTGATGGGAC 0.488

+ 9 992 PF18_uc001imq.2_ NM_003675 NP_003666 Q99633 PRP18_HUMAN 1 CCCATCGGTGTCA 0.413

- 22 3080 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 5. 19 ATGGCGGGATCG 0.393

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGTGGAAAG 0.502

- 6 957 _p.E188*|PCDH15 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN r (Potential).|Cadherin 2. 13 CATACTCTATCTG 0.333

+ 8 994 NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN KH 2. 4 TCTACCGTCTACC 0.413

+ 15 2308 X50_uc010qjc.1_3' NM_024045 NP_076950 Q9BQ39 DDX50_HUMAN 1 ACAAACGGAGTTT 0.423

- 1 812 NM_001057 NP_001048 P21452 NK2R_HUMAN Name=2; (Potential). 1 GATTGACGATGAA 0.572

+ 27 2022 1jqc.1_Missense_M NM_005203 NP_005194 Q5TAT6 CODA1_HUMANal).|Triple-helical region 3 (C 1 GGACACGATGGG 0.502

- 6 1327 kbt.1_Missense_Mu NM_145869 NP_665876 P50995 ANX11_HUMAN 1 AGCTCGGCACTGG 0.701

+ 3 456 70_splice|PCGF5_ NM_032373 NP_115749 Q86SE9 PCGF5_HUMAN 1 GTTGAGGTAAGGA 0.318

- 2 562 NM_005398 NP_005389 Q9UQK1 PPR3C_HUMAN ction with EPM2A. 1 AGTAATCGGTTGA 0.428

- 3 283 NM_006993 NP_008924 O75607 NPM3_HUMAN 0 TGGTTCCGGGCCA 0.542

- 6 978 kxy.1_Missense_M NM_025145 NP_079421 Q8NDM7 WDR96_HUMAN WD 3. 0 TAAGTACAGTCAC 0.408

- 5 2445 NM_173791 NP_776152 Q8NEN9 PDZD8_HUMAN 0 TATTCCGTGTTTG 0.453



+ 4 3076 nse_Mutation_p.P9 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CAGCTCCCCAAAG 0.493

- 8 1099 AT_uc001lhr.2_Mis NM_000274 NP_000265 P04181 OAT_HUMAN 0 GCCACTCGGCAG 0.488

- 7 1008 bc.1_Nonsense_M NM_173575 NP_775846 Q86UX6 ST32C_HUMANProtein kinase. 5 ATCCTCGCAGCAG 0.662

+ 6 756 lra.2_Missense_M NM_006755 NP_006746 P37837 TALDO_HUMAN 0 ATGGGCGCCTCCT 0.527

+ 12 2169 eq.2_Missense_Mu NM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1 TGCTGCAAATGTT 0.428

+ 2 508 NM_173525 NP_775796 Q8N5U0 CK042_HUMAN 1 TGGCTCCGAAGCA 0.597

- 7 1475 fd.2_Missense_Mu NM_006458 NP_006449 O75382 TRIM3_HUMAN Filamin. 5 TCTGCACGCAGCT 0.657

+ 1 117 mkh.2_Missense_M NM_018222 NP_060692 Q9NVD7 PARVA_HUMAN on with ARHGAP31. 3 CGTCCCGCAAGA 0.697

- 9 1043 F22_uc001mpa.2_ NM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Ig-like 2. 7 TCACATCGTACTT 0.527

+ 8 1467 _p.S282L|NAV2_u NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 CCTCCTCGGCCAT 0.607

+ 2 198 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0 CAGCTTCGTACTA 0.383

+ 2 2063 mun.1_Missense_M NM_012194 NP_036326 Q6ZVL6 CK041_HUMAN 2 GCAGCAGCTGCCG 0.512

- 40 5566 dj.1_Missense_Mu NM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2 ACTATTCGAGATG 0.498

+ 8 1342 e.2_Missense_Muta NM_207341 NP_997224 P60852 ZP1_HUMAN llular (Potential).|ZP. 0 AGGTCCGGCTTCT 0.622

+ 8 1116 nxd.2_Missense_M NM_033101 NP_149092 Q96DT0 LEG12_HUMAN Galectin 2. 2 TCCTTCGCAGACA 0.572

+ 1 99 _uc001ocy.1_5'Fla NM_004927 NP_004918 Q13405 RM49_HUMAN 0 TGGCAGCTACCAT 0.677

- 7 1584 p.R439W|LTBP3_u NM_001130144 NP_001123616 Q9NS15 LTBP3_HUMAN TB 2. 3 GACACCGCGCGC 0.637

+ 5 684 e_Mutation_p.R178 NM_006388 NP_006379 Q92993 KAT5_HUMAN 0 ACCACCGCTCAAC 0.592

+ 2 256 _p.R65H|DPP3_uc NM_005700 NP_005691 Q9NY33 DPP3_HUMAN 2 TCAGCCGCCTCTT 0.642

+ 3 414 NM_014578 NP_055393 O00212 RHOD_HUMAN 0 TTAACCGGGTAGG 0.547

+ 6 713 n_p.R155*|ANKRD NM_207354 NP_997237 Q6ZTN6 AN13D_HUMAN 1 AGCCTGCGAGTAG 0.607

- 3 713 _p.A157V|LRRC32 NM_005512 NP_005503 Q14392 LRC32_HUMANular (Potential).|LRR 5. 0 TTCTCCGCCAGTG 0.642

+ 18 2739 UL5_uc001pju.2_R NM_003478 NP_003469 Q93034 CUL5_HUMAN 1 TTGGACGTTTGCA 0.343

+ 6 599 .1_Missense_Muta NM_014956 NP_055771 Q9UPV0 CE164_HUMAN action with ATRIP. 2 CTTTACGAGGTCT 0.537

+ 27 10365 .2_Missense_Muta NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 GCAGACGAACAC 0.537 rs139366882

- 2 804 P2_uc001pwn.3_In NM_004205 NP_004196 O75604 UBP2_HUMAN or interaction with MDM4. 4 AGCATGGGGCTGC 0.627

+ 4 693 NM_003105 NP_003096 Q92673 SORL_HUMAN cellular (Potential). 15 CCATTTCGGGCAG 0.512

- 2 242 qat.2_Missense_Mu NM_014312 NP_055127 Q96IQ7 VSIG2_HUMAN (Potential).|Ig-like V-type. 4 CCAGGGCGAAGC 0.632

+ 11 1314 bg.1_Missense_M NM_152713 NP_689926 P46977 STT3A_HUMAN ical; (Potential). 0 TCAGCTGTAATGG 0.428 rs140314352

+ 5 1227 qjk.2_Missense_Mu NM_032642 NP_116031 Q9H1J7 WNT5B_HUMAN 1 AAGAGCGTGCAGG 0.602

- 43 7686 WF_uc010set.1_Int NM_000552 NP_000543 P04275 VWF_HUMAN VWFC 2. 12 CTCACCGACCGAC 0.577

+ 14 1851 _p.G498R|PTPN6_ NM_002831 NP_002822 P29350 PTN6_HUMAN 1 GAGTACGGGAAC 0.652

- 10 2433 sge.1_Missense_M NM_174941 NP_777601 Q9NR16 C163B_HUMANExtracellular (Potential). 11 AGCAGGGCATATC 0.453

+ 6 648 NM1L_uc010skh.1_ NM_012062 NP_036192 O00429 DNM1L_HUMANTPase domain. 2 GATATTGAGCTTC 0.388

+ 17 2220 mn.1_Missense_Mu NM_001843 NP_001834 Q12860 CNTN1_HUMAN 9 ACAGACGGTGCTG 0.368

- 11 1222 FRS2IP_uc001roy. NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 GGTTTTCGTCTTG 0.428

- 1 367 NM_001004134 NP_001004134 Q8NGE0 O10AD_HUMAN lasmic (Potential). 1 CATAACGGTCATA 0.488

- 4 1485 TUBA1B_uc001rtl. NM_006082 NP_006073 P68363 TBA1B_HUMAN 0 CTTCACGGGCCTC 0.512

+ 4 1269 TUBA1C_uc010sm NM_032704 NP_116093 Q9BQE3 TBA1C_HUMAN 0 GGGCTCGCCTGG 0.592

- 5 1089 NM_030809 NP_110436 Q9H175 CSRN2_HUMAN 0 CGGACCCGGATTG 0.592

+ 22 5078 cj.2_Missense_Mut NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 CTTCAGGAGATGC 0.592

- 2 1134 _p.R325C|SP7_uc0 NM_152860 NP_690599 Q8TDD2 SP7_HUMAN C2H2-type 2. 0 CATGACGCTCCAG 0.612

+ 7 780 tation_p.R144W|PCNM_001128911 NP_001122383 Q15366 PCBP2_HUMAN KH 2. 0 ACTGAGCGGGCC 0.473

- 2 863 zob.1_Missense_M NM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4 CGATGTCGACCAG 0.597

- 9 988 nse_Mutation_p.D2 NM_145064 NP_659501 Q96MF2 STAC3_HUMAN SH3 1. 3 CCAGATCGTCCTT 0.567

- 3 357 NM_018402 NP_060872 Q9NPH9 IL26_HUMAN 0 CCTCCACAAAGC 0.388

- 1 661 NM_201550 NP_963844 Q5BKY1 LRC10_HUMAN LRR 3. 0 GGGGAGGTCGCA 0.577



+ 3 905 NM_032790 NP_116179 Q96D31 CRCM1_HUMAN ical; (Potential). 0 GCCATCGCCTCGA 0.642

+ 6 664 9zxh.2_Missense_MNM_001080825 NP_001074294 A0PK00 T120B_HUMAN ical; (Potential). 0 ACCATTCGGGAGA 0.572

- 3 769 _p.R27H|RILPL1_u NM_178314 NP_847884 Q5EBL4 RIPL1_HUMAN Potential. 0 TTGGCGCGGATCT 0.617

- 12 2436 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11 CCTCCTCCATGAT 0.612

+ 6 719 NM_003565 NP_003556 O75385 ULK1_HUMAN Protein kinase. 4 CCGCCGGCCGC 0.473

- 5 1441 _p.D294E|GOLGA3 NM_005895 NP_005886 Q08378 GOGA3_HUMAN 6 ACGGTCGTCAGTG 0.597 rs143511800

- 14 2075 MR6_uc001uqe.1_I NM_004685 NP_004676 Q9Y217 MTMR6_HUMAN 4 TGCCCTCTATAGT 0.423

- 5 1531 nse_Mutation_p.R4 NM_183044 NP_898865 Q9Y252 RNF6_HUMAN Arg-rich. 2 TATCCCGATCTCT 0.463

+ 1 2516 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11 ATGACCGAGAACT 0.562

+ 7 771 p.E172G|COG6_uc NM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2 CTTATGAAAGACT 0.264

- 2 233 NM_198849 NP_942146 Q8IW03 SIAH3_HUMAN 2 GGCGCGCCGAC 0.443

- 13 3281 nse_Mutation_p.S1 NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2 GGGGTACTACCAG 0.373

- 5 650 NM_002267 NP_002258 O00505 IMA3_HUMAN 0 GCATTCTGCAATA 0.328

- 13 2665 0aer.2_Missense_ NM_014832 NP_055647 O60343 TBCD4_HUMAN 6 CGCTGCCGCCAG 0.517

- 3 727 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN LRR 1. 0 TTGCTGCTGTCCA 0.348

- 13 1642 _p.L475F|TUBGCP NM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1 TCCTATCAAAAGG 0.358

- 9 688 _p.D203N|PCID2_ NM_001127203 NP_001120675 Q5JVF3 PCID2_HUMAN 0 TGTAATCGTCTTT 0.333

+ 2 470 vtt.3_Missense_M NM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0 TGCACCGCGGGC 0.627

- 10 1144 n_p.E32K|GAS6_u NM_000820 NP_000811 Q14393 GAS6_HUMAN aminin G-like 1. 4 TGCCCTCGGGGT 0.652

- 9 1247 wu.2_Missense_Mu NM_138376 NP_612385 Q8N0Z6 TTC5_HUMAN 1 TTGTGCTGAATTC 0.428

+ 2 807 NASE4_uc001vya. NM_002937 NP_002928 P34096 RNAS4_HUMAN 1 AACATTCGTAGTA 0.463

- 1 166 NM_001005466 NP_001005466 Q8NGC3 O10G2_HUMAN lasmic (Potential). 1 TCGGGTCAGCCC 0.527

- 15 1958 NM_002471 NP_002462 P13533 MYH6_HUMAN yosin head-like. 4 GCTTACCAGTATC 0.567

- 1 25 NM_199047 NP_950248 Q6SJ96 TBPL2_HUMAN 0 GAACCCGCTCCGG 0.692

+ 8 2096 r.3_Intron|FUT8_uc NM_178155 NP_835368 Q9BYC5 FUT8_HUMAN otential).|Lumenal (Potential 1 ATCCCCGTCCTCC 0.458

+ 22 3258 _p.P759S|GPHN_u NM_001024218 NP_001019389 Q9NQX3 GEPH_HUMAN denylyltransferase. 2 ATGCTACCTCCAA 0.473

+ 6 736 _p.E215K|GALNTL NM_020692 NP_065743 Q8N428 GLTL1_HUMAN main A.|Lumenal (Potential) 2 CACTGCGAAGTGA 0.627

- 1 1111 NR_003951 0 TATCAACTCCACA 0.403

+ 8 906 CAF4_uc010tts.1_M NM_015604 NP_056419 Q8WV16 DCAF4_HUMAN 3 TGAATTCGGTGTG 0.507

- 7 830 _Mutation_p.H67Q NM_005050 NP_005041 O14678 ABCD4_HUMAN nsmembrane type-1. 4 CTGCATGTGCTTG 0.552

+ 13 5711 PM1_uc001xqm.1_ NM_019589 NP_062535 P49750 YLPM1_HUMAN 3 TTTGGAGGACCTG 0.378

+ 10 1301 NM_000369 NP_000360 P16473 TSHR_HUMAN cellular (Pote p.D382H(1) 299 CTTTTGACAGCC 0.458

- 3 951 NM_206918 NP_996801 Q6QHC5 DEGS2_HUMAN 0 TGCTGCGGCAGG 0.637

+ 8 1852 NM_001376 NP_001367 Q14204 DYHC1_HUMANy similarity).|Stem (By simila 10 AGACCCGGATCAC 0.532

- 2 452 NM_207379 NP_997262 Q6ZVK1 T179A_HUMAN 0 GGGGTACGGTGC 0.657

+ 7 1316 |OR4N4_uc010tzv NM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMAN Name=3; (Potential). 5 GGGAGGGATTAC 0.512

+ 1 95 NM_001080841 NP_001074310 0 GGGAGGGATTAC 0.493

+ 6 561 p.V153M|CYFIP1_ NM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9 GACTTCGTGTCAG 0.537

- 5 551 RC2_uc001zbl.1_5' NM_004667 NP_004658 O95714 HERC2_HUMAN 13 AATAGCGCTCCAA 0.502

- 16 2034 se_Mutation_p.E54 NM_002420 NP_002411 Q7Z4N2 TRPM1_HUMAN lasmic (Potential). 4 TCTCTTCCCCTCG 0.592

+ 4 1192 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3 GCCTTCGCCTGG 0.637

+ 8 1058 _p.E290G|SQRDL_ NM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1 AGTATGAAATGCT 0.448

- 4 663 NM_000138 NP_000129 P35555 FBN1_HUMAN EGF-like 1. 3 CTGGAGCCACAGG 0.408

- 9 4299 .1_Intron|RFX7_uc NM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0 TTCACTGCAAATT 0.368

+ 4 801 se_Mutation_p.R65 NM_000236 NP_000227 P11150 LIPC_HUMAN 1 CAGATTCGAATCA 0.488

- 77 14256 C1_uc002amo.2_5 NM_003922 NP_003913 Q15751 HERC1_HUMAN HECT. 19 CCTTCTCGGACTG 0.597

- 1 133 LPX_uc010bhg.1_M NM_006660 NP_006651 O76031 CLPX_HUMAN 0 AGGCGAGTGAGG 0.706



- 4 791 NM_001102658 NP_001096128 P0C5K7 CT62_HUMAN 0 ACATTCCGTCTGG 0.493

- 2 739 NM_001039614 NP_001034703 Q2T9L4 CO059_HUMAN 1 CTGGCCGAGTCG 0.627 rs138123176

- 2 1379 NM_032246 NP_115622 Q6ZN04 MEX3B_HUMAN 2 GGCAGCCGTCGG 0.652

- 18 2305 678S|AP3B2_uc01 NM_004644 NP_004635 Q13367 AP3B2_HUMAN Glu/Ser-rich. 5 CAGAGCCGCTCTC 0.562

- 4 1128 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN 3 CTATTCCTCTCAG 0.473

+ 10 1038 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8 AATATCGACCTGG 0.473

+ 18 3513 se_Mutation_p.R76 NM_000057 NP_000048 P54132 BLM_HUMAN 6 ATTCACGACACAA 0.368

+ 5 1217 O3A1_uc010boc.1_ NM_013272 NP_037404 Q9UIG8 SO3A1_HUMAN lasmic (Potential). 1 TGATCCCGAAGG 0.582

- 9 1434 _p.E374K|PCSK6_ NM_002570 NP_002561 P29122 PCSK6_HUMAN Catalytic. 2 CATTCTCGGTGGC 0.567

+ 5 1855 NM_005632 NP_005623 O75808 CAN15_HUMANalpain catalytp.E498fs*15(1) 2 GGGCCCGAGTCTG 0.657

+ 25 3152 p.R1005H|MAPK8I NM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3 AAGGCCGTGTGCT 0.701

- 10 1977 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6 AAACTCGGAGAG 0.522 rs104895107

+ 6 1347 IP2_uc010uyp.1_I NM_024997 NP_079273 Q5U623 MCAF2_HUMAN Potential. 0 CAAAGACGTATTA 0.289

+ 25 3845 vl.2_Missense_Mut NM_004996 NP_004987 P33527 MRP1_HUMAN ne type-1 2.|Helical; Name= 4 AGGCACAGCCTCA 0.567

+ 12 1778 p.G550R|TMC7_uc NM_024847 NP_079123 Q7Z402 TMC7_HUMAN cellular (Potential). 3 GTTTACGGGCAAA 0.498

+ 5 936 dfy.2_Missense_Mu NM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 1. 1 ACCTCACCGTGCG 0.607

+ 7 1252 F2K_uc002dkh.2_R NM_013302 NP_037434 O00418 EF2K_HUMAN type protein kinase. 1 GCCGCAGGTGAG 0.607

+ 15 2162 Mutation_p.D660N NM_173201 NP_775293 O14983 AT2A1_HUMANasmic (By similarity). 4 TTCGACGACCTGC 0.632

+ 15 2183 Mutation_p.R667W NM_173201 NP_775293 O14983 AT2A1_HUMANasmic (By similarity). 4 GAACAGCGGGAA 0.622

- 4 571 _Intron|TBX6_uc00 NM_004608 NP_004599 O95947 TBX6_HUMAN T-box. 2 GACACGGTCAGG 0.632

- 3 945 689_uc010bzy.2_5 NM_138447 NP_612456 Q96CS4 ZN689_HUMAN C2H2-type 3. 0 CACACTGGTCACA 0.602

+ 18 2771 _p.R215Q|RNF40_ NM_014771 NP_055586 O75150 BRE1B_HUMAN Potential. 1 AGACTCGGCTGCG 0.642

- 2 532 efh.1_Missense_M NM_033151 NP_149163 Q96J66 ABCCB_HUMAN lasmic (Potential). 6 TCCCCCACGGTG 0.552

+ 3 748 n_p.R70H|MMP2_u NM_004530 NP_004521 P08253 MMP2_HUMAN lagenase-like 1. 11 TTGCTCGTGCCTT 0.478

- 5 545 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1 AAAACCGGATATC 0.343

- 18 2955 _p.R7H|FHOD1_u NM_013241 NP_037373 Q9Y613 FHOD1_HUMAN FH2. 3 ACACGGCGGTGC 0.617

- 3 1322 _p.A163T|TPPP3_u NM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1 TGTAGGCGCTCAC 0.627

- 3 812 FOD2_uc002euc.2 NM_030819 NP_110446 Q3B7J2 GFOD2_HUMAN 3 AGCCCCCGCCGC 0.612

+ 4 1029 AS3_uc002ewl.2_M NM_005329 NP_005320 O00219 HAS3_HUMAN lasmic (Potential). 0 TTCAACGTGGAGC 0.567

- 3 237 dn.2_Missense_Mu NM_153486 NP_705690 Q86WU2 LDHD_HUMAN inding PCMH-type. 0 GAGGTTCGCACC 0.632

+ 4 1202 vng.1_Missense_M NM_014940 NP_055755 Q7L1V2 MON1B_HUMAN 0 AGGAGCGAAATGT 0.657

+ 23 2649 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8 GACTTCGAGGAG 0.512

+ 5 761 0voj.1_Missense_M NM_014732 NP_055547 O60268 K0513_HUMAN 1 AAGAACCTCATGA 0.522

- 3 268 V72I|MTHFSD_uc0 NM_001159377 NP_001152849 Q2M296 MTHSD_HUMAN 0 GCCGAACGCCTTC 0.537

- 12 1445 CCHC14_uc002fkb. NM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2 GGGCCGTGGGT 0.587

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

- 8 984 _p.V299I|SLC43A2 NM_152346 NP_689559 Q8N370 LAT4_HUMAN 0 GTCGACGGTGGA 0.697

- 5 1099 tn.1_Missense_Mu NM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN MYND-type. 5 TGCATCCGTCACA 0.542

- 28 3250 3_Intron|GSG2_uc NM_002208 NP_002199 P38570 ITAE_HUMAN cellular (Potential). 4 GCCATTCTTCCAC 0.458

- 3 657 xk.1_Missense_Mu NM_015113 NP_055928 O43149 ZZEF1_HUMAN 4 ATCACCGCGCTGG 0.512

- 17 3016 02gag.1_Missense_ NM_015099 NP_055914 O94983 CMTA2_HUMAN 1 GCTCCCGCATTGA 0.612

- 12 1834 NM_001139 NP_001130 O75342 LX12B_HUMANLipoxygenase. 0 CGGCTGCGTCACT 0.577

- 14 1697 _p.L544P|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMANyosin head-like. 2 TCCAAAAGGGCCA 0.428

+ 16 2919 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN m (By similarity). 20 GTTGAGGGTCTCA 0.502

+ 12 1374 p.D440N|MPRIP_u NM_201274 NP_958431 Q6WCQ1 MPRIP_HUMAN PH 2. 0 TGTTACGATGTCA 0.488 rs144918812

- 6 880 wn.2_Missense_Mu NM_001142610 NP_001136082 Q8IYT8 ULK2_HUMAN Protein kinase. 4 CCTTTGCTGTGCA 0.453

+ 2 342 2_5'UTR|MAP2K3_ NM_145109 NP_659731 P46734 MP2K3_HUMAN 0 ATCTACGGATATC 0.557 rs144032462



+ 3 986 NM_021012 NP_066292 Q14500 IRK12_HUMAN me=M1; (By similarity). 4 TTGCCTCCTGGCT 0.627

+ 26 3675 sn.1_Missense_Mu NM_001042492 NP_001035957 P21359 NF1_HUMAN p.?(2) 330 CCTTTTGAATGAC 0.433

+ 2 675 se_Mutation_p.L15 NM_003885 NP_003876 Q15078 CD5R1_HUMAN 1 GAGCTGCTTCGCT 0.682

- 26 3736 p.R715Q|MYO19_u NM_001163735 NP_001157207 Q96H55 MYO19_HUMAN hondrial targeting. 1 AGCGCTCGGATG 0.567

+ 11 2057 ue.2_Missense_M NM_007359 NP_031385 O15234 CASC3_HUMAN tion in cytoplasmic stress gr 1 CATCCCCACCAGA 0.498

- 3 274 NM_001838 NP_001829 P32248 CCR7_HUMAN Name=1; (Potential). 1 GGCCCACGAAACA 0.502

- 4 864 NM_181537 NP_853515 Q7Z3Y8 K1C27_HUMAN Rod.|Coil 2. 0 CCTCCGCGTCCCT 0.652

+ 3 310 NM_030975 NP_112237 B5MDD6 B5MDD6_HUMAN 0 ACTACCCGACGAC 0.637

- 5 848 NM_002279 NP_002270 Q14525 KT33B_HUMAN Coil 2.|Rod. 0 GCCTGGTAGGACT 0.592

+ 6 688 _p.L154Q|MLX_uc0 NM_170607 NP_733752 Q9UH92 MLX_HUMAN 0 CCGCCCTAAAGAT 0.502

- 3 723 _p.R174K|MEOX1_ NM_004527 NP_004518 P50221 MEOX1_HUMAN 0 GCTGACCTCCCTT 0.567

- 6 1906 se_Mutation_p.S48 NM_001145365 NP_001138837 Q9Y2D9 ZN652_HUMAN type 9; degenerate. 1 ATGTTCGAGAAGC 0.567

+ 5 746 ird.2_Missense_Mu NM_022827 NP_073738 Q8TB22 SPT20_HUMAN 0 GAATACGAGAACA 0.627

+ 1 490 NM_001004707 NP_001004707 P58180 OR4D2_HUMANcellular (Potential). 2 CTGATGCTCCCAC 0.552

- 2 219 002jcu.1_Missense NM_001317 NP_001308 P01243 CSH_HUMAN 1 CAAAAAGCCTGGA 0.612

- 24 4596 NM_000334 NP_000325 P35499 SCN4A_HUMANe=S5 of repeat IV; (Potentia 3 TCTTGACGTAGGC 0.557 rs140517911

- 11 2458 HM1P_uc002jev.3_ NR_024386 0 CAGCGGGGGCAG 0.637

+ 4 697 NM_000727 NP_000718 Q06432 CCG1_HUMAN 0 TGCCCCGGAACCC 0.632

- 35 4600 ez.2_Missense_Mu NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN C transporter 2. 6 CACACCGCCTCAG 0.572

+ 10 1267 k.2_Nonsense_Mu NM_153209 NP_694941 Q2TAC6 KIF19_HUMAN Potential. 0 ATCCAGCGACTCA 0.632

- 10 1794 _p.H577Y|UBE2O_ NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 GGTGGTGCACAGG 0.597

- 4 585 NM_001008528 NP_001008528 P84157 MXRA7_HUMAN 0 CCAAACGTCTCCT 0.567

+ 2 703 _p.H178Y|FOXK2_ NM_004514 NP_004505 Q01167 FOXK2_HUMAN 0 CAGCCACACATCT 0.592

- 3 2287 CD_uc002kfy.1_Int NM_024702 NP_078978 Q32MQ0 ZN750_HUMAN 1 GGTTCCGGGGCC 0.642

- 10 894 e_Mutation_p.V183 NM_001009905 NP_001009905 Q67FW5 B3GNL_HUMAN 2 CGTCCACGTCACA 0.637

+ 4 1118 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN Potential. 3 TGGACAGTAAGAT 0.562

- 1 438 N2_uc002klo.2_Int NR_026659 0 TAATTCCAAATTTG 0.338

- 18 1766 p.R536W|L3MBTL4 NM_173464 NP_775735 Q8NA19 LMBL4_HUMAN 3 TGGCCCGGATGTC 0.632

+ 36 4728 ur.2_Missense_Mut NM_198129 NP_937762 Q16787 LAMA3_HUMAN minin IV type A. 11 CCTGGCGACATGG 0.448

- 6 898 da.1_5'UTR|PIAS2_ NM_004671 NP_004662 O75928 PIAS2_HUMAN PINIT. 4 TTAGGCGGTGGTG 0.398

+ 2 1024 CHC2_uc002lio.2_R NM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2 CTTACCGTGGCAC 0.418

- 2 2804 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6 AGTTGACCTTCCC 0.493

+ 6 787 _p.G125S|CNDP2_ NM_018235 NP_060705 Q96KP4 CNDP2_HUMAN 3 ACCTACGGCCTCA 0.483

- 5 685 _p.R217*|PPAP2C NM_003712 NP_003703 O43688 LPP2_HUMAN 1 GGGTCGCAGCAG 0.612

+ 4 1194 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 CCCTACGAATGCA 0.453

- 3 250 n_p.A65T|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN 4 CGGATGCGTCCAC 0.617

- 29 38320 C16_uc010xki.1_5'F NM_024690 NP_078966 Q8WXI7 MUC16_HUMANxtracellular (Potential). 57 TGATGGTGAAGTT 0.498

- 1 136 NM_001005192 NP_001005192 Q8NGA0 OR7G1_HUMAN Name=1; (Potential). 2 CCAGGAGAATGAG 0.493

- 2 339 02mog.1_Missense NM_007065 NP_008996 Q16543 CDC37_HUMAN 0 CGCCCTCGGCCA 0.652

- 2 595 mrx.1_Missense_M NM_001420 NP_001411 Q14576 ELAV3_HUMAN RRM 1. 3 TTGTCCCGAACCA 0.562

- 5 909 on_p.P259S|ECSI NM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN 1 GGGGGGGATCTG 0.582 rs139421495

+ 2 253 NR_027049 0 CCCAGACGAGTGG 0.473

+ 19 2301 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7 CAGCACGAGCCC 0.657

- 19 2717 MR2_uc002mzr.1_M NM_013447 NP_038475 Q9UHX3 EMR2_HUMAN Name=6; (Potential). 4 GCAGCCGGACCC 0.572

+ 5 848 n_p.R115W|YJEFN NM_015965 NP_057049 Q9P0J0 NDUAD_HUMAN 0 CTCTCCCGGAAGC 0.517

+ 17 1903 A576V|DPY19L3_ NM_207325 NP_997208 Q6ZPD9 D19L3_HUMAN 4 TGTTTGCGGGAAG 0.488

+ 5 304 yf.1_Missense_Mu NM_022006 NP_071289 P58549 FXYD7_HUMAN 0 TCTTCAGGTGAGG 0.542



+ 4 456 e_Mutation_p.G14 NM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1 GTGAAGGGGTAGT 0.632

+ 7 615 _p.A142T|SUPT5H NM_001111020 NP_001104490 O00267 SPT5H_HUMAN 4 AAATACGCCAAGT 0.582

- 2 535 0xwd.1_Splice_Sit NM_001817 NP_001808 O75871 CEAM4_HUMAN 0 CACTCACGGTGTA 0.547

- 4 1182 d.3_Missense_Mu NM_006494 NP_006485 P50548 ERF_HUMAN 4 GCTGGGGCTGGG 0.657

- 9 2880 uc010eif.1_Intron NM_005357 NP_005348 Q05469 LIPS_HUMAN 2 GAATCCGTGCCCA 0.617

+ 5 1145 F284_uc010ejd.2_R NM_013361 NP_037493 Q9UK11 ZN223_HUMAN C2H2-type 5. 1 AGCTTCCGTCTTA 0.443

+ 4 1083 _p.A262T|PVR_uc0 NM_006505 NP_006496 P15151 PVR_HUMAN Potential).|Ig-like C2-type 2. 0 AATGAGGCCACCC 0.448

- 17 2643 _p.M287I|PRKD2_ NM_001079881 NP_001073350 Q9BZL6 KPCD2_HUMANProtein kinase. 7 CGGGTACATGAAG 0.637

- 12 2942 NM_001080434 NP_001073903 6 TCTCGGGGGACC 0.652

- 7 772 p.V240M|IL4I1_uc0 NM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3 ACATCACGTCTCC 0.587

+ 4 331 NM_033068 NP_149059 Q9BZG2 PPAT_HUMAN cellular (Potential). 0 TTTGACCGCACGC 0.682

- 5 637 NM_022046 NP_071329 Q9P0G3 KLK14_HUMANPeptidase S1. 1 CCCTCCCGATCCG 0.652

+ 4 1000 H218Y|SIGLEC7_u NM_014385 NP_055200 Q9Y286 SIGL7_HUMAN 2.|Extracellular (Potential). 1 CAAGTGCACCTGG 0.587

- 3 590 EC6_uc010ydc.1_ NM_001245 NP_001236 O43699 SIGL6_HUMAN cellular (Potential). 1 GTCAGGGCTGGT 0.622

+ 2 344 NM_002030 NP_002021 P25089 FPR3_HUMAN lasmic (Potential). 6 GGATTCCGGATGA 0.542

+ 7 1279 pzi.2_Missense_M NM_032423 NP_115799 Q3MIS6 ZN528_HUMAN C2H2-type 3. 2 AAGCTTGCACAAC 0.368

- 3 663 NM_198457 NP_940859 Q6ZNG1 ZN600_HUMAN 0 GAAATTCTTTGGG 0.388

- 4 1042 02qah.2_Missense NM_207333 NP_997216 A2RRD8 ZN320_HUMAN C2H2-type 5. 0 GAATTTCGAGCGA 0.423

- 4 603 A|LILRB2_uc002qfc NM_005874 NP_005865 Q8N423 LIRB2_HUMAN Potential).|Ig-like C2-type 2. 1 GCACCAGGGGGT 0.612

- 7 1009 qff.2_Missense_Mu NM_021250 NP_067073 A6NI73 LIRA5_HUMAN lasmic (Potential). 1 TTCCAGCTGCAGC 0.537

+ 4 508 n_p.T140I|LILRA2_ NM_001130917 NP_001124389 Q8N149 LIRA2_HUMAN Potential).|Ig-like C2-type 2. 1 ACGTGACCCTCCA 0.557

+ 3 142 8_uc010yga.1_Mis NM_000991 NP_000982 P46779 RL28_HUMAN 0 TTGAAGGCCCGCA 0.597 rs147614077

- 2 384 256_uc010euj.2_In NM_005773 NP_005764 Q9Y2P7 ZN256_HUMAN KRAB. 2 GAGGTTGTAAGTG 0.522

+ 4 275 135_uc002qrf.2_M NM_003436 NP_003427 B4DHH9 B4DHH9_HUMAN 1 CGAAGCCGAATGT 0.582

+ 3 1247 cw.2_Missense_M NM_002252 NP_002243 Q9BQ31 KCNS3_HUMANe=Segment S3; (Potential). 4 ATTCCCTTCTATG 0.498

+ 12 1269 NM_001080473 NP_001073942 A6NFX1 MFS2B_HUMAN ical; (Potential). 2 TCCTACGTCTTCT 0.607

- 12 4254 rgt.1_Missense_Mu NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1 CTGGTACAGCAGA 0.498

+ 2 260 NM_001105519 NP_001098989 A6NJV1 CB070_HUMAN 1 GCGCCAGCACCC 0.592

+ 5 731 u.2_RNA|ABHD1_ NM_032604 NP_115993 Q96SE0 ABHD1_HUMAN 0 AAGCATCGTTATC 0.522 rs138157315

+ 1 4967 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN dem repeat of P-S-E-R-S-H 1 GCCATCGCGGTC 0.572

- 23 3624 rj.3_Nonsense_Mu NM_005633 NP_005624 Q07889 SOS1_HUMAN 10 AATATCGTGGTGA 0.443

- 3 441 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0 AGTCCCCGGGTT 0.488

+ 3 2628 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN 2 GTCTCCGGTCACT 0.512

- 4 1964 yrt.1_Nonsense_M NM_006302 NP_006293 Q13724 MOGS_HUMANmenal (Potential). 0 AACATCGCAGGTC 0.632

- 2 1478 CDC142_uc002slo. NM_032779 NP_116168 Q17RM4 CC142_HUMAN 1 ATAAGCGACTGAT 0.537

- 1 742 NM_000682 NP_000673 P18089 ADA2B_HUMANasmic (By similarity). 3 AGTGTCCGTTGAC 0.647

+ 4 566 se_Mutation_p.T13 NM_003855 NP_003846 Q13478 IL18R_HUMAN 2.|Extracellular (Potential). 3 AGATAACCTGTGA 0.279 rs34216045

+ 15 3774 fkp.2_Missense_M NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 ATCGGTCGGTAGC 0.512

- 4 516 NM_001009993 NP_001009993 A1KXE4 F168B_HUMAN 0 GCATACGGGCTCT 0.617

+ 4 479 wz.2_RNA|LYPD6_ NM_194317 NP_919298 Q86Y78 LYPD6_HUMAN UPAR/Ly6. 0 CCAAACGCTGTGT 0.478

- 6 1674 cf.1_Missense_Mu NM_006186 NP_006177 P43354 NR4A2_HUMAN -binding (Potential). 3 AGCCCCGGATGA 0.502

- 3 586 NM_018086 NP_060556 Q5HY92 FIGN_HUMAN 4 GTGTCCGAATAGT 0.463

+ 18 2264 p.A598V|OSBPL6_ NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 TCGTTGCCGCATT 0.438

- 44 10527 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTTACCTTCCAG 0.378

- 28 6232 TTN_uc010zfj.1_Mi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GTTCTGCGCTTGA 0.443

- 51 4155 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN lar collagen NC1. 2 CGTGCGGGCTGG 0.498

- 25 2576 _p.N647S|PGAP1_ NM_024989 NP_079265 Q75T13 PGAP1_HUMAN ical; (Potential). 4 AGTAAGTTAATCA 0.353



+ 2 1192 NM_153689 NP_710156 Q8N8R5 CB069_HUMAN 1 CAAGTACGTGATC 0.388

+ 23 3749 sense_Mutation_p. NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GCCCCGTGGGG 0.627

- 6 411 1_uc010fvj.1_Misse NM_022648 NP_072174 Q9HBL0 TENS1_HUMAN hatase tensin-type. 4 TGGTCCGGCTCAC 0.582

+ 17 3393 x.2_Missense_Mut NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 ATGTTCGGATTCT 0.483

+ 3 233 _p.G53S|STK11IP_ NM_052902 NP_443134 Q8N1F8 S11IP_HUMAN 1 CCATGGGGCCCT 0.577

+ 23 2859 YF2_uc002vth.3_M NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMANn-rich.|Glu-rich. 7 TGTTACGCAAACA 0.403

+ 8 842 e_Mutation_p.S144 NM_152879 NP_690618 Q16760 DGKD_HUMANol-ester/DAG-type 2. 5 ACACATCGTGTAA 0.552

+ 4 1549 _p.E386Q|SH3BP4_ NM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4 AACCTGGAGGTG 0.537

- 4 1702 wbs.2_Missense_M NM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0 CACCTTGTTGGTG 0.627

+ 4 1048 _p.V230M|SIRPA_u NM_001040022 NP_001035111 P78324 SHPS1_HUMAN 1.|Extracellular (Potential). 1 GCGAGGTGGCCC 0.612

+ 4 1057 _p.V233I|SIRPA_u NM_001040022 NP_001035111 P78324 SHPS1_HUMAN 1.|Extracellular (Potential). 1 GCCCACGTCACC 0.617

+ 9 1199 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9 CAGTGCGGCCCC 0.592

+ 21 2081 PS16_uc002whd.2_ NM_022575 NP_072097 Q9H269 VPS16_HUMAN 4 TCCTACGGCTGCA 0.587

- 3 3341 2wib.1_Missense_M NM_014731 NP_055546 O60299 PRIP1_HUMAN 1 GTGGGCGTGCTT 0.652

- 2 176 NR_003678 0 TGCCTCCAAATGC 0.373 rs76611503

- 20 2927 BL1_uc002xgj.1_Mi NM_002895 NP_002886 P28749 RBL1_HUMAN 10 CCAAGTCGTATTT 0.323

+ 3 465 R38*|WISP2_uc002 NM_003881 NP_003872 O76076 WISP2_HUMAN FBP N-terminal. 1 CCTCCCCGATGCC 0.667

+ 13 1733 02xmw.2_Missense NM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN PABC. 1 GGGGAGCGTCTC 0.572

- 9 924 qp.1_Missense_Mu NM_006227 NP_006218 P55058 PLTP_HUMAN 1 CCGCCCGGAAGT 0.602

+ 2 922 2yfk.2_Missense_M NM_024059 NP_076964 Q9BVV2 CT195_HUMAN 0 CCAACCGATCCTA 0.647

+ 5 1179 1_Missense_Mutat NM_032527 NP_115916 Q8N5A5 ZGPAT_HUMAN G-patch. 0 ACACGCGAGGTAT 0.602

- 13 2171 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0 TTGGTCCAGTCGC 0.711

+ 16 2816 EY2_uc011aeb.1_I NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 ATCTGCGAGGAC 0.607

+ 6 973 ywl.2_Missense_M NM_001396 NP_001387 Q13627 DYR1A_HUMANProtein kinase. 4 CCCAAACGCAGTG 0.383

- 8 2083 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7 GTTGCGGGCAGC 0.687

- 15 1669 w.3_Missense_Mu NM_000071 NP_000062 P35520 CBS_HUMAN CBS. 0 TCTGACGGCTGCA 0.577

+ 9 955 p.D138N|RRP1_uc NM_003683 NP_003674 P56182 RRP1_HUMAN 0 GGTGACGACAGG 0.637

+ 4 1334 RB1_uc002zgt.2_M NM_015833 NP_056648 P78563 RED1_HUMAN 1 ACTTGCACTTGGA 0.557

+ 38 4843 P2A_uc002zjs.2_M NM_015151 NP_055966 Q14689 DIP2A_HUMAN 2 CACCTGCGGGACG 0.632

+ 7 724 1_RNA|SEPT5_uc NM_002688 NP_002679 Q99719 SEPT5_HUMAN 1 AGATCCGGAAGCT 0.602

+ 9 903 1_RNA|SEPT5_uc NM_002688 NP_002679 Q99719 SEPT5_HUMAN 1 CAGCGGGTCCGG 0.682

- 5 763 _p.D110N|TOP3B_u NM_003935 NP_003926 O95985 TOP3B_HUMAN Toprim. 1 TGTAGTCGCAGCC 0.597

+ 43 7532 O18B_uc011aka.1_ NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 TGGAAACTCCCAA 0.567

+ 8 1130 se_Mutation_p.R21 NM_005243 NP_005234 Q01844 EWS_HUMAN em repeats.|EAD (Gln/Pro/T 3254 TCATTCCGACAGG 0.517

+ 2 209 NM_182527 NP_872333 Q86V35 CABP7_HUMAN ntial).|1 (Potential).|EF-han 0 TTTGACCGTGACG 0.597

+ 15 1205 EPDC5_uc003alt.2 NM_014662 NP_055477 O75140 DEPD5_HUMAN 8 ACCAAGCAGCGG 0.512

- 1 355 EP3_uc011aoy.1_5 NM_145174 NP_660157 Q7Z6W7 DNJB7_HUMAN 1 CACCTCCGTTTAA 0.363

- 3 361 C22orf9_uc003bfw.1 NM_001009880 NP_001009880 Q6ICG6 K0930_HUMAN 0 CCCAGTCGATGTC 0.642

+ 3 358 0had.2_Missense_M NM_015124 NP_055939 Q6IC98 GRAM4_HUMAN Potential. 1 ACCAACGCGGAG 0.652

- 6 2663 p.D775N|BRD1_uc NM_014577 NP_055392 O95696 BRD1_HUMAN 1 TGAGGTCGAGCA 0.592

+ 2 258 u.3_RNA|NCAPH2_ NM_152299 NP_689512 Q6IBW4 CNDH2_HUMAN 2 TTTGACGAAGGCA 0.537

- 16 2194 se_Mutation_p.L64 NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN lasmic (Potential). 2 CCGAGAGCACCT 0.617

+ 43 6127 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 ATCATGCAGCCCA 0.647

+ 7 1701 e_Mutation_p.R47 NM_000844 NP_000835 Q14831 GRM7_HUMAN cellular (Potential). 7 CTGGGCGTTATGA 0.463

- 6 978 GOL1_uc003cbx.2_ NM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN 0 GTAAACGTTCCTG 0.269 rs148005116

+ 4 1550 cen.2_Missense_M NM_003242 NP_003233 P37173 TGFR2_HUMAN e.|Cytoplasmic (Potential). 26 AAGAACGACCTAA 0.552

- 18 2221 axu.1_Missense_M NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 TTCGCACAGACTG 0.522



- 12 4389 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 CCCTGTTCAGCAG 0.547

+ 36 5047 _p.Q1679*|DLEC1_ NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 GCCAGCAGGAG 0.617

+ 2 185 u.1_Missense_Mut NM_020839 NP_065890 Q8TAF3 WDR48_HUMAN WD 1. 2 TGGAGTGTCAATC 0.413

+ 12 1220 NKTR_uc003clq.1_ NM_005385 NP_005376 P30414 NKTR_HUMAN 3 ATGACAGCAGTGA 0.388

+ 50 7837 0hjn.1_Missense_M NM_015175 NP_055990 Q6ZNJ1 NBEL2_HUMAN WD 4. 1 GCATGGGGCTGC 0.587 rs144664865

- 1 2272 cuf.1_Missense_M NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN r (Potential).|Cadherin 4. 11 AAGGGAGCATTTT 0.517

+ 5 1049 5'Flank|MIR191_hs NM_199069 NP_951032 Q9BU61 NDUF3_HUMAN 0 GCCAAGCTGCTCA 0.522

- 4 1600_1601_p.Q435P|QRICH1_ NM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 ctgctgctgctgtggtggtg 0.361

+ 4 528 cyl.2_Missense_Mu NM_144499 NP_653082 P11488 GNAT1_HUMAN 3 TTTGAGCGCGCCT 0.478

- 21 2333 p.G561E|ITIH4_uc0 NM_002218 NP_002209 Q14624 ITIH4_HUMAN 3 TCAACCCCTGGGA 0.602

+ 12 2348 hnv.2_Missense_M NM_000333 NP_000324 O15265 ATX7_HUMAN 0 GCCACCGTCTCTA 0.537

- 22 3100 NM_020872 NP_065923 Q9P232 CNTN3_HUMAN 5 ACATTCGAGATGG 0.338

- 2 610 dzg.2_Missense_M NM_199512 NP_955806 Q76M96 CCD80_HUMAN 2 GGGAAACGCAAC 0.582

+ 9 1556 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2 ACTATCCGACCAG 0.383

+ 12 4208 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2 AATGGGGTTCAG 0.587

- 13 3686 .R1153H|GOLGB1 NM_004487 NP_004478 Q14789 GOGB1_HUMAN ic (Potential).|Potential. 10 GCCTTGCGGGAG 0.413 rs146898283

- 14 2115 MA5B_uc003egb.1 NM_001031702 NP_001026872 Q9P283 SEM5B_HUMANcellular (Potential). 7 ACATTCCGCACCT 0.562

- 8 1056 egb.1_Missense_M NM_001031702 NP_001026872 Q9P283 SEM5B_HUMANular (Potential).|Sema. 7 ATGACCGTGGCT 0.592

- 3 1247 TL2_uc003eqh.1_M NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN Potential. 1 TTCTCCCTCAGCA 0.662

+ 14 2673 SGEF_uc011boi.1_ NM_015595 NP_056410 Q96DR7 ARHGQ_HUMAN SH3. 1 ATCAACGTGTCAG 0.527

+ 22 4135 3gee.3_RNA|WHS NM_001042424 NP_001035889 O96028 NSD2_HUMAN 9 ACGGGCGGTCCT 0.612

+ 2 549 p.E32K|GRK4_uc0 NM_182982 NP_892027 P32298 GRK4_HUMAN N-terminal. 1 TGGAAGGAGATAC 0.403

+ 17 2688 1_RNA|CRMP1_uc NM_153717 NP_714928 P57679 EVC_HUMAN 2 ACCCTTCGTCGGG 0.552

- 14 1520 07_splice|ABLIM2_ NM_001130084 NP_001123556 Q6H8Q1 ABLM2_HUMAN 3 GCATTACCTTCCT 0.493

- 3 2171 NM_053042 NP_444270 Q9C0D4 Z518B_HUMAN 4 TTACAGGAATATT 0.423

- 12 1940 qn.1_Missense_M NM_145290 NP_660333 Q8IWK6 GP125_HUMAN cellular (Potential). 1 GGAACACGGTACA 0.468

- 3 703 NM_001358 NP_001349 O43143 DHX15_HUMANcase ATP-binding. 1 ATGATCGCATGTA 0.418

- 4 1814 BM47_uc011bys.1_ NM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3 GTCCCTGTTGGGC 0.637

- 3 714 3haf.3_Missense_M NM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4 AGGCTCGCACAGC 0.597

+ 13 970 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 4 GCTATGGGCGGT 0.592

+ 11 1366 A4_uc003hgc.3_Mi NM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMAN lasmic (Potential). 5 ATGAATGGGGATA 0.443

+ 55 8445 NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN r (Potential).|Calx-beta 2. 5 ATCAACGATACCG 0.448

+ 7 1168 C5_uc011cdm.1_5' NM_016323 NP_057407 Q9UII4 HERC5_HUMAN RCC1 5. 9 CTGATGCCGCTTC 0.398

+ 3 3267 ET2_uc010ilp.1_Mi NM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. p.E961*(1) 733 AAGCAAGAACAGC 0.512

+ 27 3994 1109_uc010ins.1_ NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 TCCACCCGTCTTG 0.463

- 12 1600 se_Mutation_p.S48 NM_031956 NP_114162 Q8NA56 TTC29_HUMAN 0 CGTTCTGAGTTTT 0.308

- 11 1346 NM_004564 NP_004555 O75879 GATB_HUMAN 0 GTGACAGGACTGG 0.502

- 13 1342 nz.2_Missense_Mu NM_002669 NP_002660 O43660 PLRG1_HUMAN WD 6. 0 ATACAAGCACTCC 0.294

- 3 572 NM_144644 NP_653245 Q8NEY3 SPAT4_HUMAN 0 ACTCTCGATGTGT 0.279 rs144504100

- 5 4020 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 11. 12 CCTTGTCGGTGGC 0.498

- 4 628 NM_024830 NP_079106 Q8NF37 PCAT1_HUMANmenal (Potential). 2 CAGGCCGTATATA 0.577

- 2 316 FS6_uc003jcy.2_5' NM_032479 NP_115868 Q9P0J6 RM36_HUMAN 0 GACCCCGCCTCTT 0.557

+ 5 744 _p.R173*|DNAJC2 NM_001012339 NP_001012339 Q5F1R6 DJC21_HUMAN 2 GATACACGACAGG 0.413 rs150576702

+ 10 3303 _p.P935L|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 CACACCCTGACAA 0.373

+ 13 2009 AM_uc003jle.1_Spl NM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7 GTATTTAGGGGAA 0.507

+ 28 3604 _Mutation_p.R1107 NM_015183 NP_055998 O15021 MAST4_HUMAN 13 GAAGGCGAAAGTC 0.692

+ 5 817 kcy.1_Missense_M NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0 TCTTCCGGAAATA 0.433



- 5 751 splice|DMGDH_uc0 NM_013391 NP_037523 Q9UI17 M2GD_HUMAN 4 TGCTTACCTGCAG 0.403

+ 2 2213 NM_005654 NP_005645 P10589 COT1_HUMAN 3 ACCAACGGGGACC 0.607

+ 20 1576 Missense_Mutation NM_001042443 NP_001035908 P20810 ICAL_HUMAN bitory domain 3. 5 CTTGGTGAAAAAG 0.328

- 13 2000 NM_001270 NP_001261 O14646 CHD1_HUMAN case ATP-binding. 5 TTAATCGGTGTGC 0.338

+ 18 2558 oe.2_Missense_Mu NM_015216 NP_056031 O43314 VIP2_HUMAN 2 GACATCGAATGGA 0.284

+ 16 2068 R36_uc010jbu.2_R NM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 8. 2 TGGGACCTTCCTT 0.313

- 2 410 nse_Mutation_p.N NM_001182 NP_001173 P49419 AL7A1_HUMAN 3 TCGTTGTTAGCAG 0.313

+ 16 2554 ense_Mutation_p.A NM_001046 NP_001037 P55011 S12A2_HUMAN cellular (Potential). 3 CAGGTGCTCCAAA 0.343

+ 4 1150 kuz.2_Missense_M NM_014031 NP_054750 Q9Y2P4 S27A6_HUMAN 0 GCTTTTGGTTGTA 0.418

- 1 33 NM_000879 NP_000870 P05113 IL5_HUMAN 0 TGAAACGTTCTGC 0.438

+ 3 1278 y.1_RNA|TXNDC1 NM_024715 NP_078991 Q96J42 TXD15_HUMANr (Potential).| p.G207S(1) 2 CAAACGGTAGTGA 0.448

- 12 1804 e_Mutation_p.R372 NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 4. 0 ACTGGCGGGAAG 0.557

+ 12 1875 yo.1_Missense_Mu NM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0 CCTTCCGTGACAG 0.502

- 2 430 3lcs.1_Missense_M NM_001790 NP_001781 P30307 MPIP3_HUMAN 3 ACCAAGAAATTTG 0.388

+ 6 1347 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN SEC7. 1 AAGAGCGTGAGCG 0.587

+ 8 1037 _p.C130Y|HARS2_ NM_012208 NP_036340 P49590 SYHM_HUMAN 0 TCCAGTGTCATGG 0.463

+ 1 2125 NM_018935 NP_061758 Q9Y5E8 PCDBF_HUMAN ical; (Potential). 5 CTGTTCGTGGCAG 0.682

- 3 1326 p.N403K|PCDH1_ NM_002587 NP_002578 Q08174 PCDH1_HUMAN r (Potential).|Cadherin 4. 5 TGAGATGTTAGCC 0.567

- 18 1564 _p.R471Q|ANXA6 NM_001155 NP_001146 P08133 ANXA6_HUMAN Annexin 6. 0 ATGGCCCGGATTT 0.562

- 9 1067 _Silent_p.L39L|C5 NM_032385 NP_115761 Q96IV6 CE004_HUMAN 1 GTGTCAGTCCCAT 0.592

- 3 625 jii.2_Missense_Mu NM_138379 NP_612388 Q96H15 TIMD4_HUMAN ar (Potential).|Thr-rich. 2 TGAAGACGGCAAT 0.547

- 31 3949 g.2_Nonsense_Mut NM_003062 NP_003053 O75094 SLIT3_HUMAN aminin G-like. 4 GGGGTCGGACCTT 0.607 rs141058025

+ 2 170 2A3_uc011dkm.1_RNA 0 ACACTACGTTACG 0.547

- 18 1568 p.W480L|BAT5_uc NM_021160 NP_066983 O95870 ABHGA_HUMAN 0 ACGCTCCAGGGG 0.602

+ 9 923 FL8_uc003oac.1_M NM_030652 NP_085155 Q99944 EGFL8_HUMAN 0 GGCCTCGGCGTC 0.552

+ 9 1033 se_Mutation_p.C26 NM_024165 NP_077084 O43189 PHF1_HUMAN 0 TTTGCTGTAAGAA 0.468

+ 15 1898 _p.R630H|SCUBE3 NM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1 AGCACCGTGCTG 0.632

- 3 340 KBP5_uc003oky.2_ NM_001145776 NP_001139248 Q13451 FKBP5_HUMANase FKBP-type 1. 1 ATCGGCGTTTCCT 0.338

- 6 906 REML1_uc011dud. NM_178174 NP_835468 Q86YW5 TRML1_HUMAN lasmic (Potential). 1 TCCCTCCCGGGAA 0.537

- 4 1419 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 GTTGCCCTGAGG 0.483

+ 5 762 _p.R171C|SLC25A NM_004277 NP_004268 O95847 UCP4_HUMAN Solcar 2. 0 AGATTTCGTGGTG 0.388

- 2 932 NM_014452 NP_055267 O75509 TNR21_HUMAN (Potential).|TNFR-Cys 3. 0 TACACCGCACATC 0.542

+ 3 446 NM_002190 NP_002181 Q16552 IL17_HUMAN 0 CCTTCCGGCTGGA 0.597 rs147810050

- 10 1593 wu.1_Missense_Mu NM_002388 NP_002379 P25205 MCM3_HUMAN MCM. 3 TCTCCCGATCCTG 0.498 rs148636199

- 14 1173 Site_p.R196_splice NM_020320 NP_064716 Q5T160 SYRM_HUMAN 3 GGCACCTAAAAGA 0.413

- 1 1 2_uc003qab.1_Spli NM_016063 NP_057147 Q7Z4H3 HDDC2_HUMAN 0 cccccacttccgctttctcc 0

- 4 794 bt.1_Missense_Mu NM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 1. 4 GAGTTTGATGATT 0.388

+ 59 8503 ense_Mutation_p.G NM_000426 NP_000417 P24043 LAMA2_HUMANaminin G-like 4. 10 GAATCCGGCTTG 0.413

+ 8 937 B_uc003qgr.2_Mis NM_018945 NP_061818 Q9NP56 PDE7B_HUMAN ytic (By similarity). 1 GCAGCAGCACAC 0.478

+ 2 641 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0 TGTGCAACAACGA 0.612

+ 3 637 NM_025218 NP_079494 Q9BZM6 N2DL1_HUMAN class I alpha-2 like. 1 ATTTTTGATGTAC 0.408

+ 18 2124 ense_Mutation_p.T NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCCTGACGGACA 0.597 rs143492706

+ 17 2483 NM_000876 NP_000867 P11717 MPRI_HUMAN menal (Potential). 3 CAGTACGACCTCT 0.577

+ 10 2052 3sjb.2_Missense_M NM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1 GCTGCCGTGTCC 0.692

+ 2 464 GPR146_uc003sjx. NM_138445 NP_612454 Q96CH1 GP146_HUMAN lasmic (Potential). 1 TACATCGAGCGTG 0.642

+ 2 871 md.2_Missense_M NM_018641 NP_061111 Q9NRB3 CHSTC_HUMAN larity).|Lumenal (Potential). 1 GTGCGCGACCCC 0.602

+ 6 937 mg.2_Missense_Mu NM_001040167 NP_001035257 Q8NES3 LFNG_HUMANmenal (Potential). 0 TCATCCGCAGCGG 0.667



- 10 1275 _p.H376Y|EIF2AK1 NM_014413 NP_055228 Q9BQI3 E2AK1_HUMANProtein kinase. 4 TCAGGTGGTACTG 0.443

- 2 402 Mutation_p.R86C|E NM_014413 NP_055228 Q9BQI3 E2AK1_HUMAN 4 TTGAACGAAGTGG 0.348

- 9 1514 se_Mutation_p.E25 NM_004956 NP_004947 P50549 ETV1_HUMAN 35 TGGGTTCCTGTTT 0.493

- 13 1762 swf.2_Missense_M NM_006547 NP_006538 O00425 IF2B3_HUMAN KH 4. 2 CTGCCAGCAGCAA 0.413

+ 11 1462 VL9_uc010kwj.1_M NM_015060 NP_055875 Q8NBF6 AVL9_HUMAN 0 TTTTTCGACAACA 0.453 rs145306409

- 3 771 p.V100M|GCK_uc0 NM_000162 NP_000153 P35557 HXK4_HUMAN 4 TCTTCACGCTCCA 0.627

- 5 521 AMK2B_uc003tku.2 NM_001220 NP_001211 Q13554 KCC2B_HUMANProtein kinase. 2 TCTCTCGCCACAA 0.542

+ 11 1791 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMANmenal (Potential). 7 CTCCATCAAGTAG 0.652

- 6 690 p.R217Q|SEMA3D NM_152754 NP_689967 O95025 SEM3D_HUMAN Sema. 5 AGGGATCGAGTG 0.408

- 8 939 ON2_uc010lfk.2_RN NM_000305 NP_000296 Q15165 PON2_HUMAN 0 GAAGGATCAATAG 0.398

+ 3 476 RI3_uc011kip.1_Intr NM_015379 NP_056194 O95415 BRI3_HUMAN 0 AGCGACGATGCC 0.512

+ 7 2081 _p.R653*|ZKSCAN NM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN C2H2-type 8. 1 CATCTTCGACTCC 0.512

- 2 668 .2_5'Flank|C7orf43 NM_018275 NP_060745 Q8WVR3 CG043_HUMAN 0 GTCCCTGGGGGC 0.527

- 2 557 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0 GTCCTCGGCAGC 0.632

+ 1 309 XO24_uc003uvl.1_ NM_033506 NP_277041 O75426 FBX24_HUMAN 4 AAGGCGGTCCCT 0.582

+ 4 12489 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANar (Potential).|EGF-like. 27 GCCTCTCGCTGCA 0.532

- 8 845 NM_138403 NP_612412 Q9BUA6 MYL10_HUMAN EF-hand 3. 2 TCTCTTCACCGTG 0.547

+ 9 1061 p.D257N|ASB15_u NM_080928 NP_563616 Q8WXK1 ASB15_HUMAN ANK 5. 3 AATCCCGACTGC 0.522

- 9 1615 0lly.1_Missense_M NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GACCCTATCAAGA 0.413

- 5 523 n_p.R53*|ZC3HC1 NM_016478 NP_057562 Q86WB0 NIPA_HUMAN 0 CAAATCGGTCTGT 0.318

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 12 1345 CN1_uc011ktc.1_In NM_000083 NP_000074 P35523 CLCN1_HUMAN 5 TTGATGCCCCGCG 0.522

+ 3 301 PO_uc010lpl.1_Int NM_198455 NP_940857 A2VEC9 SSPO_HUMAN EMI. 0 GGGGGCGCCCAC 0.627

+ 22 3136 uy.1_Missense_Mu NM_000603 NP_000594 P29474 NOS3_HUMAN -binding FR-type. 8 CACCCAGCACCCA 0.652

+ 4 648 _p.A122V|SLC4A2_ NM_003040 NP_003031 P04920 B3A2_HUMANmic (Potential).|Pro-rich. 0 ATGAGGCCAGCG 0.697

- 9 1390 _p.M423I|PTPRN2 NM_002847 NP_002838 Q92932 PTPR2_HUMANcellular (Potential). 7 CCTCTCCATGTCG 0.592

- 4 1664 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 CCACCCCGTCCTC 0.692

- 4 2904 ense_Mutation_p.D NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3 TCAGATCGGCCAT 0.448 rs146977784

+ 3 947 C1_uc003xmd.1_In NM_006283 NP_006274 O75410 TACC1_HUMAN ction with TDRD7. 1 CCAGACGCCCTC 0.587

+ 6 577 O1_uc003xnn.2_R NM_002164 NP_002155 P14902 I23O1_HUMAN 2 TCATTTCGTGATG 0.358

- 9 846 _p.V179L|LYPLA1_ NM_006330 NP_006321 O75608 LYPA1_HUMAN 1 GCTTGACATCCAT 0.353

+ 3 3299 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 GTTATTGTCCCAC 0.348

- 5 491 zh.1_Missense_Mu NM_000971 NP_000962 P18124 RL7_HUMAN 0 AACCACGCTTGTA 0.358

- 3 1005 hj.1_Missense_Mu NM_005655 NP_005646 Q13118 KLF10_HUMAN 0 ACAACAGGGTTGT 0.587

+ 15 2582 _p.R795C|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 AGACATCGTGTCA 0.393

- 2 395 M74_uc003ymx.2_ NM_153015 NP_694560 Q96NL1 TMM74_HUMAN p.R97W(1) 4 ACTTTCCGTTCCG 0.502

+ 3 2122 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2 CGACACGGTCGC 0.522 rs137944558

- 1 506 NM_001081675 NP_001075144 Q2WGJ6 KLH38_HUMAN BACK. 0 AAGGACGTCAGTG 0.582

+ 2 273 GPR172A_uc003z NM_024531 NP_078807 Q9HAB3 RFT3_HUMAN 0 TGGTCAAAGAGC 0.647

+ 7 1364 EK_uc011lno.1_Intr NM_000459 NP_000450 Q02763 TIE2_HUMAN Extracellular (Potential). 12 TTTTACGGGCCAG 0.473

- 10 1286 U1_uc010mjp.1_In NM_018225 NP_060695 Q2TAY7 SMU1_HUMAN WD 5. 1 CCTGCGGTGCTGC 0.398

+ 8 882 T_uc003zvh.2_Mis NM_000155 NP_000146 P07902 GALT_HUMAN 0 CTGAGCGTGATGG 0.617 rs111033831

- 2 709 se_Mutation_p.R5 NM_013390 NP_037522 Q9UHN6 TMEM2_HUMAN 2 TTGCCCGGTCTTC 0.468

- 3 575 sp.1_Missense_Mu NM_015250 NP_056065 Q8TD16 BICD2_HUMAN Potential. 1 GCTTCCCGGAATT 0.562

- 12 1803 9orf5_uc004bdr.3_M NM_032012 NP_114401 Q9H330 CI005_HUMAN 1 TCTGACGACTGAC 0.323

+ 15 2444 bkz.1_Missense_M NM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN 0 TTGGTTCGTCCAG 0.413 rs149200288

+ 9 1253 bmf.1_Missense_M NM_000962 NP_000953 P23219 PGH1_HUMAN 2 AATACCGCAACCG 0.537



+ 8 864 wj.2_Missense_Mu NM_014397 NP_055212 Q9HC98 NEK6_HUMANProtein kinase. 3 CTGTACGAGGTGA 0.587

+ 15 1668 _p.R401*|GARNL3 NM_032293 NP_115669 Q5VVW2 GARL3_HUMAN 3 AATAGACGATCTT 0.408

+ 7 1185 .2_Intron|C9orf117 NM_001012502 NP_001012520 Q5JU67 CI117_HUMAN 0 TGCACCGCGATGA 0.592

- 17 1362 GOLGA2_uc004bu NM_004486 NP_004477 Q08379 GOGA2_HUMAN ential.|Poly-Pro. 1 GGGGCGGGGGT 0.597

- 5 713 mzn.2_Missense_M NM_005312 NP_005303 Q13905 RPGF1_HUMAN 7 CCAGCACAGCCTT 0.562

+ 4 464 cbo.2_Nonsense_M NM_207417 NP_997300 Q6ZQR2 CI171_HUMAN 5 GACGCTGGAACG 0.647

- 13 3980 .R1217Q|CAMSAP NM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3 CGCACCCGGTCTT 0.657

- 26 4647 cia.1_Nonsense_M NM_017617 NP_060087 P46531 NOTC1_HUMANular (Potential).|LNR 3. 856 GCTGTTGCAGCC 0.706

+ 13 2069 9orf86_uc004cjl.1_ NM_024718 NP_078994 Q3YEC7 PARF_HUMAN 0 ACTGACGAGGATG 0.647

- 17 2202 mfa.1_Intron|PNPL NM_152286 NP_689499 Q6ZV29 PLPL7_HUMAN cNMP 3. 1 CAGAGCGCAGCC 0.682

+ 7 1057 XD1_uc011mgx.1_ NM_018390 NP_060860 Q9NUJ7 PLCX1_HUMAN 0 TTGTTCGTGGCCG 0.612

+ 2 560 .P122S|SFRS17A_ NM_005088 NP_005079 Q02040 AK17A_HUMAN 0 GACTTCCCCACCC 0.647

- 9 1412 p.R334C|ARSE_uc NM_000047 NP_000038 P51690 ARSE_HUMAN 2 GCACGCGGATCC 0.602

+ 11 1453 se_Mutation_p.D83 NM_015691 NP_056506 Q9ULE0 WWC3_HUMAN Ser-rich. 4 CCCTTCGACTCTC 0.647

+ 6 847 _p.P194Q|HCCS_u NM_005333 NP_005324 P53701 CCHL_HUMAN 0 ATTCACCAAGGGC 0.448

- 8 2449 RHGAP6_uc004cu NM_013427 NP_038286 O43182 RHG06_HUMAN Rho-GAP. 2 TGGAGAGGAACTG 0.562

+ 5 725 NM_000531 NP_000522 P00480 OTC_HUMAN arbamoyl phosphate binding 2 CCTATCCAGATCC 0.393

+ 5 1492 GN_uc010nho.1_Mi NM_152869 NP_690608 Q15493 RGN_HUMAN 0 TACTCCGTGGATG 0.413

+ 4 504 4dmu.2_Missense_ NM_024859 NP_079135 Q9H6Y5 MAGIX_HUMAN PDZ. 0 TGGCCGTGCGCG 0.632

- 3 624 dyo.2_Missense_M NM_032803 NP_116192 Q8WY07 CTR3_HUMAN cellular (Potential). 2 GGGCACGTGCAG 0.552

+ 6 1696 zc.2_Missense_Mu NM_018977 NP_061850 Q9NZ94 NLGN3_HUMANcellular (Potential). 1 ACGGCTCGCCTAC 0.562

+ 10 1801 nse_Mutation_p.R3 NM_001145408 NP_001138880 Q15233 NONO_HUMAN otential.|DBHS. 4 GATGCGGCGACA 0.517

+ 2 3355 4efm.1_Missense_M NM_032968 NP_116750 Q9BZA7 PC11X_HUMAN lasmic (Potential). 2 GATGTCGCCAGGC 0.433

- 11 3180 ps.2_Missense_Mu NM_001113490 NP_001106962 Q4VCS5 AMOT_HUMAN 1 CAGAGTATTGGAG 0.428

- 1 439 NM_001145718 NP_001139190 P0C2W7 CT47B_HUMAN 0 CCTCCCCGAGGC 0.697

+ 19 1944 NM_003399 NP_003390 O43895 XPP2_HUMAN 0 GGATCCGTCTCGA 0.542

- 22 3127 R1007W|L1CAM_u NM_000425 NP_000416 P32004 L1CAM_HUMAN tential).|Fibronectin type-III 9 CTTCCCGTACGAT 0.627

- 13 2099 uu.1_Missense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 4. 6 GCCTGCGATGGCC 0.637

+ 10 919 NM_004699 NP_004690 Q14320 FA50A_HUMAN 1 CACGGGGGAAGA 0.642

+ 28 4881 NM_017514 NP_059984 P51805 PLXA3_HUMAN lasmic (Potential). 3 ACAGACGGTTCC 0.627

- 3 189 001aeh.1_Intron|C NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0 GGGAAGCGTCGC 0.617

+ 22 3926 LCH2_uc001ajj.1_3 NM_014638 NP_055453 O75038 PLCH2_HUMAN 5 CCTGACGAACTGC 0.687

+ 7 733 k.1_Missense_Mut NM_002631 NP_002622 P52209 6PGD_HUMAN 1 CAGGACGAGATG 0.562

- 21 2602 plice_Site_p.K799_ NM_022089 NP_071372 Q9NQ11 AT132_HUMAN 4 GCCTCACCTTAAC 0.632

+ 6 1125 bav.1_Missense_M NM_032880 NP_116269 Q96ID5 IGS21_HUMAN 4 CCCTCCCGTGGC 0.637

- 37 4307 .R275C|MYOM3_u NM_152372 NP_689585 Q5VTT5 MYOM3_HUMAN-like C2-type 4. 3 CCATGCGGTATCG 0.542

+ 11 1428 AL3_uc009vrc.2_S NM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0 TGCCAGGTAAGG 0.473

+ 11 1671 _p.D267Y|ADC_uc0 NM_052998 NP_443724 Q96A70 ADC_HUMAN 2 GCGGTTGATGGC 0.617

- 31 4891 p.G1661E|CSMD2 NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN ar (Potential).|CUB 10. 12 TACTGTCCCCCAC 0.547

+ 16 2758 byu.2_Missense_M NM_005095 NP_005086 Q5VZL5 ZMYM4_HUMAN 5 CATTGGCAAGTGC 0.423

+ 3 278 NM_024097 NP_077002 Q9BV19 CA050_HUMAN Potential. 1 TTCATCCGAGCAA 0.358 rs150987262

- 3 676 NM_006516 NP_006507 P11166 GTR1_HUMAN cellular (Potential). 5 CATAGCGGTGGAC 0.597

+ 19 3119 q.2_Missense_Mut NM_005424 NP_005415 P35590 TIE1_HUMAN (Potential).|Protein kinase. 7 TAGGGGCGTCTCC 0.582 rs144134618

+ 2 844 clw.1_Missense_M NM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2 GGCAAGGAATATG 0.517

- 17 3570 se_Mutation_p.E11 NM_003035 NP_003026 Q15468 STIL_HUMAN 3 GTTCCTCTTCATC 0.393

- 9 1754 zu.1_RNA|C1orf168 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 CCTCAGGGCAGG 0.463

+ 6 1087 5_splice|PGM1_uc NM_002633 NP_002624 P36871 PGM1_HUMAN 3 CCCCAAGGATCGA 0.383



- 8 1360 m.1_Nonsense_M NM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61 TGATTTCAGGGAA 0.373

+ 12 1301 _p.R400*|SFRS11_ NM_004768 NP_004759 Q05519 SRS11_HUMAN 0 aagagaacgatcaaca 0.159

+ 12 1365 73A_uc010orl.1_M NM_198549 NP_940951 Q8NAN2 FA73A_HUMAN 1 CAGACCGATCACT 0.294 rs146380219

- 9 1183 1eal.1_Missense_M NM_024901 NP_079177 Q9H6A0 DEN2D_HUMAN DENN. 1 AGATTGACCAGCA 0.458

+ 3 332 nse_Mutation_p.C NM_003176 NP_003167 Q15431 SYCP1_HUMAN /Glu-rich (acidic). 1 CAAATGTACTGAA 0.318

- 4 574 NM_052891 NP_443123 Q96LB9 PGRP3_HUMAN 4 TTCCTGGGCATCA 0.532

+ 20 2677 qk.1_Missense_Mu NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN Pro-rich. 3 CAGGTGGGGCCC 0.667

- 16 2415 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 8. 8 ACCTGACGAGCAG 0.463 rs145972324

+ 10 1469 cg.2_Missense_Mu NM_001014796 NP_001014796 Q16832 DDR2_HUMAN cellular (Potential). 6 TTGTCACGGTGCC 0.522 rs147483979

- 7 1074 gcw.1_Missense_M NM_177398 NP_796372 Q8TE12 LMX1A_HUMAN 5 TGATTCCTTCCAT 0.577

+ 2 725 00794_uc001gdd.2_NM_001005214 NP_001005214 Q8N7C0 LRC52_HUMAN lar (Potential).|LRRCT. 1 AGGGTGGCCCATC 0.552

- 13 3971 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S 6 GAGAAAGGGGCA 0.502 rs140018525

+ 7 654 G4A_uc010pos.1_ NM_024420 NP_077734 P47712 PA24A_HUMAN binding (Probable).|PLA2c. 3 TGGCTCTGTGTGA 0.443

+ 2 499 jx.2_Missense_Mu NM_001136475 NP_001129947 Q86V25 VASH2_HUMAN 0 CAGGTCCCAAACT 0.542

+ 4 552 fd.1_Missense_Mu NM_014777 NP_055592 Q14146 URB2_HUMAN 3 TCATCTACACGGC 0.572

+ 8 2129 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN B30.2/SPRY. 4 ACAACCGCAGCTG 0.607

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 ATCCTGATGGGAC 0.488

+ 9 992 PF18_uc001imq.2_ NM_003675 NP_003666 Q99633 PRP18_HUMAN 1 CCCATCGGTGTCA 0.413

+ 4 856 oi.1_Missense_Mut NM_030664 NP_109589 Q96BW5 PTER_HUMAN 2 ATATTGCAAGAAG 0.473

- 32 6413 c010qdw.1_Missen NM_021738 NP_068506 O95425 SVIL_HUMAN Gelsolin-like 4. 6 TCTCCACGCACG 0.627

+ 7 794 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGCGGAAA 0.423

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGTGGAAAG 0.502

+ 7 1120 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 ATTATGAGTCCCG 0.428

- 6 957 _p.E188*|PCDH15 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN r (Potential).|Cadherin 2. 13 CATACTCTATCTG 0.333

+ 3 413 SD1_uc001jkd.3_R NM_018464 NP_060934 Q9NZ45 CISD1_HUMAN lasmic (Potential). 0 CATAACGAAGAGA 0.403

- 19 3921 e_Mutation_p.R699 NM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8 ACACTCCGCGGA 0.502

+ 9 2379 ug.1_Missense_M NM_017580 NP_060050 Q9UGI0 ZRAN1_HUMAN 2 TCTCGGCGGCGA 0.547

- 13 7474 v.1_Missense_Muta NM_002417 NP_002408 P46013 KI67_HUMAN approximate repeats.|12. 7 CCTTAGGAGTCTG 0.453

+ 12 2169 eq.2_Missense_Mu NM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1 TGCTGCAAATGTT 0.428

- 5 917 cy.1_Missense_Mu NM_000352 NP_000343 Q09428 ABCC8_HUMANasmic (By similarity). 1 AGCCGTTGGTAGT 0.547

- 5 501 se_Mutation_p.G13 NM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN PDZ 1. 1 TCGTCCCCTACCT 0.552

+ 1 317 C86_uc001nqb.2_5 NM_024098 NP_077003 Q9H6F5 CCD86_HUMAN Pro-rich. 0 CCTCCGAGTGTGC 0.662

+ 25 2969 ph.1_Missense_M NM_000932 NP_000923 Q01970 PLCB3_HUMAN 2 TCACCCGCCGCC 0.677

- 2 1150 wv.2_Missense_Mu NM_033063 NP_149052 Q96JE9 MAP6_HUMAN n-binding (By similarity). 0 TAGAGGCTGCGT 0.512

- 11 1351 p.R388W|MRE11A NM_005591 NP_005582 P49959 MRE11_HUMAN 5 CTACCCGATCCAC 0.353

- 5 667 A154G|CASP5_uc NM_004347 NP_004338 P51878 CASP5_HUMAN 3 TAGTGAGCCCCAT 0.498

+ 6 850 R3A_uc009yyx.2_In NM_213621 NP_998786 P46098 5HT3A_HUMAN cellular (Potential). 0 CCGACAGGAGTGT 0.493

- 22 4741 ense_Mutation_p.R NM_001142685 NP_001136157 A7KAX9 RHG32_HUMANaction with GAB2. 5 CTCTCCGGATGGT 0.557

+ 13 1608 _p.G332E|LEPREL NM_014262 NP_055077 Q8IVL6 P3H3_HUMAN 0 GGGCTGGGACAG 0.662

+ 13 1779 _p.A474T|PTPN6_ NM_002831 NP_002822 P29350 PTN6_HUMAN -protein phosphatase. 1 GCCATCGCCCAG 0.617

- 5 504 n_p.R96C|KLRC1_ NM_002259 NP_002250 P26715 NKG2A_HUMANcellular (Potential). 0 AATGACGTGCTAA 0.338

- 20 2511 0sit.1_Missense_M NM_014802 NP_055617 Q86YS7 K0528_HUMAN 4 TCGTAGTTTAAAG 0.274

- 3 971 NM_021044 NP_066382 O43323 DHH_HUMAN 2 AGTCTCCGCGGTG 0.677

- 2 573 NM_175068 NP_778238 Q86Y46 K2C73_HUMANRod.|Linker 1. 6 TGGGCTCCAGGT 0.607

+ 19 2385 rr.1_Missense_Mut NM_004984 NP_004975 Q12840 KIF5A_HUMAN 3 AGCAGAAGACCA 0.597

+ 17 2202 NM_007235 NP_009166 O43592 XPOT_HUMAN cytoplasmic localization and 2 ATGATCAACTTTTT 0.373

+ 15 3579 ub.1_Missense_Mu NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17 CAATATCGCAGCT 0.512



+ 3 1201 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN Fido. 0 AGTTTGCAGCCTT 0.542

- 1 191 utation_p.V40M|MV NM_052845 NP_443077 Q96EY8 MMAB_HUMAN 0 CTTCCACGCCCTG 0.692

- 2 284 uq.3_Missense_M NM_024072 NP_076977 Q8TDD1 DDX54_HUMAN 3 GGGCACGCACCAT 0.617

- 3 418 BNO1_uc001ueu.2_ NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 CATTTCGTACTGT 0.418

- 12 2436 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11 CCTCCTCCATGAT 0.612

+ 21 2472 S5B_uc010abg.2_R NM_015032 NP_055847 Q9NTI5 PDS5B_HUMAN 4 ATTGGTCATATTG 0.393

- 11 3433 uwz.2_Missense_M NM_025138 NP_079414 Q86XN7 CM023_HUMAN 5 CATACCCGGCTTG 0.433

+ 7 771 p.E172G|COG6_uc NM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2 CTTATGAAAGACT 0.264

+ 1 447 NM_001004724 NP_001004724 Q8IXE1 OR4N5_HUMAN Name=4; (Potential). 1 TCTGTGGCTTGGG 0.488

+ 21 4348 j.2_RNA|FLJ10357 NM_018071 NP_060541 Q8TER5 ARH40_HUMAN 0 GCCGGGAGCCTG 0.687

+ 12 1166 E6_uc001wlm.2_M NM_006032 NP_006023 O95741 CPNE6_HUMAN VWFA. 3 ATAAGCGGTTCCC 0.582 rs146313186

+ 7 870 mp.2_RNA|IRF9_u NM_006084 NP_006075 Q00978 IRF9_HUMAN 1 AGCCCTCAGGCTC 0.642

+ 8 2096 r.3_Intron|FUT8_uc NM_178155 NP_835368 Q9BYC5 FUT8_HUMAN otential).|Lumenal (Potential 1 ATCCCCGTCCTCC 0.458

- 2 445 xkr.3_Missense_M NM_003861 NP_003852 Q96JK2 DCAF5_HUMAN WD 1. 2 CCCGGCGGTCAT 0.488

+ 3 527 0aqz.2_Missense_ NM_014734 NP_055549 Q92537 K0247_HUMANxtracellular (Potential). 3 GTCATCGAATACC 0.557

- 7 830 _Mutation_p.H67Q NM_005050 NP_005041 O14678 ABCD4_HUMAN nsmembrane type-1. 4 CTGCATGTGCTTG 0.552

- 4 2590 _p.R797*|STON2_ NM_033104 NP_149095 Q8WXE9 STON2_HUMAN MHD. 5 GCAGTCGGTTTAT 0.473

- 21 3415 n_p.A1068V|DICER NM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5 ACGCCAGCATCGC 0.498

+ 3 1209 ense_Mutation_p.R NM_000623 NP_000614 P30411 BKRB2_HUMAN lasmic (Potential). 5 GCAAGCGCTTCC 0.567 rs148172749

+ 7 1316 |OR4N4_uc010tzv NM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMAN Name=3; (Potential). 5 GGGAGGGATTAC 0.512

- 17 2760 q.2_Missense_Mut NM_003257 NP_003248 Q07157 ZO1_HUMAN nylate kinase-like. 6 TTTTTACGAAGTT 0.373

- 3 253 n_p.A48V|ATPBD4_ NM_080650 NP_542381 Q7L8W6 ATBD4_HUMAN 0 GCCATTGCTTCTG 0.438

+ 6 810 _p.K207N|SQRDL_ NM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1 TCAGAAGATCATG 0.478

- 11 1359 _p.S442L|CEP152_ NM_014985 NP_055800 O94986 CE152_HUMAN Potential. 2 TGTACTGACCCTG 0.453

- 16 1722 .V400D|ATP8B4_u NM_024837 NP_079113 Q8TF62 AT8B4_HUMAN lasmic (Potential). 8 TAAGTAACTAGTG 0.388

- 15 1738 NM_032802 NP_116191 Q8TCT8 PSL2_HUMAN 0 ATTATTGCTGGAC 0.333

- 40 5648 p.R1775C|MYO5A_ NM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN Dilute. 4 TAGTACGAATGAA 0.333

+ 10 1927 p.S440N|LIPC_uc0 NM_000236 NP_000227 P11150 LIPC_HUMAN PLAT. 1 ATGGAGCACAGG 0.512 rs6079

+ 3 858 ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMANProtein kinase. 0 TCGTGGGCTTCTA 0.507 rs121908596

+ 13 2163 _p.R674Q|NEO1_u NM_002499 NP_002490 Q92859 NEO1_HUMAN tential).|Fibronectin type-III 1 GCTACCGAAAGGC 0.483

- 6 687 aq.2_Missense_M NM_005701 NP_005692 O95149 SPN1_HUMAN 1 TACCTGGCAATCA 0.502

+ 20 4889 orf42_uc010upv.1_ NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7 GCCTCTCCCACAG 0.607

+ 9 1943 p.2_Missense_Mut NR_003659 0 GGCATCGGCAAG 0.652

+ 6 1347 IP2_uc010uyp.1_I NM_024997 NP_079273 Q5U623 MCAF2_HUMAN Potential. 0 CAAAGACGTATTA 0.289

+ 6 872 fp.2_Missense_Mu NM_024847 NP_079123 Q7Z402 TMC7_HUMAN cellular (Potential). 3 TTTTACGGACATT 0.498

+ 8 1136 se_Mutation_p.A33 NM_024847 NP_079123 Q7Z402 TMC7_HUMAN lasmic (Potential). 3 CTTCAGGCAGATC 0.393

+ 3 546 sense_Mutation_p. NM_020422 NP_065155 Q96B96 TM159_HUMAN ical; (Potential). 1 TCATGTCGGCCGT 0.527 rs145147020

- 5 2714 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN 11 ATTGTACCTGTTC 0.438

+ 15 1869 me.2_Missense_M NM_212535 NP_997700 P05771 KPCB_HUMANProtein kinase. 9 CACAACGTAGCC 0.443

+ 4 1020 eae.1_Missense_M NM_014712 NP_055527 O15047 SET1A_HUMAN RRM. 3 CTGAAGGATATGT 0.547

+ 24 5152 _p.P1663L|CHD9_ NM_025134 NP_079410 Q3L8U1 CHD9_HUMAN 7 GGGTACCAGAACC 0.338

+ 2 470 NS3_uc002enj.3_In NM_022770 NP_073607 Q9BRX5 PSF3_HUMAN 0 GTGGAACTCCCCA 0.502

+ 2 1005 ao.2_Missense_Mu NM_005769 NP_005760 Q8NCG5 CHST4_HUMANmenal (Potential). 0 TTGTGCGCTATGA 0.552

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

+ 3 996 orf97_uc010vpz.1_ NM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMANe tandem repeat of A-L-K-G 1 TCCACACTGACCC 0.687

+ 22 3359 USP6_uc010ckz.1 NM_004505 NP_004496 P35125 UBP6_HUMAN 5 TCACGTGGTGGG 0.637

- 7 1644 e_Mutation_p.A102 NM_001365 NP_001356 P78352 DLG4_HUMAN PDZ 1. 2 GGGCCGCAGCCC 0.612



- 6 858 e_Mutation_p.P199 NM_004489 NP_004480 Q13227 GPS2_HUMAN 3 GTGTGGGCCCATA 0.567

- 11 2310 cry.1_Missense_Mu NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN cellular (Potential). 2 CATTGCGGGGCA 0.612

- 1 112 NM_002279 NP_002270 Q14525 KT33B_HUMAN Head. 0 GGGGGGCACACA 0.647

+ 4 598 _5'Flank|EFTUD2_ NM_213607 NP_998772 Q8IW40 CC103_HUMAN 1 GGCGAGCACTGG 0.632

- 18 2284 tf.2_Missense_Mut NM_001130528 NP_001124000 O60271 JIP4_HUMAN 5 TTGACTCCAACAG 0.363

+ 1 904 NM_203425 NP_982249 Q86X59 CQ082_HUMAN 0 GCCACCGACACAG 0.756

- 4 369 se_Mutation_p.R10 NM_002059 NP_002050 P01242 SOM2_HUMAN 3 AGATGCGGAGCA 0.647

- 25 3508 CA9_uc010dez.2_In NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN ical; (Potential). 6 ACATATGTCAAGA 0.313

- 4 1648 e_Mutation_p.G416 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 CCTGACCTGTGCC 0.368

- 10 1794 _p.H577Y|UBE2O_ NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 GGTGGTGCACAGG 0.597

+ 5 4530 NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 AAGTCCGGTGAGG 0.592

+ 6 1764 NM_001194 NP_001185 Q9UL51 HCN2_HUMAN ytoplasmic (Potential). 0 GACTACATCATCC 0.592

+ 19 2378 jz.1_Missense_Mu NM_145245 NP_660288 Q96CN4 EVI5L_HUMAN 1 CTTGGCGTAGGCG 0.701

- 11 1300 nse_Mutation_p.E3 NM_004461 NP_004452 Q9Y285 SYFA_HUMAN 1 ACACCTCCATGCT 0.612

+ 1 288 NM_001098622 NP_001092092 P60323 NANO3_HUMAN 1 GTGCCGGGACCC 0.657

- 5 701 _p.E167D|SLC1A6_ NM_005071 NP_005062 P48664 EAA4_HUMAN cellular (Potential). 6 TCCGTTCTCCACT 0.587

- 15 2525 p.A397G|PDE4C_u NM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5 TCTTTGGCTAAAG 0.443

- 4 1447 _p.K353E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTTTCCAGT 0.343

- 4 1419 p.E424V|ZNF43_uc NM_003423 NP_003414 P17038 ZNF43_HUMANC2H2-type 10. 2 CCACATTCTTCAC 0.398

- 5 1782 208_uc002nqo.1_I NM_007153 NP_009084 7 TAAAGGTTTTGCC 0.398

+ 4 342 _uc002nxs.1_Intro NM_002151 NP_002142 P05981 HEPS_HUMAN type II membrane protein; 2 GCCATCGGGGCG 0.657

- 5 608 NM_004646 NP_004637 O60500 NPHN_HUMAN 2.|Extracellular (Potential). 5 CCACACCTGGCTG 0.547

- 7 2439 e_Mutation_p.L585 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANKL]-[LIVMAP]- [AQKHRPE]; 2 CTGGGAGCTTCAT 0.577

+ 7 726 _p.V206M|RAB4B_ NM_080732 NP_542770 Q96KS0 EGLN2_HUMAN 2 CAGGCCGTGGCC 0.682 rs138801573

+ 2 669 gk.1_Missense_Mu NM_018485 NP_060955 Q9P296 C5ARL_HUMAN Name=4; (Potential). 1 GCGGGGTGCAG 0.687

- 12 2942 NM_001080434 NP_001073903 6 TCTCGGGGGACC 0.652

+ 1 282 0yct.1_Missense_M NM_014441 NP_055256 Q9Y336 SIGL9_HUMAN (Potential).|Ig-like V-type. 1 AGGATGCTCCAGT 0.597

- 4 603 A|LILRB2_uc002qfc NM_005874 NP_005865 Q8N423 LIRB2_HUMAN Potential).|Ig-like C2-type 2. 1 GCACCAGGGGGT 0.612

- 7 1009 qff.2_Missense_Mu NM_021250 NP_067073 A6NI73 LIRA5_HUMAN lasmic (Potential). 1 TTCCAGCTGCAGC 0.537

+ 6 1683 p.G509W|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 GACATTGGGGAC 0.557

+ 3 1256 ygv.1_Missense_M NM_006635 NP_006626 Q14592 ZN460_HUMAN C2H2-type 5. 0 TGCAGCGAATGTG 0.463 rs146815063

- 16 3293 se_Mutation_p.D82 NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6 GGTGTAGTCTACG 0.537

- 30 5059 nse_Mutation_p.R NM_020738 NP_065789 Q9ULH0 KDIS_HUMAN lasmic (Potential). 4 ATTCCCCGCTTTC 0.483

+ 3 1247 cw.2_Missense_M NM_002252 NP_002243 Q9BQ31 KCNS3_HUMANe=Segment S3; (Potential). 4 ATTCCCTTCTATG 0.498

- 12 4254 rgt.1_Missense_Mu NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1 CTGGTACAGCAGA 0.498

+ 1 4409 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN 1 CTCTTCGACTGCC 0.502

- 20 1541 _p.P463S|MAP4K3 NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN 8 GTGGGGGTAATCT 0.453

+ 14 1845 2_Missense_Mutat NM_019063 NP_061936 Q9HC35 EMAL4_HUMAN WD 5. 250 GAGGAGGGAAAG 0.338

+ 52 6168 YSF_uc010fej.2_M NM_003494 NP_003485 O75923 DYSF_HUMAN lasmic (Potential). 7 TCAACCGCATGCC 0.547

- 7 867 NM_014014 NP_054733 O75643 U520_HUMAN 10 TATCCCGAGGGTG 0.478

+ 5 674 SH2P_uc002tkb.2_ NM_182905 NP_878908 0 GGTGGGCACTTG 0.612

+ 16 1433 yyf.1_Missense_Mu NM_006770 NP_006761 Q9UEW3 MARCO_HUMANxtracellular (Potential). 6 GAGGCCGGGCTG 0.527

+ 17 2361 _p.F243L|PTPN4_u NM_002830 NP_002821 P29074 PTN4_HUMAN PDZ. 2 TGGATTCAATGTA 0.264

- 34 4103 yyy.1_RNA|CLASP NM_015282 NP_056097 Q7Z460 CLAP1_HUMAN 2 GCTGTCCGGCCT 0.652

+ 6 590 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANyosin head-like. 2 CATCAGTGGCCAG 0.622

- 7 914 ense_Mutation_p.P NM_032143 NP_115519 Q5FWF4 ZRAB3_HUMAN 2 TTAGGGGGTAGCT 0.378

- 45 5689 NM_004543 NP_004534 P20929 NEBU_HUMAN 20 CGGAAGCCAATG 0.443 rs34778227



+ 6 1987 _p.N221K|DHRS9_ NM_005771 NP_005762 Q9BPW9 DHRS9_HUMAN 0 TATTAATGTCTCC 0.428

- 25 2576 _p.N647S|PGAP1_ NM_024989 NP_079265 Q75T13 PGAP1_HUMAN ical; (Potential). 4 AGTAAGTTAATCA 0.353

- 3 2599 NM_020814 NP_065865 Q9P2E8 MARH4_HUMAN ical; (Potential). 1 ACATCCCGTAGCA 0.557

+ 9 1816 _Splice_Site_p.A4 NM_014140 NP_054859 Q9NZC9 SMAL1_HUMAN 7 TCCACAGGCCTTC 0.557

- 1 3044 NM_005544 NP_005535 P35568 IRS1_HUMAN 12 TCTGACGGGGACA 0.632

+ 10 1224 yc.2_Missense_Mu NM_000751 NP_000742 Q07001 ACHD_HUMAN lasmic (Potential). 3 CAGAGCGGCATGG 0.632

+ 8 842 e_Mutation_p.S144 NM_152879 NP_690618 Q16760 DGKD_HUMANol-ester/DAG-type 2. 5 ACACATCGTGTAA 0.552

+ 4 1549 _p.E386Q|SH3BP4_ NM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4 AACCTGGAGGTG 0.537

+ 4 1048 _p.V230M|SIRPA_u NM_001040022 NP_001035111 P78324 SHPS1_HUMAN 1.|Extracellular (Potential). 1 GCGAGGTGGCCC 0.612

- 36 3425 p.G864V|C20orf19 NM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0 TGGGTGCCATTAT 0.453

- 3 495 zrn.1_Missense_M NM_001195 NP_001186 Q12934 BFSP1_HUMAN Rod.|Coil 1B. 1 ATGCAGCAAGGC 0.488

+ 2 133 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATGCAATTGGACC 0.343

+ 7 1117 MT3B_uc010gef.2_ NM_006892 NP_008823 Q9UBC3 DNM3B_HUMANon with DNMT1 and DNMT3 5 TTTGGCGATGGCA 0.617

+ 3 223 ud.1_Missense_Mu NM_174897 NP_777557 Q8NFQ5 BPIL3_HUMAN 2 CAGCTGCCCGTCA 0.562

- 2 303 10gel.2_Intron|CDK NM_016408 NP_057492 Q96SZ6 CK5P1_HUMAN activation inhibition. 5 CCAGCAGCCAGC 0.522

- 4 999 uf.1_Missense_Mu NM_003098 NP_003089 Q13424 SNTA1_HUMAN PH 1. 1 CTTGACCATCTGC 0.597

+ 30 3958 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2 GACCCGCGCCAA 0.617

- 12 2869 NM_003185 NP_003176 O00268 TAF4_HUMAN 3 CCTTCCTCTGCTT 0.527

+ 5 1468 _p.V356M|OPRL1_ NM_182647 NP_872588 P41146 OPRX_HUMAN lasmic (Potential). 2 AAGGACGTGGCC 0.652

+ 7 1487 NM_014586 NP_055401 P57058 HUNK_HUMAN 2 TCCTGGCCATCTA 0.547

+ 19 3348 ODL1_uc002zag.1_ NM_001004416 NP_001004416 Q5DID0 UROL1_HUMAN llular (Potential).|ZP. 3 CGAAATGCAGTTG 0.517

- 1 881 .1_Intron|C21orf29 NM_198691 NP_941964 P60331 KR101_HUMAN 1 CCGGGCGGGAG 0.716

+ 15 2865 jj.2_Missense_Mut NM_006031 NP_006022 O95613 PCNT_HUMAN 8 GAGCTCGAGGCC 0.642

- 4 424 .2_5'UTR|BPIL2_u NM_174932 NP_777592 Q8NFQ6 BPIL2_HUMAN 2 TGATACCGGTAAA 0.498

+ 4 1154 NM_030642 NP_085145 Q9BWW9 APOL5_HUMAN 0 GGCCTGTTGTGGA 0.592

+ 10 3566 ayn.3_Missense_M NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 GGGTTCCGTCCAC 0.408

- 12 3585 R1082Q|BRD1_uc NM_014577 NP_055392 O95696 BRD1_HUMAN 1 GCGATCCGCACGG 0.582

+ 2 552 R1D2_uc011awk.1 NM_005126 NP_005117 Q14995 NR1D2_HUMAN 3 TGAAAACAAGCAA 0.378

- 18 2221 axu.1_Missense_M NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 TTCGCACAGACTG 0.522

- 12 4389 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 CCCTGTTCAGCAG 0.547

+ 10 985 NM_018725 NP_061195 Q9NRM6 I17RB_HUMAN lasmic (Potential). 3 AGGCACGGTAAG 0.458 rs61751221

+ 7 1211 pu.2_Nonsense_Mu NM_007072 NP_009003 Q9UM44 HHLA2_HUMAN ical; (Potential). 1 CTTATGGATTTTG 0.413

+ 3 1386 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANxtracellular (Potential). 3 AGGGCAGCCCCA 0.662

- 6 855 p.Y171C|THPO_uc NM_000460 NP_000451 P40225 TPO_HUMAN 1 AGCCAGTAGTTCT 0.542

+ 16 2033 buy.1_Missense_M NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 CCTGATGGACATC 0.692

+ 2 549 p.E32K|GRK4_uc0 NM_182982 NP_892027 P32298 GRK4_HUMAN N-terminal. 1 TGGAAGGAGATAC 0.403

+ 7 920 oi.2_Missense_Mu NM_004334 NP_004325 Q10588 BST1_HUMAN 1 AAGGCAGCATGA 0.393

+ 1 230 NM_001079827 NP_001073296 A0PK11 CLRN2_HUMAN 0 AGACTGGAGTGGA 0.537

- 2 477 UGDH_uc003gul.1_ NM_003359 NP_003350 O60701 UGDH_HUMAN 4 TTTACCTCATAAA 0.303

- 7 1026 zr.1_Missense_Mu NM_022832 NP_073743 P62068 UBP46_HUMAN 1 AGAGCCGGAGTTC 0.547

- 8 1169 can.1_Missense_Mutation_p.T261A P36537 UDB10_HUMAN 5 AGATTGTCTCGTA 0.403 rs13118402

+ 11 1366 A4_uc003hgc.3_Mi NM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMAN lasmic (Potential). 5 ATGAATGGGGATA 0.443

+ 21 2914 kw.2_Missense_Mu NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN tracellular (Potential). 5 CTGGGAGCATCTG 0.577

+ 5 942 _p.C157R|NUDT9_ NM_024047 NP_076952 Q9BW91 NUDT9_HUMANudix hydrolase. 0 AAAGACTGTGGAG 0.348

- 4 1250 K2_uc003hyj.1_3'U NM_014421 NP_055236 Q9UBU2 DKK2_HUMAN 5 AGGCAGGGGTCT 0.433

+ 6 822 .R169Q|PHF17_uc NM_199320 NP_955352 Q6IE81 JADE1_HUMAN 0 AGCAGCGATGCTA 0.428

- 3 540 hx.2_Missense_M NM_030648 NP_085151 Q8WTS6 SETD7_HUMAN 2 ACATACGTGCCCT 0.507 rs139666025



- 12 1600 se_Mutation_p.S48 NM_031956 NP_114162 Q8NA56 TTC29_HUMAN 0 CGTTCTGAGTTTT 0.308

+ 10 1491 irc.2_Missense_M NM_007246 NP_009177 O95198 KLHL2_HUMAN Kelch 3. 0 ATGGGAGTACAGG 0.418

- 3 732 clx.1_Missense_Mu NM_004174 NP_004165 P48764 SL9A3_HUMAN lasmic (Potential). 0 AGGACCTCGTTGA 0.642

+ 11 2236 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 7. 6 AGAGGACACACAC 0.602 rs111488757

- 7 1588 0_uc011cnu.1_Splic NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN 12 CACTTACCTAATG 0.259

+ 5 744 _p.R173*|DNAJC2 NM_001012339 NP_001012339 Q5F1R6 DJC21_HUMAN 2 GATACACGACAGG 0.413 rs150576702

+ 10 3303 _p.P935L|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 CACACCCTGACAA 0.373

+ 2 762 VELD2_uc003jwr.1_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMANL.|Helical; (Potential). 0 ATGGGAGGCGTTG 0.498

+ 16 4383 _p.R1361*|ZFYVE NM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0 GCTTTACGAGAAC 0.388

+ 77 16610 .R3211Q|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GTTCTCGGCTGG 0.448

+ 21 2812 3kks.2_Missense_M NM_032290 NP_115666 Q9BQI6 ANR32_HUMAN 2 AGGGAGAATTGCC 0.378

+ 23 5344 p.R1371H|KDM3B_ NM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN JmjC. 11 GTTTCCGCCTGAC 0.428

- 9 1654 loh.3_Missense_M NM_004576 NP_004567 Q00005 2ABB_HUMAN 2 TCGAAGCCTCAAG 0.527

- 2 1340 NM_001012301 NP_001012301 Q5FYB1 ARSI_HUMAN 2 GGTAGCGGTACAG 0.627

- 13 1991 gx.2_Missense_Mu NM_004395 NP_004386 Q16643 DREB_HUMAN 6 ATTGGGCAAACTC 0.582

- 7 1429 mlm.1_Nonsense_M NM_018434 NP_060904 Q86XS8 GOLI_HUMAN lasmic (Potential). 3 AGGGCTGATCTTC 0.522

+ 2 924 NM_001718 NP_001709 P22004 BMP6_HUMAN 3 AGGGTGAGGTGG 0.438

- 5 917 pn.2_Missense_Mu NM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0 AGTCCCGAATCCT 0.512

+ 9 1411 p.R337W|TRIM39_ NM_021253 NP_067076 Q9HCM9 TRI39_HUMAN B30.2/SPRY. 3 AGACTCCGGGATC 0.577

- 2 188 on_p.F8L|HLA-DOA NM_002119 NP_002110 P06340 DOA_HUMAN ar (Potential).|Alpha-1. 0 GGTAGAAGGCGGG 0.522

- 4 779 _p.T9M|CCND3_u NM_001760 NP_001751 P30281 CCND3_HUMAN 0 CTGCCCGTGGCG 0.577

+ 3 717 NM_003221 NP_003212 Q92481 AP2B_HUMAN 0 TTGAAGATGCCAA 0.343

- 2 217_218 jzr.2_Missense_Mu NM_003643 NP_003634 Q9NP62 GCM1_HUMAN 1 GTCGTCAGGTTCC 0.396

+ 18 3042 2_Missense_Mutat NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN p.S989S(1) 10 TCACGTTCTCCAA 0.383

+ 10 1550 NM_003080 NP_003071 O60906 NSMA_HUMAN 0 GGGCCCAGGCTG 0.622

- 4 888 bt.1_Missense_Mu NM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 1. 4 AATCTTCCATTCAA 0.353

+ 7 1368 0khi.2_Missense_M NM_014721 NP_055536 O75167 PHAR2_HUMAN 2 TGCCTCAGCTACT 0.517

+ 13 1822 szk.2_Missense_M NM_006024 NP_006015 Q86VP1 TAXB1_HUMAN Potential. 1 ATAAATATGCTGA 0.279

+ 3 660 0kwc.1_RNA|INMT_ NM_006774 NP_006765 O95050 INMT_HUMAN 0 GCGTGGCCCTGG 0.587

+ 11 1791 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMANmenal (Potential). 7 CTCCATCAAGTAG 0.652

+ 4 1042 an.2_Missense_Mu NM_003388 NP_003379 Q9UDT6 CLIP2_HUMAN CAP-Gly 2. 3 TACGTGGGGGAG 0.647

- 6 690 p.R217Q|SEMA3D NM_152754 NP_689967 O95025 SEM3D_HUMAN Sema. 5 AGGGATCGAGTG 0.408

- 23 3801 y.2_Missense_Mut NM_000466 NP_000457 O43933 PEX1_HUMAN 2 TGCAGTCATTAAA 0.388

- 8 939 ON2_uc010lfk.2_RN NM_000305 NP_000296 Q15165 PON2_HUMAN 0 GAAGGATCAATAG 0.398

+ 6 634 kis.1_Missense_Mu NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 ACAAACAGTTCAG 0.313

+ 8 1352 F498_uc003urn.2_I NM_145115 NP_660090 Q6NSZ9 ZN498_HUMAN 2 CCCACAGCTCCTT 0.602

- 3 809 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0 GGGGCAGCATGG 0.637

+ 14 2911 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 ACCATCTCCACGG 0.502

+ 23 4529 ZAN_uc010lhh.2_ NM_003386 NP_003377 Q9Y493 ZAN_HUMAN tracellular (Potential). 11 AGACCGGTGCGT 0.622

+ 3 6234 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 TCTGAGGGTAACA 0.488

+ 10 1156 mh.1_Splice_Site_ NM_000108 NP_000099 P09622 DLDH_HUMAN 1 TCCAAAGTAAGTT 0.308

- 2 172 NM_001024607 NP_001019778 A4D0T2 CG066_HUMAN ical; (Potential). 2 GTGGTGCAGAAAG 0.463

+ 1 263 V1_uc003vig.1_RN NM_001753 NP_001744 Q03135 CAV1_HUMAN 0 TTTCATCCAGCCA 0.607

- 9 1615 0lly.1_Missense_M NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GACCCTATCAAGA 0.413

+ 7 835 _p.D129G|TBXAS1 NM_001130966 NP_001124438 P24557 THAS_HUMAN lasmic (Potential). 3 CATTTGACATCCA 0.443

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 9 1390 _p.M423I|PTPRN2 NM_002847 NP_002838 Q92932 PTPR2_HUMANcellular (Potential). 7 CCTCTCCATGTCG 0.592



+ 6 577 O1_uc003xnn.2_R NM_002164 NP_002155 P14902 I23O1_HUMAN 2 TCATTTCGTGATG 0.358

+ 5 508 orf45_uc011lew.1_M NM_173518 NP_775789 Q4G0Z9 CH045_HUMAN 1 TATGGTCTTGATC 0.313

- 3 1005 hj.1_Missense_Mu NM_005655 NP_005646 Q13118 KLF10_HUMAN 0 ACAACAGGGTTGT 0.587

+ 2 398 _uc003ylg.2_Misse NM_024812 NP_079088 Q8WXS3 BAALC_HUMAN 0 AATGGTGTGCCCC 0.557

- 7 1618 mo.2_Nonsense_M NM_001146 NP_001137 Q15389 ANGP1_HUMANnogen C-terminal. 7 AGGCTCGGTTCCC 0.428

+ 5 478 g.2_RNA|ADCK5_u NM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1 AGCAACGGGGGC 0.657

+ 1 1137 NM_006570 NP_006561 Q7L523 RRAGA_HUMAN 0 CTTCTGCGGCCAC 0.493

+ 2 211 _p.R59W|DNAJB5 NM_012266 NP_036398 O75953 DNJB5_HUMAN J. 0 GCCTACCGGAAGA 0.498

+ 1 490 42421_uc004aed.1_RNA 0 GTTAACCCCTTCC 0.582

+ 4 637 NM_001001670 NP_001001670 Q6ZQQ2 F75D1_HUMAN Pro-rich. 0 CACCCCCCTTAAT 0.557

- 27 4202 NM_005502 NP_005493 O95477 ABCA1_HUMAN 17 TCTATGTCAGAATC 0.488

+ 17 4640 xq.1_Missense_Mu NM_002581 NP_002572 Q13219 PAPP1_HUMAN Sushi 4. 9 CTCCACCAAAATT 0.527

+ 4 1036 HD1_uc004bwm.2_ NM_001100876 NP_001094346 Q5SRE7 PHYD1_HUMAN 0 CAACAAAGGATTG 0.552 rs149087529

+ 4 853 NM_014811 NP_055626 Q5T8A7 K0649_HUMAN 3 GGTCTCGTTGCTG 0.612

+ 5 725 NM_000531 NP_000522 P00480 OTC_HUMAN arbamoyl phosphate binding 2 CCTATCCAGATCC 0.393

+ 6 1596 _p.I557V|MAGED1 NM_001005332 NP_001005332 Q9Y5V3 MAGD1_HUMAN MAGE. 3 AGAGATATCATCC 0.537

- 19 2948 oe.1_Missense_M NM_006306 NP_006297 Q14683 SMC1A_HUMAN 6 GAGTCCTCCCCCT 0.527

- 3 624 dyo.2_Missense_M NM_032803 NP_116192 Q8WY07 CTR3_HUMAN cellular (Potential). 2 GGGCACGTGCAG 0.552

+ 8 1304_1305RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 ACGACAGCAGTGA 0.554

- 11 3180 ps.2_Missense_Mu NM_001113490 NP_001106962 Q4VCS5 AMOT_HUMAN 1 CAGAGTATTGGAG 0.428

+ 11 1631 zm.1_Missense_M NM_012253 NP_036385 P51854 TKTL1_HUMAN 4 TTGGAGCTGGAAT 0.468

- 9 972 ky.2_Nonsense_Mu NM_002074 NP_002065 P62873 GBB1_HUMAN 0 CTTCTCGCACATC 0.567

- 16 3113 oag.1_Missense_M NM_001009566 NP_001009566 O94985 CSTN1_HUMANcellular (Potential). 1 TCAAGCAAGGACC 0.557

- 17 2499 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 GGGTCCCGTGGTA 0.542

+ 5 538 Nonsense_Mutatio NM_000374 NP_000365 P06132 DCUP_HUMAN 0 CGACAACGACTGG 0.587

+ 5 953 l.1_RNA|PCSK9_u NM_174936 NP_777596 Q8NBP7 PCSK9_HUMANPeptidase S8. 4 AGGCCAGCAAGT 0.627

- 10 2107 tation_p.D655G|AP NM_006594 NP_006585 Q9Y6B7 AP4B1_HUMAN 4 AGGGTGTCAGGAT 0.498

- 4 529 _p.C30S|REG4_uc NM_001159352 NP_001152824 Q9BYZ8 REG4_HUMAN 1 GGAGCACAGCTGG 0.363

+ 8 1168 .1_Intron|NBPF10_ NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AGCTGACCCAGT 0.507

+ 74 9249 k.1_Intron|NBPF10_ NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GGGCCTAAAGTCT 0.473

+ 78 9695 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GAAAGAGCCTGAA 0.473

+ 10 1949 NKRD35_uc010oyx NM_144698 NP_653299 Q8N283 ANR35_HUMAN Potential. 5 AGCTGGAGAAGG 0.587

- 2 1066 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN peats of R-R-E-Q-E-E- E-R- 5 tctcctcctcctgctcgcg 0

- 2 624 wsi.1_Intron|INSRR NM_014215 NP_055030 P14616 INSRR_HUMAN 20 CGTCACGCAGATG 0.622

- 13 3971 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S 6 GAGAAAGGGGCA 0.502 rs140018525

- 20 2807 e_Mutation_p.G35 NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2 TCACGACCCTCAT 0.308

+ 8 2597 glg.2_Missense_Mu NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 AGTCCTCCCTGAG 0.557

+ 18 3028 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 16. 6 GGCCTTCCTTGTA 0.299

+ 1 520 NM_001105517 NP_001098987 P0C7Q3 FA58B_HUMAN 0 CTGAACTGCCACA 0.617

- 4 1167 w.1_Missense_Mu NM_003268 NP_003259 O60602 TLR5_HUMAN cellular (Potential). 4 TGATGTCCACTGT 0.468

+ 10 1796 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3 ATGGCTGTTAAGG 0.458

+ 4 802 hy.1_Missense_Mu NM_020549 NP_065574 P28329 CLAT_HUMAN 3 AGCCCTGCCGTG 0.612

+ 2 1161 UT11_uc001juz.1_N NM_173540 NP_775811 Q495W5 FUT11_HUMANmenal (Potential). 0 GGGAGTGGGGAG 0.512

+ 4 496 _p.P31S|CYP2C19 NM_000769 NP_000760 P33261 CP2CJ_HUMAN 6 TGTGATCCCACTT 0.328

+ 4 347 1lgg.1_Missense_MNM_001001974 NP_001001974 Q9HB21 PKHA1_HUMAN PH 1. 1 TAAGGCCAAAGGC 0.328

+ 2 793 NM_001105574 NP_001099044 A6NHT5 HMX3_HUMAN Homeobox. 0 TCCCTGCACCTCA 0.652

- 8 769 e_Mutation_p.R279W|ADAM8_uc010qvb.1_Missense_M P78325 ADAM8_HUMAN 3 GTGTCCGTTGCCG 0.522



+ 1 556 NM_001004702 NP_001004702 Q8NH37 OR4C3_HUMANcellular (Potential). 1 CAGCTCCTCCTGG 0.522

- 1 554 NM_006637 NP_006628 Q13606 OR5I1_HUMAN cellular (Potential). 1 GCAGGGGAGGGA 0.403

+ 11 2328 on_p.G713D|TMEM NM_178031 NP_821174 Q24JP5 T132A_HUMANalization similar to full-length 1 AGCCTGGTGCCA 0.687

+ 6 467 GFB_uc001nyx.2_In NM_003377 NP_003368 P49765 VEGFB_HUMAN 0 CCCCACCACCGTC 0.672

+ 6 554 nyx.2_Missense_M NM_003377 NP_003368 P49765 VEGFB_HUMAN 0 CCAGCCCCAGGC 0.726

+ 14 1737 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3 TTGACATCGACTA 0.493

- 3 259 5332_uc001omu.3 NR_024249 0 AGCCCGCTGGTG 0.627

+ 5 617 pfz.2_Missense_M NM_014361 NP_055176 O94779 CNTN5_HUMAN 8 TTACAGAAAGTGT 0.313

- 2 203 01prt.1_5'UTR|TMP NM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANepeats of A-S-P-A-[GLQR]. 1 GCCTGGGCTGGAG 0.632

+ 9 1567 NM_005188 NP_005179 P22681 CBL_HUMAN Pro-rich. E366_K477del( 149 GGTGCCAAGGTAA 0.433

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCACAAAGA 0.418 rs113451248

- 12 2974 _p.S949F|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 CCCCAGGAACCTC 0.483

- 11 1138 l.2_Missense_Muta NM_002864 NP_002855 5 CCTTTTCCATCCA 0.428

- 3 198 zt.2_Missense_Mu NM_002723 NP_002714 P10163 PRB4_HUMAN PR]-[PR]-P-Q-G-G-N-Q-[PS] 1 GGCTTTCCTGGAG 0.607

+ 66 10859 NM_002332 NP_002323 Q07954 LRP1_HUMAN ntial).|LDL-receptor class A 22 ACCAAACGGTGCA 0.627

- 3 741 bg.2_Missense_Mu NM_001682 NP_001673 P20020 AT2B1_HUMAN lasmic (Potential). 3 TCAATTCGGCTCT 0.418

- 4 1007 NKS1B_uc009ztt.1 NM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN ANK 6. 0 TGAAGTGGCGTG 0.522

+ 1 2071 NR_003268 0 CTAATTGTGCTAG 0.433 rs150112365

- 1 1408 NM_175060 NP_778230 Q86T13 CLC14_HUMAN cellular (Potential). 4 GACATCGTGCTCT 0.493

+ 4 2672 N5_uc010ana.2_In NM_152447 NP_689660 Q96NI6 LRFN5_HUMAN otential).|Fibronectin type-II 8 TATGATGATGGCA 0.443

+ 1 411 NM_000956 NP_000947 P43116 PE2R2_HUMAN lasmic (Potential). 2 GGGGACGTGGGG 0.697

+ 2 1635 XO34_uc010aoo.2 NM_017943 NP_060413 Q9NWN3 FBX34_HUMAN 5 AAGGTAGACAAAG 0.433

- 14 1393 PERB_uc010aub.1_ NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 CTTCGGGGATGA 0.413

+ 8 2491 01ylr.2_Nonsense_ NM_018335 NP_060805 A8K0R7 ZN839_HUMAN 2 ATGGATCACTATT 0.582

- 26 3808 e_Mutation_p.R53 NM_002226 NP_002217 Q9Y219 JAG2_HUMAN lasmic (Potential). 5 GGGTTGCGGATGG 0.527

- 1 545 NR_024387 0 TCACTTCCAATTT 0.393

+ 7 1124 A|OR4N4_uc010tzv NM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMAN Name=1; (Potential). 5 TTTTCACCATAAG 0.458

- 7 927 GM5_uc001zre.1_ NM_201631 NP_963925 O43548 TGM5_HUMAN 1 CTGTATCGTGGCC 0.453

- 11 1729 1zza.3_Missense_M NM_031226 NP_112503 P11511 CP19A_HUMAN 3 CTTGGGGTAAAGA 0.448

- 17 3061 e_Mutation_p.P946 NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9 TTTCTGGAGAAG 0.393

- 34 3642 ahb.1_Missense_M NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 AGACAATCTGAAT 0.308

+ 7 1178 ujs.1_Missense_M NM_005902 NP_005893 P84022 SMAD3_HUMANnteraction with XPO4.|MH2. 5 AGAGGCGTGCGG 0.572

+ 4 319 se_Mutation_p.V53 NM_138967 NP_620417 Q8TAC9 SCAM5_HUMAN ical; (Potential). 1 CTGGCCGTGAAC 0.617

+ 8 842 PIP_uc002dcx.3_R NM_006985 NP_008916 Q9UND3 NPIP_HUMAN Pro-rich. 0 TACCCTCAGCGG 0.522

+ 2 1064 NM_001451 NP_001442 Q12946 FOXF1_HUMAN 0 TGTGACCGAAAGG 0.607

- 13 4201 cj.2_Missense_Mu NM_033004 NP_127497 Q9C000 NALP1_HUMAN 9 GGACTCCCAAGGG 0.547

+ 4 978 D1_uc002gja.2_5'F NM_144607 NP_653208 Q6P9G0 CB5D1_HUMAN 1 GGGATCCGGGATG 0.463 rs62059715

+ 8 1322 va.1_Missense_Mu NM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5 AGGTCCGCCATC 0.373

- 20 2432 .3_Splice_Site_p.K NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN 14 AAAATTACCTTGG 0.413

- 19 2707 NM_000342 NP_000333 P02730 B3AT_HUMAN .|Membrane (anion exchang 3 GCCGGCGTGGAC 0.637

+ 4 1207 .2_Missense_Muta NM_003110 NP_003101 Q02086 SP2_HUMAN 0 ACATCCGCACGCC 0.592

+ 9 1177 _RNA|HILS1_uc01 NM_000023 NP_000014 Q16586 SGCA_HUMAN lasmic (Potential). 2 CAGGTGCCCCTC 0.637

+ 12 1456 NM_153228 NP_694960 Q8N957 ANKF1_HUMAN 2 GTTCTATTACACA 0.328

- 12 3477 _p.I1109L|TEX2_uc NM_018469 NP_060939 Q8IWB9 TEX2_HUMAN 1 TGCATTATAGTGAT 0.473

- 2 382 NM_181449 NP_852114 Q496F6 CLM2_HUMAN .|Extracellular (Potential). 4 GACCATGAATCCA 0.552

- 2 576 lxx.2_Missense_M NM_174983 NP_778148 Q6NUT3 CS028_HUMAN ical; (Potential). 2 AGATCACGATGAA 0.637

- 4 453 vq.2_Missense_M NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |2.|7 X approximate tandem 1 TTCAGCCGGGTCA 0.567



- 10 1810 dwr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6 GCATGTGAATACG 0.403

- 4 1916 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6 TTACATTCATACG 0.413

- 14 2453 O8_uc010eap.2_R NM_020959 NP_066010 Q9HCE9 ANO8_HUMAN ical; (Potential). 3 GGGGGAAGGCG 0.652

+ 4 1594 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1 TCCTCTTCCCTTA 0.358

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCACTATGAA 0.403

- 5 1789 208_uc002nqo.1_I NM_007153 NP_009084 7 ACCTTAATAAAGG 0.398

+ 4 1004 ecy.2_Missense_M NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 4. 0 AGAATTCATAATA 0.378

- 3 1798 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 12. 0 TATGTTTAGTAAG 0.383

+ 4 1398 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 9. 0 ATAAGAGAATTCA 0.378

- 5 1402 NM_001080409 NP_001073878 2 CAGTATGAATTAT 0.338

- 4 1086 xrj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0 ATTCTTCACATTT 0.388

- 6 2022 ense_Mutation_p.QNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0 AATAAGTTGCATA 0.403

+ 3 527 NM_005178 NP_005169 P20749 BCL3_HUMAN ANK 1. p.R145W(1) 2 GTGCACCGGCTG 0.507

- 7 1641 _p.R409C|ZNF160_ NM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN C2H2-type 6. 1 TTGAACGAACACT 0.408

+ 4 2891 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0 CCTTCCGTCACAA 0.363 rs150688663

+ 4 2950 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0 TACAAGTGTAATG 0.348

+ 4 1772 813_uc010eqq.1_I NM_001004301 NP_001004301 Q6ZN06 ZN813_HUMAN 1 TGGAGATAAACCT 0.378

+ 5 657 LRA1_uc010yfh.1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 2.|Extracellular (Potential). 3 TGTAAGGAAGGAG 0.592

+ 7 1096_1097qod.2_Missense_M NM_001015878 NP_001015878 Q9UQB9 AURKC_HUMAN 6 TGCCTCCCTGTG 0.569

- 3 2715 k.2_Intron|ZNF814_ NM_001144989 NP_001138461 B7Z6K7 ZN814_HUMANC2H2-type 22. 0 TAGTGAGACTGGA 0.403

+ 65 13161 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14 GAAGCTCAGTCAT 0.418

+ 5 1019 .2_Missense_Muta NM_001007231 NP_001007232 P42331 RHG25_HUMAN Rho-GAP. p.A210fs*4(1) 4 GGGGAGCGGCCC 0.607

+ 8 7097 se_Mutation_p.S21 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Pro-rich. 14 AAAGTTCATCGAT 0.493

- 2 122 nse_Mutation_p.L2 NM_012433 NP_036565 O75533 SF3B1_HUMAN 6 TCATCAAGAGCTG 0.393

+ 13 1554 ver.2_Missense_M NM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 4. 2 TTTTTTCCTTTCT 0.363

+ 12 1533 _p.A468T|PSMD1_ NM_002807 NP_002798 Q99460 PSMD1_HUMAN PC 2. 2 AAGAACGCCAGCA 0.363

+ 10 1177 se_Mutation_p.E25 NM_152879 NP_690618 Q16760 DGKD_HUMAN DAGKc. 5 CTCTCCGAAATCG 0.532

- 6 454 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN 1 GTAAGTGAATAGA 0.383

+ 7 788 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN Q motif. 2 CCCACCCCGATCC 0.577

- 2 640 2xys.2_Missense_M NM_020182 NP_064567 Q969W9 PMEPA_HUMAN lasmic (Potential). 1 CATCTTCTCTCCT 0.537

+ 1 2068 u.3_Intron|GNAS_u NM_080425 NP_536350 P63092 GNAS2_HUMAN 292 CAGCATCGGCGAA 0.637

- 3 332 GE_uc002yiw.1_R NM_182482 NP_872288 0 CAAAATGCACATC 0.388

- 3 326 GE_uc002yiw.1_R NM_182482 NP_872288 0 GCACATCGCTGAA 0.383

+ 1 756 .1_Intron|C21orf29 NM_198695 NP_941968 P60410 KR108_HUMAN 2 cggcctcctgcctgtcctt 0.199

- 20 1965 2_Nonsense_Muta NM_001001438 NP_001001438 P48449 ERG7_HUMAN PFTB 4. 0 TCCCCCCAGCCTC 0.607

+ 3 765 NM_138435 NP_612444 Q8NEG4 FA83F_HUMAN 1 GTGTCCGCTCTGT 0.602

+ 4 840 .1_Missense_Muta NM_178329 NP_847899 P51677 CCR3_HUMAN cellular (Potential). 8 TAACTGGGTTTTT 0.488

- 2 2235 b.2_Missense_Mu NM_017442 NP_059138 Q9NR96 TLR9_HUMAN xtracellular (Potential). 4 TAGAGGTCCAGC 0.617

- 8 869 p.G244R|GLT8D1_u NM_152932 NP_690909 Q68CQ7 GL8D1_HUMANmenal (Potential). 0 AAACTCCAGGATT 0.358

- 4 4145 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13 GTTTCGGCTGTGG 0.468

- 2 1388 fek.2_Missense_M NM_014926 NP_055741 O94933 SLIK3_HUMAN cellular (Potential). 10 ACAGAGGATAGCA 0.478

- 5 609 SF10_uc003fie.2_3 NM_003810 NP_003801 P50591 TNF10_HUMAN cellular (Potential). 5 GTTCACCATTCCT 0.408

- 7 1350 NM_031955 NP_114161 Q9BXB7 SPT16_HUMAN 3 ATTTTTTCCAAAAA 0.408

+ 24 3643 _Mutation_p.E1156 NM_198241 NP_937884 Q04637 IF4G1_HUMAN 7 GCCGAGAACGAG 0.572

- 31 4108 _p.N1168S|FRYL_u NM_015030 NP_055845 O94915 FRYL_HUMAN 1 ATCAGGTTGCTCT 0.527

- 5 628 cw.2_Missense_Mu NM_001010874 NP_001010874 Q5HYJ1 TECRL_HUMAN 0 AGCACTCTCTTTT 0.279

- 6 1083 _p.G197E|ABCG2_ NM_004827 NP_004818 Q9UNQ0 ABCG2_HUMAN er.|Cytoplasmic (Potential). 1 TCCATTCCTATAC 0.408



- 3 1116 ef.2_Missense_Mu NM_001130698 NP_001124170 Q13507 TRPC3_HUMAN lasmic (Potential). 2 AGAGATCCAGCAC 0.433

+ 3 988 e_Mutation_p.R114 NM_012464 NP_036596 O43897 TLL1_HUMAN 7 TAGACAGGATAAG 0.348

- 17 3140 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN ARM 9. 8 ACTTATCTCCTTT 0.483

+ 4 655 3jlb.1_Missense_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANonectin type-III 1. 7 GAATATCGTGTGA 0.458

+ 12 1981 FLAM_uc003jle.1_M NM_152403 NP_689616 Q63HQ2 EGFLA_HUMANaminin G-like 1. 7 CCCCTGGGAAAAG 0.557

- 19 2398 g.2_Missense_Mu NM_003062 NP_003053 O75094 SLIT3_HUMAN 4 ACAGGAGGTTTCT 0.602

+ 3 421 _p.P38S|PPARD_u NM_006238 NP_006229 Q03181 PPARD_HUMAN 1 GCACTTCCTTCCA 0.627 rs147861745

+ 10 1134 NM_016224 NP_057308 Q9Y5X1 SNX9_HUMAN PX. 0 TTTGAAGAGGAA 0.423

- 1 315 NM_006735 NP_006726 O43364 HXA2_HUMAN 2 GCTGGCTATTGAT 0.498

- 12 1455 nse_Mutation_p.S NM_001883 NP_001874 Q13324 CRFR2_HUMAN lasmic (Potential). 4 TTGATGCTGTGGA 0.637

+ 7 1486 _p.P164S|CCDC12 NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 CAAATCCCAGCCA 0.483

+ 4 955 zu.2_Missense_Mu NM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0 CCTCAACCCTTAC 0.353

+ 12 2644 UTS2_uc011keg.1_ NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN 3 ACCCGAGGGTACG 0.527

- 7 984 vex.2_Missense_M NM_002291 NP_002282 P07942 LAMB1_HUMANminin N-terminal. 8 GATCTTCTATTTT 0.259

+ 37 5231 P205_uc003vsx.2_R NM_015135 NP_055950 Q92621 NU205_HUMAN 6 AAATTTCAAGACG 0.383

- 16 3008 ense_Mutation_p.F NM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN dDENN. 4 CCCGAAACATCTG 0.607

- 15 1859_1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.366 rs121913378

+ 4 567 1_Intron|uc010loj.1 NR_001296 0 TGCCTGGACGCT 0.502

+ 1 352_353 NM_054028 NP_473369 Q96KT7 AMCL2_HUMAN .|Helical; (Potential). 0 CGATGCCTCTTC 0.624 rs148317481

- 2 659 n_p.N95S|OPRK1_ NM_000912 NP_000903 P41145 OPRK_HUMAN lasmic (Potential). 2 TAAATGTTGGTTG 0.388

- 1 444 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1 TTGTGCGGGTATA 0.547

- 14 1957 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 TAAGTGGTCCCTT 0.318

- 31 6339 e.1_Missense_Mut NM_201380 NP_958782 Q15149 PLEC_HUMAN us rod domain.|Potential. 9 GCCGCCGCTGCC 0.687

+ 6 880 0mnn.2_Missense_ NM_001012419 NP_001012419 Q5VUR7 A20A3_HUMAN 0 TAAAAAGAAGATA 0.234

+ 16 2435 _p.T141M|TLE4_uc NM_007005 NP_008936 O60756 BCE1_HUMAN 5 TGTACACGGGTGG 0.602

+ 4 2303 lwx.1_Missense_M NM_133465 NP_597722 Q8N8K9 K1958_HUMAN 1 AGGCTTGGCTCC 0.607

- 18 1981 GA1_uc010mws.2_ NM_002077 NP_002068 Q92805 GOGA1_HUMAN Potential. 1 GCTCGGCCTGCAG 0.672

+ 3 635 NM_014506 NP_055321 O14657 TOR1B_HUMAN 0 TCAAGCCGTTTCT 0.498

+ 30 2906 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 GATGGCCCTGAAG 0.617

+ 27 3460 mej.1_Missense_M NM_206920 NP_996803 Q6UXC1 AEGP_HUMAN lasmic (Potential). 7 GTGATCCGTAGAC 0.502

+ 1 721 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 TCCACCTGGAGCC 0.637

+ 1 2230 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 ATCTCCGCCCAGA 0.637

- 5 705 kh.1_Missense_Mu NM_006307 NP_006298 P78539 SRPX_HUMAN HYR. 0 TTCCTTCGGGTGT 0.443

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

- 3 567 eas.2_Missense_M NM_001144887 NP_001138359 Q99966 CITE1_HUMAN 0 CAGAAGGAGAGA 0.627

- 13 1625 42_splice|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN 4 TACATACCTTGAA 0.378

- 2 323 1_uc004evh.2_Intr NM_004208 NP_004199 O95831 AIFM1_HUMAN 5 TCATCTGGAGTTC 0.383

+ 4 2019 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTCCTCACTACTT 0.582

- 3 503 NM_021049 NP_066387 P43359 MAGA5_HUMAN MAGE. 0 TGGGTCAGGGGA 0.542

+ 5 820 NM_152492 NP_689705 Q2M243 CCD27_HUMAN Potential. 1 GAGATACAGGTTC 0.587

- 6 961_962 vmx.2_Missense_M NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1 TCCGGGGTGGAG 0.604

+ 19 3059 _p.R973Q|VPS13D NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 ATGGCCGGTACAT 0.502

- 9 1112 1_Intron|MST1P9_ NR_002729 0 ACACCCTTGCGG 0.731

+ 9 1023_1024 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2 GGCCAGGAAGGC 0.653

- 3 578 ds.3_Missense_Mu NM_020816 NP_065867 Q9P2E2 KIF17_HUMAN Kinesin-motor. 4 GGTGTCAGCCCC 0.577

- 8 1355 e_Mutation_p.G32 NM_001103160 NP_001096630 Q6ZV89 SH2D5_HUMAN SH2. 0 ACTGGCCGCTAGC 0.662 rs74703877

- 8 924 NRNP40_uc010oge NM_004814 NP_004805 Q96DI7 SNR40_HUMAN WD 6. 0 GGTGACCAAGAAC 0.373



- 4 2501 se_Mutation_p.A43 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN TRAF-dependent NF-Kapp 6 GCATGGCGGTCCG 0.622

+ 11 1718 M4A_uc010oki.1_In NM_014663 NP_055478 O75164 KDM4A_HUMAN 1 TCTTCACGGGAT 0.517

+ 5 731 K3_uc001cmo.2_R NM_004073 NP_004064 Q9H4B4 PLK3_HUMAN Protein kinase. 0 CGGTTGGAGCCTC 0.498

- 8 989 mv.1_Missense_Mu NM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1 ACCTGTCTCCTCG 0.493

- 42 5991 dqi.1_Missense_M NM_000350 NP_000341 P78363 ABCA4_HUMANsporter 2.|Cytoplasmic. 12 CAGGGCGAACTCC 0.522

- 6 913 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2 TTCTCCCAGAATC 0.378

- 5 724 NM_152380 NP_689593 Q96SF7 TBX15_HUMAN T-box. 2 GAACTCGAGGCTG 0.438

+ 3 201 enu.1_Missense_M NM_005105 NP_005096 Q9Y5S9 RBM8A_HUMAN 0 AGCGTGGAGCAG 0.488

+ 14 1711 wkt.1_Missense_M NM_001102663 NP_001096133 0 TAGTAGAGCCTGA 0.473

- 44 6536 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 20. 8 GCACACCTAAGG 0.517

- 43 6158 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 19. 8 TGATCTCGGGAAG 0.498

+ 13 1668 _p.P377L|NCSTN_ NM_015331 NP_056146 Q92542 NICA_HUMAN cellular (Potential). 2 CTGATCCCCAAAC 0.552

- 18 2573 0plj.1_Missense_M NM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3 TCTTTTCCTCAGA 0.438

- 3 512 f112_uc001ggj.2_I NM_000450 NP_000441 P16581 LYAM2_HUMAN (Potential).|C-type lectin. 5 CTTTTTCTCTCTT 0.493 rs142216825

+ 6 958 wb.2_Missense_M NM_015569 NP_056384 Q9UQ16 DYN3_HUMAN 1 TCCTTTCCCACCC 0.473

- 2 421 |PIGC_uc001gin.2 NM_153747 NP_714969 Q92535 PIGC_HUMAN 1 CAATATTGGTATT 0.483

+ 22 3568 01gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 ATGTTCATCTTCA 0.458

+ 1 143 NM_005298 NP_005289 O00155 GPR25_HUMAN Name=1; (Potential). 1 CCTGGCGGCCTT 0.587

+ 6 787 ion_p.T116M|DTL_ NM_016448 NP_057532 Q9NZJ0 DTL_HUMAN WD 3. 0 CTGTACGGGTGG 0.328

- 2 410 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1 GGCGTCGTAGAG 0.567

- 7 2012 _p.P460S|SUSD4_u NM_017982 NP_060452 Q5VX71 SUSD4_HUMAN lasmic (Potential). 0 GTCAGGGTTGTC 0.582

+ 65 16687 _p.S5548L|OBSCN NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 TGGTATCGGCCAA 0.642

- 3 392 htr.2_Nonsense_M NM_014409 NP_055224 O75529 TAF5L_HUMAN 1 GCAGTCGTCCAAA 0.373

- 5 723 r.1_Missense_Muta NM_030569 NP_085046 Q86UX2 ITIH5_HUMAN 4 CCCCGCGCCCAC 0.617

+ 7 1473 e_Mutation_p.G23 NM_032812 NP_116201 Q6UX71 PXDC2_HUMANcellular (Potential). 4 AAGTCGGACTGTC 0.423

+ 7 926 YO3A_uc009xkq.1_ NM_017433 NP_059129 Q8NEV4 MYO3A_HUMANProtein kinase. 18 GAACACCGTTTTG 0.443

+ 8 2452 TL_uc009xkw.1_M NM_032844 NP_116233 Q96GX5 GWL_HUMAN Protein kinase. 3 AATATTGAAGATC 0.373

- 6 624 n_p.A74T|MPP7_u NM_173496 NP_775767 Q5T2T1 MPP7_HUMAN L27 2. 1 CCAAGGCCGCCG 0.512

- 5 556 ZNF33B_uc001jag NM_006955 NP_008886 Q06732 ZN33B_HUMAN 0 GAAACTCATTCCA 0.328

+ 7 1642 NM_000314 NP_000305 P60484 PTEN_HUMANC2 tensin-type7_N212>Y(2)|p. 2334 CTATTCCAATGTT 0.358

- 3 643 se_Mutation_p.A85 NM_018058 NP_060528 Q9NQ79 CRAC1_HUMAN 5 TCGACCGCGATGT 0.662

+ 10 1517 _p.E237K|C10orf81 NM_024889 NP_079165 Q5SXH7 CJ081_HUMAN 1 CAAGTGGAGAAAC 0.428

+ 2 1391 g.2_5'Flank|EMX2 NM_004098 NP_004089 Q04743 EMX2_HUMAN Homeobox. 0 GCACACAGCCTCA 0.632

+ 1 731 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 ATCGAAGGGCCAG 0.701

+ 9 1051 _p.S306F|PHRF1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Arg-rich. 0 GGTCTTCCCTGCT 0.672

+ 8 1197 nt_p.H143H|EFCA NM_020376 NP_065109 Q96AD5 PLPL2_HUMANmenal (Potential). 0 TGGCCACGGCCA 0.711

- 13 1921 p.W638G|TRPM5_ NM_014555 NP_055370 Q9NZQ8 TRPM5_HUMAN lasmic (Pote p.W638*(1) 4 CCCCCCACCAGAT 0.642

- 1 14 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMANcellular (Potential). 2 CCAGGGATCCCA 0.552 rs150566249

+ 10 1335 _p.H402Y|TUB_uc0 NM_177972 NP_813977 P50607 TUB_HUMAN 1 ATGGTTCATGAGA 0.547

+ 1 140 NM_001005205 NP_001005205 Q8NGP2 OR8J1_HUMAN lasmic (Potential). 2 TCATCACCCTCAC 0.502

+ 6 1047 e.2_Nonsense_Mu NM_207341 NP_997224 P60852 ZP1_HUMAN llular (Potential).|ZP. 0 GGCGACCAGCTC 0.612

- 3 495 GAT3_uc001ntx.2_ NM_012200 NP_036332 O94766 B3GA3_HUMANmenal (Potential). 0 CACCACGGGGATG 0.682

+ 28 4579 oez.2_Missense_M NM_032223 NP_115599 Q9H6A9 PCX3_HUMAN 0 GACTCGGATCCCA 0.622

+ 21 2507 onu.2_Missense_M NM_001164161 NP_001157633 Q5H9R7 PP6R3_HUMAN 0 AAACCAGCACTGA 0.512

- 22 5119 ssense_Mutation_p NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 CGGGGCGAACAG 0.602

- 5 778 rtj.1_Missense_Mu NM_001162951 NP_001156423 Q9HCH5 SYTL2_HUMAN 3 CTTCTGGCAACTT 0.333

+ 23 3601 e_Mutation_p.R115 NM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANm (By similarity). 0 ACTTTTCGGTTTG 0.323



- 5 243 FXYD2_uc001prk. NM_001680 NP_001671 P54710 ATNG_HUMAN 0 ATTTGCCTGGTGG 0.584

+ 46 6278 _p.S912R|SORL1_ NM_003105 NP_003096 Q92673 SORL_HUMAN tential).|Fibronectin type-III 15 TGATAGTGCCATG 0.393

- 16 2931 _p.P312S|CDON_u NM_016952 NP_058648 Q4KMG0 CDON_HUMAN cellular (Potential). 6 TGACAGGATATTC 0.428

- 17 2793 p.R870W|CHD4_uc NM_001273 NP_001264 Q14839 CHD4_HUMAN case ATP-binding. 2 TCAGCCGATGGGC 0.468

- 8 469 _p.D76N|MFAP5_ NM_003480 NP_003471 Q13361 MFAP5_HUMAN 1 TCTCATCCCAGCA 0.443

- 6 604 gl.2_Missense_Mut NM_002864 NP_002855 5 AGAGGGGAAAG 0.502

- 5 740 i.2_Intron|CLEC7A NM_197947 NP_922938 Q9BXN2 CLC7A_HUMAN .|Extracellular (Potential). 1 GGGCCGAGAAAG 0.368

- 1 645 B4_uc001qzf.1_Int NM_181429 NP_852094 Q7RTR8 T2R42_HUMAN lasmic (Potential). 1 ACTGAGCTTCAAA 0.413

- 13 3180 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 GCCCATCGATGGA 0.587

- 8 992 _p.E264K|CASC1_ NM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN 2 CTCTTTCTTGTTG 0.358

- 34 9446 NM_003482 NP_003473 O14686 MLL2_HUMAN 41 CCAAGGGAATTGG 0.607

+ 8 1341 zln.2_Missense_Mu NM_001095 NP_001086 P78348 ACCN2_HUMANellular (By similarity). 1 TGACCCGCTATGG 0.532

+ 2 586 ch.1_Missense_Mu NM_032889 NP_116278 Q6N075 MFSD5_HUMAN ical; (Potential). 3 TGCTAGTGGGGCG 0.537

- 1 151 NM_001005493 NP_001005493 A6NF89 OR6C6_HUMAN lasmic (Potential). 2 CCGGGGATCCAG 0.408 rs138420259

+ 1 209 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMAN Name=2; (Potential). 2 AAATTTCGTTCAC 0.378

+ 1 116 NM_001005494 NP_001005494 Q8NGE1 OR6C4_HUMAN Name=1; (Potential). 0 TCCTAGGAAATCT 0.418

+ 4 512 F5A_uc010srr.1_Int NM_004984 NP_004975 Q12840 KIF5A_HUMANKinesin-motor. 3 CTGCACGACCCTC 0.507

+ 9 1894 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANcellular (Potential). 3 ATCTATGATATCAG 0.323

- 18 2308 sui.1_RNA|PPFIA2_ NM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6 GGAGATGAACTGG 0.547

- 1 715 NM_152638 NP_689851 Q8TC90 CL012_HUMAN 2 GGGGTGGGCGC 0.652

+ 4 762 nse_Mutation_p.E2 NM_178826 NP_849148 Q32M45 ANO4_HUMAN cellular (Potential). 6 TTTGATGAATTAG 0.403

+ 5 669 tz.1_Nonsense_Mu NM_014503 NP_055318 O75691 UTP20_HUMAN HEAT 1. 4 TATATACAGGTAA 0.418

+ 39 4454 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN cellular (Potential). 14 GCTGGCGAGGAG 0.443

+ 4 654 n_p.V94I|C12orf23 NM_152261 NP_689474 Q8WUH6 CL023_HUMAN ical; (Potential). 0 GGAGGTGTTACAG 0.478

+ 3 993_994 NM_007076 NP_009007 Q9BVA6 FICD_HUMAN 0 GCATCGGCTCCG 0.624

+ 10 1163_1164_p.S361F|TPCN1_ NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN cellular (Potential). 3 GCCCTCCTACTCC 0.545

+ 2 420 se_Mutation_p.P47 NM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN F-box. 3 ATGTGCCTTTCTT 0.338

- 3 948 DIABLO_uc010tad. NM_019887 NP_063940 Q9NR28 DBLOH_HUMAN 0 AAGCCAATCGTCA 0.458

+ 3 339 udi.1_Missense_M NM_003959 NP_003950 O75146 HIP1R_HUMAN ENTH. 1 AAGGTCCTTCGAG 0.642

+ 1 912 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 ACACATCACATTC 0.517

+ 34 5904 bi.2_Missense_Mu NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 CTTCTTCGTGAAA 0.303

+ 1 5230 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANar (Potential).|CSPG 12. 11 AGGAGACCCCAA 0.493

+ 7 1864 NM_004466 NP_004457 P78333 GPC5_HUMAN 5 TGTGATGATGAAG 0.458

- 11 1427 oz.2_Missense_Mu NM_052867 NP_443099 Q8IZF0 NALCN_HUMANcellular (Potential). 16 TACTGCCTCCTGA 0.552

+ 1 157 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMAN lasmic (Potential). 4 TCAGACCCTGGGC 0.463

+ 1 447 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMAN Name=4; (Potential). 5 TTCATGGATAATT 0.398

- 33 5636 Mutation_p.Q1744K NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 CATCTTGGGACAT 0.483

- 35 5330 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 CCTTCTCCTCGGC 0.582

+ 33 3294 wlk.2_Missense_M NM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5 TGCCTCCACTCCA 0.652

+ 33 3312 wlk.2_Missense_M NM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5 GAGGCGCCGGG 0.682

+ 2 3216 n.2_Missense_Muta NM_001173 NP_001025226 Q13017 RHG05_HUMAN 5 TATAGTCCAATTG 0.403

+ 14 1943 wze.2_Missense_M NM_152330 NP_689543 Q96NE9 FRMD6_HUMAN 3 ACCAGAAAGACTT 0.478

+ 3 453 NM_144578 NP_653179 Q8NDC0 MISSL_HUMAN Pro-rich. 0 GTCCCCCACCTG 0.602

- 3 498 xbt.2_Missense_M NM_014750 NP_055565 Q15398 DLGP5_HUMAN Potential. 2 TTTTGGAGCATCT 0.338

+ 10 1056 xke.2_Missense_M NM_133509 NP_598193 O15315 RA51B_HUMAN 0 CCTTCACCTCATT 0.468

- 2 436 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1 GGGCAAGGGTGTG 0.557

+ 2 1050 nk|uc001ykg.2_5'Fl NM_001362 NP_001353 P55073 IOD3_HUMAN cellular (Potential). 3 CGGCCCCGGAGG 0.597



+ 4 607 PR2_uc010awl.2_N NM_014844 NP_055659 O15040 TCPR2_HUMAN WD 2. 3 TGTTTATTCTTCT 0.338

- 3089 5_uc001ysq.2_5'Flank|KIAA0125_uc001ysr.2_5'Flank 0 CACAGTGACACGA 0.567

- 3 185 zas.2_Missense_M NM_000462 NP_000453 Q05086 UBE3A_HUMAN 3 TCCATACGAAGAA 0.433

- 9 1368 zba.2_Missense_M NM_000814 NP_000805 P28472 GBRB3_HUMAN lasmic (Probable). 5 CCTTCTCGAGGCA 0.488

+ 7 3208_3209p.S1046F|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 AACTCTCCAACTT 0.505

+ 15 2538 bbj.1_Nonsense_M NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN otein kinase 2. 4 CTTTTTCGAGAG 0.378

- 3 395 Mutation_p.R111Q|CNM_001080792 NP_001074261 Q9BV29 CO057_HUMAN 1 AGAGTTCGAAGC 0.438 rs139886034

- 5 1159 fd.2_Missense_Mu NM_138792 NP_620147 Q8WVC0 LEO1_HUMAN 0 ACTGAGAAAGTTG 0.338

+ 1 730 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GTCATGGAAATGA 0.448

- 2 175 1_uc010bkk.2_Mis NM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0 GGAAGTCTCTCCG 0.706

+ 16 7690 e_Mutation_p.T240 NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 CCTTCACGTGTAA 0.507

+ 8 1236 n_p.R374P|MAN2A NM_006122 NP_006113 P49641 MA2A2_HUMANmenal (Potential). 3 TCAAACGCCTGCC 0.557

+ 8 908 e_Mutation_p.D18 NM_020664 NP_065715 Q9NUI1 DECR2_HUMAN 0 GTGGCCGATGGCG 0.627

+ 9 2642 LH_uc002chj.2_5'F NM_005632 NP_005623 O75808 CAN15_HUMANalpain catalytic. 2 ACCTGCGTGGCG 0.677 rs139791573

+ 4 727 CH1_uc002csc.2_M NM_032296 NP_115672 Q4VC44 FWCH1_HUMANLYWCH-type 1. 0 CCATTCGGGGGCC 0.612

+ 4 730 MEN2_uc010bsx.2_ NM_172229 NP_757384 Q8NCW0 KREM2_HUMANular (Potential).|WSC. 2 CCAGCGGCACCT 0.647

+ 4 2388 NM_005223 NP_005214 P24855 DNAS1_HUMAN 0 CACTGGGACGGA 0.597

+ 17 2070 CB_uc002dme.2_3 NM_212535 NP_997700 P05771 KPCB_HUMAN kinase C-terminal. 9 GACAAGAGAGACA 0.453

- 17 2779 FHOD1_uc010ced NM_013241 NP_037373 Q9Y613 FHOD1_HUMAN 3 TGCTAACCTTGGC 0.587

- 6 836 p.R287W|ATP6V0D NM_004691 NP_004682 P61421 VA0D1_HUMAN 0 AGAGCCGCCCAC 0.597

+ 13 1790 k.1_RNA|SPG7_uc NM_003119 NP_003110 Q9UQ90 SPG7_HUMAN drial matrix (Potential). 0 CGGAGGCCGTGA 0.617

- 4 685 S156F|YWHAE_u NM_006761 NP_006752 P62258 1433E_HUMAN 3 AATACGGAAAAAT 0.483

- 4 474 PNA_uc010cju.2_5 NM_006224 NP_006215 Q00169 PIPNA_HUMAN 1 AGCATTCGAACAA 0.522

+ 8 1415 sense_Mutation_p NM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN CH. 0 ACCTACGTCCAGT 0.592 rs144468111

+ 22 2866 vsn.1_Splice_Site_ NM_153827 NP_722549 Q8N4C8 MINK1_HUMAN 6 CAGCGCGTGAGTG 0.657 rs112125089

- 11 1923_1924 _p.L605F|CAMTA2 NM_015099 NP_055914 O94983 CMTA2_HUMAN IPT/TIG. 1 AGAAAGGGGCCC 0.594

+ 11 1793 p.S540G|TNK1_uc0 NM_003985 NP_003976 Q13470 TNK1_HUMAN Pro-rich. 3 TCCTCTAGCTCTC 0.617

+ 76 11805 nm.1_Missense_M NM_020877 NP_065928 Q9P225 DYH2_HUMANA 6 (By similarity). 13 ATCCCCCACCCAG 0.552

- 5 829 NM_001128076 NP_001121548 A6NLX3 SPDE4_HUMAN 0 CTACCTCCTCCAT 0.622

- 6 735 e_Mutation_p.S148 NM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN 0 GGCGAGGAATAG 0.582

+ 2 153 S9C_uc010vyb.1_ NM_001040078 NP_001035167 Q6DKI2 LEG9C_HUMAN Galectin 1. 1 AGGACGGATTTCA 0.567

+ 4 999 n_p.R66C|MAPK7_ NM_139033 NP_620602 Q13164 MK07_HUMAN zation (By similarity).|Protei 9 ATGGCTCGTGGCC 0.552

+ 5 679 AF4_uc002hcq.1_In NM_004295 NP_004286 Q9BUZ4 TRAF4_HUMAN TRAF-type 2. 2 CCCAAGCGCACTC 0.592

+ 18 3134 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMAN Extracellular (Potential). 8 AGGCCGCTGCGT 0.597

- 3 549 p.E150K|KIF18B_u NM_001080443 NP_001073912 2 GCACCTCGAAGTG 0.647

+ 6 842 BP1_uc010dbj.2_I NM_006546 NP_006537 Q9NZI8 IF2B1_HUMAN 1 CGAGGGGGCTTT 0.647

- 25 1820_1821 NM_000088 NP_000079 P02452 CO1A1_HUMAN le-helical region. 382 GGTCCGGGGCGA 0.614

+ 5 2288 AP1_uc002iuy.2_R NM_003488 NP_003479 Q92667 AKAP1_HUMAN 1 ACGCTCCCCCATT 0.527

- 17 2654 n_p.P806L|RECQL NM_004259 NP_004250 O94762 RECQ5_HUMAN 3 TGGGCGGGCAG 0.652

+ 8 1830 sense_Mutation_p. NM_001142602 NP_001136074 Q9NYA1 SPHK1_HUMAN 1 GCAGTGGATGGG 0.592

- 18 3474 rl.3_Missense_Mut NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 CAGCCGCCAGCC 0.657

- 7 738_739 n_p.H255Y|PCYT2_ NM_002861 NP_002852 Q99447 PCY2_HUMAN lytic 2 (Potential). 0 GATACGGAACAG 0.609

+ 66 8737 us.3_Missense_Mu NM_198129 NP_937762 Q16787 LAMA3_HUMANaminin G-like 3. 11 GGCAGTCTCTGCG 0.463

- 2 1156 m.1_Missense_Mu NM_020783 NP_065834 Q9H2B2 SYT4_HUMAN Probable).|Cytoplasmic (Po 5 CAATTCCCGAGAG 0.328

+ 17 3094 r.1_Intron|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN cellular (Potential). 17 CCACCTCGGTCCC 0.453

+ 25 4248 pf.1_Missense_Mut NM_005215 NP_005206 P43146 DCC_HUMAN lasmic (Potential). 17 ACTCTGGAGAGGT 0.522

+ 2 465 CLN_uc002lxh.1_R NM_020170 NP_064555 Q969V3 NCLN_HUMANmenal (Potential). 0 GCAGTCGGCGG 0.721



+ 15 2351_2352_p.G743K|KDM4B_ NM_015015 NP_055830 O94953 KDM4B_HUMAN 1 CCCTCGGAAAGG 0.649

+ 5 454 nse_Mutation_p.S8 NM_001974 NP_001965 Q14246 EMR1_HUMANEGF-like 3; calcium-binding 5 TCACCAGCAGCGT 0.483

+ 3 624 mgu.3_Missense_M NM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN CH. 1 GTGGACACGGTAG 0.652

- 4 659 q.2_Missense_Mut NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |5.|7 X approximate tandem 1 TCAGCCGGGTCAG 0.562 rs141131967

+ 4 424 Site_p.A115_splice NM_005968 NP_005959 P52272 HNRPM_HUMAN 0 ATGTGCGTAAGTA 0.378

- 26 3527 2mki.1_Nonsense_ NM_030957 NP_112219 Q9H324 ATS10_HUMAN PLAC. 4 AGAACTGAAATTT 0.627

- 3 24249 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 GTGCAACATATCT 0.473

- 67 5182 NM_015719 NP_056534 P25940 CO5A3_HUMAN lar collagen NC1. 10 CCTTTCCGGAGCT 0.592

+ 9 824 xoj.1_Missense_M NM_007253 NP_009184 P98187 CP4F8_HUMAN 1 TGTGGACGGCGC 0.552

+ 2 682 _p.T177M|MYO9B_ NM_004145 NP_004136 Q13459 MYO9B_HUMANyosin head-like. 1 TCTACACGTACGC 0.547

- 4 305 n_p.V92E|TMEM16 NM_017814 NP_060284 Q9NX61 T161A_HUMAN cellular (Potential). 2 GCATCCACGGTCG 0.607

+ 4 1536 s.1_Intron|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMANC2H2-type 11. 2 GCTCCTCAAACC 0.418

- 4 800 p.N218H|ZNF43_uc NM_003423 NP_003414 P17038 ZNF43_HUMAN type 2; degenerate. 2 CAGTATTAATTCT 0.323

- 1 1166 NM_002152 NP_002143 P23327 SRCH_HUMAN .|2-6.|6 X approximate tand 1 CCTCTTCCTTTCT 0.532

- 4 349 K7_uc010yco.1_5'U NM_139277 NP_644806 P49862 KLK7_HUMAN Peptidase S1. 0 GCGTATCACTGCC 0.572

- 5 563 NM_022046 NP_071329 Q9P0G3 KLK14_HUMANPeptidase S1. 1 GGGTGCGTCACCT 0.647

+ 2 187 NM_002030 NP_002021 P25089 FPR3_HUMAN cellular (Potential). 6 GAAGATGGAAAC 0.483

- 4 576 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN KRAB. 2 CCTTTCCTTGTTC 0.468

+ 4 747 NM_182626 NP_872432 Q96LS8 CB048_HUMAN 0 CCATTCTCAGACC 0.587

+ 13 1029 e_Mutation_p.L227 NM_007266 NP_009197 Q9HCN4 GPN1_HUMAN 0 TGATTTGATCCTG 0.483

- 7 1056 NM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN 1 TGTCTTGCTCTCT 0.423

+ 21 2412 M2_uc002suk.2_M NM_144707 NP_653308 Q8N271 PROM2_HUMANcellular (Potential). 1 CCCTCTCCGGAG 0.622

- 1 137 NM_000682 NP_000673 P18089 ADA2B_HUMANasmic (By similarity). 3 TTCTGAGGGGCGC 0.632

- 3 1144 uc002too.1_5'Flank NM_017969 NP_060439 Q96ST2 IWS1_HUMAN approximate tandem repeat 1 TTGGGGGATCCTC 0.557

- 4 1062 uci.2_Missense_M NM_033272 NP_150375 Q9NS40 KCNH7_HUMAN lasmic (Potential). 5 GGTGGACGCCGA 0.398

- 240 49420 094S|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCAGCATTGATTG 0.433

- 230 46866 243K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGACTTCCTCCCA 0.393

+ 19 2857 vap.1_Missense_M NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN Lys-rich. 4 AAAGAGGATAAGG 0.423

- 14 2220 we.1_Missense_Mu NM_005689 NP_005680 Q9NP58 ABCB6_HUMANBC transporter. 2 TCTATTCGGATGC 0.537 rs13402964

- 14 1474 wmd.3_Missense_M NM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN GDPD. 0 CTTTCCGATCCTT 0.348

+ 4 591 p.R26Q|TM9SF4_u NM_014742 NP_055557 Q92544 TM9S4_HUMAN 2 AGAGCCGACTCG 0.577 rs139891092

+ 2 296 n_p.R80Q|SEMG2_ NM_003008 NP_002999 Q02383 SEMG2_HUMANat-rich region.|3-1. 1 GGACCCGAAAAAG 0.368

- 1 364 NM_181621 NP_853652 Q52LG2 KR132_HUMAN 0 CTCGATCCATAGC 0.582

- 1 208 NM_181611 NP_853642 Q3LI72 KR195_HUMAN 0 AAAATCCAGAGAA 0.502 rs73186218

+ 2 316 AR1_uc011adv.1_5 NM_000629 NP_000620 P17181 INAR1_HUMAN cellular (Potential). 2 TCTGTCGGGAATG 0.348

+ 12 1334 zbj.2_Missense_M NM_018964 NP_061837 P57057 GLPT_HUMAN ical; (Potential). 0 ATTCTCCCCGGGG 0.572

+ 17 2399 _p.E708K|CABIN1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 TGTTTTGAGTGTT 0.587

+ 4 1238 kd.1_Missense_Mu NM_021115 NP_066938 Q9BYH1 SE6L1_HUMAN xtracellular (Potential). 6 TAATCCGAAGCCC 0.632

- 5 1753 mf.3_Missense_Mu NM_001098527 NP_001091997 O75678 RFPL2_HUMAN B30.2/SPRY. 1 CAAGCTCTGTGGT 0.582

- 3 314 NM_002872 NP_002863 P15153 RAC2_HUMAN 4 CGGAGACGGTCG 0.403

- 7 1507 NM_152512 NP_689725 Q8IYW4 ENTD1_HUMAN 3 GATAAAGGAGAAA 0.398

- 1 1839 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMAN ular (Potential).|REJ. 5 GTTCTCTTTTACT 0.433

- 33 5283 p.T518M|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 GCTCCGTGCGCG 0.622

+ 31 4087 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 TTCTGCGCAGGCA 0.453

- 1 97 1_5'Flank|GRIP2_u NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN 1 CCACGCGGGAAG 0.597

- 21 2637 cdj.2_Missense_M NM_001068 NP_001059 Q02880 TOP2B_HUMAN 5 GGAATTATAGGAA 0.408

+ 2 1352 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN Kelch 2. 1 TGGTCGGTGGCA 0.642



+ 5 481 DC36_uc011bck.1_ NM_178173 NP_835467 Q8IYA8 CCD36_HUMAN 2 CAAAATGATTATTC 0.363

- 12 1522 _p.P342S|PCBP4_ NM_033010 NP_127503 P57723 PCBP4_HUMAN 0 CGGCGGCGGCC 0.622

- 2 1584 b.2_Missense_Mu NM_017442 NP_059138 Q9NR96 TLR9_HUMAN xtracellular (Potential). 4 AAGTTCTCACTCA 0.527

+ 6 664 k.1_Missense_Mut NM_002217 NP_002208 Q06033 ITIH3_HUMAN 3 CTCCTGGGAAGCG 0.532

+ 2 464 _p.R101*|CACNA1 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 AACAGCCGACCTG 0.488

+ 19 3095 .1_3'UTR|MINA_u NM_153605 NP_705833 0 CTGGAGGGAGAA 0.318

+ 6 739 NM_017945 NP_060415 Q9BS91 S35A5_HUMAN ical; (Potential). 1 CCTTGACTGCCGG 0.438

+ 16 3165 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANar (Potential).|IPT/TIG 3. 3 CTGTCCGTGAACC 0.647

+ 28 5144 6A6_uc003eni.3_5 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN le-helical region. 8 CCAGGAGAGATGG 0.343

+ 2 382 TP1B3_uc003euh.1 NM_001679 NP_001670 P54709 AT1B3_HUMAN cellular (Potential). 0 GAGGTTCCAAAAT 0.333 rs41265475

- 1 137 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN LRRNT. 13 AGGTACCGAAATG 0.552 rs148699040

- 26 2991 NM_001041 NP_001032 P14410 SUIS_HUMAN |P-type 2.|Isomaltase. 14 GTCTGGGAAAGTA 0.363

+ 21 2843 oy.2_Missense_Mu NM_003741 NP_003732 Q9H2X0 CHRD_HUMAN 3 GCAGGCTGATGG 0.612

+ 7 1364 frw.1_Missense_M NM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0 AGTCAAGTGTGAC 0.453

+ 20 2198 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 3. 11 CCAATCCTTTTAA 0.463

+ 21 2683 _p.Q717*|LIMCH1_ NM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4 TCATTCCAGGGAG 0.398

+ 9 825 N1D4_uc003gzg.2_ NM_001040402 NP_001035492 Q92564 DCNL4_HUMAN DCUN1. 2 GGCCCCTTTTTCC 0.383

+ 4 471 NM_001432 NP_001423 O14944 EREG_HUMAN ar (Potential).|EGF-like. 2 GTGTCCGATGTGA 0.358

+ 2 765 cbv.1_3'UTR|STBD NM_003943 NP_003934 O95210 STBD1_HUMAN lasmic (Potential). 1 GAAGTTGCCTTCT 0.448

- 2 200 p.E36K|ADH6_uc0 NM_000672 NP_000663 P28332 ADH6_HUMAN 3 GAACTTCCTTTGC 0.388

- 5 1437 ew.1_Missense_Mu NM_178833 NP_849155 Q86UD5 NHDC2_HUMAN 0 CAAGGCCAGCAC 0.388

- 4 1784 ST4_uc010imw.2_R NM_022569 NP_072091 Q9H3R1 NDST4_HUMAN Heparan sulfate N-deacetyl 4 CAGACCGAAGTAA 0.388

- 5 1098 NM_003619 NP_003610 P56730 NETR_HUMAN SRCR 2. 1 CATTCCCAGTGCA 0.478

+ 3 5551 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 GACATTCCTGAGG 0.403

+ 2 152 RXFP1_uc011cjd.1_ NM_021634 NP_067647 Q9HBX9 RXFP1_HUMANcellular (Potential). 0 GGACAGGATGTCA 0.507

+ 2 179 RXFP1_uc011cjd.1_ NM_021634 NP_067647 Q9HBX9 RXFP1_HUMAN tential).|LDL-receptor class 0 TATTTCCCCTGTG 0.517

- 14 9951 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 30. 12 GACTTGCTGCATA 0.413

- 63 10660 AH5_uc003jfc.2_5'U NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 GAAGATCACGAAA 0.373

- 2 822 uc003jfp.2_5'Flank NM_001102562 NP_001096032 A6NNE9 MARHB_HUMANRING-CH-type. 0 ACTGATCCATTTT 0.428

+ 3 539 lm.1_Missense_Mu NM_003999 NP_003990 Q99650 OSMR_HUMAN cellular (Potential). 5 AACCTTCCTTATC 0.388

- 8 1293 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0 TCATCTTTATTAAA 0.413

+ 7 747 pq.1_Missense_Mu NM_000163 NP_000154 P10912 GHR_HUMAN otential).|Fibronectin type-II 6 AACAACGAAACTC 0.373

+ 8 1105 OLK_uc010izr.2_R NM_016218 NP_057302 Q9UBT6 POLK_HUMAN UmuC. 4 ATTCTTCCCAATA 0.323

- 3 908 _p.R79W|MEF2C_u NM_002397 NP_002388 Q06413 MEF2C_HUMAN2-type (Potential). 7 TTGTCCGGCTCTC 0.557

- 3 906 _p.S78T|MEF2C_u NM_002397 NP_002388 Q06413 MEF2C_HUMAN2-type (Potential). 7 GTCCGGCTCTCAT 0.557

+ 29 6413 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Pote p.A2106V(1) 16 CTATTGCGCAACT 0.413

+ 1 2356 HA6_uc003lhn.2_In NM_018902 NP_061725 Q9Y5I1 PCDAB_HUMANr (Potential).|Cadherin 5. 1 TTGGGCGACCGC 0.677

- 20 2950 be.1_Missense_Mu NM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN Rho-GAP. 7 CCCGACGGAACTC 0.622

+ 2 198 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMAN cellular (Potential). 0 ACTGGACCGGGC 0.552

+ 1 1530 DC5_uc003mxw.2_ NR_027712 0 CACCATGGAGGC 0.498

- 21 4476 p.A1457T|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 CTGAGGCTGCAG 0.458

- 3 1934_1935 NM_052923 NP_443155 Q6R2W3 SCND3_HUMANegrase catalytic. 1 TCCCTCCCATTGT 0.421

- 31 10704 1_5'Flank|TNXB_u NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 27. 0 TCTACGGTGACTG 0.637

- 2 456 qg.1_Missense_M NM_018643 NP_061113 Q9NP99 TREM1_HUMAN (Potential).|Ig-like V-type. 1 ACCACCAAGCGG 0.567

+ 4 463 n_p.A45V|MDFI_uc NM_005586 NP_005577 Q99750 MDFI_HUMAN 0 CCCTGCGGAGG 0.627 rs144261097

+ 4 662 _p.G151E|RUNX2_ NM_001024630 NP_001019801 Q13950 RUNX2_HUMAN Runt. 3 CAGATGGGACTGT 0.438

- 2 834 dvz.1_Missense_M NM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0 ATATCTGAAATGA 0.438



- 30 3800 ai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANotential).|IPT/TIG 6; atypica 44 GAGACGGAAATTC 0.527

- 21 1651 _p.P71S|COL9A1_ NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL2). 4 CACCAGGAAGAC 0.403

- 5 698 _p.E123K|ME1_uc NM_002395 NP_002386 P48163 MAOX_HUMAN 2 CATTTTCGGTTCC 0.393

- 58 9007 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 ATCTGGGGTTGTT 0.433

+ 4 466 SP3_uc003pvo.2_ NM_003880 NP_003871 O95389 WISP3_HUMAN 0 TTGTAGCTGTTGG 0.453

+ 13 1423 PP3_uc010kfq.2_R NM_005021 NP_005012 O14638 ENPP3_HUMANotential).|Phosphodiesterase 4 AGCAGCGGAATTT 0.348

- 3 587_588 NM_001901 NP_001892 P29279 CTGF_HUMAN VWFC. 0 CCCGTCCAGGCA 0.639

+ 4 625 sense_Mutation_p.S NM_004100 NP_004091 O95677 EYA4_HUMAN 2 AAAAATCTAATCT 0.423

- 3 884 NM_001143676 NP_001137148 O00141 SGK1_HUMAN 6 CTCACCTTTAAAA 0.373

+ 11 1075 se_Mutation_p.L34 NM_018341 NP_060811 Q5T6L9 CF070_HUMAN 1 CTTTTCCTTGGAG 0.328

+ 4 408_409 n_p.T59I|IQCE_uc NM_152558 NP_689771 Q6IPM2 IQCE_HUMAN 0 CCTGACCCCGCA 0.584

- 20 3056_3057 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50 GCTGACCCGGGG 0.55

+ 4 852 2_3'UTR|EIF2AK1 NM_006303 NP_006294 Q13155 AIMP2_HUMAN ST C-terminal. 1 AAAGAGGGAAGCA 0.473

- 4 773 y.2_Missense_Mut NM_001101426 NP_001094896 A4D126 ISPD_HUMAN 1 TCAGGTGATCCT 0.418

+ 24 3183 suj.2_Missense_Mu NM_178425 NP_848512 Q9UKV0 HDAC9_HUMAN 5 GATGTGGAACAGC 0.532

+ 3 651 0kwc.1_RNA|INMT_ NM_006774 NP_006765 O95050 INMT_HUMAN 0 AATTTTCCTGCGT 0.597

+ 7 1565 _p.M190K|CCDC12 NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 AGCGAATGGACAT 0.488

+ 4 445 kaf.1_Missense_M NM_006658 NP_006649 O96001 GSUB_HUMAN 3 GACATCCAAAGGG 0.423

- 1 229 NM_000290 NP_000281 P15259 PGAM2_HUMAN 0 AGGGTGCGGATGG 0.632

- 14 3137 1kbw.1_Splice_Sit NM_013389 NP_037521 Q9UHC9 NPCL1_HUMAN 5 AGGCCGCTGCAAG 0.577

+ 1 429 NM_182595 NP_872401 Q8N7R1 P1L12_HUMAN 0 CGGTGACCATCGG 0.577

+ 11 998 _splice|LAT2_uc00 NM_032464 NP_115853 Q9GZY6 NTAL_HUMAN 0 GACAGGTGAGGC 0.617

- 11 1548 m.2_Nonsense_Mu NM_000601 NP_000592 P14210 HGF_HUMAN Kringle 4. 4 ATAATCCCAAGGA 0.383

+ 17 2162 _p.R592C|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN 4 GAAATTCGTGCTA 0.488

+ 1 95 X6AS_uc003uol.2_ NM_005222 NP_005213 P56179 DLX6_HUMAN 2 cagcagcagcaacagc 0.313

+ 6 1028 gt.2_Intron|GATS_u NM_024070 NP_076975 Q6DKI7 PVRIG_HUMAN 2 GAGCATGGGTGAG 0.677

+ 3 443 _Intron|SLC12A9_ NM_020246 NP_064631 Q9BXP2 S12A9_HUMAN lasmic (Potential). 0 TGCAGGGGGGC 0.612

- 2 904 e_Mutation_p.T171 NM_022484 NP_071929 Q9H0V1 TM168_HUMAN 2 AACATAGTTGTGC 0.423

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 19 2368 NM_004668 NP_004659 O43451 MGA_HUMAN  (Potential).|Maltase. 2 CTGGATGAAGTAA 0.488

+ 7 760 NM_018487 NP_060957 Q96HP8 T176A_HUMAN 2 CAGAAGGAAATGT 0.522

+ 3 4885 _p.H223Y|ABP1_u NM_001091 NP_001082 P19801 ABP1_HUMAN 6 GTGGATCATGGGA 0.597

- 1 486_487 e_Mutation_p.D121 NM_001142459 NP_001135931 Q8WXI3 ASB10_HUMAN 0 GGAGTCCGCGAG 0.644

- 4 1180 _Mutation_p.R146 NM_016203 NP_057287 Q9UGJ0 AAKG2_HUMAN 2 ATAGATGCGATTCT 0.592

- 27 4666 p.G818R|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|Sushi 8. 25 CTTGTCCTTGGAG 0.493

- 3 1205 NM_015310 NP_056125 Q9NYI0 PSD3_HUMAN 3 CTGAAGGAGCTTT 0.468

+ 4 3519 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GTAATTCATCCAC 0.418

+ 12 1609_1610sl.3_Missense_Mut NM_002350 NP_002341 P07948 LYN_HUMAN Protein kinase. 3 AAAATTCCCTACC 0.371

+ 4 488 p.2_RNA|STMN2_ NM_007029 NP_008960 Q93045 STMN2_HUMAN Potential. 2 AAAACCGTGAGG 0.453

- 1 293 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN 1 AGGAGGGATCCC 0.517

+ 18 1995 NM_181787 NP_861452 Q7Z388 D19L4_HUMAN 2 CAAAGCGATCTGC 0.279

- 33 4313_4314s.1_Missense_Mut NM_015902 NP_056986 O95071 UBR5_HUMAN 28 TAGAAACCTCATT 0.351

- 2 914 mcw.2_Missense_M NM_014379 NP_055194 Q6PIU1 KCNV1_HUMAN lasmic (Potential). 2 CGAACAGTGGGA 0.488

- 12 1891 mdt.2_Missense_M NM_004519 NP_004510 O43525 KCNQ3_HUMAN 5 GCATGTCGAGATG 0.453

- 10 1312 1_5'Flank|OPLAH_ NM_017570 NP_060040 O14841 OPLA_HUMAN 0 CGGCCCAAAAATG 0.642

- 6 378 p.R109W|VPS28_u NM_016208 NP_057292 Q9UK41 VPS28_HUMAN S28 N-terminal. 0 TGATCCGCTCCAT 0.667

- 5 1132 1_5'Flank|LRRC14 NM_004260 NP_004251 O94761 RECQ4_HUMAN 4 AGTGCCCGGCCC 0.642



- 3 588 3zif.1_Missense_M NM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN Ser-rich. 1 AGTGCCGAGGACT 0.542

+ 8 1312 _p.S429L|CNTLN_ NM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1 AGGAATCACAGGG 0.368

- 1 3217 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CACTTCCCAGCG 0.478

- 24 2805 of.1_Missense_Mut NM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3 GCTGCTGGGCTG 0.587

+ 16 2348 _p.P112L|TLE4_uc NM_007005 NP_008936 O60756 BCE1_HUMAN 5 GAATCCCCCGGC 0.607

+ 4 4092 NM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3 GCCCAGGAGAATG 0.597

- 8 1693 31_splice|ASTN2_ NM_198187 NP_937830 O75129 ASTN2_HUMAN 9 ACTCTCCTGTAAG 0.468

+ 5 1886 qb.2_RNA|ASMT_ NM_005088 NP_005079 Q02040 AK17A_HUMAN 0 GCCTGCGAGCAG 0.647

+ 2 394 NM_001099921 NP_001093391 A2A368 MAGBG_HUMAN 7 ACCCTCCTCTCCT 0.557

- 4 424 _p.P86S|RPGR_uc NM_001034853 NP_001030025 Q92834 RPGR_HUMAN RCC1 1. 1 TTTCAGGTTTTAG 0.299

+ 1 38 NM_207320 NP_997203 Q7L8S5 OTU6A_HUMAN 2 ATCATGGATGATC 0.547

- 13 1548 _p.G416E|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN 4 AAAAATCCCTAAA 0.398

+ 13 2135 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 TCATTCCAGTAGA 0.498

+ 33 3102 _p.G967E|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 AGAAGGGGGAAC 0.413

- 6 699 zh.1_Missense_Mu NM_002910 NP_002901 P51606 RENBP_HUMAN 2 GGGCCGGCCCA 0.692

- 15 1833 L1_uc009vka.2_Mi NM_004421 NP_004412 O14640 DVL1_HUMAN 0 GGCCGGCCGGAC 0.726

- 4 1279 pa.1_Missense_M NM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN RBB2 and regulation of EG 1 TGACCCCATTGAG 0.537

- 1 138 |PEX14_uc010oam NM_004401 NP_004392 O00273 DFFA_HUMAN 0 GGATCTCGCCAG 0.667

- 28 3638 d.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMANminin EGF-like 6. 9 TCCCCCGCTGGG 0.667

- 5 707 vrb.1_Missense_M NM_021258 NP_067081 Q8N6P7 I22R1_HUMAN cellular (Potential). 1 TCACCTGGCAGT 0.562

+ 4 253 NM_001010980 NP_001010980 Q5T1S8 CA130_HUMAN 0 AGGCGGGAACTAG 0.587

- 6 3478 vsz.1_Missense_Mu NM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN 1 AGCCGGTGAAGAG 0.632

- 2 433 NM_032881 NP_116270 Q969L4 LSM10_HUMAN 0 GCTGCTCAATGGT 0.557

+ 47 15372 s.1_Nonsense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 GTTGTCCAGCGA 0.443

+ 11 1528 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 ATGGTTGGCATGC 0.607

+ 16 3030 nse_Mutation_p.R4 NM_002840 NP_002831 P10586 PTPRF_HUMAN tential).|Fibronectin type-III 10 AGAACCGGGCTG 0.602 rs149018733

+ 1 278 3_uc001cmo.2_5'F NM_004073 NP_004064 Q9H4B4 PLK3_HUMAN 0 AGCGGCCGCACC 0.677

+ 21 2729 se_Mutation_p.R49 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN kinase C-terminal. 11 CCAGCCCGCTCAG 0.552

- 3 556 NM_032027 NP_114416 Q9BX74 TM2D1_HUMAN 1 GGGTGCTGGAAA 0.353

+ 3 401 e_Mutation_p.P63S NM_144701 NP_653302 Q5VWK5 IL23R_HUMAN cellular (Potential). 0 GAATGTCCCAAAC 0.358

- 6 1066 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 GGATAATATATATTC 0.169

+ 10 1685 q.2_Nonsense_Mu NM_001001933 NP_001001933 Q68G74 LHX8_HUMAN 3 GGACTCCAGCCCT 0.328

+ 16 2229 NM_002440 NP_002431 O15457 MSH4_HUMAN 5 GATATCGAAACAA 0.289

+ 6 716 HN2_uc001div.2_M NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 CCCTATCGTACCG 0.398

+ 7 1321 ue.1_Missense_M NM_014839 NP_055654 Q7Z2D5 LPPR4_HUMAN 3 CCCCATGGGGAAG 0.488

+ 7 776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMAN Name=7; (Potential). 0 CCTACCGGAGGC 0.383

- 7 703 tu.2_RNA|DPH5_u NM_015958 NP_057042 Q9H2P9 DPH5_HUMAN 0 TATACCGTGGAGG 0.418 rs116634893

- 8 1480 _p.E400K|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical region. 12 TCATATTCTTTATAT 0.363

+ 3 216 M5_uc010ovu.1_5 NM_000851 NP_000842 P46439 GSTM5_HUMAN  (By similarity).|GST N-term 6 CTGAATGAAAAAT 0.572

- 4 430 eff.1_Nonsense_M NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 CTCTCTGAAAATC 0.463

+ 4 488 hr.1_Missense_Mu NM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMAN xy acid dehydrogenase. 4 AGAATTCGCCTCC 0.552

+ 17 1995 Y441S|NBPF9_uc0 NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 4. 0 GATGTTATTCAAC 0.483

+ 4 2006 F10_uc001emp.3_ NM_001039888 NP_001034977 Q69YU3 AN34A_HUMAN Pro-rich. 0 GCCATCCCCCAAA 0.612

+ 12 1521 wkt.1_Missense_M NM_001102663 NP_001096133 0 AGATGTTATTCGA 0.478

- 1 381 MCL1_uc001eva.2_ NM_021960 NP_068779 Q07820 MCL1_HUMAN 0 ACCTCGGCGCCA 0.771

- 2 991 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMANR-E-Q-E-E- E-R-R-E-Q-Q-L. 5 tctcctcctgctgctcgcg 0

- 3 1734 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3 GACTGCCTGGAAC 0.592



- 2 65 NM_002964 NP_002955 P05109 S10A8_HUMAN 0 CCAGCTCGGTCAA 0.512

+ 7 1821 Site_p.D213_splice NM_000906 NP_000897 P16066 ANPRA_HUMAN 7 ctGCAGATCACCT 0.348

+ 7 1183 mb.1_Missense_Mu NM_001002294 NP_001002294 P31513 FMO3_HUMAN 1 GTATTTCCTCCTC 0.453

- 4 1339_1340e_Mutation_p.G420 NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 2. 11 GTAGCCCTTGAGG 0.495

+ 31 6580 350_uc001gnv.2_M NM_014810 NP_055625 Q5VT06 CE350_HUMAN Potential. 4 GAAAATCAGTTGT 0.393

+ 12 1783 _Mutation_p.E570* NM_002826 NP_002817 O00391 QSOX1_HUMAN 2 GCCCTGGAGCTG 0.622

+ 38 5392 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6 TTGGACGAGTTTG 0.607

+ 6 1103 tm.2_Missense_Mu NM_002113 NP_002104 Q03591 FHR1_HUMAN 0 CAAAAAGATAGAA 0.323

+ 5 748 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 4. 2 TACGATCATGTGG 0.318

+ 12 2092 p.G597S|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 ACGAAAGGTGCCT 0.353

+ 5 425 NM_006335 NP_006326 Q99595 TI17A_HUMAN ical; (Potential). 0 GAGCTGGTATCTT 0.398

+ 20 2717 01gyb.1_Missense_ NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 CAAGAGCCCGTCG 0.473

- 8 1369 gyr.3_Missense_M NM_015999 NP_057083 Q96A54 ADR1_HUMAN cellular (Potential). 0 TACAGCCGCCTTC 0.512

- 7 1162 se_Mutation_p.R25 NM_001017402 NP_001017402 Q13751 LAMB3_HUMANminin EGF-like 1. 6 CGCAGCGATCAG 0.677 rs145575474

+ 3 1409 NM_021958 NP_068777 Q14774 HLX_HUMAN Homeobox. 2 ACGGACGCACAG 0.642

+ 20 2278 p.G607E|CAPN2_ NM_001748 NP_001739 P17655 CAN2_HUMAN ain IV.|EF-hand 3. 5 ATACTGGAACAAT 0.502

- 4 1014 e_Mutation_p.G278 NM_003240 NP_003231 O00292 LFTY2_HUMAN 0 GCGGCCCCAGAAA 0.657

- 7 1796 9xes.2_Missense_ NM_003607 NP_003598 Q5VT25 MRCKA_HUMANProtein kinase. 11 GCGATTCTGCATA 0.368

+ 4 821 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 AATGTGGCAAAG 0.333 rs145397350

+ 4 854 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 TAACTAACCATAA 0.333

+ 10 1335 0pyl.1_Missense_M NM_006642 NP_006633 Q86SQ7 SDCG8_HUMAN r homodimerization (By sim 0 CATGATGAAAAAG 0.433

- 8 858_859 z.1_Missense_Mu NM_005465 NP_005456 Q9Y243 AKT3_HUMAN Protein kinase. 4 ATAGTCCAAGGC 0.416

+ 1 548 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANcellular (Potential). 3 TCCCTTCCCTACT 0.418

- 1 548 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMANcellular (Potential). 2 GTAGGGAAGGGA 0.428

+ 1 74 NM_001004697 NP_001004697 Q6IEZ7 OR2T5_HUMANcellular (Potential). 0 GACGATCCAAACA 0.498

+ 4 773 NM_002438 NP_002429 P22897 MRC1_HUMAN cellular (Potential). 0 AAAGACCCGCTGA 0.433

+ 10 1321 g.2_Nonsense_Mu NM_005180 NP_005171 P35226 BMI1_HUMAN action with E4F1. 2 AGAGTTCGACCTA 0.373

- 12 1635 _p.R458*|ABI1_uc0 NM_005470 NP_005461 Q8IZP0 ABI1_HUMAN SH3. 1 TCACTCGATTGCA 0.348

- 7 1310 t.2_Missense_Mut NM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4 GCAGACGATGGTA 0.443

- 1 634 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|1. 2 GGCCTCCTGTGCA 0.607

- 10 1432 .2_Missense_Muta NM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1 TTGTCTCCTTTGA 0.498

- 33 6235 sense_Mutation_p NM_033056 NP_149045 Q96QU1 PCD15_HUMAN lasmic (Potential). 13 TGAGATTGTTTTT 0.353

- 37 6532 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 AAAAGTCATCAGG 0.433

+ 39 5614 NM_022124 NP_071407 Q9H251 CAD23_HUMAN .|Extracellular (Potential). 11 TCCCCCGGGACTA 0.577 rs111033270

+ 24 3627 e_Mutation_p.G89 NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 AGGCCGGAGCG 0.692

- 4 311 kan.3_Missense_M NM_006926 NP_008857 Q8IWL1 SFPA2_HUMANCollagen-like. 0 CATTATTCCCAGG 0.622

+ 3 582 N4_uc010qmk.1_M NM_033282 NP_150598 Q9UHM6 OPN4_HUMAN Name=2; (Potential). 1 TTCCTCATGTCCT 0.567

- 2 567 t_Site|GLUD1_uc0 NM_005271 NP_005262 P00367 DHE3_HUMAN 0 TCTACACTCACAT 0.418

- 7 738 Mutation_p.R163C|A NM_001613 NP_001604 P62736 ACTA_HUMAN 0 TCTCACGCTCAGC 0.493

- 13 1324 kip.3_Missense_Mu NM_013451 NP_038479 Q9NZM1 MYOF_HUMAN mic (Potential).|C2 3. 4 AGGAAACTTCTAC 0.373

+ 4 562 _p.D53N|CYP2C19 NM_000769 NP_000760 P33261 CP2CJ_HUMAN 6 CGTTTCGATTATA 0.403

- 10 1501 po.1_Missense_Mu NM_021828 NP_068600 Q8WWQ2 HPSE2_HUMAN 1 GAGCATAAATCCT 0.572

+ 12 1186 _p.P405S|ACSL5_ NM_203379 NP_976313 Q9ULC5 ACSL5_HUMAN lasmic (Potential). 3 TTGTTTCCCGCGG 0.507

- 17 2730 e_Mutation_p.E579 NM_000141 NP_000132 P21802 FGFR2_HUMAN(Potential).|Protein kinase. 96 AGATCTCCCACAT 0.517

+ 49 6119 04_splice|DMBT1_ NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7 ACAGCAGATTATT 0.448

+ 35 3521 _p.L1174F|DOCK1_ NM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9 TTCAGCCTTCTGG 0.343

+ 8 1288 _p.G220R|CYP2E1 NM_000773 NP_000764 P05181 CP2E1_HUMAN 3 GAAAATGGAAAGT 0.448



- 1 505 NM_001005237 NP_001005237 Q8NGK1 O51G1_HUMANcellular (Potential). 2 AGTATTGGAAGCG 0.512

- 1 482 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMAN Name=4; (Potential). 4 CCTAAGGAAGGT 0.458

- 1 641 .1_Intron|HBE1_uc NM_033179 NP_149419 Q9Y5P0 O51B4_HUMAN Name=5; (Potential). 2 ATATAAGAAAAGA 0.378

- 1 78 .1_Intron|HBE1_uc NM_033180 NP_149420 Q9Y5P1 O51B2_HUMAN cellular (Potential). 3 AAAGGGGCTGCA 0.488

- 2 373 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMANUbiquitin-like. 3 ATGGCACGGTGC 0.582

+ 1 842 .1_Intron|TRIM22_ NM_001005180 NP_001005180 Q8NGI3 O56B1_HUMAN cellular (Potential). 2 TGATTCCAGTTCT 0.428

+ 22 2607 PFIBP2_uc010rbe NM_003621 NP_003612 Q8ND30 LIPB2_HUMAN SAM 3. 4 ATCTTCGAGGGAG 0.502

+ 5 750 _p.M217I|SWAP70 NM_015055 NP_055870 Q9UH65 SWP70_HUMAN PH. 3 TTACATGATGAAA 0.343

- 11 1461_1462 rcv.1_Missense_M NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3 GGAGCCCCCCGA 0.629

- 30 3781 NM_000352 NP_000343 Q09428 ABCC8_HUMANype-1 2.|Cytoplasmic (By sim 1 GGGCCTCATACCT 0.567

+ 5 1074 p.R219C|RCN1_uc NM_002901 NP_002892 Q15293 RCN1_HUMAN EF-hand 5. 1 GAGATTCGCCACT 0.473

- 15 2146 ykx.2_Missense_M NM_001101802 NP_001095272 Q96BD5 PF21A_HUMAN criptional repression.|PHD-t 2 ATACACGGGAACA 0.468

- 2 554 NM_031909 NP_114115 Q9BXJ3 C1QT4_HUMAN C1q 1. 0 CGGTTTCGCACCA 0.711

+ 3 486 ngo.3_Missense_M NM_002843 NP_002834 Q12913 PTPRJ_HUMAN cellular (Potential). 8 CAATTCCTGACCC 0.418

+ 4 660 NM_024114 NP_077019 Q8IWZ4 TRI48_HUMAN 0 ATATTATACAGGT 0.338

- 1 782 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMANcellular (Potential). 1 AAAGTGGTCGGGG 0.433

+ 3 712_713 ik.1_Missense_Mu NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN Name=4; (Potential). 2 GTGGGGGGATTT 0.465

+ 1 449 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANName=4; (Potential). 3 CTGGGTCCTATAC 0.418

- 1 865 NM_006637 NP_006628 Q13606 OR5I1_HUMAN Name=7; (Potential). 1 TCAACGGATTCAG 0.368

- 1 241 NM_001004742 NP_001004742 Q8NGP4 OR5M3_HUMANcellular (Potential). 2 GGTTTTCCAACAT 0.368

+ 4 1670 n_p.T446I|FAM111 NM_198947 NP_945185 Q6SJ93 F111B_HUMAN 2 ATGCTACTTGCTT 0.388

- 12 1466 p.R381Q|GANAB_ NM_198334 NP_938148 Q14697 GANAB_HUMAN 5 TGAACTCGGTAGC 0.562

+ 3 982 N3_uc001nxp.2_In NM_201428 NP_958831 O95197 RTN3_HUMAN 1 CTCATATAAGGAG 0.363

+ 18 3039 2_Missense_Mutat NM_032251 NP_115627 A6NC98 CC88B_HUMAN Potential. 4 TTGCAGGGGCAG 0.682

- 16 1921 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN Potential. 4 GGTTTTCCTCCTG 0.667

+ 8 1711 P5_uc009ysg.2_5'U NM_002335 NP_002326 O75197 LRP5_HUMAN eta-propeller 2.|Extracellular 7 AAGCTCCCGCAC 0.602

- 2 413 NM_005169 NP_005160 O14813 PHX2A_HUMAN 0 CGGATGGCTCTGG 0.637

+ 10 2873 sp.1_Missense_Mu NM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3 CTGCCGCTTCTCT 0.587

+ 6 2321 su.1_Missense_Mu NM_015885 NP_056969 O94913 PCF11_HUMAN 1 CTCTTGCAAGCAA 0.328

+ 2 986 NM_000372 NP_000363 P14679 TYRO_HUMANmelanosome (Potential). 3 AATCCTGGAAACC 0.473

+ 85 12584 p.R4154H|DYNC2HNM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMAN 0 TTGCCCGTGCCCT 0.423

- 7 784 SP28_uc001poj.3_ NM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7 GCTGTTCCTCAGA 0.423

+ 6 629 09yzm.2_Intron|PA NM_002572 NP_002563 P68402 PA1B2_HUMAN 1 ATACCGACGGGG 0.542

+ 14 1321 e_Mutation_p.E344 NM_173593 NP_775864 Q6L9W6 B4GN3_HUMANmenal (Potential). 2 GCAGAGGAGACC 0.517

+ 49 6572 S|CACNA1C_uc00 NM_199460 NP_955630 Q13936 CAC1C_HUMANCytoplasmic (Potential). 11 GCGGGGGCAGC 0.701

+ 6 857 _p.P138L|CD9_uc0 NM_001769 NP_001760 P21926 CD9_HUMAN cellular (Potential). 1 ATGAGCCCCAGCG 0.542

+ 2 272_273 HG6_uc010sew.1_ NM_018173 NP_060643 Q3KR16 PKHG6_HUMAN 2 CCCGAGGATACC 0.619

- 5 813 sense_Mutation_p. NM_001065 NP_001056 P19438 TNR1A_HUMAN .|Extracellular (Potential). 3 CACACTCGTTTTC 0.547

- 2 178 ense_Mutation_p.G NM_014231 NP_055046 P23763 VAMP1_HUMAN lasmic (Potential). 0 TCTGTCCCTTCAG 0.502

- 3 673 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN [PQS]-P-[PS]-Q-[GE]-G-N-[ 1 TGGTTTCCTCCTT 0.622

+ 6 769 O1C1_uc009zip.2_5 NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANcellular (Potential). 7 CAAATATGAGAGA 0.373 rs145524055

- 18 2332 n_p.T771I|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMAN otential).|ABC transporter 1 6 CCAAAAGTAATAT 0.328

- 14 1985 NM_025003 NP_079279 P59510 ATS20_HUMAN Cys-rich. 19 TGGTTCCAGCAA 0.348

+ 15 4175 _p.P848L|ARID2_u NM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10 TATCTCCAATGGA 0.358

+ 13 1852 n_p.S562I|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 GTAGGAGTGAGCC 0.592

+ 13 1942 e_Mutation_p.Y592 NM_005480 NP_005471 Q12815 TROAP_HUMAN approximate tandem repea 1 AGTCCTACTGTAG 0.617

+ 5 1047 smj.1_Missense_M NM_012284 NP_036416 Q9ULD8 KCNH3_HUMANe=Segment S2; (Potential). 0 CCCAGCGTCTGTG 0.662



- 2 532 NM_004693 NP_004684 O95678 K2C75_HUMAN Coil 1A.|Rod. 0 CTGCTCCAAGAAC 0.498

- 7 1472 NM_173086 NP_775109 P48668 K2C6C_HUMAN 2 TTACCTACCTGCA 0.567

- 7 617 AD_uc001sbz.2_M NM_015989 NP_057073 Q9Y600 CSAD_HUMAN 1 TGATAGCGGGCC 0.617

- 9 1291 se_Mutation_p.S40 NM_000889 NP_000880 P26010 ITB7_HUMAN cellular (Potential). 8 TCGTAAGAAATGT 0.552

+ 1 341 NM_017409 NP_059105 Q9NYD6 HXC10_HUMAN 1 GGGCGACCCCAAA 0.637

- 5 709 w.1_RNA|ITGA5_u NM_002205 NP_002196 P08648 ITA5_HUMAN r (Potential).|FG-GAP 3. 2 ACCTTGGTGAACT 0.582

+ 1 460 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMAN Name=4; (Potential). 4 GGTGTTCCTGTG 0.488

+ 1 812 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMAN Name=7; (Potential). 2 ATAAAGGAGTTTC 0.423

- 10 2149 p.R650Q|BAZ2A_u NM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN A.T hook 1. 0 CGACCCCGTTTGC 0.527

- 5 743 NM_001686 NP_001677 P06576 ATPB_HUMAN P (By similarity). 1 AGTACAGTCTTGC 0.408

+ 8 1450 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0 TTCTATCGTGCTG 0.284

- 1 1178_11790sun.1_Intron|GALN NM_003774 NP_003765 Q8N4A0 GALT4_HUMAN main B.|Lumenal (Potential 0 TCCAAGGTACTG 0.49

+ 32 3649 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 4. 14 TTCCGGGGCTACA 0.507

- 4 487 PPL2_uc010swu.1_ NM_018171 NP_060641 Q8NEU8 DP13B_HUMANAB5A binding (By similarity) 1 ACTTTGGAAAAAT 0.343

- 3 705 1_Missense_Muta NM_001145374 NP_001138846 Q6NS38 ALKB2_HUMAN bstrate binding. 0 GTGCCACTTCCCG 0.572

+ 2 378 oc.2_Missense_Mu NM_001093 NP_001084 O00763 ACACB_HUMAN 8 CCGGTCGGCGG 0.637

+ 17 2567 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6 TGTCGCCCTCGCT 0.731

- 38 5776 1ttr.1_Missense_M NM_001109662 NP_001103132 2 AGTCCCGGTAGA 0.592

+ 10 1147 we.1_Missense_Mu NM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7 CCAGCCGGAGCC 0.532

- 15 2643 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 AACATCCTTTGCA 0.403

- 7 1227 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN ol-ester/DAG-type. 15 GACATCCAGTACT 0.458

- 4 526 SRC2_uc001ucs.2 NM_023012 NP_075388 Q7L4I2 RSRC2_HUMAN Ser-rich. 1 CTAGATCTTGAGT 0.378

+ 16 2447 _p.P350S|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 GAACTCCCAGGTA 0.299

+ 1 1954 1_5'Flank|uc001uih NM_007197 NP_009128 Q9ULW2 FZD10_HUMAN cellular (Potential). 5 ATCCCCGCCGTGG 0.552

- 11 2244 _p.E602K|RIMBP2 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11 TTCTCTCTAGGAA 0.587

+ 19 1904 NM_003565 NP_003556 O75385 ULK1_HUMAN 4 TCTCCCCGCACTT 0.701

- 10 14105 A4359T|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN HEPN. 12 CTGAGCAAGTGC 0.388

+ 7 6406 ww.2_Missense_M NM_207361 NP_997244 Q5SZK8 FREM2_HUMANr (Potential).|Calx-beta 3. 11 TGGAGAACGGGC 0.493

- 8 1597 p.D384E|ELF1_uc0 NM_172373 NP_758961 P32519 ELF1_HUMAN 1 TGTTTCATCCTGC 0.428

+ 1 1542 NR_003268 0 GATTATATACCATG 0.383

+ 1 61 vhk.1_Missense_M NM_006418 NP_006409 Q6UX06 OLFM4_HUMAN 1 GCAGGGGATTTGG 0.478

- 1 632 h.2_Missense_Mut NM_001922 NP_001913 P40126 TYRP2_HUMANmelanosome (Potential). 5 AGGGCCTTGTGTC 0.607

- 19 2858 nse_Mutation_p.P NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2 TTTCTGGGAAAAG 0.279

- 3 1121 NM_000452 NP_000443 Q12908 NTCP2_HUMAN ical; (Potential). 4 GAAACAGGAACAA 0.393

- 5 707 NM_004093 NP_004084 P52799 EFNB2_HUMANcellular (Potential). 1 CTGCAAATAAGGC 0.493

+ 1 167 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 GGGAGCGGCAAG 0.592

+ 1 686 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMAN lasmic (Potential). 5 AAAAATCATCACA 0.438

- 16 2380 EP1_uc010tlf.1_R NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 GACCCTGTCCAC 0.468

- 5 1021 se_Mutation_p.S15 NM_019852 NP_062826 Q86U44 MTA70_HUMAN 2 CCTAAAGACTCAT 0.398

- 34 5039 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 CCAGCTGGATCTG 0.627

- 22 2813 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 CCAGCTGAATCTT 0.517

- 28 3888 sa-mir-208b|MI0005 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4 GCCTTGCTCCGGT 0.582

+ 1 144 NM_203402 NP_981947 A5D6W6 FITM1_HUMAN lasmic (Potential). 0 ggggcCCGAATCCA 0.443

- 12 1878 p.S496F|RALGAPA NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 CAACTGGAATTTC 0.413

- 10 1287 yv.2_Missense_Mu NM_002863 NP_002854 P06737 PYGL_HUMAN 1 GGCCAGCGCTCCA 0.522

- 1 238 n_p.D23N|OTX2_uc NM_172337 NP_758840 P32243 OTX2_HUMAN 1 GCAAGTCCATACC 0.587

- 20 4430 p.R1459Q|SPTB_u NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 12. 11 AGGAACCGCTTCT 0.567 rs148127231



+ 7 2579 _p.P744L|SIPA1L1 NM_015556 NP_056371 O43166 SI1L1_HUMAN Rap-GAP. 4 ACAATCCGTGCTC 0.512

+ 10 3566 _p.S1073N|SIPA1L NM_015556 NP_056371 O43166 SI1L1_HUMAN 4 ACGCCAGCAAGG 0.507

+ 10 1314 p.R369Q|RBM25_u NM_021239 NP_067062 P49756 RBM25_HUMANpeckle localization.|Glu-rich 4 GTGACCGGGATAG 0.234

+ 2 1779 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 CGCTTCCGCCTCC 0.652

+ 2 1509 NM_022054 NP_071337 Q9HB14 KCNKD_HUMAN lasmic (Potential). 1 CAGCCAACAAGG 0.602

- 15 1978_1979 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 GCTCCCCCTTCT 0.629

+ 9 1338 _p.Q292*|UBR7_uc NM_175748 NP_786924 Q8N806 UBR7_HUMAN 0 AGAGTCCAGCAAG 0.413

+ 2 334 _p.W55*|PPP2R5C NM_002719 NP_002710 Q13362 2A5G_HUMAN 2 TAAAGTGGAAGGA 0.408

+ 1 122 C727924_uc001yub NM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMAN Name=1; (Potential). 1 TACCAGGAAATAT 0.413

- 23 4569 q.2_Missense_Muta NM_003257 NP_003248 Q07157 ZO1_HUMAN 6 AAACTTCTTCGGT 0.428

+ 20 3510 bi.2_Missense_Mu NM_003246 NP_003237 P07996 TSP1_HUMAN SP C-terminal. 6 AGATGGCGTCTCA 0.463

- 3 1115 FAF1_uc010bcf.2_ NM_016013 NP_057097 Q9Y375 CIA30_HUMAN 1 GTCCCCCGCGGG 0.383

+ 15 5207 GA_uc010uda.1_M NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN Thr-rich. 12 GCTTTTCCTAAGT 0.478

- 4 558 NM_052955 NP_443187 Q96PF1 TGM7_HUMAN 2 CCTGCCCGTAGTT 0.493

- 12 2495 _p.D788N|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 GGGAATCTGAGCA 0.433

+ 4 243 NM_004212 NP_004203 O43868 S28A2_HUMAN 4 AGGAGTCGGTGG 0.408 rs144302819

+ 4 541 vr.2_RNA|PLDN_uc NM_012388 NP_036520 Q9UL45 PLDN_HUMAN Potential. 1 AAGTTTGCTGAGG 0.279

- 5 2140 DD4_uc010ugj.1_M NM_198400 NP_006145 P46934 NEDD4_HUMANeraction with TNIK (By simil 4 ACCCTGGAGGTAG 0.473

- 7 780 DH1A2_uc010ugw NM_003888 NP_003879 O94788 AL1A2_HUMAN 1 CCATATCCTGGCA 0.473

+ 11 1526 axp.2_Missense_M NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5 AGCAAGGCTCTTC 0.398

- 1 1396 NM_017793 NP_060263 Q9BUL9 RPP25_HUMAN 0 TTCGCGGAGCCTT 0.687

- 4 3938 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMAN noglycan attachment doma 3 GCACTCGGTGGG 0.627

+ 9 1047 _p.Q275*|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN 27 ACACTTCAAGGAA 0.333

+ 4 1541 592_uc010upb.1_ NM_014630 NP_055445 Q92610 ZN592_HUMAN 6 ATCCAAGTAAGTC 0.532

+ 2 202 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 GCCTAAGAGGTAC 0.522

+ 2 256 n_p.S52F|WDR93_ NM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2 TGGATTCCTTGCC 0.502

+ 29 3682 NM_003870 NP_003861 P46940 IQGA1_HUMANRas-GAP.|C1. 8 ATTATCGATACAT 0.438

+ 5 694 NM_023933 NP_076422 Q9BQD7 F173A_HUMAN 1 CTGGACCGAGTAT 0.687

- 3 495 TG_uc002clm.2_5' NM_001001410 NP_001001410 Q9UJK0 TSR3_HUMAN 0 ACAGGCGCAAGT 0.637

+ 6 1220 vg.1_Missense_Mu NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0 CCCGGCTCACGGT 0.597

+ 2 630 NM_014117 NP_054836 Q14CZ0 CP072_HUMAN 1 TGGGTCCCCTTCC 0.458

- 20 2752 3H7A_uc002dbl.2_ NM_014153 NP_054872 Q8IWR0 Z3H7A_HUMAN p.E852Q(1) 4 TAACTTCAGCATA 0.328 rs150604583

- 2 862 2_5'Flank|IQCK_uc NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0 CTGGCTCCTCGAT 0.473

+ 4 629 hd.1_Missense_M NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2 AGGCGTCCAGGG 0.562

- 49 7777 vbd.1_Nonsense_M NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 4 (By similarity). 18 AGGACTGGAACC 0.473

+ 2 1746 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 GAACAGGAAGAG 0.463

- 2 153 uc010vct.1_Intron NM_145659 NP_663634 Q8NEV9 IL27A_HUMAN 0 CCCTCCGCAGCTC 0.647

+ 7 782 P_uc010vdz.1_RNA NM_005115 NP_005106 Q14764 MVP_HUMAN MVP 5. 4 CTCGGCGGAACT 0.627

- 7 2097 lank|INO80E_uc00 NM_003609 NP_003600 Q9BW71 HIRP3_HUMAN 1 TGCCACGCATATG 0.597 rs139557944

+ 10 1021 _p.P315L|TGFB1I1 NM_001042454 NP_001035919 O43294 TGFI1_HUMANM zinc-binding 2. 0 GCCGCCCCTACTG 0.682

+ 4 2245 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 13. 4 CACATCGGAGAAG 0.443

- 2 3356 e_Mutation_p.P101 NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8 CAGACGGGACGT 0.562

+ 5 536 NM_001950 NP_001941 Q16254 E2F4_HUMAN rization (Potential). 1 CCATCCGGGCCC 0.627

- 11 1504 _p.P437L|RANBP1 NM_020850 NP_065901 Q6VN20 RBP10_HUMAN 1 CCGTTGGGGTAGT 0.602

+ 10 3361 on_p.Q572*|NFATC NM_173165 NP_775188 Q12968 NFAC3_HUMAN 3 GTTTCCCAAGGAG 0.493

+ 10 716 ALB2_uc002fac.3_ NM_001740 NP_001731 P22676 CALB2_HUMAN bable).|EF-hand 5. 0 TACATTGACGAGC 0.567

- 2 2477 HX3_uc002fcl.2_Int NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4 CTGGTGCTGTGG 0.582



- 3 2426 fej.1_Missense_Mu NM_024533 NP_078809 Q9GZS9 CHST5_HUMANmenal (Potential). 0 CTAGACGAAGTAT 0.657

+ 5 1095 NM_012213 NP_036345 O95822 DCMC_HUMAN 0 GATTCGGAATGTA 0.522

+ 3 689 orf97_uc010vpz.1_ NM_001013672 NP_001013694 Q6ZQX7 CQ097_HUMAN tandem repeat of A-L-K-G- 1 AAGGGCTTCCACC 0.647

- 2 397 NM_001212 NP_001203 Q07021 C1QBP_HUMAN 1 AACCTCCAGACAT 0.448

- 9 1191 e_Mutation_p.T311 NM_031220 NP_112497 Q9BZ71 PITM3_HUMAN 4 TCATAGGTGGAGG 0.582

- 7 848 e_Mutation_p.V197 NM_031220 NP_112497 Q9BZ71 PITM3_HUMAN 4 TGGCGACAGCATC 0.627

- 5 616 ggo.1_Missense_M NM_020360 NP_065093 Q9NRY6 PLS3_HUMAN asmic (By similarity). 0 GCAGCGGCCGG 0.721

+ 6 1542 NM_000180 NP_000171 Q02846 GUC2D_HUMAN lasmic (Potential). 1 AGGCACCGGCTA 0.587

+ 14 2331 p.G737E|ARHGEF NM_173728 NP_776089 O94989 ARHGF_HUMAN 3 GGCTGGGAGCCT 0.582

+ 5 701 _p.K134N|MYOCD NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 TGTGAAAGAGGC 0.488

+ 11 1086 _p.G234D|LGALS9 NM_009587 NP_033665 O00182 LEG9_HUMAN Galectin 2. 0 TGGATGGTCAGCA 0.552 rs145626584

+ 3 365 wag.1_5'Flank|TME NM_152464 NP_689677 Q6SZW1 SARM1_HUMAN 0 ATCACCCGCAACG 0.468

- 5 1562 _p.G374R|SLFN11_ NM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3 GAGGCCCACTAG 0.383

- 1 403 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN CH. 2 GATGCCCATCTCC 0.592

+ 5 792 n_p.G76R|PPP1R1 NM_032192 NP_115568 Q9UD71 PPR1B_HUMAN 0 GAGCTGGGGGAG 0.418

+ 2 421 e.1_Intron|DHX40_ NM_024612 NP_078888 Q8IX18 DHX40_HUMANcase ATP-binding. 0 CTATATGAAGCAG 0.323

- 4 865 C|CYB561_uc010d NM_001915 NP_001906 P49447 CY561_HUMAN tochrome b561. 1 GGTAGCGGCTCC 0.617

- 8 973 2jfz.2_Missense_M NM_002816 NP_002807 O00232 PSD12_HUMAN PCI. 0 TCTTCTAACTTCT 0.353

- 5 444 _p.T110M|SLC39A NM_001159770 NP_001153242 Q8N1S5 S39AB_HUMAN 1 AGGGTCGTCTGGG 0.542

- 4 1486 e_Mutation_p.R362 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 ccaggccggaccaaac 0.139 rs143499534

+ 14 4319 uf.2_Missense_Mu NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN Pro-rich. 2 TCCCCTCGCACCC 0.647

- 10 1342 ZI1_uc002jzo.1_Mi NM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4 GTGGGGGACAGC 0.677

- 3 795 NM_178520 NP_848615 Q8N8V8 TM105_HUMAN 1 TGTCTTCGCCTTC 0.662 rs75774881

- 5 1788 orf70_uc010wuq.1_ NM_001109760 NP_001103230 Q0VG06 FP100_HUMAN 2 ACCTCCCGCCGAG 0.682

- 12 1672 ssense_Mutation_p NM_022156 NP_071439 Q6P1R4 DUS1L_HUMAN 1 GAGGCTCGCTTCT 0.672

- 16 2368 tion_p.T33I|EPB41 NM_012307 NP_036439 Q9Y2J2 E41L3_HUMANactin-binding (Potential). 5 GGGGAGGTGGAA 0.512

- 6 392 0dkt.2_Missense_M NM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 1. 3 GCTCTGGAAAGGA 0.343

- 23 3438 wzj.1_Missense_M NM_005559 NP_005550 P25391 LAMA1_HUMAN inin EGF-like 13. 21 GCCCCGGTTTCC 0.572

+ 17 2503 p.2_Missense_Mut NM_020774 NP_065825 Q86YT6 MIB1_HUMAN RING-type 1. 4 CCATGTGGACATA 0.383

+ 5 589 wr.2_Missense_Mu NM_177986 NP_817123 Q86SJ6 DSG4_HUMAN |Extracellular (Potential). 8 ATAAATGATAACG 0.408

- 4 1513 p.R221H|SMAD7_u NM_005904 NP_005895 O15105 SMAD7_HUMAN MH2. 0 AACTGGCGGGTG 0.622

+ 7 1422 fb.3_Missense_Mu NM_005359 NP_005350 Q13485 SMAD4_HUMAN SAD. p.0?(35)|p.?(2) 369 CTATGCCGCCCCA 0.433

+ 3 557 2lfp.1_Missense_M NM_173629 NP_775900 Q8N1N2 CR026_HUMAN 0 TGTCCACCTACAA 0.468

+ 5 959 if.2_Missense_Mut NM_031891 NP_114097 Q9HBT6 CAD20_HUMAN r (Potential).|Cadherin 3. 5 TGGATGGAGATGG 0.423

- 2 641 km.3_Missense_M NM_006566 NP_006557 Q15762 CD226_HUMAN 1.|Extracellular (Potential). 0 TGAGTAGGGCTG 0.448

- 8 1251 _p.E322K|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN ss A.|Extracellular (Potentia 4 GATTTTCATCCCA 0.378

- 5 770 xfs.1_Missense_M NM_214710 NP_999875 Q6UWY2 PRS57_HUMANPeptidase S1. 0 TGTACACGTCGGG 0.711

+ 41 5794 e_Mutation_p.G30 NM_019112 NP_061985 Q8IZY2 ABCA7_HUMAN C transporter 2. 9 CTGGCAGGCCACA 0.647

+ 1 780 NM_003775 NP_003766 O95977 S1PR4_HUMANasmic (By similarity). 2 TGAAGACGGTGC 0.687

+ 7 737 p.V235M|FZR1_uc NM_001136198 NP_001129670 Q9UM11 FZR_HUMAN WD 2. 2 ACCTCCGTGGGC 0.632

+ 8 1561_1562 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 2 CGCTTTCCATCCA 0.594

- 2 792 mdj.2_Missense_Mu NM_001097641 NP_001091110 P21217 FUT3_HUMANmenal (Potential). 0 ATGGTCCCCTTGG 0.607

- 3 448 f.1_Missense_Mut NM_001252 NP_001243 P32970 CD70_HUMAN cellular (Potential). 0 CATCACGATGGAT 0.637

- 4 521 q.2_Missense_Mut NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |7 X approximate tandem re 1 TCAGCCAGGTCAG 0.557

- 11 1068 p.Q96*|TIMM44_uc NM_006351 NP_006342 O43615 TIM44_HUMAN 1 CCTGCTGGATGGG 0.642

+ 2 182 xkd.1_Missense_M NM_004218 NP_004209 Q15907 RB11B_HUMAN 0 TGCTGTCGCGCTT 0.642

- 5 35792 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAAGTTGGAATCA 0.488



- 5 32182 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTGTCCCCGAAAT 0.498

- 3 30874 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CCACTGGAATTTC 0.458

- 3 26695 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TCATAGGAGTGGT 0.527

- 1 9503 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCTGCAATGGTCT 0.478

- 1 4672 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAGGTGGAAAAAT 0.423

+ 4 1932 e_Mutation_p.S62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 CTTCAGTTGTGCC 0.483

+ 4 1934 e_Mutation_p.C62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 TCAGTTGTGCCTC 0.483

- 4 901 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 4. 1 AAAAAGAAAAGGC 0.378

+ 1 905 NM_012377 NP_036509 O60412 OR7C2_HUMAN lasmic (Potential). 3 TGGGGAGACTCCT 0.542

- 1 501 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMAN lasmic (Potential). 0 CCCGCGGGCTCA 0.647

- 23 2976 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 GGGGGACTCCTTC 0.602

+ 10 1530 NM_000453 NP_000444 Q92911 SC5A5_HUMAN ical; (Potential). 4 ATCTACGGATCGG 0.607 rs121909180

- 4 1316 NM_021030 NP_066358 P17017 ZNF14_HUMAN 3 GTTTCTCTCCAGT 0.378

+ 4 1280 NM_031218 NP_112495 P35789 ZNF93_HUMAN C2H2-type 9. 1 AGAGAGTTCATAC 0.393

- 4 1019 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCAGTATGAA 0.413

- 4 1000 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TATGTGTAGTAAG 0.398 rs57947174

+ 4 1244 co.2_Missense_M NM_003429 NP_003420 Q03923 ZNF85_HUMAN C2H2-type 9. 1 AAATGTGAAAAAT 0.358

+ 6 1631 714_uc010ecp.1_M NM_182515 NP_872321 Q96N38 ZN714_HUMAN 0 AGAAACTCTACAA 0.368

- 5 1663 qh.2_Missense_M NM_173531 NP_775802 Q8IYN0 ZN100_HUMANC2H2-type 12. 0 ACATTCCTCACAT 0.398

- 6 2775 208_uc002nqo.1_I NM_007153 NP_009084 7 ATTCTTCACATTT 0.368

- 4 822 1_Intron|ZNF208_ NM_007153 NP_009084 7 TCTCTCCAGTATG 0.353

- 5 1066 NM_001080409 NP_001073878 2 CAGTATGAATTAT 0.368 rs34442493

- 4 1111 rj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0 GAAGAACGGCTAA 0.393 rs410211

- 4 1486 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 11. 2 GAGGATCGGTTAA 0.378

- 4 1655 _p.S436P|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN 0 TGTAGGATTTCTC 0.373

+ 4 2677 dd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN 11 CTCCCTGGAATCG 0.572

- 15 2117 _p.S533F|RHPN2_ NM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN 6 TACCAAGAACTGT 0.502

- 7 1102 2nul.2_Missense_M NM_019849 NP_062823 Q9NS82 AAA1_HUMAN ical; (Potential). 2 AGACAGGCATGAC 0.612

- 2 251 _p.A39V|PEPD_uc NM_000285 NP_000276 P12955 PEPD_HUMAN 2 TGCACAGCAGGG 0.662

+ 2 243 ea.2_Missense_M NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=2; (Potential). 1 CTGGCCGACCTC 0.662

+ 5 1902 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 16. 0 TGTAAGGAATGTG 0.428

+ 4 284 0xtq.1_RNA|ZNF52 NM_032453 NP_115829 Q8NB42 ZN527_HUMAN KRAB. 2 CCATTTCTAAGCC 0.483

- 14 1703 _p.E419K|AKT2_uc NM_001626 NP_001617 P31751 AKT2_HUMAN kinase C-terminal. 2 CTCACTCGCGGAT 0.597

- 7 4471 e_Mutation_p.S126 NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2 CGGGGGACTTGG 0.692

+ 2 894 osk.3_Missense_M NM_022752 NP_073589 Q6ZN55 ZN574_HUMAN 0 CTGTACCCGAGTC 0.617

- 5 858 _p.D175N|PAFAH1B NM_002573 NP_002564 Q15102 PA1B3_HUMAN 0 CAGGGTCGGCATC 0.597

+ 3 1277 .2_Missense_Muta NM_199285 NP_954979 A6NJB7 PRR19_HUMAN Pro-rich. 0 CTCGGCCCTGGG 0.647

+ 4 716 NM_005178 NP_005169 P20749 BCL3_HUMAN ANK 3. 2 GAGCACCGCAGC 0.682

- 1 707 g.1_Intron|DMPK_ NM_001081563 NP_001075032 Q09013 DMPK_HUMAN 3 AGAACCGAGGGT 0.602

- 1 1352 uc002peu.1_5'UTR NM_020709 NP_065760 Q9ULN7 PNML2_HUMAN 1 TCGTCCGGGGTG 0.572

- 6 705 kt.2_Missense_Mu NM_001190 NP_001181 O15382 BCAT2_HUMAN 1 ACCCCGCCCACC 0.647

- 1 77 K1_uc010ycg.1_R NM_002257 NP_002248 P06870 KLK1_HUMAN 0 GTCCCCCCCAGGG 0.642

+ 3 642 D33_uc010eot.1_M NM_001772 NP_001763 P20138 CD33_HUMAN Potential).|Ig-like C2-type. 0 CACCCCACGGCC 0.612

- 2 1102 NM_002029 NP_002020 P21462 FPR1_HUMAN lasmic (Potential). 3 GAATTGGTAGCTG 0.582

- 5 1531 b.2_Intron|uc002py NM_021632 NP_067645 Q9GZX5 ZN350_HUMAN 1 GATTTTCCACCTT 0.493

+ 5 649 ssense_Mutation_p NM_144684 NP_653285 Q8WV37 ZN480_HUMAN 1 ACAAGAACAGAAA 0.358

+ 4 1437 dn.1_Missense_M NM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0 AGAAACCTTACAA 0.348 rs142390931



- 7 2131 p.R536H|ZNF611_ NM_030972 NP_112234 Q8N823 ZN611_HUMANC2H2-type 14. 1 GACCTGCGACTGA 0.448 rs145568781

- 4 2277 _p.*666C|ZNF28_u NM_006969 NP_008900 P17035 ZNF28_HUMAN 1 ACACTTTCAAGGT 0.403

+ 8 2341 p.R728Q|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 CTCTTCGAGGTCA 0.453

+ 10 2787 _p.T877P|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN LRR 4. 2 CTGCAGACCTTGG 0.552

+ 3 214 5D_uc002qlg.3_5'F NM_020378 NP_065111 Q8WUY8 NAT14_HUMAN cetyltransferase. 2 CGGCCCTGCTCC 0.701

- 5 1369 b.2_Missense_Mut NM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6 GGGATCAGACAG 0.478

+ 7 1604 mi.2_Missense_Mu NM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7 GTATGGCTGTGGA 0.557

+ 6 397 LP_uc010eti.2_3'U NM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0 CAGCATGAAAATT 0.368

- 2 865 gn.1_Missense_M NM_001005850 NP_001005850 4 GGTGGCGGATGAG 0.682

- 5 1758 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 11. 2 ACCTGTCAGCGAA 0.408

- 5 499 NM_001012729 NP_001012747 A6NLW8 DUXA_HUMAN Homeobox 2. 1 ATCTTCGATTTTG 0.383

+ 3 1610 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN ype 10; degenerate. 1 GAGTGTGGAGAAT 0.448

+ 10 1622 _p.V363M|TRIM28_ NM_005762 NP_005753 Q13263 TIF1B_HUMAN 3 ATGGAGGTGCAGG 0.607

- 10 1533 se_Mutation_p.D23 NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6 CACTATCGTCTTC 0.443

+ 1 1302 NM_002236 NP_002227 Q9H3M0 KCNF1_HUMAN 1 GCCTCACGCTCAC 0.627

- 8 1338 da.2_Missense_Mu NM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3 CTTTTCCCCCGGT 0.393

- 26 10625 NM_000384 NP_000375 P04114 APOB_HUMAN eparin-binding. 27 CTTGACATCTCCT 0.458

- 26 8053 NM_000384 NP_000375 P04114 APOB_HUMAN 27 CTGGATGGGATT 0.358

+ 4 2634 Flank|KHK_uc002r NM_007046 NP_008977 Q9Y6C2 EMIL1_HUMAN Potential. 1 TGTGAACGGTTGG 0.657 rs139887250

+ 4 1510 mi.1_Missense_Mu NM_005253 NP_005244 P15408 FOSL2_HUMAN 3 GTCCTCGTCGGC 0.682

+ 8 932 ynk.1_Missense_M NM_144736 NP_653337 Q7L592 MIDA_HUMAN 1 AACTTTCTCAACG 0.413

+ 8 934 nk.1_Nonsense_M NM_144736 NP_653337 Q7L592 MIDA_HUMAN 1 CTTTCTCAACGCA 0.413

+ 25 5363 xx.2_Missense_Mu NM_003128 NP_003119 Q01082 SPTB2_HUMAN with ANK2.|Spectrin 14. 8 TCAACCGGGAGG 0.547

+ 8 955 2sff.2_Missense_M NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANular (Potential).|VWFA. 4 TGTTTCCCGTGAA 0.488

+ 2 1034 10feb.1_Missense_ NM_005791 NP_005782 O00566 MPP10_HUMAN Potential. 3 GATAATGATGAGG 0.323

+ 51 6134 YSF_uc010fej.2_M NM_003494 NP_003485 O75923 DYSF_HUMAN lasmic (Potential). 7 TTTGATGATTTTC 0.522

+ 8 739 NM_032118 NP_115494 Q9H977 WDR54_HUMAN WD 3. 0 ATAGCAGCAGGCT 0.557

- 1 124 SP39_uc010ysv.1_ NM_001013649 NP_001013671 Q2NKX9 CB068_HUMAN 1 CAGCCGCCCCCC 0.731

- 4 909 2svr.2_Missense_M NM_017849 NP_060319 O75204 TM127_HUMAN 0 AGGGCTCGTTCTC 0.622

+ 7 1083 NM_004804 NP_004795 O76071 CIAO1_HUMAN 0 CCTTCTCCCTGAC 0.612

- 22 2922 NM_022662 NP_073153 Q9H1A4 APC1_HUMAN 2 TGTGAGGATTCAT 0.289

- 6 797 C2orf76_uc002tlt.2_ NM_001017927 NP_001017927 Q3KRA6 CB076_HUMAN 0 GTCTTTCGTCATC 0.448

+ 3 408 GLI2_uc002tmu.3_ NM_005270 NP_005261 P10070 GLI2_HUMAN 13 CCACATGGAGCA 0.647

- 3 387 IMS2_uc010yzm.1 NM_001161403 NP_001154875 Q7Z4I7 LIMS2_HUMANM zinc-binding 1. 0 CAGCACGGAGCAA 0.602

- 14 2946 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 GTAATTCAAAGAG 0.532

- 6 1158 NM_002299 NP_002290 P09848 LPH_HUMAN tial).|4 X approximate repea 13 CTTCAGGGAAAG 0.602

+ 27 4684 NM_001080427 NP_001073896 7 ACACCTCCCCAAC 0.418

- 89 14518 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN lasmic (Potential). 50 GGTCTATCATAAA 0.373

+ 1 1118 NR_026904 0 CAGACAGCTATGG 0.388

+ 9 1616 foc.1_Missense_M NM_052917 NP_443149 Q8IUC8 GLT13_HUMANmenal (Potential). 6 CAACTCCATACAC 0.413

+ 3 1630 NJ3_uc010zce.1_3' NM_002239 NP_002230 P48549 IRK3_HUMAN asmic (By similarity). 2 ATGGCTGGAGGAG 0.428

+ 6 1000 zd.3_Missense_Mu NM_001083112 NP_001076581 P43304 GPDM_HUMAN 1 CTGGTAGGAGCAA 0.393

- 12 2539 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMAN case C-terminal. 1 TGACTTCTTTTTG 0.294

- 16 3400 _p.E1008K|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 TTTCTTCCAGATC 0.284

+ 8 2470 udy.2_Missense_M NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 8. 14 CCTTTGGAGAAAA 0.378

+ 2 910 NM_020981 NP_066191 Q9Y5Z6 B3GT1_HUMANmenal (Potential). 4 GGACAATCTTATTT 0.408

- 2 229 NM_020675 NP_065726 Q9HBM1 SPC25_HUMAN omplex.|Interaction with the 1 GTATCTCTTAGTC 0.373



- 36 6052 NM_004525 NP_004516 P98164 LRP2_HUMAN s B 18.|Extracellular (Potent 29 CCACGTTTCCTCT 0.343

- 4 405 h.2_Intron|SLC25A NM_003705 NP_003696 O75746 CMC1_HUMAN 2.|EF-hand 2. 0 ATGTCACCTCTCC 0.363

- 254 55829 2230I|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGGTCTCATTTCC 0.453

- 253 54483 782K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGTTTCGATGGT 0.393

- 250 52053 972C|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CATTACGAATTTC 0.388

- 238 48717 860F|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CATAGAGAACAGG 0.433

- 65 16329 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAAGTTCCACATC 0.408

- 65 16228 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCAGGTTTCACTA 0.338

+ 3 884 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R97Q(1) 11 TTGCTCGAAATGT 0.368 rs145158210

- 7 911 frt.2_Nonsense_M NM_005795 NP_005786 Q16602 CALRL_HUMANcellular (Potential). 4 ATTTGTCCATGTT 0.333

- 44 8356 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN k (By similarity). 12 CATGAAGTGACT 0.373

- 41 7050 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 CAAATCGAAACAA 0.443 rs115474479

- 36 6037 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN milarity).|ATP (Potential). 12 CCAGTTCCTGTTG 0.368

- 8 1165 CW2_uc002utl.1_In NM_020760 NP_065811 Q9P2P5 HECW2_HUMAN 18 CACCTTCATGAAC 0.403

+ 11 2709 ftr.2_Missense_Mu NM_001204 NP_001195 Q13873 BMPR2_HUMAN lasmic (Potential). 9 AATCCAATGTCTA 0.423

+ 11 1748 _p.V393I|ABI2_uc0 NM_005759 NP_005750 Q9NYB9 ABI2_HUMAN SH3. 0 AATTACGTTGAGT 0.453

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

- 7 979 _p.P294L|ERBB4_ NM_005235 NP_005226 Q15303 ERBB4_HUMANExtracellular (Potential). 33 TTACGTGGACATT 0.318

+ 4 392 _p.P131L|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 CACGTCCCTTTGA 0.423

- 4 575 2_5'UTR|ZNF142_ NM_001105537 NP_001099007 P52746 ZN142_HUMAN 4 GGTCCCGGGAAG 0.602

- 10 1868 p.R555W|ECEL1_u NM_004826 NP_004817 O95672 ECEL1_HUMANmenal (Potential). 2 CCTGCCGAATCTT 0.567

+ 12 1227 YF2_uc002vtk.3_M NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7 AAGAAATGGGTA 0.448

+ 1 900 _p.A140T|GPR35_ NM_005301 NP_005292 Q9HC97 GPR35_HUMAN Name=3; (Potential). 3 GTCACGGCCATCG 0.697

+ 3 469 NM_032515 NP_115904 Q9UMX3 BOK_HUMAN BH3. 1 ACAGGCGATGAGC 0.647

- 2 471 NM_015963 NP_057047 Q8WY91 THAP4_HUMAN THAP-type. 0 AAGATGGATGGCA 0.582

+ 4 582 al.1_Missense_Mu NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 ACGAGCCCAGGG 0.622

- 5 1408 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 GAGCCTGACCTGG 0.552

- 5 1064 wnj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 CATTTTCATTACG 0.463

- 3 679 NM_021220 NP_067043 Q9BRP0 OVOL2_HUMAN 1 GGTGTCTTTTCAC 0.592

+ 3 302 OLR3F_uc002wqx NM_006466 NP_006457 Q9H1D9 RPC6_HUMAN 0 TAGGGTCAGTTGG 0.303

- 1 1496 HBD_uc002wsu.1_ NM_000361 NP_000352 P07204 TRBM_HUMAN ng (Potential).|Extracellular 0 CGTTTTCGCACTC 0.642

- 17 3072 NL_uc010gdn.1_Int NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5 GGCCCGGGCCT 0.677

+ 15 2497 dv.1_Missense_Mu NM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2 ACAGAAGAGGTGC 0.488

+ 6 991 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 GCATCAGGTATGT 0.507

+ 3 228_229 NM_182519 NP_872325 P59827 LPLC4_HUMAN 0 GGACCCCCCCCA 0.485 rs145261889

- 3 594 NM_005225 NP_005216 Q01094 E2F1_HUMAN Potential. 0 TCAGGTCGACGAC 0.577

+ 15 2212 w.2_Nonsense_Mu NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3 CCGGATCGAGGG 0.652

- 6 680 gu.2_Missense_M NM_182970 NP_892015 Q9H426 RIMS4_HUMAN 5 GCCAGGGTGGTC 0.657

+ 1 100 NM_002638 NP_002629 P19957 ELAF_HUMAN 0 GTCACGGGAGGTG 0.597

- 5 922 _p.P274L|EEF1A2_ NM_001958 NP_001949 Q05639 EF1A2_HUMAN 0 ATGCCCGGCCGC 0.672

+ 2 545 nk|ARFRP1_uc011 NM_032527 NP_115916 Q8N5A5 ZGPAT_HUMAN Poly-Glu. 0 ggaagagggagagga 0.542

+ 18 2522 P25_uc002yjz.1_M NM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5 GAGCATGAAGATA 0.378

- 2 276 orf59_uc010glx.2_ NM_021254 NP_067077 P57076 CU059_HUMAN 0 ATATGCCATGTTC 0.328

+ 4 476 2yri.1_Missense_M NM_000628 NP_000619 Q08334 I10R2_HUMAN e-III.|Extracellular (Potential 0 CTGATTCTTTACA 0.348

+ 4 1278 _p.D326N|KCNJ15_ NM_002243 NP_002234 Q99712 IRK15_HUMANasmic (By similarity). 6 GTGGCTGATTTCA 0.443

- 6 1522 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANPotential).|Ig-like C2-type 4. 11 TTTTTTCCAGGGT 0.507

- 5 857 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7 ACTCGCGGATCCC 0.687



- 5 706 _Splice_Site|PTTG NM_004339 NP_004330 P53801 PTTG_HUMAN 1 GTCCTTACCATATT 0.502

- 14 2352 nk.1_Missense_M NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0 CCTTGGGAGAACG 0.502

- 4 672 zol.3_Missense_Mu NM_016335 NP_057419 O43272 PROD_HUMAN 1 AGGCTTCGATGCA 0.612

- 31 4855 _p.L1573M|CLTCL NM_007098 NP_009029 P53675 CLH2_HUMAN zation (By similarity).|Heavy 5 TGGCCAAGTCCAC 0.617

+ 2 329 e_Mutation_p.R75* NM_013373 NP_037505 Q9ULC8 ZDHC8_HUMAN lasmic (Potential). 2 TCCCCCGAGGTA 0.562

+ 5 2391 CR_uc011aiy.1_Mis NM_004327 NP_004318 P11274 BCR_HUMAN DH. 12 AACTACGGAGTTG 0.577

+ 4 2128 FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN ats of K-S-P-[AEPV]-[EAK]- 0 TGAAGGCAGAAG 0.562

- 1 729 ense_Mutation_p.S NM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2 TCCGTGCTGTGTC 0.672

+ 4 539 aqc.3_Missense_M NM_000395 NP_000386 P32927 IL3RB_HUMAN cellular (Potential). 3 ACTGACGTTGAC 0.627

- 2 388 rb.2_Nonsense_Mu NM_001051 NP_001042 P32745 SSR3_HUMAN cellular (Potential). 1 AAGGGCCAGTAG 0.617

+ 7 2067 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCACAACATC 0.582

+ 1 783_784 2_5'Flank|GCAT_uc NM_005318 NP_005309 P07305 H10_HUMAN 0 AATCAAGAAGGTA 0.564

- 6 523 NM_025045 NP_079321 Q6UXY1 BI2L2_HUMAN IMD. 1 GGTGGCGGTACTC 0.632

+ 3 291 0gzn.2_Missense_M NM_013327 NP_037459 Q9HBI1 PARVB_HUMAN 0 CCACTTCCAAGGA 0.572

- 2 564 haa.2_Missense_M NM_058238 NP_478679 P56706 WNT7B_HUMAN 1 CCCCCTCCCCAAT 0.627

- 13 5828 arc.1_Missense_M NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN tial).|EGF-like 6; calcium-bin 11 CAGTACGGCCCG 0.612

- 35 5441 p.R571W|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 TTACCCGGGAAAT 0.617

- 19 2389 _p.R396C|SBF1_uc NM_002972 NP_002963 O95248 MTMR5_HUMAN 0 ACAAGCGCCGCT 0.642

+ 2 200 n_p.R29Q|MIOX_uc NM_017584 NP_060054 Q9UGB7 MIOX_HUMAN 0 GCTTCCGGAACTA 0.612 rs151151350

+ 9 1294 p.G271R|CNTN6_u NM_014461 NP_055276 Q9UQ52 CNTN6_HUMAN-like C2-type 4. 8 GCTAGTGGAAAGC 0.398

- 2 143 1auj.1_Intron|GHRL NM_016362 NP_057446 Q9UBU3 GHRL_HUMAN 1 CCTGGGGAGGGC 0.652

+ 2 1079 dt.2_Missense_Mut NM_001098213 NP_001091683 P35367 HRH1_HUMAN lasmic (Potential). 2 CCAAGGGGGATGC 0.532

+ 10 1809 bxj.2_Missense_Mu NM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 12. 4 GGAGGTGAAGGA 0.632

+ 5 2377 wd.1_Missense_M NM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN C2. 4 CAGAACTTTCCCA 0.473 rs138785787

+ 2 674 cdq.2_Missense_M NM_052953 NP_443185 Q96PB8 LRC3B_HUMAN 4 TGCTTTCATTCTG 0.443

- 9 1329 _Mutation_p.Q379 NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 CCTGCTGATAGAG 0.612

- 11 1645 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 AGGGAGGGGGC 0.612

+ 4 290 003ckr.2_Missense NM_001904 NP_001895 P35222 CTNB1_HUMAN50del(1)|p.M1_A87del(1)|p. 3166 CTCCTTCTCTGAG 0.498 rs121913409

+ 2 968 bal.1_Intron|CXCR6 NM_006564 NP_006555 O00574 CXCR6_HUMAN lasmic (Potential). 1 AGTTTCGAAAGAA 0.473 rs141955108

+ 4 1373 pk.1_Missense_Mu NM_178329 NP_847899 P51677 CCR3_HUMAN cellular (Potential). 8 GGAGCAAGCATCT 0.498

- 3 419 .1_5'UTR|SCAP_u NM_012235 NP_036367 Q12770 SCAP_HUMAN nal (By similarity). 1 AATTCCACAGGTC 0.537

- 14 3272 .2_Missense_Muta NM_002673 NP_002664 O43157 PLXB1_HUMAN cellular (Potential). 5 CGACGCAGAAACA 0.662

- 11 2819 csx.2_Missense_M NM_002673 NP_002664 O43157 PLXB1_HUMAN cellular (Potential). 5 GCCTCGGGCAGC 0.687

- 1 1957 cuf.1_Missense_M NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN r (Potential).|Cadherin 3. 11 TGGGGGCGCACA 0.602 rs140226738

- 16 2332 wf.1_Missense_Mu NM_002292 NP_002283 P55268 LAMB2_HUMANminin IV type B. 3 GGATTAGGAAATA 0.572

+ 1 166 cyl.2_Missense_M NM_144499 NP_653082 P11488 GNAT1_HUMAN 3 TGGAAAAGAAGC 0.612

+ 46 4804 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0 TCCTTGGAGTTGG 0.488

+ 53 5707_5708 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 TGTCCTCCTTGAG 0.614

+ 26 3380 p.R1073C|CACNA NM_001128840 NP_001122312 Q01668 CAC1D_HUMANellular (Potential).|III. 11 GTGGTCCGTGAAC 0.527

+ 9 977 _p.G216E|CACNA2 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANular (Potential).|VWFA. 7 TGAATGGAACTTT 0.453

+ 18 1655 UTR|PXK_uc010hn NM_017771 NP_060241 Q7Z7A4 PXK_HUMAN 1 CTCCTCCACCTCC 0.612

- 21 2985 NM_020872 NP_065923 Q9P232 CNTN3_HUMANonectin type-III 4. 5 TGTAGTCCTCTTT 0.408

- 6 822 _p.C30G|PROS1_ NM_000313 NP_000304 P07225 PROS_HUMAN alcium-binding (Potential). 1 CTTTGCATTCATT 0.348

+ 9 1318 xx.2_Missense_Mu NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Pro/Ser/Thr-rich. 3 AAATTTCCTCAAC 0.358

+ 16 3180 NM_032242 NP_115618 Q9UIW2 PLXA1_HUMANar (Potential).|IPT/TIG 3. 3 GAATCCGGGCCA 0.632

- 3 921 e_Mutation_p.G249 NM_003925 NP_003916 O95243 MBD4_HUMAN 2 TACATCCTTTTTT 0.363

- 4 1790 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMAN cellular (Potential). 1 AGTAGGCGTCCGC 0.692



- 2 230 p.R27G|NMNAT3_u NM_178177 NP_835471 Q96T66 NMNA3_HUMAN 0 CCACTCGGTGATG 0.572

+ 5 1184 hvn.2_Missense_M NM_207365 NP_997248 Q6P093 ADCL2_HUMAN 0 GACTTCGAAATGT 0.358

+ 5 545_546 n_p.P125F|FNDC3B NM_022763 NP_073600 Q53EP0 FND3B_HUMAN 3 TCCCTCCCTATCT 0.535

+ 26 3581 hz.3_Missense_Mu NM_022763 NP_073600 Q53EP0 FND3B_HUMANonectin type-III 9. 3 TCTCAGGAGCTAA 0.517

+ 9 1118 my.2_Missense_M NM_004068 NP_004059 Q96CW1 AP2M1_HUMAN MHD. 0 AAGATCGAGGTGA 0.542

+ 17 1770 p.R540Q|ABCF3_u NM_018358 NP_060828 Q9NUQ8 ABCF3_HUMAN C transporter 2. 4 CTGTTCGGGGCAT 0.577

+ 10 2109 G1_uc003fqr.2_Int NM_001102416 NP_001095886 P01042 KNG1_HUMAN 1 ATGAAAGAATCTT 0.368

- 2 1351 NM_178496 NP_848591 Q8IYB1 M21D2_HUMAN 0 GGCAGGAAGTCT 0.532

- 3 3308 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGTTTTGCC 0.418

- 3 2433 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TTCTCTCCAGTAT 0.398

- 3 1628 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGCTTTGCC 0.403

- 27 3894 GAK_uc010ibi.2_Mi NM_005255 NP_005246 O14976 GAK_HUMAN 4 AGGGCCCGGATG 0.687

- 9 816 _p.A239T|CRMP1_ NM_001313 NP_001304 Q14194 DPYL1_HUMAN 2 TGATGGCCCGGAA 0.557

- 9 1669 p.D465N|JAKMIP1 NM_144720 NP_653321 Q96N16 JKIP1_HUMAN tion with TYK2 and GABBR 4 TCCTGTCTGTCC 0.537

- 16 2384 _Mutation_p.S788N NM_198595 NP_940997 Q8N556 AFAP1_HUMAN 0 GCCTGGCTCTTC 0.677

- 10 6442 r.1_Missense_Mut NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 TTACTCTGGTACC 0.483

+ 10 1556 nl.1_Missense_Mu NM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN RRM 2. 1 CTTTCTCCAATCA 0.433

+ 10 1170 p.P312S|RBPJ_uc0 NM_005349 NP_005340 Q06330 SUH_HUMAN 3 GCCACTCCATGTC 0.338

+ 11 1414 NM_021927 NP_068746 Q8N442 GUF1_HUMAN 1 AGGCTAGGATTTC 0.373

+ 4 3067 _p.P907L|REST_u NM_005612 NP_005603 Q13127 REST_HUMAN 9 GCCTACCTGGTCT 0.428

+ 1 135 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 CTGAAAGAGCTTG 0.443

+ 1 331 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 ATTTTTCACAAGA 0.294

+ 13 1793 LB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 3. 6 ATGGATGATTTCG 0.413

- 9 1237 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Potential. 6 CTGTCCGGGCTTC 0.388

+ 27 3909 kw.2_Missense_Mu NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential). 5 AGAAATGGAAAAG 0.478

+ 2 993 NM_001201 NP_001192 P12645 BMP3_HUMAN 5 CCAAGGGACGCC 0.438

- 8 1087 DH1B_uc011ceh.1_ NM_000668 NP_000659 P00325 ADH1B_HUMAN 2 TAAAATCAGCCAC 0.368

- 3 269 NM_000673 NP_000664 P40394 ADH7_HUMAN 3 CAGATTCCTGTGG 0.393

+ 8 1722 _p.P382S|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN Extracellular (Potential). 4 TTCTGTCCTGAAG 0.398 rs146224376

+ 9 1865_1866_p.D430N|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN Extracellular (Potential). 4 CAACTGGATGAA 0.441

+ 6 879 ba.2_Missense_Mu NM_016648 NP_057732 Q4G0J3 LARP7_HUMAN RRM. 3 ATATTTCCTAAAA 0.279

- 8 1705 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1 ACCAATTTCGGGT 0.463

+ 1 1787 t.3_Intron|LRBA_u NM_006439 NP_006430 Q9Y586 MB212_HUMAN 1 GAGAGCGACGCC 0.652

+ 3 1301 _p.S361L|TLR2_uc NM_003264 NP_003255 O60603 TLR2_HUMAN xtracellular (Potential). 3 TAAAATCATTAGA 0.323

+ 3 696 _p.P175S|RBM46_ NM_144979 NP_659416 Q8TBY0 RBM46_HUMAN RRM 2. 2 GTTTATCCAAGTG 0.353

+ 4 636 3_uc003iox.2_Miss NM_000856 NP_000847 Q02108 GCYA3_HUMAN 4 GAGGCAGCAGGA 0.488

+ 15 2993 _Mutation_p.R798Q NM_001083619 NP_001077088 P42262 GRIA2_HUMAN lasmic (Potential). 4 CGAAACGAATGAA 0.448

+ 11 1977 _p.R444C|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 1. 7 GAGTTTCGTAGCA 0.368

- 9 1223 e.1_Missense_Mu NM_012224 NP_036356 Q96PY6 NEK1_HUMANProtein kinase. 6 CTATCCCTAGGAT 0.368

+ 8 949 e_Mutation_p.R25 NM_021942 NP_068761 Q7Z392 CD041_HUMAN 0 AATTGAGAGCCCA 0.318

- 10 6595 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 19. 12 TTCAGTGAAATTT 0.428

+ 18 2891 3jdk.1_Missense_M NM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8 CACGGGGCTGG 0.527

- 7 2121 se_Mutation_p.E36 NM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4 TTCATTCTTGCAA 0.333

+ 11 1523 TRR_uc003jef.3_R NM_024010 NP_076915 Q9UBK8 MTRR_HUMAN -binding FR-type. 1 TCTTCAACATTGT 0.443

- 78 13601 fc.2_Nonsense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 TTCATCCATTTGG 0.478

+ 11 1984 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 4. 6 AGAGGACACACAC 0.597

+ 11 2068 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6 AGAGGAGACACAC 0.612 rs112192848



- 4 959 NM_022130 NP_071413 Q9H4A6 GOLP3_HUMAN 1 TTCACCCATTTGT 0.502

- 12 1928 0iuq.1_Missense_M NM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 1. 9 ACAAGCGATAGCG 0.458

- 7 960 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0 TTTTTTCCTGTGT 0.328

+ 19 2486 GA1_uc003jow.2_M NM_181501 NP_852478 P56199 ITA1_HUMAN cellular (Potential). 3 AATAAGGAAAAAT 0.398

+ 20 1971 h.3_Missense_Mu NM_001136034 NP_001129506 Q9NQI0 DDX4_HUMAN case C-terminal. 2 ACTGGTCGTTGTG 0.388

+ 2 330 NM_005242 NP_005233 P55085 PAR2_HUMAN cellular (Potential). 1 GAAAAGGAGTTAC 0.433

+ 33 8017 p.G347R|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN .|Extracellular (Potential). 16 GGTGCTGGAGAGA 0.423

- 17 2333 _p.F511C|MCTP1_ NM_024717 NP_078993 Q6DN14 MCTP1_HUMAN 2 CTGATAAAGTTTC 0.353

+ 8 1045 R36_uc010jbu.2_R NM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 3. 2 GGAAGCCCATGTG 0.373

- 13 1452 03kpp.1_Splice_Si NM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1 CACTGACCTTTTT 0.313

+ 3 513 ksn.2_Missense_M NM_182761 NP_877438 A1A519 F170A_HUMAN 1 ACAACATGTCTCC 0.493

+ 1 580 NM_177478 NP_803431 Q8N4E7 FTMT_HUMAN rritin-like diiron. 1 TTGTGCGATTTCC 0.507

- 7 1289 wk.2_Missense_M NM_004199 NP_004190 O15460 P4HA2_HUMAN 0 CCAGCTCGTTCGT 0.433

- 13 1850 _p.E551K|KIF3A_u NM_007054 NP_008985 Q9Y496 KIF3A_HUMAN Potential. 1 GATGTTCTTGTTG 0.398

- 2 445 f20_uc003lav.2_5'F NM_001099221 NP_001092691 Q6ZNK6 TIFAB_HUMAN FHA. 0 CACAGCCCTTGCG 0.647

- 10 1614_1615HL3_uc011cyd.1_In NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 2. 0 GAGCACCGCTGC 0.599

+ 26 5064 _p.R386Q|ANKHD NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 AGACACGGTAAAT 0.363

+ 1 563 03lhc.1_Missense_ NM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANcellular (Potential). 4 CGGTTTCCTCTAG 0.448

+ 1 1966 lhd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 CACGGTGAACCC 0.697

+ 1 1050 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 ATCCTATGAAATTA 0.358

+ 1 1475 003lhi.2_Intron|PC NM_018908 NP_061731 Q9Y5H7 PCDA5_HUMAN r (Potential).|Cadherin 5. 3 CCTACTCGCTGGT 0.662

+ 1 1922 l.2_Intron|PCDHA6 NM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANr (Potential).|Cadherin 6. 5 CTGACTCGCCACG 0.647

+ 1 871 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN |Extracellular (Potential). 1 CCCTTCGAAATAA 0.458

+ 1 1948 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN |Extracellular (Potential). 1 CCTCCGCGCTCG 0.706

+ 1 1463 o.1_Intron|PCDHG NM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANr (Potential).|Cadherin 5. 0 AAGTTTCCTACTC 0.592

+ 1 610 3ljo.1_Intron|PCDH NM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANr (Potential).|Cadherin 2. 0 AGGGAAGAGCAG 0.552

+ 11 1093 _p.S353L|ARHGAP NM_015071 NP_055886 Q9UNA1 RHG26_HUMAN PH. 1 CTTTGTCGGAAGA 0.498

+ 3 326 _p.R69Q|FBXO38_ NM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN KLF7 (By similarity).|F-box 6 ATCTGCGAGTTGT 0.468

- 8 1034 3lua.2_Missense_M NM_181776 NP_861441 Q495M3 S36A2_HUMAN ical; (Potent p.G302V(1) 2 ACATTCCCAAAGA 0.453

- 2 1445 p.Q463R|PWWP2A NM_001130864 NP_001124336 Q96N64 PWP2A_HUMAN 0 GGATTCTGATATC 0.403

+ 2 397 C99_uc011deq.1_5 NM_017785 NP_060255 Q96EA4 SPDLY_HUMAN Potential. 2 CAGAATCAATTGG 0.413

+ 4 389 mdf.1_Missense_M NM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1 ACAAAGGACATGG 0.413

+ 4 1334 SD1_uc011dfx.1_M NM_022455 NP_071900 Q96L73 NSD1_HUMAN 3 TCCTTAGGAGAAG 0.418

- 5 760 _p.G196D|DOK3_u NM_024872 NP_079148 Q7L591 DOK3_HUMAN RS-type PTB. 0 TGGGTGCCCTTG 0.687

+ 3 648 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMAN .|Extracellular (Potential). 0 GGACAGGATTTGT 0.502

+ 8 1245 p.2_Missense_Mu NM_197975 NP_932079 Q6UXE8 BTNL3_HUMANY.|Cytoplasmic (Potential). 0 TTGTCTCCCAACA 0.498

- 5 734 nj.1_Missense_Mut NM_006098 NP_006089 P63244 GBLP_HUMAN WD 5. 0 TGCCTCCAGAAGC 0.512

- 13 1483 _p.A450V|EXOC2_ NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7 ACAAAGGCCACCC 0.428

- 11 1776_1777nba.2_Missense_M NM_005493 NP_005484 Q96S59 RANB9_HUMAN 2 GTTTCTCCAACTC 0.356

- 3 711 _p.D171N|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 GTAGAATCTTTAAT 0.398

- 20 2045 NM_001503 NP_001494 P80108 PHLD_HUMAN FG-GAP 5. 3 AGTTTCCCCATTG 0.493

- 1 236 nk|HIST1H2AC_uc NM_003526 NP_003517 P62807 H2B1C_HUMAN 1 TGCGCTCAAATAT 0.577

+ 5 658 p.G118R|BTN3A3_ NM_006994 NP_008925 O00478 BT3A3_HUMAN Potential).|Ig-like V-type 2. 0 AGGATGGAGGGA 0.468

+ 1 699 2_5'Flank|TRIM10_ NM_033229 NP_150232 Q9C019 TRI15_HUMAN 0 CCTGTGCCCCTGG 0.632

- 5 1046 dnk.1_RNA|HLA-B NM_005514 NP_005505 P01889 1B07_HUMAN ical; (Potential). 0 CTACACATCACAG 0.597

+ 18 1739 SH5_uc003nwx.1_M NM_172166 NP_751898 O43196 MSH5_HUMAN 3 CAAGTCCTTGGGG 0.572

- 12 1907_1908nxd.2_Missense_M NM_025258 NP_079534 Q9Y334 G7C_HUMAN 3 CTAGAGGACCCC 0.584



+ 11 3661 cp.3_Missense_M NM_005104 NP_005095 P25440 BRD2_HUMAN ET. 5 CTGGACATCAAC 0.517

- 4 1457 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TCTTTGGGAATCC 0.478

+ 9 999 N11_uc011dvn.1_5 NM_007058 NP_008989 Q9UMQ6 CAN11_HUMANalpain catalytic. 2 CGGAATCCCTGGG 0.597

- 3 650 _p.S158L|RCAN2_ NM_005822 NP_005813 Q14206 RCAN2_HUMAN 0 GGGGGCGAGATG 0.532

+ 1 501 se_Mutation_p.G11 NM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4 CCAGAAGGTAGGC 0.353

- 83 14940 .R4822Q|DST_uc0 NM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 19. 14 GTTCTCGGGCTG 0.478

+ 7 1671 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN .|Extracellular (Potential). 50 GGAGTTCGTGGAG 0.527

+ 14 3788 e_Mutation_p.P886 NM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1 AAACTTCCTGGGT 0.393

+ 19 4409 135A_uc003pfn.2_ NM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1 CAGGATCGCTATG 0.328

- 5 3300 _p.R877Q|FILIP1_u NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4 ATGGCTCGTTCTG 0.443

+ 2 1331 bm.2_Missense_M NM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1 GCTGTTCGCATCA 0.507

- 15 2148 _p.M606I|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMAN ial.|Domain II and I. 9 CCCGTTCATATCT 0.358

- 30 5123 1_Intron|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN III 7.|Extracellular (Potentia 25 ACATTTCCTCAGA 0.398

- 14 3238 M184A_uc003pyl.3_ NM_024581 NP_078857 Q8NB25 F184A_HUMAN 7 TTATTTCCTTGAG 0.358

- 2 232 nse_Mutation_p.R NM_004665 NP_004656 O95498 VNN2_HUMAN CN hydrolase. 0 ATGATTCGAGCAC 0.448

- 4 1101 .R281Q|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 CTGTATCGACTAG 0.443 rs145724464

- 2 598 p.H67Y|SHPRH_uc NM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3 CTCTGTGAGCCAC 0.388

- 3 652 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1 AGGCCTCAGGGA 0.557

+ 13 4101 LP4_uc003qrg.2_In NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 CGTACACCCTCCC 0.662

- 30 4833 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 36. 6 GTACTCCCACCTC 0.493

- 21 3334 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 32. 6 TTCTTCCTGTGAC 0.483

+ 10 1246 NM_000301 NP_000292 P00747 PLMN_HUMAN Kringle 4. 4 ACCACAGGAAAGA 0.488

- 11 1339 ksh.1_Missense_M NM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN Potential. 2 GTCTACCTGCTGG 0.582

+ 2 659 e_Mutation_p.P100 NM_133463 NP_597720 Q400G9 AMZ1_HUMAN 0 CTACAGCCGATAG 0.642

+ 8 1050 _p.P297S|SLC29A4 NM_153247 NP_694979 Q7RTT9 S29A4_HUMAN lasmic (Potential). 1 GAGCACCCAGCCC 0.682

+ 2 270 yb.1_Missense_M NM_058176 NP_478056 Q9UKV0 HDAC9_HUMAN 5 TTGACACGGCAGC 0.483

- 5 698 kug.2_Missense_M NM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3 CTTGAGGAAGTCT 0.383

+ 41 6681 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 2 (By similarity). 15 TGACAACAGATGA 0.393

+ 5 1138 kwe.2_Missense_M NM_032222 NP_115598 Q4G0A6 F188B_HUMAN 0 GCCAGCCCGCAC 0.547

+ 11 2499 _p.M353I|CCDC12 NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 GTGATGGAGGAA 0.537

- 10 1458 _p.R390Q|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 AAGGTTCGAAACT 0.388

+ 10 1133 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFC 5. 3 CCATCAGTAGCTG 0.483

+ 4 2353 _p.K691*|CDK13_ NM_003718 NP_003709 Q14004 CDK13_HUMAN 5 GAAACCAAAGAAA 0.343

+ 2 91 _p.S31L|MRPS17_ NM_182633 NP_872439 Q8N859 ZN713_HUMAN 2 AGGAATCACTGAC 0.517

+ 7 2086 tte.2_Missense_Mu NM_016220 NP_057304 Q9UII5 ZN107_HUMANC2H2-type 13. 1 AAAATTCATACTG 0.353

+ 6 906 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 GAACCCGAGGGC 0.592

+ 6 981 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 GAACCTGAGGGC 0.577

- 19 1899 z.1_Nonsense_Mut NM_005338 NP_005329 O00291 HIP1_HUMAN Potential. p.D620G(1) 8 TTTTTCGTTGGTC 0.537

- 2 1134 .1_Intron|CCDC14 NM_006682 NP_006673 Q14314 FGL2_HUMAN nogen C-terminal. 2 GGATATCGATCAT 0.398

- 5 7208 _Mutation_p.E230 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CAGTTTCCTTCTT 0.418

- 5 4875 v.2_Missense_Mut NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GTTCTTCGTTTTC 0.398

- 16 2195 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN r 1.|Cytoplasmic (Potential) 7 CATTACGAACTGT 0.393 rs28381914

+ 8 881 R260S|CYP3A43_u NM_057095 NP_476436 Q9HB55 CP343_HUMAN 2 GAAAGTCGCCTCA 0.204

+ 14 2378 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAC 0.522

- 33 4973 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 GAAATCCAGTTTG 0.413

- 4 1349 NM_002711 NP_002702 Q16821 PPR3A_HUMAN p.D440N(1) 34 CATTATCATCCAG 0.418 rs145814266

+ 9 1536 OXP2_uc011kmv.1 NM_014491 NP_055306 O15409 FOXP2_HUMAN eucine-zipper. 8 CAGGTGGTGCAAC 0.408



+ 14 2219 nq.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 GGGAAAAAAGGAA 0.378

- 13 1461 lks.2_Missense_M NM_022444 NP_071889 Q9BZW2 S13A1_HUMAN ical; (Potential). 2 ACCATCAAAGAAG 0.363

- 5 1827 vly.1_Missense_M NM_176814 NP_789784 Q2TB10 ZN800_HUMAN C2H2-type 6. 1 AAAGAGGACACTT 0.358

+ 6 705 N33_uc003voq.1_5 NM_178562 NP_848657 Q86UF1 TSN33_HUMAN cellular (Potential). 1 GTGGAGGGATTTC 0.512

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 14 1711_1712 NM_000420 NP_000411 P23276 KELL_HUMAN cellular (Potential). 4 CTCGATCCAAGCT 0.545

+ 1 757 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMAN Name=6; (Potential). 2 ATCATTGATGCCG 0.498

+ 1 1267 NM_001008747 NP_001008747 A4D2H0 A4D2H0_HUMAN 0 GAGAAGCTTTCTA 0.378

- 6 2513 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1 GCTTGCCGCACTC 0.687

+ 4 656 _p.A113V|REPIN1_ NM_013400 NP_037532 Q9BWE0 REPI1_HUMAN 1 GCAGGGCCCATC 0.701

- 36 5881 kz.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN Pro-rich. 63 GTGAGTTAGAGGA 0.527

- 22 3673 kz.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 AAGATTCACAGCA 0.269

- 58 9334 e_Mutation_p.P231 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 23. 25 TGCCAGGGTTGC 0.522

- 28 4819 p.E869K|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 9. 25 CACATTCCTTCCC 0.458

+ 24 2749 p.Y892D|XPO7_uc NM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5 CAGGATTACCCCA 0.458

- 1 408 k|LGI3_uc010ltu.2_ NM_139278 NP_644807 Q8N145 LGI3_HUMAN LRRNT. 1 TGGGCGGGCAG 0.597

- 10 1281 NM_003844 NP_003835 O00220 TR10A_HUMAN mic (Potential).|Death. 6 AGGCATCCCCTGG 0.537

+ 6 619 ea.1_Missense_M NM_003817 NP_003808 Q9H2U9 ADAM7_HUMANcellular (Potential). 5 ATTATTCCTGTAC 0.373

+ 3 756 HD2_uc003xlc.2_M NM_015214 NP_056029 O94830 DDHD2_HUMAN 2 TATGTTCCCTACT 0.398

+ 13 903 _p.Q235*|POLB_u NM_002690 NP_002681 P06746 DPOLB_HUMAN 2 AAAGATCAGTATT 0.343

- 2 461 NM_003068 NP_003059 O43623 SNAI2_HUMAN 2 GCCACTGTGGTCC 0.517

- 17 3318 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 AAATTTCACCTAA 0.473

+ 4 1262_1263P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 CAGGAAGAACAG 0.396

+ 4 3056 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GTTATGGAAAGTA 0.328

- 4 1216 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3 GGATGGGAAATCC 0.443

- 9 1280 A6_uc003xxr.3_Int NM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2 AATTGGGAATTGT 0.378 rs140734555

+ 26 3317 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 AAGATTCTGGTCA 0.393

+ 8 1009 yar.2_Missense_Mu NM_004133 NP_004124 Q14541 HNF4G_HUMAN 1 TTTTTTGATCCAG 0.318

+ 2 927 NM_173549 NP_775820 Q6P6B1 CH047_HUMAN Glu-rich. 0 TAGAAAGAATTCC 0.433

- 6 817 _Mutation_p.P254 NM_006281 NP_006272 Q13188 STK3_HUMAN Protein kinase. 4 CTCATTGGATGTAT 0.348

+ 14 2460 ylq.2_Missense_Mu NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 TTATAGGAAGGAC 0.388

+ 28 4156 lq.2_Missense_Mu NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15 CCGCATGGATCAC 0.393

- 5 2822 83H_uc010mfk.1_ NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3 GCACGGGGGGC 0.692

- 6 716 AH_uc003zat.1_5' NM_017570 NP_060040 O14841 OPLA_HUMAN 0 TGAAGCCCAGCTC 0.682

+ 6 675 p.A173V|GPT_uc00 NM_005309 NP_005300 P24298 ALAT1_HUMAN 2 GGTGGCCGGCGA 0.692

- 12 835 zkl.2_Missense_Mu NM_002839 NP_002830 P23468 PTPRD_HUMAN 1.|Extracellular (Potential). 22 TGAAAGAGGCAAC 0.418

- 8 1257 n_p.L400F|MPDZ_ NM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 3. 6 AATTACCCAATTTT 0.303

- 2 417 zuv.2_Missense_M NM_148179 NP_680545 Q8N5L8 CI023_HUMAN 0 CCAACCGACCCAG 0.622

- 2 1376 NM_003028 NP_003019 Q15464 SHB_HUMAN with LAT, FAK1, JAK1 and 3 AGGGCTCCATGTA 0.557

+ 1 526 42421_uc004aed.1_RNA 0 GAGCCCAATCTGC 0.607 rs141617852

- 17 2002 e_Mutation_p.P582 NM_013417 NP_038203 P41252 SYIC_HUMAN 2 AAAGGCGGTTGTC 0.438 rs45474891

+ 23 5299 .R1730W|WNK2_u NM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12 TCCCCTCGGAAA 0.662

- 4 679 axx.1_Missense_M NM_016481 NP_057565 Q9BU70 NAP1_HUMAN 0 AGCTGTCGCTGG 0.458

+ 8 849 sx.2_RNA|STX17_ NM_017919 NP_060389 P56962 STX17_HUMAN e IV membrane protein; (Po 1 GTGCACTCATCGG 0.493

- 1 779 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANcellular (Potential). 3 GAGGGAGGACAC 0.527

+ 8 1166 _p.A374V|SLC2A8 NM_014580 NP_055395 Q9NY64 GTR8_HUMAN Name=10; (Potential). 2 GCTGGCCGTGG 0.701

- 5 374 n_p.S26L|C9orf78_ NM_016520 NP_057604 Q9NZ63 CI078_HUMAN 0 GAAAACGATGTCC 0.507



- 6 1233 mcc.1_Missense_M NM_032843 NP_116232 Q8N539 FBCD1_HUMANminal.|Extracellular (Potentia 0 GCAGCTCGTAGGC 0.627

- 5 668 mzn.2_Missense_ NM_005312 NP_005303 Q13905 RPGF1_HUMAN 7 TGTCTTCTGAGTT 0.557

+ 2 593 NM_000093 NP_000084 P20908 CO5A1_HUMANSP N-terminal. 11 AAAGGCCCGGATG 0.557

- 3 2147 _p.P613L|SEC16A_ NM_014866 NP_055681 O15027 SC16A_HUMAN 0 TTTACCGGTTCGA 0.522

+ 1 1328 T1_uc004cjp.2_5'F NM_001080482 NP_001073951 C9J069 CI172_HUMAN 0 ACAGCCGCCACTA 0.741

- 6 983 n_p.R26C|FBXW5_ NM_018998 NP_061871 Q969U6 FBXW5_HUMAN 0 GATGCGGCAGGG 0.697

- 2 1609 u.2_Missense_Mu NM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 cctgctcTAGGGAGC 0.348

+ 4 1016_1017cmg.1_Missense_M NM_006088 NP_006079 P68371 TBB2C_HUMAN 1 CGACCCCCGCCA 0.604

- 6 2812 0ndi.2_Missense_M NM_181332 NP_851849 Q8N0W4 NLGNX_HUMAN lasmic (Potential). 4 GTGGGATGTCATC 0.557

- 6 934 NM_000216 NP_000207 P23352 KALM_HUMAN onectin type-III 1. 4 CCACTCGAAACTG 0.512 rs137852516

+ 3 317 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN ular (Potential).|LRR 1. 5 GAAATTCCTGGAG 0.493

+ 2 769 se_Mutation_p.L18 NM_152634 NP_689847 Q8N8B7 TEANC_HUMANTFIIS central. 1 TAGAGCTTCTTTA 0.428

- 3 569 NM_030624 NP_085127 Q96M94 KLH15_HUMAN 2 CCTGAAGAATCTC 0.388

+ 1 1487 NM_001136533 NP_001130005 2 GACACAGAAATAA 0.448

+ 4 1179 _p.E287K|MAGEB1 NM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0 GTCCTCGAGTTTT 0.512

- 40 5918 _Mutation_p.C1769 NM_004006 NP_003997 P11532 DMD_HUMAN ction with SYNM (By similar 6 CCAAGCATTTCAG 0.383

+ 8 1437 rf22_uc010ngv.2_R NM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3 GATCCTGAAAAGG 0.373

+ 1 687 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CGCCCACAGCCTC 0.647

+ 1 281 NM_000531 NP_000522 P00480 OTC_HUMAN 2 ATGGTTCGAAATT 0.378 rs72552300

- 27 4003 ey.1_Missense_Mu NM_004229 NP_004220 O60244 MED14_HUMAN 4 CATACTCTTGTTT 0.343

+ 22 2876 _p.P832A|RBM10_ NM_005676 NP_005667 P98175 RBM10_HUMAN 5 CCAGAGCCCAAGA 0.612

- 33 4204 dsn.2_Nonsense_M NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 CCATTCGTCCAC 0.458

- 2 164 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VIT. 6 ACCACCGTGGAG 0.493

+ 3 582 H159Y|TRO_uc00 NM_001039705 NP_001034794 Q12816 TROP_HUMAN 1 ACTGGCCATGAGG 0.507

- 1 999 NM_001012968 NP_001012986 Q56A73 SPIN4_HUMAN 2 AGAACAGGATCTT 0.448

- 2 1620 xg.2_Missense_Mu NM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0 GGTTCTCGAACTT 0.572

+ 2 1512 OXO4_uc004dyt.1_ NM_005938 NP_005929 P98177 FOXO4_HUMAN 3 CAGGTAGATCCC 0.632

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

+ 8 1324 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

+ 8 1334_1335RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 ACGACAGCAGTGA 0.55

- 16 2144 n_p.T681A|ABCB7_ NM_004299 NP_004290 O75027 ABCB7_HUMAN 1 TCTGTGTATGCCA 0.408

+ 1 712 NM_020932 NP_065983 Q9HCI5 MAGE1_HUMAN Pro-rich. 6 ACCCCTGGTGAG 0.687

- 15 4565 p.E1407K|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. 30 cctcctcttcttcctcAGA 0.199

+ 1 392 e_Mutation_p.H74Q NM_053281 NP_444511 Q96NX9 DACH2_HUMANDACHbox-N. 5 CATGCACGGGATG 0.547

- 3 1172 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0 CCTTAAGAAATTT 0.483

+ 13 1481 pc.1_Missense_Mu NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 AGCCAAGGTGGC 0.557

+ 32 2967 _p.K922I|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 GTCTTAAAGGTAA 0.408

+ 13 1753 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3 TTCATAGACCTAA 0.358

- 11 1931 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5 ACCATGGAATTGT 0.458

- 10 1456 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5 TCTTTTCGTTGAT 0.433

- 16 1707 muh.1_Missense_M NM_001081550 NP_001075019 Q8NI27 THOC2_HUMAN 3 CATTTTCCTTGGT 0.388

- 31 8096 p.E2684K|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 CCCCTTCTGTCCA 0.517

- 6 2931 mvf.1_Missense_Mu NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8 TATGATCTCCCTT 0.383

- 6 2929 vf.1_Missense_Mu NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8 TGATCTCCCTTAT 0.383

+ 6 5036 p.S1377F|GPR112_ NM_153834 NP_722576 Q8IZF6 GP112_HUMAN cellular (Potential). 12 ACACTTCCACAAG 0.428

- 14 1540 P11C_uc004fba.2_ NM_173694 NP_775965 Q8NB49 AT11C_HUMAN lasmic (Potential). 8 CAGCATCGTTTGT 0.353

- 2 1145 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 CTTCAGATGAGTC 0.527



- 2 1106 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 CTTCAGATGAGTC 0.522

+ 2 124 NM_001009614 NP_001009614 Q5VSR9 SPXN1_HUMAN 0 TTGAAAAAGATGA 0.408

- 3 913 p.D187N|CSAG1_u NM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1 GGCCATCGTAGGA 0.582

- 9 998 p.R265C|MPP1_uc NM_002436 NP_002427 Q00013 EM55_HUMAN e-like.|Interaction with MPP 3 GGCTGCGACCCAC 0.527

- 2 680 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0 TGGCGAGTCACTT 0.498

+ 11 1728 1akj.2_Missense_M NM_014448 NP_055263 Q5VV41 ARHGG_HUMAN 1 TCCCTCCCACTGA 0.627

+ 8 937 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9 CAGCTGGTGCAG 0.662

- 4 1279 pa.1_Missense_M NM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN RBB2 and regulation of EG 1 TGACCCCATTGAG 0.537

- 1 138 |PEX14_uc010oam NM_004401 NP_004392 O00273 DFFA_HUMAN 0 GGATCTCGCCAG 0.667

+ 4 253 NM_001010980 NP_001010980 Q5T1S8 CA130_HUMAN 0 AGGCGGGAACTAG 0.587

+ 1 131 y.1_5'UTR|CATSPE NM_198137 NP_937770 Q7RTX7 CTSR4_HUMAN lasmic (Potential). 1 CCTCTCCCCTGCA 0.617

- 6 3478 vsz.1_Missense_Mu NM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN 1 AGCCGGTGAAGAG 0.632

- 7 1372 _p.V411M|PHC2_uc NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 GGGCACGCCCTC 0.602 rs146737581

- 2 1646 bzw.1_Missense_M NM_005202 NP_005193 P25067 CO8A2_HUMANelical region (NC1). 1 CGTTGGGCAGGT 0.716

- 1 1058 NM_002699 NP_002690 Q03052 PO3F1_HUMAN Homeobox. 0 GCGCTTCTTGCGC 0.652

+ 47 15372 s.1_Nonsense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 GTTGTCCAGCGA 0.443

+ 6 867 .2_Missense_Muta NM_005424 NP_005415 P35590 TIE1_HUMAN r (Potential).|EGF-like 2. 7 AGGGCCGTTTTGG 0.642

- 3 556 NM_032027 NP_114416 Q9BX74 TM2D1_HUMAN 1 GGGTGCTGGAAA 0.353

+ 3 401 e_Mutation_p.P63S NM_144701 NP_653302 Q5VWK5 IL23R_HUMAN cellular (Potential). 0 GAATGTCCCAAAC 0.358

- 6 1066 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 GGATAATATATATTC 0.169

+ 10 1685 q.2_Nonsense_Mu NM_001001933 NP_001001933 Q68G74 LHX8_HUMAN 3 GGACTCCAGCCCT 0.328

+ 16 2229 NM_002440 NP_002431 O15457 MSH4_HUMAN 5 GATATCGAAACAA 0.289

+ 6 716 HN2_uc001div.2_M NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 CCCTATCGTACCG 0.398

+ 7 776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMAN Name=7; (Potential). 0 CCTACCGGAGGC 0.383

- 8 1480 _p.E400K|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical region. 12 TCATATTCTTTATAT 0.363

+ 3 216 M5_uc010ovu.1_5 NM_000851 NP_000842 P46439 GSTM5_HUMAN  (By similarity).|GST N-term 6 CTGAATGAAAAAT 0.572

- 4 430 eff.1_Nonsense_M NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 CTCTCTGAAAATC 0.463

- 3 435 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 CTTCTTGTCCAGC 0.458 rs121913254

+ 4 488 hr.1_Missense_Mu NM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMAN xy acid dehydrogenase. 4 AGAATTCGCCTCC 0.552

+ 19 2193 ation_p.E30G|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0 AGAAAGAGCCTGA 0.483

+ 4 2006 F10_uc001emp.3_ NM_001039888 NP_001034977 Q69YU3 AN34A_HUMAN Pro-rich. 0 GCCATCCCCCAAA 0.612

+ 12 1506 wkt.1_Missense_M NM_001102663 NP_001096133 0 CAGGACTCACTGG 0.468

+ 12 1525 wkt.1_Missense_M NM_001102663 NP_001096133 0 GTTATTCGACTCC 0.478

- 2 991 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMANR-E-Q-E-E- E-R-R-E-Q-Q-L. 5 tctcctcctgctgctcgcg 0

- 3 1734 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 5 3 GACTGCCTGGAAC 0.592

- 3 2699 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 CTGGATCCTGACT 0.562

- 2 65 NM_002964 NP_002955 P05109 S10A8_HUMAN 0 CCAGCTCGGTCAA 0.512

- 3 317 1fcd.1_Missense_M NM_080388 NP_525127 Q96FQ6 S10AG_HUMAN EF-hand 2. 0 GGATGAGCTTATC 0.587

+ 7 1821 Site_p.D213_splice NM_000906 NP_000897 P16066 ANPRA_HUMAN 7 ctGCAGATCACCT 0.348

- 13 4253 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S 6 GGCTGAGGTCTAG 0.517

- 13 4214 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S 6 GAGAAAGGGGCA 0.517

+ 1 97 ghe.2_Missense_M NM_022716 NP_073207 P54821 PRRX1_HUMAN 1 TGGGCGGCCGCT 0.657

+ 7 1183 mb.1_Missense_Mu NM_001002294 NP_001002294 P31513 FMO3_HUMAN 1 GTATTTCCTCCTC 0.453

- 4 1339_1340e_Mutation_p.G420 NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 2. 11 GTAGCCCTTGAGG 0.495

+ 8 1485 NM_014864 NP_055679 O75063 XYLK_HUMANmenal (Potential). 3 GACACAGTACTGG 0.498

+ 31 6580 350_uc001gnv.2_M NM_014810 NP_055625 Q5VT06 CE350_HUMAN Potential. 4 GAAAATCAGTTGT 0.393

+ 12 1783 _Mutation_p.E570* NM_002826 NP_002817 O00391 QSOX1_HUMAN 2 GCCCTGGAGCTG 0.622



+ 38 5392 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMANCytoplasmic (Potential). 6 TTGGACGAGTTTG 0.607

+ 6 1103 tm.2_Missense_Mu NM_002113 NP_002104 Q03591 FHR1_HUMAN 0 CAAAAAGATAGAA 0.323

+ 5 748 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 4. 2 TACGATCATGTGG 0.318

+ 12 2092 p.G597S|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 ACGAAAGGTGCCT 0.353

+ 20 2717 01gyb.1_Missense_ NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 CAAGAGCCCGTCG 0.473

- 8 1369 gyr.3_Missense_M NM_015999 NP_057083 Q96A54 ADR1_HUMAN cellular (Potential). 0 TACAGCCGCCTTC 0.512

- 12 3208 NM_025179 NP_079455 O75051 PLXA2_HUMAN cellular (Potential). 3 CGGTCGGCCTTGA 0.627

- 7 1162 se_Mutation_p.R25 NM_001017402 NP_001017402 Q13751 LAMB3_HUMANminin EGF-like 1. 6 CGCAGCGATCAG 0.677 rs145575474

+ 20 2278 p.G607E|CAPN2_ NM_001748 NP_001739 P17655 CAN2_HUMAN ain IV.|EF-hand 3. 5 ATACTGGAACAAT 0.502

- 4 1014 e_Mutation_p.G278 NM_003240 NP_003231 O00292 LFTY2_HUMAN 0 GCGGCCCCAGAAA 0.657

- 7 1796 9xes.2_Missense_ NM_003607 NP_003598 Q5VT25 MRCKA_HUMANProtein kinase. 11 GCGATTCTGCATA 0.368

+ 1 200 NM_003272 NP_003263 O60478 G137B_HUMAN cellular (Potential). 0 CCGGCCGTGCCC 0.562

+ 10 1335 0pyl.1_Missense_M NM_006642 NP_006633 Q86SQ7 SDCG8_HUMAN r homodimerization (By sim 0 CATGATGAAAAAG 0.433

+ 17 2212 ense_Mutation_p.Q NM_006642 NP_006633 Q86SQ7 SDCG8_HUMANPotential.|Sufficient for homo 0 CAGAACCAGCTTC 0.617

- 8 858_859 z.1_Missense_Mu NM_005465 NP_005456 Q9Y243 AKT3_HUMAN Protein kinase. 4 ATAGTCCAAGGC 0.416

+ 1 548 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANcellular (Potential). 3 TCCCTTCCCTACT 0.418

- 1 548 NM_001004691 NP_001004691 Q8NG81 OR2M7_HUMANcellular (Potential). 2 GTAGGGAAGGGA 0.428

- 8 959 2C_uc009xhj.1_5'U NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 GGATCCGGTTGTT 0.512

+ 10 1321 g.2_Nonsense_Mu NM_005180 NP_005171 P35226 BMI1_HUMAN action with E4F1. 2 AGAGTTCGACCTA 0.373

+ 6 1742 se_Mutation_p.E29 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CATATGGAACAAT 0.512

- 7 1310 t.2_Missense_Mut NM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4 GCAGACGATGGTA 0.443

+ 7 1016 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 AAATTACGAGTCC 0.433

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGGCAGCAA 0.408

- 1 634 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|1. 2 GGCCTCCTGTGCA 0.607

- 10 1432 .2_Missense_Muta NM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1 TTGTCTCCTTTGA 0.498

- 33 6235 sense_Mutation_p NM_033056 NP_149045 Q96QU1 PCD15_HUMAN lasmic (Potential). 13 TGAGATTGTTTTT 0.353

- 37 6532 K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 AAAAGTCATCAGG 0.433

- 4 311 kan.3_Missense_M NM_006926 NP_008857 Q8IWL1 SFPA2_HUMANCollagen-like. 0 CATTATTCCCAGG 0.622

+ 3 582 N4_uc010qmk.1_M NM_033282 NP_150598 Q9UHM6 OPN4_HUMAN Name=2; (Potential). 1 TTCCTCATGTCCT 0.567

+ 29 4997 F20B_uc001kgt.1_M NM_016195 NP_057279 Q96Q89 KI20B_HUMAN action with PIN1. 3 CTGGTTGTACCAC 0.383

- 13 1324 kip.3_Missense_Mu NM_013451 NP_038479 Q9NZM1 MYOF_HUMAN mic (Potential).|C2 3. 4 AGGAAACTTCTAC 0.373

+ 4 562 _p.D53N|CYP2C19 NM_000769 NP_000760 P33261 CP2CJ_HUMAN 6 CGTTTCGATTATA 0.403

- 10 1501 po.1_Missense_Mu NM_021828 NP_068600 Q8WWQ2 HPSE2_HUMAN 1 GAGCATAAATCCT 0.572

- 2 835 _p.S150*|CALHM2 NM_015916 NP_057000 Q9HA72 CAHM2_HUMAN 1 TGGGCTGATGGG 0.592

+ 12 1186 _p.P405S|ACSL5_ NM_203379 NP_976313 Q9ULC5 ACSL5_HUMAN lasmic (Potential). 3 TTGTTTCCCGCGG 0.507

+ 16 2264 R11_uc001lfd.1_M NM_018117 NP_060587 Q9BZH6 WDR11_HUMAN 0 TCTGCCCGGGAA 0.408

- 17 2730 e_Mutation_p.E579 NM_000141 NP_000132 P21802 FGFR2_HUMAN(Potential).|Protein kinase. 96 AGATCTCCCACAT 0.517

+ 49 6119 04_splice|DMBT1_ NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7 ACAGCAGATTATT 0.448

+ 35 3521 _p.L1174F|DOCK1_ NM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9 TTCAGCCTTCTGG 0.343

+ 11 1799 _p.A535T|KNDC1_ NM_152643 NP_689856 Q76NI1 VKIND_HUMAN KIND 2. 2 CTCAGAGCTTCCA 0.662

+ 8 1288 _p.G220R|CYP2E1 NM_000773 NP_000764 P05181 CP2E1_HUMAN 3 GAAAATGGAAAGT 0.448

- 13 1831 9ycc.2_Missense_ NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 TTCCTGGCTCTGG 0.667 rs139058512

+ 35 13223 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 CGTCCACGCCCTC 0.647

- 1 505 NM_001005237 NP_001005237 Q8NGK1 O51G1_HUMANcellular (Potential). 2 AGTATTGGAAGCG 0.512

- 1 482 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMAN Name=4; (Potential). 4 CCTAAGGAAGGT 0.458

- 1 641 .1_Intron|HBE1_uc NM_033179 NP_149419 Q9Y5P0 O51B4_HUMAN Name=5; (Potential). 2 ATATAAGAAAAGA 0.378

- 1 78 .1_Intron|HBE1_uc NM_033180 NP_149420 Q9Y5P1 O51B2_HUMAN cellular (Potential). 3 AAAGGGGCTGCA 0.488



+ 1 418 1mbs.1_Missense_ NM_001005180 NP_001005180 Q8NGI3 O56B1_HUMAN lasmic (Potential). 2 CCTCTTCGCTATC 0.443 rs150132590

+ 1 842 .1_Intron|TRIM22_ NM_001005180 NP_001005180 Q8NGI3 O56B1_HUMAN cellular (Potential). 2 TGATTCCAGTTCT 0.428

+ 5 750 _p.M217I|SWAP70 NM_015055 NP_055870 Q9UH65 SWP70_HUMAN PH. 3 TTACATGATGAAA 0.343

- 11 1461_1462 rcv.1_Missense_M NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3 GGAGCCCCCCGA 0.629

- 30 3781 NM_000352 NP_000343 Q09428 ABCC8_HUMANype-1 2.|Cytoplasmic (By sim 1 GGGCCTCATACCT 0.567

- 2 816 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANName=6; (Potential). 1 GGAACCACTGAA 0.507

+ 5 1074 p.R219C|RCN1_uc NM_002901 NP_002892 Q15293 RCN1_HUMAN EF-hand 5. 1 GAGATTCGCCACT 0.473

+ 3 486 ngo.3_Missense_M NM_002843 NP_002834 Q12913 PTPRJ_HUMAN cellular (Potential). 8 CAATTCCTGACCC 0.418

- 1 782 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMANcellular (Potential). 1 AAAGTGGTCGGGG 0.433

+ 3 712_713 ik.1_Missense_Mu NM_001004704 NP_001004704 Q8NH72 OR4C6_HUMAN Name=4; (Potential). 2 GTGGGGGGATTT 0.465

+ 1 449 NM_001001967 NP_001001967 Q8NGL4 OR5DD_HUMANName=4; (Potential). 3 CTGGGTCCTATAC 0.418

- 1 865 NM_006637 NP_006628 Q13606 OR5I1_HUMAN Name=7; (Potential). 1 TCAACGGATTCAG 0.368

- 1 241 NM_001004742 NP_001004742 Q8NGP4 OR5M3_HUMANcellular (Potential). 2 GGTTTTCCAACAT 0.368

+ 4 1670 n_p.T446I|FAM111 NM_198947 NP_945185 Q6SJ93 F111B_HUMAN 2 ATGCTACTTGCTT 0.388

- 2 620 NM_004778 NP_004769 Q9Y5Y4 GPR44_HUMANcellular (Potential). 1 TGTCCCGGAACAC 0.642

+ 3 982 N3_uc001nxp.2_In NM_201428 NP_958831 O95197 RTN3_HUMAN 1 CTCATATAAGGAG 0.363

+ 3 406 _5'Flank|ESRRA_u NM_001039496 NP_001034585 Q9NTU4 CK020_HUMAN 0 ATATTGCGAAGCA 0.552

+ 18 3039 2_Missense_Mutat NM_032251 NP_115627 A6NC98 CC88B_HUMAN Potential. 4 TTGCAGGGGCAG 0.682

- 16 1921 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN Potential. 4 GGTTTTCCTCCTG 0.667

+ 8 1711 P5_uc009ysg.2_5'U NM_002335 NP_002326 O75197 LRP5_HUMAN eta-propeller 2.|Extracellular 7 AAGCTCCCGCAC 0.602

+ 10 2873 sp.1_Missense_Mu NM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3 CTGCCGCTTCTCT 0.587

+ 5 1393 su.1_Missense_Mu NM_015885 NP_056969 O94913 PCF11_HUMAN Lys-rich. 1 TCAGGTGAAAAAA 0.303

+ 2 986 NM_000372 NP_000363 P14679 TYRO_HUMANmelanosome (Potential). 3 AATCCTGGAAACC 0.473

- 4 959 p.R190Q|GUCY1A NM_000855 NP_000846 P33402 GCYA2_HUMAN 8 ACAGCTCGAAGGA 0.398

- 2 2609 .2_RNA|C11orf93_ NM_207429 NP_997312 1 AGATCCTTGCTGT 0.547

- 7 784 SP28_uc001poj.3_ NM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7 GCTGTTCCTCAGA 0.423

+ 6 629 09yzm.2_Intron|PA NM_002572 NP_002563 P68402 PA1B2_HUMAN 1 ATACCGACGGGG 0.542

+ 6 670 09yzm.2_Intron|PA NM_002572 NP_002563 P68402 PA1B2_HUMAN 1 TGCCACGACATGT 0.537

+ 6 1123 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 1. 10 TCAGCCGTCTCCT 0.537

- 5 472 9zcq.1_Missense_ NM_001142685 NP_001136157 A7KAX9 RHG32_HUMAN PX; atypical. 5 TCTGCACGAGGTA 0.343

- 15 2383 dn.1_Missense_Mu NM_001042603 NP_001036068 P29375 KDM5A_HUMAN 3 ACTGCCGCTCATC 0.418

+ 14 1321 e_Mutation_p.E344 NM_173593 NP_775864 Q6L9W6 B4GN3_HUMANmenal (Potential). 2 GCAGAGGAGACC 0.517

+ 49 6572 S|CACNA1C_uc00 NM_199460 NP_955630 Q13936 CAC1C_HUMANCytoplasmic (Potential). 11 GCGGGGGCAGC 0.701

+ 6 857 _p.P138L|CD9_uc0 NM_001769 NP_001760 P21926 CD9_HUMAN cellular (Potential). 1 ATGAGCCCCAGCG 0.542

+ 2 272_273 HG6_uc010sew.1_ NM_018173 NP_060643 Q3KR16 PKHG6_HUMAN 2 CCCGAGGATACC 0.619

- 3 792 sense_Mutation_p NM_001038 NP_001029 P37088 SCNNA_HUMANellular (By similarity). 0 AGAGTGGTGAAGG 0.662

- 2 178 ense_Mutation_p.G NM_014231 NP_055046 P23763 VAMP1_HUMAN lasmic (Potential). 0 TCTGTCCCTTCAG 0.502

- 3 673 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN [PQS]-P-[PS]-Q-[GE]-G-N-[ 1 TGGTTTCCTCCTT 0.622

- 3 239 n_p.P68S|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS] 0 CTTGAGGTTTGTT 0.607

+ 6 769 O1C1_uc009zip.2_5 NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANcellular (Potential). 7 CAAATATGAGAGA 0.373 rs145524055

- 18 2332 n_p.T771I|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMAN otential).|ABC transporter 1 6 CCAAAAGTAATAT 0.328

- 14 1985 NM_025003 NP_079279 P59510 ATS20_HUMAN Cys-rich. 19 TGGTTCCAGCAA 0.348

+ 15 4175 _p.P848L|ARID2_u NM_152641 NP_689854 Q68CP9 ARID2_HUMAN 10 TATCTCCAATGGA 0.358

- 34 9272 NM_003482 NP_003473 O14686 MLL2_HUMAN 41 GGTCCTGGCTCCA 0.627

+ 6 1219 NM_006262 NP_006253 P41219 PERI_HUMAN Coil 2.|Rod. 0 CAGGAGCTCCTCA 0.637

+ 15 2967 mj.1_Missense_Mu NM_012284 NP_036416 Q9ULD8 KCNH3_HUMAN lasmic (Potential). 0 TCACTTCGCCAGG 0.662 rs148404630

- 7 1472 NM_005555 NP_005546 P04259 K2C6B_HUMAN 2 TTACCCACCTGCA 0.567



- 7 1472 NM_173086 NP_775109 P48668 K2C6C_HUMAN 2 TTACCTACCTGCA 0.567

- 9 1291 se_Mutation_p.S40 NM_000889 NP_000880 P26010 ITB7_HUMAN cellular (Potential). 8 TCGTAAGAAATGT 0.552

+ 1 341 NM_017409 NP_059105 Q9NYD6 HXC10_HUMAN 1 GGGCGACCCCAAA 0.637

- 5 709 w.1_RNA|ITGA5_u NM_002205 NP_002196 P08648 ITA5_HUMAN r (Potential).|FG-GAP 3. 2 ACCTTGGTGAACT 0.582

+ 1 460 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMAN Name=4; (Potential). 4 GGTGTTCCTGTG 0.488

+ 1 812 NM_054105 NP_473446 Q9NZP2 OR6C2_HUMAN Name=7; (Potential). 2 ATAAAGGAGTTTC 0.423

- 5 743 NM_001686 NP_001677 P06576 ATPB_HUMAN P (By similarity). 1 AGTACAGTCTTGC 0.408

+ 8 1450 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0 TTCTATCGTGCTG 0.284

- 1 1178_11790sun.1_Intron|GALN NM_003774 NP_003765 Q8N4A0 GALT4_HUMAN main B.|Lumenal (Potential 0 TCCAAGGTACTG 0.49

+ 32 3649 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 4. 14 TTCCGGGGCTACA 0.507

+ 2 122 tkm.1_Missense_MNM_001093771 NP_001087240 Q16881 TRXR1_HUMAN 0 AAAGATCATCACC 0.428

- 4 487 PPL2_uc010swu.1_ NM_018171 NP_060641 Q8NEU8 DP13B_HUMANAB5A binding (By similarity) 1 ACTTTGGAAAAAT 0.343

- 3 705 1_Missense_Muta NM_001145374 NP_001138846 Q6NS38 ALKB2_HUMAN bstrate binding. 0 GTGCCACTTCCCG 0.572

+ 10 1147 we.1_Missense_Mu NM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7 CCAGCCGGAGCC 0.532

- 15 2643 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 AACATCCTTTGCA 0.403

- 7 1227 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN ol-ester/DAG-type. 15 GACATCCAGTACT 0.458

- 11 1476 p.G427R|KDM2B_u NM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2 TCTTCCCGAGGG 0.562

- 4 526 SRC2_uc001ucs.2 NM_023012 NP_075388 Q7L4I2 RSRC2_HUMAN Ser-rich. 1 CTAGATCTTGAGT 0.378

+ 16 2447 _p.P350S|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 GAACTCCCAGGTA 0.299

+ 6 2218 n_p.L130I|ZNF664_ NM_152437 NP_689650 Q8N3J9 ZN664_HUMAN C2H2-type 5. 0 TCAAACCTTTGCA 0.468

+ 1 1954 1_5'Flank|uc001uih NM_007197 NP_009128 Q9ULW2 FZD10_HUMAN cellular (Potential). 5 ATCCCCGCCGTGG 0.552

- 11 2244 _p.E602K|RIMBP2 NM_015347 NP_056162 O15034 RIMB2_HUMAN 11 TTCTCTCTAGGAA 0.587

+ 6 720 NM_003565 NP_003556 O75385 ULK1_HUMAN Protein kinase. 4 CGCCGGCCGCC 0.468

- 10 14105 A4359T|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN HEPN. 12 CTGAGCAAGTGC 0.388

- 13 1683 LT3_uc010tdn.1_M NM_004119 NP_004110 P36888 FLT3_HUMAN cellular (Potential). 8549 GGGAAGGGGCCT 0.393

+ 1 132 0tdr.1_Missense_M NM_001629 NP_001620 P20292 AL5AP_HUMANal.|Inhibitor binding. 0 ATCAGCGTGGTCC 0.493

- 8 2140 e_Mutation_p.W63 NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.|Cytoplasmic (P 6 CAAATTTCCATTCT 0.428

+ 7 6406 ww.2_Missense_M NM_207361 NP_997244 Q5SZK8 FREM2_HUMANr (Potential).|Calx-beta 3. 11 TGGAGAACGGGC 0.493

- 8 1597 p.D384E|ELF1_uc0 NM_172373 NP_758961 P32519 ELF1_HUMAN 1 TGTTTCATCCTGC 0.428

+ 1 1542 NR_003268 0 GATTATATACCATG 0.383

+ 1 61 vhk.1_Missense_M NM_006418 NP_006409 Q6UX06 OLFM4_HUMAN 1 GCAGGGGATTTGG 0.478

- 1 632 h.2_Missense_Mut NM_001922 NP_001913 P40126 TYRP2_HUMANmelanosome (Potential). 5 AGGGCCTTGTGTC 0.607

- 19 2858 nse_Mutation_p.P NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2 TTTCTGGGAAAAG 0.279

- 3 1121 NM_000452 NP_000443 Q12908 NTCP2_HUMAN ical; (Potential). 4 GAAACAGGAACAA 0.393

- 5 707 NM_004093 NP_004084 P52799 EFNB2_HUMANcellular (Potential). 1 CTGCAAATAAGGC 0.493

+ 2 670 0agj.2_Missense_ NM_006573 NP_006564 Q9Y275 TN13B_HUMAN cellular (Potential). 0 CGTGCCGTTCAGG 0.453

+ 1 686 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMAN lasmic (Potential). 5 AAAAATCATCACA 0.438

- 5 1021 se_Mutation_p.S15 NM_019852 NP_062826 Q86U44 MTA70_HUMAN 2 CCTAAAGACTCAT 0.398

- 22 2813 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 CCAGCTGAATCTT 0.517

- 12 1878 p.S496F|RALGAPA NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 CAACTGGAATTTC 0.413

- 4 1179 t.1_Missense_Muta NM_007361 NP_031387 Q14112 NID2_HUMAN 7 GTAATCCAAATTG 0.498

- 1 238 n_p.D23N|OTX2_uc NM_172337 NP_758840 P32243 OTX2_HUMAN 1 GCAAGTCCATACC 0.587

- 1 1133 R135_uc001xed.2_ NM_022571 NP_072093 Q8IZ08 GP135_HUMAN lasmic (Potential). 0 AGATGACGAAGAC 0.697

+ 7 2579 _p.P744L|SIPA1L1 NM_015556 NP_056371 O43166 SI1L1_HUMAN Rap-GAP. 4 ACAATCCGTGCTC 0.512

+ 10 1314 p.R369Q|RBM25_u NM_021239 NP_067062 P49756 RBM25_HUMANpeckle localization.|Glu-rich 4 GTGACCGGGATAG 0.234

+ 2 1779 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 CGCTTCCGCCTCC 0.652

+ 2 1509 NM_022054 NP_071337 Q9HB14 KCNKD_HUMAN lasmic (Potential). 1 CAGCCAACAAGG 0.602



- 5 831 6KA5_uc001xyt.2_ NM_004755 NP_004746 O75582 KS6A5_HUMAN otein kinase 1. 1 TCACTTCATCAGC 0.343

- 15 1978_1979 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 GCTCCCCCTTCT 0.629

- 10 2698 wo.1_Missense_Mu NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN Pro-rich. 1 AATGAACGTGAAG 0.552

+ 2 334 _p.W55*|PPP2R5C NM_002719 NP_002710 Q13362 2A5G_HUMAN 2 TAAAGTGGAAGGA 0.408

+ 1 122 C727924_uc001yub NM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMAN Name=1; (Potential). 1 TACCAGGAAATAT 0.413

- 23 4569 q.2_Missense_Muta NM_003257 NP_003248 Q07157 ZO1_HUMAN 6 AAACTTCTTCGGT 0.428

+ 3 1328 NM_152260 NP_689473 Q8IZ73 RUSD2_HUMAN 1 ACTCTACGGCCCC 0.597 rs148617479

- 3 1115 FAF1_uc010bcf.2_ NM_016013 NP_057097 Q9Y375 CIA30_HUMAN 1 GTCCCCCGCGGG 0.383

+ 15 5207 GA_uc010uda.1_M NM_001164273 NP_001157745 Q8IWI9 MGAP_HUMAN Thr-rich. 12 GCTTTTCCTAAGT 0.478

- 4 558 NM_052955 NP_443187 Q96PF1 TGM7_HUMAN 2 CCTGCCCGTAGTT 0.493

- 12 2495 _p.D788N|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 GGGAATCTGAGCA 0.433

+ 4 243 NM_004212 NP_004203 O43868 S28A2_HUMAN 4 AGGAGTCGGTGG 0.408 rs144302819

- 5 2140 DD4_uc010ugj.1_M NM_198400 NP_006145 P46934 NEDD4_HUMANeraction with TNIK (By simil 4 ACCCTGGAGGTAG 0.473

- 5 487 1_5'Flank|RFX7_uc NM_022841 NP_073752 Q2KHR2 RFX7_HUMAN type winged-helix. 0 GACGTGCCTTCAT 0.378

- 7 780 DH1A2_uc010ugw NM_003888 NP_003879 O94788 AL1A2_HUMAN 1 CCATATCCTGGCA 0.473

+ 48 6604 c.3_Missense_Mut NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11 GAGGACGTGATTG 0.498

+ 11 1526 axp.2_Missense_M NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN 5 AGCAAGGCTCTTC 0.398

+ 4 895 e.3_RNA|IL16_uc0 NM_172217 NP_757366 Q14005 IL16_HUMAN 4 TAACAGGAAGTCC 0.498

+ 3 1422 NM_001080435 NP_001073904 Q8TF30 WHAMM_HUMAN 0 AAGGAGACAGTAA 0.308

+ 9 1047 _p.Q275*|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN 27 ACACTTCAAGGAA 0.333

+ 2 202 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 GCCTAAGAGGTAC 0.522

+ 2 256 n_p.S52F|WDR93_ NM_020212 NP_064597 Q6P2C0 WDR93_HUMAN 2 TGGATTCCTTGCC 0.502

+ 6 1220 vg.1_Missense_Mu NM_016111 NP_057195 Q9Y4R8 TELO2_HUMAN 0 CCCGGCTCACGGT 0.597

- 9 1305 dbg.1_Missense_M NM_015914 NP_056998 Q6PKC3 TXD11_HUMAN 0 GGAGACGCTCCAC 0.612

- 20 2752 3H7A_uc002dbl.2_ NM_014153 NP_054872 Q8IWR0 Z3H7A_HUMAN p.E852Q(1) 4 TAACTTCAGCATA 0.328 rs150604583

- 4 1033 NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN th ZFP106 (By similarity). 0 CGCGATCGATCTC 0.557

- 2 862 2_5'Flank|IQCK_uc NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0 CTGGCTCCTCGAT 0.473

+ 4 629 hd.1_Missense_M NM_017888 NP_060358 Q6NUN0 ACSM5_HUMAN 2 AGGCGTCCAGGG 0.562

- 49 7777 vbd.1_Nonsense_M NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 4 (By similarity). 18 AGGACTGGAACC 0.473

+ 2 1746 NM_006040 NP_006031 Q9Y661 HS3S4_HUMANmenal (Potential). 2 GAACAGGAAGAG 0.463

- 2 153 uc010vct.1_Intron NM_145659 NP_663634 Q8NEV9 IL27A_HUMAN 0 CCCTCCGCAGCTC 0.647

+ 9 1235 51N|ATP2A1_uc00 NM_173201 NP_775293 O14983 AT2A1_HUMANasmic (By similarity). 4 TGTTCCGACAAGA 0.582

+ 9 1480 VP_uc002duj.2_Mis NM_005115 NP_005106 Q14764 MVP_HUMAN MVP 9. 4 CACAACGCTGCG 0.657

+ 2 1179 tron|ASPHD1_uc0 NM_181718 NP_859069 Q5U4P2 ASPH1_HUMANmenal (Potential). 0 GTGGACGACTCT 0.512

+ 10 1021 _p.P315L|TGFB1I1 NM_001042454 NP_001035919 O43294 TGFI1_HUMANM zinc-binding 2. 0 GCCGCCCCTACTG 0.682

+ 4 2252 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 13. 4 GAGAAGACATACT 0.448

- 2 3356 e_Mutation_p.P101 NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8 CAGACGGGACGT 0.562

+ 8 772 kj.2_Missense_Mu NM_000078 NP_000069 P11597 CETP_HUMAN 2 GATCCCGTCATCA 0.572

+ 6 596 C29_uc002esg.2_5 NM_014187 NP_054906 Q9BTX3 TM208_HUMAN 0 CAGCGCCGACAG 0.632

- 14 2228 HOD1_uc010ced.2 NM_013241 NP_037373 Q9Y613 FHOD1_HUMANon with ROCK1.|FH2. 3 TTAGGCCGATGTT 0.562

+ 13 2519 2eti.1_Missense_M NM_024519 NP_078795 Q6ZS17 FA65A_HUMAN 3 GGACAGGAGCC 0.662

- 11 1504 _p.P437L|RANBP1 NM_020850 NP_065901 Q6VN20 RBP10_HUMAN 1 CCGTTGGGGTAGT 0.602

+ 10 3360_3361on_p.Q572*|NFATC NM_173165 NP_775188 Q12968 NFAC3_HUMAN 3 GTTTCCCAAGGAG 0.49

- 3 2426 fej.1_Missense_Mu NM_024533 NP_078809 Q9GZS9 CHST5_HUMANmenal (Potential). 0 CTAGACGAAGTAT 0.657

+ 5 1095 NM_012213 NP_036345 O95822 DCMC_HUMAN 0 GATTCGGAATGTA 0.522

+ 3 898 chl.2_Missense_Mu NM_024731 NP_079007 Q8N4N3 KLH36_HUMAN 2 CCGGCCGTGTGC 0.677

- 15 2189 .1_RNA|TRPV3_uc NM_145068 NP_659505 Q8NET8 TRPV3_HUMAN 4 AGCTGCCGTAGGA 0.537



- 10 1448 NM_002558 NP_002549 P51575 P2RX1_HUMAN al).|Pore-forming motif (Pote 2 CAGAGCCGATGG 0.587

+ 21 2702 sn.1_Missense_Mu NM_153827 NP_722549 Q8N4C8 MINK1_HUMAN 6 AGGACGACGAG 0.657

- 2 397 NM_001212 NP_001203 Q07021 C1QBP_HUMAN 1 AACCTCCAGACAT 0.448

- 9 1191 e_Mutation_p.T311 NM_031220 NP_112497 Q9BZ71 PITM3_HUMAN 4 TCATAGGTGGAGG 0.582

+ 71 10969 nm.1_Missense_M NM_020877 NP_065928 Q9P225 DYH2_HUMAN 13 ACCGCAGCAATAA 0.542

+ 14 2331 p.G737E|ARHGEF NM_173728 NP_776089 O94989 ARHGF_HUMAN 3 GGCTGGGAGCCT 0.582

+ 5 701 _p.K134N|MYOCD NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 TGTGAAAGAGGC 0.488

+ 3 5781 n.1_Missense_Mut NM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN 2 GCGCACCAGTGC 0.701

+ 11 1086 _p.G234D|LGALS9 NM_009587 NP_033665 O00182 LEG9_HUMAN Galectin 2. 0 TGGATGGTCAGCA 0.552 rs145626584

+ 3 365 wag.1_5'Flank|TME NM_152464 NP_689677 Q6SZW1 SARM1_HUMAN 0 ATCACCCGCAACG 0.468

- 5 1562 _p.G374R|SLFN11_ NM_001104588 NP_001098058 Q7Z7L1 SLN11_HUMAN 3 GAGGCCCACTAG 0.383

+ 2 383 NM_033315 NP_201572 Q96S79 RSLAB_HUMAN all GTPase-like. 4 CCTACCGGGTGGC 0.697

- 1 403 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN CH. 2 GATGCCCATCTCC 0.592

- 4 1144 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMAN cellular (Potential). 3 CCTCTTCCACCAG 0.652

+ 5 792 n_p.G76R|PPP1R1 NM_032192 NP_115568 Q9UD71 PPR1B_HUMAN 0 GAGCTGGGGGAG 0.418

- 14 2203 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN C2. 3 AGTCTGCGGGCA 0.627

+ 4 1438 NM_014726 NP_055541 A7MCY6 TBKB1_HUMAN 0 GATTTAGACCTGC 0.597

+ 2 421 e.1_Intron|DHX40_ NM_024612 NP_078888 Q8IX18 DHX40_HUMANcase ATP-binding. 0 CTATATGAAGCAG 0.323

- 2 643 ddt.2_Missense_M NM_001915 NP_001906 P49447 CY561_HUMAN tochrome b561. 1 TGGTGCGTTTAGC 0.647

- 16 2065 fn.2_Missense_Mu NM_001144952 NP_001138424 Q58EX2 SDK2_HUMAN cellular (Potential). 2 GGGGGGCTCCTC 0.577

+ 9 1346 1_5'Flank|LLGL2_u NM_207346 NP_997229 Q7Z6J9 SEN54_HUMAN 1 GTGCCCGGTAAG 0.537

+ 14 4319 uf.2_Missense_Mu NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN Pro-rich. 2 TCCCCTCGCACCC 0.647

- 3 795 NM_178520 NP_848615 Q8N8V8 TM105_HUMAN 1 TGTCTTCGCCTTC 0.662 rs75774881

+ 2 246_247 1WG>*R|USP14_u NM_005151 NP_005142 P54578 UBP14_HUMANUbiquitin-like. 2 AAATGGGGAAAG 0.371

- 6 392 0dkt.2_Missense_M NM_173464 NP_775735 Q8NA19 LMBL4_HUMAN MBT 1. 3 GCTCTGGAAAGGA 0.343

- 23 3438 wzj.1_Missense_M NM_005559 NP_005550 P25391 LAMA1_HUMAN inin EGF-like 13. 21 GCCCCGGTTTCC 0.572

+ 17 2503 p.2_Missense_Mut NM_020774 NP_065825 Q86YT6 MIB1_HUMAN RING-type 1. 4 CCATGTGGACATA 0.383

+ 7 1446 kub.2_Intron|CABL NM_001100619 NP_001094089 Q8TDN4 CABL1_HUMAN th CDK3 (By similarity). 1 CTACATGGTGAGT 0.567

+ 5 589 wr.2_Missense_Mu NM_177986 NP_817123 Q86SJ6 DSG4_HUMAN |Extracellular (Potential). 8 ATAAATGATAACG 0.408

+ 3 557 2lfp.1_Missense_M NM_173629 NP_775900 Q8N1N2 CR026_HUMAN 0 TGTCCACCTACAA 0.468

+ 5 959 if.2_Missense_Mut NM_031891 NP_114097 Q9HBT6 CAD20_HUMAN r (Potential).|Cadherin 3. 5 TGGATGGAGATGG 0.423

- 2 641 km.3_Missense_M NM_006566 NP_006557 Q15762 CD226_HUMAN 1.|Extracellular (Potential). 0 TGAGTAGGGCTG 0.448

- 8 1251 _p.E322K|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN ss A.|Extracellular (Potentia 4 GATTTTCATCCCA 0.378

- 9 1486 NM_152769 NP_689982 Q8N350 DOS_HUMAN 0 TCCCTGGGCCGC 0.711

- 2 333 _p.V27M|SLC39A3 NM_144564 NP_653165 Q9BRY0 S39A3_HUMAN lasmic (Potential). 0 CTTCACGGGGAG 0.547

+ 3 654 NM_002067 NP_002058 P29992 GNA11_HUMAN 86 GGGAGGACCCG 0.652

+ 8 1561_1562 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 2 CGCTTTCCATCCA 0.594

- 2 234 N5_uc002mat.1_In NM_052972 NP_443204 P02750 A2GL_HUMAN 1 ATTCCACGGCCAG 0.607

- 22 3935 w.2_Missense_Mu NM_002850 NP_002841 Q13332 PTPRS_HUMANcellular (Potential). 4 AGGCCCCGGTTAT 0.622

- 2 792 mdj.2_Missense_Mu NM_001097641 NP_001091110 P21217 FUT3_HUMANmenal (Potential). 0 ATGGTCCCCTTGG 0.607

- 1 181 5A41_uc010dut.2_ NM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 gttgggggggaggcggg 0.423 rs113229271

- 26 3094 NM_012335 NP_036467 O00160 MYO1F_HUMAN 3 GGGGTCGTCTGC 0.697

- 5 36158 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ACAGTGGGACTG 0.498

- 5 35792 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAAGTTGGAATCA 0.488

- 5 32182 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTGTCCCCGAAAT 0.498

- 3 30874 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CCACTGGAATTTC 0.458

- 3 26695 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TCATAGGAGTGGT 0.527



- 3 24100 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TTTTTTCCAGAAG 0.468

- 1 9503 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCTGCAATGGTCT 0.478

- 1 4672 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAGGTGGAAAAAT 0.423

+ 1 946 NM_175883 NP_787079 Q96RA2 OR7D2_HUMAN Name=6; (Potential). 3 TTTATGGGACAGG 0.498

+ 4 1932 e_Mutation_p.S62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 CTTCAGTTGTGCC 0.483

+ 4 1934 e_Mutation_p.C62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 TCAGTTGTGCCTC 0.483

- 5 1075 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 8. 0 TACACTCATAGGG 0.398

- 4 1042 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 6. 1 TTACATTTATATGG 0.383

+ 1 905 NM_012377 NP_036509 O60412 OR7C2_HUMAN lasmic (Potential). 3 TGGGGAGACTCCT 0.542

- 9 1546 _p.S435L|SLC1A6_ NM_005071 NP_005062 P48664 EAA4_HUMAN 6 CCAATTGAGTCCC 0.567

- 4 558 NM_022904 NP_075055 Q86YV0 RASL3_HUMAN 0 GCCTTCGAGGAC 0.537

- 1 501 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMAN lasmic (Potential). 0 CCCGCGGGCTCA 0.647

- 23 2976 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 GGGGGACTCCTTC 0.602

- 4 1316 NM_021030 NP_066358 P17017 ZNF14_HUMAN 3 GTTTCTCTCCAGT 0.378

+ 4 1601 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1 CCCTTACTAAACA 0.358

+ 4 1624 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 CATACTGGAGAGA 0.353

+ 4 1693 429_uc010ecu.1_I NM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2 CTTTTATCCTGTC 0.378

+ 4 1696 429_uc010ecu.1_I NM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2 TTATCCTGTCCTC 0.378

- 6 2775 208_uc002nqo.1_I NM_007153 NP_009084 7 ATTCTTCACATTT 0.368

- 5 1789 208_uc002nqo.1_I NM_007153 NP_009084 7 ACCTTAATAAAGG 0.398

- 4 822 1_Intron|ZNF208_ NM_007153 NP_009084 7 TCTCTCCAGTATG 0.353

- 5 1066 NM_001080409 NP_001073878 2 CAGTATGAATTAT 0.368 rs34442493

- 4 1170 xrj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 8. 0 CATTCTTTACATTT 0.373

- 4 1111 rj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0 GAAGAACGGCTAA 0.393 rs410211

+ 4 2677 dd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN 11 CTCCCTGGAATCG 0.572

- 15 2117 _p.S533F|RHPN2_ NM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN 6 TACCAAGAACTGT 0.502

- 7 1102 2nul.2_Missense_M NM_019849 NP_062823 Q9NS82 AAA1_HUMAN ical; (Potential). 2 AGACAGGCATGAC 0.612

+ 5 754 n_p.T131I|KIRREL2 NM_199180 NP_954649 Q6UWL6 KIRR2_HUMAN 2.|Extracellular (Potential). 3 AAGGGACCCCTG 0.458

+ 5 1902 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMANC2H2-type 16. 0 TGTAAGGAATGTG 0.428

+ 7 775 NF383_uc002ofu.1 NM_152604 NP_689817 Q8NA42 ZN383_HUMAN KRAB. 2 GCCCTGGATGGTT 0.493

+ 4 284 0xtq.1_RNA|ZNF52 NM_032453 NP_115829 Q8NB42 ZN527_HUMAN KRAB. 2 CCATTTCTAAGCC 0.483

+ 14 4222 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 CGGAAGCAGCGG 0.612

+ 1 851 NM_002446 NP_002437 Q02779 M3K10_HUMANProtein kinase. 6 GGCAGGTCGCCG 0.637

- 7 4471 e_Mutation_p.S126 NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN 2 CGGGGGACTTGG 0.692

+ 27 3449 nse_Mutation_p.P2 NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN Pro-rich. 1 AGGCACCTGCTAG 0.697

+ 2 894 osk.3_Missense_M NM_022752 NP_073589 Q6ZN55 ZN574_HUMAN 0 CTGTACCCGAGTC 0.617

+ 3 1277 .2_Missense_Muta NM_199285 NP_954979 A6NJB7 PRR19_HUMAN Pro-rich. 0 CTCGGCCCTGGG 0.647

- 1 707 g.1_Intron|DMPK_ NM_001081563 NP_001075032 Q09013 DMPK_HUMAN 3 AGAACCGAGGGT 0.602

- 16 2371 _p.R709H|SYMPK_ NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 ACTGGCGGGACG 0.597 rs145063068

- 1 1352 uc002peu.1_5'UTR NM_020709 NP_065760 Q9ULN7 PNML2_HUMAN 1 TCGTCCGGGGTG 0.572

- 6 705 kt.2_Missense_Mu NM_001190 NP_001181 O15382 BCAT2_HUMAN 1 ACCCCGCCCACC 0.647

+ 22 3108 p.E794K|PPFIA3_u NM_003660 NP_003651 O75145 LIPA3_HUMAN 1 CACGAGGAGATGG 0.647

- 1 77 K1_uc010ycg.1_R NM_002257 NP_002248 P06870 KLK1_HUMAN 0 GTCCCCCCCAGGG 0.642

+ 2 219 nse_Mutation_p.V6 NM_001030047 NP_001025218 P07288 KLK3_HUMAN Peptidase S1. 3 CAGTGGGTCCTCA 0.632

+ 3 642 D33_uc010eot.1_M NM_001772 NP_001763 P20138 CD33_HUMAN Potential).|Ig-like C2-type. 0 CACCCCACGGCC 0.612

- 2 1102 NM_002029 NP_002020 P21462 FPR1_HUMAN lasmic (Potential). 3 GAATTGGTAGCTG 0.582

- 5 1038 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3 TCTCCTTTGTGAG 0.507



- 5 1531 b.2_Intron|uc002py NM_021632 NP_067645 Q9GZX5 ZN350_HUMAN 1 GATTTTCCACCTT 0.493

+ 5 649 ssense_Mutation_p NM_144684 NP_653285 Q8WV37 ZN480_HUMAN 1 ACAAGAACAGAAA 0.358

- 6 848 fn.1_Missense_Mu NM_002287 NP_002278 Q6GTX8 LAIR1_HUMAN ical; (Potential). 4 CCAGGAGGAGGA 0.542

+ 10 1540 fw.2_Missense_Mutation_p.P503S Q96PV6 LENG8_HUMAN 2 AGGACCCGGAG 0.667

+ 8 2341 p.R728Q|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 CTCTTCGAGGTCA 0.453

+ 10 2787 _p.T877P|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN LRR 4. 2 CTGCAGACCTTGG 0.552

- 5 1369 b.2_Missense_Mut NM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6 GGGATCAGACAG 0.478

+ 7 1604 mi.2_Missense_Mu NM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7 GTATGGCTGTGGA 0.557

+ 6 397 LP_uc010eti.2_3'U NM_033106 NP_149097 Q9UBC7 GALP_HUMAN 0 CAGCATGAAAATT 0.368

- 5 1758 NM_052882 NP_443114 Q96PE6 ZIM3_HUMAN C2H2-type 11. 2 ACCTGTCAGCGAA 0.408

- 5 499 NM_001012729 NP_001012747 A6NLW8 DUXA_HUMAN Homeobox 2. 1 ATCTTCGATTTTG 0.383

- 19 3912 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8 TGCACCCGGGTG 0.627

- 10 1533 se_Mutation_p.D23 NM_015025 NP_055840 Q9UL68 MYT1L_HUMAN 6 CACTATCGTCTTC 0.443

+ 7 671 p.G127S|COLEC11 NM_024027 NP_076932 Q9BWP8 COL11_HUMAN C-type lectin. 0 CGCGGGGGCACG 0.667

- 2 229 BP1_uc002qzm.2_ NM_004763 NP_004754 O14713 ITBP1_HUMAN Ser/Thr-rich. 0 TGATTTCGCTACT 0.398

- 8 1338 da.2_Missense_Mu NM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3 CTTTTCCCCCGGT 0.393

- 26 10625 NM_000384 NP_000375 P04114 APOB_HUMAN eparin-binding. 27 CTTGACATCTCCT 0.458

- 26 8053 NM_000384 NP_000375 P04114 APOB_HUMAN 27 CTGGATGGGATT 0.358

+ 4 454 p.G146E|KRTCAP NM_173853 NP_776252 Q53RY4 KCP3_HUMAN 0 ATGAGGGGCCGG 0.547

- 18 2644 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN HEAT 1. 8 ATTTACGAACTTC 0.398

+ 8 932 ynk.1_Missense_M NM_144736 NP_653337 Q7L592 MIDA_HUMAN 1 AACTTTCTCAACG 0.413

+ 8 934 nk.1_Nonsense_M NM_144736 NP_653337 Q7L592 MIDA_HUMAN 1 CTTTCTCAACGCA 0.413

+ 8 955 2sff.2_Missense_M NM_032208 NP_115584 Q9H6X2 ANTR1_HUMANular (Potential).|VWFA. 4 TGTTTCCCGTGAA 0.488

+ 11 1204 V1B1_uc010fdw.2_ NM_001692 NP_001683 P15313 VATB1_HUMAN 1 ATCTACGTGGACA 0.552

+ 2 1034 10feb.1_Missense_ NM_005791 NP_005782 O00566 MPP10_HUMAN Potential. 3 GATAATGATGAGG 0.323

+ 51 6134 YSF_uc010fej.2_M NM_003494 NP_003485 O75923 DYSF_HUMAN lasmic (Potential). 7 TTTGATGATTTTC 0.522

+ 7 706 suq.2_Missense_M NM_013434 NP_038462 Q9Y2W7 CSEN_HUMAN EF-hand 3. 3 GACATGATGGGC 0.667

+ 7 1083 NM_004804 NP_004795 O76071 CIAO1_HUMAN 0 CCTTCTCCCTGAC 0.612

- 29 3934 NRNP200_uc002s NM_014014 NP_054733 O75643 U520_HUMAN SEC63 1. 10 GAGACAGGCAGC 0.552

+ 7 794 e_Mutation_p.G13 NM_001134224 NP_001127696 Q96PE3 INP4A_HUMAN C2. 1 ACTGGGCTCTGG 0.458

- 1 791 ALL_uc010fju.2_RN NM_005434 NP_005425 Q13021 MALL_HUMAN 2 CGGGCGGGTCG 0.706

- 22 2922 NM_022662 NP_073153 Q9H1A4 APC1_HUMAN 2 TGTGAGGATTCAT 0.289

+ 3 408 GLI2_uc002tmu.3_ NM_005270 NP_005261 P10070 GLI2_HUMAN 13 CCACATGGAGCA 0.647

+ 2 468 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN |Extracellular (Potential). 10 CACTAGCATCCCT 0.458

- 3 387 IMS2_uc010yzm.1 NM_001161403 NP_001154875 Q7Z4I7 LIMS2_HUMANM zinc-binding 1. 0 CAGCACGGAGCAA 0.602

- 14 3243 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 TGGTTTCGGACTT 0.567

- 14 2946 KAP5_uc002ttq.2_In NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 GTAATTCAAAGAG 0.532

- 6 1158 NM_002299 NP_002290 P09848 LPH_HUMAN tial).|4 X approximate repea 13 CTTCAGGGAAAG 0.602

+ 27 4684 NM_001080427 NP_001073896 7 ACACCTCCCCAAC 0.418

- 89 14518 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN lasmic (Potential). 50 GGTCTATCATAAA 0.373

+ 1 1118 NR_026904 0 CAGACAGCTATGG 0.388

+ 9 1616 foc.1_Missense_M NM_052917 NP_443149 Q8IUC8 GLT13_HUMANmenal (Potential). 6 CAACTCCATACAC 0.413

+ 3 387 o.2_Missense_Mut NM_173355 NP_775491 O95045 UPP2_HUMAN 0 GTGTCGGTGGGA 0.418

- 12 2539 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMAN case C-terminal. 1 TGACTTCTTTTTG 0.294

- 16 3400 _p.E1008K|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 TTTCTTCCAGATC 0.284

+ 8 2470 udy.2_Missense_M NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 8. 14 CCTTTGGAGAAAA 0.378

+ 2 910 NM_020981 NP_066191 Q9Y5Z6 B3GT1_HUMANmenal (Potential). 4 GGACAATCTTATTT 0.408



- 2 229 NM_020675 NP_065726 Q9HBM1 SPC25_HUMAN omplex.|Interaction with the 1 GTATCTCTTAGTC 0.373

- 36 6052 NM_004525 NP_004516 P98164 LRP2_HUMAN s B 18.|Extracellular (Potent 29 CCACGTTTCCTCT 0.343

- 4 405 h.2_Intron|SLC25A NM_003705 NP_003696 O75746 CMC1_HUMAN 2.|EF-hand 2. 0 ATGTCACCTCTCC 0.363

- 254 55829 2230I|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGGTCTCATTTCC 0.453

- 253 54483 782K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGTTTCGATGGT 0.393

- 250 52053 972C|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CATTACGAATTTC 0.388

- 238 48717 860F|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CATAGAGAACAGG 0.433

- 65 16329 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAAGTTCCACATC 0.408

- 65 16228 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCAGGTTTCACTA 0.338

- 47 11075 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCCTCTATCTTGA 0.408

+ 3 884 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN p.R97Q(1) 11 TTGCTCGAAATGT 0.368 rs145158210

- 7 911 frt.2_Nonsense_M NM_005795 NP_005786 Q16602 CALRL_HUMANcellular (Potential). 4 ATTTGTCCATGTT 0.333

+ 22 1721 NM_000090 NP_000081 P02461 CO3A1_HUMAN le-helical region. 13 CAGGAATGAGGG 0.488

- 44 8356 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN k (By similarity). 12 CATGAAGTGACT 0.373

- 41 7050 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 CAAATCGAAACAA 0.443 rs115474479

- 36 6037 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN milarity).|ATP (Potential). 12 CCAGTTCCTGTTG 0.368

+ 11 2709 ftr.2_Missense_Mu NM_001204 NP_001195 Q13873 BMPR2_HUMAN lasmic (Potential). 9 AATCCAATGTCTA 0.423

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

+ 5 4256 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 AATATCCCTCTTC 0.378

- 2 323 zjg.1_Missense_M NM_001608 NP_001599 P28330 ACADL_HUMAN 0 TCTTCCCCTCCGG 0.348

- 7 979 _p.P294L|ERBB4_ NM_005235 NP_005226 Q15303 ERBB4_HUMANExtracellular (Potential). 33 TTACGTGGACATT 0.318

- 13 1071 S1_uc010fvj.1_Mis NM_022648 NP_072174 Q9HBL0 TENS1_HUMANC2 tensin-type. 4 CTCCTGGGATGTT 0.582

+ 4 392 _p.P131L|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 CACGTCCCTTTGA 0.423

- 1 1032_1033 e_Mutation_p.G32 NM_015311 NP_056126 O75147 OBSL1_HUMAN Ig-like 3. 0 CTGGCCCGCCGA 0.683

+ 28 2285 utation_p.K708R|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 GACCTAAGGGTA 0.373

- 10 1868 p.R555W|ECEL1_u NM_004826 NP_004817 O95672 ECEL1_HUMANmenal (Potential). 2 CCTGCCGAATCTT 0.567

+ 12 1227 YF2_uc002vtk.3_M NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7 AAGAAATGGGTA 0.448

+ 4 671 NM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN NIDO. 2 GGCAGCGTTACTT 0.657

+ 3 469 NM_032515 NP_115904 Q9UMX3 BOK_HUMAN BH3. 1 ACAGGCGATGAGC 0.647

- 2 471 NM_015963 NP_057047 Q8WY91 THAP4_HUMAN THAP-type. 0 AAGATGGATGGCA 0.582

+ 4 582 al.1_Missense_Mu NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 ACGAGCCCAGGG 0.622

+ 11 1051 f.2_Intron|VPS16_ NM_022575 NP_072097 Q9H269 VPS16_HUMAN 4 GCCAGCGAGGAA 0.602

- 3 921 mp.2_Missense_M NM_152611 NP_689824 Q8WUT4 LRRN4_HUMANular (Potential).|LRR 8. 3 GGTAGAGGGATGT 0.572

- 5 1408 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 GAGCCTGACCTGG 0.552

- 5 1064 wnj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 CATTTTCATTACG 0.463

+ 3 302 OLR3F_uc002wqx NM_006466 NP_006457 Q9H1D9 RPC6_HUMAN 0 TAGGGTCAGTTGG 0.303

+ 15 2497 dv.1_Missense_Mu NM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2 ACAGAAGAGGTGC 0.488

+ 6 991 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 GCATCAGGTATGT 0.507

+ 3 228_229 NM_182519 NP_872325 P59827 LPLC4_HUMAN 0 GGACCCCCCCCA 0.485 rs145261889

+ 15 2212 w.2_Nonsense_Mu NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3 CCGGATCGAGGG 0.652

+ 5 501 n_p.E72K|MYBL2_ NM_002466 NP_002457 P10244 MYBB_HUMAN TH myb-type 2. 5 GTCATCGAGCTGG 0.587

+ 8 1203 p.E350K|HNF4A_u NM_000457 NP_000448 P41235 HNF4A_HUMAN 3 TTGCAGGAGATGC 0.383

- 6 680 gu.2_Missense_M NM_182970 NP_892015 Q9H426 RIMS4_HUMAN 5 GCCAGGGTGGTC 0.657

+ 6 869 e_Mutation_p.G215 NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3 CACAGGGGCAGG 0.502

+ 18 2599 hp.2_Missense_Mu NM_012469 NP_036601 O94906 PRP6_HUMAN 2 AACTCCGGTAAGG 0.642

+ 18 2522 P25_uc002yjz.1_M NM_013396 NP_037528 Q9UHP3 UBP25_HUMAN 5 GAGCATGAAGATA 0.378

- 2 276 orf59_uc010glx.2_ NM_021254 NP_067077 P57076 CU059_HUMAN 0 ATATGCCATGTTC 0.328



- 29 3637 02yqg.2_Missense_ NM_003895 NP_003886 O43426 SYNJ1_HUMAN Pro-rich. 5 GACTGCGTCCTG 0.299

+ 4 476 2yri.1_Missense_M NM_000628 NP_000619 Q08334 I10R2_HUMAN e-III.|Extracellular (Potential 0 CTGATTCTTTACA 0.348

+ 4 1278 _p.D326N|KCNJ15_ NM_002243 NP_002234 Q99712 IRK15_HUMANasmic (By similarity). 6 GTGGCTGATTTCA 0.443

- 6 1522 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANPotential).|Ig-like C2-type 4. 11 TTTTTTCCAGGGT 0.507

+ 21 3495 1afa.1_Missense_ NM_003274 NP_003265 P48553 TPC10_HUMAN 2 ATTTTTCGACAAA 0.299

- 5 706 _Splice_Site|PTTG NM_004339 NP_004330 P53801 PTTG_HUMAN 1 GTCCTTACCATATT 0.502

- 7 939 p.R299W|FTCD_uc NM_006657 NP_006648 O95954 FTCD_HUMAN ase C-subdomain (By simila 2 TGATCCGCTGCTC 0.697

- 14 2352 nk.1_Missense_M NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0 CCTTGGGAGAACG 0.502

- 5 831 GCR2_uc011agr.1_ NM_005137 NP_005128 P98153 IDD_HUMAN (Potential).|C-type lectin. 1 GGTTCCGGCCAG 0.562

- 3 556 DGCR2_uc011agr.1 NM_005137 NP_005128 P98153 IDD_HUMAN cellular (Potential). 1 GGCTGCGCCACG 0.647

- 31 4855 _p.L1573M|CLTCL NM_007098 NP_009029 P53675 CLH2_HUMAN zation (By similarity).|Heavy 5 TGGCCAAGTCCAC 0.617

+ 5 2391 CR_uc011aiy.1_Mis NM_004327 NP_004318 P11274 BCR_HUMAN DH. 12 AACTACGGAGTTG 0.577

- 2 276 70_uc002zxs.2_5'F NM_013378 NP_037510 Q9UKI3 VPRE3_HUMAN Ig-like. 0 GATATCGAGGGGC 0.622

- 11 1188_1189 n_p.K416E|CHEK2 NM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase373E(2)|p.S372 20 AATCTTGGAGTG 0.416 470496;rs146546850

+ 12 2752 sense_Mutation_p NM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1 TCCCCATCTCGGC 0.667

- 6 907 p.G250R|SYN3_uc NM_003490 NP_003481 O14994 SYN3_HUMAN and synaptic-vesicle bindin 1 CATGTCCCAGCTT 0.542

- 6 727 e_Mutation_p.G121 NM_006860 NP_006851 Q9BW83 IFT27_HUMAN 0 TGTTCCCAACTAA 0.542

- 2 388_389 rb.2_Nonsense_Mu NM_001051 NP_001042 P32745 SSR3_HUMAN cellular (Potential). 1 AAGGGCCAGTAG 0.619

+ 7 1998 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCAGAACATC 0.587

+ 1 783_784 2_5'Flank|GCAT_uc NM_005318 NP_005309 P07305 H10_HUMAN 0 AATCAAGAAGGTA 0.564

+ 31 6228 NM_001429 NP_001420 Q09472 EP300_HUMAN 64 GCCCACGTGCAA 0.597

+ 4 358 se_Mutation_p.R48 NM_017590 NP_060060 Q9UGR2 Z3H7B_HUMAN TPR 1. 1 CTGTTCCGGGAGA 0.602 rs139726421

+ 3 291 0gzn.2_Missense_M NM_013327 NP_037459 Q9HBI1 PARVB_HUMAN 0 CCACTTCCAAGGA 0.572

- 2 564 haa.2_Missense_M NM_058238 NP_478679 P56706 WNT7B_HUMAN 1 CCCCCTCCCCAAT 0.627

- 13 5828 arc.1_Missense_M NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN tial).|EGF-like 6; calcium-bin 11 CAGTACGGCCCG 0.612

- 35 5441 p.R571W|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 TTACCCGGGAAAT 0.617

+ 9 1294 p.G271R|CNTN6_u NM_014461 NP_055276 Q9UQ52 CNTN6_HUMAN-like C2-type 4. 8 GCTAGTGGAAAGC 0.398

+ 2 1079 dt.2_Missense_Mut NM_001098213 NP_001091683 P35367 HRH1_HUMAN lasmic (Potential). 2 CCAAGGGGGATGC 0.532

+ 10 1809 bxj.2_Missense_Mu NM_001162499 NP_001155971 O75155 CAND2_HUMAN HEAT 12. 4 GGAGGTGAAGGA 0.632

- 1 241 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 CGGTAGCAGCCC 0.582

+ 5 2377 wd.1_Missense_M NM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN C2. 4 CAGAACTTTCCCA 0.473 rs138785787

+ 2 674 cdq.2_Missense_M NM_052953 NP_443185 Q96PB8 LRC3B_HUMAN 4 TGCTTTCATTCTG 0.443

- 11 1307 axh.1_Nonsense_ NM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1 GTGTTCGTGGGGA 0.378

- 10 1084 fj.1_Missense_Mut NM_000404 NP_000395 P16278 BGAL_HUMAN 1 CATAGGGTGAGTT 0.502

- 9 1329 _Mutation_p.Q379 NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 CCTGCTGATAGAG 0.612

- 11 1645 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 AGGGAGGGGGC 0.612

+ 4 290 003ckr.2_Missense NM_001904 NP_001895 P35222 CTNB1_HUMAN50del(1)|p.M1_A87del(1)|p. 3166 CTCCTTCTCTGAG 0.498 rs121913409

+ 2 968 bal.1_Intron|CXCR6 NM_006564 NP_006555 O00574 CXCR6_HUMAN lasmic (Potential). 1 AGTTTCGAAAGAA 0.473 rs141955108

+ 4 1373 pk.1_Missense_Mu NM_178329 NP_847899 P51677 CCR3_HUMAN cellular (Potential). 8 GGAGCAAGCATCT 0.498

+ 7 639 qn.2_Nonsense_M NM_000316 NP_000307 Q03431 PTH1R_HUMANcellular (Potential). 1 GCCTACCGACGCT 0.607 rs143863124

- 3 419 .1_5'UTR|SCAP_u NM_012235 NP_036367 Q12770 SCAP_HUMAN nal (By similarity). 1 AATTCCACAGGTC 0.537

- 14 3272 .2_Missense_Muta NM_002673 NP_002664 O43157 PLXB1_HUMAN cellular (Potential). 5 CGACGCAGAAACA 0.662

- 3 368 XNB1_uc003csx.2_ NM_002673 NP_002664 O43157 PLXB1_HUMANular (Potential).|Sema. 5 AGATACGTGCCAT 0.647

- 16 2332 wf.1_Missense_Mu NM_002292 NP_002283 P55268 LAMB2_HUMANminin IV type B. 3 GGATTAGGAAATA 0.572

+ 46 4804 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN DHR-2. 0 TCCTTGGAGTTGG 0.488

+ 53 5707_5708 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 TGTCCTCCTTGAG 0.614

- 21 2413 .W588R|ITIH4_uc0 NM_002218 NP_002209 Q14624 ITIH4_HUMAN 3 GAACCCATACCAG 0.567



- 9 1261 _p.P384L|TKT_uc0 NM_001135055 NP_001128527 P29401 TKT_HUMAN 2 CAGAAGGGCACC 0.652

+ 26 3380 p.R1073C|CACNA NM_001128840 NP_001122312 Q01668 CAC1D_HUMANellular (Potential).|III. 11 GTGGTCCGTGAAC 0.527

+ 9 977 _p.G216E|CACNA2 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANular (Potential).|VWFA. 7 TGAATGGAACTTT 0.453

- 14 2161 _p.L291S|C3orf63_ NM_015224 NP_056039 Q9UK61 CC063_HUMAN 5 CTGAATTAAATTAA 0.363

+ 18 1655 UTR|PXK_uc010hn NM_017771 NP_060241 Q7Z7A4 PXK_HUMAN 1 CTCCTCCACCTCC 0.612

- 21 2985 NM_020872 NP_065923 Q9P232 CNTN3_HUMANonectin type-III 4. 5 TGTAGTCCTCTTT 0.408

- 6 822 _p.C30G|PROS1_ NM_000313 NP_000304 P07225 PROS_HUMAN alcium-binding (Potential). 1 CTTTGCATTCATT 0.348

- 13 2919 he.1_Nonsense_M NM_016247 NP_057331 Q9BZV3 IMPG2_HUMANular (Potential).|SEA 2. 3 CACTCGGAGGCT 0.423

+ 9 1318 xx.2_Missense_Mu NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Pro/Ser/Thr-rich. 3 AAATTTCCTCAAC 0.358

- 3 921 e_Mutation_p.G249 NM_003925 NP_003916 O95243 MBD4_HUMAN 2 TACATCCTTTTTT 0.363

- 2 230 p.R27G|NMNAT3_u NM_178177 NP_835471 Q96T66 NMNA3_HUMAN 0 CCACTCGGTGATG 0.572

+ 5 1184 hvn.2_Missense_M NM_207365 NP_997248 Q6P093 ADCL2_HUMAN 0 GACTTCGAAATGT 0.358

- 2 3118 fek.2_Missense_M NM_014926 NP_055741 O94933 SLIK3_HUMAN lasmic (Potential). 10 GGGCAGGCTGTG 0.552

+ 5 545_546 n_p.P125F|FNDC3B NM_022763 NP_073600 Q53EP0 FND3B_HUMAN 3 TCCCTCCCTATCT 0.535

+ 26 3581 hz.3_Missense_Mu NM_022763 NP_073600 Q53EP0 FND3B_HUMANonectin type-III 9. 3 TCTCAGGAGCTAA 0.517

- 1 320 LHL6_uc003flt.1_M NM_130446 NP_569713 Q8WZ60 KLHL6_HUMAN BTB. 3 GCACCACGCGGTG 0.507

+ 17 1770 p.R540Q|ABCF3_u NM_018358 NP_060828 Q9NUQ8 ABCF3_HUMAN C transporter 2. 4 CTGTTCGGGGCAT 0.577

- 2 1351 NM_178496 NP_848591 Q8IYB1 M21D2_HUMAN 0 GGCAGGAAGTCT 0.532

- 2 610 NM_178496 NP_848591 Q8IYB1 M21D2_HUMAN 0 CCACCACGCCTTC 0.493

- 3 2433 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TTCTCTCCAGTAT 0.398

- 3 2289 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 CCACATACTTCAC 0.398

+ 5 1035 p.P211L|PIGG_uc0 NM_001127178 NP_001120650 Q5H8A4 PIGG_HUMANmenal (Potential). 4 GGAAACCCGGTG 0.393

+ 15 2719 D812N|FAM193A_u NM_003704 NP_003695 P78312 F193A_HUMAN 3 TACTGCGACTGCT 0.577

+ 10 1351 DD1_uc003gfq.2_M NM_001119 NP_001110 P35611 ADDA_HUMAN 1 CCTAGGGCTACAG 0.358

+ 45 6167 NM_002111 NP_002102 P42858 HD_HUMAN 4 CTGGCTCGCATGG 0.502

- 14 2350 _p.R206S|EVC2_u NM_147127 NP_667338 Q86UK5 LBN_HUMAN Potential. 5 CCCCACGCTTGAG 0.647

- 9 816 _p.A239T|CRMP1_ NM_001313 NP_001304 Q14194 DPYL1_HUMAN 2 TGATGGCCCGGAA 0.557

- 9 1669 p.D465N|JAKMIP1 NM_144720 NP_653321 Q96N16 JKIP1_HUMAN tion with TYK2 and GABBR 4 TCCTGTCTGTCC 0.537

+ 8 2122 _p.Y652*|WFS1_u NM_001145853 NP_001139325 O76024 WFS1_HUMAN ical; (Potential). 2 GTGTACCGCTCA 0.607

- 16 2384 _Mutation_p.S788N NM_198595 NP_940997 Q8N556 AFAP1_HUMAN 0 GCCTGGCTCTTC 0.677

+ 10 1556 nl.1_Missense_Mu NM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN RRM 2. 1 CTTTCTCCAATCA 0.433

+ 10 1170 p.P312S|RBPJ_uc0 NM_005349 NP_005340 Q06330 SUH_HUMAN 3 GCCACTCCATGTC 0.338

+ 11 1414 NM_021927 NP_068746 Q8N442 GUF1_HUMAN 1 AGGCTAGGATTTC 0.373

+ 1 135 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 CTGAAAGAGCTTG 0.443

+ 1 331 0ihr.2_Missense_M NM_053039 NP_444267 Q9BY64 UDB28_HUMAN 1 ATTTTTCACAAGA 0.294

+ 13 1793 LB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 3. 6 ATGGATGATTTCG 0.413

+ 27 3909 kw.2_Missense_Mu NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential). 5 AGAAATGGAAAAG 0.478

+ 16 3326 PAQR3_uc003hln. NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1 GGGAAAGATAGGG 0.507

+ 2 993 NM_001201 NP_001192 P12645 BMP3_HUMAN 5 CCAAGGGACGCC 0.438

- 3 349 EF1B_uc010ijq.1_ NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN rminal Ras-GEF. 0 GAGAACTGAGTAG 0.368

- 7 1006 cs.1_Missense_Mu NM_001098540 NP_001092010 Q9Y251 HPSE_HUMAN 1 CAGTCCGTCCATT 0.299

- 8 1087 DH1B_uc011ceh.1_ NM_000668 NP_000659 P00325 ADH1B_HUMAN 2 TAAAATCAGCCAC 0.368

- 3 269 NM_000673 NP_000664 P40394 ADH7_HUMAN 3 CAGATTCCTGTGG 0.393

- 26 3328 hxc.1_Splice_Site_ NM_001813 NP_001804 Q02224 CENPE_HUMAN 9 AATGGTCTAGAAA 0.318

+ 8 1722 _p.P382S|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN Extracellular (Potential). 4 TTCTGTCCTGAAG 0.398 rs146224376

+ 9 1865_1866_p.D430N|EGF_uc0 NM_001963 NP_001954 P01133 EGF_HUMAN Extracellular (Potential). 4 CAACTGGATGAA 0.441

+ 6 879 ba.2_Missense_Mu NM_016648 NP_057732 Q4G0J3 LARP7_HUMAN RRM. 3 ATATTTCCTAAAA 0.279



+ 6 951 .D212G|PHF17_uc NM_199320 NP_955352 Q6IE81 JADE1_HUMAN PHD-type 1. 0 TCTGTGACAAATG 0.532

- 8 1705 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1 ACCAATTTCGGGT 0.463

+ 1 1787 t.3_Intron|LRBA_u NM_006439 NP_006430 Q9Y586 MB212_HUMAN 1 GAGAGCGACGCC 0.652

+ 3 1301 _p.S361L|TLR2_uc NM_003264 NP_003255 O60603 TLR2_HUMAN xtracellular (Potential). 3 TAAAATCATTAGA 0.323

+ 3 696 _p.P175S|RBM46_ NM_144979 NP_659416 Q8TBY0 RBM46_HUMAN RRM 2. 2 GTTTATCCAAGTG 0.353

+ 4 636 3_uc003iox.2_Miss NM_000856 NP_000847 Q02108 GCYA3_HUMAN 4 GAGGCAGCAGGA 0.488

+ 15 2993 _Mutation_p.R798Q NM_001083619 NP_001077088 P42262 GRIA2_HUMAN lasmic (Potential). 4 CGAAACGAATGAA 0.448

+ 11 1977 _p.R444C|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 1. 7 GAGTTTCGTAGCA 0.368

- 5 685 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3 ACTTCCCCACTCT 0.368

+ 9 1725 _p.T505N|PALLD_u NM_016081 NP_057165 Q8WX93 PALLD_HUMAN -like C2-type 2. 1 TTTGCACCCTAGT 0.443

- 9 1223 e.1_Missense_Mu NM_012224 NP_036356 Q96PY6 NEK1_HUMANProtein kinase. 6 CTATCCCTAGGAT 0.368

+ 8 949 e_Mutation_p.R25 NM_021942 NP_068761 Q7Z392 CD041_HUMAN 0 AATTGAGAGCCCA 0.318

- 10 6595 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 19. 12 TTCAGTGAAATTT 0.428

+ 11 1176 se_Mutation_p.L35 NM_020731 NP_065782 A9YTQ3 AHRR_HUMAN 2 TGTGCCTCCGGG 0.662

+ 18 2891 3jdk.1_Missense_M NM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8 CACGGGGCTGG 0.527

- 7 2121 se_Mutation_p.E36 NM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4 TTCATTCTTGCAA 0.333

+ 11 1523 TRR_uc003jef.3_R NM_024010 NP_076915 Q9UBK8 MTRR_HUMAN -binding FR-type. 1 TCTTCAACATTGT 0.443

- 78 13601 fc.2_Nonsense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 TTCATCCATTTGG 0.478

- 40 6628 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 CATCCTCATCAAT 0.368

- 4 959 NM_022130 NP_071413 Q9H4A6 GOLP3_HUMAN 1 TTCACCCATTTGT 0.502

- 7 960 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0 TTTTTTCCTGTGT 0.328

+ 19 2486 GA1_uc003jow.2_M NM_181501 NP_852478 P56199 ITA1_HUMAN cellular (Potential). 3 AATAAGGAAAAAT 0.398

+ 20 1971 h.3_Missense_Mu NM_001136034 NP_001129506 Q9NQI0 DDX4_HUMAN case C-terminal. 2 ACTGGTCGTTGTG 0.388

+ 2 330 NM_005242 NP_005233 P55085 PAR2_HUMAN cellular (Potential). 1 GAAAAGGAGTTAC 0.433

+ 33 8017 p.G347R|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN .|Extracellular (Potential). 16 GGTGCTGGAGAGA 0.423

- 17 2333 _p.F511C|MCTP1_ NM_024717 NP_078993 Q6DN14 MCTP1_HUMAN 2 CTGATAAAGTTTC 0.353

- 13 1452 03kpp.1_Splice_Si NM_022140 NP_071423 Q9HCS5 E41LA_HUMAN 1 CACTGACCTTTTT 0.313

- 1 514 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 CCGGTGCTGGAC 0.383

+ 3 513 ksn.2_Missense_M NM_182761 NP_877438 A1A519 F170A_HUMAN 1 ACAACATGTCTCC 0.493

+ 1 580 NM_177478 NP_803431 Q8N4E7 FTMT_HUMAN rritin-like diiron. 1 TTGTGCGATTTCC 0.507

- 7 1289 wk.2_Missense_M NM_004199 NP_004190 O15460 P4HA2_HUMAN 0 CCAGCTCGTTCGT 0.433

- 13 1850 _p.E551K|KIF3A_u NM_007054 NP_008985 Q9Y496 KIF3A_HUMAN Potential. 1 GATGTTCTTGTTG 0.398

- 2 445 f20_uc003lav.2_5'F NM_001099221 NP_001092691 Q6ZNK6 TIFAB_HUMAN FHA. 0 CACAGCCCTTGCG 0.647

- 10 1614_1615HL3_uc011cyd.1_In NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN Kelch 2. 0 GAGCACCGCTGC 0.599

+ 1 563 03lhc.1_Missense_ NM_018905 NP_061728 Q9Y5H9 PCDA2_HUMANcellular (Potential). 4 CGGTTTCCTCTAG 0.448

+ 1 1966 lhd.2_Intron|PCDH NM_018906 NP_061729 Q9Y5H8 PCDA3_HUMAN |Extracellular (Potential). 8 CACGGTGAACCC 0.697

+ 1 1050 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN |Extracellular (Potential). 6 ATCCTATGAAATTA 0.358

+ 1 1475 003lhi.2_Intron|PC NM_018908 NP_061731 Q9Y5H7 PCDA5_HUMAN r (Potential).|Cadherin 5. 3 CCTACTCGCTGGT 0.662

+ 1 1922 l.2_Intron|PCDHA6 NM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANr (Potential).|Cadherin 6. 5 CTGACTCGCCACG 0.647

+ 1 871 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN |Extracellular (Potential). 1 CCCTTCGAAATAA 0.458

+ 1 1948 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN |Extracellular (Potential). 1 CCTCCGCGCTCG 0.706

+ 1 1463 o.1_Intron|PCDHG NM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANr (Potential).|Cadherin 5. 0 AAGTTTCCTACTC 0.592

+ 1 610 3ljo.1_Intron|PCDH NM_018924 NP_061747 Q9Y5G1 PCDGF_HUMANr (Potential).|Cadherin 2. 0 AGGGAAGAGCAG 0.552

+ 1 2213 3ljs.1_Intron|PCDH NM_032088 NP_114477 Q9Y5G5 PCDG8_HUMAN|Extracellular (Potential). 0 CAAATCGCTCTGC 0.468

+ 1 967 1_Intron|PCDHGB5 NM_018929 NP_061752 Q9Y5F6 PCDGM_HUMANr (Potential).|Cadherin 3. 3 GAGCCCGTGACC 0.542 rs142098675

+ 11 1093 _p.S353L|ARHGAP NM_015071 NP_055886 Q9UNA1 RHG26_HUMAN PH. 1 CTTTGTCGGAAGA 0.498

+ 3 326 _p.R69Q|FBXO38_ NM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN KLF7 (By similarity).|F-box 6 ATCTGCGAGTTGT 0.468



- 2 433 on_p.G80R|CSF1R NM_005211 NP_005202 P07333 CSF1R_HUMAN 1.|Extracellular (Potential). 54 AGGTCCCCGTGTT 0.612

- 8 1034 3lua.2_Missense_M NM_181776 NP_861441 Q495M3 S36A2_HUMAN ical; (Potent p.G302V(1) 2 ACATTCCCAAAGA 0.453

- 26 3239 g.2_Missense_Mut NM_003062 NP_003053 O75094 SLIT3_HUMAN EGF-like 1. 4 GCACAGCGGTACA 0.622

+ 2 397 C99_uc011deq.1_5 NM_017785 NP_060255 Q96EA4 SPDLY_HUMAN Potential. 2 CAGAATCAATTGG 0.413

+ 35 3589 OCK2_uc010jjm.2_ NM_004946 NP_004937 Q92608 DOCK2_HUMANnteraction with CRKL. 7 CCAAGTCGGTGGA 0.577 rs137955744

+ 4 389 mdf.1_Missense_M NM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1 ACAAAGGACATGG 0.413

+ 4 1334 SD1_uc011dfx.1_M NM_022455 NP_071900 Q96L73 NSD1_HUMAN 3 TCCTTAGGAGAAG 0.418

- 5 760 _p.G196D|DOK3_u NM_024872 NP_079148 Q7L591 DOK3_HUMAN RS-type PTB. 0 TGGGTGCCCTTG 0.687

+ 8 1246 0jll.2_3'UTR|BTNL8 NM_001040462 NP_001035552 Q6UX41 BTNL8_HUMANY.|Cytoplasmic (Potential). 2 TTCCAAGCAGGGA 0.507

+ 3 648 NM_197975 NP_932079 Q6UXE8 BTNL3_HUMAN .|Extracellular (Potential). 0 GGACAGGATTTGT 0.502

+ 8 1245 p.2_Missense_Mu NM_197975 NP_932079 Q6UXE8 BTNL3_HUMANY.|Cytoplasmic (Potential). 0 TTGTCTCCCAACA 0.498

- 5 734 nj.1_Missense_Mut NM_006098 NP_006089 P63244 GBLP_HUMAN WD 5. 0 TGCCTCCAGAAGC 0.512

- 13 1483 _p.A450V|EXOC2_ NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7 ACAAAGGCCACCC 0.428

+ 1 885 mua.2_Missense_M NM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2 ACGATGCGTCCTG 0.547

- 11 1776_1777nba.2_Missense_M NM_005493 NP_005484 Q96S59 RANB9_HUMAN 2 GTTTCTCCAACTC 0.356

- 3 711 _p.D171N|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 GTAGAATCTTTAAT 0.398

+ 15 1712 e.1_Missense_Mut NM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2 TCTCGGGTTTGAC 0.453

- 20 2045 NM_001503 NP_001494 P80108 PHLD_HUMAN FG-GAP 5. 3 AGTTTCCCCATTG 0.493

- 1 236 nk|HIST1H2AC_uc NM_003526 NP_003517 P62807 H2B1C_HUMAN 1 TGCGCTCAAATAT 0.577

- 1 233 NM_030876 NP_110503 Q9UGF6 OR5V1_HUMAN lasmic (Potential). 4 GATCAGTCACAGT 0.393

- 3 199 nse_Mutation_p.R1 NM_019052 NP_061925 Q8TD31 CCHCR_HUMAN 1 CCATTCTTGGCAG 0.547

- 5 1046 dnk.1_RNA|HLA-B NM_005514 NP_005505 P01889 1B07_HUMAN ical; (Potential). 0 CTACACATCACAG 0.597

+ 18 1739 SH5_uc003nwx.1_M NM_172166 NP_751898 O43196 MSH5_HUMAN 3 CAAGTCCTTGGGG 0.572

- 12 1907_1908nxd.2_Missense_M NM_025258 NP_079534 Q9Y334 G7C_HUMAN 3 CTAGAGGACCCC 0.584

- 1 341 aw.2_Missense_Mu NM_002586 NP_002577 P40425 PBX2_HUMAN 1 CAGGCTCCCCAC 0.592

- 4 1457 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TCTTTGGGAATCC 0.478

+ 9 999 N11_uc011dvn.1_5 NM_007058 NP_008989 Q9UMQ6 CAN11_HUMANalpain catalytic. 2 CGGAATCCCTGGG 0.597

- 3 650 _p.S158L|RCAN2_ NM_005822 NP_005813 Q14206 RCAN2_HUMAN 0 GGGGGCGAGATG 0.532

- 17 2787 oyp.3_Missense_M NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN cellular (Potential). 2 GCTTGGGAAAATC 0.463

- 5 484 NM_145740 NP_665683 P08263 GSTA1_HUMAN ST C-terminal. 1 CTCTTTGATCAAG 0.398

+ 1 501 se_Mutation_p.G11 NM_014464 NP_055279 Q9UJW2 TINAG_HUMAN 4 CCAGAAGGTAGGC 0.353

+ 7 1671 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN .|Extracellular (Potential). 50 GGAGTTCGTGGAG 0.527

+ 14 3788 e_Mutation_p.P886 NM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1 AAACTTCCTGGGT 0.393

+ 19 4409 135A_uc003pfn.2_ NM_001162529 NP_001156001 Q9P2D6 F135A_HUMAN 1 CAGGATCGCTATG 0.328

- 51 8038 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMANal.|Nonhelical region (NC3). 9 TGTATCCTTGTTA 0.279

- 5 3300 _p.R877Q|FILIP1_u NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4 ATGGCTCGTTCTG 0.443

+ 2 1331 bm.2_Missense_M NM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1 GCTGTTCGCATCA 0.507

+ 15 2676 _p.S809R|GRIK2_u NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 GGAGAGCAAAGAG 0.483

- 15 2148 _p.M606I|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMAN ial.|Domain II and I. 9 CCCGTTCATATCT 0.358

- 30 5123 1_Intron|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN III 7.|Extracellular (Potentia 25 ACATTTCCTCAGA 0.398

- 14 3238 M184A_uc003pyl.3_ NM_024581 NP_078857 Q8NB25 F184A_HUMAN 7 TTATTTCCTTGAG 0.358

- 2 232 nse_Mutation_p.R NM_004665 NP_004656 O95498 VNN2_HUMAN CN hydrolase. 0 ATGATTCGAGCAC 0.448

- 4 1101 .R281Q|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 CTGTATCGACTAG 0.443 rs145724464

- 11 1526 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN Pro-rich. 0 catggctggagcAGCT 0.214

- 2 598 p.H67Y|SHPRH_uc NM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3 CTCTGTGAGCCAC 0.388

- 3 652 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1 AGGCCTCAGGGA 0.557

+ 13 4101 LP4_uc003qrg.2_In NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 CGTACACCCTCCC 0.662



+ 10 1394 NM_000876 NP_000867 P11717 MPRI_HUMAN enal (Potential).|3. 3 TATTTTGGAGGTG 0.423

+ 44 6746 NM_000876 NP_000867 P11717 MPRI_HUMAN umenal (Potential). 3 CCCAACGATCAG 0.498

- 30 4833 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 36. 6 GTACTCCCACCTC 0.493

- 21 3334 NM_005577 NP_005568 P08519 APOA_HUMAN Kringle 32. 6 TTCTTCCTGTGAC 0.483

+ 10 1246 NM_000301 NP_000292 P00747 PLMN_HUMAN Kringle 4. 4 ACCACAGGAAAGA 0.488

- 15 2490 NM_003247 NP_003238 P35442 TSP2_HUMAN TSP type-3 2. 5 TCACACCGTCATT 0.562

+ 2 659 e_Mutation_p.P100 NM_133463 NP_597720 Q400G9 AMZ1_HUMAN 0 CTACAGCCGATAG 0.642

+ 18 3226 e_Mutation_p.E646 NM_001007157 NP_001007158 O94880 PHF14_HUMAN 3 GAAGCTGAAAGAA 0.274

+ 4 681 03ssh.2_Missense_ NM_018374 NP_060844 Q9NUM4 T106B_HUMAN 0 GAAGAACGTAAGT 0.279

- 5 698 kug.2_Missense_M NM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3 CTTGAGGAAGTCT 0.383

+ 41 6681 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 2 (By similarity). 15 TGACAACAGATGA 0.393

+ 5 1138 kwe.2_Missense_M NM_032222 NP_115598 Q4G0A6 F188B_HUMAN 0 GCCAGCCCGCAC 0.547

+ 11 2499 _p.M353I|CCDC12 NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 GTGATGGAGGAA 0.537

- 10 1458 _p.R390Q|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 AAGGTTCGAAACT 0.388

+ 10 1133 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFC 5. 3 CCATCAGTAGCTG 0.483

+ 4 2353 _p.K691*|CDK13_ NM_003718 NP_003709 Q14004 CDK13_HUMAN 5 GAAACCAAAGAAA 0.343

+ 2 91 _p.S31L|MRPS17_ NM_182633 NP_872439 Q8N859 ZN713_HUMAN 2 AGGAATCACTGAC 0.517

- 5 1605 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 CTAAAGGCTTTGC 0.443

+ 7 2086 tte.2_Missense_Mu NM_016220 NP_057304 Q9UII5 ZN107_HUMANC2H2-type 13. 1 AAAATTCATACTG 0.353

- 14 1282 z.1_Missense_Mut NM_005338 NP_005329 O00291 HIP1_HUMAN otential.|pDED. 8 AGATCTGCTTCCA 0.677

- 2 1134 .1_Intron|CCDC14 NM_006682 NP_006673 Q14314 FGL2_HUMAN nogen C-terminal. 2 GGATATCGATCAT 0.398

- 5 7208 _Mutation_p.E230 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CAGTTTCCTTCTT 0.418

- 5 4875 v.2_Missense_Mut NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GTTCTTCGTTTTC 0.398

- 22 3032 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN ne type-1 2.|Helical; (Poten 7 CAACTCCTGCTAT 0.353

- 16 2195 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN r 1.|Cytoplasmic (Potential) 7 CATTACGAACTGT 0.393 rs28381914

+ 14 2378 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAC 0.522

- 33 4973_4974 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 GAAATCCAGTTTG 0.411

- 4 1349 NM_002711 NP_002702 Q16821 PPR3A_HUMAN p.D440N(1) 34 CATTATCATCCAG 0.418 rs145814266

+ 9 1536 OXP2_uc011kmv.1 NM_014491 NP_055306 O15409 FOXP2_HUMAN eucine-zipper. 8 CAGGTGGTGCAAC 0.408

+ 14 2219 nq.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 GGGAAAAAAGGAA 0.378

- 13 1461 lks.2_Missense_M NM_022444 NP_071889 Q9BZW2 S13A1_HUMAN ical; (Potential). 2 ACCATCAAAGAAG 0.363

- 5 1827 vly.1_Missense_M NM_176814 NP_789784 Q2TB10 ZN800_HUMAN C2H2-type 6. 1 AAAGAGGACACTT 0.358

+ 6 705 N33_uc003voq.1_5 NM_178562 NP_848657 Q86UF1 TSN33_HUMAN cellular (Potential). 1 GTGGAGGGATTTC 0.512

- 33 2983 vtu.2_Splice_Site_p NM_004717 NP_004708 O75912 DGKI_HUMAN 3 CACCCCTAAATCA 0.572

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 14 1711_1712 NM_000420 NP_000411 P23276 KELL_HUMAN cellular (Potential). 4 CTCGATCCAAGCT 0.545

+ 1 757 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMAN Name=6; (Potential). 2 ATCATTGATGCCG 0.498

+ 1 1267 NM_001008747 NP_001008747 A4D2H0 A4D2H0_HUMAN 0 GAGAAGCTTTCTA 0.378

+ 2 493 3wfn.2_Missense_M NM_003575 NP_003566 Q9UDV7 ZN282_HUMAN 0 ACAGCCGAGAAG 0.632

- 2 965 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1 GGATCCAGAAATT 0.562

+ 1 566 C61_uc003wgx.2_I NM_138434 NP_612443 Q96FA7 CG029_HUMAN 1 TGGTCCGCGAGG 0.632

- 36 5881 kz.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN Pro-rich. 63 GTGAGTTAGAGGA 0.527

- 22 3673 kz.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 AAGATTCACAGCA 0.269

- 58 9334 e_Mutation_p.P231 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 23. 25 TGCCAGGGTTGC 0.522

- 28 4819 p.E869K|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 9. 25 CACATTCCTTCCC 0.458

- 20 3332 p.S373F|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 6. 25 TCGTGGGAACTCT 0.478

+ 24 2749 p.Y892D|XPO7_uc NM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5 CAGGATTACCCCA 0.458



- 10 1281 NM_003844 NP_003835 O00220 TR10A_HUMAN mic (Potential).|Death. 6 AGGCATCCCCTGG 0.537

+ 6 619 ea.1_Missense_M NM_003817 NP_003808 Q9H2U9 ADAM7_HUMANcellular (Potential). 5 ATTATTCCTGTAC 0.373

+ 3 2501 _p.R605K|NEFM_u NM_005382 NP_005373 P07197 NFM_HUMAN Tail. 1 cagtgggagggaagag 0.214

+ 3 756 HD2_uc003xlc.2_M NM_015214 NP_056029 O94830 DDHD2_HUMAN 2 TATGTTCCCTACT 0.398

- 2 461 NM_003068 NP_003059 O43623 SNAI2_HUMAN 2 GCCACTGTGGTCC 0.517

- 17 3318 DNL_uc003xqt.3_R NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN 2 AAATTTCACCTAA 0.473

+ 4 1262_1263P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 CAGGAAGAACAG 0.396

+ 4 3056 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GTTATGGAAAGTA 0.328

+ 4 6432 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 GTCATTACTTCTT 0.323

- 4 1216 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3 GGATGGGAAATCC 0.443

- 1 292 _5'Flank|C8orf44_u NM_025054 NP_079330 Q96JH7 VCIP1_HUMAN Pro-rich. 8 gcggcggcaacggagg 0.527

- 9 1280 A6_uc003xxr.3_Int NM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2 AATTGGGAATTGT 0.378 rs140734555

+ 26 3317 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 AAGATTCTGGTCA 0.393

- 6 732 h.1_Missense_Mu NM_000971 NP_000962 P18124 RL7_HUMAN 0 TGGTCCTCCCTGT 0.433

+ 8 1009 yar.2_Missense_Mu NM_004133 NP_004124 Q14541 HNF4G_HUMAN 1 TTTTTTGATCCAG 0.318

- 5 833_834 _p.E93K|HEY1_uc NM_012258 NP_036390 Q9Y5J3 HEY1_HUMAN 3 CGGTTCCGTGGG 0.713

+ 2 927 NM_173549 NP_775820 Q6P6B1 CH047_HUMAN Glu-rich. 0 TAGAAAGAATTCC 0.433

- 6 817 _Mutation_p.P254 NM_006281 NP_006272 Q13188 STK3_HUMAN Protein kinase. 4 CTCATTGGATGTAT 0.348

+ 14 2460 ylq.2_Missense_Mu NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 TTATAGGAAGGAC 0.388

+ 28 4156 lq.2_Missense_Mu NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15 CCGCATGGATCAC 0.393

- 10 924 ank|NRBP2_uc010 NM_178564 NP_848659 Q9NSY0 NRBP2_HUMANProtein kinase. 2 CTGTGACCCGGGT 0.647

- 12 835 zkl.2_Missense_Mu NM_002839 NP_002830 P23468 PTPRD_HUMAN 1.|Extracellular (Potential). 22 TGAAAGAGGCAAC 0.418

- 8 1257 n_p.L400F|MPDZ_ NM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 3. 6 AATTACCCAATTTT 0.303

+ 10 1439 _p.V383F|UNC13B NM_006377 NP_006368 O14795 UN13B_HUMAN 5 ACCAAGGTTCGAC 0.433

- 2 1376 NM_003028 NP_003019 Q15464 SHB_HUMAN with LAT, FAK1, JAK1 and 3 AGGGCTCCATGTA 0.557

+ 1 526 42421_uc004aed.1_RNA 0 GAGCCCAATCTGC 0.607 rs141617852

+ 6 1181 n_p.P102L|CENPP NM_001012267 NP_001012267 Q6IPU0 CENPP_HUMAN 2 CCGGCCAGGGT 0.567

+ 2 371 NM_001012994 NP_001013012 Q5VWJ9 SNX30_HUMAN 0 TCCCTTCTCAACA 0.403

- 1 779 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANcellular (Potential). 3 GAGGGAGGACAC 0.527

- 2 494 NM_005347 NP_005338 P11021 GRP78_HUMAN 4 TCTTGGCGGCATC 0.607

- 3 1359 PS1_uc011mac.1_ NM_012098 NP_036230 Q9UKU9 ANGL2_HUMANnogen C-terminal. 0 TGGTGTCGTGGC 0.632

+ 8 1166 _p.A374V|SLC2A8 NM_014580 NP_055395 Q9NY64 GTR8_HUMAN Name=10; (Potential). 2 GCTGGCCGTGG 0.701

+ 13 1160 e_Mutation_p.R272 NM_001005373 NP_001005373 Q6UWE0 LRSM1_HUMAN Potential. 0 TTGAACGGCGCCT 0.582

- 5 374 n_p.S26L|C9orf78_ NM_016520 NP_057604 Q9NZ63 CI078_HUMAN 0 GAAAACGATGTCC 0.507

- 5 668 mzn.2_Missense_ NM_005312 NP_005303 Q13905 RPGF1_HUMAN 7 TGTCTTCTGAGTT 0.557

+ 6 598 ez.2_Missense_Mu NM_017588 NP_060058 P61964 WDR5_HUMAN WD 3. 0 TCCAACCTTATTG 0.473

+ 2 593 NM_000093 NP_000084 P20908 CO5A1_HUMANSP N-terminal. 11 AAAGGCCCGGATG 0.557

- 6 929 NM_017617 NP_060087 P46531 NOTC1_HUMANEGF-like 8; ca p.G310R(1) 856 CAGGTCCCGCCG 0.627

- 2 1609 u.2_Missense_Mu NM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 cctgctcTAGGGAGC 0.348

+ 4 1016_1017cmg.1_Missense_M NM_006088 NP_006079 P68371 TBB2C_HUMAN 1 CGACCCCCGCCA 0.604

- 6 2812 0ndi.2_Missense_M NM_181332 NP_851849 Q8N0W4 NLGNX_HUMAN lasmic (Potential). 4 GTGGGATGTCATC 0.557

+ 3 317 NM_016562 NP_057646 Q9NYK1 TLR7_HUMAN ular (Potential).|LRR 1. 5 GAAATTCCTGGAG 0.493

+ 2 769 se_Mutation_p.L18 NM_152634 NP_689847 Q8N8B7 TEANC_HUMANTFIIS central. 1 TAGAGCTTCTTTA 0.428

- 3 569 NM_030624 NP_085127 Q96M94 KLH15_HUMAN 2 CCTGAAGAATCTC 0.388

+ 1 1487 NM_001136533 NP_001130005 2 GACACAGAAATAA 0.448

+ 4 1179 _p.E287K|MAGEB1 NM_002363 NP_002354 P43366 MAGB1_HUMAN MAGE. 0 GTCCTCGAGTTTT 0.512

- 40 5918 _Mutation_p.C1769 NM_004006 NP_003997 P11532 DMD_HUMAN ction with SYNM (By similar 6 CCAAGCATTTCAG 0.383



+ 8 1437 rf22_uc010ngv.2_R NM_152632 NP_689845 Q6ZTR5 CX022_HUMAN 3 GATCCTGAAAAGG 0.373

+ 1 281 NM_000531 NP_000522 P00480 OTC_HUMAN 2 ATGGTTCGAAATT 0.378 rs72552300

- 27 4003 ey.1_Missense_Mu NM_004229 NP_004220 O60244 MED14_HUMAN 4 CATACTCTTGTTT 0.343

+ 22 2876 _p.P832A|RBM10_ NM_005676 NP_005667 P98175 RBM10_HUMAN 5 CCAGAGCCCAAGA 0.612

+ 1 132_133 ntron|LOC1001339 NR_027444 0 TTGGCCTCACAC 0.653

+ 6 822 NM_007137 NP_009068 P51508 ZNF81_HUMAN 0 CTGAGTCGCACTA 0.333

- 41 4908 nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMAN lasmic (Potential). 6 AAGGGCGGAAGA 0.512

- 2 164 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VIT. 6 ACCACCGTGGAG 0.493

+ 3 582 H159Y|TRO_uc00 NM_001039705 NP_001034794 Q12816 TROP_HUMAN 1 ACTGGCCATGAGG 0.507

- 1 999 NM_001012968 NP_001012986 Q56A73 SPIN4_HUMAN 2 AGAACAGGATCTT 0.448

- 2 1620 xg.2_Missense_Mu NM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0 GGTTCTCGAACTT 0.572

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

- 3 1196 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 CATATTTCATATTTT 0.453

- 16 2144 n_p.T681A|ABCB7_ NM_004299 NP_004290 O75027 ABCB7_HUMAN 1 TCTGTGTATGCCA 0.408

+ 1 392 e_Mutation_p.H74Q NM_053281 NP_444511 Q96NX9 DACH2_HUMANDACHbox-N. 5 CATGCACGGGATG 0.547

- 3 1172 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0 CCTTAAGAAATTT 0.483

+ 13 1481 pc.1_Missense_Mu NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN 14 AGCCAAGGTGGC 0.557

+ 32 2967 _p.K922I|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 GTCTTAAAGGTAA 0.408

+ 13 1753 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN 3 TTCATAGACCTAA 0.358

- 11 1931 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5 ACCATGGAATTGT 0.458

- 10 1456 NM_020721 NP_065772 Q9ULL0 K1210_HUMAN 5 TCTTTTCGTTGAT 0.433

- 16 1707 muh.1_Missense_M NM_001081550 NP_001075019 Q8NI27 THOC2_HUMAN 3 CATTTTCCTTGGT 0.388

- 31 8096 p.E2684K|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 CCCCTTCTGTCCA 0.517

- 6 2931 mvf.1_Missense_Mu NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8 TATGATCTCCCTT 0.383

- 6 2929 vf.1_Missense_Mu NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8 TGATCTCCCTTAT 0.383

+ 6 5036 p.S1377F|GPR112_ NM_153834 NP_722576 Q8IZF6 GP112_HUMAN cellular (Potential). 12 ACACTTCCACAAG 0.428

- 14 1540 P11C_uc004fba.2_ NM_173694 NP_775965 Q8NB49 AT11C_HUMAN lasmic (Potential). 8 CAGCATCGTTTGT 0.353

+ 4 1679 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CCTGAGAGAACTC 0.478

+ 4 1681 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 TGAGAGAACTCAC 0.483

+ 2 124 NM_001009614 NP_001009614 Q5VSR9 SPXN1_HUMAN 0 TTGAAAAAGATGA 0.408

- 3 913 p.D187N|CSAG1_u NM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1 GGCCATCGTAGGA 0.582

+ 9 813 _p.G218S|SRPK3_ NM_014370 NP_055185 Q9UPE1 SRPK3_HUMANProtein kinase. 3 CAGACCGGTAAG 0.627

- 9 998 p.R265C|MPP1_uc NM_002436 NP_002427 Q00013 EM55_HUMAN e-like.|Interaction with MPP 3 GGCTGCGACCCAC 0.527

- 2 680 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0 TGGCGAGTCACTT 0.498

- 39 5751 e_Mutation_p.R741 NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12 GGGATGCGGGAC 0.647

+ 3 509 anv.2_Intron|TAS1R NM_138697 NP_619642 Q7RTX1 TS1R1_HUMAN cellular (Potential). 3 CTATGCGGCCAG 0.378

- 9 1151 mi.1_Missense_Mut NM_001428 NP_001419 P06733 ENOA_HUMAN 4 ACTTCTCGTTCAC 0.572

+ 27 6673 13D_uc001atx.2_M NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 CGAAGGCACCAG 0.502

- 3 415 oca.1_Missense_M NM_004431 NP_004422 P29317 EPHA2_HUMANcellular (Potential). 10 AAGATACGCTCAG 0.542

- 8 956 1_Intron|MST1P9_ NR_002729 0 CCGTCGAGGTTCC 0.667 rs1057378

- 14 1741 _p.V429I|ALDH4A NM_170726 NP_733844 P30038 AL4A1_HUMAN 0 GCACGACGTCCC 0.458 rs150916561

- 39 4949 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN inin EGF-like 11. 9 TGCAGCGGTACCC 0.597 rs142149919

- 2 1042 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2 GAACGACCCTCCG 0.642

+ 4 945 MB2_uc001bzd.1_In NM_178548 NP_848643 Q6VUC0 AP2E_HUMAN 0 GACTCTCGCCTCC 0.642

+ 1 4631 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0 CCAACCTAGAGGA 0.667

+ 1 4642 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0 GAGCCCGCCTCC 0.672

+ 9 1238 ym.2_Missense_M NM_000779 NP_000770 P13584 CP4B1_HUMAN 2 TGTACCGCCAGCT 0.572



+ 2 416 n_p.V67I|ELAVL4_u NM_021952 NP_068771 P26378 ELAV4_HUMAN RRM 1. 2 CTCATCGTCAAC 0.448 rs116391279

- 2 548 P105L|ZCCHC11_u NM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3 TTCACCGGTGAAT 0.403

- 4 2334 n_p.R25C|KANK4_ NM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6 CTGCACGGAAGC 0.468 rs139344628

- 14 2230 e_Mutation_p.V649 NM_002227 NP_002218 P23458 JAK1_HUMAN otein kinase 1. 61 CTCCACGTCGCG 0.592

+ 2 344 se_Mutation_p.H61 NM_152996 NP_694541 Q8NDV1 SIA7C_HUMANmenal (Potential). 5 CGAACTCACTATG 0.438

+ 22 7065 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN ular (Potential).|GPS. 8 GCTGGTCGGCCAG 0.617

- 3 192 MA5_uc010ovj.1_5' NM_002790 NP_002781 P28066 PSA5_HUMAN 0 ATGGCTGTAGAAC 0.418

+ 7 990 ense_Mutation_p.E NM_004425 NP_004416 Q16610 ECM1_HUMAN roximate repeats.|1. 3 AGGGGGAGGCTC 0.632

- 3 5928 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 8. 17 CCAGATCCCCTTC 0.527

+ 8 947_948 _Missense_Mutatio NM_023015 NP_075391 Q68E01 INT3_HUMAN 3 CGGGAACGGGTG 0.515

- 6 1289 MUC1_uc001fin.2_Missense_Mutation_p.R104W|MUC P15941 MUC1_HUMANotential).|Interaction with P53 4 TATCCCGGGCTGG 0.587

- 1 437 S59L|C1orf66_uc0 NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN 2 TTCTTTGAAGGTT 0.507

+ 1 68 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN cellular (Potential). 1 CCAGGCTGCAGC 0.512

- 24 3672 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 11. 8 ACCTGCCGGATTT 0.463

+ 2 506 tp.3_Missense_Mu NM_002036 NP_002027 Q16570 DUFFY_HUMAN lasmic (Potential). 2 TCTTCCGCTGGCA 0.602

- 2 301_302 _Site_p.G66_splice NM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1 CTGTACCCACGG 0.455

+ 12 1792 uc001fym.2_5'Flan NM_001014443 NP_001014443 Q9UK80 UBP21_HUMAN 5 GAGGCTCCATCAA 0.517

+ 6 650 10ppg.1_Missense NM_002838 NP_002829 P08575 PTPRC_HUMANcellular (Potential). 12 CCTTTCCTACAGA 0.552

+ 15 2234 697L|PPP1R12B_u NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 CAGTTCCAGCAAC 0.582

+ 20 3030 _p.S805*|ZC3H11A NM_014827 NP_055642 O75152 ZC11A_HUMAN 2 AGCTATCAGAAAT 0.378

+ 16 2119 0pyl.1_Missense_M NM_006642 NP_006633 Q86SQ7 SDCG8_HUMANPotential.|Sufficient for homo 0 GGGAGAGTACATG 0.408

- 2 245 2C_uc009xhk.1_5'F NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 TACTCGGAGGCT 0.478

- 4 288 _p.E42K|A1CF_uc NM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1 CATTTTCCTGCAA 0.413

- 7 1082 _p.T320M|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 TCCCTCGTACATG 0.502 rs139460414

+ 3 456 NM_012339 NP_036471 O95858 TSN15_HUMAN ical; (Potential). 0 GTGGCGTGGTGG 0.388 rs150067289

- 16 3510 _p.P562L|DLG5_u NM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8 AGCTCCGGGGAG 0.557

- 42 4760 e_Mutation_p.P153 NM_013451 NP_038479 Q9NZM1 MYOF_HUMAN mic (Potential).|C2 5. 4 CTGTCAGGTAATT 0.552

- 1 2175 NR_002319 0 GCCAGTGTCTGGG 0.537

- 4 517 nse_Mutation_p.R1 NM_022362 NP_071757 Q96T76 MMS19_HUMAN 0 TCAGCCGGTTCTC 0.463 rs29001280

- 9 2959 nse_Mutation_p.A2 NM_015221 NP_056036 Q6XZF7 DNMBP_HUMAN DH. 6 TTGACCGCAAGGA 0.443

- 8 2130 f.2_Missense_Muta NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0 AGGAACCCTGGCC 0.607

- 2 210 C2_uc001kvm.2_5 NM_024040 NP_076945 Q9H467 CUED2_HUMAN 0 GCCTCCGGGAGG 0.602

- 1 441 OC2_uc009xxx.2_In NR_026715 0 GCCAGGTGCCCC 0.537

+ 4 1204 nse_Mutation_p.A2 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 GATCCAGCCCCAA 0.602

- 5 1030 10qty.1_Intron|CUZ NM_022034 NP_071317 Q86UP6 CUZD1_HUMAN lar (Potential).|CUB 2. 2 GTGGGAGTCACAC 0.453

+ 18 2788 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANmenal (Potential). 1 CTGGACGGCATCC 0.711

- 2 1538 ssense_Mutation_p NM_203389 NP_976323 P13489 RINI_HUMAN LRR 1. 0 TGCACCGTGCTTC 0.632 rs149360262

- 30 4076 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN o-rich.|Thr-rich. 1 GCAGCGTGGGG 0.612

- 29 3697 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN 1 GGGCCGTGAGC 0.672

+ 51 14903 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 CAGAGCCGAGCA 0.662

+ 51 14906 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 AGCCGAGCACTAC 0.662

+ 52 15536 b.2_Missense_Mut NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 GGGGACGACCC 0.622

- 1 626 G2_uc001mak.1_In NM_145053 NP_659490 Q8IYU4 UBQLN_HUMAN 3 AGGTCCCGGAAG 0.542

+ 1 277 M5_uc001mbq.1_In NM_001005165 NP_001005165 Q8NGH9 O52E4_HUMAN cellular (Potential). 2 CTCCAAGAGATCA 0.463

- 6 932 MPPED2_uc009yji. NM_001584 NP_001575 Q15777 MPPD2_HUMAN 1 CACGTCGAGGCAT 0.448

+ 7 1533 go.3_Missense_M NM_002843 NP_002834 Q12913 PTPRJ_HUMAN tential).|Fibronectin type-III 8 ACGAGTCGTCATC 0.512

- 14 1144 obi.2_Missense_M NM_004579 NP_004570 Q12851 M4K2_HUMAN 2 CTCACCGGCTCAT 0.602



- 4 758 nk.2_Missense_Mu NM_001277 NP_001268 P35790 CHKA_HUMAN 2 ACATAACGCTCTC 0.393 rs143460799

+ 62 9311 1_Intron|C11orf65_ NM_000051 NP_000042 Q13315 ATM_HUMAN 240 CCGGAAGATGAA 0.403

- 6 3093 al.2_Missense_Mut NM_182557 NP_872363 Q86UU0 BCL9L_HUMAN Met-rich. 2 TCATCCGCTCCAT 0.657

- 10 1571 _p.R404C|KIRREL3 NM_032531 NP_115920 Q8IZU9 KIRR3_HUMANPotential).|Ig-like C2-type 4. 3 CCACACGGGGCA 0.632

+ 24 6250 p.P1667S|WNK1_u NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 ACCATCCCTGGTA 0.498

- 3 552 _5'Flank|NCAPD2_ NM_016497 NP_057581 Q4U2R6 RM51_HUMAN 0 TTCTATCGAAACT 0.433

+ 7 1347 23_uc001qrs.2_Intr NM_001135217 NP_001128689 Q53EV4 LRC23_HUMAN Potential. 1 GTGATTCGACAGA 0.547

+ 12 1635 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMANcellular (Potential). 8 GTAACTGGTCTCC 0.363

- 53 7882 g.1_Missense_Mut NM_002223 NP_002214 Q14571 ITPR2_HUMAN cellular (Pote p.V2489G(1) 14 TCAGCACGGTGAC 0.413

+ 5 751 _Mutation_p.R167T NM_152438 NP_689651 Q96FC9 DDX11_HUMAN Helicase ATP-binding. 3 AAGAAAGAGAGA 0.612

+ 26 2889 .1_Missense_Muta NM_152438 NP_689651 Q96FC9 DDX11_HUMAN 3 AGCCCGTGTGGA 0.597

- 4 583 se_Mutation_p.K17 NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 CTTACCTTAACAT 0.299

+ 11 2257 mj.1_Missense_Mu NM_012284 NP_036416 Q9ULD8 KCNH3_HUMANytoplasmic (Potential). 0 GGCTGACGTACTG 0.662

+ 34 4204 lt.2_Missense_Mut NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 AGGGTTCGTCTCG 0.502

+ 3 997 A1_uc009zmb.1_M NM_002135 NP_002126 P22736 NR4A1_HUMAN 0 TGCCTACGGCCTT 0.667 rs150018506

- 8 1392 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Tail. 6 TGCTCACGGAGTT 0.507 rs145362309

+ 3 314 NCKAP1L_uc010so NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 GTACATCGTGAAA 0.378

+ 20 2171 _p.V240M|NCKAP1 NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 TTCTCCGTGTTTG 0.453

+ 1 209 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMAN Name=2; (Potential). 2 AAATTTCGTTCAC 0.378

- 24 5077 p.G434D|BAZ2A_u NM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN 0 TGGTGCCCTCAG 0.547

+ 11 1293 1snj.1_Missense_M NM_005412 NP_005403 P34897 GLYM_HUMAN 2 CAGGGGCCCCAG 0.557

- 10 1670 NM_020700 NP_065751 Q9ULR3 PPM1H_HUMAN PP2C-like. 4 ATGTATTAAAGGA 0.527

+ 2 397 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0 ACTCCTTTTGAAC 0.378

- 16 1991 _p.P501L|CDK17_u NM_002595 NP_002586 Q00537 CDK17_HUMAN 7 AAACCCGGGTCC 0.353

- 26 3086 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 CCGCCCGGGTGG 0.602

- 2 304 2B_uc001uau.2_5 NM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2 CTGAAGCCGCGG 0.672

- 4 578 _p.P154L|NCOR2_ NM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4 TGTGCGGGGGG 0.642

+ 1 132 n_p.N33H|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 CACCCCAACCCAC 0.657

- 14 1970 NM_175066 NP_778236 Q8N8A6 DDX51_HUMAN 2 TACCGAGGAACCA 0.617

+ 3 862 SPH8_uc001umg.2 NM_017520 NP_059990 Q99549 MPP8_HUMAN 0 CATTCCGACAGCA 0.443

+ 4 925 NM_206827 NP_996563 Q6T310 RSLBA_HUMAN all GTPase-like. 1 AAATGCGTGCAGT 0.517

- 4 365 se_Mutation_p.M1I NM_001010875 NP_001010875 Q5SVS4 KMCP1_HUMAN e=2; (Potential).|Solcar 1. 1 GCGTAACATCGCG 0.478

+ 19 2171 11A_uc001vsm.1_M NM_015205 NP_056020 P98196 AT11A_HUMAN lasmic (Potential). 4 ACGGCCGCGGCC 0.622 rs146012121

+ 12 1625 p.E482Q|MCF2L_u NM_001112732 NP_001106203 O15068 MCF2L_HUMAN Potential. 2 GGTGCGGAAAATA 0.532

- 1 265 04P_uc001vwb.3_R NM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0 CCTGCACCAGGGG 0.587

- 1 260 04P_uc001vwb.3_R NM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0 ACCAGGGGAAGCA 0.592

- 33 4896 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 TCGTTGCGGCTGC 0.607

+ 11 1107 ssense_Mutation_p NM_004086 NP_004077 O43405 COCH_HUMAN VWFA 1. 3 AAATACGTAAAGC 0.438

- 13 1904 se_Mutation_p.P47 NM_001083893 NP_001077362 Q13033 STRN3_HUMAN WD 2. 0 GGACTCGGCATAT 0.368

- 6 1492 NM_015382 NP_056197 Q9ULT8 HECD1_HUMAN 5 CTTTTCGTCCTTC 0.458

+ 2 134 1xsg.2_Missense_MNM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0 CAGGCCGAGAAT 0.473 rs140366557

+ 9 1738 se_Mutation_p.F53 NM_014844 NP_055659 O15040 TCPR2_HUMAN 3 CAGCTTCAATGGT 0.512

- 8 1296 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMANkinase C-terminal. 11 TAAGGTGCTTCTA 0.463

- 4 807 KT1_uc001ypm.2_M NM_005163 NP_005154 P31749 AKT1_HUMAN PH. 134 TGCGTTCGATGAC 0.657

- 7 1676 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GAGGACGCATCCT 0.537

+ 8 945 qv.2_Missense_Mu NM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1 TGGTAGCGCTGCT 0.657

- 1363 0 CCGTGCTCAGTGT 0.647 rs76812739



- 80 12471 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 16. 13 CCCAGCCGGCCG 0.647

+ 3 915 _p.T282A|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 AAGCCCACTATGA 0.547

- 17 1707 NM_014691 NP_055506 O60306 AQR_HUMAN 1 GCCATTCGCGCCC 0.443

+ 8 1207 ucl.1_Missense_Mu NM_001211 NP_001202 O60566 BUB1B_HUMAN 4 TGATAGCTGTACC 0.418

- 2 330 K3_uc002ayv.2_Mi NM_001099436 NP_001092906 Q6PHR2 ULK3_HUMAN Protein kinase. 2 AGCTGCACAATGT 0.552

+ 4 496 0bmt.1_Missense_ NM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 1. 27 GACCTGTGGGG 0.512

- 21 3725 r.3_Missense_Mut NM_002693 NP_002684 P54098 DPOG1_HUMAN 2 GCAGCGCGGTAG 0.602 rs145004638

- 18 3110 nr.3_Missense_Mu NM_002693 NP_002684 P54098 DPOG1_HUMAN 2 TGCTCACGGCTGA 0.557

- 6 538 ense_Mutation_p.R NM_001077350 NP_001070818 Q12980 NPRL3_HUMAN 1 TACGACGGGACA 0.607

- 3 202 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4 CACGGGTAGGTGA 0.592

- 5 985 010uus.1_5'Flank| NM_058192 NP_478072 Q9UJJ7 RUSD1_HUMAN 0 CCTGCACGAGCTG 0.721

- 2 451 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN 0 CCAGGCGTGCCAG 0.741

- 8 1458 _p.P249L|ABCA3_ NM_001089 NP_001080 Q99758 ABCA3_HUMAN 16 ATGAACGGCGGG 0.627

+ 1 990 2_5'Flank|TBC1D2 NM_006181 NP_006172 O00634 NET3_HUMAN minin EGF-like 1. 1 GCCTCACGGTGCC 0.672

- 14 1395 407_splice|CORO7 NM_024535 NP_078811 P57737 CORO7_HUMAN 0 TACTTACGCTTGC 0.587

+ 12 1094 h.2_Missense_Mu NM_020686 NP_065737 P80404 GABT_HUMAN 1 TTCTTTCGGAAGC 0.557

- 5 1157 _p.S343L|UMOD_u NM_003361 NP_003352 P07911 UROM_HUMAN ZP. 2 CCCAGCGACACC 0.552

+ 17 3613 e_Mutation_p.E824 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 ATAGAGAGAACTT 0.428

+ 11 2500 y.2_Missense_Mut NM_000418 NP_000409 P24394 IL4RA_HUMAN lasmic (Potential). 2 GGTCCTCGCCCC 0.662

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4 CACATCGGAGAAG 0.433 rs146914846

+ 4 2341 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4 GTCATAGTGGAGA 0.418

- 5 440 6A10P_uc002edi.1_RNA 0 GGTGTTTTTGTAG 0.512

- 6 3854 gn.1_Missense_Mu NM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 27. 4 CAACGTGGATTTG 0.423

+ 4 1271 c010cbm.1_Misse NM_022162 NP_071445 Q9HC29 NOD2_HUMAN NACHT. 4 GGTTCACGGATCG 0.547

+ 4 473 .2_5'UTR|NUP93_ NM_014669 NP_055484 Q8N1F7 NUP93_HUMAN 2 GAGTCCCGGAAGA 0.308

- 5 678 q.2_Intron|NQO1_ NM_000903 NP_000894 P15559 NQO1_HUMAN 0 TGTCCCCGTGGAT 0.333

+ 8 1179 p.M239V|WWOX_u NM_016373 NP_057457 Q9NZC7 WWOX_HUMANwith MAPT (By similarity). 0 AAGTCCATGGTAA 0.517

- 29 4861 D1L2_uc002fgg.1_R NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN lasmic (Potential). 3 GACCCGGGGACG 0.587

+ 9 1583 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN Kelch 5. 2 CGAAGTCGTGAGG 0.498

+ 3 393 chl.2_Missense_M NM_024731 NP_079007 Q8N4N3 KLH36_HUMAN BTB. 2 TTTCCAGAAGGAG 0.612

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

- 2 765 d.1_Missense_Mu NM_017575 NP_060045 Q86US8 EST1A_HUMAN n with telomeric DNA. 4 CCCGGCCTCCCG 0.627

- 23 3316 .R1094Q|ANKFY1_ NM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN 3 AGCAGTCGGAACA 0.562

+ 8 1523 ghe.2_Missense_M NM_000937 NP_000928 P24928 RPB1_HUMAN 1 ACTTGCGTTTCCA 0.552

- 8 993 n_p.R135G|TP53_ NM_001126112 NP_001119584 P04637 P53_HUMAN K1 (By similaLGRNS(2)|p.G2 22245 TGTTCCGTCCCAG 0.522 rs55832599

+ 6 1222 LK_uc010cri.1_RN NM_016231 NP_057315 Q9UBE8 NLK_HUMAN Protein kinase. 3 TAGGACGAAGAAT 0.413

- 7 877 n_p.R58Q|CORO6_ NM_032854 NP_116243 Q6QEF8 CORO6_HUMAN WD 5. 0 AAGTACCGAATGC 0.607

+ 3 230 _p.G73R|MLLT6_u NM_005937 NP_005928 P55198 AF17_HUMAN 6 AAAGACGGGGCA 0.597

- 5 926 NM_181535 NP_853513 Q7Z3Y7 K1C28_HUMAN Rod.|Coil 2. 1 GCAGCGAGGCG 0.652

- 1 296_297 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -C-[GIKRQVHEL]- [SPTR]-[ 0 TGGGGCTTGCAG 0.446 375721;rs425755

- 2 1043 _p.R215W|HOXB3 NM_002146 NP_002137 P14651 HXB3_HUMAN Homeobox. 0 GAGGCCGGCACA 0.632

- 5 639 NM_018509 NP_060979 Q96AG4 LRC59_HUMANCytoplasmic (Potential). 1 CCAGCCGCCGCT 0.532

- 8 3841 _p.A629T|RNF43_u NM_017763 NP_060233 Q68DV7 RNF43_HUMANCytoplasmic (Potential). 1 GGAGGCGTCAAC 0.632

+ 4 2468 p.S623N|TNRC6C NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMAN on with argonaute family pr 2 CTGACAGTAATAG 0.532

+ 30 4379 n_p.V1034I|RPTOR NM_020761 NP_065812 Q8N122 RPTOR_HUMAN WD 4. 6 ATCCGCGTCTACG 0.617

+ 3 569 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN 3 GGCCTCGAAACAG 0.512 rs147386217

- 1 458 DLGAP1_uc002km NM_004746 NP_004737 O14490 DLGP1_HUMAN 4 CGCTGCGGTGCTC 0.677



+ 19 3394 192_uc002kru.2_R NM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 ACATTATCATCTAT 0.373

+ 7 716 XL3_uc002kxq.2_5' NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 AAATCTCCCACTG 0.318

- 2 1410 p.R474H|ZBTB7C_ NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN type 4; degenerate. 1 ATGTGGCGGTGCA 0.607 rs141739519

- 10 1423 ec.1_Missense_Mu NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANyosin head-like. 5 GCTTGCGATGACA 0.577

+ 13 2986 1_3'UTR|CTDP1_u NM_004715 NP_004706 Q9Y5B0 CTDP1_HUMAN 0 GAGGCCGACGAG 0.652

+ 4 452 wq.2_Missense_M NM_024967 NP_079243 Q9HAH1 ZN556_HUMAN 3 ATAAACGTGGAAG 0.373

+ 14 1775 xj.1_RNA|NCLN_uc NM_020170 NP_064555 Q969V3 NCLN_HUMAN ical; (Potential). 0 GCCTACGTGGCTG 0.672

- 10 998 _p.P301S|STAP2_u NM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN Pro-rich. 1 TGGGGGCAGTGG 0.597 rs139216713

- 3 2836 N4_uc010dub.1_5'UNM_001080400 NP_001073869 Q96Q06 PLIN4_HUMAN roximate tandem repeat.|26 0 CCTTAGCGCCACT 0.592

+ 7 1026 mgu.3_Missense_M NM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN CH. 1 CTGGCCGAGTTG 0.662

- 5 36092 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GTTGGACTCACTC 0.478

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TGGGGGAAGTGG 0.473

- 4 725 709_uc002mtx.3_I NM_144976 NP_659413 Q8TBZ8 ZN564_HUMAN C2H2-type 3. 1 CATTCCGGACATG 0.433

- 3 590 ense_Mutation_p.T NM_032301 NP_115677 Q5XUX1 FBXW9_HUMAN WD 1. 1 GACTCCGTCCCCA 0.557

+ 8 2081 _p.E617K|SYDE1_ NM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2 GACAGCGAGGACG 0.642

- 10 1285 _p.G29E|ILVBL_uc0 NM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2 GGGCTTCCAGAA 0.557

+ 3 468 NM_024074 NP_076979 Q9H6F2 TM38A_HUMAN lasmic (Potential). 3 TGGTGCGAGTCC 0.527

+ 12 1636 se_Mutation_p.A22 NM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0 GACCAGGCTGCCC 0.637

- 4 827 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCTCTCCAG 0.393

+ 2 903 _p.P336L|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN type 7; degenerate. 1 CAACCCCTACTAA 0.348 rs142651314

- 4 1111 rj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 7. 0 GAAGAACGGCTAA 0.393 rs410211

+ 14 1298 NM_015302 NP_056117 O94927 HAUS5_HUMAN 0 GTGCCGGAGCCC 0.632

- 2 233 uu.1_Missense_Mu NM_172139 NP_742151 Q8IZI9 IL28B_HUMAN 0 CCTGGGGAAGAG 0.637

- 5 1534 omv.2_Missense_M NM_001005851 NP_001005851 Q9Y6R6 Z780B_HUMANC2H2-type 12. 2 TTATGTCGAGCAA 0.408

+ 5 1053 2F1_uc010xvw.1_I NM_052848 NP_443080 Q96F63 CCD97_HUMAN 0 AACCCCGACTTCG 0.612

- 4 842 ug.1_Intron|PSG3_ NM_021016 NP_066296 Q16557 PSG3_HUMAN 2 AGCTTCGCTGTG 0.502

- 2 472 se_Mutation_p.R11 NM_002781 NP_002772 Q15238 PSG5_HUMAN g-like V-type. 3 TCTTCCCGGGTG 0.433

- 11 1552 pdp.1_Missense_M NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 TCCACGGGGGTG 0.607

+ 3 410 RX_uc010elm.1_RN NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2 ATGCCCGTGAGGA 0.632

+ 11 1602 p.D348N|PPFIA3_ NM_003660 NP_003651 O75145 LIPA3_HUMAN Potential. 1 ATGAACGATGACC 0.642

+ 1 248 P2A1_uc002ppo.2_ NM_014203 NP_055018 O95782 AP2A1_HUMAN 2 GGGGGCTCGCG 0.697

- 5 921 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 2. 3 CTGTACTTCTTGT 0.483

+ 6 1161 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 3. 0 GCCATCGTAGATG 0.433

+ 4 2891 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0 CCTTCCGTCACAA 0.363 rs150688663

+ 4 2950 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0 TACAAGTGTAATG 0.348

- 6 1060 ILRA3_uc010erk.2 NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 4. 1 GGCCCGGCCGC 0.627

- 2 908 _p.R206*|ZBTB45_ NM_032792 NP_116181 Q96K62 ZBT45_HUMAN 0 CACCTCGGTCATC 0.677

- 2 194 _p.G71V|PDIA6_u NM_005742 NP_005733 Q15084 PDIA6_HUMAN 0 TACAGACCATTCA 0.413

- 1 1274 F3C_uc010ykr.1_M NM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4 GGGTGCTGCCCA 0.567

- 7 1105 R113_uc010eyk.1_ NM_001145168 NP_001138640 Q8IZF5 GP113_HUMAN cellular (Potential). 4 TCCAGGCCGCGG 0.632

+ 5 641 R144Q|SEMA4F_u NM_004263 NP_004254 O95754 SEM4F_HUMANxtracellular (Potential). 4 CTCAGCGGTCAG 0.512

+ 20 2975 nse_Mutation_p.K2 NM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6 CAAATAAGATGAC 0.418

+ 21 2481 ion_p.T805M|MAP NM_145687 NP_663720 O95819 M4K4_HUMAN 4 GTGAAACGGAATC 0.478

+ 12 3257 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4 TCACACGGTTCAG 0.393

+ 15 3701 kp.2_Missense_Mu NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 GAGATGGAACGG 0.507

+ 2 1254 _p.R261C|TMEM17 NM_001105198 NP_001098668 Q53S58 TM177_HUMAN 1 GCCCTGCGCAGT 0.592 rs114786834

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 ATCTTGTTCCTGA 0.607



- 81 12516 r.2_Missense_Muta NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 112. 20 TCACATCGCTCTG 0.493

- 27 3766 p.P1233S|LY75_uc NM_002349 NP_002340 O60449 LY75_HUMAN cellular (Potential). 0 CAACTGGTTTGAC 0.328

+ 48 3770 NM_000090 NP_000081 P02461 CO3A1_HUMAN 13 TTGCCCCGTATTA 0.498

- 20 3226 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 TTCAGCCTTTCCA 0.299

- 40 6658 vfh.2_Intron|FN1_u NM_212482 NP_997647 P02751 FINC_HUMAN trand 3 (CS-3) (V region). 13 GACCAGAAGTGC 0.527

- 14 2212 NM_005381 NP_005372 P19338 NUCL_HUMAN g/Gly/Phe-rich. 3 CTCCTCGGAAGC 0.517

+ 5 755 PP_uc002vsr.2_5'F NM_001632 NP_001623 P05187 PPB1_HUMAN 1 ACGTGCCTGCCTC 0.672

- 41 9262 znj.1_Missense_M NM_004369 NP_004360 P12111 CO6A3_HUMAN ype-III.|Nonhelical region. 18 CTTCACGGGACA 0.473 rs148318789

- 2 762_763 oc.1_Missense_Mu NM_001005853 NP_001005853 Q6IFH4 OR6B2_HUMAN Name=6; (Potential). 0 CAGGTAGAGAAG 0.579

+ 7 637 gca.1_Missense_M NM_130811 NP_570824 P60880 SNP25_HUMAN coiled-coil homology 2. 2 ATGCCCGAGAAAA 0.458

- 5 635 wtu.2_Missense_M NM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1 TCGTGACGTTGGG 0.622

- 17 2820 _p.T898M|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMAN lasmic (Potential). 20 ATCTGCGTGATGT 0.572

- 5 776 NM_005560 NP_005551 O15230 LAMA5_HUMANminin N-terminal. 3 GACGTCCGTTCAC 0.498

- 3 721 dv.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6 CACTATCGGAGGT 0.572

+ 2 734 .1_Intron|C21orf29 NM_198689 NP_941962 P60409 KR107_HUMAN repeats of C-C-X(3).|18. 0 AAGCCCGTCTGCT 0.662

- 2 1274 f57_uc002ziw.2_5' NM_003906 NP_003897 O60318 MCM3A_HUMAN 5 CGCGCCGGAGTT 0.507 rs17182566

- 36 4259 sy.3_Missense_Mu NM_058004 NP_477352 P42356 PI4KA_HUMAN 4 TCTTCACGCAGCC 0.512

- 2 1458 70_uc002zxr.1_5'F NM_021916 NP_068735 Q9UC06 ZNF70_HUMAN 2 GCTTCTCGCCAGT 0.572

+ 11 1367 LC2A11_uc011ajc.1 NM_001024938 NP_001020109 Q9BYW1 GTR11_HUMANName=11; (Potential). 1 TGGTCGGCCTGG 0.642

- 2 1018 rb.2_Missense_Mu NM_001051 NP_001042 P32745 SSR3_HUMAN lasmic (Potential). 1 TTGAAGCGGTAGG 0.617

+ 2 1222 gxy.2_Missense_Mu NM_002409 NP_002400 Q09327 MGAT3_HUMANmenal (Potential). 0 GCGTCCTTTTCCT 0.642

+ 21 2663 issense_Mutation_ NM_152513 NP_689726 Q5TIA1 MEI1_HUMAN 2 GTGGGCGGTCTTA 0.567

+ 2 1940 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 9. 1 CCTTCCATCACAA 0.418 rs1808125

- 13 7315 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 TTTAAGCGGGTCT 0.512

- 1 643 _p.P127S|MST1R_ NM_002447 NP_002438 Q04912 RON_HUMAN ular (Potential).|Sema. 6 GCGCGGGATCCA 0.687

+ 5 669 lg.1_Missense_Mu NM_002070 NP_002061 P04899 GNAI2_HUMAN 3 AGACCACGGGGAT 0.592

+ 4 1536 o.3_5'UTR|GRM2_ NM_000839 NP_000830 Q14416 GRM2_HUMAN cellular (Potential). 1 CCCTTTCGCCCAG 0.542

- 4 428 d.2_Missense_Mu NM_017442 NP_059138 Q9NR96 TLR9_HUMAN 4 AGCATTCGCTCCT 0.607

- 1 774 n_p.R83H|MAGI1_ NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN PDZ 1. 6 TCATAGCGGGGCA 0.716

- 9 609 bfy.1_Missense_M NM_003968 NP_003959 Q8TBC4 UBA3_HUMAN with UBE2M N-terminus. 1 CAAAGGGACAAT 0.423

- 6 843 AM86D_uc003dpq NR_024241 0 TACCTGCTGCAAT 0.597

- 29 2496 ul.2_Missense_Mu NM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN p.R805Q(1) 4 ATGTATCGCACAT 0.458

- 16 3329 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANar (Potential).|IPT/TIG 3. 1 TGCGGCGGGGAC 0.667

- 7 2195 blc.1_Missense_M NM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1 TGCTGCTGCAGC 0.572

- 3 866 NM_001040100 NP_001035189 Q8NFR3 SSPTB_HUMANmenal (Potential). 0 ATAGATCGCTCCC 0.428

+ 4 546 n_p.A83T|ACTL6A_ NM_004301 NP_004292 O96019 ACL6A_HUMAN 1 CAGAGGCACCGG 0.323

- 6 866 _p.L223F|ALG3_uc NM_005787 NP_005778 Q92685 ALG3_HUMAN 0 TGGGAGGAAGC 0.637

+ 18 2833 _Mutation_p.R839C NM_198241 NP_937884 Q04637 IF4G1_HUMAN 3/EIF4A-binding. 7 CGAGGACGCCTG 0.488

+ 13 2946 NM_004443 NP_004434 P54753 EPHB3_HUMAN(Potential).|Protein kinase. 11 GAGAGCGACCCT 0.567

+ 13 2058 p.T380M|TBC1D14 NM_001113361 NP_001106832 Q9P2M4 TBC14_HUMAN 2 TCGCCACGATCCA 0.607

+ 19 2545 bwi.1_Missense_M NM_020777 NP_065828 Q96PQ0 SORC2_HUMANLumenal (Potential). 2 ATCTACCGCGTGT 0.522

+ 1 4105 _p.A986T|PCDH7_u NM_002589 NP_002580 O60245 PCDH7_HUMAN lasmic (Potential). 4 TGGGAGCAGGAG 0.443

+ 21 2686 p.G718R|LIMCH1_ NM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4 TCCAGGGAGATG 0.403

+ 4 805 P|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 1.|Thr-rich. 4 ACACCTTCTGCAA 0.522

+ 32 5357 3iek.2_Missense_M NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 TGAACAGGTAAG 0.373

+ 9 2193 p.G642R|GAB1_uc NM_002039 NP_002030 Q13480 GAB1_HUMAN 4 ATGGAGGAAGCA 0.438

- 2 1113 NM_145720 NP_663772 Q8IY51 TIGD4_HUMANpe.|H-T-H motif (By similarity 1 TTAGACGTAACAT 0.383



+ 12 2001 _p.E154K|ETFDH_ NM_004453 NP_004444 Q16134 ETFD_HUMAN 3 GGGCCCGAGCAG 0.363

- 10 5068 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 14. 12 TTACTTCGATCTA 0.368

+ 17 2767 3jdk.1_Missense_M NM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8 GCCATCGTGCGC 0.627

- 4 441 NM_032286 NP_115662 Q9BTT4 MED10_HUMAN 1 GAAGGCGGGTGAT 0.517

+ 11 2068 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6 AGAGGAGACACAC 0.612 rs112192848

+ 4 923 NM_002439 NP_002430 P20585 MSH3_HUMAN action with EXO1. 4 AACAAACGGTCCA 0.378

- 2 1288 NM_203406 NP_981951 Q68D91 MBLC2_HUMAN 0 GTTACACGTAGAG 0.323 rs138820203

+ 64 12971 _Mutation_p.S1998 NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GTTCCAGTGGAG 0.438

+ 74 15724 _p.V2916I|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GCCACTGTAACTG 0.463

- 2 550 cxc.1_Missense_M NM_178450 NP_848545 Q86UD3 MARH3_HUMAN 1 ACTAGGCTGCCAC 0.587

- 15 2417 uv.2_Missense_Mut NM_001999 NP_001990 P35556 FBN2_HUMAN e 10; calcium-binding. 15 ATTCATCAACATC 0.502

- 8 1479 uv.2_Missense_Mut NM_001999 NP_001990 P35556 FBN2_HUMAN e 5; calcium-binding. 15 TATCCACGTGGAC 0.438 rs112428886

- 5 766 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN EF-hand. 2 TCCCTGAACAGAG 0.557

- 4 624 lbp.2_Missense_M NM_004598 NP_004589 Q08629 TICN1_HUMAN Kazal-like. 1 CCATGGCTGACTG 0.473

+ 3 2887 G826R|PCDHA7_uc NM_018899 NP_061722 Q9Y5I4 PCDC2_HUMANP-X-X-P.|Cytoplasmic (Pote 4 GAGGCTGGCATT 0.498

+ 1 1103 CDHGA4_uc003ljq. NM_018919 NP_061742 Q9Y5G7 PCDG6_HUMAN |Extracellular (Potential). 1 TCGCCCTTTTTCA 0.428

- 3 349 3mbs.1_Missense_ NM_001017995 NP_001017995 A1X283 SPD2B_HUMAN PX. 4 CCATGGGAAATTT 0.463

- 11 1546 p.R528W|CCHCR NM_019052 NP_061925 Q8TD31 CCHCR_HUMAN 1 CACCCCGAATGGT 0.612

+ 4 835 _p.R208H|MICB_u NM_005931 NP_005922 Q29980 MICB_HUMAN e.|Extracellular (Potential). 0 CCTGGCGTCAGGA 0.582

- 9 3776 NM_019105 NP_061978 P22105 TENX_HUMAN onectin type-III 5. 0 TGTACTGGACCAT 0.582

+ 7 1403 rf.1_Missense_Mut NM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0 GGGTCCGCCCTG 0.647

- 3 554 2_Intron|TMEM151 NM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4 CAGCAGCGGAGC 0.607 rs151164597

+ 16 2846 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN cellular (Potential). 50 ACAACCGATTCGT 0.363

+ 7 793 f165_uc010kbv.1_RNM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1 CTGCCCGGAGCC 0.488 rs142943998

+ 2 327 _p.M45V|DSE_uc0 NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 CATCCCATGCTGT 0.542

- 12 1705 .1_Missense_Muta NM_003379 NP_003370 P15311 EZRI_HUMAN ction with SCYL3. 1 TAGCCCGTGGGC 0.647

+ 5 457 se_Mutation_p.R79 NM_004906 NP_004897 Q15007 FL2D_HUMAN 0 GTAATGCGACTAG 0.378

+ 2 427 e_Mutation_p.K107 NM_032448 NP_115824 Q96EK7 F120B_HUMAN 1 AGGCTCAAGAACA 0.433

- 3 270 kq.2_Missense_Mu NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 GCTTGCGCTCAGA 0.647

+ 11 1382 _p.A119T|TTYH3_u NM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN Name=5; (Potential). 0 GTCACAGCCCTCA 0.637

+ 15 2606 wq.1_Missense_Mu NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Pro-rich. 5 GCGATGCGAGCC 0.716

+ 9 1215 k.2_Missense_Muta NM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMAN 2 ACCAGACTACTAA 0.577

- 6 791_792 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMAN 0 GACCAAGGTTATT 0.307

+ 18 2722 _Mutation_p.V490M NM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5 ACAGGCGTGATGG 0.677

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 GCAAAACCTTTAC 0.428

+ 9 1211 0ldp.2_Nonsense_M NM_020879 NP_065930 Q8IYE0 CC146_HUMAN 2 GATTTTCGAAATT 0.423

- 19 2402 ll.2_RNA|POT1_uc NM_015450 NP_056265 Q9NUX5 POTE1_HUMAN 1 ACCACGGATATGC 0.323

+ 4 535 _p.R32C|UBE3C_u NM_014671 NP_055486 Q15386 UBE3C_HUMAN 5 TTTGATCGCTGTG 0.388

+ 9 1227 woz.2_Missense_M NM_183421 NP_904357 Q8TCJ0 FBX25_HUMAN 1 TTCTGTCGGCACT 0.383

+ 7 1422 _p.Q235*|MTMR9_ NM_015458 NP_056273 Q96QG7 MTMR9_HUMAN ularin phosphatase. 0 ACACTCCAGGTGA 0.483

+ 11 1292 _p.L279F|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMANeptidase M12B. 2 CATGTCCTTGGTA 0.388

- 1 806 URG_uc003xim.1_ NM_013357 NP_037489 Q9UJV8 PURG_HUMAN By similarity. 0 TCCCCTCTGGGA 0.448

+ 29 6304 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN Poly-Arg. 9 AGACGGCGGCCT 0.537

- 1 52 NM_001010893 NP_001010893 Q5PT55 NTCP5_HUMAN 0 TTGCTTCTTCTAT 0.299

- 2 742_743 NM_005328 NP_005319 Q92819 HAS2_HUMAN lasmic (Potential). 15 TTTTCGGTGCTC 0.401

- 5 829 n_p.A99T|MTSS1_ NM_014751 NP_055566 O43312 MTSS1_HUMAN IMD. 1 TTAAAGCGCTTTT 0.403

- 14 3611 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 TCCAGGCCATGGA 0.348



- 5 623 104N|TOP1MT_uc NM_052963 NP_443195 Q969P6 TOP1M_HUMAN 1 GATGGTCGCCACG 0.547

- 9 805 zb.2_Missense_Mu NM_003313 NP_003304 Q13630 FCL_HUMAN 1 CCGCCTCGGCTG 0.667

- 3 280 NM_006664 NP_006655 Q9Y4X3 CCL27_HUMAN 0 ATGCTGCGTTGAG 0.527

- 18 3692 M2_uc010mos.2_M NM_013390 NP_037522 Q9UHN6 TMEM2_HUMAN 2 GGTGCCGGCCCA 0.443

+ 4 1872 4apq.3_Missense_MNM_001145124 NP_001138596 0 TTTCCCGTATCCA 0.547

- 5 1173 _p.M306I|LPAR1_u NM_057159 NP_476500 Q92633 LPAR1_HUMAN Name=7; (Potential). 2 GGGGTTCATGGCA 0.522

+ 3 2650 _p.R747C|TLR4_uc NM_138554 NP_612564 O00206 TLR4_HUMAN smic (Potential).|TIR. 16 CTGTACCGCCTTC 0.557

- 1 722 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMAN Name=6; (Potential). 3 AGGTGGGAACTG 0.547

+ 6 861 nse_Mutation_p.E1 NM_002540 NP_002531 Q5BJF6 ODFP2_HUMAN Potential. 1 AACATCGAGCGC 0.582

- 7 694 50A|GBGT1_uc011 NM_021996 NP_068836 Q8N5D6 GBGT1_HUMANmenal (Potential). 0 TACCCACGCATGA 0.597

+ 3 791 NM_000093 NP_000084 P20908 CO5A1_HUMAN rminal.|Laminin G-like. 11 TCTCCCGTCTTCC 0.592 rs145757313

- 9 1190 mez.1_Missense_MNM_001130969 NP_001124441 Q6X4W1 NELF_HUMAN 0 AGGCCTCGTCCAG 0.657

- 7 898 B11_uc010nes.1_R NM_080873 NP_543149 Q8WXH4 ASB11_HUMAN SOCS box. 3 CTCGACCGAGACA 0.512

+ 8 5209 .R1468H|NHS_uc0 NM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7 ACGACCGTTCCTC 0.562

- 11 1592 _p.E473K|MAP7D2 NM_152780 NP_689993 Q96T17 MA7D2_HUMAN 3 CTCTCTCGAGACG 0.458

- 5 482 6KA6_uc011mqu.1 NM_014496 NP_055311 Q9UK32 KS6A6_HUMAN otein kinase 1. 8 TTTGACAATAAAT 0.269

- 2 212 NM_001012755 NP_001012773 Q5H9E4 MCAR6_HUMAN 0 GAAGCTCCTTCCC 0.517

+ 2 510 NM_198576 NP_940978 O00468 AGRIN_HUMAN NtA. 3 GTGTGGAAGGTG 0.652

- 5 1021 _p.R231Q|SDF4_u NM_016176 NP_057260 Q9BRK5 CAB45_HUMAN EF-hand 3. 2 ATTCCCCGGCTGT 0.672

+ 4 1348 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMAN cellular (Potential). 0 GGAAACGTGGAC 0.667

+ 6 2033 NM_152228 NP_689414 Q7RTX0 TS1R3_HUMAN lasmic (Potential). 0 GCGGGGGCCCTG 0.682

- 11 1383 1_Missense_Muta NM_030937 NP_112199 Q96S94 CCNL2_HUMAN 3 TGCAGTCCTTGGA 0.627

+ 4 719 2_uc001agl.1_Miss NM_080875 NP_543151 Q96AX9 MIB2_HUMAN 0 CGCGCCCGTGAG 0.687

+ 12 1727 _Mutation_p.G490S NM_080875 NP_543151 Q96AX9 MIB2_HUMAN ANK 1. 0 TACCTGGGCCAGG 0.662

- 5 251 .S47F|CDK11A_uc NM_033486 NP_277021 P21127 CD11B_HUMAN 1 cctcaagggaatcccgc 0.179

+ 5 778 1ajt.1_Missense_M NM_003820 NP_003811 Q92956 TNR14_HUMAN .|Extracellular (Potential). 1 AGGACACCCTGTG 0.647

+ 4 433 vlk.1_Missense_M NM_005427 NP_005418 O15350 P73_HUMAN 2 TCGACACCATGTC 0.677

- 2 1041 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN 2 ACGGCCCCCACA 0.652

- 8 1170 AA0562_uc001akz NM_014704 NP_055519 O60308 CE104_HUMAN Potential. 0 TCTTCTCCTTGGC 0.552

- 3 543 IAA0562_uc001ak NM_014704 NP_055519 O60308 CE104_HUMAN 0 GAGCAAGTAACTG 0.368

+ 2 496 aln.2_Missense_Mu NM_001042478 NP_001035943 Q9UKB5 AJAP1_HUMAN cellular (Potential). 1 GACCTGCCCGCC 0.572

+ 2 523 aln.2_Missense_Mu NM_001042478 NP_001035943 Q9UKB5 AJAP1_HUMAN cellular (Potential). 1 CCGGGGCCGGAG 0.602

- 3 167 me.2_Nonsense_M NM_000983 NP_000974 P35268 RL22_HUMAN 0 AAAACTGCTCCTG 0.408

+ 6 1301 NM_031475 NP_113663 B1AK53 ESPN_HUMAN 0 CCCTCTCCAACTA 0.612

+ 3 1186 anv.2_Intron|TAS1R NM_138697 NP_619642 Q7RTX1 TS1R1_HUMAN cellular (Potential). 3 TATGCGGTGGCCC 0.607

+ 2 131 n_p.G3D|ZBTB48_ NM_005341 NP_005332 P10074 ZBT48_HUMAN 0 TGGACGGCTCCTT 0.622

+ 3 898 NM_153812 NP_722519 Q86YI8 PHF13_HUMAN 0 ATACTCCCTCGAG 0.587

+ 17 2442 _p.G757D|PER3_u NM_016831 NP_058515 P56645 PER3_HUMAN 3 ACACCGGCTCTGG 0.682

+ 17 2459 _p.G763R|PER3_u NM_016831 NP_058515 P56645 PER3_HUMAN 3 CGCAGGGGAGCG 0.706

+ 17 2858 _p.P896S|PER3_u NM_016831 NP_058515 P56645 PER3_HUMAN Pro-rich. 3 CCACCCCCTTCAG 0.547

- 2 351 FI1_uc001apa.1_5 NM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1 ACTGCTCCAGTAG 0.433

- 20 4250 _p.T1147I|RERE_u NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 AGGTCTGTCCGGG 0.617

- 14 2209 RE_uc010nzx.1_Mi NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 TGGACGCGGTGC 0.602 rs140945349

- 7 1483 _p.R225*|RERE_uc NM_012102 NP_036234 Q9P2R6 RERE_HUMAN BAH. 2 GCTCTCGGTTCTT 0.408

- 5 1223 _p.A138V|RERE_uc NM_012102 NP_036234 Q9P2R6 RERE_HUMAN BAH. 2 CAACAGGCCTGGG 0.547

- 7 705 mi.1_Missense_Mut NM_001428 NP_001419 P06733 ENOA_HUMAN ssion of c-myc promoter act 4 TCTGCTCCAATGC 0.522

+ 17 2952 BE4B_uc010oaj.1_ NM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4 CAGCCTCCATTTT 0.418



+ 21 2181 n_p.T634I|KIF1B_u NM_015074 NP_055889 O60333 KIF1B_HUMAN 3 ACTGGACATTTGC 0.478

+ 25 2601 qz.2_Missense_Mu NM_015074 NP_055889 O60333 KIF1B_HUMAN 3 TGTACTCCCCTTT 0.448

+ 1 98 _Splice_Site_p.Q3 NM_002631 NP_002622 P52209 6PGD_HUMAN 1 GGCCCAGTGAGTG 0.701

+ 3 247 _Missense_Mutati NM_002631 NP_002622 P52209 6PGD_HUMAN 1 AAAGTGGTGGGTG 0.507

+ 1 192 .2_Intron|APITD1_ NM_001302 NP_001293 O00230 CORT_HUMAN 0 GATTGGGCTTAAA 0.522

- 8 1043 _p.W328*|C1orf127 NM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1 TGGCCGCCAGGG 0.687

- 9 1027 _p.T326I|EXOSC1 NM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1 AGGCAGGTCAGTC 0.453

- 1 103 n_p.T18N|EXOSC1 NM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1 GATTTGGTTGCGC 0.672

- 55 7536 sc.2_Missense_Mu NM_004958 NP_004949 P42345 MTOR_HUMAN PI3K/PI4K. 29 GTGGTCCCCGTT 0.423

+ 4 946 OR_uc001asd.2_In NM_021146 NP_066969 O43827 ANGL7_HUMANnogen C-terminal. 0 AGTATAGCCACTT 0.522

- 26 4061 NM_004958 NP_004949 P42345 MTOR_HUMAN 29 CCTGGCCATCGG 0.517

+ 13 2795 asi.1_Missense_M NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANcellular (Potential). 7 TGACCGCTTGTAT 0.587

+ 17 3460 NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANcellular (Potential). 7 ACGGGGCAGTG 0.672

+ 20 3940 NM_020780 NP_065831 Q9P2K9 PTHD2_HUMANcellular (Potential). 7 CTGCCCCCCCACC 0.652

+ 17 1864 p.G300D|CLCN6_u NM_001286 NP_001277 P51797 CLCN6_HUMANasmic (By similarity). 0 TGCGAGGCGTGC 0.468

- 2 1474 1atl.1_Missense_M NM_138346 NP_612355 Q8IYS2 K2013_HUMAN cellular (Potential). 1 AGGTCAGAGAGCT 0.647

+ 17 1943 bb.1_Missense_Mu NM_000302 NP_000293 Q02809 PLOD1_HUMAN 3 CTGCTGGAGTACA 0.597

+ 9 1388 ni.2_Missense_Mu NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Potential). 1 TCAACGCCAGGAT 0.537

+ 13 1756 ni.2_Missense_Mu NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Potential). 1 GCAATGGCCGAG 0.502

+ 15 1807_1808 01atr.2_Missense_ NM_001243 NP_001234 P28908 TNR8_HUMAN lasmic (Potential). 5 TGGGGACCGTGA 0.649

+ 19 3527 _p.S1129F|VPS13D NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 AAAAATCCTTTCC 0.353

+ 19 4379 p.G1413E|VPS13D NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 TGGCGGGAGATGA 0.473

+ 57 11282 S13D_uc001atx.2_ NM_015378 NP_056193 Q5THJ4 VP13D_HUMAN 5 CGTGGAGTTTCCG 0.502

- 2 110 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1 TGCAAGCTCCAGG 0.562

- 4 1241 NM_001099854 NP_001093324 Q5SWL7 PRA14_HUMAN 0 CCACTGGTGTGG 0.552

+ 8 2100 od.1_Missense_M NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 AAGCAGGGTTAAA 0.498

+ 7 681 NM_033440 NP_254275 P08217 CEL2A_HUMANPeptidase S1. 2 GGCGGGCCACTG 0.577

+ 3 161 NM_015849 NP_056933 P08218 CEL2B_HUMANPeptidase S1. 1 GTCTCCCTGCAGT 0.527

+ 4 662 e_Mutation_p.W18 NM_015291 NP_056106 Q9Y2G8 DJC16_HUMAN (Potential).|Thioredoxin. 3 CTGTGTGGAAAGA 0.328

+ 6 914 e_Mutation_p.G265 NM_015291 NP_056106 Q9Y2G8 DJC16_HUMAN lasmic (Potential). 3 TCTCTGGCTGGCA 0.343

+ 15 2164 e_Mutation_p.P37 NM_015291 NP_056106 Q9Y2G8 DJC16_HUMAN cellular (Potential). 3 CCAATCCCAAACC 0.438

+ 4 616 ense_Mutation_p.G NM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN n-binding.|Pro-rich. 1 GGCGGGGAGGC 0.677

+ 10 1491 LIM1_uc001axh.1_ NM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN nding.|LIM zinc-binding 3. 1 GACCAAGGCTGC 0.637

+ 2 533 N_uc010obp.1_5'F NM_015001 NP_055816 Q96T58 MINT_HUMAN By similarity. 15 AGGAGGTGGTGG 0.517

- 1 865 R101K|HSPB7_uc0 NM_014424 NP_055239 Q9UBY9 HSPB7_HUMAN ation to SC35 splicing spec 0 AAACTTCTCTCCG 0.567

+ 19 2052 .V657M|CLCNKA_ NM_004070 NP_004061 P51800 CLCKA_HUMAN CBS 2. 1 CTCTTCGTGACAT 0.612

+ 7 821 ocd.1_Missense_M NM_018090 NP_060560 Q9NVZ3 NECP2_HUMAN 0 ACTTTACCAAATC 0.572

+ 22 3365 _p.A698V|CROCC_ NM_014675 NP_055490 Q5TZA2 CROCC_HUMAN Potential. 5 GAGATGCCCAGAG 0.642

- 7 459 azy.2_Missense_M NM_002403 NP_002394 P55001 MFAP2_HUMAN 0 TGTATGGAGTAGA 0.622

- 20 2403 ense_Mutation_p.A NM_022089 NP_071372 Q9NQ11 AT132_HUMAN lasmic (Potential). 4 CGCAGAGCCTGG 0.627

- 3 315 _p.G42D|ATP13A2 NM_022089 NP_071372 Q9NQ11 AT132_HUMAN cellular (Potential). 4 GGACTGCCACAGT 0.652

- 2 222 n_p.S11N|ATP13A2 NM_022089 NP_071372 Q9NQ11 AT132_HUMAN lasmic (Potential). 4 GGCGTGCTGCCC 0.522

- 15 1811 cm.1_Missense_Mu NM_007365 NP_031391 Q9Y2J8 PADI2_HUMAN 6 GGTCCTCGTCCAT 0.597

- 12 1491 m.1_Missense_Mu NM_007365 NP_031391 Q9Y2J8 PADI2_HUMAN 6 ACGTGGCCCACAG 0.582

+ 12 1478 NM_016233 NP_057317 Q9ULW8 PADI3_HUMAN 2 GTCCCTGCCCCCG 0.607

+ 6 1416 _p.R271H|PAX7_uc NM_002584 NP_002575 P23759 PAX7_HUMAN Homeobox. 203 GTTGGCGTAAGCA 0.652

- 3 313 0090_uc001bbq.2_ NM_015047 NP_055862 Q8N766 K0090_HUMAN cellular (Potential). 1 CAGCAGCATGGC 0.552



- 8 847 cy.1_Missense_Mu NM_201252 NP_957704 0 CGCGTCCCCGTG 0.637

- 4 735 pk.2_Missense_Mu NM_004930 NP_004921 P47756 CAPZB_HUMAN 0 CCATGGTGACCT 0.542

+ 3 1455 NM_000871 NP_000862 P50406 5HT6R_HUMANasmic (By similarity). 1 AGCGGGCGCTGG 0.652

+ 2 444 NM_015207 NP_056022 Q5T2D3 OTUD3_HUMAN OTU. 0 CGGGAAGATTTTG 0.438

+ 3 523 NM_015207 NP_056022 Q5T2D3 OTUD3_HUMAN OTU. 0 TTGCTGGCAATGA 0.388

+ 2 680 NM_032409 NP_115785 Q9BXM7 PINK1_HUMAN e.|Cytoplasmic (Potential). 3 AGAGGCCCAGGT 0.602 rs35802484

+ 7 1458 dn.2_Missense_Mu NM_032409 NP_115785 Q9BXM7 PINK1_HUMAN e.|Cytoplasmic (Potential). 3 TCTACGGCCAGGG 0.602

- 8 1662 KIF17_uc009vpx.2 NM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4 ACCTGAGTCTTGG 0.542

- 15 2592 p.G499E|EIF4G3_u NM_003760 NP_003751 O43432 IF4G3_HUMAN (By similarity).|MIF4G.|HEA 1 GTAAGTCCTGACA 0.413

- 11 1841 _p.L249F|EIF4G3_u NM_003760 NP_003751 O43432 IF4G3_HUMAN 1 GCTTTAAGCTAAAT 0.358

+ 5 868 qb.2_Missense_Mu NM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2 AAGGGAGAGATG 0.527

+ 1 240 NM_001013693 NP_001013715 Q5SZI1 LRAD2_HUMAN 0 GGGGGCAGCCG 0.577

- 26 3394_3395qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMANminin IV type A 2. 9 CGCGGGGTCCTG 0.569

- 7 662 utation_p.S208G|H NM_005529 NP_005520 P98160 PGBM_HUMAN receptor class A 1. 9 GTAGCTGTGGCA 0.627

+ 6 602 _p.H104Y|CDC42_ NM_001039802 NP_001034891 P60953 CDC42_HUMAN 1 ACTCACCACTGTC 0.378

+ 4 1340 _p.E277K|ZBTB40_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CAGAAGGAGGTAG 0.383

+ 8 1997 vqi.1_Missense_Mu NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 AGCCCCTGgagaaa 0.239

+ 11 2036 bgf.2_Missense_Mu NM_017449 NP_059145 P29323 EPHB2_HUMAN .|ATP (By similarity).|Protein 5 CAGGGGAGTTTG 0.582

- 3 1658 gu.2_Missense_M NM_030634 NP_085137 Q9C0F3 ZN436_HUMANC2H2-type 11. 1 GTGAAACCTTTCC 0.473

- 3 896 gu.2_Missense_M NM_030634 NP_085137 Q9C0F3 ZN436_HUMAN C2H2-type 2. 1 CCTTTTCCACATT 0.438

- 3 832 NM_004091 NP_004082 Q14209 E2F2_HUMAN Potential. 4 AGCAGCCCCAGC 0.627

+ 9 660 A2_uc001bhs.1_3 NM_007260 NP_009191 O95372 LYPA2_HUMAN 2 TGGTGCCCGTACG 0.617

+ 2 127 NM_001010980 NP_001010980 Q5T1S8 CA130_HUMAN 0 ACCAGGGGAGAA 0.428

+ 10 1943 _p.D354N|TMEM57 NM_018202 NP_060672 Q8N5G2 MACOI_HUMAN 0 AAGCTGGACCTGT 0.542

+ 5 1210 vry.1_Missense_M NM_020379 NP_065112 Q9NR34 MA1C1_HUMANmenal (Potential). 1 CTGCCGGCGTTCA 0.592

+ 9 1727 _Mutation_p.A286V NM_020379 NP_065112 Q9NR34 MA1C1_HUMANmenal (Potential). 1 AGGATGCCAAGG 0.617

- 3 905 NM_024037 NP_076942 Q9H7T9 CA135_HUMAN 0 GCTCTAGTGTTGT 0.478

+ 3 466 NM_015871 NP_056955 O00488 ZN593_HUMAN 0 ACTGAGGTCCCTG 0.622

+ 21 2121 on_p.S423F|CNKS NM_006314 NP_006305 Q969H4 CNKR1_HUMAN 2 CTGACTCCACAGA 0.637

- 4 368 _5'UTR|UBXN11_u NM_183008 NP_892120 Q5T124 UBX11_HUMAN 1 CCATCTCCATAGA 0.552

- 2 851 NM_021969 NP_068804 Q15466 NR0B2_HUMAN 0 TGATAGGGCGAAA 0.612

- 2 1042 NM_152365 NP_689578 Q8NAX2 CA172_HUMAN 2 GAACGACCCTCCG 0.642

- 3 546 l.2_Missense_Muta NM_005248 NP_005239 P09769 FGR_HUMAN SH3. 2 CAGGGGCCACGTA 0.557

+ 9 949 NM_177424 NP_803173 Q86Y82 STX12_HUMAN cular (Potential). 2 ATAAAACGAAGTG 0.418

+ 4 370 ox.1_Intron|PPP1R NM_014110 NP_054829 Q12972 PP1R8_HUMAN CDC5L, SF3B1 and MELK 0 CACAAGCCTCAG 0.493

+ 6 1934 010ofn.1_Missense NM_001105556 NP_001099026 Q5TEJ8 THMS2_HUMANAsp/Glu-rich. 1 GAAATACTTGAGC 0.358

+ 7 1063 010ofq.1_Splice_Si NM_014474 NP_055289 Q92485 ASM3B_HUMAN 3 CTGACAGGTGTCC 0.567

+ 3 594 NM_018053 NP_060523 Q9H6D3 XKR8_HUMAN ical; (Potential). 0 TTCCTGGGCATCT 0.642

+ 3 812 NM_018053 NP_060523 Q9H6D3 XKR8_HUMAN 0 GGTCTGGCTTCAG 0.637

- 6 520 p.P119S|EYA3_uc0 NM_001990 NP_001981 Q99504 EYA3_HUMAN 3 CAAAAGGAGGTAG 0.423

+ 9 1035 CC1_uc001bqc.1_M NM_001269 NP_001260 P18754 RCC1_HUMAN RCC1 6. 1 CATACAGCCTGGG 0.602

+ 11 1775 tk.1_Missense_Mu NM_203342 NP_976217 P11171 41_HUMAN Hydrophilic. 1 CAGAAGGAAACAG 0.512

- 6 757 ECR_uc001brs.1_R NM_016011 NP_057095 Q9BV79 MECR_HUMAN 1 TTAGCTCCTCTTC 0.493

+ 27 3859 PRU_uc009vtq.2_M NM_005704 NP_005695 Q92729 PTPRU_HUMANphatase 2.|Cytoplasmic (Po 7 CGTGACCCTGCA 0.647

- 8 791 NM_006762 NP_006753 Q13571 LAPM5_HUMAN 0 GGACCACCTGGG 0.592

- 12 1777 M1_uc001bsj.1_Mi NM_014676 NP_055491 Q14671 PUM1_HUMAN Ala-rich. 3 GCAGCAGGAGCC 0.458

- 11 1754 Mutation_p.M548I|P NM_014676 NP_055491 Q14671 PUM1_HUMAN Ala-rich. 3 ACCTGGCATGCCT 0.532



- 8 1356 j.1_Missense_Muta NM_014676 NP_055491 Q14671 PUM1_HUMAN Ala-rich. 3 TGTGCGGCTGATG 0.493

- 2 282 0oge.1_Missense_ NM_004814 NP_004805 Q96DI7 SNR40_HUMAN WD 1. 0 AAGGTGGATCCGT 0.443

- 37 2847 p.V657M|COL16A NM_001856 NP_001847 Q07092 COGA1_HUMANn 5 (COL5) with 3 imperfect 8 CTTTCACCCCTGG 0.557

- 23 1950 _p.P358S|COL16A NM_001856 NP_001847 Q07092 COGA1_HUMANn 8 (COL8) with 1 imperfect 8 CTTTGGGCCCTGG 0.572

- 17 1570 p.G231D|COL16A NM_001856 NP_001847 Q07092 COGA1_HUMANn 9 (COL9) with 3 imperfect 8 TTCTCGCCTTTCT 0.647

- 29 4690 1_Missense_Mutat NM_001703 NP_001694 O60241 BAI2_HUMAN lasmic (Potential). 13 TGCGAGGCATGGT 0.637

+ 4 469 C_uc001bum.2_5'F NM_024296 NP_077272 Q9BUN5 CC28B_HUMAN 0 GGGAAGGAATGC 0.527

+ 8 886 e_Mutation_p.R250 NM_005356 NP_005347 P06239 LCK_HUMAN Protein kinase. 6 TGGAGCGGCTGG 0.672

+ 4 395 ohe.1_Missense_M NM_004964 NP_004955 Q13547 HDAC1_HUMANone deacetylase. 3 TCTGTCAGTTGTC 0.438

+ 6 2067 522_uc010ohm.1_ NM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0 ACGCCAGTCCTCA 0.627

+ 6 2474 522_uc010ohm.1_ NM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0 CCAGCTCCGCCAG 0.657

- 9 1755 1_5'Flank|YARS_u NM_003680 NP_003671 P54577 SYYC_HUMAN 2 GGATTGGATCCAG 0.498

+ 5 580 NM_152493 NP_689706 Q5T0B9 ZN362_HUMAN 0 GCGCGGGCACGG 0.701

+ 5 682 NM_152493 NP_689706 Q5T0B9 ZN362_HUMAN 0 GCCCCCCTCTCCT 0.672

- 6 718 uh.1_Missense_M NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 TCTGTACCTGGAA 0.582

- 15 2252 xm.1_Nonsense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN xtracellular (Potential). 12 GCTGTTCCAGACC 0.632

- 4 520 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN xtracellular (Potential). 12 TTGCAGCTGTAGC 0.622

- 3 1376 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN 3 CCAGTGGTGAGGG 0.567

+ 10 1286 n_p.I361V|ZMYM1 NM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN 0 GATGTCATTGTGG 0.214

+ 11 1347 _p.T381M|ZMYM1 NM_024772 NP_079048 Q5SVZ6 ZMYM1_HUMAN Ser-rich. 0 GTAGTACGGAACA 0.353

+ 9 1480 byu.2_Missense_M NM_005095 NP_005086 Q5VZL5 ZMYM4_HUMANMYM-type 3. 5 AACTTTGCAGTGA 0.418

+ 8 2018 _p.A631T|NCDN_u NM_001014839 NP_001014839 Q9UBB6 NCDN_HUMAN 3 ATCTGGGCCGAC 0.692

- 11 2115 ux.2_Missense_Mu NM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN Potential. 8 GGAATTCTGCAGT 0.343

- 8 1659 vux.2_Splice_Site_ NM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN 8 GGATTACCTCTGT 0.438

+ 15 2104 se_Mutation_p.R55 NM_012199 NP_036331 Q9UL18 AGO1_HUMAN Piwi. 3 GTACAGCGACCAC 0.522

+ 3 456 RHL2_uc001bzu.2_ NM_017825 NP_060295 Q9NX46 ARHL2_HUMAN 1 CGCGATGTCTTTG 0.557

+ 2 308 7D1_uc001cab.2_M NM_018067 NP_060537 Q3KQU3 MA7D1_HUMAN Pro-rich. 5 CAGAAGGTGACCC 0.597

+ 2 90 _p.R76W|MACF1_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16 GATGAACGGGACC 0.507

+ 16 1754 cda.1_Missense_M NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16 GAGCTGGTCACCT 0.393

+ 27 3474 _p.R177K|MACF1_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN 16 CATTAAGGATTGC 0.502

+ 4 6004 .1_Intron|MACF1_ NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 TTGACAGCCTGAA 0.413

+ 13 8013 .G2034S|MACF1_ NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 CTGCAGGGCAAAC 0.552

+ 1 3841 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|2. 0 GAGCCCACCTCCC 0.721

+ 1 4075 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich.|8. 0 GAGCCCACCTCCC 0.726 rs783822

+ 31 12879 a.1_Nonsense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMANR 23.|Spectrin 9. 16 CAGGACCAGACCA 0.478

+ 38 14020 s.1_Missense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 GGAAGAGCATTGA 0.438

- 4 1440 C4_uc001cdm.2_Mi NM_003819 NP_003810 Q13310 PABP4_HUMAN 0 AGCTCAGCTTCCC 0.423

- 1 881 tart_Site|PABPC4_ NM_003819 NP_003810 Q13310 PABP4_HUMAN 0 CCACCACCCCGAG 0.721

+ 3 186 dv.2_Missense_Mu NM_006112 NP_006103 Q9UNP9 PPIE_HUMAN RRM. 0 ACCGAGGATTTG 0.383

- 2 519 _p.A101V|MYCL1_ NM_001033082 NP_001028254 P12524 MYCL1_HUMAN 2 CCCGGGCCGAG 0.706

+ 6 905 T229A|MFSD2A_u NM_001136493 NP_001129965 Q8NA29 MFS2A_HUMAN 2 AACCATACACATG 0.547

- 8 1030 1_Splice_Site_p.Q NM_000310 NP_000301 P50897 PPT1_HUMAN 1 CAGTTACCTGTGT 0.488

+ 8 2423 d.3_Missense_Muta NM_012421 NP_036553 Q13129 RLF_HUMAN 3 TTTAGGGATGCAT 0.363

+ 5 1120 NM_152373 NP_689586 Q5T5D7 ZN684_HUMAN C2H2-type 5. 0 AACATTCCAGATT 0.378

- 8 6887 e_Mutation_p.A189 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 AGTCTGCCCGCA 0.672

- 8 883 XJ3_uc001chg.2_M NM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN 2 TACACTCCATTCC 0.323

+ 3 887 hk.2_Missense_Mu NM_024664 NP_078940 Q9HAB8 PPCS_HUMAN 0 GACTCGGAAACCA 0.408



- 1 165 RE1_uc001chy.3_M NM_022356 NP_071751 Q32P28 P3H1_HUMAN 4 AGGCAGCGGCCA 0.692

+ 12 1301 nse_Mutation_p.S3 NM_001017922 NP_001017922 Q96PL5 ERMAP_HUMAN (Potential).|B30.2/SPRY. 1 TCACATCCCCGCA 0.527

- 9 1732 NM_006516 NP_006507 P11166 GTR1_HUMAN Name=11; (Potential). 5 CAATGGCAGCTGG 0.547

- 8 1036 1cim.2_Missense_M NM_006824 NP_006815 Q99848 EBP2_HUMAN 0 TTGAGGCCTCTGC 0.557

+ 10 1738 ense_Mutation_p.W NM_152498 NP_689711 Q96MR6 WDR65_HUMAN WD 8. 1 TGAATGGAATCTG 0.458

+ 11 2147 0ojz.1_Intron|WDR NM_152498 NP_689711 Q96MR6 WDR65_HUMAN 1 CTCCTTCTTCTCT 0.363

+ 4 1033 TMEM125_uc001c NM_144626 NP_653227 Q96AQ2 TM125_HUMAN ical; (Potential). 1 GCTCTGGCTGCCT 0.687

+ 4 542 p.R166K|MPL_uc0 NM_005373 NP_005364 P40238 TPOR_HUMAN tential).|Fibronectin type-III 363 TCCTGAGGTACGA 0.587

+ 44 5947 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 ACCATGGAAGTGG 0.617

+ 44 6026 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 GTGGTGGGGGTC 0.642

+ 9 1830 n_p.G68D|PTPRF_ NM_002840 NP_002831 P10586 PTPRF_HUMAN tential).|Fibronectin type-III 10 GCGATGGCCCTCC 0.677

+ 16 3200 nse_Mutation_p.V5 NM_002840 NP_002831 P10586 PTPRF_HUMAN III 7.|Extracellular (Potentia 10 ACCGTGGTGTTCC 0.567

+ 27 4839 wt.2_Missense_Mu NM_002840 NP_002831 P10586 PTPRF_HUMAN phatase 1.|Cytoplasmic (Po 10 GTGGCTCCAGTGA 0.587

- 5 892 xd.2_RNA|SLC6A9 NM_201649 NP_964012 P48067 SC6A9_HUMAN cellular (Potential). 0 AGGCGTCCAGTAC 0.622

- 1 218 xd.2_RNA|SLC6A9 NM_201649 NP_964012 P48067 SC6A9_HUMAN lasmic (Potential). 0 GCGATCGCAGCC 0.667

+ 3 1172 NM_173484 NP_775755 Q5JT82 KLF17_HUMAN 2 TCAGACCCACAGG 0.493

+ 5 558 0F|DMAP1_uc001c NM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN SANT. 0 GACCACCTCTTTG 0.517

+ 2 258 olb.1_Missense_Mu NM_006845 NP_006836 Q99661 KIF2C_HUMAN bular (Potential). 1 CAGAAGGAGGTG 0.413

+ 7 945 K3_uc001cmo.2_R NM_004073 NP_004064 Q9H4B4 PLK3_HUMAN Protein kinase. 0 CTGCCAGCCTCTC 0.622

+ 13 1664 K3_uc001cmo.2_In NM_004073 NP_004064 Q9H4B4 PLK3_HUMAN POLO box 1. 0 GCTGTGCCCCGG 0.597

- 18 2843 olg.1_Missense_Mu NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN cellular (Potential). 18 GGGTAGGCGTGC 0.672

- 9 2300 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0 AGGAGCTGCTCC 0.512

+ 1 791 NM_032756 NP_116145 Q96IR7 HPDL_HUMAN 0 CCGGCAGCTCCC 0.682

+ 29 5651 se_Mutation_p.V17 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11 GCATTGGTTCCAG 0.502

- 10 2117 cpc.3_Missense_M NM_003629 NP_003620 Q92569 P55G_HUMAN 0 ATCTGTGCATGAA 0.483

+ 3 541 pw.2_Missense_M NM_147192 NP_671725 Q8NFW5 DMBX1_HUMAN 1 GACCCCCCTGCTG 0.677

- 3 719 BKL2C_uc001cqe NM_201403 NP_958805 Q70IA8 MOL2C_HUMAN 1 ACATGGACAAAGA 0.557

+ 9 1187 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANmenal (Potential). 1 CAGATGGACGCTC 0.423

+ 1 638 NM_012186 NP_036318 Q13461 FOXE3_HUMAN Fork-head. 0 GTCAAGGTGCCCC 0.652

+ 9 1122 ense_Mutation_p.R NM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMAN cellular (Potential). 3 GCCAAAGAATCTG 0.557

+ 10 1325 ense_Mutation_p.E NM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMAN lasmic (Potential). 3 GAGCAGGAGCTG 0.587

- 13 1595 p.A461V|SPATA6_ NM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1 CTACAGGCCTTTT 0.423

- 7 602 AF1_uc001cse.1_M NM_007051 NP_008982 Q9UNN5 FAF1_HUMAN p.0?(1) 2 TGACTAGATGATG 0.338

+ 2 1232 1csg.2_Missense_ NM_001262 NP_001253 P42773 CDN2C_HUMAN ANK 1. p.0?(4) 17 CCTTGGGGGAAC 0.468

+ 12 912 SBPL9_uc001csw NM_024586 NP_078862 Q96SU4 OSBL9_HUMAN 1 ATGATGCTGATGA 0.398

- 4 490 NM_002867 NP_002858 P20337 RAB3B_HUMAN 1 GAGTAGGTCTTGA 0.353

- 1 736 DC12_uc001cti.2_I NM_138417 NP_612426 Q96EK9 KTI12_HUMAN 2 GGCCCACCAAAGT 0.637

- 1 575 DC12_uc001cti.2_I NM_138417 NP_612426 Q96EK9 KTI12_HUMAN 2 GCCCCGGATTCTT 0.587

+ 4 935 _p.D255N|ZFYVE9_ NM_004799 NP_004790 O95405 ZFYV9_HUMAN 8 GGTAGAGACCCCT 0.433

+ 3 482 .1_Intron|FAM159ANM_001042693 NP_001036158 Q6UWV7 F159A_HUMAN 0 GAAGTGCCAAAAG 0.562

+ 3 1073 YG11B_uc010onj.1_ NM_024646 NP_078922 Q9C0D3 ZY11B_HUMAN 4 GTCCAAGCATGC 0.403

+ 7 914 nr.1_Missense_Mu NM_153703 NP_714914 Q7Z5L7 PODN_HUMAN LRR 7. 2 ATCCCCCCGGGG 0.617

- 4 271 C1orf123_uc001cv NM_017887 NP_060357 Q9NWV4 CA123_HUMAN 2 GACCTACCGATGG 0.562 rs112803850

- 13 2107 vj.1_Missense_Mut NM_004631 NP_004622 Q14114 LRP8_HUMAN s B 5.|Extracellular (Potenti 0 GAGCCGATTTGCA 0.512

- 4 2131 NM_201546 NP_963840 Q5VXM1 CDCP2_HUMAN 1 CTTAGGGGTCCCG 0.582

+ 3 496 orf175_uc010oof.1 NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0 GCTCTCGTTCCAG 0.572

- 48 5585 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 TATGGGTTTGCTT 0.373



+ 1 145 NM_006252 NP_006243 P54646 AAPK2_HUMAN ase.|ATP (By similarity). 6 GCGTCGGCACCTT 0.647

- 18 2472 rf168_uc001cyl.2_ NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 AATTCTTCTCCAG 0.323

+ 8 1307 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3 TTGGTGGAGGTTT 0.413

- 14 1849 r.1_Missense_Mut NM_021080 NP_066566 O75553 DAB1_HUMAN 3 CTCGTGCCTGGGA 0.592

- 12 1432 yr.1_Missense_Mut NM_021080 NP_066566 O75553 DAB1_HUMAN 3 GGTGTGGACATG 0.438

- 9 1363 SM1_uc001czc.2_RNM_001085487 NP_001078956 Q5VVJ2 MYSM1_HUMAN SWIRM. 1 ATCCGTCCAATAC 0.348

+ 16 1591 OK1_uc001czp.2_R NM_015888 NP_056972 Q9UJC3 HOOK1_HUMAN tion with microtubules.|Pote 2 CAGCTAGAACAG 0.403

+ 19 1846 OK1_uc001czp.2_I NM_015888 NP_056972 Q9UJC3 HOOK1_HUMAN 2 AAAATGGTAGGTA 0.353

- 5 739 NM_152377 NP_689590 Q8N0U7 CA087_HUMAN 2 AGCTGAGATTGGA 0.423

+ 8 1007 DL_uc001daa.2_M NM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 2. 4 TTGGTGGCACAAA 0.438

+ 27 3743 dbq.1_Missense_M NM_020925 NP_065976 Q5VU97 CAHD1_HUMAN lasmic (Potential). 2 GGCGGCCGTCAC 0.517

+ 13 1923 _p.P574S|DNAJC6 NM_014787 NP_055602 O75061 AUXI_HUMAN Pro-rich. 3 GGAGCACCTTCTA 0.443

+ 16 2387 _p.M728I|DNAJC6 NM_014787 NP_055602 O75061 AUXI_HUMAN Pro-rich. 3 CAGCATGCCCCA 0.612

+ 3 333 DE4B_uc001dco.2 NM_001037341 NP_001032418 Q07343 PDE4B_HUMAN 3 TGCTCAGGAAAC 0.458

+ 3 253 u.2_RNA|TCTEX1 NM_152665 NP_689878 Q8N7M0 TC1D1_HUMAN 0 TTAGTTCTATGAG 0.318

- 12 1861 se_Mutation_p.G34 NM_024763 NP_079039 Q5VTH9 WDR78_HUMAN WD 2. 2 CCATCTCCTGTTG 0.348

- 12 1816 se_Mutation_p.P33 NM_024763 NP_079039 Q5VTH9 WDR78_HUMAN WD 2. 2 CATACAGGTCCCA 0.328

+ 7 813 df.2_Missense_Mu NM_001077700 NP_001071168 Q8N108 MIER1_HUMAN Glu-rich. 1 TATATTCCATCAG 0.249

- 12 1435 NM_015139 NP_055954 Q9NTN3 S35D1_HUMAN 0 CTTTCCCCTTAAT 0.453

- 1 499 5D1_uc010oph.1_5 NM_015139 NP_055954 Q9NTN3 S35D1_HUMAN ical; (Potential). 0 GAAACACGGTCAG 0.557

+ 11 1325 0opt.1_Splice_Site NM_144701 NP_653302 Q5VWK5 IL23R_HUMAN 0 TTCCTAGGAAAAT 0.318

- 7 1246 ddy.2_Missense_M NM_001018067 NP_001018077 Q8NC51 PAIRB_HUMAN 1 CCCCTGCCGCCAC 0.517

- 8 1820 DC1_uc001dek.3_ NM_001114120 NP_001107592 Q5TB30 DEP1A_HUMAN 0 TCTATTGTACTTT 0.388

+ 4 737 dge.1_Intron|FPGT NM_003838 NP_003829 O14772 FPGT_HUMAN 1 AGCATAGAAAAGA 0.388

+ 2 109 dgd.2_Missense_M NM_015978 NP_057062 Q59H18 TNI3K_HUMAN 10 AAAAAAGTCAGTG 0.308

- 14 4553 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCCTGTCCTAGCC 0.592

- 14 3809 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CTGCTGGACAGC 0.557

- 14 3013 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CAGCCTCTCCCTC 0.537

- 24 2207 010oqz.1_Intron|SL NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN lasmic (Potential). 4 TCATTTCTTTCCA 0.418

+ 14 1828 NM_002440 NP_002431 O15457 MSH4_HUMAN 5 GGATAGTGTGCAA 0.323

+ 2 344 se_Mutation_p.H61 NM_152996 NP_694541 Q8NDV1 SIA7C_HUMANmenal (Potential). 5 CGAACTCACTATG 0.438

- 8 754 x.2_Missense_Mu NM_005482 NP_005473 Q92643 GPI8_HUMAN menal (Potential). 3 GATCAGGTTGATG 0.308

- 1 141 m.1_Missense_Mut NM_003902 NP_003893 Q96AE4 FUBP1_HUMAN Gly-rich. 3 ccaccaccgccaccaG 0.488

+ 6 1104 NM_017655 NP_060125 Q8TF65 GIPC2_HUMAN 1 TTTGGGGAGTCAT 0.403

+ 5 928 1_5'UTR|IFI44L_u NM_006820 NP_006811 Q53G44 IF44L_HUMAN 0 AAGATGGAAAAAA 0.373

- 9 1285 NM_022159 NP_071442 Q9HBW9 ELTD1_HUMAN tracellular (Potential). 2 TATCAGGTGAGTA 0.403

+ 11 2268 se_Mutation_p.R69 NM_012302 NP_036434 O95490 LPHN2_HUMANcellular (Potential). 9 ACAGCAGGAATGG 0.358

- 1 216 BS_uc001dkd.2_5'U NM_004388 NP_004379 Q01459 DIAC_HUMAN 0 GAATCGGGCGGCA 0.542

- 7 948 A225_splice|SSX2I NM_014021 NP_054740 Q9Y2D8 ADIP_HUMAN 2 CTGTTTACCTATTT 0.303

- 2 256 LN3_uc001dkr.2_M NM_018298 NP_060768 Q8TDD5 MCLN3_HUMAN 1 CTCGAGCCCAGAA 0.398

- 6 949 _uc010osb.1_Miss NM_012137 NP_036269 O94760 DDAH1_HUMAN 0 AGTTCAGACATGC 0.473

- 39 3406 _Mutation_p.G422R NM_152890 NP_690850 Q17RW2 COOA1_HUMANollagen-like 11. 5 TTTGTCCTTTATC 0.403

+ 14 2764 NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1 CCTGATGAAACGT 0.423

+ 14 2771 NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN 1 AAACGTCTGCTCC 0.418

- 7 1109 NM_002053 NP_002044 P32455 GBP1_HUMAN 2 TCAGCACCAGGC 0.473

- 7 1340 P2_uc001dmy.1_R NM_004120 NP_004111 P32456 GBP2_HUMAN 1 CACTGTCCCTGTG 0.512

- 8 1413 P2_uc001dmy.1_R NM_207398 NP_997281 Q8N8V2 GBP7_HUMAN 2 AAGAAAGTTCCTC 0.428



+ 5 713 ost.1_Missense_Mu NM_198460 NP_940862 Q6ZN66 GBP6_HUMAN 2 TGACGGAGCTCA 0.403

+ 7 1487 _p.G327D|LRRC8B NM_001134476 NP_001127948 Q6P9F7 LRC8B_HUMAN ical; (Potential). 2 TTTATGGTCTGAC 0.428

- 4 3614 v.2_Intron|ZNF644_ NM_201269 NP_958357 Q9H582 ZN644_HUMAN 3 GTTCTGGTTTTGT 0.383

+ 6 1051 BD8_uc010otc.1_R NM_183242 NP_899065 Q5XKL5 BTBD8_HUMAN BTB 2. 1 TATGATGCATTTTA 0.279

+ 6 1067 BD8_uc010otc.1_R NM_183242 NP_899065 Q5XKL5 BTBD8_HUMAN BTB 2. 1 TGGAGGAACTCT 0.299

+ 11 1392 se_Mutation_p.G26 NM_007358 NP_031384 Q9Y483 MTF2_HUMAN 2 CTGAAGGAACATC 0.378

+ 11 1419 se_Mutation_p.G27 NM_007358 NP_031384 Q9Y483 MTF2_HUMAN 2 TTAAAGGCAGAAA 0.353

+ 1 229 ED5_uc001dpo.2_5 NM_206886 NP_996769 Q5T9S5 CCD18_HUMAN 5 GGGCGGGCTCCG 0.726

+ 4 281 dpv.2_Missense_M NM_001024948 NP_001020119 Q5T0N5 FBP1L_HUMAN brane tubulation (By similari 0 AAATGGCGCACAG 0.348

- 25 3804 NM_000350 NP_000341 P78363 ABCA4_HUMAN Cytoplasmic. 12 TATTTGGAAGAAG 0.473

- 23 3431 AP29_uc009wdq.1 NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 TCTACAGGCAAAC 0.398

+ 2 438 e_Mutation_p.G12 NM_015485 NP_056300 Q9Y3V2 RWDD3_HUMAN 1 AAACTGGCAGTGG 0.448

- 20 2759 NM_000110 NP_000101 Q12882 DPYD_HUMAN 8 CACATACCTTGTC 0.413

- 5 1135 sc.2_Missense_Mu NM_001037317 NP_001032394 Q32ZL2 LPPR5_HUMAN 0 CCTTTTCCAAAGG 0.353

+ 4 708 ue.1_Missense_Mu NM_014839 NP_055654 Q7Z2D5 LPPR4_HUMAN 3 CCACAGGATATCA 0.368

- 7 1324 NM_001013660 NP_001013682 Q6ZNA5 FRRS1_HUMAN DOMON. 1 AAATAGCCTTTAC 0.413

+ 3 472 _p.G92E|SLC35A3 NM_012243 NP_036375 Q9Y2D2 S35A3_HUMAN 0 CATCAGGGATCTA 0.299

+ 8 1149 LC35A3_uc001dsr NM_012243 NP_036375 Q9Y2D2 S35A3_HUMAN 0 CCCAAACCTGCAG 0.363

- 7 740 wdz.2_Missense_M NM_194292 NP_919268 Q6UVJ0 SAS6_HUMAN Potential. 2 TGTGACGCCCATT 0.328

- 9 1090 g.1_Missense_Mut NM_001918 NP_001909 P11182 ODB2_HUMAN 1 TCAAACCCTGCTC 0.393

- 17 1747 vl.1_Missense_Mu NM_006113 NP_006104 Q9UKW4 VAV3_HUMAN 9 AATTAACTCTGCC 0.343

- 7 992 _p.A252T|C1orf59_ NM_001102592 NP_001096062 Q5T8I9 HENMT_HUMAN 0 TCACAGCTTTATA 0.403

- 13 2720 dwi.2_Missense_M NM_001142551 NP_001136023 O94967 WDR47_HUMAN WD 4. 1 GAAGATCCCAAAA 0.353

+ 3 399 1324_uc009wey.2_ NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 CAAGGGCACCGA 0.632

+ 1 1247 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN |Extracellular (Potential). 8 GATAATGCCCCCC 0.587

+ 3 4107 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN tial).|EGF-like 3; calcium-bin 8 TGGTGGGCGGTT 0.617

+ 4 4284 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANPotential).|Laminin G-like 1. 8 ACAATGGGCGTTT 0.582

+ 21 6920 NM_001408 NP_001399 Q9HCU4 CELR2_HUMANcellular (Potential). 8 ATCAGCGTCCATG 0.612 rs141489111

+ 27 7857 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN Name=7; (Potential). 8 GCAATTGCATCCA 0.617

- 2 819 NM_020703 NP_065754 Q86WK6 AMGO1_HUMANxtracellular (Potential). 2 GCCATGATGTGG 0.557

+ 8 666 TM2_uc009wfk.2_R NM_001142368 NP_001135840 P28161 GSTM2_HUMAN 0 AGCATTCCTGATG 0.443

- 5 509 9wfm.1_Missense_ NM_133181 NP_573444 Q8TE67 ES8L3_HUMAN 3 GCCTGGCAGGCC 0.587

+ 7 734 _p.A144T|FAM40A NM_033088 NP_149079 Q5VSL9 FA40A_HUMAN 4 GACAAGGCTGAG 0.582

+ 10 2005 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMAN cellular (Potential). 2 AGCGCTCCGGAA 0.572

+ 1 2211 sense_Mutation_p. NM_022768 NP_073605 Q96T37 RBM15_HUMAN Arg-rich. 3 AGTTTGGAGAAGA 0.517

- 7 1419 0ovy.1_Missense_M NM_004696 NP_004687 O15374 MOT5_HUMAN ical; (Potential). 3 CCAGTACAGGCA 0.388 rs140070822

- 6 928 ovy.1_Missense_M NM_004696 NP_004687 O15374 MOT5_HUMAN lasmic (Potential). 3 TTTTTGCTAGGTA 0.423

- 1 1682 NM_005549 NP_005540 Q16322 KCA10_HUMAN 4 CCCTGGGGTGGT 0.552

- 1 1494 NM_002232 NP_002223 P22001 KCNA3_HUMAN 5 AAGTGGGGTCGTC 0.567

- 3 1959 eab.2_Missense_M NM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0 AATTCAGCATCAC 0.388

- 2 456 f103_uc001eab.2_ NM_018372 NP_060842 Q5T3J3 LRIF1_HUMAN 0 TTCAAAGCATCAG 0.393

+ 3 626 eai.1_Missense_Mu NM_001007794 NP_001007795 Q9Y6K0 CEPT1_HUMAN 0 AAACAGGCAAGAA 0.378

+ 7 696 ao.2_Missense_M NM_004000 NP_003991 Q15782 CH3L2_HUMAN 1 ATCAACCTCCTGT 0.473

+ 8 753 eat.2_Missense_M NM_201653 NP_970615 Q9BZP6 CHIA_HUMAN 1 ATGGCTCCTGGGA 0.532

- 11 1233 _p.P355S|OVGP1_ NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 ATTGTGGTAAAGA 0.423

- 5 412 P1_uc010owb.1_5' NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 ATAAACTTTTCAC 0.448

+ 6 951 e_Mutation_p.A32 NM_001688 NP_001679 P24539 AT5F1_HUMAN 0 CTATGGCTTTGGA 0.373



+ 11 2171 _p.G367E|DDX20_ NM_007204 NP_009135 Q9UHI6 DDX20_HUMAN 2 AAGAGGGGTTAGA 0.408

+ 3 428 2_Missense_Mutat NM_001130079 NP_001123551 Q9HCE1 MOV10_HUMAN 5 CCCCTGGCTTCTC 0.627

+ 4 793 p.P175S|MOV10_u NM_001130079 NP_001123551 Q9HCE1 MOV10_HUMAN 5 CGGACACCCCAG 0.577 rs146126921

+ 4 841 p.G191S|MOV10_u NM_001130079 NP_001123551 Q9HCE1 MOV10_HUMAN 5 CCACTGGGCCCCG 0.562

- 9 1349 PM1J_uc001ecs.1_ NM_005167 NP_005158 Q5JR12 PPM1J_HUMAN PP2C-like. 3 ACAGTGGCAGCTA 0.547

+ 4 386 G129R|FAM19A3_ NM_182759 NP_877436 Q7Z5A8 F19A3_HUMAN 0 GCCGGGGGAGG 0.622

+ 7 1800 p.H547Y|HIPK1_u NM_198268 NP_938009 Q86Z02 HIPK1_HUMAN 4 AGGGTTCACATG 0.398

+ 9 2232 K1_uc001eeo.2_Mis NM_198268 NP_938009 Q86Z02 HIPK1_HUMAN 4 GCTCAGCCACTAC 0.438

+ 11 2508 eo.2_Missense_Mu NM_198268 NP_938009 Q86Z02 HIPK1_HUMAN 4 CAGAGGCCATGG 0.552

- 15 2774 _p.G529E|TRIM33 NM_015906 NP_056990 Q9UPN9 TRI33_HUMAN PHD-type. 11 AGATCTCCTCCGT 0.433

- 16 2210 |AMPD1_uc001eff NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 GCAGGGCCTTCCT 0.428

- 14 2058 1eff.1_Splice_Site_ NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 ACTATACCTTGGT 0.368 rs145328844

- 3 436 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 TCTTCTTGTCCAG 0.458 rs11554290

- 3 427 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. p.T58I(2) 2607 CCAGCTGTATCCA 0.478

- 19 2799 _p.G747E|CSDE1_ NM_001007553 NP_001007554 O75534 CSDE1_HUMAN 1 CTGGTCCCCTTG 0.478

- 17 2393 E1_uc001efm.2_M NM_001007553 NP_001007554 O75534 CSDE1_HUMAN CSD 8. 1 AATCCCCTTTGTT 0.483

+ 4 503 n_p.A76T|VANGL1 NM_138959 NP_620409 Q8TAA9 VANG1_HUMAN lasmic (Potential). 1 ACCACGGCCATCA 0.542

+ 4 665 _p.L130F|VANGL1 NM_138959 NP_620409 Q8TAA9 VANG1_HUMAN Name=1; (Potential). 1 TTCATCCTTTTAC 0.522

+ 6 1236 wgy.1_Missense_M NM_138959 NP_620409 Q8TAA9 VANG1_HUMAN lasmic (Potential). 1 ATGCCACTGGCCA 0.517

- 6 2254 _p.V537M|IGSF3_u NM_001007237 NP_001007238 O75054 IGSF3_HUMAN 4.|Extracellular (Potential). 2 CCCGCACCCATTC 0.607

- 3 842 gq.1_Missense_Mu NM_001007237 NP_001007238 O75054 IGSF3_HUMAN 1.|Extracellular (Potential). 2 TGGTAGCCACTCA 0.572

+ 4 1091 xc.1_Missense_Mu NM_004258 NP_004249 Q93033 IGSF2_HUMAN 3.|Extracellular (Potential). 4 GAGAGAGCAAGTC 0.498

+ 5 413 x.1_Missense_Mu NM_003594 NP_003585 Q9UNY4 TTF2_HUMAN 1 TGACAAGAATCAA 0.408

+ 15 2563 NM_003594 NP_003585 Q9UNY4 TTF2_HUMAN 1 AGCTTTCTGAAGA 0.358

- 6 2285 _p.G548D|TRIM45_ NM_025188 NP_079464 Q9H8W5 TRI45_HUMAN 1 TGCCCACCTGTCC 0.527

- 2 1787 RIM45_uc001eha.2 NM_025188 NP_079464 Q9H8W5 TRI45_HUMAN Filamin. 1 CATTTGGCTGGAT 0.473

- 1 662 se_Mutation_p.G25 NM_025188 NP_079464 Q9H8W5 TRI45_HUMAN 1 GTCTTGCCTGAGT 0.522

- 36 5422 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN p.S1785S(1) 6 TTAAGGGAAACCT 0.443

- 5 702 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 TACTGACCAATGT 0.478

- 8 1684 whj.1_Missense_Mu NM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2 TGTGCTCCATCCC 0.552

- 8 1223 whj.1_Missense_Mu NM_152380 NP_689593 Q96SF7 TBX15_HUMAN 2 TGCAAGGCAGCC 0.547

- 2 272 RS2_uc010oxg.1_I NM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0 CTTGGGGGACAG 0.493 rs142739265

- 5 917 _p.P247L|HMGCS2 NM_005518 NP_005509 P54868 HMCS2_HUMAN 2 GTGAAGGGTCGAT 0.502 rs146296049

- 34 6636 NM_024408 NP_077719 Q04721 NOTC2_HUMAN lasmic (Potential). 27 CTACCCTTGGCAT 0.507

- 27 4180 E4DIP_uc001elm.3_ NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 CCTCACACTCTGA 0.502

- 23 3397 E4DIP_uc001elm.3 NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5 CTGCTTCCTCAAT 0.532

- 22 3121 01elo.2_Intron|PDE NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 TGTCATCCCCTGC 0.488

- 19 2833 c001elx.3_Missens NM_014644 NP_055459 Q5VU43 MYOME_HUMAN Potential. 5 CTTGACCCTGGGA 0.353

- 12 1896 1elx.3_Splice_Site NM_014644 NP_055459 Q5VU43 MYOME_HUMAN 5 CTCTTACTTGCAT 0.473

+ 3 565 F10_uc001emp.3_ NM_153713 NP_714924 Q8IVB5 LIX1L_HUMAN 1 GGAGTGCTGCAA 0.473

+ 5 409 nu.1_Missense_M NM_005105 NP_005096 Q9Y5S9 RBM8A_HUMAN RRM. 0 GGAAGCCCAGGC 0.478

- 5 772 n_p.S217L|POLR3 NM_006468 NP_006459 Q9BUI4 RPC3_HUMAN 1 TCAGATGATCTCC 0.428

- 4 681 nk|POLR3C_uc001 NM_006468 NP_006459 Q9BUI4 RPC3_HUMAN 1 GTGGTGGTGGCC 0.478

- 2 91 NR_024442 0 CAGAATCTAGGGA 0.532

+ 1 498 NR_002305 0 ATAGTCCCATTAG 0.473

+ 9 3760 zr.1_Missense_Mut NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 CACTCTCTATTAT 0.512

- 2 964 pt.1_Missense_Mut NM_181703 NP_859054 P36382 CXA5_HUMAN lasmic (Potential). 1 CCCCAGGGCCATT 0.552



- 8 882 tron|NBPF14_uc01 NM_015383 NP_056198 Q5TI25 NBPFE_HUMAN NBPF 3. 1 CTTCAGGCCCTTT 0.478

- 4 598 P188L|uc001erc.3_ NM_017940 NP_060410 Q86T75 NBPFB_HUMAN NBPF 1. 0 TACCTGGGGGCA 0.428

- 1 244 n_p.S65F|HIST2H2 NM_001024599 NP_001019770 Q5QNW6 H2B2F_HUMAN 0 ACGAAGGAGTTC 0.617

- 2 519 th.2_Missense_Mu NM_014849 NP_055664 Q7L0J3 SV2A_HUMAN |Interaction with SYT1 (By s 7 TGAAAGCTGCCCG 0.542

- 12 2329 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3 CCACCCCCTATTC 0.562

- 12 1716 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3 TCCAGCTGAGGC 0.627

+ 14 2096 PS45_uc010pbs.1_ NM_007259 NP_009190 Q9NRW7 VPS45_HUMAN 2 TAATTGGAGGAGC 0.428

+ 6 984 _p.P195L|C1orf51_ NM_144697 NP_653298 Q8N365 CA051_HUMAN 0 ATGGTCCTTTAGG 0.552

+ 11 2953 _p.V892I|RPRD2_ NM_015203 NP_056018 Q5VT52 RPRD2_HUMAN Ser-rich. 1 TTCAGCGTAAGAG 0.507

+ 11 3664 PRD2_uc001eup.3_ NM_015203 NP_056018 Q5VT52 RPRD2_HUMAN Poly-Gly. 1 GTGGGGGCAGC 0.532

+ 9 998 r.2_Intron|TARS2_u NM_025150 NP_079426 Q9BW92 SYTM_HUMAN 1 ACAAGGGTGTATA 0.527

+ 3 365 CM1_uc001euu.2_ NM_004425 NP_004416 Q16610 ECM1_HUMAN 3 AGCCTCCCCATG 0.607

- 3 1145 _p.A229T|MCL1_uc NM_021960 NP_068779 Q07820 MCL1_HUMAN ical; (Potential). 0 CTCCAGCAACACC 0.433

+ 13 1382 NM_003568 NP_003559 O76027 ANXA9_HUMAN Annexin 4. 0 GACTGACCTTCTG 0.483

+ 2 1136 NM_006818 NP_006809 Q13015 AF1Q_HUMAN 0 TCCACTCCTTCGA 0.527

- 15 1846 eww.2_Missense_M NM_030913 NP_112175 Q9H3T2 SEM6C_HUMANular (Potential).|Sema. 2 GGCTGAGAGGGA 0.617

- 3 1297 pcr.1_Missense_M NM_212551 NP_997716 Q96S90 LYSM1_HUMAN 0 CATCCTCCTGGTC 0.562

+ 10 1662 P5K1A_uc001exk.2 NM_001135638 NP_001129110 Q99755 PI51A_HUMAN PIPK. 3 ATCATTGACATTC 0.428

- 6 663 _Mutation_p.A144T NM_003944 NP_003935 Q13228 SBP1_HUMAN 0 GGGAGCTGCCCA 0.587

- 4 337 1_Intron|SELENBP NM_003944 NP_003935 Q13228 SBP1_HUMAN 0 AGACTGGGCAGCA 0.607

- 6 1081 GZ_uc010pdc.1_Mi NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 CAGTGGGAGTGG 0.577

+ 19 3394 de.1_Missense_Mu NM_020770 NP_065821 Q9P2M7 CING_HUMAN Potential. 3 GTTAAAGAACTAT 0.493

+ 20 3469 e.1_Missense_Mut NM_020770 NP_065821 Q9P2M7 CING_HUMAN Potential. 3 GTGAAGGCTTTGA 0.542

+ 2 348 e_Mutation_p.G18 NM_030918 NP_112180 Q96L92 SNX27_HUMAN PDZ. 3 TGAGGGGGCGAC 0.493

+ 3 729 _p.G145E|SNX27_ NM_030918 NP_112180 Q96L92 SNX27_HUMAN PX. 3 GTCGGGGATTGG 0.408

- 4 567 DRKH_uc001eza.3 NM_006862 NP_006853 Q9Y2W6 TDRKH_HUMAN KH 2. 2 CTGAAAGCTGCTC 0.483

- 2 1958 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMAN lasmic (Potential). 1 GCTTGGCAGTGAC 0.542

- 2 1436 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMAN Potential).|Ig-like C2-type. 1 ACTTTCGGATCAG 0.612 rs140280186

- 2 1313 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMAN lar (Potential).|LRRCT. 1 CAGGTGGCGGCG 0.612

- 2 452 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMANular (Potential).|LRR 2. 1 CCAATTCCTGGAG 0.622

- 3 412 uc001ezm.1_Intron NM_005620 NP_005611 P31949 S10AB_HUMAN 0 GGACAGCCTTGAG 0.532

- 2 4600 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN proximate tandem repeats. 5 CCTGGAGGAATTT 0.597

- 2 1528 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN proximate tandem repeats. 5 CTTGCTCCCGCCT 0.577

- 3 2184 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GCTCTTCCTCTGC 0.562

- 3 6564 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 24 3 CCAGACCCATGCT 0.622

- 3 10606 NM_002016 NP_002007 P20930 FILA_HUMAN rich.|Filaggrin 21. 16 ATTGTCCCTGGCC 0.567

- 3 10301 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TGCCTGGAGCTGT 0.597

- 3 3494 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TGCCTGGAGCTGT 0.602

- 3 2450 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 GGGAGGACTCAG 0.572 rs72698904

- 3 1807 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN ggrin 3.|Ser-rich. 16 AGGAAGCTTCATG 0.557

- 3 4899 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 6. 17 AATTCTGGCTCTT 0.522

- 3 4470 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Filaggrin 5. 17 GTAGTTCCGTGTC 0.502

- 3 2586 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17 GATCTAGACTCAT 0.512

- 3 1140 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN Ser-rich. 17 CTAGCTCCATATC 0.522

- 2 129 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN 3 TCCTTGCATAGCG 0.522

+ 2 119 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5 AAGGGTCCCTCC 0.582

+ 2 299 R1B_uc009wnx.1_ NM_003125 NP_003116 P22528 SPR1B_HUMAN 1 GTCACTCCAGCAC 0.617



- 2 251 NM_001014291 NP_001014313 Q9BYE4 SPR2G_HUMAN proximate tandem repeats. 0 AATGCTCAGGTGG 0.597

+ 3 356 NM_176823 NP_789793 Q86SG5 S1A7A_HUMAN 1 GGGGAAGCCAGT 0.532

+ 2 307 .G29E|INTS3_uc0 NM_023015 NP_075391 Q68E01 INT3_HUMAN Ala/Gly-rich. 3 ggagcaggagcccca 0.413 rs140871791

+ 8 947_948 _Missense_Mutatio NM_023015 NP_075391 Q68E01 INT3_HUMAN 3 CGGGAACGGGTG 0.515

+ 16 1841 _p.E334D|INTS3_u NM_023015 NP_075391 Q68E01 INT3_HUMAN 3 TGAAGAGGATCTC 0.512

- 7 1389 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN CR2. 0 GCTGCACTAGGCA 0.478

- 32 4510 p.H389Y|NUP210L NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 TGGCATGCTCTAC 0.493

- 10 1355 t_Site|NUP210L_u NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 ACAACACCATCTT 0.403

- 4 638 0peh.1_Splice_Site NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 AGTTTACCTAATT 0.418

+ 6 646 0pel.1_Missense_M NM_014847 NP_055662 Q14157 UBP2L_HUMAN 2 ATGGCACCAAGAG 0.448

+ 5 816 p.P227S|HAX1_uc NM_006118 NP_006109 O00165 HAX1_HUMAN calization in sarcoplasmic r 0 ACTAAACCAGATG 0.483

- 3 1012 HE_uc001ffc.2_RN NM_001010846 NP_001010846 Q5VZ18 SHE_HUMAN 6 TGGGGGCCGCG 0.667

- 1 629 _uc001ffd.2_5'Flan NM_001010846 NP_001010846 Q5VZ18 SHE_HUMAN Ser-rich. 6 CCCCAGggaggaag 0.433 rs138829106

- 9 1068 NM_017582 NP_060052 Q7Z7E8 UB2Q1_HUMAN 0 TCAAAGGGAAAG 0.597

- 2 544 G115D|ADAR_uc00 NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 CTCCTGCCACGTG 0.532

- 2 1278 _p.L17F|KCNN3_u NM_002249 NP_002240 Q9UGI6 KCNN3_HUMANe=Segment S2; (Potential). 1 TGATAAGGCATTT 0.542

- 10 1944 p.A600T|PBXIP1_u NM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN 1 CCCAGCCCAGG 0.602

- 10 972 p.G276R|PBXIP1_u NM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN Potential. 1 CTAGCCCTTTGGG 0.592

- 9 1431 nse_Mutation_p.P4 NM_183001 NP_892113 P29353 SHC1_HUMAN CH1. 2 CTTCTGGATCTCC 0.592

+ 3 1511 se_Mutation_p.T28 NM_025207 NP_079483 Q8NFF5 FAD1_HUMAN 3 TACAGACCATTGA 0.562

+ 11 1216 372L|ADAM15_uc0 NM_207197 NP_997080 Q13444 ADA15_HUMAN2B.|Extracellular (Potential). 6 CAGCCCCAGCCAA 0.637

+ 2 229 46_uc001fht.1_RNA NM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN type 1; degenerate. 3 CCTGTACCCACAA 0.612

- 22 2727 ense_Mutation_p.A NM_007112 NP_009043 P49746 TSP3_HUMAN SP C-terminal. 5 AATCCGCCACAAG 0.537

- 13 1695 AMP3_uc001fjt.2_5 NM_003993 NP_003984 P49760 CLK2_HUMAN Protein kinase. 0 CCAAGGTCAGCC 0.567

- 5 586 PKLR_uc001fka.3_ NM_000298 NP_000289 P30613 KPYR_HUMAN 5 CCAGCACCTGGGA 0.677

- 25 8872 ASH1L_uc001fkt.2_ NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11 TCCGGTGGATCT 0.473

- 3 5000 .S1507F|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 GATCGGGAAGAG 0.483

- 3 4157 .S1226F|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 TCAAAAGAATGCC 0.403

- 3 2998 p.E840K|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 GCCCTTCCAGTTG 0.398

- 2 539 _p.R20K|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 CTCTTTCTTGAAA 0.403

+ 9 914 ld.3_Missense_Mu NM_018116 NP_060586 Q9BUK6 MSTO1_HUMAN 0 CTCACAGCTCTCT 0.522

- 21 3836 ON4L_uc001fmb.3_ NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 ATTTGGGTTCTAG 0.512

- 21 2868 _p.S889F|ARHGEF NM_001162383 NP_001155855 Q92974 ARHG2_HUMAN 1 TGGACAGAGCGA 0.592

- 4 408 fmu.2_Missense_M NM_001162383 NP_001155855 Q92974 ARHG2_HUMAN 1 AGCAGGGCCGCT 0.572

- 7 1235 pgx.1_Missense_M NM_020131 NP_064516 Q9NRR5 UBQL4_HUMAN 2 ATGTAGGGTGCTG 0.532

+ 6 1406 pgz.1_Splice_Site_ NM_170707 NP_733821 P02545 LMNA_HUMAN 2 GAGAGGTGGGC 0.642

- 3 173 6_uc001fnx.1_5'UT NM_198406 NP_940798 Q6TCH4 PAQR6_HUMAN lasmic (Potential). 0 CCAAAGCCGAGCT 0.622

+ 6 875 Mutation_p.P196L|A NM_144772 NP_658985 Q8NCW5 AIBP_HUMAN 1 CCTACCCTGACAC 0.532

- 8 839 GPATCH4_uc001fpl NM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN 1 TCATTCCCTTTAG 0.463

- 1 437 S59L|C1orf66_uc0 NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN 2 TTCTTTGAAGGTT 0.507

- 4 467 fpx.1_Missense_M NM_024540 NP_078816 Q96A35 RM24_HUMAN 0 CACTAGGGATCAT 0.572

- 2 293 fpx.1_Missense_M NM_024540 NP_078816 Q96A35 RM24_HUMAN 0 AGTCTTCATCAGA 0.582

- 2 817 wsi.1_Intron|INSRR_ NM_014215 NP_055030 P14616 INSRR_HUMAN 20 GGCTCACCAGCAG 0.627

+ 12 1443 _p.A162T|NTRK1_u NM_002529 NP_002520 P04629 NTRK1_HUMAN lasmic (Potential). 17 GGGCTGGCCATG 0.627

+ 8 1014 fql.2_Missense_M NM_144702 NP_653303 Q8N4P6 LRC71_HUMAN LRR 5. 0 ACCGTTCCCTGCT 0.716

- 4 656 t.2_Missense_Mut NM_001145312 NP_001138784 P41162 ETV3_HUMAN 0 AGTTGGGCATCAC 0.313

- 6 1014 RL4_uc010phy.1_R NM_031282 NP_112572 Q96PJ5 FCRL4_HUMAN 4.|Extracellular (Potential). 4 GGCTGGGTCTCCA 0.617



- 9 1399 L2_uc010phz.1_In NM_030764 NP_110391 Q96LA5 FCRL2_HUMAN (Potential).|ITIM motif 1. 2 GAATAGGTGAACT 0.512

- 6 1002 se_Mutation_p.P29 NM_052938 NP_443170 Q96LA6 FCRL1_HUMAN cellular (Potential). 7 CAGTAGGCACTAG 0.557

+ 9 1449 wsq.2_Missense_M NM_018240 NP_060710 Q96J84 KIRR1_HUMANPotential).|Ig-like C2-type 4. 1 GCCCAGGTCCTGA 0.642

+ 11 1714 wsq.2_Missense_M NM_018240 NP_060710 Q96J84 KIRR1_HUMAN 5.|Extracellular (Potential). 1 TGGGGACCCTGG 0.572

+ 1 68 NM_001004473 NP_001004473 Q8NGX5 O10K1_HUMAN cellular (Potential). 1 CCAGGCTGCAGC 0.512

+ 1 169 uc001fso.1_RNA NM_001004472 NP_001004472 Q8NGX6 O10R2_HUMAN Name=1; (Potential). 3 TATCTAGTCATTC 0.433

- 51 7196 NM_003126 NP_003117 P02549 SPTA1_HUMAN nd 2.|2 (Potential). 8 AGACATAGCCCTT 0.468

- 4 669 NM_003126 NP_003117 P02549 SPTA1_HUMAN 8 TTCAGGGCCCGCA 0.527

- 2 387 NM_004833 NP_004824 O14862 AIM2_HUMAN DAPIN. 3 TAGCTACTTGTAT 0.388

+ 2 1027 p.3_Missense_Mut NM_002036 NP_002027 Q16570 DUFFY_HUMAN Name=6; (Potential). 2 GGACTGGATTTCC 0.562

- 2 301_302 _Site_p.G66_splice NM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1 CTGTACCCACGG 0.455

- 4 615 _5'Flank|C1orf204 NM_001013661 NP_001013683 Q5VU13 VSIG8_HUMAN Potential).|Ig-like V-type 2. 1 TCGTTGCCATATG 0.592

- 2 137 uk.2_5'UTR|CCDC NM_012337 NP_036469 Q9UL16 CCD19_HUMAN 1 ATATCTCCAAAGA 0.517

- 30 3620 v.3_Missense_Mut NM_004371 NP_004362 P53621 COPA_HUMAN 2 GAGTCTCTTTGGG 0.512

+ 17 2235 _p.P566L|NCSTN_ NM_015331 NP_056146 Q92542 NICA_HUMAN lasmic (Potential). 2 GGGAGCCAGGAG 0.527

+ 5 1242 Y9_uc001fwx.2_Int NM_002348 NP_002339 Q9HBG7 LY9_HUMAN Potential).|Ig-like C2-type 2. 1 GGACCCCGCTGC 0.552

- 9 815 STD1_uc009wtw.2 NM_007122 NP_009053 P22415 USF1_HUMAN 3 GCTCCACTGTGGG 0.537

- 3 226 F1_uc001fxj.2_5'U NM_007122 NP_009053 P22415 USF1_HUMAN 3 CCTCTTCCGTTTC 0.488

- 10 1445 _p.A213T|ARHGA NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 CTGCTGCCTCTAT 0.637

+ 2 780 LHDC9_uc001fxs.2 NM_152366 NP_689579 Q8NEP7 KLDC9_HUMAN 0 ATCCAGGTCATCA 0.512

+ 13 1681 _Mutation_p.R302HNM_001122764 NP_001116236 P50336 PPOX_HUMAN 1 GTGGGCGCCAGG 0.522 rs145559645

- 3 413 uc001fyr.1_Missen NM_003779 NP_003770 O60512 B4GT3_HUMANmenal (Potential). 0 CACGAGGGTGAG 0.572

- 3 315 uc001fyr.1_Missen NM_003779 NP_003770 O60512 B4GT3_HUMAN type II membrane protein; 0 AGCTGGGAGCCC 0.602

+ 13 1727 376S|NDUFS2_uc NM_004550 NP_004541 O75306 NDUS2_HUMAN 1 AAGGCTCCTGGTT 0.453

+ 3 408 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN IQ. 0 ATTCAGGGCAAGT 0.527

- 1 11 NM_001013625 NP_001013647 Q5VTH2 CA192_HUMAN 0 TTAGTGGCCATGA 0.458

+ 3 174 se_Mutation_p.A4 NM_001136219 NP_001129691 P12318 FCG2A_HUMANPotential).|Ig-like C2-type 1. 1 CCAAAGGCTGTGC 0.587

+ 5 763 se_Mutation_p.A23 NM_001136219 NP_001129691 P12318 FCG2A_HUMAN ical; (Potential). 1 TAGTGGCCTTGAT 0.517

+ 8 967 NM_201563 NP_963857 0 AACAGCTGACGG 0.254

+ 3 319 gba.1_Missense_M NM_004001 NP_003992 P31994 FCG2B_HUMAN 1.|Extracellular (Potential). 0 CTCACAGCCCTGA 0.587

+ 5 988 _p.A161T|PBX1_uc NM_002585 NP_002576 P40424 PBX1_HUMAN eobox; TALE-type. 5 AAGCAAGCGACA 0.398

- 6 858 NM_199351 NP_955383 Q71H61 ILDR2_HUMAN lasmic (Potential). 1 ATGAGGGGGCTC 0.592

+ 6 637 se_Mutation_p.G15 NM_032858 NP_116247 Q96JY0 MAEL_HUMAN 1 AACGTGGGCATAA 0.373

+ 6 448 _p.A96T|POU2F1_ NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 CAGGCAGCCATTC 0.493

- 23 3438 ssense_Mutation_p NM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3 TCAGATGTCTTCA 0.373

- 3 1076 1ggf.3_Missense_M NM_006996 NP_008927 O60779 S19A2_HUMAN ical; (Potential). 0 CGAGAGGAGTAG 0.483

- 20 6009 NM_000130 NP_000121 P12259 FA5_HUMAN F5/8 type C 1. 6 AATTCTGCTGCAA 0.338

- 13 3576 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 TGACTGGGGTCTG 0.483

- 13 2709 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 AATTCTCCAGCAC 0.453

- 10 1718 f112_uc001ggj.2_I NM_000450 NP_000441 P16581 LYAM2_HUMAN ar (Potential).|Sushi 6. 5 CTTCAGGACAGGC 0.537

+ 17 1849 ce|C1orf112_uc009 NM_018186 NP_060656 Q9NSG2 CA112_HUMAN 0 CATCAGGCAAGGA 0.388

- 14 2384 YL3_uc001ggt.2_N NM_181093 NP_851607 Q8IZE3 PACE1_HUMANraction with EZR. 2 TCTTCCCAGCCTT 0.363

+ 16 3790 mh.1_Missense_M NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0 AAGCTAGAGAGAG 0.468

+ 16 4767 mh.1_Missense_M NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0 GCTTCTGAAAGCA 0.398

+ 19 6207 e_Mutation_p.P958 NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN 0 CAGACCCCACAGT 0.453

- 5 1230 gjg.3_Missense_M NM_033319 NP_201576 Q8N0S6 CENPL_HUMAN 0 AAAATTGCCAGTT 0.308

+ 15 1977 NM_018122 NP_060592 Q6PI48 SYDM_HUMAN 2 TAGGCCCGTAGCC 0.388



- 6 1296 NM_000488 NP_000479 P01008 ANT3_HUMAN 1 AGAGGTCATCTCG 0.473

- 5 981 NM_000488 NP_000479 P01008 ANT3_HUMAN 1 ACTTGCCTTCCTG 0.527

- 10 1825 gjv.2_Missense_Mu NM_172071 NP_742068 Q5TC82 RC3H1_HUMAN Pro-rich. 2 GAGAACCTCGAGG 0.488

+ 7 1165 GAP1L_uc001gjw.2 NM_014857 NP_055672 Q5R372 RBG1L_HUMAN 4 AACAAAGAATTAG 0.363

+ 4 840 1gki.1_Missense_M NM_014412 NP_055227 Q9HB71 CYBP_HUMAN tion with SKP1.|CS. 0 TCTGTGGAAGGCA 0.363

- 18 3664 u.1_Missense_Mut NM_003285 NP_003276 Q92752 TENR_HUMAN nogen C-terminal. 11 AATCAGCCCATTT 0.398

- 16 3370 u.1_Missense_Mut NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 9. 11 GGCCCTCCAGTCG 0.557

+ 2 1673 e_Mutation_p.A170 NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 TGGCTGCCACTAC 0.557

+ 3 2357 e_Mutation_p.P398 NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 ACAGCCCCTTCAT 0.587

+ 8 4283 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 CTCAGCCCCACAG 0.557

- 12 2236 d.1_Missense_Mu NM_004319 NP_004310 O14525 ASTN1_HUMAN EGF-like 3. 15 AGGTGGGGTCGT 0.532

+ 16 3538 _Mutation_p.S1279 NM_004841 NP_004832 Q9UJF2 NGAP_HUMAN 5 ACAGCAGCTGCTG 0.522

- 6 1838 LGPS2_uc010pnb. NM_004673 NP_004664 O95841 ANGL1_HUMANnogen C-terminal. 0 TCTGTACCATACT 0.438

+ 5 557 C1orf125_uc010pnl NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 GAGAAGGCAGTTT 0.363

+ 10 1026 _p.R88Q|C1orf125 NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 TTGCTCGGCAGAT 0.299

+ 9 1745 _p.L499F|TDRD5_ NM_173533 NP_775804 Q8NAT2 TDRD5_HUMAN 5 GAGTTACTCGAAG 0.348

+ 5 2452 e_Mutation_p.W41 NM_020950 NP_066001 Q5VZ46 K1614_HUMAN 4 AGCCTGGCAGCCA 0.612

- 2 1674 SEL_uc001gpk.2_M NM_021133 NP_066956 Q05823 RN5A_HUMANProtein kinase. 5 CAAAATCTGCCAG 0.378

- 5 719 NM_002928 NP_002919 O15492 RGS16_HUMAN 1 GAGTGGCAGAGG 0.632

- 5 400 _p.E48K|RGS8_uc NM_001102450 NP_001095920 P57771 RGS8_HUMAN 1 CTTCTTCTGTCGA 0.383

+ 11 865 PL_uc009wyc.2_In NM_030769 NP_110396 Q9BXD5 NPL_HUMAN 3 CTTTAGCCCTGAA 0.413

+ 4 416 _uc001gps.2_Splic NM_001357 NP_001348 Q08211 DHX9_HUMAN 2 TTTGCAGGTAGCA 0.458

+ 17 2581 qh.2_Missense_Mu NM_173156 NP_775179 Q92540 SMG7_HUMAN Gln/Pro-rich. 3 AGCCCTACTACCT 0.463

+ 22 3508 MG7_uc001gqi.2_M NM_173156 NP_775179 Q92540 SMG7_HUMAN 3 AACGGGGACAAG 0.527

+ 3 429 sense_Mutation_p NM_015149 NP_055964 Q9NZL6 RGL1_HUMAN rminal Ras-GEF. 11 ACTTTACCTATAT 0.443

- 5 966 1ABP_uc009wyj.2_ NM_006469 NP_006460 Q9Y6Y0 NS1BP_HUMAN 5 CTCGATCCATCTT 0.303

+ 15 2510 grr.1_Missense_Mu NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN-like C2-type 4. 23 ATTCAAGAAACAC 0.443

+ 18 2939 grr.1_Missense_Mu NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN-like C2-type 6. 23 ATTGAAGGACAGC 0.418

+ 30 4718 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 12. 23 TTTTTGGGCGATC 0.353

+ 58 9195 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 28. 23 AGGTCTCTGGTTT 0.398

+ 64 10028 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 31. 23 GAGCTGGTCTGCA 0.393

+ 107 16820 grs.1_Missense_Mu NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN 23 TTGAGCCCATATG 0.443

+ 3 128 Site_p.D26_splice| NM_005807 NP_005798 Q92954 PRG4_HUMAN 1 ATTTTAGATTTATC 0.428

+ 7 2279 _Mutation_p.S650 NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|46; appro 1 CCACATCCACCAC 0.592

+ 7 3160 e_Mutation_p.P944 NM_005807 NP_005798 Q92954 PRG4_HUMAN 1 AAAAAGCCAAAAA 0.423

+ 2 256 poy.1_Missense_M NM_021023 NP_066303 Q02985 FHR3_HUMAN Sushi 1. 0 TGTGATGAACATT 0.388

+ 2 136 HR2_uc001gtr.1_In NM_005666 NP_005657 P36980 FHR2_HUMAN 3 TTCCCAGCAATGT 0.269

- 21 9382 p.G1457E|ASPM_u NM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 36. 6 TTTATATCCTCTATA 0.378

+ 4 304 .1_Intron|PTPRC_u NM_002838 NP_002829 P08575 PTPRC_HUMANcellular (Potential). 12 AGTGTTCCACTTT 0.418

+ 6 650 10ppg.1_Missense NM_002838 NP_002829 P08575 PTPRC_HUMANcellular (Potential). 12 CCTTTCCTACAGA 0.552

+ 29 3295 _p.E991K|PTPRC_ NM_002838 NP_002829 P08575 PTPRC_HUMANphatase 2.|Cytoplasmic (Po 12 CTGAAGGAGACCA 0.418

+ 1 173 NM_001105517 NP_001098987 P0C7Q3 FA58B_HUMAN 0 AGCTAGGGATGCA 0.498

- 2 849 Mutation_p.D248N NM_012482 NP_036614 Q9Y2X9 ZN281_HUMAN 2 CTCCATCTCCAAC 0.483

- 16 3237 pj.1_Missense_Mut NM_014875 NP_055690 Q15058 KIF14_HUMANRequired for CIT-binding. 7 TGTGCCATGAGCA 0.383

- 6 2012 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 AAACAGGATGTTC 0.368

+ 1 101 NM_018265 NP_060735 Q3KP66 CA106_HUMAN 3 GGGAGGGAAGAT 0.612

- 30 4359 zl.1_Missense_Mut NM_017596 NP_060066 O75037 KI21B_HUMAN WD 2. 6 TGTTGGGGTGGC 0.577



- 7 1272 p.H319Y|KIF21B_u NM_017596 NP_060066 O75037 KI21B_HUMAN 6 GAACGTGCACCAC 0.612

+ 20 4611 x.2_Missense_Mut NM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4 GTGGTGGTGAGG 0.493

+ 26 5521 wx.2_Missense_Mu NM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4 TCCACACCTTCCT 0.567

+ 2 582 RNPEP_uc001gxf.2 NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 GACACGCCTGCT 0.502

+ 2 3488 _p.G99D|ELF3_uc NM_004433 NP_004424 P78545 ELF3_HUMAN PNT. 0 TGGATGGCGCCAC 0.572

+ 18 1817 R6_uc009xab.2_R NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN Name=2; (Potential). 10 TTGCAGGCGCCAA 0.617

+ 15 2234 697L|PPP1R12B_u NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 CAGTTCCAGCAAC 0.582

- 7 1110 _p.S306L|SYT2_uc NM_001136504 NP_001129976 Q8N9I0 SYT2_HUMAN imilarity).|C2 2.|Cytoplasmic 3 GTACCTGAAAGGC 0.587

- 3 253 5R1_uc010pqe.1_ NM_016243 NP_057327 Q9UHQ9 NB5R1_HUMAN -binding FR-type. 1 CTCTTGGTGTTGT 0.612

- 9 1135 p.G58S|CHI3L1_u NM_001276 NP_001267 P36222 CH3L1_HUMAN 1 GGTTGCCCTTGGT 0.567

- 2 956 OD_uc010pqi.1_R NM_002023 NP_002014 Q06828 FMOD_HUMAN LRR 8. 3 ACAGCCGCACATA 0.567

- 2 263 OD_uc010pqi.1_R NM_002023 NP_002014 Q06828 FMOD_HUMAN 3 AAGGGTCATAGGG 0.597

+ 8 1890 _p.E336K|ATP2B4_ NM_001684 NP_001675 P23634 AT2B4_HUMAN lasmic (Potential). 3 AATGAGGAAAAGG 0.532

+ 14 3126 _p.P748S|ATP2B4_ NM_001684 NP_001675 P23634 AT2B4_HUMAN lasmic (Potential). 3 ATCTGGCCTAAGC 0.512

+ 15 3226 _p.A781V|ATP2B4_ NM_001684 NP_001675 P23634 AT2B4_HUMAN lasmic (Potential). 3 TCGTGGCTGTCAC 0.537

+ 17 3588 2_Missense_Mutat NM_001684 NP_001675 P23634 AT2B4_HUMAN lasmic (Potential). 3 TTGAAGCGGCGC 0.488

+ 4 964 13_uc010pqp.1_No NM_005686 NP_005677 Q9UN79 SOX13_HUMAN 2 TGACTGGAAGGAG 0.527

- 15 2790 pqv.1_Missense_M NM_002646 NP_002637 O00750 P3C2B_HUMAN 7 AATTAGGTGCACT 0.547

+ 2 272 p.P18L|CDK18_uc NM_212503 NP_997668 Q07002 CDK18_HUMAN 2 CAGTGCCCCGCAC 0.552

+ 10 1587 .1_RNA|MFSD4_u NM_181644 NP_857595 Q8N468 MFSD4_HUMAN 3 ACCCAAGACAGAT 0.443

- 5 1919 pro.1_Intron|SLC45 NM_033102 NP_149093 Q96JT2 S45A3_HUMAN Name=11; (Potential). 4 CCTGCGGCAGAC 0.527

- 7 1804 1hdg.1_5'Flank|uc0 NM_173854 NP_776253 Q8IVJ1 S41A1_HUMAN 2 CTTGTGGCTGGAC 0.592

- 4 1269 9xcb.1_Missense_M NM_023938 NP_076427 Q9BW04 SARG_HUMAN 4 GAACAGGAGATCA 0.542

+ 2 544 55_uc010psf.1_RN NM_000574 NP_000565 P08174 DAF_HUMAN Sushi 1. 1 CTTAAGGGCAGTC 0.368

+ 5 848 2_uc009xch.2_Mis NM_001877 NP_001868 P20023 CR2_HUMAN xtracellular (Potential). 8 GGCCCACCTTCTA 0.473

- 20 4492 NM_025179 NP_079455 O75051 PLXA2_HUMAN ical; (Potential). 3 CTGCCGCCGGCC 0.587

- 2 1344 hha.3_Missense_M NM_025179 NP_079455 O75051 PLXA2_HUMANular (Potential).|Sema. 3 GGGTCGGGAAGT 0.577

- 14 2461 _Missense_Mutatio NM_001017402 NP_001017402 Q13751 LAMB3_HUMAN Domain II. 6 GGAGACCATTGAA 0.547 rs144538210

- 8 1796 hiv.2_Missense_Mu NM_014873 NP_055688 Q92604 LGAT1_HUMAN 2 TTATGGCCCTTGG 0.378

- 8 1063 0pte.1_Missense_M NM_018252 NP_060722 Q9H813 TM206_HUMAN cellular (Potential). 1 CAGTGACTATCTG 0.313

- 8 1534 se_Mutation_p.P33 NM_144567 NP_653168 Q5VTE6 ANGE2_HUMAN 0 GTGTCAGGAAAG 0.378

- 1 183 EL2_uc001hka.2_ NM_144567 NP_653168 Q5VTE6 ANGE2_HUMAN 0 CGTAGCCCTTCCT 0.667

+ 11 2915 _p.A707V|RPS6KC NM_012424 NP_036556 Q96S38 KS6C1_HUMAN otein kinase 2. 8 TTGATGCTTTACA 0.413

+ 2 179 NM_016343 NP_057427 P49454 CENPF_HUMANed for localization to the cyto 13 AAATGAGCTGGGC 0.393

+ 6 869 NM_016343 NP_057427 P49454 CENPF_HUMANed for localization to the cyto 13 CTAATTCTCAAAG 0.448

+ 13 5314 NM_016343 NP_057427 P49454 CENPF_HUMAN 13 ACTGGTGCAGTGA 0.448

+ 20 9337 NM_016343 NP_057427 P49454 CENPF_HUMAN 13 CGGAGCCCAGTA 0.478

- 47 9746 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibronectin type-III 1 26 GTGATGCCACGAA 0.388

- 39 7759 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibronectin type-III 1 26 GAGCTGGTGTAGA 0.512

- 29 6239 NM_206933 NP_996816 O75445 USH2A_HUMANcellular (Potential). 26 CCTGCTCCTGTTG 0.388 rs111598839

- 24 5341 NM_206933 NP_996816 O75445 USH2A_HUMAN 1.|Extracellular (Potential). 26 TCGCGGGAGCCC 0.408

- 23 5201 NM_206933 NP_996816 O75445 USH2A_HUMAN 1.|Extracellular (Potential). 26 CATTTTCCATCAC 0.338

- 19 4532 kv.2_Nonsense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN tential).|Fibronectin type-III 26 TTCTCCCAGGAG 0.403

- 16 3616 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN tential).|Fibronectin type-III 26 AATCAGGTGGACT 0.428

- 6 1348 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN nal.|Extracellular (Potential 26 CATTAGGAATGCA 0.498

- 2 796 hlg.3_Missense_M NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1 TCGTTTCCTCACT 0.328

- 2 153 1hlg.3_Nonsense_ NM_018040 NP_060510 Q9NW75 GPTC2_HUMAN 1 GAAATGCCTTCAT 0.383



- 29 4354 NM_004446 NP_004437 P07814 SYEP_HUMAN -tRNA synthetase. 2 GAACTCCCTATAA 0.358

- 11 1700 lz.1_Missense_Mu NM_004446 NP_004437 P07814 SYEP_HUMAN yl-tRNA synthetase. 2 ACCTGAGCAGCA 0.383

+ 9 1399 un.1_Nonsense_M NM_018650 NP_061120 Q9P0L2 MARK1_HUMANProtein kinase. 10 CGAGAGCGAGTT 0.348

+ 16 2512 un.1_Missense_Mu NM_018650 NP_061120 Q9P0L2 MARK1_HUMAN 10 GAAACGGGTGCAT 0.502

- 5 1635 NM_024746 NP_079022 Q6UWX4 HIPL2_HUMAN 1 CCTTACCCACTCA 0.323

+ 5 3257 ea.1_Missense_Mu NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN cellular (Potential). 5 AACCCACCCACTT 0.468

+ 17 4411 p.E1245K|MIA3_uc NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN lasmic (Potential). 5 GTAGTTGAAGAGG 0.378

+ 5 792 uu.1_Missense_M NM_144695 NP_653296 Q5VW32 BROX_HUMAN BRO1. 0 GGAAAAGAAAAG 0.328

+ 2 181 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 TTTGTGGTTCTGA 0.488

+ 6 999 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 TGACTGGAACTTC 0.398 rs79910153

+ 8 4522 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 CAGAATGAACCAA 0.448

+ 1 780 NM_152610 NP_689823 Q8N715 CA065_HUMAN 2 GGGACTCCCAGC 0.602

+ 3 568 puy.1_Missense_M NM_001748 NP_001739 P17655 CAN2_HUMAN alpain catalytic. 5 CCCTCACCTTGAA 0.493

- 9 1331 96_splice|LBR_uc0 NM_002296 NP_002287 Q14739 LBR_HUMAN 2 GACATACCCATCC 0.353

- 7 1379 e_Mutation_p.G309 NM_001008493 NP_001008493 Q8N8S7 ENAH_HUMAN 2 GTGGTCCCAAGA 0.224

- 2 598 pd.1_Missense_Mu NM_001008493 NP_001008493 Q8N8S7 ENAH_HUMAN WH1. 2 TGCCCACCACTCT 0.398

- 2 288 2_Missense_Mutation_p.L45F|PYCR2_uc001hpr.2_Intro O75610 LFTY1_HUMAN 0 CCTGAGCGCGGA 0.617

- 6 1126 hpv.2_Missense_M NM_152608 NP_689821 Q6IQ49 CA055_HUMAN 1 TCAGGTGCTACCT 0.483

- 2 423 NM_022735 NP_073572 Q9H3P7 GCP60_HUMAN ACB. 0 TGTCTGGATTATA 0.373

- 3 2363 NM_002221 NP_002212 P27987 IP3KB_HUMAN 5 CGTGTCCTGCCAG 0.537

- 26 4381 10pvs.1_Missense NM_003607 NP_003598 Q5VT25 MRCKA_HUMAN PH. 11 ACAGGGTATATCT 0.328

+ 3 1213 hrd.2_Missense_M NM_053052 NP_444280 Q5SQN1 SNP47_HUMAN 1 AGAACAGAGTCTC 0.463

+ 14 4089 sn.2_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 14. 28 AAGGCGGTGTTTG 0.647

+ 64 16536 p.G5498R|OBSCN NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 GCACAGGGGTTGG 0.587

- 1 394 NM_003493 NP_003484 Q16695 H31T_HUMAN 0 CCCCGCGGATACG 0.587

- 4 757 orf96_uc009xfc.2_R NM_145257 NP_660300 Q6IQ19 CA096_HUMAN 0 TTTTTTCCACCTG 0.423

- 2 199 orf96_uc009xfc.2_R NM_145257 NP_660300 Q6IQ19 CA096_HUMAN 0 CCTGCTCCAGCAG 0.632

- 6 985 NM_001100 NP_001091 P68133 ACTS_HUMAN 0 ACAGGTCCTTCCT 0.602

- 5 621 NM_018230 NP_060700 Q8WUM0 NU133_HUMAN 7 TGGCAACCATGAC 0.443

+ 4 3110 fd.1_Missense_Mu NM_014777 NP_055592 Q14146 URB2_HUMAN 3 GATGATCCCGCTT 0.428

- 3 674 htv.2_Missense_Mu NM_024554 NP_078830 Q8N414 PGBD5_HUMAN 4 ATGAAGCCAGTGG 0.562

+ 18 2079 _p.V593I|CAPN9_u NM_006615 NP_006606 O14815 CAN9_HUMAN Domain IV. 1 TGCCTGGTCCGGC 0.592 rs150802007

- 3 454 198_uc001huc.1_In NM_032800 NP_116189 Q9H425 CA198_HUMAN 0 GATAGGGCGGAG 0.577

+ 4 1402 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN COS. 4 GACCCCTCCGGG 0.547

+ 2 408 .1_5'UTR|GNPAT_ NM_014236 NP_055051 O15228 GNPAT_HUMAN 4 TGTAAACCAATTG 0.353

- 19 4999 hvf.2_Missense_M NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6 TCAGGGTGCAGA 0.517

- 15 4450 hvf.2_Missense_M NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6 TGCTGAGTTGCTG 0.408

- 14 4236 hvf.2_Missense_M NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Ser-rich. 6 ACCCACTACTTTT 0.498

+ 1 1531 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1 ATTGAGCCTCAAA 0.448

+ 1 1621 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1 AAGCATCCAAGTT 0.423

- 33 6068 e_Mutation_p.A59 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN Ser-rich. 2 TTAGCGCTGAGTG 0.567

- 30 5495 e_Mutation_p.D406 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2 CCTCGTCCACCAC 0.607

+ 6 1892 hvs.1_Missense_M NM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8 CAGTCCCCCGAG 0.567

+ 1 511 NM_002245 NP_002236 O00180 KCNK1_HUMAN 1 ACCGTGCTCTCCA 0.582

- 2 1403 _p.P68S|IRF2BP2_ NM_182972 NP_892017 Q7Z5L9 I2BP2_HUMAN 0 AGGGCGGACTGT 0.592

- 20 3113 se_Mutation_p.K78 NM_016374 NP_057458 Q4LE39 ARI4B_HUMAN 3 GTCATCTTTGCTT 0.383

- 13 1495 hws.3_Missense_M NM_016374 NP_057458 Q4LE39 ARI4B_HUMANARID.|Glu-rich. 3 ATCCAAGTACAGG 0.289



- 45 10443 xi.2_Missense_Mut NM_000081 NP_000072 Q99698 LYST_HUMAN 12 GCTCCAGGTCTGC 0.522

- 44 10199 i.2_Missense_Muta NM_000081 NP_000072 Q99698 LYST_HUMAN BEACH. 12 CCTGCCGATGGAT 0.483

- 31 8405 ga.1_Missense_Mu NM_000081 NP_000072 Q99698 LYST_HUMAN 12 TCCCAAGCTGCAT 0.413

- 23 6854 b.1_RNA|LYST_uc NM_000081 NP_000072 Q99698 LYST_HUMAN 12 AATCAGGTCGGCG 0.532

- 21 6296 _Intron|LYST_uc01 NM_000081 NP_000072 Q99698 LYST_HUMAN 12 TACCTACCTATGT 0.348

- 6 2681 xs.1_RNA|LYST_u NM_000081 NP_000072 Q99698 LYST_HUMAN 12 CTGGAACTGAGGC 0.378

+ 6 484 1hxv.1_Missense_M NM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN Death. 0 ACTGGAGGAATTT 0.522

+ 37 5161 NM_001035 NP_001026 Q92736 RYR2_HUMAN ilarity).|4 X approximate rep 33 CATGTGGATGAAC 0.537

+ 38 5996 NM_001035 NP_001026 Q92736 RYR2_HUMAN ilarity).|4 X approximate rep 33 TCACAGCCAGGAA 0.403

- 10 1334 130331_uc010pyc NM_021186 NP_067009 Q12836 ZP4_HUMAN racellular (Potential). 3 CAGACTGACACG 0.498

+ 5 3203 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 CACTTCCCGGAGC 0.711

+ 7 4378 MN2_uc010pyf.1_S NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN 12 AACATGGTAAGTG 0.323

- 2 277 NM_000143 NP_000134 P07954 FUMH_HUMAN 5 ACACCTCCAATCT 0.398

- 3 235 NM_001004343 NP_001004343 Q9BXW4 MLP3C_HUMAN 1 TTTTGTCCAGCGG 0.592

- 13 3718 zu.2_Missense_M NM_014812 NP_055627 Q5SW79 CE170_HUMAN ng to microtubules. 2 CTCTGCGCAAGAG 0.458

+ 3 222 _p.E55K|C1orf101_ NM_001130957 NP_001124429 Q5SY80 CA101_HUMAN cellular (Potential). 2 GTGCCAGAAACT 0.279

+ 16 2249 0_splice|C1orf101_ NM_001130957 NP_001124429 Q5SY80 CA101_HUMAN 2 TTCACAGGTCATA 0.323

- 4 1158 ation_p.E38K|HNR NM_031844 NP_114032 Q00839 HNRPU_HUMANB30.2/SPRY. 0 AACTCTCCATTGT 0.343

+ 6 1963 _p.A508V|KIF26B_ NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN Kinesin-motor. 3 TGTTTGCCTTCGA 0.502

+ 14 6472 NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3 AGGAGGCCATGTG 0.577

- 10 1057 ibi.2_Missense_Mu NM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN 0 ATATCGGGAAGCC 0.498

- 1 393 ST_uc001ibp.2_5'F NM_022366 NP_071761 Q9H5Q4 TFB2M_HUMAN 1 GTTTTCCCAAATA 0.463 rs150011053

- 32 5966 CTF1_uc009xgs.1_ NM_015446 NP_056261 Q8WYP5 ELYS_HUMAN lear localization (By similar 7 TAGATCCTACATC 0.408

- 1 605 NM_001005487 NP_001005487 Q8NGZ3 O13G1_HUMAN Name=5; (Potential). 1 GCCAGGGTAATAT 0.458

- 1 874 NM_001005286 NP_001005286 Q8NGZ6 OR6F1_HUMAN Name=7; (Potential). 0 TACGAAGCGTATA 0.438

+ 1 47 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANcellular (Potential). 3 TCCTGGGAATCTT 0.443

+ 1 538 NM_017504 NP_059974 Q96R27 OR2M4_HUMANcellular (Potential). 2 TTCTGTGATGTTG 0.428

+ 1 556 NM_017504 NP_059974 Q96R27 OR2M4_HUMANcellular (Potential). 2 CTTTTACCTCTAT 0.398

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 TGGCCAGCCACAC 0.483 rs140989725

+ 1 343 NM_001005495 NP_001005495 Q8NH03 OR2T3_HUMAN Name=3; (Potential). 1 GCTGGAGCTGAG 0.557

+ 1 515 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANcellular (Potential). 3 GTCATCGCACACT 0.552

- 20 2481 _p.M183I|DIP2C_u NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 GACCACCATGAGG 0.612

- 1 352 LF6_uc010qal.1_M NM_001300 NP_001291 Q99612 KLF6_HUMAN 4 ACTCCTCCAGAGA 0.557

+ 2 274 NM_053049 NP_444277 Q969E3 UCN3_HUMAN 0 GGGGGGCCCCA 0.632

+ 8 862 b.2_Missense_Mut NM_001047160 NP_001040625 Q7Z628 ARHG8_HUMAN DH. 1 ACCAAGCCTGATG 0.398

+ 19 7632 iik.2_Missense_Mu NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 CAACTGCACATAA 0.328

- 15 1852 iks.1_Missense_M NM_014688 NP_055503 Q92738 US6NL_HUMAN 0 GGTGCGCTGCTC 0.567

- 15 1573 iks.1_Missense_M NM_014688 NP_055503 Q92738 US6NL_HUMAN 0 CTGGGGGTGCGG 0.657

- 2 1201 c.2_Missense_Mut NM_080599 NP_542166 Q9HAU5 RENT2_HUMAN MIF4G 1. 3 CCAGACCTGAAG 0.413

+ 13 1269 1ilm.2_Splice_Site_ NM_006023 NP_006014 O75794 CD123_HUMAN 1 TTGACAGAAGAGA 0.507

- 4 555 nse_Mutation_p.E NM_031453 NP_113641 Q9H098 F107B_HUMAN Potential. 4 CTTGCTCTTCTTG 0.443

+ 5 1095 e_Mutation_p.G347 NM_024670 NP_078946 Q9H5I1 SUV92_HUMAN Post-SET. 3 TGCAGAGGTTACC 0.348

- 8 717 no.2_Missense_Mu NM_001033855 NP_001029027 Q96SD1 DCR1C_HUMAN 1 TCATAGCCATAAG 0.398

- 7 988 p.G229V|RSU1_uc NM_152724 NP_689937 Q15404 RSU1_HUMAN 1 GACACGCCAAGCT 0.428

- 40 6014 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 14. 19 ACACGGGTGCATC 0.512 rs142570571

- 12 1371 NM_001081 NP_001072 O60494 CUBN_HUMAN alcium-binding (Potential). 19 AAACAGGGGTTGC 0.453

- 3 281 7L|TRDMT1_uc009 NM_004412 NP_004403 O14717 TRDMT_HUMAN 1 TGGCAGGGAGGG 0.264



+ 2 894 _Missense_Mutatio NM_003380 NP_003371 P08670 VIME_HUMAN Rod.|Coil 1B. 4 CGGCAGGTGGAC 0.652

+ 8 1570 1ipp.2_Missense_M NM_001145195 NP_001138667 Q504Y0 S39AC_HUMAN lasmic (Potential). 2 GAAGCCCCAGAA 0.343

+ 3 311 CNB2_uc001ipx.2_ NM_201596 NP_963890 Q08289 CACB2_HUMAN 3 CCGATTCCGATGT 0.502

- 17 2129 BL_uc001iqk.2_Int NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 16. 2 TTTCAGGAGTATC 0.313

+ 18 2330 42_splice|ARMC3_ NM_173081 NP_775104 Q5W041 ARMC3_HUMAN 0 GACACAGGTATGT 0.328

+ 6 1478 ense_Mutation_p.P NM_019590 NP_062536 Q5T5P2 SKT_HUMAN Pro-rich. 7 TCCAGACCCATCT 0.517

+ 1 580 010qde.1_Missens NM_020752 NP_065803 Q5T848 GP158_HUMAN cellular (Potential). 8 CCCGGGCGGCC 0.652

+ 26 3236 Q959R|MYO3A_u NM_017433 NP_059129 Q8NEV4 MYO3A_HUMANyosin head-like. 18 AGCGTCAGGCAA 0.408

- 32 4950 .S1280N|ANKRD26 NM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4 GATCTGCTCTGCT 0.408

- 1 198 9xku.1_Missense_ NM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4 GACTCGCCCTTC 0.657

- 20 2472 1L1_uc010qdl.1_M NM_139312 NP_647473 Q96TA2 YMEL1_HUMAN 1 CAAGAACAATTTG 0.378

- 1 2190 NR_003525 0 GTGGGAGGTTCTA 0.542

- 1 192 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 GGCCCGGTGGCA 0.652

+ 5 599 NM_032517 NP_115906 Q6UWQ5 LYZL1_HUMAN 0 TGAGGGCAGAGA 0.502

- 6 1243 vb.3_Missense_Mu NM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1 GAATAGGGGGTG 0.368

- 3 354 NM_183058 NP_898881 Q7Z4W2 LYZL2_HUMAN 0 ATGCTGCCGTCAT 0.587

- 7 1530 1iwc.1_Nonsense_ NM_018287 NP_060757 Q8IWW6 RHG12_HUMAN 0 ATGTCTCCACTTT 0.363

- 18 2520 NM_004521 NP_004512 P33176 KINH_HUMAN 5 CCTTTTCCATTTC 0.313

- 14 2356 p.G623S|EPC1_uc NM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4 GTAAGCCCTTGTA 0.343

- 25 4058 ense_Mutation_p.P NM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1 TAGAAGGGCCTC 0.502

+ 7 1054 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGCCAGCAA 0.423

+ 34 3425 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN Potential. 9 AATATAGTGGGCA 0.343

+ 5 1289 33A_uc010qev.1_M NM_006974 NP_008905 Q06730 ZN33A_HUMAN C2H2-type 2. 3 TCAAACCTCACTA 0.438

- 5 791 NF33B_uc001jag.1 NM_006955 NP_008886 Q06732 ZN33B_HUMAN 0 GGGTTTCCTGAC 0.368

- 9 1093 1jao.1_Missense_ NM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0 ACTTGGCTGTCTT 0.617

- 2 1303 mj.2_Missense_Mu NM_005674 NP_005665 Q16600 ZN239_HUMAN C2H2-type 1. 0 CTTTGACTGAAGT 0.443

- 2 1206 NM_016204 NP_057288 Q9UK05 GDF2_HUMAN 3 TCCTTGGGTGCAA 0.597

- 5 847 AP22_uc010qgl.1_M NM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN Rho-GAP. 1 GCTCCCGGATGAA 0.647

+ 3 838 NM_199459 NP_955629 Q711Q0 CJ071_HUMAN 0 AGCAAGCCTCCG 0.507

- 4 288 _p.E42K|A1CF_uc NM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1 CATTTTCCTGCAA 0.413

+ 1 162 _5'Flank|uc009xox NM_012242 NP_036374 O94907 DKK1_HUMAN 3 TGATGGCTCTGGG 0.612

- 27 3954 se_Mutation_p.P11 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN .|Extracellular (Potential). 13 TAATTGGTGGTAT 0.368

- 6 599 ka.1_Missense_Mu NM_007057 NP_008988 O95229 ZWINT_HUMAN Potential. 0 GAAACACCCTGTC 0.557

+ 10 1361 kj.1_Missense_Mu NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 TCACTGGACTAG 0.507

- 37 4640 h.1_Intron|ANK3_u NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 GTTGCTCCTGTAC 0.403

- 11 1441 se_Mutation_p.E41 NM_020987 NP_066267 Q12955 ANK3_HUMAN ANK 11. 19 GGAGTTCCATTAC 0.423

+ 5 795 _p.P257S|ARID5B NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 AAGAAACCATGCC 0.413

+ 1 944 NM_032804 NP_116193 Q96SZ5 AEDO_HUMAN 0 TACGACCCGGACG 0.692

- 2 312 _p.G53E|EGR2_uc NM_001136177 NP_001129649 P11161 EGR2_HUMAN 2 GCCACTCCGTTCA 0.652

- 4 511 se_Mutation_p.A13 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 CCGCAGCCAGCAA 0.483

- 2 316 1jnc.2_Missense_M NM_021800 NP_068572 Q9UKB3 DJC12_HUMAN J. 1 CTTTGGGGTTTTC 0.343

+ 12 2568 YPN_uc009xpt.2_M NM_032578 NP_115967 Q86TC9 MYPN_HUMAN Pro-rich. 5 ACACCACCACCAT 0.547

- 19 3119 se_Mutation_p.L71 NM_001080449 NP_001073918 P51530 DNA2L_HUMAN 0 CGTGCCAATAAAT 0.353

+ 15 2091 X50_uc010qjc.1_In NM_024045 NP_076950 Q9BQ39 DDX50_HUMAN 1 AAATTACCTGAAA 0.448

+ 4 536 DC1_uc010qje.1_5' NM_025130 NP_079406 Q2TB90 HKDC1_HUMAN 5 TGTCTGGCAGATT 0.468

+ 10 1508 je.1_Missense_Mu NM_025130 NP_079406 Q2TB90 HKDC1_HUMAN 5 ACCGCGGTGGCC 0.647

+ 9 1183 _p.V365A|HK1_uc0 NM_000188 NP_000179 P19367 HXK1_HUMAN Regulatory. 1 TGGGAGTGGAGC 0.537



+ 15 2203 i.3_Missense_Muta NM_000188 NP_000179 P19367 HXK1_HUMAN Catalytic. 1 ACCAGGGGCAGA 0.577

+ 17 1507 1jqc.1_Missense_M NM_005203 NP_005194 Q5TAT6 CODA1_HUMANal).|Triple-helical region 2 (C 1 TGCCAGGGATGCC 0.617

- 3 956 NM_018055 NP_060525 Q96S42 NODAL_HUMAN 2 CGGTGGGGCTGG 0.473

- 2 503 _p.G118D|DNAJB1 NM_017626 NP_060096 Q9NXW2 DJB12_HUMAN 0 GCTTCACCGTTGG 0.612

+ 6 603 uc001jtk.2_Missen NM_015901 NP_056985 Q86X67 NUD13_HUMAN 0 GCTCTTCTCCGCT 0.522

- 18 3913 p.R387K|USP54_u NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 TGATTTCTCTCTG 0.483 rs150112870

- 5 966 NM_021245 NP_067068 Q9NP98 MYOZ1_HUMAN 2 CAAGTTCCATTTT 0.512

- 4 835 NM_021245 NP_067068 Q9NP98 MYOZ1_HUMAN Gly-rich. 2 GTGCCAGCAGCTC 0.592

+ 9 1017 on_p.P205S|PLAU_ NM_002658 NP_002649 P00749 UROK_HUMAN Peptidase S1. 3 GCGCAGCCATCCC 0.542

- 5 1053 wh.2_Missense_Mu NM_207012 NP_996895 Q9Y2T2 AP3M1_HUMAN MHD. 0 ATGCAAGCATCAA 0.368

+ 3 1056 wo.1_Missense_M NM_012330 NP_036462 Q8WYB5 MYST4_HUMAN 16 AGTATCCCAGTGC 0.527

- 1 156 5'UTR|DUSP13_uc NM_001007271 NP_001007272 Q6B8I1 MDSP_HUMAN 0 CTGCAAGAAGAC 0.617

+ 5 417 xa.2_Nonsense_Mu NM_003375 NP_003366 P45880 VDAC2_HUMANanded; (By similarity). 3 AAAGTGGAACAC 0.343

- 20 2778 NM_007055 NP_008986 O14802 RPC1_HUMAN 0 ATATCGCCAGTAG 0.438

+ 7 1334 n_p.P215L|NRG3_ NM_001010848 NP_001010848 P56975 NRG3_HUMAN lasmic (Potential). 6 GGCATCCTGTGAC 0.483

+ 2 399 n_p.V58I|OPN4_uc NM_033282 NP_150598 Q9UHM6 OPN4_HUMAN cellular (Potential). 1 GCCTGGGTCCCC 0.478

+ 5 690 mt.1_Missense_Mut NM_004190 NP_004181 P07098 LIPG_HUMAN 0 AGGGCACCACCAT 0.378

+ 7 1326 ite|STAMBPL1_uc NM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1 AAACTGGTATGAT 0.318

- 9 1162 NM_014391 NP_055206 Q15327 ANKR1_HUMAN ANK 5. 0 CTGAGGCTGTCG 0.453

+ 6 675 .1_RNA|BTAF1_uc NM_003972 NP_003963 O14981 BTAF1_HUMAN lization signal (Potential). 3 CAGGCAGCTGAAT 0.368

+ 32 4614 NM_003972 NP_003963 O14981 BTAF1_HUMAN 3 ATGAAAGAAGATG 0.373

- 1 2320 NR_002319 0 CCACCGGGTTTCC 0.478

- 10 1104 1_uc001kks.2_Mis NM_001034954 NP_001030126 Q9BX66 SRBS1_HUMAN 1 AATAGCCTTGCCA 0.502

- 4 767 qot.1_Missense_M NM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0 TTGGAACCAGTTT 0.318

- 20 2317 vh.1_Missense_Mu NM_003061 NP_003052 O75093 SLIT1_HUMAN LRRCT 3. 4 TCTTGCGCTTCCG 0.612

- 16 1856 vh.1_Missense_Mu NM_003061 NP_003052 O75093 SLIT1_HUMAN LRRNT 3. 4 CGCTCAGGGATCT 0.637

+ 12 1439 HC16_uc001knn.2_ NM_198046 NP_932163 Q969W1 ZDH16_HUMAN lasmic (Potential). 1 GAGCCCCCTCCCT 0.532 rs12259677

- 10 1599 _p.D404N|CRTAC1 NM_018058 NP_060528 Q9NQ79 CRAC1_HUMAN GAP 4; atypical. 5 TCCCGTCTCCGTC 0.582

- 8 914 _Mutation_p.G276 NM_018294 NP_060764 Q69YN2 C19L1_HUMAN 0 TGCTTTCCTATGG 0.398

- 2 93 C1S2_uc001kqv.1_5 NM_173809 NP_776170 Q6QNY1 BL1S2_HUMAN 1 CTGTCTCCACGGC 0.572

+ 2 659 NM_005063 NP_005054 O00767 ACOD_HUMAN lasmic (Potential). 0 TATGACCCCACCT 0.483

+ 5 503 NM_003393 NP_003384 Q93098 WNT8B_HUMAN 4 GTGGGGAGGCT 0.587

- 1 77 C31B_uc010qpq.1_ NM_005004 NP_004995 O95169 NDUB8_HUMAN 0 GGGATGCCCTTTG 0.627

+ 3 582 NM_017902 NP_060372 Q9NWT6 HIF1N_HUMAN ith HIF1A.|Interaction with V 0 GAACTGGATTAAT 0.418

- 9 1590 sn.2_Missense_Mu NM_024895 NP_079171 Q9H5P4 PDZD7_HUMAN 3 GGGCACCCTTCTC 0.557

- 8 2130 f.2_Missense_Muta NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0 AGGAACCCTGGCC 0.607

- 16 3159 se_Mutation_p.P8 NM_012215 NP_036347 O60502 NCOAT_HUMANnsferase activity (By similari 3 CCTTTGGAAATCC 0.413

- 9 1761 nse_Mutation_p.Q3 NM_012215 NP_036347 O60502 NCOAT_HUMAN 3 CTCCCTGGCTCA 0.463

- 4 621 KCNIP2_uc001kue NM_173191 NP_775283 Q9NS61 KCIP2_HUMAN and 1; degenerate. 0 CCCTCAGGCCGG 0.617

+ 1 1425 NM_024747 NP_079023 Q86YV9 HPS6_HUMAN 0 ACCTGCCCCCATC 0.627

+ 9 4382 S1328F|PPRC1_u NM_015062 NP_055877 Q5VV67 PPRC1_HUMAN raction with CREB1 and NR 3 CATCGTCTTCCTC 0.597

+ 1 191 NM_152310 NP_689523 Q9HB03 ELOV3_HUMAN 2 TCACATGAAGTAA 0.517

+ 6 655 uy.1_Missense_Mu NM_004193 NP_004184 Q92538 GBF1_HUMAN 2 TGATAGGTTCTAC 0.468

+ 40 5630 p.P1793L|GBF1_uc NM_004193 NP_004184 Q92538 GBF1_HUMAN Pro-rich. 2 CCACCCCCGACG 0.672

+ 5 465 _p.G67D|NFKB2_ NM_001077494 NP_001070962 Q00653 NFKB2_HUMAN RHD. 3 TGCCCGGTGCCT 0.582

+ 12 1356 _p.A364V|NFKB2_ NM_001077494 NP_001070962 Q00653 NFKB2_HUMANGRR.|Gly-rich. 3 GTGCAGCCGGGG 0.607

- 2 1056 p.P177S|PSD_uc00 NM_002779 NP_002770 A5PKW4 PSD1_HUMAN Pro-rich. 3 CTGGCGGCCCAT 0.662



- 15 1280 wq.2_Missense_Mu NM_012229 NP_036361 P49902 5NTC_HUMAN 0 CGCCACCCTTGCC 0.398

+ 19 2905 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANLumenal (Potential). 10 TGACAGCCTATGC 0.532

- 1 343 p.G112E|SORCS1 NM_052918 NP_443150 Q8WY21 SORC1_HUMANmenal (Potential). 2 TCCGCTCCGCTCC 0.716

+ 5 649 _p.S112N|ADD3_uc NM_016824 NP_058432 Q9UEY8 ADDG_HUMAN 5 TTTTAGGTCTTGG 0.468

+ 17 1870 NM_005445 NP_005436 Q9UQE7 SMC3_HUMANFlexible hinge. 3 AATCTTCCTGGAG 0.343

+ 3 485 n_p.G70E|PDCD4_ NM_014456 NP_055271 Q53EL6 PDCD4_HUMAN 3 ACAGTGGGAGTGA 0.512

+ 6 576 e_Mutation_p.W20 NM_203379 NP_976313 Q9ULC5 ACSL5_HUMAN lasmic (Potential). 3 ACAGTGGATCATC 0.448 rs151027490

- 22 2336 qsi.1_Missense_M NM_002313 NP_002304 O14639 ABLM1_HUMAN HP. 1 ACTTCAGGGGCTA 0.433

- 4 589 0qss.1_Splice_Site NM_022063 NP_071346 Q9H8W3 F204A_HUMAN 0 AAAACACCTTTTC 0.323

+ 2 117 A_uc010qsw.1_5'UT NM_207009 NP_996892 Q8TCE6 FA45A_HUMAN 1 AATGGAGAAGTTC 0.443

- 7 424 XN4_uc001ldz.2_M NM_213649 NP_998814 Q6P4A7 SFXN4_HUMAN ical; (Potential). 1 TCAGTGGCGTCAT 0.413

+ 13 1623 zh.2_Missense_Mu NM_005308 NP_005299 P34947 GRK5_HUMAN kinase C-terminal. 3 GACCCTCCCTTCG 0.632

+ 20 2478 ep.2_Missense_Mu NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2 CTTTGGCCCAGGG 0.373

+ 20 2397 xzz.1_Missense_M NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 6. 7 GGGATACCAATGA 0.607

+ 20 2463 zz.1_Missense_Mu NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 6. 7 GAAATGCCCGGTT 0.622

- 5 1030 10qty.1_Intron|CUZ NM_022034 NP_071317 Q86UP6 CUZD1_HUMAN lar (Potential).|CUB 2. 2 GTGGGAGTCACAC 0.453

+ 2 289 n_p.I90T|LHPP_uc NM_022126 NP_071409 Q9H008 LHPP_HUMAN 0 GCCAGATCCTGAA 0.632

- 11 2587 .1_Missense_Muta NM_018180 NP_060650 Q7L7V1 DHX32_HUMAN 4 AGATTACTGAAAT 0.398

- 8 2035 .1_Splice_Site_p.A NM_018180 NP_060650 Q7L7V1 DHX32_HUMAN 4 TTGGAGCTTCAAA 0.443

- 4 739 _p.A109V|ADAM1 NM_003474 NP_003465 O43184 ADA12_HUMAN 9 TTCGAGCGAGGG 0.438

+ 35 3599 p.E1200K|DOCK1_ NM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9 TTAATGGAAAGG 0.423

+ 47 4901 p.G1634S|DOCK1_ NM_001380 NP_001371 Q14185 DOCK1_HUMAN DHR-2. 9 GAGTACGGCGTC 0.532

- 7 1040 67_uc009yav.1_Int NM_002417 NP_002408 P46013 KI67_HUMAN 7 GTCTCCCCCTGTA 0.458

- 1 156 27_uc010quv.1_5'F NM_173575 NP_775846 Q86UX6 ST32C_HUMAN 5 CCCGCCCGCCC 0.587

- 1 91 NM_001080998 NP_001074467 Q96QU4 FRG2B_HUMAN 0 ATGGAGGAGCAGT 0.502

+ 2 162 F3_uc010qvk.1_5'F NM_145651 NP_663626 Q8TD33 SG1C1_HUMAN 1 TATGAGGGGACCT 0.542

+ 9 809 NM_178537 NP_848632 Q76KP1 B4GN4_HUMANmenal (Potential). 1 CCTGCCCGGCCT 0.672

- 3 1823 w.1_RNA|RNH1_u NM_203389 NP_976323 P13489 RINI_HUMAN LRR 5. 0 GGGGGTCCAGGA 0.657

- 2 1538 ssense_Mutation_p NM_203389 NP_976323 P13489 RINI_HUMAN LRR 1. 0 TGCACCGTGCTTC 0.632 rs149360262

+ 8 979 _p.R282K|PHRF1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Arg-rich. 0 GAGTGAGAGCAAC 0.652

+ 14 2380 RF1_uc010qwe.1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0 CCGGCCCCCAG 0.692

- 13 1897 9ycc.2_Missense_M NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 CCCCACCGGGTG 0.672 rs139590704

+ 4 1138 NM_000797 NP_000788 P21917 DRD4_HUMAN Name=7; (Potential). 0 CCCCCGCGGCTG 0.672

+ 5 673 lra.2_Missense_Mu NM_006755 NP_006746 P37837 TALDO_HUMAN 0 ATGAGCCCCTGGA 0.607

+ 8 1403 uc001lrx.2_5'Flank|CD151_uc001lry.2_5'Flank|CD151_ Q8N4Y2 EFC4A_HUMAN 0 GCTCAGGTACGGT 0.592

+ 4 421 _p.G71D|TSPAN4_ NM_003271 NP_003262 O14817 TSN4_HUMAN ical; (Potential). 1 TCGTGGGCTGCCT 0.657

- 31 4942 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN truncated.|Approximate rep 1 TGATGACTGTGTG 0.557

- 30 3947 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN o-rich.|Thr-rich. 1 ACTGTGGGTTTTG 0.622

+ 20 2380 C5B_uc001ltb.2_M NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 1. 0 CGCTTCCCTGGCC 0.647

+ 51 14903 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 CAGAGCCGAGCA 0.662

+ 6 754 _Missense_Mutatio NM_138567 NP_612634 Q8NBV8 SYT8_HUMAN toplasmic (Potential). 1 TCTCGGGGCATGA 0.672

+ 8 1016 p.P219S|LSP1_uc NM_002339 NP_002330 P33241 LSP1_HUMAN 1 AAGACTCCGTCCT 0.622

- 6 1861 5_uc010qxr.1_Non NM_001130520 NP_001123992 O14628 ZN195_HUMAN C2H2-type 8. 0 TGAGAACCACATG 0.393

- 4 782 _p.A31V|CHRNA1 NM_020402 NP_065135 Q9GZZ6 ACH10_HUMANcellular (Potential). 1 AGGCGGCGGCG 0.716

- 27 4571 p.R1427K|NUP98_ NM_016320 NP_057404 P52948 NUP98_HUMAN 12 AGCGCCCTAGAAA 0.443

- 5 698 _p.T136I|NUP98_u NM_016320 NP_057404 P52948 NUP98_HUMAN Gly/Thr-rich. 12 TTAGAGGTGGTAT 0.378

+ 9 1706 _p.A380T|STIM1_u NM_003156 NP_003147 Q13586 STIM1_HUMAN ic (Potential).|Potential. 1 TTGCAGGCTGAGA 0.483



+ 1 881 NM_001005169 NP_001005169 Q8NGK6 O52I1_HUMAN Name=7; (Potential). 2 TAAATCCCATCAT 0.498 rs150466381

+ 1 940 NM_001005169 NP_001005169 Q8NGK6 O52I1_HUMAN lasmic (Potential). 2 CTGATGCACTTCC 0.458

+ 2 241 NM_021801 NP_068573 Q9NRE1 MMP26_HUMAN 0 ATGCATGCTCTGC 0.537

- 1 149 NM_001004760 NP_001004760 Q9H2C8 O51V1_HUMAN Name=1; (Potential). 1 CAATTGCCCAAAA 0.507

+ 1 559 _uc001mam.1_Int NM_001004757 NP_001004757 Q8NH59 O51Q1_HUMANcellular (Potential). 1 GATATGATCCGCC 0.512

- 2 1482 _uc001mam.1_5'Fla NM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3 GGCTGCCGTGGG 0.542

+ 1 277 M5_uc001mbq.1_In NM_001005165 NP_001005165 Q8NGH9 O52E4_HUMAN cellular (Potential). 2 CTCCAAGAGATCA 0.463

- 1 970 NM_001005179 NP_001005179 Q8NGH8 O56A4_HUMAN cellular (Potential). 2 CTGGAGGAATTCT 0.532

+ 42 13927 sense_Mutation_p. NM_144666 NP_653267 Q96M86 DNHD1_HUMAN Potential. 2 CTGCAGGATCTGC 0.637

+ 3 341 _Mutation_p.T69I| NM_001014794 NP_001014794 Q13418 ILK_HUMAN n with LIMS1.|ANK 3. 1 ATGACACCCCCC 0.557

- 21 10186 P1_uc001mel.1_5' NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN lasmic (Potential). 5 AGAGGAGACAGAG 0.642

- 21 9978 P1_uc001mel.1_5' NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN lasmic (Potential). 5 GCCGAGCTTCATC 0.622

+ 1 290 NM_178168 NP_835462 Q9H207 O10A5_HUMAN cellular (Potential). 3 TCCTTGGCTGTGC 0.507

+ 1 889 NM_001004684 NP_001004684 Q8NGH3 OR2D3_HUMAN Name=7; (Potential). 0 ACAGCGGTGACTC 0.418

+ 4 2230 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8 CTGTAACTGTGG 0.438

+ 11 1355 0rbd.1_Missense_M NM_003621 NP_003612 Q8ND30 LIPB2_HUMAN 4 GCAGGGCCTTCGG 0.383

- 1 761 NM_153445 NP_703146 Q8WZ94 OR5P3_HUMAN Name=6; (Potential). 1 GTAATGGTCCCAT 0.527

- 22 3000 _p.E946K|SCUBE2 NM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN 2 GGGACTCCTGGGC 0.448

- 16 2034 CUBE2_uc001mhj. NM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN 2 AGCGTTCTCGTGC 0.488

+ 10 1519 mhx.2_Missense_M NM_015055 NP_055870 Q9UH65 SWP70_HUMAN Potential. 3 CAGCAGGCCATTC 0.547

- 3 383 f.3_5'UTR|SBF2_u NM_030962 NP_112224 Q86WG5 MTMRD_HUMAN UDENN. 3 GTTAGGCATGAGC 0.448

+ 4 831 fx.1_Missense_Mu NM_001025389 NP_001020560 Q01432 AMPD3_HUMAN 2 AAGTATGCGCGGC 0.567

+ 21 3175 mjs.2_Missense_M NM_017944 NP_060414 Q96K76 UBP47_HUMAN 2 CCAGATGGCCTTT 0.363

- 4 585 76_splice|DKK3_uc NM_001018057 NP_001018067 Q9UBP4 DKK3_HUMAN 1 TACTCACCATCCT 0.642

+ 4 679 _p.P131S|MICAL2_ NM_014632 NP_055447 O94851 MICA2_HUMAN 2 CTCTGGCCTTTCA 0.552

+ 11 1702 L2_uc001mkb.2_M NM_014632 NP_055447 O94851 MICA2_HUMAN 2 CGGTACCCAAACC 0.552

+ 23 3173 41V|MICAL2_uc00 NM_014632 NP_055447 O94851 MICA2_HUMAN 2 GGGCTGCAGCTGA 0.562

+ 14 1492 L_uc001mkt.2_Miss NM_001178 NP_001169 O00327 BMAL1_HUMAN PAS 2. 0 TATTTTGGCATATT 0.368

- 9 1384 e_Mutation_p.T36 NM_032320 NP_115696 Q9BSF8 BTBDA_HUMAN 0 TTGTAGGTAGGAT 0.413

+ 5 1769 0rcr.1_Splice_Site_ NM_000922 NP_000913 Q13370 PDE3B_HUMAN 0 CTTTTAGTCAAGG 0.333

- 4 1462 mmr.3_RNA|PIK3C NM_002645 NP_002636 O00443 P3C2A_HUMAN 10 CAACATCTACTTG 0.348

- 24 2993 NM_000352 NP_000343 Q09428 ABCC8_HUMANasmic (By similarity). 1 GCACGAGATAGGC 0.542 rs72559721

- 12 1841 cy.1_Missense_Mu NM_000352 NP_000343 Q09428 ABCC8_HUMAN rity).|ABC transmembrane t 1 GAGGGCGAGAAG 0.597

- 3 266 se_Mutation_p.P53 NM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN 1 GGCTGGGTTCATT 0.617

- 18 2892 _p.P758S|HPS5_u NM_181507 NP_852608 Q9UPZ3 HPS5_HUMAN 3 TGGATGGAAAGAA 0.368

- 9 1140 0rdf.1_Splice_Site_ NM_001040697 NP_001035787 Q8IX04 UEVLD_HUMAN 0 TTCTTACCTTTGT 0.219

+ 3 574 NM_153347 NP_699178 Q8N2M4 TM86A_HUMAN 1 GGCAGGGCTGCG 0.607

+ 17 1964 mpj.2_Missense_M NM_019028 NP_061901 Q8IUH4 ZDH13_HUMAN 0 TTCTTCGCTCAGT 0.428

+ 8 1443 n_p.T274I|NAV2_uc NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 GCTCCACCCCTA 0.602

+ 36 7212 yhz.2_Missense_M NM_182964 NP_892009 Q8IVL1 NAV2_HUMAN 6 CTCCAGGCCCCCG 0.557

+ 8 1609 yic.2_Missense_M NM_004211 NP_004202 Q9Y345 SC6A5_HUMAN 4 CCTGGAGCTGGAG 0.562

+ 13 1547 _p.G493E|NELL1_u NM_006157 NP_006148 Q92832 NELL1_HUMAN alcium-binding (Potential). 3 TCCCAGGATACAT 0.418

+ 7 862 qj.2_Missense_Mu NM_213599 NP_998764 Q75V66 ANO5_HUMAN lasmic (Potential). 4 AGTATCCCCATCC 0.453

+ 1 447 NM_020346 NP_065079 Q9P2U8 VGLU2_HUMAN lasmic (Potential). 4 CCCCAGGAAAAG 0.433

- 1 794 NM_022725 NP_073562 Q9NPI8 FANCF_HUMAN 1 CTGGGAGGGCGC 0.562

+ 4 508 n_p.E6K|LUZP2_uc NM_001009909 NP_001009909 Q86TE4 LUZP2_HUMAN Potential. 2 CTTCAGGAGGCCC 0.368

- 18 2770 rk.3_Missense_Mu NM_018490 NP_060960 Q9BXB1 LGR4_HUMAN Name=6; (Potential). 1 GCCACAGGGCAG 0.408



- 13 2080 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2 AGAACAGAAATCC 0.378

- 3 556 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN Kinesin-motor. 2 GCTGATCCTAGCA 0.378

- 3 541 n_p.V141M|MPPED NM_001584 NP_001575 Q15777 MPPD2_HUMAN 1 GGACACAGAGGG 0.393

- 3 243 MP1L_uc009yjo.2_M NM_144981 NP_659418 Q96LU5 IMP1L_HUMAN 0 TGAATAGTATAGC 0.363

+ 4 2024 _p.S347F|QSER1_ NM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6 GGCTATCTGATGG 0.398

+ 2 186 reh.1_Missense_M NM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN 2 CAGAAGCCATTTG 0.393

+ 2 488 ense_Mutation_p.E NM_018393 NP_060863 Q9NUJ3 T11L1_HUMAN 0 GCTGTGGAAGGTG 0.413

- 21 2118 1L1_uc001muf.1_ NM_001326 NP_001317 Q12996 CSTF3_HUMAN 0 TCAACAGCTATTA 0.428

- 14 1347 1L1_uc001muf.1_ NM_001326 NP_001317 Q12996 CSTF3_HUMAN 0 ATTCTTCCAGATT 0.343

+ 12 2603 m.1_Intron|HIPK3_ NM_005734 NP_005725 Q9H422 HIPK3_HUMAN with AR (By similarity). 5 GGAATGGGAGCC 0.353

+ 1 302 mun.1_Missense_M NM_012194 NP_036326 Q6ZVL6 CK041_HUMAN Poly-Pro. 2 TCTCCCCCTCCCC 0.562

- 1 294 NM_145804 NP_665803 Q8N961 ABTB2_HUMAN 2 AGCGACCCACTGA 0.672

- 11 2256 mwe.2_Missense_M NM_004171 NP_004162 P43004 EAA2_HUMAN 3 TTGGCTGCCAGAG 0.433

- 9 1929 _p.G437E|SLC1A2 NM_004171 NP_004162 P43004 EAA2_HUMAN ical; (Potential). 3 ACCAGCCCGGCA 0.572

- 11 1946 rew.1_Nonsense_M NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2 GGTCCTCATGCTG 0.572

- 2 180 COMMD9_uc010rfb NM_014186 NP_054905 Q9P000 COMD9_HUMAN 1 AAGCTGGAACATG 0.463

+ 2 542 G1_uc001mwt.2_R NM_000448 NP_000439 P15918 RAG1_HUMAN n with importin alpha-1. 5 CTAGGCCTTTTAC 0.502

+ 2 2834 G1_uc001mwt.2_R NM_000448 NP_000439 P15918 RAG1_HUMAN 5 GCTAAAGAGTGCC 0.468

- 2 1735 4_uc001mwx.1_5'F NM_000536 NP_000527 P55895 RAG2_HUMAN 5 TTGGCAGGAGTCA 0.368

- 2 3681 mxd.1_Missense_M NM_020929 NP_065980 Q9HCJ2 LRC4C_HUMAN 8 TCTCATCATCCAC 0.468

+ 23 3243 xl.2_Missense_Mu NM_018259 NP_060729 Q96AE7 TTC17_HUMAN TPR 5. 5 ACCATGGCAGTAG 0.522

+ 1 1247 66_splice|SLC35C NM_018389 NP_060859 Q96A29 FUCT1_HUMAN 0 CATCGGTGAGTG 0.493

+ 10 1634 ncg.2_Missense_M NM_052854 NP_443086 Q96BA8 CR3L1_HUMANmenal (Potential). 8 CCTCCGGCTCCCA 0.637

- 7 2425 p.L599F|AMBRA1_ NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3 TCCTGAGTGAATC 0.483

- 7 1448 MBRA1_uc001ncv.2 NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3 AGGAGGCCCTGG 0.627

- 7 1039 MBRA1_uc001ncv. NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3 GAGGGCACGCTG 0.582

- 8 1006 _p.A185V|CKAP5_ NM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2 TCCAGGGCCTCT 0.373

+ 8 1627 n.1_Missense_Mut NM_003682 NP_003673 Q8WXG6 MADD_HUMAN 11 TCTATGGCAATGA 0.458

- 32 3783 NM_000256 NP_000247 Q14896 MYPC3_HUMAN-like C2-type 7. 3 GGGCAGGGCTTT 0.602

- 32 3683 NM_000256 NP_000247 Q14896 MYPC3_HUMAN-like C2-type 7. 3 TCTTGGGCTATAA 0.557

+ 6 824 LC39A13_uc001nff NM_001128225 NP_001121697 Q96H72 S39AD_HUMAN cellular (Potential). 0 TCAGCGGCTACC 0.642

- 12 1434 ylr.1_Missense_Mu NM_002804 NP_002795 P17980 PRS6A_HUMAN 4 TGAGCTCCGTGG 0.607

- 6 687 ylr.1_Missense_Mu NM_002804 NP_002795 P17980 PRS6A_HUMAN 4 TGTGGGCAGCGT 0.562

- 9 1487 se_Mutation_p.P42 NM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2 CTCCAGGGTGAAC 0.488

- 2 382 j.2_5'UTR|FNBP4_ NM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN 1 CCGCTTCCTGTTC 0.348

- 1 224 UP160_uc001ngn.1 NM_015231 NP_056046 Q12769 NU160_HUMAN 7 TTAGCTCCACGAA 0.657

- 7 1118 e_Mutation_p.A271 NM_004476 NP_004467 Q04609 FOLH1_HUMAN .|Extracellular (Probable). 3 CCAACAGCCTCTG 0.368

+ 1 406 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMAN lasmic (Potential). 4 ATGAAGCAGCATG 0.468

- 1 355 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMAN lasmic (Potential). 1 AGCGATCAACAGC 0.433

+ 1 356 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMAN Name=3; (Potential). 2 CAATGGCCCATGA 0.468

+ 1 400 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMAN lasmic (Potential). 4 TACACAGTAATCA 0.408

- 1 653 NM_001005245 NP_001005245 Q96RB7 OR5MB_HUMAN lasmic (Potential). 0 ATGAAGGCATAGG 0.483

- 5 3626 .G1105E|TNKS1B NM_033396 NP_203754 Q9C0C2 TB182_HUMAN ly-rich.|Acidic. 1 TGCTGCCCTGGG 0.592

- 2 548 e_Mutation_p.R79K NM_033396 NP_203754 Q9C0C2 TB182_HUMANLys/Pro-rich (charged). 1 ATCTTCCTGGCAG 0.667

- 9 1020 nkl.2_Missense_M NM_003627 NP_003618 O75387 LAT3_HUMAN 0 TGGGGGAGCAG 0.602

- 3 296 nko.1_Missense_M NM_004223 NP_004214 O14933 UB2L6_HUMAN 1 TTGATCATGGGAG 0.537

+ 3 1157 _p.P276S|CLP1_uc NM_006831 NP_006822 Q92989 CLP1_HUMAN 1 TGTTTACCTTTGG 0.493



+ 9 2211 p.D266N|ZDHHC5 NM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN 1 AGCCAGACCTGA 0.512

+ 8 2096 sense_Mutation_p. NM_001085458 NP_001078927 O60716 CTND1_HUMAN ARM 4. 6 GTTGGGAGCGGG 0.488

+ 1 607 9Q1_uc001nmj.2_In NM_001005186 NP_001005186 Q8NGQ2 OR6Q1_HUMAN Name=5; (Potential). 1 ACTGTGGATTTCC 0.517

- 1 544 NM_001005566 NP_001005566 Q96R09 OR5B2_HUMANcellular (Potential). 3 CCATGACTGCTGG 0.388

+ 5 1372 nno.2_Missense_M NM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3 TTTTAACTTGTCG 0.423

- 1 874 NM_001039396 NP_001034485 Q2M385 MPEG1_HUMAN xtracellular (Potential). 2 GTCCAGCAGAGG 0.537

- 1 458 NM_001001954 NP_001001954 Q8NGI9 OR5A2_HUMAN Name=4; (Potential). 0 AGGAATCCACCCA 0.458

+ 3 465 1_uc001nqe.2_5'Fl NM_207341 NP_997224 P60852 ZP1_HUMAN cellular (Potential). 0 CAGCTGGCACCAC 0.607

+ 9 1480 e.2_Missense_Mut NM_207341 NP_997224 P60852 ZP1_HUMAN llular (Potential).|ZP. 0 ACAGAACCCAAAT 0.592

+ 4 737 20D|TMEM132A_u NM_024092 NP_076997 Q9BVC6 TM109_HUMAN 0 CCCAGGGCCTGA 0.622

+ 6 1170 NM_014207 NP_055022 P06127 CD5_HUMAN ar (Potential).|SRCR 3. 1 GGGAGAGAAATTC 0.552

+ 4 524 se.1_Missense_Mu NM_001127392 NP_001120864 Q9Y2G1 MRF_HUMAN Pro-rich. 1 ACTCGGGCTCCGA 0.672

+ 27 3538 _p.R1108C|C11orf9 NM_001127392 NP_001120864 Q9Y2G1 MRF_HUMAN 1 TTCTACCGCCTGT 0.627

- 5 15023 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 TCCAGCGATGGCA 0.463 rs146517943

- 5 14611 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 CATGAACATCCAC 0.522 rs143263481

- 5 8109 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 TTCCACTTTGGGC 0.522

- 5 7862 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 AAGCCAGGCATGC 0.517 rs143391519

- 5 7514 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 TCTACATCCACCT 0.483

- 5 6706 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 ACACATCCACATC 0.507

- 5 1325 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 TTGCCGCCCTTGT 0.577

- 5 1219 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 TGGTGGGAAATTT 0.527

+ 1 607 _5'Flank|EML3_uc NM_000327 NP_000318 Q03395 ROM1_HUMAN ical; (Potential). 3 GCTCTGGCTCCTC 0.662

- 9 931 _p.P203S|GANAB_ NM_198334 NP_938148 Q14697 GANAB_HUMAN 5 GCACAGGCACAG 0.537

- 5 503 n_p.R60H|GANAB_ NM_198334 NP_938148 Q14697 GANAB_HUMAN 5 CAAGGCGGAATG 0.522

- 2 2766 AB_uc001nuc.2_5' NM_030628 NP_085131 Q6P9B9 INT5_HUMAN 2 ATGCCTCCAGGTG 0.617

+ 4 397 R2G_uc001nvb.2_ NM_002696 NP_002687 P62487 RPB7_HUMAN 0 AGGTTGGACTCTT 0.299

+ 4 463 _p.G121D|TAF6L_u NM_006473 NP_006464 Q9Y6J9 TAF6L_HUMAN 3 CCAAAGGCTGTGC 0.627

+ 12 1899 nwe.2_Nonsense_M NM_002394 NP_002385 P08195 4F2_HUMAN cellular (Potential). 0 TGGGACCAGAATG 0.617

- 8 1149 ense_Mutation_p.G NM_004254 NP_004245 Q8TCC7 S22A8_HUMAN ical; (Potential). 3 GCAAAACCGGTAG 0.493

- 3 580 C22A25_uc001nw NM_199352 NP_955384 Q6T423 S22AP_HUMAN Name=3; (Potential). 4 GGTGGGAGCAAA 0.468

+ 3 436 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1 GATATGGCAAGTC 0.522

- 13 1823 uc001nxj.1_5'Flank NM_015459 NP_056274 Q6DD88 ATLA3_HUMAN Cytoplasmic. 1 ATATGAGAAGAAG 0.368

- 11 1345 _p.A339T|ATL3_u NM_015459 NP_056274 Q6DD88 ATLA3_HUMAN Cytoplasmic. 1 CAGAGGCTGCAG 0.403

+ 4 2817 TN3_uc001nxp.2_ NM_201428 NP_958831 O95197 RTN3_HUMAN (Potential).|Reticulon. 1 TCATCAGTGTGGT 0.488

+ 5 1150 NM_138471 NP_612480 Q9BUA3 CK084_HUMAN 0 TTCCCCGGGCGG 0.652

+ 16 2513 nxv.3_Splice_Site_ NM_001039469 NP_001034558 Q7KZI7 MARK2_HUMAN 3 ACGCAGGTAAGCA 0.627

- 8 1115 NM_173587 NP_775858 Q8IZ40 RCOR2_HUMAN 2 CCTGGACCTCCT 0.637

+ 11 1016 ph.1_Missense_M NM_000932 NP_000923 Q01970 PLCB3_HUMANPI-PLC X-box. 2 CAGCGGGGCAGC 0.697

+ 17 1914 9yph.1_Splice_Site_ NM_000932 NP_000923 Q01970 PLCB3_HUMAN 2 ATCTCAGATACAA 0.642

+ 2 328 nse_Mutation_p.G7 NM_012094 NP_036226 P30044 PRDX5_HUMAN Thioredoxin. 1 TGAAGGGGAGCC 0.597

- 7 1458 _p.S316F|NRXN2_ NM_015080 NP_055895 P58401 NRX2B_HUMAN 10 TTGAGGGACAGG 0.587

- 2 519 c.1_Nonsense_Mut NM_004630 NP_004621 Q15637 SF01_HUMAN 3 TTTCTTGTTCTCG 0.408

- 2 501 c.1_Missense_Muta NM_004630 NP_004621 Q15637 SF01_HUMAN 3 GTCCAGGGGGAA 0.423

- 26 2977 NM_017525 NP_059995 Q6DT37 MRCKG_HUMAN PH. 4 GGCCCCACTGGG 0.657

- 2 238 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANmilarity).|Protein kinase. 4 AGGCTCCTCGGC 0.493

- 1 587 _p.G111D|EHD1_uc NM_006795 NP_006786 Q9H4M9 EHD1_HUMAN 0 GCGTTGCCCGGC 0.687

- 30 4272 bw.2_Missense_M NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2 GGCCGGGATGCA 0.657



+ 2 1015 rnv.1_Missense_M NM_013299 NP_037431 0 GCGCGCCTGCC 0.652

- 5 638 NM_080668 NP_542399 Q96FF9 CDCA5_HUMAN 0 GGGGTGGAGGTAG 0.617

+ 5 1038 cs.1_Missense_Mu NM_013265 NP_037397 Q9UID3 FFR_HUMAN 0 CAGCAGGTGCCG 0.687

- 6 1161 1odr.1_Missense_M NM_001077241 NP_001070709 Q8N413 S2545_HUMAN Solcar 3. 0 TGCTCACCATGCA 0.592

- 5 1017 1odr.1_Missense_MNM_001077241 NP_001070709 Q8N413 S2545_HUMAN Solcar 3. 0 TACTGGGATTCTG 0.607

+ 14 3021 _p.P850S|SIPA1_u NM_006747 NP_006738 Q96FS4 SIPA1_HUMAN 0 GGACAGCCCATCC 0.617

+ 15 3138 _p.D889N|SIPA1_u NM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Potential. 0 CAGGAGGACCTG 0.637

- 10 1116 se_Mutation_p.P27 NM_021975 NP_068810 Q04206 TF65_HUMAN 4 TGGAGGCCGGG 0.627

+ 9 1149 _p.S333F|KAT5_uc NM_006388 NP_006379 Q92993 KAT5_HUMAN 0 CCATCTCCTTCTT 0.507

- 1 2014 NM_138368 NP_612377 Q2VPB7 YK046_HUMAN 0 CAGGGCGGCCAG 0.667

+ 10 1061 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3 GTGCGAGGGGTG 0.552

+ 10 1374 NM_018026 NP_060496 Q6VY07 PACS1_HUMAN 6 CAGACGGAGATTG 0.627

+ 2 282 NM_153266 NP_694998 Q8N4L1 T151A_HUMAN ical; (Potential). 1 CGGGGCCGTGG 0.741

- 1 798 NM_020404 NP_065137 Q9HCU0 CD248_HUMAN cellular (Potential). 3 GGAAGCCCTCAG 0.682

- 1 878 1_5'Flank|BRMS1_ NM_006876 NP_006867 O43505 B3GN1_HUMANmenal (Potential). 0 TCTGATCCAGCAT 0.622

+ 2 277 LI3_uc001oid.3_Mi NM_145065 NP_659502 Q8N2H9 PELI3_HUMAN 1 AGCCAGGCGAGG 0.617

+ 17 1978 pe.1_Missense_Mu NM_005700 NP_005691 Q9NY33 DPP3_HUMAN 2 GGCGGGCCCTGT 0.602

- 1 195 S_uc001oir.2_5'Fla NM_018219 NP_060689 Q9NVE4 CCD87_HUMAN 2 GAATCCGGCCCTC 0.682

+ 3 1192 x.1_Intron|RBM4_u NM_002896 NP_002887 Q9BWF3 RBM4_HUMAN with TNPO3.|Poly-Ala. 1 CAGTGGCAGCTG 0.567

- 35 6940 _uc001ojc.1_Silent NM_006946 NP_008877 O15020 SPTN2_HUMAN PH. 4 GCTTTCGGTAATC 0.587

+ 5 558 C11orf80_uc001oji.2 NM_024650 NP_078926 Q8N6T0 CK080_HUMAN 0 GAATCTCTGCAAA 0.433

+ 9 945 _p.G80D|C11orf80 NM_024650 NP_078926 Q8N6T0 CK080_HUMAN 0 TGGCTGGCATGG 0.478

+ 8 868 jl.1_Missense_Mut NM_005133 NP_005124 Q9Y256 FACE2_HUMAN 2 CGCGGCCTTGGA 0.612

- 19 3053 ojp.1_Missense_M NM_022172 NP_071504 P11498 PYC_HUMAN 4 GCGTCACCTCCTC 0.617

+ 4 574 yrm.1_Missense_M NM_001619 NP_001610 P25098 ARBK1_HUMANGS.|N-terminal. 1 GTGTGGCCCGCAG 0.597 rs67452775

+ 3 239 9A_uc001oks.2_5' NM_004584 NP_004575 Q99638 RAD9A_HUMAN 0 CCTATGCCTGCTT 0.632

- 5 935 ense_Mutation_p.A NM_004910 NP_004901 O00562 PITM1_HUMAN 3 ATGCGAGCAGTC 0.692

- 4 1074 ons.2_Missense_M NM_022338 NP_071733 Q96F05 CK024_HUMAN cellular (Potential). 0 CGTGTGGCCAATG 0.602

+ 9 2092 sg.2_Missense_Mu NM_002335 NP_002326 O75197 LRP5_HUMAN 3.|Extracellular (Potential). 7 CTCACGGGCGTC 0.587

+ 20 2309 onu.2_Missense_MNM_001164161 NP_001157633 Q5H9R7 PP6R3_HUMAN 0 TAGCACCCAACTG 0.448

+ 3 466 MBP2_uc001ooj.1_ NM_002180 NP_002171 P38935 SMBP2_HUMAN 0 GAGTCCCACGATT 0.527

+ 5 648 nse_Mutation_p.L9 NM_139075 NP_620714 Q8NHX9 TPC2_HUMAN cellular (Potential). 0 CTGAGTCTCGTGT 0.612

+ 24 2805 nse_Mutation_p.T5 NM_018043 NP_060513 Q5XXA6 ANO1_HUMAN cellular (Potential). 2 AACCACACCCTCT 0.577

+ 16 2252 p.P685L|PPFIA1_u NM_003626 NP_003617 Q13136 LIPA1_HUMAN 3 CCTACCCTGCTTC 0.582

- 21 4939 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 CGTTTGCCTTTGG 0.522

- 21 4312 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 GAGGAGGCAATG 0.522

- 14 2090 ssense_Mutation_p NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN PDZ. 5 ACCCCACCTTCAT 0.567

+ 3 337 m.2_RNA|NADSYN NM_018161 NP_060631 Q6IA69 NADE_HUMAN CN hydrolase. 2 GTCCTAGCGGCCC 0.542

- 25 6216 se_Mutation_p.T15 NM_006185 NP_006176 Q14980 NUMA1_HUMAN 8 GGGGAGTCATGG 0.557

- 24 6006 se_Mutation_p.S15 NM_006185 NP_006176 Q14980 NUMA1_HUMAN 8 CTCAGGGAAGGC 0.592

+ 26 3274 sg.2_Missense_M NM_001567 NP_001558 O15357 SHIP2_HUMAN Pro-rich. 4 GATGAGGAGTCTG 0.612

- 5 739 1_Intron|CLPB_uc0 NM_030813 NP_110440 Q9H078 CLPB_HUMAN 1 CTTGTCCACTGG 0.592

- 23 3373 oss.2_Missense_M NM_001040118 NP_001035207 Q96P48 ARAP1_HUMAN Rho-GAP. 1 CCTTCTCCTCCTC 0.592

+ 1 2959 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN Pro-rich. 0 GTTGGTCCCCCTG 0.612

- 15 2865 NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN 7 CAATTACCATCAC 0.433 rs146497546

- 11 1665 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1 CAGCAACCACAAC 0.378

- 9 1046 sense_Mutation_p NM_030792 NP_110419 Q8WTR4 GDPD5_HUMAN ical; (Potential). 1 ACTGCTGCCACAG 0.632



- 4 2200 NM_033063 NP_149052 Q96JE9 MAP6_HUMAN Pro-rich. 0 TCACGGACTCGG 0.498

+ 14 1590 nse_Mutation_p.T7 NM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6 GGCAAACCCTTCC 0.408

- 5 1061 rrz.1_Missense_Mu NM_004705 NP_004696 O43422 P52K_HUMAN 3 TAGATAGCTTGGG 0.393

+ 8 1213 rsb.1_Missense_M NM_020193 NP_064578 Q7Z589 EMSY_HUMAN nteraction with BRCA2. 6 TGGTGTCCTCTAC 0.433

- 3 1925 n_p.T561I|LRRC32 NM_005512 NP_005503 Q14392 LRC32_HUMAN cellular (Potential). 0 AGGCTGGTCTCCA 0.667

+ 1 576 P11_uc009yuu.2_In NM_173039 NP_766627 Q8NBQ7 AQP11_HUMAN 0 ACCCCGCGCACC 0.642

- 6 1048 ym.2_Missense_M NM_016578 NP_057662 Q96T23 RSF1_HUMAN Glu-rich. 4 CTTTCTTCTTTGAT 0.353

+ 6 1366 P35_uc010rsp.1_In NM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3 CAGCTGGCGGAG 0.637

- 4 952 zg.2_Missense_Mu NM_080491 NP_536739 Q9UQC2 GAB2_HUMAN 6 GGGTGGCCGGAA 0.552

+ 6 2415 rf82_uc010rss.1_M NM_145018 NP_659455 Q8IXT1 NOXIN_HUMAN 2 CACTTTCTGAAGA 0.383

+ 9 4034 NM_015885 NP_056969 O94913 PCF11_HUMAN 1 CAGTAGCTTTTGG 0.333

- 15 2051 _p.R583K|DLG2_u NM_001364 NP_001355 Q15700 DLG2_HUMAN SH3. 6 ATGACTCTCCTGG 0.473

- 1 1054 c.1_RNA|CREBZF NM_001039618 NP_001034707 Q9NS37 ZHANG_HUMANeucine-zipper. 1 TAGCGACTCTCCT 0.657

+ 7 1172 DC83_uc001pbi.1_ NM_173556 NP_775827 Q8IWF9 CCD83_HUMAN Potential. 1 TGACTGGCTCAAA 0.353

- 10 1180 e|PICALM_uc010rt NM_007166 NP_009097 Q13492 PICAL_HUMAN 2 GTTGCCCTAGGAT 0.443

+ 2 698 PRSS23_uc010rts.1 NM_007173 NP_009104 O95084 PRS23_HUMAN 2 GCTGCACCGGCA 0.517

- 2 1078 SS23_uc001pcc.1_ NM_012193 NP_036325 Q9ULV1 FZD4_HUMAN Name=2; (Potential). 1 TACTGAGAAATAT 0.458

+ 5 1541 NM_000372 NP_000363 P14679 TYRO_HUMAN ical; (Potential). 3 GGGGCCGTCCTCA 0.527

- 14 1480 X4_uc001pcv.2_In NM_016931 NP_058627 Q9NPH5 NOX4_HUMAN ar (Potential).|Mediates inte 2 GGACTTCCAAAAG 0.398

+ 1 2697 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN |Extracellular (Potential). 5 TTGGACCGGGAA 0.423

+ 1 3264 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 TCCATCAGGGATG 0.468

+ 9 5290 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 AATATTCAGATTGT 0.438

+ 23 12829 di.3_Missense_Mut NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN lasmic (Potential). 5 AGTCGCCCCGCAT 0.657

+ 25 13665 i.3_Nonsense_Mut NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN lasmic (Potential). 5 TTTGTGGAGACTC 0.517

- 7 734 82_splice|MRE11A NM_005591 NP_005582 P49959 MRE11_HUMAN 5 TGGATCCTGAAAT 0.299

+ 3 1795 NM_018039 NP_060509 Q6B0I6 KDM4D_HUMAN 0 TTCCATGGATGCC 0.567

+ 1 748 S2B_uc001pfg.1_5 NM_032102 NP_115285 Q9BRL6 SRSF8_HUMAN Arg-rich. 0 CCGGGGTCCCAG 0.716

- 4 668 ESN3_uc001pfl.2_ NM_144665 NP_653266 P58005 SESN3_HUMAN 0 CTTTGTGGCACAT 0.368

- 9 1225 76B_uc001pfm.2_ NM_144664 NP_653265 Q5HYJ3 FA76B_HUMAN Potential. 0 CCACAGTTTCTTT 0.348

- 7 969 76B_uc001pfm.2_ NM_144664 NP_653265 Q5HYJ3 FA76B_HUMAN 0 TTTGGGCTTTTTC 0.313

+ 2 1765 k|CCDC82_uc009y NM_003772 NP_003763 Q9Y4A0 JERKL_HUMAN 0 AGACTGGTAATAC 0.353

+ 17 2347 N5_uc001pgb.2_M NM_014361 NP_055176 O94779 CNTN5_HUMANonectin type-III 1. 8 ATAGGACCCCCAG 0.448

+ 21 3062 gb.2_Missense_Mu NM_014361 NP_055176 O94779 CNTN5_HUMANonectin type-III 3. 8 CACAGGGATTTGA 0.423

- 5 3034 e_Mutation_p.G66 NM_000926 NP_000917 P06401 PRGR_HUMAN teroid-binding. 4 CTCCATCCTAGAC 0.328

+ 5 1221 _p.P246L|YAP1_u NM_001130145 NP_001123617 P46937 YAP1_HUMAN 3 CACCACCCCTGG 0.507

+ 3 442 NM_182962 NP_892007 Q13489 BIRC3_HUMAN BIR 1. 4 ATGCTGGATAACT 0.443

- 2 292 MMP8_uc010ruu.1_ NM_002424 NP_002415 P22894 MMP8_HUMAN 4 GCATTTCTTTAAG 0.448

- 6 842 NM_002427 NP_002418 P45452 MMP13_HUMAN 3 TGGGGTCTTCATC 0.448

+ 17 2699 e_Mutation_p.A852 NM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANm (By similarity). 0 TGTCAGCTGTTTT 0.294

+ 49 8104 e_Mutation_p.A265 NM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANA 4 (By similarity). 0 CTATTAGCAGGAC 0.433

- 6 1283 hp.2_Missense_M NM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2 CAATTTCCTCCAC 0.463

- 3 249 Mutation_p.E15K|C NM_004347 NP_004338 P51878 CASP5_HUMAN CARD. 3 GGTATTCCAACAT 0.348

- 8 1069 SP1_uc010rvi.1_M NM_033292 NP_150634 P29466 CASP1_HUMAN 2 AGTCTTCCAATAA 0.398

- 2 74 ASP1_uc010rvh.1_ NM_001017534 NP_001017534 Q5EG05 CAR16_HUMAN CARD. 1 CCCATGGAATGGA 0.413

+ 13 2374 iw.2_Missense_Mu NM_000829 NP_000820 P48058 GRIA4_HUMAN ical; (Potential). 8 ACCTCGCTGCTTT 0.403

+ 3 582 .1_Intron|AASDHP NM_015423 NP_056238 Q9NRN7 ADPPT_HUMAN 0 ATTCTTTCATATTAT 0.299

- 6 2181 _p.M618I|GUCY1A NM_000855 NP_000846 P33402 GCYA2_HUMAN anylate cyclase. 8 AAGTTCCATCATC 0.483



- 16 2440 h.3_RNA|CWF19L NM_152434 NP_689647 Q2TBE0 C19L2_HUMAN 0 AGAGATCTATCAA 0.313

- 2 558 LC35F2_uc001pjs NM_017515 NP_059985 Q8IXU6 S35F2_HUMAN ical; (Potential). 1 ATCTGACCCAGGG 0.348

- 17 3404 vv.1_Missense_Mut NM_002519 NP_002510 Q14207 NPAT_HUMAN 2 ACATTGGGTGAGT 0.438

+ 62 9311 1_Intron|C11orf65_ NM_000051 NP_000042 Q13315 ATM_HUMAN 240 CCGGAAGATGAA 0.403

- 6 3299 vz.1_Missense_Mu NM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5 TAGTTCCCCATTG 0.443

- 4 407 p.V33M|RDX_uc00 NM_002906 NP_002897 P35241 RADI_HUMAN FERM. 0 TCACCACCTAAAA 0.348

- 5 738 NM_017589 NP_060059 Q9NY30 BTG4_HUMAN 0 TGCGGGGGATTTG 0.443

+ 6 505 e_Mutation_p.D196 NM_001100388 NP_001093858 Q6PI97 CK088_HUMAN 0 ACTTTGGACTAAT 0.408

- 5 2158 XACB1_uc009yyi.2 NM_138378 NP_612387 Q9BRP7 FDXA1_HUMAN FDX-ACB. 0 GGTATAACATATAG 0.458

+ 8 1789 _p.G272E|DLAT_uc NM_001931 NP_001922 P10515 ODP2_HUMAN ng site (By similarity). 0 TTACAGGGACAGG 0.418

+ 12 2229 _p.P419S|DLAT_uc NM_001931 NP_001922 P10515 ODP2_HUMAN ytic (By similarity). 0 ATCACACCTATTG 0.338

- 4 475 mp.3_Missense_M NM_138789 NP_620144 Q8WWB5 PIHD2_HUMAN 1 CATGGCCATCTGA 0.368

- 4 364 3_5'UTR|TMPRSS NM_030770 NP_110397 Q9H3S3 TMPS5_HUMANcellular (Potential). 1 GTCCCGGAAATGG 0.542

- 10 1060 e_Mutation_p.P218 NM_020886 NP_065937 Q96RU2 UBP28_HUMAN 7 GGAGGGAAGAAG 0.493

+ 2 206 pol.2_Missense_M NM_006028 NP_006019 O95264 5HT3B_HUMAN cellular (Potential). 0 AAAGAAGTGAGAC 0.443

+ 7 2096 poq.2_Missense_M NM_006006 NP_005997 Q05516 ZBT16_HUMAN C2H2-type 8. 2 AGCGCTCCCGGG 0.622

- 3 508 AM55A_uc001ppb. NM_152315 NP_689528 Q8N323 FA55A_HUMAN 0 GGCCCTCCCAGAA 0.557

- 5 716 _p.S196L|CADM1_ NM_014333 NP_055148 Q9BY67 CADM1_HUMAN 1.|Extracellular (Potential). 2 ATGTCTGACCACT 0.527

- 8 1568 po.2_Missense_Mu NM_032725 NP_116114 Q9BRD0 BUD13_HUMAN Potential. 2 CATCCTCCACATT 0.478

- 2 213 n_p.A60V|BUD13_ NM_032725 NP_116114 Q9BRD0 BUD13_HUMAN 2 GAGATAGCTGTCC 0.388

- 22 3590 _p.S1125N|SIK3_uc NM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN 12 GCAGAGCTAAGT 0.507

- 20 3311 pw.2_Missense_Mu NM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN 12 ATGTATCCCCAATT 0.517

- 19 2155 pw.2_Missense_Mu NM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN Gln-rich. 12 GGGAAGAAGATGC 0.522

- 13 1498 _p.L387F|SIK3_uc0 NM_025164 NP_079440 Q9Y2K2 SIK3_HUMAN 12 GGCCAAGGGGGC 0.622

+ 19 1881 e_Mutation_p.A635 NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN ical; (Potential). 0 TGCCTGGCCATTG 0.572

- 11 1548 NM_004716 NP_004707 Q16549 PCSK7_HUMANExtracellular (Potential). 0 GGTGACCCACTCT 0.557

- 3 503 NM_004716 NP_004707 Q16549 PCSK7_HUMAN 0 CCAGCAGGCTGG 0.657

+ 3 421 se_Mutation_p.E12 NM_207343 NP_997226 Q8ND24 RN214_HUMAN 0 CTTCGGGAGAGC 0.542

- 6 1333 7D|BACE1_uc010r NM_012104 NP_036236 P56817 BACE1_HUMANcellular (Potential). 1 GTGGTGCCACTGT 0.483

+ 19 2512 p.V763I|CEP164_uc NM_014956 NP_055771 Q9UPV0 CE164_HUMAN Glu-rich. 2 CAGGTGGTCTCCA 0.582

+ 30 4136 rf.2_RNA|CEP164_ NM_014956 NP_055771 Q9UPV0 CE164_HUMAN 2 CACCCACGTCCAC 0.627

+ 32 4426 .P1422S|CEP164_ NM_014956 NP_055771 Q9UPV0 CE164_HUMAN 2 AATGACCCCAGG 0.582

- 27 4933 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANcellular (Potential). 8 CCTTCACCTTGAG 0.522

- 2 526 1prt.1_5'UTR|TMP NM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMAN lasmic (Potential). 1 TGGTGGCCCTGG 0.597

- 4 407 ense_Mutation_p.S NM_001098526 NP_001091996 Q86YT9 JAML1_HUMAN 1.|Extracellular (Potential). 1 GGCACACTGAGAT 0.502

- 2 337 pst.1_Missense_Mu NM_000732 NP_000723 P04234 CD3D_HUMAN cellular (Potential). 1 CTCGTGGGTCCA 0.458

+ 19 3112 sv.2_Missense_Mu NM_004788 NP_004779 Q14139 UBE4A_HUMAN U-box. 5 CTGGATCCCATTA 0.473

+ 3 2955 L_uc001psz.1_Mis NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 CTCGGCCCAACTG 0.458

+ 5 3373 .2_Missense_Muta NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 CAATTGCTGGCTC 0.408

+ 27 6979 .2_Missense_Muta NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 AGGGATCTGCAC 0.458

- 7 733 _p.V170I|IFT46_uc NM_020153 NP_064538 Q9NQC8 IFT46_HUMAN 0 GTGGGACCTGGT 0.408

+ 1 122 S11_uc010ryy.1_5'U NM_021729 NP_068375 Q9H270 VPS11_HUMAN 3 TGGGGCCGCTCC 0.637

+ 4 394 LRX1_uc001pvw.2 NM_024618 NP_078894 Q86UT6 NLRX1_HUMAN 2 ATAGCGCTCCCCC 0.632

+ 6 1495 p.R427Q|NLRX1_u NM_024618 NP_078894 Q86UT6 NLRX1_HUMANeraction with MAVS.|NACHT 2 AGCCCGAACCAT 0.577

- 9 1129 M_uc001pwg.1_5' NM_006500 NP_006491 P43121 MUC18_HUMAN 2.|Extracellular (Potential). 4 CTCTCTGCCTCAC 0.632

+ 1 1080 NM_032015 NP_114404 Q9BY78 RNF26_HUMAN Leu-rich. 1 CAGAACCTCTTTT 0.582

- 4 1304 n_p.P133S|TRIM29 NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 GGTGGGCAGGGG 0.522



+ 10 3095 NM_005422 NP_005413 O75443 TECTA_HUMAN TIL 2. 10 GTGTCACGCGGAG 0.577

+ 11 3559 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 3. 10 GAACGGCTCTATC 0.478

+ 3 479 nse_Mutation_p.E NM_006918 NP_008849 O75845 SC5D_HUMAN 1 CTAGGAGAGTTTC 0.378

- 1 607 99959_uc009zba.2 NM_001001786 NP_001001786 Q8IZY5 BLID_HUMAN 0 GCCTCAGCAGAG 0.448

+ 11 1875 NM_032873 NP_116262 Q8TF42 UBS3B_HUMAN phosphatase (By similarity 1 AAAATGGGTTGCT 0.458

+ 12 1990 NM_032873 NP_116262 Q8TF42 UBS3B_HUMAN phosphatase (By similarity 1 GTTTCAGAATCCT 0.299

- 2 269 sense_Mutation_p NM_006597 NP_006588 P11142 HSP7C_HUMAN 8 GTGTTGGTGGGG 0.428

+ 5 765 _p.E106K|GRAMD NM_020716 NP_065767 Q3KR37 GRM1B_HUMAN GRAM. 1 CGCTGGGAAACTC 0.507

- 1 554 NM_001005325 NP_001005325 Q8NGM8 OR6M1_HUMANcellular (Potential). 2 ATACAGGCCACCT 0.438

+ 1 419 NM_001004462 NP_001004462 Q8NGN3 O10G4_HUMAN Name=4; (Potential). 4 GCAGGTGTGCCC 0.557

- 1 47 NM_001002918 NP_001002918 Q9GZM6 OR8D2_HUMANcellular (Potential). 3 GTCAAGCCTGCCA 0.423

- 12 1848 _p.P460S|ROBO4_ NM_019055 NP_061928 Q8WZ75 ROBO4_HUMAN 2 GCCGGGGCTTCG 0.597

+ 8 952 e_Mutation_p.P184 NM_022062 NP_071345 Q96KN3 PKNX2_HUMAN 3 ATAACCCCCAGGG 0.562

+ 4 916 NM_014026 NP_054745 Q96C86 DCPS_HUMAN 0 CAGATCCCTCTGA 0.502

- 15 2067 e_Mutation_p.G557 NM_032531 NP_115920 Q8IZU9 KIRR3_HUMAN lasmic (Potential). 3 ACAACACCTTTGA 0.488

+ 9 1248 v.1_Missense_Mut NM_002017 NP_002008 Q01543 FLI1_HUMAN ETS. 2273 CCTGGGAGGGGA 0.617

+ 9 1305 v.1_Missense_Mut NM_002017 NP_002008 Q01543 FLI1_HUMAN ETS. 2273 GCTGGGGCGAG 0.562

+ 2 1003 p.V230G|KCNJ5_u NM_000890 NP_000881 P48544 IRK5_HUMAN asmic (By similarity). 1 ACATCGTGGAGGC 0.597

- 20 2516 AP32_uc009zco.2_ NM_001142685 NP_001136157 A7KAX9 RHG32_HUMAN 5 CTACTACCTGTTT 0.468

+ 5 654 1qff.1_Missense_M NM_138788 NP_620143 Q96B21 TM45B_HUMAN ical; (Potential). 0 TCCCACCTTTTGG 0.537

- 19 2104 e_Mutation_p.D658 NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3 AGGGATCTTTTTC 0.448

- 7 904 fh.2_Missense_Mu NM_001143835 NP_001137307 Q6P4R8 NFRKB_HUMAN 3 GCACCACCCGCAG 0.527

+ 4 564 0sbz.1_Translatio NM_001642 NP_001633 Q06481 APLP2_HUMAN cellular (Potential). 3 CAGTGGGTGAATT 0.458

- 7 2895 se_Mutation_p.P22 NM_014758 NP_055573 Q92543 SNX19_HUMAN 4 TTTCTGGGGCTTT 0.478

+ 9 1057 cz.1_Missense_Mu NM_032801 NP_116190 Q9BX67 JAM3_HUMAN lasmic (Potential). 1 TTGCAGGGCGAC 0.517

- 2 145 YN1_uc009zdb.2_ NM_001037305 NP_001032382 Q9P016 THYN1_HUMAN 0 GCTCACCTGAACC 0.512

+ 11 1254 B1L2_uc009zdg.1_ NM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3 TACACGGCCAAG 0.552

+ 13 1453 B1L2_uc009zdg.1_ NM_138342 NP_612351 Q8IW92 GLBL2_HUMAN 3 TCAATGGGGGAAA 0.562

+ 4 1399 qhu.1_Missense_M NM_015232 NP_056047 Q9UPP2 IQEC3_HUMAN SEC7. 4 AACCCCGAAGTG 0.622

- 4 723 se_Mutation_p.W60 NM_003044 NP_003035 P48065 S6A12_HUMAN Name=1; (Potential). 1 AAACCTCCAGACA 0.562

- 8 1363 5A_uc010sdn.1_M NM_001042603 NP_001036068 P29375 KDM5A_HUMAN PHD-type 1. 3 TCCAGTCTCCTTT 0.383

+ 15 2335 1qik.1_Missense_M NM_173593 NP_775864 Q6L9W6 B4GN3_HUMANmenal (Potential). 2 CCTCAGGGTTTCT 0.642

+ 11 3109 p.3_Intron|WNK1_u NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 GCAGCTGGCATTA 0.527

+ 17 4183 _p.E979K|WNK1_u NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 GAAGGAGAGTTCA 0.343

+ 18 4307 p.R1020Q|WNK1_ NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 AAAGCCGATTACG 0.408

+ 24 6250 p.P1667S|WNK1_u NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 ACCATCCCTGGTA 0.498

+ 5 744 1qjn.2_Missense_M NM_024551 NP_078827 Q86V24 ADR2_HUMAN Name=2; (Potential). 0 AAGGTGGTCTTTG 0.468

+ 4 1005 dr.1_Intron|LRTM2_ NM_001039029 NP_001034118 Q8N967 LRTM2_HUMAN xtracellular (Potential). 1 GACGTGCCCGCA 0.647

- 2 356 Missense_Mutation NM_021953 NP_068772 Q08050 FOXM1_HUMAN 2 TAGGTTCCTCCTC 0.507

+ 11 1309 ULP3_uc001qlj.2_ NM_003324 NP_003315 O75386 TULP3_HUMAN 0 CGTGTGGCAGATG 0.408

- 5 650 mt.2_Nonsense_M NM_020374 NP_065107 Q9NQ89 CL004_HUMAN 0 CATCTTGATCTGT 0.338

+ 1 1755 NM_002234 NP_002225 P22460 KCNA5_HUMANe=Segment S6; (Potential). 4 CCATTGCCCTGCC 0.607

- 13 1450 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN lasmic (Potential). 7 CCAGTCGCATCTG 0.413

- 6 792 _p.T181I|VWF_uc0 NM_000552 NP_000543 P04275 VWF_HUMAN VWFD 1. 12 TCCGAGGTCAAG 0.507

+ 2 449 ev.1_Missense_Mu NM_001769 NP_001760 P21926 CD9_HUMAN lasmic (Potential). 1 CCATGCCGGTCAA 0.637

- 3 933 sense_Mutation_p.P NM_001038 NP_001029 P37088 SCNNA_HUMANellular (By similarity). 0 ACCTGGGGGTTG 0.507

+ 7 893 _p.T223I|LTBR_uc NM_002342 NP_002333 P36941 TNR3_HUMAN ical; (Potential). 2 TTGCCACCGTCTT 0.582



+ 30 4005 sfd.1_Missense_Mu NM_014865 NP_055680 Q15021 CND1_HUMAN 5 AACCATCCACTGG 0.532

- 10 1605 _p.P474S|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN PHD-type 2. 2 TCTCTGGAAGTGG 0.522

- 6 744 _p.P187S|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN 2 TCTTGGGATTTTT 0.448

- 5 603 _p.E140K|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN 2 TAGGCTCCTGCAG 0.468

- 2 1314 _p.D345N|LPAR5_ NM_001142961 NP_001136433 Q9H1C0 LPAR5_HUMAN lasmic (Potential). 2 CGGCATCCGGCC 0.682

- 2 1107 _p.R276C|LPAR5_ NM_001142961 NP_001136433 Q9H1C0 LPAR5_HUMAN cellular (Potential). 2 CCCCGCGCACGC 0.682

- 3 488 qqg.1_Missense_M NM_153685 NP_710152 Q8IYJ0 CL053_HUMAN cellular (Potential). 0 TTGCGAGCCCATG 0.612

+ 6 820 PS7A_uc001qqi.2_ NM_001164094 NP_001157566 Q9UBW8 CSN7A_HUMAN Potential. 1 TGAGCCGTGCCA 0.602 rs146030026

+ 2 524 e_Mutation_p.A59 NM_002286 NP_002277 P18627 LAG3_HUMAN .|Extracellular (Potential). 0 CGAAGAGCAGGG 0.652

+ 8 892 _p.D119N|GNB3_u NM_002075 NP_002066 P16520 GBB3_HUMAN WD 3. 0 CGGGGGACACC 0.587

+ 1 132 1qrg.2_5'Flank|US NM_001098536 NP_001092006 P45974 UBP5_HUMAN 4 GACCGGGTCCAC 0.627

+ 9 1183 rh.3_Missense_Mu NM_001098536 NP_001092006 P45974 UBP5_HUMAN 4 TCAGCACCCAGG 0.537

+ 14 1805 h.3_Nonsense_Mu NM_001098536 NP_001092006 P45974 UBP5_HUMAN 4 AGACTGGGTGCCC 0.473

+ 7 994 _p.L212S|PTPN6_ NM_002831 NP_002822 P29350 PTN6_HUMAN -protein phosphatase. 1 AGAGTTTGCAGAA 0.582

- 6 838 Flank|PHB2_uc001 NM_001144831 NP_001138303 Q99623 PHB2_HUMAN Potential. 3 ATTGGGCCCGCTG 0.592

- 2 290 91_splice|C1R_uc0 NM_001733 NP_001724 P00736 C1R_HUMAN 0 CCCCTACCTTGAC 0.572

- 13 3235 sge.1_Missense_M NM_174941 NP_777601 Q9NR16 C163B_HUMAN Extracellular (Potential). 11 ACGTGGGCATCGC 0.617

- 2 447 NM_004054 NP_004045 Q16581 C3AR_HUMAN lasmic (Potential). 1 AGCGATCCAGGC 0.512

+ 24 3037 _p.P560L|A2ML1_u NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 TTGCTCCCATCAT 0.552

+ 29 3745 _p.A796V|A2ML1_u NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 AGATAGCGAAGGC 0.532

- 23 2564 _p.G12D|DDX12_ NM_004400 NP_004391 0 TACCGGCCTAGGT 0.602

- 23 2500 .3_5'UTR|DDX12_ NM_004400 NP_004391 0 GCAGGGCCCCTG 0.567

+ 1 33 D_uc009zgs.1_RN NM_013269 NP_037401 Q9UHP7 CLC2D_HUMAN lasmic (Potential). 0 ATGACAGTAACAA 0.418

- 1 27 ion_p.T7I|KLRC2_ NM_002261 NP_002252 Q07444 NKG2E_HUMAN lasmic (Potential). 3 GAGAAGGTTCCTC 0.433 rs149277235

- 3 530 NM_018423 NP_060893 Q6J9G0 STYK1_HUMAN 8 CCGTGTCATGCCC 0.478

- 9 1327 yu.2_Missense_Mu NM_003651 NP_003642 P16989 DBPA_HUMAN 4 GAGCAGGGTTCT 0.512

- 5 652 RH1_uc001qzb.3_R NM_006250 NP_006241 P02810 PRPC_HUMAN tion, binds to hydroxyapatite 0 ATCTTACCTTCATT 0.483

- 1 521 RH1_uc001qzc.2_In NM_176890 NP_795371 P59544 T2R50_HUMAN cellular (Potential). 2 CATATTCTTCTGC 0.393

- 3 375 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN [PQS]-P-[PS]-Q-[GE]-G-N-[ 1 GTGGGGGACCTTG 0.642

- 3 456 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS] 0 GGTGGTCCTTGTG 0.617

+ 3 697 rad.2_Missense_M NM_138723 NP_620049 Q9BZR8 B2L14_HUMAN 1 TGGCCACCACCAC 0.517

- 13 3085 LRP6_uc010shl.1_ NM_002336 NP_002327 O75581 LRP6_HUMAN xtracellular (Potential).|Beta 12 GTCAATCCAATAG 0.463

- 12 2694 LRP6_uc010shl.1_ NM_002336 NP_002327 O75581 LRP6_HUMAN ta-propeller 3.|LDL-recepto 12 CGTCGGCTCCAG 0.468

- 11 2544 LRP6_uc010shl.1_ NM_002336 NP_002327 O75581 LRP6_HUMANDL-receptor class B 13.|Beta 12 CCTTTTAGCATAAT 0.398

- 3 568 01raj.1_Missense_M NM_018050 NP_060520 Q9H8J5 MANS1_HUMANExtracellular (Potential). 0 AGGCTTCCTCGTT 0.378

- 2 243 raq.2_Missense_M NM_006143 NP_006134 Q15760 GPR19_HUMANcellular (Potential). 1 AGTGTAGGAATAA 0.448

- 3 709 NM_000834 NP_000825 Q13224 NMDE2_HUMANcellular (Potential). 12 TAGCCAGGGAAAT 0.478

+ 2 733 7IP_uc010sht.1_M NM_018179 NP_060649 Q6VMQ6 MCAF1_HUMAN 5 CCTCTGGTGATGC 0.572

- 10 1566 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0 TACAGGGGTCACC 0.433

+ 4 1036 _p.A337V|AEBP2_u NM_001114176 NP_001107648 Q6ZN18 AEBP2_HUMAN C2H2-type 3. 1 GCAATGCCAGCTT 0.448

+ 9 1325 zip.2_Missense_M NM_017435 NP_059131 Q9NYB5 SO1C1_HUMAN lasmic (Potential). 7 CACACAGACTACC 0.333

- 14 2053 _p.Y469C|SLCO1A NM_021094 NP_066580 P46721 SO1A2_HUMANcellular (Potential). 4 CCGAGGTAGATGT 0.318

- 34 4129 _p.I1370N|ABCC9_ NM_005691 NP_005682 O60706 ABCC9_HUMAN otential).|ABC transporter 2 6 ATGACAATTTTTC 0.328

+ 8 1308 MAS_uc001rfn.2_R NM_018686 NP_061156 Q8NFW8 NEUA_HUMAN 3 TGGTGGCCGTGG 0.433

- 5 1143 9zix.2_Missense_M NM_003034 NP_003025 Q92185 SIA8A_HUMANmenal (Potential). 3 AGGCAGGCATGTA 0.388

- 22 2761 0sit.1_Missense_M NM_014802 NP_055617 Q86YS7 K0528_HUMAN 4 ACCAACCTTTAGC 0.378

- 3 381 IAA0528_uc010siu NM_014802 NP_055617 Q86YS7 K0528_HUMAN C2. 4 CGAGTTCCACTGA 0.323



+ 19 2166 MP_uc001rgi.2_Int NM_006152 NP_006143 Q12912 LRMP_HUMAN lasmic (Potential). 2 GAAGAAGAAAAAT 0.398

- 7 668 n_p.D156N|CASC1 NM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN 2 CCAGATCTGCCAA 0.363

+ 3 686 _p.L93F|SSPN_uc0 NM_005086 NP_005077 Q14714 SSPN_HUMAN ical; (Potential). 0 TTCTTACTCATCC 0.512

+ 3 779 p.G124S|SSPN_uc NM_005086 NP_005077 Q14714 SSPN_HUMAN lasmic (Potential). 0 TATGTGGGTGTCA 0.478

- 57 8515 NM_002223 NP_002214 Q14571 ITPR2_HUMAN lasmic (Potential). 14 AGTGTGGTGGCAT 0.498

+ 6 876 FAR2_uc009zjm.2_ NM_018099 NP_060569 Q96K12 FACR2_HUMAN 0 GGGTTGGGTTGAT 0.289

- 5 416 GIC2_uc001riw.2_R NM_016570 NP_057654 Q96RQ1 ERGI2_HUMANmenal (Potential). 1 CTAAATCCAATAC 0.363

- 15 2342 rja.2_Missense_Mu NM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN 0 GTCTGACCCATCA 0.453

- 17 3377 e_Mutation_p.P109 NM_144973 NP_659410 Q6ZUT9 DEN5B_HUMAN 2 GCTGGGGTGGAG 0.428

- 3 631 n_p.A68T|DENND5 NM_144973 NP_659410 Q6ZUT9 DEN5B_HUMAN 2 ATGAAGCATACAC 0.408

- 20 1694 rlr.1_Missense_Mu NM_153634 NP_705898 Q86YQ8 CPNE8_HUMAN 1 ATATAGGAGAGAA 0.478

- 5 389 NM_153634 NP_705898 Q86YQ8 CPNE8_HUMAN C2 1. 1 CTCTTTGAATCAA 0.234

- 27 3670 x.2_Missense_Mut NM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7 GTACTAGTGTCTG 0.483

- 1 1042 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMAN e type-1.|Interaction with PE 6 GGTCAGGGTTTGC 0.413

+ 10 1861 9zjz.2_Missense_M NM_013377 NP_037509 Q6ZMN7 PZRN4_HUMAN 11 CCAAAACCACTGA 0.498

+ 6 631 6S|PPHLN1_uc001 NM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN Ser-rich. 2 CGTCCTGGTGCC 0.498

+ 11 1163 t.1_Missense_Mut NM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2 Aggtaccccctgtgagga 0.01

- 23 3269 _p.T244I|ADAMTS NM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 6. 19 CATGTGGTTGTGC 0.368

- 2 751 S7L_uc001rns.3_M NM_001098615 NP_001092085 Q9H0K6 PUS7L_HUMAN 1 TATGAACTTCTTG 0.333

- 11 2585 _p.K451N|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 TTCAACCTTTTCA 0.358

- 4 583 se_Mutation_p.K17 NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 CTTACCTTAACAT 0.299

- 6 921 SLC38A2_uc001rp NM_018976 NP_061849 Q96QD8 S38A2_HUMAN 2 TTCTTACCTCCAA 0.383

- 3 612 8A2_uc001rph.2_5 NM_018976 NP_061849 Q96QD8 S38A2_HUMAN n turnover upon amino acid 2 TCTTCCCCAAATT 0.284

- 3 765 ssense_Mutation_p NM_001143668 NP_001137140 Q86SJ2 AMGO2_HUMAN 2 CCAGAGGCACCAG 0.587

- 13 1642 50_splice|RPAP3_u NM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN 1 TACTCACTGCAGG 0.358

- 11 900 rqv.2_Missense_M NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 CGGGGACCCATGG 0.483

- 9 794 rqv.2_Missense_M NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 CCATGGGGCCCT 0.552

- 2 360 2A1_uc001rqv.2_In NM_001844 NP_001835 P02458 CO2A1_HUMAN VWFC. 2 ACAGTCCCAGTG 0.577

+ 10 1017 KM_uc001rrd.2_Tr NM_000289 NP_000280 P08237 K6PF_HUMAN 4 CAGCTGGTGGTTA 0.527

- 6 1361 _p.P385L|ZNF641_ NM_152320 NP_689533 Q96N77 ZN641_HUMAN 2 TGGAAGGGCTTCT 0.592

- 6 844 _p.D213N|ZNF641_ NM_152320 NP_689533 Q96N77 ZN641_HUMAN ransactivation. 2 TGGAATCCCAGCT 0.522

- 1 109 NM_002289 NP_002280 P00709 LALBA_HUMAN 0 AGCTGGGACAGC 0.502

- 3 609 NT1_uc009zkz.1_5' NM_001240 NP_001231 O60563 CCNT1_HUMAN 6 GCTGCTCCTCCA 0.393

- 6 2104 Y6_uc001rsi.3_Mis NM_015270 NP_056085 O43306 ADCY6_HUMAN lasmic (Potential). 0 CGCCGCAGTGCAC 0.627

+ 6 1219 NM_033124 NP_149115 Q8IXS2 CCD65_HUMAN 2 GTAATGCCACCCT 0.488

- 4 319 AG1_uc001rsz.2_S NM_002733 NP_002724 P54619 AAKG1_HUMAN 1 TGCTTACCCACAA 0.458

- 34 10052 NM_003482 NP_003473 O14686 MLL2_HUMAN Gln-rich. 41 TGATTGGACACCA 0.622

- 2 322 se_Mutation_p.V35 NM_144593 NP_653194 Q8TAI7 REBL1_HUMAN region (By similarity). 2 TCTCCACTGTAGG 0.507

- 9 1076 BR1L_uc001rtj.1_M NM_018113 NP_060583 Q6UX01 LMBRL_HUMAN lasmic (Potential). 1 TCAAAGGCTGAGC 0.592

+ 2 228 _p.G8E|TUBA1C_u NM_032704 NP_116093 Q9BQE3 TBA1C_HUMAN 0 CCATTGGGGGAG 0.567 rs139215369

+ 4 796 NM_006262 NP_006253 P41219 PERI_HUMAN Linker 2.|Rod. 0 CTGCAGGTGAGTG 0.642

+ 4 631 e_Mutation_p.G155 NM_005480 NP_005471 Q12815 TROAP_HUMAN 1 TTCGAGGAAGTCA 0.607

+ 13 2223 PATS2_uc001ruf.2_ NM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN Ser-rich. 1 CCCAGCCTTACAA 0.537

- 4 1210 smk.1_Missense_ NM_032130 NP_115506 Q8IYM0 F186B_HUMAN 1 GGGAGGGTCTCTC 0.542

- 8 2678 _p.V30M|NCKAP5L NM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN Pro-rich. 1 GCACCACCTTGG 0.627

+ 1 746 NM_001651 NP_001642 P55064 AQP5_HUMAN lasmic (Potential). 0 CCCTGGCCCTCTT 0.682

+ 2 1037 NM_001651 NP_001642 P55064 AQP5_HUMAN ical; (Potential). 0 CCCTGGGCCACC 0.637



- 17 2003 1rvs.2_Missense_M NM_013277 NP_037409 Q9H0H5 RGAP1_HUMAN 1 TCTGTGGTGTTGA 0.438

+ 7 1275 zln.2_Missense_Mu NM_001095 NP_001086 P78348 ACCN2_HUMANellular (By similarity). 1 ATCCTGCTCTGGG 0.587

- 11 1523 wi.3_Missense_Mut NM_016357 NP_057441 Q9UHB6 LIMA1_HUMAN 1 TAGTTGCCCTTAG 0.383

- 3 304 p.A44T|LIMA1_uc0 NM_016357 NP_057441 Q9UHB6 LIMA1_HUMAN 1 CAGCTGCTTTCTG 0.333

+ 21 2608 zlt.2_Missense_Mu NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 CTGATGGTTAGTG 0.373

+ 3 372 F1_uc010smu.1_In NM_005171 NP_005162 P18846 ATF1_HUMAN KID. 329 TTTTAGGTATCAT 0.443

- 7 695 nse_Mutation_p.D2 NM_000617 NP_000608 P49281 NRAM2_HUMAN ical; (Potential). 1 ATTTGTCCAAGAA 0.488

+ 1 177 w.2_Missense_Muta NM_015416 NP_056231 Q6P1Q0 LTMD1_HUMAN ired and sufficient for mitoc 2 GCCCCTCGGTGA 0.582

- 4 902 _p.R148K|TFCP2_ NM_005653 NP_005644 Q12800 TFCP2_HUMAN DNA-binding. 1 AGAATTCTGTCTC 0.438

- 4 885 _p.W142*|TFCP2_ NM_005653 NP_005644 Q12800 TFCP2_HUMAN DNA-binding. 1 TCGGTTCCACCTC 0.433

- 3 457 n_p.P89S|POU6F1_ NM_002702 NP_002693 Q14863 PO6F1_HUMAN Gln/Pro-rich. 1 GTGTGGGCTGGAT 0.602

+ 2 380 NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7 CCTTTCATCTACG 0.557

+ 7 1030 _p.W149*|SCN8A_ NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN I. 7 TGTGTGGCCCATA 0.448

+ 2 207 A1_uc001rzr.2_5'F NM_173157 NP_775180 P22736 NR4A1_HUMAN 0 GCCAAGGCCTGTT 0.637

+ 3 913 A1_uc009zmb.1_M NM_002135 NP_002126 P22736 NR4A1_HUMAN 0 CCAGCCCCAGCC 0.652

+ 6 1638 _uc001rzt.2_Missen NM_002135 NP_002126 P22736 NR4A1_HUMAN -binding (Potential). 0 GAGTCGGCCTTCC 0.617

- 7 1158 _p.Q389*|KRT80_u NM_182507 NP_872313 Q6KB66 K2C80_HUMAN Rod.|Coil 2. 0 GGCCTGCTGCAG 0.617

- 6 985 T86_uc009zmg.2_In NM_002281 NP_002272 Q14533 KRT81_HUMAN Rod.|Coil 2. 0 GTCTCCCCGTGC 0.592

+ 2 198 T81_uc001sac.2_In NM_002284 NP_002275 O43790 KRT86_HUMAN Head. 1 CCCGGCCCGGCC 0.672

- 2 607 NM_002282 NP_002273 P78385 KRT83_HUMAN Rod.|Coil 1B. 1 CTGAGGCCAGCC 0.627

- 1 347 NM_002282 NP_002273 P78385 KRT83_HUMAN Head. 1 TGAGGGGCGTGA 0.642

- 3 829 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Rod.|Coil 1B. 1 CATTGGCCCGACA 0.507

- 9 1515 NM_004693 NP_004684 O95678 K2C75_HUMAN Tail. 0 CTGCCCCCACCGA 0.632

- 1 617 mh.2_Missense_Mu NM_000424 NP_000415 P13647 K2C5_HUMAN Head. 0 GAGGGGAGTCAG 0.498

- 4 884 0sns.1_Splice_Site NM_001146225 NP_001139697 Q14CN4 K2C72_HUMAN 6 TCCTTACCCCTTC 0.498

- 7 1185 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Rod.|Coil 2. 6 CCCCCCGCTGCTC 0.662

+ 12 989 uc001sbo.1_Misse NM_170754 NP_736610 Q63HR2 TENC1_HUMAN hatase tensin-type. 2 ATATCAGCTACTT 0.517

+ 20 3404 q.2_Missense_Muta NM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. 2 CCTGGGGCCCAG 0.622

+ 6 1538 scj.2_Missense_Mu NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 GAGCCGCTCTGTC 0.522

+ 18 4068 _Mutation_p.A100 NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 CCTCTGCTCCCCT 0.557

+ 3 806 g.1_Missense_Mut NM_138473 NP_612482 P08047 SP1_HUMAN tion domain A (Gln-rich). 3 GCTGTCCCCCTCC 0.483

- 12 1641 sdn.1_Missense_M NM_006301 NP_006292 Q12852 M3K12_HUMAN 5 TAGGGAGCAAAGA 0.552

- 11 1324 ion_p.P424S|ATF7 NM_001130059 NP_001123531 P17544 ATF7_HUMAN binding adenovirus 2 E1A. 2 GGGCTGGAGAAC 0.557

- 6 714 plice_Site_p.S220_ NM_001130059 NP_001123531 P17544 ATF7_HUMAN 2 AGCTCACCGATAT 0.532

+ 9 1093 RNPA1_uc009zni.2 NM_031157 NP_112420 P09651 ROA1_HUMAN ar targeting sequence (M9) 3 TGAAGGGAGGAA 0.433

- 3 455 NF385A_uc001sfx. NM_015481 NP_056296 Q96PM9 Z385A_HUMAN 1 CTGCCTCTGGTCT 0.592

- 26 2748 NM_002205 NP_002196 P08648 ITA5_HUMAN cellular (Potential). 2 CTTCCCGTTTTTG 0.532

- 17 1732 NM_002205 NP_002196 P08648 ITA5_HUMAN cellular (Potential). 2 ACCCCTCCCTTCT 0.552

+ 1 209 NM_001005182 NP_001005182 Q96RD1 OR6C1_HUMAN Name=2; (Potential). 2 AAATTTCGTTCAC 0.378

+ 1 469 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMAN Name=4; (Potential). 1 CCACCCCTTATGC 0.458

+ 1 782 NM_054104 NP_473445 Q9NZP0 OR6C3_HUMANcellular (Potential). 1 CATCTGCAAAAGA 0.388

+ 1 506 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMAN cellular (Potential). 0 GTGACTCCAGCAC 0.438

+ 1 235 NM_206899 NP_996782 Q8NGE3 O10P1_HUMAN cellular (Potential). 2 ATCGTGCCCAGGA 0.602

- 5 1945 _p.G581S|DNAJC1 NM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4 TGAGGCCCAACAT 0.473

+ 6 1960 iz.2_Missense_Mu NM_000456 NP_000447 P51687 SUOX_HUMAN terin domain (By similarity). 0 TCTCCCCATGAGC 0.522

+ 1 360 sjr.2_Missense_Mu NM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN Potential. 5 CTTCGAGCAGCGA 0.642

+ 8 940 sjr.2_Missense_Mu NM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN 5 TGGACTCCATTGC 0.527



- 12 1247 81_splice|SMARCC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6 GTCTTACCCAGGT 0.552

+ 7 1009 _p.A142V|SLC39A5 NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN ical; (Potential). 2 GGGGGCCCTGGC 0.617 rs144269176

- 6 598 RD52_uc001skn.1_ NM_173595 NP_775866 Q8NB46 ANR52_HUMAN 2 TTTTGTCACAGAC 0.493

- 6 1083 _p.G237E|PAN2_uc NM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN 6 AGACTTCCTGAGA 0.478

- 4 725 S2_uc001slk.2_Int NM_013267 NP_037399 Q9UI32 GLSL_HUMAN 2 TTCTTTCGGAATG 0.512 rs148320432

- 19 3544 AZ2A_uc009zov.1_ NM_013449 NP_038477 Q9UIF9 BAZ2A_HUMAN 0 TCCTGACCCAGG 0.498

- 7 1127 NM_001686 NP_001677 P06576 ATPB_HUMAN 1 TGCATAGTACCCA 0.403

- 12 1482 p.V301M|STAT6_u NM_003153 NP_003144 P42226 STAT6_HUMAN 4 GACCACCAGGGG 0.398

+ 32 5812 NM_002332 NP_002323 Q07954 LRP1_HUMAN ntial).|LDL-receptor class B 22 GCCATGCGGAGC 0.612

+ 61 10224 NM_002332 NP_002323 Q07954 LRP1_HUMAN s B 30.|Extracellular (Potent 22 CAAAGTCCATTAA 0.592

+ 64 10682 NM_002332 NP_002323 Q07954 LRP1_HUMAN ntial).|LDL-receptor class A 22 GACGAGGCCAACT 0.607

+ 8 896 c001snj.1_Missens NM_005412 NP_005403 P34897 GLYM_HUMAN 2 AAAGGGGTGAAG 0.562

+ 10 1159 q.2_Missense_Mut NM_005269 NP_005260 P08151 GLI1_HUMAN 15 CAGAAGCCGTATG 0.517

+ 1 288 srr.1_Missense_Mu NM_004984 NP_004975 Q12840 KIF5A_HUMANKinesin-motor. 3 GCGGGGAGACAA 0.602

+ 6 1295 13R|GEFT_uc009z NM_178502 NP_848597 Q8N9I9 DTX3_HUMAN 2 ACAGGGGGACCC 0.587

- 2 1194 _p.W398*|AGAP2_ NM_001122772 NP_001116244 Q99490 AGAP2_HUMAN 5 CAAAGTCCATTCC 0.572

+ 2 305 se_Mutation_p.A51 NM_005981 NP_005972 Q12999 TSN31_HUMAN ical; (Potential). 0 GTCATTGCTGTGG 0.542

- 5 793 n_p.S69F|CDK4_u NM_000075 NP_000066 P11802 CDK4_HUMANProtein kinase. 3 TATGTGGACTGCA 0.478

+ 3 947 1spy.2_Missense_ NM_138396 NP_612405 Q86YJ5 MARH9_HUMAN 0 CTGACGGTCATCG 0.592

+ 6 597 NM_033276 NP_150592 Q9Y6H3 ATP23_HUMAN 1 ACAGAGCCACTC 0.328

- 13 1966 se_Mutation_p.A51 NM_153377 NP_700356 Q6UXM1 LRIG3_HUMAN -like C2-type 1. 4 CACTGGCAAATTC 0.473

+ 3 312 .2_Missense_Muta NM_004731 NP_004722 O60669 MOT2_HUMAN lasmic (Potential). 1 CCAATGCCAAGTG 0.413

+ 11 1261 srb.1_Missense_Mu NM_006313 NP_006304 Q9Y4E8 UBP15_HUMAN 3 TAGGTGGTTGCCG 0.348

+ 13 1642 rb.1_Missense_Mu NM_006313 NP_006304 Q9Y4E8 UBP15_HUMAN 3 ATTATGGAACGGG 0.259

+ 24 3498 m.1_Missense_Mu NM_015026 NP_055841 Q7Z3U7 MON2_HUMAN 2 TGGATCCCCGTCC 0.458

- 6 1128 NM_020700 NP_065751 Q9ULR3 PPM1H_HUMAN PP2C-like. 4 CATTTCCCAGCAA 0.378

- 3 798 NM_020700 NP_065751 Q9ULR3 PPM1H_HUMAN PP2C-like. 4 GGGCCCCCACCC 0.677

+ 9 1323 _p.P423S|SRGAP1 NM_020762 NP_065813 Q7Z6B7 SRGP1_HUMAN 4 AGTAAACCCAGCA 0.493

+ 4 309 NM_013254 NP_037386 Q9UHD2 TBK1_HUMAN Protein kinase. 5 ACATAAAGTACTTA 0.279

+ 8 924 NM_013254 NP_037386 Q9UHD2 TBK1_HUMAN Protein kinase. 5 GAAGCAGATCAGG 0.368

+ 3 1633 zqo.1_Splice_Site_ NM_014319 NP_055134 Q9Y2U8 MAN1_HUMAN 4 TTGCAGGTAATTG 0.279

+ 12 2530 qo.1_Missense_Mu NM_014319 NP_055134 Q9Y2U8 MAN1_HUMAN D1, SMAD2, SMAD3 and S 4 TCTCCAGAATATG 0.289

+ 6 569 _p.D163N|MSRB3_ NM_198080 NP_932346 Q8IXL7 MSRB3_HUMAN 2 CCTGCGGATAGCA 0.547

- 3 332 p.A133T|TMBIM4_ NM_016056 NP_057140 Q9HC24 TMBI4_HUMAN ical; (Potential). 2 TCAACGCAAAAAT 0.353

- 19 2673 _p.S593N|GRIP1_u NM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2 TCATAACTCAGCC 0.502

+ 9 1815 ND1_uc001sto.2_In NM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 10. 2 TTAACTGAGCTGG 0.373

+ 14 3880 sto.2_Missense_Mu NM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 27. 2 TTGAGCCATTACG 0.403

+ 3 712 sts.3_Missense_M NM_006482 NP_006473 Q92630 DYRK2_HUMAN 4 ACAGTGCTCACG 0.537

+ 25 2416 n_p.M526I|NUP107 NM_020401 NP_065134 P57740 NU107_HUMAN 1 GCATATGAATTCA 0.294

+ 3 423 NM_000239 NP_000230 P61626 LYSC_HUMAN 0 CACAAGGCATTAG 0.373

+ 6 1331 B3IP_uc001svo.2_R NM_175623 NP_783322 Q96QF0 RAB3I_HUMAN 1 TGAGTGGCAGTCA 0.448 rs61758771

+ 6 1064 rp.2_Missense_Mu NM_014515 NP_055330 Q9NZN8 CNOT2_HUMAN 0 GTTCAGGGTTAGG 0.458

- 6 1324 _p.V152A|PTPRR_ NM_002849 NP_002840 Q15256 PTPRR_HUMAN lasmic (Potential). 3 GGGTCCACGACA 0.537

+ 7 1010 wy.2_Missense_Mu NM_173353 NP_775489 Q8IWU9 TPH2_HUMAN 4 GGCAGGACTGGC 0.522

+ 3 1189 NM_013381 NP_037513 Q9UKU6 TRHDE_HUMANcellular (Potential). 3 AAAGTGCCCTATT 0.358

- 1 769 NM_007350 NP_031376 Q8WV24 PHLA1_HUMAN PH. 0 CCCTTGCGCTCCA 0.612

- 2 1589 NM_024685 NP_078961 Q8TAM1 BBS10_HUMAN 2 AATATATGTTTCTA 0.353



+ 9 1091 HC17_uc001syj.2_ NM_015336 NP_056151 Q8IUH5 ZDH17_HUMAN ical; (Potential). 0 GGAACTCCTTTCC 0.353

+ 28 5535 V3_uc010sub.1_In NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN 17 AGATCTCGGTAAA 0.413

- 14 2111 R12A_uc010sud.1_ NM_002480 NP_002471 O14974 MYPT1_HUMAN Ser/Thr-rich. 7 CCTCAGCCCACA 0.423

- 24 2886 ce_Site|PPFIA2_uc NM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6 CCAAAGCTGTTAG 0.313

+ 2 397 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0 ACTCCTTTTGAAC 0.378

- 2 503 NM_005447 NP_005438 O75901 RASF9_HUMANas-associating. 1 AGCAAAGCCTGGA 0.483

- 1 837 C1B_uc010sun.1_I NM_003774 NP_003765 Q8N4A0 GALT4_HUMANntial).|Catalytic subdomain A 0 GACGGGCCCTAAC 0.488

- 18 3345 G1055D|ATP2B1_u NM_001682 NP_001673 P20020 AT2B1_HUMAN ical; (Potential). 3 CCTGGCCCCAGA 0.313

- 11 2042 _p.A621T|ATP2B1_ NM_001682 NP_001673 P20020 AT2B1_HUMAN lasmic (Potential). 3 CTTTTGCCTCACC 0.353

- 5 1011 bg.2_Missense_M NM_001682 NP_001673 P20020 AT2B1_HUMAN lasmic (Potential). 3 CCTACAGCTGTAA 0.289

- 3 680 bg.2_Missense_Mu NM_001682 NP_001673 P20020 AT2B1_HUMAN ical; (Potential). 3 CTAACACCACACA 0.443

- 2 1280 NM_007035 NP_008966 O60938 KERA_HUMAN LRR 7. 1 TGTTGTCTAAAAA 0.373

- 5 798 .2_Intron|DCN_uc0 NM_133503 NP_598010 P07585 PGS2_HUMAN LRR 8. 4 TCAACTCTGCTGA 0.348

- 26 4016 NM_003566 NP_003557 Q15075 EEA1_HUMAN Potential. 3 CAGTGCCTAAGTT 0.393

+ 3 615 n_p.V21I|NUDT4_ NM_019094 NP_061967 Q9NZJ9 NUDT4_HUMANudix hydrolase. 0 GCTGGAGTCAAAG 0.284

+ 1 1228 NM_005761 NP_005752 O60486 PLXC1_HUMANular (Potential).|Sema. 3 ACCACGGCGCTC 0.687

+ 5 1689 NM_005761 NP_005752 O60486 PLXC1_HUMAN 3 TTTTTAGGTGCAC 0.393

- 17 1605 p.L475F|LTA4H_uc NM_000895 NP_000886 P09960 LKHA4_HUMAN 1 ATGGAAGAGGTG 0.388

+ 2 289 NM_005230 NP_005221 P41970 ELK3_HUMAN 1 GAGAGTGCAATCA 0.547

+ 2 628 se_Mutation_p.P13 NM_001032283 NP_001027454 P42167 LAP2B_HUMANasmic (Potential).|LEM. 2 GTGAATCCTGGT 0.353

+ 13 2469 AF1_uc001tgb.2_M NM_181861 NP_863651 O14727 APAF_HUMAN WD 1. 3 GAATAGCTTCTTG 0.403

- 1 527 ANKS1B_uc009ztt. NM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN 0 GGCAGGGGTCCG 0.587

- 6 898 001tgr.2_Splice_Si NM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2 GACTCACCCTTCT 0.328

+ 50 6724 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 ACCATACTTGTCA 0.423

+ 18 1990 vr.1_Missense_Mu NM_206820 NP_996556 Q00872 MYPC1_HUMANonectin type-III 1. 4 GTGACAGAGGTGG 0.458

- 13 2341 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2 ATGTCTCCATGTT 0.398

- 13 2236 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2 CTCCTTGTTGAGT 0.428

- 5 563 svy.1_RNA|CCDC5 NM_016053 NP_057137 Q9Y3C0 CCD53_HUMAN 0 GCATATCTTGGAT 0.403

+ 8 1218 88I|C12orf48_uc01 NM_017915 NP_060385 Q9NWS1 PR1BP_HUMAN 0 CTCCTACCAAAAA 0.373

- 3 578 m.2_Missense_Mut NM_001111285 NP_001104755 P05019 IGF1_HUMAN 2 CGGACAGAGCGA 0.592

+ 57 6218 AB2_uc009zug.2_R NM_017564 NP_060034 Q8WWQ8 STAB2_HUMANotential).|Laminin EGF-like 2 14 TTACAGCCTGTGG 0.557

+ 13 1859 se_Mutation_p.G25 NM_003299 NP_003290 P14625 ENPL_HUMAN 3 TTGATGGGAAGAG 0.433

+ 3 597 .2_Missense_Muta NM_003211 NP_003202 Q13569 TDG_HUMAN 6 CTCTCCCCGATAT 0.343

+ 7 545 e_Mutation_p.R153 NM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2 TTACGAGGTGCTA 0.338

- 1 1466 NM_014840 NP_055655 O60285 NUAK1_HUMAN 2 GTCGCCCCCGCCA 0.736

- 2 926 NM_006825 NP_006816 Q07065 CKAP4_HUMAN Potential. 0 TTGTTCCCCTCAG 0.498

+ 10 1537 NM_152772 NP_689985 Q8N4U5 T11L2_HUMAN 3 CCAAGCCCTCAAA 0.393 rs150377812

+ 24 2936 tlq.2_Missense_Mu NM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2 CCCCAGGTGTTTG 0.483

+ 14 1522 t.2_Missense_Muta NM_213594 NP_998759 Q33E94 RFX4_HUMAN ary for dimerization. 1 ATGAAGGGAGAAG 0.433

+ 16 1834 _p.P599S|RFX4_uc NM_213594 NP_998759 Q33E94 RFX4_HUMAN 1 AGGATACCAGTTT 0.453

- 7 1218 SART3_uc010swy.1 NM_014706 NP_055521 Q15020 SART3_HUMAN HAT 5. 1 TGAATGCGAGCAG 0.453

+ 3 419 nc.3_Missense_Mu NM_213595 NP_998760 Q9H1K1 ISCU_HUMAN 0 CATTAGCCACTGA 0.368 rs145206633

+ 13 1638 _p.E481K|USP30_u NM_032663 NP_116052 Q70CQ3 UBP30_HUMAN lasmic (Potential). 1 AGCCAGGAGTGC 0.562

+ 35 4867 xl.1_RNA|ACACB_ NM_001093 NP_001084 O00763 ACACB_HUMAN 8 ATAACACCAGCGT 0.602

+ 11 1396 HP_uc001tpp.2_M NM_001143852 NP_001137324 Q9BT92 TCHP_HUMAN Glu-rich.|Potential.|Interact 1 AGGAGGTGAGAG 0.537

- 4 549 tqp.3_Missense_M NM_016238 NP_057322 Q9UJX3 APC7_HUMAN TPR 2. 0 TCCTGACCAGCC 0.438

+ 9 952 n_p.I203V|RAD9B_ NM_152442 NP_689655 Q6WBX8 RAD9B_HUMAN 2 AACTTTATTTTGG 0.378



+ 18 2928 e_Mutation_p.A94 NM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2 AGATCGCCCAGG 0.607

+ 10 1643 _p.T354I|ALDH2_u NM_000690 NP_000681 P05091 ALDH2_HUMAN 4 AGCCCACTGTGTT 0.567

+ 10 1632 tto.2_Missense_M NM_006700 NP_006691 O14545 TRAD1_HUMAN 0 ATTCGCCCTCCTC 0.562

+ 19 1858 _p.G593R|TPCN1_ NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN =S3 of repeat II; (Potential). 3 TTCCTGGGACTGC 0.642

+ 28 2656 e_Mutation_p.E85 NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN ic (Potential).|Potential. 3 CCAGGGAGCAAG 0.687

- 12 1402 24A6_uc001tva.2_ NM_024959 NP_079235 Q6J4K2 NCKX6_HUMAN Name=8; (Potential). 1 CTGTGCCTGCGAT 0.592

- 8 1121 p.R326K|RBM19_u NM_001146699 NP_001140171 Q9Y4C8 RBM19_HUMAN RRM 2. 6 GCGTTTCTCACAA 0.433

- 19 4268 NM_015335 NP_056150 Q71F56 MD13L_HUMAN 8 GCCTCTCCCAAAA 0.522

+ 7 1209 e_Mutation_p.S310 NM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN 3 AAGACTCCGCCA 0.542

- 3 327 SC_uc001twi.2_R NM_017899 NP_060369 Q96BS2 TESC_HUMAN 0 GGTTGAGCTCCAG 0.517

- 8 1232 splice|FBXO21_uc0 NM_033624 NP_296373 O94952 FBX21_HUMAN 1 ACCTTACCGCTTC 0.463

- 21 3792 NM_000620 NP_000611 P29475 NOS1_HUMAN R-type.|FAD (By similarity). 7 GGTGGTCCCCAGG 0.597

- 6 867 zb.1_Missense_Mu NM_018639 NP_061109 Q9NYS7 WSB2_HUMAN WD 4. 1 AAGAAGCCGTGAC 0.512

+ 3 668 uc001txf.2_Intron NM_178499 NP_848594 Q8IWA6 CCD60_HUMAN 3 GCCGTGGATATTT 0.428

+ 3 770 E249K|CCDC64_uc NM_207311 NP_997194 Q6ZP65 BICR1_HUMAN Potential. 2 GGCTGGAGAGC 0.527

- 44 5711 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 GCCGCACCACCAG 0.617

- 43 5619 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 TTGTTGGACTGGG 0.537

- 42 5481 NM_006836 NP_006827 Q92616 GCN1L_HUMAN HEAT 14. 4 AAGAGGCCTTGCT 0.473

- 24 2634 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 TACTGGGTCAGGC 0.592

- 21 2294 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 ACTCCTCCCGCGT 0.597

+ 5 1303 NF10_uc001tyq.3_M NM_014868 NP_055683 Q8N5U6 RNF10_HUMAN 2 AAGAAGGATCTCA 0.448

- 3 217 OP5_uc001tyt.2_Int NM_015918 NP_057002 Q969H6 POP5_HUMAN 0 ATTCCAGTATAGG 0.323

+ 10 1329 zb.3_Missense_Mu NM_000017 NP_000008 P16219 ACADS_HUMAN 2 TCGCCGGGCATCT 0.697

- 6 1303 SL_uc001tzk.1_3'U NM_003733 NP_003724 Q15646 OASL_HUMAN biquitin-like 1. 1 GGATCTCGGAGGG 0.537

+ 7 766 o.2_RNA|P2RX7_u NM_002562 NP_002553 Q99572 P2RX7_HUMAN 5 CAGAATCCACAGT 0.418 rs146402035

- 10 1154 zy.2_Missense_Mu NM_006549 NP_006540 Q96RR4 KKCC2_HUMANProtein kinase. 3 GGAGAGGAGCG 0.582

- 2 306 zy.2_Missense_Mu NM_006549 NP_006540 Q96RR4 KKCC2_HUMAN 3 GCACAGCCCGGC 0.682

- 4 546 uah.2_Missense_M NM_016237 NP_057321 Q9UJX4 APC5_HUMAN 6 TGTAGGCCAAGAT 0.443

- 16 2457 as.2_Missense_Mu NM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2 GCGGCACCTTCTT 0.622

- 8 455 bk.2_Splice_Site_p NM_002150 NP_002141 P32754 HPPD_HUMAN 0 CCCATACTACGGG 0.448

- 6 364 ubk.2_Splice_Site_ NM_002150 NP_002141 P32754 HPPD_HUMAN 0 TTCTTACCTGCAC 0.577

+ 1 127 zxj.2_RNA|PSMD9 NM_002813 NP_002804 O00233 PSMD9_HUMAN 0 CCGACGAGGAAG 0.682

- 8 1107 33A_uc001ucc.2_ NM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1 TCTCCCCCACGGT 0.403

- 14 1662 _p.D273N|ZCCHC8 NM_017612 NP_060082 Q6NZY4 ZCHC8_HUMAN 0 CCTCATCCACAGC 0.602

- 2 498 e_Mutation_p.G63E NM_019625 NP_062571 Q9NP78 ABCB9_HUMAN ical; (Potential). 0 GTGGCTCCCAGCA 0.647

- 13 1695 NO1_uc001ueu.2_ NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 GATGACCCACTGA 0.403

- 5 573 _p.A144T|EIF2B1_ NM_001414 NP_001405 Q14232 EI2BA_HUMAN 0 TCTTGGCCGCCAC 0.502

+ 17 2588 _p.P397S|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 AAGGCCCCCAAG 0.502

+ 41 6905 NM_207437 NP_997320 Q8IVF4 DYH10_HUMANA 2 (By similarity). 6 ATAGTGGAAGGAA 0.388

- 3 235 ufx.1_Missense_M NM_025140 NP_079416 Q53HC0 CCD92_HUMAN Potential. 0 CTGTGCGCTGTG 0.612 rs150024637

- 6 863 p.G249E|NCOR2_ NM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4 GGGGCCCCAGG 0.587

- 5 728 _p.A204V|NCOR2_ NM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN Potential. 4 TTGGCAGCCTCC 0.682

- 2 350 |NCOR2_uc010tbc NM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4 TCCTCACCGTTCA 0.652

- 7 1176 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1 AACCAACCTTCTG 0.547

+ 2 864 NM_052907 NP_443139 Q14DG7 T132B_HUMAN cellular (Potential). 19 ATCTCGGTACCTC 0.537

+ 8 1375 ujb.1_Missense_Mu NM_004592 NP_004583 Q12872 SFSWA_HUMAN 0 CCACCGCCCCAC 0.647

+ 8 1384 ujb.1_Missense_Mu NM_004592 NP_004583 Q12872 SFSWA_HUMAN Poly-Pro. 0 CACCACCTCCTGG 0.647



- 14 1970 NM_175066 NP_778236 Q8N8A6 DDX51_HUMAN 2 TACCGAGGAACCA 0.617

- 35 4492 _p.S287N|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 CGGATACTCCCTG 0.587

- 30 3757 LE_uc010tbq.1_RN NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TCCTGGCTCTCCC 0.627

- 26 3213 bq.1_RNA|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 GCTTTGCTGTGCT 0.577

- 24 2751 q.1_Splice_Site|PO NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 GCCTTCCTGAGAA 0.333

+ 3 403 AM5_uc001uku.2_ NM_138575 NP_612642 Q96HS1 PGAM5_HUMAN 0 GTCGGGAGCAG 0.353

- 4 1014 uky.3_Missense_M NM_015114 NP_055929 Q86XL3 ANKL2_HUMAN 0 TCCACAGCTTTCC 0.527

- 17 3843 ula.1_Missense_Mu NM_005895 NP_005886 Q08378 GOGA3_HUMAN Potential. 6 CTAAAGCCTCTGG 0.448

- 4 668 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 TGGCTTCATTGTC 0.582

- 1 236 mj.1_RNA|PSPC1_u NM_001042414 NP_001035879 Q8WXF1 PSPC1_HUMAN 1 AGGCGGGCCGGG 0.647

- 6 1191 M5_uc001umn.2_MNM_001142684 NP_001136156 Q9UJ78 ZMYM5_HUMAN 0 TGGAAGGATTTGC 0.318

- 3 311 sense_Mutation_p. NM_001142684 NP_001136156 Q9UJ78 ZMYM5_HUMAN 0 AAGCAGGAGTCTG 0.403

+ 5 1230 n_p.P311L|ZMYM2_ NM_003453 NP_003444 Q9UBW7 ZMYM2_HUMAN 6 CACTTCCTAAACA 0.448

- 1 56 O4_uc010tcr.1_5'U NM_022459 NP_071904 Q9C0E2 XPO4_HUMAN 3 GGGGCCCCAGCG 0.711

+ 7 834 _p.L227F|SGCG_u NM_000231 NP_000222 Q13326 SGCG_HUMAN cellular (Potential). 0 GATATTCTTTTTC 0.443

- 10 13514 E4162K|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN J. 12 TCACTTCTTTTAA 0.408

- 10 12953 A3975T|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 GCATAGCAATTAA 0.353

- 10 9521 V2831M|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 CTTTCACTAGACA 0.388

- 10 8178 S2383N|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 ATTCTGCTGGTCA 0.393

- 10 7536 .T2169I|SACS_uc0 NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 GCATTGGTGATAT 0.343

- 13 1524 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1 GAACGGGGAAGA 0.428

- 25 3220 NM_006437 NP_006428 Q9UKK3 PARP4_HUMAN 4 AACATACCTGTTT 0.353

+ 8 1086 aaa.2_Missense_M NM_001676 NP_001667 P54707 AT12A_HUMAN lasmic (Potential). 6 CCATTGCCATTGA 0.517

- 7 2471 .2_RNA|CENPJ_uc NM_018451 NP_060921 Q9HC77 CENPJ_HUMAN 2 TAAAAGGCCCCTT 0.443

+ 1 194 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 1. 4 TGCAGGGACTTGA 0.567

- 1 1731 _p.G425D|FAM123A NM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4 GGGATGCCCGCC 0.637

- 1 1667_1668_p.G404N|FAM123A NM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4 AGTAGCCCTCGT 0.658

+ 9 866 P8A2_uc010tdj.1_R NM_016529 NP_057613 Q9NTI2 AT8A2_HUMAN lasmic (Potential). 4 TGTGAAGGGCCCA 0.393

- 5 1307 qp.2_Missense_Mu NM_183044 NP_898865 Q9Y252 RNF6_HUMAN Arg-rich. 2 ACAGATCTTCTAG 0.433

+ 10 981 _p.D319N|CDK8_u NM_001260 NP_001251 P49336 CDK8_HUMANProtein kinase. 5 ACCATGGACCCAA 0.413

- 8 1957 m.1_Missense_Mu NM_153371 NP_699202 Q8N448 LNX2_HUMAN PDZ 3. 6 CTTTAAGGGCAAC 0.502

+ 2 216 nse_Mutation_p.G5 NM_152705 NP_689918 Q9Y2S0 RPAC2_HUMAN 0 CCATGGGTTGGTA 0.254

- 3 1001 NM_001265 NP_001256 Q99626 CDX2_HUMAN 1 ACACTTCTCAGAG 0.552

- 20 2520 o.2_RNA|FLT3_uc0 NM_004119 NP_004110 P36888 FLT3_HUMAN e.|Cytoplasmic (Potential). 8549 CTGGCGGCCAGG 0.458

- 7 933 LT3_uc010tdn.1_M NM_004119 NP_004110 P36888 FLT3_HUMAN Potential).|Ig-like C2-type. 8549 CCCAGGTGAGCC 0.393

- 30 4210 q.2_Missense_Mu NM_002019 NP_002010 P17948 VGFR1_HUMAN lasmic (Potential). 24 GGTCGTAGGTGAA 0.577

+ 1 1538 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 GAGGTGCCTGAG 0.512

+ 1 1886 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 CCCAAGCCTGTCT 0.522

+ 4 718 .2_5'UTR|USPL1_ NM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3 TTGGAAGAATGTC 0.318

+ 4 1143 .W56*|USPL1_uc0 NM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3 CTGTTGGTTAGAC 0.448

+ 9 1972 _p.L185F|USPL1_u NM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3 CTTCCACTTAAAA 0.408

- 11 1941 _p.E474K|HSPH1_ NM_006644 NP_006635 Q92598 HS105_HUMAN 0 GACACTCCATGTC 0.433

- 9 1567 _p.R349K|HSPH1_ NM_006644 NP_006635 Q92598 HS105_HUMAN 0 AAATTCTCTAACTT 0.338

+ 9 874 ALTL_uc001utn.3_ NM_194318 NP_919299 Q6Y288 B3GLT_HUMANmenal (Potential). 2 TCCATTCTTTTCT 0.438

+ 29 4188 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 CAGGTTCCTACCA 0.428

+ 42 6024 _uc010tdw.1_Splice NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 ACCCTAGGCTTCC 0.507

+ 19 8649 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64 TCATCGCTTTTCA 0.398



+ 21 8925 NM_000059 NP_000050 P51587 BRCA2_HUMAN 64 TTGCAAGATGGTG 0.383

+ 3 267 B_uc001uuo.2_Spli NM_015032 NP_055847 Q9NTI5 PDS5B_HUMAN 4 TGTATAGATGGTT 0.299

+ 3 1407 .1_Missense_Muta NM_004795 NP_004786 Q9UEF7 KLOT_HUMAN e-1 1.|Extracellular (Potenti 3 GAGTGGCACAGAG 0.502

- 10 2650 se_Mutation_p.P72 NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4 GATCTGGCTTCCC 0.483

+ 5 630 _p.P174S|RFC3_u NM_002915 NP_002906 P40938 RFC3_HUMAN 0 ATCCCACCTATTC 0.428

- 1 1146 EA_uc010tee.1_Intr NM_005584 NP_005575 Q13394 MB211_HUMAN 2 GGTTGGGTCCCGG 0.637

+ 45 7180 n_p.T118I|NBEA_u NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN BEACH. 11 TGTTAACCAACTA 0.348

- 5 1120 uc001uvi.1_Intron NM_004734 NP_004725 O15075 DCLK1_HUMAN Pro/Ser-rich. 9 CTCTTGGTGGTG 0.507

- 3 919 NM_004734 NP_004725 O15075 DCLK1_HUMANDoublecortin 2. 9 ACCACTCCCGAGT 0.498

+ 3 742 NA1_uc010abp.2_M NM_003914 NP_003905 P78396 CCNA1_HUMAN 5 AGCCCCCCAAGCA 0.502

+ 8 1650 NA1_uc010abp.2_M NM_003914 NP_003905 P78396 CCNA1_HUMAN 5 GATATACCCCATC 0.398

- 2 495 se_Mutation_p.A51 NM_001127217 NP_001120689 O15198 SMAD9_HUMAN MH1. 0 TCCATGGCTCCC 0.592

- 11 3138 _p.T827I|TRPC4_u NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.|Cytoplasmic (P 6 CGTGGGTGACTG 0.448

+ 1 4609 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANar (Potential).|CSPG 10. 11 AAAGAAGGTGGCA 0.443

+ 10 6986 ww.2_Missense_M NM_207361 NP_997244 Q5SZK8 FREM2_HUMANcellular (Potential). 11 GCAACTCTCCCTT 0.458

+ 13 1269 p.G338D|COG6_uc NM_020751 NP_065802 Q9Y2V7 COG6_HUMAN 2 TTAGTGGTATTGT 0.308

+ 3 636 010tfb.1_Splice_Sit NM_014252 NP_055067 Q9Y619 ORNT1_HUMAN 0 GCTGAGGTGAGTC 0.363

- 1 2221 c010tfe.1_Nonsens NM_152903 NP_690867 Q86V97 KBTB6_HUMAN Kelch 6. 2 TAAGTCCCATTCA 0.458

- 44 5664 NM_015058 NP_055873 A3KMH1 K0564_HUMAN VWFA. 6 TGATCACCTAAAG 0.413

- 19 2327 uyk.2_Missense_M NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 AGAAAAGAACATC 0.363

- 18 2178 uyk.2_Missense_M NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 GCATCTGCCAGAT 0.373

- 8 960 uyk.2_Missense_M NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 GTTGTGGCAAAGG 0.313

+ 9 1073 p.R106H|DGKH_uc NM_178009 NP_821077 Q86XP1 DGKH_HUMAN DAGKc. 2 TCCTCCGTCGCTT 0.368

+ 22 2692 p.A646T|DGKH_uc NM_178009 NP_821077 Q86XP1 DGKH_HUMAN 2 CAAATGGCAGTTT 0.423

+ 2 462 1uyt.2_Missense_M NM_003701 NP_003692 O14788 TNF11_HUMAN cellular (Potential). 0 ACTCTGGAGAGTC 0.383

+ 2 311 RP2_uc001uzk.2_R NM_001010897 NP_001010897 Q8N6R1 SERP2_HUMAN e IV membrane protein; (Po 0 CTGTTGGCACTGT 0.383

- 1 80 2_5'Flank|KIAA170 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0 TGCCACCCGATAG 0.627

- 2 195 _p.V35M|LOC1001 NM_003295 NP_003286 P13693 TCTP_HUMAN 0 GACTCACCTTCCC 0.672

- 2 191 _p.G33E|LOC1001 NM_003295 NP_003286 P13693 TCTP_HUMAN 0 ACCTTCCCCTCCA 0.672

- 2 181 _p.E30K|LOC1001 NM_003295 NP_003286 P13693 TCTP_HUMAN 0 CCACCTCCAGGCA 0.672

+ 1 267 _p.P56S|COG3_uc NM_031431 NP_113619 Q96JB2 COG3_HUMAN 2 CCGGTGCCAGCTG 0.701

- 14 3842 C3H13_uc001vas.1 NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Ser-rich. 2 TCTGGAGAACTTC 0.343

- 13 3310 nse_Mutation_p.P NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2 GAGGAGGAAGAA 0.313

- 15 1811 y.3_Missense_Mut NM_002298 NP_002289 P13796 PLSL_HUMAN n-binding 2.|CH 4. 7 ATGGAACCTGGTT 0.428

- 3 982 issense_Mutation_ NM_025113 NP_079389 Q9H714 CM018_HUMAN Ser-rich. 0 GAGAAGCTGCTA 0.572

+ 2 402 NM_021999 NP_068839 Q9Y287 ITM2B_HUMAN type II membrane protein; 0 GCTTTGGACTAGC 0.378

- 1 1618 vce.2_Missense_M NM_001162498 NP_001155970 P43657 LPAR6_HUMAN cellular (Pote p.?(4) 4 TCCATGtggcttctgg 0.333

- 10 1269 276S|RCBTB2_uc0 NM_001268 NP_001259 O95199 RCBT2_HUMAN RCC1 5. 5 GAGTAGGATAGGA 0.458

+ 5 633 DC3A_uc001vco.2_ NM_001079673 NP_001073141 Q9Y2H6 FND3A_HUMAN Pro-rich. 2 CACACAGTTCTCC 0.488

+ 21 2661 C3A_uc001vco.2_ NM_001079673 NP_001073141 Q9Y2H6 FND3A_HUMANonectin type-III 6. 2 AGTAATGGAACAG 0.383

- 9 1342 _p.A282T|CAB39L_ NM_030925 NP_112187 Q9H9S4 CB39L_HUMAN 0 GACTGGCCACAAA 0.478

+ 10 1287 e_Mutation_p.R27 NM_001040443 NP_001035533 Q9UIL8 PHF11_HUMAN 0 AAAATAGAGATCT 0.373

- 17 3800 p.D1150N|ATP7B_ NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 CCACGTCCACACC 0.562

+ 2 590 a.2_3'UTR|UTP14C NM_021645 NP_067677 Q5TAP6 UT14C_HUMAN 5 GAACTAGTGGATT 0.463

+ 2 1815 14C_uc001vgc.2_ NM_021645 NP_067677 Q5TAP6 UT14C_HUMAN 5 GGCAATCCCTTAG 0.478

- 21 1978 NM_199289 NP_954983 Q6P3R8 NEK5_HUMAN 1 TTCATGCCATCCT 0.348

- 6 875 _p.A255V|LECT1_u NM_007015 NP_008946 O75829 LECT1_HUMAN 2 TTGAAGGCTTGTG 0.408



- 1 325 vhj.2_Missense_M NM_002590 NP_002581 O95206 PCDH8_HUMAN r (Potential).|Cadherin 1. 1 CCGGGGGCATCC 0.592

- 2 812 thj.1_Missense_M NM_022843 NP_073754 Q8N6Y1 PCD20_HUMAN |Extracellular (Potential). 6 GGGCCTCCCTGT 0.602

- 10 2428 _p.V521I|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 TTAAGACCCTGAG 0.388

+ 2 1214 d.2_Missense_Mut NM_001730 NP_001721 Q13887 KLF5_HUMAN 3 AACAGGCCACTTA 0.517

- 21 4101 .E409K|TBC1D4_u NM_014832 NP_055647 O60343 TBCD4_HUMAN 6 CTTGTTCCAGGGT 0.458

- 6 1840 p.R498K|TBC1D4_ NM_014832 NP_055647 O60343 TBCD4_HUMAN 6 TGAACTCTTTCAA 0.403

+ 6 1142 1_Intron|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 CCAAACCCAGGGA 0.398

+ 11 2606 .R515W|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 AGTTACCGGAAAA 0.483

+ 26 4763 O7_uc010thw.1_Mis NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 CCTCAGGAGCTGA 0.443

- 65 11105 p.D3076N|MYCBP2 NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 CATCATCTGACTT 0.398

- 57 9158 vkg.1_Missense_M NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 TGGAAAGTTCAGG 0.388

- 43 6408 ev.2_Missense_Mu NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 TCATATCCAATTG 0.343

- 16 2358 aev.2_Missense_M NM_015057 NP_055872 O75592 MYCB2_HUMAN Cys-rich. 14 TCTTACCCTCCGG 0.438

+ 10 771 _p.P201S|SCEL_uc NM_144777 NP_659001 O95171 SCEL_HUMAN 5 TCTTCTCCTAACC 0.428 rs17854490

- 2 2830 afe.1_Missense_M NM_032229 NP_115605 Q9H5Y7 SLIK6_HUMAN lasmic (Potential). 3 CTCCAGGATAATG 0.388

+ 2 961 TRK5_uc010tic.1_In NM_015567 NP_056382 O94991 SLIK5_HUMAN Extracellular (Potential). 5 CTAAAGGATTGGT 0.517

+ 2 1343 0tic.1_Missense_M NM_015567 NP_056382 O94991 SLIK5_HUMAN lar (Potential).|LRRNT. 5 AGTGTCCCACCGC 0.597

- 31 4069 _p.T108I|ABCC4_u NM_005845 NP_005836 O15439 MRP4_HUMAN 4 GTTAAGGTCGAGG 0.388

- 24 3058 fk.2_Missense_Mu NM_005845 NP_005836 O15439 MRP4_HUMAN |ABC transmembrane type- 4 GCCAAACCAACCT 0.473

- 27 3297 mu.1_Missense_M NM_020121 NP_064506 Q9NYU1 UGGG2_HUMAN 3 ATTCAGGAATATC 0.408

- 9 1170 nse_Mutation_p.D3 NM_020121 NP_064506 Q9NYU1 UGGG2_HUMAN 3 GAAATGTCTTTCAT 0.313

- 4 1128 afr.1_Missense_M NM_080818 NP_543008 Q96P68 OXGR1_HUMANName=7; (Potential). 2 CCAAAGGTGTTCA 0.458

- 4 1028 afr.1_Missense_M NM_080818 NP_543008 Q96P68 OXGR1_HUMANName=6; (Potential). 2 GAATGACCCTCAA 0.433

+ 22 2801 nh.2_Missense_Mu NM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN PH 1. 2 GGGTGCCCCACT 0.617

- 23 2528 ce|DOCK9_uc010t NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1 CTGATCCTGAGGT 0.358

- 21 2328 OCK9_uc010tis.1_ NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN DHR-1. 1 AGCCAGGAGTAG 0.478

- 13 1502 OCK9_uc010tis.1_ NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1 CCTGAAGGACTTT 0.403

- 8 842 DOCK9_uc010tis.1_ NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN PH. 1 TGTCTGCTGCCAA 0.393

+ 1 644 NM_007129 NP_009060 O95409 ZIC2_HUMAN d transcriptional activation o 0 AGTACGGCCCCAT 0.562

- 14 1865 p.A458T|TMTC4_u NM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN TPR 4. 3 GCTCTGCTGCTTC 0.493

- 11 1502 p.G337R|TMTC4_u NM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN |Helical; (Potential). 3 AGATTCCCAGCAC 0.507

- 8 1038 _p.T182M|TMTC4_ NM_001079669 NP_001073137 Q5T4D3 TMTC4_HUMAN 3 GGGCCCGTGCCC 0.637

+ 24 3089 NM_003291 NP_003282 P29144 TPP2_HUMAN 2 ATACCTCCACCAA 0.313

- 3 313 vpk.2_Missense_M NM_001010977 NP_001010977 Q5VZV1 MT21C_HUMAN 0 GTTCCTCCAAGTA 0.403

- 1 795 NM_000452 NP_000443 Q12908 NTCP2_HUMAN lasmic (Potential). 4 AATGCCCCACGGC 0.532

- 1 619 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN 1 TCTGAGCCCTCTC 0.562

- 29 2227 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 GGTAAGCCGTCAA 0.498

- 22 1419 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 GACATTCCACAAT 0.413

- 8 590 0agl.2_Splice_Site NM_001845 NP_001836 P02462 CO4A1_HUMAN 6 AATGTACCTTCAT 0.328

+ 1 824 G1_uc001vrf.2_Intro NM_005537 NP_005528 Q9UK53 ING1_HUMAN 1 CGCTCAGCCCGG 0.736

+ 12 1625 p.E482Q|MCF2L_u NM_001112732 NP_001106203 O15068 MCF2L_HUMAN Potential. 2 GGTGCGGAAAATA 0.532

+ 17 1763 agu.2_Splice_Site_ NM_001008895 NP_001008895 Q13619 CUL4A_HUMAN 3 AAAGAAGTAAGTT 0.289

+ 8 788 NM_182614 NP_872420 Q8WV15 FA70B_HUMAN 0 GCTTCCGCCTGAC 0.677

- 11 1460 _p.P137L|GAS6_u NM_000820 NP_000811 Q14393 GAS6_HUMAN aminin G-like 1. 4 CTCACAGGCTGCA 0.587

+ 1 167 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 GGGAGCGGCAAG 0.592

- 1 265 04P_uc001vwb.3_R NM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0 CCTGCACCAGGGG 0.587

- 1 689 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMAN lasmic (Potential). 2 CGACTAGCAGCAC 0.502



- 1 170 NM_001004714 NP_001004714 Q8NH42 OR4KD_HUMAN lasmic (Potential). 2 ATTGGTGTGTGAA 0.438

- 50 7251 EP1_uc010tlf.1_RN NM_007110 NP_009041 Q99973 TEP1_HUMAN WD 18. 5 ATTTCAGATGGAG 0.458

- 14 2255 EP1_uc010tlf.1_RN NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 GGATGCCTTCTTC 0.532

- 14 2198 EP1_uc010tlf.1_RN NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 CGACGTCCACCTG 0.547

- 2 279 EP1_uc010tlg.1_Mi NM_007110 NP_009041 Q99973 TEP1_HUMAN P1 N-terminal 3. 5 AGGCACTGGTTC 0.542

- 2 223 EP1_uc010tlg.1_M NM_007110 NP_009041 Q99973 TEP1_HUMAN P1 N-terminal 3. 5 TTTTTCCATGGTC 0.507

+ 4 654 APEX1_uc001vxi.2 NM_001641 NP_001632 P27695 APEX1_HUMAN 4 GCTGAACTTCAGG 0.502

+ 4 455 .2_3'UTR|PNP_uc0 NM_000270 NP_000261 P00491 PNPH_HUMAN 2 TTCCACCTTCTGG 0.443

- 4 721 ahr.2_Missense_M NM_001110357 NP_001103827 P60153 RNAS9_HUMAN 2 AGGTGGCTCCAC 0.433

+ 2 973 NASE4_uc001vya.2 NM_002937 NP_002928 P34096 RNAS4_HUMAN 1 GTGAGGGTAACCC 0.512

+ 3 484 96N|METT11D1_uc NM_022734 NP_073571 Q9H7H0 MET17_HUMAN 0 TCTGGAGCAGACA 0.473

+ 14 1510 p.2_Missense_Mut NM_022734 NP_073571 Q9H7H0 MET17_HUMAN 0 TTTTACCTGTGCT 0.522

+ 4 582 RG2_uc010tll.1_In NM_173846 NP_776245 P59282 TPPP2_HUMAN 0 CACAAGGAGCGC 0.542

+ 12 2512 10aij.2_RNA|FLJ10 NM_018071 NP_060541 Q8TER5 ARH40_HUMAN Potential. 0 CTTTCAGCGCTGA 0.637

+ 7 1325 TOX4_uc010tlu.1_M NM_014828 NP_055643 O94842 TOX4_HUMAN Gln/Pro-rich. 1 AGTACAGCTACTA 0.552

+ 1 620 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMAN Name=5; (Potential). 4 CCATCTCCCTCTC 0.493

- 8 1361 _p.P408L|SLC7A7_ NM_003982 NP_003973 Q9UM01 YLAT1_HUMAN 2 CGATCAGGCTCCT 0.498

+ 1 405 NM_001099780 NP_001093250 A5LHX3 PSB11_HUMAN 0 CTTCGGGAACTGA 0.612

- 17 3675 CIN1_uc001wir.3_M NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Pro-rich. 4 TGCAGGGGCCGT 0.662

- 8 2586 _p.T435I|ACIN1_u NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN 4 TGAGAGGTCTGAG 0.493

- 6 1253 nse_Mutation_p.E3 NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Glu-rich. 4 TCTCTTCCCCTTC 0.373

- 4 1261 e_Mutation_p.A125 NM_005864 NP_005855 O43281 EFS_HUMAN Pro-rich. 1 GGGGCAGCATAG 0.622

- 28 3936 R208A_hsa-mir-20 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 TGCCGGGCCAAC 0.582

+ 2 669 se_Mutation_p.G10 NM_001126339 NP_001119811 Q9BU02 THTPA_HUMAN 0 CTGACGGCCTGG 0.592

+ 2 263 S4L1_uc010tnu.1_ NM_001082488 NP_001075957 P0CG22 DR4L1_HUMAN 0 CTGTGTGCCATGT 0.652

+ 34 3671 C16B_uc001wlk.2_ NM_138360 NP_612369 Q8ND23 LR16B_HUMAN 5 TTCGATGGGAAAC 0.602

+ 4 617 _uc010tny.1_Trans NM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN 0 ACACAAGTGGAAC 0.582

+ 14 1752 y.1_Nonsense_Mut NM_001163484 NP_001156956 Q8TEB1 DCA11_HUMAN WD 7. 0 TCAGTTGGCACC 0.562

- 2 216 NM_016049 NP_057133 Q9Y3B6 F158A_HUMAN 0 GGGCAGCATGCA 0.647

+ 7 1271 31_uc010alg.1_Mis NM_017999 NP_060469 Q96EP0 RNF31_HUMAN ubiquitin-binding. 2 CCCAAGGAACTGG 0.587

+ 16 1595 ms.2_Missense_Mu NM_005132 NP_005123 O95072 REC8_HUMAN Glu-rich. 0 GAGGAGGAAAGG 0.597

- 26 2869 _p.P777L|IPO4_uc NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 5. 1 ACCTCGGGGTCTG 0.647

- 21 2232 _p.E565K|IPO4_uc NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1 ATACTTCTTCAAA 0.577

- 11 1137 wmy.1_Missense_ NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1 CCACAACCTGAGA 0.587

- 2 209 M1_uc010tog.1_5'U NM_000359 NP_000350 P22735 TGM1_HUMAN ne anchorage region. 3 GCTCTGGCTCTGG 0.637

- 15 1944 se_Mutation_p.P50 NM_004581 NP_004572 Q92696 PGTA_HUMAN LRR 3. 0 GCCGGGGTAGGTT 0.617

- 2 296 tation_p.E58K|LTB NM_014430 NP_055245 Q9UHD4 CIDEB_HUMAN CIDE-N. 0 CAGCTCCTGGCG 0.592 rs138292688

+ 1 2660 _p.G317D|LTB4R2 NM_019839 NP_062813 Q9NPC1 LT4R2_HUMAN lasmic (Potential). 0 GAGGGGGCGGCC 0.682

+ 9 3932 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3 AGTCAGGGGGTG 0.622

- 4 526 e_Mutation_p.G14 NM_004131 NP_004122 P10144 GRAB_HUMAN Peptidase S1. 0 GTTTTCCCAGGGG 0.557

- 5 896 n_p.T169I|NOVA1_ NM_002515 NP_002506 P51513 NOVA1_HUMAN KH 2. 5 TTCACAGTAGCAC 0.433

+ 9 779 0amf.1_Splice_Site NM_016106 NP_057190 Q8WVM8 SCFD1_HUMAN 0 AATTCAGGTATTAC 0.294

+ 16 1423 mf.1_Missense_Mu NM_016106 NP_057190 Q8WVM8 SCFD1_HUMAN 0 CAGCAAGCACCTT 0.343

- 20 3174 ami.2_Missense_M NM_015473 NP_056288 Q86XA9 HTR5A_HUMAN 1 GCGCTGCTCCTAC 0.358

+ 3 673 ml.2_Missense_Mu NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 GCAAGGTCTGCA 0.512

+ 11 3342 NM_004274 NP_004265 Q13023 AKAP6_HUMAN Spectrin 2. 21 ATCCAGGACACAA 0.358

+ 13 6720 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 CCCAGCGAAGCTG 0.458



+ 3 299 e_Mutation_p.P49S NM_173159 NP_071406 Q8IXF0 NPAS3_HUMANx-loop-helix motif. 2 TTGTTGCCTCTTC 0.478

- 1 444 nse_Mutation_p.G NM_022073 NP_071356 Q9H6Z9 EGLN3_HUMAN 0 AGTCGCCCACCAC 0.677

- 3 746 _p.P60S|BAZ1A_u NM_013448 NP_038476 Q9NRL2 BAZ1A_HUMANAC1/POLE3 complex.|Requi 7 GTCCAGGTCTACC 0.373

+ 4 697 wsq.2_Missense_ NM_001079519 NP_001072987 Q8N128 F177A_HUMAN 0 GGCCTGGAGAAGA 0.378

- 6 773 _Mutation_p.G128 NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN 4 GAACACCTTCCCG 0.333

- 2 792 on_p.K181E|NKX2 NM_003317 NP_003308 P43699 NKX21_HUMAN 1 TGTTCTTGCTCAC 0.667

+ 3 1229 9_uc010amq.2_5'F NM_006194 NP_006185 P55771 PAX9_HUMAN ction with KDM5B. 3 CGGCCGCCAAGG 0.682

- 7 798 NM_030631 NP_085134 Q9BQT8 ODC_HUMAN Solcar 2. 1 AGTCCCCAGCCT 0.438

+ 24 2653 _p.P744S|CTAGE5 NM_005930 NP_005921 O15320 CTGE5_HUMAN Pro-rich. 0 CCCCCACCCCCAC 0.463

+ 9 3546 e_Mutation_p.G11 NM_015091 NP_055906 Q9Y4F4 F179B_HUMAN Ser-rich. 3 GTATTTGGAAGTT 0.224

+ 11 2029 anf.2_Missense_Mu NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7 ATCACACATGGTG 0.393

- 14 3602 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0 TTTATAGAACCTA 0.363

- 14 2613 wwi.3_Missense_Mu NM_001113498 NP_001106970 Q7Z553 MDGA2_HUMAN MAM. 6 AATCTGGGTCGTG 0.378

- 2 389 j.1_Intron|MGAT2_ NM_001001 NP_000992 Q969Q0 RL36L_HUMAN 0 TATCTCCTCCCAG 0.418

- 2 307 1wxp.1_Missense_ NM_024558 NP_078834 Q9H867 MT21D_HUMAN 0 CGGTGACTACAAC 0.468

- 23 4087 138_uc001wxn.1_5 NM_006939 NP_008870 Q07890 SOS2_HUMAN 2 TGGGGAGTTTCTG 0.378

- 18 3552 .2_Intron|NIN_uc0 NM_182946 NP_891991 Q8N4C6 NIN_HUMAN 6 TTTGTTCCGCAGT 0.448

- 16 2019 se_Mutation_p.V61 NM_182946 NP_891991 Q8N4C6 NIN_HUMAN 6 CAATGACCAGCTC 0.438

- 2 1660 _p.R299C|TRIM9_u NM_015163 NP_055978 Q9C026 TRIM9_HUMAN Potential. 3 TGTTGCGCAGCTG 0.552

+ 7 989 wzc.2_Missense_M NM_152330 NP_689543 Q96NE9 FRMD6_HUMAN FERM. 3 ACTACAGATTGTA 0.388

+ 1 493 NM_000956 NP_000947 P43116 PE2R2_HUMAN Name=2; (Potential). 2 TGCTCGGGACCTG 0.692

- 3 410 NM_198066 NP_932332 Q96EK6 GNA1_HUMAN cetyltransferase. 0 AAAAAACCTAGTT 0.338

- 7 1929 _Mutation_p.P567 NM_001160148 NP_001153620 Q8NEL9 DDHD1_HUMAN 2 CATCAGGCAACTC 0.368

- 3 665 ao.3_Missense_Mu NM_130851 NP_570912 P12644 BMP4_HUMAN 0 GGAAGAGCCGAA 0.542

+ 12 2145 _p.S627F|SAMD4A NM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0 GGACCTCCACCA 0.582

- 4 419 1_uc001xbn.1_Spl NM_007086 NP_009017 O75717 WDHD1_HUMAN 1 GCCTTACCTAGAT 0.383

- 3 181 HD1_uc001xbn.1_5 NM_007086 NP_009017 O75717 WDHD1_HUMAN WD 1. 1 CATCACCATCACT 0.274

- 7 1031 AA0831_uc001xbw NM_014924 NP_055739 Q6ZNE5 BAKOR_HUMAN 0 TACTTGCCTGTTG 0.368

+ 2 236 1_Intron|NAA30_u NM_001011713 NP_001011713 Q147X3 NAA30_HUMAN Pro-rich. 1 CGCTGTCCCTTCC 0.741

- 4 606 e_Mutation_p.Q66 NM_018168 NP_060638 Q9NVL8 CN105_HUMAN 0 GCACTTGCATCTT 0.363

- 1 330 1_5'UTR|C14orf10 NM_018168 NP_060638 Q9NVL8 CN105_HUMAN 0 GTAAAGGTGGCAG 0.408

+ 15 1593 xdq.2_Missense_M NM_002892 NP_002883 P29374 ARI4A_HUMAN 6 AGTGAACCTGAGG 0.333

+ 3 745 1xeq.2_Missense_ NM_022495 NP_071940 Q63HM2 CN135_HUMAN ical; (Potential). 2 TTCATTCCAAGCA 0.333

- 8 706 rf39_uc010apo.2_ NM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4 TTGCTGGCATGTT 0.244

- 2 963 NM_005982 NP_005973 Q15475 SIX1_HUMAN 0 CGTGGCCCATATT 0.587

+ 6 725 AT1_uc001xfe.2_In NM_002431 NP_002422 P51948 MAT1_HUMAN 2 ATAGATCTACCCA 0.368

- 4 1497 NM_020810 NP_065861 Q32P41 TRMT5_HUMAN 3 GAGGCAGGAATC 0.453

- 2 317 2_5'Flank|SLC38A NM_020810 NP_065861 Q32P41 TRMT5_HUMAN 3 CAGAAGGTGGTGA 0.373

+ 13 1120 38A6_uc001xfj.1_ NM_153811 NP_722518 Q8IZM9 S38A6_HUMAN ical; (Potential). 3 AAGTTATGCATACT 0.348

+ 7 1194 tsa.1_Missense_M NM_006255 NP_006246 P24723 KPCL_HUMAN 6 TGTGGGGTAAATG 0.468

- 1 10 B5_uc001xgc.2_5 NM_145171 NP_660154 Q86YW7 GPHB5_HUMAN 1 GGAATGCCAGCTT 0.567

+ 48 8269 gl.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 GATTTTCTGTTTT 0.428

+ 61 12306 apy.2_Missense_M NM_015180 NP_055995 Q8WXH0 SYNE2_HUMANCytoplasmic (Potential). 14 ATGTCACCAGACC 0.338

+ 102 18637 .R1098H|SYNE2_u NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN Cytoplasmic (Potential). 14 CGTGGCGCCTGTG 0.527

+ 12 1567 _p.V430M|MTHFD1 NM_005956 NP_005947 P11586 C1TC_HUMAN ahydrofolate synthetase. 2 GGGCTAGTGCAAG 0.463

+ 2 1529 hk.3_Missense_Mu NM_021979 NP_068814 P54652 HSP72_HUMAN 1 ATTGACGCCAATG 0.547

+ 3 231 NM_172365 NP_758953 Q96LQ0 CN050_HUMAN 1 TTCTCAGGTTTGC 0.383



+ 11 997 xhm.1_Missense_M NM_172365 NP_758953 Q96LQ0 CN050_HUMAN 1 ATGATGGCAAAAC 0.363

+ 16 2308 _p.S801N|PLEKHG NM_015549 NP_056364 A1L390 PKHG3_HUMAN 1 AGGACAGCCCTTC 0.627

- 29 6265 p.P2071S|SPTB_u NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 17. 11 TGGTGGGCTTCTC 0.592

- 10 1259 s.2_Missense_Mu NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 2. 11 TACTCAGCTTCCT 0.577

+ 18 2928 _p.P649S|GPHN_u NM_001024218 NP_001019389 Q9NQX3 GEPH_HUMAN denylyltransferase. 2 ATGAAACCAGGGT 0.338

+ 22 3315 _p.V778I|GPHN_u NM_001024218 NP_001019389 Q9NQX3 GEPH_HUMAN denylyltransferase. 2 GTCATGGTCATTG 0.488

+ 8 1016 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1 ACCCAGGCGTCG 0.632

- 32 5970 YVE26_uc001xkc.3 NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 TCCCGGTGCAGA 0.627

- 16 2943 FYVE26_uc001xkc NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 CCAGAGGTGTTGA 0.512

- 6 1094 ense_Mutation_p.A NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 CCAAGCCTCGGC 0.488

+ 5 479 _p.V20M|RAD51L1 NM_133509 NP_598193 O15315 RA51B_HUMAN 0 GCTGTGGTGTAC 0.358

- 2 954 1xki.1_Missense_M NM_004926 NP_004917 Q07352 TISB_HUMAN 1 AAGGTGGTCGGG 0.637

+ 2 410 _p.R106Q|GALNTL NM_020692 NP_065743 Q8N428 GLTL1_HUMANmenal (Potential). 2 CCATCCGGGACAC 0.547

+ 1 497 NM_003813 NP_003804 Q9UKJ8 ADA21_HUMAN 2 ATGAGACACAATT 0.418

- 3 968 mk.2_Missense_M NM_033141 NP_149132 P80192 M3K9_HUMANProtein kinase. 5 ATGGAGGCCCGG 0.552

+ 6 1320 _p.A292T|PCNX_u NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 GCTGTGGCTTTTC 0.458

+ 14 3730 se_Mutation_p.T98 NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 CTGCAACCAAGTT 0.373

+ 34 6748 rf.1_Missense_Mut NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 TCCTAGGCACTAG 0.507

+ 14 4121 xmv.2_Missense_ NM_015556 NP_056371 O43166 SI1L1_HUMAN 4 CCAGTGGGAGAT 0.453

+ 15 4355 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 CCCCAGCCACGG 0.587

+ 15 4378 xmv.2_Missense_M NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 CGCTGGGGGCT 0.572

+ 8 1024 my.3_Nonsense_M NM_004296 NP_004287 P49758 RGS6_HUMAN 3 GAAGTGGGAATT 0.403

- 12 2960 _p.P359S|ZFYVE1 NM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN FYVE-type 2. 1 CACCGGGCTTTT 0.572

- 11 2735 _p.P284S|ZFYVE1 NM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1 CTAGTGGTATGTC 0.587

+ 14 1752 p.G515E|RBM25_u NM_021239 NP_067062 P49756 RBM25_HUMANpeckle localization.|Glu-rich 4 ACAGAGGAAGTGC 0.408

+ 2 794 ACOT1_uc010tuc.1 NM_001037161 NP_001032238 Q86TX2 ACOT1_HUMAN 0 CCAAGACCATGGA 0.498

- 4 2621 on_p.T613I|C14orf4 NM_194278 NP_919254 Q6PJG2 CN043_HUMAN 5 GCCTTGGTGGGG 0.627

- 7 1715 NM_152445 NP_689658 1 TTTCCTCCAGTTC 0.348

+ 4 761 NM_182894 NP_878314 P58304 VSX2_HUMAN CVC. 1 CGGGGCCATGGT 0.637

+ 1 424 NM_019589 NP_062535 P49750 YLPM1_HUMAN Pro-rich. 3 AGACTGGCAGCC 0.682

+ 14 5936 PM1_uc001xqm.1_ NM_019589 NP_062535 P49750 YLPM1_HUMAN 3 GACAGAGTTAGGC 0.398

- 1 971 OX2_uc001xqq.1_In NM_001080408 NP_001073877 Q3B8N5 PROX2_HUMAN 0 GACAGGGTTTGG 0.507

+ 9 735 _uc010tuw.1_Splic NM_001933 NP_001924 P36957 ODO2_HUMAN 1 CATCGGGTAAGCC 0.517

+ 3 426 NM_014239 NP_055054 P49770 EI2BB_HUMAN 1 TGACATCCGGAGG 0.527

- 19 2514 _p.G6E|NEK9_uc0 NM_033116 NP_149107 Q8TD19 NEK9_HUMAN ch.|Interaction with NEK6. 5 TCCATTCCTCGGT 0.562

+ 3 615 NM_006399 NP_006390 Q16520 BATF_HUMAN 1 TTCCAGCCCTGAG 0.697

+ 10 1935 tvd.1_Missense_M NM_017791 NP_060261 Q9UPI3 FLVC2_HUMAN 0 CCACTGCTGTGTC 0.527

+ 6 1075 8_uc001xsj.1_3'UT NM_017926 NP_060396 Q9NWQ4 CN118_HUMAN 3 AGGAGACCAGCAT 0.413

+ 4 892 xtc.1_Missense_M NM_033426 NP_219494 Q9C0C6 K1737_HUMAN 0 CAGGTGGAAGTC 0.627

- 8 1336 NM_004863 NP_004854 O15270 SPTC2_HUMAN 2 CCAGAAGCACCAA 0.517

+ 2 181 1_5'Flank|ALKBH1_ NM_031210 NP_112487 Q9GZT3 SLIRP_HUMAN RRM. 0 CATTTTACCTTTTG 0.224

- 11 1072 su.2_Missense_Mu NM_012245 NP_036377 Q13573 SNW1_HUMAN 1 CACGTGCCTCCCC 0.408

+ 9 2116 RXN3_uc010asv.1_ NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANPotential).|Laminin G-like 5. 10 GTGATGGCAATGA 0.463

- 3 600 vk.1_Nonsense_M NM_033104 NP_149095 Q8WXE9 STON2_HUMAN 5 GCATGTCCAGCAG 0.468

- 15 2119 ALC_uc010tvy.1_M NM_000153 NP_000144 P54803 GALC_HUMAN 0 CACCTCCTGTGTC 0.373

- 3 727 7_splice|GALC_uc NM_000153 NP_000144 P54803 GALC_HUMAN 0 CTCCTACCTGTTG 0.368

- 13 1521 wc.1_Missense_M NM_007039 NP_008970 Q16825 PTN21_HUMAN 4 CTGTGTGCACTG 0.542



+ 9 1313 P1_uc001xya.2_No NM_018319 NP_060789 Q9NUW8 TYDP1_HUMAN 2 GGAGTGGATAGAT 0.428

- 4 512 .1_5'UTR|C14orf10 NM_017970 NP_060440 Q9H7Z3 CN102_HUMAN Potential. 3 AGGTTTCTCCCGT 0.478

- 4 509 .1_5'UTR|C14orf10 NM_017970 NP_060440 Q9H7Z3 CN102_HUMAN Potential. 3 TTTCTCCCGTCAC 0.483

- 15 1479 PERB_uc010aub.1_ NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 CATCATGAAAGTT 0.353

- 9 1225 2N_uc010auc.2_Int NM_001128595 NP_001122067 Q8N9U0 TAC2N_HUMAN 1 TTTGAAGGTGGTG 0.373

- 9 1357 _p.R300K|FBLN5_u NM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN alcium-binding (Potential). 6 TGGTTCCTGTGCT 0.552

- 7 1812 auf.1_Missense_Mu NM_004239 NP_004230 Q15643 TRIPB_HUMAN Potential. 13 TCTTTTCCACATT 0.313

- 11 1063 _p.D277N|ATXN3_u NM_004993 NP_004984 P54252 ATX3_HUMAN UIM 3. 0 TAGCATCACCTGT 0.343

+ 14 1421 _p.G447E|SLC24A4 NM_153646 NP_705932 Q8NFF2 NCKX4_HUMAN ical; (Potential). 3 CACTTGGGATCCC 0.468

+ 8 2619 q.2_Missense_Mut NM_024832 NP_079108 Q8TB24 RIN3_HUMAN VPS9. 3 GGGGAGGGTGAG 0.547

+ 9 1347 _p.E295K|UBR7_uc NM_175748 NP_786924 Q8N806 UBR7_HUMAN 0 CAAGTGGAACTC 0.393

+ 23 3196 ybs.1_Missense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 GAGCTCGCTTTGC 0.522

+ 36 5935 ybs.1_Missense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 CAGATGGGACTTT 0.483

- 2 668 n_p.P108L|ASB2_u NM_016150 NP_057234 Q96Q27 ASB2_HUMAN ANK 1. 2 TCAAGGGGTCCG 0.597

- 3 1199 _p.G324E|DDX24_ NM_020414 NP_065147 Q9GZR7 DDX24_HUMANcase ATP-binding. 4 AGATTTCCAGTCT 0.493

+ 23 2571 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4 TCTCAGGGTTAGG 0.308

- 5 1185 PINA6_uc010auv.2_ NM_001756 NP_001747 P08185 CBG_HUMAN 5 AGCCAGCTGTGT 0.522

- 2 270 PINA6_uc010auv.2_ NM_001756 NP_001747 P08185 CBG_HUMAN 5 TCAAGGCCACTAG 0.537

- 2 94 NM_001080451 NP_001073920 Q86U17 SPA11_HUMAN 1 GGATCCCTGTTCC 0.522

- 22 3868 _p.P1219L|DICER1 NM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5 GGCTGGGGCTGG 0.423

- 22 3523 p.S1104F|DICER1_ NM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5 GCTGAAGAGGAG 0.363

- 2 348 yfb.3_Missense_M NM_001098725 NP_001092195 P56279 TCL1A_HUMAN 1 ATGATAGGCAGCA 0.552

- 23 4007 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3 CTCTTACCTGCTC 0.274

+ 3 225 1yfl.2_Missense_M NM_016472 NP_057556 Q9P0R6 GSKIP_HUMAN 0 TTGAAGGAACTGA 0.413

+ 12 1326 NM_152327 NP_689540 Q96M32 KAD7_HUMAN nase.|Potential.|Poly-Glu. 1 cgaagaggaagagga 0.403

+ 6 677 OLA_uc001yfr.2_M NM_032632 NP_116021 P51003 PAPOA_HUMAN 0 TACCAGTTATTAA 0.343

- 7 847 n_p.T226I|SETD3_ NM_032233 NP_115609 Q86TU7 SETD3_HUMAN SET. 0 GGATGGGTCTGG 0.423

+ 6 768 yhd.2_Nonsense_M NM_207117 NP_997000 Q6Q0C1 S2547_HUMAN e=5; (Potential).|Solcar 3. 0 GGCCTGGGCTGT 0.682

+ 23 5013 NM_001376 NP_001367 Q14204 DYHC1_HUMANm (By similarity). 10 TTGGGAGAATATC 0.458

+ 35 7344 C1H1_uc001ykt.1_5 NM_001376 NP_001367 Q14204 DYHC1_HUMANA 2 (By similarity). 10 GATGAGGCACAGC 0.612

- 11 2375 1ykv.3_Missense_M NM_005348 NP_005339 P07900 HS90A_HUMAN |Required for homodimeriza 7 CTTCTTCCATGCG 0.403

+ 9 2268 e_Mutation_p.G70 NM_014844 NP_055659 O15040 TCPR2_HUMAN 3 ACACAGGTCAGAA 0.567

+ 12 1794 ymd.1_Missense_M NM_145725 NP_663777 Q13114 TRAF3_HUMAN MATH. 3 CGTGGAGAATATG 0.517

- 36 5213 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN 11 GGTCTGGATCAGA 0.532

- 2 505 uc001ynj.1_Missen NM_004873 NP_004864 Q9UL15 BAG5_HUMAN 2 AATCCGGTGTGG 0.453

+ 2 240 14orf153_uc010tyc NM_005552 NP_005543 Q07866 KLC1_HUMAN 0 TTCGACCTGTTCA 0.368

+ 5 558 e_Mutation_p.G175 NM_024071 NP_076976 Q9BQ24 ZFY21_HUMAN 0 CTCCTGGAGGTAA 0.502

- 7 16304 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GGGAAGGAGAAC 0.468

- 7 10274 px.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GGCCAGCTCCCT 0.627

- 7 7434 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GGGGGCCATCACG 0.627

- 7 7372 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GGGGGCCCTTGA 0.632

- 7 7144 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 ACACATCCGCTGA 0.587

- 7 4588 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 TGCTGTCTTTGGT 0.602

- 2 179 yqb.2_Missense_M NM_145701 NP_663747 Q9BXL8 CDCA4_HUMAN 1 TATGAGGACACTG 0.572

- 4 340 DT14_uc001yqi.2_R NM_177533 NP_803877 O95848 NUD14_HUMANudix hydrolase. 1 GGACCCTGGGAA 0.667

+ 10 1190 qv.2_Missense_Mu NM_015197 NP_056012 Q86VP3 PACS2_HUMAN 1 AGCATCCACAGCG 0.632

+ 1 40 C727924_uc001yub NM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANcellular (Potential). 1 TTTGTTCTCACTG 0.333



+ 9 962 e_Mutation_p.L278 NM_052903 NP_443135 Q96RT8 GCP5_HUMAN 1 AGGTTACTTTCAG 0.274

+ 9 1108 _uc001ywv.1_Miss NM_022807 NP_073718 P63162 RSMN_HUMAN 1 GCTGCGTGGGG 0.448

+ 11 1320 N_uc001ywv.1_Miss NM_022807 NP_073718 P63162 RSMN_HUMAN 1 ATGACTCCACAGG 0.512

- 3 804 NM_024490 NP_077816 O60312 AT10A_HUMAN lasmic (Potential). 5 TTCTCGCATTCGA 0.498

- 16 1772 yv.2_Nonsense_Mu NM_000275 NP_000266 Q04671 P_HUMAN lasmic (Potential). 5 CAGGCGCCAGAC 0.627

- 61 9444 NM_004667 NP_004658 O95714 HERC2_HUMAN RCC1 8. 13 GTGAGGGCTGCG 0.552

- 32 5054 NM_004667 NP_004658 O95714 HERC2_HUMAN 13 CCACATCCACTGG 0.393

+ 3 478 _p.P91S|APBA2_u NM_005503 NP_005494 Q99767 APBA2_HUMAN 0 GGCCTCCCTGAG 0.607

+ 3 682 p.D159N|APBA2_u NM_005503 NP_005494 Q99767 APBA2_HUMAN 0 AGCCAGGACTACC 0.647

- 19 2897 q.2_Missense_Mut NM_003257 NP_003248 Q07157 ZO1_HUMAN 6 TTGTAGCACCATC 0.398

- 16 1867 TMR10_uc001zfg.1 NM_017762 NP_060232 Q9NXD2 MTMRA_HUMAN ularin phosphatase. 1 TTTAAGGCAGACG 0.403

+ 1 805 n_p.G28E|ARHGAP NM_014783 NP_055598 Q6P4F7 RHGBA_HUMAN 6 TCCGTGGGCAGT 0.507

+ 10 957 ar.2_Missense_Mu NM_001036 NP_001027 Q15413 RYR3_HUMAN c (By similarity).|MIR 4. 10 ACCTGGCCTTGAC 0.522

+ 11 1100 ar.2_Missense_Mu NM_001036 NP_001027 Q15413 RYR3_HUMAN c (By similarity).|MIR 5. 10 GGAGTTCCAGAAA 0.448

+ 20 2589 ar.2_Missense_Mu NM_001036 NP_001027 Q15413 RYR3_HUMAN ats.|1.|Cytoplasmic (By sim 10 TGGGTACCACCCA 0.478

+ 20 2600 ar.2_Missense_Mu NM_001036 NP_001027 Q15413 RYR3_HUMAN ats.|1.|Cytoplasmic (By sim 10 CAGTTCCTCTCCC 0.453

+ 90 13049 r.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN 10 GTCTAGGCAGCAG 0.393

+ 3 388 zhs.2_Missense_M NM_016454 NP_057538 Q5J8M3 TMM85_HUMAN 0 GATGGCCTGGCG 0.418

- 17 2355 nse_Mutation_p.R7 NM_133647 NP_598408 Q9UHW9 S12A6_HUMAN 7 GCCCACGGATAC 0.393

+ 3 891 _p.R274C|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 GTGCTTCGTTCCC 0.557

+ 3 915 _p.T282A|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 AAGCCCACTATGA 0.547

+ 7 1689 _p.P540S|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 CCCTCACCTGGG 0.587

+ 7 2782 _p.S904F|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 CCTCCTCCTTGCC 0.488

+ 3 339 zkc.2_Missense_M NM_001042429 NP_001035894 Q52LJ0 FA98B_HUMAN 1 TCAGGAGATATTA 0.308

+ 11 1767 _p.A573T|EIF2AK4 NM_001013703 NP_001013725 Q9P2K8 E2AK4_HUMAN 4 CCCAGTGCTGCC 0.418

+ 14 1846 ucl.1_Missense_Mu NM_001211 NP_001202 O60566 BUB1B_HUMAN 4 GTCCTCCTGCAGA 0.378

+ 15 2073 ucl.1_Missense_Mu NM_001211 NP_001202 O60566 BUB1B_HUMAN 4 TCCACTCCTTTTC 0.453

+ 20 2776 NM_001211 NP_001202 O60566 BUB1B_HUMANProtein kinase. 4 TATATTACCCATGA 0.368

+ 5 940 _p.R167Q|PAK6_u NM_001128628 NP_001122100 Q9NQU5 PAK6_HUMAN Linker. 8 GCCCACGGGTCC 0.687

+ 8 1377 NM_033510 NP_277045 A7MBM2 DISP2_HUMAN 2 TACCAGGTGCCTT 0.597

+ 8 4282 NM_033510 NP_277045 A7MBM2 DISP2_HUMAN 2 CGTCAGGCTATAG 0.652

+ 1 1089 NM_130468 NP_569735 Q8NCH0 CHSTE_HUMANmenal (Potential). 0 TTTGTGGGCTCCT 0.597

+ 11 4587 me.2_Missense_Mu NM_170589 NP_733468 Q8NG31 CASC5_HUMAN 5 GACCAACCTCCAT 0.328

- 10 1551 _p.E252K|EXD1_uc NM_152596 NP_689809 Q8NHP7 EXD1_HUMAN 1 TGTTTTCCACCAT 0.388

- 7 733 cv.1_Missense_Mu NM_152596 NP_689809 Q8NHP7 EXD1_HUMAN 1 ACCTGTGTGTCAA 0.398

+ 8 1199 NM_015138 NP_055953 Q92541 RTF1_HUMAN Plus3. 2 ACAACAGCAAACC 0.448

- 20 2942 P1_uc001zoc.2_5' NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN Leu-rich. 1 GTGTGAGGTGTGG 0.587

- 8 1068 NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN 1 CAGAGCTGGGGA 0.582

+ 9 1446 NM_006293 NP_006284 Q06418 TYRO3_HUMAN III 2.|Extracellular (Potentia 6 AGTCAGCCACTGG 0.577

+ 8 2783 _p.A898T|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN 12 CGAAAGGCAAAGT 0.393

+ 8 990 e_Mutation_p.T235 NM_001128608 NP_001122080 O60336 MABP1_HUMAN 10 TATTCACTGATGT 0.572

+ 12 1003 on_p.A532V|JMJD NM_001114633 NP_001108105 P0C869 PA24B_HUMAN PLA2c. 1 TTATGGCCACTGG 0.587

- 25 5030 NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 12. 2 TCCTGGCACTGCT 0.637

- 17 2069 _p.A162V|PLA2G4 NM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN PLA2c. 0 AGGTCGGCTTTTC 0.607

- 12 1223 1zpf.3_Missense_M NM_015497 NP_056312 Q8NBN3 TM87A_HUMAN 1 GTCTGGGCCTGCA 0.448

- 4 451 0bcu.1_Missense_ NM_015497 NP_056312 Q8NBN3 TM87A_HUMAN 1 CTTCTGCCTGGAA 0.358

- 9 4861 zpv.2_Missense_M NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 CCTGAAGAATTCT 0.338



- 2 2526 |ZFP106_uc010ud NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 TTAGATCCCTCTG 0.512

- 2 671 CDAN1_uc010bcx. NM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2 CGGGGGGAACC 0.652

- 12 1384 dk.1_Missense_Mu NM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1 TAATGACAGAGAT 0.353

- 8 955 dk.1_Missense_Mu NM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1 GAAGTGGATGTTG 0.328

- 4 529 dk.1_Missense_Mu NM_174916 NP_777576 Q8IWV7 UBR1_HUMAN UBR-type. 1 ATGCCTCTGTGTC 0.363

- 13 2874 _p.P914L|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 TCTTTAGGCAAAG 0.323 rs2256238

- 28 5204 _p.T936I|STRC_uc NM_153700 NP_714544 Q7RTU9 STRC_HUMAN 0 GCACTGGTGAGA 0.567

+ 1 212 on|CATSPER2P1_u NM_005313 NP_005304 P30101 PDIA3_HUMAN 2 CGCCTCGCCGCT 0.706

+ 7 918 _p.G237D|PDIA3_u NM_005313 NP_005304 P30101 PDIA3_HUMAN 2 TACAGGGCAAGGA 0.358

- 4 607 ztc.1_RNA|SERINC NM_001033517 NP_001028689 A6NH21 SERC4_HUMAN ical; (Potential). 0 CAGAAGCTTGTAG 0.493

+ 1 349 C4_uc001ztd.1_5'F NM_016400 NP_057484 Q9NX55 HYPK_HUMAN 0 AGAGTTCCAATCT 0.632

- 9 1364 NM_005926 NP_005917 P55081 MFAP1_HUMAN 1 CCACAAGGTGAG 0.408

- 32 6122 0uei.1_Nonsense_ NM_025137 NP_079413 Q96JI7 SPTCS_HUMANcellular (Potential). 5 TGCATCGGTCAGG 0.547 rs147713329

- 3 629 ei.1_Missense_Mu NM_025137 NP_079413 Q96JI7 SPTCS_HUMANcellular (Potential). 5 TGTCCACTGCCTG 0.403

- 5 580 26V|DUOXA2_uc0 NM_014080 NP_054799 Q9NRD8 DUOX2_HUMAN -like; mediates peroxidase a 5 AACTCGGCGGGG 0.662

+ 29 3953 p.A1203T|DUOX1_ NM_017434 NP_059130 Q9NRD9 DUOX1_HUMAN TXNDC11 (By similarity).|F 8 ATCCTGGCCATCA 0.562

- 8 1029 _p.P302L|MYEF2_ NM_016132 NP_057216 Q9P2K5 MYEF2_HUMAN RRM 2. 3 TGCATAGGTCTAT 0.338

+ 12 1750 _p.L512F|SLC12A NM_000338 NP_000329 Q13621 S12A1_HUMAN lasmic (Potential). 2 GCCTCCCTTGTCA 0.498

- 61 7869 N1_uc010beo.1_R NM_000138 NP_000129 P35555 FBN1_HUMAN e 43; calcium-binding. 3 GTAAATCCGGGAG 0.423

- 11 1536 NM_000138 NP_000129 P35555 FBN1_HUMAN Pro-rich. 3 GGTGGGGGAGGA 0.498

- 26 4856 wz.2_Missense_Mu NM_014985 NP_055800 O94986 CE152_HUMAN 2 TATCAGCCTTATG 0.408

- 18 2321 _p.E763K|CEP152_ NM_014985 NP_055800 O94986 CE152_HUMAN Potential. 2 GTTTTTCTTTGAT 0.353

- 11 1972 _p.P272S|SHC4_uc NM_203349 NP_976224 Q6S5L8 SHC4_HUMAN CH1. 5 TGTGTGGCAAAGA 0.527

- 14 2070 _p.P601S|SECISBP NM_014701 NP_055516 Q93073 SBP2L_HUMAN 2 ACACAGGTGTCAT 0.433

- 5 640 NM_032802 NP_116191 Q8TCT8 PSL2_HUMAN lasmic (Potential). 0 TGTTATCTCCTAG 0.363

+ 7 808 p.P260S|AP4E1_u NM_007347 NP_031373 Q9UPM8 AP4E1_HUMAN 0 AAGCTCCCAGTAG 0.398

+ 14 1735 NM_007347 NP_031373 Q9UPM8 AP4E1_HUMAN 0 TCTTCTAATACAG 0.358

- 11 1645 zza.3_Missense_M NM_031226 NP_112503 P11511 CP19A_HUMAN 3 CACTGTCCTTGCA 0.473

- 10 1362 _p.D371N|CYP19A NM_031226 NP_112503 P11511 CP19A_HUMAN 3 CCAAGTCCACGAC 0.408

+ 9 1295 bb.2_Missense_Mu NM_181789 NP_861454 Q6ZMI3 GLDN_HUMANPotential).|Olfactomedin-like 2 CACGTTGTTTACA 0.493

+ 8 955 _p.A209V|TMOD2_ NM_014548 NP_055363 Q9NZR1 TMOD2_HUMAN 2 ATAAGGCTTTTGC 0.348

+ 10 1255 _p.R309K|TMOD2_ NM_014548 NP_055363 Q9NZR1 TMOD2_HUMAN 2 AGAAGAGAGTTGA 0.368

- 33 4179 O5C_uc010uga.1_R NM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Potential. 14 TCTTACCTTTTCC 0.343

- 25 3283 a.1_RNA|MYO5C_ NM_018728 NP_061198 Q9NQX4 MYO5C_HUMAN Potential. 14 TGCTCCCCCTCCA 0.517

- 1 1033 NM_004498 NP_004489 Q9UBC0 HNF6_HUMAN CUT. 0 TCGGTGGTGATAC 0.617

+ 6 3397 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN ol-ester/DAG-type. 7 TGTGGAGTGAAAT 0.507

- 3 1063 adf.1_Missense_Mu NM_015617 NP_056432 Q9Y3Y4 PYGO1_HUMAN 2 TCAGAAGACGAAT 0.473

- 14 1659 R481K|ZNF280D_ NM_017661 NP_060131 Q6N043 Z280D_HUMAN 3 TGCAGCCTGCATT 0.348

- 4 540 n_p.T140I|ALDH1A NM_003888 NP_003879 O94788 AL1A2_HUMAN 1 GGAATGGTCATCC 0.448

+ 4 417 bge.2_Missense_M NM_004701 NP_004692 O95067 CCNB2_HUMAN 0 TGTAGGGTCCTTC 0.428

- 2 215 ARG2_uc010bgk.2 NM_024611 NP_078887 Q659A1 NARG2_HUMAN 2 GCTTCACTCTAGC 0.473

- 41 4611 ahb.1_Splice_Site_ NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 GTCTGCCTACAAA 0.313

- 35 3975 hb.1_Missense_M NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 TATAAAGTGTAAG 0.313

- 29 3054 ahb.1_Missense_M NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 TATACTCCACTTT 0.328

+ 8 910 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN FERM. 11 GTCAAACTCGCAC 0.512

+ 55 7500 93_splice|TLN2_uc NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11 GCTCAGGTTTGTA 0.343

- 77 14505 C1_uc002amo.2_5 NM_003922 NP_003913 Q15751 HERC1_HUMAN HECT. 19 CAGCAGTGTTGG 0.438



- 29 5628 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 ACTTACCCAGTAG 0.453

- 10 2321 RC1_uc010uil.1_In NM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 7. 19 TTCCAGCCGAAAT 0.413

- 10 890 2_uc010uim.1_Spli NM_014326 NP_055141 Q9UIK4 DAPK2_HUMAN 2 CACCGGCTGAGAG 0.617

- 8 728 PK2_uc010uim.1_R NM_014326 NP_055141 Q9UIK4 DAPK2_HUMANProtein kinase. 2 TTTCCTGCTTCGT 0.478

+ 2 883 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 GATGTGGCTCTGG 0.517

+ 8 4169 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 GGCTTTCTTCTAC 0.403

- 8 1399 plice_Site_p.G136_ NM_025049 NP_079325 Q9H611 PIF1_HUMAN 0 TGCTCACCTGGCA 0.637

- 6 558 bhb.2_Missense_MNM_001127889 NP_001121361 Q9NZD8 SPG21_HUMAN 0 GCAGGCATCAGC 0.318

+ 4 465 2aoh.2_Missense_ NM_178859 NP_849190 Q86UW2 OSTB_HUMAN lasmic (Potential). 0 CATTTGGATGAGG 0.478

- 11 1465 PX_uc010uiu.1_R NM_006660 NP_006651 O76031 CLPX_HUMAN 0 TCGATTCCCCACT 0.453

- 9 1822 aot.1_Missense_M NM_020962 NP_066013 Q8TDY8 IGDC4_HUMAN III 2.|Extracellular (Potentia 3 GGTTGGGGCTGG 0.468

- 2 433 NM_020962 NP_066013 Q8TDY8 IGDC4_HUMAN 1.|Extracellular (Potential). 3 CCCCATCCTTGCT 0.632

- 2 352 p.V6I|C15orf44_uc0 NM_030800 NP_110427 Q96SY0 CO044_HUMAN VWFA. 1 CCATTACCACCAC 0.453

- 20 3157 _p.Q970*|DENND4 NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN localization signal (Potentia 4 CTTCTTGAATGTC 0.303

- 16 2132 p.A589V|MEGF11_ NM_032445 NP_115821 A6BM72 MEG11_HUMAN EGF-like 11. 1 AGCTGGGCACAG 0.607

+ 2 654 0ujp.1_Missense_M NM_002755 NP_002746 Q02750 MP2K1_HUMAN 0 AGAAGGTGGGAG 0.557

+ 1 401 NM_005902 NP_005893 P84022 SMAD3_HUMAN MH1. 5 AAGGCGGTCAAG 0.597

+ 7 685 lice_Site_p.A40_sp NM_001031715 NP_001026885 Q86VS3 IQCH_HUMAN 4 TCCACAGCCACTT 0.428

+ 9 1168 S1_uc002ara.2_5'F NM_016166 NP_057250 O75925 PIAS1_HUMAN P-RING-type. 2 TGTTTTGACGCAA 0.378

+ 2 2152 arh.2_Missense_M NM_015322 NP_056137 Q9UK73 FEM1B_HUMAN ANK 7. 0 AATGCACTTGTCA 0.483

+ 7 805 _p.S254F|CORO2 NM_006091 NP_006082 Q9UQ03 COR2B_HUMAN WD 4. 6 ACCTCTCCATGCC 0.557

+ 7 822 _p.E260K|CORO2 NM_006091 NP_006082 Q9UQ03 COR2B_HUMAN WD 5. 6 ATCGAAGAGGAAA 0.592

- 10 1877 LE3_uc010bil.1_Mi NM_005078 NP_005069 Q04726 TLE3_HUMAN CCN domain. 2 TCATTGGAAACAT 0.527

+ 4 644 D4_uc002atd.1_5' NM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 1. 2 CAGAGGCTCCGG 0.582

+ 11 2046 te.2_Missense_Mu NM_024817 NP_079093 Q6ZMP0 THSD4_HUMAN 2 CTGAGAGTTACTG 0.542

+ 14 2577 _p.G473D|THSD4_ NM_024817 NP_079093 Q6ZMP0 THSD4_HUMANTSP type-1 4. 2 GGAGGGCTGTG 0.662

- 33 6483 atk.2_Missense_Mu NM_006901 NP_008832 B2RTY4 MYO9A_HUMAN bol-ester/DAG-type 1. 3 GGGTGGCTTTAAA 0.378

- 25 4882 p.G1451E|MYO9A NM_006901 NP_008832 B2RTY4 MYO9A_HUMAN Tail. 3 TCTTTTCCTGAGC 0.383 rs112823141

- 23 3559 _Nonsense_Mutati NM_006901 NP_008832 B2RTY4 MYO9A_HUMANk or regulatory domain. 3 CTGAACCATCGCT 0.453

- 17 2902 _p.R430K|MYO9A_ NM_006901 NP_008832 B2RTY4 MYO9A_HUMAN 3 GATAGTCTGCTCT 0.398

- 2 1293 nse_Mutation_p.G2 NM_006901 NP_008832 B2RTY4 MYO9A_HUMANosin head-like 1. 3 CAGCTCCAAGAA 0.343

- 2 273 M2_uc002aty.1_M NM_182471 NP_872271 P14618 KPYM_HUMAN 1 ATGAAGGCAGTCC 0.542

- 9 1172 PARP6_uc002aud.3 NM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0 GCTGAGGGCACA 0.607

- 3 567 se_Mutation_p.G15 NM_031284 NP_112574 Q9BRR6 ADPGK_HUMAN ADPK. 0 GCATTTCCTCCTA 0.303

+ 27 4214 _p.P1305S|NEO1_ NM_002499 NP_002490 Q92859 NEO1_HUMAN lasmic (Potential). 1 TCCCACCCATTGA 0.582

+ 8 1747 276_uc002avw.1_MNM_001024736 NP_001019907 Q5ZPR3 CD276_HUMAN lasmic (Potential). 1 GCTGAGGACCAG 0.527

+ 9 2154 _p.P624S|PML_uc NM_033238 NP_150241 P29590 PML_HUMAN 5 CGCCGCCCTATCT 0.602

- 11 1071 RA6_uc002axl.2_M NM_022369 NP_071764 Q9BX79 STRA6_HUMAN lasmic (Potential). 1 AAAGCACCAGCTT 0.602

- 14 1921 _p.W462*|SEMA7A NM_003612 NP_003603 O75326 SEM7A_HUMANg-like C2-type. 2 CAGCTGCCAGTG 0.662

+ 2 404 n_p.P68L|ARID3B_ NM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0 TAGGTCCCTTAGC 0.562 rs139778598

- 2 330 K3_uc002ayv.2_Mi NM_001099436 NP_001092906 Q6PHR2 ULK3_HUMAN Protein kinase. 2 AGCTGCACAATGT 0.552

+ 2 828 ae.2_Missense_Mu NM_024608 NP_078884 Q96FI4 NEIL1_HUMAN 1 CCTGGCCCCCGG 0.687

- 22 2586 bah.2_Missense_M NM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0 ACAGATCCATCCA 0.607

- 10 6202 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANontaining.|Neurite growth inh 3 CTACGGCTGATGC 0.612

- 9 5217 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMAN ing.|CSPG 12.|Neurite grow 3 GTTCTTCCAGAGG 0.642

+ 8 808 34_splice|C15orf27 NM_152335 NP_689548 Q2M3C6 CO027_HUMAN 0 CTTCCAGCCTACG 0.582

- 8 764 _p.G179E|ETFA_uc NM_000126 NP_000117 P13804 ETFA_HUMAN 0 TTCTCTCCACTCT 0.313



+ 5 826 _p.G274D|RCN2_u NM_002902 NP_002893 Q14257 RCN2_HUMAN ential).|EF-hand 4. 0 AAAATGGTGATGG 0.343

+ 3 224 on_p.S8F|HMG20A NM_018200 NP_060670 Q9NP66 HM20A_HUMAN 3 CTAGCTCCACCCT 0.418

- 2 1007 bcu.1_Missense_M NM_032808 NP_116197 Q96FE5 LIGO1_HUMAN ar (Potential).|LRR 10. 2 CGCCCACCAGCT 0.612

- 9 2183 _p.T728I|TBC1D2B NM_144572 NP_653173 Q9UPU7 TBD2B_HUMANRab-GAP TBC. 3 CTGAGGTGGGG 0.542

- 4 526 BG1_uc010umx.1_ NM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1 CTGTGGGCCTGC 0.662

+ 4 424 _Intron|MORF4L1_ NM_206839 NP_996670 Q9UBU8 MO4L1_HUMAN 0 CTGAAGGAGCTCC 0.428

+ 5 434 fn.1_Missense_Mu NM_000137 NP_000128 P16930 FAAA_HUMAN 0 CACCTTCCAGCCA 0.567

+ 25 3732 unn.1_Missense_M NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 ATGAAAGGCTGTG 0.502

+ 7 754 NM_173528 NP_775799 Q6P656 CO026_HUMAN 0 GAAAGGAGGCTG 0.418

+ 11 1767 1_Missense_Mutat NM_172217 NP_757366 Q14005 IL16_HUMAN 4 AGTTTGGAAAGGA 0.408

+ 14 2792 e_Mutation_p.P19 NM_172217 NP_757366 Q14005 IL16_HUMAN 4 TCAGACCCAAGAG 0.517

+ 15 3615 nse_Mutation_p.S4 NM_172217 NP_757366 Q14005 IL16_HUMAN ion with HTLV-1 tax. 4 GTCAGTCCGTTAT 0.458

+ 19 4259 se_Mutation_p.L12 NM_172217 NP_757366 Q14005 IL16_HUMAN PDZ 4. 4 CAGGGCCTCACAC 0.522

- 3 362 RD5_uc002bgn.2_5 NM_181900 NP_871629 Q9NSY2 STAR5_HUMAN START. 1 ACGTCAGTGATGC 0.483

+ 1 73 1_5'Flank|FAM154 NM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2 AGCATGGGAGCCA 0.627

+ 3 335 se_Mutation_p.A74 NM_001008226 NP_001008227 Q658L1 F154B_HUMAN 2 ATAGAGCTTGGGA 0.328

- 3 831 bjo.2_Missense_Mu NM_025238 NP_079514 Q9H0C5 BTBD1_HUMAN 2 TTATTGCATCCAT 0.328

+ 4 974 592_uc010upb.1_ NM_014630 NP_055445 Q92610 ZN592_HUMAN 6 CCTTGGGGAGCCA 0.537

+ 12 5395 upc.1_Missense_M NM_020778 NP_065829 Q96L96 ALPK3_HUMAN type protein kinase. 12 AGGCTCCGACAG 0.552

+ 19 2182 on_p.V418I|PDE8A NM_002605 NP_002596 O60658 PDE8A_HUMAN ytic (By similarity). 4 GACATGGTCTTAG 0.433

+ 7 2253 13_uc002blu.1_Mi NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 ACCACAGCAAGGC 0.512

+ 7 4123 13_uc002blu.1_Mi NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 GGAAGCCACGGG 0.517

+ 11 4818 0bnf.1_Missense_M NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 TGCTCTGTCCTAA 0.587

- 2 672 NM_022480 NP_071925 Q9H0H3 ENC2_HUMAN 2 GGCGTCCGAGA 0.607

- 16 2249 _p.G696E|NTRK3_ NM_001012338 NP_001012338 Q16288 NTRK3_HUMAN(Potential).|Protein kinase. 281 AAGTCCCCAATCT 0.552

- 5 1659 nk.2_RNA|DET1_u NM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2 ACCCCGCCTGGAT 0.517

+ 2 549 p.S133F|AEN_uc0 NM_022767 NP_073604 Q8WTP8 AEN_HUMAN Exonuclease. 0 GCTGTTCCATTGT 0.607

+ 5 379 _Splice_Site|FANCI NM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2 CTTTTAGGCTCAC 0.353

+ 13 1282 n.1_RNA|FANCI_uc NM_001113378 NP_001106849 Q9NVI1 FANCI_HUMAN 2 AAGAAGGTTCTTG 0.418

+ 17 2998 NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7 GTTGAAGAGTCCC 0.398

+ 20 3614 orf42_uc010upv.1_ NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN Pro-rich. 7 CGCCTGGGTTTTT 0.517

+ 20 4889 orf42_uc010upv.1_ NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7 GCCTCTCCCACAG 0.607

- 3 911 NM_001150 NP_001141 P15144 AMPN_HUMAN ular.|Metalloprotease. 4 TGGCCACCACCCT 0.602

- 5 749 qc.1_Missense_Mu NM_002168 NP_002159 P48735 IDHP_HUMAN 711 GTTGTACATGCCC 0.478

+ 8 929 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8 AACAGGGTAAAAA 0.299

+ 12 1285 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8 CACTGATTAATGC 0.507

+ 13 2105 NC45A_uc010uqr. NM_018671 NP_061141 Q9H3U1 UN45A_HUMAN 2 TTTGCGGTGGCCT 0.592

+ 5 1385 2B_uc010uqv.1_M NM_014848 NP_055663 Q7L1I2 SV2B_HUMAN lasmic (Potential). 8 ACCCCAGAGAAA 0.458

+ 26 3877 o.1_Missense_Mut NM_001271 NP_001262 O14647 CHD2_HUMAN 2 CTGCTTCTGAGAG 0.517

+ 37 5481 o.1_Missense_Mut NM_001271 NP_001262 O14647 CHD2_HUMAN 2 AATGCAGGTAGGT 0.443

+ 10 2077 on.2_Missense_Mu NM_000875 NP_000866 P08069 IGF1R_HUMAN onectin type-III 2. 8 CGACGGCACCAT 0.498

+ 16 3086 e_Mutation_p.M10 NM_000875 NP_000866 P08069 IGF1R_HUMAN tein kinase.|Cytoplasmic (P 8 TGGGATGGTCTAT 0.522

+ 6 1976 e_Mutation_p.R619 NM_145728 NP_663780 O15061 SYNEM_HUMAN Tail. 4 GGTTCAGGTTGGG 0.537

+ 6 4093 .2_Intron|SYNM_u NM_145728 NP_663780 O15061 SYNEM_HUMAN d UTRN.|Interaction with TL 4 CAGATAGTTTACC 0.562

- 15 2111 2bvx.1_Missense_ NM_139057 NP_620688 Q8TE56 ATS17_HUMAN Cys-rich. 3 TGATGCCGTCACA 0.557

+ 6 671 10bpb.2_Intron|uc0 NM_000693 NP_000684 P47895 AL1A3_HUMAN 4 GGTGTGGAAGCTG 0.602

+ 10 1715 b.1_RNA|LRRK1_u NM_024652 NP_078928 Q38SD2 LRRK1_HUMAN LRR 8. 12 GAAGTTCCCCTGG 0.428



+ 17 2561 b.1_RNA|LRRK1_u NM_024652 NP_078928 Q38SD2 LRRK1_HUMAN Roc. 12 AAGGCCCCAAACG 0.582

+ 32 5732 RK1_uc010usc.1_R NM_024652 NP_078928 Q38SD2 LRRK1_HUMAN 12 GCCAACCCAAAGG 0.637

- 11 1131 L3_uc010uub.1_Sp NM_001077350 NP_001070818 Q12980 NPRL3_HUMAN 1 GAGTACCTGCAGG 0.597

- 3 592 002cgv.3_Translati NM_021259 NP_067082 Q9HCN3 TMM8A_HUMANcellular (Potential). 3 CGGCCACGAACC 0.677

+ 10 1846 10uui.1_3'UTR|PIG NM_148920 NP_683721 Q9BRB3 PIGQ_HUMAN 1 CTGCCAGGGTGG 0.632

+ 3 236 DR90_uc002cih.1_M NM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1 AGAGCAGCACCCA 0.607

+ 24 2960 R90_uc002cil.1_RN NM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 11. 1 ACATCGGCCACTC 0.672

+ 36 4598 _uc002cio.1_Misse NM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 18. 1 CCCGCACGGCCAT 0.677

- 11 1220 3_3'UTR|CCDC78_NM_001031737 NP_001026907 A2IDD5 CCD78_HUMAN 1 TTCCCCCCTGGGA 0.637

+ 14 1544 _p.S489F|MSLN_u NM_013404 NP_037536 Q13421 MSLN_HUMAN 1 ACGGGTCCGAATA 0.632

+ 1 182 NM_001013638 NP_001013660 Q96S07 PRR25_HUMAN 1 AAATAAGCCTGGG 0.627

- 3 476 NM_207419 NP_997302 P60827 C1QT8_HUMAN 1 CTTTGAGGATTTC 0.677

+ 32 3200 p.R1032K|BAIAP3_ NM_003933 NP_003924 O94812 BAIP3_HUMAN C2 2. 1 GCCAGAGGACCC 0.552

+ 6 1090 ense_Mutation_p.E NM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3 ACCCAGGAGATGC 0.622

+ 6 869 |MRPS34_uc002cmNM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3 TGGCCTCTTGGCA 0.642

+ 8 1300 rw.1_Missense_Mu NM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3 ACCACAGCCAACC 0.692

+ 4 492 NUBP2_uc010brx.2 NM_012225 NP_036357 Q9Y5Y2 NUBP2_HUMAN 0 ACGCCCCCGGGG 0.682

- 3 684 n_p.V93M|HAGH_u NM_005326 NP_005317 Q16775 GLO2_HUMAN 1 GTTTCACCCCGTG 0.632

- 11 1139 n_p.V341I|C16orf73 NM_152764 NP_689977 Q8N635 CP073_HUMAN 0 TTCGAACTACTTT 0.323

- 9 1096 X1_uc010uvs.1_5'F NM_005061 NP_005052 Q92901 RL3L_HUMAN 0 AGGAGGGACTGG 0.552

+ 6 937 _p.S273F|SLC9A3R NM_001130012 NP_001123484 Q15599 NHRF2_HUMAN 1 GCTCGTCCCGAAG 0.572

+ 7 1100 _p.W316*|SLC9A3R NM_001130012 NP_001123484 Q15599 NHRF2_HUMAN 1 GGACTGGAACAGG 0.662

+ 7 771 e_Mutation_p.A218 NM_022372 NP_071767 Q9BVC4 LST8_HUMAN WD 6. 0 ATCCCTGCCCACA 0.652

- 7 1346 S1_uc002cpw.2_M NM_080594 NP_542161 Q15287 RNPS1_HUMANnuclear localization and exo 1 GTGGGGGAGACC 0.582

+ 4 1194 346N|TBC1D24_u NM_020705 NP_065756 Q9ULP9 TBC24_HUMAN 0 ATGAGAGACATCT 0.627

+ 11 6034 rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANg-rich.|Ser-rich. 4 CGGCAGGAAAGTT 0.652

+ 12 8518 NM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4 GGCCCTCAGGCC 0.373

- 4 389 rm.2_Missense_Mu NM_007108 NP_009039 Q15370 ELOB_HUMAN 0 TTGGCACTGCTTC 0.582

- 3 296 02crz.1_Splice_Site NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 AGAGAACCTGCG 0.612

+ 5 1567 2csc.2_Nonsense_ NM_032296 NP_115672 Q4VC44 FWCH1_HUMAN 0 CCAACCCAGCCCG 0.652

+ 3 725 csl.3_Missense_Mu NM_152341 NP_689554 Q8N4S7 PAQR4_HUMAN ical; (Potential). 0 CAGGGGCCCTG 0.672

- 5 811 2cte.3_Missense_MNM_001103175 NP_001096645 A1A5D9 BICR2_HUMAN Potential. 0 CGCGTTCCAGCTG 0.736

+ 3 263 |MGC3771_uc002 NM_001042428 NP_001035893 O95201 ZN205_HUMAN 0 GGGACACTCAGG 0.597

+ 1 191 NM_012360 NP_036492 O43749 OR1F1_HUMAN Name=2; (Potential). 0 TCCTCAGCAACCT 0.537

- 2 654 2cuk.2_Missense_ NM_003454 NP_003445 P98182 ZN200_HUMAN 0 GCATAGGAACCA 0.552

- 1 1006 ur.2_3'UTR|TIGD7_ NM_033208 NP_149985 Q6NT04 TIGD7_HUMAN H CENPB-type. 0 GGCTCCCGTTGT 0.453

+ 2 1218 35_splice|ZNF174_ NM_003450 NP_003441 Q15697 ZN174_HUMAN 0 TTCCTAGGTGGCC 0.483

+ 6 806 e_Mutation_p.P187 NM_001083601 NP_001077070 Q9H7X0 NAT15_HUMAN 0 ACCCTCCCTGGA 0.537

- 5 763 NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN 6 GGCGGGGTGCC 0.706

- 30 5161 vw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN ction with TRERF1. 127 GGGGTCGGGGT 0.632

- 14 2858 cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN 127 TGAGTGGGAGCTG 0.637

- 4 1226 cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN ction with SRCAP. 127 CCTGTTGCAATTG 0.418

- 11 4161 NM_001116 NP_001107 O60503 ADCY9_HUMAN lasmic (Potential). 6 GCTCACCTGGAT 0.587

+ 1 112 NM_032575 NP_115964 Q9BZE0 GLIS2_HUMAN 0 CTCCGGGCGGCA 0.677

- 6 986 cwo.2_Missense_M NM_020677 NP_065728 Q9HBL8 NMRL1_HUMAN 1 TTGAGTCTCAGG 0.617

+ 4 544 cws.3_Missense_M NM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0 GAGCAGGTGCAG 0.577

+ 13 1430 RN1_uc002cxb.2_M NM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2 CTCGCGGCTATCG 0.662



+ 16 1704 RN1_uc002cxb.2_M NM_001142290 NP_001135762 O60291 MGRN1_HUMAN 2 AGGACAGCAGCCC 0.662

- 8 1146 cxl.2_Missense_Mu NM_133450 NP_597707 Q6ZW76 ANKS3_HUMAN 0 CGTGGGGCTCTG 0.602

- 5 786 plice|ANKS3_uc00 NM_133450 NP_597707 Q6ZW76 ANKS3_HUMAN 0 CAATCACCTCACG 0.577

- 5 680 KS3_uc002cxl.2_Int NM_133450 NP_597707 Q6ZW76 ANKS3_HUMAN ANK 3. 0 TCATTTCTAGCTC 0.592

- 14 1484 YR1_uc002cya.2_ NM_032569 NP_115958 Q49A26 GLYR1_HUMAN 0 TCTGGTCCAGGAA 0.527

+ 15 3269 _p.S977F|UBN1_u NM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Ser-rich. 2 GAGATTCCAGTGG 0.567

- 22 3766 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6 CTTCCACCTGGGG 0.592

- 21 2608 NM_002705 NP_002696 O60437 PEPL_HUMAN Spectrin 4. 6 GTGCTGCTTCCTG 0.493

+ 5 1223 cyv.1_Missense_M NM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0 CGGCGGACACG 0.652

+ 12 1094 h.2_Missense_Mu NM_020686 NP_065737 P80404 GABT_HUMAN 1 TTCTTTCGGAAGC 0.557

- 15 1881 yj.1_Missense_Mut NM_003470 NP_003461 Q93009 UBP7_HUMAN 3 AGATGGGCTTCCT 0.572

- 3 1012 N2A_uc010uyn.1_5 NM_001134407 NP_001127879 Q12879 NMDE1_HUMANcellular (Potential). 45 ACCGTGGCTTGCT 0.498

+ 3 463 IP2_uc010uyp.1_I NM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0 TGGACTCTAATAA 0.348

+ 7 478 _p.M17T|NUBP1_u NM_002484 NP_002475 P53384 NUBP1_HUMAN 2 TAGGCATGATCAA 0.438

+ 3 344 ag.2_Missense_Mu NM_000246 NP_000237 P33076 C2TA_HUMAN /Glu-rich (acidic). 1 GACACAGACACC 0.552

+ 9 975 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN 1 CATCTCCAGACCG 0.617

+ 11 1812 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1 GCAAGGCCGACG 0.637

+ 11 1309 dan.3_Missense_M NM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2 CCAAGCCCAGCAT 0.448

+ 23 2884 16A_uc002dap.2_ NM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2 CCGTGGCCCAGT 0.622

- 5 461 dbt.2_Missense_Mu NM_001130007 NP_001123479 P15170 ERF3A_HUMAN 3 AAATAGGCACGAC 0.398

+ 8 1511 uyz.1_Missense_M NM_005236 NP_005227 Q92889 XPF_HUMAN 10 GAAAACCTGAAGA 0.423

+ 9 1894 yz.1_Missense_Mu NM_005236 NP_005227 Q92889 XPF_HUMAN with EME1 and ERCC1. 10 AAGGAAGCTTTTG 0.398

+ 17 3028 _p.P908L|MKL2_u NM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5 CACCACCCCAAG 0.478

- 14 3009 0uzv.1_Missense_M NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 CTGCTGGGTAGGA 0.493

+ 3 429 p.R129H|NDE1_uc NM_017668 NP_060138 Q9NXR1 NDE1_HUMAN FAH1B1 (By similarity).|Pote 1 CCAAGCGGTATGG 0.418

+ 7 951 _p.R303K|NDE1_uc NM_017668 NP_060138 Q9NXR1 NDE1_HUMAN 1 GGGAGAGACGGC 0.607

+ 5 686 _p.R171C|ABCC1_ NM_004996 NP_004987 P33527 MRP1_HUMAN Extracellular. 4 CTGTTTCGTGACA 0.398

+ 23 3255 vl.2_Missense_Mut NM_004996 NP_004987 P33527 MRP1_HUMAN ne type-1 2.|Helical; Name= 4 CTGCAGGGATCGC 0.622

- 3 750 NM_022166 NP_071449 Q86Y38 XYLT1_HUMANmenal (Potential). 4 GCGGCTCTGTCCC 0.597

+ 7 1065 fp.2_Missense_Mu NM_024847 NP_079123 Q7Z402 TMC7_HUMAN lasmic (Potential). 3 TGCCGGCTGGGA 0.527

+ 4 603 dfy.2_Missense_Mu NM_016524 NP_057608 Q9BSW7 SYT17_HUMAN 1 CGGATGGAAGACG 0.582

+ 11 2656 se_Mutation_p.A3 NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN ical; (Potential). 1 GTGCAGCCGTTTA 0.542

+ 12 986 _p.G74E|C16orf62_ NM_020314 NP_064710 Q7Z3J2 CP062_HUMAN 1 CAGAGGGATCGG 0.572 rs138304472

+ 6 1211 n_p.T171I|IQCK_u NM_153208 NP_694940 Q8N0W5 IQCK_HUMAN 1 TTCTGACTGAGTG 0.289

- 5 1261 _p.V378M|UMOD_u NM_003361 NP_003352 P07911 UROM_HUMAN ZP. 2 CAGACACCCAGTC 0.532

- 2 132 RI2_uc002dhs.2_M NM_001142725 NP_001136197 A8K979 ERI2_HUMAN 1 TCACTGGATTTGC 0.378

- 2 359 RI2_uc002dht.3_Int NM_173475 NP_775746 Q8IWE4 DCNL3_HUMAN 2 GCATCTCCCGAGG 0.577

- 62 12071 bd.1_Missense_Mu NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18 CGGGCACCTTCTA 0.502

- 38 5504 NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 2 (By similarity). 18 AGGTCGGCGGGC 0.567

- 4 245 p.G121D|ZP2_uc0 NM_003460 NP_003451 Q05996 ZP2_HUMAN cellular (Potential). 3 TCGAGACCAAGAG 0.488

+ 2 296 YM_uc010bwq.1_In NM_145865 NP_665872 Q8N8V4 ANS4B_HUMAN ANK 2. 2 TTCCTGGTCAACT 0.517

+ 28 3377 A_uc002dji.2_Miss NM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3 CTTTGGCTTGGTT 0.517

- 5 894 NM_173806 NP_776167 Q8IXQ8 PDZD9_HUMAN 1 CTTTACCCTCTTC 0.448

+ 2 408 NM_000336 NP_000327 P51168 SCNNB_HUMANellular (By similarity). 7 GCTGGGAGGTCA 0.607

+ 9 1486 NM_000336 NP_000327 P51168 SCNNB_HUMANellular (By similarity). 7 CGCAGAGAGAGA 0.607

- 1 135 lu.2_Missense_Mu NM_001083614 NP_001077083 Q5JPH6 SYEM_HUMAN 0 CCGCAACCCCGG 0.721

+ 3 654 NM_005030 NP_005021 P53350 PLK1_HUMAN n loop.|Protein kinase. 2 ACCAAAGTCGAA 0.507



+ 12 2505 _Site_p.G489_splic NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 CAACTGGTGAGTA 0.358

+ 15 2955 e_Mutation_p.E639 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 TCCAGGGAAGAAT 0.368

+ 17 3613 e_Mutation_p.E824 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 ATAGAGAGAACTT 0.428

+ 17 4746 e_Mutation_p.E120 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 AAATTGGAGTCAA 0.383

+ 6 1607 p.G245D|TNRC6A_ NM_014494 NP_055309 Q8NDV7 TNR6A_HUMANn with EIF2C1, EIF2C3 and 2 CATCAGGTATGAA 0.483

+ 6 2686 p.G605R|TNRC6A_ NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN ction with EIF2C1 and EIF2 2 AACTGGGGAGAAA 0.488

+ 11 3766 mn.2_Missense_M NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN ction with EIF2C1 and EIF2 2 GACTCACCAGAG 0.338

+ 20 4958 mn.2_Missense_Mu NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN 2 GTCCTGGTGAGCC 0.358

+ 25 5789 _p.S1590F|TNRC6A NM_014494 NP_055309 Q8NDV7 TNR6A_HUMANr interaction with EIF2C2. 2 CATTCTCCAGCCG 0.597

+ 2 98 NM_001169 NP_001160 O94778 AQP8_HUMAN lasmic (Potential). 3 CAGATAGCCATGT 0.572

+ 5 740 NM_001169 NP_001160 O94778 AQP8_HUMAN cellular (Potential). 3 GCGGTGGTGGCC 0.607

- 5 1251 _p.E78K|ZKSCAN2 NM_001012981 NP_001012999 Q63HK3 ZKSC2_HUMAN KRAB. 4 TCTGTTCCAACCG 0.403

+ 1 366 NM_001145545 NP_001139017 Q7Z2V1 TNT_HUMAN 0 AGCAGCGGGTACG 0.642

+ 6 1044 .D326N|JMJD5_uc NM_024773 NP_079049 Q8N371 KDM8_HUMAN JmjC. 3 AAGCAGGACATCA 0.602

+ 9 1324 |IL21R_uc002dos. NM_181078 NP_851564 Q9HBE5 IL21R_HUMAN lasmic (Potential). 4 CTTACAGTGAGGA 0.612

- 16 2747 dou.2_Missense_M NM_001520 NP_001511 Q12789 TF3C1_HUMAN 5 CGAGAGCCCAGC 0.547

+ 19 3736 NM_015202 NP_056017 O60303 K0556_HUMAN 8 AAGGAGGGCCAG 0.597

+ 3 533 Missense_Mutation NM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2 ATTCCAGAATGCT 0.408

+ 11 1529 tation_p.A454V|AT NM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2 CTGCTGCCCCTGC 0.587

+ 15 2173 _Missense_Mutatio NM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2 AATCCTACAAAGC 0.473

- 4 575 ntron|SH2B1_uc002 NM_003321 NP_003312 P49411 EFTU_HUMAN 1 CGAGGGGTGCAG 0.537

+ 11 2361 _uc002drl.2_Misse NM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMAN 2 ACCCACCCCAGCC 0.637

- 5 593 2_uc010byn.2_Mis NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3 GGACGTCTCTAGG 0.706

+ 11 1468 9_uc010byo.1_Miss NM_001770 NP_001761 P15391 CD19_HUMAN lasmic (Potential). 3 AGCTGACCCAGCC 0.572

+ 3 885 0bzh.1_5'Flank|MV NM_024516 NP_078792 Q9BTK6 PA1_HUMAN 0 TCTCCAGGAAGCT 0.493

+ 7 758 P_uc010vdz.1_RNA NM_005115 NP_005106 Q14764 MVP_HUMAN MVP 5. 4 TGCAGACAGCCCT 0.612

- 13 2491 D681N|SEZ6L2_uc0 NM_201575 NP_963869 Q6UXD5 SE6L2_HUMAN xtracellular (Potential). 2 CTGTGTCCCGGC 0.687

+ 13 2107 1_Missense_Mutat NM_016151 NP_057235 Q9UL54 TAOK2_HUMAN 1 AGCCGCCTGCAG 0.627

+ 10 1248 e_Mutation_p.L275 NM_002209 NP_002200 P20701 ITAL_HUMAN Extracellular (Potential). 10 GCTGACCTCAGCA 0.607

- 2 742 ation_p.T182I|ZNF NM_023931 NP_076420 Q9BV97 ZN747_HUMAN 0 CACAGGGTCGGG 0.632

- 3 1214 Mutation_p.S364L NM_152458 NP_689671 A8K8V0 ZN785_HUMAN 1 GGCTCTGAACGCC 0.602

+ 34 8778 CAP_uc002dzg.1_ NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 TGTCAGGGCCAG 0.662

+ 2 525 NM_152288 NP_689501 Q9BRQ5 ORAI3_HUMAN ical; (Potential). 0 CTGGTGGCTGTG 0.607

+ 6 1389 eae.1_Missense_M NM_014712 NP_055527 O15047 SET1A_HUMAN 3 GCGGTGGGCACTC 0.627

+ 2 5481 NM_014699 NP_055514 O15015 ZN646_HUMAN 2 CCAAGCGCCACTG 0.652

+ 2 503 KDK_uc010cah.2_ NM_005881 NP_005872 O14874 BCKD_HUMAN 2 GCGGCAGCGGAG 0.657

- 13 1969 vfg.1_Missense_M NM_173502 NP_775773 Q5K4E3 POLS2_HUMAN eptidase S1 3. 1 GTTGTAGAGCCTG 0.592

+ 13 1527 n_p.T487I|ITGAX_u NM_000887 NP_000878 P20702 ITAX_HUMAN Extracellular (Potential). 4 GCAGACCCGAGG 0.687

+ 18 2343 bt.2_Missense_Mu NM_000887 NP_000878 P20702 ITAX_HUMAN cellular (Potential). 4 CTCAGAGATACTT 0.627

- 3 246 6A10P_uc002edi.1_RNA 0 GCCAGAGCAGGG 0.632

- 2 227 NM_024745 NP_079021 Q8NEM2 SHCBP_HUMAN 2 TTTTTCCTTCTGG 0.333

- 6 805 _p.E57K|VPS35_u NM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0 AACGTTCCACATT 0.323

+ 2 217 002eeg.1_Missens NM_014321 NP_055136 Q9Y5N6 ORC6_HUMAN 0 TGCCTGGACCTTG 0.532

- 6 717 vgh.1_Splice_Site_ NM_030790 NP_110417 Q8TB96 TIP_HUMAN 2 AACTCACCTGCTG 0.328

+ 7 744 p.S224N|PHKB_uc NM_000293 NP_000284 Q93100 KPBB_HUMAN 3 ATGGCAGCACAGA 0.338

- 25 3837 CC12_uc002efa.1_ NM_033226 NP_150229 Q96J65 MRP9_HUMAN C transporter 2. 3 GCCATTCCTAACG 0.418

- 6 3854 gn.1_Missense_Mu NM_015069 NP_055884 Q2M1K9 ZN423_HUMANC2H2-type 27. 4 CAACGTGGATTTG 0.423



- 5 896 vgn.1_Missense_M NM_015069 NP_055884 Q2M1K9 ZN423_HUMAN C2H2-type 4. 4 CTGCCTCGCACTC 0.597

- 2 314 NM_015069 NP_055884 Q2M1K9 ZN423_HUMAN 4 TGCTCACCCCTC 0.478

+ 4 631 2efx.2_Missense_M NM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2 TCTATTGAGAACA 0.428

- 9 1056 ge.1_Missense_Mu NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0 CGCCTGGTCAGC 0.413

+ 3 301 NM_033119 NP_149110 Q969G9 NKD1_HUMAN 0 CCGTGAGCGCTGC 0.682

+ 9 1787 gq.1_Missense_Mu NM_015247 NP_056062 Q9NQC7 CYLD_HUMAN TRAF2.|Interaction with TRI 28 GAGAGTCCACCCT 0.507

+ 12 2354 gq.1_Missense_Mu NM_015247 NP_056062 Q9NQC7 CYLD_HUMAN 28 GTTAATCCTCTGA 0.333

- 4 793 _p.A203T|TOX3_uc NM_001080430 NP_001073899 O15405 TOX3_HUMAN 0 GAGTGGCTGATT 0.517

+ 38 8358 p.T2717A|CHD9_u NM_025134 NP_079410 Q3L8U1 CHD9_HUMAN 7 CTCCTGACAAAGC 0.478

+ 2 250 _p.G136_splice|IRX NM_005853 NP_005844 P78411 IRX5_HUMAN 0 ACCGCAGGGCTC 0.667

+ 43 5249 LRC5_uc002ekq.1 NM_032206 NP_115582 Q86WI3 NLRC5_HUMAN LRR 22. 7 CCCTGGGGGATCC 0.677

+ 2 400 eld.2_Missense_M NM_133368 NP_588609 Q96DX4 RSPRY_HUMAN 1 CCATGGGTAATTC 0.537

+ 5 536 0vhl.1_Splice_Site NM_012106 NP_036238 Q9Y2Y0 AR2BP_HUMAN 0 TTTGCAGGCACCA 0.463

- 9 1745 NM_033212 NP_149989 Q96A19 C102A_HUMAN Potential. 1 TGCTGCCTGCGGA 0.637

+ 3 360 _p.E91K|CCDC13 NM_032269 NP_115645 Q8IY82 CC135_HUMAN 1 CCCAAGGAGGAA 0.572

+ 6 810 p.V241M|CCDC13 NM_032269 NP_115645 Q8IY82 CC135_HUMAN 1 GAAAAGGTGCTG 0.547 rs144863089

- 17 2536 se_Mutation_p.G64 NM_005550 NP_005541 Q9BVG8 KIFC3_HUMAN 3 CAGGACCCAAGCT 0.617

- 13 1945 FC3_uc002emo.3_ NM_005550 NP_005541 Q9BVG8 KIFC3_HUMANKinesin-motor. 3 TCCCACCTGAGG 0.652

- 8 583 _p.P173L|CNGB1_ NM_001297 NP_001288 Q14028 CNGB1_HUMAN Pro-rich. 4 TGGGGGGCTGAG 0.632

- 5 435_436 p.D124S|CNGB1_ NM_001297 NP_001288 Q14028 CNGB1_HUMAN 4 CCGGGTCCTCCG 0.644

- 32 4764 nse_Mutation_p.A1 NM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6 CAGCTGCCTGATC 0.463

- 32 4737 nse_Mutation_p.P1 NM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6 GTTGTGGGGAAGC 0.423

- 8 1181 SLC38A7_uc010vil. NM_018231 NP_060701 Q9NVC3 S38A7_HUMAN 1 AAGACGGGCACA 0.572

- 2 251 m.1_Missense_Mu NM_002080 NP_002071 P00505 AATM_HUMAN 2 GTGACTCCCAGAA 0.473

- 12 2518 NM_001796 NP_001787 P55286 CADH8_HUMAN lasmic (Potential). 9 AGCCAGCCACTG 0.512

- 13 2715 oj.2_3'UTR|CDH11 NM_001797 NP_001788 P55287 CAD11_HUMAN lasmic (Potential). 14 TGGTGGCCGACTC 0.493

- 6 1078 Splice_Site_p.G215 NM_001797 NP_001788 P55287 CAD11_HUMAN 14 TGATACCTGGACA 0.478

+ 12 2381 NM_001795 NP_001786 P33151 CADH5_HUMANmic (Potential).|Ser-rich. 6 CCGAGTCCCTCAG 0.617

+ 4 626 115L|CMTM1_uc00 NM_181269 NP_851786 Q8IZ96 CKLF1_HUMAN 0 AGAGGCCCGCCT 0.642

- 3 562 qa.2_Missense_M NM_178818 NP_848933 Q8IZR5 CKLF4_HUMAN L.|Helical; (Potential). 1 CTGAGTCCAGTG 0.408

- 4 402 ense_Mutation_p.S NM_006141 NP_006132 O43237 DC1L2_HUMAN 4 TCAGCAGAAACTG 0.458

+ 11 913 2erd.2_Missense_M NM_025187 NP_079463 Q9BSU1 CP070_HUMAN 2 AAACAAGTTCCAT 0.368

- 13 2393 _p.S553N|KCTD19 NM_001100915 NP_001094385 Q17RG1 KCD19_HUMAN 1 ATGATGCTGTCCT 0.617

- 3 1323 _p.A163V|TPPP3_u NM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1 TTGTAGGCGCTCA 0.627

+ 13 1786 2eti.1_Missense_M NM_024519 NP_078795 Q6ZS17 FA65A_HUMAN Pro-rich. 3 CCAGGCCCCACTC 0.557

+ 13 1916 2eti.1_Missense_M NM_024519 NP_078795 Q6ZS17 FA65A_HUMAN Pro-rich. 3 CAGGCCCTACCCT 0.542

+ 19 3543 32_splice|FAM65A NM_024519 NP_078795 Q6ZS17 FA65A_HUMAN 3 GAGAGGGTGAGT 0.647

+ 26 2732 PR_uc010vjr.1_Mis NM_001013838 NP_001013860 Q6F5E8 LR16C_HUMAN 1 CACGGGGACCTT 0.473

- 4 673 tion_p.G69D|RAN NM_020850 NP_065901 Q6VN20 RBP10_HUMAN B30.2/SPRY. 1 CTGTGGCCATTCT 0.577

+ 1 70 C4_uc002eut.1_3'U NM_198443 NP_940845 Q496H8 NRN1L_HUMAN 1 AACCACCCCATGC 0.706

- 4 438 NM_002801 NP_002792 P40306 PSB10_HUMAN 0 GCGGGGCTCGC 0.682

- 2 171 NM_002801 NP_002792 P40306 PSB10_HUMAN 0 CGCGTTCCAATGA 0.632

- 17 2315 e_Mutation_p.T725 NM_005072 NP_005063 Q9UP95 S12A4_HUMAN 1 ACAATGGTCAGGC 0.627

- 1 2238 2L_uc002evj.2_5'F NM_018380 NP_060850 Q9NUL7 DDX28_HUMAN case C-terminal. 1 TGCTGTCCAGGCC 0.562

+ 5 1964 n_p.A106V|NFATC NM_173165 NP_775188 Q12968 NFAC3_HUMAN RHD. 3 AGATAGCCTCTAT 0.383

- 3 562 SRP2_uc002evq.1 NM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN 1 ATGTAGGGGCCCC 0.607

- 3 528 SRP2_uc002evq.1 NM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN 1 CGTTCACCAGCTG 0.607



+ 12 1850 p.T514I|SLC7A6_u NM_001076785 NP_001070253 Q92536 YLAT2_HUMAN lasmic (Potential). 1 GGAAAACTGACTA 0.473

- 1 162 MT7_uc002evy.1_5' NM_032178 NP_115554 Q96CW6 S7A6O_HUMAN 1 GCCGCTCTCTCCA 0.637

+ 9 1067 vlg.1_Missense_Mu NM_019023 NP_061896 Q9NVM4 ANM7_HUMAN 0 GCCATAGCAGGC 0.493

+ 8 1079 _p.R245Q|CIRH1A NM_032830 NP_116219 Q969X6 CIR1A_HUMAN WD 8. 0 CTCTCCGAAAAAT 0.537

- 3 409 NM_144676 NP_653277 Q8WW62 TMED6_HUMANal (Potential).|GOLD. 1 CGAAGTGATTATG 0.413

+ 3 405 e_Mutation_p.P10 NM_030579 NP_085056 O43169 CYB5B_HUMAN 0 CTTAAACCTGAAA 0.323

+ 12 4254 _Mutation_p.D940 NM_006599 NP_006590 O94916 NFAT5_HUMAN 0 AGTGGGGACAATC 0.403

+ 4 237 _p.P50S|WWP2_u NM_007014 NP_008945 O00308 WWP2_HUMAN C2. 6 GGACTCCCCAGTG 0.493 rs150059700

+ 4 428 n_p.T103I|CLEC18 NM_001136214 NP_001129686 A5D8T8 CL18A_HUMAN SCP. 0 GGCGCACCCTGCA 0.662

+ 14 2564 PR_uc002eyg.1_M NM_017990 NP_060460 Q8NCN5 PDPR_HUMAN 1 TGCAGTCCACTGG 0.522

+ 9 871 nse_Mutation_p.C1 NM_018332 NP_060802 Q9NUU7 DD19A_HUMANcase ATP-binding. 0 GGAACTGCCAGAT 0.577

- 3 2719 eyx.2_Missense_M NM_006927 NP_008858 Q16842 SIA4B_HUMANmenal (Potential). 1 TTGGCACTCTCAG 0.597

+ 5 347 UK_uc010cft.2_Non NM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1 CAGGGTCGAGACT 0.622

+ 8 677 e_Mutation_p.A239 NM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1 ACTGAGGCAGAG 0.602

+ 3 341 D111B_uc010cfv.1_ NM_012426 NP_036558 Q15393 SF3B3_HUMAN 1 CGCCCAGACCCCA 0.453

- 13 1750 C14_uc002ezn.2_M NM_018052 NP_060522 Q08AM6 VAC14_HUMAN 2 GGGTGGGCACCTG 0.647

- 86 15115 DIN_uc010cfy.2_R NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 GTCTCACCCAGGT 0.557

- 64 11070 NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 CACCTGCCACCAA 0.463

+ 2 234 CALB2_uc002fac.3_ NM_001740 NP_001731 P22676 CALB2_HUMAN 0 AAGGCTCTGGCA 0.448

- 5 725 NF19_uc002fal.1_N NM_006961 NP_008892 P17023 ZNF19_HUMAN KRAB. 0 CAGGCCCCAAGC 0.483

- 19 2215 fbb.2_Missense_M NM_001128 NP_001119 O43747 AP1G1_HUMAN 2 TCATTTCCTCCCA 0.383

- 15 1783 G1_uc002fbb.2_Mi NM_001128 NP_001119 O43747 AP1G1_HUMAN 2 CACTGGCCAGATA 0.418

- 4 554 n_p.G18S|ZNF821_ NM_017530 NP_060000 O75541 ZN821_HUMAN 1 CATCACCCTCACT 0.453

+ 5 420 V|KIAA0174_uc002fbl.1_Missense_Mutation_p.A33V|K P53990 IST1_HUMAN h CHMP1A and CHMP1B. 1 AACTGGCCCAGA 0.542

- 9 10040 cl.2_Missense_Mut NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4 ACACAGGAGGAAT 0.562

- 9 9585 cl.2_Missense_Mut NM_006885 NP_008816 Q15911 ZFHX3_HUMAN Homeobox 4. 4 ATAGTGGGTGTCC 0.507

- 7 4505 cl.2_Missense_Mu NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4 CAGGTGCCACGCT 0.587

- 11 1438 C18B_uc002fcu.2_ NM_001011880 NP_001011880 Q6UXF7 CL18B_HUMAN C-type lectin. 0 GCCTACCCCATGG 0.637 rs149961754

- 6 1044 G1_uc002fcw.3_M NM_001145667 NP_001139139 Q92896 GSLG1_HUMAN  4.|Extracellular (Potential). 2 CTCTGCCCTCACC 0.299

- 4 439 dn.2_Missense_Mu NM_153486 NP_705690 Q86WU2 LDHD_HUMAN inding PCMH-type. 0 ACCACAGAGAAGT 0.622

- 5 1861 b.1_Missense_Mu NM_014567 NP_055382 P56945 BCAR1_HUMAN Ser-rich. 8 AGGCCACCAGCC 0.682

- 7 553 2fep.1_Missense_M NM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2 ACTCAAGCATCGG 0.363

- 8 1701 MTS18_uc002ffe.1_ NM_199355 NP_955387 Q8TE60 ATS18_HUMANeptidase M12B. 18 GGCCAAGTCCTGT 0.448

+ 8 1179 p.M239V|WWOX_u NM_016373 NP_057457 Q9NZC7 WWOX_HUMANwith MAPT (By similarity). 0 AAGTCCATGGTAA 0.517

- 2 181 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN Chromo. 1 GGATAAGATACTC 0.478

- 4 1149 _p.R297H|C16orf46 NM_152337 NP_689550 Q6P387 CP046_HUMAN 0 GGCAGCGCTGCT 0.602

- 45 7310 e_Mutation_p.S237 NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN .|Interaction with GNAS and 3 TCCCTGCTGCTTC 0.547

- 15 2459 fgj.2_Missense_Mu NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN tracellular (Potential). 3 GGTTCAGGGCCA 0.547

+ 1 262 se_Mutation_p.P15 NM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0 GGAGCCTGTGAG 0.368

+ 9 1530 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN Kelch 4. 2 TTGGAGCGGTGG 0.542

+ 31 3710 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8 TGAGATGCGGCCA 0.522

- 3 876 NM_145168 NP_660151 Q8WUS8 D42E1_HUMAN 0 GGGCTGCCCAGA 0.572

+ 2 259 se_Mutation_p.D94 NM_001257 NP_001248 P55290 CAD13_HUMAN 1 ATTGAGGACCAGT 0.398

- 4 807 nv.1_Missense_Mu NM_031463 NP_113651 Q3SXM5 HSDL1_HUMAN 0 TTGCAGCAGGAG 0.463

+ 8 1251 vnw.1_Missense_M NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN 0 GCCCGCCAGTGC 0.527

+ 9 1725 vnw.1_Missense_M NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN 0 CCCAGGCTGTGG 0.478

+ 3 506 sense_Mutation_p. NM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN 0 AGCGTGGGCCAG 0.612



- 8 1209 se_Mutation_p.P32 NM_017740 NP_060210 Q9NXF8 ZDHC7_HUMAN 1 CAAAGGGATTCAT 0.582

+ 7 821 F8_uc010chp.2_Int NM_002163 NP_002154 Q02556 IRF8_HUMAN 3 GCCGGCCGACG 0.731

- 7 643 vop.1_Missense_M NM_001159377 NP_001152849 Q2M296 MTHSD_HUMAN 0 TGATGTCGTGCTC 0.582

- 3 528 rt_Site|FBXO31_uc NM_024735 NP_079011 Q5XUX0 FBX31_HUMAN 1 CCACCACGTTCAG 0.552

- 10 1184 CCHC14_uc002fkb. NM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2 ACGGGCCCGACG 0.662

- 7 723 e_Mutation_p.E218 NM_000512 NP_000503 P34059 GALNS_HUMAN 2 GGGCTTCCTATGG 0.637

- 9 1249 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 ACCTCTCCCTGCC 0.458

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

+ 4 956 NM_018146 NP_060616 Q9HC36 RMTL1_HUMAN 1 ACTCGGGTCTATG 0.517

+ 4 965 NM_018146 NP_060616 Q9HC36 RMTL1_HUMAN 1 TATGTGGCTGACA 0.512 rs139632363

- 11 1642 cjr.2_Missense_Mu NM_016532 NP_057616 Q9BT40 INP5K_HUMAN  for ruffle localization. 0 CGCAGACTGTTG 0.383

- 6 1008 P5K_uc010cjr.2_M NM_016532 NP_057616 Q9BT40 INP5K_HUMAN alytic (Potential). 0 GGATTCCCGAAC 0.542

- 6 689 _p.D29N|PITPNA_ NM_006224 NP_006215 Q00169 PIPNA_HUMAN 1 TTCGATCTGCAAT 0.488

- 38 6265 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6 CATCGCCATGCTT 0.567

+ 1 443 NM_012352 NP_036484 Q9Y585 OR1A2_HUMAN Name=4; (Potential). 2 CTGGGTCTTGGGT 0.493

- 1 958 NM_003554 NP_003545 P47887 OR1E2_HUMAN lasmic (Potential). 1 GGAAGGGATTTTT 0.378

- 9 2041 n_p.T503I|TRPV1_ NM_080706 NP_542437 Q8NER1 TRPV1_HUMAN lasmic (Potential). 1 AACAGGGTCTTCA 0.498

- 20 2567 NM_002208 NP_002199 P38570 ITAE_HUMAN cellular (Potential). 4 TTCTTGCAGGCCT 0.547

- 18 2885 xk.1_Missense_Mu NM_015113 NP_055928 O43149 ZZEF1_HUMAN 4 CTCGAGCAGCAAC 0.547

- 20 2954 BP1A_uc002fya.3_ NM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2 TGCTCACCTGCGG 0.652

- 15 2035 _Mutation_p.L658 NM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2 GCCAACAGGGCC 0.672

+ 2 497 NL2_uc002fye.2_5 NM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0 GAGTCGGAGATGA 0.592

- 3 528 O1_uc010vsi.1_3'U NM_182566 NP_872372 Q7Z5L0 VMO1_HUMAN 1 TCCTCGCCGTCTG 0.647

- 2 124 rf107_uc002fzl.3_3 NM_000080 NP_000071 Q04844 ACHE_HUMAN cellular (Potential). 0 CGGCTTCCTGGG 0.552

- 2 347 'Flank|RNF167_uc NM_003562 NP_003553 Q02978 M2OM_HUMAN Solcar 1. 0 AATGCCCCTCAGG 0.572

+ 11 1230 NM_006612 NP_006603 O43896 KIF1C_HUMAN 2 TACAGGGACTCTG 0.512

+ 20 2190 NM_006612 NP_006603 O43896 KIF1C_HUMAN 2 GAGCCAGTCGACT 0.612

- 5 1661 _p.P321S|ZNF232_ NM_014519 NP_055334 Q9UNY5 ZN232_HUMAN 2 TATAGGGTTTCTC 0.413

- 2 423 cle.1_Missense_M NM_002532 NP_002523 Q99567 NUP88_HUMAN 1 CTAATACCATAAG 0.333

- 15 2709 0clo.2_Missense_M NM_014804 NP_055619 Q2KHM9 K0753_HUMAN 0 CCATCTCTTCCAT 0.552

- 3 1032 2_5'UTR|KIAA075 NM_014804 NP_055619 Q2KHM9 K0753_HUMAN 0 TCAGTTCTTTCTG 0.428

+ 9 1255 uc002gdy.1_Intron NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1 CAACACCCGGGC 0.562

+ 1 382 NM_201566 NP_963860 Q7RTY0 MOT13_HUMAN ical; (Potential). 2 AGTCGGCGCTTG 0.647

- 4 1365 o.1_Missense_Mu NM_001365 NP_001356 P78352 DLG4_HUMAN 2 TAGCGGTATTTCT 0.692

- 5 673 NM_015982 NP_057066 Q9Y2T7 YBOX2_HUMAN Pro-rich. 0 GCCAGGTCCTGT 0.672

- 7 1373 e_Mutation_p.G456 NM_032442 NP_115818 Q96JN8 NEUL4_HUMAN NHR 2. 2 CCTTACCCTGATC 0.552

+ 3 316 _p.P97S|TMEM95 NM_198154 NP_937797 Q3KNT9 TMM95_HUMANcellular (Potential). 0 AAGCTCCCTGAG 0.557

+ 2 548 NM_020795 NP_065846 Q8NFZ4 NLGN2_HUMANcellular (Potential). 1 AAAAAACGTGACG 0.383

+ 3 503 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN 0 CAGCAGCGGCCG 0.393

+ 3 1258 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN 0 CGCCTGGCGTCC 0.677

+ 4 321 e_Mutation_p.E22 NM_000747 NP_000738 P11230 ACHB_HUMAN cellular (Potential). 2 CCTGCGGAGCACG 0.622

- 3 948 hd.3_Missense_Mu NM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN 4 GGAGGGGCCGC 0.697

- 8 993 n_p.R135G|TP53_ NM_001126112 NP_001119584 P04637 P53_HUMAN K1 (By similaLGRNS(2)|p.G2 22245 TGTTCCGTCCCAG 0.522 rs55832599

+ 2 647 NM_001406 NP_001397 Q15768 EFNB3_HUMANcellular (Potential). 1 TACCTGGTAGGGG 0.622

- 3 439 62M|CYB5D1_uc010cnn.1_5'Flank|CYB5D1_uc002gjb. Q9BRA0 LSMD1_HUMAN 1 TCTGCACCTCAAT 0.562

+ 9 1994 NM_000180 NP_000171 Q02846 GUC2D_HUMANe.|Cytoplasmic (Potential). 1 GGACTGGATGTTC 0.617

+ 9 1138 AS_uc010vuv.1_5'U NM_012393 NP_036525 O15067 PUR4_HUMAN TP (Potential). 5 ATTCGAGATGTCC 0.587



- 31 4300 p.E1433K|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2 GGGCCTCCGCGT 0.537

- 1 489 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMAN 1 GTCAGGCCGCTG 0.632

+ 5 607 NM_004246 NP_004237 O95838 GLP2R_HUMAN lasmic (Potential). 3 TTGTTTCTTCGGT 0.368

- 30 4091 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN Potential. 6 GCGTGCGCCATG 0.527

- 8 786 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN yosin head-like. 11 AGGCCTCCAGTAG 0.507

- 22 2703 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21 GCCTCGGTCTTAG 0.423

- 20 2346 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN yosin head-like. 21 ATGGACCCCAGGA 0.403

- 34 5202 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7 GGAGTCCAGGAG 0.647

+ 36 7152 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20 GACATCCCTGCAG 0.483

+ 52 10129 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN 20 TTGGAGGACTCG 0.498

- 4 969 _p.D122N|ZNF18_u NM_144680 NP_653281 P17022 ZNF18_HUMAN SCAN box. 1 GGGGGTCCCCCTT 0.522 rs148878294

+ 4 755 V2_uc002gpz.2_5' NM_016113 NP_057197 Q9Y5S1 TRPV2_HUMAN r interaction with SLC50A1 1 AAGGACGGAGTCA 0.572

- 6 1012 NM_020787 NP_065838 Q9P2J8 ZN624_HUMAN C2H2-type 2. 2 GTTTTCCCACATT 0.353

- 14 2207 D6_uc010cpn.2_Int NM_144997 NP_659434 Q8NFG4 FLCN_HUMAN 3 CGGACCGTGGAC 0.597

- 1 376 NM_016084 NP_057168 Q9Y272 RASD1_HUMAN region (By similarity). 0 ATGGTAGGCGTGT 0.627

- 5 1054 n_p.G263D|SREB NM_004176 NP_004167 P36956 SRBP1_HUMAN Interaction with LMNA (By s 1 GTTCCGCCACTCA 0.632

- 6 693 e_Mutation_p.P134 NM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN 0 GACCTGGGCATGG 0.597

- 7 634 se_Mutation_p.P16 NM_002018 NP_002009 Q13045 FLII_HUMAN RRFIP1 and LRRFIP2.|LRR 2 CGCTGGGAGCTG 0.672

+ 2 288 n_p.A26V|SMCR7_ NM_139162 NP_631901 Q96C03 SMCR7_HUMAN ical; (Potential). 0 TCCTGGCCAATGC 0.662

+ 3 1226 NM_021012 NP_066292 Q14500 IRK12_HUMAN me=M2; (By similarity). 4 TCGACTCCTTCAT 0.637

+ 6 1156 LK_uc010cri.1_RN NM_016231 NP_057315 Q9UBE8 NLK_HUMAN Protein kinase. 3 TGGGCAGCCGTC 0.443

- 2 208 e_Mutation_p.V52I|IFT20_uc010wae.1_Missense_Mutat Q8IY31 IFT20_HUMAN 0 GGGTAACCTCTGG 0.502

- 2 429 se_Mutation_p.A11 NM_033198 NP_149975 Q96S52 PIGS_HUMAN ical; (Potential). 4 GGGCGGCGCGC 0.677

- 24 3670 2_5'Flank|ALDOC_ NM_006461 NP_006452 Q96R06 SPAG5_HUMAN 1 TCTTAGCTCAGAA 0.483

- 16 3038 NM_014680 NP_055495 Q14667 K0100_HUMAN 4 TGGAAGGAGGCAT 0.547

+ 7 1405 cq.1_Missense_Mu NM_004295 NP_004286 Q9BUZ4 TRAF4_HUMAN MATH. 2 TCTCTGGGCTTTG 0.547

- 8 1870 cry.1_Missense_M NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN ar (Potential).|Sushi 2. 2 GGGTCGCAGCTG 0.592

- 2 2048 IP2_uc002hdx.3_I NM_020772 NP_065823 Q7Z417 NUFP2_HUMAN 4 AGAACCCCAGCTA 0.388

- 19 2270 bg.1_Missense_Mu NM_014030 NP_054749 Q9Y2X7 GIT1_HUMAN XN and TGFB1I1 (By similar 0 GGGAGGCCATCTC 0.612

- 9 1046 bg.1_Missense_Mu NM_014030 NP_054749 Q9Y2X7 GIT1_HUMAN milarity).|PTK2-binding (By 0 CGAGTTCCTCAAA 0.592

+ 19 3656 e_Mutation_p.G967 NM_001304 NP_001295 O75976 CBPD_HUMAN ntial).|Carboxypeptidase-lik 2 ACAAGGGAGTTCA 0.353

- 2 259 orf79_uc010css.2_ NM_018405 NP_060875 Q9NQ92 COPR5_HUMAN 0 CCATAGCCTTCTC 0.488

- 1 140 NM_002981 NP_002972 P22362 CCL1_HUMAN 0 CTCTTGCTGTCCA 0.572

+ 3 773 NM_017559 NP_060029 Q8TC99 FNDC8_HUMAN ronectin type-III. 2 AAGAATCGTCCAT 0.532

- 5 516 .1_5'UTR|NLE1_uc NM_018096 NP_060566 Q9NVX2 NLE1_HUMAN WD 2. 4 GACCAGGATATAC 0.408

+ 20 2774 hjc.2_Missense_M NM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6 CTGCTGGAGATCC 0.552

- 2 1290 NM_000286 NP_000277 O00623 PEX12_HUMAN mal matrix (Potential). 0 CTCCTGGCTGGTT 0.458

- 2 1241 NM_000286 NP_000277 O00623 PEX12_HUMAN mal matrix (Potential). 0 GAGCTTGTATATC 0.468 rs61752106

+ 3 588 NM_033315 NP_201572 Q96S79 RSLAB_HUMAN all GTPase-like. 4 GGAGTGGGCAGA 0.602

- 42 5376 e_Mutation_p.E172 NM_198836 NP_942133 Q13085 ACACA_HUMANboxyltransferase. 2 GAATTTCTTCTGC 0.448

+ 3 354 CACA_uc002hnq.2_ NM_173625 NP_775896 Q8N4C9 CQ078_HUMAN 0 ATTGCTGCTCCCC 0.458

- 5 1279 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMAN Name=2; (Potential). 3 CAGTTTCCAGCAG 0.552

- 3 495 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0 GCTCAAGGTTATG 0.398

+ 1 93 MT_uc002hsi.1_5'F NM_003673 NP_003664 O15273 TELT_HUMAN 0 TGGAAGGATCTGA 0.617

- 6 663 KZF3_uc002hsx.2_ NM_012481 NP_036613 Q9UKT9 IKZF3_HUMAN 6 TGTAGGGTTTCTC 0.502

- 2 150 RMDL3_uc002htk. NM_139280 NP_644809 Q8N138 ORML3_HUMAN lasmic (Potential). 0 CTGTGCCCACATT 0.612

- 16 1824 491V|MED24_uc01 NM_014815 NP_055630 O75448 MED24_HUMAN 1 GTCTGGGCCACAT 0.647



- 1 169 39_uc010wfm.1_5 NM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0 CTGGTTGACAGTT 0.498

- 1 208 NM_031957 NP_114163 Q9BYS1 KRA15_HUMANC-C-[QEPVRC]- [TPIVLE]-[S 0 CAGGTCCCACTG 0.632

+ 1 409 NM_001146041 NP_001139513 Q9BYQ8 KRA49_HUMAN [RQVHIEK]- [SPTR]-[VSTQ 0 gctgcaagccccagtgc 0.149

- 1 163 NM_033188 NP_149445 Q9BYR2 KRA45_HUMAN -[GRQVCHIEK]- [SPTR]-[VS 0 CACTGGGGCTTG 0.448

- 1 491 NM_033187 NP_149443 Q9BYR4 KRA43_HUMAN C-C-[GIKRQVH]-[SPT]- [ST 0 ACACAGCAGCTG 0.627

- 7 1186 31_uc010cxn.2_3' NM_002277 NP_002268 Q15323 K1H1_HUMAN Tail. 0 TTGCTGCACGCG 0.567

- 1 159 uc002hwo.1_RNA NM_003770 NP_003761 O76014 KRT37_HUMAN Head. 1 CATTGGCCTCTGC 0.622

- 7 1362 NM_002278 NP_002269 Q14532 K1H2_HUMAN Tail. 0 ACAGTGCGTGGC 0.637 rs139528234

- 6 1148 NM_002278 NP_002269 Q14532 K1H2_HUMAN Coil 2.|Rod. 0 GCTGGGCCTCAA 0.627

- 6 1430 hxu.2_Splice_Site_ NM_006455 NP_006446 Q92791 SC65_HUMAN 0 CACTCACCTCATC 0.607

- 5 663 HX58_uc010wgf.1_ NM_024119 NP_077024 Q96C10 DHX58_HUMANcase ATP-binding. 0 TACTGGCTCATGA 0.602

- 1 329 B9_uc002hyy.2_5'F NM_021078 NP_066564 Q92830 KAT2A_HUMAN 2 GCCTTCCTCTGAC 0.726

- 6 801 cxx.2_Missense_M NM_201434 NP_958842 P51148 RAB5C_HUMAN 2 ATGTCTCCATGAA 0.527

- 10 1954 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMAN lasmic (Potential). 1 TGTCAGCTCTCAG 0.572

- 1 150 1_5'UTR|FAM134C NM_178126 NP_835227 Q86VR2 F134C_HUMAN 2 GTCGACCCCGAAG 0.692

+ 10 1373 _p.V220I|TUBG2_u NM_016437 NP_057521 Q9NRH3 TBG2_HUMAN 1 CACCGGGTCAGC 0.597

+ 18 2992 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMAN 3.|Extracellular (Potential). 8 AGACGCCCCTTTG 0.468

+ 15 2300 _p.P652S|DHX8_uc NM_004941 NP_004932 Q14562 DHX8_HUMAN 4 ACATATCCAGTGG 0.443

- 13 1724 o.1_Missense_Mu NM_005374 NP_005365 Q14168 MPP2_HUMAN nylate kinase-like. 0 CCGTAGCCCCGC 0.632

+ 1 862 NM_001466 NP_001457 Q14332 FZD2_HUMAN cellular (Potential). 3 CGTTTCGCGCGC 0.597

- 1 271 se_Mutation_p.A71 NM_002055 NP_002046 P14136 GFAP_HUMAN Head. 2 TCTCTGCCCGCTC 0.607

+ 6 1381 APT_uc002ijx.3_Int NM_016835 NP_058519 P10636 TAU_HUMAN 1 CAGAGCCCTCTGA 0.632

+ 10 1968 MAPT_uc002ijt.3_M NM_016835 NP_058519 P10636 TAU_HUMAN 1 ACTCCACCCAAGT 0.672

+ 16 1932 wkf.1_Splice_Site_p NM_006178 NP_006169 P46459 NSF_HUMAN 1 TGCTTGGTGAGTC 0.343

+ 12 1711 2ill.1_Missense_Mu NM_152347 NP_689560 Q8IY85 CQ057_HUMAN 3 CAGAAGCCAGCTG 0.383

+ 5 875 n_p.G35E|KPNB1_ NM_002265 NP_002256 Q14974 IMB1_HUMAN HEAT 2. 3 CCAGGGGATGAG 0.388

+ 21 2818 _p.A683T|KPNB1_ NM_002265 NP_002256 Q14974 IMB1_HUMAN 3 TGTACAGCATTTG 0.428

+ 3 975 NM_013351 NP_037483 Q9UL17 TBX21_HUMAN T-box. 0 ATGTGACCCAGGT 0.587

- 12 560 NM_016429 NP_057513 Q9P299 COPZ2_HUMAN 0 CATCTGCCTGTAA 0.597

- 2 1081 NM_002145 NP_002136 P14652 HXB2_HUMAN 0 AGAGGCCTCCGG 0.592

- 2 1506 n_p.S369F|HOXB3_ NM_002146 NP_002137 P14651 HXB3_HUMAN 0 AGAGGGAGGGGC 0.716

+ 10 1047 _p.A251V|CALCOC NM_005831 NP_005822 Q13137 CACO2_HUMAN Potential. 1 GTAATGCTCTGCA 0.383

+ 8 1167 dbj.2_Missense_M NM_006546 NP_006537 Q9NZI8 IF2B1_HUMAN L4 and binding to TAU mRN 1 AGGTTCCCCTGAA 0.493

- 2 871 e_Mutation_p.G136 NM_001145365 NP_001138837 Q9Y2D9 ZN652_HUMAN Glu-rich. 1 GAGACACCCTTTT 0.428

- 4 482 NM_000088 NP_000079 P02452 CO1A1_HUMAN 382 CCTCGGGGGCCA 0.687

+ 2 243 se_Mutation_p.P63 NM_018346 NP_060816 Q9HA92 RSAD1_HUMAN 0 TACATCCCTCGCC 0.632

+ 18 2852 BPAP_uc002iqz.2_ NM_032133 NP_115509 Q8TBZ2 MYBPP_HUMAN 6 ACCGTCCCAACAG 0.532

+ 9 1904 n_p.A518V|EPN3_ NM_017957 NP_060427 Q9H201 EPN3_HUMAN 1 AAGAGGCCCGAG 0.607

+ 20 2775 NM_003786 NP_003777 O15438 MRP3_HUMANasmic (By similarity). 4 TATGTGGTCCAGA 0.562

- 3 676 NM_052855 NP_443087 Q6AI12 ANR40_HUMAN 0 TCTGGGCTGAATC 0.582

+ 2 2076 dbu.2_Missense_M NM_175575 NP_783165 Q8TEU8 WFKN2_HUMAN NTR. 3 GTCGCAGCGACTT 0.627

- 5 817 on_p.S38L|SPAG9_ NM_001130528 NP_001124000 O60271 JIP4_HUMAN 5 CCTAATGATATAGG 0.393

+ 2 255 _Missense_Mutatio NM_002512 NP_002503 P22392 NDKB_HUMAN 0 AAGAGATGGTGC 0.308

+ 13 1306 dcd.1_Missense_M NM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN Potential. 1 GGAATGGAAATGG 0.433

+ 5 603 R11_uc002ixg.1_R NM_018304 NP_060774 Q96HE9 PRR11_HUMAN Pro-rich. 2 TTCCTCCCACACT 0.423

- 2 586 RH2_uc002ixs.2_R NM_016077 NP_057161 Q9Y3E5 PTH2_HUMAN 0 TGAGAGCCTGGTG 0.448

+ 3 383 n_p.L41F|RPS6KB NM_003161 NP_003152 P23443 KS6B1_HUMANProtein kinase. 1 GAGCTACTTCGGG 0.403



+ 11 1119 p.G286D|RPS6KB NM_003161 NP_003152 P23443 KS6B1_HUMANProtein kinase. 1 GAGCTGGTCCTGG 0.393

+ 13 1305 p.S348N|RPS6KB NM_003161 NP_003152 P23443 KS6B1_HUMAN kinase C-terminal. 1 CTCTCAGTGAAAG 0.393

- 2 578 T1_uc010wop.1_M NM_016125 NP_057209 Q5M7Z0 RNFT1_HUMAN ical; (Potential). 0 TTGACGCTCAGAA 0.358

+ 6 1774 M1D_uc010ddm.1_ NM_003620 NP_003611 O15297 PPM1D_HUMAN 1 TCAACTCCTGGCC 0.393

+ 24 2601 S3_uc002iyz.3_Mis NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 GCGTGACCCTGCT 0.642

+ 1 407 NM_203425 NP_982249 Q86X59 CQ082_HUMAN 0 GCGCTCCCTGCTC 0.736

- 6 849 m.2_Missense_Mu NM_020748 NP_065799 Q9H0H0 INT2_HUMAN 3 TGAGAAGGATTC 0.443

+ 9 1082 2izw.2_Missense_M NM_181725 NP_859076 Q96IZ6 MTL2A_HUMAN 0 ACCGAGGAAAGCA 0.512

+ 7 996 CAF7_uc010wpn.1_ NM_005828 NP_005819 P61962 DCAF7_HUMAN 1 CTGTCGCCAGGT 0.473

- 9 1034 NM_001433 NP_001424 O75460 ERN1_HUMAN 9 GACTTACCACGAC 0.483

- 4 720 .1_5'UTR|SMURF2 NM_022739 NP_073576 Q9HAU4 SMUF2_HUMAN 4 TCACAACCAGTGT 0.284

- 7 1979 M1P_uc002jev.3_Sp NR_024386 0 GACTTACCGGGCG 0.557

- 11 5113 _p.L505F|LRRC37A NM_199340 NP_955372 O60309 L37A3_HUMAN cellular (Potential). 0 CACTGAGAAGCT 0.517

- 2 494 2jfh.2_Missense_M NM_004655 NP_004646 Q9Y2T1 AXIN2_HUMAN 2 GAGATGCCCGCC 0.607

+ 4 991 NM_014405 NP_055220 Q9UBN1 CCG4_HUMAN lasmic (Potential). 1 ACGACCCCTGTGT 0.582

+ 1 147 NM_000727 NP_000718 Q06432 CCG1_HUMAN ical; (Potential). 0 ATGACAGCCGTG 0.632

+ 9 1131 NC1_uc002jgb.2_3 NM_012417 NP_036549 Q9UKF7 PITC1_HUMAN 1 AGCATCCCCCTGC 0.537

+ 12 1295 n_p.T249I|NOL11_ NM_015462 NP_056277 Q9H8H0 NOL11_HUMAN 0 TTCATACTGTCAT 0.413

+ 11 5145 e.2_Missense_Muta NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 TTTCAAGACCAAA 0.423

+ 9 1787 hb.1_Missense_Mu NM_014960 NP_055775 Q96EG1 ARSG_HUMAN 1 GGAAGTCCAGCC 0.562

- 7 747 qo.1_Missense_Mu NM_017983 NP_060453 Q5MNZ9 WIPI1_HUMAN WD 1. 0 TTTTGCCCATCAG 0.498

+ 9 1037 p.G286E|PRKAR1A NM_212471 NP_997636 P10644 KAP0_HUMAN cAMP 2. 12 GCAGGGAGAACC 0.388

- 22 3067 ez.2_Missense_Mu NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 GTATTACATGCTA 0.348

- 39 5393 wqs.1_Missense_M NM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4 GCCTGAGAGAGG 0.433

+ 5 535 p.R83W|MAP2K6_ NM_002758 NP_002749 P52564 MP2K6_HUMANProtein kinase. 5 ATTCAGCGGATCC 0.458

+ 11 1546 0dfp.2_RNA|uc002 NM_023036 NP_075462 Q9GZS0 DNAI2_HUMAN 3 GTCTCGCCTGGG 0.642

+ 3 1243 ense_Mutation_p.G NM_018653 NP_061123 Q9NQ84 GPC5C_HUMAN lasmic (Potential). 5 GTGATGGGCAGTG 0.617

+ 1 511 _p.G14D|RAB37_u NM_175738 NP_783865 Q96AX2 RAB37_HUMAN 1 GAGCTGGCCCTG 0.597

+ 10 1439 wrg.1_Intron|TMEM NM_017728 NP_060198 Q8NE00 TM104_HUMAN ical; (Potential). 0 TCACAGGGGCCTA 0.667

- 12 2636 RIN2C_uc002jlu.1_ NM_000835 NP_000826 Q14957 NMDE3_HUMAN ical; (Potential). 4 GCCAGCCCCATGG 0.597

- 6 616 k.1_Missense_Mut NM_024417 NP_077728 P22570 ADRO_HUMAN 0 CTGTGTCACAGCT 0.632

+ 7 1177 NM_178160 NP_835454 Q7RTS6 OTOP2_HUMAN 4 GAACCCCACGCG 0.612

+ 3 553 _p.A61T|SLC16A5 NM_004695 NP_004686 O15375 MOT6_HUMAN ical; (Potential). 1 CTCACGGCTGTGC 0.602

+ 4 572 _p.G67E|SLC16A5 NM_004695 NP_004686 O15375 MOT6_HUMAN ical; (Potential). 1 CCACAGGGCCCCT 0.627

- 2 130 1_5'UTR|GGA3_uc NM_138619 NP_619525 Q9NZ52 GGA3_HUMAN to ARF1 (in long isoform). 2 ACCCTTCCAGCTC 0.552

+ 15 1938 _p.A595V|LLGL2_u NM_001031803 NP_001026973 Q6P1M3 L2GL2_HUMAN WD 10. 2 CCTTGGCCCTGCA 0.657

- 16 2543 e_Mutation_p.G769 NM_004259 NP_004250 O94762 RECQ5_HUMAN 3 GGGGTCCCTGAA 0.657

+ 2 79 n.2_RNA|UNK_uc0 NM_001080419 NP_001073888 Q9C0B0 UNK_HUMAN 0 CAGCCGGACATAG 0.647

- 26 2893 wsk.1_Missense_M NM_199242 NP_954712 Q70J99 UN13D_HUMAN MHD2. 2 GATGAGCTGCGCT 0.652

- 6 1381 pv.2_Missense_Mu NM_033452 NP_258411 Q96LD4 TRI47_HUMAN B30.2/SPRY. 5 ACAGCACCCTCTT 0.562

- 26 3237 _p.Y979C|FBF1_uc NM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0 TCCTCGTACTTCT 0.463

- 6 479 nse_Mutation_p.A5 NM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0 GGTCTGCCTCTG 0.527

- 19 2664 _p.Q834H|EVPL_uc NM_001988 NP_001979 Q92817 EVPL_HUMAN Globular 1. 4 AGGGCCTGGGA 0.637

- 17 2016 sw.1_Missense_Mu NM_001145297 NP_001138769 Q9UPT5 EXOC7_HUMAN 0 TGACTCCCGGCTG 0.547

- 3 379 on_p.S95N|EXOC7 NM_001145297 NP_001138769 Q9UPT5 EXOC7_HUMAN 0 GTGTCACTGGCCA 0.522

- 2 637 ense_Mutation_p.P NM_001454 NP_001445 Q92949 FOXJ1_HUMAN Fork-head. 1 CCCGAGGCACTTT 0.597

- 17 1867 sense_Mutation_p. NM_052916 NP_443148 Q96PX1 RN157_HUMAN 1 GCGTGGGTGATCC 0.438



+ 3 519 NM_182565 NP_872371 Q8IYN6 F100B_HUMAN 1 CGCCGCCCAACT 0.682

- 18 5087 8Q|QRICH2_uc010 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN 5 GGCGGCCTGTGCA 0.667

- 4 2786 e_Mutation_p.G795 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN 5 TCTATACCAGGTG 0.488

- 13 2121 n_p.V686I|UBE2O_ NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 TGCTGACGTCCAC 0.632

- 19 2680 e_Mutation_p.S767 NM_024599 NP_078875 Q6PJF5 RHDF2_HUMAN lasmic (Potential). 0 TTGTCGCTGGTGC 0.622

+ 4 1242 _p.M214I|TNRC6C NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANwith argonaute family protein 2 TGGTATGGGGGC 0.512

+ 12 1764 238*|TMC8_uc010w NM_152468 NP_689681 Q8IU68 TMC8_HUMANmenal (Potential). 0 GGTTCTGGGCCTG 0.637

- 2 964 NM_003955 NP_003946 O14543 SOCS3_HUMAN SOCS box. 1 TGGAGGAGAGGG 0.632

- 11 1840 .2_5'Flank|DNAH17_uc002jvs.2_RNA 9 TCTCTGGCTTGTA 0.562

- 2 286 AH17_uc002jvs.2_RNA 9 TCTGCTCCAGAAA 0.522

- 16 2813 e_Mutation_p.P442 NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5 CTGTGGGAGGCG 0.597

- 12 1507 wb.1_Nonsense_M NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5 CTGGTACCACTGT 0.443

- 4 785 2_Missense_Muta NM_001159772 NP_001153244 Q8WVQ1 CANT1_HUMANmenal (Potential). 0 TTGACTCTGTGTC 0.562

+ 3 591 NM_178543 NP_848638 Q6UWV6 ENPP7_HUMAN 3 GATCTGGTCACAC 0.617

- 5 1619 NM_003655 NP_003646 O00257 CBX4_HUMAN action with BMI1. 2 GCGGCTCCCCGG 0.557

+ 6 891 n_p.M288I|CCDC4 NM_017950 NP_060420 Q4G0X9 CCD40_HUMAN 3 CCTGATGGTAAGA 0.567

+ 6 896 _p.R290K|CCDC4 NM_017950 NP_060420 Q4G0X9 CCD40_HUMAN 3 TGGTAAGATTCCA 0.562

+ 18 2789 wug.1_Missense_M NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6 GGCAGGAGCTGG 0.488

+ 23 3537 wug.1_Missense_M NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6 AGGCCCCGCTGG 0.692

+ 13 1643 p.S512N|BAIAP2_u NM_017451 NP_059345 Q9UQB8 BAIP2_HUMAN 0 GAGCAGGTAAGG 0.652

- 7 931 o.1_Missense_Muta NM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4 CCCCCAGTATTGT 0.637

- 3 890 NM_178520 NP_848615 Q8N8V8 TM105_HUMAN ical; (Potential). 1 CCTCACCACCCC 0.602

- 3 636 e_Mutation_p.A204 NM_001614 NP_001605 P63261 ACTG_HUMAN 2 GCTCGGCCGTGG 0.632 rs11549225

+ 11 994 NM_004712 NP_004703 O14964 HGS_HUMAN with SNX1 (By similarity). 1 CCAGCAGCCTGT 0.637

+ 13 1060_1061 NM_004712 NP_004703 O14964 HGS_HUMAN with SNX1 (By similarity). 1 CGCACGGTATCT 0.639

- 7 1161 1_5'UTR|P4HB_uc NM_000918 NP_000909 P07237 PDIA1_HUMAN 0 TCTCCTCCTCCAG 0.587

- 5 656 NM_005782 NP_005773 Q86V81 THOC4_HUMAN a/Arg/Gly-rich. 0 CCACCACCAAAAC 0.612

+ 3 249 sense_Mutation_p NM_016476 NP_057560 Q9NYG5 APC11_HUMAN 0 GGCGTGGCCACT 0.562

- 4 627 wvd.1_Missense_M NM_006907 NP_008838 P32322 P5CR1_HUMAN 0 GGATGACCCTGGG 0.642

+ 4 608 se_Mutation_p.A16 NM_004127 NP_004118 Q13098 CSN1_HUMAN 1 CCGGGCCCGGG 0.642

- 3 723 _p.D109N|SECTM1 NM_003004 NP_002995 Q8WVN6 SCTM1_HUMANcellular (Potential). 0 GGAGTCCCGGG 0.532

+ 7 791 e_Mutation_p.P247L|HEXDC_uc010wvm.1_RNA|HEXD Q8WVB3 HEXDC_HUMAN 2 GCTTTCCGCAGCT 0.667

+ 8 967 e_Mutation_p.V306M|HEXDC_uc010wvm.1_RNA|HEXD Q8WVB3 HEXDC_HUMAN 2 TACTCTGTGCTGT 0.687

+ 8 930 _p.E310K|NARF_u NM_012336 NP_036468 Q9UHQ1 NARF_HUMAN 1 ATAATGGAGCAAG 0.522

+ 1 157 KRP_uc010wvr.1_5 NM_024619 NP_078895 Q9HA64 KT3K_HUMAN 0 ATCAAGGACGAG 0.706

+ 2 679 kgi.2_Missense_M NM_001004431 NP_001004431 Q641Q3 METRL_HUMAN 0 AGCTGTCTGGTGA 0.657

+ 4 796 kgi.2_Missense_M NM_001004431 NP_001004431 Q641Q3 METRL_HUMAN 0 ACTCAGCCATCCA 0.647

+ 5 689 _p.D234N|CLUL1_u NM_014410 NP_055225 Q15846 CLUL1_HUMAN 2 ATGGAGGATGTGT 0.388

- 4 1535 0dkj.2_Missense_M NM_022840 NP_073751 Q8N3J2 METL4_HUMAN 2 TTCTGTCCCATTA 0.328

+ 4 450 NM_006101 NP_006092 O14777 NDC80_HUMANminus of CDCA1.|Nuclear lo 1 GACAAAGCATTCA 0.358

+ 3 569 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN 3 GGCCTCGAAACAG 0.512 rs147386217

+ 4 1709 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN 3 AGCTCAGTCCCCC 0.512

- 9 1512 klq.2_Missense_Mu NM_003803 NP_003794 P52179 MYOM1_HUMAN 5 GTCACACCAACTG 0.388

- 1 458 DLGAP1_uc002km NM_004746 NP_004737 O14490 DLGP1_HUMAN 4 CGCTGCGGTGCTC 0.677

- 7 826 dkq.1_Missense_M NM_012307 NP_036439 Q9Y2J2 E41L3_HUMAN FERM. 5 TAATCGCTCCCAC 0.527

+ 5 482 _p.P100S|ARHGAP28_uc002kne.2_Missense_Mutation B4DXL2 B4DXL2_HUMAN 1 GGATCACCGGAGC 0.458

- 62 8939 knl.2_Splice_Site_ NM_005559 NP_005550 P25391 LAMA1_HUMAN 21 CAAGACCTAAAAG 0.403



- 58 8491 knl.2_Splice_Site_ NM_005559 NP_005550 P25391 LAMA1_HUMAN 21 ATCGTACCGTGTG 0.532

+ 13 3066 e_Mutation_p.V934 NM_015210 NP_056025 Q9Y4B5 CC165_HUMAN 0 GCAACGTTCGCC 0.532

+ 9 3985 2knx.2_Missense_M NM_015208 NP_056023 Q6UB98 ANR12_HUMAN 3 AAATGTCCTTTTC 0.463

+ 5 771 oj.2_Missense_Mut NM_194434 NP_919415 Q9P0L0 VAPA_HUMAN lasmic (Potential). 0 GATGGACCTATGC 0.373

+ 16 2503 _p.T333I|CEP192_ NM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 CTGATACTTGGGA 0.383 rs146445120

+ 18 3112 192_uc002kru.2_R NM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 TAGAGTCCTTTGG 0.522

+ 19 3394 192_uc002kru.2_R NM_032142 NP_115518 E9PF99 E9PF99_HUMAN 5 ACATTATCATCTAT 0.373

- 3 824 e_Mutation_p.R13 NM_001098801 NP_001092271 Q96ND0 CR019_HUMAN DUF1279. 2 TACTGTCTAAATG 0.383

+ 6 860 se_Mutation_p.E26 NM_003799 NP_003790 O43148 MCES_HUMAN 0 TTTCAGGAACTTC 0.333

- 1 810 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3 CCCCAAGCGCCCA 0.597

+ 2 491 RD30B_uc010xak.1 NM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN 2 TTGATGGCGAAGG 0.423

- 7 1755 NM_005406 NP_005397 Q13464 ROCK1_HUMANProtein kinase. 5 CTACAAGCATTTC 0.343

- 1 1570 NM_172241 NP_758441 Q96RT6 CTGE2_HUMAN 1 GAGGGACCATATG 0.413

- 1 1533 NM_172241 NP_758441 Q96RT6 CTGE2_HUMAN 1 TATTTGGAACATC 0.368

+ 3 1007 CABLES1_uc002ku NM_001100619 NP_001094089 Q8TDN4 CABL1_HUMAN th CDK3 (By similarity). 1 GGAATGGCAGGTA 0.468

+ 10 1791 xas.1_Splice_Site_ NM_003831 NP_003822 O14730 RIOK3_HUMAN 3 TTCACAGTTGATG 0.363

- 20 3272 az.1_Missense_Mu NM_000271 NP_000262 O15118 NPC1_HUMAN 2 ACATGGGCAGGA 0.537

- 8 1475 _p.P202S|NPC1_uc NM_000271 NP_000262 O15118 NPC1_HUMAN 2 AGAAAGGCCCAAA 0.567

- 2 390 C1_uc010xba.1_In NM_000271 NP_000262 O15118 NPC1_HUMAN 2 TTGTACCTCTTGT 0.428

+ 4 820 kuu.2_Missense_M NM_001135993 NP_001129465 Q8N584 TT39C_HUMAN 1 CCGCCCCCTCTAT 0.443

- 4 3069 nse_Mutation_p.S9 NM_015461 NP_056276 Q96K83 ZN521_HUMANC2H2-type 22. 7 TTTTCGGAGAAGA 0.488

- 4 1766 nse_Mutation_p.A5 NM_015461 NP_056276 Q96K83 ZN521_HUMAN 7 CTTTAGCTGCAGG 0.443

- 2 670 _p.G645D|KCTD1_ NM_001136205 NP_001129677 Q719H9 KCTD1_HUMAN BTB. 1 TGGCCGCCCACA 0.502

- 5 1052 bn.1_Missense_Mu NM_001792 NP_001783 P19022 CADH2_HUMAN |Extracellular (Potential). 4 GGCCCAGTTACAC 0.478

- 11 2097 wk.3_Missense_Mu NM_024422 NP_077740 Q02487 DSC2_HUMAN r (Potential).|Cadherin 4. 3 AAGGACTGTAATAT 0.383

- 5 998 wk.3_Missense_Mu NM_024422 NP_077740 Q02487 DSC2_HUMAN |Extracellular (Potential). 3 TCCGAGGTTCTTG 0.373

+ 5 729 NM_001942 NP_001933 Q02413 DSG1_HUMAN 7 ATGCAAGTAAGTA 0.388

+ 1 119 NM_001944 NP_001935 P32926 DSG3_HUMAN 9 ATGGGGCTCTTCC 0.483

+ 4 509 NM_000371 NP_000362 P02766 TTHY_HUMAN 1 CGCCGCTACACC 0.562

+ 7 1080 kxh.2_Missense_M NM_016271 NP_057355 Q8WVD3 RN138_HUMAN 0 ATCAGAGACATCA 0.308

+ 7 716 XL3_uc002kxq.2_5' NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 AAATCTCCCACTG 0.318

+ 12 5868 xq.2_Missense_Mu NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 GGCTGCCAGGG 0.522

+ 2 95 e_Mutation_p.L32 NM_001390 NP_001381 Q9Y4J8 DTNA_HUMAN th MAGEE1 (By similarity). 0 ATCCGACTCTCCA 0.403

- 4 983 ys.2_Missense_Mu NM_006965 NP_008896 P17028 ZNF24_HUMAN 0 GTTTCTCCCCACT 0.428

+ 8 1164 _p.E311K|GALNT1_ NM_020474 NP_065207 Q10472 GALT1_HUMANmenal (Potential). 2 CTTGCAGAAGTGT 0.398

+ 4 711 NM_017947 NP_060417 Q96EN8 MOCOS_HUMAN 1 AGCACGCCTGGG 0.562

+ 10 1287 LC14A1_uc002lbh NM_001146036 NP_001139508 Q13336 UT1_HUMAN ical; (Potential). 2 ATCTTGGAGTCGG 0.423

- 2 1053 2lbo.1_Missense_M NM_020964 NP_066015 Q9HCE0 EPG5_HUMAN 0 TTTTGGCAATCAG 0.448

- 4 444 lct.2_Missense_Mu NM_032124 NP_115500 Q9H0R4 HDHD2_HUMAN 0 TGTATTCCTGGGA 0.343

- 31 4387 ea.2_Missense_Mu NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMAN Potential. 5 CAGGGCCTCGAG 0.607

- 6 1187 NM_145020 NP_659457 Q96M91 CCD11_HUMAN Potential. 3 TTGTCTTCCTCTAA 0.408

- 15 2199 e_Mutation_p.A486 NM_015846 NP_056671 Q9UIS9 MBD1_HUMAN TRD. 2 AGACTGCTGTATC 0.542

- 10 2055 ank|MBD1_uc010xd NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN Potential. 2 CGAGTGCGGGCA 0.602

- 8 1671 _p.S313F|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN/Glu-rich (acidic). 2 AATGGGGACTCTT 0.483

+ 2 1095 MAPK4_uc010doz.2 NM_002747 NP_002738 P31152 MK04_HUMAN ase.|ATP (By similarity). 6 TCAATGGTTTGGT 0.612

+ 4 1781 se_Mutation_p.P50 NM_002747 NP_002738 P31152 MK04_HUMANProtein kinase. 6 GTGATGCCTTCC 0.597

- 6 836 RO_uc010dpb.2_In NM_031939 NP_114145 Q9BYG7 MSTRO_HUMAN 0 AGGAGGGAATCTC 0.463



+ 7 1755 _p.V238M|DCC_uc NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 4. 17 CTTGGGGTGGTGA 0.428

+ 27 4576 pf.1_Missense_Mu NM_005215 NP_005206 P43146 DCC_HUMAN lasmic (Potential). 17 GCAGAACCATCCC 0.537

+ 3 451 2lfo.3_Missense_M NM_173529 NP_775800 Q8IYD9 CR054_HUMAN 2 GTAGAAGACACAC 0.338

- 4 815 F4_uc010xdy.1_Mis NM_003199 NP_003190 P15884 ITF2_HUMAN OD1 inhibition (By similarity 2 CCCTGGACGGGC 0.383

- 6 979 2lgi.2_Missense_M NM_004786 NP_004777 O43396 TXNL1_HUMAN PITH. 0 CAGTTACACTGTT 0.333

+ 12 1718 WDR7_uc002lgl.1_M NM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN WD 6. 3 TCTGGAGAAATGA 0.353

+ 14 2200 te|WDR7_uc002lg NM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3 GACAAGGTAAGTT 0.393

+ 19 3318 DR7_uc002lgl.1_M NM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3 AACTGAGAAGAAT 0.493

- 2 275 RS_uc010xeb.1_R NM_004539 NP_004530 O43776 SYNC_HUMAN 0 CCCGTGGCATCGC 0.413

- 5 3507 hk.1_Missense_Mu NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 GGGGAATTACTGC 0.493

- 5 2555 hk.1_Missense_Mu NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 TGTGGGTTCAGG 0.537

- 4 1139 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 AAAGTTCATAGTC 0.478

+ 4 674 on_p.Q41*|ZNF532 NM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2 ATGAAGCAGAATG 0.493

+ 4 2019 _p.S489N|ZNF532 NM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2 CCAGCAGCGCCA 0.547

+ 6 3149 n_p.V866I|ZNF532 NM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2 TGTGAAGTCTTCT 0.453

- 1 217 xek.1_Missense_M NM_005570 NP_005561 P49257 LMAN1_HUMAN tential).|L-type lectin-like. 1 ACGGTCCCGTCG 0.687

- 5 582 NM_133459 NP_597716 Q6UXH8 CCBE1_HUMAN lcium-binding (Potential). 3 GTCTTCCCATCAT 0.453

- 1 1281 NM_005912 NP_005903 P32245 MC4R_HUMAN Name=7; (Potential). 1 GTATGAGATACAA 0.408

+ 3 560 lif.2_Missense_Mu NM_031891 NP_114097 Q9HBT6 CAD20_HUMAN r (Potential).|Cadherin 2. 5 GTACCTCCGTCAT 0.498

+ 8 1508 o.2_RNA|ZCCHC2_ NM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2 AGCATGCCATAAT 0.318

+ 3 376 e_Mutation_p.A70T NM_012397 NP_036529 Q9UIV8 SPB13_HUMAN 1 ATAAAGGCTGAAG 0.408

+ 7 929 _p.G263D|SERPIN NM_012397 NP_036529 Q9UIV8 SPB13_HUMAN 1 TCGATGGCCTGGA 0.468

+ 9 1716 _p.G464E|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 4. 4 AAGTAGGAAGAGG 0.413

- 12 2120 .1_RNA|CDH19_u NM_021153 NP_066976 Q9H159 CAD19_HUMAN lasmic (Potential). 2 GTACTACTCCTCA 0.468

- 2 1766 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6 GAATGGCCAATTG 0.373

- 12 952 ez.1_Missense_Mu NM_019022 NP_061895 Q96JJ7 TMX3_HUMANmenal (Potential). 1 TTGCAACTTCCTG 0.308

- 2 349 lky.1_Missense_M NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN 4 TTGGTTGCCCCAG 0.328

+ 1 314 dqu.1_Missense_M NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2 TTAAATCTGGAAA 0.408

+ 4 4980 qu.1_Nonsense_M NM_017757 NP_060227 Q9C0G0 ZN407_HUMANC2H2-type 17. 2 GAAGTGGGCCCT 0.468

+ 18 3206 F236_uc002lmj.2_R NM_007345 NP_031371 Q9UL36 ZN236_HUMANC2H2-type 19. 4 GACGCGGCTTTG 0.478

+ 2 1544 ra.2_Missense_Mu NM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4 TGGACAGCAAGCC 0.711

+ 3 586 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8 ATCCAGGAGAGAA 0.318

- 5 712 _p.A226T|PPAP2C NM_003712 NP_003703 O43688 LPP2_HUMAN ical; (Potential). 1 CAAAGGCCACCAG 0.607

+ 9 1060 _p.G245E|PALM_uc NM_002579 NP_002570 O75781 PALM_HUMAN 0 CGCCGGGGATCC 0.692

- 5 663 3_uc002lpw.1_Splic NM_024888 NP_079164 Q6T4P5 LPPR3_HUMAN 0 GGCTCACCGTGCA 0.642

- 2 79 NM_006830 NP_006821 O14957 QCR10_HUMAN ical; (Potential). 2 CCGTCGGGACC 0.662

- 18 2201 e_Mutation_p.C60 NM_138813 NP_620168 O60423 AT8B3_HUMAN lasmic (Potential). 0 TACAGGCAGATGG 0.657

- 14 1503 NK2_uc010xgv.1_M NM_199054 NP_951009 Q9HBH9 MKNK2_HUMAN 2 CCTGCCCCGCGG 0.687

+ 5 1561 wl.2_Missense_Mu NM_001102651 NP_001096121 Q86TJ5 ZN554_HUMAN C2H2-type 6. 1 CAGCACGAGCGA 0.542

- 12 1567 04_splice|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN 4 CCCTCACCTTCGT 0.711

+ 13 2499 NM_005483 NP_005474 Q13111 CAF1A_HUMAN Binds to p60. 2 TCAAGCGGCTCA 0.637

- 8 1305 NM_001013706 NP_001013728 Q00G26 PLIN5_HUMAN 0 CCCAGGCTCTCTG 0.716

- 5 449 NM_019107 NP_061980 Q969H8 CS010_HUMAN 0 TCAAATGCGGCTT 0.453

+ 1 854 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN ANK 7. 0 GAGCAGCCCGGC 0.697

- 14 2258 bw.2_Missense_M NM_002850 NP_002841 Q13332 PTPRS_HUMAN tential).|Fibronectin type-III 4 GTCGGGGGGATG 0.672

- 21 2989 NM_014649 NP_055464 Q14151 SAFB2_HUMAN with SAFB1.|Gly-rich. 0 GCCACTCCGCCA 0.502

- 4 467 NM_133492 NP_597999 Q8TDN7 ACER1_HUMAN ical; (Potential). 0 GTGCTGACCACAG 0.597



+ 3 430 NM_006012 NP_006003 Q16740 CLPP_HUMAN 1 GCACAGCTCCTCT 0.582

- 2 313 NM_000064 NP_000055 P01024 CO3_HUMAN 5 ACGTTGCCCATGT 0.488

+ 11 1271 e_Mutation_p.R34 NM_004240 NP_004231 Q15642 CIP4_HUMAN nteraction with PDE6G (By 1 GAAAACGGCTTCA 0.532

- 3 765 _p.C219Y|INSR_uc NM_000208 NP_000199 P06213 INSR_HUMAN Cys-rich. 12 GTCGGGCAAACT 0.393

+ 3 386 _p.G16E|PNPLA6_ NM_006702 NP_006693 Q8IY17 PLPL6_HUMAN ical; (Potential). 3 GATCGGGGCCGG 0.701

- 4 384 q.2_Missense_Mut NM_021155 NP_066978 Q9NNX6 CD209_HUMAN e).|7 X approximate tandem 1 TTCAGCTGGGTCA 0.562

- 46 5926 NM_032447 NP_115823 Q75N90 FBN3_HUMAN 11 CACTCACCAATGC 0.438

- 8 997 NM_032447 NP_115823 Q75N90 FBN3_HUMAN TB 2. 11 CAGCTGCCCAGC 0.682

+ 4 704 n_p.A88V|MARCH2 NM_016496 NP_057580 Q9P0N8 MARH2_HUMANRING-CH-type. 2 TGGGTGCCGTGC 0.597

+ 12 1200 0dwd.2_Splice_Site NM_005968 NP_005959 P52272 HNRPM_HUMAN 0 TAAATGGTAAGCA 0.493

+ 1 136 NM_001004699 NP_001004699 Q8NG97 OR2Z1_HUMAN Name=1; (Potential). 2 GTTCTTCTCTTCT 0.557

+ 1 802 NM_001004699 NP_001004699 Q8NG97 OR2Z1_HUMANcellular (Potential). 2 CACAGTCCACAGC 0.542

- 39 39220 C16_uc010dwj.2_5 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANcellular (Potential). 57 GAACAGCTGCTG 0.448

- 3 26086 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 ACGTGGCTAATAT 0.458

- 3 21859 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TATCCTCCTGGGT 0.483

- 3 18095 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTCCTGCCAGAGG 0.483

- 1 9388 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GCCTTGCCATGGA 0.483

- 1 8536 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 GCCCAGCTGATGA 0.512

- 1 7184 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TGGGGGAAGTGG 0.473

- 1 7145 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 CTCTCTCCCAGTG 0.483

- 1 541 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAGAGGGAGTTCC 0.517

+ 7 1740 p.R457W|ZNF317_ NM_020933 NP_065984 Q96PQ6 ZN317_HUMANC2H2-type 10. 0 TATCCCGGCGGA 0.552

+ 7 2155 9_uc002mle.3_Mis NM_032497 NP_115886 Q9BR84 ZN559_HUMANC2H2-type 13. 1 CCTTTACTCGGTC 0.438

- 10 1793 dwr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 7. 6 CAGGCAGAAGAG 0.383

- 10 1135 dwr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN type 1; degenerate. 6 TGTGTGCTTCAAG 0.403

- 3 571 _RNA|ZNF846_uc NM_001077624 NP_001071092 Q147U1 ZN846_HUMAN KRAB. 1 CCACAGCCACATC 0.423

- 26 2143 NM_015719 NP_056534 P25940 CO5A3_HUMAN le-helical region. 10 TCATGTCCTGGGT 0.592

- 5 788 YK2_uc002mod.2_ NM_003331 NP_003322 P29597 TYK2_HUMAN FERM. 9 TGTGCTGTCTGAT 0.557 rs149044054

- 6 936 e_Mutation_p.A111 NM_007065 NP_008996 Q16543 CDC37_HUMAN 0 TCATGGCCTTCTC 0.662

+ 14 1892 om.2_Missense_M NM_001111307 NP_001104777 P27815 PDE4A_HUMAN Catalytic. 3 GCAACCCCACCAA 0.617

+ 4 589 F3_uc002mpk.2_M NM_012218 NP_036350 Q12906 ILF3_HUMAN 3 GCGGGGAGTGAT 0.602

- 3 570 NM_006858 NP_006849 Q13445 TMED1_HUMANcellular (Potential). 4 TGTCCTCCATTTT 0.592

+ 25 3670 n_p.T1129I|SMARC NM_003072 NP_003063 P51532 SMCA4_HUMAN case C-terminal. 67 CAGGAACCACGAA 0.627

+ 6 754 02mqu.1_RNA|uc00 NM_012466 NP_036598 Q9UKR8 TSN16_HUMAN lasmic (Potential). 1 CCTCAGGGCTGTT 0.507

- 3 435 RGL3_uc002mro.2 NM_001035223 NP_001030300 Q3MIN7 RGL3_HUMAN 1 TACTGACCCGGGA 0.627

+ 4 1932 e_Mutation_p.S62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 CTTCAGTTGTGCC 0.483

+ 2 204 763_uc002msv.2_M NM_001012753 NP_001012771 Q0D2J5 ZN763_HUMAN KRAB. 1 CAGGAGGAGTGG 0.512

- 4 1619 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 12. 0 CACTGGGATAAAC 0.378

+ 4 1477 yu.1_Missense_Mu NM_153358 NP_699189 Q3KP31 ZN791_HUMAN 2 GACGGACCTTATA 0.418

+ 9 1041 mvk.2_Missense_M NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7 TGGAGGCGGCC 0.642

+ 1 171 NM_004343 NP_004334 P27797 CALR_HUMAN N-domain. 1 GACGGAGGTAACG 0.677

+ 6 1603 NM_052876 NP_443108 Q96RE7 NACC1_HUMAN 0 CCCAAGGTCAAGG 0.597

- 22 4021 mwy.3_Missense_M NM_001127221 NP_001120693 O00555 CAC1A_HUMANellular (Potential).|III. 2 CGGCGGCCAGG 0.602

+ 7 1385 xng.1_Missense_M NM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2 AGAAGGGCTCCAC 0.627

+ 11 2087 xng.1_Missense_M NM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2 TGGGCTCCATCCA 0.647

+ 1 288 NM_001098622 NP_001092092 P60323 NANO3_HUMAN 1 GTGCCGGGACCC 0.657

- 6 1047 e_Mutation_p.G212 NM_024323 NP_077299 Q0VDD7 CS057_HUMAN 3 AGCATCCCAGGC 0.662



+ 8 1213 .2_Missense_Muta NM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN Pro-rich. 0 GTGAGCCCGTGG 0.597

+ 14 1893 dzh.2_Missense_M NM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN 0 CTGGAGCCTATGC 0.627

+ 25 2882 60_splice|CC2D1A NM_017721 NP_060191 Q6P1N0 C2D1A_HUMAN 0 CGGAAGGTGGGT 0.612

- 3 672 zi.2_Missense_Mut NM_002918 NP_002909 P22670 RFX1_HUMAN 2 GAACCACCTGAGT 0.726

+ 3 647 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN cellular (Potential). 0 GCCGTTCCAACAA 0.557

+ 3 676 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN cellular (Potential). 0 GTGGCAGCCGGA 0.617

+ 7 1366 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN cellular (Potential). 0 TCTTTGGTCTGCT 0.597

+ 8 1391 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN tential).|Fibronectin type-III 0 CTGCCCCCCGTAG 0.632

- 2 360 0xnr.1_Missense_M NM_006145 NP_006136 P25685 DNJB1_HUMAN 0 CTGCCACCGAAGA 0.567

- 20 2891 _p.A752V|EMR2_u NM_013447 NP_038475 Q9UHX3 EMR2_HUMAN lasmic (Potential). 4 GCCTTAGCACTGC 0.522

- 1 920 NM_198944 NP_945182 O76099 OR7C1_HUMAN lasmic (Potential). 2 GTTGCCCTACTGA 0.502

+ 8 2007 _p.G592E|SYDE1_ NM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2 TTTGCGGGCGGG 0.706

- 10 1285 _p.G29E|ILVBL_uc0 NM_006844 NP_006835 A1L0T0 ILVBL_HUMAN 2 GGGCTTCCAGAA 0.557

- 11 1857 nao.1_Missense_M NM_000435 NP_000426 Q9UM47 NOTC3_HUMAN GF-like 15; calcium-binding 21 TGCCGCCATGGC 0.657

- 5 565 KAP8L_uc002nay. NM_014371 NP_055186 Q9ULX6 AKP8L_HUMAN 1 CATAGGCCATTTC 0.622

- 7 808 AL3_uc010eaa.1_5 NM_022904 NP_075055 Q86YV0 RASL3_HUMAN PH. 0 TCGGCACCCAGG 0.637

+ 12 1419 NM_023944 NP_076433 7 AGGGGAGGTCAC 0.557

+ 1 520 NM_013939 NP_039227 O60403 O10H2_HUMAN cellular (Potential). 3 AACTGACTTTCTG 0.577

+ 1 841 NM_001004466 NP_001004466 Q8NGA6 O10H5_HUMAN Name=7; (Potential). 1 TACACGGTCCTCA 0.537

- 7 762 _p.E89K|CYP4F2_ NM_001082 NP_001073 P78329 CP4F2_HUMAN 2 GGATCTCATGGTG 0.512

+ 6 785 _p.E218K|TPM4_u NM_003290 NP_003281 P67936 TPM4_HUMAN By similarity. 13 GAAAAGGAGGAC 0.353

- 3 121 B3_uc010eaf.2_Int NM_054113 NP_473454 Q96Q77 CIB3_HUMAN 1 GCACGAGCTGTGG 0.592

+ 5 646 _p.S158F|AP1M1_ NM_032493 NP_115882 Q9BXS5 AP1M1_HUMAN 4 CGGTGTCCTGGCG 0.572

- 20 2156 PS15L1_uc010xpf. NM_021235 NP_067058 Q9UBC2 EP15R_HUMAN AA repeats of D-P-F. 5 TTTGAGGAGACAC 0.473

- 12 2122 HERP_uc010xpg.1 NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN 2 CTCTCGCTGGGC 0.652

- 9 1317 2_Intron|CHERP_u NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Pro-rich. 2 TTGGTGGGATCTG 0.537

- 9 1216 2_Intron|CHERP_u NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Pro-rich. 2 ATGGGAGGCTTG 0.512

- 6 1166 D26_uc002nee.2_In NM_024881 NP_079157 Q96K37 S35E1_HUMAN 2 TTGCGGCCGTAC 0.567

- 31 4242 MD8_uc002nfd.1_5 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 CCTTGTCCACGTC 0.582

- 8 785 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 AATGAACCATTCT 0.413

- 9 1545 BP1_uc002nft.1_R NM_031941 NP_114147 Q8N6Y0 USBP1_HUMAN Potential. 1 TCTTCTCCAGTCG 0.602

+ 2 612 1_Intron|SLC27A1 NM_198580 NP_940982 Q6PCB7 S27A1_HUMAN lasmic (Potential). 0 TGGCGGGTGAGG 0.731

+ 7 1065 7A1_uc010xpp.1_M NM_198580 NP_940982 Q6PCB7 S27A1_HUMAN n (By similarity).|Cytoplasm 0 ATCGGGGAGATCT 0.701

- 11 1613 o.2_Nonsense_Mut NM_000215 NP_000206 P52333 JAK3_HUMAN 56 GGTATTGGGATTG 0.542

+ 5 1002 NM_000453 NP_000444 Q92911 SC5A5_HUMAN cellular (Potential). 4 CGCCAGGTGCTC 0.577

+ 6 1159 NM_000453 NP_000444 Q92911 SC5A5_HUMAN lasmic (Potential). 4 ACGTGGCTTGCCG 0.617

+ 5 855 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 AAACGGGCAGTG 0.711

+ 5 885 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 GAGCCGGTGGGC 0.711

+ 6 1012 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 CCCAGGAACGTC 0.632

+ 17 1829 NM_015016 NP_055831 O60307 MAST3_HUMANProtein kinase. 5 CAGACGCCCAGG 0.602

+ 27 3877 NM_015016 NP_055831 O60307 MAST3_HUMAN 5 ATCGCCGTGGAGG 0.622

+ 2 272 0ebj.2_Missense_M NM_032683 NP_116072 Q567V2 M17L2_HUMAN ical; (Potential). 0 ATGGGTCCCTTCC 0.592

- 1 1397 nix.2_Missense_M NM_145256 NP_660299 Q8N386 LRC25_HUMAN lasmic (Potential). 0 TGCTCGGCTGCTG 0.473

- 6 906 P8_uc002njl.1_Mis NM_012181 NP_036313 Q14318 FKBP8_HUMAN 1 GCTGTGCCTCCTC 0.647

+ 14 1886 bw.2_Missense_M NM_015321 NP_056136 Q6UUV9 CRTC1_HUMAN 519 GACGAACTCAAGA 0.637

- 7 2597 _p.W817*|SFRS14_ NM_014884 NP_055699 Q8IX01 SUGP2_HUMANSURP motif 2. 0 TAGAAACCTGGGG 0.413

- 3 1644 _p.E500K|SFRS14_ NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0 CAGCTTCTAAGAT 0.507



+ 2 515 0xqv.1_Missense_M NM_017660 NP_060130 Q86YP4 P66A_HUMAN 0 CCACGGCCATGG 0.627

+ 4 790 ense_Mutation_p.V NM_017660 NP_060130 Q86YP4 P66A_HUMAN Potential. 0 AAACTCGTGTTGT 0.522

- 6 500 _p.S128N|GMIP_uc NM_016573 NP_057657 Q9P107 GMIP_HUMAN 1 ATGGTGCTCTTAG 0.607

+ 2 213 k.2_Intron|ZNF253_ NM_021047 NP_066385 O75346 ZN253_HUMAN KRAB. 0 AACTTGGTCTTCC 0.358

+ 4 955 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 ACTGGAGAGAAAC 0.368

+ 4 1624 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 CATACTGGAGAGA 0.353

+ 4 1801 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 GAGAAACCTTATA 0.378

+ 4 1740 s.1_Intron|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMAN 2 CTGGAGCGAAACC 0.408

- 4 1010 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 ATGAATTATCTTATG 0.413

- 4 1127 npc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN C2H2-type 6. 1 AGGGTATAGGAGT 0.383

+ 6 1631 714_uc010ecp.1_M NM_182515 NP_872321 Q96N38 ZN714_HUMAN 0 AGAAACTCTACAA 0.368

+ 2 291 n_p.C132Y|ZNF493 NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN 1 ATGAGTGTAATGT 0.294

+ 2 1311 _p.R472Q|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 12. 1 TTAAACGATCTTC 0.333

+ 2 1423 _p.I509M|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 13. 1 ATAAAATAATTCATA 0.323

- 4 1778 _p.F544I|ZNF43_u NM_003423 NP_003414 P17038 ZNF43_HUMANC2H2-type 14. 2 TTGAGAAATGGTT 0.383

- 5 2059 208_uc002nqo.1_I NM_007153 NP_009084 7 TGTTTAGTAAGGA 0.368

- 5 1794 208_uc002nqo.1_I NM_007153 NP_009084 7 TTGAGACCTTAAT 0.388

- 5 1710 208_uc002nqo.1_I NM_007153 NP_009084 7 TTGAGACCTTACT 0.368

- 5 1651 208_uc002nqo.1_I NM_007153 NP_009084 7 ATGAATTCTCTTAT 0.353

- 3 325 se_Mutation_p.G59 NM_007153 NP_009084 7 TCTTTTCCTTCCT 0.413

- 4 1483 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMANC2H2-type 10. 2 ATGAATTATCTTATG 0.363

- 7 2699 NM_001080409 NP_001073878 2 GTCGAGAAATTG 0.353 rs55891931

- 4 1821 ZNF91_uc010xrj.1_ NM_003430 NP_003421 Q05481 ZNF91_HUMAN 0 TCTTTCCAGCATG 0.323

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2 GATTGGATAAAAG 0.368

- 4 1655 _p.S436P|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN 0 TGTAGGATTTCTC 0.373

- 4 1313 _p.E322K|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN 0 GTTTCTCTCCAGT 0.408

+ 3 2333 edd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN 11 GGAGATCTGCCGG 0.567

+ 3 1207 xrn.1_Missense_Mu NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5 GAGAGAGTGAACT 0.478

+ 4 417 2nth.1_Missense_M NM_207325 NP_997208 Q6ZPD9 D19L3_HUMAN 4 AGGAAGTGGAGC 0.403

- 6 607 se_Mutation_p.V30 NM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN BRO1. 6 TCTCGACAAAGCC 0.587

+ 5 740 NM_173479 NP_775750 Q6ZMY6 WDR88_HUMAN WD 3. 3 TCACCACCGTTTC 0.502

+ 3 605 _p.P34S|CHST8_u NM_001127895 NP_001121367 Q9H2A9 CHST8_HUMANmenal (Potential). 4 CAGGACCCTACGG 0.632

+ 5 563 on_p.Q99*|KCTD15 NM_001129994 NP_001123466 Q96SI1 KCD15_HUMAN BTB. 1 TTGAAGCAACATT 0.537

+ 5 648 _p.D127V|KCTD15 NM_001129994 NP_001123466 Q96SI1 KCD15_HUMAN 1 CGGATGACTTTAA 0.532

+ 10 2883 NM_014686 NP_055501 O15063 K0355_HUMAN 1 CTGCTGCCACAGC 0.577

+ 10 2997 NM_014686 NP_055501 O15063 K0355_HUMAN 1 GACACCCCAGCC 0.632

+ 10 3293 NM_014686 NP_055501 O15063 K0355_HUMAN 1 CCGCAGGGACCT 0.502

+ 4 689 NM_032346 NP_115722 Q9BRP1 PDD2L_HUMAN 1 GAGAAGGCATTGC 0.507

+ 10 977 _p.P176S|UBA2_uc NM_005499 NP_005490 Q9UBT2 SAE2_HUMAN 1 AATGAACCCCAGT 0.358

- 4 1872 edm.1_Missense_M NM_001007248 NP_001007249 Q96NL3 ZN599_HUMANC2H2-type 11. 2 TGTCGAGTGAAGG 0.423

+ 5 1741 dq.1_Missense_Mu NM_194325 NP_919306 P17039 ZNF30_HUMAN 2 GAGAAACCCTATG 0.443

+ 10 1198 2_Missense_Mutat NM_020895 NP_065946 Q96CP6 GRM1A_HUMAN 0 CACTGGGGAGGA 0.607

+ 3 242 _uc002nys.1_5'UT NM_003367 NP_003358 Q15853 USF2_HUMAN 0 GCGGAGGAGCAG 0.517

+ 5 991 p.G305E|CD22_uc0 NM_001771 NP_001762 P20273 CD22_HUMAN Potential).|Ig-like C2-type 2. 9 AGAGTGGGAAGTA 0.582

- 3 714 ad.1_Missense_Mu NM_198538 NP_940940 Q6UWP8 SBSN_HUMAN a/Gly/His-rich. 1 GCCCCTCCTTGAT 0.602

+ 2 464 V2_uc002oat.2_Int NM_014209 NP_055024 O00321 ETV2_HUMAN 0 GATGAGGCATCCC 0.602

+ 18 1854 _p.S454N|ARHGAP NM_052948 NP_443180 O14559 RHG33_HUMAN 4 GCAGCAGCTGGA 0.672



+ 21 2900 AP33_uc010eel.2_ NM_052948 NP_443180 O14559 RHG33_HUMAN 4 CTGGCCCCACCC 0.647

- 29 3615 NM_004646 NP_004637 O60500 NPHN_HUMANS2.|Cytoplasmic (Potential). 5 TTCAGGCCAGTGG 0.547

- 18 2425 NM_004646 NP_004637 O60500 NPHN_HUMAN 7.|Extracellular (Potential). 5 CCTGGGCCAGTTT 0.597

- 5 621 NM_133466 NP_597723 Q8N141 ZFP82_HUMAN 2 TCCTGTCCTTCAA 0.388

- 4 1442 eey.1_Missense_M NM_001012756 NP_001012774 Q3ZCT1 ZN260_HUMAN C2H2-type 6. 0 TAAAAGCTTTTCC 0.398

- 6 1714 _p.P465S|ZNF461 NM_153257 NP_694989 Q8TAF7 ZN461_HUMAN 0 CATAGGGTTTCTC 0.393

- 5 1324 uc002oev.1_Intron NM_206894 NP_996777 Q6PG37 ZN790_HUMAN C2H2-type 8. 2 ATATAGGCTTTCC 0.413

+ 3 1330 e_Mutation_p.E318 NM_003419 NP_003410 Q14585 ZN345_HUMANC2H2-type 10. 1 TGTAAGGAGTGTG 0.403

- 3 129 0_uc002ogq.2_Intr NM_016536 NP_057620 Q7Z3V5 ZN571_HUMAN KRAB. 0 CCACATCCCTGAA 0.443

- 5 1396 hb.1_Missense_M NM_032689 NP_116078 Q96SK3 ZN607_HUMAN C2H2-type 6. 0 TTAAGGCCTGCTT 0.428

- 2 158 e_Mutation_p.D44 NM_152360 NP_689573 Q86YE8 ZN573_HUMAN KRAB. 1 TAGGGTCCAGGTA 0.403

- 6 705 xty.1_Missense_Mu NM_001039672 NP_001034761 Q5BJH7 YIF1B_HUMAN lasmic (Potential). 0 TCGATGGTGGTGA 0.637

+ 8 941 _p.L226F|FAM98C_ NM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1 CAGGTGCTTATGG 0.557

+ 5 542 u.2_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN oplasmic.|MIR 1. 12 CTGCAGGAGGAC 0.612

+ 25 3408 u.2_Missense_Mut NM_000540 NP_000531 P21817 RYR1_HUMAN eats.|Cytoplasmic.|B30.2/SP 12 TTGAAGCAGTCAC 0.607

+ 39 6446 _Mutation_p.A2106 NM_000540 NP_000531 P21817 RYR1_HUMAN |6 X approximate repeats. 12 CGCTGGGCCCAA 0.672

+ 57 8849 e_Mutation_p.P290 NM_000540 NP_000531 P21817 RYR1_HUMAN te repeats.|Cytoplasmic.|6. 12 CTGGTCCCCTACG 0.602

+ 6 655 _p.W156*|EIF3K_ NM_013234 NP_037366 Q9UBQ5 EIF3K_HUMAN 2 CGCTGGCTGCTG 0.612

+ 20 2571 ojb.1_Missense_Mu NM_004924 NP_004915 O43707 ACTN4_HUMAN EF-hand 2. 0 CGCGGGAGACCA 0.607

- 8 785 h.2_Missense_Mu NM_001398 NP_001389 Q13011 ECH1_HUMAN 1 CGTCAGCCATCAT 0.687

- 6 485 NL_uc010xuo.1_M NM_198445 NP_940847 Q6ZS11 RINL_HUMAN 1 GTTCATCTCTGGG 0.567

- 4 397 n_p.G46E|SIRT2_u NM_012237 NP_036369 Q8IXJ6 SIRT2_HUMAN etylase sirtuin-type. 0 GCCACCCCTTCCA 0.617

+ 2 343 63_splice|NFKBIB_ NM_002503 NP_002494 Q15653 IKBB_HUMAN 2 GCCAGGTGAGCC 0.587

+ 5 824 PL_uc010egl.2_Int NM_001004318 NP_001004318 Q6ZNF0 PAPL_HUMAN 0 GTTGGGGATAGG 0.607

- 2 233 uu.1_Missense_Mu NM_172139 NP_742151 Q8IZI9 IL28B_HUMAN 0 CCTGGGGAAGAG 0.637

+ 1 102 NM_172140 NP_742152 Q8IU54 IL29_HUMAN 0 CCATGGCTGCAGC 0.557

+ 8 1178 2olj.2_Missense_M NM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN 4 ATGAAGCGCAAGC 0.667

+ 19 3006 KHG2_uc002olj.2_I NM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN 4 CCCTGGGTCCTG 0.562

+ 9 1160 MM50_uc002olv.1_ NM_001001563 NP_001001563 Q3ZCQ8 TIM50_HUMANmbrane (Potential).|FCP1 ho 1 AATCGGGACCCAG 0.532

- 34 15561 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN Cys-rich. 9 AGTTTACCTGTGC 0.388

- 21 9553 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN TIL 7. 9 CAGGGGCCCTCA 0.647

- 4 2223 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN 9 AGTTGGCTGGTG 0.567

+ 7 1274 omt.2_Missense_M NM_178544 NP_848639 Q86UE3 ZN546_HUMAN C2H2-type 5. 3 CTTTAGACTTCATT 0.398

- 6 800 sense_Mutation_p. NM_001010880 NP_001010880 O75290 Z780A_HUMAN 0 TCAAAGGGTTTCT 0.368

- 7 623 _p.E67K|C19orf47_ NM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2 TCCCCTCCATCTC 0.647

+ 11 1453 _p.A352V|PLD3_uc NM_001031696 NP_001026866 Q8IV08 PLD3_HUMANmenal (Potential). 3 GGCGGGCCACCTA 0.662

- 3 1519 NM_144685 NP_653286 Q8NE63 HIPK4_HUMAN 2 AGAAGGGGCTGC 0.647

- 3 1394 NM_144685 NP_653286 Q8NE63 HIPK4_HUMAN 2 GAGAGGCGGTAG 0.672

- 2 836 NM_144685 NP_653286 Q8NE63 HIPK4_HUMANProtein kinase. 2 ATCTCAGGGGCC 0.647

+ 33 7158 p.N2358D|SPTBN4 NM_020971 NP_066022 Q9H254 SPTN4_HUMAN 5 CTGCCCAACGGG 0.483

+ 6 1831 NM_025194 NP_079470 Q96DU7 IP3KC_HUMAN 0 TGCCTAGAAGAAC 0.572

- 8 1207 NM_000762 NP_000753 P11509 CP2A6_HUMAN 2 CAGAGCCCAGCAT 0.552

- 6 1395 _p.E285K|CYP2A7_ NM_000764 NP_000755 P20853 CP2A7_HUMAN 3 AGAACTCCGTGTT 0.552

- 4 1093 _p.S184F|CYP2A7_ NM_000764 NP_000755 P20853 CP2A7_HUMAN 3 ACAATGGAGCTGA 0.547

+ 3 431 YP2B6_uc010xvu.1 NM_000767 NP_000758 P20813 CP2B6_HUMAN 2 GGAGTGTGGAGG 0.532

+ 3 353 NM_000766 NP_000757 Q16696 CP2AD_HUMAN 3 TCCCCAGGCGTG 0.697

+ 3 477 w.1_Intron|CYP2S1 NM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1 GCATGGGGAAGC 0.622



+ 6 970 CYP2S1_uc010xvx NM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1 GACGATGACGGTC 0.493

+ 20 2753 002oqa.3_5'Flank|A NM_021913 NP_068713 P30530 UFO_HUMAN lasmic (Potential). 13 AGCTGCCTCACTG 0.627

- 2 230 M91_uc002oqi.2_In NM_030578 NP_085055 Q9BPU9 B9D2_HUMAN B9. 1 CGTGCACCTCAGC 0.373

+ 2 409 ense_Mutation_p.E NM_000709 NP_000700 P12694 ODBA_HUMAN 0 GAATGTGAGACCC 0.602

+ 7 1824 _p.A567V|CEACAM NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 6. 2 CAAGAGCCTATG 0.522

- 17 2562 p.G773D|ATP1A3_ NM_152296 NP_689509 P13637 AT1A3_HUMAN ical; (Potential). 2 TCAGTGCCCAGAT 0.647

- 16 2158 si.1_Missense_Mu NM_002088 NP_002079 Q16478 GRIK5_HUMAN cellular (Potential). 0 GCAATGCCCTCT 0.587

- 15 2046 si.1_Missense_Mu NM_002088 NP_002079 Q16478 GRIK5_HUMAN cellular (Potential). 0 AGCCGGCGTGGA 0.627

+ 2 1310 osk.3_Missense_M NM_022752 NP_073589 Q6ZN55 ZN574_HUMAN C2H2-type 7. 0 CTCCTGGCCCACC 0.582

- 12 1221 _p.G158E|POU2F2 NM_002698 NP_002689 P09086 PO2F2_HUMAN 2 AAGGTCCCCGCGC 0.617

- 8 632 OU2F2_uc002osq NM_002698 NP_002689 P09086 PO2F2_HUMAN 2 GTGGCTCCAAGC 0.682

+ 3 508 NM_133444 NP_597701 Q8TF50 ZN526_HUMAN C2H2-type 2. 0 CTCATCCTCTCCC 0.632

- 2 226 RF_uc002otd.3_5'U NM_006494 NP_006485 P50548 ERF_HUMAN 4 CTTGAGCCAGGGG 0.637

+ 10 2639 NM_015125 NP_055940 Q96RK0 CIC_HUMAN Pro-rich. 11 CCCTCCCACCGG 0.682

+ 12 1014 NM_173633 NP_775904 Q8NBT3 TM145_HUMAN ical; (Potential). 0 TCATTGGACTGCA 0.582

+ 13 1230 NM_173633 NP_775904 Q8NBT3 TM145_HUMAN ical; (Potential). 0 TGTACGCCCATGG 0.592

- 5 1124 uc010eig.1_Intron| NM_001816 NP_001807 P31997 CEAM8_HUMAN 1 AGTACTCCAATCA 0.463

- 4 1066 x.2_Missense_Mut NM_002781 NP_002772 Q15238 PSG5_HUMAN -like C2-type 2. 3 TTGGAGCTTTCCT 0.458

- 2 472 se_Mutation_p.R11 NM_002781 NP_002772 Q15238 PSG5_HUMAN g-like V-type. 3 TCTTCCCGGGTG 0.433

- 12 1510 wp.1_Missense_M NM_006297 NP_006288 P18887 XRCC1_HUMAN 7 CTGGAGCACTGG 0.408

- 5 1306 eiz.2_Missense_Mu NM_002250 NP_002241 O15554 KCNN4_HUMANmodulin-binding. 2 GGATATCCATCAT 0.552

- 3 364 oxn.3_Missense_M NM_001031749 NP_001026919 Q6UWN5 LYPD5_HUMAN 0 GTCTGGCGGCAG 0.692

+ 7 1091 xp.3_Missense_M NM_181845 NP_862828 Q8N7M2 ZN283_HUMAN C2H2-type 3. 0 GCTGGGGATCAA 0.418

- 2 1442 NM_001033719 NP_001028891 Q494X3 ZN404_HUMANC2H2-type 13. 0 GAAAGACCTGAGA 0.343

- 4 698 _p.A200V|ZNF45_u NM_003425 NP_003416 Q02386 ZNF45_HUMAN C2H2-type 2. 1 CGGAAGGCATTAT 0.418

+ 4 658 nse_Mutation_p.A1 NM_013360 NP_037492 Q9UK12 ZN222_HUMAN C2H2-type 1. 3 ATCTCAGCCCTTC 0.423 rs139230139

+ 4 1447 nse_Mutation_p.E4 NM_013360 NP_037492 Q9UK12 ZN222_HUMAN 3 AGTGGAGAAAACC 0.378

+ 5 1976 _p.S495N|ZNF225_ NM_013362 NP_037494 Q9UK10 ZN225_HUMANC2H2-type 15. 0 GCTTTAGCCGGGC 0.428

+ 6 2190 226_uc010ejg.2_3 NM_001032373 NP_001027545 Q9NYT6 ZN226_HUMANC2H2-type 16. 0 CAAGTGGAGCTTG 0.473

- 7 1385 0ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN ical; (Potential). 2 TGACAGCCAGGAT 0.567

- 6 1076 354K|CEACAM20_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN 4.|Extracellular (Potential). 2 CCGACTCCCTGG 0.567

+ 3 668 jt.2_Missense_Mut NM_012116 NP_036248 Q9ULV8 CBLC_HUMAN EF-hand-like.|Cbl-PTB. 6 TCACCTGCAGCGG 0.522

+ 7 1156 jt.2_Missense_Mut NM_012116 NP_036248 Q9ULV8 CBLC_HUMAN RING-type. 6 ATTGAGCCGTGCG 0.607

+ 12 1662 ozt.1_Splice_Site_ NM_005581 NP_005572 P50895 BCAM_HUMAN 1 GCACCGGTGAGTG 0.647 rs113739218

- 5 556 NM_001824 NP_001815 P06732 KCRM_HUMAN gen kinase C-terminal. 1 TTGAGAGCTATGG 0.602

- 4 424 NM_001824 NP_001815 P06732 KCRM_HUMAN 1 TCTCCACCCTGGA 0.657

+ 4 674 p.G186S|KLC3_uc NM_177417 NP_803136 Q6P597 KLC3_HUMAN 1 AGGAAAGGTGGG 0.657

+ 8 1238 p.A374T|KLC3_uc NM_177417 NP_803136 Q6P597 KLC3_HUMAN TPR 5. 1 AACGTGGCCAAG 0.642

- 9 1926 _p.P196S|PPP1R1 NM_006663 NP_006654 Q8WUF5 IASPP_HUMAN 1 GCGCGGGGAGC 0.602

+ 3 1464 02pbp.2_5'Flank|C NM_012099 NP_036231 O15446 RPA34_HUMAN 4 CTGCCCCCTACGA 0.587

- 2 1964 A3_uc010xxk.1_Int NM_005282 NP_005273 P46093 GPR4_HUMAN lasmic (Potential). 2 CAGCTGCCAGTCA 0.627

- 15 1459 xl.1_Missense_Mu NM_012155 NP_036287 O95834 EMAL2_HUMAN WD 8. 2 ACGGCCAGGTACG 0.692

- 22 3127 _p.S961F|SYMPK_ NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 ATGATGGATTTCA 0.602

- 14 2155 p.G637D|SYMPK_ NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 GGGAGCCCGAG 0.642

- 11 1513 pdp.1_Missense_M NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 GCCTCGGGTAGG 0.488

- 8 975 dp.1_Missense_M NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 GGTGCACCATGA 0.572

+ 2 583 NM_004497 NP_004488 P55318 FOXA3_HUMAN Fork-head. 1 CCATGGCCATCCA 0.597



- 4 1417 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN KH 3. 0 TGGTGACCCGCCG 0.652

+ 1 164 PP5C_uc002pen.2 NM_006247 NP_006238 P53041 PPP5_HUMAN TPR 1. 2 CTCAGGCCAATGA 0.682

- 1 1902_1903 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN Potential. 3 CCCCTCCTCAGC 0.609

- 5 718 p.L229F|STRN4_u NM_013403 NP_037535 Q9NRL3 STRN4_HUMAN 0 CACTGAGCCCTGC 0.652

+ 1 650 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1 CTTTTGCCTTAAG 0.438

- 4 775 ky.2_Missense_Mu NM_014417 NP_055232 Q9BXH1 BBC3_HUMAN 0 GTGAGGGGCGG 0.612

+ 2 596 NM_001736 NP_001727 P21730 C5AR_HUMAN cellular (Potential). 4 TACTTTCCACCAA 0.637

+ 11 2785 34_uc010xyo.1_5'F NM_014681 NP_055496 Q14147 DHX34_HUMAN 5 CCGTCCCCGACG 0.562

- 7 2241 xyr.1_Missense_M NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN lasmic (Potential). 4 AGTTCTCCCCAAG 0.572

+ 3 726 yu.1_Missense_Mu NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 TCCTGTCGGGTGC 0.408

+ 4 1097 e_Mutation_p.Q14 NM_014601 NP_055416 Q9NZN4 EHD2_HUMAN 2 GACATCCAGGGC 0.677

+ 3 409 e_Mutation_p.P129 NM_015710 NP_056525 Q9NZM5 GSCR2_HUMAN 1 AAAGTCCCTGCCC 0.557

- 16 1978 2_splice|PLA2G4C_ NM_003706 NP_003697 Q9UP65 PA24C_HUMAN 2 CACCTACCCGGCC 0.333

- 7 1131 on_p.S298F|CARD8 NM_014959 NP_055774 Q9Y2G2 CARD8_HUMAN 0 TTAGCAGAATTAG 0.433

- 3 490 2pja.1_Missense_M NM_006801 NP_006792 P24390 ERD21_HUMAN ical; (Potential). 0 GAACGACCAGGA 0.522

+ 7 1301 e_Mutation_p.G106 NM_020126 NP_064511 Q9NRA0 SPHK2_HUMAN DAGKc. 1 GGGGTGGTGGCC 0.617

- 5 1088 C1_uc010ema.2_I NM_001217 NP_001208 O75493 CAH11_HUMAN 0 GCCGCGGGAGG 0.483

- 4 1163 NM_000148 NP_000139 P19526 FUT1_HUMANmenal (Potential). 1 TTGGGGCCCATC 0.622

- 1 738 NM_002152 NP_002143 P23327 SRCH_HUMAN .|1-1.|6 X approximate tand 1 TCATGGCCTCGGT 0.463

+ 4 395 _Intron|TRPM4_uc NM_017636 NP_060106 Q8TD43 TRPM4_HUMAN lasmic (Potential). 2 TCACACGCACATG 0.657

+ 4 404 _Intron|TRPM4_uc NM_017636 NP_060106 Q8TD43 TRPM4_HUMAN lasmic (Potential). 2 CATGGGGCTTCCG 0.667

+ 10 1318 e_Mutation_p.G242 NM_017636 NP_060106 Q8TD43 TRPM4_HUMAN lasmic (Potential). 2 TTTCGGGGGGAC 0.572

+ 13 1820 e_Mutation_p.S409 NM_017636 NP_060106 Q8TD43 TRPM4_HUMAN lasmic (Potential). 2 AGGGTTCCAATGC 0.582

- 3 597 _p.R135K|PIH1D1_ NM_017916 NP_060386 Q9NWS0 PIHD1_HUMAN 0 GAGGCTCTCCCAG 0.393

+ 4 213 n_p.T54I|SNORD3 NM_012423 NP_036555 P40429 RL13A_HUMAN 0 TGAACACCAACCC 0.642

+ 4 449 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN 2 TGTCGGCTTACCA 0.662

+ 3 308 ense_Mutation_p.T NM_007121 NP_009052 P55055 NR1H2_HUMAN 0 TGGATACCCCCCT 0.567

+ 8 1145 rz.3_Intron|NR1H2 NM_007121 NP_009052 P55055 NR1H2_HUMAN -binding (Potential). 0 AAGTGCCTGGTTT 0.602

+ 1 331 NM_001506 NP_001497 O75388 GPR32_HUMANcellular (Potential). 1 CTCGGAGAGTGG 0.527

- 4 352 n_p.P91S|KLK10_u NM_145888 NP_665895 O43240 KLK10_HUMANPeptidase S1. 2 ACAGTGGCCTGG 0.607

+ 7 1382 A345V|SIGLEC7_u NM_014385 NP_055200 Q9Y286 SIGL7_HUMAN c (Potential).|ITIM motif. 1 AGTATGCACCCCT 0.527

+ 5 923 19orf75_uc010ycw NM_173635 NP_775906 Q8N7X8 CS075_HUMAN 2 TAGTCGCCACATT 0.458

- 5 1155 EC8_uc002pwu.2_ NM_014442 NP_055257 Q9NYZ4 SIGL8_HUMAN cellular (Potential). 5 CCGACTGCTGCCA 0.567

+ 5 1045 NM_007147 NP_009078 Q9Y473 ZN175_HUMAN 0 GAACAGCTTGATG 0.413

- 5 1580 2_5'Flank|ZNF577 NM_023074 NP_075562 Q9BS31 ZN649_HUMANC2H2-type 10. 3 AGTAAGCTTTCTC 0.448

- 5 1244 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 6. 3 TGAAGCCTTTTCC 0.463

- 5 954 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3 TCTCCTCTGTGAG 0.488

- 4 423 NM_023074 NP_075562 Q9BS31 ZN649_HUMAN KRAB. 3 GGTTTGCCGGCTT 0.498

- 5 1115 b.2_Intron|uc002py NM_021632 NP_067645 Q9GZX5 ZN350_HUMAN C2H2-type 4. 1 CCTTTTCCACATT 0.408

- 6 1047 pyh.1_Missense_M NM_198480 NP_940882 Q8N8J6 ZN615_HUMAN C2H2-type 2. 5 TGAGTTCTCTGAT 0.388

+ 2 131 880_uc002pzb.3_RNM_001145434 NP_001138906 Q6PDB4 ZN880_HUMAN KRAB. 0 CCTGCTCAGAGG 0.483

+ 4 643 NM_001145434 NP_001138906 Q6PDB4 ZN880_HUMAN type 1; degenerate. 0 TTCAAGACTTGCT 0.373 rs8104808

+ 7 1816 pzi.2_Missense_Mu NM_032423 NP_115799 Q3MIS6 ZN528_HUMAN 2 GAGAAACCTTATG 0.378

+ 4 1778 po.1_Intron|ZNF53 NM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 14. 0 GTCTTCAGTCGG 0.453

+ 5 1117 .2_RNA|ZNF808_u NM_001039886 NP_001034975 Q8N4W9 ZN808_HUMAN 0 GTAAAACCTTACA 0.393

+ 5 2522 .2_RNA|ZNF808_u NM_001039886 NP_001034975 Q8N4W9 ZN808_HUMANC2H2-type 20. 0 ACCATCGTAGACT 0.428

+ 4 1353 dn.1_Missense_M NM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0 AGAAACGTTACAA 0.373



- 2 2553 pv.2_Missense_Mu NM_018300 NP_060770 P51522 ZNF83_HUMANC2H2-type 13. 1 CGAAGACCTTCC 0.373

- 5 1219 _p.A385T|ZNF347_ NM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 5. 0 AACGAGCTCTAAA 0.423

- 5 994 p.V310M|ZNF347_ NM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 2. 0 GGATCACCTGATG 0.393

- 5 592 _p.A176T|ZNF347_ NM_032584 NP_115973 Q96SE7 ZN347_HUMAN 0 TTCTTGCATCTCT 0.368

- 4 1748 NM_024733 NP_079009 Q9H7R5 ZN665_HUMANC2H2-type 14. 2 TGAAGACCTTGCC 0.383

- 4 651 NM_024733 NP_079009 Q9H7R5 ZN665_HUMAN C2H2-type 1. 2 ACCTTGCCACATT 0.368

- 1 1399 NM_033341 NP_203127 Q96P09 BIRC8_HUMAN BIR. 1 CCTTGGGCTTCCA 0.423

+ 4 2858 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN 0 AGAAACCTTACAA 0.363

+ 4 2891 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 26. 0 CCTTCCGTCACAA 0.363 rs150688663

+ 4 2950 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0 TACAAGTGTAATG 0.348

+ 7 1062 _p.L148F|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1 TCATTACTCACAC 0.373

+ 7 2551 _p.N644T|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 18. 1 GCAAGAACTTTAG 0.393

+ 4 679 813_uc010eqq.1_I NM_001004301 NP_001004301 Q6ZN06 ZN813_HUMAN 1 GTAGGCCCAAAAC 0.383

+ 4 1746_1747813_uc010eqq.1_I NM_001004301 NP_001004301 Q6ZN06 ZN813_HUMANC2H2-type 12. 1 CTTGCACATCATC 0.376

- 3 1940 2qcj.3_Missense_M NM_144687 NP_653288 P59046 NAL12_HUMAN 7 CAGGTGGCTCCT 0.577 rs149697517

+ 3 630 _p.R161Q|MYADM_ NM_001020820 NP_001018656 Q96S97 MYADM_HUMAN MARVEL 1. 1 GGCCCGGCCCG 0.662

+ 14 1857 25_splice|PRKCG_ NM_002739 NP_002730 P05129 KPCG_HUMAN 9 CCGGAGGTAACC 0.572

+ 16 2292 OT3_uc002qdk.1_M NM_014516 NP_055331 O75175 CNOT3_HUMAN 3 ACTGTGGAATTCT 0.642

- 4 467 uc002qel.1_Intron|L NM_006864 NP_006855 O75022 LIRB3_HUMAN 3 AGGCTCCTAGGAG 0.622

- 4 603 w.1_Intron|LILRA3_ NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 2. 1 AGATGGCCCGGG 0.567

+ 4 409 qfw.2_Missense_Mutation_p.W89R Q96PV6 LENG8_HUMAN Tyr-rich. 2 TACCAGTGGTACC 0.463

+ 7 1200 _p.L321F|LILRB4_ NM_006847 NP_006838 Q8NHJ6 LIRB4_HUMAN ical; (Potential). 3 cctcctcctccAACACT 0.478

+ 3 161 _Mutation_p.V41M NM_002255 NP_002246 Q99706 KI2L4_HUMAN cellular (Potential). 1 GCTGTGGTGCCTC 0.577

- 6 874 se_Mutation_p.P15 NM_001145971 NP_001139443 Q8NBN7 RDH13_HUMAN 3 CGCCGGGGTGC 0.647

+ 5 764 qkf.2_Missense_Mu NM_032430 NP_115806 Q8TDC3 BRSK1_HUMANProtein kinase. 6 AACCTGCTTTTGG 0.612

- 3 1009 NM_001101401 NP_001094871 P0C263 SBK2_HUMAN 0 CTGCCTCCGCCTC 0.726

+ 2 277 3_5'Flank|FIZ1_uc0 NM_153219 NP_694951 Q96C55 ZN524_HUMAN 0 AGCCCCCACTGG 0.672

- 5 1855 b.2_Missense_Mut NM_145007 NP_659444 P59045 NAL11_HUMAN NACHT. 6 GTCCAGCCTCTGA 0.522

- 5 525 my.2_Nonsense_M NM_144690 NP_653291 Q96NG8 ZN582_HUMAN 4 GCATTCCCAATCA 0.418

+ 5 622 _p.V153I|ZNF583_ NM_001159860 NP_001153332 Q96ND8 ZN583_HUMAN 1 CCAGAAGTTCAAA 0.358

+ 5 1875 NM_020813 NP_065864 Q9BX82 ZN471_HUMANC2H2-type 14. 2 CTTTTAGTGATAG 0.428

+ 3 1011 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 5. 1 ACCTCATCGTGCA 0.657

+ 3 1014 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 5. 1 TCATCGTGCACCA 0.662

- 7 1975 n_p.E513K|PEG3_u NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12 AGGCTTCCTCACA 0.453

+ 3 328 qod.2_Missense_M NM_001015878 NP_001015878 Q9UQB9 AURKC_HUMANProtein kinase. 6 ATCGGGCGTCCCC 0.542

+ 3 1718 _p.A491T|ZNF304_ NM_020657 NP_065708 Q9HCX3 ZN304_HUMAN 1 ACAGGAGCAAGA 0.468

+ 3 389 ZNF17_uc002qop. NM_006959 NP_008890 P17021 ZNF17_HUMAN KRAB. 1 ATGGAGCCAAGG 0.493

+ 5 647 ense_Mutation_p.P NM_024691 NP_078967 Q96HQ0 ZN419_HUMAN 0 AGAAACCCTTAAA 0.522

- 4 1073 547_uc002qpm.3_I NM_017879 NP_060349 Q9BWM5 ZN416_HUMAN C2H2-type 3. 0 CACTGACCACAC 0.453

+ 3 1351 e_Mutation_p.H245 NM_003435 NP_003426 P52741 ZN134_HUMANC2H2-type 11. 0 AATCGGCACCAGA 0.463

+ 3 1043 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN SCAN box. 1 AACTTGGAGAGAT 0.413

+ 2 264 v.3_Intron|ZNF776_ NM_138347 NP_612356 Q7Z340 ZN551_HUMAN KRAB. 1 GTATGACCTTTGA 0.502

- 2 313 671_uc010eug.2_5 NM_024833 NP_079109 Q8TAW3 ZN671_HUMAN KRAB. 1 ACAAAAGTCTCTG 0.463

+ 3 1094 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN 1 GAAAGACCTTATG 0.423

+ 3 1610 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN ype 10; degenerate. 1 GAGTGTGGAGAAT 0.448

+ 3 833 _p.L174F|ZNF586_ NM_017652 NP_060122 Q9NXT0 ZN586_HUMAN C2H2-type 5. 2 CCTTTGCTTATAC 0.438

- 4 2157 NF418_uc010yho.1_ NM_133460 NP_597717 Q8TF45 ZN418_HUMANC2H2-type 15. 0 CATTCGCTGCACT 0.438



- 4 1830 NF418_uc010yho.1_ NM_133460 NP_597717 Q8TF45 ZN418_HUMANC2H2-type 12. 0 CATTCACTACACT 0.433

+ 7 1493 ation_p.S312F|ZNF NM_014480 NP_055295 Q6NX49 ZN544_HUMAN 1 CCTCATCTTTTTC 0.468

+ 3 1235 AN22_uc010yhz.1_ NM_181846 NP_862829 P10073 ZSC22_HUMAN C2H2-type 4. 1 TCAGCCGCAGCAC 0.592

- 2 1032 _p.A247V|ZBTB45_ NM_032792 NP_116181 Q96K62 ZBT45_HUMAN 0 GCAGCAGCAGTGA 0.652

+ 8 1479 _p.A315V|TRIM28_ NM_005762 NP_005753 Q13263 TIF1B_HUMAN 3 TCAATGCCTGGAC 0.537

- 5 1006 Flank|CHMP2A_uc NM_003969 NP_003960 P61081 UBC12_HUMAN 2 TACTCACCAAGAA 0.552

- 7 640 0ewe.2_Missense_ NM_015677 NP_056492 Q96HL8 SH3Y1_HUMAN 1 CATAAGCTCGGAT 0.318

+ 14 2508 x.2_Missense_Muta NM_000547 NP_000538 P07202 PERT_HUMAN EGF-like; calcium-binding ( 20 CCCACCCCCCCTG 0.642

- 10 1305 _p.A414V|PXDN_u NM_012293 NP_036425 Q92626 PXDN_HUMAN -like C2-type 2. 8 TTGGTCGCAGAGC 0.592

- 3 1058 _p.E317*|CMPK2_u NM_207315 NP_997198 Q5EBM0 CMPK2_HUMAN 0 CTATTTCGGAGGC 0.373

- 25 3667 0yiw.1_Intron|KIDIN NM_020738 NP_065789 Q9ULH0 KDIS_HUMAN lasmic (Potential). 4 ACTGATGGACGTG 0.388

- 16 2002 2qzd.2_Missense_M NM_020738 NP_065789 Q9ULH0 KDIS_HUMAN (Potential).|KAP NTPase. 4 CCTACACTGGACA 0.358

+ 10 1274 qzi.2_Missense_Mu NM_003887 NP_003878 O43150 ASAP2_HUMAN PH. 0 GGCAGCCTCTACA 0.463

+ 4 405 AH1_uc002qzt.2_No NM_001039613 NP_001034702 Q2TAA2 IAH1_HUMAN 0 GAGAATCGAGTCA 0.512

+ 6 555 utation_p.S152N|T NM_005680 NP_005671 Q53T94 TAF1B_HUMAN 3 TGCTAAGTGATGT 0.408

- 2 194 _p.G71V|PDIA6_u NM_005742 NP_005733 Q15084 PDIA6_HUMAN 0 TACAGACCATTCA 0.413

- 6 1091 6_uc002rbg.2_Splic NM_198256 NP_937987 O75461 E2F6_HUMAN 1 TATTTACCTTCCT 0.393

+ 3 547 B1_uc002rbm.2_5' NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 CTGCACCCTCTGC 0.622

+ 7 1075 bm.2_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 TCAGGACCAGCTT 0.483

+ 10 1549 n_p.V417I|GREB1_ NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 CAGTCTGTCTCAC 0.582

+ 12 2081 bo.1_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 TTACGGGGAAGG 0.418

+ 21 3692 bp.1_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN Ser-rich. 1 CCTCATCCCTCTC 0.527

+ 2 429 84A_uc002rca.1_5' NM_145175 NP_660158 Q96KN4 FA84A_HUMAN 1 TGCACCCCCTGCC 0.647

- 45 5875 exl.1_Missense_Mu NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 GCATAGGTAACTT 0.403

- 36 4317 e_Mutation_p.A50 NM_015909 NP_056993 A2RRP1 NBAS_HUMAN 4 GACGGCCTGCAG 0.483

+ 3 1550 jr.1_Missense_Mut NM_005378 NP_005369 P04198 MYCN_HUMAN x-loop-helix motif. 5 GAAGGCCGCCAA 0.547

- 1 389 0exn.1_Missense_ NM_001099218 NP_001092688 Q09MP3 R51A2_HUMAN 1 TCAGGACTTTGTG 0.478

- 27 3444 p.P1050S|SMC6_u NM_001142286 NP_001135758 Q96SB8 SMC6_HUMAN 6 TTTGAGGTGTGAG 0.318

- 3 1088 NM_145260 NP_660303 Q8TAX0 OSR1_HUMAN 1 ATCTTGGAGGTTT 0.557

- 14 2249 02_splice|PUM2_u NM_015317 NP_056132 Q8TB72 PUM2_HUMAN 1 ATGAATCTACATA 0.338

- 3 196 jy.1_Missense_Mu NM_015317 NP_056132 Q8TB72 PUM2_HUMAN ction with SNAPIN. 1 GGCTGGGACATTG 0.343

- 29 13392 NM_000384 NP_000375 P04114 APOB_HUMAN 27 CAGAATGGAAGTC 0.363

- 25 4261 NM_000384 NP_000375 P04114 APOB_HUMAN 27 GTGCTGGTGTTGC 0.517

- 24 3891 NM_000384 NP_000375 P04114 APOB_HUMAN 27 TATTGAGGTGGTC 0.443

- 11 1582 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27 AAATAGGTGTAAT 0.433

- 24 3581 nse_Mutation_p.P3 NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 CTATGAGGATTTA 0.373

- 19 2926 nse_Mutation_p.P1 NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 CTTCAGGCAGTTC 0.294

- 15 2023 i.1_RNA|ATAD2B_ NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 TTCTTGCCTAAGA 0.348

- 35 4538 ff.2_Missense_Mut NM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN 4 CAGTTGGTGAGA 0.478

+ 3 260 NCOA1_uc002rfj.2 NM_003743 NP_003734 Q15788 NCOA1_HUMAN 11 TCAACATGAGTGG 0.478

+ 14 3035 _p.R775K|NCOA1_ NM_003743 NP_003734 Q15788 NCOA1_HUMANction with CREBBP. 11 AAGGGAGAAATGA 0.428

+ 18 3974 2rfj.2_Missense_Mu NM_003743 NP_003734 Q15788 NCOA1_HUMAN 11 TGGTTCCCCAAGG 0.418

- 4 1265 DCY3_uc010ykm.1_ NM_004036 NP_004027 O60266 ADCY3_HUMAN 4 TTACAGCTGCCAG 0.632

- 7 809 G182D|DNAJC27_ NM_016544 NP_057628 Q9NZQ0 DJC27_HUMAN J. 1 TCACTGCCAGGTG 0.438

- 19 2542 MT3A_uc010eyi.2_ NM_022552 NP_072046 Q9Y6K1 DNM3A_HUMAN 140 CTAACGCCCATGG 0.547

- 12 4451 gt.1_Nonsense_Mu NM_018263 NP_060733 Q76L83 ASXL2_HUMAN D-type; atypical. 1 GCCTTTGCACATG 0.522

- 8 1146 rgt.1_Missense_Mu NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1 CTACCTCTGGGAG 0.393



- 7 943 XL2_uc002rgt.1_5'U NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1 AGTAAAGTATTTT 0.413

- 5 688 XL2_uc002rgt.1_5'U NM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1 GATGGAGAAATGA 0.428

- 1 1012 F3C_uc010ykr.1_M NM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4 GGATGACCCCGCG 0.592

+ 13 1393 _p.A366V|HADHB_ NM_000183 NP_000174 P55084 ECHB_HUMAN 2 ATGAAGCTTTCTC 0.348

- 11 1745 R113_uc010eyk.1_ NM_001145168 NP_001138640 Q8IZF5 GP113_HUMAN cellular (Potential). 4 AGGAGAGTCGAG 0.607

- 7 740 TOF_uc010ylb.1_R NM_194248 NP_919224 Q9HC10 OTOF_HUMAN lasmic (Potential). 7 GGTCAAGGTCTTC 0.502

+ 8 1014 rhv.3_Nonsense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 TACCACCAGGACT 0.577

+ 6 907 MEM214_uc002rib. NM_017727 NP_060197 Q6NUQ4 TM214_HUMAN 0 AAGCAGGTTTTGC 0.567

- 8 1344 REB_uc002riz.1_RN NM_013388 NP_037520 Q9HCU5 PREB_HUMAN lasmic (Potential). 1 CATGGGACCCAA 0.602

+ 3 464 yw.2_Missense_Mu NM_004341 NP_004332 P27708 PYR1_HUMAN amine amidotransferase). 10 GTGCCACCCGCA 0.572

+ 9 1387 w.2_Missense_Mut NM_004341 NP_004332 P27708 PYR1_HUMAN -phosphate synthase).|CPS 10 GGCCAAGCTGGA 0.592

+ 41 6496 w.2_Missense_Muta NM_004341 NP_004332 P27708 PYR1_HUMAN artate transcarbamylase). 10 CGCATGCCACCCA 0.652

+ 10 1172 e_Mutation_p.R10 NM_014748 NP_055563 Q15036 SNX17_HUMAN 1 TCACCCGCATGC 0.657

+ 19 2417 002rkr.2_Missense NM_013392 NP_037524 Q9UHY1 NRBP_HUMAN 3 AACTCAGCCGCTG 0.592

- 32 3533 72_uc010ezb.2_5'F NM_015662 NP_056477 Q9UG01 IF172_HUMAN TPR 9. 2 GCTTCAGCCTCTT 0.527

- 4 855 KR_uc010ezd.2_5'F NM_022823 NP_073734 Q9H6D8 FNDC4_HUMANcellular (Potential). 0 CCTGGGCTTGAAC 0.557

+ 19 1844 _p.A591V|GCKR_u NM_001486 NP_001477 Q14397 GCKR_HUMAN 2 TGGCTGCAGCTC 0.607

+ 1 4679 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN 1 ACCCCAGCTTCTA 0.537

+ 1 5482 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN dem repeat of P-S-E-R-S-H 1 CCCTTGGAGAGGA 0.537

+ 4 436 F512_uc010ylx.1_ NM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1 GAATTTCCTCAGA 0.413

- 5 1175 _p.E143K|SUPT7L_ NM_014860 NP_055675 O94864 ST65G_HUMAN 2 CAGGTTCCTCCTT 0.502

+ 22 1478 mc.2_Missense_Mu NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|2.|Extracellular 9 TGAAGAATGACAC 0.582

+ 39 2674 PLB1_uc002rme.1_ NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|Extracellular (P 9 CCTTAGGTGCCCA 0.587

+ 46 3265 LB1_uc002rme.1_M NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|Extracellular (P 9 CACCAGCTCCGAC 0.552

+ 2 282 P4_uc010ezm.1_M NM_024692 NP_078968 Q8N3C7 CLIP4_HUMAN 1 GGAAATCCTTTGT 0.358

+ 3 433 se_Mutation_p.T65 NM_024692 NP_078968 Q8N3C7 CLIP4_HUMAN ANK 1. 1 CCAAAACTTCAGT 0.294

- 29 5261 o.1_Missense_Mut NM_004304 NP_004295 Q9UM73 ALK_HUMAN lasmic (Potential). 1218 TGCAGCCTTGCC 0.607

- 20 4094 K_uc010ymo.1_5'U NM_004304 NP_004295 Q9UM73 ALK_HUMAN lasmic (Potential). 1218 CCTGGTGCTTCCG 0.597

- 3 1707 NM_004304 NP_004295 Q9UM73 ALK_HUMAN xtracellular (Potential). 1218 TCAAAGCTGCACT 0.567

- 7 963 q.2_Missense_Mut NM_015955 NP_057039 Q9Y316 MEMO1_HUMAN 2 CTTTGACCTTGAA 0.338

- 4 2306 e_Mutation_p.A687 NM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN 6 CTTGTGGCAGAG 0.463

- 4 1642 e_Mutation_p.E466 NM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN NACHT. 6 TCACCTCCTCTGG 0.458

+ 10 2905 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14 TTTTGGCCAAAGT 0.423

+ 43 8275 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14 CCAATACTTTGCT 0.348

+ 3 613 NM_206943 NP_996826 Q14766 LTBP1_HUMAN EGF-like 1. 8 CGGCCACAACTCT 0.527

+ 4 991 NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8 TCTTTCCCTTTAA 0.468

+ 5 1091 ov.2_Missense_Mu NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8 AAGTGACCTGCAC 0.532

- 8 1297 ynd.1_Missense_M NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN Gly-rich. 1 TGATAGCCACCTG 0.527

- 3 282 98A_uc010yne.1_5 NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1 CTTCACTCGGAC 0.353

+ 5 540 m.2_Missense_Muta NM_053276 NP_444506 Q6UXI7 VITRN_HUMAN LCCL. 2 CGGAAGGTTGCTG 0.398

- 7 2341 NM_005760 NP_005751 Q03701 CEBPZ_HUMAN 1 AGCATACCTTTGC 0.318

- 2 1717 NM_006449 NP_006440 Q9UKI2 BORG2_HUMAN 0 CCAAAAGTGAGGG 0.453

- 2 1354 NM_006449 NP_006440 Q9UKI2 BORG2_HUMAN 0 ATAAGGGCAACAT 0.542

- 23 3729 rj.3_Missense_Mut NM_005633 NP_005624 Q07889 SOS1_HUMAN 10 GTAGTGGTGAGCT 0.507

- 19 3102 rj.3_Missense_Mut NM_005633 NP_005624 Q07889 SOS1_HUMAN 10 GCTTAGGGTTTCG 0.353

- 9 659 _Mutation_p.G190 NM_003618 NP_003609 Q8IVH8 M4K3_HUMANProtein kinase. 8 TGTAACCCCCCTT 0.433

- 7 2104 Mutation_p.E681K| NM_021097 NP_066920 P32418 NAC1_HUMAN Cytoplasmic (Potential). 4 TCTCCTCTTCCTC 0.478



- 1 1373 rsd.3_Missense_M NM_021097 NP_066920 P32418 NAC1_HUMAN |Cytoplasmic (Potential). 4 TTTGCTGTGCCAT 0.448

+ 7 957 p.2_Missense_Mut NM_019063 NP_061936 Q9HC35 EMAL4_HUMAN 250 TTATGCGCGGTCG 0.388 rs149615272

- 1 523 KHH2_uc002rtf.3_I NM_001101330 NP_001094800 0 CGAGGTCTCCAAA 0.428

+ 15 2535 LEKHH2_uc002rtf NM_172069 NP_742066 Q8IVE3 PKHH2_HUMAN PH 2. 3 GGATTGCTCACTA 0.478

- 16 1785 yob.1_Missense_M NM_133259 NP_573566 P42704 LPPRC_HUMAN 3 GTCGGTCCTCGAG 0.403

+ 2 925 M1B_uc002rtv.2_In NM_002706 NP_002697 O75688 PPM1B_HUMAN 2 TTTCTACCCAGGA 0.428

+ 9 1612 _p.D512N|SLC3A1_ NM_000341 NP_000332 Q07837 SLC31_HUMAN cellular (Potential). 0 CAGTGGGACAATA 0.393

- 10 1684 _p.P550L|PREPL_ NM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1 AGACTTGGCTGAG 0.507

+ 13 1938 NM_005400 NP_005391 Q02156 KPCE_HUMANProtein kinase. 10 CTGCAGGAGTTGG 0.582

+ 1 395 V1E2_uc002ruz.2_5 NM_012249 NP_036381 P17081 RHOQ_HUMAN 2 TGCCTACTCATGA 0.677

+ 6 1081 vz.2_Missense_Mu NM_000251 NP_000242 P43246 MSH2_HUMAN 55 CTCAAGGACAAAG 0.368

- 2 880 H2_uc002rvz.2_Int NM_022055 NP_071338 Q9HB15 KCNKC_HUMAN ical; (Potential). 1 TGAAGAGCGAGTA 0.642

+ 2 413 10fbj.2_Splice_Site NM_000179 NP_000170 P52701 MSH6_HUMAN 168 GCAACAGTTGTGA 0.408

+ 6 1084 NM_002158 NP_002149 P32314 FOXN2_HUMAN 0 AATTTTAGAATGTA 0.254

+ 7 804 rwl.2_Missense_Mu NM_001135629 NP_001129101 Q6ZMI0 KLRAQ_HUMAN Potential. 1 AAGACTCTTCATG 0.308

+ 1 930 GTF2A1L_uc002rw NM_006873 NP_006864 B7ZL16 B7ZL16_HUMAN 5 CAATGGGGACCA 0.413

- 11 1133 2A1L_uc002rwt.2_ NM_000233 NP_000224 P22888 LSHR_HUMAN cellular (Potential). 8 TAATATCTTCACA 0.443

- 10 1017 _p.A253T|FSHR_u NM_000145 NP_000136 P23945 FSHR_HUMAN cellular (Potential). 8 CTTCTGCCAGAGA 0.433

+ 1 216 h.1_Intron|ASB3_uc NM_001008708 NP_001008708 Q8WUX2 CHAC2_HUMAN 0 ACCGCGGGGTC 0.632

+ 11 1392 se_Mutation_p.S37 NM_015701 NP_056516 Q96DZ1 ERLEC_HUMAN PRKCSH 2. 2 AGGATAGTGGGAA 0.398

+ 16 3245 rxx.2_Missense_M NM_003128 NP_003119 Q01082 SPTB2_HUMAN Spectrin 7. 8 AGCTGACCGGCAT 0.622

+ 27 6058 _p.Q1924*|SPTBN NM_003128 NP_003119 Q01082 SPTB2_HUMAN6.|Interaction with ANK2. 8 AGGCCCAGGAGA 0.547

- 32 6436 _p.R156K|CCDC88 NM_001135597 NP_001129069 Q3V6T2 GRDN_HUMAN 4 TGCTCCCTAGACC 0.358

- 31 6358 _p.A341V|CCDC88 NM_001135597 NP_001129069 Q3V6T2 GRDN_HUMAN 4 GCAGCAGCTGGTG 0.458

- 31 6321 _p.D329N|CCDC88 NM_001135597 NP_001129069 Q3V6T2 GRDN_HUMAN 4 TACTGTCCTTGGT 0.473

+ 15 1538 OLG_uc002sak.2_I NM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2 CAATGTGGTTCCT 0.279

+ 21 2299 sak.2_Missense_M NM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2 ATTGGAGGAGAA 0.328

+ 11 1771 n.1_Missense_Mut NM_002908 NP_002899 Q04864 REL_HUMAN 3 TTCTGAGCATGAA 0.438

- 16 1453 _p.E465K|PUS10_u NM_144709 NP_653310 Q3MIT2 PUS10_HUMAN 4 GTGTCTCCATGAA 0.542

- 30 4207 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 TAGCTCCCAGACC 0.368

+ 2 480 NM_006577 NP_006568 Q9NY97 B3GN2_HUMANmenal (Potential). 1 CCAGACGGGGGA 0.557

+ 2 611 NM_006577 NP_006568 Q9NY97 B3GN2_HUMANmenal (Potential). 1 TTGAGATGCCGCA 0.458

+ 14 2842 bz.2_Missense_Mu NM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN 2 CGGAGTCTGATCC 0.348

- 9 1197 2scg.2_Missense_ NM_015910 NP_056994 O95876 FRITZ_HUMAN 0 CCCAAGGCCAAG 0.458

+ 8 1579 p.P414S|UGP2_uc NM_006759 NP_006750 Q16851 UGPA_HUMAN 0 GAATTTCCTACAG 0.358

+ 5 2426 sda.2_Splice_Site_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 GTTCCAGGTAAAA 0.279

- 1 199 se_Mutation_p.A40 NM_138458 NP_612467 Q96MX6 WDR92_HUMAN 0 CCCGTGCGAAGTT 0.602

+ 2 414 1_5'Flank|WDR92_ NM_020143 NP_064528 Q9NRX1 PNO1_HUMAN 0 GTAGAAATCAGGG 0.368

+ 5 640 NM_020143 NP_064528 Q9NRX1 PNO1_HUMAN KH. 0 AATTCACCATAGA 0.363

+ 10 1791 2sew.2_Missense_ NM_001007231 NP_001007232 P42331 RHG25_HUMAN 4 AGAGGCTAAGGC 0.502

+ 1 814 sgb.1_5'Flank|uc0 NM_006196 NP_006187 Q15365 PCBP1_HUMAN 0 TCTCCGCAAGGGA 0.652

- 11 1044 se_Mutation_p.G26 NM_022173 NP_071505 P31483 TIA1_HUMAN RRM 3. 0 ACATGACCTTCAA 0.368

- 4 477 yqv.1_Nonsense_M NM_173535 NP_775806 Q8N1N0 CLC4F_HUMAN cellular (Potential). 5 GGAGCTGCGAATT 0.468

- 1 163 261_uc010fdy.2_5' NM_144582 NP_653183 Q6UWH6 TX261_HUMAN ical; (Potential). 0 TGAAGGCCACCTG 0.582

+ 2 692 OSPH10_uc010fe NM_005791 NP_005782 O00566 MPP10_HUMAN Potential. 3 GAACAGGAACGTG 0.408

+ 7 1679 NM_005791 NP_005782 O00566 MPP10_HUMAN 3 GTAGTACGTAAAG 0.338

+ 2 401 sense_Mutation_p NM_014497 NP_055312 Q14966 ZN638_HUMAN 4 AGGCCTCCAGGA 0.502



+ 11 2706 p.G796E|ZNF638_ NM_014497 NP_055312 Q14966 ZN638_HUMAN 4 AAACTGGACAAGC 0.274

+ 14 2925 p.T869I|ZNF638_u NM_014497 NP_055312 Q14966 ZN638_HUMAN 4 TAAAGACCAGTAT 0.284

- 3 1349 02sit.3_Missense_M NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 AGACAGCTTGCAA 0.612

+ 3 322 .2_Missense_Muta NM_006429 NP_006420 Q99832 TCPH_HUMAN 0 GTCCATCCTGCAG 0.383

- 8 2107 NM_001080410 NP_001073879 Q8TF61 FBX41_HUMAN 3 GGCAGCCCCTGG 0.617

+ 14 10021 90_splice|ALMS1_ NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 ATTCAGGTATTAT 0.353

+ 18 11291 g.2_Missense_Mut NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 AGCCAGGTTTTAA 0.393

- 9 1088 NM_003584 NP_003575 O75319 DUS11_HUMAN 1 CGACTGGCATTGG 0.507

+ 5 571 _p.T150I|ACTG2_ NM_001615 NP_001606 P63267 ACTH_HUMAN 0 GCACGACAGGTG 0.493

+ 1 1576 z.1_Missense_Mut NM_144993 NP_659430 O43151 TET3_HUMAN 0 CCCCCAGAACCT 0.642

- 1 28 ense_Mutation_p.G NM_021196 NP_067019 Q9BY07 S4A5_HUMAN lasmic (Potential). 9 CCTACCCCAGCCT 0.343

- 28 3625 e_Mutation_p.S966 NM_004082 NP_004073 Q14203 DCTN1_HUMAN 5 AGCTGGGAGATGT 0.592

- 12 1593 skw.1_Missense_M NM_004082 NP_004073 Q14203 DCTN1_HUMAN Potential. 5 CCTGCTCCTTGAG 0.567

- 7 896 _p.A247V|RTKN_uc NM_001015055 NP_001015055 Q9BST9 RTKN_HUMAN 1 GTGTGAGCCAAGA 0.557

+ 4 442 1_RNA|INO80B_u NM_031288 NP_112578 Q9C086 IN80B_HUMAN 1 CCCTCTCCACTTC 0.512

- 12 2122 _p.V628M|LOXL3_ NM_032603 NP_115992 P58215 LOXL3_HUMANsyl-oxidase like. 0 GCTTCACATCCGT 0.522

- 8 1382 OXL3_uc002smq.1_ NM_032603 NP_115992 P58215 LOXL3_HUMAN SRCR 4. 0 GGCCCAGGTCCC 0.632

+ 5 1260 ssense_Mutation_p NM_001381 NP_001372 Q99704 DOK1_HUMAN Pro-rich. 0 TGCCACCCCCTCG 0.617

+ 3 2189 NM_000189 NP_000180 P52789 HXK2_HUMAN atory.|Glucose-6-phosphate 2 GAGGGACCAACTT 0.507

- 2 1479 GOLN2_uc002spb.2 NM_006464 NP_006455 O43493 TGON2_HUMAN ical; (Potential). 0 AGGACAGCCACAA 0.557

- 4 904 ysm.1_Missense_M NM_017750 NP_060220 Q6NUM9 RETST_HUMAN 2 TGGGTGGATGCTT 0.597

+ 4 476 se_Mutation_p.G14 NM_006590 NP_006581 Q53GS9 SNUT2_HUMAN UBP-type. 1 GCCGGGGTTTGA 0.453

- 13 2058 NM_015425 NP_056240 O95602 RPA1_HUMAN 3 TGGATGGAGGGT 0.577

+ 12 2129 p.G601D|KDM3A_ NM_018433 NP_060903 Q9Y4C1 KDM3A_HUMAN 5 CAATTGGCTTGTG 0.418

+ 16 2723 p.G799D|KDM3A_ NM_018433 NP_060903 Q9Y4C1 KDM3A_HUMAN 5 CTGTGGGTGGGG 0.562

- 3 292 ense_Mutation_p.G NM_016079 NP_057163 Q9Y3E7 CHMP3_HUMAN nteraction with C- terminus 1 TCTGGCCCTTCTT 0.433

- 1 169 2srl.2_Missense_M NM_016079 NP_057163 Q9Y3E7 CHMP3_HUMAN nteraction with C- terminus 1 CCAGTTCTTTGGG 0.607

- 4 2176 002srm.2_Missense NM_005667 NP_005658 O00237 RN103_HUMAN 1 ATGAAGCCAGTGT 0.393

+ 4 931 Intron|TEKT4_uc01 NM_144705 NP_653306 Q8WW24 TEKT4_HUMAN 3 CCGAGGACCTGC 0.672

- 3 454 ud.1_Missense_M NM_032788 NP_116177 Q96K75 ZN514_HUMAN KRAB. 0 ACCTCCCTGTAGA 0.517

+ 2 186 2sus.2_Missense_M NM_016044 NP_057128 Q96GK7 FAH2A_HUMAN 1 ATGCTGGTGTCTG 0.542

+ 52 6106 swt.3_Missense_M NM_001113382 NP_001106853 A0AVI2 FR1L5_HUMAN 1 GTATCCTCCCATTA 0.463

- 13 1703 sxe.2_Missense_M NM_017789 NP_060259 Q9C0C4 SEM4C_HUMAN racellular (Potential). 2 AATAGGGGTCCCG 0.647

+ 20 2975 nse_Mutation_p.K2 NM_144992 NP_659429 Q502W6 VWA3B_HUMAN 6 CAAATAAGATGAC 0.418

+ 4 648 ense_Mutation_p.P NM_014044 NP_054763 Q53HI1 UNC50_HUMAN ical; (Potential). 0 TTTTATCCACTCC 0.368

- 4 651 AT4A_uc010fil.2_5' NM_012214 NP_036346 Q9UM21 MGT4A_HUMANmenal (Potential). 1 AATGAGGCAAATG 0.328

- 15 2163 2szi.3_Missense_M NM_182911 NP_878915 Q9BZW7 TSG10_HUMAN 2 AGTTCCCTAGTAG 0.338

+ 6 1466 NM_015904 NP_056988 O60841 IF2P_HUMAN 3 CTACAAGCTCAGG 0.398

+ 12 2214 NM_015904 NP_056988 O60841 IF2P_HUMAN 3 TTGAAGCTATTAA 0.343

- 4 394 61_splice|REV1_uc NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 GAAGGATCTGCa 0.308

- 2 558 NM_153836 NP_722578 Q8IUH2 CREG2_HUMAN 1 AAGAAAGGAATCC 0.517

+ 11 1463 bt.2_Missense_Mu NM_003854 NP_003845 Q9HB29 ILRL2_HUMAN toplasmic (Potential). 2 TGTGCAGGAGGC 0.493

+ 10 1674 fiz.2_Missense_Mu NM_003853 NP_003844 O95256 I18RA_HUMAN lasmic (Potential). 5 ACCAGAGCAAGGA 0.557

+ 2 690 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMAN ame=E/M5; (Potential). 8 CCATTGGCATTGG 0.498 rs140049116

+ 12 2408 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMAN lasmic (Potential). 8 GAAAAGGGCACC 0.542

+ 2 347 e_Mutation_p.G11 NM_144632 NP_653233 Q6ZP80 TM182_HUMAN cellular (Potential). 0 CATGAAGGGTTCT 0.353

+ 3 674 0fjd.1_Splice_Site_ NM_024093 NP_076998 Q9BVC5 ASHWN_HUMAN 0 GCCATGGTAAGTA 0.512



- 9 842 3_splice|UXS1_uc NM_025076 NP_079352 Q8NBZ7 UXS1_HUMAN 2 GAAATACCTGCTT 0.498

- 20 3299 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN RanBD1 1. 1 CCCAAGCCCCTTT 0.378

- 2 1006 p.C296Y|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 ACAGCGCAGCTG 0.687

- 2 539 _p.W140*|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 GCTGTGCCACCCT 0.572

+ 20 3830 e_Mutation_p.D437 NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 GAATGGGATAACT 0.443

+ 20 3896 e_Mutation_p.P459 NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 GCTTCTCCATTGG 0.403

+ 5 577 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN 1 GCAAAAGACATGC 0.468 rs140068346

+ 6 1169 d.2_Missense_Mu NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 TTAGAAGATACCT 0.294

+ 6 2048 ed.2_Missense_Mu NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 AAAGTAGAGCAAA 0.313 rs145077426

+ 20 6187 NM_006267 NP_006258 P49792 RBP2_HUMAN RanBD1 2. 18 ATGCCCGAAAAAG 0.388

+ 20 7676 NM_006267 NP_006258 P49792 RBP2_HUMAN 18 TATTTGGTTCAGA 0.383

+ 28 9431 NM_006267 NP_006258 P49792 RBP2_HUMAN se cyclophilin-type. 18 CACTGGAGAGAA 0.403

+ 2 203 T48I|CCDC138_uc NM_144978 NP_659415 Q96M89 CC138_HUMAN 0 CTCTAACCTCCCC 0.194

- 6 617 2tfo.3_Splice_Site_ NM_207181 NP_997064 O15259 NPHP1_HUMAN 2 CCCTTTCTTAAAG 0.323

- 11 1590 NM_022662 NP_073153 Q9H1A4 APC1_HUMAN 2 AGCTGGGACTCT 0.313

+ 9 1525 hl.1_Missense_Mu NM_006343 NP_006334 Q12866 MERTK_HUMAN III 2.|Extracellular (Potentia 9 AGGGGGAGTTGG 0.537

+ 9 1214 NM_032824 NP_116213 Q96K49 TM87B_HUMAN 0 CCCAAGGCTTATT 0.418

+ 3 929 D117N|POLR1B_uc NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 TAGGCTGATATCA 0.343

+ 9 1932 fkp.2_Intron|POLR1 NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 AAGATTCTGGACT 0.438

+ 15 3701 kp.2_Missense_Mu NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 GAGATGGAACGG 0.507

+ 4 1391 e.2_Missense_Mut NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 GAGGAGGTCCTTT 0.488

+ 13 2570 _Splice_Site_p.T41 NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 GAACAGCGCCAT 0.552

+ 26 2769 _p.S767N|DPP10_ NM_020868 NP_065919 Q8N608 DPP10_HUMAN cellular (Potential). 10 TCTACAGCACAAT 0.368

+ 10 1574 NM_006773 NP_006764 Q9NVP1 DDX18_HUMAN case C-terminal. 4 ACATTCCTGAAGT 0.438

+ 12 1177 yyf.1_Missense_Mu NM_006770 NP_006761 Q9UEW3 MARCO_HUMAN .|Extracellula p.G349R(1) 6 CTGAAAGGAAGCA 0.567 rs137938144

+ 2 87 NM_183240 NP_899063 Q8WXS4 CCGL_HUMAN 1 AGCCCCGCCGGT 0.617

+ 2 537 NM_183240 NP_899063 Q8WXS4 CCGL_HUMAN ical; (Potential). 1 TCACTGCCTCCTT 0.557

- 2 300 NM_002980 NP_002971 P47872 SCTR_HUMAN cellular (Potential). 3 GCTCCAGTCTGCA 0.532

+ 2 621 TMEM177_uc002tm NM_001105198 NP_001098668 Q53S58 TM177_HUMAN 1 TACTGGCCTCAGG 0.587

+ 9 1441 PN4_uc010flj.1_5'U NM_002830 NP_002821 P29074 PTN4_HUMAN FERM. 2 CACTATGCAAGGG 0.333

+ 2 181 0fll.2_Missense_Mu NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1 CATGCAGAGAAGG 0.478

+ 2 306 10fll.2_Splice_Site_ NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN 1 TTGCCAGTAAGTA 0.438

+ 13 3892 mt.3_Missense_Mut NM_005270 NP_005261 P10070 GLI2_HUMAN 13 ACAGAAGTGGCA 0.637

- 4 428 0flr.2_Missense_M NM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3 TGCTCCGTATACT 0.662

- 2 277 0flr.2_Missense_M NM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3 CTTCATGCAGCTT 0.622

- 6 747 uc002tnj.1_RNA NM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0 TCTCAGGAGTGTC 0.338

+ 3 704 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN |Extracellular (Potential). 10 GACACAGGACGCA 0.473

+ 4 401 se_Mutation_p.R63 NM_002101 NP_002092 P04921 GLPC_HUMAN Cytoplasmic. 1 TGCTGCGCTACAT 0.607 rs149400883

- 1 380 w.1_Missense_Mu NM_139343 NP_647593 O00499 BIN1_HUMAN action with BIN2. 7 ATCTTTCCCGCCG 0.726

- 4 566 NM_001001665 NP_001001665 Q4G0S4 C27C1_HUMAN 0 TCGGTCCATTTGG 0.483

- 8 1189 _p.G301D|ERCC3_ NM_000122 NP_000113 P19447 ERCC3_HUMANcase ATP-binding. 7 GAGTTGCCCAGCA 0.542

- 9 2194 WS1_uc010yzl.1_RN NM_017969 NP_060439 Q96ST2 IWS1_HUMAN FIIS N-terminal. 1 TCTTGAGTGCAGG 0.438

+ 31 4230 _p.R246*|MYO7B_ NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMAN FERM 1. 2 GCCGTGCGAGAG 0.617

- 16 1942 NM_018383 NP_060853 Q9C0J8 WDR33_HUMAN 0 GAAAAGGCTGGG 0.493

+ 1 857 uc002tpw.1_5'Flank NM_032144 NP_115520 Q9H0N0 RAB6C_HUMAN 1 AAGAGGCAAGTGT 0.428

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 AGTGGCAGCACC 0.617

+ 9 1703 _p.L395F|ARHGEF NM_015320 NP_056135 Q9NR80 ARHG4_HUMAN DH. 6 ACCAAGCTCAGCA 0.572



+ 5 870 HB2_uc010zao.1_ NM_001100623 NP_001094093 Q96CS7 PKHB2_HUMAN PH. 2 TTTACACTCCAAG 0.214

+ 4 679 NM_080386 NP_525125 Q13748 TBA3C_HUMAN 0 GACCACCCACAC 0.542

+ 1 704 NM_001508 NP_001499 O43194 GPR39_HUMAN Name=2; (Potential). 0 TGCTCGGACATCT 0.557

- 2 1074 se_Mutation_p.L49 NM_144586 NP_653187 Q8N2G4 LYPD1_HUMAN UPAR/Ly6. 0 TTGTTCAGCTGGA 0.552

- 18 5924 ttq.2_Nonsense_M NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 ACTCCCCCAGTCT 0.542

- 9 3842 _Mutation_p.D1158 NM_025052 NP_079328 Q56UN5 YSK4_HUMANProtein kinase. 5 TCCTGTCCATGGA 0.507

+ 1 39 tion_p.S5N|RAB3G NM_012233 NP_036365 Q15042 RB3GP_HUMAN 2 CCGACAGTGAGG 0.428

- 15 1590 nj.1_Missense_Mut NM_001349 NP_001340 P14868 SYDC_HUMAN 1 ATGCCTCCACCAG 0.313

+ 3 982 HSD7B_uc002tvb.2 NM_001080427 NP_001073896 7 CTCTTGCCAGGAT 0.532

+ 9 1327 _p.A245V|ACVR2A NM_001616 NP_001607 P27037 AVR2A_HUMAN(Potential).|Protein kinase. 13 AGTCTGCAGGCG 0.388

+ 12 4221 BD5_uc002two.2_ NM_018328 NP_060798 Q9P267 MBD5_HUMAN 5 TTGTGGGTGGCCC 0.498

+ 6 907 NM_015630 NP_056445 Q52LR7 EPC2_HUMAN 3 GAAAAAGAGTTAT 0.333

+ 5 501 1_uc002txn.2_Mis NM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15 TGATATCTAAGCA 0.338

+ 30 6557 e_Mutation_p.A214 NM_018151 NP_060621 Q5UIP0 RIF1_HUMAN ensed chromosomes in telo 15 AATAATGCATCTC 0.443

- 100 14833 .2_Missense_Muta NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 133. 20 ATGTGAGCTTTAT 0.428

- 81 12516 r.2_Missense_Muta NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 112. 20 TCACATCGCTCTG 0.493

- 3 294 _p.E58K|CACNB4 NM_000726 NP_000717 O00305 CACB4_HUMAN 2 CTCTCTCCTGTCG 0.502

- 7 594 n_p.S114F|PRPF4 NM_017892 NP_060362 O75400 PR40A_HUMAN WW 2. 0 TTTCCAGAATCTG 0.323

+ 9 1465 PD2_uc002tzd.3_M NM_001083112 NP_001076581 P43304 GPDM_HUMAN 1 CCTTCAGAAGAAG 0.403

- 10 1555 _p.A406T|ACVR1_ NM_001111067 NP_001104537 Q04771 ACVR1_HUMAN(Potential).|Protein kinase. 3 CAAAGGCCCAAAT 0.453

+ 3 205 NM_001017920 NP_001017920 A0PJW8 DAPL1_HUMAN 0 ACAGTGCCATTGC 0.448

+ 18 3375 NC1_uc010fom.1_M NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3 CAGGCACCCTGAG 0.672

+ 22 3827 0fom.1_Missense_M NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN ANK 9. 3 AGCTGGGCTTGTC 0.498

- 2 294 _p.P49S|WDSUB1 NM_152528 NP_689741 Q8N9V3 WSDU1_HUMAN 0 TCAATGGAGAATG 0.463

+ 3 316 0zcn.1_Missense_ NM_022826 NP_073737 Q9H992 MARH7_HUMAN Ser-rich. 0 AATCTGCATGGTA 0.393

- 34 5054 e_Mutation_p.P166 NM_002349 NP_002340 O60449 LY75_HUMAN cellular (Potential). 0 CCCAGAGGCACTT 0.368

- 27 3766 p.P1233S|LY75_uc NM_002349 NP_002340 O60449 LY75_HUMAN cellular (Potential). 0 CAACTGGTTTGAC 0.328

- 15 2370 TGB6_uc010zcq.1_ NM_000888 NP_000879 P18564 ITB6_HUMAN lasmic (Potential). 3 TCTGTGGAAAGG 0.308

- 11 2349 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMAN case C-terminal. 1 TTGCTCCATTATG 0.338

- 7 1685 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMAN case ATP-binding. 1 GAAGCTGTTAGTC 0.383

- 15 3438 zcx.1_Missense_M NM_014900 NP_055715 Q53SF7 COBL1_HUMAN 3 TCTTTACTGAAAG 0.463

- 12 1345 p.V248M|SLC38A1 NM_173512 NP_775783 Q08AI6 S38AB_HUMAN cellular (Potential). 1 AAAACACATTGGC 0.388

- 15 2771 _p.P711L|SCN3A_u NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN=S1 of repeat II; (Potential). 10 ACAAATGGATCCA 0.403

- 14 2588 _p.S650F|SCN3A_u NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 CCAGAGGAATCCT 0.473

+ 9 1387 _p.S366N|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN I. 8 ACACGAGCTTTGA 0.408

+ 12 2254 _p.S655F|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN 8 TGGTCTCCCTGGT 0.577

+ 27 5924 .Q1878H|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN 8 AATACAGATGGAA 0.463

+ 7 1272 udg.2_Missense_M NM_024969 NP_079245 Q8WYN3 CSRN3_HUMAN 5 CTCACAGTAGTTC 0.488

- 2 329 3_5'Flank|SCN1A_ NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 GAGGTGGCACTG 0.343

- 27 5235 uc002udp.2_RNA NM_002977 NP_002968 Q15858 SCN9A_HUMAN IV. 13 CAACGCAGGAAG 0.483

+ 11 954 _Mutation_p.S289 NM_001039724 NP_001034813 Q8IVI9 NOSTN_HUMAN 0 AAGCCTCAAAAGA 0.388

- 2 131 NM_003742 NP_003733 O95342 ABCBB_HUMAN lasmic (Potential). 5 GAGTCAGACATGG 0.343

- 60 11689 NM_004525 NP_004516 P98164 LRP2_HUMAN ntial).|LDL-receptor class A 29 CAGACGCATCCAA 0.453

- 26 4381 NM_004525 NP_004516 P98164 LRP2_HUMAN ng (Potential).|Extracellular 29 CTATGTCTTCACA 0.438

+ 25 3730 nse_Mutation_p.P6 NM_172070 NP_742067 Q6ZT12 UBR3_HUMAN 0 AGTGGCCCCTCC 0.428

+ 27 3370 3B_uc002ufz.2_Mi NM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN IQ 1. 19 GGCTTGGAGCCA 0.458

+ 27 3382 3B_uc002ufz.2_Mi NM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN IQ 1. 19 GGAGATACAAAAG 0.468



+ 2 271 D_uc010zdw.1_Spli NM_199227 NP_954697 Q6UB28 AMP1D_HUMAN 0 CCTAAGGTACTGT 0.388

+ 6 749 dw.1_Missense_M NM_199227 NP_954697 Q6UB28 AMP1D_HUMAN 0 GGGGCTCCCTTC 0.448

- 3 1171 NM_004405 NP_004396 Q07687 DLX2_HUMAN 1 CCGGGGCGCCC 0.672

- 4 1372 f.2_Missense_Muta NM_003111 NP_003102 Q02447 SP3_HUMAN ation domain (Gln-rich). 6 TGCTGAGACTCTT 0.448

- 13 2403 uiv.2_Missense_M NM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN ical; (Potential). 1 ATTACAGCGAACA 0.423

- 6 1469 2uiv.2_Missense_M NM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN ical; (Potential). 1 CAGAAACGTACAT 0.408

+ 4 372 kw.2_Missense_Mu NM_006554 NP_006545 O75431 MTX2_HUMAN 2 TACAGGCCTTTTT 0.318

+ 1 201 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN RRM 1. 0 TACACACCTGAGT 0.627

+ 12 1369 zfe.1_Missense_Mu NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 CAGGTTCCTTTCA 0.433

+ 5 931 umj.3_Missense_M NM_001042702 NP_001036167 Q0ZLH3 PJVK_HUMAN 0 AGAATCCCAAGGG 0.338

- 307 97509 010zfi.1_Missense NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGGTGAGGACTC 0.473

- 307 94366 5076I|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTCTGGTTTGGT 0.388

- 300 90516 23793S|TTN_uc01 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTGAGGTAGGT 0.468

- 275 77689 517F|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCCCAGGAAATTA 0.403

- 275 72214 692V|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGAGGGCACAGA 0.418

- 275 62287 _uc010zfi.1_Missen NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAAGCAGATTTCT 0.428

- 201 39732 i.1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGCCAACTCTGTT 0.418

- 187 36641 1_Nonsense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GAGTTTCCAGTTG 0.463

- 161 32394 TTN_uc010fre.1_In NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGGCACCTCGGG 0.423

- 137 30006 1_Missense_Mutat NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGTACTCTTCTTC 0.428

- 94 24580 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CGGTCAGTTTTAA 0.443

- 89 23212 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCAACAGGGTTCT 0.403

- 75 19221 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGCCTACTTTAAG 0.423

- 60 14995 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ACCCTGGCACCAG 0.453

- 46 15571 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GAATATCTCTCTA 0.473

- 32 7603 p.T2414I|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GCCTTGGTGCCT 0.408

- 24 4404 TTN_uc010zfj.1_M NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GTGTGGGAATGTA 0.383

- 22 3885 .E1175K|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AGGCTTGTtctttttca 0.323

+ 12 2072 NM_000885 NP_000876 P13612 ITA4_HUMAN Extracellular (Potential). 6 TCAGGACAAATTG 0.313

- 29 3563 pb.2_Missense_M NM_013436 NP_038464 Q9Y2A7 NCKP1_HUMAN 2 TTAAGACGGTCTT 0.333

- 21 2671 upb.2_Missense_M NM_013436 NP_038464 Q9Y2A7 NCKP1_HUMAN 2 TCTGCACATAGTT 0.353

+ 16 1840 86_splice|ITGAV_u NM_002210 NP_002201 P06756 ITAV_HUMAN 4 AACTTAGTAAGTG 0.264

+ 8 2126 _p.A639T|FAM171B NM_177454 NP_803237 Q6P995 F171B_HUMAN lasmic (Potential). 10 CCCAGAGCCTGG 0.493

+ 2 277 NM_000090 NP_000081 P02461 CO3A1_HUMAN VWFC. 13 ATATGTGTCTGTG 0.443

+ 37 2674 NM_000090 NP_000081 P02461 CO3A1_HUMAN le-helical region. 13 AGGGTCCTCCTG 0.383

- 5 794 NM_014585 NP_055400 Q9NP59 S40A1_HUMAN 1 GTAGCAGTACTGG 0.239

+ 5 2038 NM_019048 NP_061921 Q9NWL6 ASND1_HUMANragine synthetase. 3 ATCTTGGTCGTGA 0.383

+ 13 2768 uqx.1_RNA|ANKAR NM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN 4 GATACAGCTTTAT 0.284

+ 7 1407 _p.T236I|INPP1_u NM_001128928 NP_001122400 P49441 INPP_HUMAN 2 AGCTCACCATCTC 0.448

- 20 2054 sk.2_Missense_Mu NM_007315 NP_009330 P42224 STAT1_HUMAN 10 CCAAAGCCAGAA 0.358

+ 19 2284 O1B_uc002usr.2_M NM_001130158 NP_001123630 O43795 MYO1B_HUMANyosin head-like. 8 GTGGAAGAATACT 0.323

+ 5 887 sy.2_RNA|OBFC2A NM_001031716 NP_001026886 Q96AH0 SOSB2_HUMAN 0 ATTCCATGAATAG 0.299

- 1 745 NM_004657 NP_004648 O95810 SDPR_HUMAN Potential. 2 GCTTCACCTGTGC 0.612

- 6 972 NM_016192 NP_057276 Q9UIK5 TEFF2_HUMAN |Extracellular (Potential). 5 CAGAGGGGATTG 0.358

- 42 7614 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 CTTCAGGCCATGA 0.408

- 14 1833 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 GATGATCTCTGAA 0.348

- 8 789 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 CTCGAGGATCTTT 0.318



- 9 1300 2utu.2_Missense_M NM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN 7 TAAGTGGTTCAAG 0.393

- 6 855 _p.W255*|GTF3C3 NM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 4. 7 TCGCTCCCACAGA 0.393

+ 4 288 .2_Missense_Muta NM_015387 NP_056202 Q9Y3A3 MOBL3_HUMAN 0 TAAATGGACTTGC 0.284

- 9 1889 NM_144629 NP_653230 Q52LD8 RFTN2_HUMAN 0 ACCTGAGTCACTC 0.468

+ 1 1100 uc002uup.2_Intron NM_138395 NP_612404 Q96GW9 SYMM_HUMAN 3 AGCTTGGGCAACG 0.582

+ 2 718 uuv.3_Missense_M NM_001114661 NP_001108133 Q15111 PLCL1_HUMANeraction with PPP1C. 2 CTTCAAGCTCTTC 0.448

+ 6 703 hd.1_Missense_M NM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4 CACAACCTTTATC 0.294

+ 7 1543 _p.T477I|SGOL2_ NM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4 TTCAAACTGGCTT 0.378

+ 17 1878 e_Mutation_p.A149 NM_001159 NP_001150 Q06278 ADO_HUMAN 6 AAGCATGCCACGG 0.448

+ 21 2410 p.D326G|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 AAATGGATGTCTA 0.413

- 8 744 zhj.1_Missense_Mu NM_006190 NP_006181 Q13416 ORC2_HUMAN 0 TACGAGGTGCTGT 0.274

+ 8 1292 e_Mutation_p.H24 NM_032974 NP_116756 Q92851 CASPA_HUMAN 6 AACAACCACAGC 0.428

- 5 921 yc.2_Missense_Mu NM_015049 NP_055864 O60296 TRAK2_HUMAN Potential. 0 CTTGATCAAAGGC 0.408

- 4 739 uyc.2_Missense_M NM_015049 NP_055864 O60296 TRAK2_HUMAN 0 TCTGTGCCTAGAA 0.333

- 10 1069 e_Mutation_p.W24 NM_033066 NP_149055 Q96JB8 MPP4_HUMAN SH3. 0 GCCTGCCACCAG 0.587

- 27 4506 LS2_uc010ftl.2_RN NM_020919 NP_065970 Q96Q42 ALS2_HUMAN 7 CCTGCCCAGGGG 0.478

- 18 3515 se_Mutation_p.W1 NM_020919 NP_065970 Q96Q42 ALS2_HUMAN MORN 1. 7 TGAAAGCCAGCG 0.433

- 9 2325 S2_uc002uyq.2_M NM_020919 NP_065970 Q96Q42 ALS2_HUMAN 7 GAGTCTTAGAACC 0.418

+ 5 498 n_p.A99V|CDK15_ NM_139158 NP_631897 Q96Q40 CDK15_HUMANProtein kinase. 5 TTCTAGCTTCTCT 0.338

+ 8 882 _p.S227F|CDK15_ NM_139158 NP_631897 Q96Q40 CDK15_HUMANProtein kinase. 5 AATATTCCTCTGA 0.473

+ 1 393 NM_003507 NP_003498 O75084 FZD7_HUMAN racellular (Potential). 4 TGTGCACCGTGC 0.637

+ 1 407 NM_003507 NP_003498 O75084 FZD7_HUMAN racellular (Potential). 4 GATCAGGCCATCC 0.637

+ 1 527 NM_003507 NP_003498 O75084 FZD7_HUMAN racellular (Potential). 4 CACGGTGCGGGC 0.726

+ 12 2812 PR2_uc010ftr.2_In NM_001204 NP_001195 Q13873 BMPR2_HUMAN lasmic (Potential). 9 AAGACTCTATCCA 0.373

+ 7 1415 NM_173511 NP_775782 Q6P1L5 F117B_HUMAN 1 AAAAGGGAACCTC 0.393

+ 14 1893 p.G462D|ALS2CR8 NM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2 CCAGGGGTTCTTT 0.353

+ 15 2112 p.G535D|ALS2CR8 NM_001104586 NP_001098056 Q8N187 AL2S8_HUMAN 2 TGCTTGGTCAAAG 0.418

- 14 2833 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10 GGGGTGGAAACT 0.572 rs143283518

- 14 2456 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10 GAGGAGGCGGG 0.517

+ 9 1426 _p.P407S|PARD3B_ NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN PDZ 2. 4 CATGGTCCCGGTC 0.413

+ 9 2086 _p.A432V|NRP2_uc NM_201266 NP_957718 O60462 NRP2_HUMAN cellular (Potential). 4 CAGATGCTCCCTG 0.572

- 3 940 n_p.T185I|GPR1_u NM_005279 NP_005270 P46091 GPR1_HUMAN cellular (Potential). 0 CAAAGAGTATGAT 0.418

+ 2 440 NM_001102659 NP_001096129 0 CATGGAGCACTG 0.483

+ 20 3631 p.R839K|PIKFYVE NM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10 AGCCAGAGGAGG 0.463

+ 13 1496 e_Mutation_p.W43 NM_005048 NP_005039 P49190 PTH2R_HUMAN lasmic (Potential). 3 AGATGTGGAGTCG 0.557

+ 7 2238 f.1_Intron|MAP2_u NM_002374 NP_002365 P11137 MAP2_HUMAN 17 ATTGATCCAAAAG 0.438

+ 12 5178 dg.1_Missense_Mu NM_002374 NP_002365 P11137 MAP2_HUMAN 17 AAGAAGGTCGCC 0.532

- 2 1077 vdy.1_Missense_M NM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3 ATTTCAGTGCATT 0.378

+ 14 1492 460_splice|CPS1_u NM_001875 NP_001866 P31327 CPSM_HUMAN 13 CTTTCAGGAAGAA 0.373

+ 20 2672 _p.S853N|CPS1_uc NM_001875 NP_001866 P31327 CPSM_HUMAN p.S847T(1) 13 AACCAAGCAGCAC 0.438

+ 16 1908 .1_Missense_Muta NM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 7. 2 AACGAGGCACACA 0.507

- 1 214 D1_uc010zjm.1_5' NM_000465 NP_000456 Q99728 BARD1_HUMAN ction with BRCA1. 2 CGGTTCCATGGC 0.682

- 40 6807 i.2_Intron|FN1_uc0 NM_212482 NP_997647 P02751 FINC_HUMAN trand 3 (CS-3) (V region). 13 CCCTGGGGATGTG 0.532

- 40 6658 vfh.2_Intron|FN1_u NM_212482 NP_997647 P02751 FINC_HUMAN trand 3 (CS-3) (V region). 13 GACCAGAAGTGC 0.527

- 25 4206 2_Intron|FN1_uc00 NM_212482 NP_997647 P02751 FINC_HUMAN ype-III 8.|Cell-attachment. 13 CAAAATCTTCAAA 0.498

+ 7 827 hq.2_Missense_Mu NM_015488 NP_056303 Q8N490 PNKD_HUMAN 0 CACCTGGCCACAC 0.602

+ 12 1554 002vhu.1_Missense NM_000578 NP_000569 P49279 NRAM1_HUMAN ical; (Potential). 4 TCACCCGCTCCTG 0.647



- 22 2938 _p.E829K|USP37_ NM_020935 NP_065986 Q86T82 UBP37_HUMAN UIM 3. 5 CATCTTCTTTCTG 0.284

- 4 523 P37_uc002vif.2_Mi NM_020935 NP_065986 Q86T82 UBP37_HUMAN 5 ATCCTTCTTTCCA 0.343

- 8 4428 vt.2_Missense_Mut NM_001105537 NP_001099007 P52746 ZN142_HUMANC2H2-type 21. 4 CAGCGGGAACAG 0.657

+ 20 2622 D786N|STK36_uc0 NM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11 GGCAGTGACGTTG 0.488

+ 26 3987 viw.2_Missense_M NM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11 GAAATGGCATGTG 0.572

+ 3 801 TLL4_uc010fvx.2_M NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 AAAAAAGCCCTTT 0.537

+ 3 1239 _p.A125V|TTLL4_u NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 CTACCGCTAGCTC 0.552

- 10 1088 RNA|PRKAG3_uc0 NM_017431 NP_059127 Q9UGI9 AAKG3_HUMAN CBS 3. 2 AGTCTCGGAATGT 0.592

+ 2 725 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2 ATACAGGGCATCC 0.582

- 8 1079 sense_Mutation_p. NM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4 TGGATGCTGCTCC 0.662

- 16 2480 we.1_Missense_M NM_005689 NP_005680 Q9NP58 ABCB6_HUMANBC transporter. 2 TGGCGACGCGCT 0.612

- 12 2174 |ATG9A_uc002vkd NM_001077198 NP_001070666 Q7Z3C6 ATG9A_HUMANasmic (By similarity). 1 TGGGCGCCTGCC 0.687 rs35171882

+ 2 257 ZF1_uc010zkw.1_In NM_018089 NP_060559 Q9H8Y5 ANKZ1_HUMAN 2 TTCAGGGCCTGAG 0.622

- 21 2883 42_splice|PTPRN_ NM_002846 NP_002837 Q16849 PTPRN_HUMAN 4 TCCCTACCTTTTG 0.587

- 9 1401 _p.P348S|PTPRN_ NM_002846 NP_002837 Q16849 PTPRN_HUMANcellular (Potential). 4 CAGGGGGTCTGG 0.637

+ 18 4300 NM_005876 NP_005867 Q15772 SPEG_HUMAN Ig-like 7. 14 GCACGGGCCGGT 0.677

+ 31 7637 NM_005876 NP_005867 Q15772 SPEG_HUMAN 14 GGCTCCGCTGGG 0.617

+ 40 9563 NM_005876 NP_005867 Q15772 SPEG_HUMAN otein kinase 2. 14 ATACATCCCAGAG 0.607

+ 1 964 N4_uc002vly.1_Mis NM_182847 NP_878267 Q96FT7 ACCN4_HUMANcellular (Potential). 2 CCGCCAGCAACT 0.612

- 13 4264 zli.1_Missense_Mu NM_015311 NP_056126 O75147 OBSL1_HUMAN Ig-like 12. 0 CTGGGGCCCTGG 0.632

+ 2 259 NM_022915 NP_075066 Q9H9J2 RM44_HUMAN 1 AGAAGCCGAACT 0.343

- 2 314 10zlr.1_Missense_M NM_006216 NP_006207 P07093 GDN_HUMAN 4 GACAGAGGATTGA 0.537

- 45 5341 2voa.2_Missense_ NM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-2. 2 AGCCAGGTCCTGC 0.498

- 23 2863 vob.2_Missense_M NM_014689 NP_055504 Q96BY6 DOC10_HUMAN DHR-1. 2 GACTGAGACATAT 0.368

- 1 1839 NM_005544 NP_005535 P35568 IRS1_HUMAN 12 TGCCCCCCCCGA 0.687

- 22 2207 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 GGGAGCCCCAAG 0.597

- 7 1118 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 AGAGCTCCTCTTC 0.438

+ 6 496 Mutation_p.G112S|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 ACCCCAGGCAATA 0.388

+ 51 5021 .1_Intron|uc002voq NM_000091 NP_000082 Q01955 CO4A3_HUMANcell activity of tumstatin.|Col 3 GAAGAGGAACGTG 0.483

+ 3 516 vpe.2_Missense_M NM_004504 NP_004495 P52594 AGFG1_HUMAN Arf-GAP. 4 AGGTCTGTAAACA 0.308

+ 7 1116 vpe.2_Missense_M NM_004504 NP_004495 P52594 AGFG1_HUMAN 4 ACTTCCCCAAATC 0.383

- 3 867 C19A3_uc010zlv.1 NM_025243 NP_079519 Q9BZV2 S19A3_HUMAN lasmic (Potential). 2 AAACGTCCACAGT 0.473

- 3 741 LC19A3_uc010zlv.1 NM_025243 NP_079519 Q9BZV2 S19A3_HUMAN lasmic (Potential). 2 TTTCCTCTAATAC 0.443

+ 2 165 se_Mutation_p.S14 NM_178821 NP_849143 Q8N136 WDR69_HUMAN 1 CTAAGTCCATAGA 0.353

- 35 5211 p.G1749E|TRIP12_ NM_004238 NP_004229 Q14669 TRIPC_HUMAN 9 AATTTTCCTAAGAA 0.418

- 28 4269 p.A1435V|TRIP12_ NM_004238 NP_004229 Q14669 TRIPC_HUMAN 9 ATACCAGCTCTGC 0.373

- 6 965 vqi.3_Missense_Mu NM_004509 NP_004500 Q9HB58 SP110_HUMAN 4 GAGTGGGGCATC 0.448

+ 2 233 _Mutation_p.S31N| NM_003113 NP_003104 P23497 SP100_HUMAN 5 ctgcacacagccacgatt 0

+ 3 536 _p.G139D|ITM2C_ NM_030926 NP_112188 Q9NQX7 ITM2C_HUMAN BRICHOS. 0 CGGCGGTGACC 0.637

+ 14 1430 se_Mutation_p.Q4 NM_025139 NP_079415 Q7Z3E5 ARMC9_HUMAN 1 GCCCTGCAGAAG 0.433

- 3 575 NR_024079 0 GGAACCCCCTACA 0.507

- 3 509 NR_024079 0 TCTCCTGGTGGCT 0.507

+ 8 1147 m.3_RNA|DIS3L2_ NM_152383 NP_689596 Q8IYB7 DI3L2_HUMAN 3 TTTGTGGCACGG 0.507

+ 11 1355 yc.2_Missense_Mu NM_000751 NP_000742 Q07001 ACHD_HUMAN lasmic (Potential). 3 ATGAGGGACCAG 0.507

+ 27 3494 .3_Missense_Muta NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN 7 ACTGGTCCTCCTA 0.413

- 2 430 NM_019850 NP_062824 Q8N5V2 NGEF_HUMAN y toward RHOA, RAC1 and 7 GAATTTCTCTTAA 0.498

+ 28 3374 se_Mutation_p.T10 NM_152879 NP_690618 Q16760 DGKD_HUMAN 5 TCGTGACCAAGT 0.517



- 5 612 zmr.1_Missense_Mutation_p.T177I Q9NVE5 UBP40_HUMAN 3 ACAATGGTTCCAT 0.388

+ 1 873 UGT1A9_uc002vu NM_001072 NP_001063 P19224 UD16_HUMAN 0 TAATCACCTTATAT 0.398

+ 1 165 UGT1A7_uc002vu NM_007120 NP_009051 P22310 UD14_HUMAN 1 ATGCGGGAGGCC 0.607

+ 1 641 0zmy.1_Intron|UGT NM_000463 NP_000454 P22309 UD11_HUMAN 2 GCAGCGGGTGAA 0.527

- 8 1063 p.G272R|HJURP_ NM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1 CTGTCCCTTTCAC 0.433

- 43 9697 znj.1_Missense_M NM_004369 NP_004360 P12111 CO6A3_HUMAN gion.|BPTI/Kunitz inhibitor. 18 ATCTTGCACAGCT 0.378

- 36 7649 e_Mutation_p.T184 NM_004369 NP_004360 P12111 CO6A3_HUMAN 1.|Nonhelical region. 18 TCCGTGGTCACCT 0.552

- 9 4439 _p.P778L|COL6A3_ NM_004369 NP_004360 P12111 CO6A3_HUMAN7.|Nonhelical region. 18 TATTCGGGGCTCA 0.617

+ 10 1095 n_p.T212I|LRRFIP NM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN 3 CCGACACCCTCA 0.398

+ 4 855 NM_001040445 NP_001035535 Q9Y576 ASB1_HUMAN ANK 6. 0 CTGCTGGTAGAAT 0.562

- 15 2807 vzb.1_Missense_M NM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1 GGCTGGGGCCCT 0.617

+ 29 4075 _p.E561K|SNED1_ NM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN 2 TTCTCCGAGACAA 0.582

- 10 2715 p.P875S|PASK_uc0 NM_015148 NP_055963 Q96RG2 PASK_HUMAN 6 CACGGGCGTGGA 0.627

+ 5 642 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMAN lasmic (Potential). 3 TGCTCTGCTACTA 0.662

+ 22 2635 NM_001001891 NP_001001891 Q6IWH7 ANO7_HUMAN ical; (Potential). 3 CTACTGGAATCTT 0.587

- 28 3949 p.A1241T|HDLBP_ NM_203346 NP_976221 Q00341 VIGLN_HUMAN 4 AGGAGCCTGTGC 0.597

+ 6 758 bg.2_Missense_Mu NM_001008491 NP_001008491 Q15019 SEPT2_HUMAN 1 TGCAGAGATTGGT 0.423

+ 16 1921 _p.A602T|FARP2_ NM_014808 NP_055623 O94887 FARP2_HUMAN DH. 3 AGGCTGGCACTC 0.557

- 2 504 NM_015963 NP_057047 Q8WY91 THAP4_HUMAN 0 CCTCCAGCCCCC 0.637

- 3 595 s.2_Intron|PDCD1_ NM_005018 NP_005009 Q15116 PDCD1_HUMAN ical; (Potential). 1 AGCAGGCCGCCC 0.697

+ 2 388 NM_080831 NP_543021 Q9H1M3 DB129_HUMAN 1 ACTCTGCCACCAT 0.438

+ 2 221 PSMF1_uc010zpp.1 NM_178578 NP_848693 Q92530 PSMF1_HUMAN 0 CTGCAGGCAGGA 0.662

+ 7 929 pp.1_Missense_M NM_178578 NP_848693 Q92530 PSMF1_HUMAN Pro-rich. 0 GCCCACCCGGGT 0.498

+ 6 658 et.2_Missense_Mu NM_014723 NP_055538 O15079 SNPH_HUMAN Potential. 2 GAAAGGAGATCAA 0.562

- 4 920 SIRPG_uc002wfo. NM_018556 NP_061026 Q9P1W8 SIRPG_HUMANPotential).|Ig-like C1-type 2. 1 CTCCGACCAGGTC 0.537

- 4 832 SIRPG_uc002wfo. NM_018556 NP_061026 Q9P1W8 SIRPG_HUMANPotential).|Ig-like C1-type 2. 1 TGAGTAACCTCCA 0.547

+ 3 610 n_p.E84K|SIRPA_u NM_001040022 NP_001035111 P78324 SHPS1_HUMAN .|Extracellular (Potential). 1 CAAAAAGAAGGCC 0.542

+ 12 1547 pw.1_Missense_Mu NM_080751 NP_542789 Q8TDI7 TMC2_HUMAN ical; (Potential). 3 TCTTTGCACTCTT 0.537

- 6 517 .E170K|IDH3B_uc0 NM_006899 NP_008830 O43837 IDH3B_HUMAN 0 TGTACTCCCCTTC 0.522

+ 21 2113 PS16_uc002whd.2 NM_022575 NP_072097 Q9H269 VPS16_HUMAN 4 CTGGGGGGCCAG 0.592

- 31 2921 p.G696D|C20orf19 NM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0 TGCCAGCCAGGAT 0.318

- 18 1547 _p.S238F|C20orf19 NM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0 ACTACGGAGCTG 0.532

+ 10 1799 il.2_Missense_Mut NM_139321 NP_647537 O75882 ATRN_HUMAN ar (Potential).|Kelch 5. 2 TGTTTGGAGGAAA 0.413

- 5 609 20orf27_uc002wjh. NM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0 CCAGTGCCACCTT 0.612

- 1 1682 25B_uc010zql.1_5' NM_001810 NP_001801 P07199 CENPB_HUMAN 0 TCCTGGGCACCAT 0.537

+ 15 2318 25B_uc002wjm.2_M NM_021873 NP_068659 P30305 MPIP2_HUMAN Rhodanese. 5 CCCAGCCTCTACT 0.592

+ 3 534 2_uc002wlu.2_Mis NM_003818 NP_003809 O95674 CDS2_HUMAN ical; (Potential). 0 CCAATGGTTTTGA 0.453

+ 18 2626 ml.2_Missense_Mu NM_032485 NP_115874 Q9UJA3 MCM8_HUMAN 1 TGCTAGGAACTTA 0.393

+ 3 1369 NM_001200 NP_001191 P12643 BMP2_HUMAN 2 ACACCAGGTTGG 0.478

+ 9 711 _p.P192L|PLCB4_ NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 GTCTTCCCAGTGG 0.313

+ 17 1541 _p.V469I|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 CCTGAAGTTGAAA 0.368

- 7 2064 wnj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Protein kinase. 23 TGTCAACCACATT 0.478

+ 7 637 gca.1_Missense_M NM_130811 NP_570824 P60880 SNP25_HUMAN coiled-coil homology 2. 2 ATGCCCGAGAAAA 0.458

- 5 1261 NM_000214 NP_000205 P78504 JAG1_HUMAN r (Potential).|EGF-like 1. 9 AGTCACCTGGGA 0.433 rs6077865

+ 8 1302 NM_018327 NP_060797 Q9NUV7 SPTC3_HUMAN 0 ATGAAGCTCACAG 0.507

- 13 1268 SP1_uc002woh.2_M NM_017714 NP_060184 Q9H6P5 TASP1_HUMAN 0 TCCTGGGCTGAC 0.458

- 3 295 n_p.E60K|TASP1_ NM_017714 NP_060184 Q9H6P5 TASP1_HUMAN 0 TATACTCCTTGGC 0.323



- 3 2089 02wou.2_Intron|FL NM_198391 NP_938205 Q9NZU0 FLRT3_HUMAN ical; (Potential). 1 GCAATGGTAACCA 0.468

+ 15 1409 _p.G147D|MACRO NM_080676 NP_542407 A1Z1Q3 MACD2_HUMAN Glu-rich. 0 AAGAAGGTGAAAA 0.378 rs147212262

- 19 3174 ch.1_Missense_Mu NM_024704 NP_078980 Q96L93 KI16B_HUMAN u-rich.|Potential. 8 CCCGCTCCAGCG 0.542

- 3 366 _p.Q417Q|RRBP1_uc002wpw.1_Silent_p.Q417Q|RRBP Q9P2E9 RRBP1_HUMAN 1 CCGCTGCTGCTCA 0.617

- 6 675 SNX5_uc002wqe.2 NM_014426 NP_055241 Q9Y5X3 SNX5_HUMAN 1 AAAGGACTTCATC 0.363

- 3 637 NM_021220 NP_067043 Q9BRP0 OVOL2_HUMANC2H2-type 1. 1 GCATGCGCTGCAG 0.597

+ 13 1373 20orf26_uc010zsf. NM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4 TTCTTCCTCATCC 0.453

- 3 413 NM_001900 NP_001891 P28325 CYTD_HUMAN 0 ACTCTTCCTGTGA 0.453

- 2 240 n_p.A47T|C20orf3_ NM_020531 NP_065392 Q9HDC9 APMAP_HUMAN type II membrane protein; 1 AAACAGCCAGCAT 0.522

+ 3 521 NM_002862 NP_002853 P11216 PYGB_HUMAN 2 GCCTGGGGAGG 0.552

+ 11 1349 NM_002862 NP_002853 P11216 PYGB_HUMAN 2 CACCAGCACGTG 0.647

- 20 3561 n.1_Missense_Mu NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5 TAGAAGCCTCCTG 0.478

- 9 1212 do.1_Missense_Mu NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5 GCAGGCCAGGG 0.642

+ 2 153 NM_153324 NP_697019 Q8N688 DB123_HUMAN 0 CAGGTGGCACCC 0.413

- 2 575 CL2L1_uc002wwn. NM_138578 NP_612815 Q07817 B2CL1_HUMAN 2 CTGTGGCCAGTG 0.632

+ 10 1711 dv.1_Missense_Mu NM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2 AACGAACCCCTAA 0.413

+ 4 832 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6 CAGGCCCTCTGT 0.662

+ 6 963 f160_uc002wxg.2_ NM_080625 NP_542192 Q9NUG4 CT160_HUMAN 4 AGGAGTCCTGCG 0.552

+ 5 690 p.S59N|TM9SF4_u NM_014742 NP_055557 Q92544 TM9S4_HUMAN 2 GAGACAGCGATGA 0.562

+ 7 2062 w.1_Missense_Mu NM_004798 NP_004789 O15066 KIF3B_HUMAN Globular. 5 TCTCAGCCGTGG 0.512

+ 12 2933 eb.2_Missense_M NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN p.T836fs*2(2) 248 ATCCCACTATGAA 0.493

+ 12 3271 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN p.G949fs*5(1) 248 GAGGAGGGTCTA 0.532

+ 9 1274 010gef.2_RNA|DN NM_006892 NP_008823 Q9UBC3 DNM3B_HUMAN 5 CCTTCCCCAGCAG 0.627

- 13 1661 0gel.2_Missense_M NM_016408 NP_057492 Q96SZ6 CK5P1_HUMANDK5R1-binding. 5 GATTGGCTTTTGT 0.453

+ 2 491 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN Potential. 2 GCTATGCCGCCAA 0.612

+ 4 664 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN Potential. 2 TTAGAAGAACTAG 0.488

- 4 527 aj.2_Missense_Mu NM_000687 NP_000678 P23526 SAHH_HUMAN 0 CGTCGTCCAGAA 0.632

- 12 6625 aw.2_Missense_Mu NM_014071 NP_054790 Q14686 NCOA6_HUMAN 7 GTTTAGGGGCTTT 0.522

+ 15 1484 a-mir-499|MI00031 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN 2 GAGCAGGTGAGC 0.657

+ 17 1683 a-mir-499|MI00031 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMANyosin head-like. 2 AAATTGCAGCAGT 0.552

+ 28 3477 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2 GAGAAGCTCAAG 0.612

+ 13 1866 slation_Start_Site| NM_007186 NP_009117 Q9BV73 CP250_HUMAN Potential. 5 CGGAGACGCCAG 0.512

+ 2 521 zvi.1_Missense_M NM_003116 NP_003107 Q9NPE6 SPAG4_HUMAN ical; (Potential). 0 AGAGCTTTCTGAG 0.637

- 5 590 e_Mutation_p.L116 NM_021100 NP_066923 Q9Y697 NFS1_HUMAN 2 CTGGGAGGTAGGT 0.507

- 7 795 .2_Missense_Muta NM_184234 NP_909122 Q14498 RBM39_HUMAN 2 TTGCATCTCTTTC 0.299

+ 16 2543 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1 ATAGAACTTTGAA 0.567

+ 10 1415 e_Mutation_p.G420E|C20orf152_uc010gfp.1_RNA Q96M20 CT152_HUMAN 0 AGCAGGGAGAAA 0.483

+ 3 409 2xew.2_Missense_M NM_012156 NP_036288 Q9H4G0 E41L1_HUMAN 3 ACCACGCCCAGC 0.542

+ 3 610 zvp.1_Missense_M NM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3 CTCTTTCCCCTCA 0.677

- 7 1013 u.2_Missense_Mut NM_032214 NP_115590 Q9H6Q3 SLAP2_HUMAN LA C-terminal. 0 CTCTTTCCAGTTG 0.572 rs139719845

- 7 959 NM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN HD. 0 GTGATTCAAGTGG 0.348

- 6 828 gj.1_Missense_Mut NM_002895 NP_002886 P28749 RBL1_HUMAN 10 AGTACAGCAATGA 0.413

- 18 2225 2xgk.2_Missense_M NM_152503 NP_689716 Q9H579 CT132_HUMAN 0 CAAGGAGAAATAG 0.433

- 12 1274 xgm.2_Missense_M NM_152503 NP_689716 Q9H579 CT132_HUMAN 0 CCTCAGCCACCT 0.532

- 7 3031 xhm.2_Missense_M NM_014657 NP_055472 O43156 TTI1_HUMAN 0 AAGTCACCACACT 0.542

- 5 2766 xhm.2_Missense_M NM_014657 NP_055472 O43156 TTI1_HUMAN 0 GTGGCTCCACATC 0.493

+ 4 874 NM_021215 NP_067038 Q9NQG5 RPR1B_HUMAN 1 GAGGAGGATGAC 0.458



- 6 945 hs.1_Missense_Mu NM_004613 NP_004604 P21980 TGM2_HUMAN 3 GCCACGGCGGCG 0.517

- 14 3814 xhw.1_Missense_M NM_001029864 NP_001025035 Q5JYT7 K1755_HUMAN 5 TCTGTCCCCTCTG 0.647

- 13 3004 xhw.1_5'UTR|KIAA NM_001029864 NP_001025035 Q5JYT7 K1755_HUMAN 5 GCTGTAGCTCCCA 0.672

+ 1 129 NM_004139 NP_004130 P18428 LBP_HUMAN 2 TTGGTCGCCAGG 0.617 rs140031031

+ 11 1959 ense_Mutation_p.P NM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2 AACTCTCCTCCTT 0.378

+ 7 1334 NM_024855 NP_079131 Q9H9F9 ARP5_HUMAN 0 AACTTGGCAGCAT 0.398

+ 8 1526 NM_024855 NP_079131 Q9H9F9 ARP5_HUMAN 0 ATGTATCCTGGCA 0.433

+ 12 1104 wb.1_Missense_M NM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN case C-terminal. 3 GTGAAACTCCGAG 0.527

+ 15 1443 wb.1_Missense_M NM_021931 NP_068750 Q9H5Z1 DHX35_HUMAN 3 ACTGAACCGCTTG 0.443

+ 16 1890 G1_uc010zwe.1_M NM_182811 NP_877963 P19174 PLCG1_HUMAN SH2 1. 8 GTGAGACCTTCGT 0.572

- 3 2742 e_Mutation_p.W78 NM_015035 NP_055850 Q9H4I2 ZHX3_HUMAN Homeobox 4. 3 GCTTGGCCACTGT 0.577

- 3 1606 e_Mutation_p.L410 NM_015035 NP_055850 Q9H4I2 ZHX3_HUMAN eraction with NFYA.|Requir 3 CTGGAAGAGCGG 0.557

+ 18 2378 se_Mutation_p.A76 NM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN C-LIP. 4 TATGCTGCCTTTG 0.597

- 4 2403 NM_052846 NP_443078 Q9NT22 EMIL3_HUMAN Potential. 1 CCACATGGCTCCA 0.677

- 14 2159 kd.2_Missense_Mu NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 TCAGATCTCCAAA 0.453

- 25 3624 p.G1166D|PTPRT_ NM_007050 NP_008981 O14522 PTPRT_HUMAN lasmic (Potential). 20 GTGTTGCCACAGA 0.512

- 8 1352 gj.2_Missense_Mu NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 TCTGTGGGCCATG 0.562

- 7 1307 gj.2_Missense_Mu NM_007050 NP_008981 O14522 PTPRT_HUMAN tential).|Fibronectin type-III 20 GGGAGGCCCTG 0.547

+ 6 1051 e_Mutation_p.R165 NM_006275 NP_006266 Q13247 SRSF6_HUMAN r-rich (RS domain). 0 AATCCAGATCAAG 0.493 rs142261798

+ 1 361 .2_Intron|SGK2_uc NM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6 CTGCTCCTCCCTG 0.617

+ 1 371 .2_Intron|SGK2_uc NM_016276 NP_057360 Q9HBY8 SGK2_HUMAN 6 CTGTCCCCCCAGA 0.617

+ 6 784 se_Mutation_p.R12 NM_016276 NP_057360 Q9HBY8 SGK2_HUMANProtein kinase. 6 CGGGAGCGCCGG 0.642

+ 14 2304 zwj.1_Missense_Mu NM_002466 NP_002457 P10244 MYBB_HUMAN 5 CGGACCCTCATCT 0.602

- 4 2705 NM_020433 NP_065166 Q9BR39 JPH2_HUMAN Cytoplasmic (Potential). 0 CGGGGCCTCGG 0.746

+ 6 1129 zwm.1_Missense_M NM_024034 NP_076939 Q96MZ0 GD1L1_HUMAN 1 TGGGATGGGCTA 0.587

- 1 160 S9F|SERINC3_uc0 NM_198941 NP_945179 Q13530 SERC3_HUMANcellular (Potential). 3 GCGAGGGAGAAG 0.647

- 3 337 DA_uc010ggt.2_RN NM_000022 NP_000013 P00813 ADA_HUMAN 3 ATAGCAGGCATG 0.542

- 6 692 gu.2_Missense_Mu NM_182970 NP_892015 Q9H426 RIMS4_HUMAN 5 TACCAGCCCACGG 0.667

+ 8 1175 2_RNA|PABPC1L_u NM_001124756 NP_001118228 Q4VXU2 PAP1L_HUMAN RRM 4. 1 CTCTACGTGGCAC 0.607

- 2 115 pj.1_Intron|WFDC3 NM_080614 NP_542181 Q8IUB2 WFDC3_HUMAN 0 GAAGTGCCTTCAG 0.483

- 5 431 NM_003279 NP_003270 P02585 TNNC2_HUMAN EF-hand 3. 1 CCGGAGGCCCTG 0.632

+ 2 1827 zxg.1_Missense_M NM_080752 NP_542790 Q96MP5 ZSWM3_HUMAN SWIM-type. 2 CACCAGGTTAGCA 0.562

- 1 752 qj.3_5'Flank|CTSA_ NM_080749 NP_542787 Q9BR09 NEUL2_HUMAN NHR. 0 GCGGCCCACCAG 0.677

+ 16 2041 _p.P156L|PCIF1_u NM_022104 NP_071387 Q9H4Z3 PCIF1_HUMAN 1 GCTCACCGGAGC 0.622

- 5 895 xqx.1_Missense_M NM_022095 NP_071378 Q9H4Z2 ZN335_HUMAN C2H2-type 1. 4 GTGTGGCCTTGGT 0.627

+ 7 672 se_Mutation_p.P21 NM_001250 NP_001241 P25942 TNR5_HUMAN ical; (Potential). 2 GTGATCCCCATCA 0.587

- 14 1351 zxr.1_Missense_Mu NM_133171 NP_573403 Q96JJ3 ELMO2_HUMAN ELMO. 1 CTTTAGCCAAGTA 0.512

- 5 1385 _p.G363R|ZNF334_ NM_018102 NP_060572 Q9HCZ1 ZN334_HUMAN 2 TTTCCCCTGTGTG 0.433

+ 2 707 NM_030777 NP_110404 O95528 GTR10_HUMAN lasmic (Potential). 1 AGGGAGGTGAGG 0.637

+ 2 483 so.2_Missense_Mu NM_005244 NP_005235 O00167 EYA2_HUMAN 1 AGACAAGGTAGGC 0.493

- 11 1194 MYND8_uc002xtb. NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN PWWP. 5 CCCAGGCCCTAGA 0.373

- 2 279 on_p.D29N|ZMYND NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5 ACTCACCTTTGGA 0.398

+ 17 3330 tm.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANction with CREBBP. 5 CACCTTCCAACCT 0.448

- 30 3832 tv.1_Missense_Mu NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6 CTCCGGCCACGG 0.547

- 7 940 NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN 6 CACTCACCTGGAT 0.418

+ 29 4134 0zyf.1_Missense_M NM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4 GTCCGAGGCTGG 0.458

+ 5 515 SE1L_uc010ghx.2_ NM_001316 NP_001307 P55060 XPO2_HUMAN 2 GAAATGGCCTGAC 0.388



+ 12 1392 n_p.P364S|CSE1L_ NM_001316 NP_001307 P55060 XPO2_HUMAN 2 AAAAATCCATCTG 0.393

+ 4 612 NM_017895 NP_060365 Q96GQ7 DDX27_HUMANsp/Glu/Lys-rich. 2 TCCTCACCAAAGC 0.498

- 14 5306 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2 GCTTCTCCTTTAA 0.532

+ 8 1173 ys.1_Nonsense_M NM_002827 NP_002818 P18031 PTN1_HUMAN 0 CAGTGGGTGAAG 0.542

- 14 1984 65C_uc010zyu.1_R NM_080829 NP_543019 Q96MK2 FA65C_HUMAN 2 TGTGCTCCTGCCG 0.667

- 5 1038 wm.2_Missense_M NM_018197 NP_060667 Q9NPA5 ZF64A_HUMAN 2 TTGAAGGGCCGCT 0.607

- 3 2172 0gij.1_Missense_M NM_006526 NP_006517 O75362 ZN217_HUMAN 6 GCCTGAGTTTCAA 0.443

- 1 1205 gij.1_Missense_Mu NM_006526 NP_006517 O75362 ZN217_HUMAN 6 TCACTTCTTGGCA 0.537

- 1 460 0gij.1_Missense_M NM_006526 NP_006517 O75362 ZN217_HUMAN 6 CAAGGGCATATAC 0.473

- 8 1390 _p.T189I|CYP24A NM_000782 NP_000773 Q07973 CP24A_HUMAN 3 TTTGCTGTCTGCA 0.368

- 1 984 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4 AGTTGGCCGCCCG 0.627

+ 1 162 NM_019888 NP_063941 P41968 MC3R_HUMAN cellular (Potential). 4 CTAATGGCTCGGA 0.582

+ 6 1461 xxn.1_Missense_M NM_001033521 NP_001028693 Q05048 CSTF1_HUMAN WD 6. 1 TTCAGAGCGCGG 0.582

+ 9 975 u.2_Missense_Muta NM_016407 NP_057491 Q9BY42 CT043_HUMAN 1 GCCAAGCGCTCCA 0.587

+ 5 532 yf.2_Nonsense_Mu NM_012444 NP_036576 Q9Y5K1 SPO11_HUMAN 3 GGTAACCAGACTG 0.274

+ 4 558 N|RAE1_uc002xyh NM_003610 NP_003601 P78406 RAE1L_HUMAN 0 GTTCAAGACAGTG 0.448

- 9 2480 _p.W606*|CTCFL_ NM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4 TTCCTTCCATCCC 0.498

- 9 2475 _p.G605R|CTCFL_ NM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4 TCCATCCCTTCGC 0.507

- 1 780 nse_Mutation_p.D4 NM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4 GATGGTCTTTCTC 0.562

- 7 1182 _p.A300T|ZBP1_uc NM_030776 NP_110403 Q9H171 ZBP1_HUMAN 2 ACGAAGCTTCTGG 0.607

- 4 883 xys.2_Missense_M NM_020182 NP_064567 Q969W9 PMEPA_HUMAN lasmic (Potential). 1 TGCAGGGGCCCT 0.652

+ 1 841 xzm.2_Missense_MNM_001001433 NP_001001433 O14662 STX16_HUMAN lasmic (Potential). 1 TCCAGCCCTCTG 0.498 rs142560013

+ 4 2491 _p.Q19*|GNAS_uc NM_080425 NP_536350 P63092 GNAS2_HUMAN 292 AAAGTGCAGGAC 0.478

+ 6 676 H1L_uc002yaf.1_RN NM_198976 NP_945327 Q8IXH7 NELFD_HUMAN 3 GGAGGAGAAGAAA 0.463

+ 1 1312 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 AAACAGGGCAGC 0.682

+ 2 720 _p.W117*|EDN3_u NM_000114 NP_000105 P14138 EDN3_HUMAN 1 CATTTGGATCAAC 0.597

- 1 836 177_uc010zzx.1_5 NM_006242 NP_006233 O95685 PPR3D_HUMAN 0 AAATCGGGCACCA 0.677

+ 13 2029 bp.1_Missense_Mu NM_001794 NP_001785 P55283 CADH4_HUMAN r (Potential).|Cadherin 5. 6 ACTATGCCCAACT 0.542

- 3 846 orf200_uc002ycy.2_ NM_152757 NP_689970 0 CCACGGCTGTGG 0.652

- 3 655 orf200_uc002ycy.2_ NM_152757 NP_689970 0 AGCCCCCTCCGCA 0.682

+ 5 1218 O4A1_uc002ydc.1_ NM_016354 NP_057438 Q96BD0 SO4A1_HUMAN lasmic (Potential). 1 CAGGCTCCCAGCG 0.662

- 16 6118 ds.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6 TAGGCGCTTGGCC 0.582

+ 8 1028 _p.P276S|SLC17A9 NM_022082 NP_071365 Q9BYT1 S17A9_HUMAN ical; (Potential). 2 GTGGTTCCTTGGT 0.612

+ 4 374 n_p.W8*|ARFGAP NM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN Arf-GAP. 1 TTCCTGGAGTCTC 0.512

- 1 142 _p.G14D|EEF1A2_ NM_001958 NP_001949 Q05639 EF1A2_HUMAN P (By similarity). 0 ACGTGGCCGATGA 0.602

+ 4 476 hb.2_Intron|TPD52L NM_003288 NP_003279 O43399 TPD54_HUMAN 2 GAGAGTGGAATGA 0.463

- 15 1646 KL1_uc011abm.1_M NM_017859 NP_060329 Q9NWZ5 UCKL1_HUMAN 0 GGGGACCGCGT 0.667

- 5 733 NM_020713 NP_065764 Q96KM6 Z512B_HUMAN 0 GGATGGCCTTGG 0.587

+ 3 874 gks.2_Missense_M NM_003195 NP_003186 Q15560 TCEA2_HUMANFIIS N-terminal. 0 CTCTCATCAAGTC 0.607

+ 5 1223 _p.G274D|OPRL1_ NM_182647 NP_872588 P41146 OPRX_HUMAN Name=6; (Potential). 2 CGTGGGCTGCTG 0.682

+ 7 1485 MYT1_uc002yij.2_ NM_004535 NP_004526 Q01538 MYT1_HUMAN 2 TGATGACCCGGGG 0.627

+ 2 258 2yim.3_Missense_M NM_018257 NP_060727 Q9NV79 PCMD2_HUMAN 0 TTGAAAGAAGCAC 0.373

- 22 1746 TE_uc002yir.1_Mis NM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5 TTTTGTCTGTTGT 0.338

- 17 1387 TE_uc002yir.1_Mis NM_199261 NP_954870 P56180 TPTE_HUMAN hatase tensin-type. 5 GTGCCTCCTTTAC 0.328

- 6 837 w.1_Missense_Mut NM_198996 NP_945347 Q6XZB0 LIPI_HUMAN 2 ACTGCTCTCTGGT 0.318

- 28 5054 NM_015565 NP_056380 O94822 LTN1_HUMAN 0 CCATTACCTCTCG 0.348

+ 2 275 C21orf7_uc010gln. NM_020152 NP_064537 P57077 TAK1L_HUMAN 2 TAGATGGTTCAGC 0.443



+ 5 2160 se_Mutation_p.P68 NM_001186 NP_001177 O14867 BACH1_HUMAN 2 TGCCTCCCTGTGC 0.522

- 12 2098 _p.S545F|GRIK1_ NM_000830 NP_000821 P39086 GRIK1_HUMAN cellular (Potential). 3 GGTTTGGAGAAG 0.502

- 1 173 NM_181610 NP_853641 Q3LI73 KR194_HUMAN 2 GAGAATCCATATC 0.463 rs139592933

- 13 2024 glu.2_Missense_M NM_020706 NP_065757 O95104 SFR15_HUMAN RRM. 0 TCAATTGGACCAA 0.269

+ 2 718 0glw.1_Missense_ NM_058187 NP_478067 P58658 CU063_HUMAN n 1.|Extracellular (Potential 3 AGCCTGCCTCCCA 0.468

- 24 3227 .G1037D|SYNJ1_u NM_003895 NP_003886 O43426 SYNJ1_HUMAN Pro-rich. 5 CCAAGGCCGGAA 0.512

- 13 2349 se_Mutation_p.S21 NM_016631 NP_057715 Q9Y5B6 GCFC1_HUMAN p.S720A(1) 2 ACTACTGAAGGAT 0.318 rs149793516

- 13 2275 se_Mutation_p.M18 NM_016631 NP_057715 Q9Y5B6 GCFC1_HUMAN 2 GTCCCACATATTT 0.328

- 4 1001 nse_Mutation_p.R2 NM_016631 NP_057715 Q9Y5B6 GCFC1_HUMAN 2 TCCGGCGTTTCTC 0.343

- 14 1793 md.2_Missense_Mu NM_000819 NP_000810 P22102 PUR2_HUMAN AIRS. 1 ATTCCAGCAACAA 0.408

- 9 1016 rt_Site|GART_uc00 NM_000819 NP_000810 P22102 PUR2_HUMAN ATP-grasp. 1 GGATCACCAAAAC 0.318

- 7 1199 sl.2_Missense_Mu NM_017613 NP_060083 Q9NYP3 DONS_HUMAN 2 GTATGTCTGGCTT 0.363

- 3 638 NSON_uc002ysl.2_ NM_017613 NP_060083 Q9NYP3 DONS_HUMAN 2 TTGCCCTACAATG 0.388

- 8 710 nse_Mutation_p.C2 NM_145858 NP_665857 O95825 QORL1_HUMAN 0 AGGCTGCATGCTG 0.383

+ 8 945 on_p.R226K|ITSN NM_003024 NP_003015 Q15811 ITSN1_HUMAN EH 2. 4 AATACAGGCAATT 0.368

+ 21 2777 T|ITSN1_uc002ysx. NM_003024 NP_003015 Q15811 ITSN1_HUMAN 4 CCTTTGGCAGTAA 0.542

+ 36 4847 tj.2_Missense_Mut NM_003024 NP_003015 Q15811 ITSN1_HUMAN PH. 4 GTTCTAGTAAAAT 0.493

- 5 1827 ETD4_uc002yuy.2_ NM_017438 NP_059134 Q9NVD3 SETD4_HUMAN SET. 2 ATTTGGGAAGAAG 0.502

+ 13 1592 aeb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 CCTCAGGTGCTCG 0.483

+ 6 810 NM_015358 NP_056173 Q14149 MORC3_HUMAN 2 TTGCCCCTGAGAG 0.418

+ 12 1394 NM_005441 NP_005432 Q13112 CAF1B_HUMAN 2 AGGGAACCCCTGC 0.597

+ 4 736 t_p.S62S|DSCR6_ NM_018962 NP_061835 P57055 DSCR6_HUMAN 1 CCGCTCCCTCAAG 0.617

+ 27 2649 _p.W848*|TTC3_u NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 TTCTTGGAAAGTT 0.358

+ 33 3890 _p.S1262F|TTC3_u NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 ATTCTTCTAGACA 0.458

+ 33 3946 _p.P1281S|TTC3_u NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 CCTAAACCAGGCT 0.458

- 4 480 CR3_uc010gnl.2_M NM_006052 NP_006043 O14972 DSCR3_HUMAN 0 TCCCCGGCTTCAC 0.418

- 4 1098 wo.2_Missense_M NM_002240 NP_002231 P48051 IRK6_HUMAN asmic (By similarity). 1 AGTCAACTTCGTA 0.567

- 12 1388 _p.P242S|ERG_uc NM_001136155 NP_001129627 P11308 ERG_HUMAN ETS. 2828 TGTTGGGTTTGCT 0.572

- 40 5457 _p.A416V|BRWD1_ NM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN 4 GGGCCAGCAGTTC 0.413

- 28 3395 _Missense_Mutati NM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN 4 TTAACACTGTTCC 0.373

- 29 5416 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN lasmic (Potential). 11 CGCAGGGTCTGCT 0.443

- 11 2647 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANPotential).|Ig-like C2-type 8. 11 AACTGGGGAACCC 0.483

+ 2 123 X2_uc011aer.1_RN NM_002463 NP_002454 P20592 MX2_HUMAN 2 CACAAGCCTTGG 0.512

+ 15 2109 p.A388T|MX1_uc0 NM_001144925 NP_001138397 P20591 MX1_HUMAN 1 ATCACTGCTCTCA 0.418

- 1 193 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7 TGATGGCCAGCCA 0.488

- 30 4130 yzp.2_Missense_M NM_022115 NP_071398 P57071 PRD15_HUMAN 0 ACTGCGGAATTGG 0.547

- 12 1570 yzp.2_Missense_M NM_022115 NP_071398 P57071 PRD15_HUMAN SET. 0 CTGGCCGCACCA 0.637

- 9 1072 2yzp.2_Missense_M NM_022115 NP_071398 P57071 PRD15_HUMAN 0 AGTCGTGGTACTG 0.582

- 14 2323 _p.P310L|C2CD2_u NM_015500 NP_056315 Q9Y426 CU025_HUMAN 1 TGCAGGGCTCCA 0.592

- 3 893 aa.3_Missense_M NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3 GATCATCCAAAGA 0.398

- 3 780 aa.3_Missense_M NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3 ACATGTGGCTTAT 0.423

- 12 1514 _p.T311I|TMPRSS NM_024022 NP_076927 P57727 TMPS3_HUMAN .|Extracellular (Potential). 3 AAGGAGGTGACAC 0.597

+ 6 762 02zbj.2_Splice_Site NM_018964 NP_061837 P57057 GLPT_HUMAN 0 CCTCAGGTAGGTC 0.542

- 11 1232 g.1_Nonsense_Mu NM_033661 NP_387510 P57081 WDR4_HUMAN 1 GCCGCTGCTTCT 0.612

- 12 1608 NM_173354 NP_775490 P57059 SIK1_HUMAN 7 TGGTGGAGGGG 0.632

- 3 400 NM_173354 NP_775490 P57059 SIK1_HUMAN 7 CCCTTACCTGGTA 0.398

+ 8 1241 0gpo.2_Missense_ NM_003274 NP_003265 P48553 TPC10_HUMAN 2 TGCTGGGTGTTTC 0.572



+ 18 2246 NM_005049 NP_005040 Q15269 PWP2_HUMAN WD 14. 1 GGCGGCCACCA 0.507

+ 3 307 zed.3_Missense_M NM_004649 NP_004640 P30042 ES1_HUMAN 1 GTGGAGGGGCTG 0.552

+ 13 1680 se_Mutation_p.S32 NM_000383 NP_000374 O43918 AIRE_HUMAN XXLL motif 4. 1 TGGAGTCCCTTCT 0.657

+ 1 65 .1_Intron|C21orf29 NM_198687 NP_941960 P60372 KR104_HUMAN 0 ACAGCAGCCGCG 0.662

+ 1 83 .1_Intron|C21orf29 NM_198687 NP_941960 P60372 KR104_HUMAN 0 TTCCTGGTTCCTG 0.687

+ 1 1100 .1_Intron|C21orf29 NM_198687 NP_941960 P60372 KR104_HUMAN repeats of C-C-X(3).|34. 0 GCAGACCCTCCTC 0.657

- 1 923 .1_Intron|C21orf29 NM_198688 NP_941961 P60371 KR106_HUMANats of C-C-X(3).|27.|Poly-Se 0 GAGGAGGAGGGT 0.677

- 3 421 j.1_RNA|PTTG1IP_ NM_004339 NP_004330 P53801 PTTG_HUMAN racellular (Potential). 1 TTGTAACTGGGTA 0.438

+ 10 2210 B1_uc002zgv.2_R NM_015833 NP_056648 P78563 RED1_HUMAN A to I editase. 1 TTTACCACGGGGA 0.562

- 7 933 zhb.2_RNA|POFUT NM_133635 NP_598368 Q9Y2G5 OFUT2_HUMAN 0 TCCTGTCTGTGAC 0.572

+ 15 1175 NM_001848 NP_001839 P12109 CO6A1_HUMAN le-helical region. 1 GACCCCCTGGCC 0.647

- 27 5737 MCM3AP_uc002zi NM_003906 NP_003897 O60318 MCM3A_HUMAN 5 GAGGGGAAGGG 0.383

- 7 1780 se_Mutation_p.P13 NM_058180 NP_478060 P58505 CU058_HUMAN 1 GCTGAGGGAGCT 0.488

+ 11 1825 jj.2_Missense_Mut NM_006031 NP_006022 O95613 PCNT_HUMAN Glu-rich. 8 AGAAAGGAAGAAA 0.483

+ 13 2142 jj.2_Missense_Mut NM_006031 NP_006022 O95613 PCNT_HUMAN u-rich.|Potential. 8 CACAAGGTGCAA 0.493

+ 19 3926 j.2_Missense_Mut NM_006031 NP_006022 O95613 PCNT_HUMAN 8 GGAGATGGCCCTG 0.617

+ 22 2759 fz.1_Missense_Mu NM_015151 NP_055966 Q14689 DIP2A_HUMAN 2 GGTGGCTGAGCA 0.627

- 3 250 zjv.1_Missense_Mu NM_006272 NP_006263 P04271 S100B_HUMAN EF-hand 1. 0 TGATTTCCTAAGA 0.408

+ 6 705 aga.1_Nonsense_M NM_206962 NP_996845 P55345 ANM2_HUMAN with RB1 (By similarity). 1 ATCCTGCAGAATA 0.502

- 1 167 NM_001005239 NP_001005239 Q8NG94 O11H1_HUMAN Name=1; (Potential). 0 CCATTCCCTGTTA 0.408

- 5 1114 B4_uc010gqs.1_3'UNM_001037814 NP_001032903 Q2WGN9 GAB4_HUMAN 2 AGACTCCCTCATG 0.557

+ 16 3751 CR2_uc002zml.2_M NM_031413 NP_113601 Q9BXF3 CECR2_HUMAN Poly-Pro. 2 CAGCCTCCCCCAC 0.562

- 31 6168 CAL3_uc010grd.1_ NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Potential. 0 CCACTGCCATGCG 0.627

- 3 744 znk.1_Missense_M NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN 0 TGAATGGCCAGAG 0.488

- 4 462 _Mutation_p.S81N| NM_003325 NP_003316 P54198 HIRA_HUMAN WD 2. 1 ATCCCACTGTTTG 0.403

+ 6 1737 _p.E463K|DGCR8_ NM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANbinding and pri-miRNA proc 0 GGGCTGAGCGGC 0.488

+ 8 1990 DGCR8_uc002zrj.2_ NM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANssary for heme-binding and 0 CGGTGACCATTGA 0.428

+ 4 635 e_Mutation_p.G177 NM_013373 NP_037505 Q9ULC8 ZDHC8_HUMANmenal (Potential). 2 CTGAGGGGCTGG 0.597

+ 4 642 e_Mutation_p.G179 NM_013373 NP_037505 Q9ULC8 ZDHC8_HUMANmenal (Potential). 2 GGCTGGGAGCCG 0.602

- 4 542 GCR6L_uc010gsc.2 NM_033257 NP_150282 Q9BY27 DGC6L_HUMAN Potential. 0 CAGCCACCTTCCG 0.677

- 41 4951 sy.3_Missense_Mu NM_058004 NP_477352 P42356 PI4KA_HUMAN 4 GAGAGGGTGCGG 0.667

- 23 2821 NM_058004 NP_477352 P42356 PI4KA_HUMAN 4 CTTTATCCTCAAA 0.373

+ 2 185 RPIND1_uc002ztc. NM_000185 NP_000176 P05546 HEP2_HUMAN 0 GCAGATCCCCAGT 0.527

+ 3 595 NM_004782 NP_004773 O95721 SNP29_HUMAN 0 AGGCCAGCCACC 0.413

+ 3 673 aih.1_Missense_M NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2 CTGCTGGAGAAGA 0.642

+ 4 1902 1aiz.1_Intron|LOC NM_153615 NP_705843 Q8IZJ4 RGDSR_HUMAN Ras-GEF. 1 ATGCTTGGGCTG 0.572

+ 12 1468 RNA|SLC2A11_uc NM_001024938 NP_001020109 Q9BYW1 GTR11_HUMAN lasmic (Potential). 1 TTCCTTCCTGAGA 0.562

+ 3 204 n_p.T26I|CABIN1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 ACAAAACCCAGAC 0.433

+ 16 2291 _p.D672N|CABIN1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 GGGTTTGACCGGG 0.582

+ 5 1922 _p.E539K|CYTSA_ NM_015330 NP_056145 Q69YQ0 CYTSA_HUMAN Potential. 0 CTCAAAGAACGCA 0.463

+ 18 3587 guz.1_Missense_M NM_032608 NP_115997 Q8IUG5 MY18B_HUMANyosin head-like. 12 GCCCTGGATGCAC 0.602

+ 43 7568 O18B_uc011aka.1_ NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 AAAGTGGACTTCG 0.562

- 10 1462 59_splice|HPS4_uc NM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0 CCATTACCTTGTC 0.493

- 10 1449 e_Mutation_p.E55K NM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0 TCTGTTCCACCGG 0.488

+ 4 602 cp.3_Missense_Mu NM_001013694 NP_001013716 Q9UH36 SRR1L_HUMAN 0 ACTGTTCTCAGTG 0.473

+ 2 405 akj.1_Missense_M NM_173510 NP_775781 Q8IWD4 CC117_HUMAN 1 GAGGAGGAGGAT 0.373

+ 8 1115 eh.1_Missense_Mu NM_032173 NP_115549 Q9ULT6 ZNRF3_HUMAN lasmic (Potential). 1 ACATCCGCAGCTA 0.692



+ 7 1043 .3_Intron|NF2_uc0 NM_000268 NP_000259 P35240 MERL_HUMAN p.?(4) 728 CCCACAGGGATGA 0.507

- 17 2020 nse_Mutation_p.R6 NM_032204 NP_115580 Q9H1I8 ASCC2_HUMAN 0 ACCTGCGGCTGAT 0.527

- 14 2305 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Ubiquitin-like. 5 GCACCTGCCCATT 0.532 rs11550685

- 6 902 NM_005877 NP_005868 Q15459 SF3A1_HUMAN 5 ccttcttcctctCACGTT 0.443

- 4 526 NM_005877 NP_005868 Q15459 SF3A1_HUMAN 5 CTTGGACCTAAGA 0.493

+ 3 856 1akv.1_Missense_MNM_001017437 NP_001017437 Q569K6 CC157_HUMAN 1 GGTGACCCCGAG 0.637

- 20 3162 NM_014941 NP_055756 Q9Y6X9 MORC2_HUMAN 2 TGCTGGCCTCCTC 0.622

+ 13 2646 P5J_uc003ajw.2_3 NM_001002837 NP_001002837 Q15735 PI5PA_HUMAN Ser-rich. 1 AGCACAGACAGCT 0.647

- 5 2406 ATZ1_uc003akr.2_ NM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2 CCATTGGCACTCT 0.532

- 14 2121 3ala.1_Missense_M NM_019843 NP_062817 Q9NRA8 4ET_HUMAN 1 TGTCCACCTGTGG 0.448

+ 3 503 1_uc003alg.2_Intro NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1 ATGGTGCAGTTAA 0.393

+ 8 1081 se_Mutation_p.R14 NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1 AGGCAGCGACTAG 0.562

- 10 1351 NM_014306 NP_055121 Q9Y3I0 RTCB_HUMAN 0 CTACAGGTTCCCA 0.428

+ 3 923 ams.2_Missense_M NM_012179 NP_036311 Q9Y3I1 FBX7_HUMAN 1 TACATACCTCAGG 0.313

- 4 709 e_Mutation_p.P44 NM_004737 NP_004728 O95461 LARGE_HUMANmenal (Potential). 3 CCAGCGGTGACAG 0.632

+ 3 978 ny.2_Missense_Mu NM_014310 NP_055125 Q96D21 RHES_HUMAN 3 AGGCCCGTGAGA 0.647

- 2 381 _p.P101S|MB_uc00 NM_005368 NP_005359 P02144 MYG_HUMAN 0 TCACGGGGATCTT 0.348

- 3 343 n_p.P115S|APOL2 NM_030882 NP_112092 Q9BQE5 APOL2_HUMAN 0 TACCTGGGTTCAT 0.562

- 34 5131 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CTTCGTCCCGGTT 0.637

- 5 490 NM_000878 NP_000869 P14784 IL2RB_HUMAN cellular (Potential). 0 TGGATGGCCATCA 0.617

+ 9 897 mw.1_Missense_M NM_013385 NP_037517 Q9UIA0 CYH4_HUMAN PH. 2 AATCCAGACCGGG 0.572 rs55891452

+ 7 1920 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCACAACATC 0.597

+ 7 1998 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCAGAACATC 0.587

+ 7 2004 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GAACATCCTGTGC 0.597

+ 7 3126 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CCTCTCCCAGCAG 0.642

+ 1 144 NM_003614 NP_003605 O60755 GALR3_HUMAN Name=1; (Potential). 0 TGCTGGCAGTGC 0.637

+ 9 1052 us.2_Missense_Mu NM_012407 NP_036539 Q9NRD5 PICK1_HUMAN AH. 0 AGTTCGGCATTCG 0.522

- 2 76 03avt.1_Translatio NM_004981 NP_004972 P48050 IRK4_HUMAN 0 TGGTCACCTGGG 0.687

+ 5 624 _uc003awq.1_Intro NM_004900 NP_004891 Q9UH17 ABC3B_HUMAN 1 TCCACAGATACCT 0.532

- 6 1591 xe.2_Missense_M NM_002608 NP_002599 P01127 PDGFB_HUMAN 373 GTTTTGGCTGCAC 0.592

+ 23 3979 aye.2_Missense_M NM_021096 NP_066919 Q9P0X4 CAC1I_HUMANellular (Potential).|III. 2 CCCCAGCTCTTCA 0.577

+ 23 4006 aye.2_Missense_M NM_021096 NP_066919 Q9P0X4 CAC1I_HUMANellular (Potential).|III. 2 CACTGTCTGGGCG 0.582

+ 20 4969 yn.3_Nonsense_M NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 GATGTGGAAAAAC 0.507

+ 12 1251 DSL_uc003ayr.3_M NM_000026 NP_000017 P30566 PUR8_HUMAN 1 TCCCAGGATTGCC 0.463

- 9 1301 ye.1_Missense_Mu NM_020831 NP_065882 Q969V6 MKL1_HUMAN SAP. 5 GAGACAGGCAGT 0.617

+ 9 1331 aq.1_Missense_M NM_001469 NP_001460 P12956 XRCC6_HUMAN Ku. 5 GAGTTGGATGACC 0.368

- 1 49 m.2_5'Flank|CENPM NM_024053 NP_076958 Q9NSP4 CENPM_HUMAN 0 CCAACCGTTGCTC 0.677

+ 9 1036 sense_Mutation_p. NM_145733 NP_663786 Q9UH03 SEPT3_HUMAN 0 GCCCTGCTTCGAG 0.423

- 1 4104 p.D1324N|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5 TACTATCTGGACT 0.468

- 15 1668 0gzf.2_Missense_M NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1 ATGTCGGGGGCG 0.567

- 5 678 e_Mutation_p.A109 NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1 TGAGAGGCAAAA 0.398

- 24 3136 0gzi.1_Missense_M NM_022785 NP_073622 Q5THR3 EFCB6_HUMAN EF-hand 11. 7 GTTTTGGTGAATG 0.418

- 5 860 _p.Q183*|PHF21B_ NM_138415 NP_612424 Q96EK2 PF21B_HUMAN 3 GCACTTGAGGCTG 0.398

+ 4 456 E1_uc011aqz.1_5' NM_016426 NP_057510 Q9NYZ3 GTSE1_HUMAN 1 CCGTTGCCCACAT 0.493

+ 11 2163 K|GTSE1_uc003bh NM_016426 NP_057510 Q9NYZ3 GTSE1_HUMAN 1 AAACTGGAACCAC 0.512

- 3 4247 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN tial).|EGF-like 3; calcium-bin 11 CAGGTGCCCCCG 0.647

- 1 1768 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN r (Potential).|Cadherin 4. 11 CGTCCACCGCCT 0.642



- 1 1396 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN r (Potential).|Cadherin 3. 11 CCTGGACCACGT 0.657

+ 6 854 e.2_Missense_Mut NM_014346 NP_055161 Q8WUA7 TB22A_HUMANRab-GAP TBC. 1 ACCTTCCCGCCAA 0.378

- 9 3198 p.A953V|BRD1_uc NM_014577 NP_055392 O95696 BRD1_HUMAN 1 CTGGCCGCCTTGG 0.647

- 1 687 RD1_uc011arh.1_ NM_014577 NP_055392 O95696 BRD1_HUMAN 1 TCTTGAGCAGTGA 0.448

- 2 287 NM_024105 NP_077010 Q9BV10 ALG12_HUMAN 0 ATGACCCCTTTCC 0.592

+ 10 1159 ak.2_Missense_M NM_024324 NP_077300 Q6UXH1 CREL2_HUMAN 0 GAAGGAGAAAGCC 0.547

+ 5 1244 bjy.2_Missense_M NM_031454 NP_113642 Q9BVL4 SELO_HUMAN 0 CAGCCGGAACTG 0.657

- 16 3186 n_p.D884N|TUBGC NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4 GGCTGTCAGAGAA 0.667

- 1 733 GCP6_uc010has.1_ NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4 TCAAAGGACAACA 0.522

- 11 938 p.D116N|MAPK11_ NM_002751 NP_002742 Q15759 MK11_HUMANProtein kinase. 2 TCTGGTCACTGTC 0.617

- 8 687 A|MAPK11_uc010h NM_002751 NP_002742 Q15759 MK11_HUMANProtein kinase. 2 ATGCAGCCCACGG 0.647

- 32 5123 _p.E465K|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 TGTCTTCATCCTG 0.632

- 28 4604 p.R292C|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMAN lasmic (Potential). 6 GCCCACGGTACAC 0.652

- 18 3003 _5'Flank|PLXNB2_ NM_012401 NP_036533 O15031 PLXB2_HUMANar (Potential).|IPT/TIG 2. 6 GACCCCCCGTAG 0.662

+ 19 2266 blc.2_Missense_Mu NM_014678 NP_055493 O75170 PP6R2_HUMAN 0 AGCCCAGCGCAG 0.597

- 24 3280 x.1_Missense_Mut NM_002972 NP_002963 O95248 MTMR5_HUMAN 0 CAGAGCCCAAGG 0.647

- 20 2609 _p.A469V|SBF1_uc NM_002972 NP_002963 O95248 MTMR5_HUMAN 0 CTCTCGGCCACAC 0.652

+ 10 898 _p.A257V|MIOX_uc NM_017584 NP_060054 Q9UGB7 MIOX_HUMAN 0 GACCTGCCGGAC 0.652

- 7 888 YMP_uc003bme.3 NM_001014440 NP_001014440 A8MYP8 ODF3B_HUMAN 0 TGTCCGCGTCGGT 0.687

- 6 877 .1_Missense_Muta NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN lasmic (Potential). 2 ACTCTTCCCACCA 0.582 rs111267458

- 2 377 _uc011asa.1_Miss NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN ical; (Potential). 2 AAGGAGGAACCC 0.597

+ 14 1543 R1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN ytoplasmic (Potential). 21 CCTGGGTTCACA 0.423

+ 16 1820 R1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Pote p.R491W(1) 21 ATTCTGGTCAAGA 0.453

+ 26 3428 1_Intron|ITPR1_uc NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN 21 TTTTCAGGTGCTC 0.418

+ 5 1002 asw.1_Missense_M NM_003670 NP_003661 O14503 BHE40_HUMAN 1 GAGTGGGGAGCA 0.577

+ 8 1081 _uc003brv.2_Nonse NM_001080517 NP_001073986 Q9C0A6 SETD5_HUMAN 2 ACTGACCAGTATG 0.413

- 2 738 F|ARPC4_uc003bs NM_006354 NP_006345 O75528 TADA3_HUMAN Potential. 0 CCTCAAGCACACG 0.602

- 4 378 ation_p.P90S|CIDE NM_022094 NP_071377 Q96AQ7 CIDEC_HUMAN CIDE-N. 1 AGAAGGGCTTGTC 0.547

+ 2 365 EC_uc003bto.2_In NM_032492 NP_115881 Q8N5M9 JAGN1_HUMAN ical; (Potent p.P77P(1) 1 GAATACCCGTATT 0.522

- 2 1015 uk.2_RNA|PRRT3_ NM_207351 NP_997234 Q5FWE3 PRRT3_HUMAN ar (Potential).|Pro-rich. 0 GGACACCTCAGCG 0.657

+ 4 1893 tr.1_Missense_Mu NM_014760 NP_055575 Q93075 TATD2_HUMAN 2 GCCTCAGAGGAA 0.527

- 18 3098 vw.2_Missense_M NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN ical; (Potential). 6 CCACCACGTTGAC 0.597

+ 8 1396 _p.P311S|TSEN2_ NM_025265 NP_079541 Q8NCE0 SEN2_HUMAN 1 GTTCAGCCCACGT 0.418

+ 11 1664 _p.P400L|TSEN2_ NM_025265 NP_079541 Q8NCE0 SEN2_HUMAN 1 TTAAACCCTCTAC 0.358

- 23 3295 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 TGTGGGGCTGAG 0.512

- 5 693 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 TGGTGTCCCCTTG 0.557

- 5 1012 es.2_Missense_Mu NM_015150 NP_055965 Q14699 RFTN1_HUMAN 4 CATCTCCCTCTCC 0.627

+ 5 787 e_Mutation_p.A198 NM_144633 NP_653234 Q96L42 KCNH8_HUMAN lasmic (Potential). 5 AAACCAGCATTTC 0.363

+ 2 690 AB5A_uc011awg.1 NM_004162 NP_004153 P20339 RAB5A_HUMAN region (By similarity). 0 AGAGTACCATTGG 0.378

- 6 867 GOL1_uc003cbx.2_ NM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN 0 AAAAATCCAACTC 0.358

+ 5 616 _p.V131I|UBE2E1_ NM_003341 NP_003332 P51965 UB2E1_HUMAN 0 TCTAAAGTCCTCC 0.333

- 4 520 3ccl.2_Missense_M NM_020345 NP_065078 Q9NYS0 KBRS1_HUMAN ffector region. 0 CATCTTCCATTGT 0.403

+ 2 336 .2_RNA|NR1D2_u NM_005126 NP_005117 Q14995 NR1D2_HUMAN 3 TTCTAGGAGGTGT 0.388

- 15 2241 ense_Mutation_p.E NM_003615 NP_003606 Q9Y6M7 S4A7_HUMAN lasmic (Potential). 5 CCTCTTCTGTAAA 0.378

+ 2 2024 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMANC2H2-type 10. 1 CCTTCCGTCACAA 0.403 rs143925165

+ 4 736 cez.1_Missense_M NM_138410 NP_612419 Q96FZ5 CKLF7_HUMAN 0 CGTGTGTAACCCA 0.512

- 7 992 axh.1_Nonsense_ NM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1 GTTTCTGAACGAT 0.279



- 3 847 p.P106L|UBP1_uc NM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2 ATCTCAGGCATAT 0.299

- 2 685 _p.S52N|UBP1_uc NM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2 GGAAGGCTGGAAT 0.428

- 2 660 _p.P44S|UBP1_uc NM_014517 NP_055332 Q9NZI7 UBIP1_HUMAN 2 AAATGGGCAATGC 0.433

+ 12 1753 p.A538V|PDCD6IP NM_013374 NP_037506 Q8WUM4 PDC6I_HUMAN h EIAV p9.|Self-association. 2 ATGCTGCCATCCC 0.473

+ 4 440 H1_uc003cgn.3_5 NM_000249 NP_000240 P40692 MLH1_HUMAN 77 CATACAGGTATAG 0.368

+ 14 1690 _Nonsense_Mutatio NM_000249 NP_000240 P40692 MLH1_HUMAN action with E p.0?(1) 77 CAGCATCAAACCA 0.463

- 8 959 _p.S210N|ACAA1_ NM_001607 NP_001598 P09110 THIK_HUMAN 1 GTGGTGCTGGGG 0.562

- 5 653 y.2_Intron|ACAA1_ NM_001607 NP_001598 P09110 THIK_HUMAN 1 TTCTTACCCACAG 0.423

+ 3 644 LC22A13_uc011ay NM_004256 NP_004247 Q9Y226 S22AD_HUMAN ical; (Potential). 1 GCTTTGCTGTGG 0.617

- 27 4834 i.2_Missense_Mut NM_198056 NP_932173 Q14524 SCN5A_HUMAN=S1 of repeat IV; (Potential) 9 GTCTCCACCATCA 0.468

- 16 2899 _p.T902I|SCN5A_u NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 CACATGGTCTCGA 0.552

- 27 5732 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 GAAGCAGTTTCA 0.453

+ 2 143 8_uc011ayu.1_5'UT NM_020839 NP_065890 Q8TAF3 WDR48_HUMAN WD 1. 2 AATAGACTTTTCA 0.418

- 9 1338 GORASP1_uc011a NM_031899 NP_114105 Q9BQQ3 GORS1_HUMAN 3 CTGGTTCCTCCTC 0.602

- 5 1856 cjh.2_Missense_M NM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5 TGCTGGCATCCCC 0.592

+ 6 913 azc.1_Missense_M NM_001145082 NP_001138554 E9PCD9 E9PCD9_HUMAN 1 CTTCCACCACTGA 0.413

+ 4 354 003ckr.2_Nonsense NM_001904 NP_001895 P35222 CTNB1_HUMAN _K133del(1)|p.D6_K133del 3166 GAGTGGGAACAG 0.443

- 4 548 _p.G116D|ULK4_uc NM_017886 NP_060356 Q96C45 ULK4_HUMAN Protein kinase. 0 AGAATGCCAAGTT 0.338

+ 8 628 on_p.A51T|NKTR_u NM_005385 NP_005376 P30414 NKTR_HUMAN se cyclophilin-type. 3 GATGCTGCAAGCA 0.368

- 7 724 clx.2_Missense_Mu NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3 AGCTCTCCAGTGC 0.542

- 9 1108 NM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1 CTTCAAGCTCTCT 0.527

- 2 652 mr.1_Missense_M NM_032806 NP_116195 Q8NAT1 AGO61_HUMAN 2 GCAGGTCGTCATG 0.632

- 8 2657 _p.A758V|ZNF445_ NM_181489 NP_852466 P59923 ZN445_HUMAN C2H2-type 8. 1 CGGAAGGCCTTGC 0.532

- 8 1581 _p.E399D|ZNF445_ NM_181489 NP_852466 P59923 ZN445_HUMAN 1 AAGGGATTCCTTT 0.408

+ 6 1853 nse_Mutation_p.H3 NM_018651 NP_061121 Q9P0L1 ZN167_HUMAN C2H2-type 4. 2 AGAACCCATACTG 0.458

+ 3 463 cnv.1_Missense_M NM_145044 NP_659481 Q96CX3 ZN501_HUMAN 0 AGAAACCTTCAAA 0.403

+ 1 23 tion_Start_Site|KIA NM_020242 NP_064627 Q9NS87 KIF15_HUMAN 1 CGTCAACGTCCG 0.637

+ 5 481 hiq.2_Missense_M NM_020242 NP_064627 Q9NS87 KIF15_HUMAN otor.|ATP (By similarity). 1 GACAGACTGGCTC 0.308

+ 9 1006 _Mutation_p.G189 NM_020242 NP_064627 Q9NS87 KIF15_HUMAN Kinesin-motor. 1 AAGCAGGTAACAT 0.393

- 3 641 on.2_Missense_M NM_022842 NP_073753 Q9H5V8 CDCP1_HUMANcellular (Potential). 3 ACGGTGGCATCG 0.572

+ 5 574 hit.1_Missense_Mu NM_015340 NP_056155 Q15031 SYLM_HUMAN 2 GGGATGCTTTTGG 0.438

+ 1 675 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMAN 1 GGTGGCCTAGCTC 0.602

- 14 4143 al.1_Missense_Mu NM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN 1 GTTCAGCCGCATT 0.493

+ 2 823 m.3_Missense_Mu NM_001123041 NP_001116513 P41597 CCR2_HUMAN cellular (Potential). 2 CAATGTGCAAATT 0.453

+ 8 832 qn.2_Missense_Mu NM_000316 NP_000307 Q03431 PTH1R_HUMAN Name=1; (Potential). 1 TCCTGGCCTACTT 0.493

- 12 5647 e_Mutation_p.S193 NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 TCTGTGCTCAGCT 0.458

- 7 4963 qv.2_Missense_Mu NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN SET. 32 TTTTGGGTTTCAC 0.353

- 3 3117 qv.2_Missense_Mu NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 TACTGTCACACTT 0.363

+ 8 1322 bav.1_Missense_M NM_025010 NP_079286 O94889 KLH18_HUMAN Kelch 3. 0 TCAGCTCCGTGGA 0.522

+ 22 4177 011bay.1_Missense NM_015466 NP_056281 Q9H3S7 PTN23_HUMAN -protein phosphatase. 3 GGCCTGCCCGACA 0.617

+ 4 1051 9_uc003csn.2_RNA NM_016089 NP_057173 Q86UQ0 ZN589_HUMAN 1 ACAAGGGAGAAAT 0.502

- 27 3578 NM_000094 NP_000085 Q02388 CO7A1_HUMAN region (NC1).|VWFA 2. 11 CTCCAGCCATTCC 0.607

- 34 9579 hkf.2_Missense_Mu NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN lasmic (Potential). 11 GGACCCTGGCCG 0.662

- 14 1300 QARS_uc003cvy.2 NM_005051 NP_005042 P47897 SYQ_HUMAN 1 CACCCACCATTTG 0.607

- 4 381 te|QARS_uc011bc NM_005051 NP_005042 P47897 SYQ_HUMAN 1 CCTCCACCTGCAG 0.562

- 26 4407 2_5'Flank|USP19_ NM_002292 NP_002283 P55268 LAMB2_HUMAN Domain II. 3 TCAGTGCCTCTGT 0.587

+ 4 777 3cwi.1_Missense_ NM_173546 NP_775817 Q8IXV7 KLD8B_HUMAN Kelch 5. 0 GATCTGGAGGCCC 0.637



- 1 43 NM_001080528 NP_001073997 0 GCTGGGATGATG 0.537

+ 3 1338 NM_004393 NP_004384 Q14118 DAG1_HUMAN for laminin recognition. 2 CTCTTCCCAAACG 0.612

+ 15 1829 kw.1_Missense_Mu NM_001640 NP_001631 P13798 ACPH_HUMAN 1 GAGAATGTGCAG 0.612

+ 20 1810 se_Mutation_p.S23 NM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7 AGGCTTCCAATCC 0.572

- 1 809 h.2_Intron|RNF123 NM_198722 NP_942015 Q86WK7 AMGO3_HUMANcellular (Potential). 1 CGCGCGCAGGC 0.637

- 20 4354 dc.1_Missense_Mu NM_002447 NP_002438 Q04912 RON_HUMAN lasmic (Potential). 6 TGGGGCCCAAGT 0.597

- 1 643 _p.P127S|MST1R_ NM_002447 NP_002438 Q04912 RON_HUMAN ular (Potential).|Sema. 6 GCGCGGGATCCA 0.687

- 3 853 .2_Intron|MON1A_ NM_032355 NP_115731 Q86VX9 MON1A_HUMAN 2 TGGCATCCTCCTC 0.637

+ 5 545 cyk.2_Missense_M NM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. 2 AGTGTGGGAACT 0.637

+ 13 1402 10hli.2_Missense_M NM_004636 NP_004627 Q13214 SEM3B_HUMAN Sema. 6 TTGGCACCTTCAG 0.602

- 33 2785 e_Mutation_p.S909 NM_006030 NP_006021 Q9NY47 CA2D2_HUMANcellular (Potential). 1 ACCTCACTGAAGA 0.547

+ 5 865 03dba.1_Missense NM_004635 NP_004626 Q16644 MAPK3_HUMANProtein kinase. 2 ACTGGCAGGCTTC 0.542

+ 9 717 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 GGGGAAGATACCG 0.458

+ 1 1428 NM_013286 NP_037418 Q8NDT2 RB15B_HUMAN RRM 3. 0 TTGGGAGCATTCG 0.572

+ 1 1461 NM_013286 NP_037418 Q8NDT2 RB15B_HUMAN RRM 3. 0 GAGATAGCTTTGC 0.587

- 14 2789 dbf.1_Missense_Mu NM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN LisH. 2 AGGTCAGCCTCT 0.502

+ 3 1483 o.3_Intron|GRM2_ NM_000839 NP_000830 Q14416 GRM2_HUMAN cellular (Potential). 1 TTAACGGGCGCCG 0.592

+ 4 2269 se_Mutation_p.A5 NM_000839 NP_000830 Q14416 GRM2_HUMAN lasmic (Potential). 1 GTCCTGCCTCACA 0.652

+ 5 511 CF3_uc010hlw.1_R NM_001085479 NP_001078948 P0C7M6 IQCF3_HUMAN 1 TTGCTGCCCTCAG 0.622

- 9 1070 91L|PCBP4_uc003 NM_033010 NP_127503 P57723 PCBP4_HUMAN 0 GCAAAGGGGACC 0.632

- 7 1087 p.D219N|POC1A_ NM_015426 NP_056241 Q8NBT0 POC1A_HUMAN WD 6. 0 TCAGGTCCAGGAT 0.597

+ 6 1059 _p.T241I|ALAS1_u NM_000688 NP_000679 P13196 HEM1_HUMAN 3 TCATCACCAAAAA 0.478

- 2 1910 b.2_Missense_Mu NM_017442 NP_059138 Q9NR96 TLR9_HUMAN xtracellular (Potential). 4 TGATGCGGTTGTC 0.642

+ 65 10643 dv.2_Missense_M NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3 GTGTGTCCGACCT 0.562

+ 23 2532 NM_015136 NP_055951 Q9NY15 STAB1_HUMAN Extracellular (Potential). 9 TCCATGGGGGACT 0.662

+ 34 3661 NM_015136 NP_055951 Q9NY15 STAB1_HUMAN xtracellular (Potential). 9 GGGAGGCCCTCT 0.627

+ 54 5755 1_5'UTR|STAB1_u NM_015136 NP_055951 Q9NY15 STAB1_HUMAN cellular (Potential). 9 AGCCACCCTGTCC 0.637

- 24 4018 _p.V1351I|PBRM1_ NM_181042 NP_060635 Q86U86 PB1_HUMAN 140 CAATGACCTCACT 0.498

- 20 3316 dew.2_Missense_M NM_181042 NP_060635 Q86U86 PB1_HUMAN 140 CATTTGCAAATAC 0.443

- 9 1037 p.D300N|GLT8D1_u NM_152932 NP_690909 Q68CQ7 GL8D1_HUMANmenal (Potential). 0 TAGGATCGATGGT 0.453

- 12 1607 p.S388F|ITIH4_uc0 NM_002218 NP_002209 Q14624 ITIH4_HUMAN 3 ACACTGGACTCCG 0.577

+ 13 1295 p.G322E|CACNA2 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANular (Potential).|VWFA. 7 TGACAGGATTTTT 0.483

- 3 972 A2D3_uc003dhg.1_ NM_020678 NP_065729 Q9HBL6 LRTM1_HUMANcellular (Potential). 0 GGTTGGCCGGCC 0.597

+ 36 3119 se_Mutation_p.P93 NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANcellular (Potential). 7 TGGCCCCCATCAC 0.512

+ 13 1930 _Splice_Site_p.D58 NM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1 AAACAGGTATTTG 0.274

- 17 3436 dic.3_Missense_Mu NM_015224 NP_056039 Q9UK61 CC063_HUMAN 5 TCAGAAGTCACCA 0.433

- 12 1749 na.2_Missense_Mu NM_017563 NP_060033 Q8NFM7 I17RD_HUMAN lasmic (Potential). 0 CCTCGTCAATAAA 0.572

+ 22 2219 .1_Intron|ASB14_u NM_012096 NP_036228 Q9UKG1 DP13A_HUMAN 1 GCAGTAGCCAGTC 0.443

+ 7 1229 nf.2_Missense_Mu NM_001457 NP_001448 O75369 FLNB_HUMAN Filamin 2. 19 ATGCCAGTAAAGT 0.507

+ 19 3010 nf.2_Missense_Mu NM_001457 NP_001448 O75369 FLNB_HUMAN Filamin 8. 19 ATAAAACTCAATG 0.502

+ 22 4052 nf.2_Missense_Mu NM_001457 NP_001448 O75369 FLNB_HUMAN Interaction with FBLP1. 19 ACACACCCTTTGA 0.597

+ 17 1576 c.1_Missense_Mut NM_017771 NP_060241 Q7Z7A4 PXK_HUMAN 1 TCTGGGGCCAGC 0.532

- 3 988 n_p.V210I|CADPS_ NM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3 GAAGACCTCCCG 0.567

+ 9 1893 nv.2_Missense_Mu NM_000333 NP_000324 O15265 ATX7_HUMAN Pro-rich. 0 CTAAACCTCACAC 0.507

- 6 969 _p.T368I|PSMD6_u NM_014814 NP_055629 Q15008 PSMD6_HUMAN PCI. 2 CCAAGGGTTAATG 0.368

- 25 3763 dmh.1_Missense_ NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN TSP type-1 8. 4 TCCAAGGCCTTCC 0.552

- 20 2992 e_Mutation_p.S816 NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN TSP type-1 3. 4 CGGTTGCTTGGTT 0.493



- 14 2757 n_p.S744N|MAGI1_ NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6 TGAGAACTATTCT 0.517

- 2 1482 nt.2_Missense_Mu NM_198271 NP_938012 Q0VAK6 LMOD3_HUMAN Potential. 1 GCAGCCCCAACC 0.542

- 2 459 ssense_Mutation_p NM_015123 NP_055938 Q9Y2L6 FRM4B_HUMAN 4 TGCCTTCTGTCAT 0.522

- 14 1938 doq.1_Intron|FOXP NM_032682 NP_116071 Q9H334 FOXP1_HUMAN Fork-head. 2 ATTCTACTTCATC 0.413

- 11 1707 od.2_Missense_Mu NM_018130 NP_060600 Q6PI26 SHQ1_HUMAN 3 CAGACACTCCAAG 0.512

+ 1 1154 h.1_Intron|PPP4R2 NM_018029 NP_060499 Q6P2I7 EBLN2_HUMAN 0 GGATCAGCTCAAG 0.438

- 10 3004 _p.G668R|PDZRN3 NM_015009 NP_055824 Q9UPQ7 PZRN3_HUMAN 7 AGCGCCCCATCTT 0.662

+ 3 1182 BO2_uc011bgj.1_R NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN 2.|Extracellular (Potential). 11 AAGAAAGAATAAG 0.383

- 28 4643 3dqd.2_Splice_Site NM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN 2 GACTCACCATCTG 0.463

- 27 4100 dqd.2_Missense_M NM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN lasmic (Potential). 2 GAGGAGGACTCA 0.473

- 25 3740 dqd.2_Missense_M NM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN lasmic (Potential). 2 TGCCACCCTGTTT 0.473

- 6 939 hoj.1_Missense_M NM_000306 NP_000297 P28069 PIT1_HUMAN Homeobox. 2 TTTTCACCCGTTT 0.378

+ 2 1170 NM_000866 NP_000857 P30939 5HT1F_HUMAN ame=7; (By similarity). 3 GGGTATCTCAATT 0.318

- 7 948 n_p.D72N|PROS1_ NM_000313 NP_000304 P07225 PROS_HUMAN alcium-binding (Potential). 1 CATTCATCCACATC 0.378

+ 10 1554 dre.2_Missense_M NM_182896 NP_878899 Q3SXY8 AR13B_HUMAN 0 GTGATGCTCATGA 0.413

- 2 236 P24S|NSUN3_uc0 NM_176815 NP_789785 Q86XF0 DYRL1_HUMAN DHFR. 0 GCCTGGGCAGGT 0.498

+ 14 2726 3drr.3_Missense_M NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMAN e.|Cytoplasmic (Potential). 16 CTAGCGGCTCGG 0.453

+ 8 859 3dtb.2_Missense_M NM_006100 NP_006091 Q9Y274 SIA10_HUMANmenal (Potential). 1 AGAACACTAATGG 0.333

- 16 2597 dte.2_Missense_M NM_080927 NP_563615 Q96PD2 DCBD2_HUMAN lasmic (Potential). 3 CGTCTGGGGCAG 0.507

+ 8 754 NM_032359 NP_115735 Q9BQ75 CC026_HUMAN 1 AGAAGCGTGTGG 0.458

+ 10 1201 dts.2_Missense_M NM_018309 NP_060779 Q9NUY8 TBC23_HUMAN Rhodanese. 2 GTGGTGGATTGCC 0.373

+ 7 606 c011bha.1_Silent_p NM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1 CCAGGAGCTTTTA 0.493

+ 9 813 NM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1 GACATAGGTAAGA 0.483

- 3 426 _p.S107L|ABI3BP_ NM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN 4 GAACATGACTTCT 0.393

- 24 3251 uw.2_Missense_M NM_020654 NP_065705 Q9BQF6 SENP7_HUMAN Protease. 5 CTGCTGCCCTTCT 0.413

- 4 367 n_p.P53S|SENP7_u NM_020654 NP_065705 Q9BQF6 SENP7_HUMAN 5 TAACAGGACACCC 0.294

+ 1 58 P97_uc011bhf.1_M NM_024548 NP_078824 Q8IW35 CEP97_HUMAN 2 GCTTTGCCTCCCG 0.537

+ 4 602 po.2_Missense_M NM_031419 NP_113607 Q9BYH8 IKBZ_HUMAN 2 TACAGTGGGAAAA 0.388

+ 5 1010 e_Mutation_p.C157 NM_001627 NP_001618 Q13740 CD166_HUMAN Potential).|Ig-like V-type 2. 3 GTGACTGCATTTC 0.443

- 19 3054 _p.R126H|CBLB_u NM_170662 NP_733762 Q13191 CBLB_HUMAN eraction with SH3KBP1. 9 GTCCTGCGCGGTC 0.453

- 7 1293 se_Mutation_p.S32 NM_170662 NP_733762 Q13191 CBLB_HUMAN -PTB.|SH2-like. 9 TCCCTGCTGCCAT 0.418

- 40 5653 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 CCTCTGCCTGCAA 0.448

- 32 4400 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 GCAGAGCGGACC 0.652

- 9 1242 ense_Mutation_p.P NM_020890 NP_065941 Q8TCG1 CIP2A_HUMAN 3 CAGGTGGAGACT 0.458

+ 9 1354 xx.2_Missense_Mu NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Pro/Ser/Thr-rich. 3 AATCTACCCTTGA 0.368

+ 3 626 dyn.2_Missense_M NM_001008272 NP_001008273 Q9UI15 TAGL3_HUMAN CH. 0 CAGAGTCAAAGAT 0.473

- 20 2692 _p.A87T|SLC9A10 NM_183061 NP_898884 Q4G0N8 S9A10_HUMAN 5 CAAAAGCCTTAAG 0.308

- 7 841 LC9A10_uc010hqc NM_183061 NP_898884 Q4G0N8 S9A10_HUMAN ical; (Potential). 5 CGATCTCTTCAGC 0.303

- 3 311 te|SLC9A10_uc01 NM_183061 NP_898884 Q4G0N8 S9A10_HUMAN 5 AAAATGCTGCAAA 0.318

- 3 2115 dzg.2_Missense_M NM_199512 NP_955806 Q76M96 CCD80_HUMAN 2 TCTCAGCCTTGGG 0.423

- 2 2040 dzg.2_Missense_M NM_199512 NP_955806 Q76M96 CCD80_HUMAN Lys-rich. 2 TCTTGGGACTCTG 0.413

+ 4 890 zz.2_Missense_Mu NM_033254 NP_150279 Q9BWV1 BOC_HUMAN Potential).|Ig-like C2-type 1. 6 ACGGGACCCTCG 0.602

- 14 2044 CDC52_uc003eah.1 NM_144718 NP_653319 Q8N0Z3 SPICE_HUMAN 0 CAATAGGTAAGGT 0.408

- 5 607 CDC52_uc003eah NM_144718 NP_653319 Q8N0Z3 SPICE_HUMAN 0 CATCTTGCATCTG 0.333

- 7 5885 eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 TGAGGGGCAAGT 0.448

- 7 5156 eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN Gln-rich. 3 GTTGAAGGGTTTT 0.498

- 7 1379 3eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 TGTATGCTCAGGC 0.473



- 1 155 n_p.L3P|QTRTD1_ NM_020817 NP_065868 Q8NCU4 K1407_HUMAN 2 GGCGCCAGGAGC 0.587 rs140131124

- 7 1223 by.2_Missense_Mu NM_001015887 NP_001015887 Q5DX21 IGS11_HUMAN lasmic (Potential). 0 CTTTTGGATTGTT 0.448

+ 12 2660 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN Pro-rich. 2 CCTGCTCCAGTCT 0.592

- 2 431 M39A_uc003ecl.1_5 NM_018266 NP_060736 Q9NV64 TM39A_HUMAN 2 ACCAAAGTCTGCA 0.473

+ 4 959 NM_005513 NP_005504 P29083 T2EA_HUMAN 1 GGTTGAGAGAAAG 0.408

+ 5 1010 NM_005513 NP_005504 P29083 T2EA_HUMAN 1 CAGGGGGCATAG 0.393

- 10 820 e_Mutation_p.S19 NM_005335 NP_005326 P14317 HCLS1_HUMAN 0 CCACTAGAAGCTG 0.522

- 13 4417 .E1397K|GOLGB1 NM_004487 NP_004478 Q14789 GOGB1_HUMAN ic (Potential).|Potential. 10 CTTGTTCTATTAT 0.383

+ 3 815 ew.3_Missense_Mu NM_000388 NP_000379 P41180 CASR_HUMAN cellular (Potential). 7 GCTCAGGCGTCTC 0.527

+ 1 244 _uc011bjs.1_5'Flan NM_138287 NP_612144 Q8TDB6 DTX3L_HUMAN 4 CCCCGGGCACCT 0.687

+ 14 4350 e_Mutation_p.V114 NM_017554 NP_060024 Q460N5 PAR14_HUMAN 6 TTTCGGGTGTGTG 0.388

- 13 2485 p.R462W|ADCY5_ NM_183357 NP_899200 O95622 ADCY5_HUMAN 4 TGGACCGCACGAT 0.403

- 1 993 NM_183357 NP_899200 O95622 ADCY5_HUMAN ical; (Potential). 4 CACGGTCCACCAG 0.687

+ 27 4312 95_splice|KALRN_ NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 TTTGATGTAAGCT 0.408

+ 35 5405 ehk.2_Missense_M NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 CCGGGTCCCAAGC 0.557

+ 60 9054 hk.2_Missense_Mu NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 TCAAGAGCTACAT 0.527

- 5 1040 NM_002213 NP_002204 P18084 ITB5_HUMAN xtracellular (Potential). 2 AGCCCCCCTCAG 0.572

- 6 2806 e.1_Missense_Mut NM_020733 NP_065784 Q9ULI3 HEG1_HUMAN cellular (Potential). 2 ATCAATCCAGTGG 0.493

- 10 1688 _p.A327V|SLC12A NM_024628 NP_078904 A0AV02 S12A8_HUMAN 0 AGGAGGCAGCG 0.557

- 9 2330 0hsa.2_Missense_M NM_021964 NP_068799 Q9UQR1 ZN148_HUMAN 4 CTAGTTCTGTCCA 0.463

+ 11 1169 hsg.1_Missense_M NM_182628 NP_872434 Q494V2 CCD37_HUMAN 2 GCGGTGGCGACT 0.642

+ 13 1304 hsg.1_Missense_M NM_182628 NP_872434 Q494V2 CCD37_HUMAN Potential. 2 AGAACCTGTCGC 0.597

+ 28 5057 ejh.2_Missense_M NM_032242 NP_115618 Q9UIW2 PLXA1_HUMAN lasmic (Potential). 3 CACCGGGGCTCA 0.627

- 1 144 UVBL1_uc010hss. NM_003707 NP_003698 Q9Y265 RUVB1_HUMAN 1 CGATGCGCTGCG 0.627

+ 5 1221 ekj.2_Missense_M NM_021937 NP_068756 P57772 SELB_HUMAN 1 AGGCCGACAAGA 0.567

+ 4 429 n_p.G66E|RAB7A_ NM_004637 NP_004628 P51149 RAB7A_HUMAN P (By similarity). 0 CAGCAGGACAGGA 0.502

+ 10 1179 D9_uc003elb.2_Mis NM_014049 NP_054768 Q9H845 ACAD9_HUMAN 3 AGTACGCCTGCAC 0.264

- 3 346 e_Mutation_p.S40 NM_003418 NP_003409 P62633 CNBP_HUMAN 0 GACGAGGAAACAA 0.383

+ 6 495 htb.2_Missense_M NM_016128 NP_057212 Q9Y678 COPG_HUMAN 4 AGATCACTGATGT 0.562

+ 17 1808 tb.2_Missense_Mu NM_016128 NP_057212 Q9Y678 COPG_HUMAN 4 GAACCATCAGAAA 0.512

+ 24 2604 Flank|C3orf37_uc0 NM_016128 NP_057212 Q9Y678 COPG_HUMAN with ZNF289/ARFGAP2. 4 TGTTCCGGGGTG 0.517

- 7 1798 BD4_uc003emk.1_ NM_003925 NP_003916 O95243 MBD4_HUMAN 2 TCGTTGCCATATT 0.418

+ 19 2544 emq.2_Missense_M NM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2 GTCAAGGCCATCG 0.522 rs141746785

+ 24 3139 n_p.S769F|IFT122_ NM_052989 NP_443715 Q9HBG6 IF122_HUMAN 2 ACATCTCCAGGTT 0.522

+ 4 792 NM_000539 NP_000530 P08100 OPSD_HUMAN Cytoplasmic. 0 CTGCAGGCCGCTG 0.652

- 32 5342 PLXND1_uc011blb NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMAN lasmic (Potential). 1 TCTCAGCCTGCTC 0.577

- 16 3318 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMANar (Potential).|IPT/TIG 3. 1 CTGATGGCCGTG 0.672

- 5 1908 NM_015103 NP_055918 Q9Y4D7 PLXD1_HUMAN cellular (Potential). 1 ACGGTCATGGCAG 0.657

+ 2 410 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN cal region.|VWFA 1. 8 GGGAGAGACAAGA 0.502

+ 8 3725 6A6_uc003eni.3_5' NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN7.|Nonhelical region. 8 GAGGTGGGCACAG 0.458

- 4 1906 NM_014602 NP_055417 Q99570 PI3R4_HUMAN HEAT 1. 12 ACTTTGGTCAACG 0.428

+ 16 1463 eno.2_Missense_M NM_014382 NP_055197 P98194 AT2C1_HUMANasmic (By similarity). 1 ATGATGCTGTAAT 0.373

+ 43 5133 NM_015268 NP_056083 O75165 DJC13_HUMAN 2 GTAGGGGAGATTT 0.338

- 24 3601 _p.S54F|NPHP3_u NM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1 CCAAAGAAGGGT 0.358

- 21 3147 pd.1_Missense_M NM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1 TATATGGATGGTC 0.393

- 10 1659 NPHP3_uc003epf.1 NM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1 CAGACACGAGAAG 0.388

- 8 1369 pf.1_Missense_Mu NM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1 GGATCTCCTGAGT 0.269



- 7 1236 epf.1_Missense_Mu NM_153240 NP_694972 Q7Z494 NPHP3_HUMAN 1 CTTCAGGGTTTTT 0.373

+ 1 368 NM_003571 NP_003562 Q13515 BFSP2_HUMAN Head. 0 GCCGGGCCCTCG 0.647

+ 6 1375 NM_003571 NP_003562 Q13515 BFSP2_HUMAN Tail. 0 AGGGAGGAGAGC 0.532

+ 4 1027 _p.S191N|CDV3_u NM_017548 NP_060018 Q9UKY7 CDV3_HUMAN 0 TCTACAGTGATAC 0.463

+ 3 342 NM_021203 NP_067026 Q9Y5M8 SRPRB_HUMAN 1 ATAACAGGGTAAG 0.393

- 10 1646 n_p.V382I|SLCO2A NM_005630 NP_005621 Q92959 SO2A1_HUMANar (Potential).|Kazal-like. 1 ACAGACCGGGTG 0.562

- 9 2471 e_Mutation_p.S725 NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1 TGGGTGCTCCCAT 0.637

+ 3 867 z.1_RNA|EPHB1_u NM_004441 NP_004432 P54762 EPHB1_HUMAN ar (Potential).|Cys-rich. 30 AGAGCACATCTCT 0.507

- 2 1596 mb.1_Missense_Mu NM_018133 NP_060603 Q9HCI7 MSL2_HUMAN 1 AAATTAGGGCAAC 0.433

- 1 807 2_uc011bmb.1_5'F NM_018133 NP_060603 Q9HCI7 MSL2_HUMAN 1 GCCTTGGGGTCTC 0.517

+ 9 976 mc.1_Missense_Mu NM_000532 NP_000523 P05166 PCCB_HUMAN boxyltransferase. 0 CCTTTGGAATCAA 0.463

- 23 2573 _p.D761N|STAG1_ NM_005862 NP_005853 Q8WVM7 STAG1_HUMAN 2 ACAAATCCTCCTG 0.368

+ 5 800 20RB_uc010hud.1_ NM_144717 NP_653318 Q6UXL0 I20RB_HUMAN tential).|Fibronectin type-III 1 GGTGAGGAGTGG 0.378

- 2 557 err.1_Missense_M NM_173543 NP_775814 Q8IYY4 DZI1L_HUMAN 2 AAGTTGCAGAAGG 0.612

+ 13 1581 YT3_uc010hug.2_R NM_031913 NP_114119 A0FGR9 ESYT3_HUMAN C2 2. 0 GGAGAGTGCCTG 0.532

+ 15 1729 3_uc010hug.2_Spli NM_031913 NP_114119 A0FGR9 ESYT3_HUMAN 0 AGTAAGGTAAGAC 0.438

- 18 1945 ml.1_Missense_Mu NM_024491 NP_077817 Q8NHQ1 CEP70_HUMAN 1 TGGCATCCAAGTC 0.279

+ 5 651 q.2_Missense_Mut NM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0 CTCCAGGGTGAG 0.398

+ 5 718 q.2_Missense_Mu NM_001033032 NP_001028204 Q9NVQ4 FAIM1_HUMAN 0 TAAAGGCTGTCAG 0.398

- 22 3190 se_Mutation_p.V5 NM_006219 NP_006210 P42338 PK3CB_HUMAN PI3K/PI4K. 5 CCGAACTGTGTG 0.408

- 1 858 NM_001013650 NP_001013672 Q6ZRT6 PR23B_HUMAN Pro-rich. 1 AGAGCACAGGGT 0.622

- 4 623 NAT3_uc003etl.2_R NM_178177 NP_835471 Q96T66 NMNA3_HUMAN 0 GCACAGGCTCCTT 0.542

+ 2 294 e_Mutation_p.G20E NM_001104647 NP_001098117 Q96CQ1 S2536_HUMAN ical; Name=1; (Potential). 0 CAGTGGGAGCTAT 0.383

+ 8 3521 _p.A847T|ZBTB38 NM_001080412 NP_001073881 Q8NAP3 ZBT38_HUMAN 3 AACGAAGCCATTG 0.423

+ 4 1507 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMAN kinase C-terminal. 5 CCAGACCCTTCAG 0.428

- 36 4184 .2_Missense_Muta NM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3 TCTTATGGTCCAC 0.358

- 2 203 e_Mutation_p.P46S NM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3 CATTAGGATGGGA 0.318

- 40 6949 uy.1_Missense_Mut NM_001184 NP_001175 Q13535 ATR_HUMAN 20 GCATGGGTACCCA 0.373

- 34 5861 NM_001184 NP_001175 Q13535 ATR_HUMAN 20 TCTGGTCTAAAGG 0.408

- 8 1155 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3 ACAGTGCCGGCTA 0.438

- 12 1546 NM_173653 NP_775924 Q8IVB4 SL9A9_HUMAN 3 GGCTGAGATTCTG 0.463

- 18 2487 nm.1_Missense_M NM_000935 NP_000926 O00469 PLOD2_HUMANOG dioxygenase. 2 GAGAACGCTGTC 0.348

- 17 2388 nm.1_Missense_M NM_000935 NP_000926 O00469 PLOD2_HUMAN 2 TGAACTCCCGGA 0.423

- 3 886 _p.P135S|ZIC4_uc NM_032153 NP_115529 Q8N9L1 ZIC4_HUMAN C2H2-type 3. 2 GACAAGGGAAGG 0.517

+ 2 149 NM_001870 NP_001861 P15088 CBPA3_HUMAN 2 CCCCAGGATGAAA 0.383

+ 17 3066 .1_Missense_Muta NM_032383 NP_115759 Q969F9 HPS3_HUMAN 6 CTGAAGGATTTCA 0.338

- 6 1410 P_uc003ewz.2_Mis NM_000096 NP_000087 P00450 CERU_HUMANnin-like 3.|F5/8 type A 2. 1 GAGGGAGCATAG 0.413

+ 3 581 NM_004617 NP_004608 P48230 T4S4_HUMAN cellular (Potential). 0 ACAAGGGTCCTAA 0.517

+ 8 585 EIF2A_uc011bnv.1_ NM_032025 NP_114414 Q9BY44 EIF2A_HUMAN 0 TTCCAGGAAGTAA 0.328

- 4 667 3eyh.2_Missense_M NM_152394 NP_689607 Q7L0X2 F194A_HUMAN 3 ATTTACCTCTTAA 0.418

- 1 710 NM_005067 NP_005058 O43255 SIAH2_HUMAN 2 CCGGGGACGGA 0.697

- 3 932 ny.1_Intron|CLRN1 NM_174878 NP_777367 P58418 CLRN1_HUMAN 0 GCAAAAGGGAACT 0.363

+ 4 492 _p.P152S|MED12L NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 CTGTGCCAATGG 0.343

+ 4 541 _p.S168F|MED12L NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 TATTATTCTGCTAT 0.358

+ 14 2059 eyn.2_Missense_M NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 CGTTGGGCAGAAG 0.388

+ 35 5191 _p.P1578L|MED12L NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 CCATGCCCAAGCC 0.577

+ 39 5968 12L_uc011bnz.1_I NM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7 CACATTCCAACCC 0.582



- 5 5518 1_5'Flank|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13 GTGGTGCTGCAAT 0.473

- 4 4523 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13 CTTGAGGATTCGT 0.493

- 3 613 NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN LRR 6. 13 AGGAGACCATCTC 0.433

- 22 3215 _p.A980T|PLCH1_u NM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMAN 4 ACAAAGCTCCCAG 0.473

+ 3 1242 H1_uc003fbk.1_Int NM_002852 NP_002843 P26022 PTX3_HUMAN Pentaxin. 1 GGTGGGGAGTCA 0.448

+ 3 534 uc003fcw.1_Intron NM_000882 NP_000873 P29459 IL12A_HUMAN 0 CATGAAGATATCA 0.368

+ 4 573 dj.2_Missense_Mut NM_001002800 NP_001002800 Q9NTJ3 SMC4_HUMAN 2 CACAAGGACATTC 0.303

- 3 866 NM_001040100 NP_001035189 Q8NFR3 SSPTB_HUMANmenal (Potential). 0 ATAGATCGCTCCC 0.428

- 3 309 NM_001041 NP_001032 P14410 SUIS_HUMAN menal.|P-type 1. 14 CTGTTGGGAATTG 0.289

- 7 1672 fk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 ACAGCTCCTGACA 0.398

- 7 1746 11bpt.1_Intron|uc00 NM_020949 NP_066000 Q8TBB6 S7A14_HUMAN 5 TTGGTGGCTGGGC 0.507

- 16 2089 .P582S|TNIK_uc00 NM_015028 NP_055843 Q9UKE5 TNIK_HUMAN nteraction with NEDD4. 5 GGGGGGTGTTCG 0.527 rs148174466

+ 4 986 n_p.T228I|NLGN1_ NM_014932 NP_055747 Q8N2Q7 NLGN1_HUMANcellular (Potential). 7 AAGGTACTGGAA 0.433

- 5 484 XR1_uc011bpz.1_5 NM_024665 NP_078941 Q9BZK7 TBL1R_HUMAN F-box-like. 1 GGTCGACCATCAA 0.363

- 1 120 33E|NDUFB5_uc0 NM_020409 NP_065142 Q9HD33 RM47_HUMAN 0 ACTTACCCTGTGC 0.507

+ 5 468 DUFB5_uc003fke.2 NM_002492 NP_002483 O43674 NDUB5_HUMAN 1 GAAAAGGCTGAAT 0.383

+ 14 1346 p.P356S|FXR1_uc NM_005087 NP_005078 P51114 FXR1_HUMAN binding RGG-box. 1 AGACGCCCAGGA 0.532

+ 3 311 on_p.G6R|KLHL24_ NM_017644 NP_060114 Q6TFL4 KLH24_HUMAN 1 ATATTGGGACGCA 0.378

+ 3 426 p.P96S|DVL3_uc00 NM_004423 NP_004414 Q92997 DVL3_HUMAN 3 GATAACCCATCGG 0.602

+ 1 1549 131A_uc003foc.2_ NM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1 TGTGCTCCCTGGC 0.582

+ 3 2173 3foc.2_Missense_M NM_144635 NP_653236 Q6UXB0 F131A_HUMAN 1 TGGAGGCCCAGG 0.692

- 2 248 _p.R42C|CLCN2_u NM_004366 NP_004357 P51788 CLCN2_HUMANasmic (By similarity). 0 CCAGGCGAATCCG 0.627

+ 10 2296 NM_004443 NP_004434 P54753 EPHB3_HUMAN lasmic (Potential). 11 ATGAGGCTGTTCG 0.542

+ 7 1277 11bru.1_Splice_Site NM_004721 NP_004712 O43283 M3K13_HUMAN 3 ACTGTAGGTCTTT 0.418

- 10 1381 qc.2_Missense_Mu NM_001346 NP_001337 P49619 DGKG_HUMANol-ester/DAG-type 1. 5 AGGTTGGTTTCTT 0.567

+ 4 644 se_Mutation_p.R23 NM_014375 NP_055190 Q9UGM5 FETUB_HUMAN tin fetuin-B-type 1. 2 CAAGTAGAGTTCT 0.333

+ 4 292 c011bsb.1_5'Flank NM_001967 NP_001958 Q14240 IF4A2_HUMAN case ATP-binding. 4 AAGACAGCCACAT 0.443

- 1 365 NM_021101 NP_066924 O95832 CLD1_HUMAN cellular (Potential). 1 ACAGCCCCTCGTA 0.607

- 1 1022 F12_uc003fsy.2_In NM_021032 NP_066360 P61328 FGF12_HUMAN 4 GACCTGGTCTCCG 0.662

- 5 641 e_p.R178_splice|A NM_032279 NP_115655 Q4VNC1 AT134_HUMAN 2 ATGGTACCTAATC 0.318

- 2 96 NM_004488 NP_004479 P40197 GPV_HUMAN xtracellular (Potential). 3 GCTGGCGGACAG 0.662

- 15 2072 ftz.1_Missense_M NM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1 GGATCACCAGAGA 0.318

+ 3 961 se_Mutation_p.V24 NM_152673 NP_689886 Q8N307 MUC20_HUMANd in oligomerization. 0 GAAGGGGTGAAG 0.542

- 19 2489 zy.2_Missense_Mu NM_003234 NP_003225 P02786 TFR1_HUMAN Potential).|Ligand-binding. 3 CTAGAGCCAACTG 0.463

- 4 1182 iah.2_Missense_M NM_152617 NP_689830 Q8IYW5 RN168_HUMAN 0 TTCTTACTTTTCT 0.363

+ 3 1233 NM_198565 NP_940967 Q86YC3 LRC33_HUMAN ar (Potential).|LRR 13. 3 CCCGGAGCGCTC 0.642

+ 3 1750 NM_198565 NP_940967 Q86YC3 LRC33_HUMAN ar (Potential).|LRR 19. 3 GCTTGACCACCTT 0.572

+ 3 2047 NM_198565 NP_940967 Q86YC3 LRC33_HUMAN cellular (Potential). 3 TGGACCTGGGCC 0.627

+ 2 439 bty.1_Missense_M NM_152699 NP_689912 Q96HI0 SENP5_HUMAN 3 AAAGCTCTTCAAA 0.403

+ 2 1750 bty.1_Missense_Mu NM_152699 NP_689912 Q96HI0 SENP5_HUMAN 3 CTGTCAGTCTGTC 0.438

- 20 2927 ation_p.C870Y|MIR NM_014687 NP_055502 Q92622 RUBIC_HUMAN Cys-rich. 0 GCTTTACACTCTA 0.582

- 16 2435 _p.H706R|KIAA022 NM_014687 NP_055502 Q92622 RUBIC_HUMAN 0 TTCTCGTGGCAGC 0.522

- 14 2216 _p.A633V|KIAA022 NM_014687 NP_055502 Q92622 RUBIC_HUMAN 0 ATGTCAGCGTGCT 0.577

+ 9 1243 m.1_Intron|LRCH3_ NM_032773 NP_116162 Q96II8 LRCH3_HUMAN 1 AGCGGCGAATCT 0.428

+ 6 1591 1bus.1_Missense_ NM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0 GAGAAACCCTACA 0.393

+ 5 1197 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 7. 0 CCTACACATGTGA 0.408

- 5 828 d.2_RNA|ABCA11P_uc011buv.1_3'UTR|ABCA11P_uc010ibd.1_Missense_Mutation_p.T98I 0 TTTGGAGTAGTGA 0.413



- 3 1617 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 CCACATACTTCAC 0.388

+ 7 1361 _Mutation_p.L320F NM_001127178 NP_001120650 Q5H8A4 PIGG_HUMANmenal (Potential). 4 AAGGTTCTCAGGC 0.493

+ 11 2707 te|PIGG_uc010ibf. NM_001127178 NP_001120650 Q5H8A4 PIGG_HUMAN 4 TTTCAGGTAGGTT 0.343

- 6 890 az.2_Missense_Mu NM_032219 NP_115595 Q6UXD7 MFSD7_HUMAN 0 GAGTGGCCGCTTG 0.637

- 16 2055 bk.1_Splice_Site_p NM_005255 NP_005246 O14976 GAK_HUMAN 4 CACTCACCGCATC 0.647

- 16 1960 bn.2_Missense_Mu NM_001347 NP_001338 P52824 DGKQ_HUMAN DAGKc. 1 ACTCACCCGGGAA 0.662

- 4 2175 z.2_Intron|IDUA_u NM_213613 NP_998778 Q9H2B4 S26A1_HUMAN STAS. 1 CGCAGCCCTGGT 0.711

- 3 887 ETM1_uc011bvg.1_ NM_012318 NP_036450 O95202 LETM1_HUMAN membrane (Potential).|LET 1 CCTGCCTGCGCT 0.393

- 21 2354 e_Mutation_p.T233 NM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4 ACTGCAGTGAAGA 0.607

- 2 471 nse_Mutation_p.L8 NM_024511 NP_078787 Q68CZ6 HAUS3_HUMAN 4 TTTTAAGAGCTTC 0.388

+ 15 2317 p.2_3'UTR|ADD1_u NM_001119 NP_001110 P35611 ADDA_HUMAN 1 ATGGGTCTCCAGG 0.637

+ 10 1292 NM_002111 NP_002102 P42858 HD_HUMAN 4 CTGTTGCAGCAG 0.557

+ 10 1376 NM_002111 NP_002102 P42858 HD_HUMAN 4 GCTAAGGAGGAGT 0.527

+ 21 2843 NM_002111 NP_002102 P42858 HD_HUMAN 4 CATTATACAGGGG 0.383

+ 40 5234 NM_002111 NP_002102 P42858 HD_HUMAN 4 CTTTCTCGTATTC 0.423

+ 54 7472 NM_002111 NP_002102 P42858 HD_HUMAN 4 TTCCTCCAGGAAA 0.522

+ 56 7679 NM_002111 NP_002102 P42858 HD_HUMAN 4 TCACTGGTGCTCA 0.587 rs3025814

+ 7 1581 p.P366L|DOK7_uc0 NM_173660 NP_775931 Q18PE1 DOK7_HUMAN 1 CCCCTCCTTGAGA 0.662

- 2 451 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 TGACTGCAAACAA 0.373

+ 3 929 TB49_uc010icy.2_R NM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN 2 ACCACGGTAGAGA 0.522

+ 6 1634 TB49_uc010icy.2_S NM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN 2 GTCGAGGTACAGC 0.413

- 3 251 NM_018659 NP_061129 Q9NRR1 CYTL1_HUMAN 1 CAAAGTCCCGCAG 0.552

- 14 2317 _p.Q195*|EVC2_u NM_147127 NP_667338 Q86UK5 LBN_HUMAN Potential. 5 AGTTCTGCAGGCG 0.652

+ 9 1407 1_RNA|CRMP1_uc NM_153717 NP_714928 P57679 EVC_HUMAN 2 GCTGGCTGGTGA 0.652

+ 14 2181 1_RNA|CRMP1_uc NM_153717 NP_714928 P57679 EVC_HUMAN 2 TATCGGGGAAGAA 0.677

+ 8 1181 p.G382E|MAN2B2 NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 ATGCCGGGGAGTC 0.677

+ 7 1743 3gjq.3_Missense_M NM_014743 NP_055558 Q92628 K0232_HUMAN 2 GAAACAGACAGG 0.408

+ 7 1883 3gjq.3_Missense_M NM_014743 NP_055558 Q92628 K0232_HUMAN 2 GAAATGCCTGCAG 0.368

- 1 1085 3_5'Flank|TADA2B NM_153376 NP_699207 Q2M329 CCD96_HUMAN Potential. 0 CCCATGGCCTGC 0.627

+ 8 957 se_Mutation_p.P21 NM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3 GGATCCCCCAGG 0.582

- 2 1179 NM_005114 NP_005105 O14792 HS3S1_HUMAN 1 ATTCGTGCAGTTT 0.493

- 2 493 NM_005114 NP_005105 O14792 HS3S1_HUMAN 1 ATGATGGTCTGCG 0.677

- 5 710 _uc011bwz.1_Splic NM_001017979 NP_001017979 P51157 RAB28_HUMAN 2 TACTTACAGAGTC 0.338

- 10 4339 dr.1_Missense_Mu NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 CCATGTCCACTAA 0.398

- 3 529 r.1_5'UTR|BOD1L_ NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 CCACAACCTGAG 0.378

+ 32 4300 S1244N|CC2D2A_ NM_001080522 NP_001073991 Q9P2K1 C2D2A_HUMAN 3 TCTGGAGCACATC 0.378

+ 1 67 D28_uc003gpj.2_R NM_025205 NP_079481 Q9H204 MED28_HUMAN 0 CTCAGGCCCCGC 0.627

+ 18 2895 bxj.1_Missense_Mu NM_022346 NP_071741 Q9BPX3 CND3_HUMAN HEAT 10. 1 GCTGAAGCAGCAC 0.338

+ 27 3047 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN EGF-like 1. 11 CATATGGTTTCAA 0.388

- 19 3456 _p.G920E|GPR125_ NM_145290 NP_660333 Q8IWK6 GP125_HUMAN lasmic (Potential). 1 CTCCGTCCTGGG 0.517

- 17 2838 e_Mutation_p.A714 NM_145290 NP_660333 Q8IWK6 GP125_HUMAN lasmic (Potential). 1 CTTTTAGCTTTTT 0.403 rs145912220

- 3 355 C1A_uc011bxp.1_S NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8 TATCTTCTGCAGA 0.448

- 8 1403 NM_018176 NP_060646 Q8N0V4 LGI2_HUMAN EAR 5. 0 GTAAGGGAAAGG 0.532

+ 1 3272 _p.P708L|PCDH7_ NM_002589 NP_002580 O60245 PCDH7_HUMAN r (Potential).|Cadherin 7. 4 TGCCACCTTCGAG 0.458

+ 2 4367 xw.1_Missense_Mu NM_002589 NP_002580 O60245 PCDH7_HUMAN 4 CGGATGGCAGTG 0.517

+ 3 4538 xw.1_Missense_Mu NM_002589 NP_002580 O60245 PCDH7_HUMAN 4 GAGGAAGCCAGG 0.547

+ 9 1863 0ifd.2_Missense_M NM_015173 NP_055988 Q86TI0 TBCD1_HUMAN 1 CAGAGTCTTTAGA 0.363



- 2 971 _p.P198S|TLR10_u NM_030956 NP_112218 Q9BXR5 TLR10_HUMAN cellular (Potential). 2 CCATTGGTAAAAC 0.348

+ 3 502 AM114A1_uc011by NM_138389 NP_612398 Q8IWE2 NXP20_HUMAN 1 AAATACCCCTGCA 0.483

+ 8 1753 _p.E373K|KLHL5_ NM_015990 NP_057074 Q96PQ7 KLHL5_HUMAN Kelch 2. 1 GTACTGGAAGGTC 0.448

+ 1 160 3gtu.1_Splice_Site NM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN 1 ATGAAGGTAAATA 0.572

+ 11 1187 e_Mutation_p.V345 NM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN WD 6. 1 CTTCATGTTTTCC 0.483

+ 18 2268 p.G545D|WDR19_ NM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN 1 ATGTTGGCATAGT 0.358

+ 30 3416 p.D928N|WDR19_ NM_025132 NP_079408 Q8NEZ3 WDR19_HUMAN 1 TGTCAGGATGCCA 0.428

- 15 2185 x.1_Missense_Mut NM_002913 NP_002904 P35251 RFC1_HUMAN 4 AAACTGCTCTTAC 0.408

- 5 818 _p.A71T|UGDH_u NM_003359 NP_003350 O60701 UGDH_HUMAN 4 TGATGGCTGTTCC 0.473

+ 15 2113 e_Mutation_p.D528 NM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4 AAGAATGATGTGT 0.478

+ 21 2686 p.G718R|LIMCH1_ NM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN 4 TCCAGGGAGATG 0.403

+ 1 205 0A9_uc011byx.1_5 NM_006345 NP_006336 Q6PML9 ZNT9_HUMAN 3 TGTGCCGGCTCCG 0.706

+ 2 694 NM_001080505 NP_001073974 A0PJX4 SHSA3_HUMAN lasmic (Potential). 2 CACCCTCCCGGC 0.672

- 9 1455 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMAN lasmic (Probable). 2 CAATGCGTATGTG 0.403

- 7 952 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CTTCTGCTCAGGT 0.308

+ 8 1236 TP10D_uc003gxj.3 NM_020453 NP_065186 Q9P241 AT10D_HUMAN cellular (Potential). 3 CCCGAGCCTGATG 0.353

+ 12 2317 10D_uc003gxl.1_In NM_020453 NP_065186 Q9P241 AT10D_HUMAN lasmic (Potential). 3 CATTGGCCTGCAA 0.572

- 23 2872 nse_Mutation_p.V8 NM_152995 NP_694540 Q6ZNB6 NFXL1_HUMAN ical; (Potential). 3 CTACAACCACAAC 0.353

+ 2 136 NM_207330 NP_997213 Q6NVV3 NIPA3_HUMAN cellular (Potential). 0 GTCTGTCCAAACT 0.463

+ 5 643 NM_207330 NP_997213 Q6NVV3 NIPA3_HUMAN cellular (Potential). 0 GAAGAGGAAGTCA 0.408

- 62 9087 .1_Missense_Muta NM_015030 NP_055845 O94915 FRYL_HUMAN 1 CCAATTCCTAGAA 0.294

- 55 8160 FRYL_uc003gyi.1_M NM_015030 NP_055845 O94915 FRYL_HUMAN 1 GGTCTGGTATTGT 0.408

- 48 7114 yi.1_Missense_Mut NM_015030 NP_055845 O94915 FRYL_HUMAN 1 TGCAGGTATCTGC 0.348

+ 8 910 AD1_uc003gys.2_I NM_017830 NP_060300 Q9NX40 OCAD1_HUMAN 0 AAAAGACTGACCC 0.348

+ 11 1578 bzl.1_Missense_Mu NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3 ATTTTGGAGAGTG 0.388

- 4 1713 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3 CTTGAGCCAGAGA 0.502

- 4 1488 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3 TTGTCCCCGCACT 0.557

- 8 1743 3haf.3_Missense_M NM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN 4 GGAGGGGCTGAA 0.433

- 6 1391 haf.3_Missense_M NM_001126328 NP_001119800 Q8TBB1 LNX1_HUMAN p.A379A(1) 4 GAAAGCTGTCATC 0.542

+ 3 564 se_Mutation_p.S78 NM_006206 NP_006197 P16234 PGFRA_HUMAN 1.|Extracellular (Potential). 674 ACAACAGCGGCC 0.493

+ 5 552 uc011bzz.1_5'Flank NM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2 GGTCACCCAATG 0.478

+ 8 2492 bzz.1_Missense_M NM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2 CCAGGGGCCGG 0.582

+ 11 4001 ha.2_Missense_M NM_020722 NP_065773 Q6ZU35 K1211_HUMAN 2 ACCCCGGATGCTG 0.512

- 7 957 NM_002703 NP_002694 Q06203 PUR1_HUMAN amidotransferase type-2. 0 TCTCCAGGCAAGA 0.328

+ 4 545 _p.T112I|PAICS_u NM_006452 NP_006443 P22234 PUR6_HUMAN CAR synthetase. 0 TAGCAACTGGTTC 0.393

- 6 1871 NM_032313 NP_115689 Q8NC60 CD014_HUMAN 2 GGAAATCCTGCCA 0.373

- 29 2760 NM_018227 NP_060697 A0AVT1 UBA6_HUMAN 0 ACCAAGCCAGAAA 0.418

+ 3 954 hq.2_Missense_M NM_001074 NP_001065 P16662 UD2B7_HUMAN 2 AAAATGGTGTTGT 0.443

+ 5 240 hev.1_Missense_M NM_003154 NP_003145 P02808 STAT_HUMAN ecipitation of calcium phosph 1 CCAGTTCCAGAAC 0.378

+ 4 845 Q|MUC7_uc003hfj.2 NM_001145006 NP_001138478 Q8TAX7 MUC7_HUMAN 1.|Thr-rich. 4 CTCCACCAGAGAC 0.582

+ 13 976 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 4 GGCGGTGACTTCA 0.587

+ 9 2730 NM_031889 NP_114095 Q9NRM1 ENAM_HUMAN 3 GCTGGGCTTCAG 0.433

- 4 855 _p.P140S|GRSF1_ NM_002092 NP_002083 Q12849 GRSF1_HUMAN RRM 2. 0 TATAAGGAAGTCC 0.398

- 11 1546 e.2_Missense_Mut NM_000583 NP_000574 P02774 VTDB_HUMAN Albumin 3. 3 CTACCTCTGAATC 0.428

- 2 111 NM_014243 NP_055058 O15072 ATS3_HUMAN 2 TCATTACCAGCCT 0.368 rs143125991

- 29 6748 hgq.2_Missense_M NM_032217 NP_115593 O75179 ANR17_HUMAN 10 TGTGAGGTCTTTT 0.448

+ 3 347 hid.2_Missense_Mu NM_001432 NP_001423 O14944 EREG_HUMAN cellular (Potential). 2 CGTGTGGCTCAAG 0.398



+ 12 1541 _p.E291K|USO1_uc NM_003715 NP_003706 O60763 USO1_HUMAN ular head.|ARM 9. 3 CAGAAAGAACAG 0.433

+ 22 2916 _p.A756V|USO1_uc NM_003715 NP_003706 O60763 USO1_HUMAN Potential. 3 TCTTGGCCGATCA 0.323

- 11 1600 PEF2_uc003hiz.1_M NM_006239 NP_006230 O14830 PPE2_HUMAN Catalytic. 4 AGGGCTCCTCTT 0.677

- 16 1420 _p.T337I|SDAD1_ NM_018115 NP_060585 Q9NVU7 SDA1_HUMAN 1 ATCAAAGTTCTAG 0.383

- 2 310 DAD1_uc011cbr.1_ NM_018115 NP_060585 Q9NVU7 SDA1_HUMAN 1 ACCTGTGCCATAA 0.353

+ 2 1232 bv.1_3'UTR|STBD1 NM_003943 NP_003934 O95210 STBD1_HUMANCytoplasmic (Potential). 1 AGAATGGGGGAG 0.478

+ 11 1525 3hky.1_Missense_M NM_025074 NP_079350 Q86XX4 FRAS1_HUMANExtracellular (Potential). 5 CAAATGCTAGTGA 0.299

+ 18 2566 _p.G413D|FRAS1_ NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN tracellular (Potential). 5 GCACTGGCATATG 0.522

+ 4 623 MP2K_uc003hlj.2_M NM_198892 NP_942595 Q9NSY1 BMP2K_HUMANProtein kinase. 1 ACAGAACCAGAAG 0.363

+ 10 1365 MP2K_uc003hlj.2_M NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1 TCCTTGCTCCTGG 0.433

- 1 640 NM_032693 NP_116082 Q9BSU3 NAA11_HUMAN 2 TACCCGCCCTTCT 0.532

- 1 1631 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4 ATGCTACTCACTA 0.403

- 4 401 _p.M79I|SEC31A_u NM_001077207 NP_001070675 O94979 SC31A_HUMAN WD 1. 8 GGAATCCATTTTA 0.333

- 9 1147 ense_Mutation_p.R NM_139076 NP_620775 Q6UWZ7 F175A_HUMAN 1 AACAACCGAGATC 0.393

- 67 10771 pc.2_Missense_M NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN FYVE-type. 3 CACCTTCATCCTT 0.542

- 60 9469 pe.1_Missense_M NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 CTACAGGTTCTTT 0.348

- 53 8587 pe.1_Missense_M NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN BEACH. 3 AGACAGGATACTG 0.343

- 32 5408 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 TCAAAACCCAGTG 0.343

- 21 3808 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 AATGTTGCTCAGA 0.398

- 15 2837 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 CAGTACCTTTTCC 0.413

+ 3 1434 se_Mutation_p.Q35 NM_005935 NP_005926 P51825 AFF1_HUMAN 1 CCTTCTCAGTCAG 0.483

+ 11 2800 k.3_Missense_Mut NM_005935 NP_005926 P51825 AFF1_HUMAN 1 AGCACAGCTCTGA 0.582

+ 15 3290 hqk.3_Splice_Site_ NM_005935 NP_005926 P51825 AFF1_HUMAN 1 TTTTCAGACAACA 0.358

- 5 635 0ikk.2_Missense_M NM_178135 NP_835236 Q7Z5P4 DHB13_HUMAN 0 ACAGCGGCAAATT 0.438 rs80182459

- 6 1011 NM_016245 NP_057329 Q8NBQ5 DHB11_HUMAN 2 AAGATGGAATAAA 0.363

- 4 744 NM_016245 NP_057329 Q8NBQ5 DHB11_HUMAN 2 CCGAAGCCACAG 0.403

+ 6 1267 qw.2_Missense_Mu NM_004407 NP_004398 Q13316 DMP1_HUMAN 2 AGGACAGCTCGC 0.542

+ 4 1532 kn.2_Missense_Mu NM_020203 NP_064588 Q9NQ76 MEPE_HUMAN 3 CCCATTCCAACAG 0.478

+ 23 3082 p.V931I|HERC6_uc NM_017912 NP_060382 Q8IVU3 HERC6_HUMAN HECT. 5 GAAATAGTATTTC 0.353

+ 14 1982 dm.1_Missense_M NM_016323 NP_057407 Q9UII4 HERC5_HUMAN 9 GCAGAAGGTACTT 0.343

+ 1 901 3A_uc003hsh.1_5 NM_145715 NP_663761 Q4W5G0 TIGD2_HUMAN DDE. 0 CTGTGACATATTA 0.423

+ 9 1369 e_Mutation_p.E372 NM_020159 NP_064544 Q9H4L7 SMRCD_HUMAN 4 CTAGATGAGGACT 0.358

- 6 892 NM_000673 NP_000664 P40394 ADH7_HUMAN 3 ACAGCACCTCACT 0.448

- 12 2014 3hvt.2_Splice_Site_ NM_000944 NP_000935 Q08209 PP2BA_HUMAN 2 TGCTTACCGCTTT 0.517

+ 4 1037 0ill.2_Splice_Site_ NM_017935 NP_060405 Q8NDB2 BANK1_HUMAN 3 CTTTAGGTAAGAA 0.318

+ 12 2387 ll.2_Nonsense_Mu NM_017935 NP_060405 Q8NDB2 BANK1_HUMAN 3 CACTGGCAGATGG 0.438

+ 23 3135 _p.A891T|NFKB1_ NM_003998 NP_003989 P19838 NFKB1_HUMAN teraction with CFLAR. 5 ATCCAGGCAGCCT 0.537

+ 24 3318 _p.L952F|NFKB1_ NM_003998 NP_003989 P19838 NFKB1_HUMAN ction with CFLAR. 5 CTAACTCTCAACA 0.507

- 3 311 0ilr.2_Missense_Mu NM_020395 NP_065128 Q96CB8 INT12_HUMAN 0 AAGAAACCTAGTG 0.403

+ 4 1196 se_Mutation_p.R28 NM_001031720 NP_001026890 Q8NEC7 GSTCD_HUMAN 2 GACCAAGACCAA 0.358

- 9 1208 PSS1_uc011cfh.1_R NM_005443 NP_005434 O43252 PAPS1_HUMAN ylyl-sulfate kinase. 1 ATCAGCCAATCTC 0.333

+ 2 465 mh.1_Missense_M NM_018983 NP_061856 Q9NY12 GAR1_HUMAN RGG-box 1. 0 AGGGGGTGGCC 0.284

+ 12 2174 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 CTAATCCTAGTGG 0.398

- 12 3649 orf21_uc003iav.2_R NM_018392 NP_060862 Q6ZU11 YD002_HUMAN 0 TTTCAGCCACTTG 0.413

- 6 1888 aw.2_Nonsense_M NM_018392 NP_060862 Q6ZU11 YD002_HUMAN 0 CTTTACCCAACTC 0.373

+ 4 624 ba.2_Missense_Mu NM_016648 NP_057732 Q4G0J3 LARP7_HUMANa-type RNA-binding. 3 CCTCTGGGGGAAA 0.348

+ 12 1923 ba.2_Missense_Mu NM_016648 NP_057732 Q4G0J3 LARP7_HUMAN 3 CCTCGGGAAAAGA 0.353



+ 38 4856 3_Intron|ANK2_uc0 NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAGAGAGGATTAG 0.413

+ 38 8331 NK2_uc003ibh.3_I NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 ATTTAGCTGAAGA 0.418

+ 38 9150 NK2_uc003ibh.3_In NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 TCGAGCCTACTAT 0.398

- 17 2224 p.W489*|CAMK2D NM_001221 NP_001212 Q13557 KCC2D_HUMAN 1 GCGGTGCCACAC 0.488

- 2 571 NM_003619 NP_003610 P56730 NETR_HUMAN SRCR 1. 1 TTTTTGCCGCCAC 0.423 rs72677056

- 11 1676 se_Mutation_p.M46 NM_014822 NP_055637 O94855 SC24D_HUMAN 0 TTCCAGCATGGTC 0.363 rs143804876

- 10 1455 e_Mutation_p.P39 NM_014822 NP_055637 O94855 SC24D_HUMAN 0 ATGGTGGAACTAA 0.318

- 5 700 4D_uc003icl.2_RN NM_014822 NP_055637 O94855 SC24D_HUMAN Pro-rich. 0 CCAGGGGGTCCC 0.537

+ 6 905 NM_016599 NP_057683 Q9NPC6 MYOZ2_HUMAN 0 GACGGTCCTTTAA 0.398

- 8 1460 _p.W393*|PDE5A_u NM_001083 NP_001074 O76074 PDE5A_HUMAN GAF 2. 0 TACTGTCCAGGGA 0.358

- 4 1049 RFPR_uc003ids.2_ NM_198179 NP_937822 Q96P65 QRFPR_HUMANName=5; (Potential). 0 GCAGGAGGAAGA 0.428

- 5 1537 ef.2_Missense_Mu NM_001130698 NP_001124170 Q13507 TRPC3_HUMAN lasmic (Potential). 2 ATATTGGGCAGCG 0.448

+ 71 12544 _p.A523T|KIAA110 NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 TATGGAGCAGGGA 0.418

+ 82 14549 em.2_Missense_M NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 CAGATGCCAGCCT 0.358

+ 10 1277 _p.A338T|ADAD1_ NM_139243 NP_640336 Q96M93 ADAD1_HUMANA to I editase. 0 ATATCTGCATTTGA 0.363

+ 12 2181 NM_145207 NP_660208 Q8NB90 SPAT5_HUMAN 0 ATGTTGGTGAATC 0.378

- 1 756 NKRD50_uc010inw NM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN 1 CTGGGTTTCTCTC 0.408

+ 9 10967 _p.T1954I|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN cellular (Potential). 18 GAGTTACCAGCCT 0.478

+ 9 11464 _p.A2120T|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN r (Potential).|EGF-like 1. 18 AGATTGGCTGTGA 0.502

+ 9 11722 _p.P2206S|FAT4_u NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN ng (Potential).|Extracellular 18 CAGAGTCCTTGCA 0.463

+ 4 584 SPA4L_uc011cgr.1 NM_014278 NP_055093 O95757 HS74L_HUMAN 4 GAGAGACCTTTTG 0.318

- 6 880 e_Mutation_p.A125 NM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5 TCATCTGCATATA 0.353

- 4 593 NM_032623 NP_116012 Q8TDB4 CD049_HUMAN 2 GGACAGGCAGATG 0.547

- 10 1161 ii.2_Missense_Mut NM_001130675 NP_001124147 O14967 CLGN_HUMAN umenal (Potential). 3 CATCAAGCCAGCC 0.353

- 8 1687 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1 CCTCGGGAGACC 0.473

- 8 1630 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1 CTGTTGCCATTTA 0.572

- 8 902 P103S|INPP4B_uc NM_003866 NP_003857 O15327 INP4B_HUMAN C2. 2 AGATGGGATACTC 0.408

+ 8 2082 se_Mutation_p.W5 NM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5 TCCATGGTTTACT 0.383

+ 9 2662 se_Mutation_p.P71 NM_032557 NP_115946 Q8NB14 UBP38_HUMAN 5 CAGAAACCAGGAG 0.368

+ 5 1595 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6 ATCGGGCCTCATG 0.418

+ 6 1715 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6 CATCTGGGAGGAC 0.418

+ 2 396 _p.A104V|MMAA_u NM_172250 NP_758454 Q8IVH4 MMAA_HUMAN 1 CAGAGGCCATAAC 0.393

- 8 2426 F827_uc010iox.2_M NM_178835 NP_849157 Q17R98 ZN827_HUMAN 0 CCTGGAGCTGATA 0.403

- 6 698 se_Mutation_p.W1 NM_031956 NP_114162 Q8NA56 TTC29_HUMAN 0 CCTTACCCACTTG 0.408

- 7 1158 RMT10_uc003ild.2 NM_138364 NP_612373 Q6P2P2 ANM10_HUMAN 2 GAATAAGCCGGAC 0.413

- 51 7993 .D402N|LRBA_uc0 NM_006726 NP_006717 P50851 LRBA_HUMAN 7 TAACATCCTGCTG 0.473

- 23 3362 u.3_Missense_Mut NM_006726 NP_006717 P50851 LRBA_HUMAN 7 ATATCCCTTCTAAT 0.398

- 7 1286 p.G271E|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 CAGCCTCCAACAA 0.338

- 11 2307 _p.G370E|SH3D19_ NM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN 2 GGGTGTCCTGGTT 0.388

- 4 524 mm.3_Missense_M NM_004564 NP_004555 O75879 GATB_HUMAN 0 TTCCCTGCACAGA 0.512

- 2 266 imm.3_Missense_M NM_004564 NP_004555 O75879 GATB_HUMAN 0 ACTTGAGATCCAG 0.388

+ 2 590 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN FH2. 2 GGATGCAAAACG 0.303

+ 11 1811 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 GCAGGCCCGGC 0.677

+ 11 2089 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 ATTAAGGAGCATG 0.617

+ 6 459 NM_032117 NP_115493 Q9BWT6 MND1_HUMAN Potential. 0 AGGCTAGCAAAAG 0.353

+ 33 4419 p.S1457N|KIAA092 NM_015196 NP_056011 A2VDJ0 T131L_HUMAN lasmic (Potential). 2 TTTCCAGCGCATA 0.408

+ 35 4845 p.P1599L|KIAA092 NM_015196 NP_056011 A2VDJ0 T131L_HUMAN lasmic (Potential). 2 ATTTCCCACTGTC 0.423



- 9 1370 nx.2_Missense_Mu NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 3. 4 GGGCGCTGCCG 0.602

- 2 202 HS2_uc003inx.2_In NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4 gcgttctcttcctggcttctg 0.01

+ 4 646 e_Mutation_p.E141 NM_005141 NP_005132 P02675 FIBB_HUMAN Potential. 3 ATCCTGGAAAACC 0.403

- 5 915 se_Mutation_p.P28 NM_000508 NP_000499 P02671 FIBA_HUMAN By similarity. 3 TTCCTGGGGCTTT 0.557

- 8 1121 n_p.D155V|FGG_u NM_021870 NP_068656 P02679 FIBG_HUMAN nogen C-terminal. 0 AACTTGTCACTAG 0.473

- 2 252 NM_001334 NP_001325 P43234 CATO_HUMAN 0 TTTATTCCATAGA 0.328

+ 5 708 NM_000824 NP_000815 P48167 GLRB_HUMAN cellular (Probable). 2 GTGATGGAGATGT 0.308

+ 13 2704 ciu.1_Missense_M NM_001083619 NP_001077088 P42262 GRIA2_HUMAN cellular (Potential). 4 AACCTGGATTCCA 0.438

+ 17 1896 jd.1_Missense_Mu NM_021634 NP_067647 Q9HBX9 RXFP1_HUMAN lasmic (Potential). 0 TTTATAGTGTTCA 0.299

+ 5 897 TFDH_uc011cjh.1_ NM_004453 NP_004444 Q16134 ETFD_HUMAN 3 GCAGAAGCCCTTG 0.358

- 4 581 NM_005038 NP_005029 Q08752 PPID_HUMAN se cyclophilin-type. 0 CCACTCCTATTCC 0.373

- 4 608 orf45_uc010iqt.1_R NM_152543 NP_689756 Q96LM5 CD045_HUMAN 0 GCTTCGGCAGCTT 0.408

+ 2 485 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4 AGCAGTCTTTCT 0.398

- 1 434 m.1_Intron|KLHL2_ NM_000167 NP_000158 0 CTGGTGCCTTGGT 0.517

+ 13 1830 rc.2_Missense_Mu NM_007246 NP_009177 O95198 KLHL2_HUMAN Kelch 5. 0 CATGGAGACAGG 0.363

+ 2 188 NM_007193 NP_009124 Q9UJ72 ANX10_HUMAN 0 CCAGCTCCCAATT 0.338

+ 11 936 rn.2_Missense_Mu NM_007193 NP_009124 Q9UJ72 ANX10_HUMAN Annexin 4. 0 ACTTTGGTTTCCA 0.393

+ 3 1227 e_Mutation_p.T33 NM_016081 NP_057165 Q8WX93 PALLD_HUMAN -like C2-type 1. 1 ACGACACAGGTC 0.522

- 8 1780 rc.1_Nonsense_M NM_020870 NP_065921 Q7Z6J0 SH3R1_HUMAN on with AKT2 (By similarity) 3 TTGAACCAGCCAT 0.438

+ 8 1664 NM_001034845 NP_001030017 Q49A17 GLTL6_HUMAN main B.|Lumenal (Potential 4 AGGTCTCCTGTTA 0.388

- 2 368 itb.2_Missense_M NM_001130689 NP_001124161 P26583 HMGB2_HUMAN 0 TTATCACCTTTGG 0.408

+ 2 561 NM_003864 NP_003855 O75446 SAP30_HUMAN COR1 (By similarity).|Atypic 1 AGGCAAGGCATCT 0.328

- 2 1537 uc003itg.1_Silent_ NM_021973 NP_068808 P61296 HAND2_HUMAN 1 CCTTTGGTTTTCT 0.488

- 1 520 NM_006792 NP_006783 0 GGAGATGTGGCAC 0.448

+ 6 911 se_Mutation_p.T16 NM_001040157 NP_001035247 Q9C0F1 CEP44_HUMAN 0 TTATGACCTCAGG 0.373

- 2 919 ug.2_Missense_M NM_201591 NP_963885 P51674 GPM6A_HUMAN ical; (Potential). 0 CAACACCCGCATA 0.502

+ 29 3754 se_Mutation_p.P11 NM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6 TCAGTACCTTTAA 0.363

+ 23 5297 NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 CGAAAAGAGCAAG 0.527

- 9 1198 NM_002199 NP_002190 P14316 IRF2_HUMAN 1 ATGACGCTGGCCC 0.582

- 4 552 NM_002199 NP_002190 P14316 IRF2_HUMAN 1 TAGAAGGCCGTTC 0.393

+ 4 671 xa.3_Missense_Mu NM_001029887 NP_001025058 A6NFD8 HELT_HUMAN Pro-rich. 0 TGGGTTCGCTCCC 0.687

- 7 1621 _p.A244V|LRP2BP_ NM_018409 NP_060879 Q9P2M1 LR2BP_HUMAN Sel1-like 5. 0 TAGTCAGCGATCC 0.498

- 5 586 SP2_uc003ixq.2_M NM_018359 NP_060829 Q9NUQ7 UFSP2_HUMAN 0 CTGGAGCAACAG 0.438

- 13 1808 1ckv.1_Missense_M NM_021069 NP_066547 O94875 SRBS2_HUMAN 1 CAAAGGGATGGA 0.473

- 10 7054 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).| p.A2289T(1) 12 GTCACCGCATAAG 0.463

- 10 6219 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 18. 12 ACAAAGGCTCATT 0.463

- 3 3541 NM_005245 NP_005236 Q14517 FAT1_HUMAN r (Potential).|Cadherin 9. 12 GAAAGAGGCACGA 0.443

+ 7 894 e_Mutation_p.G21 NM_004168 NP_004159 P31040 DHSA_HUMAN 0 GCTACGGGCGCA 0.597

+ 7 709 RR_uc010isz.2_Mi NM_020731 NP_065782 A9YTQ3 AHRR_HUMAN 2 TCCTGACCCGCTG 0.667

+ 12 1509 _p.P467S|AHRR_u NM_020731 NP_065782 A9YTQ3 AHRR_HUMAN 2 AGCAGACCCATGC 0.667

- 5 971 clx.1_Missense_Mu NM_004174 NP_004165 P48764 SL9A3_HUMAN lasmic (Potential). 0 AGCCGGGCTCGA 0.622

- 2 488 clx.1_Missense_Mu NM_004174 NP_004165 P48764 SL9A3_HUMAN ame=D/M4; (Potential). 0 CGGCGTCCAGCAC 0.657

+ 10 1633 NM_018140 NP_060610 Q9P209 CEP72_HUMAN Potential. 1 ACATTTAGATAAAT 0.363

- 3 1368 h.3_Missense_Mut NM_007030 NP_008961 O94811 TPPP_HUMAN 0 TTGCCCCCTTGCA 0.627

- 6 2240 ERT_uc003jcc.1_M NM_198253 NP_937983 O14746 TERT_HUMAN rse transcriptase. 12 CGATGACCTCCGT 0.622

- 4 606 mf.1_Missense_Mu NM_016358 NP_057442 P78413 IRX4_HUMAN eobox; TALE-type. 0 GGTGCTCCTGCAG 0.622

- 2 846 k|C5orf38_uc011cm NM_001134222 NP_001127694 Q9BZI1 IRX2_HUMAN 1 GACTCTCGTCCTT 0.652



+ 7 1286 _p.A383V|ADAMTS NM_139056 NP_620687 Q8TE57 ATS16_HUMANeptidase M12B. 8 ACCACGCCATCTT 0.522

- 13 1458 SUN2_uc011cmk.1 NM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1 CTGTGGGTTTCCC 0.448

- 3 667 NM_138809 NP_620164 Q96DG6 CMBL_HUMAN 1 ATGGTTCTGCAAA 0.438

+ 8 978 CH6_uc003jeu.1_5 NM_005885 NP_005876 O60337 MARH6_HUMAN lasmic (Potential). 2 GAATGGGACCGA 0.289

- 21 3534 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 GCGGGCGCACCA 0.343

+ 5 910 .1_Missense_Muta NM_007118 NP_009049 O75962 TRIO_HUMAN 18 GGCAATGCGGACC 0.557

+ 43 6304 IO_uc003jfh.1_Mis NM_007118 NP_009049 O75962 TRIO_HUMAN DH 2. 18 ATCAAACCAGTGC 0.443

+ 46 6634 IO_uc003jfh.1_Mis NM_007118 NP_009049 O75962 TRIO_HUMAN PH 2. 18 TCCATGCCGGGAT 0.488

+ 7 951 NM_019018 NP_061891 Q9NUU6 F105A_HUMAN 1 TCTGATCCTTTGA 0.423

- 3 645 NM_054027 NP_473368 Q9HCJ1 ANKH_HUMAN ical; (Potential). 1 CTATAAGCTGCAA 0.368

- 1 374 NM_033414 NP_219482 Q969S3 ZN622_HUMAN U1-type 2. 1 TTGAGGTGGTTCT 0.572

- 9 1179 3jfr.2_Missense_M NM_001034850 NP_001030022 Q9H6L5 F134B_HUMAN 3 CACTGTCCAACTG 0.468

+ 6 1192 d.1_Missense_Mu NM_004932 NP_004923 P55285 CADH6_HUMAN |Extracellular (Potential). 7 TTGGCAGAATCAA 0.453

- 10 1822 a-mir-579|MI00035 NM_016107 NP_057191 Q96KR1 ZFR_HUMAN 0 TGGAACCGAATTA 0.343

- 22 4490 0iuq.1_Missense_M NM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 7. 9 CCTGAACTCCACC 0.488

- 19 3057 0iuq.1_Missense_M NM_030955 NP_112217 P58397 ATS12_HUMAN TSP type-1 4. 9 CGAATCCGCACTC 0.493

+ 8 1005 .2_3'UTR|TTC23L_ NM_144725 NP_653326 Q6PF05 TT23L_HUMAN 1 TGAGTGCGTTACT 0.468

- 3 281 se_Mutation_p.E68 NM_031900 NP_114106 Q9BYV1 AGT2_HUMAN 4 GGATTTCCAGGAC 0.473

- 10 1530 i.1_Intron|PRLR_u NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 GACTTGGGTGTTC 0.483

- 10 1467 i.1_Intron|PRLR_u NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 AATACTCCACCAG 0.443

+ 32 4700 _p.S1016F|SPEF2_ NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 TCAACTCCGAGTT 0.428

+ 4 915 _p.P40S|SLC1A3_ NM_004172 NP_004163 P43003 EAA1_HUMAN cellular (Potential). 0 ATCCATCCTGGGA 0.458

+ 10 3017 _p.V840I|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 TCTAGGGTTCGAA 0.408

+ 37 6993 k.3_Missense_Mut NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 GCAACAGCAAGG 0.383

- 22 4126 se_Mutation_p.A3 NM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7 CTCTTGCTTTCTG 0.353

+ 6 578 va.1_Missense_Mu NM_018034 NP_060504 Q9NW82 WDR70_HUMAN 2 GACTCGCATGAGA 0.363

- 18 2853 .2_Missense_Muta NM_001127671 NP_001121143 P42702 LIFR_HUMAN ical; (Potential). 4 GGATGAGAATGG 0.383

- 7 1236 .2_Missense_Muta NM_001127671 NP_001121143 P42702 LIFR_HUMAN cellular (Pote p.R302H(1) 4 ATATTACGAATCTT 0.353 rs61751714

- 37 5059 .D1703N|RICTOR_ NM_152756 NP_689969 Q6R327 RICTR_HUMAN 10 GTACATCTTGAAA 0.318

+ 3 1460 NM_000958 NP_000949 P35408 PE2R4_HUMAN 2 TATGCAGGTGCGA 0.393

- 6 984 NM_000436 NP_000427 P55809 SCOT1_HUMAN 3 TTTCCTGCTCGGT 0.413

+ 7 1768 E544K|ZNF131_uc NM_003432 NP_003423 P52739 ZN131_HUMAN 0 GAGAGAGAGTCTA 0.483

- 7 1114 MGCS1_uc003jnq. NM_001098272 NP_001091742 Q01581 HMCS1_HUMAN 0 TAACATCCCTGAA 0.328

+ 8 679 o.2_Missense_Mu NM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5 TATATGGGCCACA 0.358

+ 2 1443 GA1_uc003jou.2_In NM_015946 NP_057030 Q9BRX2 PELO_HUMAN 0 TAGTCACTCCCAG 0.592

+ 4 520 qc.1_Missense_Mu NM_002203 NP_002194 P17301 ITA2_HUMAN r (Potential).|FG-GAP 2. 1 GAACTGGAGGTTT 0.408

+ 13 1717 qc.1_Missense_Mu NM_002203 NP_002194 P17301 ITA2_HUMAN Extracellular (Potential). 1 AGGAAGGAAGAG 0.353

+ 18 2446 qc.1_Missense_Mu NM_002203 NP_002194 P17301 ITA2_HUMAN cellular (Potential). 1 GCACTAGCCCTGC 0.473

+ 1 287 NM_006308 NP_006299 Q12988 HSPB3_HUMAN 0 CACTGCCTGGGC 0.547

+ 2 1892 X18_uc011cqg.1_3' NM_001102575 NP_001096045 Q96RF0 SNX18_HUMAN 0 ATTCAGGATCGCT 0.433

- 23 3623 X29_uc010ivw.2_R NM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4 GATGTTCTATTAA 0.323

- 22 3511 X29_uc010ivw.2_R NM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4 AATCCGCCATGGC 0.403

- 15 2654 X29_uc010ivw.2_R NM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4 AGGTTGATTTTAT 0.368

- 3 457 X29_uc010ivw.2_R NM_019030 NP_061903 Q7Z478 DHX29_HUMAN 4 ATCATTCCTTTGTC 0.328

- 10 977 se_Mutation_p.G23 NM_173514 NP_775785 Q8NBW4 S38A9_HUMAN 0 CCACTCCCGGCAC 0.408

- 17 2722 T_uc010iwd.2_Mis NM_002184 NP_002175 P40189 IL6RB_HUMAN lasmic (Potential). 2 TGGATTCATGCTG 0.398

+ 19 4829 NM_005921 NP_005912 Q13233 M3K1_HUMANProtein kinase. 2 AAATGGCTTGTGC 0.348



- 3 519 orf43_uc010iwl.1_R NM_001048249 NP_001041714 Q7Z3B0 CE043_HUMAN ical; (Potential). 0 AGTGGAGTAAGGG 0.463

+ 5 803 _p.E236K|PPWD1_ NM_015342 NP_056157 Q96BP3 PPWD1_HUMAN 1 AACTGGGAATATA 0.388

+ 4 562 juc.3_Missense_M NM_024941 NP_079217 A5PLN9 CE044_HUMAN 1 TTGGGAGAGACCT 0.229

- 2 288 2_5'Flank|NLN_uc0 NM_019072 NP_061945 Q96EQ0 SGTB_HUMAN TPR 1. 0 GTGTAAGTGTCCA 0.353

+ 20 2226 B2IP_uc011cqy.1_M NM_018695 NP_061165 Q96RT1 LAP2_HUMAN 7 AAGGAAACAGATT 0.313

+ 5 832 _p.P174S|SFRS12 NM_139168 NP_631907 Q8WXA9 SREK1_HUMAN 0 GTGGATCCTTCCA 0.423

+ 5 884 _p.S191F|SFRS12 NM_139168 NP_631907 Q8WXA9 SREK1_HUMAN RRM. 0 TGAATTCCCAGGT 0.358

+ 10 977 p.D225N|CDK7_uc NM_001799 NP_001790 P50613 CDK7_HUMANProtein kinase. 1 GCAGGAGACGAC 0.363

+ 7 879 _p.P262S|RAD17_ NM_133339 NP_579917 O75943 RAD17_HUMAN 0 TTGTTTCCCAAAG 0.289

+ 11 1318 17_uc003jwk.2_Mi NM_133339 NP_579917 O75943 RAD17_HUMAN 0 CTCGGTTGCCCTC 0.313

+ 2 136 VELD2_uc003jwr.1_ NM_001038603 NP_001033692 Q8N4S9 MALD2_HUMAN lasmic (Potential). 0 AAGATACCACCAT 0.547

+ 11 822 cre.1_Missense_M NM_001098728 NP_001092198 Q6P1K8 T2H2L_HUMAN 0 CTTATTCGTATGG 0.303

+ 25 5651 e_p.S1796_splice|B NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2 TATCTAGCTGTCC 0.338

+ 5 6132 yx.1_Missense_Mu NM_005909 NP_005900 P46821 MAP1B_HUMAN MAP1B 6. 5 AGACCACCAGCCC 0.473

+ 17 2117 _p.S649N|TNPO1_ NM_002270 NP_002261 Q92973 TNPO1_HUMAN 7 TACTGAGTGGCCT 0.413

+ 6 845 _p.S157F|BTF3_uc NM_001037637 NP_001032726 P20290 BTF3_HUMAN 0 AGGCTTCCAAGAA 0.318

+ 10 1194 n_p.G395R|RGNEF NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0 ATAGAGGGAATCA 0.448

+ 3 322 CR_uc003kdq.2_M NM_000859 NP_000850 P04035 HMDH_HUMAN 1 TATTAGGATGTTT 0.294

- 15 1924 3kdt.2_Missense_M NM_005713 NP_005704 Q9Y5P4 C43BP_HUMAN START. 1 TGAGAAGCAGGC 0.368

- 5 979 3kdt.2_Missense_M NM_005713 NP_005704 Q9Y5P4 C43BP_HUMAN 1 GCATCAGCACAGG 0.383

+ 2 84 OLK_uc010izq.2_5 NM_016218 NP_057302 Q9UBT6 POLK_HUMAN 4 TTTTTCAGATAAGT 0.244

+ 8 1109 OLK_uc010izr.2_R NM_016218 NP_057302 Q9UBT6 POLK_HUMAN UmuC. 4 TTCCCAATAGACA 0.318

+ 13 1627 csv.1_Missense_M NM_006633 NP_006624 Q13576 IQGA2_HUMAN 7 GGGAATCCTTTGA 0.398

+ 27 3601 AP2_uc003kel.2_M NM_006633 NP_006624 Q13576 IQGA2_HUMAN Ras-GAP. 7 ACAGCTGGAGGTC 0.463

+ 2 921 NM_005242 NP_005233 P55085 PAR2_HUMAN Name=5; (Potential). 1 CCATTGGGGTCTT 0.488

+ 12 2165 NM_018046 NP_060516 Q8N302 AGGF1_HUMAN 3 GTGAAGGAACTTT 0.368

- 17 2035 NM_003664 NP_003655 O00203 AP3B1_HUMAN 1 CAATTAGATAATT 0.378

+ 4 461 MT_uc011cti.1_Int NM_001713 NP_001704 Q93088 BHMT1_HUMAN Hcy-binding. 1 GGTAGCAGGAGG 0.443

+ 2 6635 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 TTTTTGGATCGAG 0.443

+ 2 7513 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 TCTGTGGCCCCAT 0.393

- 9 868 TX3_uc003kge.3_ NM_001010891 NP_001010891 Q5HYI7 MTX3_HUMAN 0 GGCGAAGATTGTC 0.463

- 4 547 RINC5_uc003kgm NM_178276 NP_840060 Q86VE9 SERC5_HUMAN ical; (Potential). 1 AAGCTCCTGAGCA 0.388

+ 4 1381 _p.S360F|ZFYVE16 NM_001105251 NP_001098721 Q7Z3T8 ZFY16_HUMAN 0 AAGATTCCTCTTC 0.383

- 4 1884 n_p.V512I|ANKRD3 NM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1 AGTTTACTAATTG 0.299

+ 8 1244 ASGRF2_uc003khb NM_006909 NP_008840 O14827 RGRF2_HUMAN DH. 12 AGTTTGCCAAATC 0.463

- 6 593 U5E_uc011cto.1_In NM_130767 NP_570123 Q8WYK0 ACO12_HUMAN nzyme A hydrolase 2. 2 AGGTGCCCCTTG 0.507

- 13 1005 nse_Mutation_p.G2 NM_012446 NP_036578 P81877 SSBP2_HUMAN y-rich.|Pro-rich. 5 TTATCACCAGAGT 0.289

+ 9 1486 3khw.2_Missense_ NM_001017971 NP_001017971 Q52LC2 VAS1L_HUMAN 0 AGTTGTCCATCCA 0.418

+ 7 2752 au.2_Missense_Mu NM_004385 NP_004376 P13611 CSPG2_HUMAN minoglycan attachment dom 16 CAGCCACTGTATC 0.408

+ 8 6322 u.2_Intron|VCAN_u NM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16 AAGGACCCAGTAG 0.512

- 3 959 ilent_p.E112E|LYS NM_198273 NP_938014 Q7Z3D4 LYSM3_HUMAN lasmic (Potential). 0 CCATTTCTCTCTG 0.373

+ 13 2507 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GGGGGTCCCTTG 0.408

+ 37 8515 _p.A513T|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 CTTGATGCTCAAG 0.438

+ 59 12293 jt.2_Missense_Mut NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 CAGGAGGAAAAGG 0.438

+ 64 12971 _Mutation_p.S1998 NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GTTCCAGTGGAG 0.438

+ 66 13469 _p.T2164I|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN (Potential).|Calx-beta 30. 16 CAGTCACCTTTCA 0.393

+ 74 15724 _p.V2916I|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 GCCACTGTAACTG 0.463



+ 87 18453 w.2_Nonsense_Mu NM_032119 NP_115495 Q8WXG9 GPR98_HUMAN ical; (Potential). 16 GACATGGCTTTGG 0.383

- 5 1176 kkp.2_Missense_M NM_001145678 NP_001139150 Q8IV33 K0825_HUMAN 0 TTTTAACCACACG 0.343

- 10 1986 NM_012081 NP_036213 O00472 ELL2_HUMAN 1 AGTCATCCTTATA 0.383

- 8 1462 NM_012081 NP_036213 O00472 ELL2_HUMAN 1 GGGATGGCAGCAG 0.542

- 2 703 P1_uc010jbm.1_In NM_001040458 NP_001035548 Q9NZ08 ERAP1_HUMANmenal (Potential). 2 TGCAGGGGTTCTT 0.592

+ 2 774 mw.1_Missense_M NM_005575 NP_005566 Q9UIQ6 LCAP_HUMAN lasmic (Potential). 4 GCTCAGGCCTTCG 0.527

- 29 4235 bn.2_Missense_Mu NM_001270 NP_001261 O14646 CHD1_HUMAN 5 CATCAGACTTCTC 0.323

- 9 1367 NM_001270 NP_001261 O14646 CHD1_HUMAN Chromo 2. 5 AATCAGGATAACC 0.358

+ 20 2887 ense_Mutation_p.L NM_015216 NP_056031 O43314 VIP2_HUMAN 2 TCAGACCTTCAGA 0.363

- 3 514 cvb.1_Missense_M NM_031438 NP_113626 Q9BQG2 NUD12_HUMAN 0 CTTTAGCTAGCAG 0.373

- 3 1588 L17_uc003kon.3_5 NM_001163315 NP_001156787 Q9UF56 FXL17_HUMAN 0 CAATCAGAAATGT 0.338

+ 4 700 1_RNA|FER_uc00 NM_005246 NP_005237 P16591 FER_HUMAN membranes containing pho 5 ATTAAGGACAAGC 0.398

- 6 1701 NM_014819 NP_055634 O43164 PJA2_HUMAN 2 TCCAAGGATGTCT 0.363 rs149837114

- 4 531 NM_014819 NP_055634 O43164 PJA2_HUMAN 2 CCACAAGTGGGA 0.383

+ 2 260 te_p.R54_splice|C NM_001744 NP_001735 Q16566 KCC4_HUMAN 5 GGACGGTAAGGC 0.706

+ 16 2584 py.3_Missense_Mu NM_001127511 NP_001120983 P25054 APC_HUMAN er-rich.|ARM p.?(1) 2515 GGCCTGCGAAGTA 0.443 rs147655929

+ 1 343 se_Mutation_p.E54 NM_022828 NP_073739 Q9H6S0 YTDC2_HUMAN R3H. 3 CGCTGGAGCGCT 0.672

+ 8 2108 ion_p.V203I|KCNN NM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN 2 AAGCACGTCACT 0.552

- 5 633 81_splice|PGGT1B NM_005023 NP_005014 P53609 PGTB1_HUMAN 0 GAACTCACCATAC 0.338

- 5 566 _p.C59Y|PGGT1B NM_005023 NP_005014 P53609 PGTB1_HUMAN PFTB 1. 0 ATATAGCAAATAC 0.343

- 4 1571 tion_p.L358F|TICA NM_021649 NP_067681 Q86XR7 TCAM2_HUMAN TIR. 0 TTTGGAGGGCAAA 0.443

- 1 415 NM_001801 NP_001792 Q16878 CDO1_HUMAN 2 ATGATGGCCTGCA 0.607

- 19 2975 3krv.3_Missense_M NM_020796 NP_065847 Q9H2E6 SEM6A_HUMAN lasmic (Potential). 2 GGTGGGGAGGG 0.627

- 3 344 NM_173666 NP_775937 Q8NBA8 DTWD2_HUMAN 0 TGTTTTCCTTTAA 0.328

+ 18 3626 cl.1_Missense_Mut NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 9. 2 AGAGAAGACGGTT 0.383 rs144768533

+ 18 3822 cl.1_Missense_Mut NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 10. 2 CCCCACCTTTTCC 0.453

+ 43 9183 XL1_uc010jcm.1_R NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN WD 16. 2 CTGATGGAACAAT 0.363

+ 18 1685 17B4_uc003ksk.3_ NM_000414 NP_000405 P51659 DHB4_HUMAN Enoyl-CoA hydratase 2. 2 ACTTTGCTAGTCT 0.353

+ 2 882 _p.P217L|PRR16_ NM_016644 NP_057728 Q569H4 PRR16_HUMAN Pro-rich. 3 TCCACCCACCGGG 0.488

+ 2 216 X2_uc011cwn.1_5'U NM_003100 NP_003091 O60749 SNX2_HUMAN 1 CAAACTCCAATGG 0.353

- 21 2876 wq.1_Missense_M NM_153223 NP_694955 Q8N960 CE120_HUMAN 1 CATGGGGGCCAT 0.428

- 9 1214 _p.P187S|CEP120 NM_153223 NP_694955 Q8N960 CE120_HUMAN 1 ATTTTGGCCCAGT 0.388

+ 4 1063 MNB1_uc010jdb.1_ NM_005573 NP_005564 P20700 LMNB1_HUMANRod.|Linker 2. 2 TGGATTCTGGGC 0.488

- 2 483 cxc.1_Missense_M NM_178450 NP_848545 Q86UD3 MARH3_HUMAN 1 CTTCGGGCAGGT 0.527

+ 2 242 kuj.3_Missense_M NM_130809 NP_570721 Q96M27 PRRC1_HUMAN Pro-rich. 0 TGCAGGGCTGGC 0.403

+ 25 3570 C12A2_uc010jdg.2_ NM_001046 NP_001037 P55011 S12A2_HUMAN lasmic (Potential). 3 ATAACAGATAATG 0.308

- 15 2417 uv.2_Missense_Mut NM_001999 NP_001990 P35556 FBN2_HUMAN e 10; calcium-binding. 15 ATTCATCAACATC 0.502

+ 17 2513 MTS19_uc010jdh.1 NM_133638 NP_598377 Q8TE59 ATS19_HUMAN Spacer. 9 AAACAGTCTATTAA 0.393

+ 22 3388 MTS19_uc010jdh.1 NM_133638 NP_598377 Q8TE59 ATS19_HUMAN TSP type-1 5. 9 TCCTCAGAAAAAC 0.418 rs2840016

+ 3 1141 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANmenal (Potential). 3 ATCCAAGACCTTC 0.358

+ 3 1859 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANmenal (Potential). 3 AAAAGAAAGTACA 0.348

+ 3 2050 NM_175856 NP_787052 Q70JA7 CHSS3_HUMANmenal (Potential). 3 CCCAAAGCAGAAA 0.438

- 25 4036 0jdi.1_Missense_M NM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN Ser-rich. 3 CAATTGCTCACGA 0.478

- 7 812 0jdm.1_Missense_ NM_133372 NP_588613 Q8TF40 FNIP1_HUMAN 2 GGAGCGGACCCT 0.517

+ 4 351 NM_000588 NP_000579 P08700 IL3_HUMAN 3 CAGAATCTCCTGC 0.428

+ 5 1215 ite_p.E341_splice|S NM_003060 NP_003051 O76082 S22A5_HUMAN 0 GTGAGGTAAGCA 0.562

+ 6 1267 se_Mutation_p.L35 NM_003060 NP_003051 O76082 S22A5_HUMAN lasmic (Potential). 0 GATCTGCTTCGAA 0.468



+ 4 289 5orf56_uc010jds.1_ NM_001013717 NP_001013739 Q8N8D9 CE056_HUMAN 0 ataatgcttcctgccatcc 0.05

- 8 926 kxb.2_Missense_M NM_002198 NP_002189 P10914 IRF1_HUMAN 0 AATTTCCCTTCCT 0.532

+ 1 434 xl.1_Missense_Mut NM_000589 NP_000580 P05112 IL4_HUMAN 0 AACTTTGTCCACG 0.493

- 4 772 1cxi.1_Splice_Site_ NM_001098811 NP_001092281 Q92599 SEPT8_HUMAN 2 GGGATACCTTGCT 0.547

- 11 2497 _p.E375K|AFF4_uc NM_014423 NP_055238 Q9UHB7 AFF4_HUMAN 5 TCTCTTCCATAGG 0.453

- 10 1396 L4_uc003kym.1_5' NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN Ig-like 2. 2 CCATTGGCTGCAG 0.547

- 5 766 NM_015082 NP_055897 Q6MZW2 FSTL4_HUMAN EF-hand. 2 TCCCTGAACAGAG 0.557

- 13 1860 w.2_Intron|CDKL3_u NM_001113575 NP_001107047 Q8IVW4 CDKL3_HUMAN 1 TCTTCCCCTCGCA 0.348

+ 5 501 zl.2_Missense_Mut NM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0 CTCCCACCACTGG 0.637

+ 22 3412 cxu.1_Missense_M NM_021982 NP_068817 O95486 SC24A_HUMAN 0 TCTTGGCTTAGAG 0.358

+ 4 913 LG_uc003kzu.2_3 NM_001745 NP_001736 P49069 CAMLG_HUMAN lasmic (Potential). 0 GGCGAAGTCTTCA 0.403

+ 15 2065 X46_uc003kzv.1_R NM_014829 NP_055644 Q7L014 DDX46_HUMAN case C-terminal. 1 CATGCTGATGGTC 0.343

- 2 794 _uc011cxy.1_Miss NM_002653 NP_002644 P78337 PITX1_HUMAN Homeobox. 1 TCACCCGCACGC 0.652

- 1 945 NM_006161 NP_006152 Q92886 NGN1_HUMAN 0 GGCGTTGTGTGGA 0.592

+ 4 565 03lba.2_Missense_Mutation_p.L131F Q6ZT89 S2548_HUMAN Solcar 2. 0 CCGGTTGCAGATG 0.642

+ 3 268 lbw.1_Missense_M NM_014386 NP_055201 Q9NZM6 PK2L2_HUMAN cellular (Potential). 0 CTGTGCCTGGTGA 0.358

- 12 1604 D8_uc003lch.2_Mis NM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1 TGACTGGCTCTGG 0.507

+ 6 1038 yo.1_Missense_Mu NM_005733 NP_005724 O95235 KI20A_HUMAN Kinesin-motor. 0 TTCTCCCCCGGTC 0.522

- 11 1230 NM_004661 NP_004652 Q9UJX2 CDC23_HUMAN TPR 7. 0 CAAGCTCTGTAGT 0.468

- 11 1223 NM_004661 NP_004652 Q9UJX2 CDC23_HUMAN TPR 6. 0 TGTAGTCCCGTTT 0.463

+ 4 1246 M53C_uc011cyq.1_ NM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1 AGCTGCCCTGGC 0.672 rs138917148

+ 7 691 _p.P192L|REEP2_ NM_016606 NP_057690 Q9BRK0 REEP2_HUMAN 0 ATGACCCTGCCCT 0.607

+ 12 1683 3ldi.2_Missense_M NM_001903 NP_001894 P35221 CTNA1_HUMAN 11 ATTGCTCTCCAAG 0.488

- 3 370 do.2_Splice_Site_p NM_022464 NP_071909 Q9H173 SIL1_HUMAN 0 ACTGTACCTTTTG 0.403

- 6 825 NM_198282 NP_938023 Q86WV6 TM173_HUMAN lasmic (Potential). 1 CTGCACCCCGTAG 0.527

+ 12 1998 HD1_uc003lft.1_M NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 AAGGTGCCAATGT 0.373

+ 29 6876 3lfw.2_Missense_M NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 TCCTGGGTAACTC 0.522

- 11 1446 03lge.1_Missense_ NM_133172 NP_573418 O95704 APBB3_HUMAN PID 2. 2 GCACAGGGCACT 0.602

- 11 1431 03lge.1_Missense_ NM_133172 NP_573418 O95704 APBB3_HUMAN PID 2. 2 ACAATGGCTCCTC 0.597

+ 10 988 .1_Missense_Muta NM_006083 NP_006074 Q13123 RED_HUMAN 1 AGGGAACCCGTAA 0.463

+ 1 214 NM_017706 NP_060176 Q9H6Y2 WDR55_HUMAN 1 CCGGAAGACATCG 0.657

- 4 1071 NM_194249 NP_919225 Q8IYX4 DND1_HUMAN 0 CCCCAGCAGACCA 0.602

- 10 1145 _p.G295S|HARS_u NM_002109 NP_002100 P12081 SYHC_HUMAN 2 CACTGCCCACACC 0.627

+ 8 1009 n_p.A121T|HARS2_ NM_012208 NP_036340 P49590 SYHM_HUMAN 0 GAGGTGGCTGATC 0.488

+ 1 1970 .2_Intron|PCDHA6 NM_018903 NP_061726 Q9UN75 PCDAC_HUMAN|Extracellular (Potential). 0 CGGCGGCGGTC 0.687

+ 3 2887 G826R|PCDHA7_uc NM_018899 NP_061722 Q9Y5I4 PCDC2_HUMANP-X-X-P.|Cytoplasmic (Pote 4 GAGGCTGGCATT 0.498

+ 1 740 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMAN |Extracellular (Potential). 3 CATATGGGGTGCA 0.493

+ 1 868 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 2. 6 ATTCTGGTTCTAG 0.552

+ 1 962 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 3. 6 TTGTCTCCGTGTC 0.458

+ 1 631 HB16_uc003liv.2_5 NM_019120 NP_061993 Q9UN66 PCDB8_HUMAN |Extracellular (Potential). 4 AGTCCTCCTGGGA 0.418

+ 3 1442 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMAN r (Potential).|Cadherin 5. 0 ACTCAGGCACCAA 0.652

+ 1 1181 HB12_uc011dak.1_ NM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANr (Potential).|Cadherin 3. 3 GAAAATCTACAGT 0.413

- 1 865 NM_031947 NP_114153 Q9BXI2 ORNT2_HUMAN ical; Name=5; (Potential). 1 CCACTGGGAACAC 0.418

+ 1 1309 dan.1_Missense_M NM_018912 NP_061735 Q9Y5H4 PCDG1_HUMAN |Extracellular (Potential). 3 GAAACTCACATTT 0.443

+ 1 2287 fx.1_5'Flank|PCDH NM_018915 NP_061738 Q9Y5H1 PCDG2_HUMAN ical; (Potential). 3 CGGTCTCCTGCG 0.662

+ 1 688 _uc010jfx.1_Transla NM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANr (Potential).|Cadherin 2. 1 ATCCAAGTGATAG 0.547

+ 1 1409 010jfx.1_Missense_ NM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANr (Potential).|Cadherin 5. 1 GAGCCTCCATCTT 0.547



+ 1 962 0jfx.1_Intron|PCDH NM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANr (Potential).|Cadherin 3. 0 TCGAAGCAAAAGA 0.378

+ 1 1156 DHGB2_uc003ljs.1 NM_003736 NP_003727 Q9UN71 PCDGG_HUMAN|Extracellular (Potential). 0 TTGGAAGGTGATG 0.403

+ 1 1778 1_Intron|PCDHGA NM_018913 NP_061736 Q9Y5H3 PCDGA_HUMAN|Extracellular (Potential). 0 GGTGACCAAGGT 0.687

+ 1 2165 Intron|PCDHGB4_ NM_018927 NP_061750 Q9Y5F8 PCDGJ_HUMAN r (Potential).|Cadherin 6. 2 CTGCCGGATTTCA 0.577

+ 1 1851 on|PCDHGB4_uc0 NR_001297 0 GCCTGGGGCTGC 0.652

+ 1 367 GA8_uc003lkd.1_I NM_018928 NP_061751 Q9Y5F7 PCDGL_HUMAN |Extracellular (Potential). 4 GTAGAGATCGTAG 0.567

+ 1 688 1_Intron|PCDHGB NM_018929 NP_061752 Q9Y5F6 PCDGM_HUMANr (Potential).|Cadherin 2. 3 ATCTCTGTCATCG 0.557

- 3 1603 p.V496M|PCDH1_ NM_002587 NP_002578 Q08174 PCDH1_HUMAN r (Potential).|Cadherin 4. 5 CCACCACCTGCAC 0.537

- 1 2884 NM_016580 NP_057664 Q9NPG4 PCD12_HUMAN r (Potential).|Cadherin 5. 3 TCATTGGCATCCA 0.582

- 1 2736 NM_016580 NP_057664 Q9NPG4 PCD12_HUMAN r (Potential).|Cadherin 5. 3 CAATAGCTACTAA 0.507

- 1 2556 NM_016580 NP_057664 Q9NPG4 PCD12_HUMAN |Extracellular (Potential). 3 TGATCTGAATGCT 0.488

- 3 986 10jgh.2_Splice_Site NM_005471 NP_005462 P46926 GNPI1_HUMAN 0 GAAGGCCTGTGGG 0.547

- 2 1295 ense_Mutation_p.P NM_000176 NP_000167 P04150 GCR_HUMAN Modulating. 2 TTACTGGGGCTTG 0.428

- 3 596 se_Mutation_p.P52 NM_001024947 NP_001020118 Q969M3 YIPF5_HUMAN lasmic (Potential). 2 TCTGGAGGGACA 0.428

+ 4 1530 nn.1_Missense_M NM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4 AAGAAGGGGAGA 0.547

- 23 2558 ARS_uc011dbr.1_M NM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0 CTTTCACCCACTC 0.478

- 20 2328 br.1_Missense_Mu NM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0 ATTCACCTTTGTT 0.383

- 5 582 nse_Mutation_p.P NM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0 AAATCAGGGGGG 0.348

+ 7 1284 _p.P394L|TCERG1 NM_006706 NP_006697 O14776 TCRG1_HUMAN 2 TACATCCCCAGGT 0.388

- 1 753 NM_194251 NP_919227 Q8TDV0 GP151_HUMAN lasmic (Potential). 2 CAGCAGCATCACT 0.498

- 6 700 0jgx.2_Missense_M NM_024577 NP_078853 Q8TF17 S3TC2_HUMAN 2 CACAGGGCTCTG 0.473

+ 16 1603 3lqc.1_Splice_Site_ NM_014945 NP_055760 O94929 ABLM3_HUMAN 3 TCTGCAGGTGATT 0.532

- 2 622 tation_p.E48K|CSN NM_001892 NP_001883 P48729 KC1A_HUMANProtein kinase. 1 GAGATTCTAGCTT 0.507

+ 3 458 _p.A139V|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 GCCCTGCCCCGG 0.617

+ 5 653 _p.P165L|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 AGGCTCCCATGAT 0.582

+ 8 2332 _p.L725F|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 GCCAGCCTCACCA 0.607

- 21 3080 0jhc.2_RNA|CSF1R NM_005211 NP_005202 P07333 CSF1R_HUMAN lasmic (Potential). 54 AGCAAGGGCTGG 0.478

- 9 1615 F1R_uc010jhc.2_R NM_005211 NP_005202 P07333 CSF1R_HUMAN 5.|Extracellular (Potential). 54 TCTCAACAGTCAG 0.597

- 3 627 PDGFRB_uc011dcg NM_002609 NP_002600 P09619 PGFRB_HUMANPotential).|Ig-like C2-type 1. 17 GAGCAGGTCAGAA 0.607

- 17 1426 _p.S115F|CAMK2A NM_171825 NP_741960 Q9UQM7 KCC2A_HUMAN 1 TTCCGGGACCACA 0.607

- 2 1485 NM_001012301 NP_001012301 Q5FYB1 ARSI_HUMAN 2 TGGCCACCATTGT 0.587

+ 12 1997 _p.A630V|TCOF1_ NM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3 CTGCAGCTCAGGT 0.622

+ 16 2671 se_Mutation_p.A85 NM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3 GCCGTGGCTACAG 0.627

- 7 783 NM_018047 NP_060517 Q9NW64 RBM22_HUMAN 0 GCCGAGGCATTGT 0.438

- 7 771 NM_018047 NP_060517 Q9NW64 RBM22_HUMAN 0 TTGAAGCCCGCTT 0.443

+ 4 468 c.2_RNA|GPX3_uc NM_002084 NP_002075 P22352 GPX3_HUMAN 0 TGAATGCACTACA 0.552

- 20 1713 _p.E521K|ANXA6_ NM_001155 NP_001146 P08133 ANXA6_HUMAN 0 CATCTTCCCGTGC 0.607

- 6 471 m.1_Splice_Site_p.G NM_001155 NP_001146 P08133 ANXA6_HUMAN 0 AATGCCCTGGGG 0.547 rs36089400

- 22 12465 AT2_uc003lud.3_M NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN lasmic (Potential). 6 ACCGCAGCTGGCG 0.557

- 18 11189 AT2_uc003lud.3_M NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN cellular (Potential). 6 GGCAGGGCACCAT 0.577

- 9 7217 2A_uc011dcs.1_In NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN (Potential).|Cadherin 21. 6 TAGCCTGGACTTT 0.488

- 1 1271 FAT2_uc010jhx.1_M NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN r (Potential).|Cadherin 3. 6 CCATGAGCTTTGT 0.507

+ 2 194 on_p.P8L|G3BP1_ NM_005754 NP_005745 Q13283 G3BP1_HUMAN 4 CTAGTCCCCTGCT 0.483

+ 10 1728 RIA1_uc011dcx.1_MNM_001114183 NP_001107655 P42261 GRIA1_HUMAN cellular (Potential). 6 TCCTACCGTCTGG 0.542

- 10 1586 p.R333K|FAM114A NM_018691 NP_061161 Q9NRY5 F1142_HUMAN 0 GGTATTTCTTGCCT 0.408

- 5 1003 e_Mutation_p.A139 NM_018691 NP_061161 Q9NRY5 F1142_HUMAN 0 CTTTGGCATTTGT 0.428

+ 9 1399 tation_p.Q264*|uc0 NM_198321 NP_938080 Q86SR1 GLT10_HUMANmenal (Potential). 2 tcgcagtccagaaaaag 0.323



+ 14 2944 vo.2_Missense_Mu NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 GATTCCCGTGAGC 0.557

- 20 2812 ddk.1_Missense_M NM_015465 NP_056280 Q8TEQ6 GEMI5_HUMAN 3 CCTTTTCCTGTTT 0.413

+ 1 684 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1 TTGTGGGACTCAC 0.438

+ 1 3426 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMAN By similarity).|Globular (By s 1 GGTGTTCCTGCAA 0.453

+ 1 581 NR_002168 0 AATACGGAAGAAT 0.343

- 4 774 wi.2_Missense_Mu NM_001099414 NP_001092884 Q96D42 HAVR1_HUMAN pproximate tandem repeats 2 TTGTTGGAATGCT 0.458

+ 23 2453 _p.S772F|CYFIP2_ NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 GCATCTCTGCCGC 0.448

- 3 299 ADAM19_uc011ddr NM_033274 NP_150377 Q9H013 ADA19_HUMAN 8 CCAGGTCCAGGAT 0.478

- 1 958 e_Mutation_p.A206 NM_178424 NP_848511 O94993 SOX30_HUMAN 2 GGATGGCTGCCGG 0.652

- 2 401 ddz.1_Missense_M NM_144726 NP_653327 Q96MT1 RN145_HUMAN 5 TGACATCCCATCT 0.423

- 7 1376 se_Mutation_p.G32 NM_024565 NP_078841 Q8IV13 CCNJL_HUMAN 0 GATGAGCCTGTAC 0.622

- 25 4692 0jit.1_Missense_Mu NM_025153 NP_079429 O94823 AT10B_HUMAN cellular (Potential). 5 TTGGTGGGGCTG 0.532

+ 7 1128 3lyy.3_Splice_Site_ NM_000816 NP_000807 P18507 GBRG2_HUMAN 5 GTTCCAGGAGATT 0.378

+ 5 1130 _p.A256V|ODZ2_u NM_001122679 NP_001116151 10 GTGCTGCCCTCTC 0.557

+ 23 5002 zt.3_Missense_Mut NM_001122679 NP_001116151 10 CTGGAGCTTGGT 0.537

+ 25 5424 t.3_Missense_Muta NM_001122679 NP_001116151 10 CTTAAACTCCATT 0.532

+ 18 2682 _p.E863D|WWC1_ NM_015238 NP_056053 Q8IX03 KIBRA_HUMAN eraction with histone H3. 5 tggaggaggaggagg 0.403

+ 19 2830 _p.P913S|WWC1_ NM_015238 NP_056053 Q8IX03 KIBRA_HUMAN ion with histone H3. 5 GGCACCCCGTCCC 0.622

- 27 3320 g.2_Missense_Mut NM_003062 NP_003053 O75094 SLIT3_HUMAN EGF-like 2. 4 GTGCCTCCATGCT 0.498

+ 47 4849 e_Mutation_p.R108 NM_004946 NP_004937 Q92608 DOCK2_HUMAN DHR-2. 7 AGAAAAGGGTGTC 0.517

+ 2 710 c003mbe.1_5'Flan NM_021025 NP_066305 O43711 TLX3_HUMAN Homeobox. 1 GCGCAGGTCAAG 0.642

+ 3 766 NM_003862 NP_003853 O76093 FGF18_HUMAN 0 CCCGCGGCGAG 0.527

- 3 646 NM_005990 NP_005981 O94804 STK10_HUMANProtein kinase. 8 CGGCTCCCCCTGG 0.572

- 12 1328 NM_001017995 NP_001017995 A1X283 SPD2B_HUMAN SH3 3. 4 CTGATGCCGTCTG 0.582

- 3 349 3mbs.1_Missense_ NM_001017995 NP_001017995 A1X283 SPD2B_HUMAN PX. 4 CCATGGGAAATTT 0.463

+ 5 1710 fd.1_Missense_Mu NM_153607 NP_705835 Q8IUR6 CE041_HUMAN 0 AAAATGGCTTACA 0.398

+ 1 2352 16N|CPEB4_uc011 NM_030627 NP_085130 Q17RY0 CPEB4_HUMAN 0 GGCCGAGATCACC 0.557

- 9 1151 se_Mutation_p.A26 NM_020444 NP_065177 Q96A73 K1191_HUMAN 1 GGTTGGCCTGGG 0.532

+ 2 234 e.2_5'Flank|NOP16 NM_138820 NP_620175 Q9BW72 HIG2A_HUMAN Helical; (Potential). 0 TCTACTCCTTCCA 0.667

- 2 344 NM_052899 NP_443131 Q7Z2K8 GRIN1_HUMAN 2 CCTGGGGGGTG 0.657 rs142576280

- 6 652 3_uc003mez.2_5'F NM_002115 NP_002106 P52790 HXK3_HUMAN ng (Potential).|Regulatory. 7 CTAAAACCTTTGG 0.602

- 15 2170 _p.S545F|UIMC1_u NM_016290 NP_057374 Q96RL1 UIMC1_HUMAN 4 GTGAAAGAACTCT 0.398

+ 5 3751 fs.1_Missense_Mu NM_022455 NP_071900 Q96L73 NSD1_HUMAN 3 TTTCCAGAGCATA 0.463

+ 23 6787 p.E1948K|NSD1_u NM_022455 NP_071900 Q96L73 NSD1_HUMAN Pro-rich. 3 CCTGGGGAGATCC 0.557

- 12 770 3mib.1_RNA|FAM1 NM_173663 NP_775934 Q9UHL3 F153A_HUMAN 1 GCTCCTCCAGGTC 0.522

+ 2 531 P3_uc003mil.1_5'F NM_015111 NP_055926 O15049 N4BP3_HUMAN 0 GCGCGGGTGACTT 0.612

- 5 427 orf45_uc011dgu.1_ NM_016175 NP_057259 Q6NTE8 CE045_HUMAN 0 TGTTTGCTGAAAC 0.537

+ 3 649 TNL8_uc010jll.2_M NM_001040462 NP_001035552 Q6UX41 BTNL8_HUMAN 2.|Extracellular (Potential). 2 GTTCCTCTCATTT 0.532

+ 9 1178 NM_152547 NP_689760 Q6UXG8 BTNL9_HUMAN (Potential).|B30.2/SPRY. 2 CTGAAGGCCAGG 0.517

+ 6 2552 RIM41_uc003mnf. NM_033549 NP_291027 Q8WV44 TRI41_HUMAN B30.2/SPRY. 0 GGGTGCTCTCCA 0.647

- 1 880 c003mnq.2_5'Flan NM_032765 NP_116154 Q96A61 TRI52_HUMAN 0 CTGCGACGTGTAA 0.567

- 1 519 c003mnq.2_5'Flan NM_032765 NP_116154 Q96A61 TRI52_HUMAN Glu-rich. 0 GCCCCCACCGCT 0.393

- 21 2224 _p.G697E|EXOC2_ NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7 ATACTTCCAAACA 0.353

- 11 1274 se_Mutation_p.W38 NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN 7 AAGGATCCACTTG 0.478

- 2 204 se_Mutation_p.V24 NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7 TTGTGACCTTCGT 0.542

+ 1 605 mtn.2_Missense_Mu NM_001452 NP_001443 Q12947 FOXF2_HUMAN Fork-head. 0 CTAAGGGCCTCGG 0.677

- 9 1094 K4_uc003mtx.3_5' NM_001012418 NP_001012418 Q86YV6 MYLK4_HUMANProtein kinase. 4 TCTGGGGTTCCAA 0.443



- 6 756 3muc.2_Missense_ NM_030666 NP_109591 P30740 ILEU_HUMAN 5 ACTCGTCCTCAAT 0.542

- 5 576 3muc.2_Missense_ NM_030666 NP_109591 P30740 ILEU_HUMAN 5 TGGCTTCTTTCAT 0.413

- 6 794 NB9_uc003muf.2_M NM_004155 NP_004146 P50453 SPB9_HUMAN 0 TCAGCTCCTTCCT 0.652

- 6 2990 RPINB6_uc003mum NM_004568 NP_004559 P35237 SPB6_HUMAN 0 GTGGCGGCTGCA 0.567

- 10 1798 9Y|SLC22A23_uc NM_015482 NP_056297 A1A5C7 S22AN_HUMAN ical; (Potential). 1 gatgtggtgcaggaagt 0.458

- 3 483 .1_Intron|C6orf146 NM_173563 NP_775834 Q8IXS0 CF146_HUMAN 1 TTACCACCTGCTG 0.328

+ 5 492 86_uc003mwz.1_R NM_004271 NP_004262 O95711 LY86_HUMAN 0 CCGTGGCCTGTG 0.517

+ 15 1606 xo.2_Missense_Mu NM_031480 NP_113668 Q9BRS2 RIOK1_HUMANProtein kinase. 4 TTGTCAGGAGTTC 0.264

+ 24 8528 q.1_Missense_Mut NM_004415 NP_004406 P15924 DESP_HUMAN tin 16.|Globular 2. 9 AAGAAGCCATCCG 0.557

+ 24 8822 q.1_Missense_Muta NM_004415 NP_004406 P15924 DESP_HUMAN Globular 2. 9 GGAGAGGAAGCT 0.368

+ 8 907 NRNP48_uc003mx NM_152551 NP_689764 Q6IEG0 SNR48_HUMAN 0 GGCAGTCTGGTGG 0.393

+ 4 2880 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 CAAGCAGCCATAG 0.498

+ 6 6453 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN C2H2-type 4. 6 TGTGAAGAATGTG 0.373

+ 8 7009 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 GGAAGGCCAGGC 0.552

- 4 393 TBC1D7_uc003nao NM_016495 NP_057579 Q9P0N9 TBCD7_HUMANRab-GAP TBC. 1 GGTGTGGCATCA 0.502

- 2 567 OD1_uc003nat.1_In NM_033069 NP_149060 0 AGAAGGGCAATTG 0.567

+ 3 824 p.V136M|RNF182_ NM_152737 NP_689950 Q8N6D2 RN182_HUMAN 3 ATGGAGGTGCAGA 0.557

+ 6 1062 div.1_Missense_Mu NM_004973 NP_004964 Q92833 JARD2_HUMAN 4 CAGCGGCCCCCT 0.632

- 8 731 nbo.2_RNA|DTNB NM_032122 NP_115498 Q96EV8 DTBP1_HUMAN Dysbindin. 0 TGCTGGGTGTGCT 0.517

- 9 2938 e_Mutation_p.G65 NM_000332 NP_000323 P54253 ATX1_HUMAN h USP7.|RNA-binding.|AXH. 4 GACCAGCCCTGTC 0.488

- 19 3861 p.P1252S|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 CAGGTGGATTGGA 0.478

- 18 3187 _p.T1027I|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 AATGGAGTTAAAG 0.358

+ 4 601 cn.1_Missense_Mu NM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1 CCTAAGGACTACC 0.428

+ 3 188 CDKAL1_uc010jpo NM_017774 NP_060244 Q5VV42 CDKAL_HUMAN 2 CTGCATCCTGTGA 0.313

- 3 1025 _p.S263N|KIAA03 NM_014809 NP_055624 Q5VV43 K0319_HUMAN cellular (Potential). 2 CCAGAGCTGTTGC 0.557

+ 3 817 nfn.2_Missense_M NM_006355 NP_006346 O00635 TRI38_HUMAN B box-type. 0 ACAGCTCTTGTTG 0.572

- 1 601 NM_005325 NP_005316 Q02539 H11_HUMAN 2 TTTACAGTTTTGG 0.493

- 2 720 H2BF_uc003ngx.2_ NM_003530 NP_003521 P68431 H31_HUMAN 0 AGGTTGGTGTCCT 0.582

+ 9 1118 e_Mutation_p.G14 NM_005865 NP_005856 Q9NQE7 TSSP_HUMAN 5 GTGTGGGTGACCG 0.507

+ 3 1584 NM_001076781 NP_001070249 Q9UJN7 ZN391_HUMAN 3 CTTCATACTAAAG 0.358

- 1 23 H2BN_uc003nju.1_ NM_003510 NP_003501 P0C0S8 H2A1_HUMAN 1 TTGCCGCCCTGCT 0.552

- 1 404 NM_005322 NP_005313 P16401 H15_HUMAN 3 TGGCTTCCCCGGA 0.617

+ 2 710 kz.2_Missense_M NM_032507 NP_115896 Q96JS3 PGBD1_HUMAN SCAN box. 4 GGAGAGGAGGCA 0.537

+ 7 2550 kz.2_Missense_M NM_032507 NP_115896 Q96JS3 PGBD1_HUMAN 4 AACCATCCATAGT 0.393

- 2 403 p.M1I|ZNF323_uc0 NM_001135216 NP_001128688 Q96LW9 ZN323_HUMAN 2 TGAAGCCATTCCT 0.423

+ 6 998 ZKSCAN3_uc003n NM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN KRAB. 2 AGAGCAGGGACTT 0.488

- 7 2041 _p.D418N|ZNF311_ NM_001010877 NP_001010877 Q5JNZ3 ZN311_HUMANC2H2-type 10. 0 GCTTATCTTGGAA 0.468

+ 3 978 n_p.V179I|OR2H1_ NM_030883 NP_112145 Q9GZK4 OR2H1_HUMANcellular (Potential). 0 TGTGAGGTCCCAT 0.507

- 15 2117 BBR1_uc003nmu.3 NM_001470 NP_001461 Q9UBS5 GABR1_HUMAN Name=1; (Potential). 7 GAGACGGAGATAA 0.468

- 11 1619 3nmu.3_Missense_ NM_001470 NP_001461 Q9UBS5 GABR1_HUMANcellular (Potential). 7 AGCATGACAATCT 0.537

- 6 955 3nmu.3_Missense_ NM_001470 NP_001461 Q9UBS5 GABR1_HUMANcellular (Potential). 7 GTCCGGCAGGAT 0.687

+ 2 221 se_Mutation_p.G1 NM_002127 NP_002118 P17693 HLAG_HUMAN 4 CTCTCGGGGGCC 0.592

+ 3 333 b.1_Intron|HLA-H_uc003nod.2_RNA 0 GGGGCCCGACG 0.701

- 7 1181 3npn.2_Splice_Site NM_006778 NP_006769 Q9UDY6 TRI10_HUMAN B30.2/SPRY. 0 TACTCACCACCCA 0.637

+ 1 840 NM_033229 NP_150232 Q9C019 TRI15_HUMAN 0 CTGGACGAGGCC 0.582

+ 6 1111 _p.E267K|TRIM39_ NM_021253 NP_067076 Q9HCM9 TRI39_HUMAN 3 ACCCTGGAAAAGT 0.473

+ 8 1255 _p.E285K|TRIM39_ NM_021253 NP_067076 Q9HCM9 TRI39_HUMAN 3 GAGCTGGAAAAGA 0.448



+ 9 1582 se_Mutation_p.P39 NM_021253 NP_067076 Q9HCM9 TRI39_HUMAN B30.2/SPRY. 3 CCACTCCCTGAGA 0.592

+ 2 470 e_Mutation_p.E274 NM_001109938 NP_001103408 Q5SQH8 CF136_HUMAN 0 GGGAGGAGGGA 0.612

- 1 318 X16_uc011dmo.1_In NM_003587 NP_003578 O60231 DHX16_HUMAN 4 TGCAGCGCTGTG 0.652

- 10 4807 C1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMAN on with the PRKDC comple 4 GAAGGCTGGAGC 0.562

- 3 748 MDC1_uc003nrh.1_ NM_014641 NP_055456 Q14676 MDC1_HUMAN complex.|FHA.|Interaction w 4 TTAGGAGGTCTCA 0.502

+ 4 384 e_Mutation_p.I60T NM_013993 NP_054699 Q08345 DDR1_HUMAN r (Potential).|F5/8 type C. 9 GGACCATCCCAGA 0.597

+ 9 1194 1_Missense_Mutat NM_013993 NP_054699 Q08345 DDR1_HUMAN cellular (Potential). 9 CATGGCCTGGGA 0.687

+ 8 944 011dmw.1_Missen NM_001517 NP_001508 Q92759 TF2H4_HUMAN 3 CTCTGGGCAAGGT 0.507

+ 25 3262 _p.A875V|VARS2_ NM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4 CCCCTGCCCCCA 0.682

- 2 896 NM_014070 NP_054789 Q6UXA7 CF015_HUMAN Pro-rich. 0 AGGACTCCAGGA 0.542

- 6 922 _p.E320K|CCHCR NM_019052 NP_061925 Q8TD31 CCHCR_HUMAN Potential. 1 CCAGTTCCCATGT 0.532

+ 3 765 nst.2_Missense_M NM_001077511 NP_001070979 Q9Y242 TCF19_HUMAN FHA. 0 ACAGGTACTTTGG 0.507

+ 4 918 _p.V236M|MICB_u NM_005931 NP_005922 Q29980 MICB_HUMAN e.|Extracellular (Potential). 0 ACCTGGGTGGCC 0.592

+ 4 976 _p.S255N|MICB_u NM_005931 NP_005922 Q29980 MICB_HUMAN e.|Extracellular (Potential). 0 AACACAGCGGGA 0.617

+ 3 323 anslation_Start_Si NM_001159740 NP_001153212 P01374 TNFB_HUMAN 0 TCCCTGGTGTTGG 0.612

+ 3 329 _uc003nuh.2_5'UT NM_001159740 NP_001153212 P01374 TNFB_HUMAN 0 GTGTTGGCCTCAC 0.607

+ 12 2014 AT2_uc003nvc.3_M NM_080686 NP_542417 P48634 PRC2A_HUMAN AA type A repeats. 0 AGCCCAGGTATGG 0.547

+ 16 2824 AT2_uc003nvc.3_M NM_080686 NP_542417 P48634 PRC2A_HUMAN AA type A repeats. 0 AGGAACCAGGGC 0.607

- 7 954 _p.V208I|BAT3_uc NM_004639 NP_004630 P46379 BAG6_HUMAN Pro-rich. 0 AGGCTACTGGCTC 0.622

- 1 1336 NM_021184 NP_067007 O95873 CF047_HUMAN 1 CTGGGCCCCCCAA 0.657

- 4 302 5_uc003nvz.1_5'UT NM_021160 NP_066983 O95870 ABHGA_HUMAN 0 ACTTTGGACAAAC 0.557

+ 5 806 _Intron|LY6G6F_u NM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN lasmic (Potential). 2 CAGATGCCTCGAT 0.537

- 5 1352 wq.2_Missense_M NM_013974 NP_039268 O95865 DDAH2_HUMAN 0 GCAGATCCCCACC 0.587

- 5 1292 wq.2_Missense_M NM_013974 NP_039268 O95865 DDAH2_HUMAN 0 GAAAGAGACAGTC 0.587

- 4 1037 ARS_uc011doi.1_R NM_006295 NP_006286 P26640 SYVC_HUMAN ST C-terminal. 3 ACTTCTCCTAGCA 0.592

+ 1 1880 _Missense_Mutatio NM_005345 NP_005336 P08107 HSP71_HUMAN 1 CCTACGCCTTCAA 0.597

- 2 322 EU1_uc010jth.2_Int NM_000434 NP_000425 Q99519 NEUR1_HUMAN 1 CCAGCGGCTGCA 0.592

- 20 2005 U1_uc003nxr.3_5'F NM_025257 NP_079533 Q53GD3 CTL4_HUMAN ical; (Potential). 4 GGCCCCCAGGAT 0.602

+ 9 1467 _p.D899Y|CFB_uc0 NM_001710 NP_001701 P00751 CFAB_HUMAN VWFA. 1 GGCGGGGACCCA 0.498

- 7 676 se_Mutation_p.A98 NM_002904 NP_002895 P18615 NELFE_HUMAN 0 ACCAGCCCCTGG 0.607

- 19 6959 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 15. 0 CTGGCTCCAGGCC 0.602

- 17 6156 NM_019105 NP_061978 P22105 TENX_HUMAN 0 TTGATGGGGGGCT 0.632

- 9 3776 NM_019105 NP_061978 P22105 TENX_HUMAN onectin type-III 5. 0 TGTACTGGACCAT 0.582

- 3 2040 NM_019105 NP_061978 P22105 TENX_HUMAN EGF-like 15. 0 TCCTCACTCACGT 0.657

- 4 760 oax.3_Missense_M NM_022107 NP_071390 Q9Y4H4 GPSM3_HUMAN GoLoco 2. 0 CTGACCGCTGGG 0.627

- 12 2113 _p.D20N|HLA-DO NM_018833 NP_061313 Q03519 TAP2_HUMAN 0 AGGAATCCAGTCG 0.483

- 5 785 AP2_uc003ocd.2_ NM_148919 NP_683720 P28062 PSB8_HUMAN 1 CTCTTACTATTGA 0.468

- 4 551 e_Mutation_p.G166 NM_148919 NP_683720 P28062 PSB8_HUMAN 1 TACTGCCCATAGA 0.512

- 4 711 0juk.2_Missense_M NM_033554 NP_291032 P20036 DPA1_HUMAN ical; (Potential). 1 CCCAGGGCACAG 0.617

- 66 5401 cy.1_Missense_Mu NM_080680 NP_542411 P13942 COBA2_HUMAN lar collagen NC1. 5 CCCCTCCCCGCCT 0.637

- 26 2314 nse_Mutation_p.E6 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 GACCTTCCTTCCC 0.537

- 4 999 s.1_Missense_Mut NM_021976 NP_068811 P28702 RXRB_HUMAN Hinge. 3 CCTTACCCTCCCT 0.592

- 3 757 ation_p.P57L|RXR NM_021976 NP_068811 P28702 RXRB_HUMAN (By similarity).|Pro-rich. 3 GAGGGGGTGGA 0.607

+ 2 355 _5'Flank|RXRB_uc NM_001077516 NP_001070984 Q92504 S39A7_HUMAN His-rich. 1 GATCACGACCATG 0.537

- 7 886 _p.V151M|VPS52_ NM_022553 NP_072047 Q8N1B4 VPS52_HUMAN 5 CGAGCACGCCTCT 0.587 rs149498990

- 6 1384 APBP_uc003odz.2 NM_003190 NP_003181 O15533 TPSN_HUMANmenal (Potential). 1 CTGAAAGACCTGG 0.597

- 4 1455 c011dre.1_Splice_S NM_001350 NP_001341 Q9UER7 DAXX_HUMAN 23 TCCACACCTCACC 0.562



- 3 1079 nse_Mutation_p.A3 NM_001350 NP_001341 Q9UER7 DAXX_HUMAN 23 TCTACAGCCCGAA 0.602

+ 6 721 i.2_Missense_Muta NM_024165 NP_077084 O43189 PHF1_HUMAN 0 TGCTGGGTATGAA 0.597

+ 25 3367 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 GATGACGAGGGCG 0.637

+ 33 4682 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 AGAACAGCACTTC 0.458

+ 40 5689 R3_uc003oey.2_5'F NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 GTCGACCCCACC 0.657

- 1 96 1_5'Flank|LEMD2_ NM_181336 NP_851853 Q8NC56 LEMD2_HUMAN LEM. 1 ACATCCCGGGTGG 0.716

+ 5 726 ojp.2_Missense_M NM_020804 NP_065855 Q9BY11 PACN1_HUMAN 0 ACACGGGAGATGA 0.542

+ 14 3074 F1BP1_uc010jvn.2 NM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3 AGGAGAGGCCAC 0.552

+ 22 03ojw.1_Silent_p.L84L|TAF11_u NM_017754 Q6BDS2 URFB1_HUMAN 3 TTTTCAGTTTTTTG 0.368

- 9 1407 kc.2_Missense_Mu NM_001093728 NP_001087197 Q8WWU5 TCP11_HUMAN 5 ACAAGGCCCATAT 0.448

- 7 936 okc.2_Splice_Site_ NM_001093728 NP_001087197 Q8WWU5 TCP11_HUMAN 5 GGAGACCTATGAC 0.473

+ 11 1286 _p.L426P|SCUBE3 NM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1 GTGCCCTGACCTG 0.597

+ 11 1888 _p.A592T|DEF6_uc NM_022047 NP_071330 Q9H4E7 DEFI6_HUMAN 0 GCCCCGGCTTCCA 0.592

+ 6 1339 vw.1_Missense_M NM_021922 NP_068741 Q9HB96 FANCE_HUMAN 3 TTACAACTGCCCT 0.498

- 7 880 e_Mutation_p.G47 NM_001145776 NP_001139248 Q13451 FKBP5_HUMANase FKBP-type 2. 1 GCCTCTCCAAAAC 0.368

+ 1 502 NM_182548 NP_872354 Q8TAF8 TMHS_HUMAN ical; (Potential). 1 TCATGGCCCTCTT 0.592

- 11 1177 olh.2_Missense_M NM_003137 NP_003128 Q96SB4 SRPK1_HUMANProtein kinase. 1 TTTCTGCTGCACC 0.353

- 3 357 n_p.W82*|SLC26A NM_052961 NP_443193 Q96RN1 S26A8_HUMAN lasmic (Potential). 2 ACACATCCATTCT 0.458

+ 4 798 03olq.2_Missense_ NM_001315 NP_001306 Q16539 MK14_HUMANProtein kinase. 6 TGGTGACCCATCT 0.353

+ 9 829 PK13_uc003olt.2_In NM_002754 NP_002745 O15264 MK13_HUMANProtein kinase. 3 CTGGCACGGAGT 0.607 rs146698142

+ 6 2386 tj.1_RNA|BRPF3_u NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2 TTTACCGCTTCTC 0.622

+ 8 2782 j.1_Intron|BRPF3_ NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN 2 AATCCCCCCCGGA 0.502

+ 6 1153 _p.P290S|PNPLA1_ NM_001145717 NP_001139189 Q8N8W4 PLPL1_HUMAN Pro-rich. 4 TCCACACCTGGT 0.577

- 6 1132 _p.D182N|STK38_ NM_007271 NP_009202 Q15208 STK38_HUMANProtein kinase. 6 GAGTGTCTTTTTT 0.328

+ 2 256 oml.2_Missense_M NM_000389 NP_000380 P38936 CDN1A_HUMAN 2 GGAGGCCCGTGA 0.657

+ 6 1691 nb.2_Missense_Mu NM_153370 NP_699201 Q6UXB8 PI16_HUMAN ical; (Potential). 0 CTCCTGCCTCCTC 0.617

+ 4 603 D22B_uc010jwt.2_ NM_017772 NP_060242 Q9NU19 TB22B_HUMAN 0 AAACAGCAATCAC 0.542

+ 20 2331 NM_015050 NP_055865 Q8N1G2 MTR1_HUMAN 5 CCAAGCCTAGTCG 0.547

- 12 2401 e_Mutation_p.R570 NM_052893 NP_443125 Q96Q07 BTBD9_HUMAN 0 CTGCCGGTTGGG 0.662

+ 64 9799 uc003oof.1_Intron NM_001371 NP_001362 21 GAACGTATGAATA 0.279

+ 65 9910 uc003oof.1_Intron NM_001371 NP_001362 21 GCAGACGAAGTG 0.368

+ 68 10402 uc003oof.1_Intron NM_001371 NP_001362 21 AATGTGGCTGGTC 0.378

+ 82 12592 og.1_Missense_M NM_001371 NP_001362 21 ACTACGGAGCCCC 0.393

+ 91 13985 NM_001371 NP_001362 21 ATTTGACCTTCAT 0.473

+ 91 14053 NM_001371 NP_001362 21 GTGGCCCTTTTGT 0.468

+ 8 914 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN Name=4; (Potential). 5 CCTGGGGCATTGT 0.602

+ 10 1051 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMAN lasmic (Potential). 5 TGCATCGTGGTAT 0.562

- 3 343 0jwy.2_Splice_Site NM_032115 NP_115491 Q96T55 KCNKG_HUMAN 3 CATATCCTGCAAG 0.562

+ 11 1333 p.G393S|DAAM2_ NM_015345 NP_056160 Q86T65 DAAM2_HUMAN GBD/FH3. 3 AACGGTGGCTAC 0.592

- 2 451 _p.E105K|MOCS1_ NM_005942 NP_005933 Q9NZB8 MOCS1_HUMANfactor biosynthesis protein A 3 TCTCCTCTGTGGT 0.607

+ 9 1125 _p.G287E|NFYA_uc NM_002505 NP_002496 P23511 NFYA_HUMAN FYA/HAP2-type. 0 AAGGTGGACGAT 0.393

- 5 775 b.2_Intron|TRERF1 NM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5 TTTTTGGAGCCAA 0.582

- 2 891 NM_000322 NP_000313 P23942 PRPH2_HUMANmenal (Potential). 5 TACCGCCCATCCA 0.577

+ 13 3333 .G1061D|KIAA024 NM_015349 NP_056164 Q6AI39 K0240_HUMAN 1 GTGAAGGTGTTGT 0.507

- 11 2713 .1_Nonsense_Mut NM_014780 NP_055595 Q14999 CUL7_HUMAN 4 CGATCTGGCCCAG 0.552

- 4 1051 _p.L334F|CUL7_uc NM_014780 NP_055595 Q14999 CUL7_HUMAN 4 AGAAGAGCACCC 0.552

+ 2 317 _p.S40F|PTK7_uc NM_002821 NP_002812 Q13308 PTK7_HUMAN 1.|Extracellular (Potential). 3 CGTCCTCCCAGG 0.632



+ 14 2287 se_Mutation_p.P56 NM_002821 NP_002812 Q13308 PTK7_HUMAN cellular (Potential). 3 AGCCCTCCCCCC 0.602

+ 18 2920 03ouf.1_Splice_Site NM_002821 NP_002812 Q13308 PTK7_HUMAN 3 TCTCCAGGTGGCC 0.557

+ 19 3943 _p.V1290I|CUL9_u NM_015089 NP_055904 Q8IWT3 CUL9_HUMAN DOC. 12 ACCCGGGTTCGGG 0.582

+ 3 508 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANProtein kinase. 9 AAGATGGAGGTGG 0.587

+ 11 1426 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN 9 GGGCTGGGCCCC 0.632

- 10 4702 318_uc003ouw.2_I NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TGAGAGGGGTGG 0.483

- 10 4309 318_uc003ouw.2_I NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 CCCCTCCAAATGC 0.423

- 6 3150 8_uc003ouw.2_Spl NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TTGTTACCTTGTT 0.368

+ 3 575 ouz.1_Nonsense_M NM_033450 NP_258261 Q5T3U5 MRP7_HUMAN ical; (Potential). 7 CCTGTGGGTGTTG 0.657

- 3 501 0jys.1_5'UTR|YIPF NM_015388 NP_056203 Q9GZM5 YIPF3_HUMAN 0 ATGTCGATGTTGG 0.522

+ 8 1312 _uc011dvl.1_Splic NM_006502 NP_006493 Q9Y253 POLH_HUMAN 2 GAACAGGTAAGCT 0.443

+ 11 2084 p.G667D|HSP90AB NM_007355 NP_031381 P08238 HS90B_HUMAN 4 CTTCTGGCTTTTC 0.522

- 6 1032 2_RNA|TMEM151B NM_020745 NP_065796 Q5JTZ9 SYAM_HUMAN 1 ACCTGACATCCCA 0.632

+ 4 1551 NM_014936 NP_055751 Q9Y6X5 ENPP4_HUMAN lasmic (Potential). 4 AGAATAGACTTTC 0.418

- 2 625 dvz.1_Nonsense_M NM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0 TCCGGGCCACATG 0.398

+ 1 1652 ze.2_Missense_Mu NM_001010870 NP_001010870 O60522 TDRD6_HUMAN Tudor 3. 6 AAAATGGTTATTA 0.428

- 3 412 2G7_uc011dwd.1_M NM_005084 NP_005075 Q13093 PAFA_HUMAN 0 CTTGCAGCAGCCA 0.368

- 17 3350 oyp.3_Missense_M NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN Name=1; (Potential). 2 AAAAGCCCACCCC 0.493

- 17 3160 oyp.3_Nonsense_MNM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN tracellular (Potential). 2 GAAGTTCCAGAAG 0.483

- 12 1743 ense_Mutation_p.G NM_001098518 NP_001091988 Q8IZF2 GP116_HUMANExtracellular (Potential). 2 TTTTGTCCCTCAG 0.338

- 2 1181 NM_014452 NP_055267 O75509 TNR21_HUMAN cellular (Potential). 0 AGTTACCTTTGGG 0.478

+ 4 374 se_Mutation_p.P57 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN cellular (Potential). 1 TGCCCTCCAGACA 0.488

- 6 519 _p.R88H|CRISP2_u NM_001142408 NP_001135880 P16562 CRIS2_HUMAN 1 ctggttttgcggtcctctgG 0.264

+ 8 1680 P2D_uc011dwt.1_ NM_172238 NP_758438 Q7Z6R9 AP2D_HUMAN -span-helix), dimerization. 7 ACTCCGGCAATAT 0.433

- 58 9973 p.P1216S|PKHD1_ NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 TGGAGGGAGCTC 0.488

- 35 5887 ai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 CTCTTTCCAATTTA 0.398

- 32 5365 ai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANpical.|Extracellular (Potentia 44 GGTTACCAGAGAC 0.537

- 23 2665 pai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 TATTAGGAAGCTG 0.498

- 16 1655 pai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 GCTATCCCATGAT 0.547

- 15 1456 pai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 TATCTGCCTGAAT 0.438

- 9 1420 wu.1_Missense_Mu NM_002388 NP_002379 P25205 MCM3_HUMAN MCM. 3 TGGATGCCAGCCT 0.542

+ 5 1047 _p.V187I|EFHC1_u NM_018100 NP_060570 Q5JVL4 EFHC1_HUMAN DM10 2. 3 GAGAGGTCCACG 0.438

- 7 747 1_Intron|TRAM2_u NM_012288 NP_036420 Q15035 TRAM2_HUMANHelical; (Potential). 0 TATGCACCAGGTA 0.448

- 3 213 TA3_uc010jzq.2_5' NM_000847 NP_000838 Q16772 GSTA3_HUMAN ST N-terminal. 0 CCATTTCTTAACT 0.333

- 3 570 _p.G27E|ICK_uc0 NM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5 AGCTCCCCAGAC 0.478

- 9 1067 dxc.1_Missense_M NM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4 ACTGCGGAGTCCA 0.423

- 97 16908 cy.3_Missense_Mu NM_001144769 NP_001138241 Q03001 DYST_HUMAN 14 CACACGGACTGG 0.587

- 73 13277 p.E4268K|DST_uc0 NM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 14. 14 GTCTTTCCATTTC 0.323

- 52 8073 p.P2533L|DST_uc0 NM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 4. 14 GCCTCAGGAGTA 0.408

+ 4 682 dxm.1_Missense_M NM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0 ATTTGGGATCGAA 0.363

+ 2 400 p.S37F|PHF3_uc01 NM_015153 NP_055968 Q92576 PHF3_HUMAN 5 TGAGATCTCCAAG 0.378

+ 15 5250 p.D1654N|PHF3_uc NM_015153 NP_055968 Q92576 PHF3_HUMAN 5 CAGGAGGATATTT 0.383

+ 36 2477 kam.1_Missense_M NM_001858 NP_001849 Q14993 COJA1_HUMAN lical region 4 (COL4). 4 GGGAAGAACTGG 0.423

+ 36 2492 kam.1_Missense_M NM_001858 NP_001849 Q14993 COJA1_HUMAN lical region 4 (COL4). 4 ATCCTGGTCCCAC 0.443

+ 47 3002 NM_001858 NP_001849 Q14993 COJA1_HUMAN lical region 5 (COL5). 4 ACAGAGGCTCACA 0.468

- 34 2360 _p.P283L|COL9A1 NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL2). 4 CCCGGGGTCCAG 0.637

- 15 1340 OL9A1_uc003pff.3 NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 GGGGGCCAGGG 0.443



+ 10 1317 ao.2_Missense_Mu NM_001044305 NP_001037770 Q8IYB5 SMAP1_HUMAN 0 CTTATAGGAAATG 0.512

+ 29 4318 e_Mutation_p.S414 NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10 ACGGCAGCCAGTC 0.517

+ 7 1393 _p.G349D|KCNQ5_ NM_019842 NP_062816 Q9NR82 KCNQ5_HUMAN 7 GCTCAGGTTTTGC 0.348

- 38 6492 pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMAN nectin type-III 16. 9 CCATTTCCTGTTA 0.343

- 10 1722 OL12A1_uc003phu NM_004370 NP_004361 Q99715 COCA1_HUMAN VWFA 2. 9 TTGCCAGTATTTG 0.388

- 5 1169 n_p.Q167*|FILIP1_ NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN Potential. 4 CTTTCTGGCTTTG 0.403

+ 24 3758 e_Mutation_p.L104 NM_015571 NP_056386 Q9GZR1 SENP6_HUMAN Protease. 6 CCAATTCTCAGTT 0.308

+ 4 477 n_p.M66I|MYO6_u NM_004999 NP_004990 Q9UM54 MYO6_HUMAN yosin head-like. 2 CACTAATGTATTTA 0.274

+ 16 1867 _p.D530N|MYO6_u NM_004999 NP_004990 Q9UM54 MYO6_HUMAN yosin head-like. 2 ATTTTGGATGAAG 0.343

+ 32 3586 _p.E1080K|MYO6_ NM_004999 NP_004990 Q9UM54 MYO6_HUMAN 2 TGCAGAGAAGAAT 0.323

- 2 218 _p.D14N|HMGN3_ NM_004242 NP_004233 Q15651 HMGN3_HUMAN 0 ATCCATCTTTGCC 0.279

+ 5 644 pje.2_Missense_M NM_000056 NP_000047 P21953 ODBB_HUMAN 0 CATGGGGCTCTC 0.433

- 18 3208 se_Mutation_p.S6 NM_015525 NP_056340 Q9P2D0 IBTK_HUMAN 4 AAACAAGACAGTT 0.343

+ 3 1436 _p.A167V|TPBG_uc NM_006670 NP_006661 Q13641 TPBG_HUMAN cellular (Potential). 1 GCAATGCCAGCG 0.657

+ 3 930 M3_uc011dyz.1_5' NM_033411 NP_219479 Q9UIY3 RWD2A_HUMAN 0 ACATTTCCTGTAA 0.468

- 23 2559 pkc.2_Missense_M NM_014841 NP_055656 O60641 AP180_HUMAN 1 TGGCTGCCATTGC 0.453

+ 8 7350 NM_015021 NP_055836 O60281 ZN292_HUMAN 4 GTAAAGGAAACGT 0.358

- 3 461 NM_198568 NP_940970 Q6PEY0 CXB7_HUMAN ical; (Potential). 0 CTGCTGCCACCAT 0.478

+ 13 1906 plw.2_Missense_M NM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1 GAAAGAGCGAAA 0.458

+ 2 191 SLC35A1_uc003ply NM_006416 NP_006407 P78382 S35A1_HUMANmenal (Potential). 0 ACATCAGACAAAG 0.368

- 3 214 pnc.2_Missense_M NM_016021 NP_057105 Q9Y385 UB2J1_HUMAN lasmic (Potential). 0 ATTAAACGTTTAA 0.313

- 97 16258 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 TACTGGCGTTTAC 0.423

- 97 16232 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 TCGAAGCCAAATC 0.408

- 92 15505 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 TGCTCGGCATGG 0.552

- 14 2733 _p.S826F|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN(Potential).|Protein kinase. 28 CCATAAGACATAA 0.403

+ 3 1225 NM_006581 NP_006572 Q9Y231 FUT9_HUMANmenal (Potential). 5 ACTCTCCCAGTGA 0.393

- 14 2058 eaf.1_Missense_M NM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0 GGAAAGCACATGA 0.438

- 12 1697 _splice|USP45_uc0 NM_001080481 NP_001073950 Q70EL2 UBP45_HUMAN 2 TCCTTACCCTTTC 0.294

- 11 2228 u.2_Missense_Mut NM_005068 NP_005059 P81133 SIM1_HUMAN -minded C-terminal. 4 TCTTTAGCTAGGA 0.463

- 8 1119 u.2_Nonsense_Mu NM_005068 NP_005059 P81133 SIM1_HUMAN PAC. 4 CCATACCCAGCCG 0.582

+ 16 5049 ri.2_Missense_Mut NM_001624 NP_001615 Q9Y4K1 AIM1_HUMAN a crystallin 'Greek key' 11. 9 TTAATGCAGAAAC 0.358

+ 7 876 prl.2_Missense_Mu NM_018292 NP_060762 Q9H0R6 QRSL1_HUMAN 0 CCCAGGGACTCTA 0.388

+ 6 2099 NM_018013 NP_060483 A7XYQ1 SOBP_HUMAN Pro-rich. 1 TCGTGCCCCTACC 0.667

- 2 202 psu.2_Missense_M NM_014454 NP_055269 Q9Y6P5 SESN1_HUMAN 1 CTAATGCCAAGTT 0.418

- 2 399 _p.S92N|SLC22A1 NM_033125 NP_149116 Q86VW1 S22AG_HUMAN 1 CCCAAACTCGATG 0.468

- 12 1317 p.G355E|CDK19_u NM_015076 NP_055891 Q9BWU1 CDK19_HUMAN 4 CCGACCCCGGCC 0.692

- 20 7650 V3L_uc003puz.3_M NM_002912 NP_002903 O60673 DPOLZ_HUMAN 6 TTTCAGCTGCAAA 0.348

- 7 1174 _p.P206L|REV3L_u NM_002912 NP_002903 O60673 DPOLZ_HUMAN 6 GACTCAGGTTGGC 0.363

- 3 1348 p.P245S|TRAF3IP NM_147686 NP_679211 O43734 CIKS_HUMAN 3 ATGCTGGATACCT 0.562

- 16 2270 _p.A647V|LAMA4_ NM_001105206 NP_001098676 Q16363 LAMA4_HUMAN omain II and I. 9 CTCACCGCCTACA 0.388

+ 2 327 _p.M45V|DSE_uc0 NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 CATCCCATGCTGT 0.542

+ 4 435 .2_5'UTR|RWDD1_ NM_015952 NP_057036 Q9H446 RWDD1_HUMAN RWD. 3 CACAGGCTGAAGA 0.269

+ 7 863 _p.P138S|RWDD1_ NM_015952 NP_057036 Q9H446 RWDD1_HUMAN 3 TATAATCCTGCTG 0.493

+ 18 2665 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 CGAACTCCAGTCC 0.398

- 21 2532 kej.1_5'UTR|C6orf NM_152730 NP_689943 Q96NH3 BROMI_HUMAN 3 TTGGGACTTCACG 0.313

+ 2 428 1_5'UTR|GJA1_uc NM_000165 NP_000156 P17302 CXA1_HUMAN cellular (Potential). 2 CAACCTGGTTGTG 0.488

+ 9 1131 yv.2_Missense_Mut NM_004506 NP_004497 Q03933 HSF2_HUMAN 0 GTTCAGGCAGTGA 0.473



+ 14 2737 3qai.2_Missense_M NM_181782 NP_861447 Q8NI08 NCOA7_HUMAN 3 CATGCAGCTACTA 0.507

- 13 1816 AP18_uc011ebw.1 NM_033515 NP_277050 Q8N392 RHG18_HUMAN 3 ACTCCCTGAGGAA 0.448

- 12 2010 ation_p.G610R|EPB NM_001431 NP_001422 O43491 E41L2_HUMAN Hydrophilic. 2 CCTTTCCTTCAAT 0.413

- 10 1591 03qci.2_Missense_ NM_001431 NP_001422 O43491 E41L2_HUMAN FERM. 2 CCAATGGTACTCT 0.403

+ 3 403 se_Mutation_p.A28 NM_138633 NP_619539 O43687 AKA7A_HUMAN 2 CTCAAGGCTGTCC 0.507

- 14 1738 e_Mutation_p.P16 NM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3 GTAAGGGGGTAAT 0.398

- 12 1342 a.1_Intron|MED23_ NM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3 AATCAGCTAGTGC 0.373

+ 21 2295 PP3_uc003qcv.2_ NM_005021 NP_005012 O14638 ENPP3_HUMANar (Potential).|Nuclease. 4 GTCCCCCAGTTGG 0.418

- 2 629 kfr.1_Missense_Mu NM_001033080 NP_001028252 Q9P1P5 TAAR2_HUMAN Name=5; (Potential). 1 GTGGTCCCCCATA 0.478

- 6 1297 N1_uc003qdn.2_R NM_004666 NP_004657 O95497 VNN1_HUMAN 3 CTGAGGGAGAAC 0.423

+ 20 2334 on_p.D626N|EYA4_ NM_004100 NP_004091 O95677 EYA4_HUMAN 2 CACTCAGACCTCC 0.308

+ 1 590 21_uc003qej.2_Mis NM_003206 NP_003197 O43680 TCF21_HUMAN x-loop-helix motif. 0 AGACCACCCTGCC 0.662

- 6 910 BS1L_uc011ecz.1_ NM_006620 NP_006611 Q9Y450 HBS1L_HUMAN 2 TTTTCACCGGTGC 0.493

+ 8 1145 _uc003qfe.2_RNA NM_005375 NP_005366 P10242 MYB_HUMAN onal activation domain. 1 GTGCTACCAGTAA 0.423

- 12 2960 gy.1_Missense_Mu NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 TGGTCTCTTCTTC 0.373 rs141900019

- 2 356 _Mutation_p.S59N| NM_003980 NP_003971 Q14244 MAP7_HUMAN 0 GGGCGGCTGGAG 0.378

- 16 2634 n_p.P5L|MAP3K5_ NM_005923 NP_005914 Q99683 M3K5_HUMANProtein kinase. 5 CCTCCAGGGACCT 0.378

- 5 759 n_p.T121I|IL22RA2 NM_052962 NP_443194 Q969J5 I22R2_HUMAN onectin type-III 2. 0 CAGGGAGTGAACC 0.532

- 4 561 m.2_Intron|IL22RA2 NM_052962 NP_443194 Q969J5 I22R2_HUMAN 0 aagttacaagaaatgtgc 0

- 1 648 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN 0 CTCCTCCAGGGA 0.657

+ 4 605 qhs.2_Missense_M NM_006290 NP_006281 P21580 TNAP3_HUMANAF-binding.|O p.0?(22) 137 ACACACCCATGGC 0.443

+ 12 2036 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN SEC7. 2 TACAGTCCCTGGA 0.577

+ 3 629 n_p.A73V|GPR126 NM_020455 NP_065188 Q86SQ4 GP126_HUMAN tracellular (Potential). 1 TCCGAGCCCCCAC 0.468

- 6 6085 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6 TCCTTACCCTCCT 0.363

- 5 2523 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6 ATGCCGCTTGTCT 0.522

+ 2 260 G1_uc011edw.1_M NM_016108 NP_057192 Q9NVV5 AIG1_HUMAN 0 AACCAGGAGCAAG 0.517

+ 5 647 0khi.2_Missense_M NM_014721 NP_055536 O75167 PHAR2_HUMAN 2 AAATCACCTGTGC 0.522

+ 5 737 0khi.2_Nonsense_ NM_014721 NP_055536 O75167 PHAR2_HUMAN 2 GGTAAGCAGGCCC 0.582

- 2 989 PRH_uc003qlg.1_5 NM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3 TTTTATTCTTCTCT 0.378

- 2 602 p.R68K|SHPRH_uc NM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN 3 TTATCTCTGTGAG 0.383

+ 2 735 NM_015278 NP_056093 O94885 SASH1_HUMAN 1 GGAAACGGCGGG 0.542

+ 6 659 _p.A174V|PCMT1_ NM_005389 NP_005380 1 AAGAAGCCCCTTA 0.418

+ 4 1327 e_Mutation_p.E265 NM_005100 NP_005091 Q02952 AKA12_HUMAN PKC-binding (Probable). 8 CCGGCAGAAAGT 0.557

- 2 257 sense_Mutation_p.G NM_017909 NP_060379 Q9NWS8 RMND1_HUMAN 0 AGATGACCGATTC 0.408

- 130 24138 on_p.A7846T|SYN NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN |Cytoplasmic (Potential). 45 GGCTGGCTTTAGC 0.443

- 119 22437 qot.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 TGGCAACCTCATC 0.483

- 78 15021 ou.3_Missense_M NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 GCGTTTCCTCATT 0.478

- 46 7327 ou.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMANCytoplasmic (Potential). 45 ACTTCAGACTGCC 0.338

- 6 731 1M_uc003qqk.2_In NM_016020 NP_057104 Q8WVM0 TFB1M_HUMAN 1 GTCCACCTTCGTT 0.453

+ 12 3297 3qqp.2_Missense_M NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN ARID. 2 AATGAGCCAGAG 0.577

+ 12 3369 qqp.2_Missense_M NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN ARID. 2 AGTCTGCCTGCCG 0.577

+ 17 4152 p.P1294S|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN 2 GGCCCTCCCTCGG 0.557

+ 20 5520 p.R1750C|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN 2 TGGGGCGTGTGC 0.498

- 4 395 AC1_uc003qrb.2_5 NM_032861 NP_116250 Q96JX3 SRAC1_HUMAN 0 TTTCTCCTTTGTC 0.328

+ 9 1226 10kjr.1_Splice_Site NM_020823 NP_065874 Q9P2C4 TM181_HUMAN 3 GTCCAGGTGAGCC 0.607

+ 16 1776 _p.P443L|SYTL3_ NM_001009991 NP_001009991 Q4VX76 SYTL3_HUMAN C2 2. 0 CTCTGCCAGACCA 0.552

+ 6 795 fw.1_Missense_Mu NM_005891 NP_005882 Q9BWD1 THIC_HUMAN 2 GAGTTTCCTCGCC 0.438



+ 17 1468 qsy.1_Missense_M NM_173516 NP_775787 Q8NA58 PNDC1_HUMAN lasmic (Potential). 0 CCTGGGGTCAGC 0.453

+ 27 4010 NM_000876 NP_000867 P11717 MPRI_HUMAN menal (Potential). 3 CGGGAACCGCAG 0.428

- 28 4591 NM_005577 NP_005568 P08519 APOA_HUMAN 6 TTCTTACCTTGTT 0.478

+ 3 1097 LL2_uc011egr.1_R NM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3 GATGTGGACGATC 0.458

+ 2 263 IF25_uc003qwl.1_ NM_030615 NP_085118 Q9UIL4 KIF25_HUMAN Kinesin-motor. 2 TCCCAGATGACAT 0.582

- 7 1280 NM_003247 NP_003238 P35442 TSP2_HUMAN 5 GCCTCACCTTGCA 0.562

- 10 1616 qwy.2_Missense_Mutation_p.N239D|WDR27_uc003qwz A2RRH5 WDR27_HUMAN 1 CCAGGTTTGCCAG 0.403

+ 3 297 ehf.1_Missense_Mu NM_003194 NP_003185 P20226 TBP_HUMAN 1 CCATGACTCCCG 0.483

+ 7 1139 _p.L303F|TBP_uc0 NM_003194 NP_003185 P20226 TBP_HUMAN 2 1 GTTCTCCTTATTT 0.333

- 5 908 p.D244N|PDCD2_ NM_002598 NP_002589 Q16342 PDCD2_HUMAN 0 GAATATCCTTTTC 0.358

+ 2 1015 NM_020223 NP_064608 Q8IXL6 DMP4_HUMAN 0 GCGTGGGTAGGTG 0.617

- 5 564 se_Mutation_p.A16 NM_032350 NP_115726 Q9BRJ6 CG050_HUMAN 0 ATCAGGGCTTCCG 0.677

- 43 6079 km.1_Missense_Mu NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 AGGTCACTGTTGT 0.622

- 9 1342 _p.P321L|TMEM18 NM_001097620 NP_001091089 Q6ZMB5 T184A_HUMAN 0 GCATGGGTGCCG 0.667

- 13 1522 ksh.1_Missense_M NM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN eraction with NEK2.|Potenti 2 TCGCTGTCGTAGG 0.657

+ 10 1522 p.A480V|EIF3B_uc NM_003751 NP_003742 P55884 EIF3B_HUMAN 0 TAATCGCCTTCTG 0.463

+ 3 555 _5'Flank|TTYH3_u NM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN cellular (Potential). 0 GCTCCGCCACGC 0.697

+ 13 1687 20_splice|TTYH3_u NM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN 0 CCCTCAGTAAGTC 0.642

- 16 2365 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50 ACAGAGGTGACCG 0.647

- 6 1125 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN Potential. 50 ATTCCTCCTCCAT 0.483

+ 29 4519 e_Mutation_p.W73 NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 8. 6 GGCTGGGGGGA 0.642

+ 10 1302 .2_RNA|KIAA0415 NM_014855 NP_055670 O43299 K0415_HUMAN 1 ATGCTGGCCTTTG 0.572

- 7 1828 _p.S57N|RADIL_u NM_018059 NP_060529 Q96JH8 RADIL_HUMAN Dilute. 7 TCCTCGCTGGCC 0.632

- 25 7163 NM_001080495 NP_001073964 O15417 TNC18_HUMAN 0 GGGGGATCCTGC 0.617

- 17 2693 _p.P457S|RNF216_ NM_207116 NP_996999 Q9NWF9 RN216_HUMAN Pro-rich. 5 GTTGGGCAGAGG 0.642

- 5 484 MS2_uc010ktg.2_5 NM_000535 NP_000526 P54278 PMS2_HUMAN 2 GTCGAGTTCCAAC 0.517

- 4 356 0ktg.2_5'UTR|PMS NM_000535 NP_000526 P54278 PMS2_HUMAN 2 ATCTTAGATGTGT 0.383

- 2 143 0ktg.2_5'UTR|PMS NM_000535 NP_000526 P54278 PMS2_HUMAN 2 TTCCGATCAATAG 0.413

+ 13 2102 _p.A660V|USP42_ NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5 ACGGTGCTAATAG 0.572

+ 15 2572 wq.1_Missense_Mu NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN Pro-rich. 5 CCCCCTGACCTGT 0.706

+ 16 3950 .G1276D|USP42_u NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5 AGGGTGGCTTTC 0.537

- 2 863 NM_001037163 NP_001032240 Q7Z4H9 SIPAR_HUMAN 0 CCTCCTCCCAGC 0.622

- 15 2065 e_Mutation_p.G503 NM_139179 NP_631918 Q8NCG7 DGLB_HUMAN lasmic (Potential). 3 TTCGGACCTATGA 0.567

- 4 742 LB_uc003sqc.2_In NM_139179 NP_631918 Q8NCG7 DGLB_HUMAN lasmic (Potential). 3 CACACGCTTGTAG 0.507

+ 4 1266 p.1_Missense_Mut NM_019005 NP_061878 Q9NXC5 MIO_HUMAN 0 GTGCAACCTTGTG 0.388 rs141631713

- 13 1317 e_Mutation_p.P41 NM_022307 NP_071682 Q05084 ICA69_HUMAN 1 GCCTTGGGGTCTG 0.552

+ 9 2252 rz.2_Missense_Mu NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TGGATGGAAGGA 0.393

+ 16 3025 rz.2_Missense_Mu NM_014660 NP_055475 O94880 PHF14_HUMAN 3 CCCAAGGCTGAA 0.383

- 25 4936 7A_uc003ssd.3_M NM_015204 NP_056019 Q9UPZ6 THS7A_HUMANcellular (Potential). 3 TGGTGGGTAATAC 0.507

- 2 832 NM_015204 NP_056019 Q9UPZ6 THS7A_HUMAN (Potential).|TSP type-1 2. 3 TGCAATCTTGCTG 0.567

- 6 791_792 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMAN 0 GACCAAGGTTATT 0.307

- 9 1250 KMY2_uc010ktz.2_ NM_020319 NP_064715 Q8IV38 ANKY2_HUMAN MYND-type. 1 AGTAAACCAGTGT 0.358

+ 11 3047 HR_uc003stt.3_RN NM_001621 NP_001612 P35869 AHR_HUMAN 3 ACATATCCAGCTG 0.353

+ 11 1669 e_Mutation_p.G499 NM_058176 NP_478056 Q9UKV0 HDAC9_HUMAN 5 AAGTTGGGGCTG 0.542

+ 3 1042 GB8_uc003sut.2_M NM_002214 NP_002205 P26012 ITB8_HUMAN cellular (Potential). 3 GAAAATGAAATTA 0.358

+ 39 6440 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15 CGGAGGAGGAAG 0.517

+ 53 8646 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 4 (By similarity). 15 GCTTGTCCAGGCT 0.582



+ 76 12358 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 6 (By similarity). 15 GGGCTGGAGCCG 0.478

- 17 1521 1jyl.1_Missense_M NM_012294 NP_036426 Q92565 RPGF5_HUMAN 1 ACATAGGAGTGCT 0.428

+ 7 1424 yw.1_RNA|NUPL2_ NM_007342 NP_031368 O15504 NUPL2_HUMAN action with GLE1. 3 TTCACACCCAGAG 0.383

+ 7 1479 jyw.1_RNA|NUPL2 NM_007342 NP_031368 O15504 NUPL2_HUMAN action with GLE1. 3 AATTTACTCTGGG 0.333

- 15 1908 swf.2_Missense_M NM_006547 NP_006538 O00425 IF2B3_HUMAN KH 4. 2 GGGCAACCTAGAA 0.388

- 12 1644 3swf.2_Missense_M NM_006547 NP_006538 O00425 IF2B3_HUMAN KH 3. 2 CCTCTGGTGGTCC 0.453

- 1 1230 NR_002711 0 TCTCATCCCAATC 0.512

+ 4 631 wr.3_Missense_Mut NM_199136 NP_954587 A4D161 CG046_HUMAN 0 AAAAACCAGTGGG 0.493

+ 5 798 r.3_Intron|C7orf46_ NM_199136 NP_954587 A4D161 CG046_HUMAN 0 TTTCAAGCATCAT 0.348

+ 6 917 plice_Site_p.R182_ NM_199136 NP_954587 A4D161 CG046_HUMAN 0 GAAAGGGTAGGT 0.338

- 10 1276 ation_p.V260I|OSB NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1 TCGGGACCTGAAG 0.353

+ 5 472 utation_p.L121F|C NM_007276 NP_009207 Q13185 CBX3_HUMAN o 2; shadow subtype. 1 AGAGGTCTTGATC 0.358

- 9 957 _p.E50K|SKAP2_u NM_003930 NP_003921 O75563 SKAP2_HUMAN 1 CAGATTCCATATC 0.303

- 1 465 3syd.2_Intron|uc00 NM_005522 NP_005513 P49639 HXA1_HUMAN 3 CACTGGGGGTAC 0.577

- 1 331 NM_006735 NP_006726 O43364 HXA2_HUMAN 2 CACTCAGCGAGCG 0.473

- 2 473 syn.1_5'Flank|uc00 NM_024014 NP_076919 P31267 HXA6_HUMAN Homeobox. 2 GGCGGCCTCGG 0.662

- 8 1099 _p.L253F|HIBADH_ NM_152740 NP_689953 P31937 3HIDH_HUMAN 2 TGCCAAGAAGGAT 0.502

+ 4 572 on_p.T28I|CREB5_ NM_182898 NP_878901 Q02930 CREB5_HUMAN 2 CTCCGACCCCAAC 0.527

- 12 1404 _p.A429T|CPVL_uc NM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2 AACCAGCCACTTC 0.493

+ 9 1191 N2_uc010kvh.2_In NM_004067 NP_004058 P52757 CHIO_HUMAN ol-ester/DAG-type. 2 TTGAACGTACACA 0.418 rs140638672

+ 6 1315 NM_001080529 NP_001073998 A6NGB9 WIPF3_HUMAN 1 TATAAACCATGCC 0.468

+ 1 317 ac.1_Missense_Mu NM_198098 NP_932766 P29972 AQP1_HUMAN Cytoplasmic. 0 TCAGCTGCCAGAT 0.657

- 7 1162 _p.M291I|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 AGCGTGCATTAA 0.458

+ 5 963 _p.S314F|FKBP9_ NM_007270 NP_009201 O95302 FKBP9_HUMAN 14 GCATTTCCATTGA 0.468

+ 2 821 NM_030636 NP_085139 Q7L9B9 EEPD1_HUMAN HhH. 0 GCCGTGGCACGC 0.577

+ 2 1466 NM_030636 NP_085139 Q7L9B9 EEPD1_HUMAN 0 GAGAAGGCCAAC 0.617

+ 3 653 g.2_Missense_Muta NM_018685 NP_061155 Q9NQW6 ANLN_HUMAN tion.|Interaction with CD2AP 3 AACTTGCAGAGCA 0.463

+ 6 1491 tfg.2_Splice_Site_p NM_018685 NP_061155 Q9NQW6 ANLN_HUMAN 3 AAGCAGGTATGGT 0.383

- 12 1256 p.D221N|ELMO1_ NM_014800 NP_055615 Q92556 ELMO1_HUMAN 6 CCTGGTCCTGGGG 0.488

+ 6 683 _p.E179K|STARD3 NM_032016 NP_114405 O95772 MENTO_HUMANic (Potential).|MENTAL. 1 CCTCAAGAAGCAG 0.473

+ 3 310 kxo.2_Missense_M NM_007252 NP_009183 P78424 PO6F2_HUMAN 1 CCATTTCCAGTTG 0.453 rs148094915

+ 3 562 NM_005402 NP_005393 P11233 RALA_HUMAN 2 GGGGAGGGGTTC 0.458

+ 13 1135 n_p.V360I|C7orf10_ NM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2 TTTCAGGTATTAC 0.393

+ 14 1247 orf10_uc003tho.1_M NM_024728 NP_079004 Q9HAC7 CG010_HUMAN 2 GGCCGCCCCCGC 0.572

- 10 1448 g.1_Missense_Mut NM_000168 NP_000159 P10071 GLI3_HUMAN 19 GCTGTTCCTGAAA 0.483

- 8 1146 g.1_Missense_Mut NM_000168 NP_000159 P10071 GLI3_HUMAN 19 GGCGCGGAAGAG 0.537

- 2 1494 thx.3_Missense_M NM_024054 NP_076959 Q9BPX7 CG025_HUMAN 1 AGGCACGCTCAGA 0.448

- 2 826 hx.3_Missense_M NM_024054 NP_076959 Q9BPX7 CG025_HUMAN 1 TTCCGGCCAATGG 0.478

- 4 937 0kya.2_Missense_M NM_006230 NP_006221 P49005 DPOD2_HUMAN 2 AACAGAGTGCCCA 0.627

- 4 494 TMED4_uc003tlk.2 NM_182547 NP_872353 Q7Z7H5 TMED4_HUMANmenal (Potential). 0 CGCGGAGCTGTA 0.517

+ 18 2764 _Mutation_p.E504K NM_031449 NP_113637 Q8NF64 ZMIZ2_HUMAN Pro-rich. 5 GCCCCAGAACCA 0.652

- 1 804 NM_033224 NP_150093 Q96QR8 PURB_HUMAN 0 CCCCAGGCTTTGA 0.557

- 11 1601 sense_Mutation_p NM_033054 NP_149043 B0I1T2 MYO1G_HUMANyosin head-like. 4 TCCAGGGTCTGCA 0.657

+ 1 386 CY1_uc003tnd.2_5' NM_021116 NP_066939 Q08828 ADCY1_HUMAN 6 AGGTCGGCCAGCT 0.522

- 30 4834 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN cellular (Potential). 11 GAAATGCCCTTG 0.393

+ 14 1832 kyr.2_Missense_M NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 GCTGATCCCTCTC 0.453

- 12 1323 zb.2_Missense_Mu NM_005311 NP_005302 Q13322 GRB10_HUMAN 6 ACGAGGGAGTTCT 0.547



- 10 2032 p.3_Missense_Mut NM_015198 NP_056013 O75128 COBL_HUMAN 5 ATGTTAGATAAGG 0.502

+ 6 929 e_Mutation_p.P228 NM_005228 NP_005219 P00533 EGFR_HUMAN .|ExtracellulaV30_R297>G( 9571 AGTCCCCCAGTGA 0.622

- 5 1707 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4 ATAAGGGTTGAGG 0.403

+ 4 1013 NM_001159279 NP_001152751 2 GAAGAATGTGGCA 0.423

+ 5 1442 NM_153363 NP_699194 Q8IYX0 ZN679_HUMAN C2H2-type 9. 1 TAAGTGGTCCTCA 0.383

+ 9 719 r.2_Missense_Muta NM_000048 NP_000039 P04424 ARLY_HUMAN 2 GTGGGGCCATTGC 0.512

+ 11 3143 p.G783D|POM121_ NM_172020 NP_742017 Q96HA1 P121A_HUMANe side (Potential). 0 CCTTCGGCGCTCC 0.652

+ 3 200 CF1B_uc011ker.1_ NM_000265 NP_000256 0 CACCAGGGCACA 0.632

- 7 1595 NM_032408 NP_115784 Q9UIG0 BAZ1B_HUMAN Lys-rich. 7 CCTGTGGATTTCT 0.458

- 7 503 ssense_Mutation_p NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Potential). 0 GTCGTGGTCCTGC 0.597

+ 3 482 an.2_Missense_M NM_003388 NP_003379 Q9UDT6 CLIP2_HUMAN 3 GACCCTCCTCCTC 0.677

+ 21 2605 3uap.2_Missense_M NM_016328 NP_057412 Q9UHL9 GT2D1_HUMAN GTF2I-like 4. 4 AGTAACCCCGGCT 0.622

+ 4 926 _p.W242*|TRIM74_ NM_198924 NP_944606 Q86UV6 TRI74_HUMAN 0 CATCTGGGTGAGT 0.627

+ 9 914 _Mutation_p.P177 NM_000941 NP_000932 P16435 NCPR_HUMAN 1 CCCAGCCCCTTTG 0.582

+ 1 307 n_p.L28M|UPK3B_ NM_030570 NP_085047 Q9BT76 UPK3B_HUMAN 1 CTGAGCCTGGGTG 0.697

+ 3 976 _p.M222I|UPK3B_ NM_030570 NP_085047 Q9BT76 UPK3B_HUMAN ical; (Potential). 1 TACCATGCGCTTG 0.627

- 17 3193 _p.G966D|MAGI2_ NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 5. 11 GACTGGCCATTCA 0.502

+ 5 830 gt.1_Missense_Mu NM_002069 NP_002060 P63096 GNAI1_HUMAN 3 GCTCAACCAAATT 0.308

- 15 2121 kgw.1_Missense_M NM_006379 NP_006370 Q99985 SEM3C_HUMAN 1 GCACAGGCTGTA 0.498

- 20 15077 ht.1_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TACTTGGTTGAAT 0.488

- 6 11192 _p.A3635T|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CTAAGGCTTTGCC 0.493

- 16 2202 NM_012431 NP_036563 O15041 SEM3E_HUMAN 3 CATCCCCTACAAC 0.353

+ 17 2424 se_Mutation_p.P61 NM_001142327 NP_001135799 Q9Y222 DMTF1_HUMAN similarity).|Required for tran 2 ATCGTTCCTTCAC 0.328

- 3 424 NM_024315 NP_077291 Q9BU79 CG023_HUMAN ical; (Potential). 0 ATACTACTCAAAG 0.373

- 3 342 NM_024315 NP_077291 Q9BU79 CG023_HUMAN 0 CGTTACCTGTATG 0.378

+ 11 1231 iu.2_Missense_Mu NM_021151 NP_066974 Q9UKG9 OCTC_HUMAN 3 ATGCTCCTTTTGA 0.303

- 10 1371 khc.1_Missense_M NM_000927 NP_000918 P08183 MDR1_HUMAN smembrane type-1 1. 7 AAGGTGGTCCCA 0.388

- 4 524 khc.1_Missense_M NM_000927 NP_000918 P08183 MDR1_HUMAN lasmic (Potential). 7 AAAATACACTGAC 0.274

+ 3 748 F4_uc003ujg.1_5'U NM_006716 NP_006707 Q9UBU7 DBF4A_HUMAN BRCT 1. 2 AGCAAAGATATCA 0.264

+ 4 417 ujl.1_Missense_Mu NM_021723 NP_068369 Q9P0K1 ADA22_HUMAN 8 TGTCCTCTGAATA 0.348

+ 22 1935 jm.2_Missense_M NM_021723 NP_068369 Q9P0K1 ADA22_HUMANExtracellular (Potential). 8 TCGATGGTGAAAT 0.373

- 6 554 _p.A153T|SRI_uc0 NM_003130 NP_003121 P30626 SORCN_HUMAN EF-hand 4. 1 TAAGAGCCCTCAG 0.443

+ 9 1114 kg.2_Intron|C7orf6 NM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1 CTAGGGCTTTGAA 0.194

+ 10 1126 o.1_Missense_Mut NM_033107 NP_149098 A4D1E9 GTPBA_HUMAN 0 GATGCACTTCATA 0.368

+ 5 1091 _p.I152N|CLDN12 NM_012129 NP_036261 P56749 CLD12_HUMAN ical; (Potential). 0 CATCTATCTGGGT 0.478

+ 17 4840 ulf.2_Missense_Mu NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 GATATACCAGAAT 0.318

+ 21 5453 p.A1743V|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 CAACAGCAGCTGT 0.388

+ 23 5900 p.S1892F|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN tential.|Glu-rich. 26 CAGAGTCCCTTAA 0.468

+ 48 11681 p.G3442E|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 CTGGTGGGCTGG 0.348

- 5 572 se_Mutation_p.A15 NM_000466 NP_000457 O43933 PEX1_HUMAN 2 ATTAGTGCAACTG 0.388

- 3 4535 mg.2_Nonsense_M NM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7 AAAACTGATAAGT 0.383

- 3 2663 mg.2_Missense_M NM_017654 NP_060124 Q5K651 SAMD9_HUMAN 7 CTTGTTCTTCAAA 0.353

- 5 4374 MD9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 AACAGAGTGTCTG 0.373

+ 18 1722 _p.D502N|CCDC1 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 CACAAAGATGAAG 0.368

+ 20 1942 n_p.P575L|CCDC1 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 ATGCACCTATCTT 0.313

- 9 904 CALCR_uc003umu NM_001742 NP_001733 P30988 CALCR_HUMAN Name=2; (Potential). 9 GGGTTACCCTTTG 0.393

- 2 245 T1_uc003une.3_R NM_005868 NP_005859 O15155 BET1_HUMAN al).|t-SNARE coiled-coil hom 0 TCTTCACAGGCAC 0.378



+ 14 1157 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 CCCCTGGCCCAG 0.398

- 4 341 kih.1_Missense_Mu NM_000446 NP_000437 P27169 PON1_HUMAN 1 TCCAGGACTGTT 0.378

+ 1 187 unx.2_Splice_Site_ NM_016116 NP_057200 Q9Y574 ASB4_HUMAN 1 AACAAGGTAAAAA 0.308

+ 11 3037 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16 GTGTAGGGAGTAG 0.532

+ 11 3087 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16 TTTTCGGAAGACC 0.473

- 23 3276 NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN TECPR 7. 1 TACCAGCAGTCAC 0.637

- 11 1640 uph.1_Missense_M NM_015395 NP_056210 Q7Z6L1 TCPR1_HUMAN 1 GGGGGCCGGGC 0.692

+ 20 2619 p.D804N|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 ATGAAGGACCTC 0.587

+ 24 3499 p.A1097V|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 CAATTGCTATTTG 0.478

+ 49 7411 p.T2383I|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 TGATGACTTACAT 0.363

+ 69 10972 p.P3559L|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37 ACAACCCCTCTTC 0.617

- 12 1645 _p.G416D|SMURF1 NM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN HECT. 4 GCCACACCACCG 0.483

- 11 1455 _p.V353I|SMURF1 NM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN 4 TCTGGACTAGATC 0.562

- 5 712 _p.G131D|SMURF1 NM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN 4 ATCTGGCCACGAA 0.433

+ 5 565 upy.1_Missense_M NM_006409 NP_006400 Q92747 ARC1A_HUMAN WD 3. 1 AAAAAGCCGATTC 0.478

+ 7 932 3upy.1_Missense_M NM_006409 NP_006400 Q92747 ARC1A_HUMAN WD 5. 1 TCGTGGCTGCTG 0.493

- 3 679 iw.1_Missense_Mu NM_015545 NP_056360 O75127 PTCD1_HUMAN PPR 2. 1 CGCCCGCAGCCC 0.423

+ 3 289 se_Mutation_p.E24 NM_213603 NP_998768 Q5FWF6 ZN789_HUMAN KRAB. 0 GAGAGGAGTGG 0.453

- 12 1366 CYP3A5_uc011kiy. NM_000777 NP_000768 P20815 CP3A5_HUMAN 0 AAGGATCTATGCT 0.383

- 8 863 e_Mutation_p.S146 NM_000777 NP_000768 P20815 CP3A5_HUMAN 0 AGGCGACTTTTCT 0.308

- 6 595 3A5_uc003urs.2_In NM_000765 NP_000756 P24462 CP3A7_HUMAN 1 TCTCTGCTTCCCG 0.512

+ 5 510 Mutation_p.A136V| NM_057095 NP_476436 Q9HB55 CP343_HUMAN 2 CTCCAGCTTTCAC 0.348

+ 7 633 G177E|CYP3A43_ NM_057095 NP_476436 Q9HB55 CP343_HUMAN 2 TCTTTGGGGCCTA 0.403

- 1 125 NM_181538 NP_853516 Q8NFK1 CXG3_HUMAN ical; (Potential). 1 TAGACTCCAGGCC 0.667

- 1 88 NM_181538 NP_853516 Q8NFK1 CXG3_HUMAN ical; (Potential). 1 GGAATCCCAGGAG 0.657

- 2 381 NM_001185 NP_001176 P25311 ZA2G_HUMAN 2 CACTGACCGTTAC 0.522

+ 6 1187 _p.T287I|ZKSCAN NM_003439 NP_003430 P17029 ZKSC1_HUMAN 3 AGAAAACCAGGAA 0.488

- 6 1114 k|AP4M1_uc010lgl NM_005916 NP_005907 P33993 MCM7_HUMAN 0 TCAGAGGCATGAA 0.507

+ 2 284 M1_uc003utc.3_M NM_004722 NP_004713 O00189 AP4M1_HUMAN 0 AGTGGCGGCCGG 0.701

+ 5 560 nse_Mutation_p.D NM_004722 NP_004713 O00189 AP4M1_HUMAN 0 CACTAGGACTATG 0.433

- 3 754 96T|STAG3_uc010 NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 ATGAGGCCAAGCG 0.627

+ 19 2086 S_uc003uty.3_RNA NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 TTGAGGCTGGGG 0.577

+ 30 3400 .3_Intron|GATS_uc NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 GGCCTGCCAAGC 0.577

+ 1 897 u.1_5'Flank|ZCWPW NM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN 1 CGGAAGCGGCATA 0.592

- 2 1512 p.G14R|TSC22D4_ NM_030935 NP_112197 Q9Y3Q8 T22D4_HUMAN 2 CCTGCCCCATCTC 0.507

+ 6 939 AGFG2_uc010lgy.2_ NM_006076 NP_006067 O95081 AGFG2_HUMAN 1 CAGTGGCCCCAG 0.493

- 2 316 CH4_uc003uvi.2_R NM_002319 NP_002310 O75427 LRCH4_HUMAN LRR 2. 2 AGCTGGCACGCC 0.637

- 5 703 FR2_uc003uvu.1_ NM_003227 NP_003218 Q9UP52 TFR2_HUMAN cellular (Potential). 2 TGCTCTCCGACCT 0.582

- 7 1565 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2 TCCTTGGGCCAGC 0.552

+ 14 3143 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 CCATTCCCACAGA 0.567

+ 9 1331 e_Mutation_p.A133 NM_020246 NP_064631 Q9BXP2 S12A9_HUMAN ical; (Potential). 0 TGGGCAGCTGTA 0.592

+ 3 4558 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 AAGGTACCAGCAT 0.468

+ 3 6355 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 AAGGAAGTCCTC 0.507

+ 3 8110 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 CCTCAACTCCTGG 0.483

+ 3 8427 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 TCCTCTCCTACAA 0.512

+ 3 8779 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 GTTCTTCTCCTAC 0.507

+ 9 13102 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 GTGTCTCCAAGAA 0.572



+ 3 1961 M56_uc003uxr.2_In NM_030961 NP_112223 Q9BRZ2 TRI56_HUMAN 3 CCAACGGCGAAGT 0.721

- 11 1633 OD3_uc010lhs.2_5' NM_001084 NP_001075 O60568 PLOD3_HUMAN 2 CGTCGGCGTCCAG 0.657

+ 4 785 HIT1_uc003uyf.2_R NM_006349 NP_006340 O43257 ZNHI1_HUMAN 1 CCGAGGGCCCTA 0.672

+ 17 2100 _uc011kkn.1_Intron NM_181552 NP_853530 P39880 CUX1_HUMAN 8 AAACTGGTACAGC 0.433

+ 3 460 BH4_uc003uzm.2_5 NM_152892 NP_690852 Q9UFC0 LRWD1_HUMAN LRR 4. 1 GTCAATGACAACC 0.567

- 11 1386 _uc003var.2_RNA| NM_145032 NP_659469 Q8NEE6 FXL13_HUMAN LRR 4. 0 CCATTCCCCAAGT 0.473

- 20 3245 bg.3_RNA|DPY19L NR_003561 0 AGACAGCTTGACA 0.388

+ 3 327 n_p.E6K|PMPCB_u NM_004279 NP_004270 O75439 MPPB_HUMAN 4 ACAATGGAACAGC 0.328

- 18 2047 C26A5_uc003vbw.2 NM_198999 NP_945350 P58743 S26A5_HUMAN mic (Potential).|STAS. 1 TTGGTAGCATCCT 0.393

- 5 707 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN Reelin. 19 CTGTTGGAGCTGA 0.368

- 10 1069 klp.1_Missense_Mu NM_002553 NP_002544 O43913 ORC5_HUMAN 0 TTGCTGGATTGTA 0.323

+ 1 504 vcf.2_Missense_M NM_199000 NP_945351 Q86UP9 LHPL3_HUMAN ical; (Potential). 0 GCTTTACCCTCTT 0.577

+ 16 2408 se_Mutation_p.A62 NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN 3 GTGATGCTGAAG 0.294

+ 27 5458 LL5_uc010ljf.1_Int NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN Pro-rich. 3 CTTGTACAACAGC 0.542

- 5 805 y.2_Missense_Mut NM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1 CGATAACCTATTA 0.358

- 4 742 y.2_Missense_Muta NM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1 GCTTTTCTTCAGC 0.333

- 2 173 vdo.2_Missense_M NM_006754 NP_006745 Q16563 SYPL1_HUMAN c (Potential).|MARVEL. 0 GTGGCTCCTTGAG 0.498

+ 2 795 _p.P237L|PIK3CG_ NM_002649 NP_002640 P48736 PK3CG_HUMAN 38 TCTCACCCGACGA 0.532

+ 2 1400 _p.P439S|PIK3CG_ NM_002649 NP_002640 P48736 PK3CG_HUMAN 38 AAAGCTCCAGCAC 0.512

- 4 943 _p.A140T|COG5_u NM_181733 NP_859422 Q9UP83 COG5_HUMAN 4 GTAAAGCCCCAAT 0.328

+ 6 784 DUS4L_uc011klx.1_ NM_181581 NP_853559 O95620 DUS4L_HUMAN 0 GAAACCCCTGGA 0.348

+ 5 757 NM_000441 NP_000432 O43511 S26A4_HUMAN cellular (Potential). 7 TAGACACTGCAGC 0.428

+ 6 838 NM_000441 NP_000432 O43511 S26A4_HUMAN ical; (Potential). 7 TTGGTGGCTTGCA 0.403

+ 6 952 _p.P87S|CBLL1_u NM_024814 NP_079090 Q75N03 HAKAI_HUMAN Pro-rich. 5 CATCCTCCTATTG 0.458

+ 6 1423 _p.P244S|CBLL1_u NM_024814 NP_079090 Q75N03 HAKAI_HUMAN Pro-rich. 5 GGTACTCCTCACT 0.527

- 10 1407 ves.2_Missense_M NM_000111 NP_000102 P40879 S26A3_HUMAN 4 GCTGATCTGGAGA 0.478

- 4 549 3ves.2_Missense_M NM_000111 NP_000102 P40879 S26A3_HUMAN ical; (Potential). 4 ATTATGGCTGGGA 0.433

- 12 1765 vex.2_Missense_M NM_002291 NP_002282 P07942 LAMB1_HUMANminin EGF-like 4. 8 CAGTGACCTGTCT 0.483

- 25 3785 _p.P1234L|LAMB4_ NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN Domain II. 8 AAAACAGGATGTT 0.408

- 3 905 vfl.2_Missense_Mu NM_001130475 NP_001123947 Q7Z6K1 THAP5_HUMAN 0 AGAATGGATTTTC 0.323

+ 3 642 NM_012328 NP_036460 Q9UBS3 DNJB9_HUMAN 0 AGGATGGTGGTTC 0.348

+ 4 2517 LRRN3_uc003vfu. NM_001099660 NP_001093130 Q9H3W5 LRRN3_HUMAN Potential).|Ig-like C2-type. 8 AAAGAAGGGGGT 0.408

- 48 5443 vfw.2_Missense_M NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Ser-rich. 4 TAGATGGCACTGC 0.468

- 46 5279 K4_uc003vfw.2_M NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN Ser-rich. 4 TACCTGCATGTTA 0.403

- 25 2886 _p.E314K|DOCK4_ NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN 4 TTTCCTCCAGCAC 0.403

- 8 970 ce_Site|DOCK4_uc NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN 4 CAGGTACCTGATT 0.423

+ 8 1187 e_Mutation_p.W24 NM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2 TGCATGGACACTA 0.348

- 5 572 l.3_Missense_Mut NM_012252 NP_036384 O14948 TFEC_HUMAN Basic motif. 1 TAGTGTCAGTTTC 0.318

- 3 707 vja.2_Missense_Mu NM_003391 NP_003382 P09544 WNT2_HUMAN 7 TCACAGGAACAG 0.483 rs148782147

+ 21 3521 q.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN ential).|ABC transmembrane 5 GAGTTGGTATTAT 0.383

- 4 914 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Potential. 5 TTTGCTGTCACTT 0.478

+ 5 783 NM_019644 NP_062618 Q92527 ANKR7_HUMAN ANK 5. 0 GAACCACCATGTT 0.368

+ 1 1174 NM_012281 NP_036413 Q9NZV8 KCND2_HUMAN lasmic (Potential). 5 GCAGTTCTGAGAG 0.527

+ 1 1321 NM_012281 NP_036413 Q9NZV8 KCND2_HUMAN lasmic (Potential). 5 AAGAACTGGCCT 0.572

+ 8 820 2_Missense_Muta NM_019071 NP_061944 Q9NXR8 ING3_HUMAN 1 TGGCAGCTGCTCA 0.423

+ 23 3497 NM_024913 NP_079189 A4D0V7 CG058_HUMAN 9 TTCTCAGCAGGAT 0.458

+ 12 5109 .2_Intron|PTPRZ1_ NM_002851 NP_002842 P23471 PTPRZ_HUMANcellular (Potential). 9 TTTGCAGACACTA 0.453



+ 12 5142 .2_Intron|PTPRZ1_ NM_002851 NP_002842 P23471 PTPRZ_HUMANcellular (Potential). 9 ATCCTGGCAGCAG 0.458

+ 24 6517 p.S1174F|PTPRZ1 NM_002851 NP_002842 P23471 PTPRZ_HUMAN l).|Tyrosine-protein phospha 9 ACTATTCTGCAGC 0.338

- 18 2224 kb.2_Missense_Mu NM_005763 NP_005754 Q9UDR5 AASS_HUMAN opine dehydrogenase. 2 AAATCTCAGCATA 0.428

- 4 1281 ense_Mutation_p.P NM_001024613 NP_001019784 A0PJY2 FEZF1_HUMAN C2H2-type 6. 3 ACGTGGGGCAGG 0.567

- 1 566 NM_016945 NP_058641 Q9NYV7 T2R16_HUMAN cellular (Potential). 2 TTGTCAGTTACAG 0.398

- 12 2666 UB_uc003vko.2_M NM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4 CCATGACCAGATC 0.473

- 6 1533 .2_RNA|IQUB_uc0 NM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4 TTTATCAGTCATAT 0.328

+ 2 1302 NM_207163 NP_997046 Q6P5Q4 LMOD2_HUMAN 0 GGCAAAGAGGAAC 0.488

+ 4 769 SPAM1_uc003vlf.3_ NM_153189 NP_694859 P38567 HYALP_HUMAN 4 CAAGACCATCTGG 0.393

+ 5 1421 PAM1_uc003vlf.3_ NM_153189 NP_694859 P38567 HYALP_HUMAN 4 TATGGGGAACCCT 0.318

- 8 935 OT1_uc003vll.2_RN NM_015450 NP_056265 Q9NUX5 POTE1_HUMAN 1 TAGGGGCTCCCAA 0.428

- 1 699 RM8_uc003vlt.2_M NM_000845 NP_000836 O00222 GRM8_HUMAN cellular (Potential). 23 TCACATCCGAAGC 0.512

- 5 2205 vly.1_Missense_M NM_176814 NP_789784 Q2TB10 ZN800_HUMAN 1 CTTCAGGTGAATT 0.393

- 4 690 g.1_Missense_Mu NM_006193 NP_006184 O43316 PAX4_HUMAN Homeobox. 1 GTGGCCGGTCCC 0.582

+ 15 1820 e.2_Missense_Mut NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 4. 3 GTGGTGGAATACG 0.438

- 17 1959 _p.P157L|RBM28_ NM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2 TTTGCAGGCTCTG 0.512

- 5 455 p.D192N|IMPDH1_ NM_001142573 NP_001136045 P20839 IMDH1_HUMAN CBS 1. 4 CAGGGTCCGTGAT 0.602

+ 4 589 _p.G146E|CALU_u NM_001130674 NP_001124146 O43852 CALU_HUMAN 0 ATGATGGATTTAA 0.388

- 2 516 NM_001708 NP_001699 P03999 OPSB_HUMAN Name=4; (Potential). 0 CCGGCTCCAGCCA 0.542

+ 10 1803 a.3_Missense_Mu NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 3. 12 GATGGTGTGTTCG 0.617

+ 13 2272 oa.3_Missense_Mu NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 5. 12 AGCCCGCTGAGTT 0.602

+ 18 2901 oa.3_Missense_Mu NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 7. 12 GGAGCCGGCAAG 0.592

+ 44 7566 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Interaction with INPPL1. 12 GTGGAGGAGTGC 0.667

+ 3 461 _p.P114S|IRF5_uc0 NM_002200 NP_002191 Q13568 IRF5_HUMAN ophan pentad repeat. 0 CCTCAGCCCTACA 0.637

- 1 378 on_p.E2K|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 CTCCTTCCATGGT 0.617

+ 11 2148 os.2_Missense_Mu NM_005631 NP_005622 Q99835 SMO_HUMAN lasmic (Potential). 37 ATGTCACCAAGAT 0.557

+ 16 1883 07_splice|AHCYL2_ NM_015328 NP_056143 Q96HN2 SAHH3_HUMAN 2 TACAGGTGCCTT 0.507

- 10 1510 _p.Q339*|ZC3HC1 NM_016478 NP_057562 Q86WB0 NIPA_HUMAN 0 CCCACTGCCGAA 0.398

+ 9 1204 _p.P328S|KLHDC1 NM_014997 NP_055812 Q6PID8 KLD10_HUMAN Kelch 5. 0 AAGCTCCCAGCTA 0.398

- 5 664 p.V181M|TMEM20 NM_032842 NP_116231 Q96SK2 TM209_HUMAN Ser-rich. 3 AGGTCACTCCAGG 0.458

+ 5 496 _p.G117E|CPA4_u NM_016352 NP_057436 Q9UI42 CBPA4_HUMAN 1 AGATTGGACATTC 0.517

+ 6 758 e_Mutation_p.T141 NM_001868 NP_001859 P15085 CBPA1_HUMAN 1 CCTTCACGCACAG 0.562

- 2 615 _p.A129V|PLXNA4_ NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANular (Potential).|Sema. 1 CCACAGGCAATCA 0.542

+ 10 1252 NM_020299 NP_064695 O60218 AK1BA_HUMAN 5 ACTATCCCTTCAA 0.393

+ 6 804 kps.1_Missense_M NM_001080538 NP_001074007 C9JRZ8 AK1BF_HUMAN 1 TTGGATGCCTGGG 0.423

+ 3 671 n_p.Q44*|BPGM_u NM_199186 NP_954655 P07738 PMGE_HUMAN 0 GGGAAGCAACTCA 0.478

- 11 2181 kpz.1_Missense_M NM_001008225 NP_001008226 O95628 CNOT4_HUMAN 0 GCTGGGGGGTCT 0.537

- 15 2392 se_Mutation_p.A56 NM_012450 NP_036582 Q9UKG4 S13A4_HUMAN 0 ACGATGGCATTAG 0.557

- 4 690 ZP6_uc010lmv.2_R NM_145808 NP_665807 Q538Z0 LUZP6_HUMAN 0 TGATTGCCTGGTT 0.512

- 13 1361 u.2_Missense_Mut NM_004717 NP_004708 O75912 DGKI_HUMAN DAGKc. 3 CAGGAGGCTGAG 0.542

+ 6 730 R1D1_uc011kqf.1_M NM_005989 NP_005980 P51857 AK1D1_HUMAN NADP. 1 TATAGCCCTTTGG 0.418

- 12 1482 _p.G415E|ATP6V0A NM_130841 NP_570856 Q9HBG4 VPP4_HUMAN ical; (Potential). 1 ACGGTTCCATGAC 0.547

- 10 1133 _p.V299M|ATP6V0A NM_130841 NP_570856 Q9HBG4 VPP4_HUMAN lasmic (Potential). 1 TCTGCACCTTGAT 0.537

- 2 875 _p.G226S|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 CCACACCCTCTGT 0.502

- 3 858 vup.2_Missense_M NM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMANC3H1-type 3. 1 TGCCGACCCTCTC 0.483

+ 15 3605 NM_173569 NP_775840 Q6ZU65 UBN2_HUMAN Ser-rich. 2 CCAAACCATTGTC 0.483

+ 2 409 7orf55_uc003vuw. NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN 0 CATGAGCTTCATT 0.498



+ 9 1264 p.R363Q|LUC7L2_ NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AATCTCGGGAGAA 0.552

- 17 2292 M1D_uc010lng.2_ NM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1 GAGTTTCTTTCAC 0.458

- 11 1343 M1D_uc010lng.2_ NM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1 ATACAAGCTGTAT 0.294

- 17 2117 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase. 18290 CTTTTGGACAGTT 0.403

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 13 1752 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase. 18290 TACTCCATGCCCT 0.373

- 2 188 vwe.3_Missense_M NM_016071 NP_057155 Q9Y291 RT33_HUMAN 0 CGAGACATGCGGA 0.443

+ 2 884 852_uc010lnn.2_R NM_001105558 NP_001099028 P0C1S8 WEE2_HUMAN 2 TTCACTCCAGAGT 0.428

+ 6 1311 0852_uc010lnn.2_I NM_001105558 NP_001099028 P0C1S8 WEE2_HUMANProtein kinase. 2 CTATATCTGAAAA 0.383

+ 10 1827 852_uc010lnn.2_In NM_001105558 NP_001099028 P0C1S8 WEE2_HUMANProtein kinase. 2 AACAGAGACCTTC 0.458

+ 1 670 NM_016944 NP_058640 Q9NYW5 TA2R4_HUMAN lasmic (Potential). 0 ACGGAAGCTCATG 0.443

- 1 395 011krl.1_Missense_ NM_001008270 NP_001008271 A4D1T9 PRS37_HUMAN 1 AGGACACCCAAA 0.478

+ 48 5617 NM_004668 NP_004659 O43451 MGA_HUMAN menal (Potential). 2 TGGATAAGCACTC 0.333

+ 2 237 .2_Intron|uc003wa NR_001296 0 GGCTCCCTCATCA 0.567

+ 3 427 010loj.1_Intron|uc0 NR_001296 0 TCTCCACACCTGC 0.542

+ 18 3481 bt.2_Nonsense_Mu NM_004445 NP_004436 O15197 EPHB6_HUMAN(Potential).|Protein kinase. 19 CACTTGGCAGAAG 0.587

- 7 1070 n_p.S71F|TRPV6_ NM_018646 NP_061116 Q9H1D0 TRPV6_HUMAN lasmic (Potential). 2 CCTGAGGAGTCG 0.562

+ 1 105 NM_178829 NP_849151 Q96L11 CG034_HUMAN 0 CAGTGGGTGGGC 0.647

+ 1 386 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMAN lasmic (Potential). 1 CACTGCGCTATGG 0.592

+ 1 733 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMAN Name=6; (Potential). 1 CTCACACTGGTCT 0.547

+ 1 433 NM_176881 NP_795362 P59534 T2R39_HUMAN lasmic (Potential). 1 TCCTACCCCCTTT 0.408

+ 1 856 NM_176882 NP_795363 P59535 T2R40_HUMAN Name=7; (Potential). 1 ATCATGGCTGCCT 0.463

+ 8 719 wcj.2_Missense_Mu NM_015917 NP_057001 Q9Y2Q3 GSTK1_HUMAN 0 CCAGGAGAGAAGT 0.488

+ 13 1535 ktc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMANSelectivity filter part_3 (By s 5 GCGGAGGCTTCAT 0.512

- 4 1953 ense_Mutation_p.A NM_014690 NP_055505 Q86XD5 F131B_HUMAN 0 GTGGGCCACCCG 0.587

+ 8 1539 _p.A462T|ZYX_uc NM_001010972 NP_001010972 Q15942 ZYX_HUMAN M zinc-binding 2. 0 GGCAAGGCCTATC 0.667

+ 7 2476 o.1_Intron|uc011ktp NM_001130025 NP_001123497 A6NFQ2 F115C_HUMAN 0 CTCAGGCCCACG 0.602

- 2 194 AM115A_uc003wdp NM_014719 NP_055534 Q9Y4C2 F115A_HUMAN 0 CTTCGGGTACATC 0.512

+ 1 472 NM_001004685 NP_001004685 O95006 OR2F2_HUMAN Name=4; (Potential). 4 TCTCTTGTGCAGA 0.532

+ 1 942 NM_012369 NP_036501 Q13607 OR2F1_HUMAN lasmic (Potential). 3 AAGGGGGCCTGG 0.423

+ 14 4754 3wem.2_Splice_Sit NM_005435 NP_005426 Q12774 ARHG5_HUMAN 2 GTGACGGTAAGCG 0.483

+ 2 474 Start_Site|CUL1_uc NM_003592 NP_003583 Q13616 CUL1_HUMAN 1 AACTAGCTGTACT 0.433

+ 4 939 _p.A138V|CUL1_u NM_003592 NP_003583 Q13616 CUL1_HUMAN 1 TTTGTGCCTACCT 0.363

- 13 1697 _p.D516N|EZH2_uc NM_004456 NP_004447 Q15910 EZH2_HUMAN 183 GCTAACCCTTTTT 0.363

- 2 170 nse_Mutation_p.G2 NM_004456 NP_004447 Q15910 EZH2_HUMAN NMT1, DNMT3A and DNMT 183 TCTGGCCCATGA 0.423

- 4 954 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN C2H2-type 3. 3 TGTAGACACAGG 0.662

- 3 321 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN 3 GGAGGGCTAGTTG 0.363

- 2 182 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMAN KRAB. 3 TCATCTCTTGCTT 0.433

+ 2 417 NF398_uc011kum. NM_170686 NP_733787 Q8TD17 ZN398_HUMAN 1 GTGGTGGCCGCC 0.592

- 5 1415 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN Glu-rich. 1 TCTCTGGCTCCTG 0.622

+ 6 1368 862_uc003wgm.2_ NM_001099220 NP_001092690 O60290 ZN862_HUMAN KRAB 2. 1 ACCCTGGATCAAG 0.562

+ 3 1547_15488743_uc003whg.2_ NM_173680 NP_775951 Q96BV0 ZN775_HUMANC2H2-type 10. 0 CCCTACCCGTGC 0.703

+ 3 998 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 AAGAGGGAGACAA 0.373

+ 3 414 IMAP4_uc011kuv.1 NM_018326 NP_060796 Q9NUV9 GIMA4_HUMAN 1 GACCTCCCCAGG 0.507

+ 3 427 whp.2_Missense_M NM_130759 NP_570115 Q8WWP7 GIMA1_HUMAN lasmic (Potential). 3 CCCCACGCGCTG 0.622

+ 16 2131 uy.1_Missense_Mu NM_000603 NP_000594 P29474 NOS3_HUMAN lavodoxin-like. 8 AGATCCGCTTCAA 0.607

+ 3 1135 CN3_uc003wip.2_M NM_004769 NP_004760 Q9UHC3 ACCN3_HUMANcellular (Potential). 2 GCTTGGGGGTGTC 0.617



+ 4 551 n_p.P90S|SLC4A2_ NM_003040 NP_003031 P04920 B3A2_HUMANmic (Potential).|Pro-rich. 0 AAGACACCCCAGG 0.677

+ 7 1104 _p.G274E|SLC4A2_ NM_003040 NP_003031 P04920 B3A2_HUMANmic (Potential).|Pro-rich. 0 TCCTGGGGTGCG 0.672

- 3 437 wjo.1_Missense_Mu NM_007189 NP_009120 Q9UG63 ABCF2_HUMAN C transporter 1. 1 CCTGAGTTTAATT 0.488

- 5 600 _p.P154S|SMARCD NM_001003801 NP_001003801 Q6STE5 SMRD3_HUMAN 2 TCGCAGGGTTAAA 0.577

- 3 601 NM_005614 NP_005605 Q15382 RHEB_HUMAN 2 ACTTGCCCGGCTG 0.363

- 47 12358 wkx.2_Splice_Site_ NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 TTCTTACTTTTCC 0.398

- 36 5659 kz.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 GCCAGGCTGAGG 0.408

- 32 5012 wkz.2_Splice_Site_ NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 CTTGTACCTGGCA 0.353

+ 14 1547 m.2_Missense_Mu NM_130797 NP_570629 P42658 DPP6_HUMAN cellular (Potential). 4 ACAGCAGCAACGA 0.562

+ 3 744 .1_Intron|INSIG1_ NM_005542 NP_005533 O15503 INSI1_HUMANmenal (Potential). 0 ACGCCAGTGCTG 0.418

+ 5 900 me.2_Missense_M NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Glu-rich. 1 GTGTTAGACATCG 0.433

+ 3 1235 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN MIF4G. 0 GGGTGCCTGCG 0.547

+ 5 1648 M1_uc010lqp.1_5'F NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN 0 CTTGAAGATTCGG 0.463

+ 13 2059 wng.2_Missense_M NM_014671 NP_055486 Q15386 UBE3C_HUMAN 5 GTTACTACTAGCT 0.363

+ 22 3313 wni.3_Missense_Mu NM_014671 NP_055486 Q15386 UBE3C_HUMAN HECT. 5 GTTGTGGAAGGG 0.438

- 14 1719 NCAPG2_uc011kwe NM_017760 NP_060230 Q86XI2 CNDG2_HUMAN 3 AGGAAAGAATTAA 0.547

+ 6 1252 wov.2_Missense_M NM_173539 NP_775810 Q8TC21 ZN596_HUMAN C2H2-type 5. 0 TCTTACCTTAGAC 0.398

+ 16 1910 03wpt.2_Missense_ NM_014629 NP_055444 O15013 ARHGA_HUMAN DH. 1 CTAGCAGAGAAG 0.483

+ 17 2036 _p.D582N|ARHGE NM_014629 NP_055444 O15013 ARHGA_HUMAN 1 CGATCAGATGATA 0.433

+ 5 665 OM2_uc011kwi.1_In NM_003970 NP_003961 P54296 MYOM2_HUMAN-like C2-type 1. 6 GCTTCACCGTGCA 0.557

+ 34 4103 1kwi.1_Splice_Site_ NM_003970 NP_003961 P54296 MYOM2_HUMAN 6 CTCACAGCTTTTG 0.348

- 57 9160 p.P2253S|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 22. 25 TCCCCGGATCAC 0.478

- 24 4138 p.A642T|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|Sushi 7. 25 GCATGGCGTACCC 0.522

- 4 812 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANcellular (Potential). 25 TGGCTAGGTAAAA 0.383

+ 8 1572 _p.A502T|MCPH1_ NM_024596 NP_078872 Q8NEM0 MCPH1_HUMAN 2 ACTTCTGCCCCTG 0.498

- 5 3142 NM_001080826 NP_001074295 Q86YV5 SG223_HUMANProtein kinase. 0 CGCAGTCCTGCTG 0.627

- 2 1169 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 GTCAGCCCAAGG 0.652

+ 25 3634 ww.1_Missense_Mu NM_003747 NP_003738 O95271 TNKS1_HUMAN ARP catalytic. 7 TTGGGGCCGGGA 0.408

- 4 5201 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 CGCAGGGACAGA 0.662

- 4 3632 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 GGCAGGAGACCC 0.582

+ 7 1422 _p.Q235*|MTMR9_ NM_015458 NP_056273 Q96QG7 MTMR9_HUMAN ularin phosphatase. 0 ACACTCCAGGTGA 0.483

+ 1 624 NM_054028 NP_473369 Q96KT7 AMCL2_HUMAN .|Helical; (Potential). 0 TCCTAGGACTAAT 0.582

- 2 742 3wtw.2_Missense_ NM_053279 NP_444509 Q96KS9 F167A_HUMAN 0 CTGCGGGTCTCC 0.682

+ 2 670 K_uc003wtz.2_Intr NM_001715 NP_001706 P51451 BLK_HUMAN 3 TCAGCGCCCAAGA 0.473

+ 6 1641 _p.P157S|GATA4_ NM_002052 NP_002043 P43694 GATA4_HUMAN 1 ATGCGTCCCATCA 0.642

+ 1 231 M|FDFT1_uc011kx NM_004462 NP_004453 P37268 FDFT_HUMAN 0 CGGAAGGTGATGC 0.701

- 1 1454 .1_Intron|FAM66D NM_201402 NP_958804 Q6R6M4 U17L2_HUMAN 3 GCAGGGAGCTTT 0.512

+ 9 1159 _Mutation_p.V317M NM_006765 NP_006756 Q13454 TUSC3_HUMAN ical; (Potential). 3 GCCTAGTGGGAT 0.328

+ 11 1187 NM_181723 NP_859074 Q86XE3 EFHA2_HUMAN 1 CAAATGGAATGAA 0.284

+ 8 1394 kye.1_Missense_M NM_001008539 NP_001008539 P52569 CTR2_HUMAN cellular (Potential). 3 CTGAAGGCGCTTG 0.502

+ 4 767 NM_006207 NP_006198 Q15198 PGFRL_HUMAN 0 CTGCAACCTCATT 0.567

- 4 2774 0lsy.2_RNA|MTUS NM_001001924 NP_001001924 Q9ULD2 MTUS1_HUMAN 2 TTCAAGGATGTAG 0.443

+ 7 1323 yg.2_Missense_Mu NM_006197 NP_006188 Q15154 PCM1_HUMAN Potential. 36 CGGCAGGCTGCA 0.403

+ 12 2217 wyj.3_Missense_Mu NM_006197 NP_006188 Q15154 PCM1_HUMAN 36 ATGCCTCCTTCTT 0.353

- 10 1029 AH1_uc003wyn.2_ NM_177924 NP_808592 Q13510 ASAH1_HUMAN 0 CAGAATCCATTCT 0.418

+ 2 559 NM_000015 NP_000006 P11245 ARY2_HUMAN 2 TTTTCTGCTTGAC 0.443

- 3 1424 g.1_Missense_Mut NM_021020 NP_066300 Q9Y250 LZTS1_HUMAN 1 AGGGCGCCCTCC 0.647



- 4 706 wzz.1_Missense_M NM_003974 NP_003965 O60496 DOK2_HUMAN RS-type PTB. 0 CCTTGTCCCGCCC 0.502

+ 8 693 p.G130D|EPB49_u NM_001114136 NP_001107608 Q08495 DEMA_HUMAN 1 GGGAGGCAGCC 0.612

- 8 2752 .2_Missense_Muta NM_005144 NP_005135 O43593 HAIR_HUMAN 2 ACCCGGGCATCAG 0.627

- 3 1726 .2_Missense_Muta NM_005144 NP_005135 O43593 HAIR_HUMAN 2 CTGGCTCCACTGG 0.652

+ 5 465 e_Mutation_p.D12 NM_001722 NP_001713 P05423 RPC4_HUMAN 0 ACAGTGGATGTGT 0.463

+ 9 1371 xbt.2_Nonsense_M NM_005605 NP_005596 P48454 PP2BC_HUMAN 1 CACATGGTCTTTG 0.408

+ 14 1475 ORBS3_uc003xbw. NM_005775 NP_005766 O60504 VINEX_HUMAN 0 AGGGAAGAGAAG 0.627

- 1 491 1_5'Flank|EGR3_u NM_004430 NP_004421 Q06889 EGR3_HUMAN 0 TGTAATGGACTAC 0.373

+ 7 2171 |RHOBTB2_uc011 NM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN BTB 2. 2 TTCCCTACACAAG 0.547

+ 3 1103 HMP7_uc003xdd.2 NM_152272 NP_689485 Q8WUX9 CHMP7_HUMAN 0 TTGTCGCTGTGGA 0.532

- 13 2552 XL2_uc010lty.1_Int NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMANsyl-oxidase like. 3 CGGTGGCCGTCAT 0.557

- 2 439 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN 3 ACTCGGGGTAATG 0.642

+ 4 1043 010ltz.2_RNA|SLC NM_016612 NP_057696 Q9NYZ2 MFRN1_HUMAN Solcar 3. 0 TGGCCGGCTACT 0.587

+ 21 2323 DAM28_uc010lua.2 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN lasmic (Potential). 5 CAGCCTCTTTTGT 0.408

- 3 1412 NM_006158 NP_006149 P07196 NFL_HUMAN Tail, subdomain A. 2 AAGGAGCGGGTG 0.577

+ 14 1567 nse_Mutation_p.G1 NM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN DHR-1. 3 AGGAGGGCAAGC 0.478

+ 6 898 PP2R2A_uc011laf. NM_002717 NP_002708 P63151 2ABA_HUMAN WD 3. 2 ATTTGCGGATTAA 0.353

- 3 1464 NM_007257 NP_009188 Q9UL42 PNMA2_HUMAN 0 ccaaacactcttctacact 0

+ 5 867 se_Mutation_p.R17 NM_001386 NP_001377 Q16555 DPYL2_HUMAN 1 AAAGATCGCTTCC 0.453

+ 12 1686 YSL2_uc010luk.1_R NM_001386 NP_001377 Q16555 DPYL2_HUMAN 1 CTGGTGGTCATCA 0.552

+ 13 1963 YSL2_uc010luk.1_R NM_001386 NP_001377 Q16555 DPYL2_HUMAN 1 AGTCTGGATTCAG 0.607

- 3 468 LU_uc003xfy.1_Mis NM_203339 NP_976084 P10909 CLUS_HUMAN 2 GGCGGCCAACCA 0.562

+ 3 340 xgb.1_Missense_M NM_016240 NP_057324 Q6AZY7 SCAR3_HUMAN type II membrane protein; 4 CTCCTGGTGGCCG 0.647

+ 3 271 SCO2_uc003xgh.2 NM_001017420 NP_001017420 Q56NI9 ESCO2_HUMAN 1 AAACAACTGAAAT 0.353

- 3 461 xgr.2_Missense_Mu NM_018660 NP_061130 Q9H8N7 ZN395_HUMAN 0 GCTCTGCCAGCCA 0.667

+ 5 969 b.2_Nonsense_Mu NM_017412 NP_059108 Q9NPG1 FZD3_HUMAN cellular (Potential). 2 GTTTTTGGTGTCC 0.448

- 13 1648 se_Mutation_p.T42 NM_018250 NP_060720 Q9NV88 INT9_HUMAN 2 GCCGGGTGTCGA 0.512

- 2 302 M66_uc003xhu.2_ NM_016127 NP_057211 Q96BY9 TMM66_HUMAN 0 CATCCCGCAGCAA 0.478

+ 5 927 f.1_RNA|RBPMS_u NM_006867 NP_006858 Q93062 RBPMS_HUMAN RRM. 1 TTCGATCCTGAAA 0.448

- 1 79 bc.1_Missense_Mu NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 CATTAAGACCACT 0.368

- 1 806 URG_uc003xim.1_ NM_013357 NP_037489 Q9UJV8 PURG_HUMAN By similarity. 0 TCCCCTCTGGGA 0.448

+ 7 578 8024_uc010lvx.1_ NM_007175 NP_009106 O94905 ERLN2_HUMANmenal (Potential). 0 CAACAGGACCTGA 0.493

+ 9 1464 vy.2_Nonsense_M NM_032777 NP_116166 Q96PE1 GP124_HUMAN cellular (Potential). 5 CAGGTGGCCCCG 0.662

+ 19 3154 lvy.2_Missense_Mu NM_032777 NP_116166 Q96PE1 GP124_HUMAN Name=5; (Potential). 5 TACATCCCTGTGG 0.612

- 4 1686 FIP1_uc003xkl.1_5 NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3 GTTGCGCCTCTGG 0.498

+ 10 1147 ku.3_Nonsense_Mu NM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN B30.2/SPRY. 2 CTGCTGGGCAGGA 0.488

+ 5 1576 kz.1_Missense_Mu NM_004874 NP_004865 O95429 BAG4_HUMAN BAG. 1 GGCCAGGACTCT 0.403

- 4 356 3xlg.3_Missense_M NM_001102559 NP_001096029 Q8NEB5 PPC1B_HUMAN tase sequence motif I. 0 TACCTCCCTACGA 0.493

- 17 3598 p.A1027V|WHSC1 NM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1 CCTTCAGCAAAG 0.443

- 16 2920 se_Mutation_p.G57 NM_023110 NP_075598 P11362 FGFR1_HUMAN(Potential).|Protein kinase. 15 GTCGGCCCTGAAA 0.602

- 1 341 NR_003129 0 GGGCGGGGTGGA 0.567

+ 1 194 NM_153692 NP_710159 P83105 HTRA4_HUMAN 0 CCCGTCCTCTGGG 0.706

+ 7 1235 NM_153692 NP_710159 P83105 HTRA4_HUMAN 0 GGAAAGGCGTTTT 0.423

+ 11 1170 1_Intron|ADAM32_ NM_145004 NP_659441 Q8TC27 ADA32_HUMAN2B.|Extracellular (Potential). 3 CCCAAGGAGATAA 0.318

+ 4 1273 NM_178819 NP_848934 Q86UL3 GPAT4_HUMAN 0 TTCGAGCTCTCTG 0.448

+ 4 718 P3M2_uc003xoq.1 NM_001134296 NP_001127768 P53677 AP3M2_HUMAN 0 CGAACGGTTGTCA 0.463

- 4 369 ot.2_Intron|PLAT_u NM_000930 NP_000921 P00750 TPA_HUMAN bronectin type-I. 2 ATGACTGATGTTG 0.483



- 7 1463 3xpe.2_Missense_ NM_006749 NP_006740 Q08357 S20A2_HUMAN lasmic (Potential). 2 TTTCGTCAGATAC 0.423

+ 5 1111 NM_000749 NP_000740 Q05901 ACHB3_HUMAN lasmic (Potential). 1 CCACGTACCACCC 0.453

- 7 1235 ense_Mutation_p.T NM_001160223 NP_001153695 Q96K19 RN170_HUMAN 0 CTTTGGGTTATCA 0.353

+ 9 1081 TA_uc003xpu.2_M NM_002027 NP_002018 P49354 FNTA_HUMAN 1 ATCCTAGCTAAAG 0.308

+ 13 1915 A0146_uc003xqf.2_NM_001080394 NP_001073863 Q14159 K0146_HUMAN 0 TTAAGAGACATTC 0.418

+ 15 2140 A186T|KIAA0146_u NM_001080394 NP_001073863 Q14159 K0146_HUMAN 0 CTGGAGGCACTCG 0.607

+ 16 2233 qf.2_RNA|KIAA014 NM_001080394 NP_001073863 Q14159 K0146_HUMAN 0 CTCTTGCTTCAGA 0.517

+ 16 2321 qf.2_RNA|KIAA014 NM_001080394 NP_001073863 Q14159 K0146_HUMAN 0 CTGCAACACCTGT 0.468

- 85 11990 e_Mutation_p.G394 NM_006904 NP_008835 P78527 PRKDC_HUMAN PI3K/PI4K. 34 ATAAGGCCCGTTT 0.493

- 6 613 _p.P186S|PRKDC_ NM_006904 NP_008835 P78527 PRKDC_HUMAN 34 CACTAGGATGAAC 0.353

- 15 4291 xrf.3_Missense_Mu NM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN Potential. 11 TTAGGGCAGTCTG 0.338

- 8 815 _p.M168I|LYPLA1_ NM_006330 NP_006321 O75608 LYPA1_HUMAN 1 ACTGTGCATCATA 0.388

- 5 435 _p.D76N|LYPLA1_ NM_006330 NP_006321 O75608 LYPA1_HUMAN 1 GTGAATCTGGTGA 0.294

+ 3 472 NM_014175 NP_054894 Q9P015 RM15_HUMAN 0 GATTATGGTGTCC 0.343

+ 4 494 NM_014175 NP_054894 Q9P015 RM15_HUMAN 0 TCAGGGTGCTGA 0.378

+ 4 4992 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 ACAGTGGCGAAC 0.393

+ 3 623 S1_uc010lyh.2_5'U NM_024831 NP_079107 Q96RS0 TGS1_HUMAN 3 GCAAAGGCATAGG 0.418

- 3 1944 lyi.2_Missense_Mu NM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMAN lack of NLS and KPNA2 int 129 TGAAAAGCTTGAT 0.433

- 3 1502 lyi.2_Missense_Mu NM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMAN tion.|Repression domain; co 129 TTAATGGCTGTTC 0.428

- 4 1126 _p.A163V|SDR16C NM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3 ATCATAGCAGGTA 0.328

- 2 892 n_p.R85Q|SDR16C NM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3 GCTTCCCGAGCC 0.502 rs141509977

- 4 990 NM_017813 NP_060283 Q9NX62 IMPA3_HUMAN 1 CTTGGGGTCTTCT 0.458

- 2 160 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1 CTAGAGGTGGTTC 0.413

- 27 2449 ee.1_Missense_Mu NM_003580 NP_003571 Q92636 FAN_HUMAN 1 TGGCATCTCTGCA 0.418

- 6 889 NM_003878 NP_003869 Q92820 GGH_HUMAN 0 GTGATACCTTCAC 0.343

- 4 643 NM_003878 NP_003869 Q92820 GGH_HUMAN 0 TATTTACCTGTAT 0.368

+ 5 1875 _p.R464H|YTHDF3 NM_152758 NP_689971 Q7Z739 YTHD3_HUMAN YTH. 0 CATATTCGCTTAGA 0.393

+ 6 866 JC5B_uc003xvt.1_ NM_033105 NP_149096 Q9UF47 DNJ5B_HUMAN 0 AAGGATCTCGAA 0.428

+ 2 500 xvw.2_Missense_M NM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5 CATGGGGTATATG 0.502

- 1 1247 _5'Flank|C8orf44_u NM_025054 NP_079330 Q96JH7 VCIP1_HUMAN OTU. 8 ACTTCTCTGCAGG 0.458

+ 9 1115 SPP1_uc003xxj.2_ NM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5 AATATGCCTCCTA 0.348

+ 15 1772 SPP1_uc003xxj.2_ NM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5 CCTGCAGCTTATG 0.284

+ 31 3695 _p.E1187K|CSPP1_NM_001077204 NP_001070672 Q1MSJ5 CSPP1_HUMAN 5 ACTTCAGAAACGC 0.532

- 31 4838 p.A937V|ARFGEF NM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8 AGCTGAGCAAAAA 0.378

- 31 4790 _p.T921I|ARFGEF NM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8 TACTGAGTGAATA 0.393

- 11 2027 GEF1_uc003xxl.1_5 NM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8 ACCATCCATTTGT 0.289

- 10 1371 A6_uc003xxr.3_Int NM_020361 NP_065094 Q8N4T0 CBPA6_HUMAN 2 GTTGTGGAGGCTG 0.413

+ 5 742 ion_p.V9I|SULF1_ NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 GCTCTGGTTTTGG 0.483

+ 8 1382 _p.A222V|SULF1_ NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 CCACGCTGCGCC 0.483

- 6 2316 CO5A1_uc003xyk NM_030958 NP_112220 Q9H2Y9 SO5A1_HUMANcellular (Potential). 4 TATAAGGGATGTT 0.443

- 2 656 NM_024504 NP_078780 Q9GZV8 PRD14_HUMAN 3 GGGGCGGTGGAA 0.577

- 2 636 NM_024504 NP_078780 Q9GZV8 PRD14_HUMAN 3 TCAGGTCCACAAC 0.587

- 7 919 xyp.2_Missense_M NM_016027 NP_057111 Q53H82 LACB2_HUMAN 1 GTGTTGCTAACTG 0.294

+ 5 1390 _p.P286S|XKR9_uc NM_001011720 NP_001011720 Q5GH70 XKR9_HUMAN 2 AAGTGTCCAATGT 0.323

- 16 1950 p.G482R|EYA1_uc NM_172058 NP_742055 Q99502 EYA1_HUMAN 5 CATCTCCTATAAC 0.343

- 7 1111 NM_007332 NP_015628 O75762 TRPA1_HUMAN ytoplasmic (Potential). 6 GTGAAGCATGGT 0.423

- 7 996 NM_007332 NP_015628 O75762 TRPA1_HUMANmic (Potential).|ANK 7. 6 ATGGCTGTGCACC 0.398



+ 2 820 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 GTGTGCGACGAC 0.522

- 4 381 zh.1_Missense_Mu NM_000971 NP_000962 P18124 RL7_HUMAN 0 AAGGTTCCATTGA 0.428

- 5 432 lfi.1_Missense_Mu NM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 1. 0 TATTGGCAACAGC 0.443

+ 2 362 yac.2_Missense_M NM_017866 NP_060336 Q9BUB7 TMM70_HUMAN 1 AAGATGGAAGGC 0.358

+ 2 2144 au.1_Missense_Mu NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 GTTCAGCCACTCC 0.587

+ 10 4865 p.S1538F|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 ATCCATCTCGTCC 0.388

+ 10 8090 p.T2613I|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN Homeobox 3. 15 CGATCACCCCGGA 0.423

- 6 1008 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0 GACTGGGAAGGT 0.537 rs147777181

- 7 1142 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMAN lasmic (Potential). 0 AGCATGGTATCCA 0.592

- 2 109 P12_uc003ycg.3_RNM_001105281 NP_001098751 A6NFH5 FBP12_HUMAN 0 GTTTTGCCAAACG 0.368

- 1 52 NM_001010893 NP_001010893 Q5PT55 NTCP5_HUMAN 0 TTGCTTCTTCTAT 0.299

- 7 651 ce_Site_p.V151_sp NM_001738 NP_001729 P00915 CAH1_HUMAN 2 ACCAACCTGGAG 0.333

+ 10 1404 mai.2_Missense_M NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN WW 1. 2 GAACTACCACATG 0.318

- 10 1149 maj.2_Missense_M NM_019098 NP_061971 Q9NQW8 CNGB3_HUMANName=H4; (Potential). 3 ACACAGGCATTAA 0.378

- 1 1100 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN WD 2. 1 AGCAGTCCTGGCC 0.562

- 1 988 NM_152418 NP_689631 Q8NA75 DC4L2_HUMAN WD 1. 1 CAAGTCCCACAGC 0.498

- 2 481 yec.2_Missense_M NM_005941 NP_005932 P51512 MMP16_HUMAN 8 TGGTCTCTGCAGA 0.458

- 1 326 NM_018710 NP_061180 Q8N4L2 TM55A_HUMAN 0 CTCTGGGGCTGC 0.562

+ 6 861 ense_Mutation_p.V NM_052832 NP_439897 Q8TE54 S26A7_HUMAN cellular (Potential). 2 TCACAAGTCAAAT 0.438

- 10 1528 _p.E455K|RUNX1T NM_175634 NP_783552 Q06455 MTG8_HUMAN 16 CCCTCTCTGTTGT 0.622

- 10 1495 n_p.A444T|RUNX1 NM_175634 NP_783552 Q06455 MTG8_HUMAN 16 GCTCCGCCTCAGA 0.627

- 3 2229 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN 0 TCCTCTGGGGGC 0.627

- 3 1466 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN RRM 3. 0 CAGCAAGAAGAAA 0.373

+ 13 1423 maw.2_Missense_M NM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2 GTGGACGAGAAAA 0.348 rs75165625

+ 13 1450 maw.2_Missense_M NM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2 AGCCAAGAGTAAT 0.368

- 13 3080 e_Mutation_p.G102 NM_015496 NP_056311 Q69YN4 VIR_HUMAN 2 ATCCACCTCTCAG 0.458

- 5 464 ygp.2_Missense_M NM_015496 NP_056311 Q69YN4 VIR_HUMAN Pro-rich. 2 GTTGTGGCTGGG 0.299

+ 9 1184 q.1_RNA|INTS8_u NM_017864 NP_060334 Q75QN2 INT8_HUMAN TPR 2. 0 CCTTGAGTTTACC 0.333

- 6 947 p.S169N|MTERFD NM_015942 NP_057026 Q96E29 MTER1_HUMAN 1 TCCAGACTTCCAG 0.373

+ 8 1574 NM_016134 NP_057218 Q9Y646 PGCP_HUMAN 1 ATGCTGCCTAGGT 0.438

- 3 267 NM_005836 NP_005827 P52758 UK114_HUMAN 1 TTAAGAGCCTGTG 0.333

+ 8 1166 _p.A356T|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 AAATCAGCTGTCT 0.363

- 4 439 p.E128K|STK3_uc0 NM_006281 NP_006272 Q13188 STK3_HUMAN Protein kinase. 4 AGTACTCCATAAC 0.303

+ 25 3952 yiu.1_Missense_M NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TGCAGCCCATCTG 0.443

+ 57 11087 yiw.2_Missense_M NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TGGCAGCCCTGC 0.557

+ 57 11188 yiw.2_Missense_M NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 AGTGGCGTCTCCA 0.542

- 9 1650 c.1_Nonsense_Mut NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 TTCATTCCACTGT 0.308

- 2 2005 _p.T397I|FBXO43_ NM_001029860 NP_001025031 Q4G163 FBX43_HUMAN 2 CTAAAGGTCAAAT 0.438

- 11 2322 yjk.1_Missense_M NM_015435 NP_056250 Q9NV58 RN19A_HUMANaction with CASR. 4 TCCCTGCTGTTGC 0.458

- 7 1466 se_Mutation_p.T27 NM_002568 NP_002559 P11940 PABP1_HUMAN RRM 4. 0 GCACTAGTGATTG 0.294

- 3 459 ykb.2_Missense_M NM_001042510 NP_001035975 Q9Y5V0 ZN706_HUMAN 2 TTTTTGGCATTTT 0.413

+ 2 524 n_p.G65D|GRHL2_ NM_024915 NP_079191 Q6ISB3 GRHL2_HUMAN cription activation. 3 CCCTCGGCCTGC 0.527

- 2 724 yki.2_Missense_M NM_032041 NP_114430 P61601 NCALD_HUMAN nd 3.|2 (Potential). 0 TCTCTGCCTTGCT 0.488

- 5 726 T109I|RRM2B_uc0 NM_015713 NP_056528 Q7LG56 RIR2B_HUMAN 2 GGCATGGTTTCAA 0.274 rs72554098

- 52 7396 _Mutation_p.E245 NM_015902 NP_056986 O95071 UBR5_HUMAN 28 CATTTTCCCTAAA 0.328

- 40 5630 s.1_Missense_Mut NM_015902 NP_056986 O95071 UBR5_HUMAN 28 GGATGTCCAGGAT 0.458

- 16 2029 ks.1_Missense_Mu NM_015902 NP_056986 O95071 UBR5_HUMAN 28 CAACAGGAACATT 0.398



+ 2 366 03yla.2_Missense_ NM_001695 NP_001686 P21283 VATC1_HUMAN 0 AATATTCCTGACT 0.428

+ 5 1764 n.1_Missense_Mut NM_003506 NP_003497 O60353 FZD6_HUMAN Name=7; (Potential). 2 TTCTGGGTTGGAA 0.353

- 2 556 5A32_uc011lhr.1_5 NM_030780 NP_110407 Q9H2D1 MFTC_HUMAN Solcar 1. 1 GGGTTACTCCTTG 0.368

+ 10 1914 ylo.2_Missense_Mu NM_015420 NP_056235 Q9NV06 DCA13_HUMAN 1 GTCATCGACATCT 0.388

+ 17 2694 n_p.P892L|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 CTCATCCTCGTAC 0.418

- 7 2329 _p.G726E|LRP12_ NM_013437 NP_038465 Q9Y561 LRP12_HUMAN lasmic (Potential). 0 GATCGTCCTAATG 0.463

- 5 712 e_Mutation_p.P187 NM_013437 NP_038465 Q9Y561 LRP12_HUMAN cellular (Potential). 0 GTTGGAGGATTTG 0.418

+ 3 285 NM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5 AAACCGGGGCAA 0.443

+ 21 2407 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 ACAATAGCAAGAT 0.294

+ 38 5323 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN Extracellular (Potential). 14 ACTGCACCTTTTC 0.448

+ 49 8149 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN ar (Potential).|PbH1 3. 14 AGGCTGGAATTGA 0.438

+ 5 606 BAG9_uc003yng.2_ NM_198120 NP_936056 O00559 RCAS1_HUMAN lasmic (Potential). 0 ATGGGAGCACAG 0.343

- 6 3679 y.2_Missense_Mut NM_014112 NP_054831 Q9UHF7 TRPS1_HUMAN tion with RNF4 (By similarity 7 TCGCAGGTCTCAT 0.438

- 6 3544 y.2_Missense_Mut NM_014112 NP_054831 Q9UHF7 TRPS1_HUMAN tion with RNF4 (By similarity 7 TTTTGTGAATATC 0.448

- 5 674 ob.2_Nonsense_Mu NM_003756 NP_003747 O15372 EIF3H_HUMAN 3 AAGTTCCCACATT 0.388

- 2 294 _p.D104N|EIF3H_ NM_003756 NP_003747 O15372 EIF3H_HUMAN MPN. 3 CATCATCCTCTGT 0.428

- 11 1744 NM_006265 NP_006256 O60216 RAD21_HUMAN Pro-rich. 2 CAGGCTCTGGGT 0.448

+ 2 400 11lia.1_Missense_ NM_173851 NP_776250 Q8IWU4 ZNT8_HUMAN lasmic (Potential). 4 GTGGCTCCAAGCC 0.507

+ 7 1189 1lia.1_Missense_M NM_173851 NP_776250 Q8IWU4 ZNT8_HUMAN lasmic (Potential). 4 ATGTTGCTACAGG 0.428

- 1 1183 NM_000127 NP_000118 Q16394 EXT1_HUMANmenal (Potential). 4 TCGATGGCCGCTA 0.493

- 2 199 _p.G38E|ENPP2_u NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 TCCCATCCTTCTG 0.353

- 16 2131 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 AATCAGCACTGCA 0.299

- 8 1286 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 AAAGGTGTCTCAT 0.353

- 7 1024 NM_024094 NP_076999 Q9BVC3 DCC1_HUMAN 1 CTTCAGGAACACT 0.403

+ 10 1392 _p.A54V|COL14A1 NM_021110 NP_066933 Q05707 COEA1_HUMANonectin type-III 2. 12 CTCATGCCCCAGG 0.428

+ 2 172 ank|MTBP_uc003y NM_022045 NP_071328 Q96DY7 MTBP_HUMAN 3 TTCACAGCAGCAA 0.353

+ 22 2733 NM_022045 NP_071328 Q96DY7 MTBP_HUMANwith MDM2 (By similarity). 3 TGACTGGGTATTA 0.284

- 4 1688 NM_005328 NP_005319 Q92819 HAS2_HUMAN Name=3; (Potential). 15 AGAATCCAGTGA 0.448

- 2 742_743 NM_005328 NP_005319 Q92819 HAS2_HUMAN lasmic (Potential). 15 TTTTCGGTGCTC 0.401

- 2 539 NM_005328 NP_005319 Q92819 HAS2_HUMAN 15 AATGCATCTGTAAT 0.313

+ 3 2788 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2 GAAGAGGACTTGG 0.537

+ 7 1055 q.1_RNA|WDR67_ NM_145647 NP_663622 Q96DN5 WDR67_HUMAN WD 5. 1 TACATTGCATCTAT 0.348

+ 13 1205 n_p.F382I|FAM91A NM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2 TTCCTGTTTGACT 0.383

+ 2 692 NM_007218 NP_009149 Q8WU17 RN139_HUMAN 1 GGAATTGAGCTGC 0.433

+ 2 1817 NM_007218 NP_009149 Q8WU17 RN139_HUMAN 1 GAGTCGGGAAGTA 0.368

+ 3 480 im.1_Missense_M NM_005005 NP_004996 Q9Y6M9 NDUB9_HUMAN 2 GGGAAAGCTGGG 0.483

+ 3 442 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2 AATTGGGGAAATT 0.423

+ 3 762 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN C2H2-type 3. 2 TCCCATCTTATTA 0.468

- 9 1477 1lir.1_Missense_M NM_014846 NP_055661 Q12768 STRUM_HUMAN 2 TTACCTGAGTCTG 0.473

+ 2 1108 NM_002467 NP_002458 P01106 MYC_HUMAN 6 CTGCAGGATCTGA 0.667

- 11 1148 n_p.T54I|FAM49B_ NM_016623 NP_057707 Q9NUQ9 FA49B_HUMAN 0 CTCAAGGTTTTCA 0.393

- 28 3221 76_splice|ASAP1_u NM_018482 NP_060952 Q9ULH1 ASAP1_HUMAN 4 TTTCCCCTTAAAG 0.363

- 9 2379 Y8_uc010mds.2_I NM_001115 NP_001106 P40145 ADCY8_HUMAN lasmic (Potential). 6 TCATCCCTCATTT 0.363

+ 8 1021 NM_015137 NP_055952 Q14156 EFR3A_HUMAN 5 TTTGCAGTTCACT 0.284

+ 21 2469 NM_015137 NP_055952 Q14156 EFR3A_HUMAN 5 ATTTCAGAAAGCA 0.378

+ 10 1419 F20L1_uc011lja.1_M NM_016018 NP_057102 A8MW92 P20L1_HUMAN 2 TAAAACCCCCTAA 0.413

+ 44 7687 b.1_Missense_Mut NM_003235 NP_003226 P01266 THYG_HUMAN 15 GGGTGGCGAGG 0.507



+ 4 696 _Mutation_p.G35D NM_003882 NP_003873 O95388 WISP1_HUMAN 2 CTGTGGGTGAGGT 0.592

- 7 1418 yum.2_Missense_M NM_173344 NP_775479 Q11201 SIA4A_HUMANmenal (Potential). 0 CCAGCTCCCGGAA 0.582

- 11 3101 T_uc010meh.2_Mis NM_020863 NP_065914 Q9P243 ZFAT_HUMAN C2H2-type 17. 1 TCTGGGCCGCTG 0.542

- 63 4883 ljo.1_Missense_M NM_152888 NP_690848 Q8NFW1 COMA1_HUMANo-rich.|Gly-rich. 13 GCGAGTCTGGCT 0.557

- 36 3203 ljo.1_Missense_M NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN ly-rich.|Collagen-like 7. 13 GGAGCACCCTGT 0.547

- 2 519 _p.R227C|TRAPPC NM_001160372 NP_001153844 Q96Q05 TPPC9_HUMAN 2 CGGTGCGCGGCT 0.567

- 25 2552 e_Mutation_p.W30 NM_153831 NP_722560 Q05397 FAK1_HUMAN ction with TGFB1I1. 6 ATGATTCCATGAA 0.458

+ 2 247 yvx.2_Missense_M NM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1 GGCCGGTGCCAA 0.532

+ 12 1791 66_splice|DENND NM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1 GCGCAGGTGAGG 0.617

- 4 615 RE1_uc003ywj.2_M NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN 0 AGGATGCGGCTCC 0.662

- 3 249 RE1_uc003ywj.2_M NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN 0 GGGCAGGGGAAA 0.617

+ 20 3317 NM_001702 NP_001693 O14514 BAI1_HUMAN lasmic (Potential). 8 ACCTCCGGAACC 0.657

+ 2 94 NM_002066 NP_002057 Q99445 GML_HUMAN 2 GTGATGCTCCTCT 0.577

- 1 93 _p.A29V|CYP11B1 NM_000497 NP_000488 P15538 C11B1_HUMAN 3 ACCCGGGCGGCT 0.647

+ 4 849 P41_uc003yxv.2_R NM_138465 NP_612474 P10075 GLI4_HUMAN C2H2-type 3. 0 ACTTCACGCAGCA 0.682

- 5 3344 83H_uc010mfk.1_ NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN 3 AAGATGGCTGAA 0.711

- 1 4365 NM_031308 NP_112598 P58107 EPIPL_HUMAN 2 ATGGCCCTCAGAG 0.627

- 32 13597 e.1_Missense_Mut NM_201380 NP_958782 Q15149 PLEC_HUMAN ular 2.|Plectin 30. 9 ACCAGGCCCTTGT 0.667

- 31 6903 e.1_Missense_Mut NM_201380 NP_958782 Q15149 PLEC_HUMAN us rod domain.|Potential. 9 CCGCCGGGACTG 0.756

- 2 735 zae.1_Missense_M NM_201380 NP_958782 Q15149 PLEC_HUMAN obular 1.|Actin-binding. 9 TGTTGACCCACTT 0.642

+ 2 539 _p.P125S|GRINA_u NM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN Pro-rich. 1 CAAGACCCTGACT 0.677

- 14 2001 AH_uc003zas.1_5' NM_017570 NP_060040 O14841 OPLA_HUMAN 0 TGCGGCCGGTGC 0.672

- 14 1995 AH_uc003zas.1_5' NM_017570 NP_060040 O14841 OPLA_HUMAN 0 CCGGTGCCCCGC 0.667

+ 7 1110 _p.A212T|GPAA1_u NM_003801 NP_003792 O43292 GPAA1_HUMANmenal (Potential). 0 CTGGTGGCAGTGG 0.637

- 6 1335 RPIN_uc003zbb.2_ NM_030974 NP_112236 Q9H0F6 SHRPN_HUMANction with SHANK1 (By simi 1 TAAGAGGCAAGGC 0.637

+ 8 938 03zbi.3_Missense_ NM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN 0 TGCAGAGTCGAGA 0.612

+ 10 1118 03zbi.3_Missense_ NM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN 0 AGGCAGCTGTGAG 0.657

+ 11 1474 F1_uc003zbu.3_R NM_005526 NP_005517 Q00613 HSF1_HUMAN activation domain. 0 ACAGCAGCCTGGC 0.622

- 9 1040 AT1_uc010mfv.2_In NM_012079 NP_036211 O75907 DGAT1_HUMANmenal (Potential). 0 GGGGGCGAAGA 0.622 rs144983092

- 5 797 _Splice_Site_p.V19 NM_012162 NP_036294 Q8N531 FBXL6_HUMAN 2 CTCCACCTGGGG 0.622

+ 5 401 _Splice_Site|ADCK NM_174922 NP_777582 Q3MIX3 ADCK5_HUMAN 1 AGAACAGCCCAG 0.657

- 18 1781 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1 CTGCGGCCGTCG 0.682

- 14 1438 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1 GTGTTCCCGACTG 0.662

- 16 1985 uc011llh.1_Intron NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0 GCCCTGGCCTTCT 0.672

- 11 1352 NM_013432 NP_038460 Q96HA7 TONSL_HUMAN 0 TCCTGGGGCTGC 0.507

+ 4 431 _p.P92S|GPT_uc00 NM_005309 NP_005300 P24298 ALAT1_HUMAN 2 GTTAACCCTGATC 0.647

+ 4 1218 _Mutation_p.G358 NM_014665 NP_055480 Q15048 LRC14_HUMAN LRR 3. 0 TTCCAGGGTCTGT 0.597

- 4 236 ZNF34_uc003zdx.3 NM_030580 NP_085057 Q8IZ26 ZNF34_HUMAN KRAB. 0 CCCGGGAGAGG 0.652

+ 5 1333 S303N|ZNF7_uc003 NM_003416 NP_003407 P17097 ZNF7_HUMAN 4 GTCCAAGCCTTGT 0.493

+ 5 2094 Q557*|ZNF7_uc003 NM_003416 NP_003407 P17097 ZNF7_HUMAN C2H2-type 14. 4 ATACACCAGAGAA 0.408

- 6 1408 ense_Mutation_p.A NM_021061 NP_066405 P15622 ZN250_HUMAN C2H2-type 9. 0 CGAAGGCCTTCCC 0.572

- 1 479 NM_207305 NP_997188 Q12950 FOXD4_HUMAN 1 CCCGCCCCACCG 0.697

+ 35 4488 gv.2_Missense_M NM_203447 NP_982272 Q8NF50 DOCK8_HUMAN DHR-2. 6 TGCTGGGAGGTG 0.527

+ 7 907 _Mutation_p.W86*| NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 TATATGGACTTCC 0.493

+ 12 4083 0mgx.1_Missense_ NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 TTGAGGCCATTTC 0.552

- 3 218 n_p.A40V|KIAA002 NM_014878 NP_055693 Q15397 K0020_HUMAN 1 TCTTTAGCAACTT 0.363

- 4 481 n_p.V57M|RFX3_uc NM_134428 NP_602304 P48380 RFX3_HUMAN 4 CTGCACCTGAGC 0.418



+ 7 1066 hk.1_Missense_Mu NM_005772 NP_005763 Q9Y2P8 RCL1_HUMAN 0 GCAGCAGTACTTC 0.592

- 8 1459 RMP1_uc010mhs.1 NM_024896 NP_079172 Q7Z2K6 ERMP1_HUMAN ical; (Potential). 1 TAATGAGAACGGT 0.413

- 1 780 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN 3 CTCCAGCATCATC 0.597

+ 18 3048 DM4C_uc011lmk.1_ NM_015061 NP_055876 Q9H3R0 KDM4C_HUMAN PHD-type 2. 1 CTGGAGCCTGCAT 0.522

- 23 2662 3zkl.2_Missense_M NM_002839 NP_002830 P23468 PTPRD_HUMAN III 4.|Extracellular (Potentia 22 CCACTGCAGTGTA 0.448

- 6 859 _p.G268R|MPDZ_ NM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 2. 6 CAAATCCCAAACC 0.388

+ 10 1456 zme.2_Missense_M NM_173550 NP_775821 Q6TFL3 CI093_HUMAN Potential. 0 AAGAAAGTAATTA 0.313

+ 24 4364 _p.P732L|DENND4 NM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2 CCAATCCTCCCCC 0.353

+ 6 903 CER2_uc003znz.1_ NM_001010887 NP_001010887 Q5QJU3 ACER2_HUMAN lasmic (Potential). 2 TTCTGGCCCAATG 0.517

- 1 505 zob.1_Missense_M NM_020344 NP_065077 Q9UI40 NCKX2_HUMAN ical; (Potential). 3 GCTAAGGCTATGA 0.458

- 7 1547 nf.1_Missense_Mu NM_004529 NP_004520 P42568 AF9_HUMAN 3 CCATTTCAGAGTC 0.453

- 1 497 A14_uc003zoo.1_In NM_002173 NP_002164 P05015 IFN16_HUMAN 1 ACCTCCCAGGCAC 0.408

+ 2 931 NM_022160 NP_071443 Q5VZB9 DMRTA_HUMAN 2 AATGGACAAGAAG 0.408

- 4 650 zqr.1_Missense_Mu NM_018325 NP_060795 Q96LT7 CI072_HUMAN 4 GCAGTTCCATTAC 0.348

- 2 443 zqr.1_Missense_M NM_018325 NP_060795 Q96LT7 CI072_HUMAN 4 GTGGAAGTATAAT 0.363

- 6 960 ense_Mutation_p.D NM_022917 NP_075068 Q9H6R4 NOL6_HUMAN 2 CACCATCCCCTGC 0.612

- 29 3438 _p.P864S|UBAP2_ NM_018449 NP_060919 Q5T6F2 UBAP2_HUMAN 3 AGGCAGGTTTGGA 0.597

- 7 1231 NM_015397 NP_056212 Q5T6F0 DCA12_HUMAN 0 TCTCACGGCAATA 0.488

+ 7 1876 RA_uc003zvk.2_M NM_004512 NP_004503 Q14626 I11RA_HUMAN III 1.|Extracellular (Potentia 1 CAGGATCCCCTAG 0.602

+ 2 558 zvv.2_Missense_M NM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0 AGCTTTCCTGTGA 0.562

+ 2 1141 3zvv.2_Missense_M NM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0 GGGGAACCGTGG 0.557

+ 2 1608 zvv.2_Missense_M NM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0 ATGGAACCACACA 0.507 rs147472233

+ 2 1719 zvv.2_Missense_M NM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0 CTCAGCCCACCC 0.522

- 7 1074 02_splice|CD72_uc NM_001782 NP_001773 P21854 CD72_HUMAN 0 AACTTACCTAGTG 0.443

+ 11 1370 p.3_Missense_Mut NM_001216 NP_001207 Q16790 CAH9_HUMAN Cytoplasmic. 5 GGGGAACCAAAGG 0.552

+ 4 1115 lb.2_Missense_Mu NM_003995 NP_003986 P20594 ANPRB_HUMANcellular (Potential). 3 GACGAAGATATCA 0.493 rs144675513

+ 3 517 se_Mutation_p.E11 NM_007096 NP_009027 P09496 CLCA_HUMAN nding clathrin heavy chain. 1 CAAATGGAACGCT 0.428

+ 11 1634 POLR1E_uc011lqk NM_022490 NP_071935 Q9GZS1 RPA49_HUMAN 0 CTGTGGCCGCCG 0.552

+ 9 1155 e_Mutation_p.E284 NM_003558 NP_003549 O14986 PI51B_HUMAN PIPK. 1 GAGAAAGAGGAGG 0.468

+ 47 6584 _p.W2108*|VPS13A NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 TTTGTGGCCACCT 0.333

+ 6 1100 mpp.2_Missense_M NM_032171 NP_115547 Q5JTW2 CEP78_HUMAN 1 CAAAGGCTTTGCT 0.388

+ 16 2294 _p.G94D|TLE4_uc0 NM_007005 NP_008936 O60756 BCE1_HUMAN 5 CAGATGGTCAGAT 0.512

- 16 2342 NM_152573 NP_689786 Q8IZ41 RASEF_HUMAN 3 TTAGAACCATCTT 0.373

- 3 942 amw.2_Missense_M NM_013438 NP_038466 Q9UMX0 UBQL1_HUMAN 0 CTTCCAGCTGTAT 0.373

- 8 1200 mz.2_Intron|GKAP1 NM_025211 NP_079487 Q5VSY0 GKAP1_HUMAN 0 TCTGTTCCATTAT 0.294

- 18 4207 p.P1289S|KIF27_u NM_017576 NP_060046 Q86VH2 KIF27_HUMAN 5 TTACAGGTGTGAC 0.423

- 1 435 rf64_uc004anc.2_I NM_032307 NP_115683 Q5T6V5 CI064_HUMAN 0 CGCGGCCTCGTC 0.627

+ 3 1420 p.3_Missense_Mut NM_024945 NP_079221 Q9H9A7 RMI1_HUMAN 0 TTGCAACCATTGA 0.353

+ 15 1549 1ltg.1_Missense_M NM_004938 NP_004929 P53355 DAPK1_HUMAN ANK 3. 2 TCAAATCCCAATA 0.547

+ 5 581 NR_027917 1 TAAGTGGTGGGGA 0.478

+ 5 736 e_Mutation_p.T218 NM_024077 NP_076982 Q96T21 SEBP2_HUMAN 3 AATTTACCACACT 0.408

- 12 1347 lice_Site|SEMA4D NM_006378 NP_006369 Q92854 SEM4D_HUMAN 2 GTCCCCCTAAAAC 0.612

+ 10 1550 |SYK_uc004arc.2_ NM_003177 NP_003168 P43405 KSYK_HUMANProtein kinase. 5 GTTATGGAGATGG 0.527

- 9 2768 OR2_uc004ari.1_Int NM_004560 NP_004551 Q01974 ROR2_HUMANmic (Potential).|Pro-rich. 20 GCTTGGGGACCA 0.652

- 3 432 t_Site|ROR2_uc00 NM_004560 NP_004551 Q01974 ROR2_HUMAN Potential).|Ig-like C2-type. 20 ATTGCCGTCTGGC 0.547

- 14 1366 1ltv.1_Splice_Site_ NM_006415 NP_006406 O15269 SPTC1_HUMAN 2 AACTGACCTGGGA 0.388

+ 3 1037 _Mutation_p.A346V NM_006648 NP_006639 Q9Y3S1 WNK2_HUMANProtein kinase. 12 GCCTGGCCACTCT 0.537



+ 3 175 n_p.T24A|ZNF169_ NM_194320 NP_919301 Q14929 ZN169_HUMAN KRAB. 2 GCCTTCACCCAGA 0.547

+ 1 496 orf3_uc004auy.2_M NM_032823 NP_116212 Q8N6M6 AMPO_HUMAN 1 CAGGAACATGCTT 0.388

- 23 4267 rq.2_Missense_Mu NM_000264 NP_000255 Q13635 PTC1_HUMAN lasmic (Potential). 379 GGCACGGAGCTG 0.697

- 2 640 C14B_uc004awl.2_ NM_033331 NP_201588 O60729 CC14B_HUMAN A. 1 GGTCTGCTGTAGA 0.323

+ 2 287 RD7_uc011lux.1_In NM_014290 NP_055105 Q8NHU6 TDRD7_HUMAN us/OST-HTH 1. 3 AGAATGGAGTAGC 0.448

+ 7 1171 ux.1_Missense_Mu NM_014290 NP_055105 Q8NHU6 TDRD7_HUMAN us/OST-HTH 2. 3 GAGAAAGTACCTC 0.443

- 11 2588 _p.S803N|TBC1D2 NM_018421 NP_060891 Q9BYX2 TBD2A_HUMANRab-GAP TBC. 3 ATGTTGCTAATGA 0.552

- 2 835 KS6_uc004ayy.1_R NM_173551 NP_775822 Q68DC2 ANKS6_HUMAN ANK 7. 2 CAAGGTCCCTGTG 0.607

+ 8 992 sx.2_RNA|STX17_ NM_017919 NP_060389 P56962 STX17_HUMAN cular (Potential). 1 GAGAAGCTCACTT 0.438

+ 6 1172 bc.2_Missense_Mu NM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN ical; (Potential). 0 ACGTGATTGCTGG 0.552

- 2 172 1lvj.1_Missense_M NM_019051 NP_061924 Q8N5N7 RM50_HUMAN 0 TCTCTTCTACTGT 0.408

+ 25 3775 e_Mutation_p.D116 NM_001042551 NP_001036016 O95347 SMC2_HUMAN 9 TTTGTGGATGGTG 0.348

- 1 440 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN Name=4; (Potential). 0 CAGGACCCAACAG 0.453

- 36 5172 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17 TCTCCCTTTTGCA 0.473

+ 11 7428 ssense_Mutation_p NM_021224 NP_067047 Q96JM2 ZN462_HUMAN 5 CCAGCAGCGATGA 0.498

- 16 1936 _p.A632T|CTNNAL NM_003798 NP_003789 Q9UBT7 CTNL1_HUMAN 1 CCTCTGCAGCAAA 0.353

- 11 1672 9orf5_uc004bdr.3_M NM_032012 NP_114401 Q9H330 CI005_HUMAN 1 CTTATCTCCTAGAA 0.333

- 34 5868 P1_uc010mty.2_5'F NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN 7 AAACAGCTTAACA 0.338

- 5 1173 _p.M306I|LPAR1_u NM_057159 NP_476500 Q92633 LPAR1_HUMAN Name=7; (Potential). 2 GGGGTTCATGGCA 0.522

- 43 5009 NM_001080398 NP_001073867 0 TTTTCGGATTTCT 0.423

+ 9 1324 NM_003358 NP_003349 Q16739 CEGT_HUMANmenal (Potential). 1 GTTTTTCAAAACT 0.353

- 2 273 se_Mutation_p.T24 NM_000031 NP_000022 P13716 HEM2_HUMAN 0 GGGTGGTGGTGG 0.552

+ 7 908 hp.2_Missense_M NM_152786 NP_689999 Q8TAL5 CI043_HUMAN 0 TCTCTGGAAATCA 0.448

+ 3 315 2_5'Flank|RGS3_uc NM_144488 NP_652759 P49796 RGS3_HUMAN 3 CCTTTGCCCAATT 0.512

- 2 444 se_Mutation_p.D2N NM_001633 NP_001624 P02760 AMBP_HUMAN 1 TCCTGTCCATGAT 0.602

+ 8 2146 2_RNA|COL27A1_ NM_032888 NP_116277 Q8IZC6 CORA1_HUMANPro-rich.|Triple-helical regio 4 CTGGACCGGCAG 0.672

+ 19 2711 L27A1_uc004bii.2_ NM_032888 NP_116277 Q8IZC6 CORA1_HUMANPro-rich.|Triple-helical regio 4 TTCCCGGGCCCC 0.527

+ 51 4676 L27A1_uc004bii.2_ NM_032888 NP_116277 Q8IZC6 CORA1_HUMAN Pro-rich.|Triple-helical regio 4 CCAGGGCCCTCG 0.627

- 18 3797 0_splice|AKNA_uc0 NM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6 GTGGCCTGGGGA 0.507

- 10 2901 biy.3_Missense_M NM_015404 NP_056219 Q9P202 WHRN_HUMAN 6 AGGTGGGAGAGC 0.483

- 17 3097 on_p.S51N|ASTN2 NM_198187 NP_937830 O75129 ASTN2_HUMANcellular (Potential). 9 GTGGGGCTCAGC 0.582

+ 2 178 ASTN2_uc004bjt.1_ NM_001099679 NP_001093149 Q13049 TRI32_HUMAN 3 CAGCTTCTCACCT 0.537

- 29 3775 NM_001735 NP_001726 P01031 CO5_HUMAN 2 TTGTTTCTACCAT 0.403

- 18 2378 vm.1_Splice_Site_p NM_001735 NP_001726 P01031 CO5_HUMAN 2 ATAATACCTTCTG 0.388

- 16 2060 _p.R677K|C5_uc01 NM_001735 NP_001726 P01031 CO5_HUMAN 2 AGCGTTCTTCTTG 0.289

- 15 1979 _p.G650E|C5_uc01 NM_001735 NP_001726 P01031 CO5_HUMAN 2 GTAAGTCCAGCTA 0.448

+ 28 4748 P110_uc004blb.1_M NM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0 TCTGAGGTGCTTC 0.443

- 1 523 J2_uc004bmj.1_In NM_001004451 NP_001004451 Q8NGS3 OR1J1_HUMAN cellular (Potential). 2 AGTGAGGGATGAT 0.527

- 1 722 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMAN Name=6; (Potential). 3 AGGTGGGAACTG 0.547

+ 1 9 NM_001005234 NP_001005234 Q8NH93 OR1L3_HUMAN cellular (Potential). 1 GGGAATGTCCAAC 0.413

+ 1 701 NM_001005235 NP_001005235 Q8NGR5 OR1L4_HUMAN lasmic (Potential). 0 AGCCGGGAAGTG 0.512

+ 1 604 NM_001001923 NP_001001923 Q8NGR4 OR5C1_HUMAN Name=5; (Potential). 1 GAACTCCTTCTCT 0.557

- 17 1705 e_Mutation_p.T565 NM_001144877 NP_001138349 Q8N9R8 SCAI_HUMAN 5 ATCTTGTGAGGAG 0.343

- 2 516 NM_005347 NP_005338 P11021 GRP78_HUMAN 4 CGGGGTTGGAGG 0.592

+ 3 371 1mac.1_Missense_ NM_014636 NP_055451 Q5JS13 RGPS1_HUMAN 1 ACTATGCCAGCAA 0.547

+ 11 1057 4brc.1_Missense_M NM_001005373 NP_001005373 Q6UWE0 LRSM1_HUMAN 0 GATGGGCCCACGG 0.458

- 5 626 _p.T129S|FAM129B NM_022833 NP_073744 Q96TA1 NIBL1_HUMAN PH. 0 CGTGGTCCCTGT 0.582



- 5 742 _p.P208L|ST6GAL NM_013443 NP_038471 Q969X2 SIA7F_HUMANmenal (Potential). 0 ATGTTGGGGAACA 0.637

- 5 986 04bst.2_Missense_ NM_175039 NP_778204 Q9H4F1 SIA7D_HUMANmenal (Potential). 0 CAGTAGCTGTCGC 0.647

- 2 669 NM_003863 NP_003854 O94777 DPM2_HUMAN 0 CCCGTGGCCTGG 0.582

- 4 1158 _p.A36V|PTGES2_ NM_025072 NP_079348 Q9H7Z7 PGES2_HUMAN lasmic (Potential). 0 GTCCTGGCCTCCT 0.612

- 14 2417 p.D672N|CIZ1_uc0 NM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN Glu-rich. 4 tcttcttcatcctcatcatcc 0.403

- 18 1799 GOLGA2_uc004buh NM_004486 NP_004477 Q08379 GOGA2_HUMAN Potential. 1 CCGTTTCCTTCAG 0.647

+ 7 1306 mxz.2_Missense_M NM_016174 NP_057258 Q5T4B2 GT253_HUMAN 1 TGCAGGCCTCAG 0.617

- 1 1185 1_5'Flank|NUP188 NM_014908 NP_055723 Q9UPQ8 DOLK_HUMAN lasmic (Potential). 0 GCCCAGGTGCCT 0.577

- 11 1736 _p.S464F|CRAT_uc NM_000755 NP_000746 P43155 CACP_HUMAN 1 ACGCTGGAGTCA 0.517

+ 7 1390 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin EGF-like 4. 3 CCTGCACTTGCAA 0.557

+ 29 5053 ense_Mutation_p.P NM_005085 NP_005076 P35658 NU214_HUMAN 1 X 5 AA approximate repe 16 GCTCAGCCTCCTG 0.602

+ 16 4565 cao.3_Missense_M NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 GACCTTCCCGAAG 0.607

+ 26 5952 _p.S1323F|BAT2L1 NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 ACACATCTCTGCA 0.607

- 22 3005 4cbb.2_Missense_M NM_005312 NP_005303 Q13905 RPGF1_HUMAN Ras-GEF. 7 TCAGTGTGCAGTA 0.577

- 10 4939 .P1205S|SETX_uc NM_015046 NP_055861 Q7Z333 SETX_HUMAN 3 AGGAGGAGGCAA 0.408

- 4 449 cdd.2_Missense_M NM_133640 NP_598395 Q15528 MED22_HUMAN 1 GACTCGCCGGCTC 0.493

- 4 322 1_5'Flank|SURF2_ NM_003172 NP_003163 Q15526 SURF1_HUMAN 2 AGAACTCTGGACT 0.582

- 13 1789 e_Mutation_p.P552 NM_001134707 NP_001128179 Q9UL12 SARDH_HUMAN 0 GGTGGGGCGGG 0.677

- 3 552 DH_uc011mdn.1_M NM_001134707 NP_001128179 Q9UL12 SARDH_HUMAN 0 CCGTCTCCTCCTC 0.672

- 6 1079 ex.2_Missense_Mu NM_007371 NP_031397 Q15059 BRD3_HUMAN 8 GGGCACCTCGCC 0.657

- 6 991 ex.2_Missense_Mu NM_007371 NP_031397 Q15059 BRD3_HUMAN 8 GGGTCTGACAACG 0.657

+ 2 242 cez.2_Missense_M NM_017588 NP_060058 P61964 WDR5_HUMAN 0 CGCCACTCAGAG 0.612

+ 38 3388 NM_000093 NP_000084 P20908 CO5A1_HUMAN 11 CCTCAGGTAAGCT 0.647

+ 11 960 nbf.2_Missense_M NM_020822 NP_065873 Q5JUK3 KCNT1_HUMAN 4 CGGGCGGGCGAG 0.677

- 11 3676 p.P1116S|CAMSAP NM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3 TCAGAGGCTCCTC 0.617

- 9 1274 _p.R315K|CAMSAP NM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3 TTCTGTCTCAGTG 0.388

- 3 3148 EC16A_uc010nbn.2 NM_014866 NP_055681 O15027 SC16A_HUMAN 0 TTCCTGCCTTACG 0.493

- 3 1594 p.P429S|SEC16A_ NM_014866 NP_055681 O15027 SC16A_HUMAN 0 GCCTGGGAGAAG 0.632

- 34 6235 NM_017617 NP_060087 P46531 NOTC1_HUMAN ytoplasmic (Potential). 856 GCAGCACCTTGGC 0.677

+ 18 2346 mej.1_Missense_M NM_206920 NP_996803 Q6UXC1 AEGP_HUMAN xtracellular (Potential). 7 GGCCCCCCAACA 0.662

- 9 1133 nse_Mutation_p.E3 NM_015392 NP_056207 Q9NQX5 NPDC1_HUMAN 0 GCACCTCCATTTC 0.682

- 11 1282 NM_013379 NP_037511 Q9UHL4 DPP2_HUMAN 0 AGGGGTCCAGGT 0.493

- 6 1328 clq.1_Missense_M NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 AGGCCACCTCCAG 0.632

- 26 3309 ense_Mutation_p.T NM_152286 NP_689499 Q6ZV29 PLPL7_HUMAN Patatin. 1 AAGGACGTCATGC 0.602 rs151043513

+ 4 361 cnp.1_Missense_M NM_152285 NP_689498 Q8N5I2 ARRD1_HUMAN 0 CCACTGCACCCAC 0.627

+ 7 1275 cnp.1_Missense_M NM_152285 NP_689498 Q8N5I2 ARRD1_HUMAN Pro-rich. 0 TTGATTCTTCCTC 0.617

+ 3 624 uc004cof.1_Intron NM_000718 NP_000709 Q00975 CAC1B_HUMAN asmic (Potential).|I. 6 AGGGCTCTTACCT 0.592

+ 13 1391 .P357S|CSF2RA_u NM_001161529 NP_001155001 P15509 CSF2R_HUMANc (Potential).|Box 1 motif. 2 CTGTTCCCGCCA 0.547

- 2 406 25A6_uc004cpu.2_ NM_001636 NP_001627 P12236 ADT3_HUMAN 0 GCTTGTCCACGCC 0.612

- 2 1099 BED1_uc004cqh.1_ NM_004729 NP_004720 O96006 ZBED1_HUMAN 0 CCTGCTGGATGCC 0.632

+ 7 506 99_uc004cqn.2_R NM_002414 NP_002405 P14209 CD99_HUMAN cellular (Potential). 1 ATGGTGGAGGCAG 0.527

+ 3 293 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN 1 AAACGACTTTTGC 0.552

+ 9 1342 rf.1_Missense_Mut NM_004042 NP_004033 P54793 ARSF_HUMAN 2 GGGGGGCTGGG 0.413

+ 11 1786 rf.1_Missense_Mut NM_004042 NP_004033 P54793 ARSF_HUMAN 2 CACCTGCCACAGA 0.532

- 5 5073 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 TGACGAGGTGACT 0.458

- 5 5045 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 ATCTGGAAGCGCT 0.473

+ 4 674 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8 CCAACAGCAGCAT 0.617



+ 4 1563 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8 GCTCTGGGCGGG 0.677

+ 11 1363 nse_Mutation_p.V5 NM_015691 NP_056506 Q9ULE0 WWC3_HUMAN Ser-rich. 4 AGCTCGGTCAGC 0.672

+ 11 1493 se_Mutation_p.G9 NM_015691 NP_056506 Q9ULE0 WWC3_HUMAN Ser-rich. 4 CCCCAGGCCCCTC 0.662

+ 5 354 ntron|ARHGAP6_u NM_001142 NP_001133 Q99217 AMELX_HUMAN 0 GTGATCCCCCAGC 0.632

+ 13 1654 _p.P368S|MSL3_uc NM_078629 NP_523353 Q8N5Y2 MS3L1_HUMAN 1 AAGAACCCCCGG 0.458

- 1 566 NM_001135995 NP_001129467 Q9H3M9 ATX3L_HUMAN Josephin. 6 ATTGAGGCTAATT 0.423

+ 4 679 ion_p.T106I|OFD1 NM_003611 NP_003602 O75665 OFD1_HUMAN 0 GTATTTACTATGCA 0.284

+ 9 1380 _p.R350C|GLRA2_ NM_001118885 NP_001112357 P23416 GLRA2_HUMAN lasmic (Probable). 2 TTCCTGCGCCTCC 0.483

- 4 511 wv.2_Splice_Site_p NM_003662 NP_003653 O00625 PIR_HUMAN 1 GCCATACCTGCAA 0.378

- 17 2353 xb.2_Missense_Mu NM_021804 NP_068576 Q9BYF1 ACE2_HUMAN cellular (Potential). 3 GTGTTGGCTGTAT 0.468

- 13 1946 xb.2_Missense_Mu NM_021804 NP_068576 Q9BYF1 ACE2_HUMAN cellular (Potential). 3 AGCCAGGTAAATA 0.448 rs140857723

+ 11 1106 NM_005089 NP_005080 Q15696 U2AFM_HUMAN 3 GGACTGGCTCCT 0.512

+ 4 1323 _p.E173K|NHS_uc NM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7 CCAGAGGAGAAG 0.473

+ 6 3864 p.D1020N|NHS_uc NM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7 ACTGAAGACACC 0.403

+ 8 5091 p.A1429T|NHS_uc0 NM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7 TCTCGGGCCCCTC 0.582

- 3 874 _p.P102S|RAI2_uc NM_021785 NP_068557 Q9Y5P3 RAI2_HUMAN 2 GCTCTGGTGCGGA 0.622

- 4 260 fd.1_Missense_Mu NM_006089 NP_006080 Q9UQR0 SCML2_HUMAN MBT 1. 0 CCTCCCAGTGGAA 0.348

+ 12 2124 yn.2_Missense_Mu NM_003159 NP_003150 O76039 CDKL5_HUMAN 6 CCAAGGGCTTGG 0.512

- 7 408 n_p.L58F|GPR64_ NM_001079858 NP_001073327 Q8IZP9 GPR64_HUMANcellular (Potential). 0 AAGGGAGTAAGCT 0.353

- 9 1786 jg.1_Intron|CXorf2 NM_198279 NP_938020 A2AJT9 CX023_HUMAN 2 TTCTCTGCGTAGT 0.323

- 9 706 _p.A224T|RPS6KA NM_004586 NP_004577 P51812 KS6A3_HUMAN otein kinase 1. 8 CTGGAGCCATATA 0.388

+ 3 397 mjn.1_Missense_M NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN CRIC. 2 AAATTGCCAAACG 0.453

+ 11 1412 _p.W403*|PHEX_uc NM_000444 NP_000435 P78562 PHEX_HUMAN cellular (Potential). 3 TCAATGGGACAAA 0.393

+ 7 1327 se_Mutation_p.P3 NM_003410 NP_003401 P17010 ZFX_HUMAN 2 TTCATGCCGATTG 0.483

+ 9 2581 se_Mutation_p.P81 NM_003410 NP_003401 P17010 ZFX_HUMAN 2 GACTATCCTCACC 0.453

- 1 757 NM_001136233 NP_001129705 P0C7V6 F48B2_HUMAN 0 CAGACTGCTCCTG 0.498

+ 9 756 _p.G251R|POLA1_ NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 GAGTCAGGGGCA 0.463

+ 22 2371 NA23_uc004dbo.1_ NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 GGGTGGACGATC 0.378

+ 2 229 EB6_uc010ngc.1_5 NM_173523 NP_775794 Q8N7X4 MAGB6_HUMAN 3 TCACGGGTCCCCA 0.567

- 1 1110 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN WD 4. 4 TTTCTTATCATTTT 0.423

- 3 712 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1 TCTCAGAGGGAA 0.428

- 3 338 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1 AAGAGGCACAAC 0.443

- 35 5253 _Mutation_p.W154 NM_004006 NP_003997 P11532 DMD_HUMAN ction with SYNM (By similar 6 TTTAACCACTCTT 0.413

+ 9 1250 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1 CTGAGAGATGGAT 0.338

+ 1 1438 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 ATCTCTGCCCGGA 0.627

+ 1 1665 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 GAGCCTCCTGAGA 0.617

+ 1 2193 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CATCTCTGCCCGG 0.637

+ 1 2239 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CAGAGCCTCCCAA 0.632

+ 1 375 ddp.1_Missense_M NM_198511 NP_940913 Q6ZV70 LANC3_HUMAN 0 GTGAGGAGGCG 0.716

- 4 650 _p.P120S|BCOR_u NM_001123385 NP_001116857 Q6W2J9 BCOR_HUMAN 4 TCTCTGGATTTCT 0.507

+ 3 349 P6AP2_uc011mkm. NM_005765 NP_005756 O75787 RENR_HUMAN cellular (Potential). 0 AAGGGAGTGAAC 0.443

+ 10 1852 fc.2_Missense_Mu NM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6 CATCAGCCACAGT 0.353

+ 18 3086 dfc.2_Missense_Mu NM_001039590 NP_001034679 Q93008 USP9X_HUMAN 6 TTCAGTCTTGTTT 0.353

+ 9 1672 _Mutation_p.A257T NM_001356 NP_001347 O00571 DDX3X_HUMAN n with XPO1.|Helicase ATP 6 GTATTAGCACCAA 0.368

+ 14 2356 A485T|DDX3X_uc0 NM_001356 NP_001347 O00571 DDX3X_HUMAN ecessary for interaction with 6 AGGTAGCAGCAA 0.343

+ 3 838 se_Mutation_p.G1 NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMAN Name=4; (Potential). 1 TTGGTGGATTCCT 0.353

+ 15 1626 kw.1_Missense_M NM_000240 NP_000231 P21397 AOFA_HUMAN Cytoplasmic. 3 ACGTTCCAGCGG 0.493



- 4 661 dgv.1_Missense_M NM_032591 NP_115980 Q96T83 SL9A7_HUMAN ical; (Potential). 2 GCAGTCCCCAAGA 0.388

+ 2 724 NM_006915 NP_008846 O75695 XRP2_HUMAN AP/cofactor C-like. 0 TTTACACCTGTGT 0.423

+ 4 460 NM_003446 NP_003437 P51786 ZN157_HUMAN 0 ACATTGGATCAAA 0.348

- 4 1842 hw.3_Missense_Mu NM_153380 NP_700359 P51814 ZNF41_HUMAN 3 TTATAGGGTTTCT 0.418

- 4 673 .1_Missense_Muta NM_001145252 NP_001138724 P27918 PROP_HUMAN TSP type-1 2. 3 CACAGGCCTCTG 0.642

- 5 1136 K1_uc010nhw.2_M NM_001114123 NP_001107595 P19419 ELK1_HUMAN 2 GCTCGGCCTTGGT 0.657

- 4 278 8A5_uc004djk.3_5 NM_033518 NP_277053 Q8WUX1 S38A5_HUMAN lasmic (Potential). 3 CCCAGGAGCAGG 0.592

+ 9 915 jn.1_Missense_Mu NM_012280 NP_036412 Q9UET6 RRMJ1_HUMAN 0 TGTCAGGGCTATG 0.642

+ 6 1829 p.P319L|TBC1D25_ NM_002536 NP_002527 Q3MII6 TBC25_HUMAN 1 CCTCTCCCACTG 0.577

+ 8 1301 85_splice|WDR13_ NM_017883 NP_060353 Q9H1Z4 WDR13_HUMAN 2 CTACAGGTGGGTC 0.597

+ 1 91 NM_000377 NP_000368 P42768 WASP_HUMAN 1 CCGGGGGCCGA 0.592

+ 3 796 e_Mutation_p.D26 NM_003173 NP_003164 O43463 SUV91_HUMAN SET. 0 CGCACGGATGATG 0.597

+ 5 520 _Mutation_p.D111NNM_001032382 NP_001027554 O60828 PQBP1_HUMAN tandem repeats of D- R-[SG 1 AAGTCGGACAGGG 0.587

+ 4 647 _Mutation_p.S47N NM_033626 NP_296375 Q96HB5 CC120_HUMAN 1 CCCTGAGCCTGA 0.667

- 5 565 n_p.T99I|PRICKLE NM_006150 NP_006141 O43900 PRIC3_HUMAN PET. 1 GTGATGGTCACCG 0.612

- 6 734 _p.P122S|SYP_uc NM_003179 NP_003170 P08247 SYPH_HUMAN lasmic (Potential). 3 CTCGGGGGCGCC 0.711

- 4 592 _p.T135N|FOXP3_ NM_014009 NP_054728 Q9BZS1 FOXP3_HUMAN 0 GCGGTGGTGGGT 0.672

+ 4 1610 4dni.2_Missense_M NM_033215 NP_149992 Q6ZSY5 PPR3F_HUMANcellular (Potential). 3 ACGGACCGCGAC 0.692

+ 3 282 u.1_Intron|GAGE1_ NM_001127212 NP_001120684 Q6NT46 GAG2A_HUMAN 0 ATGAGGGAGCATC 0.403

+ 6 2256 .S653F|CCNB3_uc NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9 AAGTGTCCCTCTC 0.433

+ 4 1015 p.G363D|MAGED1 NM_001005332 NP_001005332 Q9Y5V3 MAGD1_HUMANdem repeats of W-[PQ]-X-P 3 CCTCAGGCTGGCA 0.632

+ 2 93 NM_130775 NP_570131 Q8WWM1 GAGD5_HUMAN 1 TATAGACCAAGAC 0.308

- 26 4954 on|KDM5C_uc004d NM_004187 NP_004178 P41229 KDM5C_HUMAN 18 TCCTCTCGGGCTG 0.706

- 15 2635 nse_Mutation_p.P NM_004187 NP_004178 P41229 KDM5C_HUMAN 18 TCATCTGGGAGCA 0.522

- 24 3659 oe.1_Missense_Mu NM_006306 NP_006297 Q14683 SMC1A_HUMAN 6 CTCTCGGCCTTG 0.572

- 10 1741 _p.Q536*|SMC1A_ NM_006306 NP_006297 Q14683 SMC1A_HUMANFlexible hinge. 6 TATACTGAATACA 0.517

+ 5 622 e_Mutation_p.Q157 NM_001031745 NP_001026915 Q8N443 RIBC1_HUMAN 0 ATGCAGCAGGGG 0.522

- 82 13220 sn.2_Missense_Mu NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN HECT. 17 GAGTTGGACTGGT 0.463

- 75 11935 p.P2653S|HUWE1 NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMAN 17 GCAGGGGTAACTC 0.537

- 11 2419 moh.1_Missense_M NM_017848 NP_060318 Q9NX05 F120C_HUMAN 2 ATTCGGCCACCAG 0.393

- 23 5663 nse_Mutation_p.P1 NM_001002838 NP_001002838 Q9BYP7 WNK3_HUMAN 11 ATTTAGGACCAGG 0.438

- 5 1478 tc.1_Missense_Mu NM_001002838 NP_001002838 Q9BYP7 WNK3_HUMANProtein kinase. 11 AATAAGGATACTC 0.373

+ 12 1232 NL3L_uc004dti.2_R NM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1 TGACGGCAGTGG 0.547

- 8 1355 NM_198510 NP_940912 Q6UXX5 ITH5L_HUMAN VWFA. p.S442S(1) 6 CCAGGGACAGGC 0.577

+ 7 1108 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMAN 3 TAATGTCCAAAGT 0.303

- 9 1122 _p.A352T|MTMR8_ NM_017677 NP_060147 Q96EF0 MTMR8_HUMAN ularin phosphatase. 4 TGCTAGCCACTGA 0.443

- 10 1292 _p.P390L|LAS1L_u NM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4 AAGGCTGGCAGT 0.592

+ 4 523 NM_002444 NP_002435 P26038 MOES_HUMAN FERM. 10 AAAGAGGGCATTC 0.498

- 2 345 e_Mutation_p.S73F NM_007268 NP_009199 Q9Y279 VSIG4_HUMANExtracellular (Potential). 0 TCTCCAGAAGAGT 0.552

- 9 1061 _p.A256D|OPHN1_ NM_002547 NP_002538 O60890 OPHN1_HUMAN 2 TGGGGAGCTTCT 0.378

- 2 1710 xg.2_Missense_Mu NM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0 TTATCCCCCTCAC 0.478

- 2 852 xg.2_Intron|PJA1_u NM_145119 NP_660095 Q8NG27 PJA1_HUMAN 0 GAGCATCTTGCTG 0.537

+ 2 206 1_5'Flank|PDZD11 NM_012310 NP_036442 O95239 KIF4A_HUMANKinesin-motor. 4 GCGAGGGCTGC 0.582

+ 12 1436 _p.L437F|KIF4A_u NM_012310 NP_036442 O95239 KIF4A_HUMAN Potential. 4 GAAGAGCTCAGGC 0.458

+ 15 2199 9_splice|DLG3_uc NM_021120 NP_066943 Q92796 DLG3_HUMAN 2 TCTCTAGTTCACT 0.532

+ 2 1426 OXO4_uc004dyt.1_ NM_005938 NP_005929 P98177 FOXO4_HUMAN 3 GAGAAGGGTGCT 0.612

- 4 333 1mpp.1_Splice_Site NM_001025265 NP_001020436 A6NEN9 CX065_HUMAN 1 TTCTTACCAAGCA 0.502



+ 37 5226 p.G1676D|MED12_ NM_005120 NP_005111 Q93074 MED12_HUMAN with CTNNB1 and GLI3. 4 AGCAGGGTCTACA 0.463

+ 7 2390 ps.1_Missense_M NM_018977 NP_061850 Q9NZ94 NLGN3_HUMAN ical; (Potential). 1 GTGGGGGCCTCC 0.637

- 13 2236 ense_Mutation_p.A NM_201599 NP_963893 Q14202 ZMYM3_HUMANMYM-type 9. 1 GGGCAGCCTGAG 0.597

+ 10 844 GB1BP2_uc004dzs NM_012278 NP_036410 Q9UKP3 ITBP2_HUMAN CS. 1 TCTGGGGGGTAAG 0.493

+ 24 3751 nse_Mutation_p.L1 NM_138923 NP_620278 P21675 TAF1_HUMAN HMG box. 17 AGGCGGCTTAAGA 0.468

+ 36 5248 0nle.1_RNA|TAF1_ NM_138923 NP_620278 P21675 TAF1_HUMAN acidic tail).|Pr p.E1733D(1) 17 GATGAAGAAGGAG 0.473

+ 5 753 on_p.C169Y|OGT_ NM_181672 NP_858058 O15294 OGT1_HUMAN TPR 4. 5 AGGCATGTTATTT 0.428

+ 8 1232 n_p.E329K|OGT_u NM_181672 NP_858058 O15294 OGT1_HUMAN TPR 9. 5 AAACGAGAACAGG 0.438

+ 8 1294 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

+ 8 1324 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GAAGCTCCCGACG 0.557

+ 8 1334_1335RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 ACGACAGCAGTGA 0.55

+ 11 2151 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN 3 CAAGATGGTGAAA 0.443

- 2 121 CXCR3_uc011mpx. NM_001504 NP_001495 P49682 CXCR3_HUMANcellular (Potential). 3 GGAGGGCGGCA 0.572

- 2 3222 CC6L_uc004eap.1_ NM_017669 NP_060139 Q2NKX8 ERC6L_HUMAN 3 TTTATGCTTGAGG 0.358

- 7 808 NM_001007 NP_000998 P62701 RS4X_HUMAN 0 GGGGAAGAGAAA 0.502

- 19 2364 e_Mutation_p.R688 NM_002637 NP_002628 P46020 KPB1_HUMAN 4 TGGAACCGATCTA 0.517

+ 1 1813 NM_020932 NP_065983 Q9HCI5 MAGE1_HUMAN MAGE 1. 6 GGCGAGCAGCAG 0.473

- 1 518 w.2_Intron|ATP7A_u NM_001029891 NP_001025062 Q8N0Y7 PGAM4_HUMAN 0 ATCTGGGGAACTA 0.522

+ 2 1439 NM_005296 NP_005287 Q99677 LPAR4_HUMAN lasmic (Potential). 3 AGCCTTCCCTTCC 0.408

+ 2 1462 NM_005296 NP_005287 Q99677 LPAR4_HUMAN lasmic (Potential). 3 GAGGAAGTGAGTG 0.403

- 8 1066 _uc004edu.2_5'UTR NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN WD 4. 4 ATGGAAGTAATAG 0.383

+ 2 582 010nmm.2_Missen NM_003022 NP_003013 O75368 SH3L1_HUMAN binding (Potential). 1 CCACAGGTTACCC 0.393

- 5 482 6KA6_uc011mqu.1 NM_014496 NP_055311 Q9UK32 KS6A6_HUMAN otein kinase 1. 8 TTTGACAATAAAT 0.269

- 3 1253 _p.A382T|HDX_uc NM_144657 NP_653258 Q7Z353 HDX_HUMAN 2 TAGATGCTGTATG 0.338

- 6 844 es.2_Missense_Mu NM_024921 NP_079197 Q8WVV4 POF1B_HUMAN 0 GATCCACTATGGC 0.413

+ 6 1258 n_p.G196D|DACH2 NM_053281 NP_444511 Q96NX9 DACH2_HUMAN 5 GAGCTGGTACCTC 0.403

+ 1 870 PH2_uc004efu.3_In NM_013347 NP_037479 Q13156 RFA4_HUMAN 0 ATGCTGGGGATAA 0.493

- 6 4594 _p.P925L|PCDH19 NM_020766 NP_001098713 Q8TAB3 PCD19_HUMAN lasmic (Pote p.P973P(1) 7 TTCCGGGGCATC 0.488

- 6 751 _Mutation_p.T182I| NM_007052 NP_008983 Q9Y5S8 NOX1_HUMAN tial).|Ferric oxidoreductase. 1 GCTATTGTCATGA 0.433

+ 19 2236 rg.1_Missense_Mu NM_006733 NP_006724 Q92674 CENPI_HUMAN 1 TCCAAACCCTTTG 0.358

+ 22 2885 rh.1_Missense_Mu NM_001939 NP_001930 Q13474 DRP2_HUMAN 2 CCGAGGCCCGTA 0.607

- 8 796 _p.E176K|TAF7L_u NM_024885 NP_079161 Q5H9L4 TAF7L_HUMAN 1 CATTTTCCACGTC 0.448

- 15 1655 TK_uc010nnm.2_M NM_000061 NP_000052 Q06187 BTK_HUMAN Protein kinase. 6 GCATCTCCCTCAG 0.542

- 3 1475 _p.P374S|ARMCX2 NM_177949 NP_808818 Q7L311 ARMX2_HUMAN 6 GAAAGGGGCGCT 0.542

- 3 626 _p.D91N|ARMCX2 NM_177949 NP_808818 Q7L311 ARMX2_HUMAN Ala-rich. 6 CTGTGTCCAGAGC 0.627

- 2 4741 in.2_Missense_Mu NM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1 CCTTGACTCTATC 0.383

+ 6 1618 ejh.2_Missense_M NM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1 CAGAAGGAAACTG 0.473

+ 6 2007 ejh.2_Missense_M NM_022838 NP_073749 Q6P1M9 ARMX5_HUMAN 1 AGTATGGTGGATG 0.378

+ 5 3376 p.G859R|GPRASP NM_014710 NP_055525 Q5JY77 GASP1_HUMAN Glu-rich. 2 GTGGCAGGAGTC 0.532

+ 4 1447 SP2_uc004ejm.2_M NM_138437 NP_612446 Q96D09 GASP2_HUMAN 1 TCAGACCCAAGG 0.572

+ 4 1640 mrt.1_Missense_M NM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN 2 CCATTTGCCCAAG 0.363

+ 4 2036 mrt.1_Missense_M NM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN 2 TTGGCAGCATTAA 0.353

- 3 794 NM_001012979 NP_001012997 Q5H9L2 TCAL5_HUMAN 2 GAAAACCACCCAT 0.517

- 5 989 ou.2_Missense_M NM_001024452 NP_001019623 Q5JXX5 GLRA4_HUMANcellular (Potential). 0 TCTCAAGCTGCAT 0.303

- 2 212 NM_001012755 NP_001012773 Q5H9E4 MCAR6_HUMAN 0 GAAGCTCCTTCCC 0.517

+ 4 960 emg.1_Missense_M NM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4 ATTTGAGTCAAGC 0.438

+ 5 842 ense_Mutation_p.G NM_017752 NP_060222 Q0IIM8 TBC8B_HUMAN 4 CCCAAGGAGAGAA 0.358



- 4 539 my.1_Missense_M NM_018301 NP_060771 Q96IZ5 RBM41_HUMAN 1 AAAGAGCCTTAAG 0.408

- 8 790 CL_uc004enb.2_Sp NM_017681 NP_060151 Q9H1M0 N62CL_HUMAN 0 GTGGAGCTAAAAA 0.353

- 3 438 e_Mutation_p.A114 NM_002814 NP_002805 O75832 PSD10_HUMAN nteraction with RELA. 1 TCGAAGCTGCATA 0.433

- 30 2970 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GGACTAGGTATTC 0.547

- 23 1988 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 CACGGGGTCCAG 0.547

+ 45 4227 _p.G1339E|COL4A NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 TGAAAGGACCCAG 0.473

- 1 125 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 GGGGTGGTCACC 0.637

- 17 3383 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMAN lasmic (Potential). 8 CCCTCACTCAGAT 0.428

- 4 675 ok.2_Missense_M NM_022977 NP_075266 O60488 ACSL4_HUMAN lasmic (Potential). 3 TATGGACTTCCAG 0.403

+ 3 1559 msr.1_Missense_M NM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4 CCATGACCACCTC 0.502

- 5 668 s.2_Missense_Muta NM_001143981 NP_001137453 Q9BU40 CRDL1_HUMAN 0 GTTCACTGGGGG 0.473

+ 17 2124 19_splice|ALG13_uc011mta.1_Splice_Site_p.R593_spli Q9NP73 ALG13_HUMAN 1 ATCTCGGTAAGTA 0.368

- 2 426 PL1_uc010nqa.2_I NM_178175 NP_835469 Q86WI0 LHPL1_HUMAN 0 GAGCCAGTAAGGT 0.557

+ 3 535 LS3_uc004eqe.2_M NM_005032 NP_005023 P13797 PLST_HUMAN 2 CCATTACCAGGAT 0.343

+ 3 511_512 NM_000686 NP_000677 P50052 AGTR2_HUMAN Name=2; (Potential). 3 GGGCAACCTATT 0.381

- 5 732 p.P218S|KLHL13_u NM_033495 NP_277030 Q9P2N7 KLH13_HUMAN BACK. 2 ATGCAGGAAAATT 0.438

+ 18 2924 mtr.1_Nonsense_M NM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5 CTTCTGGGAAGG 0.333

+ 8 898 4eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 AGTTTAGTTCAAG 0.358

+ 12 1400 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 CTTCACCCGAATC 0.473

+ 47 5344 qq.2_Missense_Mu NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-2. 3 CTTTTAGGCACTT 0.299

+ 10 2036 RF3_uc004eqy.2_ NM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN Lon. 2 CTCATGGGATTAC 0.438

+ 2 330 1B4_uc011mtx.1_I NM_001142447 NP_001135919 Q9UN42 AT1B4_HUMAN clear (Potential). 2 TGCCTGGTGGCA 0.343

- 3 855 4esz.2_Missense_ NM_152692 NP_689905 Q96EU7 C1GLC_HUMANmenal (Potential). 0 TGTGGCCTAGATA 0.373

+ 14 2425 se_Mutation_p.P71 NM_007325 NP_015564 P42263 GRIA3_HUMAN cellular (Potential). 5 CGGAGCCATCTG 0.453

+ 32 3959 uc.2_Missense_Mu NM_006603 NP_006594 Q8N3U4 STAG2_HUMAN 5 GAGAGAGAACAGA 0.338

- 29 7299 p.Y2418C|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 ACTGGGTAGTTAT 0.358

- 23 4332 p.S1429F|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN xtracellular (Potential). 23 AGAGTGGAGTGAA 0.532

- 5 974 _p.A304T|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN inal.|Cytoplasmic (Potential 23 TAAAGGCAGGTCG 0.522

- 1 1055 NM_001013628 NP_001013650 Q5VW00 DC122_HUMAN 7 CACAGGGGCCGG 0.617

- 1 1084 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 ATGTCTGCATAAA 0.522 rs141475882

- 1 969 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 CGGGCACTTGGTA 0.547

- 19 2445 muk.1_Missense_ NM_003069 NP_003060 P28370 SMCA1_HUMAN 4 GCCGTGGAGCCT 0.338

- 2 509 HC9_uc004eux.1_ NM_001008222 NP_001008223 Q9Y397 ZDHC9_HUMAN ical; (Potential). 1 CATGTCCCCAGGA 0.512

- 9 1613 e.3_Missense_Mu NM_001421 NP_001412 Q99607 ELF4_HUMAN 1 CCACGGGGGCCA 0.592

+ 9 955 9T|SLC25A14_uc0 NM_003951 NP_003942 O95258 UCP5_HUMAN ical; Name=5; (Potential). 1 GGTTTGGCTGGGG 0.488

+ 6 656 NM_016024 NP_057108 Q9Y388 RBMX2_HUMAN Lys-rich. 4 GAAAAGGATGACA 0.483

- 8 1142 evy.2_Missense_M NM_182314 NP_872114 Q16206 ENOX2_HUMAN 1 CTGGGGGTGGAG 0.438

- 6 938 _p.P223S|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN 3.|Extracellular (Potential). 5 GCCCAGGATGGG 0.473

- 1 358 NM_016521 NP_057605 Q5H9I0 TFDP3_HUMAN 1 GAGTAGGAATGCT 0.557

- 1 327 27B_uc004eyg.3_ NM_001078172 NP_001071640 Q9BWD3 F127B_HUMAN 0 TGTAGGGGATCAC 0.602

- 1 165 4eyg.3_Missense_MNM_001078172 NP_001071640 Q9BWD3 F127B_HUMAN 0 GAAAGGGAATCG 0.662

+ 3 1107 NM_001727 NP_001718 P32247 BRS3_HUMAN Name=7; (Potential). 1 TTGGCTTTCAGCA 0.458

- 6 1138 n_p.P99S|ARHGEF NM_004840 NP_004831 Q15052 ARHG6_HUMAN 0 CTTTTGGGGAGAG 0.318

- 1 1168 NM_054021 NP_473362 Q96P66 GP101_HUMAN lasmic (Potential). 5 CCTGGGCAGAGG 0.527 rs41310741

- 1 1051 NM_054021 NP_473362 Q96P66 GP101_HUMAN lasmic (Potential). 5 TGTCATCTTCACC 0.527

+ 1 1218 NM_003413 NP_003404 O60481 ZIC3_HUMAN 3 CCGGCGCCTTCT 0.642

- 1 196 NM_004065 NP_004056 P51861 CDR1_HUMAN 0 ACCAAGCCATGTC 0.428



+ 4 3068 EC1_uc010nsl.1_5 NM_005462 NP_005453 O60732 MAGC1_HUMAN MAGE. 4 AAGCAGCCTATCA 0.473

+ 5 781 NM_152578 NP_689791 Q8N0W7 FMR1N_HUMAN lasmic (Potential). 1 AGCGAAAGAGGA 0.413

+ 3 1362 r.2_Nonsense_Mut NM_002025 NP_002016 P51816 AFF2_HUMAN 5 GATGGCCAGGACC 0.483

+ 13 3219 b.1_Missense_Mut NM_002025 NP_002016 P51816 AFF2_HUMAN 5 CTATTTCCTCCTC 0.433

- 9 1409 g.1_Missense_Muta NM_000202 NP_000193 P22304 IDS_HUMAN 0 AGAGACACAAGTT 0.532

+ 5 541 |CXorf40A_uc004fd NM_178124 NP_835225 Q8TE69 CX04A_HUMAN 0 ACATTGGGGAAAC 0.468

- 4 581 f40B_uc011mxs.1_ NM_001013845 NP_001013867 Q96DE9 CX04B_HUMAN 0 TCCACAGTCTTGA 0.607

+ 5 648 MGB3_uc004fer.2_ NM_005342 NP_005333 O15347 HMGB3_HUMAN/Glu-rich (acidic). 0 aagatgaagaagagga 0.299

- 3 1574 ntx.2_Missense_M NM_001103151 NP_001096621 Q96PV4 PNMA5_HUMAN 2 GCCTTGGGATACG 0.617

- 3 266 NM_004988 NP_004979 P43355 MAGA1_HUMAN 10 CCTCAAGGGCTTC 0.632

+ 4 469 n_p.E98K|ZNF275_uc011myn.1_Missense_Mutation_p. A6NFS0 A6NFS0_HUMAN 1 CCCATAGAACATC 0.552

+ 7 1001 GN_uc004fhq.1_RN NM_001711 NP_001702 P21810 PGS1_HUMAN LRR 9. 2 TTCCTGCCCACCC 0.607

+ 8 1199 GN_uc004fhq.1_RN NM_001711 NP_001702 P21810 PGS1_HUMAN LRR 12. 2 CCCGTGCCCTACT 0.592

+ 15 2624 e_Mutation_p.T833 NM_001001344 NP_001001344 Q16720 AT2B3_HUMAN lasmic (Potential). 1 ACTTCACCAGCAT 0.562

+ 20 3553 ense_Mutation_p.A NM_001001344 NP_001001344 Q16720 AT2B3_HUMAN lasmic (Potential). 1 TTCATGGCCACGC 0.592

+ 3 917 hy.3_Missense_Mu NM_001395 NP_001386 Q99956 DUS9_HUMAN -protein phosphatase. 2 TCACCCCCAACCT 0.562

+ 7 1798 p.G224S|PLXNB3_ NM_005393 NP_005384 Q9ULL4 PLXB3_HUMAN cellular (Potential). 1 GAGCAGGGCCAG 0.677

+ 25 4466 zd.1_Missense_M NM_005393 NP_005384 Q9ULL4 PLXB3_HUMAN lasmic (Potential). 1 ACCTGGCGGCCC 0.642

+ 27 4831 NB3_uc011mzd.1_ NM_005393 NP_005384 Q9ULL4 PLXB3_HUMAN lasmic (Potential). 1 GTCAAGGAGAAG 0.682

+ 34 5702 3_uc004fik.2_5'UT NM_005393 NP_005384 Q9ULL4 PLXB3_HUMAN lasmic (Potential). 1 TGAACTCTGCTTT 0.647

+ 14 1479 _p.E407K|SRPK3_ NM_014370 NP_055185 Q9UPE1 SRPK3_HUMANProtein kinase. 3 ATAGTGGAGCTTC 0.667

- 23 3155 G1016E|L1CAM_u NM_000425 NP_000416 P32004 L1CAM_HUMAN III 5.|Extracellular (Potentia 9 GAGATCCCTGGGG 0.612

- 22 2983 p.D959N|L1CAM_u NM_000425 NP_000416 P32004 L1CAM_HUMAN tential).|Fibronectin type-III 9 CCTCATCCACTGT 0.682

- 11 1457 uo.2_Missense_M NM_000425 NP_000416 P32004 L1CAM_HUMANPotential).|Ig-like C2-type 5. 9 CCGAAGGCCTTGC 0.622

- 4 490 GAP4_uc004fjl.1_ NM_001666 NP_001657 P98171 RHG04_HUMAN Potential. 1 GCTGCTCCAGATC 0.652

- 17 3433 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 CCTCCACCCCAC 0.637

- 9 2099 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 ACCATCCGCACTC 0.597

+ 2 640 3202-2|MI0014253 NM_003492 NP_003483 Q14656 TM187_HUMAN 0 CAAGTGGGCTATG 0.652

- 4 1480 fjw.2_Missense_Mu NM_004992 NP_004983 P51608 MECP2_HUMAN 0 TCTGGGCATCTTC 0.667

+ 5 826 NM_020061 NP_064445 P04000 OPSR_HUMAN Cytoplasmic. 0 GAGAAGGAAGTGA 0.572

+ 13 1879 zm.1_Missense_M NM_012253 NP_036385 P51854 TKTL1_HUMAN 4 GTGTCGGGAGTG 0.522

- 37 6142 .1_Missense_Muta NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 18. 6 AGCCGACCTTTAG 0.642

- 8 1330 uu.1_Missense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 1. 6 GGCCAGCAAAGAG 0.647

+ 3 261 S|RPL10_uc004fkp NM_006013 NP_006004 P27635 RL10_HUMAN 0 GCCGAGGTGTCC 0.537

+ 3 330 V|DNASE1L1_uc00 NM_006013 NP_006004 P27635 RL10_HUMAN 0 CTGGGAGACCTC 0.607

+ 4 1455 NM_017514 NP_059984 P51805 PLXA3_HUMANxtracellular (Potential). 3 TCTGTGGTCTTCA 0.662

- 2 412 mh.1_Missense_Mu NM_020994 NP_066274 O75638 CTAG2_HUMAN 1 CCGCCCCTGGTC 0.642

- 6 659 mq.1_Missense_Mu NM_002436 NP_002427 Q00013 EM55_HUMAN SH3. 3 GTCCCGCCTCCTT 0.493

- 13 2252 NM_000132 NP_000123 P00451 FA8_HUMAN A 2.|Plastocyanin-like 4. 11 GTTTCTCCTGAGA 0.403

- 3 527 x.1_Missense_Mut NM_000132 NP_000123 P00451 FA8_HUMAN nin-like 1.|F5/8 type A 1. 11 CCAACAGCATGAA 0.433

- 3 503 x.1_Missense_Mut NM_000132 NP_000123 P00451 FA8_HUMAN nin-like 1.|F5/8 type A 1. 11 TGGGAAGCCATG 0.443

+ 2 551 nvl.1_Missense_M NM_005840 NP_005831 O43610 SPY3_HUMAN 0 CCTCCAGCCCCC 0.517

+ 17 4502 n_p.T475I|CAMTA NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN 9 CTGCCACCATTAG 0.512

- 2 357 NM_001009611 NP_001009611 O60810 PRAM4_HUMAN 1 TGGGACGAACCC 0.622 rs76269416

- 78 11600 R4_uc001bbj.1_3'U NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 ATGTGTGGCCACA 0.592

- 14 2598 h.1_RNA|EPHA10_ NM_001099439 NP_001092909 Q5JZY3 EPHAA_HUMAN(Potential).|Protein kinase. 8 TCACCTCCCACAT 0.612

- 6 701 CH2_uc010olg.1_In NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN cellular (Potential). 18 TCAAGGGAGGCAA 0.637



- 14 1740 yr.1_Missense_Mut NM_021080 NP_066566 O75553 DAB1_HUMAN 3 CCACAGTTGGCCA 0.652

+ 7 1151 va.1_Missense_M NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 5. 2 TGGTGTCCAGTGA 0.517

+ 15 1680 _p.P459L|FAM40A_ NM_033088 NP_149079 Q5VSL9 FA40A_HUMAN 4 AGATGCCGTGAG 0.502

- 14 2609 ENND2C_uc001efc NM_198459 NP_940861 Q68D51 DEN2C_HUMAN DENN. 3 CGTCCAGGAGCTG 0.443

- 12 2659 NM_020205 NP_064590 Q6GQQ9 OTU7B_HUMAN 3 CGGTAGGGGGGT 0.612

- 3 4628 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 TGTGTCCTGAATG 0.502

- 8 1539 sn.2_RNA|FCRL3_ NM_052939 NP_443171 Q96P31 FCRL3_HUMAN 5.|Extracellular (Potential). 4 TAAAATCGGTACA 0.587

+ 15 2581 sense_Mutation_p NM_018240 NP_060710 Q96J84 KIRR1_HUMAN lasmic (Potential). 1 ATGACCCCATTGG 0.642

+ 2 557 1C_uc001frv.2_5'F NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Pote p.R89C(1) 4 TTATTTCGTTTCT 0.398 rs145638725

+ 2 220 e_Mutation_p.G57E NM_002348 NP_002339 Q9HBG7 LY9_HUMAN Potential).|Ig-like V-type 1. 1 TGTCAGGGATCCT 0.517

+ 18 1989 orf112_uc009wvu. NM_018186 NP_060656 Q9NSG2 CA112_HUMAN 0 AATGCAGGAAATG 0.378

- 1 142 n_p.L21F|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN 11 CCAGAAGGATCAG 0.552

+ 6 584 _p.V42A|FAM163A NM_173509 NP_775780 Q96GL9 F163A_HUMAN 1 CCGAGGTTGCAGA 0.632

- 1 303 gpk.2_Missense_M NM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 1. 5 CACCTTCCAGCAA 0.502

- 4 1533 ense_Mutation_p.G NM_018713 NP_061183 Q6XR72 ZNT10_HUMAN lasmic (Potential). 0 TCACTTCCGTATG 0.532

- 4 1462 695_uc009xgt.1_In NM_020394 NP_065127 Q8IW36 ZN695_HUMANC2H2-type 11. 0 ACATTCATCACAT 0.368

- 18 2171 p.P732L|PRKCQ_ NM_006257 NP_006248 Q04759 KPCT_HUMAN kinase C-terminal. 6 ATCCCGGGGTTCA 0.498

+ 3 992 DC2_uc001iqh.1_I NM_032812 NP_116201 Q6UX71 PXDC2_HUMANcellular (Potential). 4 ATATCTCGAATATA 0.333

+ 11 1796 e_Mutation_p.E33 NM_032812 NP_116201 Q6UX71 PXDC2_HUMAN ar (Potential).|Thr-rich. 4 CCAGTGGAAACTT 0.423

- 16 2001 BL_uc001iqk.2_Int NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 15. 2 TGCATTCCTTTCC 0.368

+ 7 1156 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CGTGGGCAGCAA 0.408

- 7 1429 GMS1_uc009xou.1 NM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2 GTACTCGTTCGTG 0.483

+ 5 1284 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensip.Y27fs*1(2)|p.Y 2334 TGCAGAGGTAGGT 0.318

+ 1 41 NM_001102469 NP_001095939 Q5VXI9 LIPN_HUMAN 0 TCTGTGGAACTTT 0.333

- 13 1831 9ycc.2_Missense_ NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 TTCCTGGCTCTGG 0.667 rs139058512

+ 9 1050 NM_001003678 NP_001003678 Q9H6J7 CK049_HUMAN 0 CGGTACCGACGC 0.632

+ 3 738 NM_004268 NP_004259 Q9NVC6 MED17_HUMAN 1 CTTGCTGGAGCAG 0.373

- 1 650 NM_001002917 NP_001002917 Q8WZ84 OR8D1_HUMAN Name=5; (Potential). 3 GCATAGGAGACAG 0.512

- 2 940 NM_004054 NP_004045 Q16581 C3AR_HUMAN cellular (Potential). 1 TTATCCAGTGGGC 0.423

- 3 252 NM_006248 NP_006239 0 GAGGAGGTGGGG 0.607

- 4 364 _p.R75Q|RERG_uc NM_032918 NP_116307 Q96A58 RERG_HUMAN 1 CCCCATCGCATGT 0.463

- 4 1278 p.R388Q|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 2. 2 CTCTTCCGAGCTT 0.448

- 6 1015 p.R290K|KIF21A_u NM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN Kinesin-motor. 7 TTTGCCCTCTCGC 0.403

- 6 1081 NM_002282 NP_002273 P78385 KRT83_HUMAN Rod.|Coil 2. 1 CCACCTCGGCTGT 0.597

- 9 1338 sense_Mutation_p. NM_032496 NP_115885 Q9BRR9 RHG09_HUMAN 1 AGAGGTCGAGGG 0.617

+ 10 2635 sto.2_Missense_Mu NM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 17. 2 GTGGATCCATTCT 0.428

- 2 611 di.2_Missense_Mu NM_020698 NP_065749 Q9ULS5 TMCC3_HUMAN 2 AAGAGCGATGTAT 0.498

+ 4 420 ion_p.V122I|ACTR NM_022496 NP_071941 Q9GZN1 ARP6_HUMAN 1 CAAGCAGTATTAA 0.279

- 9 2757 1uia.2_Missense_ NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 GTGTGTCTGCTGT 0.498

+ 1 1360 1_5'Flank|uc001uih NM_007197 NP_009128 Q9ULW2 FZD10_HUMAN cellular (Potential). 5 ATCCAGGAGGGAC 0.647

+ 7 703 SUGT1_uc010thb.1 NM_001130912 NP_001124384 Q9Y2Z0 SUGT1_HUMAN 0 GAATGGTATGTGG 0.308

- 1 359 04P_uc001vwb.3_R NM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0 AGTGGCAGCACC 0.632

+ 1 193 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMAN Name=2; (Potential). 4 CTGAGCAATCTGT 0.423

+ 28 4473 ybs.1_Missense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 GGGCCTGAAAAAC 0.473

+ 4 595 VL_uc001ygu.2_Mis NM_016337 NP_057421 Q9UI08 EVL_HUMAN 3 CAGGCCCCTCCAG 0.592

- 7 3074 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GCCAGGGACAGG 0.612

+ 1 566 C727924_uc001yub NM_001004719 NP_001004719 Q8NGB6 OR4M2_HUMANcellular (Potential). 1 TTGCCTGTGCCAA 0.468



- 19 2629 un.2_Missense_M NM_014080 NP_054799 Q9NRD8 DUOX2_HUMAN lasmic (Potential). 5 AACTCGGCCCTG 0.632

- 6 834 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 ATGCAGGCATCAC 0.582

+ 2 828 e_Mutation_p.A170 NM_015492 NP_056307 Q6ZRI6 CO039_HUMAN 0 CCCTCAGCTGACC 0.622

+ 3 312 0bmt.1_Missense_ NM_207517 NP_997400 P82987 ATL3_HUMAN 27 AAATCTCCTGGAG 0.478

+ 21 3132 p.H970Y|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN -like C2-type 1. 27 AAAATCCATGGTC 0.542

- 4 1434 _p.V279M|RGMA_u NM_020211 NP_064596 Q96B86 RGMA_HUMAN 0 AGTTCACGTCGCC 0.582

+ 1 705 NM_012360 NP_036492 O43749 OR1F1_HUMAN lasmic (Potential). 0 AAGGTGGAAAGC 0.517

+ 5 1068 yv.1_Missense_Mu NM_018723 NP_061193 Q9NWB1 RFOX1_HUMAN 0 ACGCTTCGGCCCA 0.607

+ 3 937 dgb.3_Missense_M NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN cellular (Potential). 1 CACGTCCAGACTA 0.483

- 4 869 Mutation_p.P140L|S NM_201575 NP_963869 Q6UXD5 SE6L2_HUMAN xtracellular (Potential). 2 TAGCCAGGGTAG 0.592

- 4 541 2eiz.2_Nonsense_M NM_007006 NP_008937 O43809 CPSF5_HUMAN with PAPOLA and PABPN1 0 CATCCTGACGACC 0.403

+ 3 278 RG4_uc010vig.1_ NM_022910 NP_075061 Q9ULP0 NDRG4_HUMAN 1 ATGCAGGAGATCA 0.567

- 7 1120 ep.1_Missense_Mu NM_012091 NP_036223 Q9BUB4 ADAT1_HUMANA to I editase. 2 GCATGGCTTCCTG 0.378

+ 1 266 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1 AAGCTGCGGCTCT 0.687

- 7 1203 fgj.2_Missense_Mu NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN cellular (Potential). 3 CGAGCCCTTTTGG 0.522

+ 2 103 w.2_Intron|KIAA018 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCAAGTCCCCTTC 0.662

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

- 9 1090 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1 CCCCAGACCAGA 0.532

+ 56 8725 H2_uc010cnm.1_5 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 4 (By similarity). 13 GGATCCGCCAGTA 0.557 rs2309808

- 19 2837 2_5'Flank|PER1_u NM_002616 NP_002607 O15534 PER1_HUMAN Pro-rich. 9 CCAGGGGGTGG 0.677

- 21 2453 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 TCATCTCGCATTT 0.433

+ 6 859 hhr.2_Missense_M NM_015544 NP_056359 Q9Y2Y6 TMM98_HUMAN 0 CCAAGCGGATCAG 0.587 rs147119833

- 1 110 NM_033185 NP_149441 Q9BYR6 KRA33_HUMANA repeats of C-C-X(3). 0 CGGCAGGATTTGT 0.587

- 1 107 NM_031959 NP_114165 Q9BYR7 KRA32_HUMANA repeats of C-C-X(3). 0 CGGCAGGATTTGT 0.602

- 1 225 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN f C-C-[GRQVCH]-[SPT]- [V 0 CTGGGGTGGCAG 0.662

+ 1 1312 NM_001466 NP_001457 Q14332 FZD2_HUMAN cellular (Potential). 3 CAGATCGACGGC 0.667

+ 2 356 0_uc002ird.2_Miss NM_022827 NP_073738 Q8TB22 SPT20_HUMAN 0 CACCATACCTCCT 0.612

+ 1 526 uc010wna.1_RNA NM_032559 NP_115948 Q8N4N8 KIF2B_HUMAN 8 AAAAACCAAACAG 0.592

+ 2 523 ac.2_Missense_Mu NM_006039 NP_006030 Q9UBG0 MRC2_HUMAN otential).|Ricin B-type lectin 3 CCAGAACCCAACG 0.557

- 1 476 issense_Mutation_ NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN u-rich.|Asp-rich. 1 cctcctcttcgtcctcctca 0.284

- 8 1143 _p.E332K|SERPINB NM_002974 NP_002965 P48594 SPB4_HUMAN 3 ATAATTCGACTAC 0.463

+ 4 876 wq.2_Missense_Mu NM_024967 NP_079243 Q9HAH1 ZN556_HUMAN C2H2-type 5. 3 CAAGCACTGTGGG 0.537

+ 5 841 e_Mutation_p.E134 NM_016496 NP_057580 Q9P0N8 MARH2_HUMAN 2 CGGACGGAGAAG 0.662

- 3 15707 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GGCATTGATGTGG 0.493

- 3 10927 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAGAAGTTGTGCG 0.517

- 5 600 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 2. 0 GGGAAACCTGAAT 0.423

- 4 1916 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMANC2H2-type 17. 6 TTACATTCATACG 0.413

- 13 1897 O8_uc010eap.2_R NM_020959 NP_066010 Q9HCE9 ANO8_HUMAN ch.|Cytoplasmic (Potential). 3 ctTGCCCCCTGGA 0.134

+ 4 1280 NM_031218 NP_112495 P35789 ZNF93_HUMAN C2H2-type 9. 1 AGAGAGTTCATAC 0.393

- 4 827 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCTCTCCAG 0.393

+ 4 983 ecy.2_Missense_M NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMAN C2H2-type 4. 0 TCACACATTACTC 0.393

- 4 1567 NM_138330 NP_612203 Q8TD23 ZN675_HUMANC2H2-type 12. 2 GATTGGATAAAAG 0.368

+ 3 442 n_p.E37G|ZNF540_ NM_152606 NP_689819 Q8NDQ6 ZN540_HUMAN KRAB. 1 ATGTTGGAGAATTA 0.418

+ 44 7172 e_Mutation_p.E234 NM_000540 NP_000531 P21817 RYR1_HUMAN |6 X approximate repeats. 12 GTGGAGGAGAAC 0.672

- 6 2022 ense_Mutation_p.QNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0 AATAAGTTGCATA 0.403

- 6 1350 wb.2_Nonsense_M NM_002780 NP_002771 Q00888 PSG4_HUMAN 1 gggtaatatccagtctaca 0

+ 8 1151 NM_005178 NP_005169 P20749 BCL3_HUMAN ANK 7. 2 GGGGGAAGGCC 0.642



- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3 GGGGCCTCTGCC 0.607

- 8 1014 H2_uc002prv.3_In NR_002798 1 CGTAATCCTGGGC 0.537

+ 7 1007 se_Mutation_p.S24 NM_007121 NP_009052 P55055 NR1H2_HUMAN -binding (Potential). 0 CCTTCTCCGACCA 0.607

- 5 1005 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3 CTGTACCTCTTGT 0.502

- 4 495 2qeo.1_Missense_M NM_024318 NP_077294 Q6PI73 LIRA6_HUMAN cellular (Potential). 2 AGGGTGGGTTTG 0.577

+ 7 1351 _p.A388V|LILRA1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 4.|Extracellular (Potential). 3 CCTCAGCCCACTC 0.587

- 4 628 se_Mutation_p.L77 NM_001145971 NP_001139443 Q8NBN7 RDH13_HUMAN 3 TCACCCAGGTGG 0.418

- 6 337 ft.1_Missense_Mut NM_000363 NP_000354 P19429 TNNI3_HUMAN 2 CTATGTCGTATCT 0.567 rs35173650

- 4 2485 F3C_uc010ykr.1_M NM_002254 NP_002245 O14782 KIF3C_HUMAN Potential. 4 CGCGGATATACTC 0.632

+ 1 5089 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN dem repeat of P-S-E-R-S-H 1 CATCGCGGTCCC 0.572 rs112465116

- 6 2475 rxe.3_Missense_M NM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2 TGAATGGGGTTTT 0.378

+ 1 170 LR1A_uc002sqv.2_ NM_017952 NP_060422 Q96EY7 PTCD3_HUMAN 1 GCTGCAGGTAAGA 0.602

- 5 847 AT4A_uc010fil.2_5 NM_012214 NP_036346 Q9UM21 MGT4A_HUMANmenal (Potential). 1 ACCTCTCCTATGA 0.294

+ 13 2579 2_Missense_Mutat NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2 CATGGGGCAAGC 0.547

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 AGTGGCAGCACC 0.617

- 67 11390 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 AGTCTTTTTATCTG 0.408

- 2 496 0fof.2_Missense_M NM_145259 NP_660302 Q8NER5 ACV1C_HUMANcellular (Potential). 7 AGCATTCGGTTTT 0.403

- 7 1190 _p.E278K|BAZ2B_ NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN 4 TTTCTTCAATACT 0.313

- 26 5722 NM_006920 NP_008851 P35498 SCN1A_HUMAN 13 CTTGTTTTCGTTT 0.408

- 275 66166 676L|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTTTTGAACCTC 0.453

- 225 45513 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GTGGTTCAGCCAC 0.423

- 200 39450 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTTTCCATGTTT 0.363

- 38 9351 .G2997R|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTTTCCAGCCAC 0.388

- 15 1255 0frx.2_Missense_M NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 ATTGGACCAGTGG 0.373

+ 1 353 NM_003507 NP_003498 O75084 FZD7_HUMAN racellular (Potential). 4 CCCGAACTCCGC 0.637

+ 2 230 _Mutation_p.S27N| NM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN 0 TTGATAGTTTATG 0.289

+ 3 1073 NM_025216 NP_079492 Q9GZT5 WN10A_HUMAN 2 AGCCCAGGCCTG 0.652

+ 3 798 NM_001927 NP_001918 P17661 DESM_HUMAN Rod.|Coil 1B. 2 ATCGCGTTCCTTA 0.562

+ 4 539 mp.1_Missense_M NM_001017915 NP_001017915 Q92835 SHIP1_HUMANSH3-binding 1. 2 CCCCAAGAAACAT 0.607

+ 4 625 NM_003245 NP_003236 Q08188 TGM3_HUMAN 9 TGGCTGGAACTTT 0.493

+ 32 4146 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN Potential. 2 CTGAGCCGTGGAA 0.637

+ 13 3355 002xfh.2_Missense NM_014902 NP_055717 Q9Y2H0 DLGP4_HUMAN 3 ACCGAGAGCGCA 0.567

- 2 1860 us.1_Missense_Mu NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 GGCTGGGGATAC 0.502

+ 10 1244 _p.A325T|RTEL1_ NM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0 TTCAGCGCGGAC 0.662 rs144255879

+ 9 2006 B1_uc002zgv.2_RN NM_015833 NP_056648 P78563 RED1_HUMAN A to I editase. 1 CCAAAATAGAGTC 0.517

- 17 1594 XNRD2_uc002zqp. NM_006440 NP_006431 Q9NNW7 TRXR2_HUMAN 2 AGCAGCCTGTCAC 0.672

+ 17 3621 NM_001429 NP_001420 Q09472 EP300_HUMAN Bromo. 64 CCCTTTCGTCAAC 0.348

- 8 1132 a.1_Splice_Site_p.D NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN 2 CAGTTACCTGTGT 0.607

+ 2 245 THUMPD3_uc003b NM_001114092 NP_001107564 Q9BV44 THUM3_HUMAN 1 GGAAGTGAATCTG 0.443

+ 3 355 NM_001570 NP_001561 O43187 IRAK2_HUMAN Death. 8 TCAGGGAAACCG 0.328

- 2 149 auj.1_Intron|GHRL NM_016362 NP_057446 Q9UBU3 GHRL_HUMAN 1 ACGGTCCCTGGGG 0.647

+ 6 557 P21_uc011axy.1_M NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3 GTTTTTCCAGCCT 0.358

- 8 973 NM_003335 NP_003326 P41226 UBA7_HUMAN proximate repeats. 2 CTGTGTCCAGGG 0.602

- 8 2984 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMAN 5 CAGGCGCGCTGG 0.557

- 34 5269 _p.K1718I|ADAMTS NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN GON. 4 GCACCTTTAAGTC 0.383

+ 4 1017_1018_p.G140K|CADM2_ NM_153184 NP_694854 Q8N3J6 CADM2_HUMAN 1.|Extracellular (Potential). 4 ATTAGTGGATTCT 0.381

+ 14 1659 EK11_uc010htn.2_ NM_024800 NP_079076 Q8NG66 NEK11_HUMAN 6 CCTATTCCTTCCA 0.428



- 5 5231 1_5'Flank|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN 13 CTGGGAGGATAGG 0.517

- 11 1412 _p.G298E|UBXN7_ NM_015562 NP_056377 O94888 UBXN7_HUMAN UBX. 3 GGGTATCCTTTAG 0.383

- 3 324 LX1_uc003gbj.2_In NM_006651 NP_006642 O14810 CPLX1_HUMAN Potential. 0 CCTCCTCCGCCTG 0.612

+ 1 223 NM_152679 NP_689892 Q96EP9 NTCP4_HUMANcellular (Potential). 1 GCCATGGACGGC 0.627

+ 6 720 LB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6 AGGCTTCGTCTG 0.373

+ 6 774 _p.P241L|AIMP1_u NM_001142415 NP_001135887 Q12904 AIMP1_HUMAN RNA-binding. 0 TGGCTCCTCCAAA 0.378

- 19 5144 NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 15. 4 CTGTCCTGAATTG 0.333

+ 22 3587 NM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 6. 8 CGAGGTCCGTGCA 0.657

+ 11 2152 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 6. 6 AGAGGAGACACAC 0.607 rs112679149

- 4 1452 _p.H368Y|ANKRD3 NM_001004441 NP_001004441 A5PLL1 AN34B_HUMAN 1 TGTAGTGATTTGC 0.448

+ 7 1504 cxu.1_Missense_M NM_021982 NP_068817 O95486 SC24A_HUMAN 0 AAACTTCCTTTGG 0.299

+ 1 2119 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN |Extracellular (Potential). 6 AATGGCGAGCCTC 0.716

+ 1 2963 HB9_uc003liw.1_5' NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMAN|Extracellular (Potential). 2 GGCTGTCGTACCA 0.721

- 8 1103 b.1_Missense_Mu NM_000129 NP_000120 P00488 F13A_HUMAN 6 AGGCATCGTAAAA 0.408 rs121913072

- 3 1688 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 AGTTTTGAATTTT 0.368

- 3 589 tron|uc010jub.1_5'F NM_002124 NP_002115 P01911 2B1F_HUMAN eta-2.|Extracellular (Potenti 1 GAAGGTCCAGTC 0.557

+ 9 3112 RD2_uc003ocp.3_M NM_005104 NP_005095 P25440 BRD2_HUMAN 5 ATGCCCCCTGGCT 0.408

+ 89 13586 NM_001371 NP_001362 21 TGGAAAGAAATGC 0.443

- 4 1526 _p.P492L|CUL7_uc NM_014780 NP_055595 Q14999 CUL7_HUMAN action with TP53. 4 ACAGGAGGCACA 0.602

- 4 1577 PP5_uc011dvz.1_M NM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0 GACTGTGAATTAA 0.348

- 3 1079 dvz.1_Missense_M NM_021572 NP_067547 Q9UJA9 ENPP5_HUMAN 0 GATTAGGATGAGC 0.408

- 3 240 ozx.2_Missense_M NM_001131 NP_001122 P54107 CRIS1_HUMAN 0 ACTACTCTTCTCC 0.378

+ 3 284 RMT11_uc010kev.2 NM_001031712 NP_001026882 Q7Z4G4 TRM11_HUMAN 1 AGCATTCCCTCTG 0.348

+ 23 2389 NM_006208 NP_006199 P22413 ENPP1_HUMAN Extracellular (Potential). 4 GAAATGGTGTCAA 0.393

- 11 1526 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN lasmic (Potential). 1 AATATATGATAACT 0.413

+ 24 3578 so.2_Nonsense_Mu NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 5. 6 AGATTTCGAATGA 0.537

- 5 615 _p.S143F|DGKB_u NM_004080 NP_004071 Q9Y6T7 DGKB_HUMAN 12 AGCAGAGACAGG 0.443

+ 72 11549 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15 TTACAGGCAATTG 0.403

+ 4 955_956 zu.2_Missense_Mu NM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0 CCTCAACCCTTAC 0.351

- 4 4152 v.2_Missense_Mut NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TGTTTCCCTTCTT 0.413

+ 2 772 NM_002523 NP_002514 P47972 NPTX2_HUMAN 3 AAGACCGAGAGC 0.622

+ 5 1441 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3 CCCGTGGAGACG 0.587

- 13 2475 NM_022574 NP_072096 O75420 PERQ1_HUMAN GYF. 2 GTGAAGGGGCCTG 0.637

+ 3 2812 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 TCCTGGGGAAGG 0.512

+ 3 9661 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 CCACTTCATCTAC 0.507

+ 8 1366 ense_Mutation_p.S NM_014491 NP_055306 O15409 FOXP2_HUMAN 8 ACAGCTCGTCACA 0.468

- 9 1054 _p.L108F|SLC35B NM_032826 NP_116215 Q969S0 S35B4_HUMAN ical; (Potential). 1 TCATGAGGAGGTA 0.433

- 13 4473 p.P1425L|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 CCGGGGGGCGG 0.642

+ 9 1603 uv.2_Missense_Mu NM_173569 NP_775840 Q6ZU65 UBN2_HUMAN 2 GATGATCGTTTAA 0.363

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 3 313 76B_uc003whv.3_ NM_018487 NP_060957 Q96HP8 T176A_HUMAN 2 ATCCGCGACTACA 0.572

- 27 4454 kz.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 GAACTAAGTAGTG 0.343

- 4 5778 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 TCTACACCTTCTG 0.642

- 10 2959 t.2_Missense_Muta NM_005144 NP_005135 O43593 HAIR_HUMAN 2 ACCGCGGTAGAAG 0.647

+ 9 920 z.1_Nonsense_Mu NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN2B.|Extracellular (Potential). 5 AAATGGAGGGGG 0.398

- 4 732 a.1_Missense_Mut NM_004056 NP_004047 P35219 CAH8_HUMAN 0 CGATTCCGTGCGG 0.428

+ 9 1011 _p.W328*|PREX2_ NM_024870 NP_079146 Q70Z35 PREX2_HUMAN PH. 17 TGGATGGAAGATA 0.318



+ 12 1340 3xyb.2_Splice_Site_ NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 AGAAACGTGAGTA 0.358

+ 1 372 AP1_uc010mbs.1_ NR_002182 0 ATACCTACATGGT 0.423

+ 7 888 ense_Mutation_p.D NM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5 AATGAAGACAGTG 0.517

- 15 2593 nt.2_Nonsense_M NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN lar (Potential).|CUB 4. 63 CAGCCTGAAATTC 0.393

+ 7 678 NM_139021 NP_620590 Q8TD08 MK15_HUMANProtein kinase. 2 ATGCTGCGGGGG 0.647

- 15 1928 _p.S539F|RFX3_u NM_134428 NP_602304 P48380 RFX3_HUMAN 4 ACCCAGGAAGCC 0.478

- 44 6331 p.Q1467*|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN l).|Tyrosine-protein phospha 22 CAGTCTGGAAGAT 0.418

- 2 841 p.M216R|LINGO2_ NM_152570 NP_689783 Q7L985 LIGO2_HUMAN xtracellular (Potential). 3 ACAGGCATATTGT 0.468

+ 1 321 rf79_uc004apo.1_I NM_178828 NP_849150 Q6ZUB1 CI079_HUMAN 3 CGCCCGGGAGG 0.557 rs146303708

- 2 191 M18_uc010mvy.2_R NM_033117 NP_149108 Q96H35 RBM18_HUMAN 0 CCAGGGGAAGAG 0.448

- 7 1499 NM_006336 NP_006327 Q7Z7L7 ZER1_HUMAN 1 TCAGCACCTGCTC 0.592

- 1 154 NM_031297 NP_112587 Q9H0X6 RN208_HUMAN 0 GAGGCCCGGCC 0.652

- 2 97 NM_001009616 NP_001009616 Q5MJ07 SPXN5_HUMAN 0 CTAAGTCCCTGTT 0.398

- 25 2201 p.R355Q|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 GTTTTCCGTGCAA 0.393

+ 8 1290 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 TCGGAAGCTCCC 0.552

+ 8 1292 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 GGAAGCTCCCGA 0.557

+ 4 725 eh.1_Missense_M NM_021118 NP_066941 P35663 CYLC1_HUMAN p.S234*(1) 5 CCATATCAGAGAT 0.333

- 1 611 en.2_Missense_Mu NM_001163541 NP_001157013 Q86VE3 SATL1_HUMAN Gln-rich. 2 TGCTGGCTGATGC 0.567

+ 8 1441 NM_014467 NP_055282 O60687 SRPX2_HUMAN 2 TGCTCGTGAGTGA 0.547

+ 4 1483 SP2_uc004ejm.2_M NM_138437 NP_612446 Q96D09 GASP2_HUMAN 1 CAAGGCCCAAAA 0.567

- 2 1074 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 GAAGATCCTTCAG 0.527

+ 2 733 0_uc011myc.1_Mis NM_004224 NP_004215 Q13585 MTR1L_HUMAN Name=5; (Potential). 4 GTCCTCCCTCTCC 0.547

- 3 476 NM_004988 NP_004979 P43355 MAGA1_HUMAN 10 GCCCCTCCTCTTC 0.542

+ 6 1318 Y_uc011nan.1_Mis NM_003411 NP_003402 P08048 ZFY_HUMAN 0 GTTGCAGCAGCAG 0.403

- 15 1762 L1_uc009vka.2_Mi NM_004421 NP_004412 O14640 DVL1_HUMAN 0 CCCCCAGCTCCCG 0.711

+ 14 1600 F207_uc010nzp.1_ NM_207396 NP_997279 Q6ZRF8 RN207_HUMAN 0 CTGGACGTGCAG 0.617

- 5 516 NM_001561 NP_001552 Q07011 TNR9_HUMAN (Potential).|TNFR-Cys 4. 4 TGCCACGTTTCTG 0.323

+ 5 1883 NM_004285 NP_004276 O95479 G6PE_HUMAN Linker. 0 GGCCGGCCCCAA 0.622

- 4 1183 p.V132M|CLSTN1_ NM_001009566 NP_001009566 O94985 CSTN1_HUMAN |Extracellular (Potential). 1 TTTTCACGTTGGT 0.458

+ 2 333 P_uc010oap.1_Sile NM_007375 NP_031401 Q13148 TADBP_HUMAN 2 GATGCTGGCTGGG 0.488

- 4 1319 NM_152232 NP_689418 Q8TE23 TS1R2_HUMAN cellular (Potential). 4 CTTGCGGGTCGAA 0.592

+ 11 2218 NM_020526 NP_065387 P29322 EPHA8_HUMAN(Potential).|Protein kinase. 13 TCATCCGCCTCGA 0.642

+ 4 841 p.R237Q|CCDC21_ NM_022778 NP_073615 Q6P2H3 CEP85_HUMAN 0 TTGAGCGGAATGG 0.597

+ 9 1403 E290K|WDTC1_uc NM_015023 NP_055838 Q8N5D0 WDTC1_HUMAN WD 5. 2 GGGGGGGAACAG 0.527

+ 5 553 M222_uc001bnt.3_ NM_032125 NP_115501 Q9H0R3 TM222_HUMAN ical; (Potential). 0 GGTGACGCTCTG 0.582

- 2 748 NM_001003682 NP_001003682 Q69YZ2 T200B_HUMAN Pro-rich. 0 GCAGCCCGGGGC 0.617

- 65 4410 OL16A1_uc001btj.1 NM_001856 NP_001847 Q07092 COGA1_HUMANn 2 (COL2) with 2 imperfect 8 TGCCAGCTGCACC 0.522

- 10 2258 p.R454C|PABPC4_ NM_003819 NP_003810 Q13310 PABP4_HUMAN 0 ACTGGCGTATAGC 0.547

+ 4 481 NM_152373 NP_689586 Q5T5D7 ZN684_HUMAN KRAB. 0 ACGAGAGCTCTCC 0.493

+ 47 6394 0467_uc001cjl.1_5 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 AGCGGCGCCATC 0.607

- 14 3370 NM_020883 NP_065934 Q9P217 ZSWM5_HUMAN 0 GGCTGAGAGCACA 0.552

+ 22 3964 of.1_RNA|C1orf17 NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0 GCCTCCCTCCGG 0.557

+ 41 5308 ADL_uc009wag.2_ NM_176877 NP_795352 Q8NI35 INADL_HUMAN PDZ 10. 4 ATTAACGGGCAAC 0.433

+ 14 1002 SGIP1_uc001dct.2 NM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN Pro-rich. 3 CACCCCGAACAG 0.468

+ 5 1208 k.1_RNA|IL12RB2_ NM_001559 NP_001550 Q99665 I12R2_HUMAN tential).|Fibronectin type-III 3 ACCCCTGAATCAC 0.403

+ 6 939 PHN2_uc001div.2_ NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 ATGATACCTCACC 0.388

- 5 540 PYD_uc001drw.2_M NM_000110 NP_000101 Q12882 DPYD_HUMAN 8 CACAAAGATCAGA 0.388



- 10 1993 utation_p.A617V|AP NM_006594 NP_006585 Q9Y6B7 AP4B1_HUMAN 4 ATGAGGGCTCCAG 0.453

- 3 188 eff.1_Missense_M NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 TCCTGACGACCTC 0.423 rs147972392

+ 4 953 5'UTR|NOTCH2NL NM_203458 NP_982283 Q7Z3S9 NT2NL_HUMAN EGF-like 6. 1 AATGGAGGCACCT 0.572

- 2 3473 e.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 TTCTCCGGTTCCT 0.174 rs113946258

- 3 759 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 CAGATCCAGTCAC 0.577

+ 2 728 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN 5 CGGTCCCGGACT 0.582

+ 3 756 ey.1_Intron|HCN3_ NM_020897 NP_065948 Q9P1Z3 HCN3_HUMAN lasmic (Potential). 2 GTGGTTCGCATCT 0.572

- 6 754 q.2_Missense_Mu NM_001135050 NP_001128522 Q9P2J2 TUTLA_HUMANExtracellular (Potential). 5 TCTGCACCTAGGG 0.662

+ 6 1196 _p.A230V|PBX1_uc NM_002585 NP_002576 P40424 PBX1_HUMAN 5 TCACTGCTACCAA 0.448

- 13 3902 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S- 6 GGCTGAGGTCTAA 0.527

- 3 1121 mk.1_Missense_Mu NM_000261 NP_000252 Q99972 MYOC_HUMAN factomedin-like. 1 ACTGTCCGTGGTA 0.532 rs74315334

+ 3 800 _p.R175Q|ZBTB37 NM_001122770 NP_001116242 Q5TC79 ZBT37_HUMAN 0 ACCGGCGAGGTC 0.522

+ 31 5106 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 13. 23 CTGGAACTGCTGA 0.363

+ 7 1474 _Mutation_p.A382S NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|17 1 GAGCCTGCACCCA 0.657 rs138528418

+ 2 188 n_p.R39H|CFHR4_ NM_006684 NP_006675 Q92496 FHR4_HUMAN Sushi 1. 3 GTTTGCGTAGAC 0.323

- 8 2173 ppj.1_Missense_Mu NM_014875 NP_055690 Q15058 KIF14_HUMAN Kinesin-motor. 7 CTGGGTCATCACC 0.388 rs144936292

+ 11 1511 _p.S403F|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 GAAGGTCTTCATC 0.308

- 34 5058 zl.1_Missense_Mut NM_017596 NP_060066 O75037 KI21B_HUMAN WD 6. 6 TCTCACCGATGGG 0.612

- 27 4050 zl.1_Missense_Mut NM_017596 NP_060066 O75037 KI21B_HUMAN 6 GGGCCGAGTGGG 0.622

- 11 1746 NM_000069 NP_000060 Q13698 CAC1S_HUMANS3 of repeat II; (Potential).|I 5 GGATACCGCTACA 0.572

+ 4 413 .2_RNA|LGR6_uc0 NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN cellular (Potential). 10 AGCTGCCGAGCC 0.607

+ 12 1727 1gxz.1_Missense_M NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 ATACCCGGCAGCT 0.438

+ 20 2777 1gyb.1_Missense_ NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 AAGACAGCAACAG 0.512

- 2 394 01gyr.3_5'UTR|ADI NM_015999 NP_057083 Q96A54 ADR1_HUMAN lasmic (Potential). 0 GGTTGGCGATTAC 0.522

+ 9 1418 z.2_RNA|CR1L_uc NM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 7. 0 CATGTTGGATCCA 0.453

- 2 464 hkv.2_Missense_M NM_206933 NP_996816 O75445 USH2A_HUMAN 26 ATTGAAGCAAAAT 0.438

- 6 811 pv.2_Missense_M NM_152608 NP_689821 Q6IQ49 CA055_HUMAN 1 CCATTGCTACCAA 0.493

+ 2 894 NM_020435 NP_065168 Q5T442 CXG2_HUMAN cellular (Potential). 0 AGGTGCGACCGT 0.642

+ 83 19162 sr.1_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 54. 28 GCGGAACGGCCC 0.632

- 1 128 NM_003493 NP_003484 Q16695 H31T_HUMAN 0 CGGGCCGGTAG 0.667

+ 7 682 se_Mutation_p.L16 NM_004481 NP_004472 Q10471 GALT2_HUMANntial).|Catalytic subdomain A 2 GCAGGCCTCATGC 0.647

+ 6 682 hxv.1_Missense_M NM_145861 NP_665860 Q8WWZ3 EDAD_HUMAN 0 CCAAGCGGGAGC 0.587

- 2 440 _p.S11N|CEP170_ NM_014812 NP_055627 Q5SW79 CE170_HUMAN 2 CCTCCACTGCTCA 0.423

+ 3 217 1iai.2_Missense_M NM_001012970 NP_001012988 Q5SVJ3 CA100_HUMAN 0 CCCTGGGCAGCT 0.453

+ 5 1732 _p.A431V|KIF26B_ NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3 CCCCAGCCCCACC 0.607

+ 1 373 NM_001001915 NP_001001915 Q8NGZ5 OR2G2_HUMAN lasmic (Potential). 0 TGTGACCGCTATG 0.527

+ 1 26 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 TGGCCAGCCACAC 0.483 rs140989725

+ 1 55 NM_001004696 NP_001004696 Q8NH00 OR2T4_HUMANcellular (Potential). 1 ATCCTGATGGGAC 0.488

+ 3 1399 p.V167M|PGBD2_u NM_170725 NP_733843 Q6P3X8 PGBD2_HUMAN 1 AGCAGCGTGGTCA 0.507

+ 15 3984 orf18_uc001iik.2_In NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 AGAAGGGCACTA 0.502

- 6 649 25_splice|PRKCQ_ NM_006257 NP_006248 Q04759 KPCT_HUMAN 6 TACTTACGTCGGC 0.378

+ 3 581 DC3_uc009xix.2_5 NM_024693 NP_078969 Q96DC8 ECHD3_HUMAN 0 GATTACCATGCCG 0.453

- 3 502 mo.3_Missense_M NM_152751 NP_689964 Q8N7W2 BEND7_HUMAN 2 GGGGCGGTAGCT 0.582

- 7 962 NKRD26_uc009xku NM_014915 NP_055730 Q9UPS8 ANR26_HUMAN 4 GGTCTTCGTCATC 0.328

- 7 1229 x.3_Missense_Muta NM_173576 NP_775847 Q8IYA7 MKX_HUMAN 1 GGGACGACTTCT 0.463

- 21 4595 iuu.1_Splice_Site_ NM_021738 NP_068506 O95425 SVIL_HUMAN 6 GCCAACTATCAAC 0.403

- 2 1708 ense_Mutation_p.S NM_020848 NP_065899 Q9P266 K1462_HUMAN 4 CAGGTGCTCTCGC 0.498



+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGTGGAAAG 0.502

- 1 737 NM_145178 NP_660161 Q8N100 ATOH7_HUMAN 0 AGTCCCGCTCCGA 0.647

- 15 2651 g.1_Intron|DNA2_u NM_001080449 NP_001073918 P51530 DNA2L_HUMAN 0 GCTTCACGGTTTA 0.398

+ 12 1936 ow.1_Missense_Mu NM_004728 NP_004719 Q9NR30 DDX21_HUMAN 3 GCACTGGCCCAT 0.502

+ 8 1064 qjd.1_Missense_M NM_003171 NP_003162 Q8IYB8 SUV3_HUMAN 2 CAACGGGGGAG 0.478

- 14 2385 RID1_uc010qmf.1_ NM_017551 NP_060021 Q9ULK0 GRID1_HUMAN cellular (Potential). 10 TGTTGCCGATGAC 0.582

- 5 816 ense_Mutation_p.R NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 AACTTCGTGTAAG 0.373

- 17 3540 .R374W|PSD_uc00 NM_002779 NP_002770 A5PKW4 PSD1_HUMAN 3 AGCCCGGGGCT 0.682

- 9 2092 67_uc009yav.1_No NM_002417 NP_002408 P46013 KI67_HUMAN 7 GACTTCGGCTGAT 0.423

+ 26 4551 NM_152643 NP_689856 Q76NI1 VKIND_HUMAN Ras-GEF. 2 CTCTTTCGGCCAA 0.552

+ 14 2212 RF1_uc010qwe.1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0 GCAGACGGGATGC 0.657

- 11 1295 _p.S397L|CDHR5_ NM_021924 NP_068743 Q9HBB8 CDHR5_HUMAN |Extracellular (Potential). 0 ATGGCCGAGTTGA 0.607

- 1 377 .1_Intron|HBE1_uc NM_033179 NP_149419 Q9Y5P0 O51B4_HUMAN lasmic (Potential). 2 CTCAGTGGTGTGC 0.443

- 3 625 0rdi.1_Missense_M NM_194285 NP_919261 Q68D10 SPT2_HUMAN Potential. 1 ACTCTGCGTGATT 0.478 rs144792493

- 2 459 NM_054030 NP_473371 Q96LB1 MRGX2_HUMAN lasmic (Potential). 1 TCGGTGCTGACG 0.597

+ 8 1405 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1 ACCCATGGTGTGC 0.582

+ 6 539 2_uc001ndg.3_RN NM_000506 NP_000497 P00734 THRB_HUMAN Kringle 1. 3 ACCACGGGACCC 0.612

- 26 2867 NM_000256 NP_000247 Q14896 MYPC3_HUMANonectin type-III 2. 3 CCGGGCCCCCG 0.662

+ 2 646 -CNTF_uc010rkm. NM_000614 NP_000605 P26441 CNTF_HUMAN 1 CAGCACGTGGGA 0.478

+ 18 1929 K_uc009ynm.1_3'U NM_015533 NP_056348 Q3LXA3 DHAK_HUMAN ATP (By similarity). 0 ACCCCGGGGCG 0.627

+ 8 1139 b.1_Missense_Mu NM_006819 NP_006810 P31948 STIP1_HUMAN TPR 6. 3 AGCACCGAACCC 0.403

+ 5 434 B2_uc009yrq.2_Int NM_003952 NP_003943 Q9UBS0 KS6B2_HUMANProtein kinase. 7 ACACGGGCTGAGC 0.458

- 11 2100 1onn.1_Missense_ NM_017635 NP_060105 Q4FZB7 SV421_HUMAN 3 CCTTGTCGTGACT 0.478

- 1 949 c.1_RNA|CREBZF NM_001039618 NP_001034707 Q9NS37 ZHANG_HUMANeucine-zipper. 1 CCCATCACGTACT 0.413

+ 1 3048 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN |Extracellular (Potential). 5 ACTGTGCGGGCCA 0.453

- 3 420 NM_022122 NP_071405 Q9H306 MMP27_HUMAN 3 AACCTTCTTGGAT 0.388

+ 39 6316 e_Mutation_p.I205 NM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANA 2 (By similarity). 0 GGTGATATTGACC 0.348

- 2 274 Mutation_p.T86M|C NM_033292 NP_150634 P29466 CASP1_HUMAN CARD. 2 CCCAGCGTCCCTG 0.463

- 4 677 NM_006235 NP_006226 Q16633 OBF1_HUMAN 1 GCATAGGTCAACA 0.572

- 2 769 2_Missense_Muta NM_012104 NP_036236 P56817 BACE1_HUMANcellular (Potential). 1 GGGGCAGCACCC 0.562

- 13 2551 _p.S185L|CDON_u NM_016952 NP_058648 Q4KMG0 CDON_HUMAN III 2.|Extracellular (Potentia 6 GATGCTGAACTCC 0.393

+ 2 530 RC1_uc001qja.2_R NM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN 5 GGGGGACGTCTG 0.507

+ 5 1271 se_Mutation_p.A20 NM_018009 NP_060479 Q9BX59 TPSNR_HUMAN otential).|Ig-like C1-type. 0 TCCCCAGCCCAAG 0.607

- 12 1332 l.2_Missense_Muta NM_002864 NP_002855 5 GGTCTTCTGCTAC 0.458

- 3 269 zt.2_Missense_Mu NM_002723 NP_002714 P10163 PRB4_HUMAN PR]-[PR]-P-Q-G-G-N-Q-[PS] 1 GTCCTTCTGGCTT 0.622

+ 14 1933 NM_006446 NP_006437 Q9Y6L6 SO1B1_HUMANcellular (Potential). 8 GCACACGTGGGT 0.333

- 5 1638 _Intron|CAPRIN2_u NM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2 CATGTCGTTCCTA 0.408

- 7 2084 NM_005164 NP_005155 Q9UBJ2 ABCD2_HUMANBC transporter. 6 CCAAGAGACATAT 0.393

- 5 1220 LC2A13_uc001rme NM_052885 NP_443117 Q96QE2 MYCT_HUMAN lasmic (Potential). 1 TTTCTGCGGCCCA 0.383

+ 2 122 1rnf.2_Missense_M NM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2 AGGGACGATATGA 0.383

- 36 5393 NM_025003 NP_079279 P59510 ATS20_HUMAN GON. 19 GTGTATCCAGCAG 0.338

- 1 272 mh.2_Missense_Mu NM_000424 NP_000415 P13647 K2C5_HUMAN Head. 0 GGACCGGGACA 0.677

+ 2 333 n_p.E43K|EIF4B_u NM_001417 NP_001408 P23588 IF4B_HUMAN 2 GCTGATGAAACGG 0.418

- 11 1454 ion_p.P467L|ATF7 NM_001130059 NP_001123531 P17544 ATF7_HUMAN binding adenovirus 2 E1A. 2 TGTATCGGCATGC 0.592

- 1 358 NM_001005499 NP_001005499 A6NIJ9 O6C70_HUMAN lasmic (Potential). 1 CATAGCGATCATA 0.393

- 5 894 ps.1_Missense_Mu NM_001144996 NP_001138468 Q13683 ITA7_HUMAN Extracellular (Potential). 5 CTGGCCGTGCCTG 0.677

+ 57 9552 NM_002332 NP_002323 Q07954 LRP1_HUMAN cellular (Potential). 22 AGGAACCGTTTCT 0.597



+ 12 1449 rr.1_Missense_Mut NM_004984 NP_004975 Q12840 KIF5A_HUMAN 3 AGGAGCGGCAGA 0.642

- 18 2232 sui.1_RNA|PPFIA2 NM_003625 NP_003616 B7Z663 B7Z663_HUMAN 6 GGCCTTCGAGGCT 0.463

- 3 1569 NM_007035 NP_008966 O60938 KERA_HUMAN 1 CCATAACTGAAGG 0.453

+ 20 2767 se_Mutation_p.E14 NM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN HECT. 4 GTGGACGAAGCA 0.507

- 6 1454 n_p.A382T|ABCB9 NM_019625 NP_062571 Q9NP78 ABCB9_HUMAN nsmembrane type-1. 0 CATTGGCGAAGCT 0.587

- 3 697 2AP1_uc001uep.2_ NM_004642 NP_004633 O14519 CDKA1_HUMAN 0 TTTGGGGCACCTG 0.408

- 40 6245 p.R2014Q|NCOR2_ NM_006312 NP_006303 Q9Y618 NCOR2_HUMAN 4 TTTTCCCGGTGCG 0.637

+ 10 1612 ujd.1_Missense_Mu NM_016155 NP_057239 Q9ULZ9 MMP17_HUMAN mopexin-like 4. 0 GATGGCGAGCTGG 0.657

- 7 847 se_Mutation_p.P25 NM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1 TCACGGGCTCCAA 0.562

- 12 1464 uyk.2_Missense_M NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 TTGTATCCTAAGG 0.368

- 9 1047 ron|CPB2_uc001va NM_001872 NP_001863 Q96IY4 CBPB2_HUMAN 2 TCTTTGCTTTTAC 0.318

- 16 3713 p.G1121S|ATP7B_u NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 AGATACCGTCAAT 0.463

+ 7 722 _p.A212T|ATP11A_ NM_015205 NP_056020 P98196 AT11A_HUMAN lasmic (Potential). 4 CTTCACGCCACCA 0.527

+ 13 1347 p.T420K|ATP11A_ NM_015205 NP_056020 P98196 AT11A_HUMAN lasmic (Potential). 4 CCCTCACGGAAAA 0.607

+ 1 365 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMAN lasmic (Potential). 0 ATGACCGCTATGC 0.502 rs143164519

- 1 184 NM_001005466 NP_001005466 Q8NGC3 O10G2_HUMAN Name=2; (Potential). 1 GGGGCGAGCACA 0.512

+ 14 1385 ms.2_Nonsense_M NM_005132 NP_005123 O95072 REC8_HUMAN Glu-rich. 0 AAATTCCAGGAAC 0.632

- 3 277 uc001wnj.2_5'UTR NM_138476 NP_612485 Q86V88 MGDP1_HUMAN 0 CAGCCGCACCGG 0.547 rs17101962

- 8 1314 M1_uc010tog.1_Int NM_000359 NP_000350 P22735 TGM1_HUMAN 3 GTGACAGTACGGG 0.572

- 15 3440 1_Missense_Muta NM_007361 NP_031387 Q14112 NID2_HUMAN oglobulin type-1 2. 7 ACCTCTCTGCCAT 0.632

- 10 1294 AA0831_uc001xbw. NM_014924 NP_055739 Q6ZNE5 BAKOR_HUMAN 0 CATCTCCGCTCTC 0.537

- 7 2333 p.R779Q|C14orf37 NM_001001872 NP_001001872 Q86TY3 CN037_HUMANCytoplasmic (Potential). 0 CTCCTTCGGCGAT 0.433 rs141152358

+ 20 3133 _p.G1015S|KIAA05 NM_014749 NP_055564 E9PGW8 E9PGW8_HUMAN 1 AAGCAAGGTCCTG 0.398

- 5 2236 nse_Mutation_p.T1 NM_021136 NP_066959 Q16799 RTN1_HUMAN Reticulon. 4 CAGTCCGTGTACT 0.478

- 26 5647 p.A1865T|SPTB_u NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 15. 11 CATATGCTGTCTG 0.627

+ 5 3369 PM1_uc001xql.3_R NM_019589 NP_062535 P49750 YLPM1_HUMAN Arg-rich. p.L888fs*0(1) 3 ACAGAGGGTTGG 0.562

+ 2 613 NM_003608 NP_003599 Q8IYL9 PSYR_HUMAN Name=1; (Potential). 0 TAGTCAGCATTCC 0.363

- 4 2417 ygb.2_Missense_M NM_138576 NP_612808 Q9C0K0 BC11B_HUMAN 10 CGCGACGCCGCG 0.677

- 2 653 ygb.2_Missense_M NM_138576 NP_612808 Q9C0K0 BC11B_HUMAN 10 TGGGTGAGAGCA 0.617

- 11 1370 AGE_uc001ylh.2_In NM_014226 NP_055041 Q9UQ07 MOK_HUMAN 4 TCAGCACCGGCA 0.587

+ 46 7061 r.2_Missense_Muta NM_001036 NP_001027 Q15413 RYR3_HUMAN eats.|Cytoplasmic (By simil 10 CTGGTTGGGATCA 0.592

- 15 2004 p.G436E|RASGRP NM_005739 NP_005730 O95267 GRP1_HUMAN 2 ACTGGCCCCACA 0.478

+ 13 2190 bi.2_Missense_Mu NM_003246 NP_003237 P07996 TSP1_HUMAN EGF-like 3. 6 TATAGCGACCCCA 0.602

+ 2 329 _p.D80N|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN 12 ACCCTCGATAACA 0.428

- 6 1577 NM_139265 NP_644670 Q9H223 EHD4_HUMAN EF-hand.|EH p.A505V(1) 2 GCCAGCGCGAAC 0.642

- 13 1361 pc.2_Missense_Mu NM_015289 NP_056104 Q96JC1 VPS39_HUMAN 3 CGGAGAGCACAG 0.512

- 17 2111 NM_004998 NP_004989 Q12965 MYO1E_HUMANyosin head-like. 3 TGGGGCGTACAT 0.483

+ 2 226 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11 ATGTTGCGGAATG 0.478

+ 13 1534 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN 11 CAGCAGGCCCAG 0.562

+ 5 512 P3_uc010uij.1_Mis NM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1 TCACAGCTGACAG 0.308

- 2 778 NM_001039614 NP_001034703 Q2T9L4 CO059_HUMAN 1 GCGTGCCACCATT 0.662

+ 3 1116 m.1_Missense_Mu NM_001130028 NP_001123500 P49761 CLK3_HUMAN Arg-rich. 2 ACATACCGGTGTG 0.632

- 2 814 CYP1A1_uc002ay NM_000499 NP_000490 P04798 CP1A1_HUMAN 5 GGGTTTCCAGAGC 0.493

- 3 1405 k.2_Intron|DET1_u NM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2 TGCCTTGCAAAAT 0.453

- 3 367 5orf38_uc002bou. NM_182616 NP_872422 P59780 AP3S2_HUMAN 0 TTACGGCGATGGA 0.567

+ 6 746 n_p.A72T|C16orf59 NM_025108 NP_079384 Q7L2K0 CP059_HUMAN 0 GCCGCTGCCAAAA 0.612

+ 2 415 d.2_Missense_Mut NM_024339 NP_077315 Q86W42 THOC6_HUMAN WD 1. 2 TTCTGGCGGCTGG 0.587



- 5 1235 ctw.1_Missense_M NM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN C2H2-type 4. 1 CGCGGCCGCACT 0.711

+ 8 1052 p.G343S|DNAJA3_ NM_005147 NP_005138 Q96EY1 DNJA3_HUMAN 4 AGGGACGGCGCA 0.542

+ 7 780 vam.1_Missense_M NR_003569 0 GTTTCCCGGCTTG 0.532

+ 2 295 dfs.2_Missense_M NM_016138 NP_057222 Q99807 COQ7_HUMAN oximate tandem repeats. 1 ACCAGCGTCGGG 0.547 rs138449068

- 6 1441 _p.A438T|UMOD_u NM_003361 NP_003352 P07911 UROM_HUMAN ZP. 2 GTAGGGCGGTCTT 0.542

- 4 751 SM1_uc010bwg.1_ NM_052956 NP_443188 Q08AH1 ACSM1_HUMANP (By similarity). 2 GTGGTCCCACTGG 0.517 rs150786519

- 5 1024 _uc002dqm.2_Mis NM_177534 NP_803878 P50225 ST1A1_HUMAN 0 TGGGTGCGGCTC 0.592 rs145721404

- 3 980 NM_001080417 NP_001073886 Q9UEG4 ZN629_HUMAN 0 TCTCGCCGGTGTG 0.627

+ 4 737 C1_uc002ebo.2_5' NM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0 TCCGGGGGGCCG 0.652

+ 6 676 C6L_uc010cbe.1_3 NM_014321 NP_055136 Q9Y5N6 ORC6_HUMAN 0 GTGGTTGAAGCCC 0.443

- 14 2453 CC12_uc002efa.1_ NM_033226 NP_150229 Q96J65 MRP9_HUMAN 3 ATCCTCGCAGGTT 0.483 rs146815895

- 49 7390 NOT1_uc002ent.2 NM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6 GCTGGGCCTGCT 0.478

- 12 2552 NM_001796 NP_001787 P55286 CADH8_HUMAN lasmic (Potential). 9 GAGTCTGATGTGG 0.517

- 13 2664 oj.2_3'UTR|CDH11 NM_001797 NP_001788 P55287 CAD11_HUMAN lasmic (Potential). 14 CATAACCGTAGAT 0.537

+ 34 3931 jr.1_Missense_Mut NM_001013838 NP_001013860 Q6F5E8 LR16C_HUMAN 1 GTGTCTGCTGGTG 0.592

- 12 1348 NM_000353 NP_000344 P17735 ATTY_HUMAN 2 CCACTCGGATGAA 0.522 rs118203916

- 7 1035 FBP1_uc002fce.2_ NM_031293 NP_112583 Q8TBY8 PMFBP_HUMAN 2 GTGGCTGTACAGG 0.468

+ 5 542 vmr.1_Missense_M NM_002811 NP_002802 P51665 PSD7_HUMAN 0 CAGAAGCGTACAT 0.433

+ 5 1091 NM_002153 NP_002144 P37059 DHB2_HUMAN 2 GAATTTCCTCCTAT 0.532

- 9 1179 cjf.2_Intron|PRDM7 NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN 1 TCCCCATACCAGA 0.522

- 2 501 NM_182705 NP_874364 Q8N5W9 F101B_HUMAN 0 TAGTTGCGCCACG 0.657

+ 10 1209 0vqr.1_Missense_M NM_000934 NP_000925 P08697 A2AP_HUMAN 0 TCCGGCGTGCAG 0.672

+ 1 991 NR_024128 1 TCCTCCGATGCTG 0.587

- 8 1121 _p.R324W|ATP2A3_ NM_174955 NP_777615 Q93084 AT2A3_HUMANasmic (By similarity). 5 GCGCCGCGTGC 0.667

- 5 596 _p.D149N|ATP2A3 NM_174955 NP_777615 Q93084 AT2A3_HUMANasmic (By similarity). 5 CAATGTCCCCTGG 0.438

- 6 1044 X33_uc002gcb.2_M NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN case C-terminal. 2 CTTTGCGATAGCC 0.383

+ 4 300 nse_Mutation_p.E6 NM_203415 NP_981960 Q8TE02 DERP6_HUMAN 0 GTGAGCGAGGAA 0.458

- 4 500 _Intron|SAT2_uc00 NM_133491 NP_597998 Q96F10 SAT2_HUMAN cetyltransfer p.?(1) 0 TGGTGCGTCCCTT 0.542

- 14 1397 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 GCCAGAGCACCCA 0.473

- 3 655 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2 AGATTTCCAAAAC 0.403

+ 3 742 NM_021012 NP_066292 Q14500 IRK12_HUMANasmic (By similarity). 4 AGCATCGTGTCAT 0.706

+ 20 2949 _p.G771R|TAOK1_ NM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN 4 GGTCCAGGACCT 0.577

- 2 897 ht.2_Missense_Mu NM_001094 NP_001085 Q16515 ACCN1_HUMANellular (By similarity). 4 TTGACCGTGGTGA 0.537

- 3 1736 n_p.T469I|SLFN13_ NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2 ATGGGGGTGCTG 0.537

- 26 3628 p.S679N|MYO19_u NM_001163735 NP_001157207 Q96H55 MYO19_HUMAN hondrial targeting. 1 TGAAAGCTGCCTA 0.617

- 44 5574 e_Mutation_p.E179 NM_198836 NP_942133 Q13085 ACACA_HUMANboxyltransferase. 2 GGTTCTCGGGTC 0.388

- 3 436 T40_uc002hvq.1_R NM_182497 NP_872303 Q6A162 K1C40_HUMAN Rod.|Coil 1A. 0 TGCATCGTCTCCT 0.532

- 10 1264 _p.G342S|STAT3_u NM_139276 NP_644805 P40763 STAT3_HUMAN 4 GGACGCCGGTCTT 0.567

+ 1 1075 bt.2_Missense_Mut NM_009590 NP_033720 O75106 AOC2_HUMAN 2 ATGTTCGGTTCCA 0.507

+ 1 182 NM_003734 NP_003725 Q16853 AOC3_HUMAN type II membrane protein; 4 ATCCTCGTGCTCC 0.552

- 21 5634 CA1_uc002icu.2_In NM_007294 NP_009225 P38398 BRCA1_HUMAN BRCT 2. 52 ACTGTGCCAAGGG 0.473

- 19 5484 CA1_uc002icu.2_M NM_007294 NP_009225 P38398 BRCA1_HUMAN p.R1751*(1) 52 CTTGCTCGCTTTG 0.468 rs80357442

- 9 930 gg.3_Missense_M NM_000342 NP_000333 P02730 B3AT_HUMAN Cytoplasmic. 3 GTATAGGCACCGG 0.647

+ 4 509 he.2_5'UTR|DBF4B NM_145663 NP_663696 Q8NFT6 DBF4B_HUMAN BRCT. 0 CAGAGAGCAGTG 0.522

- 23 2643 lw.1_Missense_Mu NM_145798 NP_665741 Q9BZF2 OSBL7_HUMAN 0 CTTTCCCGCTGCT 0.637

+ 13 1702 wmn.1_Missense_ NM_025149 NP_079425 Q96CM8 ACSF2_HUMAN 0 CACACCCGAAGGT 0.537

+ 18 1920 nse_Mutation_p.P6 NM_003835 NP_003826 O75916 RGS9_HUMAN 4 AAGTGCCCTGCTG 0.617



- 2 872 wro.1_Missense_M NM_173477 NP_775748 Q495M9 USH1G_HUMAN 2 TTGAAGGTGCCTT 0.672

- 18 3459 wsc.1_Missense_M NM_020753 NP_065804 Q8WXE0 CSKI2_HUMAN Pro-rich. 1 GGGGCGGGGGG 0.667

- 10 1476 0wtb.1_Missense_M NM_002766 NP_002757 Q14558 KPRA_HUMAN 1 TCTGAACCTCATG 0.453

+ 8 1630 sense_Mutation_p. NM_001142602 NP_001136074 Q9NYA1 SPHK1_HUMAN 1 TGTTTGCTGCACC 0.632

- 9 1476 p.E247K|RHBDF2_ NM_024599 NP_078875 Q6PJF5 RHDF2_HUMAN lasmic (Potential). 0 AGCTCTCCAGCTG 0.637

+ 9 1359 jth.2_Missense_M NM_198955 NP_945193 Q3V5L5 MGT5B_HUMANmenal (Potential). 3 ACGCCACGCTGCA 0.637 rs140999399

+ 30 8034 3_uc010dhw.1_Mis NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 ATGCGCCGATTGG 0.507 rs143904490

+ 20 3167 wug.1_Missense_M NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6 AAGATGCGCCGCG 0.652

- 26 3436 1_uc002jzo.1_Miss NM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4 CTTGGCGTGGGC 0.677

- 6 569 n_p.P30L|SIRT7_u NM_016538 NP_057622 Q9NRC8 SIRT7_HUMAN etylase sirtuin-type. 0 GTGCGCGGCAGC 0.637

+ 1 665 NM_018949 NP_061822 Q9UKP6 UR2R_HUMAN Name=5; (Potential). 1 CGCGGGGCCCG 0.672

- 15 1415 p.D419N|L3MBTL4 NM_173464 NP_775735 Q8NA19 LMBL4_HUMAN 3 AACGATCGTGAAG 0.378

- 19 2663 wzj.1_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMANminin EGF-like 8. 21 CCGAGGGGTCCA 0.552

+ 3 614 NM_001025300 NP_001020471 Q6IQ22 RAB12_HUMAN 0 TCAGCTTATTACA 0.403

+ 9 5629 knx.2_Missense_M NM_015208 NP_056023 Q6UB98 ANR12_HUMAN 3 TGTCACGTGTACC 0.418

- 12 1792 koq.2_Missense_M NM_022068 NP_071351 Q9H5I5 PIEZ2_HUMAN 1 TCACTAGGTGCTT 0.274

- 8 1363 _p.T242M|MPPE1_ NM_023075 NP_075563 Q53F39 MPPE1_HUMAN 0 GCAGACGTGGGC 0.622

+ 5 946 _p.T56M|C18orf1_ NM_181481 NP_852146 O15165 CR001_HUMAN lasmic (Potential). 3 TCTCCACGCGGTC 0.642

+ 2 93 e_Mutation_p.R31Q NM_001390 NP_001381 Q9Y4J8 DTNA_HUMAN th MAGEE1 (By similarity). 0 GCATCCGACTCTC 0.403

+ 3 317 e_Mutation_p.Q10 NM_001390 NP_001381 Q9Y4J8 DTNA_HUMAN th MAGEE1 (By similarity). 0 GTGGAGCAGTCCA 0.488 rs140768365

- 16 2222 ec.1_Missense_Mu NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANke.|Actin-binding (Potential) 5 AGGGTCTCCATGA 0.488

- 2 906 h.1_Missense_Mut NM_003927 NP_003918 Q9UBB5 MBD2_HUMAN 0 TCGTTTCGCAGTC 0.363

- 4 488 e_Mutation_p.R130 NM_000140 NP_000131 P22830 HEMH_HUMAN 1 ATCCTGCGGTACT 0.493

+ 1 342 2lik.1_Missense_M NM_020854 NP_065905 Q9P260 K1468_HUMAN 6 TGGGCGCCGGA 0.647

- 31 4305 TN_uc010xfb.1_M NM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8 AGAGCCCACCGG 0.483

+ 1 4703 qu.1_Missense_M NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN ype 14; degenerate. 2 GAAGCAGCAACTC 0.502

+ 5 2135 FATC1_uc010xfi.1 NM_006162 NP_006153 O95644 NFAC1_HUMAN RHD. 2 GGGTACGGCTGG 0.597

- 2 503 C2_uc002lop.3_5'F NM_012435 NP_036567 P98077 SHC2_HUMAN PID. 0 AGGGAGCGCATAG 0.637

+ 6 1764 NM_001194 NP_001185 Q9UL51 HCN2_HUMAN ytoplasmic (Potential). 0 GACTACATCATCC 0.592

- 5 598 2_uc002lqi.2_Silen NM_138774 NP_620129 Q96D70 CS022_HUMAN Arg-rich. 1 ACGGCTCGCAGAC 0.647

+ 4 295 n_p.E77K|MUM1_uc002lsb.2_Missense_Mutation_p.E8 Q2TAK8 MUM1_HUMAN 0 CAGAATGAGGTTC 0.567

- 10 809 3_uc002ltq.2_Misse NM_003200 NP_003191 P15923 TFE2_HUMAN 7 GGAGGGGCAGCG 0.726

+ 1 1059 NM_003775 NP_003766 O95977 S1PR4_HUMANasmic (By similarity). 2 AGGCTCACTCCGG 0.692

+ 5 824 e_Mutation_p.G138 NM_033064 NP_149053 Q86WG3 ATCAY_HUMAN 1 ATGCCCGGGGACA 0.667

+ 8 1180 _p.S239N|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2 AATGCAGTGACTG 0.438

- 3 26930 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TGGGAGGTGAAG 0.493

+ 12 1318 p.D169N|ZNF177_ NM_003451 NP_003442 Q13360 ZN177_HUMAN C2H2-type 4. 1 TTCATCGATCAGT 0.468

- 5 664 NM_001080404 NP_001073873 C9JN71 ZN878_HUMAN C2H2-type 3. 0 CACACTGCTTACA 0.408

+ 8 970 NM_017682 NP_060152 Q8NFU1 BEST2_HUMAN lasmic (Potential). 2 GTGGACGAGATG 0.627

+ 2 333 n_p.E78K|NFIX_uc002mwf.2_Missense_Mutation_p.E89 Q14938 NFIX_HUMAN CTF/NF-I. 2 GGCCCGAGTTCC 0.657

+ 4 639 naf.2_Missense_M NM_012114 NP_036246 P31944 CASPE_HUMAN 4 TTCGAGGCCCTGA 0.567

- 7 2583 _p.R721C|WIZ_uc0 NM_021241 NP_067064 O95785 WIZ_HUMAN 0 GTCGGCGTTCAA 0.617

- 1 117 nhx.1_Missense_M NM_005535 NP_005526 P42701 I12R1_HUMAN 1 TGCCTGGACAGCA 0.582

- 4 827 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN 1 GGTTTCTCTCCAG 0.393

- 7 2771 NM_001080409 NP_001073878 2 TTAAAAGCTTTGC 0.368

+ 3 2081 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Pro-rich. 11 GCCTCGGGCAGT 0.642

- 2 512 NM_001864 NP_001855 P24310 CX7A1_HUMAN 0 GGGCGGTGGAG 0.697



+ 74 11027 oiv.1_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN 12 GCAGTCGTGGCC 0.607

- 11 1301 j.1_Missense_Muta NM_001626 NP_001617 P31751 AKT2_HUMAN Protein kinase. 2 GCAGGCGGCCGC 0.622 rs145305228

+ 8 978 p.G298R|SPTBN4 NM_020971 NP_066022 Q9H254 SPTN4_HUMAN 5 CGTATCGGGAAG 0.567

- 4 679 RF_uc002otd.3_5'U NM_006494 NP_006485 P50548 ERF_HUMAN 4 ACAGCCGAGAAGA 0.662

+ 6 892 wk.2_Missense_M NM_001130011 NP_001123483 Q9BY14 TX101_HUMAN 1 GTTTGGGGGTTAC 0.507

+ 3 1737 02pbp.2_5'Flank|C NM_012099 NP_036231 O15446 RPA34_HUMAN 4 CAGGCAGCTCCC 0.493

- 8 870 nse_Mutation_p.V1 NM_001983 NP_001974 P07992 ERCC1_HUMAN 2 ACTTCACGGTGGT 0.458

- 9 1137 dp.1_Missense_M NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 TCTTACGCACACT 0.592

- 8 1394 e_Mutation_p.V32 NM_002103 NP_002094 P13807 GYS1_HUMAN 2 GCGCACAGCTTG 0.567

- 1 1839 NM_002152 NP_002143 P23327 SRCH_HUMAN 1 TCTTCcctcctctcctcg 0.308

+ 2 195 se_Mutation_p.G52 NM_001030047 NP_001025218 P07288 KLK3_HUMAN Peptidase S1. 3 TGCGGCGGTGTTC 0.642

+ 2 355 _p.V104M|FPR2_uc NM_001005738 NP_001005738 P25090 FPR2_HUMAN Name=3; (Potential). 4 CACATCGTGGTGG 0.483 rs117415514

- 5 888 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 2. 3 CTACACACGTGGG 0.488

+ 4 1578 epo.1_Intron|ZNF53 NM_001143939 NP_001137411 Q76KX8 ZN534_HUMAN 0 AGAAGCTTTACAA 0.398

+ 4 1695 po.1_Intron|ZNF53 NM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 13. 0 TCTTCCGTCGGA 0.443

- 5 976 LRA3_uc010erk.2_ NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 3. 1 TCGGAGGAGAGG 0.677

+ 3 366 n_p.G93R|LILRA2_ NM_001130917 NP_001124389 Q8N149 LIRA2_HUMAN Potential).|Ig-like C2-type 1. 1 CACGCAGGGCGG 0.532

+ 3 1653 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN ype 10; degenerate. 1 TCATTCGACATCA 0.448

- 2 604 _p.R60C|CHMP2A NM_198426 NP_940818 O43633 CHM2A_HUMAN ction with VPS4B. 0 TGATGCGAACAGC 0.522

+ 7 1028 2qyt.2_Missense_M NM_014746 NP_055561 P50876 R144A_HUMAN type 2; degenerate. 2 CGAGACGAAGGC 0.567

- 2 646 on_p.L4F|LAPTM4A NM_014713 NP_055528 Q15012 LAP4A_HUMAN ical; (Potential). 1 AGTCAGCAAAATT 0.398

- 23 3083 SN2_uc002rfg.2_M NM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN SH3 2. 4 CCTCTTCCTCCAT 0.408

+ 2 331 ENPA_uc002rhs.2_ NM_001809 NP_001800 P49450 CENPA_HUMAN H3-like. 0 CTAAAGGAGATCC 0.547

+ 2 253 se_Mutation_p.W1 NM_182551 NP_872357 Q6UWP7 LCLT1_HUMAN 2 ACCCATGGTCAAT 0.423

+ 61 12279 a-mir-558|MI00035 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14 ACTCCAGGTGATG 0.403

+ 6 1027 oa.1_Missense_Mu NM_022437 NP_071882 Q9H221 ABCG8_HUMAN er.|Cytoplasmic (Potential). 4 TGTCCTCGCTACA 0.597

- 68 8081 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 CCAGAAGATAAGC 0.423

- 42 5558 P34_uc002sbf.2_5' NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 ACAAATCGTAAGC 0.413

- 13 1347 NM_002056 NP_002047 Q06210 GFPT1_HUMAN SIS 1. 1 TCAGCTCCTCAAG 0.413

+ 26 3095 YSF_uc010fek.2_M NM_003494 NP_003485 O75923 DYSF_HUMAN lasmic (Potential). 7 CTGACGTCACGG 0.592

- 7 501 1_5'UTR|SFXN5_u NM_144579 NP_653180 Q8TD22 SFXN5_HUMAN 1 GCAAGAGAAGACC 0.478

- 7 1168 _p.M213I|IMMT_u NM_006839 NP_006830 Q16891 IMMT_HUMAN intermembrane (Potential). 1 ATTGTCCATGGCG 0.468

- 19 2487 fhz.2_Missense_M NM_001115016 NP_001108488 Q9P2N6 K1310_HUMAN 0 CCACAGGAATGGT 0.627

+ 10 2081 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4 ATGAAAGTACCCA 0.483

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 AGTGGCAGCACC 0.617

+ 12 1069 N18_uc002trb.2_M NM_014369 NP_055184 Q99952 PTN18_HUMAN 4 GGACTCCCCAGG 0.612

+ 1 1124 NM_001508 NP_001499 O43194 GPR39_HUMANcellular (Potential). 0 TGGACCGTGTTCC 0.597

- 18 5911 ttq.2_Missense_M NM_207363 NP_997246 O14513 NCKP5_HUMAN 0 GGAAGCGGCTGG 0.537

- 10 1535 NM_005915 NP_005906 Q14566 MCM6_HUMAN MCM. 0 CTCCTGCTTTAGT 0.403

+ 9 1336 NM_015630 NP_056445 Q52LR7 EPC2_HUMAN 3 CATTGCCTTACAA 0.398

- 7 682 NM_004543 NP_004534 P20929 NEBU_HUMAN Nebulin 3. 20 TGCTGCGACACT 0.418

- 14 2861 aq.1_Missense_M NM_013450 NP_038478 Q9UIF8 BAZ2B_HUMAN Arg-rich. 4 TGATACGAGGAAT 0.403

- 11 1441 bn.2_Missense_Mu NM_016836 NP_058520 P29558 RBMS1_HUMAN 0 ATGCGGGCTGTAG 0.493

+ 6 673 u.1_Missense_Mut NM_012198 NP_036330 P28676 GRAN_HUMAN ential).|EF-hand 4. 0 TTAAACGTTATAG 0.313

- 28 3928 p.R686W|ABCB11_ NM_003742 NP_003733 O95342 ABCBB_HUMAN otential).|ABC transporter 2 5 AGGTCCGACCCTC 0.522

- 206 40825 1_Nonsense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTAGTCCATGTTT 0.438

- 48 11692 TN_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTTCAGTACTGC 0.358



- 8 758 NM_178123 NP_835224 Q86VW0 SESD1_HUMAN 1 TCAACCGATGGAA 0.294

+ 51 4411 NM_000090 NP_000081 P02461 CO3A1_HUMAN lar collagen NC1. 13 GAATATCGAACAC 0.408

- 35 2613 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 GCCACCCTGGGA 0.264 rs147911170

- 4 626 so.2_Splice_Site_p NM_003151 NP_003142 Q14765 STAT4_HUMAN 9 ATATTACCTGGAC 0.269

- 7 1703 _p.G296S|SATB2_ NM_015265 NP_056080 Q9UPW6 SATB2_HUMAN 1 GAAGACCAGGGC 0.512

+ 5 2441 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 GTAAATCTTAAAG 0.423

+ 15 1641 AM23_uc010ziv.1_R NM_003812 NP_003803 O75077 ADA23_HUMAN2B.|Extracellular (Potential). 3 AATTTTCAAAGTG 0.363

+ 13 1987 NM_032726 NP_116115 Q9BRC7 PLCD4_HUMANPI-PLC Y-box. 3 AATGGCGGCTGTG 0.517

- 8 3561 fvt.2_Missense_M NM_001105537 NP_001099007 P52746 ZN142_HUMAN 4 TGAGAGGTAATAG 0.607

+ 20 2655 V797I|STK36_uc00 NM_015690 NP_056505 Q9NRP7 STK36_HUMAN 11 CATGTCGTCTCTC 0.463 rs148974664

- 16 2462 we.1_Missense_Mu NM_005689 NP_005680 Q9NP58 ABCB6_HUMANBC transporter. 2 CCCCGCCGCTCAG 0.622

+ 26 2363 xp.1_Missense_Mu NM_001080391 NP_001073860 P23497 SP100_HUMAN 5 CGTGGAGTTGCAT 0.493

- 7 1308 n_p.R77C|NGEF_u NM_019850 NP_062824 Q8N5V2 NGEF_HUMAN DH. 7 CATAACGGTACAC 0.567

+ 10 970 _p.G276R|PPP1R7 NM_002712 NP_002703 Q15435 PP1R7_HUMAN 3 CTGAAGGGAGCCA 0.612

- 4 817 SIRPG_uc002wfo. NM_018556 NP_061026 Q9P1W8 SIRPG_HUMAN cellular (Potential). 1 GTGGGTGGAACTG 0.552

+ 19 3401 l.2_Missense_Muta NM_139321 NP_647537 O75882 ATRN_HUMAN otential).|Laminin EGF-like 1 2 ATGGAGGGAAATG 0.468

+ 20 3484 il.2_Missense_Mut NM_139321 NP_647537 O75882 ATRN_HUMAN otential).|Laminin EGF-like 2 2 AGGGCGTCAAGG 0.592

+ 3 636 n_p.R87*|PCSK2_u NM_002594 NP_002585 P16519 NEC2_HUMAN 7 TTTGACCGAAAAA 0.393

+ 9 1733 2T2_uc002wzf.1_R NM_005093 NP_005084 O43439 MTG8R_HUMAN 2 GGAAAACGGGGAC 0.517

- 5 474 S_uc010zup.1_Mis NM_000178 NP_000169 P48637 GSHB_HUMAN 3 CGCTGCGCTGGA 0.597

+ 3 720 ROCR_uc010zuw.1 NM_006404 NP_006395 Q9UNN8 EPCR_HUMAN cellular (Potential). 0 AACTGCGGGAATT 0.577

- 4 828 _p.T195M|CHD6_u NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 GGGTTCGTCAGGC 0.532

+ 20 2406 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2 AGAGACGAGGAG 0.433

+ 8 1100 ys.1_Missense_Mu NM_002827 NP_002818 P18031 PTN1_HUMAN 0 CCCCACCTCCCCG 0.552

- 15 2113 e_Mutation_p.P603 NM_080829 NP_543019 Q96MK2 FA65C_HUMAN 2 TGGGGGCAGGG 0.587

- 7 1326 p.R168W|CYP24A1 NM_000782 NP_000773 Q07973 CP24A_HUMAN 3 AAAGCCGATTCTG 0.458

+ 5 1237 xzm.2_Missense_M NM_001001433 NP_001001433 O14662 STX16_HUMAN lasmic (Potential). 1 GCGCAGGCCCTG 0.672

- 1 440 CFL5_uc002ydq.2 NM_006602 NP_006593 Q9UL49 TCFL5_HUMAN Ala-rich. 1 GCGTCGGCCGCC 0.488

- 13 1649 yfa.1_Missense_Mu NM_172107 NP_742105 O43526 KCNQ2_HUMAN lasmic (Potential). 2 CGTGCCCGGCTG 0.682

- 6 794 yia.2_Missense_Mu NM_005873 NP_005864 P49795 RGS19_HUMAN RGS. 1 TCGAACGTGTGTG 0.647

- 10 1014 .1_5'Flank|MRPL39 NM_017446 NP_059142 Q9NYK5 RM39_HUMAN 0 TACATTCCTCTGT 0.259

+ 5 2159 e_Mutation_p.P68 NM_001186 NP_001177 O14867 BACH1_HUMAN 2 CTGCCTCCCTGTG 0.522

- 3 432 wo.2_Missense_Mu NM_002240 NP_002231 P48051 IRK6_HUMAN ellular (By similarity). 1 AGGAGGGGTCCT 0.458

+ 23 3804 _p.S923L|TRAPPC NM_003274 NP_003265 P48553 TPC10_HUMAN 2 TGCATTCGGCCTG 0.632

- 1 871 .1_Intron|C21orf29 NM_198691 NP_941964 P60331 KR101_HUMAN 1 GCACGCGGGGC 0.726

- 1 581 .1_Intron|C21orf29 NM_198696 NP_941969 P60369 KR103_HUMAN AA repeats of C-C-X(3). 1 GCAGGGGCACAG 0.721

+ 1 644 .1_Intron|C21orf29 NM_198687 NP_941960 P60372 KR104_HUMANA repeats of C-C-X(3). 0 CCTGCACGCCCTC 0.662

- 6 671 e_Mutation_p.V151 NM_003325 NP_003316 P54198 HIRA_HUMAN WD 3. 1 TATCCACGCTGCA 0.522

+ 6 411 n_p.G99R|PPIL2_u NM_148175 NP_680480 Q13356 PPIL2_HUMAN U-box. 2 AGTGAGGGTGAG 0.458

- 2 733 gwa.1_Intron|DUSP NM_152511 NP_689724 Q8NEJ0 DUS18_HUMAN 0 AGAGACGTGAGTT 0.522

+ 10 1398 kj.2_Missense_Mu NM_005569 NP_005560 P53671 LIMK2_HUMANProtein kinase. 2 TTCTGCGCAGTAT 0.532 rs147975203

+ 25 2894 p.R740K|SFI1_uc0 NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1 AGCCAGGAGGCA 0.632

- 2 280 arb.2_Missense_M NM_001051 NP_001042 P32745 SSR3_HUMAN lasmic (Potential). 1 CTGGCCGTGTGC 0.647

- 3 1169 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMAN xtracellular (Potential). 2 TGCAGGCGGCTC 0.632

+ 7 1998 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCAGAACATC 0.587

+ 7 2067 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 ACCCCACAACATC 0.582

+ 7 2304 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GTGCCCTACGGGA 0.582



+ 12 1321 DSL_uc003ayr.3_M NM_000026 NP_000017 P30566 PUR8_HUMAN 1 GTGACAATGACC 0.488 rs145750778

- 9 1110 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN alcium-binding (Potential). 5 CTGCCCGGGGAG 0.647

+ 6 1046 n_p.V117I|MPPED1 NM_001044370 NP_001037835 O15442 MPPD1_HUMAN 0 AGGCGCGTCCAG 0.622

+ 4 604 NM_015653 NP_056468 Q9H4K1 RIBC2_HUMAN 0 ATGTTCGGAATAC 0.448

+ 8 867 _p.V261I|TRABD_u NM_025204 NP_079480 Q9H4I3 TRABD_HUMAN 0 CGCGACGTCTAC 0.672

- 16 4134 GCP6_uc010har.1_ NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 7 AA tandem repeats. 4 GCCGGGTGGGAG 0.622 rs145066767

- 9 876 3bkl.1_Missense_M NM_002969 NP_002960 P53778 MK12_HUMANProtein kinase. 0 GTCCCCGTCACC 0.672

- 13 1826 _p.L421F|LMF2_u NM_033200 NP_149977 Q9BU23 LMF2_HUMAN 1 GCCTGAGCAGCG 0.657

+ 9 1244 ow.1_Missense_Mu NM_006614 NP_006605 O00533 CHL1_HUMAN 3.|Extracellular (Potential). 12 TTTCACGTTATAG 0.398

- 19 3002 brg.1_Missense_M NM_014850 NP_055665 O43295 SRGP2_HUMAN SH3. 9 AGGCGCGGTGGTA 0.587

+ 4 406 NM_153635 NP_705899 Q8IYJ1 CPNE9_HUMAN C2 1. 2 TTTGAGGAAAAGC 0.597

+ 6 755 h.2_Splice_Site_p. NM_001077415 NP_001070883 Q96HD1 CREL1_HUMAN 1 GTTCGGGTAGGTA 0.622

+ 1 200 se_Mutation_p.P2L NM_144633 NP_653234 Q96L42 KCNH8_HUMAN lasmic (Potential). 5 AAATGCCGGTTAT 0.493

+ 2 301 awp.1_5'UTR|OXS NM_017897 NP_060367 Q9NWU1 OXSM_HUMAN 2 GGGATCGTCTTAT 0.463

- 2 1618 NM_033403 NP_208382 Q9C098 DCLK3_HUMANProtein kinase. 9 GTCTCGCGGTGTC 0.547

+ 4 525 hc.2_Missense_Mu NM_002207 NP_002198 Q13797 ITA9_HUMAN r (Potential).|FG-GAP 2. 6 ATCCTACCCCATG 0.512

+ 18 2626 v.1_Missense_Mut NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 CAGTTTGGTCTGC 0.627

- 15 1900 .2_Missense_Muta NM_002343 NP_002334 P02788 TRFL_HUMAN ansferrin-like 2. 4 TCCATCCGAGACA 0.552 rs142148325

- 17 3703 c003csx.2_Missens NM_002673 NP_002664 O43157 PLXB1_HUMAN Extracellular (Potential). 5 CCGGCACCTCCAC 0.667

- 63 5429 NM_000094 NP_000085 Q02388 CO7A1_HUMAN le-helical region. 11 CTGGAAGCCCCT 0.552

+ 5 6893 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 TGTACCGCTATCC 0.592

- 5 728 GMPPB_uc003cxl.1 NM_021971 NP_068806 Q9Y5P6 GMPPB_HUMAN 0 TTATTGGACACAA 0.592

+ 2 894 NM_203370 NP_976248 Q96EL1 CC054_HUMAN 0 GCCCACCTCGCCC 0.632

- 5 573 x.1_5'UTR|CAMKV NM_024046 NP_076951 Q8NCB2 CAMKV_HUMANProtein kinase. 7 ACTTGCCGTACCA 0.602

- 2 1610 T449I|MST1R_uc0 NM_002447 NP_002438 Q04912 RON_HUMAN ular (Potential).|Sema. 6 AATGCAGTGACCT 0.572

+ 8 961 3cyk.2_Splice_Site NM_004186 NP_004177 Q13275 SEM3F_HUMAN 2 TGAACGGTAAGCG 0.567

+ 7 1132 1bdu.1_Missense_ NM_015106 NP_055921 Q9Y4B4 ARIP4_HUMANcase ATP-binding. 3 TTGTGCCGGTAAG 0.512

+ 5 561 ei.1_Missense_Mu NM_015136 NP_055951 Q9NY15 STAB1_HUMAN Extracellular (Potential). 9 CAATCGGGTGAG 0.632

+ 19 2335 gm.2_Missense_M NM_006254 NP_006245 Q05655 KPCD_HUMAN kinase C-terminal. 9 CATTCGCTGGCTT 0.557

+ 9 1276 C66_uc003dhu.2_MNM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1 TCTCCTGACACTC 0.453

+ 9 1116 e_Mutation_p.A304 NM_007159 NP_009090 Q14BN4 SLMAP_HUMANCytoplasmic (Potential). 0 AATTAGCCAACAA 0.323

- 8 1903 m.2_Nonsense_Mu NM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN 3 CCATTCGGACAGC 0.448

- 35 5335 p.A1740V|ADAMTS NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN GON. 4 ATCCCCGCACAG 0.463

- 2 821 fx.1_Missense_Mu NM_007114 NP_009045 P82094 TMF1_HUMAN 0 AACTTACAGTTGG 0.388

- 16 2130 _p.R603W|FOXP1_ NM_032682 NP_116071 Q9H334 FOXP1_HUMAN p.R603Q(1) 2 CTTCCCGTATTGC 0.512

- 5 1590 ense_Mutation_p.A NM_019895 NP_063948 Q9NY35 CLDN1_HUMAN 1 GTGTGAGCAGCC 0.448

- 10 1335 he.1_Missense_Mu NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN cellular (Potential). 3 GGGAATCAGGATC 0.378

- 2 347 egb.1_Missense_MNM_001031702 NP_001026872 Q9P283 SEM5B_HUMANcellular (Potential). 7 CAGGGACGAGGT 0.612

- 21 3718 gg.1_Missense_Mu NM_183357 NP_899200 O95622 ADCY5_HUMAN lasmic (Potential). 4 GACCACGCCCCG 0.612

- 2 274 NM_033049 NP_149038 Q9H3R2 MUC13_HUMAN xtracellular (Potential). 0 GAGCAGGTGTAG 0.453

+ 10 911 tb.2_Missense_Mu NM_016128 NP_057212 Q9Y678 COPG_HUMAN 4 GAAGCCGCCTCGG 0.557

+ 11 1364 p.R402Q|PLS1_uc NM_001145319 NP_001138791 Q14651 PLSI_HUMAN 3.|Actin-binding 2. 1 CATTTCGGAACTG 0.398 rs138340155

- 2 147 NM_138786 NP_620141 Q96CE8 T4S18_HUMAN lasmic (Potential). 1 ACTTCCGAGACC 0.413

+ 4 1215 wq.2_Nonsense_M NM_014373 NP_055188 Q9UJ42 GP160_HUMAN lasmic (Potential). 0 TTGGTACAGGCTA 0.328

+ 1 72 3fkb.2_5'Flank|NDU NM_002492 NP_002483 O43674 NDUB5_HUMAN 1 ACTGCGGTGGCAG 0.632

- 11 1244 kj.1_Missense_Mut NM_016559 NP_057643 Q8IYB4 PEX5R_HUMAN TPR 1. 4 CATTCTCCGCCTG 0.443

- 8 934 L2_uc003flp.1_Mis NM_015078 NP_055893 Q86YR7 MF2L2_HUMAN 5 GGTTGAGATTGAG 0.428



+ 10 1456 ns.2_Missense_Mu NM_198241 NP_937884 Q04637 IF4G1_HUMAN 7 GTCAGTGAGCCAG 0.622

- 6 730 brs.1_Missense_M NM_001966 NP_001957 Q08426 ECHP_HUMAN hydratase / isomerase. 3 CTGCACGGACACA 0.537 rs141664962

- 2 7133 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 CAAGAAGAGGGAT 0.597

+ 3 436 se_Mutation_p.P5 NM_017861 NP_060331 Q8TBF5 PIGX_HUMAN menal (Potential). 0 TGGATCCGTATGA 0.408

+ 44 6002 NM_002111 NP_002102 P42858 HD_HUMAN 4 GCCAGCGGCCTG 0.488

- 1 1528 3_5'Flank|TADA2B NM_153376 NP_699207 Q2M329 CCD96_HUMAN 0 CCGTCCGCAGCCC 0.557

+ 3 1423 PZ_uc003gll.2_Intr NM_080819 NP_543009 Q96P69 GPR78_HUMAN lasmic (Potential). 6 TGCACCAGCTGCT 0.647 rs149989249

+ 31 3466 s.1_Missense_Mut NM_004787 NP_004778 O94813 SLIT2_HUMAN alcium-binding (Potential). 11 AAAAACGGAGCCC 0.413 rs144073473

- 46 6465 yi.1_Missense_Mut NM_015030 NP_055845 O94915 FRYL_HUMAN 1 GCCGCCGGTCAC 0.418 rs140338334

- 26 3805 t.1_Missense_Muta NM_002253 NP_002244 P35968 VGFR2_HUMAN lasmic (Potential). 33 TGCTGAGCATTAG 0.502

- 6 1491 e_Mutation_p.D346 NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 TGAGGTCGTGGG 0.493

+ 3 194 NM_001133 NP_001124 P43652 AFAM_HUMAN Albumin 1. 3 CAGTATGTTCAGG 0.413

- 3 600 NM_001729 NP_001720 P35070 BTC_HUMAN ar (Potential).|EGF-like. 2 CCACCACGAAGC 0.557

+ 8 2802 _p.E655K|PRDM8_ NM_020226 NP_064611 Q9NQV8 PRDM8_HUMAN 1 GCGATGGAGCCCT 0.597

- 9 1217 PSE_uc011ccs.1_M NM_001098540 NP_001092010 Q9Y251 HPSE_HUMAN 1 ATTCGGGCTGACA 0.443

+ 1 157 NM_005390 NP_005381 P29803 ODPAT_HUMAN 1 AATGACGCTACAT 0.502

+ 2 847 ifb.2_Missense_Mu NM_199327 NP_955359 O43609 SPY1_HUMAN Cys-rich.|SPR. 3 ATGGAACCTGCAT 0.512

+ 5 1381 _p.S347F|PLK4_uc NM_014264 NP_055079 O00444 PLK4_HUMAN 0 ATTCCTCTGATAG 0.413

+ 12 2514 NM_022475 NP_071920 Q96QV1 HHIP_HUMAN EGF-like 1. 6 CCCCCACGGGAAA 0.537

- 2 1646 e_Mutation_p.G43 NM_000901 NP_000892 P08235 MCR_HUMAN Modulating. 1 AGGTGCCTGAACA 0.373

- 7 1157 AP9_uc010iqa.1_R NM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN Potential. 2 TCAACTGCAGTAG 0.368

+ 20 3563 nse_Mutation_p.V7 NM_016081 NP_057165 Q8WX93 PALLD_HUMAN raction with EZR. 1 CTGGACGTTTACA 0.423

+ 7 1306 _p.T249I|CLCN3_ NM_001829 NP_001820 P51790 CLCN3_HUMANcal; (By similarity). 3 TTAAAACCATCAC 0.398

- 10 6931 NM_005245 NP_005236 Q14517 FAT1_HUMAN (Potential).|Cadherin 20. 12 ATGCCGGGTGGG 0.473

+ 7 989 P72_uc011clz.1_R NM_018140 NP_060610 Q9P209 CEP72_HUMAN 1 TGGATACCGAGGA 0.527

+ 10 1333 KD2_uc010itf.1_3'U NM_033120 NP_149111 Q969F2 NKD2_HUMAN His-rich. 0 ccaccaccaccaccacc 0.522

+ 20 3214 3jdk.1_Missense_M NM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 4. 8 CTGCTGCCCGAC 0.637

- 18 3125 NM_003966 NP_003957 Q13591 SEM5A_HUMAN .|Extracellular (Potential). 2 GGTTCCGAATGCC 0.582

- 18 3204 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 AGATCTCGGTACT 0.532

- 17 2948 ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 GGTCTCGCATGGC 0.512

- 66 11419 AH5_uc003jfc.2_In NM_001369 NP_001360 Q8TE73 DYH5_HUMAN |AAA 5 (By similarity). 31 CCTCCTCGGCTG 0.458

+ 12 2420 _p.L678F|PDZD2_ NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 CCCAGCCTCACAC 0.532

- 2 261 NM_001737 NP_001728 P02748 CO9_HUMAN TSP type-1. 0 GTCTGAGACAAGG 0.478

+ 3 371 NM_006144 NP_006135 P12544 GRAA_HUMAN Peptidase S1. 4 ACACGCGAAGGT 0.438

+ 29 3894 NEF_uc011csr.1_M NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN of axonal branching and sy 0 ATGGGCGCCGTG 0.428

+ 35 4819 .V1029M|IQGAP2_ NM_006633 NP_006624 Q13576 IQGA2_HUMAN 7 GAAAAGGTGCAAC 0.368

- 8 2787 NM_000046 NP_000037 P15848 ARSB_HUMAN 1 TAGGCGGGACAG 0.542

- 7 1036 GDH_uc011ctf.1_N NM_013391 NP_037523 Q9UI17 M2GD_HUMAN 4 TGATTCGATCTAG 0.423 rs143021634

+ 20 2679 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN SP C-terminal. 0 ACCTTCCATGTGA 0.453

- 4 610 NM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2 ATCCTGGTATCTT 0.443

+ 3 550 kuj.3_Missense_Mu NM_130809 NP_570721 Q96M27 PRRC1_HUMAN Pro-rich. 0 CTGCACCCCCTT 0.517 rs149336967

+ 1 653 CDHA5_uc003lhk.1 NM_018911 NP_061734 Q9Y5H6 PCDA8_HUMAN |Extracellular (Potential). 2 ATGGGGGCAAACC 0.473

+ 19 2869 _p.R926C|WWC1_ NM_015238 NP_056053 Q8IX03 KIBRA_HUMAN ion with histone H3. 5 ATCATCCGCTCTA 0.647

- 9 1820 NM_005990 NP_005981 O94804 STK10_HUMAN 8 TTCAGCGACAGGT 0.572

+ 4 2680 408Q|CPEB4_uc0 NM_030627 NP_085130 Q17RY0 CPEB4_HUMAN 0 TGGGCGAAGGAG 0.353

+ 8 1128 p.R321W|FGFR4_ NM_002011 NP_002002 P22455 FGFR4_HUMANPotential).|Ig-like C2-type 3. 16 TACCTGCGGAACG 0.632

- 3 387 P2_uc003mis.2_In NM_017838 NP_060308 Q9NX24 NHP2_HUMAN 0 CTCCTGCCAAAAC 0.483



- 15 1212 0jkt.2_Missense_M NM_173465 NP_775736 Q86Y22 CONA1_HUMAN ntial).|Collagen-like 2.|Gly-r 2 TGCCTCGGTGGC 0.652

- 7 1017 ntron|C5orf45_uc01 NM_016175 NP_057259 Q6NTE8 CE045_HUMAN 0 TGGGTCGAGGAT 0.547

- 10 1199 mtx.3_Missense_M NM_001012418 NP_001012418 Q86YV6 MYLK4_HUMANProtein kinase. 4 AAAGGCGACAAAC 0.498

- 2 212 P2L_uc011dim.1_I NM_004752 NP_004743 O75603 GCM2_HUMAN GCM. 3 ATGAAGCGCACAT 0.562 rs104893959

- 1 59 2_5'UTR|HIST1H2B NM_021065 NP_066409 P20671 H2A1D_HUMAN 0 GCCCGCGAAGAG 0.587

+ 7 997 NM_001732 NP_001723 Q13410 BT1A1_HUMANY.|Cytoplasmic (Potential). 2 CTGTTCGACTGGA 0.488

- 10 5112 C1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMANwith the PRKDC complex. 4 TCCTGCCCCTAGT 0.582

- 9 1676 p.R349*|BAT1_uc0 NM_004640 NP_004631 Q13838 DX39B_HUMAN case C-terminal. 0 TGCCTCGGCCAAA 0.428

+ 9 1182 k|SKIV2L_uc011do NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4 CAGGAAGCGTCCA 0.557

+ 17 2316 _p.L485F|SKIV2L_ NM_006929 NP_008860 Q15477 SKIV2_HUMAN case C-terminal. 4 CCCATCCTCAAGG 0.602

+ 6 563 FL8_uc003oac.1_M NM_030652 NP_085155 Q99944 EGFL8_HUMAN alcium-binding (Potential). 0 ACCTGCGGCTGCC 0.597

- 2 178 dqm.1_Missense_ NM_006120 NP_006111 Q31604 Q31604_HUMAN 0 GGAGTAGGAGCTG 0.478

- 2 387 _uc010jvx.2_Silent_ NM_003214 NP_003205 Q99594 TEAD3_HUMAN TEA. 1 AGGGCGGGTAGA 0.706

- 5 838 K17_uc003oop.2_3 NM_031460 NP_113648 Q96T54 KCNKH_HUMAN 2 TGGGAGGGGTTC 0.517

- 6 1143 NM_173561 NP_775832 Q8IV45 UN5CL_HUMAN .|Interaction with RELA and 2 TCTCATCGGCTAT 0.517

- 2 344 _p.S111N|TREM2_ NM_018965 NP_061838 Q9NZC2 TREM2_HUMAN .|Extracellular (Potential). 1 GCTGTGCTCCCAT 0.602

- 16 2815 5'Flank|PEX6_uc0 NM_000287 NP_000278 Q13608 PEX6_HUMAN 1 CAGCTGGGGAGG 0.562

+ 5 701 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANProtein kinase. 9 GGAGTCCATCGA 0.642

- 3 850 2_Intron|TMEM151 NM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4 CCAGATCGCCCAG 0.627

- 2 446 NM_000255 NP_000246 P22033 MUTA_HUMAN 0 CCTTCCGGGGTGT 0.488

- 6 563 zq.2_Missense_Mu NM_000847 NP_000838 Q16772 GSTA3_HUMAN ST C-terminal. 0 GAAGTTCCACCAG 0.502

- 3 471 zr.2_Missense_Mu NM_003643 NP_003634 Q9NP62 GCM1_HUMAN GCM. 1 CCTCTGCGAGACA 0.597 rs150847762

+ 5 1555 NM_001010872 NP_001010872 Q5T0W9 FA83B_HUMAN 6 AACAACGAATGCC 0.413

+ 34 5037 pgg.2_Missense_M NM_014989 NP_055804 Q86UR5 RIMS1_HUMAN 10 GTGATCGGATGGT 0.542

- 32 5633 3pht.2_Missense_M NM_004370 NP_004361 Q99715 COCA1_HUMAN nectin type-III 13. 9 AGGATACGGTGAT 0.468

- 3 860 kcc.2_Missense_M NM_021244 NP_067067 Q9NQL2 RRAGD_HUMAN 3 CTCTTTGGGTTTC 0.433

- 5 2790 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN 3 GCACCGGGAAGT 0.652

- 17 7264 V3L_uc003puz.3_M NM_002912 NP_002903 O60673 DPOLZ_HUMAN 6 GGATCCGGTTCTA 0.378

+ 2 523 _p.A110V|DSE_uc0 NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 CCTTGGCAATGTT 0.512

+ 12 1437 ense_Mutation_p.D NM_004100 NP_004091 O95677 EYA4_HUMAN 2 GAGTTCGATACCA 0.388 rs144415484

- 16 2227 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN 0 AGGTAACCACATG 0.463 rs140358034

- 3 2186 kg.2_Missense_Mu NM_002656 NP_002647 Q9UM63 PLAL1_HUMAN 1 GAGGTAGAAGTGG 0.552

+ 2 597 qll.2_Missense_Mu NM_000838 NP_000829 Q13255 GRM1_HUMAN cellular (Potential). 19 ATGGACGGAGATG 0.597

+ 9 3576 2_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN lasmic (Potential). 19 CTCCAGGGAGTG 0.672

+ 2 653 NM_015278 NP_056093 O94885 SASH1_HUMAN 1 AACATCGATGACC 0.572

- 6 844 P43_uc011eee.1_R NM_198887 NP_942590 Q8NFH3 NUP43_HUMAN WD 6. 1 TACTTTCAGCTTC 0.373

+ 18 2090 nse_Mutation_p.V NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 ATCGCAGTGGCCA 0.607

+ 7 2627 se_Mutation_p.D45 NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 GGCAGCGATCCCC 0.502

- 15 1800 qrb.2_Missense_M NM_032861 NP_116250 Q96JX3 SRAC1_HUMAN 0 CCAACGAGGGGA 0.353

- 8 1650 kju.2_Missense_Mu NM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2 CCACCAGGCTCA 0.507

+ 2 822 ssense_Mutation_p NM_001098201 NP_001091671 Q99527 GPER_HUMAN Name=3; (Potential). 1 AGCAGCGTCTTCT 0.607

+ 6 1072 CIN_uc003sso.3_M NM_001112706 NP_001106177 Q9Y6U3 ADSV_HUMAN .|Actin-severing (Potential). 2 ACCACGGGGCTG 0.393

+ 13 1864 _p.R885C|ABCB5_ NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN ial).|ABC tra p.R440H(1) 6 GAATATACGTACTA 0.323

+ 6 1179 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN m (By similarity). 15 CAGCTCGGGTTAT 0.388

- 3 429 1_5'UTR|TRA2A_u NM_013293 NP_037425 Q13595 TRA2A_HUMANr-rich (RS1 domain). 1 TGGGATCTGGATC 0.448

- 18 1955 p.1_RNA|DPY19L2P1_uc010kwz.1_RNA 0 ACCTGTCGAGAG 0.363

+ 2 753 _p.A154T|IGFBP1_ NM_000596 NP_000587 P08833 IBP1_HUMAN 1 TGGGACGCCATCA 0.527



- 7 770 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN cellular (Potential). 11 CTGGGGGTGCGA 0.577

+ 4 893 NM_001159524 NP_001152996 P0CB33 ZN735_HUMAN C2H2-type 6. 0 CCTACAAATGTGA 0.458

+ 3 661 7orf42_uc003tvl.2_ NM_017994 NP_060464 Q9NWD8 CG042_HUMAN 1 CGCAACGTCACC 0.547

+ 4 506 P120L|FKBP6_uc0 NM_003602 NP_003593 O75344 FKBP6_HUMAN ase FKBP-type. 0 GCCCTCCCTTGAT 0.552

+ 4 515 P123L|FKBP6_uc0 NM_003602 NP_003593 O75344 FKBP6_HUMAN ase FKBP-type. 0 TGATCCCCCCAAA 0.542

+ 9 980 e_Mutation_p.E199 NM_000941 NP_000932 P16435 NCPR_HUMAN -binding FR-type. 1 GGAACCGAGCGC 0.602 rs11540674

+ 10 2100 fj.3_Missense_Muta NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCCATGGTATCCA 0.607

- 22 3044 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN smembrane type-1 2. 7 TTTTCATTTCAAC 0.353

- 3 967 TEAP4_uc003ujt.2 NM_024636 NP_078912 Q687X5 STEA4_HUMAN c oxidoreductase. 0 GGCAAAGCATCCA 0.473

+ 8 1046 _p.G220S|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN 4 TACAGCGGCCGAG 0.373

+ 3 473 RI3_uc011kip.1_Intr NM_015379 NP_056194 O95415 BRI3_HUMAN 0 GGAAGCGACGATG 0.522 rs137943501

+ 4 894 RA_uc003uup.1_M NM_013439 NP_038467 Q9UKJ1 PILRA_HUMAN lasmic (Potential). 1 CAGCAGCGGACTA 0.637 rs145267648

+ 22 4300 uwl.2_RNA|ZAN_u NM_003386 NP_003377 Q9Y493 ZAN_HUMAN cellular (Potential). 11 TTCTTCGACAGCT 0.612

- 14 2975 735_splice|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN 15 CACTTACGTCCTG 0.542

+ 11 1125 SLC26A5_uc003vb NM_002803 NP_002794 P35998 PRS7_HUMAN 0 GTCGGACCCACA 0.333

+ 8 1037 ation_p.T297I|CDH NM_152750 NP_689963 Q6ZTQ4 CDHR3_HUMAN|Extracellular (Potential). 1 ATCCCACCATTTC 0.478

- 13 1603 ey.2_Missense_Mu NM_007356 NP_031382 A4D0S4 LAMB4_HUMANEGF-like 5; truncated. 8 ACAGTCACAGGG 0.388

+ 5 1400 SPAM1_uc003vlf.3_ NM_153189 NP_694859 P38567 HYALP_HUMAN 4 TGGGTGCTTCTG 0.343

+ 9 1340 _p.E315K|IRF5_uc0 NM_002200 NP_002191 Q13568 IRF5_HUMAN 0 TTTGGGGAAGAAT 0.522

- 28 5105 NA4_uc003vqz.3_5 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 TGTACCGGATCAT 0.572

+ 7 1283 vub.2_Missense_M NM_015905 NP_056989 O15164 TIF1A_HUMAN Potential. 8 ACAATTGGAGCAT 0.373

+ 19 3352 ub.2_Missense_Mu NM_015905 NP_056989 O15164 TIF1A_HUMAN 8 AAGAACGCCAGTT 0.343

- 2 503 n_p.V102I|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 CATTGACGGCCAC 0.468

+ 5 652 Intron|uc003wad.2 NM_002769 NP_002760 P07477 TRY1_HUMAN Peptidase S1. 2 TCCAAGGAGTTGT 0.507

+ 1 466 NM_001001667 NP_001001667 Q8N148 OR6V1_HUMAN Name=4; (Potential). 1 ATGGTACCCACTG 0.572

+ 7 1312 _p.R386Q|ZYX_uc NM_001010972 NP_001010972 Q15942 ZYX_HUMAN M zinc-binding 1. 0 GCGGCCGATGCC 0.617

- 4 2130 _p.E628K|ZNF786_ NM_152411 NP_689624 Q8N393 ZN786_HUMANC2H2-type 13. 4 TGTGCTCGATGAG 0.577

- 4 1275 R86_uc011kvk.1_M NM_198285 NP_938026 Q86TI4 WDR86_HUMAN WD 7. 0 CGTTGCGTCTGTG 0.627

+ 2 342 wpm.2_Missense_ NM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0 CCTTCCCGCGGAT 0.706

- 3 708 v.1_RNA|FGF20_uc NM_019851 NP_062825 Q9NP95 FGF20_HUMAN 1 GGTCTAGGTAAGA 0.458

+ 18 2134 p.V687M|XPO7_uc NM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5 CTCATGGTGGATT 0.453

- 8 1752 u.2_Missense_Muta NM_139278 NP_644807 Q8N145 LGI3_HUMAN EAR 6. 1 GTGAAGGAGAAA 0.642

+ 19 2933 _p.E646K|BMP1_uc NM_006129 NP_006120 P13497 BMP1_HUMAN CUB 5. 3 TGGCCGAGGAAG 0.592

+ 5 1036 K|RHOBTB2_uc011 NM_015178 NP_055993 Q9BYZ6 RHBT2_HUMAN Rho-like. 2 CCTAATGAAATCC 0.577

+ 34 3541 3xfp.1_Splice_Site_ NM_173174 NP_775266 Q14289 FAK2_HUMAN 5 GTGAAGGTGAGAG 0.632

+ 9 1461 0lvy.2_Splice_Site_ NM_032777 NP_116166 Q96PE1 GP124_HUMAN 5 CCCCAGGTGGCC 0.657

- 4 1515 _p.A492V|JPH1_uc NM_020647 NP_065698 Q9HDC5 JPH1_HUMAN lasmic (Potential). 1 AGTCTCGCCCCTG 0.572

+ 23 2876 NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN HECT. 2 CTCATGGGTAAAT 0.378

- 3 339 NM_203390 NP_976324 Q8IXT5 RB12B_HUMAN 0 TCATCTGTTGCAA 0.428

+ 5 582 M67_uc010maw.2_ NM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2 AGGTGCGTCCGA 0.284

+ 1 344 ion_p.S5L|GRHL2_ NM_024915 NP_079191 Q6ISB3 GRHL2_HUMAN cription activation. 3 AAGAGTCGGACAA 0.438

- 18 3130 ynt.2_Missense_M NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN lar (Potential).|CUB 5. 63 TGGAACGACTGTT 0.328

- 18 3059 ynt.2_Missense_M NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN lar (Potential).|CUB 5. 63 TGGGTGCCATTGT 0.363

+ 1 123 NM_006438 NP_006429 Q9Y6Z7 COL10_HUMAN 3 TGCTTCGAAGAAA 0.423

- 1 37 C90_uc011lix.1_Intr NM_001080399 NP_001073868 Q02509 OC90_HUMAN 3 ATGGCTGTAATGT 0.413

+ 10 2662 NM_003235 NP_003226 P01266 THYG_HUMAN oglobulin type-1 7. 15 TAAATGGCCAACT 0.542

- 12 1371 nse_Mutation_p.S1 NM_001135242 NP_001128714 Q92597 NDRG1_HUMAN 4 GGCGAGCTGTCC 0.517



+ 19 3122 NM_001702 NP_001693 O14514 BAI1_HUMAN lasmic (Potential). 8 CAGAGCGTTCTG 0.587

- 1 6591 NM_031308 NP_112598 P58107 EPIPL_HUMAN 2 TCCTCCGTGATTA 0.552

- 1 4283 NM_031308 NP_112598 P58107 EPIPL_HUMAN Plectin 25. 2 CGGAGTCGCACAC 0.612

- 8 3913 mht.2_Missense_M NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN 3 GCTGACCTGTGGA 0.463

+ 16 2645 z.2_RNA|UHRF2_u NM_152896 NP_690856 Q96PU4 UHRF2_HUMAN RING-type. 3 CCTGCCCTGCTT 0.443

- 19 2423 NM_000170 NP_000161 P23378 GCSP_HUMAN 2 CAGACCCGAAGTC 0.562

- 1 669 NM_019897 NP_063950 Q9NQN1 OR2S1_HUMAN Name=5; (Potential). 1 AGATCACATTCGT 0.478

- 7 1334 1_Missense_Mutat NM_016734 NP_057953 Q02548 PAX5_HUMAN p.?(23) 147 ACTGCGGGCCTGG 0.617

+ 6 688 MTD3_uc011lqq.1_ NM_144964 NP_659401 Q6PF06 RG9D3_HUMAN 0 TATTTCCCTTGGA 0.353

+ 68 9399 akq.3_Missense_M NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 GATGGAGTTATCA 0.333

+ 26 4180 p.G1282R|DAPK1_ NM_004938 NP_004929 P53355 DAPK1_HUMAN Death. 2 AGTAACGGGGCTC 0.632

- 5 678 n.1_RNA|SEMA4D NM_006378 NP_006369 Q92854 SEM4D_HUMANxtracellular (Potential). 2 ACTCACCTCTGTG 0.627

- 8 1150 C14B_uc004awl.2_ NM_033331 NP_201588 O60729 CC14B_HUMAN B. 1 CTGGCTCTTGAAT 0.353

+ 19 2312 NM_002486 NP_002477 Q09161 NCBP1_HUMAN 1 GTGCTGCCGTAGC 0.338

- 11 2573 _p.A798V|TBC1D2 NM_018421 NP_060891 Q9BYX2 TBD2A_HUMANRab-GAP TBC. 3 CTGTCCGCAAAGA 0.602

+ 10 7332 ssense_Mutation_p NM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 26. 5 ACCTTCGGGATGA 0.527

+ 5 884 p.R173W|RAD23B_ NM_002874 NP_002865 P54727 RD23B_HUMAN 1 TCTTCTCGGTCAA 0.294

+ 6 1764 483_uc004bfg.2_In NM_133464 NP_597721 Q8TF39 ZN483_HUMAN C2H2-type 3. 1 AAACATCAGAGAA 0.403

+ 2 368 xo.1_Missense_Mu NM_000607 NP_000598 P02763 A1AG1_HUMAN 0 GACCCGGTGAGA 0.537 rs1126866

- 4 1219 e_Mutation_p.P373 NM_198187 NP_937830 O75129 ASTN2_HUMAN lasmic (Potential). 9 CGCAGGGGTGGT 0.597 rs139454684

- 36 4499 NM_001735 NP_001726 P01031 CO5_HUMAN 2 GTGGCAGGACTG 0.373

- 16 1654 e_p.D548_splice|S NM_001144877 NP_001138349 Q8N9R8 SCAI_HUMAN 5 AGGGTACCTATTG 0.368

+ 6 746 NM_001261 NP_001252 P50750 CDK9_HUMANProtein kinase. 1 ACGGCCCCCCCAT 0.667

- 11 2081 p.R560W|CIZ1_uc0 NM_001131016 NP_001124488 Q9ULV3 CIZ1_HUMAN 4 GTCCCGGGGCAC 0.632

- 17 4549 .R1407C|CAMSAP NM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN CKK. 3 CATCACGAAACAG 0.493

- 4 1159 p.E139K|CTPS2_u NM_001144002 NP_001137474 Q9NRF8 PYRG2_HUMAN 1 GGGGCTCTTCCTT 0.373

+ 1 634 YY2_uc010nfq.2_M NM_206923 NP_996806 O15391 TYY2_HUMAN 2 TATTCCGAGTACT 0.493

- 1 956 NM_001017930 NP_001017930 A6NGE4 DC8L1_HUMAN 4 CCACACGCTTAG 0.502

- 4 941 lv.2_Missense_Mu NM_017602 NP_060072 Q96G74 OTUD5_HUMAN OTU. 1 CAGGACGGTTGTA 0.522

- 7 628 FKFB1_uc011mol.1 NM_002625 NP_002616 P16118 F261_HUMAN phofructo-2-kinase. 1 TTTTCCCGGTCAC 0.378

- 3 376 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0 GGAAGTCATAGGC 0.682

- 3 370 NM_080879 NP_543155 Q8WXH6 RB40A_HUMAN 0 CATAGGCCTGGTC 0.672

+ 3 555 a-mir-934|MI00057 NM_016267 NP_057351 Q99990 VGLL1_HUMAN 0 CCTGGGGAGCTG 0.627

+ 4 1679 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CCTGAGAGAACTC 0.478

+ 4 2019 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTCCTCACTACTT 0.582

- 2 1145 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 CTTCAGATGAGTC 0.527

+ 15 1743 TM1_uc011mxz.1_ NM_000252 NP_000243 Q13496 MTM1_HUMAN 3 AGCAGCGTTACAT 0.522

+ 9 1579 6A8_uc011myx.1_M NM_005629 NP_005620 P48029 SC6A8_HUMAN lasmic (Potential). 1 TCCTCCCGGCCT 0.607

+ 29 5140 P9Y_uc010nwu.1_R NM_004654 NP_004645 O00507 USP9Y_HUMAN 0 AATGCTGAAGTTC 0.343

+ 2 412 NM_198576 NP_940978 O00468 AGRIN_HUMAN NtA. 3 CTGCACCCCCATA 0.587

- 4 460 DK_uc001aie.2_Mi NM_023018 NP_075394 O95544 NADK_HUMAN 0 ATCTCTCATCTTC 0.602

- 4 360 O1_uc009vmi.1_Int NM_001428 NP_001419 P06733 ENOA_HUMAN 4 GTTTTATTGATGT 0.463

- 46 6594 sc.2_Missense_Mu NM_004958 NP_004949 P42345 MTOR_HUMAN 29 AAAGACGGTGCTA 0.498

- 1 678 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0 GAGAATCCACTTT 0.443

+ 4 615 ense_Mutation_p.G NM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN n-binding.|Pro-rich. 1 TGGCGGGGAGG 0.677

+ 11 8440 bp.1_Missense_Mu NM_015001 NP_055816 Q96T58 MINT_HUMAN th RBPSUH (By similarity). 15 GGTGCGGTTACTG 0.607

- 7 952 p.E162G|ZBTB17_ NM_003443 NP_003434 Q13105 ZBT17_HUMAN 0 ctcttgctcctcttgctcctt 0.498



+ 3 246 CLCNKB_uc001ax NM_000085 NP_000076 P51801 CLCKB_HUMAN ical; (Potential). 1 ATGACCCTCGGGG 0.647

- 14 2515 NM_004431 NP_004422 P29317 EPHA2_HUMAN nd ELMO2.|Protein kinase. 10 GTGAACTTCCGGT 0.642

- 10 1580 _p.S173F|FBXO42 NM_018994 NP_061867 Q6P3S6 FBX42_HUMAN 2 TCCAAAGAAGAGC 0.557

- 5 585 ADI2_uc001bag.1_ NM_007365 NP_031391 Q9Y2J8 PADI2_HUMAN 6 TCATCACGGCAGT 0.627

+ 3 438 NM_013358 NP_037490 Q9ULC6 PADI1_HUMAN 0 GGCGTCGGTAAG 0.577

- 104 15279 n_p.S726F|UBR4_ NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 AGGGAAGAACGG 0.468

- 51 7611 bk.1_Missense_Mu NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CCGAGCGGCTG 0.532

- 19 2558 bm.1_Missense_M NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN ical; (Potential). 25 AAGCGGCACGAA 0.502

- 1 307 NM_019062 NP_061935 Q9NXI6 RN186_HUMAN RING-type. 0 GCTCCCGGCACAC 0.647

- 2 580 NM_020317 NP_064713 Q9BUV0 CA063_HUMAN Arg-rich. 1 GGTACCGCGAAGG 0.672

+ 6 688 DLRAP1_uc009vrx NM_015627 NP_056442 Q5SW96 ARH_HUMAN PID. 1 GGGGACGTCCTGG 0.617

+ 4 859 NM_031459 NP_113647 P58004 SESN2_HUMAN 7 CGCATCGGCCATG 0.632

+ 8 2222 vui.2_Nonsense_M NM_145238 NP_660281 P17040 ZSC20_HUMAN 4 ACAGTGGCAAGA 0.453

- 59 9228 xm.1_Missense_Mu NM_052896 NP_443128 Q7Z408 CSMD2_HUMANExtracellular (Potential). 12 ACTTACGGAAACA 0.577

+ 4 671 e_Mutation_p.P78 NM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3 CTGTTCCCTTGGA 0.542

+ 1 4642 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0 GAGCCCGCCTCC 0.672

+ 2 890 p.R253Q|ZNF691_u NM_015911 NP_056995 Q5VV52 ZN691_HUMAN type 7; degenerate. 2 CCTACCGGTGCAC 0.567

- 7 1184 T11_uc001cxm.1_I NM_176782 NP_788954 Q8WW52 F151A_HUMAN 0 CGCTGCCCTGGA 0.592

- 40 4553 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 ACTGGGGGAAGG 0.453

- 32 3620 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 CTGTTTCGAATTC 0.438

+ 3 2983 dnn.2_Missense_M NM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN 2 ATATTCCCTTTGC 0.393

+ 3 185 f146_uc010ote.1_I NM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1 AAGTTCGATATTC 0.299

+ 15 2185 .R566Q|CDC14A_ NM_003672 NP_003663 Q9UNH5 CC14A_HUMAN 1 TCCTCCGACCCTC 0.572

- 13 1533 ovi.1_Missense_Mu NM_002959 NP_002950 Q99523 SORT_HUMAN cellular (Potential). 1 GCATCCCCCACGC 0.438

+ 1 811 sense_Mutation_p. NM_022768 NP_073605 Q96T37 RBM15_HUMAN RRM 1. 3 ATGACCGGCCTCT 0.627

+ 8 2335 NM_020440 NP_065173 Q9P2B2 FPRP_HUMAN 6.|Extracellular (Potential). 1 GGTTTGCGGTGCA 0.552

+ 76 9461 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GCTGGATGAGAAA 0.488

+ 8 748 NKRD35_uc010oyx NM_144698 NP_653299 Q8N283 ANR35_HUMAN ANK 5. 5 CGGGGGCTGTG 0.617

- 3 278 _p.R49C|CTSS_uc NM_004079 NP_004070 P25774 CATS_HUMAN 0 TGAGACGTCGTAC 0.388

+ 2 1800 mo.2_Missense_M NM_020832 NP_065883 Q8N1G0 ZN687_HUMAN 4 GCGCCCGCCGC 0.597

- 3 811 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 TGGCTGCTGTCCT 0.602

- 12 2073 NM_014856 NP_055671 O75064 DEN4B_HUMAN 1 CCCTGCGGCCAC 0.637

- 7 985 _p.R165*|C1orf43_ NM_001098616 NP_001092086 Q9BWL3 CA043_HUMAN 0 GATGTCGCTGAGA 0.512

+ 6 891 p.E252K|HAX1_uc NM_006118 NP_006109 O00165 HAX1_HUMAN .|Involved in GNA13 binding 0 CGACACGAAGCA 0.498

- 12 1827 fmd.3_Missense_M NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 ACTGCCCGGTCAG 0.423

- 8 1932 .1_Intron|NTRK1_u NM_014215 NP_055030 P14616 INSRR_HUMAN onectin type-III 1. 20 GGGTCACCCCTGG 0.617

- 6 1087 0phw.1_Missense_ NM_031281 NP_112571 Q96RD9 FCRL5_HUMANPotential).|Ig-like C2-type 3. 6 TCCTGGGTTTCAC 0.502

- 2 165 CRL1_uc001fri.2_M NM_052938 NP_443170 Q96LA6 FCRL1_HUMANPotential).|Ig-like C2-type 1. 7 ACTCACCGGCAG 0.483

- 1 515 NM_001004475 NP_001004475 Q8NGX3 O10T2_HUMAN cellular (Potential). 3 CTGTTGGGGCCA 0.473

- 2 307 1_Intron|CRP_uc0 NM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1 AAAATACTGTACC 0.443

- 10 1514 n_p.R236*|ARHGA NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 CAGCTCGTGGTG 0.602

- 4 617 S5_uc009wvb.2_R NM_003617 NP_003608 O15539 RGS5_HUMAN RGS. 0 GAGCCTCCGTTTG 0.478

+ 5 2239 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3 TTGTCCCGCTCAC 0.537

- 19 3484_3485 jv.2_Missense_Mu NM_172071 NP_742068 Q5TC82 RC3H1_HUMAN 2 TTTAAGGAGCAGA 0.45

+ 11 2656 NM_022093 NP_071376 Q9UQP3 TENN_HUMAN onectin type-III 7. 9 AGCAGAGCAGCA 0.632

- 19 3354 p.P1048S|ASTN1_u NM_004319 NP_004310 O14525 ASTN1_HUMANonectin type-III 1. 15 TTGGTGGCTCTGA 0.542

+ 16 2129 wxs.2_Missense_M NM_000721 NP_000712 Q15878 CAC1E_HUMANellular (Potential).|II. 6 CCTGACGGGTGA 0.537



- 1 832 gpk.2_Missense_M NM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 6. p.T222S(1) 5 AGATGCGTAATAG 0.527

- 10 1450 wyh.1_Missense_M NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4 GCAGGCGCTCGT 0.522 rs141805525

- 22 2208 ND1B_uc010ppf.1_ NM_001142795 NP_001136267 Q6P3S1 DEN1B_HUMAN 0 ATGGAGGGAGGT 0.493

+ 4 617 NM_198149 NP_937792 Q96DD7 SHSA4_HUMANmic (Potential).|Pro-rich. 0 GCTGGGCCCCCA 0.612

+ 10 988 se_Mutation_p.I226 NM_002393 NP_002384 O15151 MDM4_HUMAN |Asp/Glu-rich (acidic). 3 CAGGTGATTGAAG 0.358

- 2 554 bx.2_Missense_Mu NM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1 CCAGGCTGACCC 0.602

+ 25 4167 p.G893R|CR1_uc0 NM_000573 NP_000564 P17927 CR1_HUMAN ar (Potential).|Sushi 21. 3 CCCTATGGAAAAG 0.468

+ 11 1562 p.R523C|RCOR3_u NM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN Pro-rich. 1 CCACCCCGTCTAA 0.527

- 16 1689 NM_014698 NP_055513 O94886 TM63A_HUMAN ical; (Potential). 2 TGGAGGGGAGCA 0.597

- 1 327 n_p.R83*|LEFTY2_ NM_003240 NP_003231 O00292 LFTY2_HUMAN 0 CACCTCGGAAGCT 0.687

+ 4 1357 NM_001004342 NP_001004342 Q6ZTA4 TRI67_HUMAN 4 TCCACCGGACTGA 0.517

- 13 2773 e_Mutation_p.G758 NM_002508 NP_002499 P14543 NID1_HUMAN roglobulin type-1. 2 TGCTGCCGTGGC 0.716

+ 1 37 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANcellular (Potential). 3 GGATTTCTTCTCC 0.423

- 3 284 uc009xhk.1_Silent NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN 7 GTGACAGGAGCCC 0.567

- 3 380 ihz.2_Missense_M NM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1 AGTAACGGCCTCG 0.632

+ 13 2355 orf18_uc001iik.2_In NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 CTTTGCGAGGTAC 0.383

+ 15 3554 AA1217_uc010qda NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CCGCCACCTCCTC 0.547

- 9 2120 _p.A565V|ARHGAP NM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN Potential. 1 AGCTCGGCCCTG 0.692

- 4 546 jlk.2_Nonsense_M NM_014836 NP_055651 O94844 RHBT1_HUMAN Rho-like. 1 GGTGTTGCACGCC 0.562

+ 10 2532 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 TCCCCTCATCTCC 0.493

+ 2 600 92K|CYP2C19_uc0 NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 CATGGAGAGGAG 0.433

- 7 1239 nse_Mutation_p.P2 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 CCTTGGGGATGAG 0.453

+ 1 695 ank|MRPL43_uc00 NM_021830 NP_068602 Q96RR1 PEO1_HUMAN 1 TCCGAAGTGGGTA 0.587

+ 6 1265 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1 ACTCAACGGCCTT 0.687

+ 2 67 NM_004832 NP_004823 P78417 GSTO1_HUMAN 0 CCGGTCCCGGAG 0.682

+ 2 190 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN 5 AAGAAATGGAAAG 0.388

+ 22 3173 bi.1_Missense_Mu NM_198795 NP_942090 Q9BXT4 TDRD1_HUMAN Tudor 4. 0 ATTTTTGGTATCG 0.403

+ 2 796 NM_153442 NP_703143 Q8NDV2 GPR26_HUMAN Name=6; (Potential). 1 TCATAGGGACCTT 0.572

+ 4 1085 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN ARM 1. 1 CTGCAGGTGCTGG 0.607

+ 2 202 n_p.P25L|SYT8_uc NM_138567 NP_612634 Q8NBV8 SYT8_HUMAN cellular (Potential). 1 GTGCCCCGGCCC 0.642

- 9 1165 n_p.P268L|OSBPL5 NM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN 3 GCACCGGGGCCC 0.667

- 7 1075 lyj.1_Splice_Site_ NM_016320 NP_057404 P52948 NUP98_HUMAN 12 gtgcttACTAGTTCC 0.254

- 1 49 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMAN cellular (Potential). 0 TGCCAGGAAGGA 0.453

+ 6 1681 mcx.2_Missense_M NM_000543 NP_000534 P17405 ASM_HUMAN 0 CAAATAGATGGAA 0.567

- 7 1340 fd.2_Missense_Mu NM_006458 NP_006449 O75382 TRIM3_HUMAN Filamin. 5 GCGCTCGTGGTGA 0.647

+ 3 536 n_p.S83L|MICAL2_ NM_014632 NP_055447 O94851 MICA2_HUMAN 2 GGAAGTCGTGCA 0.502

- 6 1018 cy.1_Missense_Mu NM_000352 NP_000343 Q09428 ABCC8_HUMANasmic (By similarity). 1 CCAGGCGCCTCC 0.632 rs144705160

- 11 1542 F22_uc001mpa.2_ NM_173588 NP_775859 Q8N9C0 IGS22_HUMAN Ig-like 3. 7 TTCTTCCAGCGCA 0.517

+ 2 323 AS2_uc001mqn.2_R NM_001143830 NP_001137302 O43903 GAS2_HUMAN 2 CTCTGAGCCCAAA 0.408

- 1 429 LC5A12_uc001mrc NM_178498 NP_848593 Q1EHB4 SC5AC_HUMAN lasmic (Potential). 2 AACTCTCGGGAAG 0.498

+ 11 1363 mvi.2_Missense_M NM_005898 NP_005889 Q14444 CAPR1_HUMAN 1 GTATCTGCACAGC 0.383

+ 8 1042 AT_uc009ykc.1_RN NM_001752 NP_001743 P04040 CATA_HUMAN 3 TAAACCGGAATCC 0.458 rs139421991

+ 2 1712 _p.S321P|SLC35C NM_018389 NP_060859 Q96A29 FUCT1_HUMAN 0 GGCGGCTCCTCC 0.637

+ 24 4085 NM_002843 NP_002834 Q12913 PTPRJ_HUMAN ate binding (By similarity).|C 8 GGGTCGGAAGGA 0.453

- 1 547_548 NM_001004740 NP_001004740 Q8NGP8 OR5M1_HUMANcellular (Pote p.P183P(1) 1 TAAGAGGAGGAT 0.446

+ 1 461 NM_001013358 NP_001013376 P0C7N8 OR9G9_HUMAN Name=4; (Potential). 0 TTTATTAACTCTTC 0.463

- 8 1268 NM_003146 NP_003137 Q08945 SSRP1_HUMAN 2 TCTCACCCTTGGA 0.567



+ 6 1407 Missense_Mutation NM_001085458 NP_001078927 O60716 CTND1_HUMAN 6 CAGAGCCTTATGG 0.557

- 1 272 NM_001005489 NP_001005489 Q8NGF7 OR5BH_HUMANcellular (Potential). 3 CTGTAGGAGATGG 0.463

- 4 674 A2_uc010rlx.1_5'U NM_004739 NP_004730 O94776 MTA2_HUMAN BAH. 2 GTGGCTGGTAATG 0.517

- 9 992 um.1_Missense_M NM_015853 NP_056937 Q04323 UBXN1_HUMAN eraction with BRCA1. 0 AGAACAGCAGAAG 0.478

+ 4 421 _p.R137*|DPF2_uc NM_006268 NP_006259 Q92785 REQU_HUMAN 1 GATCCCCGAGTTG 0.562

+ 3 1958 yri.2_Silent_p.G155 NM_006328 NP_006319 Q96PK6 RBM14_HUMAN 3 GACCGGCGTTTAG 0.572

+ 4 511 oju.2_Missense_Mu NM_177963 NP_808878 Q8IV01 SYT12_HUMAN lasmic (Potential). 1 CCAGCCGCAAAGG 0.637 rs34985365

- 8 1123 NM_080658 NP_542389 Q96HD9 ACY3_HUMAN 0 GGAAGCTGGGCT 0.597

- 4 815 nk.2_Missense_Mu NM_001277 NP_001268 P35790 CHKA_HUMAN 2 CTTGGGGAAAGAT 0.488

+ 20 5938 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 GGCCACGTCCGC 0.652

+ 3 226 p.L21F|RELT_uc00 NM_152222 NP_689408 Q969Z4 TR19L_HUMAN 1 TGGCCTCTCGCCA 0.602

+ 10 1259 se_Mutation_p.S36 NM_152222 NP_689408 Q969Z4 TR19L_HUMAN lasmic (Potential). 1 GGTGTCTGAGGT 0.408

- 5 448 owf.1_Missense_M NM_004041 NP_004032 P49407 ARRB1_HUMANmilarity).|Interaction with SR 2 CCTTGCGAAAGGT 0.642

+ 5 996 uc001pen.1_RNA NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 2.|Extracellular (Potential 3 ACTTCCCGGAGC 0.468 rs141998596

+ 5 654 R3A_uc009yyx.2_R NM_213621 NP_998786 P46098 5HT3A_HUMAN cellular (Potential). 0 AATATCCCGTACG 0.532

+ 3 390 1_Missense_Muta NM_001558 NP_001549 Q13651 I10R1_HUMAN cellular (Potential). 1 GTGGACGGCAGC 0.577

+ 10 1716 pvn.2_Nonsense_M NM_014807 NP_055622 O14523 C2C2L_HUMAN 0 ACTGTCCAGTCCC 0.597

+ 2 545 pyl.1_Missense_M NM_024806 NP_079082 Q6NUN7 CK063_HUMAN 3 GATGGGGAAGCCT 0.542

+ 18 2364 1pzt.2_Splice_Site_ NM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2 TGTGCAGCTTGTG 0.507

- 1 361 NM_001005468 NP_001005468 Q96RD0 OR8B2_HUMAN lasmic (Potential). 0 AGCGATCATATGC 0.403

- 2 189 qat.2_Missense_Mu NM_014312 NP_055127 Q96IQ7 VSIG2_HUMAN (Potential).|Ig-like V-type. 4 GTCTTCCCCAGGG 0.642

+ 8 2007 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 AGGACCAGGATTT 0.438

+ 7 2234 _p.R576Q|WNK1_ NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 TGGTACGGGAGGA 0.463

+ 7 2333 _p.A609V|WNK1_ NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 CTTCTGCTAGCAC 0.473

- 31 3059_306001qjs.1_Missense_ NM_172364 NP_758952 Q7Z3S7 CA2D4_HUMANcellular (Potential). 1 ACTCGAGGGTTTG 0.614

- 4 866 _p.P144S|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TGGAGGAGATCG 0.607

- 3 852 NM_006248 NP_006239 0 GAGGTTTGTTGCC 0.607

+ 23 3187 p.V1023D|PLEKHA NM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN 3 AGGATGTTACATT 0.269

+ 15 3113 NM_000921 NP_000912 Q14432 PDE3A_HUMAN ytic (By similarity). 4 GACAGCGATGAGT 0.468

+ 9 1117 _Mutation_p.S331G NM_019844 NP_062818 Q9NPD5 SO1B3_HUMAN lasmic (Potential). 4 TTGAAAAGCATCC 0.234

- 11 2367 _p.S707L|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 6. 2 AGCAGCGAGATGG 0.463

- 4 1275 _p.A387V|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 2. 2 TTCCGAGCTTCAG 0.458

+ 4 1836 rpq.2_Missense_M NM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5 TTCTTCGTCGAAG 0.527

- 33 2357 OL2A1_uc001rqv.2 NM_001844 NP_001835 P02458 CO2A1_HUMAN le-helical region. 2 AGTGCCAGGAGT 0.647

+ 9 1756 ATS2_uc001ruf.2_ NM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1 GGTATCGAGTTGT 0.363

+ 14 2404 ATS2_uc001ruf.2_ NM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1 ATGACAGTATGGG 0.507

- 3 473 n_p.P94L|POU6F1 NM_002702 NP_002693 Q14863 PO6F1_HUMAN Gln/Pro-rich. 1 GGCTGGGGCACG 0.612

+ 2 189 NM_014191 NP_055006 Q9UQD0 SCN8A_HUMAN 7 CAGCGCGGCTGC 0.517

- 27 3525 a.2_Intron|SMARCC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6 GGGTTCGCCATGG 0.637

- 11 1148 _p.P348S|SMARCC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6 GGACTGGTGAGG 0.552

- 25 3771 ation_p.T281I|PAN NM_001127460 NP_001120932 Q504Q3 PAN2_HUMAN Exonuclease. 6 TCATGGGTTTCCC 0.512

- 10 1129 1slg.2_Missense_M NM_003920 NP_003911 Q9UNS1 TIM_HUMAN 8 GGCGACGTTTAGG 0.517

- 7 810 NM_001031701 NP_001026871 Q86UY8 NT5D3_HUMAN e binding (Potential). 3 TGTGGACGTCTCG 0.393

- 7 2261 NM_014840 NP_055655 O60285 NUAK1_HUMANProtein kinase. 2 TGGCCCGGCGAT 0.547

- 16 2177 wx.1_Missense_Mu NM_014706 NP_055521 Q15020 SART3_HUMAN for nuclear localization. 1 TGTTCTCGACCCT 0.502

+ 2 157 n_p.R2C|DAO_uc0 NM_001917 NP_001908 P14920 OXDA_HUMAN 2 GCAATGCGTGTGG 0.493

+ 12 2008 oc.2_Missense_Mu NM_001093 NP_001084 O00763 ACACB_HUMAN in carboxylation. 8 GGGGAGTGACTC 0.552



+ 20 3508 se_Mutation_p.T95 NM_170665 NP_733765 P16615 AT2A2_HUMAName=10; (By similarity). 4 ATGAGACGCTCAA 0.542 rs149024535

- 2 672 uu.2_Missense_Mu NM_138451 NP_612460 Q96DY2 IQCD_HUMAN 1 CCTCCCCCAGCAT 0.532

+ 3 353 n_p.L79F|ACADS_ NM_000017 NP_000008 P16219 ACADS_HUMAN 2 CTTGGGCTTCTG 0.682

- 19 2872 s.2_Missense_Muta NM_032590 NP_115979 Q8NHM5 KDM2B_HUMAN 2 TCGGCCCCTTCG 0.577

- 4 460 PS33A_uc001uce.2 NM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1 CTACGGCGTGGC 0.413

- 2 386 NM_024667 NP_078943 Q9H9H4 VP37B_HUMANminal.|Interaction with IST1. 0 AGTTACCTAATTT 0.413

- 8 1225 NM_032656 NP_116045 Q8IY37 DHX37_HUMANcase ATP-binding. 1 TCCTCTCGTGGGC 0.667

- 1 1328 urj.2_Missense_Mu NM_152912 NP_690876 Q9H2K0 IF3M_HUMAN 2 AACTGTGCTGGTG 0.413

+ 3 252 nse_Mutation_p.R1 NM_152705 NP_689918 Q9Y2S0 RPAC2_HUMAN 0 AATAAAAGATTTCT 0.433

- 5 589 RD13_uc001uux.2_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 CCACACGAGACCA 0.557

+ 1 2869 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11 TTGCACGTGAATG 0.507

- 22 2197 NM_199289 NP_954983 Q6P3R8 NEK5_HUMAN 1 AGCACAGACTCAC 0.567

- 1 561 h.2_Missense_Mut NM_001922 NP_001913 P40126 TYRP2_HUMANmelanosome (Potential). 5 TCTGCACCCAGGC 0.627

- 3 956 BAC2_uc001vod.2_ NM_005292 NP_005283 Q14330 GPR18_HUMAN Name=4; (Potential). 0 GTGGTCGTGGTCA 0.493

- 4 1304 NM_000452 NP_000443 Q12908 NTCP2_HUMAN ical; (Potential). 4 TAACCCGCCACAG 0.433

+ 32 5174_5175gk.1_Missense_Mu NM_015011 NP_055826 Q9Y6X6 MYO16_HUMAN 10 GGGGAGGAGTGT 0.649

- 25 1822 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 AGACCCGGATGG 0.517

- 1 59 NM_001004712 NP_001004712 Q8NGD5 OR4KE_HUMANcellular (Potential). 3 TGTCGTGAAGTGC 0.373

- 2 755 0ahw.2_Missense_ NM_145250 NP_660293 Q8TAA1 RNS11_HUMAN 3 CCAGCTCATCAGA 0.423

- 17 3734 IN1_uc001wir.3_M NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Asp/Glu/Lys-rich. 4 GCTCCCGCTGCTC 0.662

- 1 1385 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Pro-rich. 9 TCTGAAGGGGAC 0.493 rs17857204

- 5 431 1_Intron|POLE2_uc NM_002692 NP_002683 P56282 DPOE2_HUMAN 2 AACTTACCTGGTG 0.418

- 5 363 nj.1_Intron|POLE2 NM_002692 NP_002683 P56282 DPOE2_HUMAN 2 AATTTGGTGCAGG 0.418

+ 4 2374 xdx.2_Missense_M NM_016651 NP_057735 Q9NYF0 DACT1_HUMAN 5 ACTCCACCGTGGT 0.647

- 3 250 xgc.2_Missense_M NM_145171 NP_660154 Q86YW7 GPHB5_HUMAN 1 TAGGTACAGACTC 0.483

+ 67 13140 py.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 CTGGGAGATAATG 0.413

+ 11 1457 xlt.1_Missense_Mu NM_022137 NP_071420 Q9H4F8 SMOC1_HUMAN EF-hand 2. 2 TGTGCCCGGCGT 0.527

+ 20 2065 0asq.1_Missense_M NM_020431 NP_065164 Q9P1W3 TM63C_HUMAN ical; (Potential). 0 CTTGCCCCATCAT 0.547

- 4 512 .1_5'UTR|C14orf10 NM_017970 NP_060440 Q9H7Z3 CN102_HUMAN Potential. 3 AGGTTTCTCCCGT 0.478

- 10 978 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 CTGCCCTGGAAAA 0.333

- 3 534 3_5'Flank|C14orf10 NM_022151 NP_071434 Q96BY2 MOAP1_HUMAN 3 ctcctgaacatccttccaa 0

- 42 6562 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3 TCTTGCCGGACAT 0.537

+ 10 1612 _p.L316F|MARK3_ NM_001128918 NP_001122390 P27448 MARK3_HUMAN 4 GATGAACTCAAAC 0.363

- 7 8482 px.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GCTTTGCTCTCGG 0.612

+ 1 2347 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 CCACTTCCATTTA 0.493

- 3 489 u.2_Intron|BMF_uc NM_033503 NP_277038 Q96LC9 BMF_HUMAN BH3. 1 GCTTTCGGGCAAT 0.597

+ 4 2040 bp.1_Missense_Mu NM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN BAH. 0 AACCCCGAGTCA 0.602

- 41 7330 NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 21. 2 ACAACACGTGTAT 0.592

- 21 3650 G11_uc010uei.1_M NM_025137 NP_079413 Q96JI7 SPTCS_HUMANcellular (Potential). 5 ATGGCCGCCCATT 0.363

+ 11 1522 n_p.F445I|SQRDL_ NM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1 AAGTTGTTTCATC 0.488

- 11 1202 zxm.2_Nonsense_M NM_152647 NP_689860 Q96M60 CO033_HUMAN 1 AGTTTCCAGTGGA 0.318

- 5 594 _p.R115*|CYP19A NM_031226 NP_112503 P11511 CP19A_HUMAN 3 CGAATCGAGAGC 0.438

+ 4 585 NM_152450 NP_689663 Q8TBF8 FA81A_HUMAN 1 ATCTTCGAGGAAG 0.463

- 81 10893 hb.1_Missense_Mu NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 AAGGACGAATGAT 0.443 rs149574145

+ 9 1029_1030 se_Mutation_p.C25 NM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1 TAACAAGTGTTGC 0.431

+ 9 1171 S1_uc002ara.2_5'F NM_016166 NP_057250 O75925 PIAS1_HUMAN P-RING-type. 2 TTTGACGCAACTC 0.378

- 17 1837 b.2_RNA|PARP6_ NM_020214 NP_064599 Q2NL67 PARP6_HUMAN ARP catalytic. 0 CGGTCCGGAACCG 0.632



- 2 696 n|CYP1A1_uc002a NM_000499 NP_000490 P04798 CP1A1_HUMAN 5 CTGATACCACCAC 0.517

+ 2 1771 av.2_Missense_Mu NM_153271 NP_695003 Q8WV41 SNX33_HUMAN BAR. 1 ACCAGCGGGTGG 0.622

- 11 985 NR_027024 0 ACCTGGGATTGGA 0.567

+ 3 2585 unk.1_Missense_M NM_015206 NP_056021 Q9UPX6 K1024_HUMAN 4 ATGCACGGAATGC 0.627

+ 1 153 6SF1_uc002bjq.2_ NM_023003 NP_075379 Q9BZW5 TM6S1_HUMAN ical; (Potential). 1 CCCTCTCGGCCAT 0.567

- 4 1761 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN 3 TTGTGTCTTTTCT 0.468

+ 14 1753 p.G510E|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 3. 27 ACCGCGGAGAGC 0.458

+ 12 5113 e_Mutation_p.A158 NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 CTTCAGCTTCTGG 0.537

- 6 810 nn.2_Missense_M NM_005928 NP_005919 Q08431 MFGM_HUMANF5/8 type C 2. 1 CCAGGGGATTGG 0.577

+ 10 1604 L13_uc002bpe.1_RNM_001029964 NP_001025135 A6NNM8 TTL13_HUMAN 0 AGGAACGGCTTTT 0.488

+ 9 1943 p.2_Missense_Mut NR_003659 0 GGCATCGGCAAG 0.652

- 1 123 2cgs.1_Missense_M NM_006428 NP_006419 Q13084 RM28_HUMAN 0 GGCGTCCGCTCC 0.647

+ 4 985 hh.1_Missense_Mu NM_005632 NP_005623 O75808 CAN15_HUMAN 2 GGGAAGGTGCC 0.736

+ 2 252 2cnj.2_Missense_M NM_004548 NP_004539 O96000 NDUBA_HUMAN 0 AGAGCGGCAGCA 0.483

- 6 1512 ot.1_Missense_Mut NM_001009944 NP_001009944 P98161 PKD1_HUMAN .|Extracellular (Potential). 3 GACACTGCTCCTG 0.721

+ 4 421 02ctz.3_5'Flank|ZN NM_001042428 NP_001035893 O95201 ZN205_HUMAN 0 TCCCCCCGGATCC 0.672 rs140013925

+ 2 191 n_p.T29I|CLUAP1 NM_015041 NP_055856 Q96AJ1 CLUA1_HUMAN 3 TCCGTACACCCAA 0.393

+ 5 516 AP1_uc002cvl.1_M NM_015041 NP_055856 Q96AJ1 CLUA1_HUMAN 3 AGATTTGAAGGCA 0.353

- 3 588 _p.P131L|KIAA043 NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 GCGCCCGGGTGA 0.547

- 34 5837 ou.2_Missense_Mu NM_001520 NP_001511 Q12789 TF3C1_HUMAN 5 ACTCACCGACACC 0.627

+ 7 1656 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 ACCGCCTCCACGG 0.413

+ 2 269 NM_014669 NP_055484 Q8N1F7 NUP93_HUMAN 2 CTAACACGCACGT 0.577

+ 26 3859 .1_RNA|NLRC5_uc NM_032206 NP_115582 Q86WI3 NLRC5_HUMAN 7 CCAACGAGGAGG 0.602

- 5 1031 oh.2_Missense_Mu NM_001796 NP_001787 P55286 CADH8_HUMAN r (Potential).|Cadherin 2. 9 AGTGTCGTGGTCC 0.458

+ 3 1493 n_p.A165T|CES2_u NM_003869 NP_003860 O00748 EST2_HUMAN 0 CTCACCGCAGTG 0.567

+ 2 404 RC50_uc010chi.1_R NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN 0 CACTTCGCACACC 0.413

- 2 268 n_p.S7L|ABR_uc0 NM_021962 NP_068781 Q12979 ABR_HUMAN 1 GTGGGCGACTCAT 0.672

+ 8 1323 AFAH1B1_uc010vq NM_000430 NP_000421 P43034 LIS1_HUMAN on with dynein and dynactin 1 CCAGCTGTTCCAA 0.473 rs140360173

- 1 79 NM_002550 NP_002541 P47881 OR3A1_HUMANcellular (Potential). 3 CTGGCTGCAGCCC 0.567

+ 1 493 NM_012373 NP_036505 P47888 OR3A3_HUMAN Name=4; (Potential). 0 ACCAACGCACTGA 0.587

+ 3 587 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN 0 CTACACCGAGTGC 0.567

- 17 2276 58_splice|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN 2 GCAATACCTCTGT 0.393

- 22 2694 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11 ACTTGGCGAGTTC 0.443

- 17 1753 T313M|ELAC2_uc0 NM_018127 NP_060597 Q9BQ52 RNZ2_HUMAN 0 CTCACCGTGTGGT 0.597

- 2 873 1_Intron|NF1_uc0 NM_006495 NP_006486 P34910 EVI2B_HUMAN lasmic (Potential). 2 ATCTACCTGCCC 0.348

+ 13 1771 _p.R471C|AP2B1_ NM_001282 NP_001273 P63010 AP2B1_HUMAN 1 TATTGGCGCCTTC 0.463

+ 14 2300 S11_uc002hnd.2_5 NM_024835 NP_079111 Q9H3C7 GGNB2_HUMAN 2 ACAAGAGGCCCAT 0.388

- 10 1014 2huy.2_Missense_M NM_003079 NP_003070 Q969G3 SMCE1_HUMAN Potential. 0 CTTTTGCGGGCC 0.507

- 2 863 0cxg.2_Missense_ NM_015515 NP_056330 Q9C075 K1C23_HUMAN Rod.|Coil 1A. 1 CCAGGGCGCGAA 0.547

- 6 1014 NM_004138 NP_004129 O76009 KT33A_HUMAN Coil 2.|Rod. 0 ATCTCCGCCAGCT 0.627

- 6 1068 xd.3_Missense_Mu NM_021991 NP_068831 P14923 PLAK_HUMAN 5 GCTCATCCAGCAC 0.577

- 7 1367 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMANor; Name=Segment S4; (Po 1 gcagccgcagcagccg 0.537

- 4 899 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMAN lasmic (Potential). 1 ATGCCTCCCTGGC 0.602

- 13 4631 e_Mutation_p.Q14 NM_007294 NP_009225 P38398 BRCA1_HUMAN 52 GATTCTGGCTTAT 0.358

- 12 1649 _Mutation_p.A507T NM_001256 NP_001247 P30260 CDC27_HUMAN TPR 3. 5 AATAGGCCCTTCC 0.348

+ 18 2468 _p.P566L|KPNB1_ NM_002265 NP_002256 Q14974 IMB1_HUMAN HEAT 8. 3 TGAAGCCGCAGAT 0.388

- 3 734 ne.3_Missense_Mu NM_006807 NP_006798 P83916 CBX1_HUMAN 0 CTTTGCGCTTGCC 0.328



+ 11 1755 _p.A480T|B4GALNT NM_153446 NP_703147 Q8NHY0 B4GN2_HUMANmenal (Potential). 2 TGTGCCGCATAAA 0.512

+ 4 404 4_uc010wou.1_Int NM_000717 NP_000708 P22748 CAH4_HUMAN 0 GAGGAGGACTGC 0.582

+ 11 1335 se_Mutation_p.V96 NM_007372 NP_031398 Q86XP3 DDX42_HUMANcase ATP-binding. 5 GTGGCCGTATATG 0.438

- 4 200 nse_Mutation_p.R5 NM_014877 NP_055692 2 CAGCTCTTCTGTC 0.418

+ 4 613 _p.Q118R|NUP85_ NM_024844 NP_079120 Q9BW27 NUP85_HUMAN 1 TGCACCAGGTTGC 0.254

- 22 3968 p.T1269M|EVPL_u NM_001988 NP_001979 Q92817 EVPL_HUMAN fibrous rod domain. 4 TCCACCGTGGGC 0.647 rs145713300

- 3 468 se_Mutation_p.Q80 NM_001988 NP_001979 Q92817 EVPL_HUMAN Globular 1. 4 CTCCTGCTGGTGC 0.692

+ 6 1121 wud.1_RNA|CARD1 NM_024110 NP_077015 Q9BXL6 CAR14_HUMAN Potential. 5 GCTGCGGGAGCG 0.687

+ 8 758 2jyl.1_Nonsense_M NM_173627 NP_775898 Q8N8Q3 ENDOV_HUMAN 0 TGCTCCCGAGAGC 0.637

- 5 1784 wyw.1_Missense_M NM_004746 NP_004737 O14490 DLGP1_HUMAN 4 CCTGTCCGTCCAT 0.557

+ 6 1310 kub.2_Intron|CABL NM_001100619 NP_001094089 Q8TDN4 CABL1_HUMAN th CDK3 (By similarity). 1 AGGCCGGGCAAG 0.592

- 17 2770 se_Mutation_p.E74 NM_014939 NP_055754 Q9Y2L5 TPPC8_HUMAN 0 AATCATTTCAGGT 0.274

+ 1 10 se_Mutation_p.E3D NM_001390 NP_001381 Q9Y4J8 DTNA_HUMAN th MAGEE1 (By similarity). 0 GATTGAAGATAGT 0.383

+ 8 1244 _p.A308V|SLC14A2 NM_007163 NP_009094 Q15849 UT2_HUMAN ical; (Potential). 4 TGGTGGCTCTGTT 0.557

- 7 575 lbq.3_Missense_M NM_024430 NP_077748 Q9H939 PPIP2_HUMAN Potential. 1 GCACTCCGGCTGA 0.468

- 19 2533 NM_001080467 NP_001073936 Q9ULV0 MYO5B_HUMANyosin head-like. 5 CTGCTCGAAAGAA 0.557

- 4 1077 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 ACGGCACTGTCAC 0.498

+ 7 1442 _p.E373K|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 3. 4 GTAGATGAGCCCC 0.498

- 4 902 kv.2_Missense_Mu NM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0 ATAGAGGAAACAC 0.507

- 7 1111 _p.R275Q|NETO1_ NM_138966 NP_620416 Q8TDF5 NETO1_HUMAN xtracellular (Potential). 4 CTGTTTCGACTGC 0.463

+ 10 1324 e_Mutation_p.D304 NM_018235 NP_060705 Q96KP4 CNDP2_HUMAN 3 GTCTCCGACTTCA 0.557

- 2 430 NM_017797 NP_060267 Q9BX70 BTBD2_HUMAN BTB. 2 GACGGCGCTGCC 0.652

- 14 1711 _p.R552C|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN 4 GTGTGCGCCGCC 0.468

+ 3 614 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 1 chromo shadow domain. 2 GCATTTCCTGGAG 0.557

- 2 497 SF14_uc002mfj.1_ NM_003807 NP_003798 O43557 TNF14_HUMAN type II membrane protein; 1 CCAGACCCACCCG 0.642

- 18 3455 e.1_Missense_Mut NM_000208 NP_000199 P06213 INSR_HUMAN e.|Cytoplasmic (Potential). 12 GAGAACGGAGGTA 0.662

- 9 924 NM_198492 NP_940894 Q6UXB4 CLC4G_HUMAN (Potential).|C-type lectin. 0 ACAGATCCAGCCG 0.637

- 8 2011 NM_198471 NP_940873 Q6NY19 KANK3_HUMAN ANK 1. 0 TGACCTCGCAGG 0.647

- 3 18804 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATTGTTCATGACA 0.473

- 8 1730 ws.2_Missense_M NM_024106 NP_077011 Q9BUY5 ZN426_HUMANC2H2-type 10. 1 AATGAACTGGAAT 0.413

- 4 454 dyn.1_RNA|ZNF62 NM_145233 NP_660276 Q96I27 ZN625_HUMAN type 1; degenerate. 0 CCACATGATTTTA 0.453

+ 11 1873 NM_004843 NP_004834 Q6UWB1 I27RA_HUMAN tential).|Fibronectin type-III 0 GGGGTCCCTGTG 0.542

+ 15 2015 _p.S582N|CD97_u NM_078481 NP_510966 P48960 CD97_HUMAN Name=3; (Potential). 4 GGATGAGCCTCGA 0.687 rs140048136

+ 1 536 .2_Intron|GIPC1_u NM_001146693 NP_001140165 F5H5R7 F5H5R7_HUMAN 0 ATATTGCGGGGAT 0.398

+ 2 661 _p.L196F|C19orf44 NM_032207 NP_115583 Q9H6X5 CS044_HUMAN 0 GACTTTGCAAACC 0.428

+ 14 3483 p.D886N|NWD1_uc002nev.3_Missense_Mutation_p.D8 Q149M9 NWD1_HUMAN WD 5. 7 TCCAGGGATGGTG 0.547

+ 16 3774 p.R983C|NWD1_uc002nev.3_Missense_Mutation_p.R9 Q149M9 NWD1_HUMAN WD 7. 7 GGCTTTCGCCGA 0.537

+ 3 464 NM_024656 NP_078932 Q8NBJ5 GT251_HUMAN 0 CAGCCCTGAAATC 0.562

+ 5 1684 _p.A559T|MAP1S_ NM_018174 NP_060644 Q66K74 MAP1S_HUMAN tubule-organizing center loc 1 CAGGCGGCACCC 0.677

- 14 2195 p.G287E|PDE4C_u NM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5 CGGTCTCCCTGCT 0.627

+ 1 825 NR_003128 0 TAGTACGAAATTG 0.378

+ 2 1423 _p.I509M|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 13. 1 ATAAAATAATTCATA 0.323

- 5 2403 208_uc002nqo.1_I NM_007153 NP_009084 7 ATTACCTTATGTTT 0.373

+ 1 1372 1_5'Flank|ANKRD2 NM_207391 NP_997274 Q6ZS82 R9BP_HUMAN milarity).|Cytoplasmic (Poten 1 GCCCCGCTGGAC 0.706

+ 2 202 se_Mutation_p.R22 NM_020895 NP_065946 Q96CP6 GRM1A_HUMAN 0 GGAAACGGCTGCA 0.622

+ 7 2169 nse_Mutation_p.H4 NM_198539 NP_940941 Q3ZCX4 ZN568_HUMANC2H2-type 12. 2 AAAATTCATACTG 0.383

+ 12 1286 u.2_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN oplasmic.|MIR 5. 12 GACGACGCACTGT 0.637



- 6 453 kx.3_Missense_Mu NM_004877 NP_004868 O60234 GMFG_HUMAN ADF-H. 1 GCTCTGCTGTCTG 0.557

- 2 321 VRB_uc010egw.1_R NM_000713 NP_000704 P30043 BLVRB_HUMAN 0 GCCACGGTCTTGT 0.662

- 4 449 ooo.2_Missense_M NM_004756 NP_004747 Q9Y6R0 NUMBL_HUMAN PID. p.R94W(1) 5 ATTCCCCGGGAC 0.557

+ 4 551 w.1_Intron|CYP2S1 NM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1 CCAGGACGCCCA 0.627

+ 21 2060 2osb.2_Missense_M NM_004706 NP_004697 Q92888 ARHG1_HUMAN PH. 4 GTCCACGAGGGCC 0.627

+ 5 1181 F284_uc010ejd.2_R NM_013361 NP_037493 Q9UK11 ZN223_HUMAN C2H2-type 5. 1 GTGGTCCACACAG 0.448

+ 2 108 NM_000483 NP_000474 P02655 APOC2_HUMAN 1 CTATGGGCACACG 0.612

+ 13 1467 _p.P488S|MARK4_uc002pbc.1_Missense_Mutation_p.P Q96L34 MARK4_HUMAN 3 GAGATCCCAGAGC 0.711

+ 1 2749 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN 1 ATTGACGGAAGGT 0.453

+ 2 688 lc.1_Missense_Mu NM_014681 NP_055496 Q14147 DHX34_HUMAN 5 CCACGCGGGGCT 0.632

+ 6 1260 2phi.3_Missense_M NM_015711 NP_056526 Q9NZM4 GSCR1_HUMAN 3 AAGCCCGCGGGG 0.746

- 2 710 e.2_RNA|IZUMO1 NM_182575 NP_872381 Q8IYV9 IZUM1_HUMAN cellular (Potential). 1 CCTTTCCATCATG 0.552

- 2 419 RUVBL2_uc002plq. NM_002103 NP_002094 P13807 GYS1_HUMAN 2 AGTTGTCGCCCCA 0.667

+ 6 4646 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN 2 ATCTGGCCAAAAA 0.672

- 6 1152 0ybi.1_Missense_M NM_052884 NP_443116 Q96RL6 SIG11_HUMAN cellular (Potential). 6 TCTGGAGGATCTG 0.582

+ 23 2834 NM_004533 NP_004524 Q14324 MYPC2_HUMAN-like C2-type 6. 1 GCATCCGCGTTGT 0.632

- 4 626 KLK15_uc002pto.2_ NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 CTCTGCCCTCCGC 0.572

- 3 801 AS1_uc002pxn.1_ NM_001523 NP_001514 Q92839 HAS1_HUMAN lasmic (Potential). 2 GGTCCTCGTCCA 0.622

- 4 1901 616_uc002pyn.2_R NM_178523 NP_848618 Q08AN1 ZN616_HUMANC2H2-type 13. 0 TTCTCCGATGCCT 0.443

- 4 422_423 2qar.3_Missense_MNM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN 1 AGTAAGGGCCAT 0.416

+ 3 568 NM_001012728 NP_001012746 A6NFQ7 DPRX_HUMAN 0 GTTTGCGCTCCAA 0.428

+ 3 376 era.1_Missense_M NM_031896 NP_114102 P62955 CCG7_HUMAN ical; (Potential). 1 AACATCGGCCACA 0.597

+ 5 505 a.2_Missense_Muta NM_001013 NP_001004 P46781 RS9_HUMAN 4 RNA-binding. 1 TTGTCCGCCTGGA 0.612

+ 5 705 LRA1_uc010yfh.1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 2.|Extracellular (Potential). 3 CGTACCCATGGGT 0.567

+ 13 1925 e_Mutation_p.E53 NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 GCCCAGGAAGAAA 0.612

+ 6 735 3_Intron|KIR2DS4_ NM_012314 NP_036446 P43632 KI2S4_HUMAN cellular (Potential). 0 GGCCTTCACCCAC 0.493

+ 4 690 kf.2_Missense_Mu NM_032430 NP_115806 Q8TDC3 BRSK1_HUMANProtein kinase. 6 TCTTCCGCCAGAT 0.602

+ 2 746 02qls.2_Missense_ NM_013301 NP_037433 Q9BWC9 CC106_HUMAN 0 ATGACCGGAGCAG 0.662

- 8 2981 b.2_Missense_Mut NM_145007 NP_659444 P59045 NAL11_HUMAN LRR 3. 6 CTCAGCGGATTGC 0.498

+ 2 534 NM_134444 NP_604393 Q96MN2 NALP4_HUMAN DAPIN. 15 CAGCTTGAACTCA 0.413

+ 4 2365 _p.S573N|NLRP4_ NM_134444 NP_604393 Q96MN2 NALP4_HUMAN LRR 1. 15 AGGACAGCACCC 0.562

+ 7 1648 mi.2_Missense_Mu NM_153447 NP_703148 P59047 NALP5_HUMAN NACHT. 7 GGTGACGACCTCA 0.537

- 12 1353 2qzd.2_Missense_M NM_020738 NP_065789 Q9ULH0 KDIS_HUMAN mic (Potential).|ANK 12. 4 CTTTGGGATTTCT 0.393

+ 25 4681 bp.1_Missense_Mu NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 AAGTACGCAGCG 0.577

+ 18 2456 bt.2_Missense_Mu NM_145693 NP_663731 Q14693 LPIN1_HUMAN C-LIP. 4 GCCATCGGGATGG 0.537

- 2 562 xu.1_Nonsense_M NM_002381 NP_002372 O15232 MATN3_HUMAN VWFA. 0 CTGTCTGGATGGC 0.567

- 25 3850 nse_Mutation_p.V4 NM_017552 NP_060022 Q9ULI0 ATD2B_HUMAN 1 TGCTTACCTCAAA 0.398

+ 17 3623 rfj.2_Missense_Mu NM_003743 NP_003734 Q15788 NCOA1_HUMAN Gln-rich. 11 AGCACCGACAGAG 0.473

+ 3 428 NM_001105519 NP_001098989 A6NJV1 CB070_HUMAN 1 CGTGAGGGAGCC 0.592

+ 2 216 rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 GTGAACGATGACT 0.567

+ 5 761 u.2_RNA|ABHD1_ NM_032604 NP_115993 Q96SE0 ABHD1_HUMAN 0 GCCGTGGGCATC 0.522

+ 1 3620 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN 1 TCATACGGAGAAG 0.453

+ 8 1874 NM_018158 NP_060628 Q9BWU0 NADAP_HUMAN 0 AGTCTCCATCTCA 0.363

+ 3 1202 dk.3_Nonsense_Mu NM_015147 NP_055962 Q76N32 CEP68_HUMAN 1 GTCCTGCAGGACT 0.557

+ 10 1358 _p.R28K|SEMA4F_ NM_004263 NP_004254 O95754 SEM4F_HUMANxtracellular (Potential). 4 TGGACAGGCCAG 0.577

+ 3 c010fhg.2_Splice_Site|FLJ40330_uc010fhh.2_Splice_Site 0 AGAAGGTAATTAA 0.323

- 6 592 NM_001002036 NP_001002036 Q6HA08 ASTL_HUMAN 0 CCGGTCGGCCC 0.657



- 2 574 _p.S152F|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 CCGGGGGAAGGG 0.612

+ 15 1991 POTEE_uc002tsl.2 NM_001083538 NP_001077007 Q6S8J3 POTEE_HUMAN Potential. 0 TTGCATGAAAATA 0.353

+ 1 533 NM_001508 NP_001499 O43194 GPR39_HUMANcellular (Potential). 0 GTCCCCGAGTTTG 0.542

- 9 1127 nse_Mutation_p.D3 NM_032143 NP_115519 Q5FWF4 ZRAB3_HUMAN case C-terminal. 2 AGCGAATCATTCT 0.303

- 3 225 _p.D35N|CACNB4 NM_000726 NP_000717 O00305 CACB4_HUMAN 2 AGGAATCCGCTGA 0.458

+ 13 1129 _p.Q347H|NOSTRI NM_001039724 NP_001034813 Q8IVI9 NOSTN_HUMAN 0 TGAGCAAAGACCT 0.428

- 39 7472 NM_004525 NP_004516 P98164 LRP2_HUMAN cellular (Potential). 29 ATGACAGTTCTTT 0.403

- 3 803 uiv.2_Missense_M NM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN ical; (Potential). 1 AAATAGGGAATAG 0.289

- 245 50368 0410I|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTACAGCTGCG 0.353

- 229 46588 50Q|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCACTTCGGGATA 0.468

- 46 13096 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GGACCAGCTGGA 0.383

- 5 787 2_Intron|CERKL_uc NM_001030311 NP_001025482 Q49MI3 CERKL_HUMAN DAGKc. 4 GGTTTCCGATGCC 0.313

+ 4 930 p.A120S|NAB1_uc NM_005966 NP_005957 Q13506 NAB1_HUMAN 0 AGCAATGCCCGGG 0.498

- 2 913 NM_004657 NP_004648 O95810 SDPR_HUMAN 2 GGGTTTCCTCCAG 0.557

+ 31 3567_3568 p.G712N|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 GCGAAGGCCAGC 0.475

+ 5 509 hv.1_Missense_Mu NM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN 0 GAATTCGTTCACA 0.363

- 7 749 NM_001093730 NP_001087199 A2CJ06 DYTN_HUMAN p.P211L(1) 2 CAGGTCGGGAGC 0.527

- 18 2555 e_Mutation_p.P461 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 AAAATGGTGCTGG 0.363

+ 4 932 _p.R236H|CXCR2_ NM_001557 NP_001548 P25025 CXCR2_HUMAN lasmic (Potential). 2 CCCTGCGTACGCT 0.567 rs144013681

- 11 1315 NM_000092 NP_000083 P53420 CO4A4_HUMAN le-helical region. 11 CCGGAGGTCCCT 0.423

+ 14 1768 _p.R546H|PSMD1_ NM_002807 NP_002798 Q99460 PSMD1_HUMAN 2 TTCTGCGTGGTCT 0.463

- 17 3037 fza.2_Missense_M NM_006037 NP_006028 P56524 HDAC4_HUMANone deacetylase. 6 AAGGGAGCCGGA 0.602

+ 3 224 x.1_5'UTR|ATG4B_ NM_013325 NP_037457 Q9Y4P1 ATG4B_HUMAN 0 AAGGACGAGATCT 0.383

+ 3 1021_1022dn.2_Missense_Mu NM_021158 NP_066981 Q96RU7 TRIB3_HUMANProtein kinase. 2 GGCGCACTGTCA 0.639

- 3 813 250_splice|SIRPG_ NM_018556 NP_061026 Q9P1W8 SIRPG_HUMAN 1 CCTCTACCTCGGA 0.612

- 2 2301 ntron|UBOX5_uc00 NM_021826 NP_068598 Q7L8L6 FAKD5_HUMAN 0 CCAGAGGTACAGC 0.532

- 9 1727 G1_uc010gcd.1_5'U NM_000214 NP_000205 P78504 JAG1_HUMAN EGF-like 5; calcium-binding 9 CAGTCCACTGTG 0.478

- 1 1449 NM_012072 NP_036204 Q9NPY3 C1QR1_HUMANEGF-like 5; calcium-binding 2 CCCCCCGGGCCC 0.637 rs41520247

+ 6 683 p.D205N|PLUNC_ NM_130852 NP_570913 Q9NP55 PLUNC_HUMAN 0 CTTCTGGACAGCC 0.537

- 10 4861 aw.2_Missense_M NM_014071 NP_054790 Q14686 NCOA6_HUMAN binding region.|Gln-rich.|CR 7 TCTGTCCTGACAT 0.557

+ 4 657 e_Mutation_p.G13 NM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2 GAACAGGGTTCCA 0.498

- 4 430 DA_uc010ggt.2_RN NM_000022 NP_000013 P00813 ADA_HUMAN 3 CTGTACCGCACCT 0.587 rs121908714

- 2 629 2_Missense_Mutat NM_173179 NP_775271 Q9NQQ7 S35C2_HUMAN ical; (Potential). 1 TGATGCCGATGGA 0.612

+ 2 593 02yav.2_Missense_ NM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3 TGAGATGGACCAA 0.582

+ 5 1035 CTR3_uc002yav.2_ NM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3 AGTGGTGAAGAAG 0.542

- 16 6805 s.1_Missense_Mut NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Arg-rich. 6 ctcgctcgcgctctcggtt 0.194

- 22 4070 p.L1200F|TIAM1_u NM_003253 NP_003244 Q13009 TIAM1_HUMAN DH. 10 CCCTGAGCAGAAG 0.622

- 9 2426 dl.1_Missense_Mu NM_003253 NP_003244 Q13009 TIAM1_HUMAN 10 GGCGGCCCATGG 0.478

+ 2 121 |DYRK1A_uc002yw NM_001396 NP_001387 Q13627 DYR1A_HUMAN 4 TCTGTTCGGCTTG 0.438

- 36 4193 se_Mutation_p.D1 NM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN Bromo 2. 4 TAATATCTCTGTAG 0.343

+ 40 4784 S1353L|SLC19A1_u NM_130444 NP_569711 P39060 COIA1_HUMAN cal region 11 (NC11). 1 CCCTGTCAGGCG 0.756

+ 3 519 e_Mutation_p.H20 NM_006031 NP_006022 O95613 PCNT_HUMAN 8 GGTGACCACCCAC 0.552

- 1 1457 sense_Mutation_p. NM_031890 NP_114096 Q9BXQ6 CECR6_HUMAN 0 CGCGGGCAGCG 0.706

- 5 572 02zmg.2_Missense NM_033070 NP_149061 Q9BXW7 CECR5_HUMAN 0 CCTCGGGAGGGG 0.572

+ 9 1217 X1_uc002zqc.2_Int NM_080646 NP_542377 O43435 TBX1_HUMAN 2 TTCTGAGGGATGC 0.592

+ 8 1113 p.G336D|ZDHHC8_ NM_013373 NP_037505 Q9ULC8 ZDHC8_HUMAN lasmic (Potential). 2 GCCCAGGCAGTG 0.637

- 7 1119 NM_014433 NP_055248 Q9UHP6 RTDR1_HUMAN 1 TCTCCACCTCCAT 0.622



+ 13 3283 y.1_Missense_Mut NM_004327 NP_004318 P11274 BCR_HUMAN C2. 12 GCATTCCGCTGAC 0.577

- 2 1402 70_uc002zxr.1_5'F NM_021916 NP_068735 Q9UC06 ZNF70_HUMAN C2H2-type 7. 2 GCCTTCCCGCAC 0.552

+ 42 6583 utation_p.M1991I|M NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 TTCTAGGGATAAC 0.398

+ 2 638 uc011akd.1_Misse NM_021115 NP_066938 Q9BYH1 SE6L1_HUMAN cellular (Pote p.T161M(1) 6 CCTCCACGGAGAA 0.677

- 12 2434 k.2_Missense_Mut NM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0 TCATCCCTGGGCA 0.587

+ 9 1280 p.R406C|KREMEN NM_032045 NP_114434 Q96MU8 KREM1_HUMAN lasmic (Potential). 5 TCCCATCGTGTTC 0.433

- 10 1439 e_Mutation_p.R419 NM_001127 NP_001118 Q10567 AP1B1_HUMAN 2 ACTTGCGGAAGAT 0.597

+ 9 2026 ja.1_Nonsense_Mu NM_030758 NP_110385 Q969R2 OSBP2_HUMAN 2 ATGGCTGGAGCCT 0.602

+ 6 928 se_Mutation_p.E97 NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN HAT 2. 1 GAGCCGAGGTTC 0.453

- 11 1381 ph.1_Missense_Mu NM_002473 NP_002464 P35579 MYH9_HUMAN yosin head-like. 11 TGAAATCGGTCAC 0.502

- 15 1936 3aqt.1_Missense_M NM_153609 NP_705837 Q8IU80 TMPS6_HUMAN .|Extracellular (Potential). 6 GGTCAGCGATGAG 0.652

+ 3 348 B1_uc011aok.1_5'U NM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1 CCGAGGCCGATGT 0.647

+ 4 778 _p.Q27H|MPPED1_ NM_001044370 NP_001037835 O15442 MPPD1_HUMAN 0 TGTGCAGTCGCTG 0.562

+ 4 577 K3A_uc010gzy.2_In NM_006953 NP_008884 O75631 UPK3A_HUMAN 0 ACCAGCGTAAGTG 0.612 rs145723454

- 1 5032 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMAN lasmic (Potential). 5 TTCGGACGATCTG 0.418 rs141502138

+ 2 504 EC_uc003bto.2_In NM_032492 NP_115881 Q8N5M9 JAGN1_HUMANmenal (Potential). 1 AGATGTTCCCTGC 0.522

- 6 1954 _p.P527S|IQSEC1_ NM_014869 NP_055684 Q6DN90 IQEC1_HUMAN SEC7. 1 TGTCTGGGTTCCG 0.607

+ 9 3448 wd.1_Missense_Mu NM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN 4 GCAAACGATGAAA 0.423 rs144964120

+ 30 4213 G1401R|DLEC1_u NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 CCTGCTGGGGGC 0.597

- 97 7441 NM_000094 NP_000085 Q02388 CO7A1_HUMAN 11 TACGTACCCGGAT 0.592

- 24 2299 T218I|QARS_uc01 NM_005051 NP_005042 P47897 SYQ_HUMAN 1 GTGACAGTTCGG 0.572

- 2 310 cm.1_Missense_M NM_000581 NP_000572 P07203 GPX1_HUMAN 1 TTGCACGGGAAGC 0.617

+ 3 1536 NM_004393 NP_004384 Q14118 DAG1_HUMAN minin recognition.|Mucin-like 2 GGACTCGAGGCG 0.597

+ 25 2537 |RBM5_uc003cyh.2 NM_005778 NP_005769 P52756 RBM5_HUMAN r interaction with U2AF2. 1 GGCGCCGATTCC 0.478

- 2 3642 b.2_Missense_Mut NM_017442 NP_059138 Q9NR96 TLR9_HUMAN toplasmic (Potential). 4 AAGCTGCGCTGA 0.682

- 5 623 c.1_5'Flank|TWF2_ NM_007284 NP_009215 Q6IBS0 TWF2_HUMAN 3 TAATGCGGATCTG 0.637

+ 8 957 e_Mutation_p.D202 NM_006254 NP_006245 Q05655 KPCD_HUMANol-ester/DAG-type 1. 9 TGCATCGACAAGA 0.617 rs149165175

+ 21 3328 hnf.2_Missense_Mu NM_001457 NP_001448 O75369 FLNB_HUMAN Filamin 9. 19 GGTCTCGTGGGCA 0.562 rs9813235

+ 12 2897 nv.2_Missense_Mu NM_000333 NP_000324 O15265 ATX7_HUMAN Ser-rich. 0 CCCACCGGGAGC 0.532 rs148498434

- 1 919 NM_183357 NP_899200 O95622 ADCY5_HUMAN ical; (Potential). 4 CCACGGCGATGAG 0.662

- 3 299 se_Mutation_p.G92 NM_024628 NP_078904 A0AV02 S12A8_HUMAN 0 AGCCAGCCAGTCC 0.562

+ 5 880 CM2_uc010hsl.2_R NM_004526 NP_004517 P49736 MCM2_HUMAN 4 AAGTACGACCGC 0.627 rs144753488

+ 8 3024 _p.A681V|ZBTB38 NM_001080412 NP_001073881 Q8NAP3 ZBT38_HUMAN 3 AAAATGCTGTCAG 0.463

+ 6 1193 7_splice|RNF13_u NM_007282 NP_009213 O43567 RNF13_HUMAN 1 ACGACAGTAAGTA 0.363

- 3 1409 .1_Intron|MED12L_ NM_023915 NP_076404 Q9BY21 GPR87_HUMAN lasmic (Potential). 1 ATATGCGAACTTC 0.348

+ 3 329 orf55_uc011bot.1_R NM_001130002 NP_001123474 A1A4F0 CC055_HUMAN 0 TAGGTGGAGACCT 0.423

- 2 581 NM_032487 NP_115876 Q9BYD9 ARPM1_HUMAN 0 TCCACTGGGTAAC 0.418

- 6 1144 c011bro.1_Intron|TH NM_000460 NP_000451 P40225 TPO_HUMAN Pro-rich. 1 GTGGGTGGAAGAG 0.592

- 2 252 NM_004488 NP_004479 P40197 GPV_HUMAN cellular (Potential). 3 AGGACGGTCATGC 0.637

- 2 6794 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN Ser-rich. 0 AAGAGCGGTGGC 0.567

- 10 1165 1A_uc003fwh.2_Mi NM_005017 NP_005008 P49585 PCY1A_HUMANoximate.|3 X repeats. 0 AGGGGGAGGGG 0.607

+ 8 1293 on_p.G346E|FGFR NM_000142 NP_000133 P22607 FGFR3_HUMAN 3.|Extracellular (Potential). 2600 CTATTGGGTTTTC 0.617

+ 5 2958 e_Mutation_p.S37 NM_198229 NP_937872 O14924 RGS12_HUMAN 1 GCGTCAGCAACAA 0.692

+ 2 164 icw.2_Missense_M NM_001528 NP_001519 Q04756 HGFA_HUMAN 2 CCCCTGCGATCCC 0.632

+ 8 1985 .E87K|ZBTB49_uc NM_145291 NP_660334 Q6ZSB9 ZBT49_HUMAN 2 GCCATCGAGACCT 0.577

- 1 1295 b.3_Intron|SORCS2 NM_001085382 NP_001078851 Q6NUJ1 SAPL1_HUMAN posin B-type 4. 0 GCAGCCTCTTGCA 0.637

- 4 2381 NM_003263 NP_003254 Q15399 TLR1_HUMAN smic (Potential).|TIR. 5 CACTCTGGACAAA 0.413



- 22 3055 x.1_Missense_Mut NM_002913 NP_002904 P35251 RFC1_HUMAN 4 ACAATACGATCAT 0.488

- 30 3101 p.W183R|ATP8A1_ NM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMAN ical; (Potential). 3 GAAACCAAAACAG 0.348

- 6 706 0iik.1_Missense_M NM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2 TCATCCTTTTTCT 0.413

- 6 1579 ijt.2_Missense_Mu NM_194282 NP_919258 Q6MZP7 LIN54_HUMAN 0 ACATCCGCACTGG 0.328

- 2 816 _p.M142I|PPM1K_ NM_152542 NP_689755 Q8N3J5 PPM1K_HUMAN PP2C-like. 0 TTTCTCCATGTGG 0.453

+ 6 1931 cgf.1_Missense_Mu NM_004784 NP_004775 O95803 NDST3_HUMAN Heparan sulfate N-deacetyl 1 ACTGTCGTCCTCA 0.428

+ 1 2495 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN r (Potential).|Cadherin 8. 18 TTACTACTGGGGA 0.443

+ 10 1646 NM_000824 NP_000815 P48167 GLRB_HUMAN ical; (Probable). 2 TTGTTTCCTTTCT 0.353

+ 4 933 NM_006174 NP_006165 Q15761 NPY5R_HUMAN lasmic (Potential). 7 CTTGAAGAAAATG 0.378

- 1 698 CH1_uc003iqs.1_I NM_012403 NP_036535 O43423 AN32C_HUMAN 0 ttctcattttcgcttctgacc 0.085

- 1 1327 m.1_Intron|KLHL2_ NM_000167 NP_000158 0 CCAAAGCGTAATA 0.393

+ 4 1111 e_Mutation_p.R15 NM_012464 NP_036596 O43897 TLL1_HUMAN rotease (By similarity). 7 CGGAAAGAATATG 0.393

+ 12 1853 _p.S425N|FAM149 NM_015398 NP_056213 A5PLN7 F149A_HUMAN 1 GGCCCAGCACAAC 0.448

+ 4 734 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0 AAATGGCGCTCCA 0.323

+ 10 1191 KD2_uc010itf.1_3'U NM_033120 NP_149111 Q969F2 NKD2_HUMAN 0 TCGCCACTCAAGG 0.716

- 3 1661 ERT_uc003jcc.1_M NM_198253 NP_937983 O14746 TERT_HUMAN ization.|RNA-interacting do 12 GCAGACGGTGCTC 0.582

- 12 1658 NM_001044 NP_001035 Q01959 SC6A3_HUMAN 6 GCTGCCCGGTCA 0.647

- 9 1704 NND2_uc011cmz.1 NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN 8 GCAGGGCCGGAT 0.562

+ 11 1984 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 4. 6 AGAGGACACACAC 0.597

- 12 1997 1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN TSP type-1 3. 7 CTCCTCGTTGGG 0.502 rs148521858

+ 24 5592 e_Mutation_p.V17 NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2 GAAACTGTAGGA 0.338

+ 2 10093 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 GCGGTTCCATTTG 0.493

+ 8 6465 u.2_Intron|VCAN_u NM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16 GGTACAGCTTCCT 0.473

- 3 797 knp.2_Missense_M NM_173488 NP_775759 Q86UG4 SO6A1_HUMANcellular (Potential). 7 TTTCTTCGCAAAT 0.323

- 8 2209 nse_Mutation_p.A6 NM_020389 NP_065122 Q9HCX4 TRPC7_HUMAN lasmic (Potential). 0 TTTTGGCCTTAGA 0.413

+ 1 1915 CDHA4_uc003lhh.1 NM_018909 NP_061732 Q9UN73 PCDA6_HUMAN |Extracellular (Potential). 2 ACGGGCGAGATCA 0.662

+ 1 2389 1dan.1_Missense_ NM_018912 NP_061735 Q9Y5H4 PCDG1_HUMAN lasmic (Potential). 3 CAGTCTTTACTTG 0.418

- 6 538 AC3_uc010jgd.1_M NM_003883 NP_003874 O15379 HDAC3_HUMANone deacetylase. 1 ACTTGAGCAGCTC 0.537

- 16 1594 se_Mutation_p.E19 NM_033449 NP_258260 Q86WN1 FCSD1_HUMAN SH3 1. 4 CTACCTCGCCGTG 0.572

- 3 3184 .R1023C|PCDH1_ NM_002587 NP_002578 Q08174 PCDH1_HUMAN lasmic (Potential). 5 TGGTGCGGTAGC 0.632 rs147327566

+ 9 1814 RF2_uc003lnu.2_M NM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2 AGACCCCTCCAGT 0.612 rs146976434

- 9 1066 oo.2_Missense_M NM_001387 NP_001378 Q14195 DPYL3_HUMAN 1 AGCAAGGAGTTG 0.557

+ 15 2066 e_Mutation_p.R649 NM_205836 NP_995308 Q6PIJ6 FBX38_HUMAN 6 CACTTCGAAAGAG 0.458

+ 5 1211 _p.S351L|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 CGTCCTCGGTGGA 0.662

- 9 8780 2A_uc011dcs.1_In NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN (Potential).|Cadherin 26. 6 CCAGTTCGCCAG 0.512

- 2 136 0jii.2_Missense_Mu NM_138379 NP_612388 Q96H15 TIMD4_HUMAN .|Extracellular (Potential). 2 TCACAACAGTCTC 0.478

- 12 1266 M19_uc003lwy.2_5 NM_033274 NP_150377 Q9H013 ADA19_HUMAN2B.|Extracellular (Potential). 8 CACATTCCACCAC 0.542

+ 9 885 CK2_uc011der.1_R NM_004946 NP_004937 Q92608 DOCK2_HUMAN 7 CCTAAGGAGATTG 0.507

+ 11 1731 _p.R461K|CNOT6_ NM_015455 NP_056270 Q9ULM6 CNOT6_HUMAN 0 ATGGAAGGATCAC 0.413

+ 1 824 DC5_uc003mxw.2_ NR_027712 0 CCTATGCGCCGGT 0.522

- 1 903 _5'Flank|C6orf114_ NM_018988 NP_061861 Q9NXC2 GFOD1_HUMAN 2 TGACAGCGATCTG 0.602

+ 8 2321 p.R521W|JARID2_ NM_004973 NP_004964 Q92833 JARD2_HUMAN ARID. 4 CAGGACCGGCTG 0.587

+ 12 1499 se_Mutation_p.C35 NM_006366 NP_006357 P40123 CAP2_HUMAN AP/cofactor C-like. 1 AAGGTTGCCACA 0.398

- 10 1725 p.V475M|DCDC2_ NM_016356 NP_057440 Q9UHG0 DCDC2_HUMAN 1 AAGCCACGGCAGC 0.368 rs145154884

- 3 172 ense_Mutation_p.R NM_005074 NP_005065 Q14916 NPT1_HUMAN 4 CCATAGCGAAAGG 0.408

+ 1 905 NM_013936 NP_039224 P58182 O12D2_HUMAN Name=7; (Potential). 1 GTCACTCCTGTAC 0.448

+ 2 3595_3596 NM_080870 NP_543146 Q3MIW9 DPCR1_HUMAN ar (Potential).|Thr-rich. 0 CCAAAGGGAAAA 0.48



+ 5 395 S1C1_uc003nsn.1_ NM_014068 NP_054787 Q9UIG5 PS1C1_HUMAN 1 CCCCACGTTAATC 0.562

+ 7 1151 B_uc011dqu.1_5'Fl NM_001077516 NP_001070984 Q92504 S39A7_HUMAN 1 GGGCCGGGGAC 0.567

+ 8 2198 rf.1_Missense_Mut NM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0 GGGAGCGGGAAC 0.657

- 3 724 f106_uc003ojs.2_I NM_024294 NP_077270 Q9H6K1 CF106_HUMAN 3 CACATCCGCCACT 0.512

+ 1 123 ML4_uc003oqd.2_5 NM_198153 NP_937796 Q6UXN2 TRML4_HUMAN 1 GGGGTCCACACC 0.587

- 1 585 NM_000322 NP_000313 P23942 PRPH2_HUMAN ical; (Potential). 5 AGGTACGGCTTCA 0.577

- 3 565 2_Intron|TMEM151 NM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4 AGCGATGCATGCA 0.597

- 4 884 YS_uc003per.1_M NM_001142800 NP_001136272 Q5T1H1 EYS_HUMAN 6 TATTTTGCACACA 0.353

- 11 1296 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3 GTGTCAGGACCAA 0.388

- 4 564 _p.R136H|BVES_uc NM_147147 NP_671488 Q8NE79 POPD1_HUMAN lasmic (Potential). 0 GGCACACGGAGT 0.438 rs143510978

+ 1 335 x.2_Intron|BET3L_u NM_153711 NP_714922 Q8N5C1 FA26E_HUMAN 0 AGCTGCCGTTTC 0.502

- 6 651 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN III 1.|Extracellular (Potentia 25 TAGGACGGTCTGG 0.478

- 4 872 2_Missense_Muta NM_014432 NP_055247 Q9UHF4 I20RA_HUMAN tential).|Fibronectin type-III 4 TCTCATCTGTAGT 0.428

- 30 4338 kjb.1_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 ATTCTTCGAGAGA 0.348 rs138915528

- 2 525 .2_5'UTR|RNASET NM_003730 NP_003721 O00584 RNT2_HUMAN 0 GCTGAACCATAAT 0.418

- 7 1772 3ski.3_Missense_M NM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1 CCTGAGGATTCCG 0.657

- 11 1673 e_Mutation_p.S39 NM_000535 NP_000526 P54278 PMS2_HUMAN 2 CCTGCGAGCCCC 0.552

+ 3 1979 NM_017560 NP_060030 P0CG23 ZN853_HUMAN 0 GGGAGCGACCCTA 0.697

+ 3 1213 PH1_uc011jxh.1_5' NM_152745 NP_689958 P58417 NXPH1_HUMAN III. 2 GCCTCGGCCCAG 0.473

- 4 687 _p.R57Q|TRA2A_u NM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1 CGAGATCGCCCAG 0.393

- 1 1009 NR_002711 0 GGTGCTCGGTAAT 0.532

- 2 844 A11_uc003syy.2_R NM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2 ACTCCCGTTCCAG 0.532

- 7 690 _p.P191S|CPVL_u NM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2 ATTCAGGAAATATC 0.333

+ 8 1105 tion_p.R87L|CHN2 NM_004067 NP_004058 P52757 CHIO_HUMAN ol-ester/DAG-type. 2 CGTTCCGAGGCCC 0.478

- 8 755 NM_015283 NP_056098 Q2PZI1 D19L1_HUMAN ical; (Potential). 0 TTACACGGGTACA 0.299

- 21 2920 mg.2_Missense_Mu NM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4 GCTGGTCTCCTCC 0.721

- 2 734 nse_Mutation_p.S2 NM_000598 NP_000589 P17936 IBP3_HUMAN Ser/Thr-rich. 3 TCGGAGGAGAAG 0.493

- 16 1944 33_splice|TYW1B_ NM_001145440 NP_001138912 Q6NUM6 TYW1B_HUMAN 0 TTCTTACCTTTCT 0.428

+ 9 546 3tzr.2_RNA|ELN_uc NM_000501 NP_001075224 P15502 ELN_HUMAN 5 CCCAGGTGGCGT 0.478

+ 9 549 3tzr.2_RNA|ELN_uc NM_000501 NP_001075224 P15502 ELN_HUMAN 5 CAGGTGGCGTGCT 0.463

+ 8 1189 b.2_Missense_Mu NM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase. 3 ATCCACGGGGAGG 0.677

- 22 15232 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CTGTCCCATCTTC 0.323

- 5 6233 v.2_Missense_Mut NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 ATAAATCCATTTTC 0.363

- 25 3345 p.A1090V|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN 2.|Cytoplasmic (By similarity 6 GTCCCCGCCAAGG 0.498 rs143392573

- 3 257 54_splice|SRI_uc0 NM_003130 NP_003121 P30626 SORCN_HUMAN 1 AACTTACGTTTGT 0.383

+ 2 675 _p.H94Q|STEAP2_ NM_152999 NP_694544 Q8NFT2 STEA2_HUMAN 2 TATACACAGAGAA 0.378

+ 6 695 tion_p.K170E|AP4M NM_004722 NP_004713 O00189 AP4M1_HUMAN 0 CAGAGCAAAGTGG 0.572

+ 3 9234 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 GCCATTCCTGAGG 0.493

- 23 3189 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN 19 CTCCAGCGGAAAC 0.488

+ 9 903 LD_uc011kmh.1_M NM_000108 NP_000099 P09622 DLDH_HUMAN 1 CGCATCCTTCAAA 0.353

+ 3 483 p.C121Y|IRF5_uc0 NM_002200 NP_002191 Q13568 IRF5_HUMAN ophan pentad repeat. 0 AGGTCTGCTCCAA 0.637

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 CTGCACGGAGAAG 0.388

+ 13 1753 PO_uc010lpl.1_Int NM_198455 NP_940857 A2VEC9 SSPO_HUMAN VWFD 2. 0 GGGGTGGTCAAG 0.677

+ 53 7813 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 5. 0 CCCTGCGGCTTG 0.701

+ 2 365 kr.2_RNA|GALNTL NM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANmenal (Potential). 2 TGGTCCCCTGGAA 0.413

- 2 268 x.2_RNA|VIPR2_u NM_003382 NP_003373 P41587 VIPR2_HUMAN cellular (Potential). 2 CCAGATGAAATCG 0.383



- 2 104 NM_001925 NP_001916 P12838 DEF4_HUMAN 1 CCTGCCCGGACC 0.597

- 6 488 z.1_Intron|PINX1_u NM_017884 NP_060354 Q96BK5 PINX1_HUMAN 3 TTCTTACTCTGTC 0.403

+ 8 1370 _p.A300V|SH2D4A NM_022071 NP_071354 Q9H788 SH24A_HUMAN 0 CCATAGCCCCCTG 0.517

- 7 1012 _uc010ltt.1_Silent_ NM_025232 NP_079508 Q9H6H4 REEP4_HUMAN 1 CGGCCCGGTACC 0.652

- 12 2371 ty.1_Missense_Mut NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMANsyl-oxidase like. 3 CCTGATCGCCGAA 0.592

- 1 503 NM_006158 NP_006149 P07196 NFL_HUMAN Rod.|Linker 1. 2 CGGAAGCGGGAT 0.672

+ 26 2643 _p.A612V|PTK2B_ NM_173174 NP_775266 Q14289 FAK2_HUMAN Protein kinase. 5 CCCCAGCCGTGTG 0.617

- 6 1925 se_Mutation_p.R43 NM_025115 NP_079391 Q6NXR4 CH041_HUMAN 0 AACAGCGGTCCA 0.448

+ 13 2345 R124_uc010lvy.2_In NM_032777 NP_116166 Q96PE1 GP124_HUMAN cellular (Potential). 5 ACACCTCCCGCCC 0.682

- 1 262 NM_000025 NP_000016 P13945 ADRB3_HUMANellular (By similarity). 2 GTATTGGGCGCCA 0.716

- 19 4006 p.R1163K|WHSC1L NM_023034 NP_075447 Q9BZ95 NSD3_HUMAN SET. 1 ATGCTCCTTTTGG 0.498

+ 16 1849 n_p.G279R|IKBKB_ NM_001556 NP_001547 O14920 IKKB_HUMAN 7 AGGGGGGAACG 0.602

- 60 8158 _Mutation_p.G270 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 TTTTCCCAAAATC 0.502

- 6 1249 1_Missense_Muta NM_014682 NP_055497 O60284 ST18_HUMAN C2HC-type 1. 5 TGGTCTCCCTCTT 0.527

- 3 718 xsh.1_Missense_M NM_152417 NP_689630 Q96MH6 TMM68_HUMAN 1 CTCTGCGATGACC 0.368

- 4 1216 NM_004820 NP_004811 O75881 CP7B1_HUMAN 3 GGATGGGAAATCC 0.443

+ 9 1175 3yhu.1_Splice_Site NM_014754 NP_055569 P48651 PTSS1_HUMAN 1 GTTTGGGTGAGT 0.403

- 22 3523 p.E929K|RGS22_u NM_015668 NP_056483 Q8NE09 RGS22_HUMAN RGS 2. 7 CTAACTCCTTCCG 0.358

- 3 1437 _p.R336H|ZHX1_u NM_007222 NP_009153 Q9UKY1 ZHX1_HUMAN eobox 1.|Required for intera 1 TTTAAACGTTGGG 0.403

+ 3 409 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2 ATGATTCCTATGA 0.403

+ 8 1972 NM_001702 NP_001693 O14514 BAI1_HUMAN cellular (Potential). 8 CAGCGGGAGAG 0.637

+ 10 1074 NM_145754 NP_665697 Q96AC6 KIFC2_HUMAN Potential. 3 GGACTTCGGGCAC 0.652

+ 5 1231 NM_138431 NP_612440 Q96ES6 MFSD3_HUMAN 2 CCCCTCAGGCCAC 0.672

- 1 485 NM_005454 NP_005445 O95813 CER1_HUMAN 0 ATGACCCCCTGAG 0.498

- 25 5055 zlk.2_5'Flank|FREM NM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 11. 5 CGGTCCGCAGTC 0.522

- 4 1132 EM1_uc010mic.2_R NM_144966 NP_659403 Q5H8C1 FREM1_HUMAN 5 GGCAGCCGAGTT 0.522

+ 7 1076 _p.R161Q|C9orf93_ NM_173550 NP_775821 Q6TFL3 CI093_HUMAN tential.|Glu-rich. 0 TACGGCGACAAAC 0.348

- 4 890 0mkj.1_Intron|FANC NM_004629 NP_004620 O15287 FANCG_HUMAN 4 AGCTCCGGCAGAA 0.627

+ 11 1158 lqm.1_Nonsense_M NM_014907 NP_055722 Q5SYB0 FRPD1_HUMAN FERM. 9 GAACCCCGACAGA 0.438

+ 4 2479 1_Intron|uc004amj NM_001145197 NP_001138669 Q6ZUB0 YI020_HUMAN 0 CTAACTCTGAGAG 0.468

- 11 1174 p.P281L|SLC28A3 NM_022127 NP_071410 Q9HAS3 S28A3_HUMAN cellular (Potential). 4 AAATATGGTCGGA 0.507

- 7 1010 pt.2_Missense_Mu NM_001039803 NP_001034892 Q8IZL9 CDK20_HUMANProtein kinase. 1 TAGTCCGGCAGCT 0.572

+ 3 461 ss.2_RNA|ANKRD19_uc004asr.3_RNA 0 GCAACACTGCTCT 0.433

- 1 520 NM_205859 NP_995581 Q8NGT1 OR2K2_HUMANcellular (Potential). 1 AGTGATCGATGAG 0.537

- 8 785 se_Mutation_p.G22 NM_012212 NP_036344 Q14914 PTGR1_HUMAN 0 TCTGGCCGATAAC 0.403 rs146199919

- 1 25 J2_uc004bmj.1_In NM_001004451 NP_001004451 Q8NGS3 OR1J1_HUMAN cellular (Potential). 2 CGGACACGCTGCT 0.532

- 4 289 NM_000476 NP_000467 P00568 KAD1_HUMAN 0 TGACCTCGGACCG 0.632

+ 10 911 NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 CAGTTTGCGCAGG 0.428

+ 2 496_497 NM_001012715 NP_001012733 Q8NAJ2 CI106_HUMAN 0 CTCATGGGTGGG 0.609

- 5 754 ex.2_Missense_Mu NM_007371 NP_031397 Q15059 BRD3_HUMAN 8 AGACGGTGGGG 0.637

+ 3 210 NM_183241 NP_899064 Q9BUH6 CI142_HUMAN 0 TAGAAAGCCCGTT 0.657

- 30 5226 _Mutation_p.R162 NM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0 GCTCACCGGTGCA 0.652

+ 6 1010 XD1_uc011mgx.1_ NM_018390 NP_060860 Q9NUJ7 PLCX1_HUMAN 0 TCATCCGATACCT 0.657

+ 6 693 rf.1_Missense_Mut NM_004042 NP_004033 P54793 ARSF_HUMAN 2 AATTATGGGTTTG 0.498

+ 4 1126 NM_001649 NP_001640 Q13796 SHRM2_HUMAN Poly-Ala. 8 GCTGCGGCACAG 0.677

- 14 1715 e_Mutation_p.D229 NM_031892 NP_114098 Q96B97 SH3K1_HUMAN 0 CGGAGTCAAAAC 0.433

- 1 649 NM_153270 NP_695002 Q8N239 KLH34_HUMAN BTB. 1 CTGCCCTCGGTCT 0.657



+ 1 1488 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CCTCCCGACACTG 0.622

+ 18 2585 84_splice|SYTL5_u NM_001163335 NP_001156807 Q8TDW5 SYTL5_HUMAN 1 TCTTCAGGTGTGA 0.507

- 1 338 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN te tandem repeats of E-P-A 2 ctggggccggttctgagg 0.174

+ 1 660 NM_018094 NP_060564 Q8IYD1 ERF3B_HUMAN 1 AAATGGCCCTAGA 0.517

+ 2 806 NM_018969 NP_061842 Q9NS66 GP173_HUMAN cellular (Potential). 1 TCAAGGCCAATGA 0.547

- 13 1414 _p.R256Q|PFKFB1_ NM_002625 NP_002616 P16118 F261_HUMAN -2,6-bisphosphatase. 1 TTCTCCCGGTGTG 0.557

+ 6 1135 ense_Mutation_p.RNM_001145408 NP_001138880 Q15233 NONO_HUMAN DBHS. 4 GTGTGCGCTTTGC 0.512

+ 4 781 edf.2_Missense_M NM_014499 NP_055314 O00398 P2Y10_HUMAN lasmic (Potential). 5 CTCAAGCCCTTCA 0.512

+ 4 2453 emg.1_Missense_M NM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4 TTTGAGGATGAAG 0.338

+ 3 3433 sr.1_Missense_Mu NM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4 ATGACAGCCACAG 0.532

+ 1 132 1mts.1_Missense_ NM_006667 NP_006658 O00264 PGRC1_HUMANmenal (Potential). 0 GAGGATGTGGTGG 0.637

- 1 401 uc004fbf.1_RNA NM_004065 NP_004056 P51861 CDR1_HUMAN approximate repeats.|12. 0 GCTTCCGAAAAAT 0.453

+ 4 1259 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CCTGAGAGAACTC 0.468

- 2 2723 fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN lasmic (Potential). 2 GTTTTTCTGGATA 0.383

+ 7 1338 NM_005140 NP_005131 Q16280 CNGA2_HUMANcellular (Potential). 3 AATGTGGGCTCC 0.517

+ 8 1129 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 CCCGAAGAGTCAT 0.522

+ 11 2308 LXNB3_uc010nuk. NM_005393 NP_005384 Q9ULL4 PLXB3_HUMAN cellular (Potential). 1 CATTTCCGAGTGA 0.642

+ 9 1009 vf.2_Missense_Mu NM_001363 NP_001354 O60832 DKC1_HUMAN 0 GATGTGCTTGATG 0.433

+ 2 367 04ftf.2_5'UTR|NLG NM_014893 NP_055708 Q8NFZ3 NLGNY_HUMAN 0 ACCCTCATTGACA 0.463

- 9 913 nse_Mutation_p.W NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0 GTTGGTCCAGGG 0.562

- 13 1314 ka.2_Missense_Mu NM_004421 NP_004412 O14640 DVL1_HUMAN DEP. 0 GTCCGCCCCTGG 0.697

- 4 460 DK_uc001aie.2_Mi NM_023018 NP_075394 O95544 NADK_HUMAN 0 ATCTCTCATCTTC 0.602

- 2 860 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN 2 ggctctcttccttctccGA 0.413

- 29 4390 HP4_uc001alr.1_3'U NM_015102 NP_055917 O75161 NPHP4_HUMAN 1 TCCTCTCTGAACC 0.612

- 21 3362 ma.1_RNA|CHD5_u NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN case C-terminal. 12 GGGTACCATTGAA 0.567

- 4 602 ml.2_Missense_Mu NM_012405 NP_036537 O60725 ICMT_HUMAN 0 ACATGGCCGCCTT 0.502

+ 10 2963 TA1_uc010nzv.1_5 NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IPT/TIG. 9 GCCTGGGGTGCT 0.607

- 21 4459 p.L1217F|RERE_u NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 CACTGAGGCGAC 0.642

- 14 2165 RE_uc010nzx.1_Mi NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 CGGTGCCTACGAT 0.592

- 11 1467 77_splice|SLC2A5_ NM_003039 NP_003030 P22732 GTR5_HUMAN 3 GGGACCTGTAGG 0.647

- 20 2277 asb.2_Missense_MNM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1 CAGCTGCCTTCTT 0.453

- 3 325 _p.G92E|EXOSC1 NM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1 CGACACCCATGG 0.398

- 7 1350 atb.1_Splice_Site_ NM_005957 NP_005948 P42898 MTHR_HUMAN 0 CCCTCACCAGCGG 0.562

- 1 678 NM_001136561 NP_001130033 B2RXH8 B2RXH8_HUMAN 0 GAGAATCCACTTT 0.443

+ 8 3981 vj.2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMANng (Potential).|Pro-rich. 1 TGATGTCTGCCGC 0.403

+ 9 5916 p.D179N|PRDM2_u NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 CGTCCCGATGCTC 0.587

+ 6 530 NM_015849 NP_056933 P08218 CEL2B_HUMANPeptidase S1. 1 GGGGCTCTCCCT 0.567

+ 11 7379 p.1_Missense_Mut NM_015001 NP_055816 Q96T58 MINT_HUMAN n with MSX2 (By similarity). 15 CCCATTCCACTCC 0.502

- 6 886 m.2_Missense_Mu NM_001136204 NP_001129676 Q9P258 RCC2_HUMAN RCC1 4. 0 CAGGGCACCCAA 0.418

- 6 1887 NM_152232 NP_689418 Q8TE23 TS1R2_HUMAN cellular (Potential). 4 AGGCAGGTGGAG 0.622

- 104 15279 n_p.S726F|UBR4_ NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 AGGGAAGAACGG 0.468

- 35 4934 m.1_Missense_Mu NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CTTCCTCTTCCAC 0.502

- 1 508 e.2_Intron|CAPZB_ NM_004930 NP_004921 P47756 CAPZB_HUMAN 0 TCCGAGGGACTT 0.552

- 8 1875 KIF17_uc009vpx.2_ NM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4 TGCCCAGCGGCC 0.652

- 2 169 n_p.V29M|ECE1_u NM_001397 NP_001388 P42892 ECE1_HUMAN lasmic (Potential). 3 AGTCCACCAGGTC 0.706

- 77 10668 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN ike C2-type 21. 9 ACGTGGGCGATCC 0.622

- 57 7343 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN -like C2-type 9. 9 GGGTGACCCCAA 0.637



- 9 1065 mf.3_Missense_Mu NM_001039775 NP_001034864 Q8N1P7 AIM1L_HUMAN 1 CTTACCGTCCGGA 0.597

+ 2 679 NM_000911 NP_000902 P41143 OPRD_HUMAN lasmic (Potential). 2 TTGACCGCTACAT 0.572

- 6 1653 RS4_uc010ofy.1_3' NM_005626 NP_005617 Q08170 SRSF4_HUMAN r-rich (RS domain). 0 CCTCGACCTTCCC 0.542

- 4 1011 sd.2_Missense_Mu NM_014654 NP_055469 O75056 SDC3_HUMAN cellular (Potential). 2 TCTCTTCTTCTGG 0.617

+ 6 546 _p.A150V|KPNA6_ NM_012316 NP_036448 O60684 IMA7_HUMAN (major) (By similarity).|ARM 0 ATATTGCCTCTGG 0.453

+ 11 1292 ohj.1_Missense_Mu NM_005610 NP_005601 Q09028 RBBP4_HUMAN WD 6. 1 AGATATCTGATTT 0.363

+ 6 2076 522_uc010ohm.1_ NM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0 CTCAGTCCCCTCC 0.617

- 5 1243 n_p.V414I|RNF19B NM_153341 NP_699172 Q6ZMZ0 RN19B_HUMAN ical; (Potential). 0 CAATAACTGGGGA 0.463

- 13 2207 _p.G719D|PHC2_u NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 ACAGTGCCTGTTG 0.498

- 12 2058 669_splice|PHC2_u NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 TTGTACCTTCAGG 0.567

+ 10 1334 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN 1 GGTGGACCTGAT 0.443

+ 4 671 e_Mutation_p.P78 NM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3 CTGTTCCCTTGGA 0.542

+ 5 1659 _p.P479S|THRAP3_ NM_005119 NP_005110 Q9Y2W1 TR150_HUMAN 9 CACCTCCAGGGA 0.483

- 14 2093 NM_013285 NP_037417 Q13823 NOG2_HUMAN 2 CTTCTTCCAGTGT 0.333

- 2 368 n_p.D82N|RRAGC_ NM_022157 NP_071440 Q9HB90 RRAGC_HUMANP (By similarity). 1 GAAAATCCCATAT 0.408

+ 10 1584 NM_005857 NP_005848 O75844 FACE1_HUMAN 0 ATTATTCTCATCC 0.388

+ 55 7748 1cjl.1_Missense_M NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 TCCTATCCATGAC 0.572

+ 10 1529 0oki.1_Splice_Site_ NM_014663 NP_055478 O75164 KDM4A_HUMAN 1 TCCCAGGTTAGTT 0.502

+ 6 478 P76S|ATP6V0B_uc NM_004047 NP_004038 Q99437 VATO_HUMAN lasmic (Potential). 1 ACAGACCCCAAGG 0.517

- 22 3524 lg.1_Missense_Mu NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN lasmic (Potential). 18 AGGCACCAGGCA 0.657

+ 7 1410 _uc010oll.1_5'Flank NM_025077 NP_079353 Q96GM8 TOE1_HUMAN 1 CTTCCAGCATGAG 0.577 rs142271220

- 6 633 T1_uc001cpg.2_M NM_017739 NP_060209 Q8WZA1 PMGT1_HUMANmenal (Potential). 1 CCTCATCCTCATG 0.547

+ 2 351 SUN4_uc009vyg.1_ NM_199044 NP_950245 Q96CB9 NSUN4_HUMAN 0 ACTTTGCTGCCTG 0.493

- 8 1027 STIL_uc001crd.1_M NM_003035 NP_003026 Q15468 STIL_HUMAN 3 ACTTGCCTTTCTT 0.348

+ 10 1126 ctw.3_Missense_M NM_032864 NP_116253 Q8NAV1 PR38A_HUMAN 0 AGAGCCGGAGAG 0.348

+ 3 668 .1_Intron|FAM159ANM_001042693 NP_001036158 Q6UWV7 F159A_HUMAN 0 CCAGTCCCATAAA 0.498

+ 16 3071 1orf175_uc010oog NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0 TACTGAGGATGGG 0.597

+ 8 1064 cya.3_Missense_M NM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0 CCAAGGGGTCAGG 0.552

- 5 669 _p.S139F|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN MACPF. 4 GCGGGGAGCATC 0.398

- 5 1043 se_Mutation_p.H31 NM_145243 NP_660286 Q96E52 OMA1_HUMAN 1 GTTGATGAATATC 0.338

- 3 594 3_Intron|KANK4_u NM_181712 NP_859063 Q5T7N3 KANK4_HUMAN 6 GGCTGAAGTTTCG 0.562

- 10 1110 _p.A251V|DOCK7_ NM_033407 NP_212132 Q96N67 DOCK7_HUMAN 2 GGTTCTGCACACT 0.328

+ 20 2740 dbq.1_Missense_M NM_020925 NP_065976 Q5VU97 CAHD1_HUMANcellular (Potential). 2 AGGATCCCAGGAA 0.498

+ 7 832 opc.1_Missense_M NM_014787 NP_055602 O75061 AUXI_HUMAN 3 ACAAGCCCTACCG 0.478

- 11 1246 NM_000329 NP_000320 Q16518 RPE65_HUMAN 1 TCTCGTCACTGCA 0.473

- 12 2338 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TGCTTTCTTCCCA 0.478

- 3 1251 CBL2_uc001dmr.2_ NM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN 0 CTCTTCCTCCCAT 0.517

- 3 1011 CBL2_uc001dmr.2_ NM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN 0 TGGAGGTGGGGG 0.512

+ 11 2046 st.1_Missense_Mu NM_198460 NP_940862 Q6ZN66 GBP6_HUMAN 2 ATACTCCCTGGAT 0.393

+ 3 2983 dnn.2_Missense_M NM_001134479 NP_001127951 Q7L1W4 LRC8D_HUMAN 2 ATATTCCCTTTGC 0.393

- 4 3318 v.2_Intron|ZNF644_ NM_201269 NP_958357 Q9H582 ZN644_HUMAN C2H2-type 7. 3 AAGTGGCCTCTAA 0.363

+ 3 185 f146_uc010ote.1_I NM_001012425 NP_001012425 Q5VVC0 CA146_HUMAN 1 AAGTTCGATATTC 0.299

- 45 3760 .P1160S|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 CGGGAGGGCCCT 0.448

- 18 2156 OL11A1_uc001dun NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 CTGTGACCTTTGT 0.299

- 5 602 e_Mutation_p.W12 NM_001048210 NP_001041675 Q96S66 CLCC1_HUMAN 1 CCACTTCCATGTT 0.368

+ 3 575 dxw.2_3'UTR|CYB NM_182580 NP_872386 Q8N8Q1 C56D1_HUMAN b561.|Helical; (Potential). 0 GGACTGGTGGTCT 0.592

- 1 1830 NM_002232 NP_002223 P22001 KCNA3_HUMAN 5 TCATACCCCCCTC 0.517



- 2 694 ebp.1_Missense_M NM_019099 NP_061972 Q9NTI7 CA183_HUMAN 2 TTCTCCCCACCCT 0.592

+ 8 1156 ww.1_Missense_M NM_000701 NP_000692 P05023 AT1A1_HUMAN lasmic (Potential). 1 GCCACACTTGCTT 0.498

- 2 1130 _p.G181D|TRIM45 NM_025188 NP_079464 Q9H8W5 TRI45_HUMAN 1 CTGTAGCCTTTCA 0.512

- 5 818 _p.S154N|VTCN1_ NM_024626 NP_078902 Q7Z7D3 VTCN1_HUMANcellular (Potential). 0 AGGTGACTCCGC 0.453

- 15 2148 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 GACTAGGATCTGA 0.373

+ 14 1459 NM_003568 NP_003559 O76027 ANXA9_HUMAN Annexin 4. 0 TGAAAGGGGATTG 0.552

+ 7 1047 o.1_Missense_Mut NM_021222 NP_067045 Q86TP1 PRUNE_HUMAN 1 TCTGTCCCCATGT 0.502

+ 9 3715 _Mutation_p.G120 NM_020832 NP_065883 Q8N1G0 ZN687_HUMANC2H2-type 10. 4 TCTGTGGCAAGAG 0.617

- 6 1157 GZ_uc010pdc.1_Mi NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 AGCTTGGGATTCG 0.557

- 2 371 0pdc.1_Missense_ NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 ACATCACTGATTT 0.388

- 2 1127 NM_001004432 NP_001004432 Q6UY18 LIGO4_HUMAN ar (Potential).|LRR 10. 1 GGAGGTGAGGC 0.602

- 2 2866 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 TTTCCCGCTCCTG 0.333

- 3 6755 NM_002016 NP_002007 P20930 FILA_HUMAN rich.|Filaggrin 13. 16 CTGGATCCCCGGG 0.582

- 3 7173 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 TTTCTGCTGCCAC 0.453

- 4 956 NM_006694 NP_006685 O76095 JTB_HUMAN cellular (Potential). 0 ACATATCCTGTGG 0.443

- 3 464 ense_Mutation_p.A NM_152263 NP_689476 P06753 TPM3_HUMAN By similarity. 34 TTTCAGCTTCTTC 0.498

+ 21 2251 NM_020452 NP_065185 P98198 AT8B2_HUMAN lasmic (Potential). 2 GCCCGGGAGAAG 0.542

- 2 411 R_uc001ffk.2_5'UT NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 CCGGAGTCCTGG 0.562

- 3 456 NM_138300 NP_612157 Q9BRQ0 PYGO2_HUMAN Pro-rich. 1 GGGGGCTCCGAA 0.617

+ 10 2224 nse_Mutation_p.L5 NM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN B30.2/SPRY. 3 GGCTCTTGGAGTG 0.657

- 9 984 n_p.A321T|THBS3_ NM_007112 NP_009043 P49746 TSP3_HUMAN alcium-binding (Potential). 5 CGTGAGCACACTG 0.617

- 4 608 ation_p.E119K|SCA NM_005698 NP_005689 O14828 SCAM3_HUMAN lasmic (Potential). 3 GCAGCTCTCGCTC 0.577

+ 2 329 .2_Missense_Muta NM_014655 NP_055470 Q96H78 S2544_HUMAN 1 ATGGAGGACAAAC 0.512

- 18 2776 G5_uc009wrv.2_In NM_015327 NP_056142 Q9UPR3 SMG5_HUMAN PINc. 5 CCACTGGTGGCC 0.502

- 4 767 on_p.E252K|C1orf8 NM_144580 NP_653181 Q8WWB7 NCUG1_HUMANmenal (Potential). 2 GCTGCTCCTGCAT 0.607

- 3 179 1fpl.2_Missense_M NM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN G-patch. 1 GTCACCCTGAGAG 0.572

- 2 165 CRL1_uc001fri.2_M NM_052938 NP_443170 Q96LA6 FCRL1_HUMANPotential).|Ig-like C2-type 1. 7 ACTCACCGGCAG 0.483

+ 3 650 D_uc009wss.2_M NM_001766 NP_001757 P15813 CD1D_HUMAN cellular (Potential). 1 TGGCTGGGGGAG 0.647

- 2 307 1_Intron|CRP_uc0 NM_000567 NP_000558 P02741 CRP_HUMAN Pentaxin. 1 AAAATACTGTACC 0.443

+ 17 2476 _p.P782S|ATP1A2_ NM_000702 NP_000693 P50993 AT1A2_HUMAN ical; (Potential). 7 AACATCCCCGAGA 0.552

+ 10 1239 _p.T234I|NCSTN_ NM_015331 NP_056146 Q92542 NICA_HUMAN cellular (Potential). 2 TAAGAACTTCATT 0.483

- 4 561 _p.A130T|DEDD_uc NM_001039712 NP_001034801 O75618 DEDD_HUMAN 0 GAGGGCTCTGGG 0.473

+ 3 940 kd.1_Missense_M NM_001014443 NP_001014443 Q9UK80 UBP21_HUMAN 5 TATCCGCCCGGTC 0.577

+ 6 843 PPOX_uc001fyh.2_ NM_001122764 NP_001116236 P50336 PPOX_HUMAN 1 TGCTTTCCCAGTC 0.542

- 4 617 S5_uc009wvb.2_R NM_003617 NP_003608 O15539 RGS5_HUMAN RGS. 0 GAGCCTCCGTTTG 0.478

- 2 412 NM_199351 NP_955383 Q71H61 ILDR2_HUMAN .|Extracellular (Potential). 1 TCTCTGCCCCTGT 0.463

+ 15 1700 se_Mutation_p.P45 NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 CAGCGCCTCCAG 0.532

+ 5 893 ZL1_uc001geq.2_I NM_003953 NP_003944 O95297 MPZL1_HUMAN lasmic (Potential). 2 AGTCTGCCTTCTG 0.507

- 13 3902 NM_000130 NP_000121 P12259 FA5_HUMAN ndem repeats of [TNP]-L-S- 6 GGCTGAGGTCTAA 0.527

+ 7 1209 _p.P358L|FMO1_uc NM_002021 NP_002012 Q01740 FMO1_HUMAN 1 TCTTCCCTGCACA 0.483

+ 4 1524 gib.2_Missense_M NM_015935 NP_057019 Q8N6R0 MTL13_HUMAN 1 TGCAGCCCCTTGA 0.547

+ 2 202 c009wwf.2_Intron| NM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN 1 TGCGCAGGTAGG 0.348

- 11 1979 gjv.2_Missense_Mu NM_172071 NP_742068 Q5TC82 RC3H1_HUMAN Pro-rich. 2 TCAGGAGCAGATG 0.488

+ 10 1264 NM_015602 NP_056417 Q5JTV8 TOIP1_HUMAN ical; (Potential). 2 TTGCCTCTGGGA 0.433

+ 10 1830 NM_015602 NP_056417 Q5JTV8 TOIP1_HUMANmenal (Potential). 2 CTTAAAGTCAAGT 0.418

+ 38 9655 p.G1226E|CEP350 NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 CCGACGGGATCTT 0.443

+ 28 5050 NM_002293 NP_002284 P11047 LAMC1_HUMAN ial.|Domain II and I. 5 TACCATCTGGCTG 0.537



+ 68 10733 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 33. 23 GATTCGGGAAAGT 0.483

+ 12 1582 _p.V427I|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 CATGGCGTATCAT 0.294

+ 28 5835 wx.2_Missense_Mu NM_020443 NP_065176 Q8NEY1 NAV1_HUMAN 4 AGGACAGTCAAAG 0.502

+ 4 617 NM_198149 NP_937792 Q96DD7 SHSA4_HUMANmic (Potential).|Pro-rich. 0 GCTGGGCCCCCA 0.612

+ 5 382 NM_006335 NP_006326 Q99595 TI17A_HUMAN ical; (Potential). 0 GGGTCAGCCGCAA 0.398

+ 3 709 RNPEP_uc001gxf.2 NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 CCATCCCCTCCTA 0.527

+ 15 1304 R6_uc009xab.2_R NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN xtracellular (Potential). 10 AGCTGACCACACT 0.572

+ 20 3011 _p.D799N|ZC3H11A NM_014827 NP_055642 O75152 ZC11A_HUMAN 2 GAAGATGACCTTC 0.403

- 3 2183 _p.V599M|LRRN2_ NM_006338 NP_006329 O75325 LRRN2_HUMANcellular (Potential). 2 AGGCCACTTGCAG 0.637

- 2 554 bx.2_Missense_Mu NM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1 CCAGGCTGACCC 0.602

- 17 1891 _p.V261I|SLC26A9 NM_052934 NP_443166 Q7LBE3 S26A9_HUMAN STAS. 2 GGGAGACAGTCTG 0.612

+ 25 4167 p.G893R|CR1_uc0 NM_000573 NP_000564 P17927 CR1_HUMAN ar (Potential).|Sushi 21. 3 CCCTATGGAAAAG 0.468

- 13 2317 _Missense_Mutatio NM_001017402 NP_001017402 Q13751 LAMB3_HUMAN Domain II. 6 CTGTGACTGCGGG 0.587

+ 16 1849 _p.P500L|TRAF3IP NM_025228 NP_079504 Q9Y228 T3JAM_HUMAN lasmic (Potential). 2 TGCCTCCCAGAG 0.498

+ 11 1562 p.R523C|RCOR3_u NM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN Pro-rich. 1 CCACCCCGTCTAA 0.527

+ 7 924 e_Mutation_p.Q16 NM_016448 NP_057532 Q9NZJ0 DTL_HUMAN 0 AAGAAACAGAATT 0.388

- 7 653 uh.1_Missense_Mu NM_006085 NP_006076 O95861 BPNT1_HUMAN 1 CATCTGGTCCTGC 0.428

+ 11 1714 un.1_Missense_Mu NM_018650 NP_061120 Q9P0L2 MARK1_HUMAN 10 AAACCACCTGAAG 0.299

- 9 1008 DA_uc010pus.1_M NM_022831 NP_073742 Q96BJ3 AIDA_HUMAN 0 GGCCCAGGTTTAA 0.358

+ 3 679 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 AAGTTGCCAAAAA 0.318

- 3 218 VL_uc010pve.1_5'U NM_002533 NP_002524 O15381 NVL_HUMAN 2 TTTCTACCTGAAT 0.294

- 7 1095 nse_Mutation_p.A2 NM_013328 NP_037460 Q96C36 P5CR2_HUMAN 0 CCAGGGCCAGGC 0.612

- 1 327 n_p.R83*|LEFTY2_ NM_003240 NP_003231 O00292 LFTY2_HUMAN 0 CACCTCGGAAGCT 0.687

- 7 1396 NM_022735 NP_073572 Q9H3P7 GCP60_HUMAN GOLD. 0 TCGCTGGACTCAC 0.473

- 4 874 47_uc001hrf.2_5'F NM_023007 NP_075383 Q9H9V9 JMJD4_HUMAN JmjC. 0 CAGCAAGCTGGT 0.647

+ 55 14734 sn.2_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN IQ. 28 AGGAAGGGCCCA 0.602

- 2 435 M17_uc001hsw.2_I NM_016102 NP_057186 Q9Y577 TRI17_HUMAN RING-type. 1 CAGATGGAGCACG 0.403

+ 4 2114 fd.1_Missense_Mu NM_014777 NP_055592 Q14146 URB2_HUMAN 3 AAGATAGAGAAG 0.443

+ 4 989 _p.G181S|C1orf124 NM_032018 NP_114407 Q9H040 CA124_HUMAN 0 TATTACGGCTATG 0.517

+ 1 1829 NM_019090 NP_061963 Q9P2G4 K1383_HUMAN 1 ACCTAGCCTGGT 0.448

- 5 795 fu.2_RNA|PCNXL2 NM_014801 NP_055616 A6NKB5 PCX2_HUMAN 2 GAGGTAGATGACA 0.438

- 9 895 o.2_RNA|ARID4B_ NM_015014 NP_055829 P42696 RBM34_HUMAN RRM 2. 1 CAAAAACCGATCT 0.338

- 6 773 1hws.3_Splice_Site NM_016374 NP_057458 Q4LE39 ARI4B_HUMAN 3 CAAAAACTATGAG 0.368

- 5 2142 xs.1_RNA|LYST_uc NM_000081 NP_000072 Q99698 LYST_HUMAN 12 AAGTTTCCCTGCA 0.408

- 3 311 nse_Mutation_p.L46 NM_000081 NP_000072 Q99698 LYST_HUMAN 12 GGACAAGGTACTG 0.428

- 13 2773 e_Mutation_p.G758 NM_002508 NP_002499 P14543 NID1_HUMAN roglobulin type-1. 2 TGCTGCCGTGGC 0.716

+ 79 11187 ya.1_Missense_M NM_001035 NP_001026 Q92736 RYR2_HUMAN 33 ATATATGGCCTATG 0.358

+ 1 811 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Potential. 12 GATTTGCTTTCAG 0.408

- 5 505 ibk.2_Missense_M NM_022743 NP_073580 Q9H7B4 SMYD3_HUMAN SET. 0 TCTTCAGTCAGTT 0.368

+ 1 340 NM_001004136 NP_001004136 Q6IF00 OR2T2_HUMAN Name=3; (Potential). 1 GAATTCTTCCTGC 0.537

+ 1 37 NM_001013355 NP_001013373 Q5TZ20 OR2G6_HUMANcellular (Potential). 3 GGATTTCTTCTCC 0.423

- 3 380 ihz.2_Missense_M NM_024803 NP_079079 A6NHL2 TBAL3_HUMAN 1 AGTAACGGCCTCG 0.632

- 1 367 107B_uc010qbu.1_ NM_031453 NP_113641 Q9H098 F107B_HUMAN 4 AGCCACGCCGGA 0.552

+ 2 558 ense_Mutation_p.E NM_024670 NP_078946 Q9H5I1 SUV92_HUMAN Pre-SET. 3 ATCTATGAATGCA 0.403

+ 6 1420 e_p.E212_splice|P NM_032812 NP_116201 Q6UX71 PXDC2_HUMAN 4 AAAGAAGTAAGTG 0.438

- 1 608 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 CTTCCTCTTCGTC 0.657

- 7 1067 p.H211L|ZNF438_u NM_182755 NP_877432 Q7Z4V0 ZN438_HUMAN 2 CTGCCATGGGTGT 0.557



+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGTGGAAAG 0.502

+ 9 1532 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3 AGTCGAGTGACGC 0.438

+ 6 1416 _p.S409F|RET_uc0 NM_020975 NP_066124 P07949 RET_HUMAN cellular (Potential). 451 CCTACTCCCTCTC 0.617

+ 7 787 _p.G211D|NCOA4_ NM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2 CATCCGGTATTGT 0.348

- 2 176 n_p.D8N|EGR2_uc NM_001136177 NP_001129649 P11161 EGR2_HUMAN 2 TTTTGTCTACGGC 0.557

- 15 2158 mw.2_Missense_M NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 TGAAATCAGCAAC 0.378

- 3 728 41_splice|RUFY2_ NM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN 1 TCCTTACTTCAGA 0.463

+ 2 1640 NM_030625 NP_085128 Q8NFU7 TET1_HUMAN 9 GAACTTCCTGGTG 0.507

+ 5 804 p.D233N|DDX50_u NM_024045 NP_076950 Q9BQ39 DDX50_HUMANcase ATP-binding. 1 TTCAAAGATATAA 0.373

+ 2 187 G21R|VPS26A_uc0 NM_004896 NP_004887 O75436 VP26A_HUMAN 0 AATGATGGGGAAA 0.348

+ 2 369 NM_019058 NP_061931 Q9NX09 DDIT4_HUMAN 1 GCGAGTCCCTGGA 0.726

- 18 3667 p.G305D|USP54_u NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 GTTTCACCATTAG 0.512

- 30 5525 p.D574N|DLG5_uc NM_004747 NP_004738 Q8TDM6 DLG5_HUMAN nylate kinase-like. 8 CAATGTCCAGGAG 0.612

- 8 1035 L1P_uc001kbf.2_In NM_003019 NP_003010 P35247 SFTPD_HUMAN C-type lectin. 1 ACCAGGGACTCTC 0.567

+ 2 575 NM_002729 NP_002720 Q03014 HHEX_HUMAN Homeobox. 1 GTCTGGCCAAGAT 0.637

+ 2 600 92K|CYP2C19_uc0 NM_000772 NP_000763 P33260 CP2CI_HUMAN 5 CATGGAGAGGAG 0.433

- 7 1239 nse_Mutation_p.P2 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 CCTTGGGGATGAG 0.453

- 28 3425 m.2_Missense_Mu NM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3 GCTGCTCCTTGCC 0.587

- 14 1715 ou.1_Missense_M NM_015179 NP_055994 Q5JTH9 RRP12_HUMAN 3 TGTGGGGGAAATG 0.597

- 20 2147 knr.2_Missense_M NM_022362 NP_071757 Q96T76 MMS19_HUMAN 0 ACTGAGGGCTCC 0.478

+ 13 2059 A4G_uc001krx.2_M NM_017893 NP_060363 Q9NTN9 SEM4G_HUMAN lular (Potential).|PSI. 1 CCACCACCATAGC 0.627

+ 6 1519 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1 AAGATTCTCGTCT 0.637

- 4 435 0qqu.1_Missense_ NM_014631 NP_055446 Q5TCZ1 SPD2A_HUMAN PX. 0 AGTATTCATCGAT 0.592

+ 9 1071 p.1_Missense_Mut NM_014720 NP_055535 Q9H2G2 SLK_HUMAN Glu-rich. 8 GTATCGCCAGCTC 0.353

+ 2 190 NM_001008723 NP_001008723 Q5T655 CC147_HUMAN 5 AAGAAATGGAAAG 0.388

+ 3 1151 el.2_Missense_Mut NM_004281 NP_004272 O95817 BAG3_HUMAN 2 AGCCAGGAGCAG 0.657

+ 20 2453 ep.2_Missense_Mu NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2 GGTATCAGGTCTC 0.358

- 7 1005 1les.1_Missense_M NM_024834 NP_079110 Q9BTE3 MCMBP_HUMAN 0 GCAGGGCCCTTC 0.398

- 9 2256 .1_Missense_Muta NM_018180 NP_060650 Q7L7V1 DHX32_HUMAN 4 GTTCAGCTCGAAT 0.423

- 19 2578 qul.1_Missense_M NM_003474 NP_003465 O43184 ADA12_HUMAN ical; (Potential). 9 CGGCAGCAAGAA 0.418

- 13 2828 av.1_Missense_Mu NM_002417 NP_002408 P46013 KI67_HUMAN 7 TCTGTAGACCTTC 0.413

- 3 359 BNIP3_uc010qut.1_ NM_004052 NP_004043 Q12983 BNIP3_HUMAN 2 GAAGCTCTGTTGG 0.423 rs143231747

+ 17 2119 yba.1_Missense_M NM_001105521 NP_001098991 1 ATGGTGGATCTGG 0.617

+ 18 2203 yba.1_Nonsense_M NM_001105521 NP_001098991 1 TTGGACCAGGCC 0.632

+ 3 886 se_Mutation_p.S26 NM_152911 NP_690875 Q6QHF9 PAOX_HUMAN 0 CAGTGTCGGTAGA 0.582 rs139393085

+ 2 432 ybv.1_Missense_M NM_030783 NP_110410 Q9BVG9 PTSS2_HUMAN cellular (Potential). 0 GAAACACCTCAGG 0.562

+ 9 1193 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 GCCCCGGCACCTG 0.652

+ 16 1990 NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN VWFD 2. 0 AGCGTGGAGAATG 0.657

+ 1 240 uc001lwe.2_Intron NM_004356 NP_004347 P60033 CD81_HUMAN lasmic (Potential). 0 TGGGAGTGGAGG 0.338

+ 1 353 NM_001004759 NP_001004759 Q8NGJ9 O51T1_HUMAN cellular (Potential). 3 TTCATGCCCGGGA 0.493

+ 1 847 NM_001004749 NP_001004749 Q8NH64 O51A7_HUMAN Name=7; (Potential). 2 TTGGTGCCGCCC 0.458

+ 1 583 _uc001mam.1_Int NM_001004756 NP_001004756 B2RNI9 B2RNI9_HUMAN 0 CACCAGGAAGTG 0.517

- 1 49 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMAN cellular (Potential). 0 TGCCAGGAAGGA 0.453

- 4 508 f.3_5'UTR|SBF2_u NM_030962 NP_112224 Q86WG5 MTMRD_HUMAN DENN. 3 TGGATACCAACAC 0.358

- 15 2146 5A12_uc001mrb.2_ NM_178498 NP_848593 Q1EHB4 SC5AC_HUMAN lasmic (Potential). 2 AAATGCCATATTG 0.358

+ 3 720 e_Mutation_p.P101 NM_002901 NP_002892 Q15293 RCN1_HUMAN 1 GGAAACCCCGCA 0.453

+ 4 570 e_Mutation_p.G101 NM_021117 NP_066940 Q49AN0 CRY2_HUMAN NA photolyase. 1 TGAATGGGCAGAA 0.567



+ 3 753 0652_uc001ncz.2_ NM_001142673 NP_001136145 O75143 ATG13_HUMAN 0 CTCAAGGTAATGT 0.383

+ 9 1687 n.1_Missense_Mut NM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11 TCAATTCCGCCAA 0.522

- 1 269 NM_001005245 NP_001005245 Q96RB7 OR5MB_HUMANcellular (Potential). 0 GAAATGGTCTTCT 0.443

- 3 344 nko.1_Missense_M NM_004223 NP_004214 O14933 UB2L6_HUMAN 1 ATCTGTCCGTTCT 0.547

+ 6 1173 Missense_Mutation_ NM_001085458 NP_001078927 O60716 CTND1_HUMAN 6 CTGCTACCCTTCC 0.507

+ 4 948 A14_uc001npk.2_M NM_032597 NP_115986 Q96JA4 M4A14_HUMAN ical; (Potential). 1 CTTTCACCATTCT 0.368

+ 3 457 yna.2_Missense_M NM_152866 NP_690605 P11836 CD20_HUMAN lasmic (Potential). 5 CCCGGCAGAGCC 0.438

+ 12 2144 D6_uc001nqs.2_Int NM_006725 NP_006716 P30203 CD6_HUMAN lasmic (Potential). 1 CCTTCGGAGGAG 0.612

- 5 10006 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 CCACCTCTCCTTT 0.403

- 19 1402 MAP4K2_uc001obi NM_004579 NP_004570 Q12851 M4K2_HUMAN 2 GGGAGCTGTTGG 0.672

- 5 800 NM_080668 NP_542399 Q96FF9 CDCA5_HUMAN 0 TCTCGGGTGGTG 0.572

+ 9 1223 _p.G288D|FRMD8_ NM_031904 NP_114110 Q9BZ67 FRMD8_HUMAN FERM. 2 GCGAGGGCACAC 0.667

+ 19 3831 M2A_uc001ojz.1_N NM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN LRR 2. 9 CTCCTGGTCTGCA 0.532

+ 23 4804 g.2_Missense_Mu NM_002335 NP_002326 O75197 LRP5_HUMAN ytoplasmic (Potential).|Pro-r 7 CCCCCACCCACGC 0.662

- 22 5384 ation_p.L1174Q|uc NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 TGTTGCAGTATCG 0.512

+ 1 2762 NM_014786 NP_055601 Q96PE2 ARHGH_HUMAN 0 TTCTGTCCCCGAG 0.632

+ 3 226 p.L21F|RELT_uc00 NM_152222 NP_689408 Q969Z4 TR19L_HUMAN 1 TGGCCTCTCGCCA 0.602

+ 5 986 rs.1_Missense_Mu NM_007256 NP_009187 O94956 SO2B1_HUMAN Name=4; (Potential). 2 GCTGGGCGTGGG 0.607

- 5 548 TS4_uc001oyu.1_M NM_033547 NP_291025 Q96HW7 INT4_HUMAN HEAT 2. 2 TGCCAAGTAACTG 0.353

+ 6 2302 su.1_Missense_Mu NM_015885 NP_056969 O94913 PCF11_HUMAN 1 CAGATTCCTAAAG 0.388

+ 8 2515 su.1_Missense_Mu NM_015885 NP_056969 O94913 PCF11_HUMAN Gly-rich. 1 GATAAACCATTTG 0.403

+ 8 2965 u.1_Missense_Mut NM_015885 NP_056969 O94913 PCF11_HUMAN Gly-rich. 1 CCTGTGGGTGGT 0.542

+ 4 755 to.1_RNA|C11orf73 NM_016401 NP_057485 Q53FT3 CK073_HUMAN 0 TTCATTCCGGCAA 0.358

+ 4 3946 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 CTAAAACTGGGAT 0.458

+ 9 5593 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 GTAGCCCCCAACT 0.463

+ 5 996 uc001pen.1_RNA NM_001098672 NP_001092142 Q6MZM0 HPHL1_HUMAN e 2.|Extracellular (Potential 3 ACTTCCCGGAGC 0.468 rs141998596

+ 2 1072 NM_015036 NP_055851 O94919 ENDD1_HUMAN 0 CTCATGGGCTTCA 0.428

- 2 253 1piz.2_Missense_M NM_032424 NP_115800 Q8NCY6 K1826_HUMAN 1 TCTTTCCTTTTCG 0.348

- 6 865 vz.1_Missense_Mu NM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5 TACCATGTCTGTT 0.403

+ 2 825 pns.2_3'UTR|uc010rwu.1_5'Flank P13591 NCAM1_HUMAN lasmic (Potential). 1 CACAGACAAAGGA 0.502

+ 3 1317 LL_uc001psz.1_Mis NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 GAGGATGAGGATT 0.458

- 2 1260 zal.2_Missense_Mu NM_182557 NP_872363 Q86UU0 BCL9L_HUMAN 2 CCCCTGCCTGGG 0.642

+ 4 846 PPC4_uc001pup.2_ NM_016146 NP_057230 Q9Y296 TPPC4_HUMAN 0 CTATCAGGTAAGT 0.428

- 4 1259 n_p.E118K|TRIM29 NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 CAAATTCCTACCA 0.557

- 1 681 M29_uc001pxa.2_R NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 AGGCAGGACTTGA 0.662

+ 7 1667 NM_005422 NP_005413 O75443 TECTA_HUMAN 10 TGTGCAGTGTGAG 0.577

+ 8 1965 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 AAGGTGTTCTTCC 0.423

+ 8 2007 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 AGGACCAGGATTT 0.438

+ 1 596 1_5'Flank|NCAPD3 NM_052875 NP_443107 Q4G0F5 VP26B_HUMAN 0 CGGTCTCCGGGAA 0.587

+ 14 2015 p.E575G|B4GALNT NM_173593 NP_775864 Q6L9W6 B4GN3_HUMANmenal (Potential). 2 CTCTGGAGGTCAC 0.597

- 9 857 issense_Mutation_ NM_134424 NP_602296 P43351 RAD52_HUMAN 1 TCCACGGCGGATG 0.463

- 31 3059_306001qjs.1_Missense_ NM_172364 NP_758952 Q7Z3S7 CA2D4_HUMANcellular (Potential). 1 ACTCGAGGGTTTG 0.614

- 4 751 sense_Mutation_p NM_001065 NP_001056 P19438 TNR1A_HUMAN .|Extracellular (Potential). 3 TCACAGGAGAGG 0.587

- 5 570 _p.E118K|KLRC1_ NM_002259 NP_002250 P26715 NKG2A_HUMAN .|Extracellular (Potential). 0 TTCTTTCCTTACC 0.373

- 4 866 _p.P144S|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TGGAGGAGATCG 0.607

- 18 3878 af.1_Intron|LRP6_ NM_002336 NP_002327 O75581 LRP6_HUMAN cellular (Potential). 12 TTGGAGGTTCTTC 0.428

- 11 2367 _p.S707L|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 6. 2 AGCAGCGAGATGG 0.463



+ 12 1431 p.S310N|IRAK4_uc NM_001114182 NP_001107654 Q9NWZ3 IRAK4_HUMANProtein kinase. 0 TTGCTAGTCAATG 0.313

- 15 4315 NM_003482 NP_003473 O14686 MLL2_HUMAN rich.|PHD-type 4. 41 GTGAGGGGTCGG 0.582

+ 13 1843 _p.C559Y|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 AGTCCTGCTGTAG 0.597

+ 13 1852 n_p.S562I|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 GTAGGAGTGAGCC 0.592

- 3 473 n_p.P94L|POU6F1 NM_002702 NP_002693 Q14863 PO6F1_HUMAN Gln/Pro-rich. 1 GGCTGGGGCACG 0.612

+ 3 873 A1_uc009zmb.1_M NM_002135 NP_002126 P22736 NR4A1_HUMAN 0 CAGCCTCCAGCC 0.667

+ 13 1367 CKAP1L_uc010so NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 TACCACCTTCAGT 0.393

- 1 475 NM_001005493 NP_001005493 A6NF89 OR6C6_HUMAN Name=4; (Potential). 2 CCATGACCAATGG 0.413

+ 13 1330 sil.2_Missense_M NM_001345 NP_001336 P23743 DGKA_HUMAN 4 ACCATGGATGATT 0.507

+ 7 726 Flank|MYL6_uc001 NM_002475 NP_002466 P14649 MYL6B_HUMAN EF-hand 3. 0 CTGCAGCCTTCTT 0.597

+ 15 1954 se_Mutation_p.S4 NM_004990 NP_004981 P56192 SYMC_HUMAN 5 ATAATTCTGAGCT 0.542

+ 9 1288 0srs.1_Missense_M NM_001146258 NP_001139730 Q8TBX8 PI42C_HUMAN PIPK. 3 AAGCAGCTCATGC 0.478

- 2 810 NR_026825 0 CAGCAGCAGCCT 0.473

+ 2 715 NM_018656 NP_061126 Q7Z769 S35E3_HUMAN ical; (Potential). 0 GTTTTAGTTACAT 0.308

+ 3 949 uc001svy.1_5'Flank NM_014505 NP_055320 Q86W47 KCMB4_HUMANcellular (Potential). 0 ACTCATGATGAGA 0.493

+ 16 3975 AV3_uc010sub.1_M NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Ser-rich. 17 ACTGAGGGTGTGA 0.498

- 4 706 NM_014167 NP_054886 Q9P031 TAP26_HUMAN 0 TGGCCCTTTTTAG 0.343

- 1 569 taz.2_Missense_M NM_001946 NP_001937 Q16828 DUS6_HUMAN Rhodanese. 0 TCGTTGCCCAGCT 0.632

+ 2 415 NM_005230 NP_005221 P41970 ELK3_HUMAN ETS. 1 CTGTGGGGACTC 0.473

- 4 314 kk.1_Missense_Mu NM_006166 NP_006157 P25208 NFYB_HUMAN A domain. 1 TTCATGCTGTCCT 0.299

+ 12 2008 oc.2_Missense_Mu NM_001093 NP_001084 O00763 ACACB_HUMAN in carboxylation. 8 GGGGAGTGACTC 0.552

+ 7 1118 e_Mutation_p.Q28 NM_153348 NP_699179 Q8N3Y1 FBXW8_HUMAN 3 CAGGTTCAGTACC 0.408

- 8 2126 NM_000620 NP_000611 P29475 NOS1_HUMAN 7 GGAGTTCCAGACT 0.622

- 10 1536 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15 GTCGTGGAGGAG 0.642

+ 4 1791 _p.A586T|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 GTAGAGGCCCAG 0.667

- 30 3693 LE_uc010tbq.1_RN NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTACGAGGCCGAA 0.592

+ 3 252 nse_Mutation_p.R1 NM_152705 NP_689918 Q9Y2S0 RPAC2_HUMAN 0 AATAAAAGATTTCT 0.433

+ 7 694 ALTL_uc001utn.3_ NM_194318 NP_919299 Q6Y288 B3GLT_HUMANmenal (Potential). 2 GTATTCCACTTGT 0.403

+ 9 1401 NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 CTCAACCCAGCAC 0.378

- 1 1376 NM_145203 NP_660204 Q8N752 KC1AL_HUMAN 1 TTGCCTGTCTGGG 0.453

- 1 1349 NM_145203 NP_660204 Q8N752 KC1AL_HUMAN 1 CCCTGCCCACTGG 0.458

+ 1 4519 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANar (Potential).|CSPG 10. 11 ATAAATCCCCTCA 0.418

+ 11 1477 e.3_Missense_Mut NM_024561 NP_078837 Q6N069 NAA16_HUMAN TPR 5. 1 CACTTTGATAAAC 0.343

- 13 1257 TI1_uc001uyx.1_3 NM_001002264 NP_001002264 Q96J88 ESIP1_HUMAN 1 AGTTCAGGAATCA 0.403

+ 8 1010 uzs.2_Missense_M NM_018559 NP_061029 Q8IXQ4 K1704_HUMAN 2 TTTGACCGTGATA 0.348

- 1 1154 1vce.2_Nonsense_ NM_001162498 NP_001155970 P43657 LPAR6_HUMAN Name=1; (Po p.?(4) 4 GCACCCATACAAA 0.403

+ 10 2267 adh.2_Missense_M NM_031915 NP_114121 Q96T68 SETB2_HUMAN SET. 2 CTAGAACTGCTAA 0.338

+ 1 769 177I|TRIM13_uc00 NM_173605 NP_775876 Q8N5I3 KCNRG_HUMAN 0 GACCTGGTTTTCC 0.438

+ 9 2077 _p.R626H|CKAP2_ NM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2 TGAGACGTTCTCG 0.363

- 11 2500 _p.I545V|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 CTTGTATTGTCCT 0.438

+ 2 390 _Mutation_p.V29I|P NM_006346 NP_006337 Q8WXW3 PIBF1_HUMAN 2 ACAACAGTTCCTA 0.343

- 15 2962 C1D4_uc010aer.2_ NM_014832 NP_055647 O60343 TBCD4_HUMAN 6 TTTCTGGACTGGA 0.323

+ 19 1299 e_Mutation_p.D357 NM_144777 NP_659001 O95171 SCEL_HUMAN imate tandem repeats.|7. 5 AAAGTGGATCCTG 0.333

- 1 2685 NM_052910 NP_443142 Q96PX8 SLIK1_HUMAN cellular (Potential). 5 GTCTCCGCCAACC 0.567

- 2 2755 afe.1_Missense_M NM_032229 NP_115605 Q9H5Y7 SLIK6_HUMAN lasmic (Potential). 3 GCTGAAGTTCCCT 0.403

+ 5 1589 NM_004466 NP_004457 P78333 GPC5_HUMAN 5 GTGCTAATGAATT 0.373

+ 3 1006 nse_Mutation_p.E6 NM_144778 NP_659002 Q5VZF2 MBNL2_HUMANC3H1-type 2. 0 TCGAGAGAGAACT 0.393



- 4 1304 NM_000452 NP_000443 Q12908 NTCP2_HUMAN ical; (Potential). 4 TAACCCGCCACAG 0.433

- 4 1222 NM_000452 NP_000443 Q12908 NTCP2_HUMAN ical; (Potential). 4 CCACAGCTATGAG 0.458

+ 1 781 NM_002929 NP_002920 Q15835 RK_HUMAN Protein kinase. 2 AAGAAGCGGCTG 0.657

+ 1 439 NM_172194 NP_751944 Q8NH05 OR4Q3_HUMAN Name=4; (Potential). 3 TTGGTTCTTGCCT 0.493

- 22 3198 f.1_RNA|TEP1_uc0 NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 CGTGCGGCCTCT 0.537

- 1 457 NM_001001968 NP_001001968 Q8NH40 OR6S1_HUMAN Name=4; (Potential). 2 GTCCCCCCACCCA 0.607 rs150354315

- 7 1225 war.1_Splice_Site_ NM_020920 NP_065971 Q9HCK8 CHD8_HUMAN 10 CCCTCACCTCCTT 0.254

+ 7 1095 TOX4_uc010tlu.1_N NM_014828 NP_055643 O94842 TOX4_HUMAN 1 CAGCTTCAATAGA 0.537

+ 2 497 se_Mutation_p.A1 NM_182908 NP_878912 Q13268 DHRS2_HUMAN 2 CCTGTGCTAGGCT 0.597

+ 3 1526 on_p.A94V|NFATC NM_004554 NP_004545 Q14934 NFAC4_HUMAN RHD. 3 CCTCTGCCCTACC 0.612

+ 2 2631 n.2_Missense_Muta NM_001173 NP_001025226 Q13017 RHG05_HUMAN 5 CTTTCACCCTTCC 0.418

- 1 1385 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Pro-rich. 9 TCTGAAGGGGAC 0.493 rs17857204

+ 11 2029 anf.2_Missense_Mu NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7 ATCACACATGGTG 0.393

+ 20 5224 we.3_Missense_M NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7 TCAGTGCCTTCTG 0.393

- 5 363 nj.1_Intron|POLE2 NM_002692 NP_002683 P56282 DPOE2_HUMAN 2 AATTTGGTGCAGG 0.418

+ 2 594 sense_Mutation_p NM_014315 NP_055130 Q9Y2U9 KLDC2_HUMAN Kelch 1. 1 TGCCTAGAGAAGA 0.279

+ 2 1103 NM_001663 NP_001654 P62330 ARF6_HUMAN 0 GGGACGGACTCTA 0.522

- 18 2524 wxz.2_Missense_Mu NM_004196 NP_004187 Q00532 CDKL1_HUMANProtein kinase. 2 GCTCAGGGGAGC 0.587

- 12 2899 e_Mutation_p.Q88 NM_007361 NP_031387 Q14112 NID2_HUMAN EGF-like 4. 7 TGCACTGGTGCC 0.567

- 14 1718 se_Mutation_p.M41 NM_020784 NP_065835 Q9P2K2 TXD16_HUMAN Thioredoxin. 0 AAATGCCATGGAT 0.318

- 2 529 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4 ATGAGAGATGTGT 0.458

- 2 450 2_5'Flank|SLC38A NM_020810 NP_065861 Q32P41 TRMT5_HUMAN 3 CTGGGCGCTGCA 0.378

+ 49 10131 _p.E3301K|SYNE2 NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN ic (Potential).|Potential. 14 AAACAAGAGGAAT 0.448

- 2 191 on_p.T3I|ZBTB25_ NM_006977 NP_008908 P24278 ZBT25_HUMAN BTB. 2 CTGGCAGTGTCC 0.368

- 1 502 5'UTR|VTI1B_uc00 NM_006370 NP_006361 Q9UEU0 VTI1B_HUMAN Cytoplasmic (Potential). 0 TCCCCGCCGTCC 0.701

+ 3 1320 NM_152331 NP_689544 Q8N9L9 ACOT4_HUMAN 0 TGTTACCCTGGGA 0.507

+ 2 1432 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 GCATCTCCCTGAA 0.572

- 2 3182 se_Mutation_p.R98 NM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2 GAGGCTCTGATAA 0.388

+ 2 456 1xrh.2_Missense_MNM_001042430 NP_001035895 Q53FD0 F164C_HUMAN 1 CAGCAAGATCCAG 0.473

- 21 2816 _p.P107S|NEK9_uc NM_033116 NP_149107 Q8TD19 NEK9_HUMAN ch.|Interaction with NEK6. 5 ACGCAGGAGGAG 0.537

+ 20 2065 0asq.1_Missense_M NM_020431 NP_065164 Q9P1W3 TM63C_HUMAN ical; (Potential). 0 CTTGCCCCATCAT 0.547

- 7 1728 _p.R429H|KCNK10 NM_021161 NP_066984 P57789 KCNKA_HUMAN lasmic (Potential). 5 TTCAGGCGCAGG 0.602

+ 8 1325 nse_Mutation_p.G1 NM_001102366 NP_001095836 Q7Z3D6 CN159_HUMAN 3 CGGAGGTGAGCA 0.612

- 10 978 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN 5 CTGCCCTGGAAAA 0.333

- 21 6616 uf.1_Missense_Mu NM_004239 NP_004230 Q15643 TRIPB_HUMAN 13 GCCCGGGCCCAC 0.507

- 3 821 ion_p.S198N|DDX NM_020414 NP_065147 Q9GZR7 DDX24_HUMAN binding.|ATP (By similarity). 4 TTCCCACTTCCTT 0.408

- 20 3519 NM_018036 NP_060506 Q96BY7 ATG2B_HUMAN 3 CTGAGAGAAAACT 0.363

+ 1 234 N|PPP2R5C_uc001 NM_002719 NP_002710 Q13362 2A5G_HUMAN 2 ATTCGAGGTAAGT 0.468

+ 36 7593 C1H1_uc001ykt.1_5 NM_001376 NP_001367 Q14204 DYHC1_HUMAN 10 AACCATCCCGACT 0.622

- 11 1379 AGE_uc001ylh.2_In NM_014226 NP_055041 Q9UQ07 MOK_HUMAN 4 TCAAGGGTCTCAG 0.577

- 12 2651 PP1R13B_uc001yo NM_015316 NP_056131 Q96KQ4 ASPP1_HUMAN Pro-rich. 1 TGGCATCTGATGA 0.572

+ 1 2347 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 CCACTTCCATTTA 0.493

- 18 2672 zbl.1_Missense_Mu NM_004667 NP_004658 O95714 HERC2_HUMAN 13 CCAGACCTAAACC 0.542

+ 63 9078 ar.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN Name=M'; (Potential). 10 TGACGTCCATCTT 0.473

+ 7 2622 _p.E851K|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 AATCAAGAACAGA 0.517

+ 2 333 uc001zmk.3_RNA| NM_002875 NP_002866 Q06609 RAD51_HUMAN 0 AATGCAGATACTT 0.378

+ 4 869 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3 AGCCAGCGAAGG 0.602



- 7 1051 O80_uc010ucu.1_R NM_017553 NP_060023 Q9ULG1 INO80_HUMAN f conserved components AC 4 GCCATACTTTCCT 0.468

- 23 4537 _p.D714N|STRC_u NM_153700 NP_714544 Q7RTU9 STRC_HUMAN 0 CAAAGTCTGAGAG 0.547 rs149597053

+ 11 1522 n_p.F445I|SQRDL_ NM_021199 NP_067022 Q9Y6N5 SQRD_HUMAN 1 AAGTTGTTTCATC 0.488

- 64 8358 N1_uc010beo.1_R NM_000138 NP_000129 P35555 FBN1_HUMAN e 47; calcium-binding. 3 AAGTAACCAGGTG 0.493

- 11 1202 zxm.2_Nonsense_M NM_152647 NP_689860 Q96M60 CO033_HUMAN 1 AGTTTCCAGTGGA 0.318

+ 8 1075 OD3_uc010bfc.1_R NM_014547 NP_055362 Q9NYL9 TMOD3_HUMAN 1 ACCCTGGCAGAG 0.463

- 18 2717 _p.P859S|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1 TGGAAGGATTGGG 0.502

- 4 263 XA2_uc002agm.2_MNM_001136015 NP_001129487 P07355 ANXA2_HUMAN 1 GCTCAGCATCAAA 0.403

+ 9 1029_1030 se_Mutation_p.C25 NM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1 TAACAAGTGTTGC 0.431

- 8 1042 PX_uc010bhg.1_N NM_006660 NP_006651 O76031 CLPX_HUMAN 0 CAGCCTGAGTCAA 0.393

- 9 2447 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 CCCTCACCTTAAC 0.522

- 4 553 _p.D41N|AAGAB_ NM_024666 NP_078942 Q6PD74 AAGAB_HUMAN 0 TACCATCCTCCTC 0.353

- 1 669 _uc002ard.2_RNA|C NM_033429 NP_219501 Q96GE6 CALL4_HUMAN 0 CCGCCACCTGGG 0.597

- 3 463 002aud.3_RNA|PA NM_020214 NP_064599 Q2NL67 PARP6_HUMAN 0 TGATGTCCTAGTG 0.453

+ 12 1171 _p.V330I|CSK_uc0 NM_001127190 NP_001120662 P41240 CSK_HUMAN Protein kinase. 3 GCCAAGGTCAGC 0.602

+ 14 1388 _p.G402D|CSK_uc0 NM_001127190 NP_001120662 P41240 CSK_HUMAN Protein kinase. 3 AGAAGGGCTACAA 0.657

- 9 1056 N2C1_uc010bkk.2_ NM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0 GCCTCACCATGGC 0.612

- 11 985 NR_027024 0 ACCTGGGATTGGA 0.567

- 6 557 2bgu.1_Missense_M NM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN 1 GCAGAACTGCCTG 0.363

- 4 1761 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN 3 TTGTGTCTTTTCT 0.468

+ 14 1753 p.G510E|ADAMTS NM_207517 NP_997400 P82987 ATL3_HUMAN TSP type-1 3. 27 ACCGCGGAGAGC 0.458

+ 12 5113 e_Mutation_p.A158 NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 CTTCAGCTTCTGG 0.537

- 6 810 nn.2_Missense_M NM_005928 NP_005919 Q08431 MFGM_HUMANF5/8 type C 2. 1 CCAGGGGATTGG 0.577

+ 10 1544 Mutation_p.V477M|M NM_006122 NP_006113 P49641 MA2A2_HUMANmenal (Potential). 3 ACAGGGGTGGAG 0.557

+ 6 1063 _p.G163D|CHD2_u NM_001271 NP_001262 O14647 CHD2_HUMAN 2 AACAAGGCACCAG 0.398

+ 26 3951 o.1_Missense_Mut NM_001271 NP_001262 O14647 CHD2_HUMAN 2 CGGAAGGACCTCG 0.532

+ 2 1951 0urj.1_Missense_M NM_021005 NP_066285 P24468 COT2_HUMAN similarity).|Ligand-binding ( 3 CAGGTGGCCCTG 0.667

+ 1 736 NM_001001674 NP_001001674 Q8NGB8 O4F15_HUMAN Name=6; (Potential). 0 GTCACTGTGGTCA 0.428

+ 9 1943 p.2_Missense_Mut NR_003659 0 GGCATCGGCAAG 0.652

+ 2 196 .3_5'UTR|NUBP2_ NM_012225 NP_036357 Q9Y5Y2 NUBP2_HUMAN 0 AGCTGGCCCTGG 0.687

+ 3 641 oc.2_Missense_Mu NM_005262 NP_005253 P55789 ALR_HUMAN R sulfhydryl oxidase. 0 TCAAAAGTGGATG 0.607

+ 12 1352 qe.1_Missense_Mu NM_001761 NP_001752 P41002 CCNF_HUMAN 2 CTAGTCCCTGTGG 0.672

+ 14 1623 qe.1_Missense_Mu NM_001761 NP_001752 P41002 CCNF_HUMAN 2 GACCGCCGTGAA 0.597

- 4 1376 NM_000243 NP_000234 O15553 MEFV_HUMAN 6 CCTTCTCCTCCCC 0.532

+ 6 1136 75A_uc002cuv.3_R NM_153028 NP_694573 Q96N20 ZN75A_HUMAN C2H2-type 2. 1 TCAGATCTTAATA 0.353

- 22 4261 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6 GCAGCCGCCGCA 0.706 rs34645685

+ 9 1207 cza.2_Missense_M NM_024109 NP_077014 Q9BUU2 MET22_HUMAN 0 TTGACTGATGCTG 0.483

- 13 4596 D1350N|GRIN2A_u NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TGCTGTCCTCCAG 0.537

- 6 1160 NM_144674 NP_653275 Q96M29 TEKT5_HUMAN Potential. 2 GCAGCGTCTGCG 0.632 rs142647849

+ 15 2800 _p.P832L|MKL2_u NM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5 AAGATCCCCCCCG 0.562

- 3 990 NM_022166 NP_071449 Q86Y38 XYLT1_HUMANmenal (Potential). 4 CGAGGGGGCAG 0.602

+ 17 3313 gd.1_Missense_Mu NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN ical; (Potential). 1 CCATCACCATCTG 0.453 rs138670843

+ 20 3624 p.D959N|TMC5_uc NM_001105248 NP_001098718 Q6UXY8 TMC5_HUMAN cellular (Potential). 1 CTGCAGGATATGG 0.448

- 7 1138 CSM1_uc010bwg.1 NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 GTCCGTCTTTTCC 0.448

- 42 6092 NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18 TCTTTGGTGATAT 0.393

- 1 702 KSCAN2_uc002do NM_001012981 NP_001012999 Q63HK3 ZKSC2_HUMAN SCAN box. 4 TCTTCTCGGGTAA 0.512

+ 4 241 NM_015202 NP_056017 O60303 K0556_HUMAN 8 GTCTATGTCAACG 0.502



- 18 2977 _p.P812S|XPO6_u NM_015171 NP_055986 Q96QU8 XPO6_HUMAN 2 AGCTGGAAAGAG 0.527

- 6 1122 _uc002dqm.2_Mis NM_177534 NP_803878 P50225 ST1A1_HUMAN PAPS. 0 TCTCCTCTGGCAG 0.552

+ 10 1315 10bzr.2_Intron|COR NM_007074 NP_009005 P31146 COR1A_HUMAN 0 ACGTACCCCCAAA 0.706

+ 34 8972 CAP_uc002dzg.1_ NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN hook 1.|Pro-rich. 4 GGGAGGCCCCCC 0.612

+ 14 4998 NM_014712 NP_055527 O15047 SET1A_HUMAN action with CFP1. 3 GACTCAGAGGACA 0.458

+ 3 1224 C5_uc002eca.3_M NM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN ARM 3. 1 GCCTGGCCTTGG 0.667

- 4 701 ETO2_uc002ees.1_ NM_018092 NP_060562 Q8NC67 NETO2_HUMAN lar (Potential).|CUB 1. 0 GAACTTCCAAGTG 0.393

+ 3 903 se_Mutation_p.Y12 NM_024335 NP_077311 P78412 IRX6_HUMAN 6 GGAGCCTATTATC 0.498

- 10 1420 iq.2_Missense_Mu NM_001143685 NP_001137157 Q6NT32 EST5A_HUMAN 0 TCACCTCTGTGAT 0.532

+ 2 255 vho.1_Missense_M NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CACCCCCCAGGTA 0.493

+ 2 290 0vid.1_Missense_M NM_014157 NP_054876 Q9H0I3 CC113_HUMAN 0 ATATCAGCAGCAG 0.403

+ 6 533 0vig.1_Missense_M NM_022910 NP_075061 Q9ULP0 NDRG4_HUMAN 1 CCCAATGGCAAAG 0.657

- 12 1394 0vis.1_Missense_M NM_006141 NP_006132 O43237 DC1L2_HUMAN 4 GGCTGTGCTCTG 0.547

- 8 1059 0vis.1_Missense_M NM_006141 NP_006132 O43237 DC1L2_HUMAN 4 ACGGGAGGTTTCA 0.279

- 3 1236 _p.S134F|TPPP3_u NM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1 TTGTGGGAGCCC 0.597

- 2 1160 _p.A109T|TPPP3_u NM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1 CATTGGCTGGCTC 0.622

+ 3 255 2L_uc010vkk.1_M NM_017803 NP_060273 Q9NX74 DUS2L_HUMAN 0 TATGGAGCGGACA 0.498

+ 5 473 .A66V|PRMT7_uc0 NM_019023 NP_061896 Q9NVM4 ANM7_HUMAN 0 AGAAGGCCTTGG 0.522

- 16 2396 vlu.1_Splice_Site_ NM_001605 NP_001596 P49588 SYAC_HUMAN 1 TGCTCACCTTCTG 0.557

+ 9 1611 p.1_Intron|DHX38_ NM_014003 NP_054722 Q92620 PRP16_HUMAN 1 TGGATGGGCGCAT 0.502

- 7 1534 fgj.2_Missense_Mu NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN tracellular (Potential). 3 AACCGGAACAGC 0.577

- 6 1116 fgj.2_Nonsense_M NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN cellular (Potential). 3 CTGAATCCACAGA 0.542

+ 3 653 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN BACK. 2 ACGGAAGAATTCT 0.423 rs119485095

+ 13 2182 nt.1_Missense_Mu NM_001257 NP_001248 P55290 CAD13_HUMAN Cadherin 5. 1 AAAGTGGACTGCA 0.542

- 2 852 hu.1_Missense_M NM_172347 NP_758857 Q8TDN1 KCNG4_HUMAN 3 AGGTCGGGCATG 0.522

- 12 1721 CCHC14_uc002fkb NM_015144 NP_055959 Q8WYQ9 ZCH14_HUMAN 2 CGGACGCGGGC 0.557 rs147152692

+ 6 772 _p.S191N|BANP_u NM_079837 NP_524576 Q8N9N5 BANP_HUMAN UX1 and HDAC1 (By similar 0 AGGCCAGCGACT 0.647

- 5 655 _Site_p.R195_splic NM_000512 NP_000503 P34059 GALNS_HUMAN 2 CCATTACCTGCCA 0.607

- 9 2020 2fnc.1_Missense_M NM_013275 NP_037407 Q6UB99 ANR11_HUMAN Ser-rich. 6 GAGGAGGCAGAG 0.632

+ 4 577 ni.2_Missense_Mut NM_003119 NP_003110 Q9UQ90 SPG7_HUMAN intermembrane (Potential). 0 CAGGTGGTGCCTG 0.637

+ 5 752 ni.2_Missense_Mut NM_003119 NP_003110 Q9UQ90 SPG7_HUMAN intermembrane (Potential). 0 CAGTTTCCTACAA 0.408

- 18 1727 pn.1_Missense_Mu NM_000135 NP_000126 O15360 FANCA_HUMAN 6 ATGTTCCCCGTAT 0.557

+ 3 300 g.1_5'UTR|TUBB3_ NM_006086 NP_006077 Q13509 TBB3_HUMAN 3 CGCTCAGGGGCC 0.582

- 15 1704 |VPS53_uc002frm NM_018289 NP_060759 Q5VIR6 VPS53_HUMAN 0 GTGGTTCTGAAGA 0.453

+ 5 583 _p.G149E|FAM57A NM_024792 NP_079068 Q8TBR7 FA57A_HUMAN Helical; (Potential). 0 TGAATGGAATCCT 0.542

- 4 382 fru.2_Missense_Mu NM_016080 NP_057164 Q9HC38 GLOD4_HUMAN 0 TATTTACCATAAAG 0.269

- 8 1333 z.2_Missense_Mut NM_022463 NP_071908 Q6DKJ4 NXN_HUMAN 4 GCGGGGGTGATC 0.572

- 3 317 PNA_uc010cju.2_5 NM_006224 NP_006215 Q00169 PIPNA_HUMAN 1 GCTGCCCCACTTG 0.507

+ 8 1056 M2_uc010vqw.1_M NM_001098509 NP_001091979 O43147 SGSM2_HUMAN 0 AGTGGACCCCCAA 0.607

+ 17 2237 .1_Missense_Muta NM_001098509 NP_001091979 O43147 SGSM2_HUMANRab-GAP TBC. 0 ACTCCGGGCACC 0.612

- 5 1535 _p.Q279*|ZNF232_ NM_014519 NP_055334 Q9UNY5 ZN232_HUMAN 2 CCATCTGCCTGAA 0.453

+ 3 451 se_Mutation_p.S84 NM_001042 NP_001033 P14672 GTR4_HUMAN Name=2; (Potential). 0 CCCTCTCCGTGG 0.617

- 4 3066 hd.3_Missense_Mu NM_001128833 NP_001122305 Q9P1Z0 ZBTB4_HUMAN 4 AAGTTACTGAAGT 0.602

+ 60 9346 cnm.1_Missense_M NM_020877 NP_065928 Q9P225 DYH2_HUMAN k (By similarity). 13 ATATAGGAGAGAT 0.537

+ 2 1067 02gjp.2_Missense_ NM_053051 NP_444279 Q8N137 CNTRB_HUMAN 2 CGGAGGCCACG 0.582

+ 16 1975 S_uc010cnw.1_Mi NM_012393 NP_036525 O15067 PUR4_HUMAN 5 AGAAATGGCCAGG 0.597

- 4 758 25A35_uc002gkt.2_ NM_201520 NP_958928 Q3KQZ1 S2535_HUMAN Solcar 3. 0 GCATCTGTGGGCT 0.582



- 1 704 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMAN 1 GGAGGAGAGCTTG 0.552

- 19 2285 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 ACAAACCTCTGTT 0.403

- 12 1169 _Mutation_p.E347D NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN yosin head-like. 14 CCTTTTCTTCATTA 0.418

- 4 480 _p.P144L|PMP22_ NM_153322 NP_696997 Q01453 PMP22_HUMANcal; (By similarity). 0 CCAGGGGGAAG 0.592

- 6 972 2gps.1_Splice_Site NM_006311 NP_006302 O75376 NCOR1_HUMAN 5 AGCTTACCCGATT 0.448

+ 3 5003 n.1_Missense_Muta NM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN 2 CCCCGGAGGGC 0.657

- 7 873 _p.S194F|TOM1L2 NM_001082968 NP_001076437 Q6ZVM7 TM1L2_HUMAN GAT. 0 ATCTCAGACATGA 0.527

- 6 2473 5A10_uc002gut.1_ NM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2 GTCATGGGGCGG 0.652

- 2 948 M11_uc002gyq.2_3 NM_003876 NP_003867 P17152 TMM11_HUMAN 0 GCAGTCTCTTTCT 0.542

- 22 2935 NM_000625 NP_000616 P35228 NOS2_HUMAN -binding FR-type. 4 CAGACACCCGCAG 0.577

- 28 5341 02hbt.2_Splice_Sit NM_014680 NP_055495 Q14667 K0100_HUMAN 4 TGAATACCTTCCT 0.398

- 6 828 n_p.P42S|CORO6_ NM_032854 NP_116243 Q6QEF8 CORO6_HUMAN WD 5. 0 AGTCGGGATCGTA 0.627

+ 15 3305 e_Mutation_p.G850 NM_001304 NP_001295 O75976 CBPD_HUMAN ntial).|Carboxypeptidase-lik 2 TAGATGGTGGTTC 0.368

- 16 3262 _p.F885L|SRCIN1_ NM_025248 NP_079524 Q9C0H9 SRCN1_HUMAN Pro-rich. 0 AGGGGAAGCTCCG 0.657

+ 6 556 _p.F181L|MLLT6_u NM_005937 NP_005928 P55198 AF17_HUMAN 6 CCACTTCAGCAAG 0.443

+ 3 377 e_Mutation_p.E85 NM_006804 NP_006795 Q14849 STAR3_HUMAN ar (Potential).|MENTAL. 0 GAGCAGGAGATCA 0.557

- 1 229 ssense_Mutation_p NM_001042471 NP_001035936 Q8TAX9 GSDMB_HUMAN 2 AGCCCAGAATCCA 0.502

- 1 355 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN [IKRQVHEC]- [SPRT]-[STC 0 gctggacacacagcag 0.204

- 5 841 NM_002279 NP_002270 Q14525 KT33B_HUMAN Coil 2.|Rod. 0 AGGACTGCAGCTG 0.607

- 6 1068 xd.3_Missense_Mu NM_021991 NP_068831 P14923 PLAK_HUMAN 5 GCTCATCCAGCAC 0.577

- 4 899 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMAN lasmic (Potential). 1 ATGCCTCCCTGGC 0.602

- 17 2036 _p.E591K|EZH1_uc NM_001991 NP_001982 Q92800 EZH1_HUMAN SET. 3 CAGACTCCTTTAT 0.532

+ 2 1768 e_Mutation_p.P578 NM_009590 NP_033720 O75106 AOC2_HUMAN 2 GAAGCCCCCTACC 0.617

+ 4 995 fs.2_Missense_Mu NM_001076674 NP_001070142 Q71RG4 TMUB2_HUMAN ical; (Potential). 1 TTTGTGGTGCTGT 0.587

+ 1 389 NM_001466 NP_001457 Q14332 FZD2_HUMAN racellular (Potential). 3 GCTCGCCCGAACT 0.632

- 11 1563 p.A488T|KIF18B_u NM_001080443 NP_001073912 2 GCAGTGCATGTGT 0.572

- 43 3287 NM_000088 NP_000079 P02452 CO1A1_HUMAN le-helical region. 382 GGGGccaggggcac 0.552

+ 8 1054 _Mutation_p.S325 NM_003786 NP_003777 O15438 MRP3_HUMAN rity).|ABC transmembrane t 4 TGCTCTCCTTCAT 0.617

+ 17 2193 NM_003786 NP_003777 O15438 MRP3_HUMAN 1.|Cytoplasmic (By similarity 4 TGCACTCTTCAGG 0.607

- 1 1001 CA10_uc002ity.3_N NM_020178 NP_064563 Q9NS85 CAH10_HUMAN 2 CACCTCCCAGAC 0.517

+ 8 2668 p.D813N|AKAP1_u NM_003488 NP_003479 Q92667 AKAP1_HUMAN Tudor. 1 AGGTCTGACTTTG 0.517

- 10 1845 ive.1_Missense_M NM_017949 NP_060419 Q9NWM3 CUED1_HUMAN 2 CCTTGGGTGCCTC 0.627

+ 11 2032 NM_000502 NP_000493 P11678 PERE_HUMAN 2 AGACAGGTAAGTG 0.498

- 10 992 n_p.T103I|MKS1_u NM_017777 NP_060247 Q9NXB0 MKS1_HUMAN 1 GGGACAGTCTAAG 0.532

- 9 1195 R257K|SEPT4_uc0 NM_004574 NP_004565 O43236 SEPT4_HUMAN 0 CGCCCTCTGGCC 0.572

- 8 1007 ws.1_Missense_Mu NM_198393 NP_938207 Q8IWB6 TEX14_HUMANProtein kinase. 17 TGTGTTCCTGCTC 0.572

- 7 823 NM_032043 NP_114432 Q9BX63 FANCJ_HUMANcase ATP-binding. 1 ATGACTCTTGACT 0.393

- 4 527 0dds.2_Missense_ NM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0 TTGCTGGAAGTTT 0.428

- 5 994 198S|CYB561_uc0 NM_001915 NP_001906 P49447 CY561_HUMAN tochrome b561. 1 GGACACCCTCGG 0.632

- 11 1708 0dea.1_Missense_ NM_001098426 NP_001091896 Q92925 SMRD2_HUMAN 0 TCCTGGGGGTCG 0.527

- 10 1128 NM_001433 NP_001424 O75460 ERN1_HUMANmenal (Potential). 9 GACGTCCGTGCT 0.557

- 4 602 .1_5'UTR|SMURF2 NM_022739 NP_073576 Q9HAU4 SMUF2_HUMAN C2. 4 AATCAGACTTTCC 0.363

+ 3 1574 p.D505N|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 TTAATTGACTGTC 0.363 rs140629327

+ 11 4628 e.2_Missense_Muta NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 TCTTGTCCAGAAA 0.413

- 25 3570 .P1171T|ABCA8_u NM_007168 NP_009099 O94911 ABCA8_HUMAN ical; (Potential). 3 TGGCAGGTGGTAT 0.388

- 5 409 2jlr.2_Splice_Site_p NM_015654 NP_056469 Q9BTE0 NAT9_HUMAN 0 TGGGCTCTAGGAG 0.358

- 9 1111 C13D_uc002jpq.1_5 NM_199242 NP_954712 Q70J99 UN13D_HUMANction with RAB27A. 2 ACGTTCCCCAGAA 0.617



- 4 465 n_p.E43K|SRP68_ NM_014230 NP_055045 Q9UHB9 SRP68_HUMAN 1 TGGCTTCCTGTTT 0.502

- 4 539 NM_001008528 NP_001008528 P84157 MXRA7_HUMAN 0 GCTGTTCCTTCTG 0.572 rs147040032

- 10 1748 AH17_uc002jvs.2_RNA 9 CACTTTCCCTTTT 0.557

+ 27 7712 3_uc010dhw.1_Mis NM_020914 NP_065965 Q9HCF4 ALO17_HUMAN 21 CTCGTGGACAATT 0.498

+ 29 4176 966_splice|RPTOR NM_020761 NP_065812 Q8N122 RPTOR_HUMAN 6 CTCCAGGAGCTG 0.612

+ 24 7343 kae.2_Missense_M NM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN 1 CCTGCCCGCCCG 0.652

- 42 7372 SN_uc002kdv.1_R NM_004104 NP_004095 P49327 FAS_HUMAN erase (By similarity). 1 GGGCCGCAAAGC 0.647

+ 2 667 _p.E166K|FOXK2_ NM_004514 NP_004505 Q01167 FOXK2_HUMAN 0 AAGCAGGAGGCG 0.552

+ 9 983 _p.L268F|TBCD_u NM_005993 NP_005984 Q9BTW9 TBCD_HUMAN 0 TGCAGACTCCCTG 0.602

- 10 1200 e_Mutation_p.A37 NM_012307 NP_036439 Q9Y2J2 E41L3_HUMAN FERM. 5 TGGCAGCTCGATG 0.299

+ 2 477 _p.P131S|LAMA3_u NM_198129 NP_937762 Q16787 LAMA3_HUMANminin N-terminal. 11 AGCCCTCCCCTGT 0.507

+ 4 1107 BYR_uc002kva.2_M NM_012189 NP_036321 O75952 CABYR_HUMAN 0 GTTATCCCTTTTA 0.383

+ 7 1492 AF4B_uc002kvt.3_M NM_005640 NP_005631 Q92750 TAF4B_HUMAN TAFH. 3 CTTCTGCCTAACT 0.428

+ 5 824 kyf.2_Missense_M NM_014268 NP_055083 Q15555 MARE2_HUMANCTN1-binding. 1 AACCAGGATCCAC 0.398

+ 5 4306 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3 TGCCAAGTCCCC 0.468

- 10 1481 bs.1_Missense_M NM_004046 NP_004037 P25705 ATPA_HUMAN 0 CGCACGCCACGA 0.483

- 5 718 pb.2_Missense_Mu NM_031939 NP_114145 Q9BYG7 MSTRO_HUMAN HEAT. 0 CGTCATCTAATAA 0.343

- 2 1130 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN KH 2. 4 TTTTCAGGCATCC 0.418

+ 5 700 p.A108V|POLI_uc0 NM_007195 NP_009126 Q9UNA4 POLI_HUMAN UmuC. 3 GGGAAGCCATGT 0.408

- 4 1077 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 ACGGCACTGTCAC 0.498

- 4 902 kv.2_Missense_Mu NM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0 ATAGAGGAAACAC 0.507

- 3 264 NM_005035 NP_005026 O00411 RPOM_HUMAN 2 CCGCACCCGCG 0.667

+ 2 226 L3_uc010drt.1_5'F NM_005860 NP_005851 O95633 FSTL3_HUMAN TB. 0 GTGCCTCCGGCA 0.652

- 2 225 AES_uc002lxb.1_M NM_001130 NP_001121 Q08117 AES_HUMAN -rich (Q domain). 0 ATTTGAGTTGCTG 0.657

- 2 357 NM_030662 NP_109587 P36507 MP2K2_HUMAN 0 GGTCCACCAGGTT 0.597

+ 3 614 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 1 chromo shadow domain. 2 GCATTTCCTGGAG 0.557

+ 1 2105 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN 0 TACAAGGGCTTCA 0.602

+ 4 677 uf.2_RNA|UHRF1_ NM_001048201 NP_001041666 Q96T88 UHRF1_HUMAN 2 AGCCCTGCAGCTC 0.642

- 5 763 e_Mutation_p.G18 NM_014649 NP_055464 Q14151 SAFB2_HUMAN 0 CCTTCCCCATCCA 0.438

- 20 1539 n_p.A33T|DENND1 NM_024898 NP_079174 Q8IV53 DEN1C_HUMAN 1 CTGGGGCCCTCA 0.637

- 2 497 SF14_uc002mfj.1_ NM_003807 NP_003798 O43557 TNF14_HUMAN type II membrane protein; 1 CCAGACCCACCCG 0.642

+ 18 2412 n_p.D773N|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN lasmic (Potential). 5 CTAAAAGACACCA 0.483

+ 11 1606 e_Mutation_p.P529 NM_020902 NP_065953 Q9P1Y5 CAMP3_HUMAN Pro-rich. 1 CCTGCCCGAGGG 0.682

- 9 924 NM_198492 NP_940894 Q6UXB4 CLC4G_HUMAN (Potential).|C-type lectin. 0 ACAGATCCAGCCG 0.637

+ 5 608 C4M_uc010dvs.2_M NM_001144910 NP_001138382 Q9H2X3 CLC4M_HUMAN |7 X approximate tandem re 1 CTGACCCGGCTG 0.582

- 11 1403 NM_032447 NP_115823 Q75N90 FBN3_HUMAN e 4; calcium-binding. 11 CAGTCACCGTGG 0.667

- 21 2299 NM_012335 NP_036467 O00160 MYO1F_HUMAN 3 TCCGCTCCTTCTT 0.652

+ 1 214 NM_145208 NP_660209 Q8WWY6 MB3L1_HUMAN cription repressor. 0 GAATTACACCCCA 0.512

- 5 33913 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CCCATGAGTCTAT 0.483

- 3 27518 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TGGGTCCCTGAC 0.478

- 3 27337 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TAGGTCCTCTGCT 0.498

- 3 21724 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 GCACAGCTTCTG 0.502

- 3 18804 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATTGTTCATGACA 0.473

- 16 1638 NM_015719 NP_056534 P25940 CO5A3_HUMAN le-helical reg p.G518E(1) 10 GAGGTCCCTGCAG 0.493

- 6 395 NM_003755 NP_003746 O75821 EIF3G_HUMAN 0 GGGGGTCAAACT 0.602

- 33 4215 xlq.1_Missense_M NM_020812 NP_065863 Q96HP0 DOCK6_HUMAN 3 CCAGAACCACTAG 0.572

+ 4 1293 dyf.2_Missense_M NM_145295 NP_660338 Q7L945 ZN627_HUMAN 1 AGAAACCCTATGA 0.413



- 4 407 33_uc002msz.1_M NM_001080411 NP_001073880 Q8N7K0 ZN433_HUMAN KRAB. 0 TGATGACCTTCTT 0.363

- 4 454 dyn.1_RNA|ZNF62 NM_145233 NP_660276 Q96I27 ZN625_HUMAN type 1; degenerate. 0 CCACATGATTTTA 0.453

- 17 1776 .1_Intron|HOOK2_ NM_013312 NP_037444 Q96ED9 HOOK2_HUMAN 3 TACTTACAATGGC 0.607

+ 12 1201 mzk.3_Missense_M NM_032433 NP_115809 Q96JL9 ZN333_HUMAN 3 TTGTGCCCGAGAA 0.428

+ 5 715 r.2_5'UTR|HSH2D_ NM_032855 NP_116244 Q96JZ2 HSH2D_HUMAN SH2. 0 GTCAGTCACAGC 0.587

+ 11 1487 se_Mutation_p.G17 NM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0 GCTTGGGGCAGC 0.627

+ 4 890 NM_000453 NP_000444 Q92911 SC5A5_HUMAN 4 GCTGTGGTGAGTG 0.602

- 14 2195 p.G287E|PDE4C_u NM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5 CGGTCTCCCTGCT 0.627

+ 3 410 NM_004386 NP_004377 O14594 NCAN_HUMAN g-like V-type. 4 GGGTGGCCAAAAG 0.647

+ 13 1339 892_uc010ecd.2_M NM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0 AGACACCAAGAGG 0.532

- 16 1708 _p.E505K|GMIP_uc NM_016573 NP_057657 Q9P107 GMIP_HUMAN ol-ester/DAG-type. 1 GAGTCTCCAGGCA 0.597

+ 1 825 NR_003128 0 TAGTACGAAATTG 0.378

- 5 1871 NM_001080409 NP_001073878 2 GACTGGCTAAAAG 0.373

- 25 2654 NM_032139 NP_115515 Q96NW4 ANR27_HUMAN ANK 10. 5 AGGCCCCGTGCT 0.398

+ 1 103 NM_173479 NP_775750 Q6ZMY6 WDR88_HUMAN 3 TGCTCCCCGACA 0.612

+ 21 2730 AP33_uc010eel.2_ NM_052948 NP_443180 O14559 RHG33_HUMAN 4 TGCCACCCTTCCT 0.687

- 26 3337 HS1_uc010eem.1_R NM_004646 NP_004637 O60500 NPHN_HUMAN lasmic (Potential). 5 CATATTCGTTCCT 0.632

- 3 1095 _Missense_Mutati NM_152658 NP_689871 Q8NA92 THAP8_HUMAN 0 TCCGCACCCGGC 0.711

- 5 1413 xti.1_Missense_Mu NM_020951 NP_066002 Q6P280 ZN529_HUMAN C2H2-type 7. 1 CTATTTCTAAAGA 0.388

- 10 1000 DPF1_uc010xtu.1_ NM_004647 NP_004638 Q92782 DPF1_HUMAN PHD-type 2. 0 GACCCGCCCAGC 0.682

+ 2 795 gn.1_Missense_Mu NM_003407 NP_003398 P26651 TTP_HUMAN 1 ACCCCACCCCAG 0.672

- 7 2463 e_Mutation_p.V593 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANKL]-[LIVMAP]- [AQKHRPE]; 2 AGGCACCTTGGG 0.577

- 2 321 VRB_uc010egw.1_R NM_000713 NP_000704 P30043 BLVRB_HUMAN 0 GCCACGGTCTTGT 0.662

+ 8 1743 oph.2_Missense_M NM_080732 NP_542770 Q96KS0 EGLN2_HUMAN 2 CATGAACCAGGCT 0.672

- 1 706 YP2A7_uc002opn NM_000764 NP_000755 P20853 CP2A7_HUMAN 3 GAGTCACATATGT 0.592

+ 2 354 .1_Intron|CYP2S1_ NM_030622 NP_085125 Q96SQ9 CP2S1_HUMAN 1 CAGCGGCCGGG 0.587

+ 3 688 NM_133444 NP_597701 Q8TF50 ZN526_HUMAN 0 CCTTTGCCTCCCC 0.622

- 4 612 2otd.3_Translation NM_006494 NP_006485 P50548 ERF_HUMAN 4 ACAGCACCTCGGA 0.687

+ 5 1181 F284_uc010ejd.2_R NM_013361 NP_037493 Q9UK11 ZN223_HUMAN C2H2-type 5. 1 GTGGTCCACACAG 0.448

- 4 856 NF285_uc010xxa.1 NM_152354 NP_689567 Q96NJ3 ZN285_HUMAN 4 ATTTTTCTCCTAG 0.428

- 6 1086 NF229_uc010ejl.1_ NM_014518 NP_055333 Q9UJW7 ZN229_HUMAN 4 CATCATCCCAGTT 0.393 rs146515421

+ 4 1168 zv.2_Missense_Mu NM_001042724 NP_001036189 Q92692 PVRL2_HUMAN cellular (Potential). 0 CCAGACCCTCCTG 0.587

- 3 183 n_p.A36T|PPP1R1 NM_006663 NP_006654 Q8WUF5 IASPP_HUMAN 1 GGCCGCCGCCG 0.652

- 9 1270 dp.1_Missense_M NM_004819 NP_004810 Q92797 SYMPK_HUMAN 1 TCCTTGCTGCTCG 0.652

- 1 318 NM_001029861 NP_001025032 P60321 NANO2_HUMANos-type.|C2HC 1. 0 TGGTGTGAGGAG 0.677

- 3 349 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN 0 CCTTCTCGGCAAT 0.562

- 6 860 p.S276N|STRN4_u NM_013403 NP_037535 Q9NRL3 STRN4_HUMAN 0 TCGTCGCTGTCTT 0.622

+ 15 3417 yo.1_Missense_M NM_014681 NP_055496 Q14147 DHX34_HUMAN 5 CCTGGCCTCTTTG 0.587

- 6 760 issense_Mutation_ NM_003827 NP_003818 P54920 SNAA_HUMAN 0 CCTCGCCTTTGTA 0.652

- 18 1768 b.1_RNA|LIG1_uc0 NM_000234 NP_000225 P18858 DNLI1_HUMAN 3 GATGCCCCGGGT 0.562

- 2 735 e.2_Intron|IZUMO1 NM_182575 NP_872381 Q8IYV9 IZUM1_HUMAN cellular (Potential). 1 GGAAATCCTTCAC 0.562 rs147003407

+ 10 1586 tation_p.R374W|SN NM_003089 NP_003080 P08621 RU17_HUMAN lu-rich (mixed charge). 0 ggggggagcggggcag 0.139

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 ACCACcagcagcag 0.597

+ 6 4646 NM_020719 NP_065770 Q9ULL5 PRR12_HUMAN 2 ATCTGGCCAAAAA 0.672

+ 5 1678 _p.H481N|ZNF473_ NM_001006656 NP_001006657 Q8WTR7 ZN473_HUMAN /pre-mRNA complex.|C2H2- 2 GCCATTCACACCG 0.502

- 3 801 AS1_uc002pxn.1_ NM_001523 NP_001514 Q92839 HAS1_HUMAN lasmic (Potential). 2 GGTCCTCGTCCA 0.622

- 5 1005 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3 CTGTACCTCTTGT 0.502



- 4 422_423 2qar.3_Missense_MNM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN 1 AGTAAGGGCCAT 0.416

- 1 478 se_Mutation_p.W8 NM_144687 NP_653288 P59046 NAL12_HUMAN DAPIN. 7 TCTCTCCCACAGG 0.507

+ 6 892 yek.1_Missense_M NM_015629 NP_056444 Q8WWY3 PRP31_HUMAN 1 ATCATGGTCGTCA 0.607

+ 5 705 LRA1_uc010yfh.1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 2.|Extracellular (Potential). 3 CGTACCCATGGGT 0.567

+ 13 1925 e_Mutation_p.E53 NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 GCCCAGGAAGAAA 0.612

+ 6 735 3_Intron|KIR2DS4_ NM_012314 NP_036446 P43632 KI2S4_HUMAN cellular (Potential). 0 GGCCTTCACCCAC 0.493

+ 6 621 p.S155G|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 GGAGATAGCAAAG 0.507

- 5 834 e_Mutation_p.R14 NM_001145971 NP_001139443 Q8NBN7 RDH13_HUMAN 3 CAGCCGCCGGC 0.592

- 2 1389 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN NACHT. 7 AACATGGCGGCAC 0.502

+ 2 534 NM_134444 NP_604393 Q96MN2 NALP4_HUMAN DAPIN. 15 CAGCTTGAACTCA 0.413

- 2 218 sense_Mutation_p. NM_024303 NP_077279 Q9BUG6 ZSA5A_HUMAN 3 ACCCAGGTCTGTT 0.468 rs112550672

+ 3 166 2_5'UTR|ZNF211_ NM_003435 NP_003426 P52741 ZN134_HUMAN 0 GATGAAGAGTCAT 0.448

+ 3 1979 e_Mutation_p.L529 NM_138347 NP_612356 Q7Z340 ZN551_HUMANC2H2-type 12. 1 TCTAGCCTCATTC 0.458

- 5 922 0yhp.1_Splice_Site NM_025027 NP_079303 Q8WXB4 ZN606_HUMAN 2 GCCTTACCCACAG 0.552

- 10 1025 ewe.2_Missense_M NM_015677 NP_056492 Q96HL8 SH3Y1_HUMAN SH3. 1 GTTTTTGATATAA 0.388

+ 1 657 NM_003108 NP_003099 P35716 SOX11_HUMAN 3 GCTGGGCAGCCT 0.483

- 10 1304 e_Mutation_p.G374 NM_003183 NP_003174 P78536 ADA17_HUMAN2B.|Extracellular (Potential). 2 TTCTTCCCAACTG 0.289

+ 13 1394 se_Mutation_p.E44 NM_182625 NP_872431 Q17RS7 GEN_HUMAN 8 ATTGAGGAAGAAT 0.308

- 26 10384 NM_000384 NP_000375 P04114 APOB_HUMAN eparin-binding. 27 ATATTTTTCGTGG 0.388

- 11 1889 R113_uc010eyk.1_ NM_001145168 NP_001138640 Q8IZF5 GP113_HUMAN cellular (Potential). 4 GGGGCCGAGTAG 0.557

+ 3 501 u.2_RNA|ABHD1_ NM_032604 NP_115993 Q96SE0 ABHD1_HUMAN 0 ACAGCAGCCAAGA 0.532

+ 1 3620 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN 1 TCATACGGAGAAG 0.453

+ 6 710 e_Mutation_p.Q15 NM_206876 NP_996759 P62140 PP1B_HUMAN 1 ATGGAGCAGATTC 0.323

+ 7 1171 rnl.2_Missense_Mu NM_182551 NP_872357 Q6UWP7 LCLT1_HUMAN 2 ATCAAGGGGAGAA 0.473

- 3 431 _p.G62D|NLRC4_u NM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN CARD. 6 TCTGAACCCTTTT 0.403

- 10 1226 zx.2_Missense_Mu NM_003162 NP_003153 O43815 STRN_HUMAN 1 GACTTTCCAGAAG 0.438

- 32 5300 se_Mutation_p.S48 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8 GAGTCTGACACCT 0.453

- 2 161 2_5'Flank|CCDC75 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8 ACTGGTCTTTTTG 0.378

+ 4 403 orf56_uc010ynk.1_ NM_144736 NP_653337 Q7L592 MIDA_HUMAN 1 GAATGGATGGCCA 0.378

- 2 94 nk|DHX57_uc002rr NM_198963 NP_945314 Q6P158 DHX57_HUMAN 3 TTTTCACCTGCAA 0.388

- 6 865 SOS1_uc002rrl.2_M NM_005633 NP_005624 Q07889 SOS1_HUMAN DH. 10 GGATGGGGACTGC 0.353

- 10 2831 Mutation_p.E923G| NM_021097 NP_066920 P32418 NAC1_HUMAN cellular (Potential). 4 CCCAGCTCACCTC 0.557

- 13 1760 yoc.1_Missense_M NM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN 1 TATGAAGTATCTG 0.318

+ 7 1253 NM_002158 NP_002149 P32314 FOXN2_HUMAN 0 CACAGCGTTGTG 0.458

+ 13 1684 _p.D315N|KIAA184 NM_001129993 NP_001123465 Q6NSI8 K1841_HUMAN 0 GTGAGGGACCACA 0.418

- 3 446 cp.2_Missense_M NM_016516 NP_057600 Q9P1Q0 VPS54_HUMAN 0 CCAATCCCCATGT 0.383

+ 3 1496 dk.3_Missense_Mu NM_015147 NP_055962 Q76N32 CEP68_HUMAN 1 ACTATAGGCAAGC 0.642

- 11 1704 uc010yqm.1_Misse NM_014911 NP_055726 Q2M2I8 AAK1_HUMAN Gln-rich. 0 CCTGAGGTGGG 0.532

- 3 881 2sns.2_Missense_MNM_001134745 NP_001128217 Q86VH4 LRRT4_HUMAN cellular (Potential). 4 TCCGAAGGCCTT 0.393

- 6 697 .1_Intron|MRPL30_ NM_138798 NP_620153 Q8WV92 MITD1_HUMAN 2 CCTGTGGTTTCTT 0.303

+ 10 1908 NM_015904 NP_056988 O60841 IF2P_HUMAN 3 AGGATTCAGGGAA 0.303

- 17 2974 c.2_Missense_Mut NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 TGCACACTGACAG 0.428 rs3087396

- 14 2386 ac.2_Missense_Mu NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 TCTTTTGGCTATG 0.353

- 22 5170 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN GRIP. 1 CAGACACCTCTTG 0.388 rs114550867

- 8 1326 PT10_uc010ywv.1 NM_144710 NP_653311 Q9P0V9 SEP10_HUMAN 0 TGCCTGGTATGGG 0.483

+ 11 2445 fkp.2_Missense_M NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 TACGGCCTGTGCA 0.433

+ 19 2108 _p.L547F|DPP10_ NM_020868 NP_065919 Q8N608 DPP10_HUMAN cellular (Potential). 10 TTGTCCCTTCCCA 0.294



+ 2 447 NM_183240 NP_899063 Q8WXS4 CCGL_HUMAN ical; (Potent p.S138F(1) 1 CCTCTCCTCCGG 0.557

+ 3 464 .2_Missense_Muta NM_002881 NP_002872 P11234 RALB_HUMAN 3 CTTCTTGTGTTCT 0.458

+ 24 2874 GAP1_uc010fng.2_ NM_012233 NP_036365 Q15042 RB3GP_HUMAN 2 CTGCTCCCTACTC 0.542

- 9 1127 nse_Mutation_p.D3 NM_032143 NP_115519 Q5FWF4 ZRAB3_HUMAN case C-terminal. 2 AGCGAATCATTCT 0.303

- 50 9038 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class A 50 CTAGGACAACTAA 0.328

- 2 430 n_p.S27N|STAM2_ NM_005843 NP_005834 O75886 STAM2_HUMAN VHS. 1 ATAAGACTCCAAT 0.368

+ 14 2784 NC1_uc010fom.1_ NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3 GCCCAGGTACGGC 0.542

- 30 4428 p.W1453*|LY75_uc NM_002349 NP_002340 O60449 LY75_HUMAN (Potential).|C-type lectin 9. 0 CCCAACCCATAGT 0.393

+ 13 1129 _p.Q347H|NOSTRI NM_001039724 NP_001034813 Q8IVI9 NOSTN_HUMAN 0 TGAGCAAAGACCT 0.428

- 17 2633 df.1_Missense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN s B 7.|Extracellular (Potenti 29 CTGATACTCTTGT 0.418

+ 4 558 _p.D152N|GORASP NM_015530 NP_056345 Q9H8Y8 GORS2_HUMAN 2 GGAGCAGATACAG 0.358

- 11 1625 LK1_uc002ugq.2_R NM_012290 NP_036422 Q9UKI8 TLK1_HUMAN 1 AATTTGGTCTAAC 0.343

+ 25 3108 p.W879*|OSBPL6_ NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 AGCCTGGGTTTCT 0.423

- 307 98608 010zfi.1_Missense_ NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTTCACCAGAAA 0.368

- 284 82572 145S|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CACAGGGTTCCC 0.428

- 275 73650 171*|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TAAACTGGTACTC 0.413

- 275 73296 8053I|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CGTTTACTCTTGT 0.393

- 244 50211 58R|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGGTCCATGCTCT 0.443

- 46 13096 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GGACCAGCTGGA 0.383

- 9 1378 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 TCACCTCCTGGAA 0.363

+ 3 388 n_p.A57T|UBE2E3 NM_182678 NP_872619 Q969T4 UB2E3_HUMAN 1 ACCACTGCTAAGT 0.463

- 9 1142 n_p.P252S|STAT1_ NM_007315 NP_009330 P42224 STAT1_HUMAN 10 CATTGGGCGGCCC 0.483

- 14 1483 gk.1_Missense_Mu NM_003151 NP_003142 Q14765 STAT4_HUMAN 9 CCAGCACTGGAC 0.328

- 19 2001 2utz.3_Missense_M NM_153697 NP_710181 Q8N8A2 ANR44_HUMAN 5 TGGCATCTTTCAC 0.458

+ 31 3567_3568 p.G712N|AOX1_uc NM_001159 NP_001150 Q06278 ADO_HUMAN 6 GCGAAGGCCAGC 0.475

- 3 571 2uwf.2_Splice_Site NM_004071 NP_004062 P49759 CLK1_HUMAN 2 GTTCATACCCCAT 0.343

+ 5 557 hv.1_Missense_Mu NM_015934 NP_057018 Q9Y2X3 NOP58_HUMAN 0 AAATGGCAGCTAT 0.318

- 4 671 _p.A149V|RAPH1_ NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10 TAGCTGGCATGGG 0.433

+ 5 2502 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 AGTTGACTTTTGA 0.438

+ 4 522 YVE_uc002vcv.2_I NM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10 CATGACCCTCGTA 0.438

+ 21 3859 vcy.1_Missense_M NM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10 CTCCTAGTGCCTG 0.418

- 32 5325 K|FN1_uc002vfh.2_ NM_212482 NP_997647 P02751 FINC_HUMAN 13 TCATTTCTGTTTG 0.458

+ 10 1050 02vhs.2_RNA|uc00 NM_198559 NP_940961 Q7Z7H3 CB062_HUMAN 0 CAGCCGGAGGAC 0.701 rs137997315

+ 6 940 _p.V201M|CTDSP1 NM_021198 NP_067021 Q9GZU7 CTDS1_HUMANCP1 homology. 1 CGGCGGGTGCTC 0.627

- 2 371 NM_002181 NP_002172 Q14623 IHH_HUMAN 1 TTCACACCGGGCC 0.622

- 4 887 w.1_Missense_Mu NM_181457 NP_852122 P23760 PAX3_HUMAN 766 TCCTTCCTCTCCA 0.602

- 12 1140 _p.A389T|FARSB_ NM_005687 NP_005678 Q9NSD9 SYFB_HUMAN B5. 1 CAATAGCTGCATC 0.368

- 1 770 NM_005544 NP_005535 P35568 IRS1_HUMAN RS-type PTB. 12 CATCCACCTGCAT 0.612

- 4 699 NM_024795 NP_079071 Q53R12 T4S20_HUMAN lasmic (Potential). 0 TAGAGACTCCACA 0.378

- 3 750 py.1_Intron|TRIP12_ NM_004238 NP_004229 Q14669 TRIPC_HUMAN 9 CAGTGGAGGAGG 0.552

+ 4 273 .W75*|CHRND_uc NM_000751 NP_000742 Q07001 ACHD_HUMAN cellular (Potential). 3 TGAAGTGGAATG 0.582

- 2 436 NM_019850 NP_062824 Q8N5V2 NGEF_HUMAN y toward RHOA, RAC1 and 7 AAGATGGAATTTC 0.498

+ 1 678 UGT1A7_uc002vut NM_007120 NP_009051 P22310 UD14_HUMAN 1 CTCTACCCTCTGG 0.473

- 11 2062 se_Mutation_p.P42 NM_006037 NP_006028 P56524 HDAC4_HUMAN 6 GTGCCGGCGGCT 0.672

- 5 1034 _Intron|ANKMY1_u NM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1 TCCCTTCCTCAGC 0.562

+ 3 1021_1022dn.2_Missense_Mu NM_021158 NP_066981 Q96RU7 TRIB3_HUMANProtein kinase. 2 GGCGCACTGTCA 0.639

+ 5 478 qd.1_Missense_Mutation_p.V40I|PTPRA_uc002whl.2_M P18433 PTPRA_HUMANcellular (Potential). 1 CCTTCTGTAGGAA 0.383



- 1 821 25B_uc010zql.1_5' NM_001810 NP_001801 P07199 CENPB_HUMAN 0 TGGTCGGGCAGG 0.711

+ 20 1763 _p.E555K|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 ACTGTAGAAGATG 0.423

- 11 2652 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN 23 GACCTGCTAGTTT 0.512

+ 10 1515 _p.E380K|PCSK2_u NM_002594 NP_002585 P16519 NEC2_HUMAN Catalytic. 7 GCTCTGGAGGCTA 0.572

+ 2 454 n_p.P50S|DSTN_u NM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. 2 ACTGATCCTTTCA 0.383

+ 7 2006 _p.P334S|CSRP2B NM_020536 NP_065397 Q9H8E8 CSR2B_HUMAN 6 TATACTCCCGTGA 0.512

- 2 138 2wtu.2_Missense_ NM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1 TCGGAGGTCATGT 0.647

+ 2 260 SF4_uc010zts.1_5'U NM_014742 NP_055557 Q92544 TM9S4_HUMAN 2 TGGTTGCCGTGG 0.502

+ 3 405 FUT1_uc010ztt.1_ NM_015352 NP_056167 Q9H488 OFUT1_HUMAN 1 GCCCCCTGAGAA 0.597

+ 2 310 _p.G48E|KIF3B_uc NM_004798 NP_004789 O15066 KIF3B_HUMANKinesin-motor. 5 CCAAAGGGACGG 0.517

+ 12 2929 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 AGTCATCCCACTA 0.498

+ 6 683 p.D205N|PLUNC_ NM_130852 NP_570913 Q9NP55 PLUNC_HUMAN 0 CTTCTGGACAGCC 0.537

+ 9 1332 F341_uc010geq.2_ NM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2 AAGCAGGTGGTC 0.592

+ 4 652 NM_176812 NP_789782 Q9H444 CHM4B_HUMAN Potential. 2 CTCATGGCGGAAT 0.493

+ 3 240 se_Mutation_p.M16 NM_031483 NP_113671 Q96J02 ITCH_HUMAN C2. 6 CACCATGAAATCA 0.383

+ 25 2720 NM_020884 NP_065935 A7E2Y1 MYH7B_HUMAN 2 GAACTGGTCATGG 0.622

- 19 2391 RPC4AP_uc002xbl NM_015638 NP_056453 Q8TEL6 TP4AP_HUMAN 2 ATGTAGGGCTCCT 0.587

+ 2 372 ROCR_uc010zuw.1 NM_006404 NP_006395 Q9UNN8 EPCR_HUMAN cellular (Potential). 0 CAGACACCAACAC 0.637

+ 9 1024 zvi.1_Missense_Mu NM_003116 NP_003107 Q9NPE6 SPAG4_HUMAN SUN. 0 ATCCTGGAGGTGA 0.617

+ 2 415 p.V108M|C20orf4_ NM_015511 NP_056326 Q9Y312 CT004_HUMAN 0 TCTGAGGTGGAG 0.592

- 13 1727 BL1_uc002xgj.1_Mi NM_002895 NP_002886 P28749 RBL1_HUMAN Pocket; binds T and E1A. 10 CCATGTCCCTTGA 0.478

- 10 1532 _p.R418C|TGM2_u NM_004613 NP_004604 P21980 TGM2_HUMAN 3 CCACACGGATCCG 0.592

- 5 1742 xnd.2_Missense_M NM_002251 NP_002242 Q96KK3 KCNS1_HUMANe=Segment S6; (Potential). 0 GTGCTACCACCAG 0.602

+ 5 862 02xqi.2_RNA|CTSA NM_001127695 NP_001121167 P10619 PPGB_HUMAN 1 TCCCCAGCTGGGG 0.552

- 18 2791 n_p.E2K|ZNF335_u NM_022095 NP_071378 Q9H4Z2 ZN335_HUMAN 4 CCTCCTCCATAGG 0.592

+ 1 426 YND8_uc002xtb.1_ NR_024594 0 GGGCAGGGAACG 0.532

+ 16 3257 tm.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5 TCCATGGAACAAG 0.483

- 14 4772 NM_021035 NP_066363 Q9P2E3 ZNFX1_HUMAN 2 CGCAGGGACTACA 0.587

+ 5 607 zyk.1_Missense_M NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN ical; (Potential). 1 CTTCCCCCTATTA 0.393

+ 2 340 NM_032521 NP_115910 Q9BYG5 PAR6B_HUMAN OPR. 1 TCGCTGGAAAGAT 0.338

- 4 2855 _p.M481I|SALL4_u NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN C2H2-type 7. 2 GTGTGTCATGTAG 0.458

+ 4 358 H1L_uc002yaf.1_RN NM_198976 NP_945327 Q8IXH7 NELFD_HUMAN 3 GTGCAGGTTCAGG 0.413

+ 2 593 02yav.2_Missense_ NM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3 TGAGATGGACCAA 0.582

+ 5 1035 CTR3_uc002yav.2_ NM_080672 NP_542403 Q96KR7 PHAR3_HUMAN 3 AGTGGTGAAGAAG 0.542

- 16 6310 s.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN Pro-rich. 6 CTGCGGGGCCTG 0.687

- 4 761 MD10_uc002yhn.2_ NM_080621 NP_542188 Q9BYL1 SAM10_HUMAN 0 ACTGACCTTGGCT 0.682

+ 3 383 se_Mutation_p.G89 NM_001338 NP_001329 P78310 CXAR_HUMAN Potential).|Ig-like C2-type 1. 1 CTGAAAGGCCGAG 0.333

- 2 1251 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN eptidase M12B. 6 GGTCTGCCACAAG 0.463

- 10 1535 F160_uc010gll.1_R NM_015565 NP_056380 O94822 LTN1_HUMAN 0 GAGTTTCTGCTAA 0.388

- 2 275 F160_uc010gll.1_R NM_015565 NP_056380 O94822 LTN1_HUMAN 0 CACTCTGAGATGT 0.438

- 1 259 NM_001077711 NP_001071179 Q3LI81 KR271_HUMAN 2 CAGTTACTTTGCA 0.478

+ 1 339 NM_181599 NP_853630 Q8IUC0 KR131_HUMAN 1 GCCGCTCCCTGG 0.597

- 9 2426 dl.1_Missense_Mu NM_003253 NP_003244 Q13009 TIAM1_HUMAN 10 GGCGGCCCATGG 0.478

+ 3 368 tion_p.P34S|ITSN1 NM_003024 NP_003015 Q15811 ITSN1_HUMAN EH 1. 4 TTAAAGCCAATAT 0.383

+ 2 160 NM_015358 NP_056173 Q14149 MORC3_HUMAN 2 CACCTGGCCATTC 0.294

- 3 841 wo.2_Missense_Mu NM_002240 NP_002231 P48051 IRK6_HUMAN asmic (By similarity). 1 TAATACCCTACGT 0.502

- 36 4193 se_Mutation_p.D1 NM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN Bromo 2. 4 TAATATCTCTGTAG 0.343



- 28 5369 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN lasmic (Potential). 11 TTACCTCATGAGC 0.333

- 12 1408 p.G276R|TMPRSS NM_024022 NP_076927 P57727 TMPS3_HUMAN .|Extracellular (Potential). 3 GGGGCCCCCCGC 0.607

+ 13 1314 zem.2_Missense_M NM_002626 NP_002617 P17858 K6PL_HUMAN 0 GCCGTGCGCTCG 0.652

- 8 1127 afl.1_Splice_Site_p NM_001127491 NP_001120963 P05107 ITB2_HUMAN 9 AGACTCACATTGT 0.587 rs149804560

- 1 1009 f57_uc002ziw.2_5' NM_003906 NP_003897 O60318 MCM3A_HUMAN 5 CAGGTCGTTTGTC 0.542

+ 5 638 gqt.2_Missense_Mu NM_014339 NP_055154 Q96F46 I17RA_HUMAN cellular (Potential). 2 CCCATCCCTGATG 0.542

- 5 572 02zmg.2_Missense NM_033070 NP_149061 Q9BXW7 CECR5_HUMAN 0 CCTCGGGAGGGG 0.572

+ 5 1023 znq.3_Splice_Site_ NM_017929 NP_060399 Q7Z412 PEX26_HUMAN 1 ATCCAGGTAAGAG 0.567

- 4 666 DGCR2_uc011agr.1 NM_005137 NP_005128 P98153 IDD_HUMAN (Potential).|C-type lectin. 1 CGGCATCCCAGTA 0.627

+ 1 1503 CR14_uc002zou.2_ NM_053006 NP_443732 Q96PF2 TSSK2_HUMAN 1 AGACAGGCTTGAG 0.637 rs17853776

+ 7 750 Missense_Mutation NM_152906 NP_690870 Q6ICL3 CV025_HUMAN 0 ACTATGGGAACCG 0.587

- 3 452 GCR6L_uc010gsc. NM_033257 NP_150282 Q9BY27 DGC6L_HUMAN Potential. 0 GCTGCTGAGCCGC 0.687

- 5 767 uc002ztt.1_5'Flank NM_001008695 NP_001008695 Q9BT49 THAP7_HUMAN 0 GGGCTGCCTCGG 0.667

+ 13 3283 y.1_Missense_Mut NM_004327 NP_004318 P11274 BCR_HUMAN C2. 12 GCATTCCGCTGAC 0.577

+ 6 572 p.E149K|CABIN1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN TPR 3. 5 TTGAGGAAGGGC 0.532

+ 42 6583 utation_p.M1991I|M NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 TTCTAGGGATAAC 0.398

+ 13 1145 eo.2_Missense_Mu NM_133455 NP_597712 Q96A84 EMID1_HUMAN Collagen-like. 0 GCAGGGGGAACC 0.333

- 13 1752 _p.G523D|AP1B1_ NM_001127 NP_001118 Q10567 AP1B1_HUMAN 2 ATGTAGCCACGGT 0.592

- 9 948 m.1_Missense_Mut NM_014303 NP_055118 O00541 PESC_HUMAN 0 CCTCCTCTGTGGC 0.662

- 6 5798 NM_173566 NP_775837 Q5THK1 PR14L_HUMAN 0 CCTCCTCCAATAT 0.582

- 2 995 3_5'UTR|RFPL2_u NM_001098527 NP_001091997 O75678 RFPL2_HUMAN 1 cagcacatagacagatc 0.03

- 3 970 aos.2_Missense_M NM_145640 NP_663615 O95236 APOL3_HUMAN 0 GCCAGGTGGTCA 0.562

+ 7 582 TH4_uc011amw.1_M NM_013385 NP_037517 Q9UIA0 CYH4_HUMAN SEC7. 2 CGGGCGAGGCC 0.672

- 3 2096 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMAN lasmic (Potential). 2 AGGATGGTCTTCT 0.612

+ 9 1269 ua.1_Missense_Mu NM_014291 NP_055106 O75600 KBL_HUMAN 0 CACGGGGCACTG 0.617

+ 10 1090 n_p.V287I|EIF3L_u NM_016091 NP_057175 Q9Y262 EIF3L_HUMAN 1 ATCCGGGTCTTCG 0.512

- 7 998 e|CSNK1E_uc003 NM_152221 NP_689407 P49674 KC1E_HUMAN 3 ATTCGGCTGGAGG 0.582

+ 3 348 B1_uc011aok.1_5'U NM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1 CCGAGGCCGATGT 0.647

+ 17 3655 NM_001429 NP_001420 Q09472 EP300_HUMAN Bromo. 64 GAATCCCTGTAAG 0.308

+ 28 4924 NM_001429 NP_001420 Q09472 EP300_HUMAN 64 TCTGGCCCAATGT 0.393

- 8 1225 bdr.1_Missense_M NM_015140 NP_055955 Q14166 TTL12_HUMAN TTL. 1 AACTGGGGCAGC 0.662

+ 8 865 n_p.S13N|SAMM50 NM_015380 NP_056195 Q9Y512 SAM50_HUMAN 1 AGACCAGCCACAC 0.468

- 4 473 NM_001099294 NP_001092764 Q3SXP7 K1644_HUMAN ical; (Potential). 1 CCAGAACCAGCA 0.522

- 3 390 e_Mutation_p.S113 NM_148674 NP_683515 Q8NDV3 SMC1B_HUMAN 2 GAACGACTCACAA 0.303

- 1 6124 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMANcellular (Potential). 5 AAACTGCATGAAA 0.393

- 32 8524 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN lasmic (Potential). 11 CCCTGGCCGGGT 0.652

+ 5 607 had.2_Missense_M NM_015124 NP_055939 Q6IC98 GRAM4_HUMAN 1 AACACTGTGGAGA 0.687

+ 3 457 ie.2_Missense_Mu NM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1 GCCAGCGGCAGG 0.711

+ 11 1464 plice_Site_p.Q365_ NM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1 TACCAGGTGAGCT 0.607

+ 8 1795 jy.2_Nonsense_Mu NM_031454 NP_113642 Q9BVL4 SELO_HUMAN 0 CGCCTGGCAGGC 0.647

- 8 2137 _uc010has.1_RNA NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4 ACCCCGCTGTACA 0.488

- 20 2761 _p.P520S|SBF1_uc NM_002972 NP_002963 O95248 MTMR5_HUMAN 0 TACCTGGCACCAT 0.597

+ 19 1686 bls.3_RNA|NCAPH NM_152299 NP_689512 Q6IBW4 CNDH2_HUMAN 2 TATGGGGACCAGC 0.637

+ 1 1576 NM_138433 NP_612442 Q96G42 KLD7B_HUMAN Kelch 4. 1 TGCCAGCCACCG 0.657

+ 2 241 8IP2_uc003bmy.2_ NM_012324 NP_036456 Q13387 JIP2_HUMAN 3 ATCACTGATGACT 0.557

- 5 945 SA_uc003bnd.3_M NM_001085426 NP_001078895 P15289 ARSA_HUMAN 2 AACTGAGGGTAGT 0.612

+ 2 504 EC_uc003bto.2_In NM_032492 NP_115881 Q8N5M9 JAGN1_HUMANmenal (Potential). 1 AGATGTTCCCTGC 0.522



+ 14 1394 btx.2_Missense_Mu NM_153483 NP_705616 Q8NFR9 I17RE_HUMAN cellular (Potential). 1 CCTGAGGCCAGG 0.552

- 3 1287 uk.2_RNA|PRRT3_ NM_207351 NP_997234 Q5FWE3 PRRT3_HUMAN ar (Potential).|Pro-rich. 0 AGGGCCCCCATGG 0.637

+ 11 1502 NM_014229 NP_055044 P48066 S6A11_HUMAN Name=10; (Potential). 4 GGCTGGGTGTATG 0.587

+ 9 1236 bzi.2_Missense_Mu NM_003298 NP_003289 P49116 NR2C2_HUMAN 0 GTGGAGGAGGGA 0.493

- 11 3951 _p.T771I|SATB1_u NM_002971 NP_002962 Q01826 SATB1_HUMAN 4 AAAAGGGTGTTAG 0.378

+ 8 2025 R1D2_uc011awk.1_ NM_005126 NP_005117 Q14995 NR1D2_HUMAN 3 TGCACTCTGAGGA 0.348

+ 2 830 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN KRAB. 1 ATGAAAGTCATCA 0.383

+ 2 427 NM_005508 NP_005499 P51679 CCR4_HUMAN Name=2; (Potential). 1 GATCTGCTCTTCG 0.502

+ 2 970 NM_005508 NP_005499 P51679 CCR4_HUMAN cellular (Potential). 1 ACCCTGGTGGAG 0.493

- 5 2297 NM_015551 NP_056366 O60279 SUSD5_HUMAN lasmic (Potential). 2 CCTTCTCCATCTC 0.537

+ 2 431 on_p.T72I|TRAK1_ NM_001042646 NP_001036111 Q9UPV9 TRAK1_HUMANAP1 N-terminal. 1 TCCATACACCTCT 0.478

- 2 360 _p.D51N|CCK_uc0 NM_000729 NP_000720 P06307 CCKN_HUMAN 1 CGCCATCCGTTCT 0.687

- 2 301_302 S42_uc003cqj.2_In NM_182702 NP_874361 Q7Z5A4 PRS42_HUMANPeptidase S1. 1 GCCTGCCTTTGG 0.683

+ 15 1378 PN23_uc011bax.1_ NM_015466 NP_056281 Q9H3S7 PTN23_HUMAN 3 GCGGCTCTCAGC 0.577

+ 12 2152 010hjy.2_5'UTR|TR NM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN 1 GGGGACCCCCAA 0.647

- 2 310 cm.1_Missense_M NM_000581 NP_000572 P07203 GPX1_HUMAN 1 TTGCACGGGAAGC 0.617

- 1 619 _p.D119N|MST1R_ NM_002447 NP_002438 Q04912 RON_HUMAN ular (Potential).|Sema. 6 TTGTGTCTGTGTC 0.677

+ 8 1823 M6_uc003cye.2_M NM_005777 NP_005768 P78332 RBM6_HUMAN 2 CCAAGAGAAGGTG 0.388

- 7 805 af.1_5'Flank|RASS NM_015896 NP_056980 O75800 ZMY10_HUMAN 5 AGTTCCACCAGGA 0.597

- 14 3359 bf.1_Missense_Mu NM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2 ACCCCTCCATACT 0.463

- 2 136 2_5'Flank|PARP3_u NM_004704 NP_004695 O43818 U3IP2_HUMAN lization signal (Potential). 3 CCCCGCAGAGTC 0.587

+ 5 1589 K_uc003ddp.1_Sile NM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0 CCAGGGTGGGG 0.582

- 20 2236 H4_uc011bem.1_M NM_002218 NP_002209 Q14624 ITIH4_HUMAN 3 GGATGGCAGAGG 0.677

- 9 1141 .E233K|ITIH4_uc0 NM_002218 NP_002209 Q14624 ITIH4_HUMAN VWFA. 3 GCTCCTCCTGGTT 0.617

+ 1 946 iv.2_Missense_Mu NM_177966 NP_808881 Q6L8Q7 PDE12_HUMAN 0 GCTGGGCCTGGC 0.582

- 8 2256 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMAN 5 CCATCAGCAGAGA 0.493

- 11 1609 od.2_Missense_Mu NM_018130 NP_060600 Q6PI26 SHQ1_HUMAN 3 AGAAAGGCACTGC 0.478

+ 5 1415 NM_153605 NP_705833 0 TCTGACCCAGCCT 0.423

+ 11 2191 NM_153605 NP_705833 0 CAACTGGTGAGTG 0.348

- 11 1120 _p.S338R|ABI3BP_ NM_015429 NP_056244 Q7Z7G0 TARSH_HUMAN 4 TTTAGTGCTTCTT 0.348

- 4 1034 ZBTB20_uc003ebl.2 NM_015642 NP_056457 Q9HC78 ZBT20_HUMAN 5 CAGCTGGGGTCT 0.662

+ 3 178 UPK1B_uc003ecd.2 NM_006952 NP_008883 O75841 UPK1B_HUMAN ical; (Potential). 0 CCCTGACTGCGGA 0.557

+ 5 1976 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN cal region.|VWFA 4. 8 AACCTGGTGAGCA 0.418

- 20 2942 _Site_p.R432_splic NM_006219 NP_006210 P42338 PK3CB_HUMAN 5 TACTCACCGGCCA 0.413

+ 2 619 e_Mutation_p.S160 NM_032383 NP_115759 Q969F9 HPS3_HUMAN 6 TATTTAGTTTGAA 0.378

+ 1 2101 SC22D2_uc003exx NM_014779 NP_055594 O75157 T22D2_HUMAN 1 CTCAGACCCAGC 0.498

- 6 982 .Q46_splice|IFT80_ NM_020800 NP_065851 Q9P2H3 IFT80_HUMAN 1 GAAGTACCTGCAA 0.423

+ 8 1080 _p.S303F|FNDC3B NM_022763 NP_073600 Q53EP0 FND3B_HUMANonectin type-III 1. 3 GACTTTCCTGTGG 0.443

+ 24 3228 hz.3_Missense_Mu NM_022763 NP_073600 Q53EP0 FND3B_HUMANonectin type-III 8. 3 TCCAGAGACTGAC 0.468

+ 10 1121 e_Mutation_p.A36 NM_033540 NP_284941 Q8IWA4 MFN1_HUMAN lasmic (Potential). 3 AGTCAGCAGTGAA 0.408

- 1 148 DC39_uc003fkn.2_ NM_181426 NP_852091 Q9UFE4 CCD39_HUMAN 4 ATCCTCCCAGTGC 0.552

+ 15 1911 mt.2_Missense_Mu NM_004423 NP_004414 Q92997 DVL3_HUMAN 3 AAGGACCCGAAGG 0.726

+ 11 1481 foy.2_Missense_M NM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 3. 3 TTTGTGGGGCTGA 0.607

+ 3 444 bru.1_Intron|MAP3 NM_004721 NP_004712 O43283 M3K13_HUMAN 3 AGAGCGTGCACA 0.532 rs147690863

+ 20 2095 j.2_Nonsense_Mut NM_015560 NP_056375 O60313 OPA1_HUMAN termembrane (By similarity 0 ATCCTTCAACAAT 0.289

- 2 1494 NM_001080513 NP_001073982 P22792 CPN2_HUMAN p.W468R(1) 5 CAGATCCCAGCTG 0.667

- 2 252 NM_004488 NP_004479 P40197 GPV_HUMAN cellular (Potential). 3 AGGACGGTCATGC 0.637



- 13 1876 3ftz.1_Missense_M NM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1 GATTGAGCTGTCC 0.343

- 3 8372 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GGGTGGCGTGAC 0.572

- 3 8369 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 TGGCGTGACCTG 0.572

- 2 6305 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 TGGTGTGACCTG 0.597

- 2 5153 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 TGGTGTGACCTG 0.572

- 10 1165 1A_uc003fwh.2_Mi NM_005017 NP_005008 P49585 PCY1A_HUMANoximate.|3 X repeats. 0 AGGGGGAGGGG 0.607

+ 1 4077 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMANaction with PAK1. 0 GAGTGCCCGCCT 0.657

+ 8 1293 on_p.G346E|FGFR NM_000142 NP_000133 P22607 FGFR3_HUMAN 3.|Extracellular (Potential). 2600 CTATTGGGTTTTC 0.617

- 14 1666 N_uc010ich.1_Intr NM_181808 NP_861524 Q7Z5Q5 DPOLN_HUMAN 4 TGGAGCCCTTTAT 0.433

+ 19 3014 MAN2B2_uc011bwf NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 TCATCACCGTCCA 0.612

- 2 373 .1_Intron|TAPT1_u NM_153365 NP_699196 Q6NXT6 TAPT1_HUMAN 0 TGTATACTCTTTC 0.348

- 3 636 gqo.2_Missense_M NM_145290 NP_660333 Q8IWK6 GP125_HUMANular (Potential).|LRR 2. 1 CAGAAGGCACCTG 0.338

- 8 1576 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8 CACTGTCCCTCAG 0.463

+ 8 695 A74V|ANAPC4_uc NM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5 CTTTATGCTTATGG 0.338

- 4 2381 NM_003263 NP_003254 Q15399 TLR1_HUMAN smic (Potential).|TIR. 5 CACTCTGGACAAA 0.413

+ 4 2012 yj.1_Missense_Mut NM_175737 NP_783864 Q86Z14 KLOTB_HUMANential).|Glycosyl hydrolase-1 1 GCGATGGTCACC 0.647 rs144804057

- 1 463 gm.2_Missense_Mu NM_152540 NP_689753 Q8WU76 SCFD2_HUMAN 3 TGGACAGCGTGG 0.612

+ 2 568 ST_uc003hcj.1_Mi NM_005612 NP_005603 Q13127 REST_HUMAN action with SIN3A. 9 AGATGGCAGAACT 0.473

- 2 392 .1_Missense_Muta NM_004439 NP_004430 P54756 EPHA5_HUMANcellular (Potential). 24 CAGTGCGTGAATC 0.308

+ 9 1209 ALB_uc003hgu.3_M NM_000477 NP_000468 P02768 ALBU_HUMAN Albumin 2. 6 ATGAAACCACTCT 0.383

+ 11 1549 .2_Missense_Muta NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. 1 CACcagcagcagcagc 0.244

+ 12 1657 e.1_Missense_Mut NM_001263 NP_001254 Q92903 CDS1_HUMAN 4 GATTTTGCAAATA 0.338

- 3 778 NM_145244 NP_660287 Q96D03 DDT4L_HUMAN 1 TAGGACCCTTCAA 0.393

- 39 6313 e_Mutation_p.V19 NM_001813 NP_001804 Q02224 CENPE_HUMAN Potential. 9 GTTTTACTTGGTG 0.368

+ 1 153 NM_021227 NP_067050 Q9NRP0 OSTC_HUMAN lasmic (Potential). 1 CACATGCCGTCGG 0.587

- 4 3488 _p.S245F|PCDH18 NM_019035 NP_061908 Q9HCL0 PCD18_HUMANBy similarity).|Cytoplasmic (P 5 TCCAGGGAGTTGG 0.562

- 3 1226 _p.M393T|ZNF827 NM_178835 NP_849157 Q17R98 ZN827_HUMAN C2H2-type 1. 0 ATCACCATGTGCC 0.458

+ 10 1646 NM_000824 NP_000815 P48167 GLRB_HUMAN ical; (Probable). 2 TTGTTTCCTTTCT 0.353

+ 4 933 NM_006174 NP_006165 Q15761 NPY5R_HUMAN lasmic (Potential). 7 CTTGAAGAAAATG 0.378

+ 9 1489 R17_uc003ium.3_M NM_170710 NP_733828 Q8IZU2 WDR17_HUMAN WD 7. 6 TCTTGGGCTCCAG 0.338

- 12 1318 .G342R|ACSL1_uc NM_001995 NP_001986 P33121 ACSL1_HUMAN lasmic (Potential). 2 AAAATCCGATTTT 0.448

- 15 3269 p.Q1059*|TERT_uc NM_198253 NP_937983 O14746 TERT_HUMAN CTE. 12 GCCACTGCACGG 0.667

+ 13 1891 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2 ATGATGGGATCGC 0.423

- 2 870 ee.3_5'Flank|MTRR NM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4 TTTCACCTTGAAG 0.383

- 3 856 P255L|SLC45A2_u NM_016180 NP_057264 Q9UMX9 S45A2_HUMAN lasmic (Potential). 3 TCCTGAGGGGTT 0.468

- 12 2461 w.2_Missense_Mut NM_001343 NP_001334 P98082 DAB2_HUMAN 3 TATCCCCAAGTGG 0.557

- 12 1997 1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN TSP type-1 3. 7 CTCCTCGTTGGG 0.502 rs148521858

- 3 737 se_Mutation_p.D85 NM_006451 NP_006442 Q9H074 PAIP1_HUMAN MIF4G. 1 AAAAATCCTGAAC 0.368

+ 1 1670 _p.A494T|SNX18_ NM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0 GCTATCGCCTTCA 0.612

- 10 1010 se_Mutation_p.S33 NM_015084 NP_055899 Q92552 RT27_HUMAN 0 AGCTTGGACTGC 0.473

+ 2 10093 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 GCGGTTCCATTTG 0.493

+ 7 1546 u.2_Missense_Mu NM_004385 NP_004376 P13611 CSPG2_HUMAN minoglycan attachment dom 16 TCCCTCCCGTGG 0.433

- 6 889 kip.1_Splice_Site_ NM_005711 NP_005702 O43854 EDIL3_HUMAN 2 AGCATTCTGGAAA 0.348

+ 2 306 cuc.1_Missense_M NM_006467 NP_006458 O15318 RPC7_HUMAN 0 CCACCCCCACTAT 0.348

- 10 1636 NM_001270 NP_001261 O14646 CHD1_HUMAN case ATP-binding. 5 CTTGCACCAAGAA 0.333

- 4 1241 ation_p.L248F|TICA NM_021649 NP_067681 Q86XR7 TCAM2_HUMAN TIR. 0 ATTTGAGGAACAC 0.458

+ 36 8384 cl.1_Missense_Mut NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2 GGCAGAGGAGCA 0.343



- 1 976 nse_Mutation_p.E2 NM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6 CCTCTTCCTTCTT 0.542

- 11 1422 e_Mutation_p.D406 NM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3 TCCGGTCTAGTTC 0.373

- 4 1754 3kxy.1_Missense_M NM_133456 NP_597713 Q2M3G4 SHRM1_HUMAN 1 CTGATCCTCCCCA 0.577

+ 5 564 zl.2_Missense_Mut NM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0 TCCCAGCCTGATT 0.582

+ 10 1844 cxu.1_Missense_M NM_021982 NP_068817 O95486 SC24A_HUMAN 0 TCGAAACTGGATA 0.328

- 9 761 n_p.V169I|BRD8_u NM_139199 NP_631938 Q9H0E9 BRD8_HUMAN 1 CGCCTACCTCCAG 0.522

- 2 514 RNA|APBB3_uc01 NM_133172 NP_573418 O95704 APBB3_HUMAN WW. 2 GTGCTACCGCTGG 0.612

- 3 293 ARS_uc010jfu.2_M NM_002109 NP_002100 P12081 SYHC_HUMAN 2 GAACTGCCATCTG 0.448

+ 1 2389 1dan.1_Missense_ NM_018912 NP_061735 Q9Y5H4 PCDG1_HUMAN lasmic (Potential). 3 CAGTCTTTACTTG 0.418

+ 1 2038 _Intron|PCDHGA7 NM_018913 NP_061736 Q9Y5H3 PCDGA_HUMAN|Extracellular (Potential). 0 GACCTCGGCAGC 0.652

- 3 3184 .R1023C|PCDH1_ NM_002587 NP_002578 Q08174 PCDH1_HUMAN lasmic (Potential). 5 TGGTGCGGTAGC 0.632 rs147327566

- 6 809 br.1_Missense_Mut NM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0 TTAAATCCTGAATA 0.323

+ 7 1362 _p.A420V|TCERG1 NM_006706 NP_006697 O14776 TCRG1_HUMAN WW 2. 2 AACAGCAGATGG 0.383

- 9 1066 oo.2_Missense_M NM_001387 NP_001378 Q14195 DPYL3_HUMAN 1 AGCAAGGAGTTG 0.557

+ 8 991 n_p.T287I|AFAP1L NM_152406 NP_689619 Q8TED9 AF1L1_HUMAN PH 1. 2 GTTTCACCCAGGG 0.627

+ 2 289 dca.1_Missense_M NM_152407 NP_689620 Q8TAA5 GRPE2_HUMAN 1 CTTGGGCCCCCTC 0.483

- 10 1869 jhd.2_Missense_M NM_002609 NP_002600 P09619 PGFRB_HUMANPotential).|Ig-like C2-type 5. 17 CTGTTCCCCAGCA 0.617

+ 11 1985 RIA1_uc011dcx.1_N NM_001114183 NP_001107655 P42261 GRIA1_HUMAN ical; (Potential). 6 GATTTGGATGTGC 0.448

+ 11 2294 n_p.T545I|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 AGAACACCTTCAC 0.507

- 12 1266 M19_uc003lwy.2_5 NM_033274 NP_150377 Q9H013 ADA19_HUMAN2B.|Extracellular (Potential). 8 CACATTCCACCAC 0.542

+ 5 1126 _p.A255S|ODZ2_u NM_001122679 NP_001116151 10 AAATGTGCTGCCC 0.562

+ 9 885 CK2_uc011der.1_R NM_004946 NP_004937 Q92608 DOCK2_HUMAN 7 CCTAAGGAGATTG 0.507

- 2 1116 NM_004387 NP_004378 P52952 NKX25_HUMAN 1 ACACTCCCGAGTT 0.657

- 5 493 _p.K134K|NOP16_ NM_016391 NP_057475 Q9Y3C1 NOP16_HUMAN 2 GGAAGTCTTGCCA 0.512

- 3 280 3_uc003mez.2_5'F NM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7 TGTCCCCTCAGCG 0.622

+ 3 695 P3_uc003mil.1_5'F NM_015111 NP_055926 O15049 N4BP3_HUMAN 0 AGCCTGCACACGC 0.682

+ 5 1209 kz.1_Missense_Mu NM_182594 NP_872400 Q8N9F8 ZN454_HUMAN C2H2-type 5. 3 GCAGGGCACACC 0.383

- 22 3436 uc003mjv.3_5'Flank NM_014244 NP_055059 O95450 ATS2_HUMAN 4 TGGAGGCATTGAG 0.567

- 6 788 p.A173T|MAPK9_u NM_002752 NP_002743 P45984 MK09_HUMANProtein kinase. 4 CCGGGCCAGGC 0.488

- 18 2029 NM_005110 NP_005101 O94808 GFPT2_HUMAN SIS 2. 2 TGGAGGCAGTCC 0.532

+ 4 1448 3mua.2_Splice_Site NM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2 GTTTCAGGCCCGC 0.522

+ 23 5347 P_uc003mxq.1_Int NM_004415 NP_004406 P15924 DESP_HUMAN us rod domain.|Potential. 9 GCGATAGAAGATA 0.458

- 10 1172 myb.2_Missense_ NM_001142541 NP_001136013 Q9H1N7 S35B3_HUMAN ical; (Potential). 0 TGGTCATTGCTTT 0.259

+ 10 1689 nag.1_Missense_M NM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0 CGGCTGGAGCTG 0.572

+ 5 487 NM_016167 NP_057251 Q9UMY1 NOL7_HUMAN 0 AAAAAGGAAATGA 0.294

- 9 1411 _p.C404Y|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 ACACTGCACTTGT 0.308

- 39 5003 _p.T1598I|KIF13A_ NM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4 TGCTCGGTGGAG 0.507

- 23 3029 nch.3_Missense_M NM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4 GTTCTTGTCTTAG 0.418

- 4 529 T1_uc011dji.1_Spli NM_001080480 NP_001073949 Q6ZNC8 MBOA1_HUMAN 0 GAATATCTGAAAG 0.368

+ 1 35 H2BL_uc003njl.2_5 NM_003536 NP_003527 P68431 H31_HUMAN p.R9G(1) 1 ACTGCTCGCAAGT 0.587

- 4 2803 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN 1 ctagcatgaactcttttggt 0

+ 1 905 NM_013936 NP_039224 P58182 O12D2_HUMAN Name=7; (Potential). 1 GTCACTCCTGTAC 0.448

+ 3 484 se_Mutation_p.G1 NM_030883 NP_112145 Q9GZK4 OR2H1_HUMANcellular (Potential). 0 TTCTGGGCTTCTC 0.527

- 4 631 nl.3_Missense_Mu NM_001109809 NP_001103279 Q9NU63 ZFP57_HUMAN 5 CCTGTCCATAGTC 0.577

- 4 1159 F39_uc003npd.2_In NM_025236 NP_079512 Q9H2S5 RNF39_HUMAN B30.2/SPRY. 0 TCCACGCGAATGC 0.761

- 10 3795 DC1_uc011dmp.1_ NM_014641 NP_055456 Q14676 MDC1_HUMAN Pro-rich. 4 TAGCTGGAAAGG 0.572

+ 2 3595_3596 NM_080870 NP_543146 Q3MIW9 DPCR1_HUMAN ar (Potential).|Thr-rich. 0 CCAAAGGGAAAA 0.48



- 1 1031 NM_021184 NP_067007 O95873 CF047_HUMAN 1 GAAGCAGCCCCAG 0.542

+ 3 543 _5'Flank|RDBP_uc NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4 TGTGCCCCAGATC 0.542

+ 3 160 10jtu.1_3'UTR|EGF NM_030652 NP_085155 Q99944 EGFL8_HUMAN 0 GACGCAGTCAGGG 0.617 rs143726348

+ 6 627 FL8_uc003oac.1_M NM_030652 NP_085155 Q99944 EGFL8_HUMAN 0 CAGAGCCCCCAAC 0.667

- 66 5387 cy.1_Missense_Mu NM_080680 NP_542411 P13942 COBA2_HUMAN lar collagen NC1. 5 GGTGGGGCTCCC 0.647

+ 41 5714 R3_uc003oey.2_5'F NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 TGGCCTCCTTCT 0.682

+ 6 470 NM_003093 NP_003084 P09234 RU1C_HUMAN 1 CTCGGCCCGGAA 0.552

+ 12 1535 PK14_uc003olr.2_3 NM_001315 NP_001306 Q16539 MK14_HUMAN 6 CCACCACCCCTTG 0.478

- 4 320 NM_138493 NP_612502 Q9P0B6 CF129_HUMAN ical; (Potential). 0 TCAGGAGGATAAA 0.537

+ 14 2116 51_splice|FOXP4_ NM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1 GACAGGGTATGTG 0.622

- 5 498 NM_006653 NP_006644 O43559 FRS3_HUMAN RS-type PTB. 2 AATATTCCTGGAG 0.488

+ 13 2931 _p.P927L|KIAA024 NM_015349 NP_056164 Q6AI39 K0240_HUMAN 1 GAGAGCCTCTGAA 0.527

- 3 473 nk|KLHDC3_uc003 NM_014623 NP_055438 Q16626 MEA1_HUMAN 2 CTTTTACCTGGGT 0.433 rs113749803

+ 8 1322 p.G409E|SLC22A7 NM_153320 NP_696961 Q9Y694 S22A7_HUMAN ical; (Potential). 0 AAGCTGGGACACT 0.647

+ 11 2022 OLH_uc011dvl.1_R NM_006502 NP_006493 Q9Y253 POLH_HUMAN 2 ATCCAGGGTGTGT 0.463

+ 5 670 dvq.1_Missense_M NM_004955 NP_004946 Q99808 S29A1_HUMAN ical; (Potential). 3 TCCTGGGCAGCCT 0.602

- 11 1085 n_p.T93I|SUPT3H_ NM_181356 NP_852001 O75486 SUPT3_HUMAN p.T256T(1) 3 GCCTTGGTTACCA 0.413

- 2 157 NM_001037499 NP_001032588 Q30KQ6 DB114_HUMAN 1 TTCTTGGTAAGGA 0.388

- 33 5522 ai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 CTTCCACCCAGGC 0.483

- 22 2486 pai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 GGAGGGGATCCC 0.557

- 1 860 xf.1_Missense_Mu NM_021073 NP_066551 P22003 BMP5_HUMAN 2 GTATTTCCCGTCT 0.453

- 4 465 B23_uc010kac.2_M NM_183227 NP_899050 Q9ULC3 RAB23_HUMAN 1 ACACGAGCACACA 0.353

- 1 1005 GAT2_uc003pfw.2 NM_080742 NP_542780 Q9NPZ5 B3GA2_HUMANmenal (Potential). 3 CGTCCTCCACCA 0.726

+ 1 543 3_5'Flank|DDX43_ NM_018665 NP_061135 Q9NXZ2 DDX43_HUMAN KH. 4 CACGAGGAACTGC 0.622

+ 17 1994 _p.R572K|MYO6_u NM_004999 NP_004990 Q9UM54 MYO6_HUMAN yosin head-like. 2 ATATCAGAGACGA 0.338

- 3 557 kbq.1_Missense_M NM_001080508 NP_001073977 O95935 TBX18_HUMAN T-box. 5 GCAATGTAATATT 0.383

+ 6 690 1_Missense_Mutat NM_006416 NP_006407 P78382 S35A1_HUMAN lasmic (Potential). 0 CAGATACTTCTCT 0.294

- 63 10189 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 CGTGGCCCATCTA 0.602

- 34 4900 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 TTTCTGCCAAACT 0.448

+ 7 1544 sense_Mutation_p. NM_001137667 NP_001131139 Q9UKL3 C8AP2_HUMAN 2 TCTAAGGAAGTTG 0.348

- 3 933 ac.1_Missense_Mu NM_004440 NP_004431 Q15375 EPHA7_HUMAN ar (Potential).|Cys-rich. 28 GTCCCTCGAACCT 0.463

+ 3 1086 NM_006581 NP_006572 Q9Y231 FUT9_HUMANmenal (Potential). 5 TCAATCCACAAGG 0.363

- 6 1280 pqi.1_Missense_Mu NM_001040179 NP_001035269 Q969V1 MCHR2_HUMAN lasmic (Potential). 8 GCTCTTCTTTGGA 0.423

- 6 1307 ef.1_Missense_Mu NM_145062 NP_659499 Q96AP4 ZUFSP_HUMAN 1 TTGTCGCCTAAAG 0.383

+ 1 275 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 CGGGGGCAGTGA 0.607

- 18 3003 .1_RNA|GOPC_uc NM_002944 NP_002935 P08922 ROS_HUMAN cellular (Potential). 25 GGCAGGGGCTTAA 0.363

- 12 2483 bu.1_Missense_Mu NM_002844 NP_002835 Q15262 PTPRK_HUMANcellular (Potential). 8 TGTATCCTTTGCG 0.512

- 3 830 e_Mutation_p.A155 NM_002844 NP_002835 Q15262 PTPRK_HUMAN ular (Potential).|MAM. 8 TCACTGCTAGCTC 0.408

+ 41 6001 bo.2_Missense_Mu NM_000426 NP_000417 P24043 LAMA2_HUMAN n II and I.|Potential. 10 AGGAAGATGCCA 0.338

+ 3 1920 0kfi.2_Missense_M NM_052913 NP_443145 Q86VY9 T200A_HUMAN lasmic (Potential). 1 ATAATTCCATTGG 0.522

- 9 1569 3qci.2_Missense_M NM_001431 NP_001422 O43491 E41L2_HUMAN FERM. 2 TTACCTCTGCCGG 0.308

- 7 1154 de.2_Missense_M NM_015529 NP_056344 Q6UVY6 MOXD1_HUMANmenal (Potential). 1 CCTGGAGGGATG 0.498

- 11 1201 cu.1_Missense_Mu NM_005627 NP_005618 O00141 SGK1_HUMAN kinase C-terminal. 6 TTAAAAGGGGGA 0.373

- 3 431 _p.E82K|IFNGR1_ NM_000416 NP_000407 P15260 INGR1_HUMAN cellular (Potential). 1 CAGATTCTTTTTG 0.343

+ 3 512 qhs.2_Missense_M NM_006290 NP_006281 P21580 TNAP3_HUMANAF-binding.|O p.0?(22) 137 TCAAATCTCAGGA 0.488

- 5 2901 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6 CCACAGGAGTGC 0.512

- 5 1902 NM_006734 NP_006725 P31629 ZEP2_HUMAN 6 TCAGAAGGTTGAG 0.438



+ 8 868 hq.1_Missense_Mu NM_007124 NP_009055 P46939 UTRO_HUMAN Spectrin 1. 5 AAGTCACCATAGA 0.363

- 2 1680 uc003qky.1_Intron NM_032145 NP_115521 Q8TB52 FBX30_HUMAN 3 AACGGACTTGGAT 0.428

- 2 1469 uc003qky.1_Intron NM_032145 NP_115521 Q8TB52 FBX30_HUMAN 3 TCAGATCTATTCC 0.413

- 8 995 eee.1_RNA|NUP43 NM_198887 NP_942590 Q8NFH3 NUP43_HUMAN 1 CTATGAGACAAAA 0.358

- 76 13116 e_Mutation_p.V41 NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN |Cytoplasmic (Potential). 45 GTGAAACCATGTT 0.438

- 69 11855 qou.3_Splice_Site_ NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN 45 TGCCTACCTCCAA 0.428

- 57 9715 NE1_uc010kja.1_5 NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 ACTTTTCCACTGT 0.358

- 55 9204 ou.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 ACATATCTGACCA 0.403

- 37 5484 p.E1628K|SYNE1_ NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 CAGCCTCCTGAAC 0.582

+ 6 1605 qe.2_Nonsense_M NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 CTTTCTCAACTGA 0.557

+ 13 4068 LP4_uc003qrg.2_In NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN 1 GGCCCCGCACCC 0.652

- 2 743 _p.P185S|RSPH3_ NM_031924 NP_114130 Q86UC2 RSPH3_HUMAN 2 GCATAGGTTCTTC 0.338

+ 8 1070 so.2_Missense_Mu NM_004906 NP_004897 Q15007 FL2D_HUMAN 0 GCTCCTCCCGCCA 0.512

+ 1 74 22A3_uc011efx.1_ NM_021977 NP_068812 O75751 S22A3_HUMAN 4 CGGGCGCTTCCA 0.567

+ 2 204 NM_000301 NP_000292 P00747 PLMN_HUMAN PAN. 4 TATAGAAGAATGT 0.473

+ 2 333 o.2_Missense_Muta NM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9 AGAGTCCTGAATC 0.428

- 2 525 .2_5'UTR|RNASET NM_003730 NP_003721 O00584 RNT2_HUMAN 0 GCTGAACCATAAT 0.418

- 9 1476 NM_003247 NP_003238 P35442 TSP2_HUMAN TSP type-1 1. 5 TGGTGACGTCACA 0.657 rs144973525

+ 2 928 se_Mutation_p.V27 NM_032448 NP_115824 Q96EK7 F120B_HUMAN 1 TCGAAAGTTCTTT 0.338

+ 2 1497 ense_Mutation_p.R NM_001098201 NP_001091671 Q99527 GPER_HUMAN lasmic (Potential). 1 GATGTGAGGTTCA 0.602

- 7 1772 3ski.3_Missense_M NM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1 CCTGAGGATTCCG 0.657

- 3 450 kq.2_Missense_Mu NM_001080453 NP_001073922 Q8N201 INT1_HUMAN 0 CATTACCTTCAAT 0.592

- 14 2146 mh.3_Missense_M NM_152743 NP_689956 Q6PJG6 BRAT1_HUMAN 0 CGAAGTCAAAGAG 0.622

+ 18 2793 so.2_Missense_Mu NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 3. 6 CCACCACCATTCA 0.592

- 15 5147 C18_uc003soj.2_5' NM_001080495 NP_001073964 O15417 TNC18_HUMAN 0 GTTCATCCCAAGT 0.537

- 2 221 e_Mutation_p.R62 NM_001101 NP_001092 P60709 ACTB_HUMAN 0 ATGCCTCTCTTGC 0.582

- 2 646 NM_001037163 NP_001032240 Q7Z4H9 SIPAR_HUMAN 0 ATAATGCCTCACT 0.507

+ 1 608 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN 0 ACCCCTCATCCCC 0.388

+ 13 1957 _p.P642L|HDAC9_u NM_058176 NP_478056 Q9UKV0 HDAC9_HUMANone deacetylase. 5 ATGACCCCTTGAT 0.438

- 5 547 kug.2_Missense_M NM_182762 NP_877439 Q6ZN28 MACC1_HUMAN 3 TTATGTCATCCAA 0.348

+ 3 704 4_uc003svb.2_5'U NM_003112 NP_003103 Q02446 SP4_HUMAN 5 ACAGTGGAAGGTC 0.383

+ 3 1358 vb.2_Missense_Mu NM_003112 NP_003103 Q02446 SP4_HUMAN 5 AATTCTCTTCAGC 0.468

+ 80 13095 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15 GCCTAGCCCAGTG 0.512

+ 7 1493 yw.1_RNA|NUPL2_ NM_007342 NP_031368 O15504 NUPL2_HUMAN action with GLE1. 3 AAAATTCCATTAA 0.318

- 4 687 _p.R57Q|TRA2A_u NM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1 CGAGATCGCCCAG 0.393

- 15 2137 on_p.P547S|OSBP NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1 CAGGGGGCTGG 0.647

- 3 760 _p.G29E|HOXA3_u NM_030661 NP_109377 O43365 HXA3_HUMAN 2 GCCTGCCCCGGC 0.711

- 7 690 _p.P191S|CPVL_u NM_031311 NP_112601 Q9H3G5 CPVL_HUMAN 2 ATTCAGGAAATATC 0.333

- 11 1655 _p.E456K|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 ACTCCTCCAGGAG 0.433

- 22 2044 Y19L1_uc003tel.1_ NM_015283 NP_056098 Q2PZI1 D19L1_HUMAN 0 TACATCCCAAATT 0.398

- 6 1426 _p.D356N|KIAA089 NM_001100425 NP_001093895 Q8NCT3 K0895_HUMAN 0 GGAAGTCTATGGT 0.463

+ 11 2098 g.2_Missense_Mut NM_018685 NP_061155 Q9NQW6 ANLN_HUMAN action with F-actin. 3 AGACTGGAATTGA 0.388

- 5 988 xi.1_RNA|TARP_uc003tgf.1_RNA|TARP_uc003tgj.1_RN A2JGV3 A2JGV3_HUMAN 0 TTCATGGTGTTCC 0.398

- 5 978 xi.1_RNA|TARP_uc003tgf.1_RNA|TARP_uc003tgj.1_RN A2JGV3 A2JGV3_HUMAN 0 TCCCCTCCTGGGA 0.418

- 21 2061 _p.W622*|AMPH_u NM_001635 NP_001626 P49418 AMPH_HUMAN SH3. 5 CACCAGCCAGCC 0.458

+ 2 198 .2_5'Flank|PSMA2 NM_031903 NP_114109 Q9BYC8 RM32_HUMAN 0 GTACAGGGCCCA 0.378

+ 16 3660 kbi.1_Missense_Mu NM_015052 NP_055867 Q76N89 HECW1_HUMAN WW 2. 23 CGGCTGGAACTGC 0.552



+ 7 589 xv.2_Missense_Mu NM_000712 NP_000703 P53004 BIEA_HUMAN 1 TCAGCGGCATCTC 0.517

+ 3 354 bv.1_Missense_Mu NM_006555 NP_006546 O15498 YKT6_HUMAN Longin. 0 ATCTGTGCCACGT 0.478

- 4 1800 bw.1_Missense_M NM_013389 NP_037521 Q9UHC9 NPCL1_HUMANcellular (Potential). 5 GGTCCCCGGCAG 0.577

+ 6 842 by.1_Intron|OGDH_ NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 ATCATGCAGTTCA 0.577

- 16 2230 e_Mutation_p.P458 NM_033054 NP_149043 B0I1T2 MYO1G_HUMAN 4 CCGGGGTGAGC 0.647

- 16 2143 e_Mutation_p.D429 NM_033054 NP_149043 B0I1T2 MYO1G_HUMANyosin head-like. 4 CCTTGTCGGAGCC 0.632

+ 2 327 on_p.D61N|CCM2_ NM_031443 NP_113631 Q9BSQ5 CCM2_HUMAN PID. 0 CTGAGCGACTATA 0.532

- 3 680 Missense_Mutation_ NM_004749 NP_004740 Q969Z0 TBRG4_HUMAN 0 AGGAAGGCCAGG 0.612

- 2 734 nse_Mutation_p.S2 NM_000598 NP_000589 P17936 IBP3_HUMAN Ser/Thr-rich. 3 TCGGAGGAGAAG 0.493

+ 4 1099 p.P102S|POM121_ NM_172020 NP_742017 Q96HA1 P121A_HUMANe side (Potential). 0 TTTGTGCCTAAGT 0.468

+ 32 2228 zs.2_Missense_Mu NM_000501 NP_001075224 P15502 ELN_HUMAN 5 TTGTCTCCCATTT 0.602

+ 3 935 _p.A209T|UPK3B_u NM_030570 NP_085047 Q9BT76 UPK3B_HUMANmenal (Potential). 1 TCTCTGGCCGGCC 0.622

- 18 2194 m.2_Missense_Mu NM_000601 NP_000592 P14210 HGF_HUMAN Peptidase S1. 4 AAACAAGTGGGCC 0.373

- 5 6233 v.2_Missense_Mut NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 ATAAATCCATTTTC 0.363

+ 4 3116 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 TCAATAGAGAAAA 0.408

+ 2 675 _p.H94Q|STEAP2_ NM_152999 NP_694544 Q8NFT2 STEA2_HUMAN 2 TATACACAGAGAA 0.378

+ 21 5416 p.L1731F|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 AATAGACTTTTGA 0.348

+ 10 928 1_Intron|COL1A2_ NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 GGACGACCTGGTG 0.413

+ 43 3286 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 GGTCGCGATGGTC 0.478

- 6 741 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN IMD. 1 CAATTTCTTTGTG 0.318

+ 51 7741 p.T2493I|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 TTGGCACCAGCTG 0.612

+ 6 695 tion_p.K170E|AP4M NM_004722 NP_004713 O00189 AP4M1_HUMAN 0 CAGAGCAAAGTGG 0.572

- 7 1297 PC2_uc010lgr.2_RN NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GCCGCTCCTCCTC 0.632

+ 5 541 .1_5'UTR|STAG3_ NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 ATGCAGGATTTCT 0.358

- 5 1434 HB4_uc011kkf.1_M NM_004444 NP_004435 P54760 EPHB4_HUMAN ar (Potential).|Cys-rich. 15 CCCGGGGGTCTG 0.637

+ 16 2184 a.2_Missense_Mut NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN 2 CCAATCGCTGTGG 0.587

- 2 376 uya.1_Missense_M NM_198571 NP_940973 Q8N8M0 CG052_HUMAN 1 GCCTCAGGCCCC 0.647

- 5 529 nk|CLDN15_uc003u NM_016068 NP_057152 Q9Y3D6 FIS1_HUMAN intermembrane (Potential). 0 GACTTGGACACAG 0.647

+ 9 903 LD_uc011kmh.1_M NM_000108 NP_000099 P09622 DLDH_HUMAN 1 CGCATCCTTCAAA 0.353

- 11 1325 _p.G280E|NRCAM NM_001037132 NP_001032209 Q92823 NRCAM_HUMANExtracellular (Potential). 5 CACATTTCCTCTTA 0.378

- 1 1004 NM_024523 NP_078799 Q96CN9 GCC1_HUMAN Potential. 2 CTAAGTCCTGTTT 0.527

+ 13 1680 lle.2_Splice_Site_p NM_014390 NP_055205 Q7KZF4 SND1_HUMAN 3 GGCCAGGTAAGA 0.458

- 3 365 2_5'UTR|ZC3HC1 NM_016478 NP_057562 Q86WB0 NIPA_HUMAN C3HC-type. 0 AGCATATCACATT 0.408

+ 1 98 ense_Mutation_p.E NM_013255 NP_037387 Q9UL63 MKLN1_HUMAN 1 GCGCCCGAGTGC 0.697

- 2 186 2_5'Flank|WDR91_ NM_014149 NP_054868 A4D1P6 WDR91_HUMAN 4 TATCCACCTGGCG 0.507

- 11 2548 d.3_Missense_Mu NM_022740 NP_073577 Q9H2X6 HIPK2_HUMAN D1.|Interaction with POU4F 7 GCTGCCGCATCAC 0.562

- 13 1425 7A3_uc003vvp.2_I NM_207113 NP_996996 Q8NCC5 SPX3_HUMAN 3 GCTTCACTGCTCC 0.498

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 1 290 NM_176881 NP_795362 P59534 T2R39_HUMAN cellular (Potential). 1 CCATCAGCTCAAC 0.383

+ 5 1198 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 CTGCACGGAGAAG 0.388

+ 6 1267 p.S160N|ZNF398_ NM_170686 NP_733787 Q8TD17 ZN398_HUMAN 1 TGGGTAGCTATCC 0.527

+ 21 3704 ssense_Mutation_p NM_003040 NP_003031 P04920 B3A2_HUMAN ne (anion exchange). 0 CACCACCCAGATG 0.582

- 2 414 3wiz.1_Missense_ NM_006712 NP_006703 Q14296 FASTK_HUMAN 4 GCTGGGGTTCTG 0.677

- 12 1417 p.G426D|SMARCD NM_001003801 NP_001003801 Q6STE5 SMRD3_HUMAN 2 GGGTTGCCGGCTA 0.617

- 11 1692 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN PHD-type 3. 63 GTGAACCCACCTG 0.378

+ 16 3607 p.R890H|RBM33_u NM_053043 NP_444271 Q96EV2 RBM33_HUMAN 1 GGGGGCGCCTGA 0.617

- 16 1587 n_p.L306F|LMBR1 NM_022458 NP_071903 Q8WVP7 LMBR1_HUMAN lasmic (Potential). 0 TGAAAAGTTCTTC 0.338



+ 13 1800 DR60_uc010lqw.2_ NM_018051 NP_060521 Q8WVS4 WDR60_HUMAN 4 ACGGAGGAAATAG 0.403

- 2 268 x.2_RNA|VIPR2_u NM_003382 NP_003373 P41587 VIPR2_HUMAN cellular (Potential). 2 CCAGATGAAATCG 0.383

- 24 4060 p.P616S|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN ar (Potential).|Sushi 7. 25 AGTTAGGGATGCC 0.493

+ 3 441 se_Mutation_p.L92 NM_001081552 NP_001075021 Q6PDA7 SG11A_HUMAN 0 TGCAGACTTTTTT 0.413

+ 7 1511 64_splice|MTMR9_ NM_015458 NP_056273 Q96QG7 MTMR9_HUMAN 0 CTGCAGGTGAGAA 0.458

+ 7 1128 z.2_Missense_Mut NM_001715 NP_001706 P51451 BLK_HUMAN SH2. 3 TGCCTGGATGAAG 0.592

+ 18 2433 _p.G766S|KIAA196 NM_199205 NP_954675 Q8N163 K1967_HUMAN 3 CAGGAGGGCCTG 0.632

+ 5 776 SF10C_uc011kzr.1 NM_003841 NP_003832 O14798 TR10C_HUMAN TAPE 3. 0 CTGCCCCAGCTGC 0.627

- 12 2371 ty.1_Missense_Mut NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMANsyl-oxidase like. 3 CCTGATCGCCGAA 0.592

- 8 1021 TS9_uc011lax.1_M NM_018250 NP_060720 Q9NV88 INT9_HUMAN 2 AGCAAGGAGGATC 0.468

+ 4 865 f.1_RNA|RBPMS_u NM_006867 NP_006858 Q93062 RBPMS_HUMAN RRM. 1 TTGTCAGTTTTGA 0.383

+ 12 2087 se_Mutation_p.E26 NM_013964 NP_039258 Q02297 NRG1_HUMAN lasmic (Potential). 0 GATGAGGAGTATG 0.557

+ 16 1724 NU1_uc003xjw.2_R NM_001031836 NP_001027006 A8MYU2 KCNU1_HUMAN .|Cytoplasmic (Potential). 1 GGCTCTGCTTTCT 0.463

- 6 1249 1_Missense_Muta NM_014682 NP_055497 O60284 ST18_HUMAN C2HC-type 1. 5 TGGTCTCCCTCTT 0.527

- 1 85 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1 TCCCCCAAATCAA 0.373

+ 1 735 e.3_5'Flank|ADHF NM_015169 NP_055984 Q15050 RRS1_HUMAN 0 CCTACCGGACACC 0.657

- 10 1209 xzp.2_Missense_M NM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. 0 CATAATCCGGCTC 0.403

- 1 162 TPD52_uc003ybt.1 NM_001025253 NP_001020424 P55327 TPD52_HUMAN 1 CGCGGTCCATGTC 0.532

- 7 1066 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMAN lasmic (Potential). 0 TGTCCTGGGAATC 0.537

+ 3 428 NM_000067 NP_000058 P00918 CAH2_HUMAN 1 GAGGACCCCTGG 0.264

- 1 444 3ydr.1_Missense_M NM_138817 NP_620172 Q8TCU3 S7A13_HUMAN cellular (Potential). 1 ACTCAGCAAGGAG 0.483

+ 6 702 P1_uc010mai.2_5' NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN 2 TTGATGGATTGGT 0.338

+ 22 2770 NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN HECT. 2 CATTTGGTTTTGG 0.333

- 11 1824 _p.P490S|NBN_uc0 NM_002485 NP_002476 O60934 NBN_HUMAN 7 ACTCTGGTTTTGT 0.353

- 14 2485 NM_012415 NP_036547 O95073 FSBP_HUMAN 4 GTCTTGGTGAGGT 0.353

- 12 2786 e_Mutation_p.P92 NM_015496 NP_056311 Q69YN4 VIR_HUMAN 2 CTTCTGGGGTCAT 0.383

+ 2 305 mbe.2_Missense_M NM_016134 NP_057218 Q9Y646 PGCP_HUMAN 1 GATGTTGCTAAAG 0.433

+ 54 9946 yiw.2_Missense_M NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 TTTGAGGTTTATT 0.383

- 22 3523 p.E929K|RGS22_u NM_015668 NP_056483 Q8NE09 RGS22_HUMAN RGS 2. 7 CTAACTCCTTCCG 0.358

- 37 4933 s.1_Missense_Mut NM_015902 NP_056986 O95071 UBR5_HUMAN 28 CATTATCTTGGTT 0.423

+ 1 289 NM_003301 NP_003292 P34981 TRFR_HUMAN cellular (Potential). 3 TTCCTGGGTCTAT 0.493

- 14 2201 ense_Mutation_p.S NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN ar (Potential).|Sushi 3. 63 CGATTAGAAAATC 0.358

+ 3 585 NM_032334 NP_115710 Q9BRU9 UTP23_HUMAN 0 GCAGTGGAGTCAG 0.378

+ 2 312 NM_006438 NP_006429 Q9Y6Z7 COL10_HUMANCollagen-like. 3 TGGGGCCGAAAG 0.413

+ 37 5008 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 GAGTGACCATCTG 0.413

- 14 2374 nse_Mutation_p.P5 NM_014751 NP_055566 O43312 MTSS1_HUMAN Pro-rich. 1 TCACGGGTGTCT 0.632

+ 3 409 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2 ATGATTCCTATGA 0.403

- 12 1043 x.1_Missense_Mut NM_001080399 NP_001073868 Q02509 OC90_HUMAN pholipase A2-like 2. 3 TGATGGGACAAGC 0.552

+ 2 109 NM_003235 NP_003226 P01266 THYG_HUMAN 15 TTCCTAGAGTACC 0.542

+ 29 5520 b.1_Missense_Muta NM_003235 NP_003226 P01266 THYG_HUMAN Type IIIB. 15 GACATGGGGTCTC 0.463

+ 2 417 P1_uc010mec.2_M NM_003882 NP_003873 O95388 WISP1_HUMAN FBP N-terminal. 2 TAGGAGTGTGTGC 0.627

- 3 382 nse_Mutation_p.T7 NM_153831 NP_722560 Q05397 FAK1_HUMAN FERM. 6 GCCCAGGTGGTTG 0.408

- 32 13300 e.1_Missense_Mu NM_201380 NP_958782 Q15149 PLEC_HUMAN Globular 2. 9 CCACCGGCGTTGC 0.672

+ 7 976 y.2_Nonsense_Mu NM_001916 NP_001907 P08574 CY1_HUMAN 0 CAAGTGGTCAGTC 0.582

+ 10 1086 NM_145754 NP_665697 Q96AC6 KIFC2_HUMAN Potential. 3 CGGATGGCCAGC 0.657

+ 3 1066 NM_138431 NP_612440 Q96ES6 MFSD3_HUMAN .|Helical; (Potential). 2 GCCTTGGTCTTCC 0.637

+ 19 2927 p.R943K|SMARCA NM_003070 NP_003061 P51531 SMCA2_HUMAN 3 TGTTAAGACCATT 0.348



+ 2 571 NM_017913 NP_060383 Q7L3B6 CD37L_HUMAN al.|Self-association. 0 CAAAGAGAGAAGA 0.438

+ 13 2396 DM4C_uc003zkg.2_ NM_015061 NP_055876 Q9H3R0 KDM4C_HUMAN 1 AGGAGGAAGTGG 0.483

- 1 485 NM_005454 NP_005445 O95813 CER1_HUMAN 0 ATGACCCCCTGAG 0.498

+ 15 2008 me.2_Missense_M NM_173550 NP_775821 Q6TFL3 CI093_HUMAN 0 CTGCAGGAGAAGC 0.338

+ 15 2545 _p.G840D|CNTLN_ NM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1 CTGTGGGTCGTCA 0.443

+ 11 1334 _p.C386R|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN TSP type-1 2. 5 GTTTCCTGTGTGG 0.597

+ 24 4452 3znf.3_Missense_MNM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN -like C2-type 4. 5 CCACAGGACTGAC 0.512

+ 21 2590 zoh.1_Missense_M NM_017794 NP_060264 Q5VW36 K1797_HUMAN 10 TTAGATGACGATG 0.383

+ 2 606 |NFX1_uc003zsp.1 NM_002504 NP_002495 Q12986 NFX1_HUMAN 1 GAGGACCAAAAGT 0.478

+ 5 775 Mutation_p.G216S NM_007343 NP_031369 P35030 TRY3_HUMAN Peptidase S1. 0 TCTGGTGGCCCTG 0.512

+ 8 2053 RA_uc003zvk.2_M NM_004512 NP_004503 Q14626 I11RA_HUMAN tential).|Fibronectin type-III 1 GGTTACCCCCGAC 0.627

+ 2 1038 zvv.2_Missense_M NM_203299 NP_976044 Q5VYM1 CI131_HUMAN 0 GCTTTTGAGCCTC 0.537

- 12 2125 .1_5'Flank|FANCG NM_004629 NP_004620 O15287 FANCG_HUMAN TPR 4. 4 TACCTGGGCACAT 0.532

- 8 1679 2_Missense_Mutat NM_025182 NP_079458 Q7L5A3 K1539_HUMAN 2 CAGCAGGCATGTC 0.547

- 1 150 T1_uc003zxf.1_RN NM_014450 NP_055265 Q9Y3P8 SIT1_HUMAN 0 GCTGCAGATGTGA 0.627

+ 21 3038 e_Mutation_p.G989 NM_003995 NP_003986 P20594 ANPRB_HUMAN lasmic (Potential). 3 AGCTAGGATGCTT 0.537

+ 7 772 MTD3_uc011lqq.1_ NM_144964 NP_659401 Q6PF06 RG9D3_HUMAN 0 TCGGTGGGCTTGT 0.343

- 4 1023 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 CTGTGACTTGTAT 0.453

+ 8 1481 e_Mutation_p.G315 NM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3 AATGGTGGAAGGA 0.488

+ 17 2588 _p.S192N|TLE4_uc NM_007005 NP_008936 O60756 BCE1_HUMAN 5 AAGCCAGTACTTT 0.557

+ 4 2479 1_Intron|uc004amj NM_001145197 NP_001138669 Q6ZUB0 YI020_HUMAN 0 CTAACTCTGAGAG 0.468

- 13 3052 e_Mutation_p.E904 NM_017576 NP_060046 Q86VH2 KIF27_HUMAN Potential. 5 TATTTTCCAGGTG 0.333

- 11 1173_1174 p.P281L|SLC28A3 NM_022127 NP_071410 Q9HAS3 S28A3_HUMAN cellular (Potential). 4 AATATGGTCGGA 0.51

- 11 1710 CCHC6_uc004aot NM_024617 NP_078893 Q5VYS8 TUT7_HUMAN 2 CTTGAAGGTTGAA 0.373

+ 5 592 NR_027917 1 GATGAGGATCACG 0.483

+ 4 1926 apq.3_Missense_M NM_001145124 NP_001138596 0 AGGAAAGCCTGTG 0.537

+ 2 452 ense_Mutation_p.A NM_003177 NP_003168 P43405 KSYK_HUMAN SH2 1. 5 ACCCATGCCAGCC 0.662

- 5 701 p.P147S|FANCC_u NM_000136 NP_000127 Q00597 FANCC_HUMAN 1 AACCAGGATAGTA 0.313

- 4 892 4ayr.2_Missense_M NM_018421 NP_060891 Q9BYX2 TBD2A_HUMAN 3 AATCTTCCCCTGG 0.597

- 15 2952 p.V752M|TEX10_u NM_017746 NP_060216 Q9NXF1 TEX10_HUMAN 2 TATACACGTTGAA 0.448

- 3 607 p.A134V|TEX10_u NM_017746 NP_060216 Q9NXF1 TEX10_HUMAN HEAT. 2 TGTTCAGCTCGTA 0.388

+ 5 724 218K|NIPSNAP3B_ NM_018376 NP_060846 Q9BS92 NPS3B_HUMAN 2 ATCCCAGAGTTGT 0.408

+ 8 1045 n_p.T275I|SLC44A NM_080546 NP_536856 Q8WWI5 CTL1_HUMAN intermembrane (Potential). 4 CTGTTACTCCTGA 0.453

- 8 1206 wc.1_Missense_M NM_003640 NP_003631 O95163 ELP1_HUMAN 7 TGCAAAGCAAACT 0.488

- 25 4178 e_Mutation_p.S130 NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2 TTTGAACTTTCAC 0.373

- 4 593 CL_uc004bna.2_3'U NM_005388 NP_005379 Q13371 PHLP_HUMAN 0 TCTCCACTGGAGA 0.458

- 17 3197 se_Mutation_p.D9 NM_001100588 NP_001094058 Q9HBD1 RC3H2_HUMAN 4 AAAGGTCCCCAGT 0.348

- 18 1840 e_Mutation_p.E610 NM_001144877 NP_001138349 Q8N9R8 SCAI_HUMAN 5 CTAATTCCAAAAT 0.388

+ 3 495 p.E149K|LMX1B_u NM_002316 NP_002307 O60663 LMX1B_HUMAN 0 GAGAAGGAGAAGG 0.657

+ 3 1162 _p.T303M|LRRC8A NM_019594 NP_062540 Q8IWT6 LRC8A_HUMAN 0 GCCTGACGGGCTA 0.547

+ 4 2502 p.V750M|LRRC8A NM_019594 NP_062540 Q8IWT6 LRC8A_HUMAN LRR 16. 0 TCCAGGGTGGGC 0.677

+ 4 1072 HD1_uc004bwm.2_ NM_001100876 NP_001094346 Q5SRE7 PHYD1_HUMAN 0 GTTCCTCTCCACT 0.547

+ 2 496_497 NM_001012715 NP_001012733 Q8NAJ2 CI106_HUMAN 0 CTCATGGGTGGG 0.609

+ 20 2400 _p.T730I|USP20_u NM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN DUSP 1. 2 CCATCACCAACCA 0.672

- 1 389 NM_198180 NP_937823 P83859 OX26_HUMAN 0 CGGAAGCTGAAGC 0.622

- 7 916 p.S263F|UCK1_uc NM_031432 NP_113620 Q9HA47 UCK1_HUMAN 0 CTGCTGGACTCCA 0.652

- 8 980 RAPGEF1_uc010m NM_005312 NP_005303 Q13905 RPGF1_HUMAN SH3-binding. 7 ATGCTGGTGGAGG 0.572



+ 11 1633 NM_015456 NP_056271 Q8WX92 NELFB_HUMAN 0 AATTTGCCCTTGA 0.612

- 5 1019 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 TGCTCCTGTTCTG 0.478

+ 3 730 1mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13 CTCCGGCTCCTCG 0.527

+ 3 184 NM_021109 NP_066932 0 GCGATTGAACAGG 0.393

+ 10 1120 _p.R311K|BMX_uc NM_203281 NP_975010 P51813 BMX_HUMAN SH2. 5 TACTCAGACAAAA 0.363

- 6 1101 ND2_uc010nfb.2_In NM_153346 NP_699177 Q8NDZ0 BEND2_HUMAN 5 GTCTCAGTGCTG 0.289

- 2 564 h.1_RNA|PHKA2_u NM_000292 NP_000283 P46019 KPB2_HUMAN 2 TTATCCCGCACCC 0.572

- 3 948 NM_030624 NP_085127 Q96M94 KLH15_HUMAN BACK. 2 AAAACGCTGGTTG 0.423

- 4 1412 NM_139058 NP_620689 Q96QS3 ARX_HUMAN Pro-rich. 0 CCCCGGGAAGG 0.692

+ 1 215 2_5'Flank|MAGEB1 NM_002367 NP_002358 O15481 MAGB4_HUMAN 1 CCTCATCTGTTTT 0.572

- 1 149 NM_000475 NP_000466 P51843 NR0B1_HUMAN A tandem repeats.|1. 2 GGCTCATCGCCG 0.662

- 18 2423 D_uc004ddb.1_Mi NM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 4. 6 TTATATCAACATC 0.333

+ 1 1488 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CCTCCCGACACTG 0.622

+ 18 2585 84_splice|SYTL5_u NM_001163335 NP_001156807 Q8TDW5 SYTL5_HUMAN 1 TCTTCAGGTGTGA 0.507

- 4 473 z.1_RNA|ZNF630_ NM_001037735 NP_001032824 Q2M218 ZN630_HUMAN KRAB. 2 CACCTTGACAACT 0.418

+ 5 426 se_Mutation_p.R11 NM_006044 NP_006035 Q9UBN7 HDAC6_HUMAN ne deacetylase 1. 4 CCTGAGCGGCTC 0.592

+ 6 1530 .K411T|CCNB3_uc NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9 GAGAGAAGTCGC 0.463

- 18 2931 moe.1_Splice_Site NM_006306 NP_006297 Q14683 SMC1A_HUMAN 6 TACTCACCTCTTC 0.502

- 13 2177 _p.S681F|SMC1A_ NM_006306 NP_006297 Q14683 SMC1A_HUMAN Potential. 6 GCCTGAGACTGCA 0.562

- 1 421 NM_002565 NP_002556 P51582 P2RY4_HUMAN Name=2; (Potential). 1 AGGTGTCTGACAA 0.567

+ 15 1101 345S|RAB41_uc00 NM_004312 NP_004303 P36575 ARRC_HUMAN 4 GAGCTACCCTTGG 0.547 rs151266240

+ 6 1135 ense_Mutation_p.RNM_001145408 NP_001138880 Q15233 NONO_HUMAN DBHS. 4 GTGTGCGCTTTGC 0.512

- 2 376 AGT1_uc004ect.3_ NM_032121 NP_115497 Q9H0U3 MAGT1_HUMAN 1 ATAACGGAGTAAT 0.408

+ 4 781 edf.2_Missense_M NM_014499 NP_055314 O00398 P2Y10_HUMAN lasmic (Potential). 5 CTCAAGCCCTTCA 0.512

+ 2 1329 eff.1_Missense_Mu NM_080832 NP_543022 Q96DU9 PABP5_HUMAN 3 GAAAAAAGTCGGC 0.443

+ 1 669 PH2_uc004efu.3_In NM_013347 NP_037479 Q13156 RFA4_HUMAN 0 GAGTATATGTCAA 0.448

- 2 508 _p.P70Q|TRMT2B_ NM_024917 NP_079193 Q96GJ1 TRM2_HUMAN 1 TGGCTTGGTTTCT 0.478

+ 5 682 4eib.1_Missense_M NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 ATGCTGGGGACTG 0.502

- 3 534 _p.T161I|TSC22D3 NM_004089 NP_004080 Q99576 T22D3_HUMAN eucine-zipper. 0 AACAGGGTGTTCT 0.567

+ 4 576 msz.1_Missense_Mutation_p.T103I|ALG13_uc011mta.1 Q9NP73 ALG13_HUMAN 1 ATCCTACCTGCAC 0.502

- 5 585 nqd.1_Missense_M NM_000640 NP_000631 Q14627 I13R2_HUMAN tential).|Fibronectin type-III 3 AACAGAGTAAATA 0.318

+ 8 1727 RF3_uc004eqy.2_ NM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN Lon. 2 GCCTATCCCACCG 0.458

- 1 394 NM_178471 NP_848566 Q8TDV5 GP119_HUMAN Name=4; (Potential). 2 AAGACACTAACCA 0.542

- 6 636 on_p.I44T|ENOX2_ NM_182314 NP_872114 Q16206 ENOX2_HUMAN Pro-rich. 1 GGTGGAATTCCAG 0.398

- 1 407 NM_054021 NP_473362 Q96P66 GP101_HUMAN lasmic (Potential). 5 GAGAGAGGGTGG 0.597

+ 8 1910 2_3'UTR|MAGEC3 NM_138702 NP_619647 Q8TD91 MAGC3_HUMAN MAGE 2. 3 TCATGTCCACCAA 0.522

- 2 2723 fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN lasmic (Potential). 2 GTTTTTCTGGATA 0.383

+ 14 1597 p.G449S|FMR1_uc NM_002024 NP_002015 Q06787 FMR1_HUMAN ction with RANBP9. 3 GGAATGGGTCGAG 0.438

+ 7 1338 NM_005140 NP_005131 Q16280 CNGA2_HUMANcellular (Potential). 3 AATGTGGGCTCC 0.517

+ 8 1129 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 CCCGAAGAGTCAT 0.522

+ 12 911 j.1_Intron|ZNF185_ NM_007150 NP_009081 O15231 ZN185_HUMAN 3 CCCAGGGCAGGA 0.602

- 16 3352 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 GCCCGCCTGCCG 0.647

- 7 679 u.1_Missense_Mu NM_021806 NP_068578 P98173 FAM3A_HUMAN 1 AAACTTCAACAGG 0.597

- 8 977 flx.1_Splice_Site_p NM_001042351 NP_001035810 P11413 G6PD_HUMAN 4 CCCCTACCTTCTC 0.622

+ 2 583 KBKG_uc004fmc.3 NM_001099857 NP_001093327 Q9Y6K9 NEMO_HUMAN h CHUK/IKBKB.|Potential. 0 CTGGAGGAGAATC 0.627

+ 2 586 4ftf.2_5'UTR|NLGN NM_014893 NP_055708 Q8NFZ3 NLGNY_HUMANcellular (Potential). 0 TGCCCCCAGCACC 0.493

- 36 4659 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN GF-like 9; second part. 9 TGGCAGGACAGA 0.657



+ 2 779 |GJB3_uc001bxz.3 NM_024009 NP_076872 O75712 CXB3_HUMAN cellular (Potential). 0 GCAACACCAAGCA 0.607

+ 34 4365 10_uc010oyl.1_Int NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 TCACTGAATAGAT 0.473

- 3 8411 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 CTGCTTGACCCCG 0.587

- 1 43 NM_001004467 NP_001004467 Q5JRS4 O10J3_HUMAN cellular (Potential). 2 AACCTTCAAAGAG 0.428

+ 6 877 PPOX_uc001fyh.2_ NM_001122764 NP_001116236 P50336 PPOX_HUMAN 1 ATCGTTCCATATT 0.547

+ 7 624 sk.2_Missense_Mu NM_002927 NP_002918 O14921 RGS13_HUMAN RGS. 0 ATTCAGGAACCCA 0.348

+ 8 2362_2363 N1_uc001gwb.2_R NM_178275 NP_840059 3 GGAGAGGGCTAC 0.614

+ 7 1349_1350 2_uc009xch.2_Mis NM_001877 NP_001868 P20023 CR2_HUMAN xtracellular (Potential). 8 TCAATGGGCAAA 0.421

- 1 538 NM_001001959 NP_001001959 Q8NGX0 O11L1_HUMAN cellular (Potential). 3 GGAGGTCGCAGA 0.507

+ 1 103 NM_001004688 NP_001004688 Q96R28 OR2M2_HUMAN Name=1; (Potential). 4 GGCATCTTTTTAG 0.522

- 1 352 LF6_uc010qal.1_N NM_001300 NP_001291 Q99612 KLF6_HUMAN 4 ACTCCTCCAGAGA 0.557

+ 1 575 NM_001005181 NP_001005181 Q8NH76 O56B4_HUMAN cellular (Potential). 1 TTATCAGCCTGGC 0.488

+ 1 427 NM_001005323 NP_001005323 Q8NH90 O5AK2_HUMAN Name=4; (Potential). 3 TGCATCCGTTTGG 0.443

+ 8 4653 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 CCTTATCGAAGAA 0.358

+ 20 2806 pgb.2_Missense_M NM_014361 NP_055176 O94779 CNTN5_HUMANonectin type-III 2. 8 TGGAAGGAAAAAA 0.408

- 21 2696 _p.F793L|HYOU1_ NM_006389 NP_006380 Q9Y4L1 HYOU1_HUMAN 0 TGAGGAACATGCT 0.567

- 8 1220 p.R287W|KIRREL3 NM_032531 NP_115920 Q8IZU9 KIRR3_HUMANPotential).|Ig-like C2-type 3. 3 GCCCCGCTTGGC 0.592

- 1 373 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Head. 6 GCCAGGAGGCTC 0.602

- 9 1066 NM_182496 NP_872302 Q502W7 CCD38_HUMAN 1 AAAGGACAGCTGT 0.438 rs139965944

+ 15 1422 _p.L446F|KIAA103 NM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2 GCTTCTTGTATGCA 0.299

- 10 1429 _p.G239R|FOXN4_ NM_213596 NP_998761 Q96NZ1 FOXN4_HUMAN 2 TGAATCCCTCATC 0.572

+ 4 2801 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANf microtubules.|Mediates int 0 CCAAGGGGGCCG 0.562

- 2 3185 hl.1_Missense_Mu NM_203487 NP_982354 Q9HC56 PCDH9_HUMAN ical; (Potential). 6 GGTGACGAAGATC 0.512

+ 10 2368 NM_000369 NP_000360 P16473 TSHR_HUMAN lasmic (Potential). 299 GAAGATGTCTATG 0.453

- 6 1183 uc001zit.1_Intron NM_005159 NP_005150 P68032 ACTC_HUMAN 2 GCATACGATCAGC 0.438

+ 18 2237 _Mutation_p.K645QNM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 10. 10 AAGCAGAAGAAG 0.527

- 16 2257 _p.E665K|TRPM7_ NM_017672 NP_060142 Q96QT4 TRPM7_HUMAN lasmic (Potential). 10 TTGCTTCATATGC 0.358

- 14 1982 _p.R614*|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Glu-rich.|Potential. 1 ACCTTCGAAGTTC 0.363

- 10 1877 LE3_uc010bil.1_Mi NM_005078 NP_005069 Q04726 TLE3_HUMAN CCN domain. 2 TCATTGGAAACAT 0.527

- 4 2370 os.1_Missense_Mu NM_001717 NP_001708 Q01954 BNC1_HUMAN C2H2-type 4. 3 CTGCGGGAGGGA 0.323

+ 25 2886 vv.1_Missense_Mu NM_000548 NP_000539 P49815 TSC2_HUMAN 10 ATGACACCCCCGA 0.637 rs144329595

+ 2 610 NF213_uc010bth.2_ NM_004220 NP_004211 O14771 ZN213_HUMAN SCAN box. 0 TACGGGGATGTGC 0.622

- 5 2188 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN 11 TCCATGCGTTTAG 0.433

- 5 440 6A10P_uc002edi.1_RNA 0 GGTGTTTTTGTAG 0.512

+ 15 2022 fnl.2_Missense_Mu NM_003119 NP_003110 Q9UQ90 SPG7_HUMAN drial matrix (Potential). 0 GGGATGGCACCT 0.657

- 1 896 NM_002548 NP_002539 P34982 OR1D2_HUMAN lasmic (Potential). 1 CCCAGAGCCCCAT 0.463

+ 4 595 ACA3_uc010cte.1_R NM_173847 NP_776246 Q8IXA5 SACA3_HUMANcellular (Potential). 2 CCTAATCTCAAGG 0.413

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -[GIKRQVHEL]- [SPTR]-[ST 0 ggagatgctgcagctgg 0.129

- 1 103 NM_025237 NP_079513 Q9BQB4 SOST_HUMAN 0 ACTACACGGAAGG 0.627

+ 6 893 .2_RNA|DCAF7_u NM_005828 NP_005819 P61962 DCAF7_HUMAN 1 CTGCTTCGCCTCT 0.572

- 1 69 nse_Mutation_p.A3 NM_002059 NP_002050 P01242 SOM2_HUMAN 3 TACCTGCAGCCAT 0.597 rs148779841

- 11 1400 _p.S448F|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN 4 TTACAGGAGTTCT 0.652

- 3 21493 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 GGGAAGGGAGAG 0.507

- 3 15005 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CTAGAGGAAGTGA 0.517

- 4 1258 NM_031310 NP_112600 Q9BX97 PLVAP_HUMAN cellular (Potential). 0 CCCATGGGCCTTG 0.597

+ 5 1465 NM_144689 NP_653290 Q8TAQ5 ZN420_HUMAN 0 GTGAGAAACCCTA 0.403

- 5 629 010xuc.1_Missense NM_170604 NP_733749 Q8TDF6 GRP4_HUMAN rminal Ras-GEF. 3 GGGGATCCTGGT 0.582



- 1 310 002ozg.3_Missense NM_013256 NP_037388 Q9UJW8 ZN180_HUMAN 2 CAGCTTCCCGCGT 0.667

- 1 166 NM_178449 NP_848544 Q96A98 TIP39_HUMAN 0 ACCACcagcagcag 0.597

+ 4 1011 D221E|SIGLEC7_u NM_014385 NP_055200 Q9Y286 SIGL7_HUMAN 2.|Extracellular (Potential). 1 GGGGGATGAAGG 0.597

+ 8 1498 _p.A453V|LILRA2_ NM_001130917 NP_001124389 Q8N149 LIRA2_HUMAN ical; (Potential). 1 TGAGGCTCAGCA 0.567

+ 5 1578 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN 1 ATGAGGGAAATTC 0.473

+ 5 494 F512_uc010ylx.1_M NM_032434 NP_115810 Q96ME7 ZN512_HUMAN 1 CCAATCCCAAATC 0.468

+ 9 1831 v.2_Missense_Mut NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8 ATGATGGAATGCC 0.368

- 9 3464 _Mutation_p.G103 NM_025052 NP_079328 Q56UN5 YSK4_HUMANProtein kinase. 5 AGCCACCAGGAAC 0.408

- 3 581 NM_019850 NP_062824 Q8N5V2 NGEF_HUMAN y toward RHOA, RAC1 and 7 AGGAGGCATTCTG 0.468

- 2 235 nk|C20orf7_uc002 NM_016649 NP_057733 Q9H501 ESF1_HUMAN 1 TGTCATGAAACAT 0.443

+ 2 63 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 AGAATCGCCCTGA 0.353 rs7266938

- 2 143 NM_003225 NP_003216 P04155 TFF1_HUMAN P-type. 0 ACGGGGGGCCA 0.522

- 2 301 ba.2_Missense_Mu NM_001351 NP_001342 Q92904 DAZL_HUMAN 0 TTGCAGTAGACTG 0.343

- 7 3619 eal.2_Missense_M NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 CTTGATCAGGGAG 0.423

- 7 2195 blc.1_Missense_M NM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1 TGCTGCTGCAGC 0.572

+ 14 2124 eyn.2_Missense_M NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 ATTTTTCCATCTA 0.388

+ 7 932 .S218L|FAM193A_ NM_003704 NP_003695 P78312 F193A_HUMAN 3 TGTTATCGTCCCG 0.488

+ 11 1864 _p.I443L|CPZ_uc0 NM_001014447 NP_001014447 Q66K79 CBPZ_HUMAN 3 GACTTCATTCTGC 0.587 rs149680311

- 1 675 _p.R74W|UGT2B4_ NM_021139 NP_066962 P06133 UD2B4_HUMAN 2 TTACCCTCTCTAT 0.373

+ 13 2363 NM_020840 NP_065891 Q9P278 FNIP2_HUMAN ction with PRKAA1. 0 CATCTCCAGAGTC 0.552

- 19 2230 _p.R608C|NEK1_u NM_012224 NP_036356 Q96PY6 NEK1_HUMAN 6 CACCACGAAGTTT 0.338

+ 15 2141 7_uc011cpn.1_RN NM_000587 NP_000578 P10643 CO7_HUMAN Sushi 2. 0 GCTCCAGCCTTAA 0.493

- 13 2318 knp.2_Missense_M NM_173488 NP_775759 Q86UG4 SO6A1_HUMAN lasmic (Potential). 7 CAGTTTCTTCTTT 0.269

+ 10 1954 011cwm.1_Missen NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2 ATGATTCTGTAGC 0.473

+ 2 282 dix.1_Missense_M NM_001143942 NP_001137414 Q9BX46 RBM24_HUMAN 2 AACCAAGGATCAT 0.517

- 5 1065 _uc003ntw.2_Misse NM_004640 NP_004631 Q13838 DX39B_HUMANcase ATP-binding. 0 ACAGCAACCTGCC 0.498

- 10 6683 318_uc003ouw.2_I NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TCCAGGGAACTA 0.473

- 5 756 p.P232S|RHAG_uc NM_000324 NP_000315 Q02094 RHAG_HUMAN cellular (Potential). 2 CTCCAGGTTCAGC 0.502

+ 2 581 kbm.2_Missense_M NM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1. 1 TTCTTAACCAATT 0.478

+ 5 1098 .R243L|ESR1_uc0 NM_001122742 NP_001116214 P03372 ESR1_HUMAN tor.|Mediates interaction wit 5 GGCTCCGTAAATG 0.542

+ 3 1262 o.2_Missense_Muta NM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9 CAGGCTCTTCAGA 0.423

- 6 669 D2_uc003snn.3_Int NM_001100600 NP_001094070 Q8IY49 PAQRA_HUMAN lasmic (Potential). 1 CAGCTCCCTGTTC 0.552

+ 19 2202 S_uc003uty.3_RNA NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 GAGCTTGAAGAG 0.572

- 8 1420 _p.V342A|CREB3L NM_194071 NP_919047 Q70SY1 CR3L2_HUMAN Potential).|Leucine-zipper. 160 TCTAGAACCTCTA 0.438

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 4 2553 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 GGTATGGGGGCC 0.657

+ 4 1335 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TGGAGCGAAGCA 0.433 rs141279458

- 6 1422 _p.K262*|SDR16C NM_138969 NP_620419 Q8N3Y7 RDHE2_HUMAN 3 ACATTTTTTCTTG 0.318

+ 8 879 P1_uc010mai.2_In NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN 2 TAGTCCAAAACTC 0.403

- 14 1651 ks.1_Missense_Mu NM_015902 NP_056986 O95071 UBR5_HUMAN 28 AAAGAGGATTATT 0.323

- 6 1753 os.2_Intron|TMEM2 NM_013390 NP_037522 Q9UHN6 TMEM2_HUMAN 2 CTGAAAGAGAAAC 0.368

+ 4 805 NM_001001670 NP_001001670 Q6ZQQ2 F75D1_HUMAN 0 ATCACATTGAGAG 0.527

- 4 3084 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 TCCACTCCATCAG 0.418

- 7 1012 GBGT1_uc011mcx. NM_021996 NP_068836 Q8N5D6 GBGT1_HUMANmenal (Potential). 0 ACACGCCTGCGC 0.597

+ 46 6986 coi.2_Missense_M NM_000718 NP_000709 Q00975 CAC1B_HUMAN lasmic (Potential). 6 ACTTTCGAGGAGG 0.647

- 5 4056 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 ATTTTTCTGGTGG 0.368

+ 3 354 NB3_uc004doz.2_M NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9 CTCAGTCCAGCAA 0.483



- 13 1152 oi.1_Nonsense_Mu NM_022052 NP_071335 Q9H4D5 NXF3_HUMAN NTF2. 3 CCTGTCGATCTCC 0.522

- 105 15336 se_Mutation_p.P76 NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CTGGTAGGCACC 0.542

- 13 2891 _p.D203N|KIF17_u NM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4 CATTGTCTGCTGC 0.582

+ 19 2184 ation_p.D27A|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0 TGCTGGATGAGAA 0.483

- 11 1575 mr.1_Missense_Mu NM_001025603 NP_001020774 P48382 RFX5_HUMAN 1 TCTATATCCTGCT 0.532

- 2 3389 e.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 gcgccttctcttctcccgttc 0.239

- 3 4292 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 ACTGTCCATGACC 0.527

- 3 1113 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 TCTGAGTGTGTCC 0.592

- 2 900 LHDC8A_uc001hcg NM_018203 NP_060673 Q8IYD2 KLD8A_HUMAN Kelch 3. 1 AGCATGCTCCTC 0.622

+ 1 494 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANcellular (Potential). 3 ACATTTTCCTTCTC 0.443

- 2 885 2_Intron|RASSF4_ NM_007021 NP_008952 Q9NTK1 DEPP_HUMAN 0 TTCTGAGGACACT 0.607

- 21 2892 qul.1_Missense_M NM_003474 NP_003465 O43184 ADA12_HUMAN lasmic (Potential). 9 TGCACGTGGAGC 0.552

+ 52 15620_15621b.2_Missense_Mut NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 CCCAGGGACCAC 0.639

- 3 560 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMANA repeats of C-C-X-P. 0 CAGGAGCCACAG 0.677

+ 32 6648 _p.R1157Q|NAV2_u NM_182964 NP_892009 Q8IVL1 NAV2_HUMAN 6 ACCGTCGGATCA 0.582

- 1 444 NM_001039396 NP_001034485 Q2M385 MPEG1_HUMAN xtracellular (Potential). 2 TGAGTTCATCTCC 0.438

- 2 570 nsense_Mutation_p NM_013402 NP_037534 O60427 FADS1_HUMAN al).|Cytochrome b5 heme-b 1 GTTCTCCAATCAG 0.507

- 5 6119 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 ACATCCACATCCC 0.502

+ 3 423 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1 GTCACCCAGCTGA 0.542

- 3 897 NM_006248 NP_006239 0 CTTGTGGGGGTG 0.617

- 3 584 _p.G11W|GJB6_uc NM_006783 NP_006774 O95452 CXB6_HUMAN lasmic (Potential). 1 CACCCCCGATGAA 0.507 rs104894415

+ 1 461 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 2. 4 TGTGATGAAAATG 0.363

+ 1 2205 NR_003268 0 AATGTGCCTGATT 0.428 rs57976037

+ 2 409 n_p.R5W|TSSK4_u NM_174944 NP_777604 Q6SA08 TSSK4_HUMANProtein kinase. 0 GTCTTGCGGCACA 0.517

+ 2 367 .1_5'UTR|SRP54_ NM_003136 NP_003127 P61011 SRP54_HUMAN G-domain. 1 GCAGACCTTGGAA 0.328

- 7 8020 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 GGGACAGGTCCC 0.597

- 187 0 ACTGACCTCCCCT 0.587 rs7146961

+ 1 109 NM_001080841 NP_001074310 0 CTTGTTGTGATGG 0.498

+ 2 87 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4 CTGTTCCCTTCTC 0.532

- 5 785 CHRNB4_uc010blh NM_000750 NP_000741 P30926 ACHB4_HUMANcellular (Potential). 0 TGAAGTCGTAAGT 0.552

+ 4 2161 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 12. 4 CACATCAGAGAAG 0.438

+ 2 199 D2_uc010cbk.1_M NM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4 TCGCAGGAGGCT 0.607

+ 1 213 P9-9_uc010wfq.1_ NM_031963 NP_114169 Q9BYQ0 KRA98_HUMAN C-C-[RQVSGE]- [SPSNQ]- 1 AGCCCATCTGTGT 0.637

- 9 1241 hzi.3_Missense_Mu NM_012448 NP_036580 P51692 STA5B_HUMAN 6 GCTTCCCGCCCAC 0.587

+ 4 279 2iky.2_Missense_M NM_004287 NP_004278 O14653 GOSR2_HUMAN ic (Potential).|Potential. 2 CAGTCGGGTTGA 0.527

+ 4 1858 e_Mutation_p.H59 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 13. 0 GCCTCACACCTTC 0.463

+ 4 1651 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 GAAACCCTATGAG 0.413

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0 ATAACGCTTTCCC 0.428

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0 ATAACGTTTTCCC 0.413

- 4 901 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMAN C2H2-type 4. 1 AAAAAGAAAAGGC 0.378

- 4 1409 709_uc002mtx.3_I NM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1 AAGGCTCTACCAC 0.433

+ 4 1543 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 ACTGGAGAGAAAC 0.373

- 7 1908 e_Mutation_p.Q408 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANKL]-[LIVMAP]- [AQKHRPE]; 2 GCAGCTGTACCTC 0.587

- 4 2233 _p.N652Y|ZNF28_u NM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1 CAAGGTTTGACAT 0.408

- 5 1439 k.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0 ATTTCTGACTGAA 0.398

+ 4 1386 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0 TCAGATGTCATCC 0.413

+ 7 1834 _p.R405L|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 9. 1 GTAGACGTCATAC 0.393



+ 5 c010fhg.2_Splice_Site|FLJ40330_uc010fhh.2_Splice_Site 0 TTTTCAGTGTCTT 0.313

- 38 6659 NM_004525 NP_004516 P98164 LRP2_HUMAN s B 20.|Extracellular (Potent 29 GCAATACCCCGGA 0.393

+ 3 195 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.N7D 0 GCCTCAAATAGCT 0.358

+ 3 222 RG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A16T 0 AATGAAGCAGGGG 0.373

+ 3 243_244 RG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.S23D 0 GCAAAAAGTAAAA 0.361

- 12 1120 ON_uc002ysl.2_5'F NM_145858 NP_665857 O95825 QORL1_HUMAN 0 AAACACCAGTTGA 0.378

+ 5 1146 RA2A_uc010guq.2_ NM_000675 NP_000666 P29274 AA2AR_HUMANelical; Name=4. 0 CCATCTGCTGGGT 0.587

+ 4 2181 FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN S-P-[AEPV]-[EAK]- [AEVK] 0 GCAAAGTCCCCTG 0.557

+ 7 3960 tq.1_Missense_Mu NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CCCCACCCCGCCA 0.706

- 3 753 NM_198560 NP_940962 Q7Z7J7 LHPL4_HUMAN 3 ATGTCCCGGATGG 0.627

- 34 10131 kf.2_Missense_Mu NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN lasmic (Potential). 11 AGGGCCCAAGCA 0.597

- 8 1164 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0 GCCTGGGCCGGA 0.637

+ 11 1887 etm.2_Missense_M NM_022131 NP_071414 Q9H4D0 CSTN2_HUMANcellular (Potential). 7 CGCAGTCCATCCT 0.502

+ 5 1146 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 6. 0 ATAGGTCCACAAC 0.378

- 3 3308 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGTTTTGCC 0.418

+ 1 1599 t.3_Intron|LRBA_u NM_006439 NP_006430 Q9Y586 MB212_HUMAN 1 GGGAGCGCTATGT 0.627

+ 31 4597 _p.D982N|SPEF2_ NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 CTGATCGATTTGG 0.358

+ 20 3831 |ANKHD1_uc003lf NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 AGGGCCGAGCAG 0.448

- 8 1174 NM_005990 NP_005981 O94804 STK10_HUMANProtein kinase. 8 CGAAGGGATGCTG 0.632

- 5 698 _Missense_Mutatio NM_002020 NP_002011 P35916 VGFR3_HUMAN 2.|Extracellular (Potential). 15 TGGTCTCGCACTG 0.642

- 10 4192 DC1_uc011dmp.1_M NM_014641 NP_055456 Q14676 MDC1_HUMAN on with the PRKDC comple 4 GAAGGCTGGAGC 0.527

- 5 1864 p.M535I|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 CGCTATCATTTTG 0.423

+ 9 1437 _p.V278M|HECW1_ NM_015052 NP_055867 Q76N89 HECW1_HUMAN C2. 23 ACTGACGTGCTG 0.493

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 TCACATTTGTAGG 0.453

- 6 763 _p.S148L|SMURF1 NM_020429 NP_065162 Q9HCE7 SMUF1_HUMAN 4 ACCACCGAGCCGC 0.473

+ 2 349 ntron|uc011kjy.1_RN NM_033506 NP_277041 O75426 FBX24_HUMAN 4 GCTGCCCTTCTTG 0.562

+ 14 2798 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACTCACCAT 0.502

+ 3 7450 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 GCACCACGCCGG 0.522

+ 3 7512 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 ACACCTATGACCA 0.493 rs139444589

+ 3 7514 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 ACCTATGACCACT 0.493 rs147944556

+ 10 1173 NM_001868 NP_001859 P15085 CBPA1_HUMAN 1 GACTGGACCTAC 0.532

+ 10 1791 ub.2_Missense_M NM_015905 NP_056989 O15164 TIF1A_HUMAN 8 CCCAAACCCAATG 0.408

- 14 1960 _p.S208N|MTMR7_ NM_004686 NP_004677 Q9Y216 MTMR7_HUMAN 1 GCTATGCTGTTGT 0.453

- 1 327 A14_uc003zoo.1_R NM_002172 NP_002163 P01570 IFN14_HUMAN 0 ATGAGTTCTTTGT 0.468

+ 1 604_605 42421_uc004aed.1_RNA 0 AGTCGCGCAAGG 0.589

+ 17 2060 b.1_RNA|TMC1_u NM_138691 NP_619636 Q8TDI8 TMC1_HUMAN lasmic (Potential). 1 TTCACCCTGCAGA 0.433

+ 4 906 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN PDZ. 13 CCCAGAGAGCGG 0.512

- 4 399 K_uc001aie.2_Mis NM_023018 NP_075394 O95544 NADK_HUMAN 0 CTCGCGGGGTCC 0.502

- 3 801 Start_Site|RERE_uc NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 TCGCCACGTGCC 0.343

+ 8 3062 od.1_Missense_Mu NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 AGAGGCGGACCA 0.522

+ 8 3807 .2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMAN Pro-rich. 1 TTGCCACTCCGCC 0.612

+ 8 4719 .2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 ATGTTCGATTGGG 0.408

- 13 1971 obr.1_Missense_M NM_003443 NP_003434 Q13105 ZBT17_HUMANC2H2-type 10. 0 GGTGGCGAATATG 0.587

- 105 15336 se_Mutation_p.P76 NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CTGGTAGGCACC 0.542

- 13 2891 _p.D203N|KIF17_u NM_020816 NP_065867 Q9P2E2 KIF17_HUMAN 4 CATTGTCTGCTGC 0.582

+ 12 2328 gf.2_Missense_Mu NM_017449 NP_059145 P29323 EPHB2_HUMAN(Potential).|Protein kinase. 5 TGCTTCGGGGCAT 0.542

- 5 541 ce_Site_p.G141_s NM_000191 NP_000182 P35914 HMGCL_HUMAN 1 GACTCACCCCCGC 0.488



- 6 1420 _p.R151*|AHDC1_ NM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN Pro-rich. 1 TCAGTCGGAGCC 0.632

+ 5 930 NM_031459 NP_113647 P58004 SESN2_HUMAN 7 CTGGCCGAGCTC 0.642

- 3 615 _p.R164K|RRAGC_ NM_022157 NP_071440 Q9HB90 RRAGC_HUMAN 1 TTGGCCCTTTGAT 0.378

+ 59 17196 cde.1_Missense_M NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN tail (By similarity).|GAR. 16 CAGATCGGAGAG 0.443

- 4 359 iw.1_Missense_Mu NM_014571 NP_055386 Q9NQ87 HEYL_HUMAN eraction with NCOR1 and S 1 CCTGTCCCACCAG 0.363

- 12 2022 nse_Mutation_p.A6 NM_003035 NP_003026 Q15468 STIL_HUMAN nding (By similarity). 3 TGTTTGCTCCTTG 0.438

- 7 871 mv.1_Missense_M NM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1 CCAGCCGCCGCC 0.408

+ 1 456 ation_p.C9Y|ACAD NM_000016 NP_000007 P11310 ACADM_HUMAN 4 GATGCTGCAGGG 0.652

+ 2 692 orn.1_Missense_M NM_007034 NP_008965 Q9UDY4 DNJB4_HUMAN 0 CCAAACGGATGAA 0.413

+ 3 210 009wda.1_Missens NM_182976 NP_892021 Q5BKZ1 ZN326_HUMAN al activation (By similarity).|G 1 TGGATCGTGATTA 0.353

+ 7 1876 p.G494R|VCAM1_ NM_001078 NP_001069 P19320 VCAM1_HUMAN 6.|Extracellular (Potential). 1 AGGCTGGAAGAA 0.383

- 2 1848 NM_020703 NP_065754 Q86WK6 AMGO1_HUMAN lasmic (Potential). 2 ATGGGCGTATCAG 0.587

- 7 2048 bv.1_Missense_Mu NM_004980 NP_004971 Q9UK17 KCND3_HUMAN lasmic (Potential). 3 ATTGAACTCTCCA 0.522

+ 10 1618 _p.L479F|MAGI3_u NM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMANon with PTEN.|PDZ 2. 6 TCAATTGGTACCT 0.423

- 10 1414 eff.1_Missense_Mu NM_000036 NP_000027 P23109 AMPD1_HUMAN 4 GCAGACGAACCA 0.567

+ 19 2184 ation_p.D27A|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0 TGCTGGATGAGAA 0.483

+ 19 2193 ation_p.E30G|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0 AGAAAGAGCCTGA 0.483

+ 6 892 1_Intron|NBPF10_ NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 CAGAGATGAACA 0.498

+ 14 2035 oyk.1_Translation_ NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AACAGCGTGTTGG 0.453

+ 6 1189 zr.1_Missense_Mu NM_004326 NP_004317 O00512 BCL9_HUMAN 6 CTACAGCCCCCAG 0.498

- 17 1995 uc010pab.1_Intron| NM_015383 NP_056198 Q5TI25 NBPFE_HUMAN NBPF 7. 1 CTTCTTGGTACTT 0.438

- 7 1140 NP32E_uc010pbv.1 NM_030920 NP_112182 Q9BTT0 AN32E_HUMANu-rich (highly acidic). 0 GCATCTCGTTTCC 0.383

+ 2 303 1orf51_uc001euj.2 NM_144697 NP_653298 Q8N365 CA051_HUMAN 0 GTTCACGGCCCAG 0.602

- 11 1575 mr.1_Missense_Mu NM_001025603 NP_001020774 P48382 RFX5_HUMAN 1 TCTATATCCTGCT 0.532

- 4 761 OGZ_uc010pdc.1_ NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 ACCTGCGTAGTGA 0.448

+ 10 1798 6R_uc001ffa.1_3'U NM_000565 NP_000556 P08887 IL6RA_HUMAN lasmic (Potential). 4 ACCCACGGAGCC 0.582

- 2 990 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TATGACTGTCTGG 0.488

- 5 1024 se_Mutation_p.P2 NM_183001 NP_892113 P29353 SHC1_HUMAN PID. 2 CTCACCGGATCCC 0.532

+ 5 490 se_Mutation_p.R12 NM_022367 NP_071762 Q9H3S1 SEM4A_HUMANxtracellular (Potential). 2 TCATCCGTGTCCT 0.542

- 5 437 hj.1_Nonsense_M NM_005998 NP_005989 P49368 TCPG_HUMAN 2 GATGCTGGACTTG 0.443

- 5 485 wsb.1_Missense_M NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN CH. 6 ACTACCCGGGGC 0.478

- 4 949 c010pjc.1_Missens NM_015726 NP_056541 Q5TAQ9 DCAF8_HUMAN WD 1. 2 GGTCATCGCTGCC 0.582

+ 5 723 gbp.2_Missense_M NM_007240 NP_009171 Q9UNI6 DUS12_HUMAN 1 GATCACCGTGAAG 0.413

+ 7 1189 p.R148Q|KLHL20_ NM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 1. 1 TTGAACGATATGA 0.438

- 11 2777 u.1_Missense_Mut NM_003285 NP_003276 Q92752 TENR_HUMAN onectin type-III 7. 11 GTGGGTCGATATG 0.453

+ 7 1244 e_Mutation_p.P305 NM_005807 NP_005798 Q92954 PRG4_HUMAN eats of K-X-P-X-P-T-T-X.|7. 1 CTGCACCCACCAC 0.647

- 6 317 NNI1_uc001gwp.2_ NM_003281 NP_003272 P19237 TNNI1_HUMAN 0 TCCACCACCTCCA 0.587

+ 8 1371 _p.R149*|RNPEP_ NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 AAATTCCGAAGCA 0.493

- 3 2085 z.2_Missense_Mut NM_001973 NP_001964 P28324 ELK4_HUMAN 0 CTGTGTCGATGTC 0.488

- 9 1500 BP2_uc010puz.1_ NM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3 GAAGCAGCCCCA 0.468

+ 15 1840 zg.1_Missense_M NM_144625 NP_653226 B1ANS9 WDR64_HUMAN 1 GTTTTCGGCTCTC 0.458

+ 1 494 NM_001004690 NP_001004690 A3KFT3 OR2M5_HUMANcellular (Potential). 3 ACATTTTCCTTCTC 0.443

+ 19 2017 p.V623M|PFKP_uc NM_002627 NP_002618 Q01813 K6PP_HUMAN 3 AAAGGCGTGTTTG 0.493

+ 8 929 qbc.1_Missense_M NM_001001973 NP_001001973 P36542 ATPG_HUMAN 0 TCATCACAAAAGA 0.378

+ 2 646 g.2_Nonsense_Mu NM_005180 NP_005171 P35226 BMI1_HUMAN 2 ATGCATCGAACAA 0.393

- 14 3316 SVIL_uc001iuu.1_M NM_021738 NP_068506 O95425 SVIL_HUMAN 6 GTGTGACTGGCTG 0.473

- 10 1970 t.2_Missense_Muta NM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4 GAGGTACTGCATG 0.418



- 12 1844 iwr.3_Splice_Site_ NM_133376 NP_596867 P05556 ITB1_HUMAN 2 TACTTACCTCCAC 0.383

- 20 2544 .3_Intron|TTC18_u NM_145170 NP_660153 Q5T0N1 TTC18_HUMAN 3 ATTGCTGTTGCAG 0.383

+ 18 2623 ag.2_Missense_Mu NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 TACACCGGCCCTC 0.642

+ 9 1218 1_uc001kef.2_Spli NM_133447 NP_597704 Q8TF27 AGA11_HUMAN 0 AATATCGTGAGTA 0.388

+ 9 1421 _p.R425H|PI4K2A_ NM_018425 NP_060895 Q9BTU6 P4K2A_HUMAN 2 CGGCCCGTTCCCA 0.537

- 8 1118 n_p.T274M|ABLIM NM_002313 NP_002304 O14639 ABLM1_HUMANM zinc-binding 4. 1 GTCTTCGTAGATT 0.483

- 4 734 qsk.1_Missense_M NM_002313 NP_002304 O14639 ABLM1_HUMANM zinc-binding 2. 1 GACATCGGCTGTG 0.567

- 13 5167 v.1_Missense_Mut NM_002417 NP_002408 P46013 KI67_HUMAN AA approximate repeats. 7 TAGTCTCTCCTGA 0.502

+ 14 2213 ou.3_Missense_Mu NM_025092 NP_079368 Q32M88 ATHL1_HUMAN 3 AGCTCCGAGTTCC 0.622

- 8 1058 ense_Mutation_p.A NM_024698 NP_078974 Q9H936 GHC1_HUMAN e=5; (Potential).|Solcar 3. 0 ACAGCGGCGGCA 0.682

- 31 5260 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN cated.|Approximate repeats 1 AGCTTCGGGATTG 0.532

+ 47 8276 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMANapproximate tandem repeat 0 TGCTTACCGCCAC 0.637

+ 52 15620_15621b.2_Missense_Mut NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 CCCAGGGACCAC 0.639

- 3 560 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMANA repeats of C-C-X-P. 0 CAGGAGCCACAG 0.677

- 8 1479 bl.1_RNA|TRIM5_u NM_033034 NP_149023 Q9C035 TRIM5_HUMAN B30.2/SPRY. 1 ATTTAACTCCTTC 0.398

- 10 953 p.R285Q|ARFGAP NM_032389 NP_115765 Q8N6H7 ARFG2_HUMAN interaction with coatomer. 1 CACCTTCGGGATA 0.522

+ 1 374 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMAN lasmic (Potential). 2 ATGCAGCGATCTG 0.473

- 1 877 NM_001004741 NP_001004741 Q6IEU7 OR5MA_HUMAN lasmic (Potential). 0 TGTTCCGTAGGCT 0.393

+ 4 1602 se_Mutation_p.R63 NM_015457 NP_056272 Q9C0B5 ZDHC5_HUMAN DHHC-type. 1 CCCCCTCGATGTT 0.507

- 1 444 NM_001039396 NP_001034485 Q2M385 MPEG1_HUMAN xtracellular (Potential). 2 TGAGTTCATCTCC 0.438

+ 1 754 NM_001004705 NP_001004705 Q8NGI6 OR4DA_HUMAN Name=6; (Potential). 3 CATTTCGTGCCCT 0.547

- 12 1900 nse_Mutation_p.P5 NM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3 GGTGGCGGAGGC 0.657

- 4 782 _p.R237C|MEN1_u NM_130800 NP_570712 O00255 MEN1_HUMAN ction with FANCD2. 238 CTTGCGGTCACA 0.483

+ 8 1091 e_Mutation_p.P42 NM_002689 NP_002680 Q14181 DPOA2_HUMAN 0 AGGAGCCTGTCAC 0.493

- 1 977 ojb.2_Missense_Mu NM_031492 NP_113680 Q9BQ04 RBM4B_HUMAN RRM 2. 0 ATGACCGGACCAT 0.498

+ 24 3374 c001opr.2_Nonsen NM_003626 NP_003617 Q13136 LIPA1_HUMAN SAM 3. 3 TTCGCTGGATCCT 0.413

+ 15 1557 Missense_Mutation NM_033388 NP_203746 Q8NAA4 A16L2_HUMAN WD 5. 0 GGGTCACCTCCC 0.622

+ 7 914 e_Mutation_p.R242 NM_015517 NP_056332 Q9BQA5 HINFP_HUMAN C2H2-type 5. 4 CAGAGCGGCTATT 0.592

+ 1 832 NM_032015 NP_114404 Q9BY78 RNF26_HUMAN Leu-rich. 1 TGGGGGCTTGCA 0.602

+ 8 783 ion_p.V225M|STT3 NM_152713 NP_689926 P46977 STT3A_HUMAN ical; (Potential). 0 GTCCTCGTGCTGA 0.478

+ 6 560 p.S114_splice|ST3G NM_006278 NP_006269 Q11206 SIA4C_HUMAN 0 CAGAGGTAAGGC 0.602

+ 6 724 h.3_Missense_Mu NM_001098536 NP_001092006 P45974 UBP5_HUMAN e binding.|UBP-type. 4 GGCGACGCTACTT 0.567

+ 18 2319 e_Mutation_p.R731 NM_001098536 NP_001092006 P45974 UBP5_HUMAN UBA 2. 4 TTAGAACGGGCTG 0.363

- 2 493 NM_004054 NP_004045 Q16581 C3AR_HUMAN lasmic (Potential). 1 ACATTGCGATGAT 0.478

- 3 897 NM_006248 NP_006239 0 CTTGTGGGGGTG 0.617

+ 19 2103 1ria.2_Missense_M NM_003622 NP_003613 Q86W92 LIPB1_HUMAN 5 CAGATACCGCCTC 0.453

- 21 2454 _p.V251I|IPO8_uc NM_006390 NP_006381 O15397 IPO8_HUMAN 3 GTTGAACGAAGAG 0.418

+ 11 1192 t.1_Missense_Mut NM_016488 NP_057572 Q8NEY8 PPHLN_HUMAN 2 atcacgacggaaccccc 0.01

+ 10 1292 4A8_uc001ryp.1_3 NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN cellular (Potential). 5 CATGACGTAGCAT 0.438

- 11 1187 cs.3_Nonsense_Mu NM_015665 NP_056480 Q9NRG9 AAAS_HUMAN 1 GCAGTCGGCTGC 0.522

+ 3 315 RNPA1_uc009zni.2 NM_031157 NP_112420 P09651 ROA1_HUMAN ar A domain.|RRM 1. 3 GATGCAGCTATGA 0.458

+ 6 1911 z.2_Nonsense_Mu NM_000456 NP_000447 P51687 SUOX_HUMAN terin domain (By similarity). 0 AACCTGCGAGGT 0.542

+ 4 629 RBB3_uc010sqc.1_ NM_001982 NP_001973 P21860 ERBB3_HUMANcellular (Potential). 8 TCAGGGGGTGTT 0.502

- 17 1661 _p.R519*|SMARCC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN SWIRM. 6 TTGGTCGACTCTC 0.577

- 6 762 p.R125Q|CS_uc00 NM_004077 NP_004068 O75390 CISY_HUMAN 0 TTGGTTCGGCTGA 0.488

+ 10 1150 se_Mutation_p.R24 NM_004990 NP_004981 P56192 SYMC_HUMAN 5 TGAAACGAGGTTT 0.572 rs150428018

- 12 2401 p.R800W|AGAP2_ NM_001122772 NP_001116244 Q99490 AGAP2_HUMAN PH. 5 AATTCCGGTCTGG 0.572



+ 1 419 1_Missense_Mutat NM_015026 NP_055841 Q7Z3U7 MON2_HUMAN 2 GAGGCGGTGAAG 0.562

+ 4 496 _p.G41D|C12orf23 NM_152261 NP_689474 Q8WUH6 CL023_HUMAN ical; (Potential). 0 CTGGGGGTATCTT 0.458

+ 2 444 oc.2_Missense_Mu NM_001093 NP_001084 O00763 ACACB_HUMAN 8 AGTGACGCAGCAC 0.632

+ 6 1532 sf.2_Missense_Mut NM_005475 NP_005466 Q9UQQ2 SH2B3_HUMAN SH2. 1 GGTGCGGCAGAG 0.527

- 16 2299 1tts.2_Missense_M NM_001109662 NP_001103132 2 CCTGAGCGCGAAC 0.463

- 46 6084 NM_006836 NP_006827 Q92616 GCN1L_HUMAN HEAT 17. 4 GCTGCCGCCTCTC 0.542

+ 39 7248 R2404C|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 AACAACCGTCCTC 0.512

+ 1 461 NM_030979 NP_112241 Q9H361 PABP3_HUMAN RRM 2. 4 TGTGATGAAAATG 0.363

+ 1 4006 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANExtracellular (Potential). 11 CAATTCCCCACTC 0.428

+ 15 1771 fv.1_Missense_Mut NM_031431 NP_113619 Q96JB2 COG3_HUMAN 2 ATCCTACGGTTCG 0.393

+ 20 2148 NM_000321 NP_000312 P06400 RB_HUMAN ds T and E1A(3)|p.L660fs*2( 358 ATCTCCGGCTAAA 0.388

- 64 10907 p.E3010K|MYCBP NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 CAGCTTCCCCGG 0.468

+ 9 2571 se_Mutation_p.V7 NM_000123 NP_000114 P28715 ERCC5_HUMAN 7 GACGACGTGGATG 0.512

- 2 305 1vsf.2_Missense_M NM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1 TGCTGCCAATCAC 0.428

+ 1 167 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 GGGAGCGGCAAG 0.592

+ 1 314 a.1_RNA|POTEG_ NM_001005356 NP_001005356 Q6S5H5 POTEG_HUMAN 1 CACGACGACTCT 0.617

+ 2 952 NASE4_uc001vya.2 NM_002937 NP_002928 P34096 RNAS4_HUMAN 1 CTAGACGTGTTGT 0.522

- 7 687 _uc010tne.1_Trans NM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1 GCATCACGCTCCT 0.517

- 6 1162 p.G301E|CDH24_u NM_022478 NP_071923 Q86UP0 CAD24_HUMAN r (Potential).|Cadherin 3. 1 CCCTCCCCATCCA 0.627

+ 2 367 .1_5'UTR|SRP54_ NM_003136 NP_003127 P61011 SRP54_HUMAN G-domain. 1 GCAGACCTTGGAA 0.328

+ 5 2923 179B_uc010anc.2_ NM_015091 NP_055906 Q9Y4F4 F179B_HUMAN 3 CCCGACGAGGTC 0.423

- 17 3688 .R1104W|NID2_uc NM_007361 NP_031387 Q14112 NID2_HUMAN 7 TCTCCCGGCAGTC 0.488 rs138581322

+ 6 1199 e_Mutation_p.R312 NM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0 AGCCTGCGCATC 0.657

+ 8 1039 _p.R305H|DAAM1_ NM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN GBD/FH3. 1 ATCTTCGCTATGA 0.289

+ 8 1018 NM_152443 NP_689656 Q96NR8 RDH12_HUMAN 1 CCAGGCGTCGTC 0.632

+ 7 1404 .A219T|SLC39A9_ NM_018375 NP_060845 Q9NUM3 S39A9_HUMAN 0 GTGAACGCCACGG 0.493

+ 11 1458 xlt.1_Missense_Mu NM_022137 NP_071420 Q9H4F8 SMOC1_HUMAN EF-hand 2. 2 GTGCCCGGCGTTT 0.527

- 35 5635 NM_000428 NP_000419 Q14767 LTBP2_HUMANcalcium-binding (Potential). 2 GCACGCGCACACA 0.617

+ 6 386 p.V118M|C14orf17 NM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0 TGCAGGTGGCAG 0.458

- 12 1184 su.2_Missense_Mu NM_012245 NP_036377 Q13573 SNW1_HUMAN 1 ATATCCCGATTTT 0.373

+ 9 1045 _p.R260*|PSMC1_ NM_002802 NP_002793 P62191 PRS4_HUMAN 0 ACAAACCGAATAG 0.388

+ 4 389 NM_023112 NP_075601 Q96DC9 OTUB2_HUMAN OTU. 0 AAAGAACGCGTAC 0.532

+ 14 1405 wv.1_Nonsense_M NM_032632 NP_116021 P51003 PAPOA_HUMAN 0 AAAATCCGAATCC 0.373

- 7 8498 px.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 AGCCGCGCACCAT 0.602

- 7 1739 ypx.2_Missense_M NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 TCCCTGCCCGGC 0.592

- 187 0 ACTGACCTCCCCT 0.587 rs7146961

- 9 1301 zba.2_Missense_M NM_000814 NP_000805 P28472 GBRB3_HUMAN lasmic (Prob p.D387N(1) 5 TGGTATCGCCAAT 0.478

- 77 11897 NM_004667 NP_004658 O95714 HERC2_HUMAN WD 5. 13 GTTGTTCGTCTTG 0.408

+ 3 634 uct.1_Missense_Mu NM_024111 NP_077016 Q9BUX1 CHAC1_HUMAN 0 TTGCCACGCAGAT 0.622

+ 15 1980 NM_006293 NP_006284 Q06418 TYRO3_HUMANe.|Cytoplasmic (Potential). 6 CCAGGGGTAAGCC 0.602

+ 5 679 NM_024908 NP_079184 Q9H967 WDR76_HUMAN 0 CAATGCGATTACT 0.373

- 13 1340 ense_Mutation_p.R NM_016132 NP_057216 Q9P2K5 MYEF2_HUMAN Gly-rich. 3 CACCACGGTACAG 0.383

- 9 3277 X7_uc002adn.1_M NM_022841 NP_073752 Q2KHR2 RFX7_HUMAN 0 TGAAACGGTCTTC 0.443

- 18 2696 _p.P852S|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1 CTCGAGGATGTCT 0.498

- 78 10614 hb.1_Nonsense_M NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 TGTCTCCAAAATC 0.423

+ 23 3482 _p.V1114I|NEO1_u NM_002499 NP_002490 Q92859 NEO1_HUMAN ical; (Potential). 1 GTTGGCGTCATCA 0.493

+ 2 87 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4 CTGTTCCCTTCTC 0.532



- 5 785 CHRNB4_uc010blh NM_000750 NP_000741 P30926 ACHB4_HUMANcellular (Potential). 0 TGAAGTCGTAAGT 0.552

- 6 646 bgn.2_Missense_M NM_181900 NP_871629 Q9NSY2 STAR5_HUMAN START. 1 CCACCACGTTCTG 0.512

+ 9 2170 NM_001080435 NP_001073904 Q8TF30 WHAMM_HUMAN 0 CTGTCCGAAACAC 0.473

+ 7 1066 _p.P299L|AKAP13_ NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 TTATGCCCTTAAT 0.483

+ 3 1753 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1 TCGCCCGTGAAG 0.592

+ 12 1256 vv.1_Missense_Mu NM_000548 NP_000539 P49815 TSC2_HUMAN or interaction with TSC1. 10 ACCATCGTCCATG 0.587

+ 7 1579 ua.2_Missense_M NM_001042428 NP_001035893 O95201 ZN205_HUMAN C2H2-type 7. 0 GACTGCGGCAAG 0.672

+ 4 471 _p.V144M|ALG1_uc NM_019109 NP_061982 Q9BT22 ALG1_HUMANmenal (Potential). 2 TGGTTCGTGGGCT 0.542

+ 5 640 _p.R200Q|ALG1_uc NM_019109 NP_061982 Q9BT22 ALG1_HUMANmenal (Potential). 2 CTATGCGAGAAGA 0.592

+ 16 1318 p.R369W|C16orf62 NM_020314 NP_064710 Q7Z3J2 CP062_HUMAN 1 GCCTTCCGGGCTG 0.453

+ 2 522 RS2_uc002dlt.3_5'F NM_019116 NP_061989 O14562 UBFD1_HUMANUbiquitin-like. 0 GCACAGGCTCCGA 0.602

- 3 462 eep.2_Missense_M NM_005880 NP_005871 O60884 DNJA2_HUMAN 1 CCATTTCGACTTC 0.428 rs143994918

+ 3 485 2efx.2_Missense_M NM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN HEAT 2. 2 TCAGTGCTTGTGG 0.378

+ 2 199 D2_uc010cbk.1_M NM_022162 NP_071445 Q9HC29 NOD2_HUMAN CARD 1. 4 TCGCAGGAGGCT 0.607

- 6 739 p.R42H|KIFC3_uc0 NM_005550 NP_005541 Q9BVG8 KIFC3_HUMAN Potential. 3 TTGTCACGGAGCT 0.627

+ 7 1163 on.1_Missense_Mu NM_001795 NP_001786 P33151 CADH5_HUMAN |Extracellular (Potential). 6 GCTTCATCGTCGA 0.423

- 6 1739 _p.E251K|ZNF23_ NM_145911 NP_666016 P17027 ZNF23_HUMAN C2H2-type 6. 0 TACACTCGTAAGG 0.408

- 6 1270 NF19_uc002fal.1_M NM_006961 NP_008892 P17023 ZNF19_HUMAN C2H2-type 4. 0 CTACTCGTGAAA 0.443

- 4 722 nv.1_Missense_Mu NM_031463 NP_113651 Q3SXM5 HSDL1_HUMAN 0 TAGCGGCGGCAAT 0.498

+ 14 1596 RISPLD2_uc002fio NM_031476 NP_113664 Q9H0B8 CRLD2_HUMAN LCCL 2. 0 GGTGACGTGGAC 0.567

- 31 3074 _p.R1011H|FANCA_ NM_000135 NP_000126 O15360 FANCA_HUMAN 6 CTGTGCGGCCAC 0.408

- 16 1934 e|VPS53_uc002frm NM_018289 NP_060759 Q5VIR6 VPS53_HUMAN 0 TACATACGTGCTG 0.493

- 8 1335 cjr.2_Missense_Mut NM_016532 NP_057616 Q9BT40 INP5K_HUMAN alytic (Potential). 0 CGTGCCGGAGAC 0.587

+ 19 2412 R336K|EIF4A1_uc NM_001416 NP_001407 P60842 IF4A1_HUMAN case C-terminal. 1 GTCGAGGTGGAC 0.502

+ 1 235 sense_Mutation_p NM_004870 NP_004861 O75352 MPU1_HUMAN 1 GCGGACGGACCG 0.567

+ 3 682 ja.2_5'Flank|CYB5 NM_144607 NP_653208 Q6P9G0 CB5D1_HUMAN me b5 heme-binding. 1 CGCGGGGCCGCT 0.622

+ 39 5912 _p.P1887L|CHD3_ NM_001005273 NP_001005273 Q12873 CHD3_HUMAN or interaction with PCNT. 1 CCTACCCGCCGG 0.607

- 4 524 _p.R159C|PMP22_ NM_153322 NP_696997 Q01453 PMP22_HUMAN 0 ATTCGCGTTTCCG 0.547

+ 2 1302 NM_000676 NP_000667 P29275 AA2BR_HUMANasmic (By similarity). 2 GCTGGGGTACAGC 0.498

+ 3 370 2_uc002gsi.1_Splic NM_001388 NP_001379 P55039 DRG2_HUMAN 1 ATTGAAGTAAGTG 0.557

+ 39 8100 15A_uc010vxj.1_5' NM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail. 9 CCGTTCCGGGGAG 0.632

+ 14 1670 R1_uc002gzm.2_M NM_014238 NP_055053 Q8IVT5 KSR1_HUMAN 4 GGCTCGATGACC 0.552

+ 9 706 _p.R225Q|GOSR1_ NM_004871 NP_004862 O95249 GOSR1_HUMAN lasmic (Potential). 0 GAAGCGGCGGG 0.493

- 3 436 orf79_uc010css.2_ NM_018405 NP_060875 Q9NQ92 COPR5_HUMAN 0 AAAGATCGCCAGG 0.517

+ 15 1756 kc.2_Missense_Mu NM_139215 NP_631961 Q92804 RBP56_HUMAN tandem repeats of D-R- [S 35 GTGGCGGCTATGG 0.562

- 39 4668 nn.2_Missense_Mu NM_198836 NP_942133 Q13085 ACACA_HUMAN 2 TGCTCCGCACGG 0.453

+ 6 570 rr.1_Missense_Mu NM_000981 NP_000972 P84098 RL19_HUMAN 0 GAAGCACGCAAGC 0.527

+ 2 291 wc.2_Missense_M NM_005310 NP_005301 Q14451 GRB7_HUMAN 5 GCTCTCCGGAAG 0.617

- 2 351 NM_033060 NP_149049 Q9BYQ7 KRA41_HUMAN ts of C-C-[GRQC]-[SPT]- [V 0 GTGGACGGCAGC 0.597

- 4 890 P_uc010wfs.1_Intr NM_000422 NP_000413 Q04695 K1C17_HUMAN Coil 2.|Rod. 2 GGTCACGCATCTC 0.592

+ 3 394 s.1_Intron|EIF1_uc0 NM_005801 NP_005792 P41567 EIF1_HUMAN 0 AGCATCCGGAATA 0.463

- 13 2045 58_uc002hyw.3_5' NM_021078 NP_066564 Q92830 KAT2A_HUMAN 2 AGCTCCGTGTAGG 0.557

+ 9 1906 02ibk.1_Missense_ NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 ATTCCACGTTCTG 0.547 rs61755600

- 4 483 _uc002icg.2_RNA NM_025267 NP_079543 Q9BTE6 AASD1_HUMAN 0 CTCCATCGGCATT 0.512 rs147796875

+ 10 1327 MT1_uc010dad.1_M NM_021079 NP_066565 P30419 NMT1_HUMAN 0 ATGAGCGACGCC 0.567

- 48 3775 NM_000088 NP_000079 P02452 CO1A1_HUMAN al region (C-terminal). 382 AGCCCGGTAGTA 0.622

- 6 762 m.2_Missense_Mu NM_020748 NP_065799 Q9H0H0 INT2_HUMAN 3 TTTATCAGGCCCC 0.358



- 13 2344 NM_000334 NP_000325 P35499 SCN4A_HUMAN II. 3 AGGATGCGGAAG 0.587

+ 2 1194 p.R378Q|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 TTGCTCGAGAGGA 0.423

- 4 461 _p.S102L|RECQL5 NM_004259 NP_004250 O94762 RECQ5_HUMANcase ATP-bin p.T102T(1) 3 AGCTTCGAGTTCA 0.512

- 6 929 AH17_uc002jvs.2_RNA 9 GCGGCCGTGGAC 0.542

- 2 1031 NM_022840 NP_073751 Q8N3J2 METL4_HUMAN 2 AATTTTCGTGTGA 0.393

+ 9 5853 knx.2_Missense_M NM_015208 NP_056023 Q6UB98 ANR12_HUMAN 3 TATGACGAATATG 0.358

+ 2 1434 XNDC2_uc002koh NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P 2 GGTGACATCCCCA 0.592

- 3 972 NM_003927 NP_003918 Q9UBB5 MBD2_HUMAN 0 GATGCTGTTTGTC 0.318

- 11 6288 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN type protein kinase. 14 GCATACGGGATAT 0.458

+ 4 1041 _p.T163M|ZNF532 NM_018181 NP_060651 Q9HCE3 ZN532_HUMAN 2 GTTGACGGGGTC 0.527

+ 5 525 _p.V150I|C19orf36 NM_001039846 NP_001034935 Q1ZYL8 IZUM4_HUMAN 0 TCGCACGTCGCC 0.632

+ 2 219 xp.2_Missense_M NM_205843 NP_995315 P08651 NFIC_HUMAN CTF/NF-I. 0 AAGGACGAGGAG 0.647

+ 3 320 _p.V32M|KDM4B_u NM_015015 NP_055830 O94953 KDM4B_HUMAN JmjN. 1 AAATACGTGGCCT 0.622

- 4 453 vq.2_Missense_M NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |2.|7 X approximate tandem 1 TTCAGCCGGGTCA 0.567

+ 9 1310 _p.S305L|LPPR2_u NM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1 CGCATTCGACACC 0.647

+ 4 1307 NM_152357 NP_689570 Q8IYI8 ZN440_HUMAN C2H2-type 9. 0 CCCTTCGATATCA 0.433

+ 4 1683 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCACATCTGC 0.408

+ 3 699 _p.G200R|NFIX_uc002mwf.2_Missense_Mutation_p.G2 Q14938 NFIX_HUMAN 2 CCCAACGGTCAGT 0.572

- 6 716 e_Mutation_p.D13 NM_032571 NP_115960 Q9BY15 EMR3_HUMAN cellular (Pote p.D190N(1) 6 CACTATCGTTTTG 0.413

- 7 695 nhx.1_Nonsense_M NM_005535 NP_005526 P42701 I12R1_HUMAN tential).|Fibronectin type-III 1 GTCGTCGGAGCT 0.602

- 14 2191 p.Q286K|PDE4C_u NM_001098819 NP_001092289 Q08493 PDE4C_HUMAN 5 CTCCCTGCTGGAA 0.627

- 4 1390 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 AGGCTTCGCCACA 0.423

- 4 1655 _p.S436P|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN 0 TGTAGGATTTCTC 0.373

+ 7 1374 22_uc010edv.2_No NM_001771 NP_001762 P20273 CD22_HUMAN Potential).|Ig-like C2-type 4. 9 CCGATTCGAGAAG 0.512

+ 9 1027 ai.1_5'Flank|TMEM NM_014364 NP_055179 O14556 G3PT_HUMAN 0 GGATGGCGTTCCG 0.617

- 14 2041 4A_uc010eee.1_5' NM_000704 NP_000695 P20648 ATP4A_HUMAN lasmic (Potential). 1 GCACGGGCATCCC 0.637

+ 19 2376 dd.2_Missense_M NM_173636 NP_775907 O43379 WDR62_HUMAN 0 CCACCGGCAGCA 0.572

- 6 2022 ense_Mutation_p.QNM_001010880 NP_001010880 O75290 Z780A_HUMANC2H2-type 16. 0 AATAAGTTGCATA 0.403

- 3 670 M1_uc002oty.2_Mis NM_001712 NP_001703 P13688 CEAM1_HUMAN 1.|Extracellular (Potential). 2 CTGACCGGGAGG 0.527 rs144709978

- 17 1948 wp.1_Nonsense_M NM_006297 NP_006288 P18887 XRCC1_HUMAN BRCT 2. 7 CCATCGGGGACG 0.527

+ 8 1838 N2D_uc010elx.2_5 NM_000836 NP_000827 O15399 NMDE4_HUMAN ical; (Potential). 6 GCCCCGCCGTGT 0.488

- 9 963 ni.2_Missense_Mu NM_003598 NP_003589 Q15562 TEAD2_HUMAN nal activation (Potential). 3 GGGCCACGATCA 0.572

+ 10 1230 LD1_uc010enx.2_R NM_002691 NP_002682 P28340 DPOD1_HUMAN 2 CCCGACGTGATCA 0.607

- 4 1361 NM_024733 NP_079009 Q9H7R5 ZN665_HUMAN C2H2-type 9. 2 TTCTTCGATGATT 0.408

+ 7 1576 _p.H319R|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 6. 1 GCCATCATAGACT 0.428 rs147132093

+ 7 1972 _p.R451Q|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 11. 1 TTAGTCGGAAGTC 0.418

- 6 1246 qfi.2_Missense_Mu NM_012276 NP_036408 P59901 LIRA4_HUMAN 4.|Extracellular (Potential). 2 GTGAGCCGTAGCA 0.607 rs142697594

+ 5 1487 nse_Mutation_p.R4 NM_024691 NP_078967 Q96HQ0 ZN419_HUMAN C2H2-type 8. 0 TAGTTAGACATCA 0.428

- 17 3606 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8 TGTGCCGCCGATA 0.572

- 19 2197 DR35_uc002rdh.2_ NM_001006657 NP_001006658 Q9P2L0 WDR35_HUMAN 1 AAGTCGGGGGTG 0.438

+ 4 572 NPA_uc002rhs.2_M NM_001809 NP_001800 P49450 CENPA_HUMAN H3-like. 0 GGCCCGGAGGAT 0.552

- 37 4147 172_uc010ezb.2_R NM_015662 NP_056477 Q9UG01 IF172_HUMAN TPR 11. 2 AAGCATCGATTGC 0.507

+ 15 1857 q.2_Missense_Mu NM_020744 NP_065795 Q9BTC8 MTA3_HUMAN 2 CAGTCCGAAACAC 0.478

+ 2 495 M1B_uc002rtv.2_In NM_002706 NP_002697 O75688 PPM1B_HUMAN 2 GGTTTACGTTATG 0.413

+ 19 2056 sak.2_Missense_M NM_022894 NP_075045 Q9BWT3 PAPOG_HUMAN 2 CCTACCGTAGTAG 0.383

- 16 2522 DD2_uc002sha.2_M NM_001617 NP_001608 P35612 ADDB_HUMAN 3 GTGACCGACTCG 0.537

- 2 338 Intron|LMAN2L_uc NM_030805 NP_110432 Q9H0V9 LMA2L_HUMAN -like.|Lumenal (Potential). 0 ACCACCCGGTTCC 0.478



+ 8 1697 _p.R409H|CNGA3_ NM_001298 NP_001289 Q16281 CNGA3_HUMAN 6 AGTTCCGCAAGGT 0.532

+ 4 993 NM_017546 NP_060016 Q9UKZ1 CB029_HUMAN 5 CCCCACGGAGCC 0.493

- 2 401 2_uc010fje.2_5'UT NM_201557 NP_963851 Q14192 FHL2_HUMAN type (Potential). 1 CCTCCCGCAGGAT 0.532

- 17 2492 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN Potential. 1 ATTTTCAGTAAAG 0.348

- 2 528 _p.Q137*|ST6GAL2 NM_001142351 NP_001135823 Q96JF0 SIAT2_HUMANmenal (Potential). 11 CTGGCTGACCAGC 0.557

+ 3 670 Nonsense_Mutation NM_001056 NP_001047 O00338 ST1C2_HUMAN 1 TGCCAGCGAGCC 0.443

- 3 371 10fnj.1_Translation NM_001349 NP_001340 P14868 SYDC_HUMAN 1 TTGCACGTACCCA 0.343

+ 10 1407 NM_001001664 NP_001001664 Q6IQ16 SPOPL_HUMAN 3 TTGGGTGTAAAGA 0.358

- 6 832 _p.S161L|STAM2_ NM_005843 NP_005834 O75886 STAM2_HUMAN 1 TTGTTCGATGACG 0.323

- 11 1677 cq.1_Missense_Mu NM_000888 NP_000879 P18564 ITB6_HUMAN ).|III.|Cysteine-rich tandem 3 CCGTTACCTGTAA 0.522

+ 4 673 gh.2_Missense_Mu NM_000817 NP_000808 Q99259 DCE1_HUMAN 1 CGACCGGGATGC 0.547

- 17 2786 uiv.2_Missense_M NM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN DEP. 1 CACCACGGTCGGA 0.493

- 17 2771 uiv.2_Missense_M NM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN DEP. 1 CAAGGCCGACTT 0.493

- 5 437 2_uc002ujr.2_RNA NM_001880 NP_001871 P15336 ATF2_HUMAN 3 CATTACGTGCTGG 0.348

- 277 79894 0252I|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTGGTTGTACCAC 0.428

- 275 73074 979C|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGACACGGAACT 0.418

- 205 40639 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTCACACGGTTTT 0.368

+ 3 468 on_p.R3C|GULP1_ NM_016315 NP_057399 Q9UBP9 GULP1_HUMAN 1 ATGAACCGTGCTT 0.363

+ 6 660 _p.P138S|MAP2_u NM_002374 NP_002365 P11137 MAP2_HUMAN 17 TCTCCACCCCCAT 0.413

+ 17 3429 x.2_Missense_Mut NM_014640 NP_055455 Q14679 TTLL4_HUMAN 3 CTCGCCGTGGTCA 0.463

- 11 1645 p.R429Q|PTPRN_ NM_002846 NP_002837 Q16849 PTPRN_HUMANcellular (Potential). 4 TTGTGCCGGATGC 0.557

- 3 446 zlm.1_Missense_M NM_004438 NP_004429 P54764 EPHA4_HUMANcellular (Potential). 12 ATGAAACGCTCTT 0.458

+ 21 2494 GKD_uc010fyh.1_N NM_152879 NP_690618 Q16760 DGKD_HUMAN 5 GACGGGCGACCC 0.547

- 7 1219 NM_016652 NP_057736 Q9BZJ0 CRNL1_HUMAN HAT 6. 3 ACTTTCCGTGCAT 0.418

- 4 943 7_uc002wvb.2_Mis NM_015655 NP_056470 Q9Y3M9 ZN337_HUMAN 0 AGCTTACTGCATG 0.423

+ 3 187 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0 CTTTGTTGGCCTC 0.353

+ 3 189 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0 TTGTTGGCCTCAA 0.353

+ 3 195 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.N7D 0 GCCTCAAATAGCT 0.358

+ 3 222 RG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A16T 0 AATGAAGCAGGGG 0.373

+ 3 243_244 RG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.S23D 0 GCAAAAAGTAAAA 0.361

- 3 2028 dk.2_Intron|CPNE NM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN 3 GACTTACGTGCAT 0.398

+ 14 2179 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN PHD-type. 1 GTGCCCGAGAAAT 0.453

+ 4 639 PEPL1_uc010gjo.1 NM_024663 NP_078939 Q8NDH3 PEPL1_HUMAN 0 CTAGCAGCCCGC 0.617

- 7 600 gju.1_Missense_M NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 CAAATGCGAGGTA 0.303

- 5 748 _p.R211*|SYNJ1_u NM_003895 NP_003886 O43426 SYNJ1_HUMAN SAC. 5 CAGCTCGTTCACA 0.383

- 21 2938 md.2_Missense_Mu NM_000819 NP_000810 P22102 PUR2_HUMAN GART. 1 TGACTCCGGTTTC 0.398

+ 22 5184 p.R1651H|DOPEY2 NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 CCCAGCGTCACAG 0.423

- 3 2549 yzy.3_Missense_Mu NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN C2H2-type 5. 3 TGCACTCGAGGCA 0.532

+ 20 3673 ODL1_uc002zag.1_NM_001004416 NP_001004416 Q5DID0 UROL1_HUMAN llular (Potential).|ZP. 3 CCCCCGGAGCCA 0.453

+ 26 2453 e_Mutation_p.D791 NM_001849 NP_001840 P12110 CO6A2_HUMAN2.|Nonhelical region. 8 TTCTCCGACCTGG 0.632

+ 3 534 e_Mutation_p.R25 NM_006031 NP_006022 O95613 PCNT_HUMAN 8 GAACAGCGTGGG 0.542

+ 2 356 R2_uc002zml.2_5'U NM_031413 NP_113601 Q9BXF3 CECR2_HUMAN 2 TGCACCGACTCTG 0.537

- 15 1935 se_Mutation_p.R57 NM_003325 NP_003316 P54198 HIRA_HUMAN ction with CCNA1. 1 TTGGACCGCTCTG 0.562

+ 26 4199 ABIN1_uc002zzl.1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 GACCACGATTACG 0.622

+ 4 2128 FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN ats of K-S-P-[AEPV]-[EAK]- 0 TGAAGGCAGAAG 0.562

- 4 567 3aii.1_Missense_M NM_004861 NP_004852 Q99999 G3ST1_HUMANmenal (Potential). 0 GGAAGCGCATGTG 0.627

- 3 2375 NM_052906 NP_443138 Q5R3F8 LRFN6_HUMAN lasmic (Potential). 2 CAGCCGAGCCCT 0.607



+ 7 2384 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CGGGACGATCCCA 0.582

+ 7 2415 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GAACCACCCAACA 0.577

+ 7 1310 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1 TCCCCCCGCACCA 0.567

+ 12 1531 aot.1_Missense_Mu NM_015705 NP_056520 Q96HU1 SGSM3_HUMAN 2 CCTGCGCGTGGC 0.617

- 14 2580 hek.1_Missense_M NM_022340 NP_071735 Q9H1K0 RBNS5_HUMANRAB5A.|Necessary for the in 2 GATGCGGGCTGA 0.562

+ 6 812 NM_015141 NP_055956 Q8N335 GPD1L_HUMAN 0 TGTCTACAGCCAC 0.607

+ 7 1260 NM_017875 NP_060345 Q96DW6 S2538_HUMAN ical; Name=6; (Potential). 0 ATGGCAGCAATGG 0.532

- 50 11780 3cuk.2_Missense_M NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN 11 ATATCCGTGTCTG 0.552

- 18 1756 p.A439V|QARS_uc NM_005051 NP_005042 P47897 SYQ_HUMAN 1 TTGGCAGCAGGA 0.552

+ 10 2150 bck.1_Missense_M NM_178173 NP_835467 Q8IYA8 CCD36_HUMAN 2 TTGATAGCAGTGA 0.473

+ 5 3415 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 CCCATCGAGGATG 0.662

+ 20 1735 se_Mutation_p.P21 NM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7 TCTGCCCCCCTGA 0.547

+ 8 1086 ense_Mutation_p.T NM_002070 NP_002061 P04899 GNAI2_HUMAN 3 TCTACACGCACTT 0.527

- 8 1164 NM_003500 NP_003491 Q99424 ACOX2_HUMAN 0 GCCTGGGCCGGA 0.637

- 2 780 p.R92W|MINA_uc0 NM_001042533 NP_001035998 Q8IUF8 MINA_HUMAN 1 CCCCCGGCTGCA 0.488

+ 7 1480 C_uc003dzz.2_Mis NM_033254 NP_150279 Q9BWV1 BOC_HUMAN 3.|Extracellular (Potential). 6 CTCATCGACACCA 0.632

- 4 605 DR1_uc003eer.2_S NM_175924 NP_787120 Q86SU0 ILDR1_HUMAN 1 CACTTACGTAGGA 0.453

- 7 2440 blc.1_Missense_Mu NM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1 AGAACCGTTCCAC 0.498

+ 17 3145 _uc003epw.1_Intro NM_001063 NP_001054 P02787 TRFE_HUMAN ansferrin-like 2. 2 ACGGCAGTTGGCA 0.493

- 13 1957 bmo.1_Missense_M NM_006219 NP_006210 P42338 PK3CB_HUMAN PI3K helical. 5 CACAATCAAGAAA 0.353

+ 11 1887 etm.2_Missense_M NM_022131 NP_071414 Q9H4D0 CSTN2_HUMANcellular (Potential). 7 CGCAGTCCATCCT 0.502

+ 2 396 e_Mutation_p.A54V NM_001104647 NP_001098117 Q96CQ1 S2536_HUMAN e=2; (Potential).|Solcar 1. 0 CTGGAGCCAGTG 0.443

+ 5 790 bom.1_Missense_M NM_003875 NP_003866 P49915 GUAA_HUMAN amidotransferase type-1. 3 TGCTTACACATGG 0.343

- 5 1245 _p.R10C|CCNL1_u NM_020307 NP_064703 Q9UK58 CCNL1_HUMAN Cyclin-like 2. 5 GATTACGTTCACA 0.358

+ 19 2318 3fhz.3_Missense_M NM_022763 NP_073600 Q53EP0 FND3B_HUMANonectin type-III 5. 3 GAAGACGTAGCCT 0.542

+ 17 2734 _Mutation_p.R806* NM_198241 NP_937884 Q04637 IF4G1_HUMAN 3/EIF4A-binding. 7 TTGAATCGATGTC 0.438

- 22 2585 qc.2_Missense_Mu NM_001346 NP_001337 P49619 DGKG_HUMAN 5 TTCCTGCTTTCCC 0.493

- 6 985 c.2_Missense_Mu NM_001346 NP_001337 P49619 DGKG_HUMAN 5 AGACCGAGGGAC 0.547 rs137931929

+ 1 49 003fqv.2_5'UTR|EI NM_001967 NP_001958 Q14240 IF4A2_HUMAN 4 CTGGTGGCTCCG 0.572

- 6 1967 ense_Mutation_p.R NM_152617 NP_689830 Q8IYW5 RN168_HUMAN 0 TAGCGCGTAAGTG 0.463

+ 9 1062 p.R347H|LMLN_uc NM_033029 NP_149018 Q96KR4 LMLN_HUMAN 1 CGCCTCGTGTTGT 0.368

- 3 3294 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 CATTCTCCACATG 0.418

- 9 1657 NM_012318 NP_036450 O95202 LETM1_HUMANdrial matrix (Potential). 1 CCACCTCGGCCA 0.627

- 17 2485 C4orf10_uc003ggi NM_003703 NP_003694 P78316 NOP14_HUMAN 1 TTTCTCGAACGGC 0.498

+ 26 3431 NM_002111 NP_002102 P42858 HD_HUMAN 4 TTGGCCGGAAACT 0.512

+ 2 371 NM_005980 NP_005971 P25815 S100P_HUMAN 0 AAGGCAGGACTC 0.522

+ 10 1627 nl.1_Missense_Mut NM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN RRM 2. 1 GATAAACGTGTAA 0.398

+ 8 878 ps.1_Missense_Mu NM_004787 NP_004778 O94813 SLIT2_HUMAN LRRCT 1. 11 GGCTTCGCCAAAG 0.493

- 12 2165 _p.R72Q|DHX15_u NM_001358 NP_001349 O43143 DHX15_HUMAN 1 ATAATTCGAGATA 0.383

+ 12 2215 ex.2_Nonsense_M NM_020860 NP_065911 Q9P246 STIM2_HUMAN lasmic (Potential). 2 CTTTATCGAAATG 0.522

+ 3 825 C1D1_uc010ifd.2_ NM_015173 NP_055988 Q86TI0 TBCD1_HUMAN 1 TGCACTGCCCGTC 0.617

- 1 1943 g.1_Missense_Mut NM_006068 NP_006059 Q9Y2C9 TLR6_HUMAN lasmic (Potential). 2 GCCCTGCGCCGA 0.502

+ 4 888 NM_017581 NP_060051 Q9UGM1 ACHA9_HUMAN 7 TCATGCCGGCCTC 0.512

+ 2 721 _p.R76W|NSUN7_ NM_024677 NP_078953 0 CCCCTGCGGTCC 0.478

+ 13 1956 ay.1_Missense_Mu NM_001037442 NP_001032519 Q7L099 RUFY3_HUMAN 0 GAAGCCGCCAATC 0.507

- 2 196 10ijq.1_Nonsense_ NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN 0 GGTTTCGATTGTA 0.428

+ 46 7634 qa.2_Missense_Mu NM_080683 NP_542414 Q12923 PTN13_HUMAN -protein phosphatase. 6 CTCAACCAGATGA 0.463



- 5 462 NM_014485 NP_055300 O60760 HPGDS_HUMANST C-terminal. 1 TGAGGCGCATTAT 0.368

+ 2 450 7_uc003hux.2_Spli NM_032149 NP_115525 Q53FE4 CD017_HUMAN 0 TCAAAGGTAAGGT 0.413

- 10 1699 itz.1_Missense_Mu NM_006529 NP_006520 O75311 GLRA3_HUMAN lasmic (Probable). 3 TTTGGAGTCATGC 0.478

+ 8 920 n_p.A255V|PAPD7 NM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1 GCCATGCTGTGTC 0.552

+ 24 2603 jeu.1_Missense_M NM_005885 NP_005876 O60337 MARH6_HUMAN lasmic (Potential). 2 TTGTTCGTAAACT 0.418

+ 15 2231 j.2_RNA|SLC30A5 NM_022902 NP_075053 Q8TAD4 ZNT5_HUMAN lasmic (Potential). 1 CATACCGAGACCC 0.373

- 3 1609 NM_152625 NP_689838 Q8N895 ZN366_HUMAN 2 AGGCGCGGATGTT 0.552

- 9 1369 on_p.R190C|MCT NM_024717 NP_078993 Q6DN14 MCTP1_HUMAN C2 2. 2 ATAGGCGTAAACT 0.413

- 6 689 ARD4_uc010jbx.1_ NM_139164 NP_631903 Q96DR4 STAR4_HUMAN START. 1 GCTTTTCGTAAAT 0.403

- 6 1236 NM_002715 NP_002706 P67775 PP2AA_HUMAN 4 GAGTATCGTCAAG 0.328

+ 4 339 zl.2_Missense_Mut NM_015288 NP_056103 Q9NQC1 JADE2_HUMAN 0 GTTTTCCGGACAG 0.557

+ 5 894 3leq.2_Nonsense_M NM_003339 NP_003330 P62837 UB2D2_HUMAN p.R90*(1) 1 ATTCTACGATCAC 0.328

+ 1 1670 NM_018933 NP_061756 Q9Y5F0 PCDBD_HUMANr (Potential).|Cadherin 5. 3 CCCCAGGACCCG 0.657

+ 1 1330 o.1_Intron|PCDHG NM_018923 NP_061746 Q9Y5G2 PCDGE_HUMANr (Potential).|Cadherin 4. 0 ATCTCCGACGTCA 0.557

+ 1 1718 CDHGB1_uc003ljo. NM_018918 NP_061741 Q9Y5G8 PCDG5_HUMAN |Extracellular (Potential). 4 GTTCCACGGGCG 0.617

- 8 932 llc.3_Missense_Mu NM_005219 NP_005210 O60610 DIAP1_HUMAN GBD/FH3. 1 AGAGCAGAAAGCA 0.418

- 3 385 3llc.3_Nonsense_M NM_005219 NP_005210 O60610 DIAP1_HUMAN 1 ATGACTGTGCTGT 0.418

- 5 373 g.2_5'Flank|FCHSD NM_033449 NP_258260 Q86WN1 FCSD1_HUMAN 4 GGTCACGGTATCG 0.637

+ 5 699 ny.2_Missense_Mu NM_018989 NP_061862 Q9P2N5 RBM27_HUMAN Arg-rich. 3 TGAGTCGCAGTAG 0.423

+ 5 1140 _p.R367H|TCERG1 NM_006706 NP_006697 O14776 TCRG1_HUMAN Pro-rich. 2 CGTTTCGTGTTCC 0.463

- 10 1901 nsense_Mutation_p NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2 CTTCTCGTTCAGC 0.443

+ 1 615 TC2_uc003lpp.1_I NM_000024 NP_000015 P07550 ADRB2_HUMANelical; Name=3. 1 CTGTGCGTGATCG 0.488

- 5 925 se_Mutation_p.L24 NM_005211 NP_005202 P07333 CSF1R_HUMANPotential).|Ig-like C2-type 3. 54 TTGCGAGCTGCAG 0.308

- 23 12797 AT2_uc003lud.3_M NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN lasmic (Potential). 6 CAGGCGCTCCCG 0.647

+ 16 1636 p.R500W|CYFIP2_ NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 GCGGTACGGAAG 0.562

+ 23 4438 zt.3_Missense_Mu NM_001122679 NP_001116151 10 GTCCTCTACATCA 0.532

+ 23 4738 zt.3_Missense_Mu NM_001122679 NP_001116151 10 CCCCCGGAGAGC 0.463

+ 16 1615 ense_Mutation_p.D NM_004946 NP_004937 Q92608 DOCK2_HUMAN DHR-1. 7 TGTTTCGACATCG 0.498

+ 16 1620 2_Silent_p.I40I|DO NM_004946 NP_004937 Q92608 DOCK2_HUMAN DHR-1. 7 CGACATCGGTCAT 0.483

- 8 1174 NM_005990 NP_005981 O94804 STK10_HUMANProtein kinase. 8 CGAAGGGATGCTG 0.632

+ 5 613 mdb.1_Missense_M NM_022754 NP_073591 Q9H9B4 SFXN1_HUMAN ical; (Potential). 1 GGTGCCGTAGCAA 0.428

+ 3 2095 mkn.1_Missense_M NM_014757 NP_055572 Q92585 MAML1_HUMAN 6 CCCCCTATCTCAG 0.572

+ 5 2352 ML1_uc003mkn.1_I NM_014757 NP_055572 Q92585 MAML1_HUMAN 6 GTGCCCGGCATGA 0.592

+ 24 8833 q.1_Missense_Mut NM_004415 NP_004406 P15924 DESP_HUMAN Globular 2. 9 TTTGACGCCACAG 0.358

- 3 728 pn.2_Missense_Mu NM_006778 NP_006769 Q9UDY6 TRI10_HUMAN 0 CATCCCGTTGCCT 0.502 rs138056642

+ 5 537 _Mutation_p.R111Q NM_013993 NP_054699 Q08345 DDR1_HUMAN r (Potential).|F5/8 type C. 9 TACAACGACTGCA 0.652

+ 10 1680 V380I|VARS2_uc01 NM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4 GTGGCCGTTCATC 0.527

+ 11 1720 R393Q|VARS2_uc NM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4 ACGGGCGACAGC 0.592

- 11 1829 xd.2_Missense_Mu NM_025258 NP_079534 Q9Y334 G7C_HUMAN 3 GGATCCGGACTG 0.577

- 2 1739 te.2_Missense_Mu NM_005527 NP_005518 P34931 HS71L_HUMAN 6 ACCATGCGCTCAA 0.473

- 5 472 dpg.1_Missense_M NM_004381 NP_004372 Q99941 ATF6B_HUMAN lasmic (Potential). 0 TCTGGACGGTTTC 0.527

+ 7 1399 NM_004053 NP_004044 Q13895 BYST_HUMAN 0 CCTTACCGGGTGC 0.562

- 5 1030 2_5'UTR|TRERF1 NM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5 TGAATTCGCAGG 0.567

- 5 1003 .2_5'UTR|TRERF1 NM_033502 NP_277037 Q96PN7 TREF1_HUMAN 5 ACCTGGGTGAAAG 0.552

+ 4 861 _p.R125*|EFHC1_u NM_018100 NP_060570 Q5JVL4 EFHC1_HUMAN 3 GAACTCCGAAAAC 0.378

+ 5 1266 NM_024641 NP_078917 Q5SRI9 MANEA_HUMANbable).|Lumenal (Potential). 3 CGGAACCGAATCA 0.418

+ 2 1146 _p.R200L|GJA1_u NM_000165 NP_000156 P17302 CXA1_HUMAN lasmic (Potential). 2 CTTGCCGCAATTA 0.502



+ 6 891 e_Mutation_p.R24 NM_152553 NP_689766 Q8TC41 RN217_HUMAN 0 AAATATCGCTACC 0.438

+ 5 618 G1_uc010kfm.1_Sp NM_000045 NP_000036 P05089 ARGI1_HUMAN 1 GGAACAGTAAGC 0.423

+ 1 482 NM_053278 NP_444508 Q969N4 TAAR8_HUMAN Name=4; (Potential). 1 CTCTCACGTACAG 0.488 rs140382740

- 5 1864 p.M535I|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 CGCTATCATTTTG 0.423

- 4 918 .S220N|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 CTAGGACTATTAT 0.433

- 93 18156 E1_uc003qot.3_Mis NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN lasmic (Potential). 45 GACAGCGACCTGC 0.502

+ 1 282 NM_002377 NP_002368 P04201 MAS_HUMAN cellular (Potential). 4 TCTATCGACTATG 0.433

- 7 1381 qte.1_Missense_M NM_003058 NP_003049 O15244 S22A2_HUMAN lasmic (Potential). 2 GGGTAACGGCGT 0.502

- 8 1237 p.T197M|AGPAT4_ NM_020133 NP_064518 Q9NRZ5 PLCD_HUMAN 0 GCCAGCGTCAGG 0.622

+ 24 3350 wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN PDZ. 5 CTCTCTCAGGAAA 0.403

+ 7 2115 e_Mutation_p.D138 NM_019005 NP_061878 Q9NXC5 MIO_HUMAN 0 TCTTACGATGGAG 0.338

- 1 226 NM_175886 NP_787082 P21108 PRPS3_HUMAN p.R49C(1) 1 CTCCACGCACACT 0.488 rs112075478

+ 83 13362 k.2_3'UTR|CDCA7L NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15 CGCCCGCTGGGA 0.488

- 5 726 g.1_Missense_Mut NM_000168 NP_000159 P10071 GLI3_HUMAN 19 GAGAGCGATGGG 0.572

- 4 874 kya.2_Missense_M NM_006230 NP_006221 P49005 DPOD2_HUMAN 2 ACTCCACTGCCTG 0.617

- 2 220 n_p.A45V|DDC_uc NM_000790 NP_000781 P20711 DDC_HUMAN 2 GGGCAGCGGCA 0.562

- 10 2154 p.3_Missense_Mut NM_015198 NP_056013 O75128 COBL_HUMAN 5 TCTCCCCGTCAGC 0.483

- 5 1668 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 11. 4 TCACATGTGTAGG 0.428

+ 4 871_872 zu.2_Missense_Mu NM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 4. 0 CCTCAAATCTTAC 0.351

+ 4 946 zu.2_Missense_Mu NM_152626 NP_689839 Q03936 ZNF92_HUMAN C2H2-type 5. 0 TTAACCGGTCCTC 0.368

+ 4 907 udv.1_Missense_M NM_001040456 NP_001035546 Q6NTF9 RHBD2_HUMAN 0 CAGCACGCCAGT 0.652

+ 4 1101 NM_181646 NP_857597 A4D1E1 Z804B_HUMAN 11 CAAATCGACACCA 0.413

+ 5 634 1khj.1_Missense_ NM_001039706 NP_001034795 A5D8W1 CG063_HUMAN 1 AAGTGTCGGATG 0.328

- 14 2480 e_Mutation_p.R738 NM_000466 NP_000457 O43933 PEX1_HUMAN 2 GAGAGTCGAGAA 0.393

+ 13 1683 _p.R432H|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN WD 4. 4 CTTGTCGTCATGG 0.443

- 7 2008 iw.1_Missense_Mu NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 AGCTGGCGGATGA 0.562

- 2 538 kiw.1_Missense_Mu NM_015545 NP_056360 O75127 PTCD1_HUMAN PPR 1. 1 CAGTACGGGGTG 0.557

+ 2 349 ntron|uc011kjy.1_RN NM_033506 NP_277041 O75426 FBX24_HUMAN 4 GCTGCCCTTCTTG 0.562

- 6 1496 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2 GCCTCTCGCCTCT 0.657

+ 14 2315 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAT 0.507

- 19 2376 _p.S296N|RBM28_ NM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2 CATTTGCTCCTCT 0.498

+ 16 1793 _p.T477I|AHCYL2_ NM_015328 NP_056143 Q96HN2 SAHH3_HUMAN 2 TGCCTACCTTTGA 0.498

+ 10 1173 NM_001868 NP_001859 P15085 CBPA1_HUMAN 1 GACTGGACCTAC 0.532

+ 10 1152 mh.2_Missense_Mu NM_013255 NP_037387 Q9UL63 MKLN1_HUMAN Kelch 2. 1 TCTATCGTTATGA 0.413

- 27 5048 NA4_uc003vqz.3_5 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 TCACTGCGTTATA 0.552

+ 34 4875 P205_uc003vsx.2_R NM_015135 NP_055950 Q92621 NU205_HUMAN 6 TGGATCGCTACCG 0.507 rs144088473

- 4 1081 3vtb.2_Missense_M NM_012450 NP_036582 Q9UKG4 S13A4_HUMAN ical; (Potential). 0 AACGTGGTACAG 0.632

+ 10 1791 ub.2_Missense_M NM_015905 NP_056989 O15164 TIF1A_HUMAN 8 CCCAAACCCAATG 0.408

- 2 1250 ENND2A_uc003vvw NM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4 CATAGACGTTCTC 0.527

+ 7 1079 _p.A213V|UBE3C_u NM_014671 NP_055486 Q15386 UBE3C_HUMAN 5 AAGGTGCGAGGT 0.333

- 4 5778 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 TCTACACCTTCTG 0.642

+ 6 918 e_Mutation_p.V249 NM_004462 NP_004453 P37268 FDFT_HUMAN 0 TTGGCCGTGCAGT 0.448

- 3 258 tion_p.R32C|ENTP NM_004901 NP_004892 Q9Y227 ENTP4_HUMAN lasmic (Potential). 2 TTTGGCGTAAATT 0.398

- 8 813 k.2_Intron|KCTD9_ NM_017634 NP_060104 Q7L273 KCTD9_HUMAN 0 GGCATCGCAGTTC 0.358

+ 5 2914 NM_001440 NP_001431 O43909 EXTL3_HUMANmenal (Potential). 2 CTGGCCGTTACCA 0.542

- 15 2878 e_Mutation_p.R55 NM_023110 NP_075598 P11362 FGFR1_HUMAN(Potential).|Protein kinase. 15 GTCCCGTGCGAG 0.493

+ 6 827 NM_152565 NP_689778 Q8N8Y2 VA0D2_HUMAN 0 GGTTGCGGCTGT 0.468



+ 3 1028 .1_Intron|DCAF13_ NM_015420 NP_056235 Q9NV06 DCA13_HUMAN WD 1. 1 ACTCAGCGGAATT 0.353

+ 10 1931 _Mutation_p.S603 NM_018002 NP_060472 Q8N573 OXR1_HUMAN 0 AGTGGAGTCCAGA 0.348

- 10 1038 3E_uc003ymv.2_M NM_001568 NP_001559 P60228 EIF3E_HUMAN PCI. 3 AAGAGACGGGCA 0.368

- 2 983 NM_031415 NP_113603 Q9BYG8 GSDMC_HUMAN 3 AACTGACGTAATT 0.403

- 5 984 ae.1_Missense_Mu NM_201380 NP_958782 Q15149 PLEC_HUMAN obular 1.|Actin-binding. 9 GAGGCCAAGGG 0.622

+ 4 747 p.R194Q|GRINA_u NM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN 1 TTGTCCGGGAGA 0.552

+ 3 1244 kx.1_Missense_Mu NM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2 CCCACTGTCCTCC 0.617

+ 2 312 F1_uc003zbu.3_R NM_005526 NP_005517 Q00613 HSF1_HUMAN By similarity. 0 GTGTTCGACCAGG 0.622

- 17 1703 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1 TCCTTACGCACCG 0.647

- 5 440 sense_Mutation_p.T NM_021061 NP_066405 P15622 ZN250_HUMAN 0 CAGGCTGTAGTGT 0.353

- 1 327 A14_uc003zoo.1_R NM_002172 NP_002163 P01570 IFN14_HUMAN 0 ATGAGTTCTTTGT 0.468

- 1 450 NM_000605 NP_000596 P01563 IFNA2_HUMAN 1 CTGTCACCCCCAC 0.493

- 2 156 zuw.1_Missense_M NM_007234 NP_009165 O75935 DCTN3_HUMAN 0 CCACCTGCACCTT 0.498

+ 12 2540 e_Mutation_p.R395 NM_004512 NP_004503 Q14626 I11RA_HUMAN lasmic (Potential). 1 GAGACGGGGTG 0.537

+ 9 1136 _p.E282K|UNC13B NM_006377 NP_006368 O14795 UN13B_HUMAN 5 TATCACGAACAAG 0.502

+ 5 599 2_Intron|CCDC107 NM_174923 NP_777583 Q8WV48 CC107_HUMAN 0 AAGGCTCGGGAG 0.547

- 10 2745 15_splice|FBXO10_ NM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5 GCACTCACTTTTT 0.522

- 21 3648 A1056T|CNTNAP3_ NM_033655 NP_387504 Q9BZ76 CNTP3_HUMAN 4.|Extracellular (Potential). 1 TGACGGCGTTGAA 0.393

+ 1 604_605 42421_uc004aed.1_RNA 0 AGTCGCGCAAGG 0.589

- 5 1661 NM_001163 NP_001154 Q02410 APBA1_HUMAN PID. 1 TTGGCGGCAAAAA 0.552

- 5 1762 NF484_uc010mrb. NM_031486 NP_113674 Q5JVG2 ZN484_HUMANC2H2-type 10. 0 CTGAGCCGAGACT 0.398

- 1 443 NM_001004482 NP_001004482 Q8NGS8 O13C5_HUMAN Name=4; (Potential). 4 ATCCAGGACCCAG 0.463

+ 1 389 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMAN cellular (Potential). 2 GCTGTGCTCTGCA 0.483

+ 1 721 lzh.1_Intron|RABG NM_005294 NP_005285 Q99679 GPR21_HUMAN lasmic (Potential). 1 ACTGGGGAAGTG 0.488

- 10 1649 _Mutation_p.A247 NM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMAN 4 TCACAGGCACAGA 0.468

+ 8 1066 n_p.S200N|GARNL NM_032293 NP_115669 Q5VVW2 GARL3_HUMAN Rap-GAP. 3 TGTTCAGCAATGG 0.468

+ 2 263 _p.R59Q|DNM1_u NM_004408 NP_004399 Q05193 DYN1_HUMAN 2 GCCTCGAGGATC 0.617

+ 7 977 p.R297Q|DNM1_u NM_004408 NP_004399 Q05193 DYN1_HUMAN 2 GGCTGCGGAACA 0.587

+ 14 1852 _p.R592H|SPTAN1 NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 7. 10 TTTTCCGTGATTC 0.493

+ 11 1037 p.R276W|USP20_u NM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN 2 GGTGACCGGAGC 0.662

+ 3 501 11mbx.1_Missense NM_001136557 NP_001130029 Q5VW38 GP107_HUMAN 1 CTAGACCGTACAA 0.393

+ 10 1341 mzj.1_Missense_M NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 GGACTCGAGAGGA 0.592

+ 9 998 0ncu.2_RNA|CSF2 NM_001161529 NP_001155001 P15509 CSF2R_HUMANcellular (Potential). 2 GTCACCGTACGTT 0.582

- 2 1660 BED1_uc004cqh.1_ NM_004729 NP_004720 O96006 ZBED1_HUMAN 0 GAAGGCGGAGA 0.622

+ 4 906 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN PDZ. 13 CCCAGAGAGCGG 0.512

+ 7 1026 p.R304Q|PRPS2_ NM_002765 NP_002756 P11908 PRPS2_HUMAN 0 CAATCCGAAGGAC 0.458

- 15 2104 GR_uc004dea.2_In NM_001034853 NP_001030025 Q92834 RPGR_HUMAN Glu-rich. 1 CTGCTTCTCCCAC 0.373

- 3 567 j.1_Missense_Muta NM_000169 NP_000160 P06280 AGAL_HUMAN 0 CAATGTCGTAGTA 0.438

+ 4 204 se_Mutation_p.R59 NM_006649 NP_006640 Q9BVJ6 UT14A_HUMAN Potential. 2 CAGGCGGAAATT 0.428 rs143564742

+ 7 898 gs.1_Missense_Mu NM_001129765 NP_001123237 Q15738 NSDHL_HUMAN 0 TTGGTACCCATCC 0.582

+ 5 829 vlj.2_Missense_Mu NM_182752 NP_877429 Q5T0D9 TPRGL_HUMAN 0 TACGTGGGACTCA 0.547

- 4 953 pa.1_Missense_M NM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1 GGATTTGGATCTG 0.483

- 2 253 p.S46R|MTHFR_uc NM_005957 NP_005948 P42898 MTHR_HUMAN 0 GCTCTCACTGCCA 0.612

- 2 1354 atl.1_Missense_M NM_138346 NP_612355 Q8IYS2 K2013_HUMAN cellular (Potential). 1 TGGTCTCGCTCCC 0.642

+ 11 9704 p.1_Missense_Mut NM_015001 NP_055816 Q96T58 MINT_HUMAN 15 CTGTCGCTCGAGC 0.617

+ 20 2284 se_Mutation_p.A46 NM_018125 NP_060595 Q9HCE6 ARGAL_HUMAN 3 CACTCGGCCAACA 0.607

- 12 1224 sense_Mutation_p.T NM_017707 NP_060177 Q8TDY4 ASAP3_HUMAN PH. 3 TCACGGGTCACCA 0.607



+ 4 328 hm.2_Missense_M NM_000975 NP_000966 P62913 RL11_HUMAN 1 ATACTGGAAACTT 0.428

- 3 612 blg.1_Missense_M NM_032513 NP_115902 Q9BRI3 ZNT2_HUMAN ical; (Potential). 0 CCCGACGTGATC 0.607 rs148861822

- 3 316 2_Intron|UBXN11_u NM_183008 NP_892120 Q5T124 UBX11_HUMAN 1 GCAGGGGCACTT 0.547

+ 2 759 NM_005281 NP_005272 P46089 GPR3_HUMAN lasmic (Potential). 1 GTCTGCCGCCATG 0.597

+ 10 1834 _p.V556M|GMEB1_ NM_006582 NP_006573 Q9Y692 GMEB1_HUMAN 0 CACAATGTGGAGA 0.413

+ 12 2965 _Mutation_p.R914 NM_005119 NP_005110 Q9Y2W1 TR150_HUMAN 9 TGTTCCGGAAATC 0.607

- 6 692 CH2_uc010olg.1_In NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN cellular (Potential). 18 GCAAAGGGACCC 0.642

+ 5 589 vym.2_Missense_M NM_000779 NP_000770 P13584 CP4B1_HUMAN 2 AAGTGGGAAGAG 0.567

+ 3 1514 orf175_uc010oof.1 NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0 CAACCCCGCAGG 0.597

- 5 985 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 TATCTTCATACCC 0.299

+ 3 551 .1_Intron|ST6GALN NM_030965 NP_112227 Q9BVH7 SIA7E_HUMANmenal (Potential). 2 AATGACGCCCCCA 0.622 rs144853725

+ 5 656 se_Mutation_p.R84 NM_182976 NP_892021 Q5BKZ1 ZN326_HUMAN Gly-rich. 1 GCTCTCGGGGGA 0.502

+ 6 730 td.2_Missense_Mu NM_003729 NP_003720 O00442 RTC1_HUMAN 0 TTGTTCGAATGTC 0.378 rs139397880

+ 12 2283 NM_001010898 NP_001010898 Q9H1V8 S6A17_HUMAN cellular (Potential). 2 GCTGCCGAGCGC 0.662

+ 5 1008 e_Mutation_p.T276 NM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMANnylate kinase-like. 6 ACCAAACAAATAG 0.428

- 2 96 NM_005621 NP_005612 P80511 S10AC_HUMAN 0 CAATTCCCTCCAG 0.473

+ 3 584 NM_020387 NP_065120 P57735 RAB25_HUMAN 0 ATCGTCGTCATGC 0.597

+ 5 1565 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3 AGGACAGCGTGG 0.562

- 1 443 _p.P121L|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN 11 TTTTTGGGGAAG 0.592

+ 2 1333 se_Mutation_p.R57 NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 AAGGTTCGAAGAC 0.567

- 13 2350 d.1_Missense_Mut NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 CTTTCCCCACAGT 0.542

- 7 841 _p.R21*|CHI3L1_u NM_001276 NP_001267 P36222 CH3L1_HUMAN 1 GACCTCGGAACAG 0.572 rs151205460

- 3 381 bz.2_Missense_M NM_002644 NP_002635 P01833 PIGR_HUMAN 1.|Extracellular (Potential). 3 ATGAGGGTTATGC 0.577

- 8 1732 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMAN nal.|Extracellular (Potential 26 TGCCACGGGAATA 0.348

+ 3 445 NM_183062 NP_898885 A1L453 PRS38_HUMANPeptidase S1. 2 ATCGGAGGTGACG 0.572

+ 6 1832 1hvs.1_Missense_M NM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8 AGATAACCGTGCA 0.502

- 2 732 NM_022469 NP_071914 Q9H772 GREM2_HUMAN CTCK. 0 TTCACCTTCTGGA 0.577

+ 1 376 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 TGGCCGTCTGCC 0.587

+ 11 1650 010qct.1_Missense NM_012443 NP_036575 O75602 SPAG6_HUMAN 1 TGGACAGCTATCA 0.353

+ 10 987 DSS1_uc010qdf.1 NM_014317 NP_055132 Q5T2R2 DPS1_HUMAN 0 TCACCTCGTGTTC 0.478

- 1 852 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 CTTCCCTTTTCCC 0.627

+ 3 530 _Mutation_p.R114C NM_020975 NP_066124 P07949 RET_HUMAN cellular (Potential). 451 GCAGACCGCGGC 0.627

- 4 718 GAP22_uc010qgl.1_ NM_021226 NP_067049 Q7Z5H3 RHG22_HUMAN PH. 1 TCGGCGGATGGC 0.677 rs140701623

- 5 1942 ST2_uc001jvl.1_5'F NM_003635 NP_003626 P52849 NDST2_HUMAN Heparan sulfate N-deacetyl 1 CTTTGCGGTGCTT 0.577

+ 6 1414 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensip.Y27_N212>Y 2334 CTGGAAAGGGAC 0.413

+ 2 1004 nx.1_Missense_Mu NM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3 ATTTTATGAAATGT 0.398

+ 6 571 _p.S17N|LCOR_u NM_015652 NP_056467 Q8N655 CJ012_HUMAN 2 AAAATAGCTCTAC 0.522

+ 38 5350 .R1700C|GBF1_uc NM_004193 NP_004184 Q92538 GBF1_HUMAN 2 TGGGAACGCATTG 0.552

- 13 1670 09ycc.2_Missense_ NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANcellular (Potential). 0 CACCCGGGGGC 0.677

+ 6 761 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 TGGAGCCGTATCT 0.706

+ 1 451 NM_001001480 NP_001001480 Q701N2 KRA55_HUMANA repeats of C-C-X-P. 1 GGGGGGCTGTG 0.692

- 1 478 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMAN Name=4; (Potential). 0 GACTGGGAAGAT 0.517

- 10 1641 ew.1_Missense_M NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMANPeptidase S1. 2 TCATCCCGGTCAT 0.527

- 1 280 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMANcellular (Potential). 1 AGGCAGGATAGG 0.463

- 5 2828 p.A839G|TNKS1BP NM_033396 NP_203754 Q9C0C2 TB182_HUMAN Acidic. 1 ACATCTGCCTCCT 0.577

+ 12 1236 NM_002559 NP_002550 P56373 P2RX3_HUMAN lasmic (Potential). 0 AGCAGTCCACCG 0.612

+ 1 340 NM_001005283 NP_001005283 Q8NGE9 OR9Q2_HUMAN Name=3; (Potential). 4 TGCTACCTTCTGG 0.592



+ 1 845 NM_001004728 NP_001004728 Q8NGJ0 OR5A1_HUMAN Name=7; (Potential). 2 TCTATTCATTGGT 0.483

- 5 6754 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 CCACATCCACACT 0.498

+ 4 483 18BP_uc001orh.1_ NM_001039659 NP_001034748 O95998 I18BP_HUMAN g-like C2-type. 0 TTGGAAGTGACCT 0.607

+ 7 1168 A_uc009yyx.2_Spli NM_213621 NP_998786 P46098 5HT3A_HUMAN 0 TCATTGGTAAGGC 0.597

+ 13 4675 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 4. 10 AACGACCGGAACA 0.537

+ 14 1950 NM_003105 NP_003096 Q92673 SORL_HUMAN cellular (Potential). 15 GGAGTTCCCTGCA 0.537

+ 2 517 2CR1_uc009zhu.2_ NM_058169 NP_477517 Q969J3 L12R1_HUMAN 1 AACGATCCCGATG 0.473

+ 7 891 L172M|PPFIBP1_u NM_003622 NP_003613 Q86W92 LIPB1_HUMAN Potential. 5 TTGGATCTGATGG 0.358

+ 5 1094 e_Mutation_p.R338 NM_001714 NP_001705 Q96G01 BICD1_HUMAN Potential. 2 TAGAGCGGGAAAA 0.502

+ 19 2303 mn.1_Missense_M NM_001843 NP_001834 Q12860 CNTN1_HUMANonectin type-III 2. 9 GCCTTTGTCAAGA 0.373

+ 8 1073 e_Mutation_p.P232 NM_032256 NP_115632 Q9H0C3 TM117_HUMAN 0 CGGCCCGGGGCA 0.378 rs141562455

- 13 1742 _p.P410L|CALCOC NM_020898 NP_065949 Q9P1Z2 CACO1_HUMAN NB1 binding site) (By simila 1 GCTGCCGGGCAG 0.557

+ 3 1253 NM_032786 NP_116175 Q96K80 ZC3HA_HUMAN Pro-rich. 0 CCCCACCCCCACA 0.627

+ 11 1023 n_p.T150I|NUP107 NM_020401 NP_065134 P57740 NU107_HUMAN 1 TGCATACCTTAAA 0.318

- 16 1764 se_Mutation_p.I55 NM_024953 NP_079229 Q14CX7 NAA25_HUMAN 3 GCTTGAATAATATA 0.383

- 55 7518 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 TGCCGGCACAAA 0.587

+ 12 2036 bt.2_Missense_Mu NM_014938 NP_055753 Q9HAP2 MLXIP_HUMAN 2 AGGTCGGGACTG 0.627

- 1 469 R81_uc001ucw.1_In NM_177551 NP_808219 Q8TDS4 HCAR2_HUMAN lasmic (Potential). 0 TGGTGGGGATGG 0.567

- 1 550 R81_uc001ucw.1_In NM_006018 NP_006009 P49019 HCAR3_HUMAN lasmic (Potential). 2 TGGTGGGGATGG 0.562

+ 21 4426 G1463D|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 CACAGGGCCCGC 0.647

- 2 140 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 CGGGCTGAATTCC 0.547

+ 2 1349 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANmenal (Potential). 2 TGCAGCGAGAGC 0.612

+ 1 327 n_p.D26A|ARHGEF NM_001113511 NP_001106983 Q14155 ARHG7_HUMAN CH. 7 CTCGGACCCGGA 0.617

- 1 1937 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Ala-rich. 9 GGAGACTGAGCTT 0.498

+ 3 835 tsa.1_Missense_M NM_006255 NP_006246 P24723 KPCL_HUMAN ol-ester/DAG-type 1. 6 TGGCCACGTATCT 0.512

+ 9 1132 _p.G285R|MTHFD1 NM_005956 NP_005947 P11586 C1TC_HUMAN e dehydrogenase and cyclo 2 CCAAATGGGAGAA 0.478

- 3 265 MA1_uc001ybx.1_R NM_178013 NP_821092 Q86XR5 PRIMA_HUMAN cellular (Potential). 2 CCTggggcggagag 0.373

+ 8 994 e_Mutation_p.G187 NM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 TGGGGGCGGAG 0.622

+ 6 529 p.R142H|CYFIP1_ NM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9 TGAGGCGCCTGT 0.562

+ 1 3007 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 AGGAAGGAGGAG 0.498

- 20 2408 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2 GTAGGTCATGTTG 0.657

- 7 872 dk.1_Missense_Mu NM_174916 NP_777576 Q8IWV7 UBR1_HUMAN 1 ACAGCCCGACGAC 0.383

+ 4 3279 NM_002373 NP_002364 P78559 MAP1A_HUMAN 9 AGAGCTGTGGAAG 0.507

- 3 454 01zsj.2_Missense_ NM_172095 NP_742093 Q96P56 CTSR2_HUMAN lasmic (Potential). 1 CTCTGGGCATGTG 0.498

- 12 1195 uef.1_Missense_Mu NM_032892 NP_116281 Q7Z6J6 FRMD5_HUMAN 1 GTATTTCCGGTGG 0.488

+ 13 1657 vz.2_Missense_Mu NM_153618 NP_705871 Q8NFY4 SEM6D_HUMANxtracellular (Potential). 4 GGACCCTACCAG 0.512

+ 9 1999 on.2_Missense_Mu NM_000875 NP_000866 P08069 IGF1R_HUMAN onectin type-III 2. 8 GGCAGCGGCAGC 0.557 rs61731172

- 8 2014 p.H575Y|LINS1_uc NM_001040614 NP_001035704 Q8NG48 LINES_HUMAN 0 AACGATGGGGTAT 0.473

+ 6 554 yh.1_Missense_M NM_000303 NP_000294 O15305 PMM2_HUMAN 1 GATCTACGGAAAG 0.358 rs104894526

+ 8 1079 _p.V302I|ABCC1_u NM_004996 NP_004987 P33527 MRP1_HUMAN Cytoplasmic. 4 TTGATCGTCAAGT 0.527

- 4 398 _p.R63Q|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 GGGAGTCGCTTGC 0.512

- 32 4567 NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 1 (By similarity). 18 AGGTTGGGTTCAG 0.517

- 11 1030 uc002diq.3_Intron NR_003370 0 CTCTGAGGATACT 0.338 rs141895991

- 6 982 41K|RABEP2_uc0 NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3 CCCGCTCGCGACT 0.562

+ 14 4932 NM_014712 NP_055527 O15047 SET1A_HUMAN n with CFP1.|Pro-rich. 3 ccTACGAGCCACG 0.398

+ 4 2173 NM_003414 NP_003405 Q14586 ZN267_HUMAN 4 GTCATACTGGAGA 0.453

- 2 503 _RNA|SIAH1_uc00 NM_003031 NP_003022 Q8IUQ4 SIAH1_HUMAN AH-type.|SBD. 1 GGGCACGGACAG 0.478



+ 9 937 NM_033119 NP_149110 Q969G9 NKD1_HUMAN 0 ACAGCCGCCTGG 0.562 rs142743935

- 29 4778 D1L2_uc002fgg.1_R NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN cellular (Potential). 3 ATCACCTCCTGCC 0.572

+ 7 1007 0voj.1_Missense_M NM_014732 NP_055547 O60268 K0513_HUMAN 1 AGGGAAGACGAG 0.582

- 6 1841 tn.1_Missense_Mu NM_052928 NP_443160 Q8IYR2 SMYD4_HUMAN SET. 5 GACGCCCGGATGG 0.577

- 2 741 ud.1_Missense_Mu NM_017575 NP_060045 Q86US8 EST1A_HUMAN n with telomeric DNA. 4 TCGTGGGTTTCCC 0.612

- 36 5871 xi.2_Missense_Mu NM_015113 NP_055928 O43149 ZZEF1_HUMAN 4 GGCTCCGCAGG 0.597

+ 7 1053 e_Mutation_p.R285 NM_001042 NP_001033 P14672 GTR4_HUMAN lasmic (Potential). 0 ACCCACCGGCAG 0.637 rs140743598

- 37 5569 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 TGGCCTCCAGTTT 0.527

- 26 3396 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 CAAACTCTTTCCT 0.328

- 4 821 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2 CATCGTGAACTAG 0.398

- 6 2088 NM_020787 NP_065838 Q9P2J8 ZN624_HUMANC2H2-type 15. 2 TTACATTTATATGG 0.393

+ 1 615 gul.2_Missense_M NM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1 GAACAGCACCCA 0.448

+ 16 2007 AOK1_uc010wbf.1_ NM_020791 NP_065842 Q7L7X3 TAOK1_HUMAN Potential. 4 CTTCTTCGACGTC 0.443

- 11 4123 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMAN lasmic (Potential). 3 CTTCTGGGCCAGC 0.607

- 14 1622 PLXDC1_uc002hrh NM_020405 NP_065138 Q8IUK5 PXDC1_HUMAN lasmic (Potential). 3 AAACTTCATGGCT 0.627

- 1 150 NM_032524 NP_115913 Q9BYR3 KRA44_HUMANC-C-[GRQVCH]-[SPT]- [VST 0 CTGGGGCGGCAG 0.652

+ 12 3079 uc002irv.1_Missens NM_018896 NP_061496 O43497 CAC1G_HUMANellular (Potential).|II. 1 CCAGACCGGAAG 0.607

- 2 1041 NM_004645 NP_004636 P38432 COIL_HUMAN 1 CCCGCAGCACACT 0.552

+ 2 1375 ir.2_Missense_Mut NM_000891 NP_000882 P63252 IRK2_HUMAN asmic (By similarity). 0 GCCACCGCTATGA 0.493

+ 3 1747 NM_000346 NP_000337 P48436 SOX9_HUMAN 0 GGCCAGGGCACC 0.647

- 2 88 1_5'UTR|GGA3_uc NM_138619 NP_619525 Q9NZ52 GGA3_HUMAN to ARF1 (in long isoform). 2 TGTATTCCCAGTC 0.512

+ 16 2317 0195_uc010wsb.1_ NM_014738 NP_055553 Q12767 K0195_HUMAN 1 GGCCTCCCCTCA 0.612

+ 4 595 NM_001080419 NP_001073888 Q9C0B0 UNK_HUMAN 0 CACCTTCGTTACT 0.567

- 19 2165 F1_uc002jqd.1_Mi NM_001080542 NP_001074011 Q8TES7 FBF1_HUMAN 0 TGATGCGGCTTCT 0.612

- 11 1352 _p.S258P|PPP4R1 NM_001042388 NP_001035847 Q8TF05 PP4R1_HUMAN 1 ATTCTGAGGACAA 0.443

- 4 3359 se_Mutation_p.H1 NM_015461 NP_056276 Q96K83 ZN521_HUMANC2H2-type 24. 7 TCCCATGGATTTT 0.532

- 9 1251 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN |Extracellular (Potential). 4 CATTTTCCTCTAC 0.274

+ 14 2147 G3_uc002kwt.2_5'F NM_001944 NP_001935 P32926 DSG3_HUMAN lasmic (Potential). 9 TTGCAGGAAATCA 0.353

+ 3 1195 n_p.S68F|ZNF271_ NR_024565 0 CTCAGTCCTTATT 0.383

+ 23 2522 D4L_uc002lhb.2_MNM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN HECT. 4 GACATGGAATCTG 0.428

+ 11 1972 if.2_Missense_Mut NM_031891 NP_114097 Q9HBT6 CAD20_HUMAN lasmic (Potential). 5 ATCGACGACGAGG 0.577

+ 13 2068 CCHC2_uc002liq.2_ NM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2 AAGCCACCTGTTC 0.403

+ 7 1487 _p.E388K|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 4. 4 GTGTCGGAAGCTA 0.473

+ 15 2824 F236_uc002lmj.2_R NM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4 TCCTTCGAACCAG 0.473

+ 4 577 P_uc002men.1_5'F NM_006012 NP_006003 Q16740 CLPP_HUMAN 1 CAGGCCGCCAGC 0.687

+ 9 1019 p.G227D|PNPLA6_ NM_006702 NP_006693 Q8IY17 PLPL6_HUMANCytoplasmic (Potential). 3 CCCAGGGTCACCA 0.687

- 1 311 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GTGGCTCCTGTCA 0.522

+ 9 1005 M2_uc010dxk.2_5'F NM_031209 NP_112486 Q9BXR0 TGT_HUMAN 1 ACAGCCGCGCCT 0.672

+ 11 1343 NM_023944 NP_076433 7 GGGTCCATCACA 0.552

+ 13 2217 p.R689W|MYO9B_ NM_004145 NP_004136 Q13459 MYO9B_HUMANyosin head-like. 1 GTGCTCCGGGCT 0.711

+ 10 1554 NM_000453 NP_000444 Q92911 SC5A5_HUMAN ical; (Potential). 4 GTGGCAGCCCTG 0.542

+ 5 553 nhs.2_Missense_M NM_001136203 NP_001129675 Q96CT7 CC124_HUMAN 0 CGCATGCGGGCA 0.652

+ 5 1407 _p.M329I|ZNF431_ NM_133473 NP_597730 Q8TF32 ZN431_HUMAN C2H2-type 9. 2 TAAGATGATTCAT 0.378

- 6 3079 208_uc002nqo.1_I NM_007153 NP_009084 7 TGAATTCTCTTAT 0.393

- 5 2181 hb.1_Missense_M NM_032689 NP_116078 Q96SK3 ZN607_HUMAN 0 TCTTACCACTGTG 0.413

+ 89 12368 _p.V4075I|RYR1_u NM_000540 NP_000531 P21817 RYR1_HUMAN 12 GACTACGTAACGG 0.493

- 5 546 uu.1_Missense_Mu NM_172139 NP_742151 Q8IZI9 IL28B_HUMAN 0 GTGAGGAGGCGG 0.577



+ 8 2009 _p.N629D|CEACAM NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2 CGTATCAATGGGA 0.507

- 4 1311 d.3_Missense_Muta NM_006494 NP_006485 P50548 ERF_HUMAN 4 GCGTCCGAGTGG 0.692

+ 5 805 NM_015125 NP_055940 Q96RK0 CIC_HUMAN 11 TTCCAGGTAACG 0.617

- 5 1938 uc010eif.1_Intron NM_005357 NP_005348 Q05469 LIPS_HUMAN 2 TGGCCAGAGACT 0.642

- 4 992 ense_Mutation_p.R NM_002782 NP_002773 Q00889 PSG6_HUMAN -like C2-type 2. 2 CATATCGGTCCCG 0.502

- 2 479 wf.3_Missense_Mu NM_002784 NP_002775 Q00887 PSG9_HUMAN site (Potential).|Ig-like V-typ 2 TCACCTCGCTTTA 0.468

+ 12 1637 AS1_uc002pfy.2_M NM_002517 NP_002508 Q99742 NPAS1_HUMAN 0 GGCGACGAGGAT 0.692

+ 5 734 NM_014475 NP_055290 Q9UQ10 DHDH_HUMAN 0 ATCACCGTGCAGC 0.592

+ 3 411 NM_014419 NP_055234 Q9UK85 DKKL1_HUMAN 0 TGCTTCGGGGCAT 0.612

- 3 426 se_Mutation_p.P13 NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 GGTGGGGGCAA 0.697

+ 4 672 5'Flank|TSEN34_u NM_024075 NP_076980 Q9BSV6 SEN34_HUMAN 0 AGCTGGCCACTGC 0.657

+ 1 52 b.1_RNA|KIR3DX1_uc010yfc.1_RNA|KIR3DX1_uc010yfd.1_RNA 1 AGCTCTGAAATCT 0.517

- 3 123 orf51_uc002qjk.1_5'UTR|C19orf51_uc002qjl.1_Missense Q8N9W5 CS051_HUMAN 0 ACAGGAGGACCTG 0.592

- 7 5032 3_uc002qnv.2_Mis NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12 ACTTCTCATCAGC 0.537

- 3 961 TN3_uc010exu.1_In NM_002381 NP_002372 O15232 MATN3_HUMAN EGF-like 1. 0 TCTTGTCGGCATT 0.532

- 6 1280 GTF3C2_uc002rjw.1 NM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN 2 CAAACAGGAGCC 0.483

- 2 1386 sm.2_Missense_M NM_133329 NP_579875 Q8TAE7 KCNG3_HUMANe=Segment S3; (Potential). 1 AATACGGCGTGAT 0.453

- 8 1239 NM_018079 NP_060549 Q8N5C6 SRBD1_HUMAN 1 AAGTTCCGAATGA 0.378

+ 2 2135 z.1_Missense_Mut NM_144993 NP_659430 O43151 TET3_HUMAN 0 ACTTGGGATCTGG 0.423

+ 2 243 ssq.1_Missense_M NM_198274 NP_938015 Q8NB12 SMYD1_HUMAN MYND-type. 4 CAGAAGGATGCTT 0.532

+ 23 5204 ense_Mutation_p.R NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN nteraction with RAB9A. 1 GGACTTCGATAGG 0.308

- 5 632 e_Mutation_p.G156 NM_003466 NP_003457 Q06710 PAX8_HUMAN 2 TGTGTCCGGGAC 0.458

+ 18 3287 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN Extracellular (Potential). 10 TGTGTGGAGAAGC 0.562

+ 2 334 _p.R15H|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN 8 GCTTCCGCTTCTT 0.468

- 119 28287 N_uc002umz.1_Mis NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCTTTTCTTCAGG 0.393

- 46 16178 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GTCTTTTTCACTT 0.378

- 46 16176 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CTTTTTCACTTAA 0.383

- 46 10722 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 AATATTCAGGCCA 0.383

- 3 211 0zfq.1_Missense_M NM_001003683 NP_001003683 P54750 PDE1A_HUMANn-binding (By similarity). 3 CTCTTTCCAGCTG 0.353

+ 3 431 usr.2_Missense_M NM_001130158 NP_001123630 O43795 MYO1B_HUMANyosin head-like. 8 CATACCGGTCTTT 0.353 rs146816421

+ 12 2712 _p.P641S|NRP2_u NM_201266 NP_957718 O60462 NRP2_HUMAN cellular (Potential). 4 CAGCTCCCTTCGG 0.493

- 2 201 HA4_uc010zlm.1_I NM_004438 NP_004429 P54764 EPHA4_HUMAN 12 GACTTACCCCTCC 0.423 rs67977689

- 6 1388 p.R395W|ECEL1_u NM_004826 NP_004817 O95672 ECEL1_HUMANmenal (Potential). 2 CATACCGGTGGGG 0.587

- 1 468 T1A6_uc002vuu.2_ NM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0 CCCCCCCAAAATA 0.547 rs61744897

- 2 246 CA1_uc002vwa.1_ NM_024726 NP_079002 Q86XH1 IQCA1_HUMAN 1 CTTTATCGAGTAA 0.373

+ 4 477 n_p.A52T|XRN2_u NM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1 ATGGAAGCAGCAG 0.408

+ 5 628 _p.W114*|MYBL2_ NM_002466 NP_002457 P10244 MYBB_HUMAN TH myb-type 3. 5 CTTGCTGGACCGA 0.612

+ 13 1181 E244K|ARFGAP1_u NM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN 1 CCACCGAGAGGA 0.662

+ 13 1881 _p.R316*|MX2_uc NM_002463 NP_002454 P20592 MX2_HUMAN 2 AAAGTCCGAGAAG 0.403

- 1 75 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7 CAGGGCCCATGG 0.726

+ 19 3814 j.2_Missense_Muta NM_006031 NP_006022 O95613 PCNT_HUMAN 8 TTAGCAGCCACAT 0.587

- 22 2693 NM_058004 NP_477352 P42356 PI4KA_HUMAN 4 AGTGCGGACACCT 0.587

+ 9 1115 _p.R264C|UPB1_u NM_016327 NP_057411 Q9UBR1 BUP1_HUMAN CN hydrolase. 2 CTGTCCCGTAGCC 0.542

- 15 2582 wp.2_Missense_M NM_004737 NP_004728 O95461 LARGE_HUMANmenal (Potential). 3 TACTCCGGGCAGT 0.567

+ 5 885 NM_002133 NP_002124 P09601 HMOX1_HUMAN 1 CTTCTCCGATGGG 0.562

- 3 283 aqa.1_5'UTR|EFCA NM_022785 NP_073622 Q5THR3 EFCB6_HUMAN 7 GGTCTTGAATGTG 0.373

- 14 1763 1axu.1_Missense_ NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 CAATAAATCTAAAA 0.323



+ 6 820 XOG_uc010hhe.2_ NM_005107 NP_005098 Q9Y2C4 EXOG_HUMAN 0 TCTACCGAACCAC 0.517

+ 3 281 se_Mutation_p.D84 NM_015004 NP_055819 Q15024 EXOS7_HUMAN 0 TGTTGACTGGTCA 0.413

- 3 1900 qv.2_Missense_Mu NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 ATGGAGCTGGAG 0.318

- 11 1496 NM_000094 NP_000085 Q02388 CO7A1_HUMANn (NC1).|Fibronectin type-III 11 GAACCACGGTTGC 0.652

+ 4 2380 se_Mutation_p.R9 NM_000839 NP_000830 Q14416 GRM2_HUMAN cellular (Potential). 1 AACGGCGGGAGG 0.637

- 3 1112 NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CCATTTCCTCTAA 0.473

- 15 2845 _p.V582M|ADCY5_ NM_183357 NP_899200 O95622 ADCY5_HUMAN ical; (Potential). 4 CTGGCACCTCCAC 0.622 rs151227955

+ 20 3500 .R1125W|KALRN_ NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 AAGCGGCGGTTAG 0.547

+ 3 962 NM_007117 NP_009048 P20396 TRH_HUMAN 1 ACAAGCGGCAGC 0.567

+ 3 799 M1L_uc003fdt.2_Mi NM_139245 NP_640338 Q5SGD2 PPM1L_HUMAN c (Potential).|PP2C-like. 1 ACAAGCCTTACCA 0.498

- 5 566 _p.W49*|B3GALN NM_033169 NP_149359 O75752 B3GL1_HUMANmenal (Potential). 1 GTACATCCAGTTC 0.453

- 3 8618 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GAAGAGGGGTGG 0.587

- 3 390 0iad.1_Missense_M NM_138461 NP_612470 Q96DZ7 T4S19_HUMAN lasmic (Potential). 0 AGAGCCCACTCTT 0.423

- 3 2904 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 AGGTTTGTGGACC 0.393

- 12 2134 NM_012318 NP_036450 O95202 LETM1_HUMANmatrix (Potential).|Potential. 1 TTTGCTGCACCCT 0.517

+ 51 7061 NM_002111 NP_002102 P42858 HD_HUMAN 4 ACCCACGCCTGCT 0.587

+ 3 1368 PZ_uc003gll.2_Intr NM_080819 NP_543009 Q96P69 GPR78_HUMAN lasmic (Potential). 6 AGAACCCCGCGC 0.672

+ 2 455 bxs.1_Missense_M NM_018323 NP_060793 Q8TCG2 P4K2B_HUMAN 4 TTTGCCGATATTA 0.388

+ 11 1635 bzl.1_Missense_Mu NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3 CTAGGGGAAAAGT 0.418

- 1 16 NM_006168 NP_006159 P78426 NKX61_HUMAN 0 CCCCCACCGCTAA 0.721

+ 24 3935 F_uc011cfv.1_Miss NM_001963 NP_001954 P01133 EGF_HUMAN lasmic (Potential). 4 GGTAATGGAGCGA 0.527

- 13 1495 e.1_Missense_Mu NM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1 CAAGAAGGAAGTT 0.323

- 7 1202 NM_030648 NP_085151 Q8WTS6 SETD7_HUMAN SET. p.D306N(1) 2 ACATATCGTAGAT 0.502

+ 10 1623 NM_018241 NP_060711 Q9NVA4 T184C_HUMAN 0 AAGGACGGACAG 0.368

- 8 1379 AP9_uc010iqa.1_R NM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2 CTGGCAGATGCAC 0.274

- 11 1157 _p.P336L|SPOCK3 NM_016950 NP_058646 Q9BQ16 TICN3_HUMAN roglobulin type-1. 3 CACAGGGGGATAT 0.433

+ 11 2037 NM_020227 NP_064612 Q9NQV7 PRDM9_HUMANC2H2-type 5. 6 TTTAGCCGGCAG 0.622 rs111393391

+ 7 903 qc.1_Missense_Mu NM_002203 NP_002194 P17301 ITA2_HUMAN ular (Potential).|VWFA. 1 ACATTCGGAGCAA 0.323

- 7 1132 GDH_uc011ctf.1_M NM_013391 NP_037523 Q9UI17 M2GD_HUMAN 4 TGTCAGGAGAATA 0.438

+ 5 2126 w.1_Nonsense_Mut NM_152405 NP_689618 Q8N9B5 JMY_HUMAN 0/EP300 (By similarity).|Pote 0 CAACTTCAGTTGT 0.383

+ 8 1761 11cwm.1_Missens NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN Potential. 2 TCGCTGGCCTCTC 0.552

+ 1 922 HA6_uc003lhn.2_I NM_018902 NP_061725 Q9Y5I1 PCDAB_HUMAN 1 CTCCTCGAATTCT 0.577

+ 1 2267 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMAN lasmic (Potential). 3 GACAGGAGACTC 0.567

+ 1 974 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMAN |Extracellular (Potential). 5 GTGCCCGAGAACA 0.498

+ 1 1940 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMAN |Extracellular (Potential). 5 GAGCTGGTGCCCC 0.701

+ 1 410 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 1. 6 TCAGTTCGCTTAC 0.473

- 6 580 K2A_uc010jhe.2_M NM_171825 NP_741960 Q9UQM7 KCC2A_HUMANProtein kinase. 1 AGCACAGCCTCCA 0.632

- 24 3517_3518 dk.1_Missense_Mu NM_015465 NP_056280 Q8TEQ6 GEMI5_HUMAN 3 GTGTGGTAAGAG 0.545

+ 1 1595 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMAN Potential. 1 TCAGATGAAACTG 0.438

- 2 615 FIP2_uc003lwr.2_I NM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0 ATCGCGGCTCATG 0.602

+ 4 799 _p.A146T|ODZ2_u NM_001122679 NP_001116151 10 TCGTCCGCCAACT 0.622

- 1 578 NM_001001657 NP_001001657 Q8NGV0 OR2Y1_HUMANcellular (Potential). 1 TCTGTTCCTTCTG 0.517

+ 21 2038 ow.2_Missense_M NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 CATCTCCAAAGAC 0.333

- 5 1101 mo.1_Missense_M NM_003587 NP_003578 O60231 DHX16_HUMAN 4 GGTAGCGATTGGT 0.627

+ 2 1246 C21_uc003nsi.1_R NM_001010909 NP_001010909 Q5SSG8 MUC21_HUMANe tandem repeats.|21.|Extrac 2 CCACCAACTCTGA 0.622 rs144550410

+ 2 229 CA_uc003rxz.1_5'UTR 0 CAGAAATGCAGG 0.552 rs17200172

- 22 7907_7908 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 18. 0 GGCCCCCAACAC 0.683



+ 49 7225 NM_001371 NP_001362 21 GTGGATGCCATCT 0.353

+ 13 1807 vg.1_Missense_M NM_032538 NP_115927 Q5TCY1 TTBK1_HUMAN p.G510G(2) 9 GCCAGTGGCCGC 0.657

+ 1 1572 ze.2_Nonsense_M NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6 TTTCTATTCCTCT 0.413

+ 8 920 pje.2_Nonsense_M NM_000056 NP_000047 P21953 ODBB_HUMAN 0 GTGATCCGAGAGG 0.388

+ 2 306 3pll.1_Nonsense_M NM_015021 NP_055836 O60281 ZN292_HUMAN 4 AAAGCCCGACCTT 0.378

+ 8 3600 NM_015021 NP_055836 O60281 ZN292_HUMAN 4 CAGCATGTCTCGC 0.418

+ 4 799 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 CTCATTCGTTTGC 0.313

+ 8 1003 xr.1_Missense_Mut NM_173674 NP_775945 Q8N8Z6 DCBD1_HUMAN |Extracellular (Potential). 1 GACTTCAGGACCA 0.522

+ 2 379 YCT1_uc003qpc.3_ NM_025107 NP_079383 Q8N699 MYCT1_HUMAN 1 GAACTGGATTTTA 0.517

- 13 1573 ksh.1_Missense_M NM_001013836 NP_001013858 Q9Y6D9 MD1L1_HUMAN eraction with NEK2.|Potenti 2 GCCTCCCGCATGC 0.687 rs140460596

+ 9 1547 zr.2_Missense_Mu NM_182898 NP_878901 Q02930 CREB5_HUMAN Basic motif. 2 GGAACCGGGCAG 0.592

- 2 1008 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN 2 TGGGGGAGTGG 0.527

- 14 1893 _p.S535L|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 TCTGACGAGCTGA 0.443

- 7 668 R2J4_uc003tjc.2_RNA 0 CTTACTCGTCATG 0.667

- 3 302 p.R36Q|PHKG1_uc NM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1 ATGCATCGCCTGA 0.657

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 GCAAAACCTTTAC 0.428

+ 4 1576 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 CCTCAAGCCTTAT 0.418

- 2 602 ez.2_Missense_Mu NM_001259 NP_001250 Q00534 CDK6_HUMANProtein kinase. 2 TCAGCACCGCCAC 0.711

+ 2 198 X6AS_uc003uol.2_ NM_005222 NP_005213 P56179 DLX6_HUMAN 2 agcaccaccaccacGG 0.612

- 5 1128 p.R208W|ASNS_uc NM_133436 NP_597680 P08243 ASNS_HUMAN 1 CATCCCGACAGTG 0.448

+ 11 1686 NM_014916 NP_055731 Q8IWU2 LMTK2_HUMAN 16 CTCACCGTGACCG 0.587

+ 5 564 kis.1_Missense_Mu NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN p.R119C(1) 37 ATGTTTCGCTTTT 0.348

- 2 482 NM_001004323 NP_001004323 Q8IZ16 CG061_HUMAN 0 ACGCAGGGATCTG 0.592

+ 3 9003 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|48.|59 X approximate ta 27 CCTGGCGAAAGAA 0.512

+ 7 1058 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 2. 3 ACCATCCTTCATC 0.473

- 4 1455 C3HAV1_uc003vu NM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMAN 1 TTGGGGGCTGAT 0.552

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 1 293 NM_001001658 NP_001001658 Q8NGT5 OR9A2_HUMANcellular (Potential). 1 TTGAGCGATACAT 0.473

+ 103 14390 g.2_Intron|SSPO_u NM_198455 NP_940857 A2VEC9 SSPO_HUMAN SP type-1 24. 0 GGGTGGCACCATG 0.657

+ 6 1787 wpm.2_Missense_M NM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0 TACCAGGACAGCC 0.662

+ 2 795 NM_000015 NP_000006 P11245 ARY2_HUMAN 2 CCAGAAGGGGTT 0.388

+ 16 2381 bf.2_3'UTR|BMP1_ NM_006129 NP_006120 P13497 BMP1_HUMAN alcium-binding (Potential). 3 ACGGCGGCTGCC 0.587 rs148687489

+ 3 1153 NM_001440 NP_001431 O43909 EXTL3_HUMANmenal (Potential). 2 ATTCTCGTTGCCC 0.592

+ 14 1032 _p.A278T|POLB_u NM_002690 NP_002681 P06746 DPOLB_HUMAN 2 GGAGTTGCAGGAG 0.438

+ 10 1760 Missense_Mutation_ NM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5 GGATTTGAGGCTC 0.468

- 3 219 ense_Mutation_p.G NM_001738 NP_001729 P00915 CAH1_HUMAN 2 CATATCCCCAGTC 0.328

- 8 2186 _p.D729N|FBXO10_ NM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5 GTGGGTCGTCCT 0.567

- 5 701 a.1_Missense_Mut NM_005077 NP_005068 Q04724 TLE1_HUMAN Gln-rich. 2 CAAATCGTATTCA 0.353 rs149694150

+ 3 489 e_Mutation_p.Q13 NM_024077 NP_076982 Q96T21 SEBP2_HUMAN 3 CTCCCACAAGAAA 0.383

- 11 1447 ask.1_Splice_Site_ NM_022755 NP_073592 Q9H8X2 IPPK_HUMAN 2 TGCCCACCTTCGT 0.428

- 22 2523 NM_019114 NP_061987 Q9H329 E41LB_HUMAN 3 TCAGAGGGGCTC 0.512

- 11 1585 se_Mutation_p.D44 NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2 AGTGATCGTTATT 0.328 rs41316510

+ 7 2985 e_Mutation_p.M56 NM_002581 NP_002572 Q13219 PAPP1_HUMAN 9 TGCCATGTTGACC 0.567

- 11 1700 _Mutation_p.T264 NM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMAN 4 AGATACGTGAGTT 0.448

+ 11 1803 rf.1_Missense_Mut NM_004042 NP_004033 P54793 ARSF_HUMAN 2 CTCCATGATTTTG 0.557

- 4 636 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN LRR 5. 8 AGATTTCCTTCCA 0.468

- 1 290 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5 GCTTGGGGACCTC 0.552



+ 5 1028 e_Mutation_p.P33 NM_003173 NP_003164 O43463 SUV91_HUMAN with MECOM (By similarity) 0 GTGACCCCAACCT 0.627

- 20 2517 0nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMANCytoplasmic (Potential). 6 tcttcctcttcttcctcttct 0.289

- 4 538 GE3_uc011mon.1_RNM_001017931 NP_001017931 0 TTGACCGAGTCAG 0.373

+ 15 2082 OGT_uc004eac.2_ NM_181672 NP_858058 O15294 OGT1_HUMAN 5 GCAATGGAAAAGC 0.348

- 3 3678 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 TGATATCATCATC 0.478

+ 2 790 NM_005296 NP_005287 Q99677 LPAR4_HUMAN Name=3; (Potential). 3 CTCTTTCTCACCT 0.453

+ 3 903 efc.3_Missense_M NM_033048 NP_149037 Q8N123 CPXCR_HUMAN 3 CATCAGGAAAATT 0.413

+ 38 4112 qq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 GAAAATCGCAAAC 0.413

- 2 527 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0 CAGGTTCCTTCTC 0.677

+ 2 1196 qm.1_Missense_M NM_006777 NP_006768 Q86T24 KAISO_HUMAN 3 AACAGGAAACAA 0.418

- 29 7047 p.S2334N|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN ular (Potential).|YD 23. 23 CGGCTGCTGAACA 0.418

- 9 1261 BRE_uc011myd.1_ NM_004961 NP_004952 P78334 GBRE_HUMAN lasmic (Probable). 2 AAGCTTCCTGATG 0.587

- 3 396 Q8N1B3 FA58A_HUMAN 0 TGCCAGCTGTGG 0.647

- 8 697 jn.1_Missense_Mu NM_003491 NP_003482 P41227 NAA10_HUMAN 1 TCTCCTCGCGACA 0.602

- 7 804 q.1_Missense_Mu NM_002436 NP_002427 Q00013 EM55_HUMAN 3 GCCATACTTGCCA 0.552

+ 6 625 mn.2_Missense_Mu NM_001215 NP_001206 P23280 CAH6_HUMAN 2 CTTGACGTTCAGG 0.582 rs140314132

+ 24 4029 1_RNA|UBE4B_uc NM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4 GTCCAGAAGCCC 0.537

- 1 780 0obf.1_Missense_ NM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0 TCTTCATGGAGCT 0.458

- 6 853 PF1_uc010oce.1_In NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN 0 AACTTACTGTTGT 0.418

- 8 949 1_Intron|MST1P9_ NR_002729 0 GGTTCCAGCAGAA 0.662 rs1806514

+ 15 2179 n_p.A467T|CROCC NM_014675 NP_055490 Q5TZA2 CROCC_HUMAN Potential. 5 GAGAAGGCCGAG 0.657 rs2781608

+ 4 328 hm.2_Missense_M NM_000975 NP_000966 P62913 RL11_HUMAN 1 ATACTGGAAACTT 0.428

- 4 461 .1_Missense_Muta NM_001127621 NP_001121093 Q14376 GALE_HUMAN 0 ATGACCGCCATAA 0.557

- 6 692 CH2_uc010olg.1_In NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN cellular (Potential). 18 GCAAAGGGACCC 0.642

+ 5 589 vym.2_Missense_M NM_000779 NP_000770 P13584 CP4B1_HUMAN 2 AAGTGGGAAGAG 0.567

- 2 96 NM_005621 NP_005612 P80511 S10AC_HUMAN 0 CAATTCCCTCCAG 0.473

+ 4 675 FDPS_uc001fke.2 NM_002004 NP_001995 P14324 FPPS_HUMAN 0 GGCCTGGACTGTG 0.582

- 4 760 _5'Flank|C1orf204 NM_001013661 NP_001013683 Q5VU13 VSIG8_HUMAN Potential).|Ig-like V-type 2. 1 GGACTCCTGGTAG 0.582

+ 5 1565 NM_001080426 NP_001073895 Q5VZP5 DUS27_HUMAN 3 AGGACAGCGTGG 0.562

- 1 443 _p.P121L|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN 11 TTTTTGGGGAAG 0.592

+ 2 1333 se_Mutation_p.R57 NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 AAGGTTCGAAGAC 0.567

- 13 2350 d.1_Missense_Mut NM_004319 NP_004310 O14525 ASTN1_HUMAN 15 CTTTCCCCACAGT 0.542

+ 28 6121 _p.E1912V|CEP350 NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 AGAAAGAACTGGA 0.353

- 3 381 bz.2_Missense_M NM_002644 NP_002635 P01833 PIGR_HUMAN 1.|Extracellular (Potential). 3 ATGAGGGTTATGC 0.577

- 1 52 NM_003493 NP_003484 Q16695 H31T_HUMAN 0 GCTTGCGCGGCG 0.687

+ 6 1832 1hvs.1_Missense_M NM_032435 NP_115811 Q5TCX8 M3KL4_HUMAN 8 AGATAACCGTGCA 0.502

+ 3 530 _Mutation_p.R114C NM_020975 NP_066124 P07949 RET_HUMAN cellular (Potential). 451 GCAGACCGCGGC 0.627

- 6 741 NM_002778 NP_002769 P07602 SAP_HUMAN posin B-type 2. 1 TGGTCCGTACAGC 0.537 rs150521779

+ 6 1414 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensip.Y27_N212>Y 2334 CTGGAAAGGGAC 0.413

+ 2 1004 nx.1_Missense_Mu NM_016341 NP_057425 Q9P212 PLCE1_HUMAN 3 ATTTTATGAAATGT 0.398

- 9 1175 se_Mutation_p.A36 NM_024928 NP_079204 Q9H668 STN1_HUMAN 1 CAGAACGCTGTG 0.567 rs140449924

- 1 776 NM_001005164 NP_001005164 Q8NGJ4 O52E2_HUMAN Name=6; (Potential). 3 ATAAAGGAAAAGA 0.473

+ 2 717 _uc001mbe.2_Tran NM_001003819 NP_001003819 B2RNG4 B2RNG4_HUMAN 1 ACCACACGTTCCT 0.532

- 1 478 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMAN Name=4; (Potential). 0 GACTGGGAAGAT 0.517

- 1 710 NM_001004461 NP_001004461 Q8NH74 O10A6_HUMAN lasmic (Potential). 2 GAAAAGGCCTTTT 0.443

+ 1 876 NM_001005274 NP_001005274 Q8NH70 O4A16_HUMAN lasmic (Potential). 3 AGAGATGAAAAAT 0.318

- 1 280 NM_001005282 NP_001005282 Q8NGP6 OR5M8_HUMANcellular (Potential). 1 AGGCAGGATAGG 0.463



+ 12 1236 NM_002559 NP_002550 P56373 P2RX3_HUMAN lasmic (Potential). 0 AGCAGTCCACCG 0.612

+ 1 340 NM_001005283 NP_001005283 Q8NGE9 OR9Q2_HUMAN Name=3; (Potential). 4 TGCTACCTTCTGG 0.592

+ 1 845 NM_001004728 NP_001004728 Q8NGJ0 OR5A1_HUMAN Name=7; (Potential). 2 TCTATTCATTGGT 0.483

- 4 365 NM_017525 NP_059995 Q6DT37 MRCKG_HUMANProtein kinase. 4 ACGAGCACATCCC 0.602

+ 8 1062 _p.R304H|KAT5_uc NM_006388 NP_006379 Q92993 KAT5_HUMAN C2HC-type. 0 ACGGCCGTAGTCT 0.592

- 3 785 on|CLCF1_uc010rp NM_013246 NP_037378 Q9UBD9 CLCF1_HUMAN 0 CCGAGCGCCACAG 0.597 rs76654399

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6 AGAATACGCTTAT 0.328

+ 7 923 pfz.2_Missense_Mu NM_014361 NP_055176 O94779 CNTN5_HUMAN p.G195E(1) 8 ATCTGGGAAATTT 0.423

+ 19 2656_2657pgb.2_Missense_M NM_014361 NP_055176 O94779 CNTN5_HUMANonectin type-III 2. 8 CAGTTCCGAAGA 0.426

+ 7 1168 A_uc009yyx.2_Spli NM_213621 NP_998786 P46098 5HT3A_HUMAN 0 TCATTGGTAAGGC 0.597

- 2 1003 _p.E299K|KCNJ1_ NM_000220 NP_000211 P48048 IRK1_HUMAN asmic (By similarity). 4 GCACCTCCTCTGG 0.493

+ 8 1085 NM_207345 NP_997228 Q6UXN8 CLC9A_HUMAN (Potential).|C-type lectin. 1 TCATAGGATTTTA 0.398 rs148583174

- 3 1038 NM_006248 NP_006239 0 GAGGTTTGTTGCC 0.612

+ 2 517 2CR1_uc009zhu.2_ NM_058169 NP_477517 Q969J3 L12R1_HUMAN 1 AACGATCCCGATG 0.473

+ 7 891 L172M|PPFIBP1_u NM_003622 NP_003613 Q86W92 LIPB1_HUMAN Potential. 5 TTGGATCTGATGG 0.358

+ 19 2303 mn.1_Missense_M NM_001843 NP_001834 Q12860 CNTN1_HUMANonectin type-III 2. 9 GCCTTTGTCAAGA 0.373

+ 11 1023 n_p.T150I|NUP107 NM_020401 NP_065134 P57740 NU107_HUMAN 1 TGCATACCTTAAA 0.318

+ 2 874 tmt.2_Missense_M NM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN 3 CAGCCCGCTGTCT 0.612

- 11 1302 NM_018711 NP_061181 Q8N4V2 SVOP_HUMAN ical; (Potential). 0 GTCCACAGCAAG 0.552

- 16 1764 se_Mutation_p.I55 NM_024953 NP_079229 Q14CX7 NAA25_HUMAN 3 GCTTGAATAATATA 0.383

- 1 550 R81_uc001ucw.1_In NM_006018 NP_006009 P49019 HCAR3_HUMAN lasmic (Potential). 2 TGGTGGGGATGG 0.562

- 2 140 NM_006001 NP_005992 Q13748 TBA3C_HUMAN 5 CGGGCTGAATTCC 0.547

+ 2 1349 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANmenal (Potential). 2 TGCAGCGAGAGC 0.612

+ 1 327 n_p.D26A|ARHGEF NM_001113511 NP_001106983 Q14155 ARHG7_HUMAN CH. 7 CTCGGACCCGGA 0.617

+ 9 1151 n_p.E257*|GMPR2 NM_001002001 NP_001002001 Q9P2T1 GMPR2_HUMAN 3 CTCATCGAGAGGG 0.552

- 8 1710 mk.2_Missense_M NM_033141 NP_149132 P80192 M3K9_HUMAN 5 Cccaggttttgctgctttca 0.333

- 15 2626 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 ACAGCCGCTTGG 0.612

+ 3 639 m.1_Missense_Mu NM_182923 NP_891553 Q07866 KLC1_HUMAN 0 CAGGTTCGTCGTC 0.537

+ 1 3007 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 AGGAAGGAGGAG 0.498

- 11 1570 zfr.2_Missense_M NM_130901 NP_570971 Q8TE49 OTU7A_HUMAN 2 cttGCCGTTCTTGC 0.507

- 20 2408 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2 GTAGGTCATGTTG 0.657

- 5 475 NM_020764 NP_065815 Q8WXD9 CSKI1_HUMAN ANK 4. 2 GTCTTCCCCGAG 0.632

+ 3 1109 sl.3_Missense_Mut NM_152341 NP_689554 Q8N4S7 PAQR4_HUMAN ical; (Potential). 0 GGCGTCGTGCCC 0.672

+ 4 427 ense_Mutation_p.R NM_001010845 NP_001010845 Q08AH3 ACS2A_HUMAN 3 GCAAGCGACTCC 0.522

- 4 398 _p.R63Q|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 GGGAGTCGCTTGC 0.512

- 32 4567 NM_017539 NP_060009 Q8TD57 DYH3_HUMANA 1 (By similarity). 18 AGGTTGGGTTCAG 0.517

- 11 1030 uc002diq.3_Intron NR_003370 0 CTCTGAGGATACT 0.338 rs141895991

+ 11 1473 _uc010byo.1_Miss NM_001770 NP_001761 P15391 CD19_HUMAN lasmic (Potential). 3 ACCCAGCCGGTCG 0.577

+ 4 1324 iu.3_Missense_Mu NM_138736 NP_620073 P09471 GNAO_HUMAN 2 TTCAACCGGTCCC 0.607

- 2 1122 k|KIAA0895L_uc00 NM_001040715 NP_001035805 Q68EN5 K895L_HUMAN 0 GAGGCTGCAGGC 0.642

+ 3 1006 _5'Flank|PARD6A_ NM_016948 NP_058644 Q9NPB6 PAR6A_HUMAN 1 GTGCTGGGACCTG 0.642

+ 13 1868 p.E477K|TSNAXIP NM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0 CAGAACGAGGGG 0.517

- 1 76 _p.A2V|NIP7_uc002 NM_032382 NP_115758 Q96MW5 COG8_HUMAN 1 GCGGTCGCCATC 0.622 rs151318611

+ 12 1926 _p.G441E|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANPotential).|Laminin G-like 2. 2 TTCAGGGATGTAT 0.423

- 29 4778 D1L2_uc002fgg.1_R NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN cellular (Potential). 3 ATCACCTCCTGCC 0.572

+ 7 1007 0voj.1_Missense_M NM_014732 NP_055547 O60268 K0513_HUMAN 1 AGGGAAGACGAG 0.582

- 12 1608 NM3_uc010clm.2_ NM_031220 NP_112497 Q9BZ71 PITM3_HUMAN DDHD. 4 GGAAGAGGGGG 0.662



- 37 5569 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN Potential. 13 TGGCCTCCAGTTT 0.527

- 26 3396 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 CAAACTCTTTCCT 0.328

- 4 821 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN 2 CATCGTGAACTAG 0.398

+ 4 1327 n_p.P175Q|MAPK7 NM_139033 NP_620602 Q13164 MK07_HUMAN zation (By similarity).|Protei 9 TGTACCCAGGTGC 0.647

- 14 2195 6A4_uc010csg.2_ NM_001045 NP_001036 P31645 SC6A4_HUMANName=11; (Potential). 4 TGATGAACTAAAA 0.368

- 14 1622 PLXDC1_uc002hrh NM_020405 NP_065138 Q8IUK5 PXDC1_HUMAN lasmic (Potential). 3 AAACTTCATGGCT 0.627

- 1 150 NM_032524 NP_115913 Q9BYR3 KRA44_HUMANC-C-[GRQVCH]-[SPT]- [VST 0 CTGGGGCGGCAG 0.652

+ 3 1747 NM_000346 NP_000337 P48436 SOX9_HUMAN 0 GGCCAGGGCACC 0.647

- 2 88 1_5'UTR|GGA3_uc NM_138619 NP_619525 Q9NZ52 GGA3_HUMAN to ARF1 (in long isoform). 2 TGTATTCCCAGTC 0.512

+ 16 2317 0195_uc010wsb.1_ NM_014738 NP_055553 Q12767 K0195_HUMAN 1 GGCCTCCCCTCA 0.612

+ 4 293 g.3_Missense_Mu NM_001258 NP_001249 Q00526 CDK3_HUMANProtein kinase. 1 CACAACGAGAGG 0.572 rs140567861

+ 5 1033 NM_005189 NP_005180 Q14781 CBX2_HUMAN 0 CACACCCATGGTG 0.662

+ 27 4342 p.C1293Y|PTPRM_ NM_002845 NP_002836 P28827 PTPRM_HUMANphatase 2.|Cytoplasmic (Po 6 ATCACTGCACATC 0.458

- 10 1985 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN Potential. 3 ATACCTCAGAATT 0.269

- 4 3359 se_Mutation_p.H1 NM_015461 NP_056276 Q96K83 ZN521_HUMANC2H2-type 24. 7 TCCCATGGATTTT 0.532

- 9 1251 wi.3_Missense_Mu NM_001941 NP_001932 Q14574 DSC3_HUMAN |Extracellular (Potential). 4 CATTTTCCTCTAC 0.274

+ 14 2147 G3_uc002kwt.2_5'F NM_001944 NP_001935 P32926 DSG3_HUMAN lasmic (Potential). 9 TTGCAGGAAATCA 0.353

+ 3 1195 n_p.S68F|ZNF271_ NR_024565 0 CTCAGTCCTTATT 0.383

+ 23 2522 D4L_uc002lhb.2_MNM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN HECT. 4 GACATGGAATCTG 0.428

+ 11 1972 if.2_Missense_Mut NM_031891 NP_114097 Q9HBT6 CAD20_HUMAN lasmic (Potential). 5 ATCGACGACGAGG 0.577

+ 7 1487 _p.E388K|CDH7_u NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN r (Potential).|Cadherin 4. 4 GTGTCGGAAGCTA 0.473

+ 2 1025 2_Intron|SCAMP4_ NM_138422 NP_612431 Q96EY9 ADAT3_HUMAN 2 CCGTGCGTAAACT 0.731

+ 22 2611 uc002lvd.1_5'Flank NM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4 AGCAGCGGGGAG 0.672

- 3 12038 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAAGGGTGAATTG 0.488

- 1 311 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GTGGCTCCTGTCA 0.522

- 1 500 NM_001005191 NP_001005191 Q8NG98 OR7D4_HUMANcellular (Potential). 4 GAGAAGGTCAAC 0.493

+ 11 1343 NM_023944 NP_076433 7 GGGTCCATCACA 0.552

- 2 645 NM_138454 NP_612463 Q96CM4 NXNL1_HUMAN Poly-Gly. 0 accccctcccccggggt 0.448

+ 4 1014 s.1_Intron|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMAN C2H2-type 5. 2 GTGGCAGAGCAT 0.383

- 4 1319 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 GAGGACCAGTTGA 0.418

- 6 3079 208_uc002nqo.1_I NM_007153 NP_009084 7 TGAATTCTCTTAT 0.393

+ 8 2009 _p.N629D|CEACAM NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2 CGTATCAATGGGA 0.507

- 2 479 wf.3_Missense_Mu NM_002784 NP_002775 Q00887 PSG9_HUMAN site (Potential).|Ig-like V-typ 2 TCACCTCGCTTTA 0.468

+ 12 1637 AS1_uc002pfy.2_M NM_002517 NP_002508 Q99742 NPAS1_HUMAN 0 GGCGACGAGGAT 0.692

+ 3 331 RX_uc010elm.1_RN NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2 CGGGAGCGCACC 0.642

- 3 426 se_Mutation_p.P13 NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 GGTGGGGGCAA 0.697

- 9 3289 S966R|NLRP12_uc NM_144687 NP_653288 P59046 NAL12_HUMAN 7 AGGATGGCTCAGC 0.557

+ 4 672 5'Flank|TSEN34_u NM_024075 NP_076980 Q9BSV6 SEN34_HUMAN 0 AGCTGGCCACTGC 0.657

+ 1 52 b.1_RNA|KIR3DX1_uc010yfc.1_RNA|KIR3DX1_uc010yfd.1_RNA 1 AGCTCTGAAATCT 0.517

- 7 5032 3_uc002qnv.2_Mis NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN 12 ACTTCTCATCAGC 0.537

+ 3 1623 547_uc002qpm.3_I NM_001023561 NP_001018855 O43361 ZN749_HUMANC2H2-type 10. 0 CAGCACCAGAAAA 0.423

- 2 521 NM_001037160 NP_001032237 Q717R9 CYS1_HUMAN 0 TGTGCTCTGCTCT 0.527

- 1 232 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN 1 CGTCCCTTTTCCC 0.667

- 6 1280 GTF3C2_uc002rjw.1 NM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN 2 CAAACAGGAGCC 0.483

+ 1 174 qh.2_Missense_Mu NM_012413 NP_036545 Q16769 QPCT_HUMAN 1 CTGCTGCTGGTGG 0.682

- 2 1386 sm.2_Missense_M NM_133329 NP_579875 Q8TAE7 KCNG3_HUMANe=Segment S3; (Potential). 1 AATACGGCGTGAT 0.453

+ 2 2135 z.1_Missense_Mut NM_144993 NP_659430 O43151 TET3_HUMAN 0 ACTTGGGATCTGG 0.423



- 6 937 se_Mutation_p.A27 NM_138804 NP_620159 Q8TC57 CB065_HUMAN 2 TGCCAGCGAGTAG 0.483

+ 2 243 ssq.1_Missense_M NM_198274 NP_938015 Q8NB12 SMYD1_HUMAN MYND-type. 4 CAGAAGGATGCTT 0.532

- 41 5887 e_Mutation_p.G54 NM_014014 NP_054733 O75643 U520_HUMAN SEC63 2. 10 AGCCACCCATTGC 0.552

+ 23 5204 ense_Mutation_p.R NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN nteraction with RAB9A. 1 GGACTTCGATAGG 0.308

+ 18 3287 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN Extracellular (Potential). 10 TGTGTGGAGAAGC 0.562

- 78 13088 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN 50 AACCTACCCTCTT 0.368

- 26 3627 C21B_uc002udj.1_R NM_024753 NP_079029 Q7Z4L5 TT21B_HUMAN 5 TAAGCCGTTGCCA 0.393

- 16 2884 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13 GTTACCAATGATCT 0.408 rs80356474

- 119 28287 N_uc002umz.1_Mis NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCTTTTCTTCAGG 0.393

- 46 16178 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GTCTTTTTCACTT 0.378

- 46 16176 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 CTTTTTCACTTAA 0.383

- 46 10722 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 AATATTCAGGCCA 0.383

- 3 211 0zfq.1_Missense_M NM_001003683 NP_001003683 P54750 PDE1A_HUMANn-binding (By similarity). 3 CTCTTTCCAGCTG 0.353

+ 3 542 wo.2_Missense_Mu NM_001136039 NP_001129511 Q9GZT8 NIF3L_HUMAN 1 ACCTCCAGGCCCA 0.418

+ 12 2712 _p.P641S|NRP2_u NM_201266 NP_957718 O60462 NRP2_HUMAN cellular (Potential). 4 CAGCTCCCTTCGG 0.493

- 1 468 T1A6_uc002vuu.2_ NM_001001394 NP_001001394 Q8WWF6 DNJB3_HUMAN 0 CCCCCCCAAAATA 0.547 rs61744897

- 2 246 CA1_uc002vwa.1_ NM_024726 NP_079002 Q86XH1 IQCA1_HUMAN 1 CTTTATCGAGTAA 0.373

- 5 651 fu.2_Nonsense_Mu NM_032214 NP_115590 Q9H6Q3 SLAP2_HUMAN SH2. 0 GGCCCTCATACAG 0.328

- 17 2678 d.2_Missense_Mut NM_032221 NP_115597 Q8TD26 CHD6_HUMAN case C-terminal. 14 TTCCCCGTACTCG 0.532

- 3 248 n_p.S2P|CHD6_uc NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 CATCAGACATTGG 0.383

- 1 87 AGE_uc002yix.2_R NM_182482 NP_872288 0 acgagccacggtgttac 0

- 26 5163 CAM_uc002yyr.1_In NM_001389 NP_001380 O60469 DSCAM_HUMAN 11 CAGCTTACTGCCA 0.582

+ 13 1881 _p.R316*|MX2_uc NM_002463 NP_002454 P20592 MX2_HUMAN 2 AAAGTCCGAGAAG 0.403

- 1 75 NM_020639 NP_065690 P57078 RIPK4_HUMAN 7 CAGGGCCCATGG 0.726

- 11 1253 se_Mutation_p.V34 NM_003325 NP_003316 P54198 HIRA_HUMAN WD 7. 1 AGCATACCAAGAT 0.587

- 22 2693 NM_058004 NP_477352 P42356 PI4KA_HUMAN 4 AGTGCGGACACCT 0.587

+ 23 3423 .R1049Q|CABIN1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN 5 GGCCCGGGCCAG 0.537

+ 5 885 NM_002133 NP_002124 P09601 HMOX1_HUMAN 1 CTTCTCCGATGGG 0.562

- 5 604 _p.R202G|APOL2_ NM_030882 NP_112092 Q9BQE5 APOL2_HUMAN 0 GCTCCCTTTTCAA 0.507

- 7 1038 ye.1_Missense_Mu NM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5 CTGCTGCTGGTTG 0.657

- 2 410 buk.2_RNA|PRRT3 NM_207351 NP_997234 Q5FWE3 PRRT3_HUMANcellular (Potential). 0 GGCTGGGCCAAG 0.602

+ 16 1360 e_Mutation_p.V357 NM_001134367 NP_001127839 P31641 SC6A6_HUMAN 1 CAAGGGGTGGAC 0.537

- 9 1055 clx.2_Missense_Mu NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN ical; (Potential). 3 ACGGCCGCCTTC 0.617

+ 6 780 C2_uc003cpu.3_5' NM_003212 NP_003203 P13385 TDGF1_HUMAN 0 AACTACCACCGTC 0.448

- 3 1112 NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CCATTTCCTCTAA 0.473

- 15 2677 _p.S463F|C3orf63_ NM_015224 NP_056039 Q9UK61 CC063_HUMAN 5 CTGGTAGAAATAG 0.403

+ 3 799 M1L_uc003fdt.2_Mi NM_139245 NP_640338 Q5SGD2 PPM1L_HUMAN c (Potential).|PP2C-like. 1 ACAAGCCTTACCA 0.498

+ 12 2344 p.G549D|MAP3K1 NM_004721 NP_004712 O43283 M3K13_HUMAN 3 TGCCCGGCTCGA 0.622

- 3 2904 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 AGGTTTGTGGACC 0.393

- 4 832 0_uc003ggb.1_Mis NM_001120 NP_001111 Q14728 MFS10_HUMAN 0 GACTGCGGGCCA 0.632

+ 6 739 p.V235M|MAN2B2 NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 AATGGCGTGGCT 0.383

- 4 540 EL1_uc003gjz.1_3 NM_025196 NP_079472 Q9HAV7 GRPE1_HUMAN 0 GGCTCCGACAGG 0.527

+ 3 1368 PZ_uc003gll.2_Intr NM_080819 NP_543009 Q96P69 GPR78_HUMAN lasmic (Potential). 6 AGAACCCCGCGC 0.672

+ 11 1635 bzl.1_Missense_Mu NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3 CTAGGGGAAAAGT 0.418

+ 11 1546 .2_Missense_Muta NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. 1 CTCACcagcagcag 0.254

- 1 220 n_p.M22I|UNC5C_ NM_003728 NP_003719 O95185 UNC5C_HUMAN 4 CACGAGCATTTGC 0.652

+ 24 3935 F_uc011cfv.1_Miss NM_001963 NP_001954 P01133 EGF_HUMAN lasmic (Potential). 4 GGTAATGGAGCGA 0.527



- 13 1495 e.1_Missense_Mu NM_176824 NP_789794 Q8IWZ6 BBS7_HUMAN 1 CAAGAAGGAAGTT 0.323

- 8 1379 AP9_uc010iqa.1_R NM_001039580 NP_001034669 Q49MG5 MAP9_HUMAN 2 CTGGCAGATGCAC 0.274

+ 12 1995 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4 ATGACAGCATAGT 0.368

- 11 1157 _p.P336L|SPOCK3 NM_016950 NP_058646 Q9BQ16 TICN3_HUMAN roglobulin type-1. 3 CACAGGGGGATAT 0.433

+ 3 561 NM_003248 NP_003239 P35443 TSP4_HUMAN SP N-terminal. 0 TACTCTTCAACTG 0.393

+ 1 922 HA6_uc003lhn.2_I NM_018902 NP_061725 Q9Y5I1 PCDAB_HUMAN 1 CTCCTCGAATTCT 0.577

+ 1 2267 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMAN lasmic (Potential). 3 GACAGGAGACTC 0.567

+ 1 410 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 1. 6 TCAGTTCGCTTAC 0.473

+ 3 2013 _p.R303*|SYNPO_ NM_001109974 NP_001103444 Q8N3V7 SYNPO_HUMAN 1 GGCAGCGAAGCC 0.652

+ 1 1595 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMAN Potential. 1 TCAGATGAAACTG 0.438

- 2 615 FIP2_uc003lwr.2_I NM_001001343 NP_001001343 Q8TBE3 FNDC9_HUMAN 0 ATCGCGGCTCATG 0.602

- 1 578 NM_001001657 NP_001001657 Q8NGV0 OR2Y1_HUMANcellular (Potential). 1 TCTGTTCCTTCTG 0.517

+ 21 2038 ow.2_Missense_M NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 CATCTCCAAAGAC 0.333

- 5 1101 mo.1_Missense_M NM_003587 NP_003578 O60231 DHX16_HUMAN 4 GGTAGCGATTGGT 0.627

+ 49 7225 NM_001371 NP_001362 21 GTGGATGCCATCT 0.353

+ 11 1693 _p.P410L|FOXP4_ NM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1 ACCCCCCGACCTC 0.677

+ 1 1572 ze.2_Nonsense_M NM_001010870 NP_001010870 O60522 TDRD6_HUMAN 6 TTTCTATTCCTCT 0.413

+ 2 306 3pll.1_Nonsense_M NM_015021 NP_055836 O60281 ZN292_HUMAN 4 AAAGCCCGACCTT 0.378

+ 8 3600 NM_015021 NP_055836 O60281 ZN292_HUMAN 4 CAGCATGTCTCGC 0.418

+ 8 6765 NM_015021 NP_055836 O60281 ZN292_HUMAN 4 GACCACGGGATTG 0.423

+ 4 799 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 CTCATTCGTTTGC 0.313

- 5 547 D23_uc003qct.1_M NM_004830 NP_004821 Q9ULK4 MED23_HUMAN 3 CAATTATTTTCCG 0.353

+ 2 379 YCT1_uc003qpc.3_ NM_025107 NP_079383 Q8N699 MYCT1_HUMAN 1 GAACTGGATTTTA 0.517

+ 18 2598 wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN Dilute. 5 TTATCCGTCAGCA 0.547

+ 39 5810 p.Q1147K|SDK1_u NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN nectin type-III 12. 6 GAGCTCCAAGCC 0.597

- 1 272 ntron|HOXA6_uc00 NM_024014 NP_076919 P31267 HXA6_HUMAN 2 TGCCCGAGGGC 0.622

- 2 1008 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN 2 TGGGGGAGTGG 0.527

- 14 1893 _p.S535L|PDE1C_ NM_005020 NP_005011 Q14123 PDE1C_HUMAN ytic (By similarity). 4 TCTGACGAGCTGA 0.443

+ 17 1973 NM_016616 NP_057700 Q8N427 TXND3_HUMAN NDK 3. 3 GGAGACGATTGAT 0.458

- 3 226 NM_032014 NP_114403 Q96EL2 RT24_HUMAN 0 GTGCGGCGCGTG 0.587

+ 1 1130 NR_003595 0 TGGCTGGAAGGG 0.507

- 3 302 p.R36Q|PHKG1_uc NM_006213 NP_006204 Q16816 PHKG1_HUMANProtein kinase. 1 ATGCATCGCCTGA 0.657

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 GCAAAACCTTTAC 0.428

+ 4 1576 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 CCTCAAGCCTTAT 0.418

- 13 2690 bg.3_RNA|DPY19L NR_003561 0 ACATGGGAAATAA 0.249

+ 1 39 003vbm.2_5'UTR|P NM_004279 NP_004270 O75439 MPPB_HUMAN 4 AAATGGCGGCTGC 0.652

+ 15 2273 n_p.L709*|CDHR3 NM_152750 NP_689963 Q6ZTQ4 CDHR3_HUMAN ical; (Potential). 1 CCATATTGCTTCT 0.512

- 6 894 lmc.1_Missense_M NM_032842 NP_116231 Q96SK2 TM209_HUMAN 3 ACCCAGCTTAACC 0.343

+ 8 768 NM_001869 NP_001860 P48052 CBPA2_HUMAN 1 GTGTTGGTGTGGA 0.547

- 8 2048 vd.3_Missense_Mu NM_022740 NP_073577 Q9H2X6 HIPK2_HUMANn with SKI and SMAD1. 7 ATGGATGCCGCTG 0.572

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 6 1787 wpm.2_Missense_M NM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0 TACCAGGACAGCC 0.662

+ 24 3544 ww.1_Missense_Mu NM_003747 NP_003738 O95271 TNKS1_HUMAN ARP catalytic. 7 ATGAGCGCATGTT 0.473

+ 10 1760 Missense_Mutation_ NM_184085 NP_908973 Q9BYV6 TRI55_HUMAN 5 GGATTTGAGGCTC 0.468

- 3 219 ense_Mutation_p.G NM_001738 NP_001729 P00915 CAH1_HUMAN 2 CATATCCCCAGTC 0.328

+ 3 649 NM_002514 NP_002505 P48745 NOV_HUMAN VWFC. 5 TGCCCCGCTGTCA 0.542

+ 3 409 w.2_Missense_Mu NM_004972 NP_004963 O60674 JAK2_HUMAN growth hormone receptors ( 28641 CACCCAACCATGT 0.348



- 8 2186 _p.D729N|FBXO10_ NM_012166 NP_036298 Q9UK96 FBX10_HUMAN 5 GTGGGTCGTCCT 0.567

+ 4 498 se_Mutation_p.P37 NM_001010940 NP_001010940 Q5VTT2 CI135_HUMAN lasmic (Potential). 1 CATCCACCGGATT 0.413

- 22 2523 NM_019114 NP_061987 Q9H329 E41LB_HUMAN 3 TCAGAGGGGCTC 0.512

+ 14 2463 ez.1_Missense_Mu NM_005592 NP_005583 O15146 MUSK_HUMAN e.|Cytoplasmic (Potential). 6 GCCTATGGCGTG 0.507

- 11 1585 se_Mutation_p.D44 NM_173521 NP_775792 Q5VXU9 CI084_HUMAN 2 AGTGATCGTTATT 0.328 rs41316510

+ 11 3313 v.2_Missense_Mut NM_005157 NP_005148 P00519 ABL1_HUMAN -actin-binding. 817 GCGACAGCAGGC 0.542

- 2 218 NM_002003 NP_001994 O00602 FCN1_HUMAN 2 AGAGCCCTCCAGG 0.642

- 13 1997 CA2_uc004ckm.1_M NM_001606 NP_001597 Q9BZC7 ABCA2_HUMAN 0 CGGGAGCGAGC 0.453

+ 11 1803 rf.1_Missense_Mut NM_004042 NP_004033 P54793 ARSF_HUMAN 2 CTCCATGATTTTG 0.557

- 4 636 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN LRR 5. 8 AGATTTCCTTCCA 0.468

- 11 1730 NM_000216 NP_000207 P23352 KALM_HUMAN 4 TTCCCCTTAAGAG 0.502

+ 6 3209 OM2_uc011mic.1_ NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8 GCTCACCCCTGCA 0.672

- 1 290 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5 GCTTGGGGACCTC 0.552

+ 5 1028 e_Mutation_p.P33 NM_003173 NP_003164 O43463 SUV91_HUMAN with MECOM (By similarity) 0 GTGACCCCAACCT 0.627

+ 7 974 se_Mutation_p.G27 NM_014008 NP_054727 O60826 CCD22_HUMAN 1 ACCTGGGAGAAC 0.647

+ 6 3092 .A932T|CCNB3_uc NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9 ATGATAGCTCTGA 0.463

+ 1 1371 R_uc011mpe.1_RN NM_000044 NP_000035 P10275 ANDR_HUMAN |Modulating.|Gln-rich. 8 ccccaggcagcagcag 0.289

+ 15 2082 OGT_uc004eac.2_ NM_181672 NP_858058 O15294 OGT1_HUMAN 5 GCAATGGAAAAGC 0.348

- 3 3678 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 TGATATCATCATC 0.478

+ 3 903 efc.3_Missense_M NM_033048 NP_149037 Q8N123 CPXCR_HUMAN 3 CATCAGGAAAATT 0.413

+ 1 303 128_uc004emk.2_I NM_194463 NP_919445 Q8TEB7 RN128_HUMAN 2 GCTTTTCCAGATT 0.721

+ 38 4112 qq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 GAAAATCGCAAAC 0.413

- 2 527 uc004esi.1_Intron NM_032498 NP_115887 P0C7M4 RHF2B_HUMAN 0 CAGGTTCCTTCTC 0.677

+ 2 1196 qm.1_Missense_M NM_006777 NP_006768 Q86T24 KAISO_HUMAN 3 AACAGGAAACAA 0.418

- 9 1261 BRE_uc011myd.1_ NM_004961 NP_004952 P78334 GBRE_HUMAN lasmic (Probable). 2 AAGCTTCCTGATG 0.587

- 15 1814 za.1_Missense_Mu NM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3 CTGTAGGAATCCA 0.617

- 14 2304 a.1_RNA|CHD5_u NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN case ATP-binding. 12 ACGATGGTCTGCA 0.652

+ 2 307 ww.2_Missense_M NM_032341 NP_115717 Q5TDH0 DDI2_HUMAN Ubiquitin-like. 0 GGGGACGTTGTG 0.468

+ 11 6232 p.1_Missense_Mut NM_015001 NP_055816 Q96T58 MINT_HUMAN 15 GCTACACGTCCTG 0.582

- 61 8925 bk.1_Missense_Mu NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 ATTAGACGGACCA 0.512

- 16 3374 OCD1_uc001btu.2 NM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6 GCCCAGGATGCTG 0.647

- 9 1755 1_5'Flank|YARS_u NM_003680 NP_003671 P54577 SYYC_HUMAN 2 GGATTGGATCCAG 0.498

- 11 1943 631_splice|PHC2_ NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 GGATTCTGAAAAG 0.547

- 24 3762 p.R1285W|CSMD2 NM_052896 NP_443128 Q7Z408 CSMD2_HUMAN xtracellular (Potential). 12 TACCCCGCAGGC 0.602

- 6 912 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 GCTGCCGGTGGT 0.607

+ 6 902 NM_004559 NP_004550 P67809 YBOX1_HUMAN 5 ACCACGATTCCG 0.443 rs150137463

+ 18 3383 ky.2_Missense_Mu NM_014652 NP_055467 O94829 IPO13_HUMAN 1 ACGGTCGTATGCT 0.612

+ 7 911 AH_uc001cpv.2_Int NM_001441 NP_001432 O00519 FAAH1_HUMANasmic (By similarity). 2 ACAGTGCGTCTCT 0.657

+ 6 794 e_Mutation_p.A248 NM_001010969 NP_001010969 Q5TCH4 CP4AM_HUMAN 4 CCTCTGCTGGCCG 0.547

+ 1 403 NM_012183 NP_036315 Q9UJU5 FOXD3_HUMAN 0 AGCAAGCCCAAG 0.373

+ 4 477 waq.2_Missense_M NM_002303 NP_002294 P48357 LEPR_HUMAN cellular (Potential). 1 GCTTTCGGAGTGA 0.348

+ 1 223 NM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN 3 CATGATGGAAGGT 0.488

+ 16 1730 C7_uc009wbg.2_In NM_020794 NP_065845 Q96NW7 LRRC7_HUMAN 14 TAAAACGATATCC 0.323

- 12 1991 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCACTAGAATAAG 0.423

- 16 1331 _p.A354V|SLC44A5 NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN lasmic (Potential). 4 GATGTCGCCAAGA 0.393 rs148437935

- 46 6421 NM_000350 NP_000341 P78363 ABCA4_HUMANsporter 2.|Cytoplasmic. 12 ATGCGGCGTGCCT 0.632

- 6 774 1eal.1_Nonsense_ NM_024901 NP_079177 Q9H6A0 DEN2D_HUMAN DENN. 1 CCTCTCGGAGGC 0.567



- 12 1938 dm.2_Missense_M NM_006608 NP_006599 Q9UMS5 PHTF1_HUMAN 1 GGAAAAGTCGATG 0.403

- 20 2460 edt.2_Missense_M NM_015967 NP_057051 Q9Y2R2 PTN22_HUMAN 4 TTATTTGACTGAA 0.318

- 1 94 VTCN1_uc009whf. NM_024626 NP_078902 Q7Z7D3 VTCN1_HUMAN 0 AGAAGAGGATCTG 0.557

- 3 667 MGCS2_uc001eie. NM_005518 NP_005509 P54868 HMCS2_HUMAN 2 TGGGACGAGCAT 0.512

- 25 4523 NM_024408 NP_077719 Q04721 NOTC2_HUMANcellular (Potential). 27 GGTGGCAGGAGG 0.622

+ 19 2193 ation_p.E30G|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0 AGAAAGAGCCTGA 0.483

- 11 2037 p.R414*|CELF3_uc NM_007185 NP_009116 Q5SZQ8 CELF3_HUMAN RRM 3. 2 TGGCTCGGTCAAC 0.433

- 2 5696 e.1_Missense_Mut NM_007113 NP_009044 Q07283 TRHY_HUMAN 5 ATCTCCCCGACTT 0.582

- 3 1749 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TGTCTGTCTGACC 0.498

- 2 196 R2D_uc009wnz.2_ NM_006945 NP_008876 P22532 SPR2D_HUMANpeats of P-K-C-P-[EQ]- P-C 0 AGGTGGGCAGG 0.602

- 10 6742 ASH1L_uc001fkt.2 NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 CAGAAAGGGGTTT 0.413

- 1 1219 NM_145167 NP_660150 Q9H3S5 PIGM_HUMAN ical; (Potential). 3 AAAATGGACGTAT 0.443

+ 2 478 NM_004983 NP_004974 Q92806 IRK9_HUMAN me=M1; (By similarity). 2 CCATCTGGTGGC 0.662

- 5 620 _p.L187F|ITLN2_u NM_080878 NP_543154 Q8WWU7 ITLN2_HUMAN nogen C-terminal. 1 TCTGGAGGAAGCC 0.572

- 3 440 NM_182581 NP_872387 Q5T0L3 CA111_HUMAN 1 TGTCCCACTTGCC 0.567

+ 1 279 _uc001gev.2_Misse NM_001017977 NP_001017977 Q58WW2 DCAF6_HUMAN 3 TTGTGGGACGTGA 0.726

+ 1 435 sense_Mutation_p NM_015935 NP_057019 Q8N6R0 MTL13_HUMAN 1 GCTTTCGAGTGG 0.512

+ 20 2460 gmp.2_Missense_M NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 GTAAATCCACTAA 0.368

+ 11 1616 se_Mutation_p.P47 NM_004736 NP_004727 Q9UBH6 XPR1_HUMAN l; (Potential).|EXS. 0 CCTTTCCTCATTT 0.458

- 1 742 gpk.2_Missense_M NM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 5. 5 TCTGCCCCCATCT 0.517

+ 1 995 NM_005298 NP_005289 O00155 GPR25_HUMAN lasmic (Potential). 1 CGCGAAGGATCAG 0.711

- 3 275 HI3L1_uc001gzj.2_ NM_001276 NP_001267 P36222 CH3L1_HUMAN 1 CCTTCCCGGTACT 0.562 rs146010120

- 57 11618 NM_206933 NP_996816 O75445 USH2A_HUMAN 26 TAGTTTACCTGCTA 0.371 rs111033382

+ 1 1475 NM_152610 NP_689823 Q8N715 CA065_HUMAN Potential. 2 TTCCAGCGGTCCC 0.617

+ 4 821 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 AATGTGGCAAAG 0.333 rs145397350

+ 4 938 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 TAACTAGCCATAA 0.363

- 4 625 htr.2_Missense_Mu NM_014409 NP_055224 O75529 TAF5L_HUMAN 1 AAGCTTGAAGTTA 0.473

- 17 5555 b.1_RNA|LYST_uc NM_000081 NP_000072 Q99698 LYST_HUMAN 12 TAGGTTGGAGATT 0.373

- 2 202 130331_uc010pyc NM_021186 NP_067009 Q12836 ZP4_HUMAN cellular (Potential). 3 CATTCTGCAGCTC 0.562

- 8 1228 NM_000143 NP_000134 P07954 FUMH_HUMAN 5 CCATTGCTGCCTC 0.413

+ 12 3249 _p.D555N|KIF26B_ NM_018012 NP_060482 Q2KJY2 KI26B_HUMAN 3 TGCATCGACGGCA 0.637

- 3 249 0qay.1_Missense_MNM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN MBT 1. 8 GCTCCTGTCTCTT 0.438

- 15 1867 iks.1_Missense_M NM_014688 NP_055503 Q92738 US6NL_HUMAN 0 TAACTGCGAGCGC 0.592

+ 4 473 qct.1_Missense_Mu NM_012443 NP_036575 O75602 SPAG6_HUMAN ARM 2. 1 GCAGTTGGTAAAC 0.448

+ 11 2688 e_Mutation_p.G577 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 AAGTGGGAGAGG 0.517

- 6 518 _uc001jka.1_Splic NM_007057 NP_008988 O95229 ZWINT_HUMAN 0 CTTCTCCTGCCAG 0.537

+ 2 269 NM_003338 NP_003329 P51668 UB2D1_HUMAN 2 CAGCGCGATCCAC 0.388

+ 4 569 q.1_Missense_Mu NM_018344 NP_060814 Q9BZD2 S29A3_HUMAN ical; (Potential). 0 TTGTCTGCATGGT 0.547

- 15 2777 LG5_uc009xru.1_R NM_004747 NP_004738 Q8TDM6 DLG5_HUMAN 8 AGCCACGGTCCCC 0.682

- 2 758 mc.1_Nonsense_M NM_001017924 NP_001017924 A6NDA9 LRIT2_HUMAN LRRCT. 2 CTTCATGCAAGCA 0.547

+ 12 1863 AP11_uc001kef.2_In NM_133447 NP_597704 Q8TF27 AGA11_HUMAN PH. 0 GGCTGGGTGACT 0.542

+ 2 703 b.3_Intron|LIPA_uc0 NM_001010987 NP_001010987 Q5T764 IFT1B_HUMAN TPR 4. 0 TAAAACGAGCTGT 0.438

- 1 641 NR_002319 0 GTGTGGGTAATGC 0.502

- 3 145 _Intron|SORBS1_uc NM_001034954 NP_001030126 Q9BX66 SRBS1_HUMAN 1 TAGAGCGTGCGC 0.478

- 5 827 vf.1_Missense_Mut NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN rotease (By similarity). 3 TTTCCTCATCCGT 0.483

+ 5 1136 RC1_uc010qqj.1_M NM_015062 NP_055877 Q5VV67 PPRC1_HUMAN 3 TGGTGCGACAGG 0.587

- 1 441 OC2_uc009xxx.2_In NR_026715 0 GCCAGGTGCCCC 0.537



+ 12 1327 NM_000936 NP_000927 P16233 LIPP_HUMAN PLAT. 3 AACTTTACCTAGA 0.368

+ 3 182 PRP1_uc001lcn.2_ NM_006229 NP_006220 P54315 LIPR1_HUMAN 2 GCACCCGCTTCCT 0.542 rs115887041

- 13 946 XN4_uc001ldz.2_M NM_213649 NP_998814 Q6P4A7 SFXN4_HUMAN ical; (Potential). 1 AAAATGGCACCAT 0.393

+ 15 1927 NM_014937 NP_055752 Q9Y2H2 SAC2_HUMAN 2 AGCTTTGCATAAG 0.393

- 9 1547 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN 2 GGTGGACGATGCG 0.652

+ 8 1009 _p.T292M|PHRF1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Arg-rich. 0 TCTCCACGGCCAG 0.667

- 21 2666 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN VWFD 3. 1 CCCTCCCCGTAGA 0.662

- 2 790 NM_030774 NP_110401 Q9H255 O51E2_HUMAN cellular (Potential). 5 CATTACATCCTGG 0.512 rs146553571

+ 5 1385 KBR_uc001mcr.2_I NM_176875 NP_795344 P32239 GASR_HUMAN lasmic (Potential). 8 CGCTTTCGCCAGG 0.642

+ 12 3149 p.R843W|NAV2_uc NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 GTGGTACGGGAG 0.567

- 18 2971 rk.3_Missense_Mu NM_018490 NP_060960 Q9BXB1 LGR4_HUMAN lasmic (Potential). 1 CTGATGGAAACTG 0.448

+ 14 1701 en.1_Missense_Mu NM_024662 NP_078938 Q9H0A0 NAT10_HUMAN 2 TGCTGTGCCTGGA 0.557

- 10 1314 NM_002334 NP_002325 O75096 LRP4_HUMAN EGF-like 1; calcium-binding 4 TGTGCCCATCCTC 0.552

- 3 253 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN 0 AAGTCTCTCTCCT 0.547

+ 2 234 n_p.S32L|CLP1_uc NM_006831 NP_006822 Q92989 CLP1_HUMAN 1 CTCAGTCAGTTCA 0.473

+ 8 1284 e.2_Missense_Muta NM_207341 NP_997224 P60852 ZP1_HUMAN llular (Potential).|ZP. 0 TACTATGGGGAGG 0.602

+ 12 2131 DM2A_uc001ojy.2_ NM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN 9 TTGGCTGGGGAC 0.527

- 21 3328 01opz.2_Missense_ NM_012309 NP_036441 Q9UPX8 SHAN2_HUMAN 5 CGGCTCCGGCGA 0.701

+ 1 363 NM_001012710 NP_001012728 Q6L8G5 KR510_HUMANA repeats of C-C-X-P. 1 GGGGGGCTGTG 0.657

+ 15 1751 n_p.R132*|UVRAG NM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6 GGACATCGAAAAC 0.532

+ 2 433 NM_153696 NP_710163 Q9HBA9 FOH1B_HUMAN 6 AGAATACGCTTAT 0.328

+ 11 1343 AD2_uc009yvy.2_ NM_005467 NP_005458 Q9Y3Q0 NALD2_HUMAN (Potential).|NAALADase. 2 AGCTGGGATGCAG 0.378

+ 9 1350 e.1_RNA|PIWIL4_u NM_152431 NP_689644 Q7Z3Z4 PIWL4_HUMAN PAZ. 1 AGCTCTGCTTTCT 0.473

- 15 2165 pfs.2_Missense_M NM_016156 NP_057240 Q13614 MTMR2_HUMAN 1 GGACAGGAGTGAC 0.443

+ 31 5075 TM_uc001pke.1_M NM_000051 NP_000042 Q13315 ATM_HUMAN 240 TTAGATCCTTTTC 0.294

+ 7 1201 t.2_Missense_Muta NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 TGCCCCCGCTGG 0.627 rs141040260

- 5 1559 0rzi.1_Missense_M NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 TCTTACCTTTGGG 0.572

+ 23 3417 NM_003105 NP_003096 Q92673 SORL_HUMAN 15 ACTGCCGTGAGT 0.532

- 7 1130 pze.1_Missense_M NM_003455 NP_003446 O95125 ZN202_HUMAN KRAB. 1 AGCATACGGCCAC 0.458 rs140595866

- 7 1000 SD4_uc009zbz.2_ NM_032795 NP_116184 Q96CM3 RUSD4_HUMAN 1 TGTAGCGGGCCTT 0.582

+ 11 1637 _p.R282W|APLP2_ NM_001642 NP_001633 Q06481 APLP2_HUMAN cellular (Potential). 3 GCCTTACGGCGT 0.443

- 1 226 NM_020996 NP_066276 P10767 FGF6_HUMAN 3 GCGCGAGACCTG 0.647

+ 15 3043 ve.2_Missense_Mu NM_004426 NP_004417 P78364 PHC1_HUMAN SAM. 2 GAATTTCGCTCAC 0.453

- 2 372 hl.1_Missense_Mu NM_002336 NP_002327 O75581 LRP6_HUMAN xtracellular (Potential).|Beta 12 TCTGTTCGTTTAA 0.443 rs74887171

+ 1 149 n_p.A43P|ETNK1_ NM_018638 NP_061108 Q9HBU6 EKI1_HUMAN 0 CTGCCGCTCGCC 0.632

- 4 788 rjc.1_Missense_Mu NM_175861 NP_787057 Q8IUR5 TMTC1_HUMAN ical; (Potential). 0 GCACAGGTCCCCA 0.498

- 25 3240 PO8_uc010sjt.1_M NM_006390 NP_006381 O15397 IPO8_HUMAN 3 AGAGGACTCCTT 0.403

- 5 766 rqj.3_Missense_Mutation_p.P223L|HDAC7_uc001rqk.3_ Q8WUI4 HDAC7_HUMANrepression 1 (By similarity). 2 AGGCTGGGGGGC 0.647

- 6 2123 Y6_uc001rsi.3_Mis NM_015270 NP_056085 O43306 ADCY6_HUMAN lasmic (Potential). 0 CATTTCCGCAAGC 0.637

- 11 1270 NL3_uc001rut.1_5'F NM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN GBD/FH3. 4 TAAACTCATACTG 0.542

+ 1 377 0smv.1_Nonsense_ NM_014033 NP_054752 Q9H8H3 MET7A_HUMAN 0 GGAGCTGGATATG 0.473

- 2 622 NM_175053 NP_778223 Q7RTS7 K2C74_HUMANRod.|Linker 1. 2 GCCCTCAAGGAT 0.572

- 3 660 e.1_Missense_Mut NM_032345 NP_115721 Q9BRP8 WIBG_HUMAN ential.|eIF2A-like. 0 GGATCCGCTGCTG 0.537

+ 11 2096 NM_002332 NP_002323 Q07954 LRP1_HUMAN cellular (Potential). 22 GATATGGGGGCCA 0.592

+ 2 628 NM_031435 NP_113623 Q9H0W7 THAP2_HUMAN THAP-type. 1 TTAGGCGCAAAA 0.368

- 3 479 tdo.3_Missense_M NM_003297 NP_003288 P13056 NR2C1_HUMAN ction with KAT2B (By simila 1 CTGCATCTGGAG 0.433

- 2 388 NM_001031701 NP_001026871 Q86UY8 NT5D3_HUMAN 3 TCAGCGTGTGGA 0.433



+ 4 471_472 0LA>FS|TCP11L2_ NM_152772 NP_689985 Q8N4U5 T11L2_HUMAN 3 AGTTTGGCTGGT 0.292

+ 20 2689 se_Mutation_p.E12 NM_130466 NP_569733 Q7Z3V4 UBE3B_HUMAN 4 GGCTACGAGCAG 0.562 rs145812083

+ 24 2151 af.1_Missense_Mu NM_014708 NP_055523 P50748 KNTC1_HUMAN 10 AGTTGGGATTGG 0.368

+ 19 2871 p.E491G|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMANy similarity).|Poly-Glu. 6 GGGGGAGGAAG 0.388

+ 2 294 AM5_uc010tbr.1_R NM_018663 NP_061133 Q9NR77 PXMP2_HUMAN ical; (Potential). 0 TATGCCGTTTACG 0.498

- 3 434 NM_003045 NP_003036 P30825 CTR1_HUMAN lasmic (Potential). 0 ACCTTCCGCCGCA 0.567

- 1 268 RD13_uc010tec.1_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 GCTGATGGCGTGC 0.473

- 1 1876 uc001uxv.1_Intron NM_032138 NP_115514 Q8WVZ9 KBTB7_HUMAN Kelch 3. 1 TTTCATCATTGAA 0.433

+ 12 1642 A16_uc010tfg.1_R NM_024561 NP_078837 Q6N069 NAA16_HUMAN TPR 6. 1 GACACAGCTGATA 0.358

- 9 1459 _p.E321K|CAB39L_ NM_030925 NP_112187 Q9H9S4 CB39L_HUMAN 0 TCTTCTCGTCAGC 0.468

+ 12 2512 adh.2_Missense_M NM_031915 NP_114121 Q96T68 SETB2_HUMAN SET. 2 AAGGGAGCACAAA 0.403

+ 7 1881 NM_005708 NP_005699 Q9Y625 GPC6_HUMAN 0 GGCACGTCCAACG 0.537

+ 5 966 ka.1_Missense_Mu NM_005561 NP_005552 P11279 LAMP1_HUMAN ial).|Second lumenal domai 2 ACCAACGGGACC 0.677

- 1 260 04P_uc001vwb.3_R NM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0 ACCAGGGGAAGCA 0.592

+ 3 443 9A2_uc001vys.2_5 NM_014579 NP_055394 Q9NP94 S39A2_HUMAN cellular (Potential). 3 AGATCAGCAAGTG 0.463

- 2 428 _p.E56D|CDH24_u NM_022478 NP_071923 Q86UP0 CAD24_HUMAN |Extracellular (Potential). 1 AGCATATTCCTCA 0.602

- 2 675 wjb.2_Missense_M NM_020834 NP_065885 Q8IX15 HOMEZ_HUMAN Pro-rich. 0 GTCTGGGTAGGCT 0.562

+ 19 1701 16B_uc001wlk.2_5 NM_138360 NP_612369 Q8ND23 LR16B_HUMAN LRR 10. 5 TGTTTTTGGGCAA 0.562

- 27 3003 _p.R822C|IPO4_uc NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN HEAT 6. 1 TGTCACGGACACG 0.617

- 9 1257 S2_uc010tqm.1_R NM_006939 NP_008870 Q07890 SOS2_HUMAN DH. 2 AAATTCGGTCCAT 0.418

+ 49 10122 _p.R3298*|SYNE2 NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN ic (Potential).|Potential. 14 CCTCTTCGAAAAC 0.463

- 19 4301 p.R1416Q|SPTB_u NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 11. 11 AACATCCGATTGA 0.522

- 32 5972 YVE26_uc001xkc.3 NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN p.R1945Q(1) 11 TGTCCCGGTGCA 0.627

+ 6 1576 _p.R377Q|PCNX_u NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 GCACACGGAGTAG 0.478

- 24 3934 NM_000428 NP_000419 Q14767 LTBP2_HUMAN 12; calcium-binding (Poten 2 GCTCCTCCCCCAT 0.642

- 4 1407 NM_000428 NP_000419 Q14767 LTBP2_HUMAN 2 CTTACCCCAGGGG 0.617

+ 8 1028 NM_014239 NP_055054 P49770 EI2BB_HUMAN 1 GACTACGTTCCCC 0.488

+ 6 665 _p.P154S|TTLL5_u NM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3 ATCCTCCCCCAGA 0.463

+ 8 823 LL5_uc010ask.1_M NM_015072 NP_055887 Q6EMB2 TTLL5_HUMAN TTL. 3 CATTTTGGTCTCC 0.393

+ 15 3276 n_p.R297C|NRXN3 NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANcellular (Potential). 10 AAGAATCGCTCTA 0.418

- 4 794 xvg.1_Missense_M NM_015859 NP_056943 P52655 TF2AA_HUMAN 1 GAATCTGGAACAA 0.353

- 4 368 14orf143_uc001xxw NM_145231 NP_660274 Q9BUY7 EFC11_HUMAN EF-hand 2. 0 TTACTTCGTTCCG 0.333

+ 1 624 NM_003403 NP_003394 P25490 TYY1_HUMAN /Glu-rich (acidic). 0 aggaggacgacgacg 0.289

- 2 410 qb.2_Missense_M NM_145701 NP_663747 Q9BXL8 CDCA4_HUMAN 1 CCCCACGCTGCAC 0.667

+ 15 1710 P1_uc010aya.1_M NM_014608 NP_055423 Q7L576 CYFP1_HUMAN 9 GGGGCGAGAAG 0.627

- 9 1170 C2P2_uc010ayf.1_Intron 0 TGATGACAGGAGC 0.388

+ 68 9948 r.2_Missense_Mut NM_001036 NP_001027 Q15413 RYR3_HUMAN 10 TCTTCCGCATGGT 0.418

- 3 2346 uck.1_Missense_M NM_007223 NP_009154 Q14439 GP176_HUMAN lasmic (Potential). 6 TGCCTACCTTGGG 0.527

- 22 2682 nse_Mutation_p.A7 NM_004573 NP_004564 Q00722 PLCB2_HUMAN 8 AAGAGCGCAGGC 0.607

- 5 1036 NM_013309 NP_037441 O14863 ZNT4_HUMANmic (Potential).|His-rich. 0 AGTGACGGTGAC 0.438

- 26 3775_3776 'Flank|MYO5A_uc0 NM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN Potential. 4 CTTGCGGTCCAG 0.569

- 82 10955 ha.2_Missense_M NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 TCCTTCCAACTTT 0.343

+ 6 3854 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 GAGCCAGCCCCA 0.517

+ 4 686 x.1_Missense_Mu NM_016166 NP_057250 O75925 PIAS1_HUMAN PINIT. 2 CAGTACAGGTCCA 0.353

+ 10 1862 _p.D235N|THSD4_ NM_024817 NP_079093 Q6ZMP0 THSD4_HUMAN 2 CATCCAGACAGA 0.587

- 5 334 bis.2_Missense_M NM_001012642 NP_001012660 Q8IUY3 GRAM2_HUMAN GRAM. 0 GAGCCGGCCCTG 0.567

- 10 6608 NM_001897 NP_001888 Q6UVK1 CSPG4_HUMANontaining.|Neurite growth inh 3 GCCACGCTGTAGG 0.682



- 7 545 2bdo.2_Splice_Site NM_025234 NP_079510 Q9GZS3 WDR61_HUMAN 2 AGGACTCTGTTCA 0.418

+ 9 845 02bem.2_Splice_Si NM_206839 NP_996670 Q9UBU8 MO4L1_HUMAN 0 AAACAGGTAACTT 0.333

+ 2 941 uqa.1_Missense_M NM_001039958 NP_001035047 Q0VG99 MESP2_HUMAN 0 TGTCTCCAGAGCC 0.587

- 7 1049 qo.2_Nonsense_Mu NM_003981 NP_003972 O43663 PRC1_HUMAN ntial.|Dimerization. 2 CCACTCGAATTGC 0.448

+ 38 4931 _uc002cio.1_Misse NM_145294 NP_660337 Q96KV7 WDR90_HUMAN 1 CTGCCACCACGGA 0.652

- 13 1346 3_3'UTR|CCDC78 NM_001031737 NP_001026907 A2IDD5 CCD78_HUMAN 1 GCCATCGTGGCCC 0.657

- 1 130 NM_001010878 NP_001010878 Q4G0I0 CSMT1_HUMAN 0 CGGCTCGGCTTC 0.652

+ 1 1027 c010uwy.1_5'Flank NM_003450 NP_003441 Q15697 ZN174_HUMAN SCAN box. 0 AGCTCTGCCGTCA 0.582

- 2 1495 NM_001116 NP_001107 O60503 ADCY9_HUMAN lasmic (Potential). 6 TTCCCGTGCATAA 0.542

- 11 2556 uzv.1_Missense_M NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 CCATTTGCAAATG 0.498

- 16 2113 dx.2_Missense_Mu NM_002474 NP_002465 P35749 MYH11_HUMAN .|Actin-binding (By similarity 15 GTGTTGCGTAGCG 0.647

- 6 651 GA2_uc010bxo.1_R NM_015044 NP_055859 Q9UJY4 GGA2_HUMAN GAT. 2 ACCTTGGACTTTT 0.458

- 6 1169 G240D|SEZ6L2_uc0 NM_201575 NP_963869 Q6UXD5 SE6L2_HUMAN xtracellular (Potential). 2 GCAGTGCCCCCAG 0.652

- 5 410 EPT1_uc010veq.1_ NM_052838 NP_443070 Q8WYJ6 SEPT1_HUMAN 1 CAATCTCTACGCC 0.582

+ 19 3288 se_Mutation_p.R8 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN 4 GGCACCGCCTCT 0.557

+ 6 644 ag.2_Intron|HSD3B NM_025193 NP_079469 Q9H2F3 3BHS7_HUMAN 0 GTCCGTGGGGGG 0.677

+ 7 665 p.1_Missense_Mu NM_005353 NP_005344 Q13349 ITAD_HUMAN ular (Potential).|VWFA. 1 CAATTCCGGACCA 0.587 rs145982469

+ 2 569 TM2_uc010cdu.2_I NM_144673 NP_653274 Q8TAZ6 CKLF2_HUMAN MARVEL. 1 GCCATTCATAGAT 0.488

+ 7 2160 _p.P387L|CES2_uc NM_003869 NP_003860 O00748 EST2_HUMAN 0 GGCACCCCCAGG 0.572

+ 3 628 Start_Site|SLC9A5 NM_004594 NP_004585 Q14940 SL9A5_HUMAN ical; (Potential). 2 GTGGCCGTGCTAG 0.572

+ 3 1495 utation_p.G429*|N NM_173165 NP_775188 Q12968 NFAC3_HUMAN RHD. 3 CATTTTGGACAAT 0.428

- 4 634 NM_144676 NP_653277 Q8WW62 TMED6_HUMAN ical; (Potential). 1 AGTTCACGTAGTT 0.418

- 3 1605 _p.A400V|FTSJD1_ NM_001099642 NP_001093112 Q8IYT2 FTSJ1_HUMAN 1 TGTATAGCACAAT 0.303

- 4 742 NF23_uc002fag.2_ NM_145911 NP_666016 P17027 ZNF23_HUMAN 0 AGCCACGTCCTCA 0.557

- 14 2225 .2_Intron|PMFBP1 NM_031293 NP_112583 Q8TBY8 PMFBP_HUMAN Potential. 2 GTTGAGAGAGGA 0.448

+ 2 167 ZFP1_uc010cgs.2_ NM_153688 NP_710155 Q6P2D0 ZFP1_HUMAN 2 GAAAATGAACAAA 0.368

+ 11 1077 hg.1_Missense_Mu NM_002661 NP_002652 P16885 PLCG2_HUMAN 8 ACGCGGTGGACA 0.493

+ 8 1566 nw.1_Missense_M NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0 GAGATCAAGAGCC 0.612

- 9 894 LHDC4_uc002fkk.2 NM_017566 NP_060036 Q8TBB5 KLDC4_HUMAN Kelch 4. 2 CGAGTCCAAACCC 0.587

+ 8 1208 NM_030928 NP_112190 Q9H211 CDT1_HUMAN 1 CCCTGCGCTCTGC 0.672 rs143840572

- 9 2020 2fnc.1_Missense_M NM_013275 NP_037407 Q6UB99 ANR11_HUMAN Ser-rich. 6 GAGGAGGCAGAG 0.632

+ 4 550 2fpi.1_Missense_M NM_006086 NP_006077 Q13509 TBB3_HUMAN 3 CCGACCGCATCAT 0.642

- 42 6910 LP_uc002ftd.2_5'Fl NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN 6 GGAAACGGTCCGA 0.572

+ 6 999 .1_Intron|PAFAH1B NM_000430 NP_000421 P43034 LIS1_HUMAN on with dynein and dynactin 1 TTGAACGAACTCT 0.423

- 1 79 NM_002550 NP_002541 P47881 OR3A1_HUMANcellular (Potential). 3 CTGGCTGCAGCCC 0.567

- 33 5339 EF1_uc002fxi.2_Int NM_015113 NP_055928 O43149 ZZEF1_HUMAN 4 CTGGATCTTCCTG 0.473

+ 3 343 Mutation_p.D39N|A NM_004313 NP_004304 P32121 ARRB2_HUMAN 0 CCTGTAGGTAAG 0.577

- 16 2842 _p.A911S|CAMTA2 NM_015099 NP_055914 O94983 CMTA2_HUMAN 1 GAGGGCAGGAA 0.592

+ 5 451 e_Mutation_p.G65 NM_000747 NP_000738 P11230 ACHB_HUMAN cellular (Potential). 2 CGACGGCTCCGT 0.522

+ 2 292 1_5'Flank|CYB5D1 NM_203411 NP_981956 Q6PEY1 TMM88_HUMAN ical; (Potential). 0 GTCACCGGATTCC 0.692

+ 16 2609 _p.G830*|ARHGEF NM_173728 NP_776089 O94989 ARHGF_HUMAN 3 GCTGTTGGATCTT 0.602

+ 49 9345 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN y similarity).|Potential. 20 GCTGCCCAGGAA 0.507

- 2 195 02gqt.1_Intron|TN NM_012452 NP_036584 O14836 TR13B_HUMAN .|Extracellular (Potential). 2 GCACAGGTGCGC 0.597

+ 14 2031 _p.V659I|MPRIP_u NM_201274 NP_958431 Q6WCQ1 MPRIP_HUMANaction with RHOA. 0 GCCCCCGTCCACC 0.602

- 12 1473 bn.1_Missense_Mu NM_000386 NP_000377 Q13867 BLMH_HUMAN 1 CCACTCATCTGTC 0.473

- 2 982 h.2_Intron|NF1_uc0 NM_002544 NP_002535 P23515 OMGP_HUMAN Ser/Thr-rich. 2 ATATTTGGGTAGA 0.398

+ 12 1940 j.2_Missense_Muta NM_013975 NP_039269 P49916 DNLI3_HUMAN 9 CTCTGTGTGAGCG 0.478



+ 18 2378 hjc.2_Missense_M NM_173167 NP_775259 Q8IWX7 UN45B_HUMAN ARM 3. 6 AGGAGAGGGCCT 0.547

+ 8 1208 cwb.2_Missense_M NM_004448 NP_004439 P04626 ERBB2_HUMANcellular (Potential). 143 GTGACAGCAGAG 0.592

- 4 963 NM_019016 NP_061889 Q2M2I5 K1C24_HUMANRod.|Linker 12. 0 AGCATTCATTTCT 0.507

- 3 693 NM_181535 NP_853513 Q7Z3Y7 K1C28_HUMAN Rod.|Coil 1B. 1 CTCCTGGTCGGTC 0.502

- 1 394 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN C-[GRQVIL]-[SPTR]- [VSTQ 0 ctggggcggcagcaAG 0.313

- 1 120 NM_002278 NP_002269 Q14532 K1H2_HUMAN Head. 0 CAGGCCGGGGG 0.622

- 8 1479 e_Mutation_p.S40 NM_021991 NP_068831 P14923 PLAK_HUMAN ARM 5. 5 TCCACACTCAGCT 0.582

- 14 1601 e_Mutation_p.P534 NM_001096 NP_001087 P53396 ACLY_HUMAN 3 GACTTGGGACTG 0.562

- 11 1224 n_p.R221H|EZH1_ NM_001991 NP_001982 Q92800 EZH1_HUMAN 3 GGCGACGACCAG 0.557

+ 5 679 hf.1_Missense_Mu NM_000151 NP_000142 P35575 G6PC_HUMAN ical; (Potential). 4 CCACAGCATCTAT 0.468

- 2 544 0dab.1_Missense_M NM_024819 NP_079095 Q8WVC6 DCAKD_HUMAN DPCK. 0 CTCCTTCATCATC 0.617

+ 5 1630 NM_014726 NP_055541 A7MCY6 TBKB1_HUMAN Potential. 0 GGGGAGCTGAAG 0.697

+ 4 427 _p.H28N|LUC7L3_ NM_006107 NP_006098 O95232 LC7L3_HUMAN 0 CGAGGCCATGCT 0.433

+ 1 383 NM_203425 NP_982249 Q86X59 CQ082_HUMAN 0 AGGCGGGATCCCG 0.721

+ 12 2157 _p.V622M|TANC2_ NM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2 GTGGCAGTGGCC 0.493

- 3 716 _Mutation_p.G162R NM_000873 NP_000864 P13598 ICAM2_HUMAN 2.|Extracellular (Potential). 1 CCTTCCCGAAGG 0.617 rs149059683

- 6 1224 EKHM1P_uc010wq NR_024386 0 CTGCTGAGGCCG 0.667

+ 13 992 nse_Mutation_p.M NM_003835 NP_003826 O75916 RGS9_HUMAN 4 CAAGATGCGAGTG 0.522

+ 10 1270 0wrg.1_Intron|TMEM NM_017728 NP_060198 Q8NE00 TM104_HUMAN ical; (Potential). 0 AACTTCCCCATCA 0.622

- 4 1114 e_Mutation_p.P238 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN 5 TGCCAGGAAATG 0.498

+ 4 1781 _p.T394I|TNRC6C NM_018996 NP_061869 Q9HCJ0 TNR6C_HUMANwith argonaute family protein 2 GAACTACAGCAAG 0.532

+ 2 133 GR2_uc002juv.1_M NM_004710 NP_004701 O43760 SNG2_HUMAN L.|Helical; (Potential). 0 GTCTTCGCCTTGA 0.622

- 4 1387 TL4_uc010dkj.2_5 NM_022840 NP_073751 Q8N3J2 METL4_HUMAN 2 CCATTTCACATAA 0.378

- 11 1997 se_Mutation_p.R4 NM_024899 NP_079175 Q8TAP6 CEP76_HUMAN 0 CCTTACCGAAGAC 0.348

- 1 581 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN 3 TGCCCATGTTGCT 0.587

- 2 217 NM_145756 NP_665699 Q96N95 ZN396_HUMAN 0 CTTCCTCTTCCAT 0.483

+ 5 448 KATNAL2_uc002lcp NM_031303 NP_112593 Q8IYT4 KATL2_HUMAN 4 ACACTCGCCTGGA 0.483 rs148023825

- 2 1271 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN p.A424D(1) 4 AGCCACGCAGAG 0.448

+ 3 1209 dr.1_Missense_Mut NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 2. 17 GACATTGGAATTT 0.498

- 3 593 nse_Mutation_p.P1 NM_021153 NP_066976 Q9H159 CAD19_HUMAN |Extracellular (Potential). 2 TCATAAGGTTCAT 0.363

+ 1 1564 dqu.1_Nonsense_M NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2 AGGGCCAGGGG 0.577

+ 2 1679 ra.2_Missense_Mu NM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4 CCGCCTCCAGCGA 0.756

- 2 369 _p.R39C|SLC39A3 NM_144564 NP_653165 Q9BRY0 S39A3_HUMAN lasmic (Potential). 0 CGAGCGATGGGC 0.547

- 6 736 p.R160W|DPP9_uc NM_139159 NP_631898 Q86TI2 DPP9_HUMAN 1 GTTTCCGCTCCCT 0.632

- 12 1622 n_p.T267I|GTF2F1_ NM_002096 NP_002087 P35269 T2FA_HUMAN 0 TTGGGTGTTGTCT 0.637

+ 6 806 _Mutation_p.V218 NM_145245 NP_660288 Q96CN4 EVI5L_HUMANRab-GAP TBC. 1 TTCTGTGTGTTCG 0.652

+ 5 1298 uc002mnr.1_5'Flan NM_000201 NP_000192 P05362 ICAM1_HUMAN 4.|Extracellular (Potential). 1 GGGACCGAGGTG 0.642 rs143008699

+ 4 1932 e_Mutation_p.S62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 CTTCAGTTGTGCC 0.483

+ 4 1934 e_Mutation_p.C62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 TCAGTTGTGCCTC 0.483

+ 5 1163 xng.1_Missense_M NM_023072 NP_075560 Q9H7M6 ZSWM4_HUMAN 2 GCGCGGGCATGA 0.692

+ 7 994 15_uc002mxu.2_5 NM_138353 NP_612362 Q66K64 DCA15_HUMAN 1 TCCGCCGGGCCA 0.687

- 13 1231 S15L1_uc002nea.1 NM_021235 NP_067058 Q9UBC2 EP15R_HUMAN 5 CCTTTTCTCGAAT 0.403

+ 7 1309 NM_000453 NP_000444 Q92911 SC5A5_HUMAN cellular (Pote321L(1)|p.P321 4 TGCCCCAGACCA 0.468 rs149570759

- 13 1397 _p.G427D|GMIP_uc NM_016573 NP_057657 Q9P107 GMIP_HUMAN 1 CCGCCACCCACG 0.642

+ 4 1708 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 CATACTAGAGAGA 0.358

- 4 1447 _p.K353E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTTTCCAGT 0.343

+ 4 1693 429_uc010ecu.1_I NM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2 CTTTTATCCTGTC 0.378



+ 4 1578 ecy.2_Missense_Mu NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMANC2H2-type 11. 0 TTAACCAGTCTTC 0.408

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TTGTAGGGTTTCT 0.418

- 7 2699 NM_001080409 NP_001073878 2 GTCGAGAAATTG 0.353 rs55891931

- 4 1027 rj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 6. 0 GAAGAATGGCTAA 0.413

- 4 1655 _p.S436P|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN 0 TGTAGGATTTCTC 0.373

+ 1 133 Intron|C19orf2_uc0 NM_003796 NP_003787 O94763 RMP_HUMAN 2 CTGCGCGAGGAG 0.781

- 2 2575 NM_020856 NP_065907 Q63HK5 TSH3_HUMAN 8 AGCGGCGAGTTT 0.532

- 1 217 0xrq.1_Missense_M NM_019849 NP_062823 Q9NS82 AAA1_HUMAN 2 TCCCTGGGACTGG 0.751

+ 4 690 A165V|LSM14A_uc NM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1 GTTCTGCCTTTAC 0.358

+ 15 1773 MD1A_uc010xsf.1_ NM_020895 NP_065946 Q96CP6 GRM1A_HUMAN 0 GATGCCCGGGGC 0.692

+ 3 576 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 AGGGTGGGCGAT 0.647

- 2 519 e_Mutation_p.R130 NM_002781 NP_002772 Q15238 PSG5_HUMAN g-like V-type. 3 TAGTCCTATCACC 0.473

- 2 1433 iv.2_Missense_Mut NM_001007561 NP_001007562 Q8WZA9 IRGQ_HUMAN 2 CTGGGAGTCCGCC 0.716

- 4 719 _p.P126S|C19orf6 NM_019108 NP_061981 Q9H0W8 SMG9_HUMAN Pro-rich. 0 AGGGGGTGGTGG 0.682

+ 5 1748 _p.H419L|ZNF225_ NM_013362 NP_037494 Q9UK10 ZN225_HUMANC2H2-type 12. 0 ATACCCATCGTAG 0.373

+ 6 985 oyl.3_Missense_Mu NM_006630 NP_006621 Q14588 ZN234_HUMAN C2H2-type 3. 0 AGTCCACACTGTA 0.413

- 1 1902_1903 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN Potential. 3 CCCCTCCTCAGC 0.609

+ 3 409 RX_uc010elm.1_RN NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2 TATGCCCGTGAGG 0.632

+ 12 2549 elx.2_Missense_M NM_000836 NP_000827 O15399 NMDE4_HUMANcellular (Potential). 6 CTGGAGCGGCTG 0.507

- 4 943 CA4_uc002pjo.2_5' NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1 GGCGCAGGTGGG 0.721

- 10 2685 pkh.2_Missense_M NM_017805 NP_060275 Q5U651 RAIN_HUMAN Dilute. 1 GTTTCCGGAAGAA 0.572

+ 4 255 BL2_uc002pls.1_R NM_006666 NP_006657 Q9Y230 RUVB2_HUMAN ATP. 0 GGGCACGGGGA 0.562

- 3 498 _p.L102P|PIH1D1_ NM_017916 NP_060386 Q9NWS0 PIHD1_HUMAN 0 GGGGGAGTGGC 0.542 rs146926384

+ 3 512 2pvy.3_Missense_Mutation_p.D168N|SIGLECP3_uc002pvz.3_Missense_Mutation_p.D168N 0 AGGCCCGACATC 0.622

- 5 1819 NM_014650 NP_055465 O94892 ZN432_HUMANC2H2-type 11. 3 GTAACATCAGTCC 0.433

+ 6 1245 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0 GCCATCATAGGTG 0.428

+ 4 2549 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 22. 0 GCAAGAACTTCCG 0.418

- 2 299 x.2_Intron|ZNF154 NM_001085384 NP_001078853 Q13106 ZN154_HUMAN KRAB. 0 TGTACGGCCACAT 0.512

- 6 1006 yhp.1_Missense_M NM_025027 NP_079303 Q8WXB4 ZN606_HUMAN KRAB. 2 AAGTGCGTTGAG 0.532

+ 7 540 TG2_uc010ewi.2_In NM_018968 NP_061841 Q9NY99 SNTG2_HUMAN 3 TTGACAGGTGCAT 0.428

+ 1 417_418 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0 CACAGCCAAAAC 0.51

+ 3 482 yjc.1_Missense_M NM_003597 NP_003588 O14901 KLF11_HUMAN 2 GCATAACTCCTCC 0.408

+ 15 2460 bo.1_Missense_M NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 GGTTTTGCTGGAG 0.363

- 6 723 NM_000384 NP_000375 P04114 APOB_HUMAN Vitellogenin. 27 TTGCCACATTGCC 0.507

- 2 1508 ya.2_Missense_M NM_025203 NP_079479 Q9H6R7 CB044_HUMAN 2 TTTTTCTATTTGCT 0.373

- 6 836 GREF1_uc010eyr. NM_006569 NP_006560 Q99674 CGRE1_HUMAN 1 CTCCTTTAGCCTC 0.677 rs11889832

+ 1 5330 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN m repeat of P-S-E-R-S-H-H 1 ATTGCAGTCCCTC 0.537

+ 49 3508 B1_uc002rme.1_M NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|Extracellular (P 9 TGGCAGCGGAAG 0.567

- 10 959 NM_000379 NP_000370 P47989 XDH_HUMAN inding PCMH-type. 8 CGTCGGGTCCATG 0.517

- 4 1270 qf.1_Missense_Mu NM_005813 NP_005804 O94806 KPCD3_HUMAN 4 GTACCTCTTCACT 0.408

- 32 5144 ADA_uc002rsx.3_M NM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3 GATTTTCCTTCAT 0.493

- 1 219 YP2_uc002rxq.3_In NM_001003937 NP_001003937 Q8N831 TSYL6_HUMAN 0 ACCTCTGTCGCCT 0.617

+ 5 1808 NM_019002 NP_061875 Q9NY74 ETAA1_HUMAN 4 AATCTAGGCAGTA 0.338

- 17 1894 2sij.2_Nonsense_M NM_015189 NP_056004 Q9Y2D4 EXC6B_HUMAN 2 CTGTCTCTGGAAG 0.418

+ 2 260 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN Ser-rich. 2 AATTCTCGGCAGT 0.438

- 1 194 ense_Mutation_p.R NM_001015055 NP_001015055 Q9BST9 RTKN_HUMAN 1 CGGAAGCGGCCG 0.701

+ 13 1947 _p.D648Y|CTNNA2 NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 GATTATGATGTGC 0.458



- 8 1106 NM_005735 NP_005726 P42025 ACTY_HUMAN 1 CTGAGAGCACGAT 0.592

- 5 604 nse_Mutation_p.P1 NM_175735 NP_783862 Q86SG7 LYG2_HUMAN 1 CACGTGGGGAAT 0.478

+ 2 674 NM_001099289 NP_001092759 Q8TEJ3 SH3R3_HUMAN SH3 1. 1 TGCGGCGCAAGG 0.607

+ 3 1315 e.2_Missense_Mut NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN 2 ggatgtgtcggatctgat 0.139

- 35 4352 yy.1_RNA|CLASP1 NM_015282 NP_056097 Q7Z460 CLAP1_HUMAN DB2 and RSN.|Potential.|In 2 CCCTTCCGTTCCT 0.567

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 AGTGGCAGCACC 0.617

- 11 1628 _p.P430L|ACVR1_ NM_001111067 NP_001104537 Q04771 ACVR1_HUMAN(Potential).|Protein kinase. 3 TAGAACGGTGGC 0.458

- 26 3656 C21B_uc002udj.1_R NM_024753 NP_079029 Q7Z4L5 TT21B_HUMAN 5 GGCTCGTGGAGT 0.403

- 27 5786 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13 CAGATCCATGGCA 0.463

- 66 12371 NM_004525 NP_004516 P98164 LRP2_HUMAN cellular (Potential). 29 AAAGGAGAGCTAC 0.363

- 47 8966 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 21.|Extracellular (Potent 29 GGGATGCACCTCC 0.448

+ 31 3748 _Mutation_p.G117 NM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19 CAAAAGGGTGCG 0.358

+ 6 808 0zdm.1_Missense_ NM_015530 NP_056345 Q9H8Y8 GORS2_HUMAN 2 GTACACCTATTAC 0.403

- 10 1562 NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 TGCTGAGCAAGGT 0.433

- 10 1327 np.2_Missense_Mu NM_020943 NP_065994 Q9HCG8 CWC22_HUMAN MIF4G. 0 CTTTCCGTACAGC 0.388

- 2 1044 RKL_uc002uod.1_In NM_002500 NP_002491 Q13562 NDF1_HUMAN 1 GTCCATCAAAGGA 0.547

+ 13 3176 gd.1_Missense_Mu NM_000534 NP_000525 P54277 PMS1_HUMAN 4 GCAGTGCGTCTAT 0.393 rs142159998

- 11 958 rv.2_Missense_Mu NM_014362 NP_055177 Q6NVY1 HIBCH_HUMAN 0 TCTAGGGCAAAAG 0.398

- 38 6274 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 3 (By similarity). 12 ATGGGAGGTTGAG 0.403

- 11 2764 utl.1_Missense_Mu NM_020760 NP_065811 Q9P2P5 HECW2_HUMANn with TP73.|Potential. 18 ACCGCCGGTTCAG 0.493

+ 3 341 0fsl.1_Missense_M NM_025147 NP_079423 Q9H8M1 CQ10B_HUMAN 0 TAGTATCGGGAGT 0.279

+ 23 3484 ense_Mutation_p.P NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GCAGATCCTGTAG 0.433

+ 3 493 2vfw.2_Missense_MNM_001142310 NP_001135782 Q96HH4 TM169_HUMAN cellular (Pote p.R56H(1) 1 TCTACCGCTCAGA 0.517 rs143856543

- 4 908 269K|TUBA4B_uc0 NM_006000 NP_005991 P68366 TBA4A_HUMAN 3 GCTGCTCGTGGTA 0.582

+ 2 228 NM_080671 NP_542402 Q8WWG9 KCNE4_HUMAN 1 CCGTGCGGCCGG 0.612

- 4 1338 PSMD1_uc002vrn.1 NM_000867 NP_000858 P41595 5HT2B_HUMANasmic (By similarity). 0 TTTTCCGGTGACG 0.463

+ 14 1956_1957m.3_RNA|DIS3L2_ NM_152383 NP_689596 Q8IYB7 DI3L2_HUMAN 3 ACTCTGGACCAC 0.426

+ 10 2079 _Missense_Mutati NM_023083 NP_075571 Q9HC96 CAN10_HUMAN Domain III 2. 6 ACCTGCCGGACAC 0.672

+ 2 1199 110A_uc002weh.1 NM_001042353 NP_001035812 Q9BQ89 F110A_HUMAN 0 AGGCTCGGGAGA 0.627

+ 4 688 GB_uc010zqz.1_In NM_001819 NP_001810 P05060 SCG1_HUMAN 6 GAGGCGGGCAC 0.617

- 2 223 _uc002wqu.1_RNA NM_001099407 NP_001092877 Q9NVP4 CT012_HUMAN 1 CACACTGAACCAG 0.323

+ 22 2774 e_Mutation_p.D88 NM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4 TACCGGGATGCGA 0.642

- 11 905 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN SUN. 1 TTGGACAGGTAAA 0.572

- 7 491 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN 1 TTTATGCTGTCAT 0.413

+ 21 2408 98_splice|ITCH_uc NM_031483 NP_113671 Q96J02 ITCH_HUMAN 6 ATCAGGTGAGAGT 0.333

+ 10 1027 0zvi.1_Splice_Site_ NM_003116 NP_003107 Q9NPE6 SPAG4_HUMAN 0 CCTGCAGCCCCA 0.502

+ 17 1728 NBL1_uc002xhi.2_ NM_030877 NP_110517 Q8WYA6 CTBL1_HUMAN 2 GGAGCCCGGAGT 0.602

- 3 1821 2xhm.2_Missense_ NM_014657 NP_055472 O43156 TTI1_HUMAN 0 CCTCAACCTCCAG 0.408

+ 4 609 xjo.1_Missense_Mu NM_182811 NP_877963 P19174 PLCG1_HUMAN EF-hand. 8 TTTACTCAGTGGA 0.567

+ 19 2315 we.1_Missense_M NM_182811 NP_877963 P19174 PLCG1_HUMAN SH2 2. 8 GAGTTCGACAGC 0.527

- 31 6087 NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 GTTTTACTTTTGA 0.433

+ 2 343 xlv.2_Missense_Mu NM_000457 NP_000448 P41235 HNF4A_HUMANuclear receptor. 3 TCTTCCGGAGGAG 0.542

- 2 280 aj.3_Missense_Mu NM_001336 NP_001327 Q9UBR2 CATZ_HUMAN 1 AGGCCGGGGGT 0.642

+ 6 876 H26_uc010zzy.1_R NM_177980 NP_817089 Q8IXH8 CAD26_HUMAN |Extracellular (Potential). 4 CGATTTGGATGAA 0.373

+ 28 1510 9A3_uc002ydn.2_5 NM_001853 NP_001844 Q14050 CO9A3_HUMAN lical region 3 (COL3). 0 CAGGGCGTCCCG 0.657

- 16 6390_6391 s.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6 GGCCTCCTCCCA 0.738

+ 10 1901 _p.A215S|MYT1_u NM_004535 NP_004526 Q01538 MYT1_HUMAN 2 CCCATTGCTGCCG 0.547



- 8 2514 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN Cys-rich. 6 AGGTGGAATCTGG 0.423

- 1 1107 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN 6 TCCCTTCGTCCTC 0.677

+ 2 834 NM_030891 NP_112153 Q9BY71 LRRC3_HUMAN 0 GAGTTTGTGGGG 0.652

+ 3 530 NM_001848 NP_001839 P12109 CO6A1_HUMAN erminal globular domain. 1 CGTGGGGTGAGT 0.662

+ 4 1755 FH_uc003afp.2_Int NM_021076 NP_066554 P12036 NFH_HUMAN -S-P-[AEPV]-[EAK]- [AEVK 0 TCACCGCCTGAGG 0.567

+ 12 1378 uc003aht.2_RNA|S NM_012429 NP_036561 O76054 S14L2_HUMAN 0 GCACCCCGAAATA 0.512

- 7 800 RP7A_uc003bcp.2 NM_015703 NP_056518 Q9Y3A4 RRP7A_HUMAN 2 CCTCCTCGAACTT 0.662

- 1 2837 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN r (Potential).|Cadherin 7. 11 CCGGACGTGGGC 0.647

+ 4 664 e.2_Intron|TBC1D2 NM_014346 NP_055161 Q8WUA7 TB22A_HUMAN 1 ACGCTGGGTGGC 0.642

- 11 1481 NM_001080447 NP_001073916 2 TCCTGGGCCACC 0.627

- 7 623 K11_uc010hay.1_R NM_002751 NP_002742 Q15759 MK11_HUMANProtein kinase. 2 GTGCCCGGTACCA 0.632

- 1 296 _uc011asa.1_Miss NM_001145137 NP_001138609 Q92523 CPT1B_HUMAN lasmic (Potential). 2 TTGATGCGGATCA 0.607

+ 10 1736 n_p.C443Y|TTLL3_ NM_001025930 NP_001021100 Q9Y4R7 TTLL3_HUMAN TTL. 2 GCAACTGTGACAC 0.607

- 2 590 bvw.2_Missense_M NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 TGTCCCCATAAGT 0.597

- 12 1620 bxx.2_Missense_M NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 GGATCACACTGAA 0.572

+ 13 1833 zi.2_Missense_Mu NM_003298 NP_003289 P49116 NR2C2_HUMANbinding (By similarity). 0 CCTACCGGTGAG 0.448

- 5 822 n_p.R70*|ZFYVE20 NM_022340 NP_071735 Q9H1K0 RBNS5_HUMAN 2 CTGCTCGATCATC 0.423

+ 2 298 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 CCACTCCCTGCTC 0.557 rs149439391

+ 10 1348 sense_Mutation_p NM_001248 NP_001239 O75355 ENTP3_HUMANcellular (Potential). 1 ATGCCCGCTCTTA 0.438 rs144319630

- 10 1394 NM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1 TCAGCTACCATGG 0.597

- 1 1541 mg.2_Intron|CYP8 NM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2 AGCGATCGTACTT 0.557

+ 4 361 _p.R111Q|EXOSC NM_015004 NP_055819 Q15024 EXOS7_HUMAN 0 CTCTATCGGATATT 0.453

- 8 1112 MT_uc003cwy.2_M NM_000481 NP_000472 P48728 GCST_HUMAN 1 ATGGGGGCCCCC 0.622

+ 2 558 o.3_Intron|GRM2_ NM_000839 NP_000830 Q14416 GRM2_HUMAN cellular (Potential). 1 TTTGTGCGTGCCT 0.622

- 1 36 CH_uc003ded.3_5'F NM_003280 NP_003271 P63316 TNNC1_HUMAN 0 TGTAGATGTCATC 0.607

+ 18 2044 H3_uc011bek.1_Int NM_002217 NP_002208 Q06033 ITIH3_HUMAN 3 AACATCGATGAAG 0.592

- 11 2459 ht.1_Missense_Mu NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CCACCTCCTTGAG 0.468

+ 21 3780 se_Mutation_p.Y26 NM_002841 NP_002832 P23470 PTPRG_HUMAN l).|Tyrosine-protein phospha 7 ATCCAGTATCACT 0.507

- 7 1691 _p.G444V|CADPS_ NM_003716 NP_003707 Q9ULU8 CAPS1_HUMAN C2. 3 TGGGTGCCCCAG 0.517

- 9 1074 LG2_uc010hob.2_ NM_003848 NP_003839 Q96I99 SUCB2_HUMAN 2 GCTGTGAGCAATT 0.413

- 8 1051 AM86D_uc003dpq. NR_024241 0 CCATAGGGAAACA 0.527

+ 5 1410 hpn.2_Missense_M NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3 CTTGCAGCAGCA 0.493

- 3 1321 dn.2_Missense_Mu NM_001146156 NP_001139628 P49841 GSK3B_HUMANProtein kinase. 2 AAATAACGCAATC 0.343

- 9 2136 NM_022776 NP_073613 Q9BXB4 OSB11_HUMAN 5 CTACCTCGCTTTT 0.453

+ 3 881 NM_007117 NP_009048 P20396 TRH_HUMAN 1 ggggggCTGTGGGA 0.428

- 3 1166 TL2_uc003eqh.1_M NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN 1 TCCACAGCAGGTG 0.672

- 14 1587 RN1_uc003euu.2_ NM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3 TTAAAAGGTTTTC 0.358

+ 1 1602 NM_003412 NP_003403 Q15915 ZIC1_HUMAN 2-type 2; atypical. 2 ATCCGCGTGCACA 0.577

- 2 551 ECOM_uc010hwn. NM_004991 NP_004982 Q03112 EVI1_HUMAN 14 ATGTGGCAGGAG 0.483

+ 8 782 _p.E168*|FXR1_uc NM_005087 NP_005078 P51114 FXR1_HUMAN 1 GCCATTGAGCTAG 0.418

- 16 1859 _p.R562C|CLCN2_ NM_004366 NP_004357 P51788 CLCN2_HUMANasmic (By similarity). 0 CCACACGCACCCG 0.642

- 12 1466 y.2_Missense_Mut NM_004454 NP_004445 P41161 ETV5_HUMAN ETS. 5 CCAGCGCCGAG 0.542

+ 6 984 11bus.1_Missense_ NM_182524 NP_872330 Q7Z3I0 Q7Z3I0_HUMAN 0 CAAGAAAATTCAT 0.378

+ 5 1197 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 7. 0 CCTACACATGTGA 0.408

- 8 1056 k.1_Missense_Mut NM_005255 NP_005246 O14976 GAK_HUMAN Protein kinase. 4 AAGACCGTGTACT 0.607

- 5 909 bwe.1_Missense_ NM_020416 NP_065149 Q9Y2T4 2ABG_HUMAN WD 3. 4 TTGACGGAGATGG 0.572

+ 15 2419 p.R795W|MAN2B2 NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 CTCCACCGGCGG 0.647



- 7 842 2_Missense_Mutat NM_000320 NP_000311 P09417 DHPR_HUMAN 1 CTCGGTCGGTTTT 0.458

- 3 416 NM_018176 NP_060646 Q8N0V4 LGI2_HUMAN LRR 1. 0 AGTCCAGCAAAAG 0.388

+ 3 271 PC4_uc003grp.2_5 NM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5 CTTCATCGACTGG 0.348

- 9 1426 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMAN lasmic (Probable). 2 CAAGATCCTGTTC 0.408 rs75184362

+ 12 2443 3gxl.1_Missense_M NM_020453 NP_065186 Q9P241 AT10D_HUMAN lasmic (Potential). 3 CTTTGGGACCATT 0.502

- 4 2304 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3 CATTTCCCTGGAA 0.468

+ 2 1090 FRA_uc003haa.2_ NM_133267 NP_573574 Q9BZM3 GSX2_HUMAN 0 GCGTCGGGAGC 0.612

- 15 2180 3hgl.2_Missense_M NM_014243 NP_055058 O15072 ATS3_HUMAN Spacer. 2 CCTTCACGGTTCG 0.433

+ 62 9831 hlc.1_Missense_Mu NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN |Extracellular (Potential). 5 TCACTAGTCCTTG 0.488

- 8 748 e_Mutation_p.S177 NM_016242 NP_057326 Q9ULC0 MUCEN_HUMANcellular (Potential). 0 ATAATACCTAAAA 0.398

- 4 511 _p.T111I|EMCN_uc NM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN xtracellular (Potential). 0 GGAAGTGTAACAC 0.363

+ 2 542 3ihk.1_Missense_M NM_012118 NP_036250 Q9UK39 NOCT_HUMAN 1 AGGGCCGTCCTGC 0.557

+ 3 1382 _p.S388F|TLR2_uc NM_003264 NP_003255 O60603 TLR2_HUMAN xtracellular (Potential). 3 GGCCCTCTCTACA 0.348

+ 7 1129 _p.E302K|FGB_uc0 NM_005141 NP_005132 P02675 FIBB_HUMAN nogen C-terminal. 3 CAGAATGAAGCCA 0.463

+ 17 2042 jd.1_Nonsense_M NM_021634 NP_067647 Q9HBX9 RXFP1_HUMAN Name=7; (Potential). 0 CTGCTTCAGGTAG 0.274

+ 5 2981 irr.2_Missense_Mu NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN ).|4.|9 X 9 AA approximate r 16 CAACCTCGGGTGA 0.577 rs144239698

- 10 1094 mk.1_Missense_M NM_017755 NP_060225 Q08J23 NSUN2_HUMAN 1 AAGCTCCAAAGCA 0.333

+ 19 2391 _p.R720H|TARS_uc NM_152295 NP_689508 P26639 SYTC_HUMAN 2 GGGAACGCACCA 0.423

- 32 6402 te|C5orf42_uc011c NM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7 TGCTTACCTGAAC 0.343

- 32 4252 .R1434W|RICTOR_ NM_152756 NP_689969 Q6R327 RICTR_HUMAN 10 GGACCGCACTGA 0.383

- 26 2587 p.R855W|RICTOR_ NM_152756 NP_689969 Q6R327 RICTR_HUMAN 10 GCTTCCGGTAAG 0.343 rs140964083

- 10 1543 w.2_Missense_Mut NM_001343 NP_001334 P98082 DAB2_HUMAN 3 CATCACCATTCAG 0.483

- 1 774 84_uc003jng.2_5'F NM_001014279 NP_001014301 Q3ZCQ2 AX2R_HUMAN 0 CGGGAGGTGGC 0.612

- 7 921 p.Q125K|POC5_uc NM_001099271 NP_001092741 Q8NA72 POC5_HUMAN n-binding (CBR) 2. 1 CCTTTTGCTTGCC 0.398

+ 2 8668 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 CAATCTGTTCTTG 0.398

+ 1 676 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 AGGAGATGATATT 0.358

+ 10 1749 3khw.2_Missense_ NM_001017971 NP_001017971 Q52LC2 VAS1L_HUMAN 0 GACTGCGCCTCC 0.547

- 3 786_787 kin.2_Missense_M NM_001884 NP_001875 P10915 HPLN1_HUMAN Link 1. p.G239E(1) 5 AAAATCCGTAGTT 0.455 rs139074313

- 1 305 129716_uc003kka NM_020801 NP_065852 Q96B67 ARRD3_HUMAN 2 TACACAGGGACAT 0.368

- 8 707 bf.1_Missense_Mu NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN 4 TCCTGCCGTGTTT 0.353

- 8 1290 SK1_uc010jbi.1_In NM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2 TCTGGTCGGTGTA 0.517

+ 4 838 _Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2 TTCTTTCTCCCGT 0.483

- 3 564 cxi.1_Missense_M NM_001098811 NP_001092281 Q92599 SEPT8_HUMAN 2 ATCTGATCCCCAA 0.617

- 2 1479 TNNA1_uc003ldj.2_ NM_015564 NP_056379 O43300 LRRT2_HUMAN lar (Potential).|LRRCT. 0 TCAGGACTGTGG 0.522

+ 12 1738 3ldi.2_Missense_M NM_001903 NP_001894 P35221 CTNA1_HUMAN 11 AGGCCGGGCAGC 0.522 rs143060269

+ 1 2396 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMAN lasmic (Potential). 5 CGGTGCCCGAGG 0.667

+ 1 2915 HB9_uc003liw.1_5' NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMAN|Extracellular (Potential). 2 GGTGACCAAGGT 0.701

+ 1 2357 x.1_Intron|PCDHG NM_018922 NP_061745 Q9Y5G3 PCDGD_HUMAN lasmic (Potential). 0 TTGTATGTGCCAG 0.403

+ 5 1271 _p.R371H|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 GCCTGCGCCCACT 0.532

- 1 541 NM_000440 NP_000431 P16499 PDE6A_HUMAN GAF 1. 2 GGCCCACGATGCC 0.547

+ 19 2916 941_splice|WWC1_ NM_015238 NP_056053 Q8IX03 KIBRA_HUMAN 5 TGCCGGGTAAGTG 0.478

+ 5 1033 NM_003862 NP_003853 O76093 FGF18_HUMAN 0 AAGACCCGGGAG 0.617

- 6 799 se_Mutation_p.Y11 NM_001001502 NP_001001502 Q16143 SYUB_HUMAN 1 TCCTCATAACTCT 0.612

- 7 799 3_uc003mez.2_5'F NM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7 TCACACGGCCTGA 0.582 rs147991837

- 3 265 se_Mutation_p.C44 NM_018303 NP_060773 Q96KP1 EXOC2_HUMAN IPT/TIG. 7 TGTCCACAAATGG 0.368

+ 3 354_355 NM_004271 NP_004262 O95711 LY86_HUMAN 0 CTCTGCCCAAGTT 0.46

- 8 1545 e_Mutation_p.G192 NM_000332 NP_000323 P54253 ATX1_HUMAN 4 TGTGTCCCGGCG 0.378



+ 6 700 .G127C|CAP2_uc0 NM_006366 NP_006357 P40123 CAP2_HUMAN 1 AAACCTGGTCCTT 0.408

+ 15 1909 cp.1_Missense_M NM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1 GTTCGAGAAGCAA 0.398

- 1 313 H3B_uc003nfs.1_5 NM_003513 NP_003504 P04908 H2A1B_HUMAN 0 CACCCTGCGCGAT 0.537

+ 5 1131 _p.E155K|BTN2A1 NM_007049 NP_008980 Q7KYR7 BT2A1_HUMAN lasmic (Potential). 2 GAGGAAGAACTTC 0.229

+ 6 1300 ZKSCAN3_uc003n NM_024493 NP_077819 Q9BRR0 ZKSC3_HUMAN C2H2-type 2. 2 CATCAGAGAGTCC 0.488

+ 26 3702 003nyt.2_5'Flank|S NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4 CTGCGGCCTGAG 0.617

- 20 7337 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 16. 0 CCACACGCTGGC 0.627

- 11 1326 ra.1_Missense_Mu NM_005452 NP_005443 O15213 WDR46_HUMAN WD 6. 0 CCTGCCCTGCCCA 0.637

+ 13 1530 i.2_Intron|PHF1_u NM_024165 NP_077084 O43189 PHF1_HUMAN 0 AGCAGCGGCTAC 0.572

- 4 272 NM_138493 NP_612502 Q9P0B6 CF129_HUMAN Potential. 0 CTTGCCGAAGAAA 0.542

- 8 3449 318_uc003ouw.2_I NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 CCTTTTGCAGGAA 0.453

- 5 749 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN 11 CCTGACGAATTTC 0.403

- 8 2450 y.2_Nonsense_Mu NM_001122769 NP_001116241 Q86VQ0 LCA5_HUMAN 0 TGTTTTAATCGGT 0.383

+ 5 644 _p.L128F|DOPEY1 NM_015018 NP_055833 Q5JWR5 DOP1_HUMAN 4 CAGTTTGTATGAG 0.378

- 50 7800 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 GAGATGCAGCACT 0.328

- 7 2535 p.R576W|BACH2_ NM_021813 NP_068585 Q9BYV9 BACH2_HUMAN 6 GGGCCGCACTTG 0.537

- 10 1260 _p.S106G|C6orf167 NM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0 GGTCACTTGATTT 0.343

- 6 782 ACE1_uc010kcz.1_ NM_020771 NP_065822 Q8IYU2 HACE1_HUMAN ANK 4. 7 CAACATGCAGTGC 0.458

- 5 2779 NM_001080450 NP_001073919 Q5T5X7 BEND3_HUMAN 3 CAGGCGAGGGG 0.647

+ 4 684 2_5'Flank|PPIL6_u NM_003080 NP_003071 O60906 NSMA_HUMAN 0 AGCACATCTACAC 0.512

+ 1 577 NM_175067 NP_778237 Q96RI8 TAAR6_HUMAN cellular (Potential). 3 CAGACCGTTGTAA 0.418

- 3 427 010kgh.2_Translat NM_022568 NP_072090 Q9H2A2 AL8A1_HUMAN 4 TCTGACGTGTGGT 0.592

- 1 303 1244_uc003qhu.2_ NM_021635 NP_067648 Q9GZY1 PBOV1_HUMAN 0 AATAATCAATGAA 0.284

- 3 614 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1 TGTGGCCGTGGA 0.522

+ 8 1713 L46P|ESR1_uc010 NM_001122742 NP_001116214 P03372 ESR1_HUMAN g.|Interaction with AKAP13. 5 TGTGCCTCAAATC 0.413

+ 2 1352_1353e_Mutation_p.M41 NM_032448 NP_115824 Q96EK7 F120B_HUMAN 1 TCCCATGTGTACA 0.53

- 8 1898 MICALL2_uc003sk NM_182924 NP_891554 Q8IY33 MILK2_HUMAN 1 CCTGCCGGCCCG 0.542 rs139452103

- 12 1978 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50 TGCCCCTTGGCTG 0.363

+ 4 953 e_Mutation_p.V152 NM_001037165 NP_001032242 P85037 FOXK1_HUMAN Fork-head. 2 CTGATCGTGCAG 0.627

- 11 1069 ws.1_Missense_Mu NM_004227 NP_004218 O43739 CYH3_HUMAN PH. 0 GGTTTCCGGGGG 0.617

+ 5 584 pw.2_Missense_Mu NM_006908 NP_008839 P63000 RAC1_HUMAN P (By similarity). 2 GTGGGAACTAAAC 0.493

- 2 308 xy.1_Missense_Mu NM_006408 NP_006399 O95994 AGR2_HUMAN 0 TCTGGGGCAGTTT 0.498

+ 8 1837 CDC129_uc011kae NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 AAGGATGAAGTTT 0.438

+ 14 4106 e_Mutation_p.K88 NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 GAGAAAAGGATGC 0.443

+ 12 1288 NM_016616 NP_057700 Q8N427 TXND3_HUMAN 3 TTCCCCGATTTTA 0.358

+ 21 3159 _p.R527C|AEBP1_u NM_001129 NP_001120 Q8IUX7 AEBP1_HUMAN equired for transcriptional re 0 GAGTACCGCGTGA 0.557

+ 17 5082 kyr.2_Missense_Mu NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 AAGTTAGTGTAAA 0.388

+ 6 953 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 AAGCGTCGGTTCC 0.562

+ 6 969 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 TAGGCCGTTCCAT 0.572

+ 5 1200 _p.R215H|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 GCTACCGCCACT 0.657

- 18 2795 kgw.1_Missense_M NM_006379 NP_006370 Q99985 SEM3C_HUMAN/Lys-rich (basic). 1 GATTCCTCCTGTT 0.403

- 14 2044 kgz.1_Missense_MNM_001142749 NP_001136221 A8MWY0 K132L_HUMAN cellular (Potential). 7 GGGCAGGGGACA 0.522

+ 2 721 ujh.1_5'UTR|DBF4 NM_006716 NP_006707 Q9UBU7 DBF4A_HUMAN BRCT 1. 2 CTGGGAGGGGTAA 0.343

- 6 952 p.R159W|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 TTTCCCGATGAGC 0.348

- 6 661 umu.1_Missense_M NM_001742 NP_001733 P30988 CALCR_HUMANcellular (Potential). 9 AAACACCTTTTTC 0.323

+ 47 3577 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 CTTTAAAGGGTCA 0.423 rs112557463

+ 14 2378 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAC 0.522



+ 3 302 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 GTATTTGAGTTGC 0.448

+ 3 1291 XL13_uc003var.2_ NM_001031692 NP_001026862 Q8N6Y2 LRC17_HUMAN LRR 5. 1 TCAGCAGCAATGG 0.383

- 9 1138 _Mutation_p.T301I NM_198999 NP_945350 P58743 S26A5_HUMAN Name=7; (Potential). 1 ATGCCAGTTCCCA 0.373

+ 14 2560_2561 q.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 ATTCAAGAAGGTT 0.416

- 18 2165 _p.R226W|RBM28_ NM_018077 NP_060547 Q9NW13 RBM28_HUMAN 2 TGTCCCGCAACCT 0.493

+ 10 1019 qf.2_Missense_Mu NM_002402 NP_002393 Q5EB52 MEST_HUMAN ical; (Potential). 2 GTGGGAGCTCTTG 0.408

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 1 654 NM_001098834 NP_001092304 Q14549 GBX1_HUMAN Pro-rich. 0 CGTCGGCCGCCT 0.562

+ 1 757 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN ization and for targeting PP 0 CTCCCCGAAAGTG 0.338 rs151324588

+ 11 2788 wpm.2_Missense_M NM_004745 NP_004736 Q9P1A6 DLGP2_HUMAN 0 GATGATGGAGTCC 0.582

- 4 936 xbj.3_Missense_M NM_001099335 NP_001092805 Q92561 PHYIP_HUMAN ronectin type-III. 0 CCGTGCGGGGG 0.637

- 8 603 _p.R121Q|BIN3_uc NM_018688 NP_061158 Q9NQY0 BIN3_HUMAN BAR. 0 CCTCCCGCACAG 0.617

+ 19 2039 xfq.1_Nonsense_M NM_173174 NP_775266 Q14289 FAK2_HUMAN 5 ACCCTGCGAAGGC 0.582

- 10 1936 3xrf.3_Missense_M NM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11 CATGAAGCATTAC 0.358

+ 11 1217 yb.2_Missense_Mu NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 GGAGTAGGACAC 0.408

+ 2 934 au.1_Missense_Mu NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 GCTTCTGCACCTA 0.488

- 1 755 pe.2_Missense_Mu NM_021021 NP_066301 Q13884 SNTB1_HUMAN PH 1.|PDZ. 5 CCTGCACCGCCTC 0.592

+ 16 2393 lja.1_Missense_M NM_016018 NP_057102 A8MW92 P20L1_HUMAN PHD-type. 2 ATGGATGAGGAGA 0.388

- 4 842 SLC39A4_uc003zc NM_130849 NP_570901 Q6P5W5 S39A4_HUMAN cellular (Potential). 0 TGCTGGCTCCCCT 0.667

+ 11 2168 _p.P419S|GPT_uc0 NM_032902 NP_116291 Q96I34 PP16A_HUMAN 0 GGCTCCCCAGTG 0.657

- 5 1126 1_5'Flank|LRRC14 NM_004260 NP_004251 O94761 RECQ4_HUMAN 4 CGGCCCCGCACG 0.632

+ 15 2565 LR_uc003zhm.1_R NM_003383 NP_003374 P98155 VLDLR_HUMAN r (Potential).|EGF-like 3. 3 CAGCACCACAGA 0.403

- 3 1315 if.1_Missense_Mut NM_152629 NP_689842 Q8NEA6 GLIS3_HUMAN 1 CCTTTGCGCTGGT 0.592

- 20 2177 _p.S479F|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN III 2.|Extracellular (Potentia 22 TTGACAGAATATG 0.433

+ 27 5064 _p.S347*|ADAMTS NM_001040272 NP_001035362 Q8N6G6 ATL1_HUMAN 5 TACCATCAGAGCA 0.522

- 1 424 zob.1_Missense_M NM_020344 NP_065077 Q9UI40 NCKX2_HUMANcellular (Potential). 3 TCTTTCGGGTAGT 0.423

- 1 2752 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 GTAAACGAAAATC 0.478

+ 8 1661 |NFX1_uc003zsp.1 NM_002504 NP_002495 Q12986 NFX1_HUMAN 1 TATTGCGGCAGCA 0.358

+ 6 1061 zvr.2_Missense_M NM_015297 NP_056112 Q9UPV7 K1045_HUMAN 1 AGGAGCGGGAG 0.567

- 38 5395 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN action with SYNM. 13 CTGCAGCGAGGG 0.537

- 9 2173 NM_001163 NP_001154 Q02410 APBA1_HUMAN PID. 1 GCAGGTCACTATA 0.493

- 8 1156 C14B_uc004awl.2_ NM_033331 NP_201588 O60729 CC14B_HUMAN B. 1 TCAAGTCTGGCTC 0.358

+ 15 2284 666_splice|SMC2_ NM_001042551 NP_001036016 O95347 SMC2_HUMAN 9 GTGGAGGTAAGT 0.383

- 1 318 NM_006686 NP_006677 Q9Y614 ACL7B_HUMAN 1 CCGCCTCGGGGC 0.652

- 13 4282 f.2_Missense_Muta NM_002160 NP_002151 P24821 TENA_HUMAN onectin type-III 8. 7 CGCAGGCTGCCA 0.587

- 5 797 _p.Q259*|LHX6_uc NM_014368 NP_055183 Q9UPM6 LHX6_HUMAN Homeobox. 0 GCAGCTGTTCCGC 0.602

- 1 300 NM_001004450 NP_001004450 Q8NGR6 OR1B1_HUMAN Name=3; (Potential). 0 CTGAGCCAAGCAG 0.517

+ 6 1325 _p.G205S|GTF3C5 NM_012087 NP_036219 Q9Y5Q8 TF3C5_HUMAN 0 AAACACGGTAAAA 0.403

- 3 234 1_5'Flank|SURF2_ NM_003172 NP_003163 Q15526 SURF1_HUMAN ical; (Potential). 2 GGATGAGGAGCAG 0.577

+ 22 2471 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 CACAGGGTGTCA 0.542

- 2 204 ZBED1_uc004cqh. NM_004729 NP_004720 O96006 ZBED1_HUMAN 0 ATTCTCCATTGCT 0.597

+ 2 352 on_p.V87I|SYAP1_ NM_032796 NP_116185 Q96A49 SYAP1_HUMAN 1 AAATCCGTAGAAG 0.308

- 9 1325 _p.H367Y|RBBP7_ NM_002893 NP_002884 Q16576 RBBP7_HUMAN WD 6. 2 ACCAGTGGACCT 0.398

+ 9 2221 nse_Mutation_p.V6 NM_003410 NP_003401 P17010 ZFX_HUMAN C2H2-type 8. 2 ATTTCAGTTCACA 0.443

+ 1 1990 NM_001136234 NP_001129706 1 GCAGTGCAGGCA 0.617

+ 1 47 NM_004651 NP_004642 P51784 UBP11_HUMAN 3 GTTTCCGGGACCA 0.512

+ 20 3013 nse_Mutation_p.V1 NM_138923 NP_620278 P21675 TAF1_HUMAN 17 AAGACAGTGACAG 0.433



+ 8 1304_1305RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 ACGACAGCAGTGA 0.554

- 17 4932 29_splice|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN 30 GAACACCTAAAAA 0.351

- 5 572 o.2_Missense_Mut NM_000061 NP_000052 Q06187 BTK_HUMAN PH. 6 TGAGCTGGTGAAT 0.328

- 5 413 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 TGATGCCAAGAAA 0.433

+ 4 843 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 AGAGTACTCAAAG 0.502

- 9 1525 g.1_Nonsense_Mu NM_000202 NP_000193 P22304 IDS_HUMAN 0 GGAATCGAAAATG 0.542

- 6 976 u.1_Intron|IDS_uc0 NM_000202 NP_000193 P22304 IDS_HUMAN 0 CAGGGGGTAGGC 0.527

- 3 808 yp.1_Nonsense_M NM_080701 NP_542432 Q9BQ50 TREX2_HUMAN 1 TCGGCTGAGTGG 0.726

+ 3 553 NM_020061 NP_064445 P04000 OPSR_HUMAN Name=4; (Potential). 0 GGCATTGCCTTCT 0.577

- 3 758 NM_006014 NP_006005 Q14657 LAGE3_HUMAN 0 CGGGGGGCCCA 0.592

+ 8 2600 p.R569Q|ZFY_uc0 NM_003411 NP_003402 P08048 ZFY_HUMAN C2H2-type 12. 0 TTAAACGGCACG 0.413

- 4 334 _uc001aeh.1_Intro NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0 GTGAGTCATGTAG 0.617

- 9 972 ky.2_Nonsense_Mu NM_002074 NP_002065 P62873 GBB1_HUMAN 0 CTTCTCGCACATC 0.567

- 15 1814 za.1_Missense_Mu NM_018216 NP_060686 Q9NVE7 PANK4_HUMAN 3 CTGTAGGAATCCA 0.617

- 2 376 KIAA0562_uc001ak NM_014704 NP_055519 O60308 CE104_HUMAN 0 ACAAATCCAATCT 0.483

- 5 719 u.2_RNA|ACOT7_u NM_181864 NP_863654 O00154 BACH_HUMAN 0 CCTCCTCCTCCTG 0.642

+ 2 481 NM_004285 NP_004276 O95479 G6PE_HUMAN e 1-dehydrogenase. 0 CAGCCCCCAAGC 0.572

+ 46 5180 qz.2_Missense_Mu NM_015074 NP_055889 O60333 KIF1B_HUMAN 3 TCTAGTCCCTGCC 0.423

- 2 381 p.2_5'UTR|CASP9_ NM_001229 NP_001220 P55211 CASP9_HUMAN 2 ACTTTGCTGCTTG 0.532

+ 6 1310 dn.2_Missense_M NM_032409 NP_115785 Q9BXM7 PINK1_HUMAN e.|Cytoplasmic (Potential). 3 TACGTGGATCGGG 0.627

- 23 3048 vqc.2_Missense_M NM_032236 NP_115612 Q86UV5 UBP48_HUMANUbiquitin-like. 2 CTATGTCGCATAC 0.373

+ 15 2533 _p.P782L|SRRM1_ NM_005839 NP_005830 Q8IYB3 SRRM1_HUMAN Pro-rich. 3 CATCCCCCGTCCA 0.577

- 3 263 YF2_uc010oeo.1_M NM_015484 NP_056299 O95926 SYF2_HUMAN Potential. 0 TTTTGGCTTCCCA 0.353

+ 8 872 es.1_Missense_Mu NM_020451 NP_065184 Q9NZV5 SELN_HUMAN 2 CCTCAGGGAGCTG 0.637

- 2 764 NM_021969 NP_068804 Q15466 NR0B2_HUMANbinding (By similarity). 0 CTTGGGCTGCTGG 0.632

+ 4 1300 ofx.1_Missense_M NM_016258 NP_057342 Q9Y5A9 YTHD2_HUMAN 2 CACCCCCGATAAA 0.488

- 42 3111 _p.G729S|COL16A NM_001856 NP_001847 Q07092 COGA1_HUMANn 4 (COL4) with 2 imperfect 8 GGGGCCTGGTG 0.622

+ 4 446 NM_001099434 NP_001092904 A2VCK2 DCD2B_HUMANDoublecortin 2. 0 AGCTGTCCCAGGC 0.552

+ 6 1653 522_uc010ohm.1_ NM_020888 NP_065939 Q9P206 K1522_HUMAN Pro-rich. 0 TCCGGGTGGTTC 0.677

- 9 1755 1_5'Flank|YARS_u NM_003680 NP_003671 P54577 SYYC_HUMAN 2 GGATTGGATCCAG 0.498

+ 8 1881 _p.A585V|NCDN_u NM_001014839 NP_001014839 Q9UBB6 NCDN_HUMAN 3 TTGCAGCTCTTCA 0.597

- 9 1357 vj.1_Missense_Mu NM_005955 NP_005946 Q14872 MTF1_HUMAN 2 GAACATCACTGAC 0.458

- 2 302 RRAGC_uc001ccr.2 NM_022157 NP_071440 Q9HB90 RRAGC_HUMAN 1 TACTTTCCAAAAA 0.343

+ 29 12558 a.1_Missense_Mu NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 CAGATACCCCAG 0.478

- 5 582 _5'UTR|TRIT1_uc0 NM_017646 NP_060116 Q9H3H1 MOD5_HUMAN 1 AAACTTGCAAGCT 0.408

- 8 7217 e_Mutation_p.E200 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 GTGGTTCTCGGGC 0.632

- 8 935 XJ3_uc001chg.2_M NM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN 2 TTGTTAGTCACAG 0.328

+ 3 216 IH_uc009vwl.2_5'U NM_006347 NP_006338 O43447 PPIH_HUMAN se cyclophilin-type. 0 GCACCGGAGAATT 0.483

+ 9 1215 ST2_uc001coz.1_M NM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN 11 TTGACAGTGAAAT 0.408

- 4 1515 _p.R70W|TAL1_uc NM_003189 NP_003180 P17542 TAL1_HUMAN 1 CGGGCCGTGTGT 0.687

- 16 2146 _uc001cte.2_Splic NM_002525 NP_002516 O43847 NRDC_HUMAN 0 AAAATTCTGTGAA 0.214

- 17 2667 ctu.2_Missense_Mu NM_004153 NP_004144 Q13415 ORC1_HUMAN cient for ORC complex asse 0 CTCTGACATGGTG 0.537

- 2 722 G163E|ZCCHC11_u NM_015269 NP_056084 Q5TAX3 TUT4_HUMAN 3 CTGGGTCCCTTTT 0.373

+ 4 1146 NM_000098 NP_000089 P23786 CPT2_HUMAN ial matrix (By similarity). 0 GCGTATCCCCTGG 0.493

- 6 692 w.2_RNA|YIPF1_u NM_018982 NP_061855 Q9Y548 YIPF1_HUMAN lasmic (Potential). 2 AGAGATCTGGATT 0.403

+ 9 1226 cya.3_Missense_M NM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0 CCCGGGACATGC 0.602

- 46 5449 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 GCCTGTCCTTAAT 0.517



- 10 1619 p.G456R|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN EGF-like. 4 TGGTACCTTTCAG 0.537

- 2 544 se_Mutation_p.M1 NM_145243 NP_660286 Q96E52 OMA1_HUMAN 1 AAGAATCATCAAC 0.343

+ 4 517 au.2_Missense_M NM_178221 NP_835739 Q96DT6 ATG4C_HUMAN 1 CAGATGCTCTTGG 0.388

+ 3 472 plice_Site|ALG6_uc NM_013339 NP_037471 Q9Y672 ALG6_HUMAN 0 ACAATGGTATGAT 0.328

- 12 1991 73_uc001dgi.3_Mis NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCACTAGAATAAG 0.423

+ 10 1659 gq.2_Missense_Mu NM_001001933 NP_001001933 Q68G74 LHX8_HUMAN 3 TTGTAGCTCATTC 0.358

- 16 1331 _p.A354V|SLC44A5 NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN lasmic (Potential). 4 GATGTCGCCAAGA 0.393 rs148437935

+ 6 677 PHN2_uc001div.2_M NM_012302 NP_036434 O95490 LPHN2_HUMANPotential).|Olfactomedin-like 9 CTTCAGGCTGCA 0.418

- 4 3579 v.2_Intron|ZNF644_ NM_201269 NP_958357 Q9H582 ZN644_HUMAN 3 TTCAGCCCTTCTT 0.363

+ 12 1525 _p.P426S|CDC7_u NM_003503 NP_003494 O00311 CDC7_HUMANProtein kinase. 5 GAAGTTCCAGCAC 0.353

- 7 1302 _p.V237A|TGFBR3 NM_003243 NP_003234 Q03167 TGBR3_HUMANcellular (Potential). 3 CAGTTGACAGAC 0.353

- 5 786 sense_Mutation_p. NM_003567 NP_003558 O75815 BCAR3_HUMAN SH2. 3 CACCATCTCGCTG 0.483

+ 4 546 n_p.V110I|RTCD1_ NM_003729 NP_003720 O00442 RTC1_HUMAN 0 CCGTGTGTTCTCT 0.418

- 61 4838 G1519D|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 TGAGGACCCTACA 0.338

- 12 1938 dm.2_Missense_M NM_006608 NP_006599 Q9UMS5 PHTF1_HUMAN 1 GGAAAAGTCGATG 0.403

- 1 94 VTCN1_uc009whf. NM_024626 NP_078902 Q7Z7D3 VTCN1_HUMAN 0 AGAAGAGGATCTG 0.557

- 2 177 oxg.1_Missense_M NM_015836 NP_056651 Q9UGM6 SYWM_HUMAN 0 TAATTGCCCAGGT 0.453

+ 8 872 TGA10_uc009wiw.2 NM_003637 NP_003628 O75578 ITA10_HUMAN xtracellular (Potential). 8 CGACCCGAGGCT 0.502

- 7 786 _p.P215S|ARNT_u NM_001668 NP_001659 P27540 ARNT_HUMAN PAS 1. 9 CATCTGGGTGCAC 0.473

- 4 1150 mx.1_Missense_M NM_007185 NP_009116 Q5SZQ8 CELF3_HUMAN RRM 2. 2 ATGGTCCCGAAGG 0.617

- 4 687 EM4_uc001ezk.1_R NM_053055 NP_444283 Q5T1C6 THEM4_HUMAN 0 CAGCCATCATTGC 0.373

- 2 196 R2D_uc009wnz.2_ NM_006945 NP_008876 P22532 SPR2D_HUMANpeats of P-K-C-P-[EQ]- P-C 0 AGGTGGGCAGG 0.602

+ 23 2919 _p.P928S|UBAP2L NM_014847 NP_055662 Q14157 UBP2L_HUMAN 2 GGGTCCCGGGC 0.587

+ 5 593 _Mutation_p.V185 NM_080429 NP_536354 Q96PS8 AQP10_HUMAN lasmic (Potential). 1 AAGGGAGTCCCTG 0.617

- 8 2340 ffo.2_Missense_Mu NM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN 1 CGATGAGCAGCGG 0.632

+ 1 173 sense_Mutation_p. NM_018845 NP_061333 Q9BRV3 SWET1_HUMAN MtN3/slv 1. 0 TTCTCCGCCGGCC 0.637

- 23 8566 ASH1L_uc001fkt.2_ NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11 TATCTCGGTTAAT 0.502

- 10 6742 ASH1L_uc001fkt.2 NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 CAGAAAGGGGTTT 0.413

- 3 684 N4L_uc001fmc.2_M NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 GATTTCCTGGGCT 0.478

- 13 2176 rv.2_Missense_Mu NM_015327 NP_056142 Q9UPR3 SMG5_HUMAN 5 ACCTGCGCACACA 0.607

- 5 756 L3_uc009wsn.2_R NM_052939 NP_443171 Q96P31 FCRL3_HUMAN 2.|Extracellular (Potential). 4 TCCCTGGAGACTG 0.333

+ 2 886 p.3_Missense_Mu NM_002036 NP_002027 Q16570 DUFFY_HUMAN Name=5; (Potential). 2 TGTCTTGCCATCT 0.567

- 1 1219 NM_145167 NP_660150 Q9H3S5 PIGM_HUMAN ical; (Potential). 3 AAAATGGACGTAT 0.443

+ 2 478 NM_004983 NP_004974 Q92806 IRK9_HUMAN me=M1; (By similarity). 2 CCATCTGGTGGC 0.662

+ 9 1632 wc.1_Missense_M NM_020335 NP_065068 Q9ULK5 VANG2_HUMAN lasmic (Potential). 1 GCGGCTGGACCTA 0.547

- 4 369 _p.G103E|ITLN2_u NM_080878 NP_543154 Q8WWU7 ITLN2_HUMAN nogen C-terminal. 1 CACTTCCCACGCA 0.582

+ 4 1199 e_Mutation_p.V10 NM_152366 NP_689579 Q8NEP7 KLDC9_HUMAN Kelch 3. 0 CCACAGGTTTGCA 0.478

- 5 845 0pkz.1_Missense_M NM_000696 NP_000687 P49189 AL9A1_HUMAN 0 ACATCGGGATGCT 0.532

+ 2 139 .1_5'UTR|POGK_u NM_017542 NP_060012 Q9P215 POGK_HUMAN 1 GCCTACCCTCTCA 0.527

- 21 6084 NM_000130 NP_000121 P12259 FA5_HUMAN F5/8 type C 1. 6 TTGGCACCTTGGG 0.458

- 18 5836 NM_000130 NP_000121 P12259 FA5_HUMAN A 3.|Plastocyanin-like 6. 6 TGGCGTTTGCATC 0.403

+ 3 256 ense_Mutation_p.E NM_001002294 NP_001002294 P31513 FMO3_HUMAN 1 CAGAGGAGGGCA 0.408

+ 6 863 md.1_Missense_M NM_001460 NP_001451 Q99518 FMO2_HUMAN 1 TGCCACGAACAG 0.453 rs147029269

+ 18 2589 d.2_Missense_Mut NM_014283 NP_055098 Q9UBS9 OSPT_HUMAN 2 AGGCAGGACATAT 0.378

- 23 3170 wwe.2_Missense_M NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN cNMP. 2 GATAAACTATGCA 0.388

+ 9 1521 e_Mutation_p.Q614 NM_004841 NP_004832 Q9UJF2 NGAP_HUMAN Ras-GAP. 5 GGCAAGCAAGAC 0.463

+ 5 856 _p.A138S|CACNA1 NM_000721 NP_000712 Q15878 CAC1E_HUMAN Name=S5 of repeat I. 6 TTCTTTGCCATCC 0.458



- 1 742 gpk.2_Missense_M NM_021133 NP_066956 Q05823 RN5A_HUMAN ANK 5. 5 TCTGCCCCCATCT 0.517

- 6 795 _p.G149R|NMNAT2 NM_015039 NP_055854 Q9BZQ4 NMNA2_HUMAN 1 CCTTCCCCAAGAT 0.582

+ 5 918 se_Mutation_p.V15 NM_007212 NP_009143 Q99496 RING2_HUMAN 1 GAATTAGTATTCAG 0.383

+ 7 1460 e_Mutation_p.T377 NM_005807 NP_005798 Q92954 PRG4_HUMANX 8 AA repeats of K-X-P-X-P 1 CACCCACCACCAA 0.662

+ 6 871 _p.P514S|CFHR4_ NM_006684 NP_006675 Q92496 FHR4_HUMAN Sushi 5. 3 TCAGATCCATGTA 0.259

+ 1 172 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN 2 TATCCACTGTTGG 0.343

+ 8 2936 _p.P822L|CRB1_uc NM_201253 NP_957705 P82279 CRUM1_HUMANr (Potential).|EGF-like 14. 9 CGTGTCCTCACGG 0.527

+ 12 4241 se_Mutation_p.T12 NM_201253 NP_957705 P82279 CRUM1_HUMAN lasmic (Potential). 9 TTGTCACCTCCAA 0.527

- 23 3954 p.D1316N|KDM5B_ NM_006618 NP_006609 Q9UGL1 KDM5B_HUMAN 5 CTCGATCTTGCAC 0.473

- 5 2529 NM_001973 NP_001964 P28324 ELK4_HUMAN 0 GTAGGTCTGGGGA 0.453

- 4 754 xca.1_Missense_M NM_001122980 NP_001116452 Q8WWV6 FCAMR_HUMANcellular (Potential). 1 CCCATGGCCCGGA 0.597

- 5 753 n_p.P69S|IRF6_uc0 NM_006147 NP_006138 O14896 IRF6_HUMAN 2 GAAGGGGAAGG 0.498

+ 4 392 _p.S111N|TRAF5_u NM_004619 NP_004610 O00463 TRAF5_HUMAN 5 ATTGCAGCAATGC 0.373 rs143951452

- 13 2750 pty.1_Missense_M NM_005401 NP_005392 Q15678 PTN14_HUMAN 5 GTCTCTCCTTCAC 0.547

- 30 6398 NM_206933 NP_996816 O75445 USH2A_HUMAN tential).|Fibronectin type-III 26 CTGGCAGAGGGC 0.433

- 21 4796 kv.2_Missense_Mu NM_206933 NP_996816 O75445 USH2A_HUMANcellular (Potential). 26 GGCCTCAGTTGTG 0.383

- 33 3859 sense_Mutation_p NM_012414 NP_036546 Q9H2M9 RBGPR_HUMAN 1 ACCTTTGTGGCTG 0.443

- 2 1997 qh.2_Missense_Mu NM_002221 NP_002212 P27987 IP3KB_HUMAN 5 GCTTGTCCGGATC 0.607

+ 4 821 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 AATGTGGCAAAG 0.333 rs145397350

+ 4 938 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 TAACTAGCCATAA 0.363

+ 3 1124 hrd.2_Missense_M NM_053052 NP_444280 Q5SQN1 SNP47_HUMAN 1 CAAAGCCCAGGG 0.458

- 1 386 NM_003493 NP_003484 Q16695 H31T_HUMAN 0 ATACGGCGTGCCA 0.602

- 23 6543 b.1_RNA|LYST_uc NM_000081 NP_000072 Q99698 LYST_HUMAN 12 AAACTTCCAGTCA 0.418

+ 1 454 pxx.1_Missense_M NM_000254 NP_000245 Q99707 METH_HUMAN 3 TCGCAACCCGGTA 0.627

+ 1 421 2L13_uc001ids.2_In NM_001004686 NP_001004686 Q8NH16 OR2L2_HUMAN Name=3; (Potential). 3 CAGTTGCAGAAG 0.313

- 22 3273 9xjf.1_Missense_M NM_018027 NP_060497 Q9P2Q2 FRM4A_HUMAN Ser-rich. 3 ATCCTGGTGACCC 0.667

- 6 880 m.2_Missense_Mu NM_152724 NP_689937 Q15404 RSU1_HUMAN LRR 7. 1 AGAACGGTGAGG 0.468

- 40 6140 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 14. 19 ACGTTCGGTGAG 0.448

+ 3 364 NM_012228 NP_036360 Q9Y3D2 MSRB2_HUMAN 0 AAGGAAGCAGGA 0.433

+ 2 563 AA1217_uc010qcy NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 AGTCGTGGTTCAG 0.483

+ 11 2688 e_Mutation_p.G577 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 AAGTGGGAGAGG 0.517

+ 15 3560 AA1217_uc010qda NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CCTCCTCGTCGAA 0.557

- 4 730 vb.3_Missense_Mu NM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1 AGTCTGGAAAATA 0.453

- 23 2935 NM_004521 NP_004512 P33176 KINH_HUMAN 5 CCTCCGGTGTCAT 0.343

+ 9 1461 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3 TGGGGCCCACCC 0.498

- 1 2092 NM_002900 NP_002891 P10745 RET3_HUMAN mate tandem repeats.|3. 2 CACTGGTCTGCCC 0.667

- 3 174 NT_uc001jka.1_Mi NM_007057 NP_008988 O95229 ZWINT_HUMAN 0 TTCTGAGAGTCCT 0.542

- 4 733 FY2_uc001jod.1_M NM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1 CCAGAGGGGTCC 0.428

- 11 1372 orf27_uc009xqh.1_ NM_152710 NP_689923 Q96M53 SPATL_HUMAN 1 GAGCTTCTCCAAT 0.587

+ 8 837 M|HECTD2_uc001 NM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1 CATCTACGTATGT 0.323

- 1 2107 NR_002319 0 CTCAGGGTTGCT 0.522

- 5 827 vf.1_Missense_Mut NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN rotease (By similarity). 3 TTTCCTCATCCGT 0.483

+ 4 928 DPSL_uc001knz.2_ NM_138413 NP_612422 Q86XE5 HOGA1_HUMAN 0 AGCACCCGAATAT 0.587

+ 4 2362 e_Mutation_p.D10 NM_021830 NP_068602 Q96RR1 PEO1_HUMAN SF4 helicase. 1 AAAGAGGATGATG 0.502

- 1 777 001ktk.1_5'UTR|PO NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN 0 ATACCCCTGGGAT 0.512

+ 9 2007 q.1_Missense_Mu NM_006951 NP_008882 Q15542 TAF5_HUMAN WD 4. 2 AACTGTGTAAGGA 0.388

- 11 1605 ih.3_Missense_Mu NM_001329 NP_001320 P56545 CTBP2_HUMAN 0 GGTGCTCTCGATT 0.512



+ 13 1233 un.1_Missense_M NM_001380 NP_001371 Q14185 DOCK1_HUMAN 9 TTCCTGGAGATAT 0.413

- 1 684 n_p.P215S|FAM196 NM_001039762 NP_001034851 Q6ZSG2 F196A_HUMAN 2 ATGGAGGCCGAGT 0.637

+ 12 1158 _p.E304K|INPP5A_ NM_005539 NP_005530 Q14642 I5P1_HUMAN 1 CTCTTGGAGTTTG 0.488

+ 10 1418 e_Mutation_p.E414 NM_012305 NP_036437 O94973 AP2A2_HUMAN 0 TATCTGGAGACAG 0.617 rs11538724

+ 51 14906 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 AGCCGAGCACTAC 0.662

+ 51 14909 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 CGAGCACTACAGC 0.667

- 3 557 NM_001012709 NP_001012727 Q6L8H1 KRA54_HUMANA repeats of C-C-X-P. 0 GAGCCACAGCCC 0.672

- 7 1581 se_Mutation_p.T22 NM_018073 NP_060543 Q6AZZ1 TRI68_HUMAN B30.2/SPRY. 1 GGGAAAGTGAAG 0.552

+ 1 688 NM_001004755 NP_001004755 Q8NGJ5 O51L1_HUMAN lasmic (Potential). 1 CTGGATATTGCAT 0.408

+ 1 146 _uc001mam.1_Int NM_001004757 NP_001004757 Q8NH59 O51Q1_HUMAN lasmic (Potential). 1 TCCTCACTGTCAT 0.567

+ 18 2009 NTL_uc001mkt.2_ NM_001178 NP_001169 O00327 BMAL1_HUMAN 0 CCTCTTCTCCAGG 0.493

+ 6 946 p.A193V|BBOX1_u NM_003986 NP_003977 O75936 BODG_HUMAN 1 ATGTGGCTTACAC 0.418

- 25 3286 P5_uc001ndj.1_Mis NM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2 AGTTTCCCAGTAG 0.323

- 7 918 ylr.1_Missense_Mu NM_002804 NP_002795 P17980 PRS6A_HUMAN 4 CTGTGCGGCACA 0.587 rs139347167

+ 1 418 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMAN lasmic (Potential). 1 GTGTGTGCCCTG 0.478

+ 1 152 NM_001005274 NP_001005274 Q8NH70 O4A16_HUMAN lasmic (Potential). 3 GCAGCCCCTCCTT 0.413

+ 1 668 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMAN lasmic (Potential). 2 TTCTCTTTACCAT 0.393

- 1 893 NM_001004740 NP_001004740 Q8NGP8 OR5M1_HUMAN lasmic (Potential). 1 GCAAGGATTACAT 0.388

- 3 253 NM_006093 NP_006084 Q9Y2Y8 PRG3_HUMAN 0 AAGTCTCTCTCCT 0.547

- 11 1357 S329N|SLC43A3_u NM_014096 NP_054815 Q8NBI5 S43A3_HUMAN 1 TAGGTGCTGACTG 0.527

- 1 572 NM_001001954 NP_001001954 Q8NGI9 OR5A2_HUMANcellular (Potential). 0 GTATCAGAGCAGG 0.463

- 18 2224 MTA2_uc010rlx.1_M NM_004739 NP_004730 O94776 MTA2_HUMAN 2 GTAGGGCCCTGGC 0.567

- 10 1286 x.1_Missense_Mut NM_004739 NP_004730 O94776 MTA2_HUMAN SANT. 2 ACTATGCTGGCAA 0.547

- 14 1666 nse_Mutation_p.E4 NM_198334 NP_938148 Q14697 GANAB_HUMAN 5 ATGGTTCGTTCAT 0.527

- 4 772 L12_uc001nuh.2_3 NM_024099 NP_077004 Q9BQE6 CK048_HUMAN 0 TTCTAGGGTCCTG 0.423

+ 11 1897 179B_uc001nvd.3_ NM_006473 NP_006464 Q9Y6J9 TAF6L_HUMAN 3 AACTGCCCATGAT 0.697

- 2 447 NM_014067 NP_054786 Q9BQ69 MACD1_HUMAN 0 CCTCCCGCTGCTT 0.607 rs140541432

+ 2 223 nk|NUDT22_uc009 NM_032344 NP_115720 Q9BRQ3 NUD22_HUMAN 0 GCGGGGGCCTG 0.692

+ 10 1540 obz.2_Missense_M NM_006244 NP_006235 Q15173 2A5B_HUMAN 2 ATCCGGGGGCTG 0.597

- 5 840 1odr.1_Missense_ NM_001077241 NP_001070709 Q8N413 S2545_HUMAN Solcar 2. 0 GTGGGGGGCTCC 0.647

+ 7 1557 _p.H464Y|SIPA1_u NM_006747 NP_006738 Q96FS4 SIPA1_HUMAN Rap-GAP. 0 CGGGCACACACA 0.647

- 4 694 e_Mutation_p.G154 NM_005507 NP_005498 P23528 COF1_HUMAN 0 TGCCCCCCAGCT 0.597

- 6 777 EMP2_uc001oga.2 NM_016938 NP_058634 O95967 FBLN4_HUMAN alcium-binding (Potential). 1 AGGCCCCAGCTG 0.667

- 4 954 os.1_Missense_Mu NM_005438 NP_005429 P15407 FOSL1_HUMAN 0 GGGTCTCCGCTGC 0.612

- 29 6082 BN2_uc001ojc.1_5' NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 16. 4 TCTTCTCCTGCCA 0.632

- 1 1165 Flank|CABP4_uc00 NM_206997 NP_996880 Q8TDT2 GP152_HUMAN lasmic (Potential). 0 TGGGCTGTGGGA 0.637

- 3 266 C11orf51_uc001orv NM_014042 NP_054761 P60006 CK051_HUMAN 0 CACAGAGTCTCAG 0.507

- 2 504 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1 GTCCTGCAGTCCC 0.413

- 1 806 NM_001005285 NP_001005285 A6NND4 O2AT4_HUMAN cellular (Potential). 1 AGGTCAGCCCTG 0.522

- 1 262 ALM_uc001pbn.2_ NM_007166 NP_009097 Q13492 PICAL_HUMAN 2 ACCCCACCCGCTC 0.716

+ 11 1343 AD2_uc009yvy.2_ NM_005467 NP_005458 Q9Y3Q0 NALD2_HUMAN (Potential).|NAALADase. 2 AGCTGGGATGCAG 0.378

- 9 1243 2R1B_uc010rwj.1_M NM_002716 NP_002707 P30154 2AAB_HUMAN HEAT 10. 0 CCTCATCCTTTAA 0.343

+ 7 1260 2_Missense_Muta NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 TCCCGCCCAAGTG 0.672

- 5 1559 0rzi.1_Missense_M NM_012101 NP_036233 Q14134 TRI29_HUMAN 4 TCTTACCTTTGGG 0.572

- 1 731 NM_001005188 NP_001005188 Q8NH79 OR6X1_HUMAN Name=6; (Potential). 3 ACAACTGTCAGGT 0.448

+ 1 802 NM_001004464 NP_001004464 Q8NGN5 O10G8_HUMANcellular (Potential). 2 GCTGTGGATGGAG 0.527

+ 8 1965 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 AAGGTGTTCTTCC 0.423



- 1 91 NM_001142685 NP_001136157 A7KAX9 RHG32_HUMAN 5 CTTCCTCTTCACA 0.463

- 11 3516 n_p.V370I|SNX19_ NM_014758 NP_055573 Q92543 SNX19_HUMAN 4 AGGAGACACCCAT 0.537

- 23 4000 ie.1_Missense_Mu NM_001042603 NP_001036068 P29375 KDM5A_HUMAN PHD-type 2. 3 AAAGAGGGCAAAG 0.483

+ 19 5714 _p.T1489I|WNK1_ NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 TTTCTACCCCAGT 0.448

- 13 2163 qnw.2_Missense_M NM_001038 NP_001029 P37088 SCNNA_HUMANasmic (By similarity). 0 ggacaaggacagaga 0.214

+ 8 1453 .1_Missense_Muta NM_000616 NP_000607 P01730 CD4_HUMAN ical; (Potential). 0 GCTGGGGGGCGT 0.622

+ 9 1248 X5_uc001qsu.2_In NM_001131026 NP_001124498 P50542 PEX5_HUMAN 1 AGATTGGCGAAGG 0.582

- 16 3487 .3_Intron|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMAN lasmic (Potential). 8 TCAGCTGACTCAT 0.388

- 10 2497 _p.G790E|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 TCTTTTCCATTGC 0.522

- 6 1372 ran.1_Missense_M NM_030640 NP_085143 Q9BY84 DUS16_HUMAN -protein phosphatase. 0 GAGATCCCAGCTA 0.448

+ 2 151 NM_006205 NP_006196 Q13956 CNCG_HUMAN /Lys-rich (basic). 2 AAAGGCCCTCCC 0.483

+ 19 2493 e_Mutation_p.D792 NM_019012 NP_061885 Q9HAU0 PKHA5_HUMAN 3 GGTCCAGATTATA 0.333

- 22 2758 _p.P352L|IPO8_uc NM_006390 NP_006381 O15397 IPO8_HUMAN 3 ATTGAGGGAACAA 0.443

- 15 1839 _p.D46Y|IPO8_uc0 NM_006390 NP_006381 O15397 IPO8_HUMAN 3 CATCATCATTTTC 0.383

+ 26 2889 .1_Missense_Muta NM_152438 NP_689651 Q96FC9 DDX11_HUMAN 3 AGCCCGTGTGGA 0.597

- 11 2836 _p.S535F|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0 TTGGGGACTGAG 0.468

+ 2 241 rd.2_Translation_S NM_000289 NP_000280 P08237 K6PF_HUMAN 4 CCTCTGGTGGAGA 0.453

+ 13 1843 _p.C559Y|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 AGTCCTGCTGTAG 0.597

- 10 1120 NL3_uc001rut.1_5'F NM_175736 NP_783863 Q8IVF7 FMNL3_HUMAN GBD/FH3. 4 TGCATACCTGAAT 0.517

+ 5 425 ruy.2_Missense_M NM_003217 NP_003208 P55061 BI1_HUMAN ical; (Potential). 0 GAGTTGGCCTGGG 0.408

+ 22 3172 ryo.2_Missense_M NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN lasmic (Potential). 5 CTCTAAGCGAGAG 0.408

+ 2 1455 ch.1_Missense_Mu NM_032889 NP_116278 Q6N075 MFSD5_HUMAN ical; (Potential). 3 CTGCTGGCAGTGG 0.557

- 16 1685 cs.3_Missense_Mu NM_015665 NP_056480 Q9NRG9 AAAS_HUMAN 1 CTCCACCCCCAGC 0.612

- 9 1548 se_Mutation_p.Q22 NM_001098815 NP_001092285 A2RU30 K0748_HUMAN 2 GTGGCTGCTGGC 0.517

+ 1 841 NM_001005490 NP_001005490 A6NCV1 O6C74_HUMAN Name=7; (Potential). 1 GTTGCCCCCATGT 0.358

+ 7 934 _p.P117L|SLC39A5 NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN ical; (Potential). 2 GCCTCCCTTCTCC 0.642

+ 2 666 PH4_uc009zpj.2_5' NM_007224 NP_009155 O95158 NXPH4_HUMAN (linker domain). 0 AGTTCGGAGGAG 0.657

- 2 229 n_p.G23C|TSPAN8 NM_004616 NP_004607 P19075 TSN8_HUMAN ical; (Potential). 4 AGATACCACATAG 0.373

- 5 862 n.2_Nonsense_Mu NM_203394 NP_976328 Q96AV8 E2F7_HUMAN Potential. 3 CCATGCCAGCCAT 0.502

- 4 769 yn.2_Missense_Mu NM_203394 NP_976328 Q96AV8 E2F7_HUMAN Potential. 3 CCAAGACTGACAG 0.473

- 3 479 tdo.3_Missense_M NM_003297 NP_003288 P13056 NR2C1_HUMAN ction with KAT2B (By simila 1 CTGCATCTGGAG 0.433

+ 10 1574 _p.P323L|NEDD1_ NM_152905 NP_690869 Q8NHV4 NEDD1_HUMAN 0 TCTCACCTATCAG 0.373

+ 27 3425 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 TTCTTCCTTTAGG 0.418

+ 8 928 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN r (Potential).|EGF-like 4. 14 TGCCACCCTCATG 0.507

+ 3 314 Mutation_p.R70K|L NM_003299 NP_003290 P14625 ENPL_HUMAN 3 AACTTAGAGAGAA 0.353

- 14 1952 g.1_Missense_Mut NM_018984 NP_061857 Q8WYL5 SSH1_HUMAN 4 CTCTTGCTGTTGT 0.567

+ 17 2558 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6 ACGCCTCCGTGTC 0.721

- 11 1499 1tts.2_Missense_M NM_001109662 NP_001103132 2 GGGTGGCAAGAG 0.403

- 20 2561 DDX54_uc001tuq.3 NM_024072 NP_076977 Q8TDD1 DDX54_HUMAN 3 GCCACCACGCTG 0.701

- 4 417 wy.3_Missense_M NM_016281 NP_057365 Q9H2K8 TAOK3_HUMANProtein kinase. 6 TTTGTAGCCTGTG 0.348

+ 28 4796 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 CAGGAGCACATG 0.542

+ 40 7387 .P2450L|EP400_uc NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 TGAATCCCTTTCA 0.388

- 3 317 ice_Site_p.S78_sp NM_001161344 NP_001154816 Q96EP1 CHFR_HUMAN 1 TACTCACCTGGTA 0.468

+ 4 783 _p.R162K|ZMYM2_ NM_003453 NP_003444 Q9UBW7 ZMYM2_HUMAN 6 TTTCAAGAAGTAA 0.383

- 10 4401 R1124K|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 AAGGCTCTAAAAG 0.373

- 15 3956 _uc010aae.2_Splic NM_018451 NP_060921 Q9HC77 CENPJ_HUMAN 2 TTTGTACCTATTT 0.398

- 1 1301 _p.P282S|FAM123A NM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4 GCCCGGGGACAT 0.577



+ 2 461 n_p.P72L|NUPL1_ NM_014089 NP_054808 Q9BVL2 NUPL1_HUMAN AA repeats of F-G. 0 CTAAACCTGCCAC 0.453

- 30 4148 q.2_Missense_Mu NM_002019 NP_002010 P17948 VGFR1_HUMAN lasmic (Potential). 24 GGCCTGCTGACAT 0.473

+ 6 3060 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMANng distal tip of microtubules. 0 AGGCCCGTGAGG 0.632

+ 14 1206 ba.2_Missense_M NM_130806 NP_570718 Q8WXD0 RXFP2_HUMANcellular (Potential). 0 AAGAATCTTTCTC 0.358

+ 6 1073 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 GTAATAGACAGTT 0.313

+ 26 3659 RY_uc010tdw.1_RN NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 GCCCTAGAGCGG 0.383

+ 11 4524 NM_000059 NP_000050 P51587 BRCA2_HUMAN BRCA2 3. 64 GCAAGTGGGAAA 0.289

- 5 641 RD13_uc001uux.2_ NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN 4 CCTCCCGGTGAC 0.577

- 5 1328 vo.2_Missense_Mu NM_001142296 NP_001135768 Q8N0X7 SPG20_HUMAN 0 CTAGTTCTTCCAG 0.408

+ 17 2064 n_p.V645I|LRCH1_ NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN CH. 2 GATGGTGTCGTCC 0.512

- 1 484 TR2A_uc010acr.2_ NM_000621 NP_000612 P28223 5HT2A_HUMAN ame=2; (By similarity). 6 GCTATGGCAAGTG 0.453

+ 8 1164 se_Mutation_p.R27 NM_052950 NP_443182 Q96P53 WDFY2_HUMAN WD 6. 0 TGGAGAGGCAGG 0.547

- 18 3954 p.G1201E|ATP7B_ NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 CCATCCCCCACCA 0.597

+ 4 4151 p.D1086N|PCDH17 NM_001040429 NP_001035519 O14917 PCD17_HUMAN lasmic (Potential). 7 CCAAGAGACCCTC 0.532

- 2 971 _p.P183L|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 TTCTGAGGGGTGT 0.483

+ 4 391 _p.R74K|SCEL_uc NM_144777 NP_659001 O95171 SCEL_HUMAN 5 TGGACAGGTGGG 0.408

- 14 1599 OCK9_uc010tis.1_ NM_015296 NP_056111 Q9BZ29 DOCK9_HUMAN 1 CTTTGGCATGCCT 0.438

- 43 3990 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 GCATGCCCTGGA 0.413

- 6 854 vsf.2_Missense_M NM_006322 NP_006313 Q96CW5 GCP3_HUMAN 1 CACTGGGGACAC 0.493

- 10 972 p.G249S|RASA3_u NM_007368 NP_031394 Q14644 RASA3_HUMAN 4 GGGAGCCCAGGT 0.582

- 3 384 _p.V53I|RASA3_uc NM_007368 NP_031394 Q14644 RASA3_HUMAN C2 1. 4 GGAAAACGTCTCT 0.448

- 1 260 04P_uc001vwb.3_R NM_001145442 NP_001138914 A6NI47 POTEM_HUMAN 0 ACCAGGGGAAGCA 0.592

- 4 1298 _Missense_Mutatio NM_012244 NP_036376 Q9UHI5 LAT2_HUMAN ical; (Potential). 1 CCAGCTGTGAAGA 0.527

- 33 4927 NM_002471 NP_002462 P13533 MYH6_HUMAN Potential. 4 TCCTTCCATCTTC 0.607

+ 4 1045 SSK4_uc001wnf.2_ NM_174944 NP_777604 Q6SA08 TSSK4_HUMANProtein kinase. 0 TCCTGGGTGCTCA 0.542

+ 5 447 n_p.C52Y|G2E3_u NM_017769 NP_060239 Q7L622 G2E3_HUMAN PHD-type 1. 3 CCCGATGTAAACG 0.353

- 9 1243 KL1_uc001wxz.2_In NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 ctataataggatgaggtt 0

+ 9 1212 p.G324D|ATL1_uc NM_015915 NP_056999 Q8WXF7 ATLA1_HUMAN Cytoplasmic. 4 CCGGGGTCTGG 0.368

+ 5 985 wzt.3_Nonsense_MNM_001099652 NP_001093122 Q8N3F9 G137C_HUMAN lasmic (Potential). 0 TTAAACCAGAATT 0.363

+ 2 678 se_Mutation_p.T22 NM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0 TCCCCACCACAAT 0.507

- 7 600 xbn.1_Nonsense_M NM_007086 NP_009017 O75717 WDHD1_HUMAN 1 CAGTGGCCAACTA 0.333

- 1 539 NM_030791 NP_110418 Q9BX95 SGPP1_HUMAN ical; (Potential). 1 GAAGGGGAAGAA 0.622

+ 35 5298 gl.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN ic (Potential).|Potential. 14 GTCCATGAACAAA 0.284

+ 8 1171 HG3_uc001xhp.2_ NM_015549 NP_056364 A1L390 PKHG3_HUMAN PH. 1 CCTACGGGGAGC 0.577

- 19 4301 p.R1416Q|SPTB_u NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 11. 11 AACATCCGATTGA 0.522

+ 5 548 NM_020715 NP_065766 Q9ULM0 PKHH1_HUMAN Potential. 0 TGGGTGACACTCA 0.532

- 2 2073 se_Mutation_p.A44 NM_183002 NP_892114 P57103 NAC3_HUMAN |Cytoplasmic (Potential). 7 GCATTGGCAGAAC 0.522

- 6 2043 _p.R53Q|ZFYVE1_ NM_021260 NP_067083 Q9HBF4 ZFYV1_HUMAN 1 TACACTCGGTTGT 0.517 rs143773668

- 24 3934 NM_000428 NP_000419 Q14767 LTBP2_HUMAN 12; calcium-binding (Poten 2 GCTCCTCCCCCAT 0.642

- 4 1407 NM_000428 NP_000419 Q14767 LTBP2_HUMAN 2 CTTACCCCAGGGG 0.617

- 12 1941 _p.T318I|KIAA0317 NM_001039479 NP_001034568 O15033 K0317_HUMAN 5 TTCCGAGTGGCTT 0.403

+ 5 299 se_Mutation_p.Q89 NM_001102564 NP_001096034 Q96FT9 IFT43_HUMAN 0 AGACCACAGAGCC 0.453

+ 9 1297 se_Mutation_p.A3 NM_020421 NP_065154 Q86TW2 ADCK1_HUMANProtein kinase. 3 GTCACTGCCACTG 0.617

+ 15 3276 n_p.R297C|NRXN3 NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANcellular (Potential). 10 AAGAATCGCTCTA 0.418

- 4 368 14orf143_uc001xxw NM_145231 NP_660274 Q9BUY7 EFC11_HUMAN EF-hand 2. 0 TTACTTCGTTCCG 0.333

+ 11 1693 nse_Mutation_p.R3 NM_001102366 NP_001095836 Q7Z3D6 CN159_HUMAN 3 GGAACCGGGGG 0.363

- 9 873 NM_024764 NP_079040 Q9H7T0 CTSRB_HUMAN ical; (Potential). 5 TATCCACCAATGA 0.343



+ 3 215 0twm.1_Splice_Sit NM_153646 NP_705932 Q8NFF2 NCKX4_HUMAN 3 CTTCCAGCGATTC 0.532

- 1 35 R7_uc001ybn.3_5'U NM_032490 NP_115879 Q9BXV9 CN142_HUMAN 0 CGCCACCCGGAG 0.632

+ 17 4000 NM_001376 NP_001367 Q14204 DYHC1_HUMANm (By similarity). 10 TTCAGGCTCTCAC 0.502

+ 68 12558 NM_001376 NP_001367 Q14204 DYHC1_HUMANA 6 (By similarity). 10 ATCAACCCCAAGG 0.597

+ 3 378 e.2_Missense_Mut NM_152328 NP_689541 Q8N142 PURA1_HUMAN 2 AACGGGGTGGTC 0.488

- 7 12965 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 AGGTCACCCTCCA 0.612

- 7 9176 px.2_Missense_Mu NM_138420 NP_612429 Q8IVF2 AHNK2_HUMAN 1 AGGTCCCCCTGCA 0.647

+ 5 1451 1_uc010axg.1_Intr NM_033271 NP_150374 Q96KE9 BTBD6_HUMAN 0 AGGAGGGGATGA 0.612

- 3 2346 uck.1_Missense_M NM_007223 NP_009154 Q14439 GP176_HUMAN lasmic (Potential). 6 TGCCTACCTTGGG 0.527

- 5 427 zkr.2_3'UTR|uc001 NM_003134 NP_003125 P37108 SRP14_HUMAN Ala/Thr-rich. 0 ttgctgctgcggcaggtg 0.234

- 22 3290 zoc.2_Missense_M NM_015540 NP_056355 Q9BWH6 RPAP1_HUMAN Leu-rich. 1 AGTTGCGGATGCT 0.642

+ 30 4496 APKBP1_uc010udb NM_001128608 NP_001122080 O60336 MABP1_HUMAN 10 CCAGGGGCAGCC 0.622

- 3 1316 A389V|ZSCAN29_u NM_152455 NP_689668 Q8IWY8 ZSC29_HUMAN 1 GGGGTCGCCTCT 0.552

+ 13 1608 _p.P467L|PDIA3_u NM_005313 NP_005304 P30101 PDIA3_HUMAN 2 CAAACCCCCCTG 0.383

+ 1 210 C4_uc001ztd.1_5'F NM_016400 NP_057484 Q9NX55 HYPK_HUMAN 0 CGACCGAGGGG 0.657

+ 14 1842 e_Mutation_p.T499 NM_017434 NP_059130 Q9NRD9 DUOX1_HUMAN roxidase activity.|Extracellu 8 TCAGCACCATCGT 0.607

- 26 3775_3776 'Flank|MYO5A_uc0 NM_000259 NP_000250 Q9Y4I1 MYO5A_HUMAN Potential. 4 CTTGCGGTCCAG 0.569

+ 13 3198 w.2_Missense_Mu NM_032866 NP_116255 Q0VF96 CGNL1_HUMAN Potential. 11 AGCAGACGCTGAA 0.547

- 3 1456 M10_uc010ugz.1_ NR_002927 0 TTGTCACCCGCTC 0.468

- 8 1130 NM_004998 NP_004989 Q12965 MYO1E_HUMANyosin head-like. 3 AACTCCCGCCTGT 0.527 rs143368771

+ 19 2620 NM_015059 NP_055874 Q9Y4G6 TLN2_HUMAN Ala-rich. 11 CGCATGGTGGAAG 0.448

+ 10 1862 _p.D235N|THSD4_ NM_024817 NP_079093 Q6ZMP0 THSD4_HUMAN 2 CATCCAGACAGA 0.587

- 6 1306 se_Mutation_p.S13 NM_000499 NP_000490 P04798 CP1A1_HUMAN 5 TTCAAACTTGTGT 0.517

- 5 1558 HRNA3_uc002beb. NM_000743 NP_000734 P32297 ACHA3_HUMAN lasmic (Potential). 4 CATTTTGTGCTTT 0.368

+ 22 3141 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 GAGGACGCTCTG 0.532

- 11 2352 bnr.3_Splice_Site_ NM_002693 NP_002684 P54098 DPOG1_HUMAN 2 CCCTCACCGTTTG 0.617

+ 10 1038 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8 AATATCGACCTGG 0.473

+ 9 1388 bqd.2_Missense_M NM_018671 NP_061141 Q9H3U1 UN45A_HUMAN 2 TGGAAGTGGGGG 0.507

+ 2 373 p.G108D|IGF1R_u NM_000875 NP_000866 P08069 IGF1R_HUMAN 8 TCCGCGGCTGGA 0.552

- 2 643 gq.1_Missense_Mu NM_003502 NP_003493 O15169 AXIN1_HUMAN RGS. 2 GGGACACGATGC 0.537

- 1 9 se_Mutation_p.A2V NM_172168 NP_751908 Q8NFA2 NOXO1_HUMAN PX. 0 GGGCCTGCCATG 0.617

- 15 6879 t.1_Missense_Mut NM_001009944 NP_001009944 P98161 PKD1_HUMAN ular (Potential).|REJ. 3 CCACAGGCAGCG 0.706

- 4 805 e_Mutation_p.E47 NM_001103175 NP_001096645 A1A5D9 BICR2_HUMAN Potential. 0 TCACCTCCAGGCT 0.657

+ 7 1538 ua.2_Missense_M NM_001042428 NP_001035893 O95201 ZN205_HUMAN C2H2-type 6. 0 ACAACCGCACAC 0.657

- 2 2169 NM_001116 NP_001107 O60503 ADCY9_HUMAN lasmic (Potential). 6 CCATTTCGTACCG 0.532

+ 3 1023 IP2_uc010uyp.1_I NM_024997 NP_079273 Q5U623 MCAF2_HUMAN 0 AGTGCAGACTCAA 0.328

- 1 199 rf75_uc002daq.1_ NM_005425 NP_005416 Q05952 STP2_HUMAN 0 CTGGCCGGGCTC 0.627

- 42 7308 bwa.2_Splice_Site_ NM_015092 NP_055907 Q96Q15 SMG1_HUMAN 16 CACATACCTGCGT 0.463

- 6 651 GA2_uc010bxo.1_R NM_015044 NP_055859 Q9UJY4 GGA2_HUMAN GAT. 2 ACCTTGGACTTTT 0.458

- 8 2967 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN on with RAD51 and BRCA2 11 CTGGAACTATCTG 0.343

+ 6 2880 p.W669*|TNRC6A_ NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN ction with EIF2C1 and EIF2 2 GGGATGGGGAGA 0.433

+ 2 587 NM_152288 NP_689501 Q9BRQ5 ORAI3_HUMAN 0 TGTGAGCAACATC 0.607

- 44 6726 CNOT1_uc002ent.2 NM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6 TGAATGGGTCGGG 0.388

- 42 6421 p.S2038F|CNOT1_ NM_016284 NP_057368 A5YKK6 CNOT1_HUMAN 6 CGATGGGAAATCA 0.443

+ 5 1125 _p.G84R|ZFP90_uc NM_133458 NP_597715 Q8TF47 ZFP90_HUMAN 1 CACTGGGGAGAA 0.453

- 2 746 G8_uc002ewy.2_3' NM_022341 NP_071736 Q9HBH1 DEFM_HUMAN 0 CATTCACCTTCAT 0.498

+ 16 2617 X38_uc010vmp.1_In NM_014003 NP_054722 Q92620 PRP16_HUMAN 1 ATTGAGGTGCGTG 0.577



+ 8 1566 nw.1_Missense_M NM_178452 NP_848547 Q8NEP3 DAAF1_HUMAN Pro-rich. 0 GAGATCAAGAGCC 0.612

+ 6 980 0voj.1_Missense_M NM_014732 NP_055547 O60268 K0513_HUMAN 1 CTGAAGGGGCCC 0.657

+ 3 494 NE7_uc002fnq.2_In NM_014427 NP_055242 Q9UBL6 CPNE7_HUMAN 0 CCAGCCCAAAAGT 0.527

- 8 996 p.V303M|SLC43A2 NM_152346 NP_689559 Q8N370 LAT4_HUMAN 0 ACTTCACCTCCAG 0.687

- 2 790 NM_020310 NP_064706 Q99583 MNT_HUMAN 1 CTCCAGGGTGTGG 0.642

+ 1 716 3_Intron|ITGAE_uc NM_031965 NP_114171 Q8TF76 HASP_HUMAN 0 GAGGAGCCAAGG 0.617

- 12 1642 _p.T535I|ANKFY1_ NM_016376 NP_057460 Q9P2R3 ANFY1_HUMAN 3 AAGCTGGTCAGG 0.612

- 24 3313 02fya.3_Missense_ NM_014520 NP_055335 Q9BQG0 MBB1A_HUMAN 2 AGGGAGGACAGTG 0.647

+ 23 4099 NM_000937 NP_000928 P24928 RPB1_HUMAN 1 TGCATCGAGTCC 0.572

+ 2 550 ja.2_5'Flank|CYB5 NM_144607 NP_653208 Q6P9G0 CB5D1_HUMAN me b5 heme-binding. 1 TTCAAGGGAACCT 0.572

- 6 1177 M16_uc002gow.2_5 NM_006470 NP_006461 O95361 TRI16_HUMAN 3 GACACCGACACCT 0.512

- 28 4030 COR1_uc010vwb.1 NM_006311 NP_006302 O75376 NCOR1_HUMANraction with ETO. 5 ATACAGGAGACTC 0.348

+ 2 487 NM_018019 NP_060489 Q9NWA0 MED9_HUMAN 0 AAATCCCCAAGGA 0.562

- 11 1392 OP3A_uc002gsw.1 NM_004618 NP_004609 Q13472 TOP3A_HUMAN 3 CCCCAGCGTGGAT 0.547

- 3 382 0cqw.1_Missense_ NM_007202 NP_009133 O43572 AKA10_HUMAN 1 GAAAAGGAGTCCA 0.453

+ 7 1127 p.A313T|CCDC55_ NM_032141 NP_115517 Q9H0G5 NSRP1_HUMAN 0 CAAGGGCGAGGG 0.323

- 1 922 NM_152462 NP_689675 Q8N808 AMAC1_HUMAN DUF6 2. 0 AGGGCAGGGTGG 0.577

+ 4 749 2_5'Flank|MRM1_u NM_024308 NP_077284 Q6UWP2 DHR11_HUMAN 0 ACAGAGGGACTGA 0.642

+ 4 1033 ATF_uc002hnj.2_RN NM_012138 NP_036270 Q9NY61 AATF_HUMAN 0 TTTTCCCATTGTT 0.423

+ 6 507 7I|TBC1D3_uc002 NM_032258 NP_115634 Q8IZP1 TBC3A_HUMANRab-GAP TBC. 0 TGAACACTGAGGA 0.557 rs143321126

- 17 3990 e_Mutation_p.P108 NM_004774 NP_004765 Q15648 MED1_HUMAN Interaction with TP53. 8 ATGGGGGAGTTTT 0.478

- 17 3907 e_Mutation_p.S106 NM_004774 NP_004765 Q15648 MED1_HUMAN Ser-rich. 8 ATATGAGAACCAC 0.502

- 21 2708 NM_001067 NP_001058 P11388 TOP2A_HUMAN 7 TTGCAGGACCACC 0.423

- 4 963 NM_019016 NP_061889 Q2M2I5 K1C24_HUMANRod.|Linker 12. 0 AGCATTCATTTCT 0.507

- 25 3014 p.D1005N|ACLY_u NM_001096 NP_001087 P53396 ACLY_HUMAN 3 CACTGTCAAAGG 0.498

+ 5 485 iky.2_Missense_M NM_004287 NP_004278 O14653 GOSR2_HUMAN lasmic (Potential). 2 GGCATGGATGACC 0.502

- 22 3075 td.2_Missense_Mu NM_001130528 NP_001124000 O60271 JIP4_HUMAN 5 CCAAGTCTTGTTC 0.388

- 6 776 NM_012329 NP_036461 Q15546 PAQRB_HUMAN ical; (Potential). 0 GCTGGAGAGAATC 0.333

- 1 318 NM_003916 NP_003907 0 cgatagtgggacatacc 0.249

+ 4 323 ense_Mutation_p.D NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN WD 1. 5 TTAAATGGTATGG 0.348

+ 5 430 ice_Site_p.P107_s NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 ATCCCTGTAAGTA 0.333

- 27 6088 NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 TCATCTCCTGTGT 0.408

+ 8 1158 AF7_uc010wpn.1_ NM_005828 NP_005819 P61962 DCAF7_HUMAN 1 CTGAAGGAGAGA 0.547

+ 10 1270 0wrg.1_Intron|TMEM NM_017728 NP_060198 Q8NE00 TM104_HUMAN ical; (Potential). 0 AACTTCCCCATCA 0.622

- 18 3922 jrl.3_Missense_Mu NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 CACTCCGGCATGC 0.632

- 10 971 xs.2_Missense_Mu NM_014740 NP_055555 P38919 IF4A3_HUMAN case C-terminal. 1 AGTTGGCTTCCC 0.512

+ 9 1237 2jyd.1_Missense_M NM_173626 NP_775897 Q86WA9 S2611_HUMAN ical; (Potential). 0 GCATTGCGGTGG 0.632

- 5 458 _p.P137L|C17orf62 NM_001100407 NP_001093877 Q9BQA9 CQ062_HUMAN 0 GTGAGGGGGTGG 0.622

+ 4 496 wvr.1_Missense_M NM_024619 NP_078895 Q9HA64 KT3K_HUMAN 0 TGGTGACGTGCTG 0.547 rs139863997

+ 4 1051 NM_032048 NP_114437 Q9BXX0 EMIL2_HUMAN Potential. 3 CAGCTCCAGGAAG 0.512

- 23 3384 wzj.1_Missense_Mu NM_005559 NP_005550 P25391 LAMA1_HUMAN inin EGF-like 13. 21 CCCGACGTCCCC 0.582

+ 6 1110 p.G323D|KIAA080 NM_015210 NP_056025 Q9Y4B5 CC165_HUMAN Potential. 0 GAGAGGGTGCAA 0.632

+ 2 1161 XNDC2_uc002koh.3 NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P- 2 GAGAGTGATATCC 0.557

- 9 1492 PPE1_uc002kqk.2 NM_023075 NP_075563 Q53F39 MPPE1_HUMAN 0 GCCTCCCGTGAAA 0.502 rs145870573

- 17 2374 B6_uc002kqy.2_3' NM_006796 NP_006787 Q9Y4W6 AFG32_HUMAN 0 TAGGTAGATTTTT 0.423

- 9 1228 _p.P310L|ABHD3_ NM_138340 NP_612213 Q8WU67 ABHD3_HUMAN 1 ACATTAGGATTTT 0.378

+ 4 1462 BYR_uc002kva.2_M NM_012189 NP_036321 O75952 CABYR_HUMAN 0 AGTCTGGGGAAA 0.488



- 11 1021 2kvf.3_Missense_M NM_080597 NP_542164 Q9BXW6 OSBL1_HUMAN PH. 4 TCAGGTGTTTGCA 0.363

+ 1 797 AF4B_uc002kvt.3_ NM_005640 NP_005631 Q92750 TAF4B_HUMAN 3 CCACGACAATCCA 0.577

+ 10 1558 NM_001942 NP_001933 Q02413 DSG1_HUMAN r (Potential).|Cadherin 4. 7 AAGTTACCAAGGA 0.338

+ 15 2249 G3_uc002kwt.2_5'U NM_001944 NP_001935 P32926 DSG3_HUMAN lasmic (Potential). 9 GCGGTGGAAGGC 0.443

+ 11 1311 NM_005925 NP_005916 Q16820 MEP1B_HUMANular (Potential).|MAM. 2 ATCAATCTTTCGG 0.438

- 15 1790 rf34_uc010dmf.1_I NM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN 1 GAAGCACCATTCC 0.318

- 4 1342 2_Intron|ZNF397O NM_001112734 NP_001106205 Q86W11 ZSC30_HUMAN C2H2-type 3. 0 TGATGAGCTCTGA 0.468

+ 9 866 LP2_uc010xch.1_M NM_018255 NP_060725 Q6IA86 ELP2_HUMAN WD 6. 4 AACTGGGTAAATG 0.398

+ 3 1209 dr.1_Missense_Mut NM_005215 NP_005206 P43146 DCC_HUMAN Potential).|Ig-like C2-type 2. 17 GACATTGGAATTT 0.498

- 11 1397 p.R389Q|NARS_uc NM_004539 NP_004530 O43776 SYNC_HUMAN 0 TTCATCCGTTTGA 0.323

+ 8 1442 if.2_Missense_Mu NM_031891 NP_114097 Q9HBT6 CAD20_HUMAN |Extracellular (Potential). 5 TTGGAAGTGTTCC 0.413

- 3 593 nse_Mutation_p.P1 NM_021153 NP_066976 Q9H159 CAD19_HUMAN |Extracellular (Potential). 2 TCATAAGGTTCAT 0.363

+ 5 983 _p.V254I|CCDC10 NM_001093729 NP_001087198 Q68D86 C102B_HUMAN 3 AATGAAGTAACTG 0.378

+ 1 1564 dqu.1_Nonsense_M NM_017757 NP_060227 Q9C0G0 ZN407_HUMAN 2 AGGGCCAGGGG 0.577

- 8 1109 p.G164D|MBP_uc0 NM_001025101 NP_001020272 P02686 MBP_HUMAN 1 AGCGTGCCCTGG 0.552

+ 14 1948 R413C|HMHA1_uc NM_012292 NP_036424 Q92619 HMHA1_HUMAN 1 GTCATGCGTGCCC 0.647

- 6 829 .2_RNA|ATP8B3_u NM_138813 NP_620168 O60423 AT8B3_HUMAN lasmic (Potential). 0 GTCCCGGGTGG 0.657

+ 4 1228 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 TTTATCCCCAGTC 0.463

+ 4 1395 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMANC2H2-type 10. 1 AATTGGCCCATAT 0.453

+ 1 338 CLN_uc002lxh.1_R NM_020170 NP_064555 Q969V3 NCLN_HUMANmenal (Potential). 0 CCCTACGGTGCG 0.756

- 2 282 lye.1_Missense_M NM_001060 NP_001051 P21731 TA2R_HUMAN cellular (Potential). 0 ATCAGCCGTCTC 0.697

- 2 240 RD37_uc002lzf.1_5 NM_001961 NP_001952 P13639 EF2_HUMAN 0 GTGTCTCCCCGGC 0.632

+ 13 2433 NM_005483 NP_005474 Q13111 CAF1A_HUMAN Binds to p60. 2 CCTCCACCACCTA 0.647

+ 1 1647 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN 0 TGCTCTACCTGCT 0.652

+ 8 1180 _p.S239N|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2 AATGCAGTGACTG 0.438

- 4 658_659 q.2_Missense_Mut NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |5.|7 X approximate tandem 1 CAGCCGGGTCAG 0.564 rs141131967

+ 3 395 2_uc002mix.1_Spl NM_003083 NP_003074 Q13487 SNPC2_HUMAN 0 TCGCAGGTACCGC 0.363

- 33 4279 NM_032447 NP_115823 Q75N90 FBN3_HUMAN e 22; calcium-binding. 11 GGTTCTCACAGCT 0.617

- 1 2462 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 CCTGTGGTAATAG 0.473

- 2 80 mou.1_Missense_M NM_030760 NP_110387 Q9H228 S1PR5_HUMANellular (By similarity). 2 GCGCCGGCCGC 0.716

+ 5 805 nse_Mutation_p.T2 NM_001005361 NP_001005361 P50570 DYN2_HUMAN 6 AGGGCACCGACG 0.567

+ 4 1932 e_Mutation_p.S62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 CTTCAGTTGTGCC 0.483

+ 4 1934 e_Mutation_p.C62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 TCAGTTGTGCCTC 0.483

- 4 1148 799_uc002mts.3_I NM_001080821 NP_001074290 Q96GE5 ZN799_HUMAN 6 CCATCTCTCGTGT 0.413

+ 4 1289 yu.1_Missense_Mu NM_153358 NP_699189 Q3KP31 ZN791_HUMANC2H2-type 10. 2 ATGAAAGGACTCA 0.378

+ 5 532 02mvf.1_Missense_ NM_006397 NP_006388 O75792 RNH2A_HUMAN 3 AGTTTTCCCGGGA 0.537

- 6 1128 xmr.1_Missense_M NM_001375 NP_001366 O00115 DNS2A_HUMAN 0 GCTGGGCACACA 0.597

+ 3 210 n_p.W29*|CD97_u NM_078481 NP_510966 P48960 CD97_HUMAN r (Potential).|EGF-like 1. 4 CCGGTGGTGCCC 0.597

- 19 2687 MR2_uc002mzr.1_M NM_013447 NP_038475 Q9UHX3 EMR2_HUMAN Name=6; (Potential). 4 CACCACGTGCAGC 0.552

- 12 1603 _Missense_Mutatio NM_013447 NP_038475 Q9UHX3 EMR2_HUMAN cellular (Potential). 4 GCATCACTGCCTG 0.502

- 3 1963 D26_uc002nee.2_In NM_004831 NP_004822 O95402 MED26_HUMAN 2 GTGTGTCCTGACA 0.617

+ 9 1440 _p.E438K|GTPBP3 NM_032620 NP_116009 Q969Y2 GTPB3_HUMAN 1 CGGCAGAGGCG 0.657

+ 3 320 129C_uc010xps.1_ NM_173544 NP_775815 Q86XR2 NIBL2_HUMAN 0 TCCTGCCTTGCTA 0.622

+ 16 2574 _p.E756K|UPF1_u NM_002911 NP_002902 Q92900 RENT1_HUMAN 2 CAAGAGGAGATTG 0.582

+ 10 1018 3_5'Flank|KIAA089 NM_015329 NP_056144 Q9Y6X3 SCC4_HUMAN 0 TGCTGGACTGCA 0.637

+ 8 2367 mw.3_Missense_Mu NM_153221 NP_694953 Q8IUL8 CILP2_HUMAN 1 TGGTCACGCTGG 0.701

+ 4 1601 NM_031218 NP_112495 P35789 ZNF93_HUMANC2H2-type 13. 1 CCCTTACTAAACA 0.358



+ 4 1708 NM_031218 NP_112495 P35789 ZNF93_HUMAN 1 CATACTAGAGAGA 0.358

- 4 1673 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TTATGTCTAGTAA 0.408 rs151059862

- 4 1447 _p.K353E|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN 6 GTTTCTTTCCAGT 0.343

+ 4 1693 429_uc010ecu.1_I NM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2 CTTTTATCCTGTC 0.378

+ 4 1696 429_uc010ecu.1_I NM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2 TTATCCTGTCCTC 0.378

- 5 1579 qh.2_Missense_M NM_173531 NP_775802 Q8IYN0 ZN100_HUMANC2H2-type 11. 0 ACATTCGTCACAT 0.408

- 5 1789 208_uc002nqo.1_I NM_007153 NP_009084 7 ACCTTAATAAAGG 0.398

- 4 762 1_Intron|ZNF208_ NM_007153 NP_009084 7 CACCTTCTTCACA 0.363

+ 4 1578 ecy.2_Missense_Mu NM_033468 NP_258429 Q9Y2Q1 ZN257_HUMANC2H2-type 11. 0 TTAACCAGTCTTC 0.408

- 3 1913 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TTGTAGGGTTTCT 0.418

- 7 2699 NM_001080409 NP_001073878 2 GTCGAGAAATTG 0.353 rs55891931

- 4 1027 rj.1_Missense_Mu NM_003430 NP_003421 Q05481 ZNF91_HUMAN C2H2-type 6. 0 GAAGAATGGCTAA 0.413

+ 3 1819 xrn.1_Missense_Mu NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5 ACCTGGGGCACTA 0.423

+ 3 1827 xrn.1_Nonsense_M NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN 5 GCACTATGGAGATA 0.418

+ 10 2834 NM_014686 NP_055501 O15063 K0355_HUMAN 1 AACATGGGCCAGT 0.517

+ 10 1082 _p.D211N|UBA2_uc NM_005499 NP_005490 Q9UBT2 SAE2_HUMAN 1 AAGGGGGATGGAG 0.408

+ 3 432 se_Mutation_p.E81 NM_001037 NP_001028 Q07699 SCN1B_HUMAN Potential).|Ig-like C2-type. 2 CAGCTGGAGGAG 0.577

+ 10 2335 0efi.2_Missense_Mutation_p.T411I|uc010efj.2_Missense Q3ZCX4 ZN568_HUMAN 2 AACTCACACATCA 0.463

- 5 899 _p.F168Y|ZNF585A NM_199126 NP_954577 Q6P3V2 Z585A_HUMAN C2H2-type 3. 3 TAAGAGAAGCCTT 0.423

+ 9 3018 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 AACACCCCCATCG 0.582

+ 2 996 gn.1_Missense_Mu NM_003407 NP_003398 P26651 TTP_HUMAN 1 CAGCCCCCCGGC 0.617

+ 10 911 nse_Mutation_p.V1 NM_138392 NP_612401 Q8TBC3 SHKB1_HUMAN WD 2. 2 TGGGGGTGCCTG 0.602

+ 6 935 NM_000766 NP_000757 Q16696 CP2AD_HUMAN 3 GCACCACCCTGC 0.562

+ 3 1127 .2_Missense_Muta NM_199285 NP_954979 A6NJB7 PRR19_HUMAN Pro-rich. 0 CACTGCGCACAG 0.587

- 2 519 e_Mutation_p.R130 NM_002781 NP_002772 Q15238 PSG5_HUMAN g-like V-type. 3 TAGTCCTATCACC 0.473

- 2 754 v.2_Nonsense_Mu NM_001007561 NP_001007562 Q8WZA9 IRGQ_HUMAN 2 GCGCACCCACGAC 0.672

- 4 719 _p.P126S|C19orf6 NM_019108 NP_061981 Q9H0W8 SMG9_HUMAN Pro-rich. 0 AGGGGGTGGTGG 0.682

- 2 602 .2_5'Flank|KCNN4 NM_002250 NP_002241 O15554 KCNN4_HUMANe=Segment S2; (Potential). 2 AAGAAGGTGGAAA 0.607

- 4 1994 _p.R632K|ZNF45_u NM_003425 NP_003416 Q02386 ZNF45_HUMANC2H2-type 17. 1 TGAACTCTTTGAT 0.483

+ 5 971 _p.G256R|ZNF155_ NM_003445 NP_003436 Q12901 ZN155_HUMAN 2 ACACAGGAGAGA 0.423

+ 3 518 y.1_Missense_Mut NM_177417 NP_803136 Q6P597 KLC3_HUMAN Potential. 1 AGCGAGGAGTCC 0.721

+ 8 1004 ce_Site|SAE1_uc0 NM_016402 NP_057486 Q9UBE0 SAE1_HUMAN 1 GTGAAGGTAAAAC 0.453

+ 3 409 RX_uc010elm.1_RN NM_000554 NP_000545 O43186 CRX_HUMAN Homeobox. 2 TATGCCCGTGAGG 0.632

- 4 943 CA4_uc002pjo.2_5' NM_017708 NP_060178 Q2M2I3 FA83E_HUMAN 1 GGCGCAGGTGGG 0.721

- 2 498 UVBL2_uc002plq. NM_002103 NP_002094 P13807 GYS1_HUMAN 2 TCAGGGCCGGGG 0.667

- 3 325 NM_000894 NP_000885 P01229 LSHB_HUMAN 0 AGCTGAGAGCCAC 0.662

- 2 214 H2_uc002prv.3_In NM_004851 NP_004842 O96009 NAPSA_HUMAN 0 AACTTGGGGAGC 0.587

- 5 944 ydc.1_Missense_M NM_001245 NP_001236 O43699 SIGL6_HUMAN 2.|Extracellular (Potential). 1 GGGAGGGACGAG 0.602

+ 4 1894 po.1_Intron|ZNF53 NM_001143939 NP_001137411 Q76KX8 ZN534_HUMANC2H2-type 15. 0 TAGGAAAATTCAT 0.423

+ 6 1245 NM_001099694 NP_001093164 Q96N58 ZN578_HUMAN C2H2-type 4. 0 GCCATCATAGGTG 0.428

- 7 2083 p.S520N|ZNF611_ NM_030972 NP_112234 Q8N823 ZN611_HUMAN 1 TCACCACTATGAA 0.433

- 7 1479 qau.2_Missense_M NR_028343 Q09FC8 ZN415_HUMAN C2H2-type 5. 1 TTACATGTGTAAG 0.403 rs147077991

+ 3 178 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN KRAB. 0 CAGGAAGAGTGGA 0.463

+ 11 1218 qfr.2_Missense_Mu NM_020659 NP_065710 Q9H313 TTYH1_HUMAN cellular (Potential). 0 CCTCAGGACTATG 0.587

+ 6 1237 e_Mutation_p.G38 NM_001130917 NP_001124389 Q8N149 LIRA2_HUMAN 4.|Extracellular (Potential). 1 GCATGGGTCCTGT 0.597

- 7 823 0_splice|C19orf51_uc002qjk.1_Splice_Site_p.Y209_spl Q8N9W5 CS051_HUMAN 0 CACGCACGTAGCT 0.652

+ 2 1207 _Mutation_p.S164N NM_016535 NP_057619 Q9P0T4 ZN581_HUMAN C2H2-type 3. 0 AGCACAGCCGGG 0.667



- 3 239 NM_001002836 NP_001002836 Q6DD87 ZN787_HUMAN Pro-rich. 1 GGAGGCCAGCTG 0.463

- 3 228 NM_001002836 NP_001002836 Q6DD87 ZN787_HUMAN 1 TGGGGACGTCGT 0.468

+ 4 1463 gu.1_Missense_M NM_001023563 NP_001018857 Q5CZA5 ZN805_HUMAN C2H2-type 8. 0 ACCAGCGGATTCA 0.512

+ 4 1342 eud.1_Intron|ZNF54 NM_153263 NP_694995 Q6P9A3 ZN549_HUMAN C2H2-type 6. 1 TGTATGGAATGTG 0.443

- 2 299 x.2_Intron|ZNF154 NM_001085384 NP_001078853 Q13106 ZN154_HUMAN KRAB. 0 TGTACGGCCACAT 0.512

+ 7 540 TG2_uc010ewi.2_In NM_018968 NP_061841 Q9NY99 SNTG2_HUMAN 3 TTGACAGGTGCAT 0.428

+ 9 727 ewi.2_Missense_M NM_018968 NP_061841 Q9NY99 SNTG2_HUMAN p.S200L(1) 3 CCCCATCGTCACC 0.567 rs6751090

+ 20 2748 bt.2_Missense_Mu NM_145693 NP_663731 Q14693 LPIN1_HUMAN C-LIP. 4 CTAAAGGAGAGCT 0.348

- 17 1918 DR35_uc002rdh.2_ NM_001006657 NP_001006658 Q9P2L0 WDR35_HUMAN 1 GATTATCTTTGGC 0.398

- 37 4927 f.2_Missense_Muta NM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN C2. 4 GGTAAGCTTTCTC 0.617

- 33 4307 f.2_Missense_Muta NM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN DH. 4 TGCATGGGTTTCA 0.577

- 3 314 NM_194248 NP_919224 Q9HC10 OTOF_HUMAN lasmic (Potential). 7 GAATCTCCAGCAT 0.577

- 10 959 NM_000379 NP_000370 P47989 XDH_HUMAN inding PCMH-type. 8 CGTCGGGTCCATG 0.517

- 8 1074 zq.2_Missense_Mu NM_015955 NP_057039 Q9Y316 MEMO1_HUMAN 2 CTAAAAGATACAG 0.249

+ 46 9054 NM_016252 NP_057336 Q9NR09 BIRC6_HUMAN 14 AGTGTTCAAGGAT 0.453

+ 13 2405 v.2_Missense_Mut NM_206943 NP_996826 Q14766 LTBP1_HUMAN 8 CAACTGCACCCC 0.289

- 12 2082 DA_uc010fat.1_5'F NM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3 CTTGTCCTGAAAG 0.383

+ 4 2601 _p.D515N|MSH6_u NM_000179 NP_000170 P52701 MSH6_HUMAN 168 CTTCCAGATCTTG 0.413

+ 16 3491 rxx.2_Missense_M NM_003128 NP_003119 Q01082 SPTB2_HUMAN Spectrin 8. 8 CTAGGACCCAGAC 0.582

- 3 1136 _p.A74T|RTN4_uc0 NM_020532 NP_065393 Q9NQC3 RTN4_HUMAN lasmic (Potential). 3 TTTTTGCCTTCTC 0.373

- 12 1426 _p.G276D|CCT4_u NM_006430 NP_006421 P50991 TCPD_HUMAN 2 GGAGCACCACCTC 0.328

+ 6 1034 p.G232D|UGP2_uc NM_006759 NP_006750 Q16851 UGPA_HUMAN 0 GAGAAGGCAAAG 0.403

+ 3 945 SLC1A4_uc010fcv.2 NM_003038 NP_003029 P43007 SATT_HUMAN cellular (Potential). 1 ATGTAACCCATGA 0.378

+ 11 1009 se_Mutation_p.P21 NM_006062 NP_006053 Q6GMV2 SMYD5_HUMAN SET. 0 CCTTTCCAGAAAA 0.478

+ 7 1421 sjf.1_Missense_Mu NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 TTGTATGCAGTGA 0.388

- 16 2251 se_Mutation_p.L75 NM_021196 NP_067019 Q9BY07 S4A5_HUMAN ical; (Potential). 9 AAGAAAAGGATGA 0.532

- 25 4083 p.G601D|POLR1A NM_015425 NP_056240 O95602 RPA1_HUMAN 3 CCTCTGCCTGCAA 0.632

- 5 1073 NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMANmenal (Potential). 3 TAGACTCTTCTGT 0.403

+ 23 2615 M2_uc002suk.2_M NM_144707 NP_653308 Q8N271 PROM2_HUMAN lasmic (Potential). 1 ATCCCCCGGGTTA 0.592

- 27 3195 NM_015348 NP_056163 Q92545 TM131_HUMAN 6 CGTAAGGAGCTTC 0.423

+ 4 969 NM_015904 NP_056988 O60841 IF2P_HUMAN 3 AAACAGGTAAAAA 0.388

- 6 1086 SD9_uc010fja.2_R NM_032718 NP_116107 Q8NBP5 MFSD9_HUMAN ical; (Potential). 4 TGGCCCCAGGGC 0.632

- 22 5171 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN GRIP. 1 GCAGACACCTCTT 0.393 rs143574937

+ 11 3499 ed.2_Splice_Site_p NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN 1 ATAAAGGTAAAAA 0.294

+ 20 6923 NM_006267 NP_006258 P49792 RBP2_HUMAN 18 CAACAGGATTTAA 0.413

+ 9 1531 hl.1_Missense_Mu NM_006343 NP_006334 Q12866 MERTK_HUMAN III 2.|Extracellular (Potentia 9 GAGTTGGGCCCT 0.532

+ 1 597 R6Q|POLR1B_uc0 NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 GCAGCCGGTGGC 0.642

+ 15 3942 fkp.2_Missense_M NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 TTGTAGCTGAACT 0.383

- 8 1254 35F5_uc002tkt.2_ NM_025181 NP_079457 Q8WV83 S35F5_HUMAN Helical; (Potential). 0 TTACCGGAAGTTG 0.284

+ 16 1393 yyf.1_Missense_M NM_006770 NP_006761 Q9UEW3 MARCO_HUMANcellular (Potential). 6 GAAAACTCAGTGT 0.512

- 3 707 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 AGTGGCAGCACC 0.617

+ 5 377 2tua.2_Missense_M NM_138326 NP_612199 Q8TDX5 ACMSD_HUMAN 1 AGCACCGTTGTGA 0.562

- 28 5578 nl.1_Missense_Mu NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 CTTTGCCATCATT 0.468

- 8 3358 e_Mutation_p.G93 NM_014795 NP_055610 O60315 ZEB2_HUMAN 9 GAAATCCTTGTTT 0.388

+ 6 834 NM_004522 NP_004513 O60282 KIF5C_HUMANKinesin-motor. 1 TTGGCTGTTCATG 0.333

+ 13 1707 s.1_RNA|KIF5C_uc NM_004522 NP_004513 O60282 KIF5C_HUMAN 1 CTGAAGCAACAG 0.343

+ 5 653 wz.2_RNA|LYPD6_ NM_194317 NP_919298 Q86Y78 LYPD6_HUMAN 0 GGCACCCACGCT 0.473



+ 18 3266 C1_uc010fom.1_M NM_033394 NP_203752 Q9C0D5 TANC1_HUMAN 3 CACTTGGATAAGA 0.587

+ 3 1248 oy.2_Missense_Mu NM_006593 NP_006584 Q16650 TBR1_HUMAN T-box. 2 AACAAAGGAGCTT 0.478

- 27 5786 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13 CAGATCCATGGCA 0.463

+ 8 4081 e_Mutation_p.E118 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 23. 14 CTTTTTGAAACAA 0.378

+ 1 758 BD10_uc010zdh.1_ NM_006063 NP_006054 O60662 KBTBA_HUMAN 0 CCTTATGACAGAA 0.358

- 2 464 ufp.2_Missense_M NM_014168 NP_054887 Q9NRN9 METL5_HUMAN 1 CCTGCTCCTAACA 0.378

+ 27 3926 p.C130Y|UBR3_uc NM_172070 NP_742067 Q6ZT12 UBR3_HUMAN -type; degenerate. 0 GTTCATGTCTCTT 0.303

+ 2 153 2_Missense_Mutati NM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19 AAACATCTGTATG 0.393

+ 3 456 .2_Missense_Muta NM_138995 NP_620482 Q8WXR4 MYO3B_HUMANProtein kinase. 19 TGGCTGGTCCTGG 0.448

+ 31 3748 _Mutation_p.G117 NM_138995 NP_620482 Q8WXR4 MYO3B_HUMAN 19 CAAAAGGGTGCG 0.358

- 10 1092 0fqh.2_Missense_M NM_003705 NP_003696 O75746 CMC1_HUMAN ical; Name=1; (Potential). 0 CAGCAACTGAGCC 0.473

+ 22 3027 o.1_Missense_Mu NM_001079818 NP_001073286 P23229 ITA6_HUMAN cellular (Potential). 2 CGCTGCGGGGG 0.473

+ 6 845 2uld.2_Missense_M NM_194247 NP_919223 P51991 ROA3_HUMAN Gly-rich. 2 GGAAGAGGTAGG 0.408

- 112 27716 N_uc002umz.1_Mis NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGGAACTTTTCTC 0.343

- 56 13947 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTTTTACTGAGAG 0.423

- 30 7137 TTN_uc010zfj.1_Mi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TAAGCTCCACATC 0.403

+ 4 839 SP19_uc010zfr.1_R NM_080876 NP_543152 Q8WTR2 DUS19_HUMAN -protein phosphatase. 5 GCGTTTCCAGGG 0.338

- 4 639 se_Mutation_p.R84 NM_007315 NP_009330 P42224 STAT1_HUMAN 10 CTTTTCCTTATGT 0.373

- 22 1934 Missense_Mutation_ NM_033066 NP_149055 Q96JB8 MPP4_HUMAN e kinase-like.|Potential. 0 GTAGGTCTTCATC 0.358

- 17 1490 P4_uc010zhs.1_M NM_033066 NP_149055 Q96JB8 MPP4_HUMAN nylate kinase-like. 0 TGAGGCGGTACTT 0.557

+ 23 3484 ense_Mutation_p.P NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GCAGATCCTGTAG 0.433

- 11 1520 _p.E488K|MDH1B_ NM_001039845 NP_001034934 Q5I0G3 MDH1B_HUMAN 4 GAAACTCTGCTGC 0.343

- 2 1287 NM_003468 NP_003459 Q13467 FZD5_HUMAN cellular (Potential). 3 TGGCATGGCCCAC 0.627

+ 32 5185 NM_015040 NP_055855 Q9Y2I7 FYV1_HUMAN 10 CTCTCAGGTATTA 0.353

- 3 376 eb.2_Missense_Mu NM_079420 NP_524144 P05976 MYL1_HUMAN EF-hand 1. 1 TTGTGCCCAGAGC 0.468

+ 11 1179 n_p.Q61*|VIL1_uc0 NM_007127 NP_009058 P09327 VILI_HUMAN Core. 1 GTGGAACAGGTGA 0.443

+ 11 1537 NM_031313 NP_112603 P10696 PPBN_HUMAN 1 GCGACCTGGCGC 0.736

+ 5 598 yh.1_Missense_Mu NM_152879 NP_690618 Q16760 DGKD_HUMANol-ester/DAG-type 1. 5 TGCGAGGGTACG 0.537

+ 4 2098 _p.V569M|SH3BP4 NM_014521 NP_055336 Q9P0V3 SH3B4_HUMAN 4 GGCAAGGTGAGC 0.562

+ 7 1041 _p.D124N|COPS8_ NM_006710 NP_006701 Q99627 CSN8_HUMAN 1 GCCCTGGATGTT 0.299

- 36 7540 _Mutation_p.G181 NM_004369 NP_004360 P12111 CO6A3_HUMAN 1.|Nonhelical region. 18 TCCGGCCGAAAG 0.567

+ 7 1041 _Missense_Mutatio NM_024101 NP_077006 Q9BV36 MELPH_HUMAN 1 CACGGCGCCCTG 0.667

+ 10 2079 _Missense_Mutati NM_023083 NP_075571 Q9HC96 CAN10_HUMAN Domain III 2. 6 ACCTGCCGGACAC 0.672

- 7 1694 se_Mutation_p.A2 NM_016143 NP_057227 Q9UNZ2 NSF1C_HUMAN 0 TTGAAGGCTCCTT 0.577

+ 14 1869 pw.1_Nonsense_M NM_080751 NP_542789 Q8TDI7 TMC2_HUMAN lasmic (Potential). 3 GTGCTGGGACTTG 0.493

+ 5 1174 wkp.2_Missense_M NM_175839 NP_787033 Q9NWM0 SMOX_HUMAN 1 ATCCCGGCGGAC 0.637

+ 2 991 n_p.V210I|PRNP_u NM_001080122 NP_001073591 P04156 PRIO_HUMAN 2, ERI3 and SYN1 (By simi 1 CGCGTGGTTGAG 0.537 rs74315407

+ 1 660 Mutation_p.G40S|B NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3 TGGCAGGGTCTT 0.483

+ 4 1293 0zrf.1_Missense_M NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3 CGCAAGGTTCTAG 0.458

- 8 1720 zrn.1_Nonsense_M NM_001195 NP_001186 Q12934 BFSP1_HUMAN Tail. 1 CACCCTCACGTTT 0.557

- 8 1597 zrn.1_Missense_M NM_001195 NP_001186 Q12934 BFSP1_HUMAN Tail. 1 CTAAAGGGGGCTT 0.542

+ 7 1111 N2_uc010gcv.1_M NM_018993 NP_061866 Q8WYP3 RIN2_HUMAN 5 CCTCCACCCCGGC 0.612

+ 22 2774 e_Mutation_p.D88 NM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4 TACCGGGATGCGA 0.642

+ 10 1633 dv.1_Missense_Mut NM_012112 NP_036244 Q9ULW0 TPX2_HUMAN 2 CCCAAGGAAAGAA 0.423

+ 11 1804 eb.2_Missense_Mu NM_015338 NP_056153 Q8IXJ9 ASXL1_HUMAN 248 CCAGCAGGGCTGA 0.567

+ 15 2442 se_Mutation_p.A71 NM_032819 NP_116208 Q9BYN7 ZN341_HUMAN 2 GTGGTGCGGTGG 0.706

+ 17 1884 23_splice|ITCH_uc NM_031483 NP_113671 Q96J02 ITCH_HUMAN 6 CAACAGGTACTGT 0.408



- 12 6301 aw.2_Missense_Mu NM_014071 NP_054790 Q14686 NCOA6_HUMANA1-binding region. 7 CATTGAGTCTTTC 0.483

+ 27 4273 GAPB_uc002xiy.1_ NM_020336 NP_065069 Q86X10 RLGPB_HUMAN Rap-GAP. 2 TTGGACCTGAGAC 0.458

+ 2 798 NM_080552 NP_542119 Q9H598 VIAAT_HUMAN l, vesicle (Potential). 0 GGCGAGGTGGTG 0.627

+ 7 866 xtm.2_Missense_M NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN 5 CAGAGATATGAAA 0.408

+ 15 1846 _p.E246K|SLC9A8 NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN 1 ACGCAGGAGGTG 0.647

- 9 754 e_Mutation_p.G18 NM_003859 NP_003850 O60762 DPM1_HUMAN 1 ATAATCCTTTCAA 0.308

+ 7 1448 zzi.1_Missense_Mu NM_003222 NP_003213 Q92754 AP2C_HUMAN -span-helix), dimerization. 1 TTGGCAGCCAGG 0.552

- 3 691 2xys.2_Missense_M NM_020182 NP_064567 Q969W9 PMEPA_HUMAN lasmic (Potential). 1 TGCCTGACACTGT 0.642

+ 6 819 bp.1_Missense_Mu NM_001794 NP_001785 P55283 CADH4_HUMAN |Extracellular (Potential). 6 GTCATCGACATGA 0.567

+ 7 921 bp.1_Missense_Mu NM_001794 NP_001785 P55283 CADH4_HUMAN r (Potential).|Cadherin 2. 6 GCCAACGATGCTG 0.632

- 1 283 TCFL5_uc002ydq.2 NM_006602 NP_006593 Q9UL49 TCFL5_HUMAN 1 CCATGTGCGAGCA 0.443

- 16 6390_6391 s.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6 GGCCTCCTCCCA 0.738

+ 18 2580 cm.1_Nonsense_M NM_006447 NP_006438 Q9Y5T5 UBP16_HUMAN 4 GGCAGTGGTTTCA 0.343

- 5 834 M1_uc011adl.1_M NM_003253 NP_003244 Q13009 TIAM1_HUMAN 10 ACAGAGGCTGCTG 0.562

- 3 578 _p.P34L|RCAN1_u NM_004414 NP_004405 P53805 RCAN1_HUMAN 0 CCACTGGCGGAG 0.542

- 3 432 wo.2_Missense_Mu NM_002240 NP_002231 P48051 IRK6_HUMAN ellular (By similarity). 1 AGGAGGGGTCCT 0.458

- 22 4408 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN otential).|Ig-like C2-type 10 11 TTCATCCATTTGA 0.458

+ 3 456 2_5'UTR|PCNT_u NM_006031 NP_006022 O95613 PCNT_HUMAN 8 GAGCAGTGTGGG 0.547

+ 5 674 gqt.2_Missense_Mu NM_014339 NP_055154 Q96F46 I17RA_HUMAN cellular (Potential). 2 AATTTCCTTGTGC 0.572

- 3 687 issense_Mutation_ NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN AD (Potential). 0 CAACCACCTTGGC 0.527

+ 3 353 1_5'UTR|MYO18B NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 ATCCCAGGGGGC 0.542

+ 4 1755 FH_uc003afp.2_Int NM_021076 NP_066554 P12036 NFH_HUMAN -S-P-[AEPV]-[EAK]- [AEVK 0 TCACCGCCTGAGG 0.567

- 3 231 14L3_uc003aia.2_5 NM_174975 NP_777635 Q9UDX4 S14L3_HUMAN 5 GCAAGTCAAAATT 0.532

+ 5 633 se_Mutation_p.R14 NM_005569 NP_005560 P53671 LIMK2_HUMAN PDZ. 2 GCAGGCGGGGCT 0.562

- 2 182 03alb.1_Missense_ NM_019843 NP_062817 Q9NRA8 4ET_HUMAN 1 TTCACCCATACTT 0.443

+ 22 1854 3alt.2_Missense_M NM_014662 NP_055477 O75140 DEPD5_HUMAN 8 CCAGTGCACCAGG 0.522

+ 2 1207 g.1_Missense_Mut NM_001008494 NP_001008494 Q2M1V0 ISX_HUMAN Homeobox. 5 AGGGTTCGTACC 0.557

- 13 1853 xp.2_Missense_Mu NM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4 ACTCATCCTGATA 0.473

- 10 1194 p.R304W|SUN2_uc NM_015374 NP_056189 Q9UH99 SUN2_HUMAN rinuclear space. 2 CCAGCCGCATGGC 0.642

+ 30 5431 NM_001429 NP_001420 Q09472 EP300_HUMAN for E1A adenovirus.|ZZ-type 64 GGAGACACGCTG 0.582

+ 4 722 NM_014460 NP_055275 Q9Y534 CSDC2_HUMAN 0 ACACTCCCCACGA 0.652

- 8 956 _p.W273*|NAGA_u NM_000262 NP_000253 P17050 NAGAB_HUMAN 1 CACCGTCCACAGG 0.557 rs144669656

- 2 363 NM_002490 NP_002481 P56556 NDUA6_HUMAN 0 TGGGGTCTGTGAC 0.438

- 19 2436 se_Mutation_p.E58 NM_022785 NP_073622 Q5THR3 EFCB6_HUMAN EF-hand 8. 7 ATGACTCCTTCAG 0.562

- 13 1149 NM_001001694 NP_001001694 Q6ZVW7 I17EL_HUMAN 1 CTGTGACTTCCTC 0.647

+ 16 2201 e_Mutation_p.R686 NM_018995 NP_061868 Q9BXT6 M10L1_HUMAN 3 GGAGAGGCGTGT 0.473

+ 5 496 CNTN4_uc003bpd. NM_175607 NP_783200 Q8IWV2 CNTN4_HUMAN-like C2-type p.K92N(1) 7 ATAAAACCCAAGA 0.413

+ 2 298 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 CCACTCCCTGCTC 0.557 rs149439391

- 8 3747 NM_014831 NP_055646 O15050 TRNK1_HUMAN TPR 3. 2 CCGCAGGAGTTGA 0.458

- 10 1394 NM_144719 NP_653320 Q8IYE1 CCD13_HUMAN Potential. 1 TCAGCTACCATGG 0.597

- 1 1541 mg.2_Intron|CYP8 NM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2 AGCGATCGTACTT 0.557

- 1 715 2_5'Flank|ARIH2_u NM_001123040 NP_001116512 Q8N7S6 CC071_HUMAN 0 CGAATAGTGGCTC 0.592

+ 2 1640 0hkn.2_Missense_M NM_018031 NP_060501 Q9NNW5 WDR6_HUMAN WD 7. 1 CCGCACCCTCTGG 0.607

- 5 588 wr.2_Missense_Mut NM_003363 NP_003354 Q13107 UBP4_HUMAN 4 AGCTTCCGCATCT 0.488 rs117411669

+ 6 483 1_5'Flank|RNF123_ NM_022064 NP_071347 Q5XPI4 RN123_HUMAN 7 ACAAAGGTGAGA 0.557

- 18 3916 bdc.1_Missense_M NM_002447 NP_002438 Q04912 RON_HUMAN (Potential).|Protein kinase. 6 ATGACTCGTCCAG 0.517

- 11 2459 ht.1_Missense_Mu NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CCACCTCCTTGAG 0.468



- 12 1617 7_uc003dkv.1_Mis NM_198463 NP_940865 Q6ZVT6 CC067_HUMAN 0 TCACTGCTGTCGC 0.423

+ 28 4692 nse_Mutation_p.P5 NM_002841 NP_002832 P23470 PTPRG_HUMAN l).|Tyrosine-protein phospha 7 GATGCCCCCATAA 0.423

- 15 2192 m.1_Nonsense_M NM_000158 NP_000149 Q04446 GLGB_HUMAN 3 CAACTCGGTAGTC 0.363

- 16 3441 e_Mutation_p.R943 NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN ding motif involved in chond 3 CCACCCGGCACCT 0.507

- 2 89 NM_018338 NP_060808 Q96MT7 WDR52_HUMAN 1 ATGTAACTGATTT 0.328

+ 2 314 ce|PLA1A_uc003e NM_015900 NP_056984 Q53H76 PLA1A_HUMAN 3 ATTCAGGTGGGA 0.433

- 3 598 NM_001039783 NP_001034872 Q6F5E7 TR3N_HUMAN 0 GCAGTGGTGTGGG 0.552

- 9 1610 kq.1_Missense_Mu NM_002950 NP_002941 P04843 RPN1_HUMAN lasmic (Potential). 3 TGTTGAGGGTGGA 0.532

+ 37 4406 NM_015268 NP_056083 O75165 DJC13_HUMAN 2 CTAGAGGTAATAC 0.418

- 6 1787 eqh.1_Missense_M NM_016201 NP_057285 Q9Y2J4 AMOL2_HUMAN Potential. 1 CACAGGCTGCCT 0.657

+ 5 666 5A36_uc003etq.2_5 NM_001104647 NP_001098117 Q96CQ1 S2536_HUMAN Solcar 2. 0 TAAAGACTCGGTT 0.303

+ 3 1915 NM_003412 NP_003403 Q15915 ZIC1_HUMAN Ser-rich. p.S399C(1) 2 CCAGCTCTGGCTA 0.617

+ 6 2032 aw.2_Missense_M NM_015508 NP_056323 Q7Z3E1 PARPT_HUMAN ARP catalytic. 2 CGGGCAGATACAC 0.353

+ 7 960 p.W238*|CHRD_uc NM_003741 NP_003732 Q9H2X0 CHRD_HUMAN CHRD 1. 3 GGTGTGGCGGGC 0.597

+ 7 832 NM_000412 NP_000403 P04196 HRG_HUMAN 2 ATGAGCGTTCTTC 0.512

- 2 303 _p.G27E|RFC4_uc NM_002916 NP_002907 P35249 RFC4_HUMAN 5 CTACTTCCCGCAC 0.443

- 17 14793 n_p.A470V|MUC4_ NM_018406 NP_060876 Q99102 MUC4_HUMAN VWFD. 0 TGTTCAGCCCAGG 0.522

- 15 14553 n_p.P390L|MUC4_ NM_018406 NP_060876 Q99102 MUC4_HUMAN VWFD. 0 CGGGCGGGAGG 0.721

- 6 758 ue.1_Intron|DLG1_ NM_001098424 NP_001091894 Q12959 DLG1_HUMAN on with SH3 domains. 3 TGGTGGGTAGGAT 0.383

+ 12 2783 GG_uc010ibf.2_M NM_001127178 NP_001120650 Q5H8A4 PIGG_HUMAN ical; (Potential). 4 ATCCCAGCCGTG 0.587

- 4 410 ense_Mutation_p.L NM_006527 NP_006518 Q14493 SLBP_HUMAN calization signal NLS2. 0 TGAGGAGTTTCCT 0.353

+ 8 1079 gfk.3_Missense_M NM_001122681 NP_001116153 P78314 3BP2_HUMAN 1 CCAGTGCTGCCAT 0.667

- 5 909 bwe.1_Missense_ NM_020416 NP_065149 Q9Y2T4 2ABG_HUMAN WD 3. 4 TTGACGGAGATGG 0.572

+ 11 1696 _p.E554K|MAN2B2 NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 ACCCAGGAGCCG 0.612

+ 12 2734 R802Q|SH3TC1_u NM_018986 NP_061859 Q8TE82 S3TC1_HUMAN TPR 5. 3 GGGCCGGACGA 0.677

- 24 4242 NM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3 CTTGATCTTCTTT 0.303

- 9 1426 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMAN lasmic (Probable). 2 CAAGATCCTGTTC 0.408 rs75184362

+ 12 1798 bzl.1_Missense_Mu NM_025087 NP_079363 Q9H720 PG2IP_HUMAN 3 TTCGGGCAAGCT 0.458

- 4 1506 NM_001024611 NP_001019782 Q68CR7 LRC66_HUMAN 3 CCACTTCCTGCCC 0.542

- 7 868 NM_005420 NP_005411 P49888 ST1E1_HUMAN 1 AAGGGCGACAATT 0.398

+ 7 1379 _p.D280N|RUFY3_ NM_014961 NP_055776 Q7L099 RUFY3_HUMAN 0 ATTCTGGACCAGA 0.378

+ 19 2738 ce_Site_p.R874_s NM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMAN 5 AGTGAGGTGTGT 0.468

+ 7 5643 hkg.2_Missense_M NM_020859 NP_065910 Q8TF72 SHRM3_HUMAN 3 GAGGATCCCGAGG 0.622

+ 62 9831 hlc.1_Missense_Mu NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN |Extracellular (Potential). 5 TCACTAGTCCTTG 0.488

+ 16 3425 PAQR3_uc003hln. NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN 1 CATCAGGGCCTGA 0.522

+ 2 397 .2_5'UTR|ENOPH1 NM_021204 NP_067027 Q9UHY7 ENOPH_HUMAN 0 CACATTGGGAAGA 0.383

- 8 976 j.2_Missense_Muta NM_001077207 NP_001070675 O94979 SC31A_HUMANon with SEC13.|WD 5. 8 GGATCTGCCATGC 0.398

- 9 1227 ense_Mutation_p.P NM_139076 NP_620775 Q6UWZ7 F175A_HUMAN 1 TTTCTGGGCTGCT 0.358

- 60 9460 hpe.1_Missense_M NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN 3 CTTTGAGTTCTAG 0.338

- 3 516 AN5_uc011cdz.1_5 NM_005723 NP_005714 P62079 TSN5_HUMAN cellular (Potential). 0 CGCCGAGATCGG 0.502

- 8 748 e_Mutation_p.S177 NM_016242 NP_057326 Q9ULC0 MUCEN_HUMANcellular (Potential). 0 ATAATACCTAAAA 0.398

+ 38 7859 .3_Intron|ANK2_uc NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAAGAGGAGATG 0.383

- 3 712 NM_003619 NP_003610 P56730 NETR_HUMAN SRCR 1. 1 AACGGGGTTTGTT 0.373

+ 19 2293 0ins.1_Missense_M NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 TTATAGGAAAACT 0.343

+ 4 963 CLK2_uc003ilo.3_M NM_001040260 NP_001035350 Q8N568 DCLK2_HUMAN 3 TAGAATGTCGTGT 0.408

+ 9 944 98_splice|KIAA092 NM_015196 NP_056011 A2VDJ0 T131L_HUMAN 2 CCTCAGGTAAGGT 0.303

+ 3 1382 _p.S388F|TLR2_uc NM_003264 NP_003255 O60603 TLR2_HUMAN xtracellular (Potential). 3 GGCCCTCTCTACA 0.348



+ 7 1129 _p.E302K|FGB_uc0 NM_005141 NP_005132 P02675 FIBB_HUMAN nogen C-terminal. 3 CAGAATGAAGCCA 0.463

+ 17 2042 jd.1_Nonsense_M NM_021634 NP_067647 Q9HBX9 RXFP1_HUMAN Name=7; (Potential). 0 CTGCTTCAGGTAG 0.274

- 2 625 se_Mutation_p.S14 NM_138386 NP_612395 Q96HR8 NAF1_HUMAN Ser-rich. 2 ACaagaggaagaaga 0.249

- 4 553 NM_001100389 NP_001093859 Q8IY95 TM192_HUMAN ical; (Potential). 1 GAGGAGAAGCAC 0.408

+ 12 2038 _p.G464D|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 2. 7 GTGGAGGTGAGAT 0.388

+ 31 4096 se_Mutation_p.G12 NM_170710 NP_733828 Q8IZU2 WDR17_HUMAN 6 CCTTTAGGGACTG 0.393

+ 12 1560 95_splice|KLKB1_u NM_000892 NP_000883 P03952 KLKB1_HUMAN 1 CACTGGTATGTAG 0.383

+ 5 736 .2_Missense_Muta NM_000128 NP_000119 P03951 FA11_HUMAN Apple 2. 0 GCTCAAGAATGCC 0.478 rs121965063

+ 20 4872 kk.3_Missense_Mu NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 TTTTTACTTCACT 0.289

- 7 1208 mb.2_Missense_M NM_006251 NP_006242 Q13131 AAPK1_HUMAN 1 CTTACACCTTGGT 0.403

+ 3 2483 NM_032587 NP_115976 Q9BX69 CARD6_HUMAN 5 AATTTTCCAGAGT 0.468

+ 24 2777 _p.W869*|TNPO1_ NM_002270 NP_002261 Q92973 TNPO1_HUMAN 7 AAAATTGGAGGCG 0.353

+ 11 1522 p.E476K|HMGCR_ NM_000859 NP_000850 P04035 HMDH_HUMAN Catalytic. 1 AATGCAGAGGTGA 0.348

+ 1 292 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 CCAAAACCGTTAA 0.483

- 3 786_787 kin.2_Missense_M NM_001884 NP_001875 P10915 HPLN1_HUMAN Link 1. p.G239E(1) 5 AAAATCCGTAGTT 0.455 rs139074313

- 8 1290 SK1_uc010jbi.1_In NM_000439 NP_000430 P29120 NEC1_HUMAN Catalytic. 2 TCTGGTCGGTGTA 0.517

- 6 953 se_Mutation_p.R14 NM_017676 NP_060146 Q9NXP7 GIN1_HUMAN egrase catalytic. 2 GATTTCGACTAAA 0.299

+ 13 1672 R36_uc010jbu.2_R NM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 6. 2 AACTGTAGATGTAT 0.338

+ 7 638 e_Mutation_p.P180 NM_001744 NP_001735 Q16566 KCC4_HUMANProtein kinase. 5 ATGCACCACTCAA 0.373

+ 16 4317 y.3_Missense_Mut NM_001127511 NP_001120983 P25054 APC_HUMAN n through a p)|p.T1313fs*8( 2515 ATTGGAACTAGGT 0.428

- 6 1064 _p.G267E|CCDC11 NM_152549 NP_689762 Q8NEF3 CC112_HUMAN 0 GGCTTCCCTTTAT 0.388

+ 2 109 NM_016144 NP_057228 Q9Y6G5 COMDA_HUMAN 1 CAGGAAGATTTCC 0.348

+ 4 1125 _Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2 AGCTCCCAAGGC 0.473

- 6 642 CEP120_uc010jcz. NM_153223 NP_694955 Q8N960 CE120_HUMAN 1 GAGTCAGTACAG 0.448

- 6 4414 F608_uc003ktp.1_ NM_020747 NP_065798 Q9ULD9 ZN608_HUMAN 6 CAGCAGGAGACTT 0.428

- 1 317 sense_Mutation_p. NM_001182 NP_001173 P49419 AL7A1_HUMAN 3 TCTTTCAGCCACG 0.607

+ 5 1250 cxu.1_Missense_M NM_021982 NP_068817 O95486 SC24A_HUMAN 0 GTGGGCCACAAG 0.403

- 1 529 _Intron|HNRNPA0 NM_006805 NP_006796 Q13151 ROA0_HUMAN RRM 1. 0 GACACCGCCCGC 0.652

- 2 1479 TNNA1_uc003ldj.2_ NM_015564 NP_056379 O43300 LRRT2_HUMAN lar (Potential).|LRRCT. 0 TCAGGACTGTGG 0.522

+ 1 1706 lhk.1_Intron|PCDH NM_031857 NP_114063 Q9Y5H5 PCDA9_HUMAN |Extracellular (Potential). 5 GGCTTCCCACCCC 0.463

- 20 3066 be.1_Missense_M NM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN Rho-GAP. 7 AGGCAGCAACCG 0.577

+ 2 936 NM_002700 NP_002691 Q15319 PO4F3_HUMAN Homeobox. 0 ATCGCGGCGCCG 0.587

+ 1 278 maj.3_Missense_Mu NM_012188 NP_036320 Q12951 FOXI1_HUMAN Pro-rich. 4 GCCCGGCCCCAA 0.731

- 7 799 3_uc003mez.2_5'F NM_002115 NP_002106 P52790 HXK3_HUMAN Regulatory. 7 TCACACGGCCTGA 0.582 rs147991837

+ 23 8074 p.A2377T|NSD1_u NM_022455 NP_071900 Q96L73 NSD1_HUMAN 3 ACACTGGCACAG 0.547

+ 1 868 mua.2_Missense_M NM_020135 NP_064520 Q96S55 WRIP1_HUMAN 2 GCAAGCCGCTGG 0.572

+ 9 1650 _p.G408D|RIPK1_u NM_003804 NP_003795 Q13546 RIPK1_HUMANction with SQSTM1. 5 CACATGGCTTTGG 0.498

- 4 1480 sense_Mutation_p.A NM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1 CGTCGGCCGTGG 0.642

+ 3 354_355 NM_004271 NP_004262 O95711 LY86_HUMAN 0 CTCTGCCCAAGTT 0.46

+ 4 845 q.1_Missense_Mut NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 TCACCAGTGAATG 0.572

+ 26 2460 0jow.2_Splice_Site NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 GATTTAGCTTAGG 0.323

+ 8 1209 nag.1_Missense_M NM_030948 NP_112210 Q9C0D0 PHAR1_HUMAN 0 AGCCACGGCCAG 0.642

+ 2 939 NM_016255 NP_057339 Q9UBU6 FA8A1_HUMAN Helical; (Potential). 0 CATTATGCACCTC 0.353

+ 36 4317 p.S1269N|LRRC16 NM_017640 NP_060110 Q5VZK9 LR16A_HUMAN 4 GCCAGAGTAGCCC 0.483

- 1 312 H2AE_uc003nha.1_ NM_003518 NP_003509 P62807 H2B1C_HUMAN 1 TCTCCGGGAAGCA 0.557

+ 6 1498 2A3_uc011dkm.1_RNA 0 AGAGCAGGGACC 0.557

- 1 65 H2BM_uc003njo.2_ NM_021066 NP_066544 Q99878 H2A1J_HUMAN 0 GCCCGGCCCGA 0.622



+ 2 1594 C21_uc003nsi.1_R NM_001010909 NP_001010909 Q5SSG8 MUC21_HUMANracellular (Potential). 2 GCTCTGGAACAG 0.582

+ 3 659 obi.2_Nonsense_M NM_019111 NP_061984 P01903 DRA_HUMAN xtracellular (Potential).|Alpha 2 AGCACTGGGGCT 0.522

+ 12 3549 wc.2_Intron|BRPF3 NM_015695 NP_056510 Q9ULD4 BRPF3_HUMAN PWWP. 2 AATGGCGTTCCCA 0.587

+ 24 2968 3oox.2_Splice_Site_ NM_015345 NP_056160 Q86T65 DAAM2_HUMAN 3 TTGACAGTTCGCC 0.562

- 2 326 oqg.1_Missense_M NM_018643 NP_061113 Q9NP99 TREM1_HUMAN (Potential).|Ig-like V-type. 1 AGTCTTCTAGTAT 0.498

- 7 1583 NM_006653 NP_006644 O43559 FRS3_HUMAN 2 CAGGGTGGGTGG 0.637

+ 11 2364 OLH_uc011dvl.1_R NM_006502 NP_006493 Q9Y253 POLH_HUMAN 2 CCAAGAGCCCTTT 0.473

+ 14 1220 M63B_uc003ows.2 NM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3 GCCAGGGCTGCA 0.592

+ 14 1557 dvn.1_Missense_M NM_007058 NP_008989 Q9UMQ6 CAN11_HUMAN Domain III. 2 CACGGGAGGTGA 0.498

- 11 2514 dwl.1_Missense_M NM_153840 NP_722582 Q5T601 GP110_HUMAN lasmic (Potential). 3 ACAGTCGGCCTCC 0.562 rs143941431

- 8 942 110_uc011dwl.1_5 NM_153840 NP_722582 Q5T601 GP110_HUMAN tracellular (Potential). 3 CTGAAAGAGCCG 0.458 rs61740071

+ 1 383 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN LRR 2. 1 TATGCCCGGAGCC 0.667

- 5 749 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN 11 CCTGACGAATTTC 0.403

- 11 1329 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3 ATAACAGCAAAAG 0.383

+ 8 992 pje.2_Missense_M NM_000056 NP_000047 P21953 ODBB_HUMAN 0 ATAATACCTTGGG 0.363

- 6 1055 n_p.D74N|SYNCRI NM_006372 NP_006363 O60506 HNRPQ_HUMAN RRM 1. 2 ATAGATCTCTTGG 0.358

+ 14 1430 nse_Mutation_p.M NM_012381 NP_036513 Q9UBD5 ORC3_HUMAN 0 TAGGATGTTGGCA 0.328

- 17 2706 P45_uc003ppw.2_ NM_001080481 NP_001073950 Q70EL2 UBP45_HUMAN 2 TATCTCCCACACT 0.358

+ 4 684 2_5'Flank|PPIL6_u NM_003080 NP_003071 O60906 NSMA_HUMAN 0 AGCACATCTACAC 0.512

+ 7 948 G4_uc011eau.1_Int NM_014845 NP_055660 Q92562 FIG4_HUMAN SAC. 1 CATCGTGACTGG 0.328

+ 4 950 NM_138459 NP_612468 Q96E22 NGBR_HUMAN lasmic (Potential). 1 AAGTTCGGTCCTG 0.378

+ 3 582 NM_014034 NP_054753 Q9Y294 ASF1A_HUMAN stone H3, CHAF1B, and HIR 0 ATCCAGGACTCAT 0.383

- 21 1349 DN_uc003pzl.1_Mis NM_006073 NP_006064 Q13061 TRDN_HUMAN Lumenal. 1 TTCCAGGTACAGC 0.363

+ 7 1913 qhs.2_Missense_M NM_006290 NP_006281 P21580 TNAP3_HUMANAF1 (By simi p.0?(22) 137 ATTTTGGGACTCC 0.547

+ 9 2326 qhs.2_Missense_M NM_006290 NP_006281 P21580 TNAP3_HUMANwith NAF1 (B p.0?(22) 137 CCTGCCCCCGAAG 0.627

+ 14 2417 khe.2_Missense_M NM_020455 NP_065188 Q86SQ4 GP126_HUMAN cellular (Potential). 1 ATAGCACATCACA 0.348

- 3 421 NM_020861 NP_065912 Q8N680 ZBTB2_HUMAN 1 CCTGTTCTAATCG 0.537

+ 21 3374 k.1_Missense_Mut NM_014892 NP_055707 Q9UPN6 SCAF8_HUMAN Pro-rich. 0 AGAGAAGGTCCTG 0.483

+ 20 2897 wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN 5 GGAAGGGAAGTG 0.433

+ 29 4269 wc.1_Missense_Mu NM_001040001 NP_001035090 P55196 AFAD_HUMAN Pro-rich. 5 ATGCCGGTGATTT 0.627

- 9 1873 NM_005618 NP_005609 O00548 DLL1_HUMAN EGF-like 7; calcium-binding 5 GGGCAGGTGCAG 0.692

+ 5 1071 siz.2_Missense_M NM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1 TGCCGGGAGCTC 0.572

- 14 2042 smh.3_Missense_M NM_152743 NP_689956 Q6PJG6 BRAT1_HUMAN 0 GGCGGCCCCAAA 0.716

- 11 1430 e_Mutation_p.G31 NM_000535 NP_000526 P54278 PMS2_HUMAN 2 TTCTGTCCTAGAG 0.527

- 3 337 _uc010ktg.2_Splice NM_000535 NP_000526 P54278 PMS2_HUMAN 2 AACTTACTTAAGC 0.328

- 1 203 LB_uc003sqc.2_5'U NM_139179 NP_631918 Q8NCG7 DGLB_HUMAN lasmic (Potential). 3 GATGGCCCAGCGC 0.677

- 5 840 NF12_uc003sqs.1_ NM_016265 NP_057349 P17014 ZNF12_HUMAN 0 TATTTTCCTCTTC 0.358

+ 7 1208 kuh.2_Missense_M NM_178559 NP_848654 Q2M3G0 ABCB5_HUMANcellular (Potential). 6 AATCCACCCAATC 0.353

- 6 856 n_p.E151K|OSBPL NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1 CAATTTCATTCTG 0.403

+ 8 1837 CDC129_uc011kae NM_194300 NP_919276 Q6ZRS4 CC129_HUMAN 0 AAGGATGAAGTTT 0.438

- 4 1170 3tes.3_Missense_M NM_022373 NP_071768 Q9BSE4 HERP2_HUMAN Ser-rich. 3 GATGGAGTTGTTG 0.373

- 9 932 p.V113M|ELMO1_ NM_014800 NP_055615 Q92556 ELMO1_HUMAN 6 TGAGCACCATCGA 0.507

+ 12 1288 NM_016616 NP_057700 Q8N427 TXND3_HUMAN 3 TTCCCCGATTTTA 0.358

- 9 730 e_Mutation_p.G210 NM_014396 NP_055211 P49754 VPS41_HUMAN 4 GAAGTCCCCCAG 0.473

- 17 2247 w.2_Missense_Mu NM_022748 NP_073585 Q68CZ2 TENS3_HUMAN 4 ACTCTGGGCTGGG 0.657

+ 13 1605 kyr.2_Missense_M NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 GGGTGGTCTCCA 0.453

- 3 218 NM_207366 NP_997249 Q6ZU15 SEP14_HUMAN 0 TCAAAACCAAAAT 0.303



- 5 1598 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 CTTTGCCACATTC 0.433

+ 6 953 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 AAGCGTCGGTTCC 0.562

+ 6 969 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 TAGGCCGTTCCAT 0.572

- 31 2624 _p.A170T|PION_uc NM_017439 NP_059135 A4D1B5 GSAP_HUMAN 1 GCATCGCGGTGTG 0.413

- 18 2627 kgw.1_Missense_M NM_006379 NP_006370 Q99985 SEM3C_HUMAN 1 TCGGGTGGAAGG 0.488

- 5 7736 _Mutation_p.P248 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GAGGAGGTGCAG 0.463

- 14 2044 kgz.1_Missense_MNM_001142749 NP_001136221 A8MWY0 K132L_HUMAN cellular (Potential). 7 GGGCAGGGGACA 0.522

+ 12 2236 g.1_Missense_Mut NM_006716 NP_006707 Q9UBU7 DBF4A_HUMAN 2 CGAAAAGTGAAAA 0.333

- 2 223 te_p.W31_splice|F NM_152789 NP_690002 Q5BKY9 F133B_HUMAN 1 CAAATACCAGGTA 0.368

- 6 661 umu.1_Missense_M NM_001742 NP_001733 P30988 CALCR_HUMANcellular (Potential). 9 AAACACCTTTTTC 0.323

+ 20 1535 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 CCAAAGGAGAGAG 0.433

- 13 1699 NM_018842 NP_061330 Q9UHR4 BI2L1_HUMAN 1 GCAGTCCCGTTGG 0.418

+ 39 5719 .T1819M|TRRAP_ NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN 37 ACGCCACGCTGCT 0.627

+ 7 1766 p.P548S|ZKSCAN NM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN 1 GAGAGACCACATA 0.423

+ 14 2378 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAC 0.522

+ 18 2546 a.2_Missense_Mut NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Pro-rich. 2 AAGCGCCCAGCTC 0.507

- 1 583 uc010lhm.1_5'Flan NM_001015072 NP_001015072 Q6NVU6 UFSP1_HUMAN 0 CCAGCTCCCCGTG 0.692

+ 18 2872 _uc011kkn.1_Intro NM_181552 NP_853530 P39880 CUX1_HUMAN CUT 2. 8 TGGACACCATCGA 0.612

+ 27 5336 LL5_uc010ljf.1_Int NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN Pro-rich. 3 TTCCAGGACACCA 0.498

- 10 1639 _p.V372I|COG5_u NM_181733 NP_859422 Q9UP83 COG5_HUMAN 4 CCTTAACTATTTC 0.313

- 21 2882 e_Mutation_p.S933 NM_007356 NP_031382 A4D0S4 LAMB4_HUMANminin EGF-like 9. 8 TCTGAGCTCCACA 0.423

- 5 515 se_Mutation_p.T15 NM_130768 NP_570124 Q8WWH4 ASZ1_HUMAN ANK 4. 3 ATTGGGGTCATAA 0.418

+ 14 2560_2561 q.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 ATTCAAGAAGGTT 0.416

+ 27 4438 nq.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN otential).|ABC transporter 2 5 AGGAGCCTCTTCC 0.527

- 2 2174 NM_024523 NP_078799 Q96CN9 GCC1_HUMAN Potential. 2 GCTTGTGCAGCTC 0.647

+ 3 460 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 1. 3 GCCCTGGGCATTT 0.403

+ 2 616 oa.3_Missense_Mu NM_001458 NP_001449 Q14315 FLNC_HUMAN 1.|Actin-binding. 12 TCTGGACGCTGAT 0.622

+ 11 2202 s.2_Missense_Mut NM_005631 NP_005622 Q99835 SMO_HUMAN lasmic (Potential). 37 TCACCCCTGTGGC 0.597

+ 12 1658 |CPA5_uc010lme.1 NM_001127441 NP_001120913 Q8WXQ8 CBPA5_HUMAN 2 GAGTTGGTGAGA 0.517

- 4 1223 vqx.3_Missense_M NM_001018111 NP_001018121 O00592 PODXL_HUMAN xtracellular (Potential). 3 GTAGTTGATGCTG 0.597

+ 5 848 1_uc011kpt.1_Intro NM_033138 NP_149129 Q05682 CALD1_HUMANmodulin-binding (By similarity 0 CAAGTCTGTCGCT 0.498

- 13 2931 NM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMAN ARP catalytic. 1 AACTTTCCAACCA 0.423

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 12 1575 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase. 18290 CACCTGAGTACTC 0.393

+ 4 313 GK_uc011krg.1_RN NM_018238 NP_060708 Q53H12 AGK_HUMAN 2 TTTTAGGTGTTTG 0.368

+ 18 3435 wbt.2_Missense_Mu NM_004445 NP_004436 O15197 EPHB6_HUMANsmic (Potential).|Protein kina 19 CCCCGCCTCCAG 0.532

+ 7 931 n_p.P146S|CASP2 NM_032982 NP_116764 P42575 CASP2_HUMAN 3 CAGTTACCTGCAC 0.493

- 7 1962 pi.2_Missense_Mu NM_152557 NP_689770 Q6NUN9 ZN746_HUMAN 3 AAGGGCCGCACG 0.667

+ 13 1727 wjj.1_Missense_M NM_031946 NP_114152 Q96P47 AGAP3_HUMAN PH. 3 CATCTCCCCACTC 0.507

- 3 445 YGN_uc003wkg.2_ NM_144727 NP_653328 Q8WXF5 CRGN_HUMAN a crystallin 'Greek key' 3. 0 GGAAGGGGCTGT 0.587

- 14 2109 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 AGAAGACATTTTC 0.348

+ 14 2221 ng.2_Missense_M NM_014671 NP_055486 Q15386 UBE3C_HUMAN 5 AAAGCAGATAAGG 0.318

- 21 3632 p.A473V|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN xtracellular (Potential). 25 TTGGTGGCACCT 0.542

+ 3 388 tron|PRSS55_uc00 NM_198464 NP_940866 Q6UWB4 PRS55_HUMAN (Potential).|Peptidase S1. 1 GTGCTGGGGACCA 0.512

- 1 632 NM_173683 NP_775954 Q5GH73 XKR6_HUMAN 2 GGGCCCCGGCTG 0.766

- 2 1903 nse_Mutation_p.P4 NM_001001924 NP_001001924 Q9ULD2 MTUS1_HUMAN 2 AACTGGGTTTACA 0.403

+ 9 934 e_Mutation_p.A266 NM_199205 NP_954675 Q8N163 K1967_HUMAN 3 TATCAGCCTTCCC 0.577



- 9 1080 NM_003844 NP_003835 O00220 TR10A_HUMAN lasmic (Potential). 6 CCGGTCCCTGTAA 0.368

- 13 1834 NTPD4_uc003xdm. NM_004901 NP_004892 Q9Y227 ENTP4_HUMANmenal (Potential). 2 GAAACGCCCCGC 0.587

- 5 640 p.1_Missense_Muta NM_018492 NP_060962 Q96KB5 TOPK_HUMANProtein kinase. 0 TCAAAGCAACTTT 0.313

- 1 4231 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 CTACATCCAACTC 0.358

+ 3 303 n_p.Q63R|ERLIN2_ NM_007175 NP_009106 O94905 ERLN2_HUMANmenal (Potential). 0 CTGTGCAGGTATG 0.502

- 3 1006 21E|RAB11FIP1_u NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3 TGGTTCCCATTGA 0.512

+ 2 569 G4_uc003xkz.1_Int NM_004874 NP_004865 O95429 BAG4_HUMAN 1 CATATCCTAGCTA 0.363

+ 6 625 O1_uc003xnn.2_R NM_002164 NP_002155 P14902 I23O1_HUMAN 2 TTGGTGGAAATAG 0.408

- 14 1490 se_Mutation_p.D46 NM_020476 NP_065209 P16157 ANK1_HUMAN 4.|89 kDa domain. 9 TGGTCATCCTGGA 0.363 rs78606390

+ 21 2215 NM_032410 NP_115786 Q86VS8 HOOK3_HUMANwith MSR1.|Required for as 2 GTCAGAGAGAGAT 0.244

+ 2 209 NM_152419 NP_689632 Q68CP4 HGNAT_HUMAN l, vesicle (Potential). 0 ATCAGGCTTTGCT 0.378

- 85 12096 e_Mutation_p.W39 NM_006904 NP_008835 P78527 PRKDC_HUMAN PI3K/PI4K. 34 TACTTTCCAATCA 0.493

+ 9 1041 _p.E316K|MCM4_u NM_182746 NP_877423 P33991 MCM4_HUMAN 4 CGGGTGGAGATGG 0.617

- 8 1013 NM_003878 NP_003869 Q92820 GGH_HUMAN -glutamyl hydrolase. 0 CTGGATGCCACTG 0.343

+ 5 615 wt.2_Missense_Mu NM_001033578 NP_001028750 Q96BR1 SGK3_HUMAN PX. 4 TATCCAGAACTTT 0.289

+ 11 1217 yb.2_Missense_Mu NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 GGAGTAGGACAC 0.408

- 2 545 _p.E169Q|JPH1_uc NM_020647 NP_065698 Q9HDC5 JPH1_HUMAN lasmic (Potential). 1 TCTGCTCGCTGCG 0.711

+ 6 641 P1_uc010mai.2_5' NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN 2 TTAAAACTTTCCT 0.333

+ 4 496 M67_uc010maw.2_ NM_153704 NP_714915 Q5HYA8 MKS3_HUMAN 2 TTAATGGAACATT 0.333

- 24 5321 1429_uc010maz.1_ NM_015496 NP_056311 Q69YN4 VIR_HUMAN 2 AAGCACGGTCCCG 0.468

- 3 526 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CTTCTTCTTCTTC 0.458

- 59 8365 p.S2777P|UBR5_u NM_015902 NP_056986 O95071 UBR5_HUMAN HECT. 28 TAGAGGAATAGAG 0.378

+ 2 592 _p.L147F|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 GAATTTGGCCCG 0.458

- 7 704 mv.2_Missense_Mu NM_001568 NP_001559 P60228 EIF3E_HUMAN 3 CTTTGGGGTGATT 0.358

- 2 510 SF11B_uc010mdc. NM_002546 NP_002537 O00300 TR11B_HUMAN 2 AAGGGGCGCACA 0.517 rs116321565

+ 4 903 NM_002514 NP_002505 P48745 NOV_HUMAN TSP type-1. 5 ACCCGGGTCACC 0.532

- 5 791 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 TGAGCACCTCTCT 0.338

+ 2 155 se_Mutation_p.E32 NM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2 CAGAGAGAATATG 0.338

- 20 2096 NM_013291 NP_037423 Q10570 CPSF1_HUMAN 1 CCGTAGGAGTCA 0.692

- 20 2177 _p.S479F|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN III 2.|Extracellular (Potentia 22 TTGACAGAATATG 0.433

- 3 2056 NM_020702 NP_065753 Q6NSJ0 K1161_HUMAN cellular (Potential). 3 GGGTCACCCGTGT 0.662

- 41 5830 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN action with SYNM. 13 CCATGCCACCCAC 0.617

- 5 537 ZNF484_uc010mrb NM_031486 NP_113674 Q5JVG2 ZN484_HUMAN 0 GGTTTTCTCCACA 0.343

+ 9 2144 e_Mutation_p.T715 NM_006648 NP_006639 Q9Y3S1 WNK2_HUMAN 12 CCAGCACCCCCAT 0.741

+ 2 292 _p.R63W|NIPSNAP NM_015469 NP_056284 Q9UFN0 NPS3A_HUMAN 0 CATCTTCGGACAG 0.373

+ 7 959 bhp.2_Missense_M NM_152786 NP_689999 Q8TAL5 CI043_HUMAN 0 TGCCTCCCCCAAC 0.478

- 3 1932 vf.2_Missense_Mut NM_002160 NP_002151 P24821 TENA_HUMAN EGF-like 12. 7 AGGGCCGGTGAA 0.597

+ 4 908 yv.1_Missense_Mu NM_054107 NP_473448 Q8NGS2 OR1J2_HUMAN cellular (Potential). 5 GCCTCCCCATCCG 0.562

+ 19 2457 ABGAP1_uc011lzj. NM_012197 NP_036329 Q9Y3P9 RBGP1_HUMAN 5 TTGACAGACTTTG 0.358

+ 33 3611 wu.2_Missense_M NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 GACCAGCAACTC 0.507

- 11 1687 _p.R448C|CRAT_uc NM_000755 NP_000746 P43155 CACP_HUMAN 1 CCGAGCGGATGG 0.612

- 8 1045 2_5'Flank|SETX_uc NM_015046 NP_055861 Q7Z333 SETX_HUMAN 3 CGCTGGCCAGAA 0.368

+ 22 2471 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 CACAGGGTGTCA 0.542

- 4 632 gz.2_Missense_Mu NM_178138 NP_835258 Q9UBR4 LHX3_HUMAN Homeobox. 1 TGGGCGAGGTGT 0.726

- 22 4388 1_5'Flank|CARD9_ NM_003086 NP_003077 Q5SXM2 SNPC4_HUMAN 0 GTGTGCCTGGCAT 0.612

- 6 837 V51I|WDR85_uc00 NM_138778 NP_620133 Q9BTV6 WDR85_HUMAN WD 1. 0 CGGGTACCCTGGT 0.587

+ 5 1010 MT1_uc004cob.1_M NM_024757 NP_079033 Q9H9B1 EHMT1_HUMAN 3 ACTGTGGGTTCCA 0.443



- 2 622 011mha.1_Translat NM_013239 NP_037371 Q9Y5P8 P2R3B_HUMAN 0 CATCCACGTTGAC 0.617

- 5 2694 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 AGTAGAGGTACAT 0.473

- 6 962 NM_000216 NP_000207 P23352 KALM_HUMAN onectin type-III 1. 4 CCTCGAGTTCCAT 0.517

+ 14 1563 _p.Q459*|BMX_uc NM_203281 NP_975010 P51813 BMX_HUMAN Protein kinase. 5 TTCTTTCAGGAGG 0.433

+ 9 1276 ey.1_Missense_Mu NM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1 AATAAAGCACTTC 0.398

+ 1 264 0nfu.1_Missense_M NM_173495 NP_775766 Q96NR3 PTHD1_HUMAN 6 TACTCGGACCTGC 0.622

+ 1 1665 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 GAGCCTCCTGAGA 0.617

- 4 606 orf38_uc004dev.1_ NM_144970 NP_659407 Q8TB03 CX038_HUMAN 1 AGTATACTGCCAC 0.358

+ 19 3221 n_p.R904L|KDM6A NM_021140 NP_066963 O15550 KDM6A_HUMAN 84 ATAAACGTGATGC 0.323

+ 7 760 gy.2_Missense_M NM_001077445 NP_001070913 Q92613 JADE3_HUMAN PHD-type. 0 CTCAAGGTCCCAG 0.537

- 2 221 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2 TCAAAGGGATGAC 0.632

- 7 930 0nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMANacellular (Potential). 6 ACGCACGCCCTG 0.617

+ 6 2210 E638K|CCNB3_uc NM_033031 NP_149020 Q8WWL7 CCNB3_HUMAN 9 TCCCAGGAACCAT 0.453

- 11 2470 moh.1_Missense_M NM_017848 NP_060318 Q9NX05 F120C_HUMAN 2 TGGGTAGACACTG 0.448

- 21 2200 N1_uc011mpg.1_I NM_002547 NP_002538 O60890 OPHN1_HUMAN Pro-rich. 2 GTTTGGGGTGTTG 0.517

- 12 1462 qz.1_Missense_Mu NM_000390 NP_000381 P24386 RAE1_HUMAN 1 CTGCTGGCACTGT 0.368

+ 1 1360 4efm.1_Missense_M NM_032968 NP_116750 Q9BZA7 PC11X_HUMAN r (Potential).|Cadherin 2. 2 TAAACGGAGTTCA 0.323

+ 8 1717 NM_017416 NP_059112 Q9NP60 IRPL2_HUMAN 3.|Extracellular (Potential). 3 GACTCAGTTGTGG 0.403

+ 2 208 5'UTR|ATG4A_uc0 NM_052936 NP_443168 Q8WYN0 ATG4A_HUMAN 1 GAGCTGGTATGGA 0.388

+ 15 1745 _p.G493S|ALG13_uc011mta.1_Missense_Mutation_p.G Q9NP73 ALG13_HUMAN 1 CCTGGGGGTTATG 0.418

- 9 2426 _uc011mtc.1_Miss NM_001113490 NP_001106962 Q4VCS5 AMOT_HUMAN 1 ATGATGGGGGAGC 0.517

+ 5 561 _p.C173Y|IL13RA1 NM_001560 NP_001551 P78552 I13R1_HUMAN cellular (Potential). 0 ATCAATGTGAAAA 0.343

- 16 3315 _p.T1020I|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN otential).|Ig-like C2-type 10 5 ATATTGGTGATGG 0.517

- 3 758 NM_006014 NP_006005 Q14657 LAGE3_HUMAN 0 CGGGGGGCCCA 0.592

- 2 532 NM_171998 NP_741995 Q96DA2 RB39B_HUMAN 0 GAAGACCACCTAC 0.433

- 2 913 0_uc009vno.2_Sile NM_001013631 NP_001013653 O60812 HNRCL_HUMAN 0 TTTCTTCATGGAG 0.468

- 3 765 1_5'Flank|ARHGEF NM_153213 NP_694945 Q8IW93 ARHGJ_HUMAN 3 CCAGGCGCAGAG 0.672

- 18 2279 1bbm.1_Translatio NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 GGAGGCGTGAAA 0.507

- 2 1170 NM_052943 NP_443175 Q96A09 FA46B_HUMAN 1 TCTGCCCCACCGA 0.657

+ 7 1093 _p.R328H|PTPRU_ NM_005704 NP_005695 Q92729 PTPRU_HUMAN III 1.|Extracellular (Potentia 7 GGCGCGCGGGC 0.632

- 9 1432 vj.1_Missense_Mut NM_005955 NP_005946 Q14872 MTF1_HUMAN Pro-rich. 2 GCTGGGGTGGCTC 0.572

+ 15 2736 vwt.2_Missense_M NM_002840 NP_002831 P10586 PTPRF_HUMAN III 5.|Extracellular (Potentia 10 TTGCTGCCTATAC 0.592

- 2 522 F53L|CCDC163P_ NM_001102601 NP_001096071 0 CCAAGAAGATACA 0.483

+ 17 1964 p.Y617S|RAD54L_ NM_001142548 NP_001136020 Q92698 RAD54_HUMAN case C-terminal. 3 CTTGCTATATCTA 0.522

- 12 1803 b.1_RNA|uc001de NM_001002292 NP_001002292 Q5T9L3 WLS_HUMAN 0 atcttccctcgatttacatg 0

+ 3 4043 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN tial).|EGF-like 3; calcium-bin 8 AGTGCTCGCTCAG 0.592

+ 3 515 dxw.2_3'UTR|CYB5 NM_182580 NP_872386 Q8N8Q1 C56D1_HUMAN tochrome b561. 0 GTCCCCGGGCAG 0.612

+ 4 1338 NM_020440 NP_065173 Q9P2B2 FPRP_HUMAN cellular (Potential). 1 GTGGGTGTGACCT 0.562

+ 13 2317 e_Mutation_p.R717 NM_019032 NP_061905 Q6UY14 ATL4_HUMAN 2 TCTCCCGTGAGTC 0.657

+ 3 406 _p.G117E|ZBTB7B NM_015872 NP_056956 O15156 ZBT7B_HUMAN BTB. 0 TGGGGGAGCAG 0.632

- 4 1220 _p.R392Q|IGSF8_u NM_052868 NP_443100 Q969P0 IGSF8_HUMAN 3.|Extracellular (Potential). 0 TCTAGCCGTAGCC 0.642

+ 11 3021 N1_uc001gwb.2_R NM_178275 NP_840059 3 CCTGGTGCATCCC 0.662

+ 6 1122 _p.A66T|RNPEP_ NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 CCAGGCGCTGCG 0.562

- 17 3115 0pqv.1_Missense_M NM_002646 NP_002637 O00750 P3C2B_HUMAN 7 ATGTGGGTCCACT 0.597

- 6 1180 vx.1_Missense_Mu NM_145214 NP_660215 Q96F44 TRI11_HUMAN B30.2/SPRY. 4 GCTGCACGCTCCG 0.697

- 4 818 htv.2_Missense_Mu NM_024554 NP_078830 Q8N414 PGBD5_HUMAN 4 GGCCCCGTGAAA 0.587

+ 15 5870 1iik.2_Missense_M NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 GTCGGGGTTTCCT 0.458



- 4 718 e_Mutation_p.R15 NM_001080449 NP_001073918 P51530 DNA2L_HUMAN 0 TTTGGCGTGTGGC 0.353

+ 20 2584 p.R352Q|CDH23_ NM_022124 NP_071407 Q9H251 CAD23_HUMAN |Extracellular (Potential). 11 TTGACCGAGAGAC 0.527

+ 9 863 _Mutation_p.G129 NM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN rity).|Helicase ATP-binding. 2 GATTGGGTAAGAC 0.378

- 28 2983 kkr.2_Intron|SORB NM_001034954 NP_001030126 Q9BX66 SRBS1_HUMAN 1 GCATCTCGGGGGA 0.562

- 3 462 74M|ALDH18A1_u NM_002860 NP_002851 P54886 P5CS_HUMAN tamate 5-kinase. 3 TCACCACGATTCT 0.562 rs143330350

+ 6 1114 RRC27_uc001lli.2_ NM_030626 NP_085129 Q9C0I9 LRC27_HUMAN 1 AGACACGTTTTCA 0.403

- 8 1175 7_uc010qwg.1_5'U NM_001572 NP_001563 Q92985 IRF7_HUMAN 0 GGTACGGCTCTGC 0.697

+ 31 12230 NM_002457 NP_002448 Q02817 MUC2_HUMAN 2 caccactacggtgaccc 0.015 rs147438840

+ 51 14906 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 AGCCGAGCACTAC 0.662

- 6 621 w.2_Intron|OSBPL5 NM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN PH. 3 AGATGAGCAGCAC 0.657

+ 11 2844 _p.P741L|NAV2_u NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 GGTATCCCCCTCG 0.632

+ 11 2903 _p.A761T|NAV2_uc NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 TACTCCGCCCCTC 0.597

+ 14 3557 mpt.2_Missense_M NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 ATGACAGCTCAGG 0.602

- 6 853 _p.S198L|ELF5_uc NM_198381 NP_938195 Q9UKW6 ELF5_HUMAN ETS. 1 GCTTCCGATTTAA 0.418

- 8 1113 ADL1_uc010rnw.1_ NM_005468 NP_005459 Q9UQQ1 NALDL_HUMAN .|Extracellular (Potential). 0 TGGTTCCCATACA 0.662

- 7 706 e_Mutation_p.P13 NM_021975 NP_068810 Q04206 TF65_HUMAN RHD. 4 GTGTTGGGGGCA 0.592

+ 6 942 gz.1_Missense_Mu NM_018026 NP_060496 Q6VY07 PACS1_HUMAN 6 GCAGATCGTTCTC 0.443

+ 6 619 TN3_uc010rpi.1_R NM_001104 NP_001095 Q08043 ACTN3_HUMAN n-binding.|CH 2. 0 CGACACCGCCCTG 0.647

- 9 1451 ense_Mutation_p.A NM_004910 NP_004901 O00562 PITM1_HUMAN 3 GCCTCAGCCCCCA 0.647

+ 13 1714 p.A506T|PPFIA1_u NM_003626 NP_003617 Q13136 LIPA1_HUMAN Potential. 3 ATTGAAGCACTGA 0.413

- 7 1339 uv.2_Missense_Mu NM_015531 NP_056346 Q4AC94 C2CD3_HUMAN p.R371P(1) 7 TTAAACCGATTCC 0.388

- 12 2631 NM_020693 NP_065744 Q8TD84 DSCL1_HUMANPotential).|Ig-like C2-type 9. 8 GATGGGCCGCTC 0.642

- 6 2184 al.2_Missense_Mut NM_182557 NP_872363 Q86UU0 BCL9L_HUMAN teraction with CTNNB1 (By 2 GTTCCCGATGCTC 0.687

- 6 948 p.P153L|PRDM10_ NM_020228 NP_064613 Q9NQV6 PRD10_HUMAN SET. 1 ACGAGAGGCCCC 0.567

+ 14 2340 ATS2_uc001ruf.2_ NM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1 CGAGGAGGACAG 0.473

+ 24 3113 lt.2_Missense_Mut NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 TGGTGAGGAAGG 0.458

- 8 923 cs.3_Missense_Mu NM_015665 NP_056480 Q9NRG9 AAAS_HUMAN WD 3. 1 ACTGGGGGCCCA 0.607

- 1 31 nse_Mutation_p.D4 NM_001130059 NP_001123531 P17544 ATF7_HUMAN activation domain. 2 GTCTGTCGTCTCC 0.418

- 3 525 e.1_Missense_Mut NM_032345 NP_115721 Q9BRP8 WIBG_HUMAN 0 CACTGGGGAGTTG 0.567

- 18 3991 NM_144982 NP_659419 O60293 ZC3H1_HUMAN 5 TGTTTTCGGCTAA 0.323

- 7 898 syg.1_Missense_M NM_020841 NP_065892 Q9BZF1 OSBL8_HUMAN 1 TACTGAGCAGCTC 0.338

+ 7 705 sxn.1_Missense_Mutation_p.V953I Q8N1T3 MYO1H_HUMAN 0 GATGCCGTTTTGC 0.453

+ 11 1659 tw.1_Missense_Mu NM_002834 NP_002825 Q06124 PTN11_HUMAN -protein phos p.G427G(1) 392 GACCACGGCGTG 0.567

- 1 257 _p.W73*|FBXO21_ NM_033624 NP_296373 O94952 FBX21_HUMAN F-box. 1 TCCTTCCACACCT 0.443

+ 77 13281 ufu.3_Missense_M NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6 CCCATCGCCTCAA 0.532

- 35 4498 _p.R289H|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 ATATGGCGGATAC 0.592

- 5 1489 m.1_Missense_Mu NM_153371 NP_699202 Q8N448 LNX2_HUMAN PDZ 2. 6 TCAGGTCGTGCCC 0.522 rs144420848

+ 1 649 NM_207361 NP_997244 Q5SZK8 FREM2_HUMANcellular (Potential). 11 AACGACGCACTGG 0.687

- 5 2461 gz.1_Missense_Mu NM_018676 NP_061146 Q9NS62 THSD1_HUMAN lasmic (Potential). 4 CGGACGGGCCC 0.607

- 1 447 RP1_uc001vni.2_In NM_178861 NP_849192 Q8IZP6 R113B_HUMAN 3 CGACCCCGCAGTG 0.642

- 5 966 NM_004093 NP_004084 P52799 EFNB2_HUMAN lasmic (Potential). 1 TACACCGGGTGCC 0.592

- 2 239 EP1_uc010tlg.1_Mi NM_007110 NP_009041 Q99973 TEP1_HUMAN P1 N-terminal 3. 5 ACACATATCCATG 0.502

- 26 3407 sa-mir-208b|MI0005 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4 GGCTGCCGAGGG 0.592

+ 10 752 mh.2_Missense_M NM_006263 NP_006254 Q06323 PSME1_HUMAN 1 GAGATCCGCAATG 0.627

- 1 664 on_p.A138V|NKX2 NM_003317 NP_003308 P43699 NKX21_HUMAN 1 CCAGAGGCGCTG 0.706

- 8 3419 e_Mutation_p.G88 NM_183002 NP_892114 P57103 NAC3_HUMAN cellular (Potential). 7 GCTCCCCTCCCAG 0.597

+ 3 1353 TR4_uc010tua.1_I NM_024644 NP_078920 Q9H6W3 NO66_HUMAN JmjC. 0 ACCAGCGCAATAC 0.542



- 3 536 Mutation_p.E63K|P NM_002632 NP_002623 P49763 PLGF_HUMAN 1 GGTACTCGGACAC 0.657

+ 6 1471 se_Mutation_p.R46 NM_001161476 NP_001154948 Q64LD2 WDR25_HUMAN WD 5. 0 CCCTACCGGATGA 0.632

- 1 2323 sa-mir-432|MI00031 NM_001134888 NP_001128360 A6NKG5 RTL1_HUMAN 1 GGAAGCGGACCA 0.562

- 23 3324 se_Mutation_p.T37 NM_002226 NP_002217 Q9Y219 JAG2_HUMAN cellular (Potential). 5 CAAGGTGAGGCG 0.662

- 4 897 h.2_Nonsense_Mu NM_002226 NP_002217 Q9Y219 JAG2_HUMAN cellular (Potential). 5 ACACTCGCTCGAT 0.667

- 27 3907 e_Mutation_p.R11 NM_002420 NP_002411 Q7Z4N2 TRPM1_HUMAN lasmic (Potential). 4 CTTTGCCGGAGA 0.473

- 15 2193 nse_Mutation_p.R6 NM_133647 NP_598408 Q9UHW9 S12A6_HUMAN lasmic (Potential). 7 AGTAGCGGAATCG 0.413

- 31 3847 e_Mutation_p.A119 NM_001130858 NP_001124330 Q6PFW1 VIP1_HUMAN 0 CTTGTGCTCCACT 0.532

- 2 491 ABPB1_uc001zyd NM_005254 NP_005245 Q06547 GABP1_HUMAN ANK 1. 1 AAATACGAACTTC 0.368 rs139444439

- 13 1549 bib.2_Missense_Mu NM_001004439 NP_001004439 Q9UKX5 ITA11_HUMAN ntial.|Extracellular (Potentia 3 CGATGTCCACCGA 0.612

+ 2 109 0bic.2_Missense_M NM_006091 NP_006082 Q9UQ03 COR2B_HUMAN 6 CCAACCGGGAGC 0.602

- 24 3751 _Missense_Mutatio NM_006901 NP_008832 B2RTY4 MYO9A_HUMANk or regulatory domain. 3 AAGTACCGCTGCC 0.507

- 26 3034 83L|MAN2C1_uc00 NM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0 GGGTCTGGTCGC 0.632

- 5 507 C1_uc010bkk.2_Mis NM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0 CAGGGGCTGCAA 0.597

+ 5 1331 wj.2_Missense_Mut NM_198243 NP_937886 Q9H672 ASB7_HUMAN ANK 6. 1 TACGCCGTGATCA 0.478

- 3 461 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4 GTGCACGGGTAGG 0.557

- 3 1318 NM_001013658 NP_001013680 Q96A99 PTX4_HUMAN Pentaxin. 0 CTTTCCCGATGGC 0.627

- 15 2079 clz.2_Missense_Mu NM_014714 NP_055529 Q96RY7 IF140_HUMAN 5 GAGAAGCGATGCC 0.672

- 22 2893 _p.A929V|MYH11_ NM_002474 NP_002465 P35749 MYH11_HUMAN Potential. 15 AGGCGGGCCTCC 0.622

- 16 2189 xp.2_Missense_Mu NM_033266 NP_150296 Q76MJ5 ERN2_HUMAN e.|Cytoplasmic (Potential). 6 GTGGGCCAGGC 0.617

- 7 1100 FR_uc002eix.2_5'U NM_001144 NP_001135 Q9UKV5 AMFR2_HUMAN 2 GGTAACGCAGCTG 0.458

+ 3 467 _p.V106M|CPNE2_ NM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 1. 2 AAGTTCGTGCTTG 0.542

+ 5 438 ALB2_uc002fac.3_ NM_001740 NP_001731 P22676 CALB2_HUMAN nd 3.|3 (Probable). 0 CAGACAGGAGTG 0.542

+ 19 2922 mp.1_Missense_Mu NM_014003 NP_054722 Q92620 PRP16_HUMAN case C-terminal. 1 AGGGCGAGCCG 0.637

+ 1 1055 fdl.1_Missense_Mu NM_032268 NP_115644 Q8ND25 ZNRF1_HUMAN 0 ATCGCACCCAGG 0.677

+ 2 1528 _p.A491T|HIC1_uc NM_001098202 NP_001091672 Q14526 HIC1_HUMAN C2H2-type 2. 1 GCTGCGCGTCGT 0.716

+ 3 672 fye.2_Missense_M NM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0 TCACCCGAGTCTC 0.637

+ 12 1995 NM_020877 NP_065928 Q9P225 DYH2_HUMAN m (By similarity). 13 GTGAACGTAGCTG 0.542

+ 19 2536 _Mutation_p.V375 NM_012393 NP_036525 O15067 PUR4_HUMAN 5 GTGGCAGTGGATG 0.667

+ 6 1420 _uc002gvg.1_Splic NM_014964 NP_055779 O95208 EPN2_HUMAN 1 AAGAGGTAAGAGC 0.507

- 2 1229 NM_198147 NP_937790 Q6UXT9 ABH15_HUMAN 0 GGCCTCCGTGGC 0.607

+ 1 239 NM_001146041 NP_001139513 Q9BYQ8 KRA49_HUMANC-[RQVHIEK]- [SPTR]-[VST 0 CCTGCTACCGCCC 0.657

- 1 611 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN 0 GGGCAGGTGGAG 0.468

- 5 1192 P_uc010wfs.1_Intr NM_000226 NP_000217 P35527 K1C9_HUMAN Rod.|Coil 2. 3 GACACCGTGCCG 0.547

+ 11 1813 391K|STAT5A_uc0 NM_003152 NP_003143 P42229 STA5A_HUMAN 1 GCAGCGAGTGCA 0.642

+ 1 1066 NM_001466 NP_001457 Q14332 FZD2_HUMAN cellular (Potential). 3 TTCTCCGAGGAC 0.597

+ 7 1330 q.1_Missense_Mut NM_016428 NP_057512 Q9P2A4 ABI3_HUMAN Pro-rich. 0 GACCTGCCTCCTC 0.592

+ 6 548 _p.D103E|MSI2_u NM_138962 NP_620412 Q96DH6 MSI2H_HUMAN RRM 2. 2 GGAAGATGTAAAG 0.458

- 3 607 M37_uc002ixa.3_5' NM_001005207 NP_001005207 O94972 TRI37_HUMAN -type; degenerate. 7 CTTACCGGCAATG 0.373

- 19 3010 te|ABCA10_uc010d NM_080282 NP_525021 Q8WWZ4 ABCAA_HUMAN 4 TTTATACCTGGTT 0.323

+ 3 303 jpi.3_Missense_Mu NM_000213 NP_000204 P16144 ITB4_HUMAN racellular (Potential). 4 GCTGCACGGAGTG 0.607

- 18 3376 jrl.3_Missense_Mu NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 ATCAGCGCCATC 0.577

+ 19 2746 _p.G855E|GAA_uc0 NM_001079803 NP_001073271 P10253 LYAG_HUMAN 1 CCCGAGGGGAGC 0.652

+ 2 1425 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P 2 CCCAAGGAGGGT 0.592

+ 16 2324 p.2_Missense_Mut NM_020774 NP_065825 Q86YT6 MIB1_HUMAN 4 GTCAATCGCCAC 0.433

+ 4 1290 BYR_uc002kva.2_M NM_012189 NP_036321 O75952 CABYR_HUMAN 0 TATATGGAGGCAG 0.438

- 5 796 e_Mutation_p.R128 NM_004775 NP_004766 Q9UBX8 B4GT6_HUMANmenal (Potential). 0 CATGGCGATTACG 0.358



- 8 1010 _p.R304Q|FECH_u NM_000140 NP_000131 P22830 HEMH_HUMAN 1 ACCAGTCGGTAGG 0.493 rs141888884

- 3 978 NM_001044369 NP_001037834 Q0P6D2 FA69C_HUMANmenal (Potential). 0 GTCAAAGAAATTG 0.468

+ 11 1235 TBP1_uc002lps.2_M NM_031991 NP_114368 P26599 PTBP1_HUMAN RRM 3. 2 GAGAACGCCCTAG 0.677

- 2 394 dsr.1_Missense_M NM_020695 NP_065746 Q8N1G1 REXO1_HUMAN Potential. 0 ACCTCACTGCGCA 0.607

+ 4 1228 wn.3_Missense_M NM_152791 NP_690004 Q8NEP9 ZN555_HUMAN C2H2-type 8. 1 TTTATCCCCAGTC 0.463

+ 10 1158 e_Mutation_p.A349 NM_021938 NP_068757 Q8N6W0 CELF5_HUMAN 2 CCGCGGCCATCAC 0.766

+ 10 1362 B3L3_uc010xib.1_ NM_032607 NP_115996 Q68CJ9 CR3L3_HUMANmenal (Potential). 2 CGACGGAGGAGC 0.672

- 8 2029 NM_198471 NP_940873 Q6NY19 KANK3_HUMAN 0 GGCTCGGTTCTG 0.627

- 1 689 NM_178525 NP_848620 Q8TC94 ACTL9_HUMAN 3 TGACACGACCGTG 0.652

- 16 1603 _p.R151C|KRI1_uc NM_023008 NP_075384 Q8N9T8 KRI1_HUMAN 1 CTGTGCGGTACTT 0.617

+ 4 1932 e_Mutation_p.S62 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 14. 0 CTTCAGTTGTGCC 0.483

+ 1 286 NM_001098622 NP_001092092 P60323 NANO3_HUMAN 1 CAGTGCCGGGAC 0.662

+ 10 774 n_p.R61Q|TECR_u NM_138501 NP_612510 Q9NZ01 TECR_HUMAN 0 CCTGCGGGACCT 0.677

- 10 1518 2_5'Flank|RASAL3 NM_022904 NP_075055 Q86YV0 RASL3_HUMAN Ras-GAP. 0 CCAGCGCCTAGGA 0.632

+ 8 1011 _p.E292K|AP1M1_ NM_032493 NP_115882 Q9BXS5 AP1M1_HUMAN MHD. 4 TGGATCGAGTCGG 0.587

+ 40 6220 2_3'UTR|MYO9B_u NM_004145 NP_004136 Q13459 MYO9B_HUMAN Tail. 1 CCCCTGCGCCTG 0.711

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCACTATGAA 0.403

- 4 984 _p.N198K|ZNF708_ NM_021269 NP_067092 P17019 ZN708_HUMAN C2H2-type 5. 6 GGACCGGTTAAAA 0.368

+ 2 1395 _p.Q500R|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMANC2H2-type 13. 1 TTAACCAATCTTC 0.343

+ 4 1693 429_uc010ecu.1_I NM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2 CTTTTATCCTGTC 0.378

+ 4 1696 429_uc010ecu.1_I NM_001001415 NP_001001415 Q86V71 ZN429_HUMANC2H2-type 14. 2 TTATCCTGTCCTC 0.378

- 3 1694 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMANC2H2-type 11. 0 GACCAGGTGAAG 0.433

+ 4 1398 NM_020855 NP_065906 Q9P255 ZN492_HUMAN C2H2-type 9. 0 ATAAGAGAATTCA 0.378

- 4 1876 NM_175872 NP_787068 Q3KQV3 ZN792_HUMANC2H2-type 10. 0 GTCTCCGATGGC 0.493

+ 2 618 ea.2_Missense_Mu NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=5; (Potential). 1 CCCGTGCGGCTG 0.542

+ 3 1828 NM_014727 NP_055542 Q9UMN6 MLL4_HUMAN Pro-rich. 11 ACATTTCGCTGGA 0.408

+ 2 505 79A_uc002oru.2_In NM_001783 NP_001774 P11912 CD79A_HUMAN e.|Extracellular (Potential). 3 GTGCCGGGTCCA 0.642 rs143511203

- 2 155 tq.3_Missense_Mu NM_032488 NP_115877 Q9BYD5 CNFN_HUMAN Cys-rich. 0 GCATGTCGTTGCA 0.612

- 1 1961 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3 GGGGCCTCTGCC 0.607

- 3 1092 EC10_uc010ycy.1_ NM_033130 NP_149121 Q96LC7 SIG10_HUMAN Potential).|Ig-like C2-type 1. 1 GTCACCGGCTGCC 0.607 rs143118289

- 5 1005 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN C2H2-type 3. 3 CTGTACCTCTTGT 0.502

- 5 785 b.2_Intron|uc002py NM_021632 NP_067645 Q9GZX5 ZN350_HUMAN 1 TTAGTGCTGATGA 0.408

- 4 2192 _p.Y638C|ZNF28_u NM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1 CACTTGTAAGGTT 0.403

+ 4 2549 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 22. 0 GCAAGAACTTCCG 0.418

+ 7 2551 _p.N644T|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 18. 1 GCAAGAACTTTAG 0.393

+ 3 1110 NM_021216 NP_067039 Q9NQZ8 ZNF71_HUMAN C2H2-type 6. 1 GCGCACGCACAC 0.657

+ 6 861 NM_182572 NP_872378 Q8NBB4 ZSCA1_HUMAN 2 CCCGGGCCCGCT 0.662

+ 14 1725 qzp.1_Missense_M NM_016207 NP_057291 Q9UKF6 CPSF3_HUMAN 2 ATGGTGGTATTAG 0.313

- 34 4364 f.2_Missense_Muta NM_006277 NP_006268 Q9NZM3 ITSN2_HUMAN DH. 4 CTCTCCGGGGTG 0.597

- 3 490 2rkj.2_Missense_M NM_144631 NP_653232 Q8N8E2 ZN513_HUMAN Gly-rich. 1 CTCTCCGCACTTA 0.662 rs35554630

+ 1 5038 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN em repeat of P-S-E-R-S-H-H 1 AGCCATCGCAGTT 0.577

+ 3 1197 mi.1_Missense_Mu NM_005253 NP_005244 P15408 FOSL2_HUMAN Basic motif. 3 CGCATCCGGCGG 0.557 rs139808662

- 2 353 e_Mutation_p.P10 NM_019885 NP_063938 Q9NR63 CP26B_HUMAN 2 CTGCGAGGCCAC 0.562

+ 2 662 Intron|TEKT4_uc01 NM_144705 NP_653306 Q8WW24 TEKT4_HUMAN 3 AGATCCGGTGGG 0.597

- 16 2457 NM_018383 NP_060853 Q9C0J8 WDR33_HUMANCollagen-like. 0 GCCTTGGATCCCA 0.622

+ 29 3290 pr.2_Missense_Mut NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 CTTTTACCGTTATG 0.383

- 3 687 NM_001099771 NP_001093241 A5A3E0 POTEF_HUMAN 5 ATCTTGTTCCTGA 0.607



+ 8 9907 dy.2_Missense_Mu NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 ATCATCCGCAAGG 0.458

- 214 42435 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CACTGGGTTCACT 0.483

+ 2 941 NM_005383 NP_005374 Q9Y3R4 NEUR2_HUMAN 0 ACCCGCGACCTCC 0.692

- 28 7111 znj.1_Missense_M NM_004369 NP_004360 P12111 CO6A3_HUMANal region.|Collagen-like 4. 18 GCTCTCCGGGCTC 0.597

+ 2 93 ense_Mutation_p.V NM_080741 NP_542779 Q8WWR8 NEUR4_HUMAN 0 ATGGGGGTCCCT 0.697

+ 4 639 0zrc.1_Missense_M NM_012261 NP_036393 Q9UJQ1 CT103_HUMAN cellular (Potential). 3 CTTGGAGGCTGA 0.577

+ 5 781 NM_080820 NP_543010 Q8TEA8 DTD1_HUMAN 2 CTGAACGGGAGCC 0.537

+ 2 273 se_Mutation_p.R61 NM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN N-LIP. 4 GGTCGCGGGAGA 0.642

- 37 7689 xjz.1_Missense_Mu NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 GGCATCGTGGCAA 0.572 rs150243429

+ 4 496 gp.2_Missense_Mu NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1 ATGACTCGGGCCG 0.627 rs139062099

- 4 376 ih.1_Nonsense_M NM_006045 NP_006036 O75110 ATP9A_HUMAN lasmic (Potential). 4 AGCATCGGATCTC 0.612

+ 3 497 NM_080821 NP_543011 Q96KR6 CT108_HUMAN DUF1279. 0 CTGGTACAGTCAA 0.483

+ 1 566 NM_174981 NP_778146 Q86YR6 POTED_HUMAN ANK 1. 6 GACAAGGAAAAG 0.577

- 4 452 _p.W143*|TMPRSS NM_005656 NP_005647 O15393 TMPS2_HUMANcellular (Potential). 2524 GAACTTCCAGAGT 0.592

+ 14 2652 j.2_Missense_Mut NM_006031 NP_006022 O95613 PCNT_HUMAN 8 CAGGACGGGGAG 0.667

+ 14 1836 _p.Q520*|MED15_ NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN 1 ACCTTGCAAAAGT 0.562

+ 5 1661 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2 CAGAGACACCCTC 0.667

- 3 573 ks.1_3'UTR|uc003a NM_002309 NP_002300 P15018 LIF_HUMAN 0 CACAGGCGGCAC 0.612

+ 4 515 pz.3_Missense_Mu NM_000631 NP_000622 Q15080 NCF4_HUMAN PX. 1 CTCAACGCCTACA 0.582

+ 7 1164 NM_015653 NP_056468 Q9H4K1 RIBC2_HUMAN 0 GCTCGCGCCACC 0.647

- 15 6058 arc.1_Missense_M NM_014246 NP_055061 Q9NYQ6 CELR1_HUMANPotential).|Laminin EGF-like 11 ACTGCCCGGTGG 0.642

- 16 4300 GCP6_uc010har.1_ NM_020461 NP_065194 Q96RT7 GCP6_HUMAN A tandem repeats.|9. 4 CGTGGCCGGGTG 0.647 rs145170543

+ 10 1391 _p.R328Q|TTLL3_ NM_001025930 NP_001021100 Q9Y4R7 TTLL3_HUMAN TTL. 2 GCCATCGGCATCC 0.572 rs141771643

+ 3 1207 tr.1_Missense_Mut NM_014760 NP_055575 Q93075 TATD2_HUMAN 2 CCACTCGGGCAA 0.567

+ 8 1149 zi.2_Missense_Mu NM_003298 NP_003289 P49116 NR2C2_HUMAN 0 TAACTCGGTACGA 0.502

+ 1 140 NM_145166 NP_660149 Q9UFB7 ZBT47_HUMAN 0 GCCGGGGTACCC 0.721

- 8 2376 bal.1_Missense_Mu NM_024513 NP_078789 Q9BQS8 FYCO1_HUMAN Potential. 1 GGGCTTCTGCCAG 0.602

- 5 783 81_splice|PRKAR2 NM_004157 NP_004148 P13861 KAP2_HUMAN 1 CTCCTACCGTTCT 0.428

- 8 1123 MT_uc003cwy.2_M NM_000481 NP_000472 P48728 GCST_HUMAN 1 TGTGTGCCCGCAT 0.617

+ 10 1335 kw.1_Missense_Mu NM_001640 NP_001631 P13798 ACPH_HUMAN 1 ACCAATGTCGCAT 0.612

- 6 847 NM_003335 NP_003326 P41226 UBA7_HUMAN proximate repeats. 2 TAGACCGGGGATC 0.562

+ 12 1177 p.S321N|SLC38A3 NM_006841 NP_006832 Q99624 S38A3_HUMAN 1 TCTACAGTACGGT 0.602

+ 5 2400 _p.P719S|COL8A1 NM_001850 NP_001841 P27658 CO8A1_HUMANnhelical region (NC1). 0 CAGATGCCCTCAG 0.502

+ 8 735 _Mutation_p.A191V NM_172027 NP_742024 Q969K4 ABTB1_HUMAN 0 TAGTGGCGTCTAA 0.667

- 3 1205 1blk.1_5'Flank|NEK NM_014065 NP_054784 Q2TB18 ASTE1_HUMAN 0 GGATTCGGTGGTG 0.433

+ 2 626 esi.3_Missense_Mu NM_012219 NP_036351 O14807 RASM_HUMAN P (By similarity). 4 GGGATGGGGGTG 0.552

+ 2 810 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7 CTGCCCGAGAAC 0.617

- 5 1197 e_Mutation_p.V26 NM_033169 NP_149359 O75752 B3GL1_HUMANmenal (Potential). 1 GTTTTACGTGACC 0.378

+ 8 2148 NM_004443 NP_004434 P54753 EPHB3_HUMAN ical; (Potential). 11 GTCTTCGTGGTGG 0.627 rs147361564

- 3 1712 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 TAAAGGTTTTGCC 0.433

- 3 1698 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 CATTCTCCACATG 0.428

+ 17 3319 3gee.3_RNA|WHS NM_001042424 NP_001035889 O96028 NSD2_HUMAN AWS. 9 GTCCCGCGGGCG 0.562

+ 27 3453 NM_002111 NP_002102 P42858 HD_HUMAN 4 CCAGTGCTCCCA 0.542

- 3 557 h.1_Missense_Muta NM_001290 NP_001281 O43679 LDB2_HUMAN 0 TCCTGCCGATAGC 0.478

+ 4 472 D28_uc003gpj.2_R NM_025205 NP_079481 Q9H204 MED28_HUMAN 0 AAGCCCGCCGAC 0.567 rs139145192

+ 4 370 n_p.G96R|SLC34A NM_006424 NP_006415 O95436 NPT2B_HUMAN lasmic (Potential). 5 TCCAAGGGATTG 0.473

- 13 1732 XL1_uc003gxq.3_ NM_152995 NP_694540 Q6ZNB6 NFXL1_HUMANNF-X1-type 7. 3 GGCAGGGATAGCA 0.333



- 42 5691 YL_uc003gyi.1_Mi NM_015030 NP_055845 O94915 FRYL_HUMAN 1 TAAAATCGTTAAT 0.388

+ 9 1589 du.1_Missense_Mu NM_001510 NP_001501 O43424 GRID2_HUMAN cellular (Potential). 6 TTCTACGTGTAGT 0.388

- 13 2132 1ckv.1_Missense_M NM_021069 NP_066547 O94875 SRBS2_HUMAN 1 ACGTAGGGGGAC 0.597

+ 10 1715 _p.A526D|ADAMTS NM_139056 NP_620687 Q8TE57 ATS16_HUMAN Disintegrin. 8 AGAAAGCCAAGC 0.408

+ 4 1361 NM_012304 NP_036436 Q9UJT9 FBXL7_HUMAN LRR 5. 3 ACCATCGCGGCG 0.607

- 14 2067 NM_198566 NP_940968 Q96MH7 CE034_HUMAN 1 AAATCTGGTTTAG 0.308

+ 4 948 NM_014979 NP_055794 Q496J9 SV2C_HUMAN lasmic (Potential). 1 CTGGCCCGGGAAA 0.562

- 1 473 _uc011cxy.1_Miss NM_002653 NP_002644 P78337 PITX1_HUMAN 1 GGCCCCATGTCAT 0.706

+ 4 1152 NM_032289 NP_115665 Q9BQI7 PSD2_HUMAN SEC7. 1 CTCATCGGCTGGC 0.647

+ 1 1930 1daj.1_Missense_M NM_018931 NP_061754 Q9Y5F2 PCDBB_HUMANr (Potential).|Cadherin 6. 6 GTGCTGGTCAAG 0.711

+ 1 1880 dak.1_Missense_M NM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANcellular (Potential). 3 TGTACCCGCTGCA 0.716

+ 1 694 DHGA3_uc010jfx. NM_018916 NP_061739 Q9Y5H0 PCDG3_HUMANr (Potential).|Cadherin 2. 1 GTGATAGTCCTGG 0.537

+ 4 776 mcf.2_Missense_M NM_153607 NP_705835 Q8IUR6 CE041_HUMAN 0 TACCCCGATTCAC 0.403

- 3 748 D1_uc003mcr.2_In NM_138369 NP_612378 Q96IK1 BOD1_HUMAN 2 TCCTGGCCTTCGG 0.512

- 18 3045 1djq.1_Nonsense_ NM_014809 NP_055624 Q5VV43 K0319_HUMAN cellular (Potential). 2 CTCCATCCATAAG 0.522

- 3 755 w.2_Missense_Mu NM_002586 NP_002577 P40425 PBX2_HUMAN 1 TGCTGCGATAGTC 0.602

- 7 1094 p.R319Q|MOCS1_ NM_005942 NP_005933 Q9NZB8 MOCS1_HUMANfactor biosynthesis protein A 3 GTGATTCGCAGGC 0.572 rs104893969

- 6 587 RPS18A_uc003ow NM_018135 NP_060605 Q9NVS2 RT18A_HUMAN 0 AGCTTCCAAGGTG 0.567

+ 26 1918 kam.1_Missense_M NM_001858 NP_001849 Q14993 COJA1_HUMAN lical region 3 (COL3). 4 CCTGGTCCACGTG 0.308

- 26 2843 pkc.2_Missense_M NM_014841 NP_055656 O60641 AP180_HUMAN Pro-rich. 1 ACTCACCATTCCA 0.313

+ 7 1916 5E_uc010kbr.2_Int NM_002526 NP_002517 P21589 5NTD_HUMAN 4 GTGGGCGGTAAG 0.373

- 8 1383 dzv.1_Missense_M NM_002042 NP_002033 P24046 GBRR1_HUMAN ical; (Probable). 1 CAGGCACGGCTCT 0.478

+ 3 710 e_Mutation_p.G179 NM_018593 NP_061063 Q8TF71 MOT10_HUMAN ical; (Potential). 0 GCCTGCGGCTGCT 0.448

+ 1 204 ense_Mutation_p.A NM_001127715 NP_001121187 Q5T5C0 STXB5_HUMAN 0 CTGACCGCCGGC 0.682

+ 1 51 NM_025218 NP_079494 Q9BZM6 N2DL1_HUMAN 1 GGCAGCGGCCGC 0.652

- 14 1483 p.G333R|RPS6KA2 NM_021135 NP_066958 Q15349 KS6A2_HUMANmilarity).|Protein kinase 2. 8 CCACCCCGATGTC 0.557

+ 16 2290 uh.2_Missense_Mu NM_178559 NP_848654 Q2M3G0 ABCB5_HUMAN otential).|ABC transporter 2 6 CCATGTCGCCCAG 0.468

- 5 1584 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 TCACATTTGTAGG 0.453

- 10 1604 dt.1_Missense_Mu NM_000181 NP_000172 P08236 BGLR_HUMAN 0 CGTAGTCGTGATA 0.507 rs146011906

+ 7 1142 3tvz.2_Missense_M NM_022479 NP_071924 Q6IS24 GLTL3_HUMAN main B.|Lumenal (Potential 7 TTGAGCGGAAGAA 0.488

+ 6 894 NM_001099435 NP_001092905 A6NIY4 SPDE5_HUMAN Arg-rich. 0 TAGGCCGTTCCAT 0.592

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 4 1707 NM_001001661 NP_001001661 Q6IV72 ZN425_HUMANC2H2-type 12. 3 AGCCTCGTGTGC 0.637

+ 11 1287 on_p.V404M|NUB1 NM_016118 NP_057202 Q9Y5A7 NUB1_HUMAN UBA 1. 0 GGGAACGTGGATC 0.478

+ 2 2554 au.1_Missense_Mu NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN C2H2-type 3. 15 GACAAGCACCTGA 0.507

+ 6 1055 _p.A297T|GRINA_u NM_001009184 NP_001009184 Q7Z429 GRINA_HUMAN ical; (Potential). 1 ATCTTCGCCATTC 0.612

- 6 397 _p.P115L|VPS28_ NM_016208 NP_057292 Q9UK41 VPS28_HUMAN S28 N-terminal. 0 GTGATGGGCCGG 0.667

+ 2 675 NM_212558 NP_997723 Q68D42 TM215_HUMAN 0 AATCCGGCAAGG 0.602

+ 10 1634 SK1_uc010mks.2_ NM_006285 NP_006276 Q15569 TESK1_HUMAN 7 CTGCCCGCCGCTG 0.672

+ 6 668 bmf.1_Missense_M NM_000962 NP_000953 P23219 PGH1_HUMAN 2 TGGCCCGCCGCT 0.552

- 4 1121 _p.E24K|PTGES2_ NM_025072 NP_079348 Q9H7Z7 PGES2_HUMAN lasmic (Potential). 0 CCTTCTCGTTGAG 0.597

+ 33 4338 p.G1409R|SPTAN1 NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 15. 10 GCTCACGGACAC 0.547

- 2 1981 BED1_uc004cqh.1_ NM_004729 NP_004720 O96006 ZBED1_HUMAN 0 CCAGGCGGTCTG 0.642

- 6 3690 OOM4_uc004dpd.3 NM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN ASD2. 1 CCAAGTGACCCC 0.547

+ 3 2072 2_Intron|ZCCHC18 NM_001143978 NP_001137450 P0CG32 ZCC18_HUMAN 0 CGCCCAGCCAATA 0.493

+ 4 1679 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CCTGAGAGAACTC 0.478

+ 4 2019 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTCCTCACTACTT 0.582



- 2 122 V22I|CPSF3L_uc0 NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0 TGGAGACCAGGAT 0.647

- 3 689 vkg.1_Splice_Site_ NM_014188 NP_054907 Q9NP77 SSU72_HUMAN 0 TCCTCACCTTCCA 0.582

- 9 935 NFRSF25_uc009vlz NM_003790 NP_003781 Q93038 TNR25_HUMAN lasmic (Potential). 3 AGCCAGGGGTCC 0.617

- 13 1550 0nzr.1_Splice_Site NM_001042663 NP_001036128 O94827 PKHG5_HUMAN 1 CCCGTACCATCTT 0.721

+ 7 1942 apc.2_Missense_M NM_001080397 NP_001073866 Q9Y2W3 S45A1_HUMAN 4 ACCTTGCCTTACT 0.547

- 21 4732 NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN C2H2-type 6. 1 GCGTGCGCCCG 0.607

- 35 5057 NM_004958 NP_004949 P42345 MTOR_HUMAN FAT. 29 CATGAGGGCTGAC 0.537

+ 1 72 _Translation_Start_ NM_018090 NP_060560 Q9NVZ3 NECP2_HUMAN 0 AGTTCGGTGGGC 0.662

+ 8 911 NM_207421 NP_997304 Q6TGC4 PADI6_HUMAN 1 TGGCTCCCTGTG 0.537

- 6 825 am.2_Missense_Mu NM_001136204 NP_001129676 Q9P258 RCC2_HUMAN RCC1 3. 0 CACAGGCCATTTT 0.403

+ 4 959 NM_032409 NP_115785 Q9BXM7 PINK1_HUMAN e.|Cytoplasmic (Potential). 3 CTGCTGCCAGGG 0.602

+ 8 1783 NM_020526 NP_065387 P29322 EPHA8_HUMAN ical; (Potential). 13 CACGGGCCTGGT 0.647

- 11 1793 bgs.3_Missense_M NM_005826 NP_005817 O43390 HNRPR_HUMAN binding RGG-box. 2 CCTCTGCCACCC 0.622

+ 9 1195 _uc009vrc.2_Misse NM_020448 NP_065181 Q6P499 NPAL3_HUMAN 0 GTCAAGCCTCACA 0.463

+ 12 1785 e_Mutation_p.R480 NM_005839 NP_005830 Q8IYB3 SRRM1_HUMAN d matrix localization.|Arg-ric 3 AGGCGGCGGAGA 0.483

+ 12 1164 nse_Mutation_p.G NM_006314 NP_006305 Q969H4 CNKR1_HUMAN Pro-rich. 2 CTCCAGGGCTCC 0.632

+ 3 800 _p.L157F|PIGV_uc NM_017837 NP_060307 Q9NUD9 PIGV_HUMAN ical; (Potential). 1 TTCTGTCTCAGCC 0.527

- 12 2869 _p.P252L|SLC9A1_ NM_003047 NP_003038 P19634 SL9A1_HUMAN lasmic (Potential). 2 TTTGCAGGATCCC 0.607

+ 7 977 ogj.1_Missense_M NM_022164 NP_071447 Q9GZM7 TINAL_HUMAN 0 TGCGTCGCCGAG 0.637

- 6 1410 NM_003680 NP_003671 P54577 SYYC_HUMAN 2 GATGGACCCGTTT 0.433

- 9 1682 se_Mutation_p.S54 NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 GAGGCAGAGTTTC 0.552

+ 6 1101 _p.Y258H|ZSCAN2 NM_145238 NP_660281 P17040 ZSC20_HUMAN 4 GAACAATACCAGT 0.483

- 11 2131 ux.2_Missense_Mu NM_022111 NP_071394 Q9HAW4 CLSPN_HUMAN 8 TCTTCACTACTAA 0.353

+ 3 630 KIRIN1_uc010oiq.1 NM_024595 NP_078871 Q9H9L7 AKIR1_HUMAN 0 AAACTAGCAGGTA 0.403

+ 1 1293 .1_Intron|MACF1_ NM_033044 NP_149033 Q9UPN3 MACF1_HUMAN 16 CTACCGTGCAGCA 0.448

+ 8 3743 d.3_Missense_Muta NM_012421 NP_036553 Q13129 RLF_HUMAN 3 AGTAGTAACTCTG 0.373

+ 8 1061 oki.1_Missense_Mu NM_014663 NP_055478 O75164 KDM4A_HUMAN JmjC. 1 ATTGAGTACGGCA 0.428

+ 21 2228 c.1_Missense_Mut NM_006845 NP_006836 Q99661 KIF2C_HUMAN 1 GCCTTGCGCCTG 0.527

+ 26 3744 e_Mutation_p.G115 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMAN PDZ. 11 GTCAAGGTGACCT 0.592

+ 17 1964 p.Y617S|RAD54L_ NM_001142548 NP_001136020 Q92698 RAD54_HUMAN case C-terminal. 3 CTTGCTATATCTA 0.522

- 13 1517 p.A435V|SPATA6_ NM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1 TAAGAGGCTGCCC 0.428

- 6 1120 ctu.2_Missense_M NM_004153 NP_004144 Q13415 ORC1_HUMAN 0 AAGAGAGTCCAGT 0.463 rs140388455

- 57 6659 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 GGAGGGGCAACA 0.453

- 1 1323 _5'Flank|uc010oop NM_002228 NP_002219 P05412 JUN_HUMAN 0 GGTGGGGGTCG 0.667

+ 5 576 ddf.2_Missense_M NM_001077700 NP_001071168 Q8N108 MIER1_HUMAN Glu-rich. 1 aagaagaaggtgaaga 0.269

- 12 1851 tron|WLS_uc001de NM_024911 NP_079187 Q5T9L3 WLS_HUMAN lasmic (Potential). 0 GTGGGTCCGTCCA 0.572

+ 6 1073 ls.1_Missense_Mu NM_001285 NP_001276 A8K7I4 CLCA1_HUMAN VWFA. 1 AATCTGGAAGCAT 0.433

+ 4 877 _p.A253T|VCAM1_ NM_001078 NP_001069 P19320 VCAM1_HUMAN 3.|Extracellular (Potential). 1 CTACCAGCTCCAG 0.433

- 6 1317 FM3_uc001dui.2_R NM_058170 NP_477518 Q96PB7 NOE3_HUMAN factomedin-like. 3 AATACACCTTGGC 0.453

- 1 467 FM3_uc001dui.2_R NM_058170 NP_477518 Q96PB7 NOE3_HUMAN 3 ATCCGGCAAACAA 0.398

- 6 1204 OL11A1_uc001dun NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical region. 12 TCTGTGCTATTGT 0.443

+ 12 2142 1dur.2_Missense_M NM_020978 NP_066188 P19961 AMY2B_HUMAN 0 TGCTGAATCtaaatt 0.279

+ 14 1789 _p.W464*|KIAA132 NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 CACCTGGGCCTTC 0.522

+ 12 1618 gn.1_Missense_Mu NM_014813 NP_055628 O94898 LRIG2_HUMAN xtracellular (Potential). 3 GCACACCCTGAAT 0.363

- 1 1650 NM_021794 NP_068566 Q9UKF2 ADA30_HUMANExtracellular (Potential). 3 CTGCACCCCTTCC 0.468

+ 1 601 pbs.1_Intron|VPS45 NM_007259 NP_009190 Q9NRW7 VPS45_HUMAN 2 AAGCAGTACATTT 0.478

+ 4 321 n_p.P95S|C1orf54_ NM_024579 NP_078855 Q8WWF1 CA054_HUMAN 0 GTGAAACCAGTAA 0.498



- 2 942 e_Mutation_p.G16 NM_021960 NP_068779 Q07820 MCL1_HUMAN BH1. 0 AAGGCACCAAAAG 0.443

- 6 885 vq.1_Missense_Mu NM_000396 NP_000387 P43235 CATK_HUMAN 1 AAGGAGGTCAGG 0.502

+ 2 224 NE_uc010pco.1_5 NM_021222 NP_067045 Q86TP1 PRUNE_HUMAN 1 GATTTGGACTCCA 0.343

- 3 589 pdc.1_Intron|POGZ NM_015100 NP_055915 Q7Z3K3 POGZ_HUMAN 3 CACTTACCATTGT 0.468

- 3 2954 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 10 3 AGCCGTGTTGTTC 0.547

- 3 1743 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TGTTTGTCTGCTT 0.537

- 6 457 ok.2_Missense_Mu NM_004515 NP_004506 Q12905 ILF2_HUMAN DZF. 0 TCTTGAGTATCAC 0.413

+ 1 693 27A3_uc009won.2_ NM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1 GCCGCCCCTCTG 0.726

- 5 403 G86E|PBXIP1_uc0 NM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN 1 TCTGGTCCCAGGC 0.612

- 3 1360 P1_uc001ffs.2_5'F NM_138300 NP_612157 Q9BRQ0 PYGO2_HUMAN PHD-type. 1 TCCTTGGTCTTGA 0.587

+ 15 2008 636D|ADAM15_uc NM_207197 NP_997080 Q13444 ADA15_HUMAN ar (Potential).|Cys-rich. 6 CCTGTGGCCCTGG 0.587

+ 10 2139 ense_Mutation_p.P NM_025058 NP_079334 Q7Z4K8 TRI46_HUMAN B30.2/SPRY. 3 ACAGTGCCCCTGC 0.647

- 11 1885 e_Mutation_p.P492 NM_005920 NP_005911 Q14814 MEF2D_HUMAN 1 GGCTGGGCGCAG 0.652

+ 4 777 phq.1_Missense_M NM_021817 NP_068589 Q9GZV7 HPLN2_HUMAN g-like V-type. 0 GACGAGGGCCGG 0.711

- 4 3356 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6 GGTCACCCCCTGG 0.682

+ 2 137 1fza.1_Missense_M NM_004106 NP_004097 P30273 FCERG_HUMAN ical; (Potential). 0 GGAATTGTCCTCA 0.592

- 2 204 NM_182581 NP_872387 Q5T0L3 CA111_HUMAN 1 GCTGGGCTGGATG 0.547

+ 2 790 00794_uc001gdd.2_NM_001005214 NP_001005214 Q8N7C0 LRC52_HUMAN ical; (Potential). 1 AAGACTACATCTT 0.607

- 3 910 1_RNA|FAM78B_u NM_001017961 NP_001017961 Q5VT40 FA78B_HUMAN 2 CCATCTGAGTCAC 0.522

- 16 5521 NM_000130 NP_000121 P12259 FA5_HUMAN A 3.|Plastocyanin-like 6. 6 GAGTCTCCAAGAA 0.383

+ 29 7813 0pmi.1_Missense_ NM_015172 NP_055987 Q9Y520 PRC2C_HUMAN Gln-rich. 0 CAAATACTCAGCC 0.478

+ 8 1399 p.G218D|KLHL20_ NM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 2. 1 GTGTTGGTGTAGC 0.458

+ 18 2368 9wxs.2_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 AAGGAGGTCAGC 0.522

+ 37 5218 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMANellular (Potential).|IV. 6 ACCGCACCATCAG 0.552

+ 8 942 ps.2_Missense_Mu NM_001357 NP_001348 Q08211 DHX9_HUMAN ction with BRCA1. 2 CTTACTCCGGACT 0.413

+ 25 4014 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 10. 23 AACCACCCACAGT 0.393

+ 5 1208 w.2_Missense_Mu NM_004600 NP_004591 P10155 RO60_HUMAN TROVE. 0 TGGCGCCCTGATG 0.333

+ 7 1427 sw.2_Missense_M NM_004600 NP_004591 P10155 RO60_HUMAN 0 TCCGATGAAATGG 0.343

+ 11 1856 NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 9. 6 ATGATGGTTATGA 0.289

+ 8 1333 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 7. 2 ATATGACAACCAC 0.333

+ 6 2263 ppb.1_Splice_Site_ NM_201253 NP_957705 P82279 CRUM1_HUMAN 9 GAGAGGTGAGAG 0.512

+ 9 1354 p.P351S|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 TCAATTCCTGTCT 0.328

- 5 609 SRP1_uc010ppr.1_ NM_004078 NP_004069 P21291 CSRP1_HUMANM zinc-binding 2. 1 CCTTATGCCAGGA 0.527

+ 3 658 NPEP_uc001gxf.2 NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 GCACCTGGGAGAA 0.473

- 2 489 OD_uc010pqi.1_R NM_002023 NP_002014 Q06828 FMOD_HUMAN LRR 1. 3 ATGGAGGTGATCT 0.537

+ 2 1047 gzt.2_Missense_Mu NM_002725 NP_002716 P51888 PRELP_HUMAN LRR 9. 3 AGGGGACTCCCC 0.498

+ 2 595 Splice_Site|SOX13 NM_005686 NP_005677 Q9UN79 SOX13_HUMAN 2 CCCCCAGGATGTC 0.597

- 2 2421 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2 TTTCTGGAACCTG 0.393

- 22 3728 0pqv.1_Splice_Site_ NM_002646 NP_002637 O00750 P3C2B_HUMAN 7 TTCTCACCTTGAA 0.522

- 6 1836 n_p.T591I|DSTYK_ NM_015375 NP_056190 Q6XUX3 DUSTY_HUMAN 1 AGCCGAGTCCGG 0.542

- 3 1917 z.2_Missense_Mut NM_001973 NP_001964 P28324 ELK4_HUMAN 0 AAGCTTGGATAGT 0.478

- 5 938 NM_001007544 NP_001007545 Q6ZWK4 CA186_HUMAN 0 GGCGAACTGCAG 0.507

- 3 572 xbz.2_Splice_Site_ NM_002644 NP_002635 P01833 PIGR_HUMAN 3 TCCTTACCCTGGC 0.562

- 4 739 xca.1_Missense_M NM_001122980 NP_001116452 Q8WWV6 FCAMR_HUMANcellular (Potential). 1 GGGTCCTGGAGG 0.592

+ 11 1801 NM_000715 NP_000706 P04003 C4BPA_HUMAN Sushi 8. 3 AGGTGCCCAAGTG 0.507

+ 9 898 p.Y266H|CAMK1G NM_020439 NP_065172 Q96NX5 KCC1G_HUMANProtein kinase. 1 GAGCGGTACACC 0.493

+ 5 630 COR3_uc010psw.1_ NM_018254 NP_060724 Q9P2K3 RCOR3_HUMAN 1 ATCAGGGTGACAG 0.383



- 5 1297 hiv.2_Missense_M NM_014873 NP_055688 Q92604 LGAT1_HUMAN 2 GAGAAGCAGCAG 0.393

- 13 2612 0puz.1_Missense_ NM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3 ATGATGGGACAGA 0.478

- 14 1413 NM_014698 NP_055513 O94886 TM63A_HUMAN 2 AGCTCCCTGCTAT 0.547

- 2 1025 qh.2_Nonsense_M NM_002221 NP_002212 P27987 IP3KB_HUMAN 5 CACCTGCGAGGA 0.607

- 2 651 qh.2_Missense_Mu NM_002221 NP_002212 P27987 IP3KB_HUMAN 5 AGGCGACCAGCC 0.587

+ 20 5844 _Mutation_p.D1934 NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 19. 28 TTCCGGGACGGT 0.642

+ 45 12178 sn.2_Missense_Mu NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 41. 28 AGGATGCGGGTG 0.632

- 1 1477 NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN 6 AAAGAGCAGCTTT 0.507

- 1 137 RF2BP2_uc001hw NM_182972 NP_892017 Q7Z5L9 I2BP2_HUMAN 0 GGCAGACGGGTT 0.726

+ 14 1417 xr.1_Missense_Mu NM_003193 NP_003184 Q15813 TBCE_HUMAN 0 GATTGGGAACTCA 0.333

+ 22 2767 x.1_Missense_Mut NM_000254 NP_000245 Q99707 METH_HUMAN B12-binding. 3 GTTAAAGGCGACG 0.507

- 3 980 b.2_RNA|OPN3_u NM_014322 NP_055137 Q9H1Y3 OPN3_HUMAN Name=6; (Potential). 0 CATTAACCACCAA 0.368

+ 2 133 e_Mutation_p.T25I NM_001130957 NP_001124429 Q5SY80 CA101_HUMAN cellular (Potential). 2 ATTCCACTAACAG 0.323

- 7 1032 NM_022366 NP_071761 Q9H5Q4 TFB2M_HUMAN 1 GACGAGGAATCAT 0.323

- 32 5951 CTF1_uc009xgs.1_ NM_015446 NP_056261 Q8WYP5 ELYS_HUMAN or nuclear localization (By si 7 CAGATGGATTGAT 0.428

- 1 538 NM_001001959 NP_001001959 Q8NGX0 O11L1_HUMAN cellular (Potential). 3 GGAGGTCGCAGA 0.507

+ 1 795 2L13_uc001ids.2_In NR_002145 0 CCCTGCGATCTCC 0.522

- 4 925 0pzq.1_Missense_ NM_030645 NP_085148 Q7L8J4 3BP5L_HUMAN Potential. 0 ATACCTCCTTAGC 0.512

+ 6 670 ib.2_Splice_Site_p NM_001047160 NP_001040625 Q7Z628 ARHG8_HUMAN 1 TGTTTTTAGGCAAT 0.244 rs12219587

- 9 1073 _p.R229*|PHYH_u NM_006214 NP_006205 O14832 PAHX_HUMAN 0 CAAGTCGAGCTCG 0.363

- 64 10414 NM_001081 NP_001072 O60494 CUBN_HUMAN 19 ATATCACCTCCAA 0.373

- 3 280 7S|TRDMT1_uc009 NM_004412 NP_004403 O14717 TRDMT_HUMAN 1 GGCAGGGAGGGC 0.264

+ 10 1782 se_Mutation_p.E37 NM_003380 NP_003371 P08670 VIME_HUMAN Tail. 4 ATCAACGAAACTT 0.303

+ 1 356 128811_uc010qde. NM_020752 NP_065803 Q5T848 GP158_HUMAN cellular (Potential). 8 CCAACTGCTCCGG 0.682

- 8 1128 NM_004521 NP_004512 P33176 KINH_HUMAN Kinesin-motor. 5 TTTGTTCCGTTTG 0.313

+ 7 860 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 CCTTGGTGGAAAG 0.502

- 3 1061 _p.A303T|EGR2_uc NM_001136177 NP_001129649 P11161 EGR2_HUMAN Poly-Ala. 2 CGGCTGCTGCTG 0.687

- 1 202 on_p.A23T|PPP3C NM_021132 NP_066955 P16298 PP2BB_HUMAN Catalytic. 1 GTCAGCCCCGGG 0.662

- 6 680 kan.3_Missense_M NM_006926 NP_008857 Q8IWL1 SFPA2_HUMAN C-type lectin. 0 CTCCAGGGCTGGG 0.532

+ 9 1199 p.R263Q|GHITM_u NM_014394 NP_055209 Q9H3K2 GHITM_HUMAN intermembrane (Potential). 0 TTATGCGAGTTGC 0.358

+ 1 478 1kny.2_Missense_M NM_018425 NP_060895 Q9BTU6 P4K2A_HUMAN 2 TCTACCCCCCTGT 0.592

+ 10 1515 A4G_uc001krx.2_M NM_017893 NP_060363 Q9NTN9 SEM4G_HUMANular (Potential).|Sema. 1 AGGATGGTTCCC 0.632

+ 29 3765 p.W1175*|GBF1_uc NM_004193 NP_004184 Q92538 GBF1_HUMAN 2 TGTGTGGCAGAC 0.552

- 11 913 wq.2_Missense_M NM_012229 NP_036361 P49902 5NTC_HUMAN 0 CTTTCCCTACTTC 0.343

+ 2 326 XI1_uc010qrc.1_M NM_005962 NP_005953 P50539 MXI1_HUMAN 0 GAGCCCCCGACT 0.532

+ 6 434 NM_005445 NP_005436 Q9UQE7 SMC3_HUMAN 3 TTATTGGTGCCAA 0.264

+ 6 1047 1lcc.2_Missense_M NM_020940 NP_065991 Q5W0V3 F16B1_HUMAN 1 TCCACAAGCTTGG 0.453

- 4 490 NM_006793 NP_006784 P30048 PRDX3_HUMAN 0 GCCATACCTTTCT 0.418

+ 4 1142 qtc.1_Missense_M NM_007190 NP_009121 Q9Y6Y8 S23IP_HUMAN ction with SEC23A. 3 TTATTCCCTATAC 0.418

+ 1 860 qug.1_Nonsense_M NM_017580 NP_060050 Q9UGI0 ZRAN1_HUMAN anBP2-type 3. 2 AAACTGGGCCAAG 0.383

+ 2 162 NM_002412 NP_002403 P16455 MGMT_HUMAN 2 GACAGCCCTTTGG 0.473

- 16 2799 c001lrl.1_Missense NM_145886 NP_665893 Q9HB75 PIDD_HUMAN 0 CCCATGCGTCGG 0.687 rs147404421

+ 2 928 RTAP5-2_uc001ltv. NR_021489 0 CAGCTGGACTGG 0.622

+ 4 975 wk.2_Missense_Mu NM_005706 NP_005697 Q9Y5U2 TSSC4_HUMAN 0 AGGATCCCTCCAG 0.647

- 3 306 BPL5_uc001lxl.2_M NM_020896 NP_065947 Q9H0X9 OSBL5_HUMAN 3 TGGGCTCCATGTC 0.657

+ 1 946 NM_001005169 NP_001005169 Q8NGK6 O52I1_HUMAN lasmic (Potential). 2 CACTTCCTCTTTG 0.458

+ 1 674 M5_uc001mbq.1_In NM_001005165 NP_001005165 Q8NGH9 O52E4_HUMAN lasmic (Potential). 2 TTAGAGCTGTTTT 0.403



+ 1 520 NM_001004684 NP_001004684 Q8NGH3 OR2D3_HUMAN Name=4; (Potential). 0 TCTTTAGTAGATA 0.502

+ 2 592 NM_176822 NP_789792 Q86W24 NAL14_HUMAN DAPIN. 8 GTGAGAGAGCGAA 0.473

- 18 2491 _p.C776Y|SCUBE2 NM_020974 NP_066025 Q9NQ36 SCUB2_HUMAN 2 CTTTTACACTGGG 0.483

- 21 2955 _p.A883V|COPB1_ NM_016451 NP_057535 P53618 COPB_HUMAN 2 GAAAGGGCCTGG 0.358

- 25 4132 rcw.1_Missense_M NM_002645 NP_002636 O00443 P3C2A_HUMAN PI3K/PI4K. 10 GTGCATCTCTAAC 0.313

+ 5 660 DHC_uc001moo.3 NM_017448 NP_059144 P07864 LDHC_HUMAN 0 ACCCCACAAGCTG 0.318

+ 2 363 reh.1_Missense_M NM_001077242 NP_001070710 Q96QD5 DEPD7_HUMAN DEP. 2 GATATTCCTCGAG 0.378

+ 17 3859 _p.P1176S|HIPK3_ NM_005734 NP_005725 Q9H422 HIPK3_HUMAN 5 GCATCACCTGCA 0.423

- 1 369 NM_145804 NP_665803 Q8N961 ABTB2_HUMAN 2 GCAGGCGGTGAG 0.667

+ 5 628 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1 GGCCCCCCGGTG 0.612

+ 5 709 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN SET. 1 GAGGTGGTCAAGG 0.622

+ 10 1722 _p.S485N|CRY2_u NM_021117 NP_066940 Q49AN0 CRY2_HUMAN 1 GAGCAGTGCAGG 0.547

+ 5 1839 gw.1_Missense_M NM_024741 NP_079017 Q9H9D4 ZN408_HUMAN C2H2-type 7. 0 CAGCTGCCTGAAC 0.672

- 4 492 lh.1_Missense_Mu NM_002334 NP_002325 O75096 LRP4_HUMAN ential).|LDL-receptor class A 4 GCAGGGAAACTC 0.617 rs35025381

- 3 368 rhi.1_5'UTR|ACP2 NM_001610 NP_001601 P11117 PPAL_HUMANmenal (Potential). 1 GCTGCCGCAGGG 0.582

+ 4 963 n.1_Missense_Mut NM_003682 NP_003673 Q8WXG6 MADD_HUMAN DENN. 11 CGCTCCCCAGTAC 0.557

+ 6 623 NM_002559 NP_002550 P56373 P2RX3_HUMAN cellular (Potential). 0 TTCCCCCTCTTCA 0.537

- 7 734 nkl.2_Missense_M NM_003627 NP_003618 O75387 LAT3_HUMAN ical; (Potential). 0 GCAGGCCAGGCC 0.602

- 1 700 NM_001001954 NP_001001954 Q8NGI9 OR5A2_HUMAN lasmic (Potential). 0 TCCTACCTGTAGC 0.478

+ 18 1957 K_uc009ynm.1_3'U NM_015533 NP_056348 Q3LXA3 DHAK_HUMAN DhaL. 0 TCCTCCGGGCCA 0.602

- 3 246 nuk.2_Nonsense_M NM_015853 NP_056937 Q04323 UBXN1_HUMAN UBA. 0 CATCAGCCTGGCA 0.642

+ 2 1207 ROD1_uc001nyh.2_ NM_013280 NP_037412 Q9NZU1 FLRT1_HUMAN xtracellular (Potential). 0 ACAACACGCTGGC 0.652

- 10 1460 NM_015104 NP_055919 Q2TAZ0 ATG2A_HUMAN 2 GGTCAGGTGGTC 0.612

+ 2 684 _p.G173S|SIPA1_u NM_006747 NP_006738 Q96FS4 SIPA1_HUMAN 0 GGTGAGGGTGAG 0.677

- 11 1642 p.T512I|RELA_uc0 NM_021975 NP_068810 Q04206 TF65_HUMAN 4 AGGCGAGTTATAG 0.627

+ 2 432 NM_153266 NP_694998 Q8N4L1 T151A_HUMAN ical; (Potential). 1 TCGTCTCCCTCCT 0.721

- 2 520 HHC24_uc001oim. NM_207340 NP_997223 Q6UX98 ZDH24_HUMAN DHHC-type. 0 CAGTGTCCGCTGC 0.647

+ 2 392 P5_uc009ysg.2_5'U NM_002335 NP_002326 O75197 LRP5_HUMAN ptor class B 1.|Extracellular 7 TCTCCGGCCTGG 0.637

+ 2 531 se_Mutation_p.N48 NM_018043 NP_060513 Q5XXA6 ANO1_HUMAN lasmic (Potential). 2 TCGGGCAACCGG 0.662

+ 1 544 NM_003824 NP_003815 Q13158 FADD_HUMAN 3 CGACTTCgaggcgg 0.498

+ 2 208 NM_001002035 NP_001002035 Q8NET1 D108B_HUMAN 0 ACTACACCCAAAA 0.338

+ 11 2132 rs.1_Missense_Mu NM_007256 NP_009187 O94956 SO2B1_HUMANName=10; (Potential). 2 CACCCTCCTTCAT 0.617

- 5 1042 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 5. 0 GACCCCCCATGAC 0.592

- 3 555 z.2_RNA|TAF1D_u NM_024116 NP_077021 Q9H5J8 TAF1D_HUMAN 0 ATTAGTGAGTATA 0.368

- 7 886 rvi.1_Intron|CASP1 NM_033292 NP_150634 P29466 CASP1_HUMAN 2 ACACCAGGGCTGT 0.388

- 16 3106 _p.P905S|ARHGAP NM_020809 NP_065860 Q9P2F6 RHG20_HUMAN Ser-rich. 5 TGCCTGGGGAGG 0.493

+ 4 835 NM_198498 NP_940900 Q8IXP5 CK053_HUMAN 0 GGGTCATATGAAT 0.512

+ 13 2439 _p.E489K|DLAT_uc NM_001931 NP_001922 P10515 ODP2_HUMAN ytic (By similarity). 0 GCTTCAGAGGATA 0.348

- 1 44 W10_uc009yyv.2_R NM_004724 NP_004715 O43264 ZW10_HUMANRINT1.|Interaction with ZWIN 2 CGAACGAGGCCAT 0.662

- 3 855 NM_000482 NP_000473 0 TGAGCTCCTCGGC 0.662

+ 5 862 ar.2_Missense_Mu NM_022169 NP_071452 Q9H172 ABCG4_HUMANPotential).|ABC transporter. 2 CAGGAGGTGAAG 0.592

- 6 1343 pyp.2_Missense_M NM_006597 NP_006588 P11142 HSP7C_HUMAN 8 TGCTTGGTAGGAA 0.448

+ 11 2956 p.3_Intron|WNK1_u NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 GTTGTTCCAGTCC 0.522

+ 19 5291 _p.P1348L|WNK1_ NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 TATTACCCCAAGT 0.498

+ 23 6053 p.S1601N|WNK1_u NM_018979 NP_061852 Q9H4A3 WNK1_HUMAN 23 CAACTAGTTCAGG 0.393

+ 13 2648 f.2_Missense_Mut NM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN Potential. 5 CAGGTGGAAAAAA 0.433

+ 6 729 se_Mutation_p.P45 NM_018463 NP_060933 Q969R8 ITFG2_HUMAN 0 CCCCTCCTGCCTC 0.577 rs150956987



- 4 1026 p.R254K|FOXM1_u NM_021953 NP_068772 Q08050 FOXM1_HUMAN Fork-head. 2 CGCTTCCTCTCAG 0.507

- 38 7048 WF_uc010set.1_Int NM_000552 NP_000543 P04275 VWF_HUMAN 12 CTCCTACCTGGTG 0.552 rs61750624

- 16 2318 WF_uc010set.1_Int NM_000552 NP_000543 P04275 VWF_HUMAN TIL 2. 12 TGGGGGGCAGA 0.612

+ 4 935 se_Mutation_p.G9 NM_018009 NP_060479 Q9BX59 TPSNR_HUMANPotential).|Ig-like V-type. 0 CACAAGGGCAGG 0.652

- 5 539 RBP_uc010sfg.1_In NM_032489 NP_115878 Q8NEB7 ACRBP_HUMAN 1 TGGAAGGTCTGG 0.562

+ 7 3136 x.1_Missense_Mut NM_001007026 NP_001007027 P54259 ATN1_HUMAN 6 GGGCCGGGCTTG 0.667

- 15 3858 sge.1_Missense_M NM_174941 NP_777601 Q9NR16 C163B_HUMAN Extracellular (Potential). 11 CCTCGGCCAGGTC 0.612

- 10 695 _p.P151L|MFAP5_ NM_003480 NP_003471 Q13361 MFAP5_HUMAN 1 CACAGGGAGGAA 0.473

+ 26 3213 _p.A619T|A2ML1_u NM_144670 NP_653271 A8K2U0 A2ML1_HUMAN 3 CTGACAGCGTTTG 0.438

- 4 526 e_Mutation_p.P149 NM_001781 NP_001772 Q07108 CD69_HUMAN .|Extracellular (Potential). 0 GACCAGGTTCCT 0.418

- 1 218 RH1_uc001qzc.2_In NM_176885 NP_795366 P59538 T2R31_HUMAN lasmic (Potential). 0 AGAGCAGTGAGA 0.373

- 3 747 NM_006248 NP_006239 0 TGGAGGAGATCG 0.612

+ 15 2211 zip.2_Nonsense_M NM_017435 NP_059131 Q9NYB5 SO1C1_HUMANcellular (Potential). 7 TCAAATGGGGATT 0.373

- 7 958 _p.V314I|LDHB_uc NM_002300 NP_002291 P07195 LDHB_HUMAN 3 GAGCAACCTCATC 0.448

- 2 429 NM_004982 NP_004973 Q15842 IRK8_HUMAN asmic (By similarity). 0 GGGGAGGCGGT 0.597

- 10 1402 _p.P48S|SOX5_uc NM_006940 NP_008871 P35711 SOX5_HUMAN 6 CTGCTGGGACAGA 0.483

+ 4 1303 n_p.T361I|RASSF8 NM_007211 NP_009142 Q8NHQ8 RASF8_HUMAN 0 AAGTTACCGTTTT 0.438

- 55 8206 jg.1_Missense_Mu NM_002223 NP_002214 Q14571 ITPR2_HUMAN lasmic (Potential). 14 CCAGGACTATGAA 0.368

- 53 7919 g.1_Missense_Mu NM_002223 NP_002214 Q14571 ITPR2_HUMAN cellular (Potential). 14 ACATCCCCCACAC 0.428

+ 4 3778 rf35_uc001rkt.2_5' NM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2 GAACAGGATGATC 0.428

- 1 425_426 T10_uc009zju.1_5'U NM_198992 NP_945343 Q6XYQ8 SYT10_HUMAN cular (Potential). 2 TGGCTGCCCCTG 0.683

+ 10 1879 9zjz.2_Missense_M NM_013377 NP_037509 Q6ZMN7 PZRN4_HUMAN 11 GTTGTAGCGCTGA 0.512

- 53 16433 NM_003482 NP_003473 O14686 MLL2_HUMAN SET. 41 TTAGGGGCACAG 0.502

+ 13 2074 _p.C636Y|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMANAA approximate tandem rep 1 GGCCCTGCCCTAG 0.647

- 9 1822 NM_005554 NP_005545 P02538 K2C6A_HUMAN Tail. 5 CTGAGGCCACCC 0.577

- 7 1459 NM_057088 NP_476429 P12035 K2C3_HUMAN Rod.|Coil 2. 0 GCTCTTGGAGCTT 0.612

+ 5 507 AT2_uc009zms.2_R NM_003578 NP_003569 O75908 SOAT2_HUMAN ical; (Potential). 1 CCCTGGCCATCGA 0.587

- 3 426 cs.3_Missense_Mu NM_015665 NP_056480 Q9NRG9 AAAS_HUMAN 1 AAAAGGCCCACAT 0.423

+ 6 898 my.1_Missense_M NM_020547 NP_065434 Q16671 AMHR2_HUMAN(Potential).|Protein kinase. 2 CTCTCTGGGCCCC 0.493

+ 8 1398 E160K|TARBP2_u NM_134323 NP_599150 Q15633 TRBP2_HUMAN1.|DRBM 3.|Sufficient for int 1 TCTGAGGAGCAG 0.627

- 6 784 _p.E214K|CALCOC NM_020898 NP_065949 Q9P1Z2 CACO1_HUMAN 1 TCTCTTCTGTGAT 0.527

+ 1 203 XC13_uc010sop.1_ NM_017410 NP_059106 P31276 HXC13_HUMAN Gly-rich. 1 gcatcggcggcggcggc 0.493

+ 23 2888 ERBB3_uc009zok.2 NM_001982 NP_001973 P21860 ERBB3_HUMAN(Potential).|Protein kinase. 8 ACAGGTGTGACAG 0.507

- 3 577 NM_012064 NP_036196 P30301 MIP_HUMAN 1 TTCATGCCTGCAC 0.537

- 4 601 nq.2_Missense_Mu NM_145064 NP_659501 Q96MF2 STAC3_HUMAN ol-ester/DAG-type. 3 GCATTTCCACATA 0.373

+ 5 1165 NM_032230 NP_115606 Q8N6Q8 CL026_HUMAN 0 TTGATGGTGGGTC 0.308

+ 25 4011 G1091E|APAF1_uc NM_181861 NP_863651 O14727 APAF_HUMAN WD 12. 3 CAACGGGAGATG 0.522

+ 42 5674 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 GTTATGGAAGCTA 0.368

+ 3 398 WP1_uc009zuu.1_M NM_007062 NP_008993 Q13610 PWP1_HUMAN 0 AGGAAGGTGACCC 0.438

- 2 551 0_splice|SELPLG_ NM_003006 NP_002997 Q14242 SELPL_HUMAN ntial).|12 X 10 AA tandem re 0 TCTGTGCCTCCGT 0.612

+ 10 1157 n_p.N271I|RAD9B_ NM_152442 NP_689655 Q6WBX8 RAD9B_HUMAN 2 TGGAAAACTGTGG 0.453

- 6 1084 NM_002710 NP_002701 P36873 PP1G_HUMAN 3 ATGGCACCTGCAT 0.393

+ 2 539 ub.2_Missense_Mu NM_016816 NP_058132 P00973 OAS1_HUMAN y for binding to dsRNA. 2 GAGGGGGTGGAG 0.572

- 7 893 zy.2_Missense_Mu NM_006549 NP_006540 Q96RR4 KKCC2_HUMANProtein kinase. 3 GGGGTCATCCAG 0.572

- 18 3264 NM_015347 NP_056162 O15034 RIMB2_HUMAN p.Q1034E(1) 11 TATCTTGAGAGTA 0.448

- 7 753 e_Mutation_p.G105 NM_015347 NP_056162 O15034 RIMB2_HUMAN SH3 1. 11 ATTTTCCCGCCGT 0.547

- 2 303 NM_152726 NP_689939 Q8IYU8 EFHA1_HUMAN 0 AGTGAAGAAAACT 0.348



- 8 1272 op.1_Missense_Mu NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 CATTGGCCTGATT 0.383

- 8 2221 se_Mutation_p.R58 NM_178006 NP_821074 Q9Y3M8 STA13_HUMAN Rho-GAP. 4 ATTTGCGAAAAAG 0.498

- 1 2179 uc001uxv.1_Intron NM_032138 NP_115514 Q8WVZ9 KBTB7_HUMAN 1 CAGGTTCAAGGCA 0.443

+ 7 767 NM_016248 NP_057332 Q9UKA4 AKA11_HUMAN 2 GAGGAAGAGACT 0.358

- 7 904 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN 0 TCTTTGCCATTTG 0.388

- 13 2593 sense_Mutation_p.L NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2 TCAAGAGTCTGTG 0.393

- 1 92 n_p.R29K|ZC3H13_ NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN 2 CCAAGCCTCTCA 0.398

+ 3 509 NM_021999 NP_068839 Q9Y287 ITM2B_HUMANmenal (Potential). 0 ATCAAAGATGATG 0.363

+ 4 857 _Splice_Site|PIBF1 NM_006346 NP_006337 Q8WXW3 PIBF1_HUMAN 2 GTATCTGTAAGTA 0.289

- 57 9506 vkg.1_Missense_M NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 AAGCAGCTTTGA 0.299

- 55 7910 _p.V2011I|MYCBP NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 ACTCTACCATGCT 0.458 rs141701958

- 2 1956 NM_033132 NP_149123 Q96T25 ZIC5_HUMAN C2H2-type 4. 0 GTGCTTCCTCAGG 0.557

+ 7 723 _p.A212V|ATP11A_ NM_015205 NP_056020 P98196 AT11A_HUMAN lasmic (Potential). 4 TTCACGCCACCAT 0.527

+ 1 728 NM_001004479 NP_001004479 Q8NGC9 O11H4_HUMAN lasmic (Potential). 1 CAGCTGGTCGGAG 0.423

+ 6 489 41_splice|PARP2_u NM_005484 NP_005475 Q9UGN5 PARP2_HUMAN 2 TTTGCAGTTGGGA 0.463

+ 3 537 APEX1_uc001vxi.2 NM_001641 NP_001632 P27695 APEX1_HUMAN export signal (NES). 4 TGGAATGTGGATG 0.483

- 4 501 n_p.A86V|HNRNPC NM_031314 NP_112604 P07910 HNRPC_HUMAN RRM. 0 GGCTCTGCAGCCA 0.388

- 23 2786 NM_000257 NP_000248 P12883 MYH7_HUMAN Potential. 4 CTTGTTCCTGAAG 0.522

- 13 1347 NM_000257 NP_000248 P12883 MYH7_HUMAN yosin head-like. 4 TTCTGCCCCTTGG 0.567

+ 2 711 NM_203402 NP_981947 A5D6W6 FITM1_HUMAN ical; (Potential). 0 GTGTTCGCCAAG 0.637

- 4 238 31_uc001wmm.1_5 NM_002818 NP_002809 Q9UL46 PSME2_HUMAN 0 AGGGAAGTCAAG 0.577

+ 11 2209 lg.1_Missense_Mu NM_017999 NP_060469 Q96EP0 RNF31_HUMAN 2 CACTCCCCAGCT 0.607

+ 6 848 e|GMPR2_uc010a NM_001002001 NP_001002001 Q9P2T1 GMPR2_HUMAN 3 GTCTCAGGCAGGG 0.463

- 3 335 B_uc001wop.2_Mi NM_014430 NP_055245 Q9UHD4 CIDEB_HUMAN CIDE-N. 0 GCACTCCATTCAG 0.547

+ 1 1820 ense_Mutation_p.G NM_019839 NP_062813 Q9NPC1 LT4R2_HUMAN Name=1; (Potential). 0 TGCCTGGCAACG 0.721

+ 16 1372 mf.1_Missense_Mu NM_016106 NP_057190 Q8WVM8 SCFD1_HUMAN 0 GGAACTCCAGAA 0.343

- 22 3627 ami.2_Missense_M NM_015473 NP_056288 Q86XA9 HTR5A_HUMAN 1 CAGGAAGTTGGGA 0.328

- 2 326 SEC23A_uc010tqb. NM_006364 NP_006355 Q15436 SC23A_HUMAN 5 GAACAACCATTCT 0.443

+ 2 212 NM_002687 NP_002678 Q9H307 PININ_HUMAN ternative 5' splicing.|Necess 1 TACAGGCCCATCC 0.423

- 1 1271 NM_032135 NP_115511 Q5H9T9 FSCB_HUMAN Pro-rich. 9 TCTTCAGCAGGTG 0.507

- 1 412 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1 CTGTCAGCCCCAG 0.542

- 20 2836 KL1_uc001wxz.2_In NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 GTGATACGCTGGA 0.542

+ 44 4266 _p.E1294K|KTN1_ NM_182926 NP_891556 Q86UP2 KTN1_HUMAN (Potential).|Potential. 7 GAGAAGGAGACAA 0.388

+ 15 2306 n_p.T739I|KIAA058 NM_014749 NP_055564 E9PGW8 E9PGW8_HUMAN 1 GACAAACCCAAAG 0.378

+ 15 2091 ea.1_Nonsense_M NM_014992 NP_055807 Q9Y4D1 DAAM1_HUMAN FH2. 1 AGACAGCAGGTAA 0.438

- 11 1654 2R5E_uc001xge.2_ NM_006246 NP_006237 Q16537 2A5E_HUMAN 1 AAATGGGGGCTAG 0.368

+ 42 6555 gl.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 AGCGAGGCCCCG 0.473

+ 109 19975 |SYNE2_uc001xgq NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN c (Potential).|Spectrin 9. 14 CAAAGCCTCCCTC 0.438

+ 2 1114 B25_uc001xhc.2_I NM_004857 NP_004848 P24588 AKAP5_HUMAN 0 CCCCAGCAAGCAA 0.408

+ 11 2026 _p.R456H|EXD2_u NM_018199 NP_060669 Q9NVH0 EXD2_HUMAN 0 AGAGCCGCTGGC 0.587

+ 2 966 COT2_uc001xom.2 NM_006821 NP_006812 P49753 ACOT2_HUMAN 1 GAGACGCTCCATC 0.478

+ 11 1486 nse_Mutation_p.S4 NM_021188 NP_067011 Q86VK4 ZN410_HUMAN 1 CCCTGTCTTCAGT 0.438

+ 3 1328 0tvd.1_Splice_Site_ NM_017791 NP_060261 Q9UPI3 FLVC2_HUMAN 0 CCTATGGTAAGGT 0.443

+ 10 1392 .E431*|C14orf118_ NM_017926 NP_060396 Q9NWQ4 CN118_HUMAN 3 GCAGTGGAGCCAA 0.463

- 3 202_203 asu.2_Intron|SNW1 NM_012245 NP_036377 Q13573 SNW1_HUMAN 1 CCATCTCCAAAAT 0.317

+ 6 806 se_Mutation_p.V16 NM_020421 NP_065154 Q86TW2 ADCK1_HUMANProtein kinase. 3 AGAAGGTGTCCCA 0.507

+ 13 2691 n_p.A102T|NRXN3 NM_004796 NP_004787 Q9Y4C0 NRX3A_HUMANPotential).|Laminin G-like 6. 10 TGGCCAGCCAATG 0.572



- 3 388 1xva.1_Missense_ NM_152446 NP_689659 Q6ZU80 CE128_HUMAN 0 CACCCGCCTGTC 0.438

+ 2 1918 td.2_Missense_Mu NM_013231 NP_037363 O43155 FLRT2_HUMAN cellular (Potential). 4 AGCCTCCCACCC 0.542

- 13 1823 ALC_uc010tvy.1_M NM_000153 NP_000144 P54803 GALC_HUMAN 0 TAGCTGCCTTTGC 0.463

- 13 1604 wc.1_Missense_M NM_007039 NP_008970 Q16825 PTN21_HUMAN 4 GACGTCACTCCC 0.587

- 9 1183 80_splice|PTPN21_ NM_007039 NP_008970 Q16825 PTN21_HUMAN 4 TACTCACAGTTTG 0.413

- 15 1846 tion_p.A2V|TTC7B NM_001010854 NP_001010854 Q86TV6 TTC7B_HUMAN TPR 7. 2 CTCAGGGCCATGT 0.473

- 3 802 NM_173850 NP_776249 Q8IW75 SPA12_HUMAN 4 TGTGGGGTTCATT 0.453

+ 17 2146 NM_152327 NP_689540 Q96M32 KAD7_HUMAN DPY-30. 1 GTTGCAACGTCCG 0.318

+ 8 1269 se_Mutation_p.N20 NM_001128918 NP_001122390 P27448 MARK3_HUMANProtein kinase. 4 TAGCAATGAATTT 0.423

+ 5 975 m.1_Missense_Mu NM_182923 NP_891553 Q07866 KLC1_HUMAN TPR 1. 0 ATCCAGTACGCCT 0.682

+ 6 554 e_Mutation_p.P162 NM_001312 NP_001303 P52943 CRIP2_HUMANM zinc-binding 2. 0 GACCCCCGGCGG 0.716

- 4 503 te|NIPA1_uc001yv NM_144599 NP_653200 Q7RTP0 NIPA1_HUMAN 0 GGAATTACCTGGA 0.498

- 1 150 1_5'UTR|MTMR10 NM_017762 NP_060232 Q9NXD2 MTMRA_HUMAN 1 GGGCGGTGGCAG 0.701

- 7 1003 zfr.2_Missense_M NM_130901 NP_570971 Q8TE49 OTU7A_HUMAN larity).|TRAF-binding (By si 2 ACTCTTCCAGGCT 0.483

+ 2 1227 bp.1_Missense_Mu NM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0 GCCAAGAGGGG 0.647

+ 7 2320 bp.1_Missense_Mu NM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN BAH. 0 CCCACCGCACAG 0.617

+ 2 588 p.G166D|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN T-box. 12 CCACAGGTCATTA 0.433

- 4 614 NM_139265 NP_644670 Q9H223 EHD4_HUMAN 2 TCCACCCTCTCGG 0.562

- 36 5440 zyr.2_Missense_Mu NM_017672 NP_060142 Q96QT4 TRPM7_HUMANntial).|Alpha-type protein kin 10 TAAATTCTCCAGT 0.348

- 5 702 51_splice|CYP19A NM_031226 NP_112503 P11511 CP19A_HUMAN 3 TGCTTACCTTTCA 0.313

- 8 1357 bfd.2_Splice_Site_ NM_138792 NP_620147 Q8WVC0 LEO1_HUMAN 0 GACATGCTGGAAA 0.348

+ 4 1166 |FAM63B_uc002af NM_001040450 NP_001035540 Q8NBR6 FA63B_HUMAN 1 TTTTCAGAATATGA 0.328

- 18 2755 _p.M871I|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Arg/Glu-rich. 1 AGTGGACATGCTT 0.443

- 27 3482 NM_004998 NP_004989 Q12965 MYO1E_HUMAN 3 CTGGGGGAGGC 0.622

+ 6 670 NX1_uc002amx.2_ NM_003099 NP_003090 Q13596 SNX1_HUMAN PX. 0 CGCCCCCGGAG 0.433

- 9 2228 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 TCGAGTCAAGGTG 0.507

- 4 667 0ujb.1_Missense_M NM_030800 NP_110427 Q96SY0 CO044_HUMAN VWFA. 1 GGACAACCTGTTT 0.448

+ 4 2011 MAD6_uc002aqg.2_ NM_005585 NP_005576 O43541 SMAD6_HUMAN MH2. 1 CTCAGGGCAGCG 0.667

+ 3 1096 NM_001031807 NP_001026977 P84550 SKOR1_HUMAN 0 AAAAAGGACGACC 0.478

+ 2 965 arh.2_Missense_M NM_015322 NP_056137 Q9UK73 FEM1B_HUMAN 0 ACCATACCACAGT 0.463

- 38 7128 p.R132C|MYO9A_u NM_006901 NP_008832 B2RTY4 MYO9A_HUMANTail.|Rho-GAP. 3 GGCAGCGGAGAAT 0.453

- 16 1763 ub.2_RNA|PARP6_ NM_020214 NP_064599 Q2NL67 PARP6_HUMAN ARP catalytic. 0 ACCCTGCTGAGAG 0.418

+ 14 1958 axq.2_Missense_M NM_025055 NP_079331 Q8N5R6 CCD33_HUMAN Potential. 5 GAGAAGGAGCTG 0.612

+ 9 1763 se_Mutation_p.T52 NM_006465 NP_006456 Q8IVW6 ARI3B_HUMAN 0 TCATCACGGGGTC 0.547

- 5 490 n_p.M1R|EDC3_uc NM_001142443 NP_001135915 Q96F86 EDC3_HUMAN and interaction with DCP1A 1 GTAGCCATGTTTC 0.443

- 4 553 NM_004255 NP_004246 P20674 COX5A_HUMAN 0 GAGATTCCCAGTT 0.458 rs1803317

+ 9 1591 tion_p.G448E|MIR6 NM_024608 NP_078884 Q96FI4 NEIL1_HUMAN 1 GAAGGGGCGAC 0.617

- 8 952 N2C1_uc010bkk.2_ NM_006715 NP_006706 Q9NTJ4 MA2C1_HUMAN 0 TACAGGCCAGGG 0.632

- 25 3289 bbx.2_Missense_M NM_020843 NP_065894 Q9BY12 SCAPE_HUMAN 3 TTGGGGTAGCTG 0.438

- 5 742 _p.D98N|CIB2_uc0 NM_006383 NP_006374 O75838 CIB2_HUMAN 0 CCTCATCCAGCTC 0.562

- 25 3898 0blm.1_Missense_M NM_002891 NP_002882 Q13972 RGRF1_HUMAN Ras-GEF. 6 CTCTGAGATTCTT 0.433

+ 7 606 m.1_Missense_Mut NM_000137 NP_000128 P16930 FAAA_HUMAN 0 CCGAAGGCCCAT 0.582

- 2 369 x.2_RNA|MESDC2_ NM_015154 NP_055969 Q14696 MESD_HUMANe domain (By similarity). 0 GGCTTGCTTGGG 0.423

+ 3 1376 Mutation_p.H234Y NM_181877 NP_870992 Q7Z7L9 ZSCA2_HUMAN C2H2-type 6. 2 AGAATCCACACAG 0.507

+ 14 5865 pc.1_Missense_Mu NM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12 GAGGAGGGCTCCA 0.632

+ 14 1538 LC28A1_uc010upf NM_004213 NP_004204 O00337 S28A1_HUMAN ical; (Potential). 3 GCTGCCCTCTCCT 0.602

+ 2 788 NM_152259 NP_689472 Q7Z2Z1 TICRR_HUMAN 7 GGAGTGGAATAAA 0.473



+ 2 500 L13_uc002bpe.1_RNM_001029964 NP_001025135 A6NNM8 TTL13_HUMAN 0 TTGACACAGGCG 0.502

- 8 769 wx.2_RNA|SNRPA1 NM_003090 NP_003081 P09661 RU2A_HUMAN 1 TCTCTGCCAGGG 0.468

- 1 878 NM_001004195 NP_001004195 Q96R69 OR4F4_HUMAN lasmic (Potential). 0 CTCAGCCGTCTTA 0.343 rs149105772

- 7 450 DF1_uc010utz.1_N NM_022450 NP_071895 Q96CC6 RHDF1_HUMAN lasmic (Potential). 2 CGCTGCCATTTCT 0.657 rs11547503

+ 37 4675 _uc002cio.1_Misse NM_145294 NP_660337 Q96KV7 WDR90_HUMAN WD 19. 1 ACTGTCCTCTCTG 0.637

- 7 1718 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMANcellular (Potential). 4 TTCCCACCGGCCA 0.701

+ 27 3431 p.S1098F|MAPK8I NM_015133 NP_055948 Q9UPT6 JIP3_HUMAN 3 GGGTGTCCATCCG 0.617

+ 11 7405 rl.1_Missense_Muta NM_016333 NP_057417 Q9UQ35 SRRM2_HUMANa-rich.|Ser-rich. 4 CTGGCTGACCCTC 0.637

+ 1 166 FRSF12A_uc002cs NM_016639 NP_057723 Q9NP84 TNR12_HUMAN 0 GGCCGGGGAGC 0.746

+ 4 757 cws.3_Nonsense_MNM_001127206 NP_001120678 P30519 HMOX2_HUMAN 0 AATGCCCAGCAG 0.572

- 22 4887 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6 CACGGTCATGTTC 0.557

+ 8 807 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN 1 CTGAGGGACCCAT 0.537

+ 17 3426 _p.P1041S|MKL2_u NM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5 CTAGACCCACAGG 0.478

- 26 5163 uzv.1_Missense_M NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 TCTTGAGGGCGC 0.527

- 12 2676 0uzv.1_Missense_M NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN RRM. 0 GTATGGGGGCTGA 0.448

- 9 2282 uzv.1_Missense_M NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN 0 AAACGGGTTCTGC 0.483

+ 9 1435 NM_001039 NP_001030 P51170 SCNNG_HUMANellular (By similarity). 6 CTCAGTGTATTGT 0.567

- 17 1857 NM_015044 NP_055859 Q9UJY4 GGA2_HUMAN GAE. 2 CTGAAAGGCTGTC 0.498

- 5 2386 NM_024675 NP_078951 Q86YC2 PALB2_HUMAN 11 AAGATGGGGAAAG 0.468

+ 15 2723 1_Missense_Mutat NM_016151 NP_057235 Q9UL54 TAOK2_HUMAN 1 AGTACAAGCGCAA 0.647

- 4 1129 lank|INO80E_uc00 NM_003609 NP_003600 Q9BW71 HIRP3_HUMAN Glu-rich. 1 TGTTCACTTTCCT 0.373

- 1 296 dxs.2_Missense_M NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 CATCCTCCTCATC 0.532

+ 11 1321 e_Mutation_p.A299 NM_002209 NP_002200 P20701 ITAL_HUMAN Extracellular (Potential). 10 TGAAGGCAGACCT 0.547

- 3 1798 ao.2_Missense_M NM_024706 NP_078982 Q96K58 ZN668_HUMAN 4 GCTCCACCGTCAT 0.692

+ 8 2836 10cbo.1_RNA|NOD NM_022162 NP_071445 Q9HC29 NOD2_HUMAN LRR 5. 4 AACAGAGTGGGT 0.522

- 3 425 hm.2_Missense_M NM_001012398 NP_001012398 Q9H8T0 AKTIP_HUMAN 0 AGAAGGGTCCATA 0.408

+ 5 1113 _p.D192N|MMP2_u NM_004530 NP_004521 P08253 MMP2_HUMAN ype-II 1.|Collagen-binding. 11 GAGAAGGATGGCA 0.567

- 5 376 _p.T104I|CNGB1_ NM_001297 NP_001288 Q14028 CNGB1_HUMAN 4 AGCCAGGTCAGTA 0.632

- 2 1086 on_p.T84I|TPPP3_u NM_016140 NP_057224 Q9BW30 TPPP3_HUMAN 1 CTCTTGGTCGCCA 0.577

- 3 424 NM_000229 NP_000220 P04180 LCAT_HUMAN 0 TTGCTGCTGTCCA 0.652

- 12 1758 SRP2_uc002evq.1_ NM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN RRM 3. 1 TCATCTGAATGAA 0.552

- 9 2323 _p.S617F|SMPD3_ NM_018667 NP_061137 Q9NY59 NSMA2_HUMANmenal (Potential). 1 AGGCCGGACAGC 0.622 rs147387314

+ 3 267 NM_013245 NP_037377 Q9UN37 VPS4A_HUMAN n with CHMP1B.|MIT. 0 GATGAGGCCCACA 0.607

+ 9 818 _Mutation_p.D286 NM_145059 NP_659496 Q8N0W3 FUK_HUMAN 1 GGCTTGGACTCCG 0.582

+ 2 1155 ao.2_Missense_Mu NM_005769 NP_005760 Q8NCG5 CHST4_HUMANmenal (Potential). 0 ATGCCAGGGATGC 0.532

+ 2 116 ODH_uc010cgk.2_R NM_001361 NP_001352 Q02127 PYRD_HUMAN termembrane (By similarity 0 CCACGGGAGATGA 0.597

- 9 7358 cl.2_Missense_Mut NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4 CGAAGGGGGCC 0.527

- 3 1357 HST6_uc002feh.1_ NM_021615 NP_067628 Q9GZX3 CHST6_HUMANmenal (Potential). 0 TCGGGGGTGCGA 0.637

+ 3 479 chl.2_Missense_Mu NM_024731 NP_079007 Q8N4N3 KLH36_HUMAN BTB. 2 TGGATGGCGGCA 0.612

+ 10 1542 NM_004933 NP_004924 P55291 CAD15_HUMAN |Extracellular (Potential). 1 CCGCCGGGCAGC 0.726

+ 13 2106 NM_004933 NP_004924 P55291 CAD15_HUMAN lasmic (Potential). 1 CCGACAGCGCTGA 0.706

- 1 118 NM_002550 NP_002541 P47881 OR3A1_HUMAN Name=1; (Potential). 3 CCGTGACCAGGTA 0.577

- 3 367 2fxz.3_Missense_M NM_014520 NP_055335 Q9BQG0 MBB1A_HUMANwith MYB (By similarity). 2 TCAAAAGACTGTA 0.527

+ 5 956 fye.2_Missense_M NM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0 GAGCGTCGCAGG 0.677 rs142209104

- 5 732 p.A172V|SLC13A5 NM_177550 NP_808218 Q86YT5 S13A5_HUMAN ical; (Potential). 0 CTGGCCGCGTAG 0.617

- 5 1276 PHF23_uc010vtt.1_ NM_024297 NP_077273 Q9BUL5 PHF23_HUMAN PHD-type. 0 GCCGCCCTGCAA 0.493

+ 5 1128 NM_001406 NP_001397 Q15768 EFNB3_HUMAN ical; (Potential). 1 GGCAGGGGCTG 0.726



+ 24 4012 e_Mutation_p.V128 NM_001005273 NP_001005273 Q12873 CHD3_HUMAN 1 TTCAAGGTGGCAC 0.517

- 2 219 orf68_uc010cnv.2_ NM_025099 NP_079375 Q2NKJ3 CTC1_HUMAN 0 TCCTTCCCTGGGA 0.517

+ 7 1425 _p.S435F|ARHGEF NM_173728 NP_776089 O94989 ARHGF_HUMAN DH. 3 GCGCTCCCTGCG 0.607

- 8 847 uc002gml.1_Intron NM_017533 NP_060003 Q9Y623 MYH4_HUMAN yosin head-like. 13 AAAGCGAGAGGA 0.448

+ 64 12284 p.W3290*|DNAH9_ NM_001372 NP_001363 Q9NYC9 DYH9_HUMANA 6 (By similarity). 20 GGGATGGAATCG 0.493

+ 1 420 NM_014695 NP_055510 A2RUR9 C144A_HUMAN 0 GAAGAGGTAATGG 0.652

- 13 1703 _p.P22S|TOP3A_u NM_004618 NP_004609 Q13472 TOP3A_HUMAN 3 AGACAGGGAGGAT 0.552

+ 3 1028 gul.2_Missense_M NM_031456 NP_113644 Q5XX13 FBW10_HUMAN 1 ATCAGAGACCTGT 0.468

+ 5 476 2gun.2_Missense_M NM_016078 NP_057162 Q9NYZ1 F18B1_HUMAN 0 TTCAGAGTAAAGT 0.393

+ 2 395 1_Intron|WSB1_uc NM_015626 NP_056441 Q9Y6I7 WSB1_HUMAN 0 CCTGCAGCTCCTT 0.378

+ 4 521 0wan.1_Missense_ NM_003984 NP_003975 Q13183 S13A2_HUMAN 0 CCCATCGCACATG 0.612

- 3 1015 way.1_Missense_M NM_018182 NP_060652 Q8WU58 CQ063_HUMAN 1 AAAGGGGGATAGT 0.602

+ 2 490 AP2_uc002hfy.2_M NM_018404 NP_060874 Q9NPF8 ADAP2_HUMAN Arf-GAP. p.?(1) 1 TGGGACGACAGTA 0.507

+ 15 2106 2hjc.2_Missense_M NM_173167 NP_775259 Q8IWX7 UN45B_HUMAN 6 GCACCATTGTGG 0.537

- 2 628 _p.S84N|SLFN12_ NM_018042 NP_060512 Q8IYM2 SLN12_HUMAN 1 AATGTTACTAAAAG 0.373

- 11 5687 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMAN lasmic (Potential). 3 ATCTTGGGGGCCT 0.498

+ 6 933 c002hsc.2_Missen NM_032192 NP_115568 Q9UD71 PPR1B_HUMAN 0 ACCTGTGGCCAGG 0.582 rs142405059

+ 8 869 2htm.1_Splice_Site NM_178171 NP_835465 Q96QA5 GSDMA_HUMAN 0 ATGTTGGTAAGGA 0.438

- 14 1658 se_Mutation_p.D43 NM_014815 NP_055630 O75448 MED24_HUMAN XXLL motif 3. 1 GCAAGTCCAGAC 0.607

+ 2 389 Start_Site|RARA_uc NM_000964 NP_000955 P10276 RARA_HUMAN 3 GGAGGGGTGGTC 0.662

- 11 1241 ion_p.G338R|SMA NM_003079 NP_003070 Q969G3 SMCE1_HUMAN Glu-rich. 0 CGACCCCCTCCTG 0.522

- 2 659 cxg.2_Missense_M NM_015515 NP_056330 Q9C075 K1C23_HUMAN Head. 1 GGGCCGGCCCC 0.706

- 1 62 39_uc010wfm.1_5 NM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0 GAATTGGTTGTTG 0.473

+ 1 271 NM_033061 NP_149050 0 agctgctgtatgtccagc 0.189 rs148949542

- 1 150 NM_032524 NP_115913 Q9BYR3 KRA44_HUMANC-C-[GRQVCH]-[SPT]- [VST 0 CTGGGGCGGCAG 0.652

- 1 628 EKHH3_uc010cym NM_024927 NP_079203 Q7Z736 PKHH3_HUMAN 2 CTTACCCTCCCGC 0.687

+ 13 2080 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMAN ential).|Fibrinogen C-termin 8 AACCGAGCGTGG 0.587

- 10 2624 ntron|BRCA1_uc01 NM_007294 NP_009225 P38398 BRCA1_HUMAN 52 TATTTGGTTCTGT 0.398

+ 1 215 HX8_uc010wig.1_ NM_004941 NP_004932 Q14562 DHX8_HUMAN 4 GACAAGGACCTTG 0.557

+ 14 2132 _p.A596T|DHX8_uc NM_004941 NP_004932 Q14562 DHX8_HUMAN .|Helicase ATP-binding. 4 GACGAGGCACATG 0.448

- 4 330 n_p.A29T|ETV4_u NM_001986 NP_001977 P43268 ETV4_HUMAN /Glu-rich (acidic). 7 ACTCACCTTCAGC 0.527

+ 5 1346 e_Mutation_p.P28 NM_001145080 NP_001138552 A2RUB1 CQ104_HUMAN 1 CTGATCCCCCACA 0.368

+ 15 2083 _p.I462V|C17orf57 NM_152347 NP_689560 Q8IY85 CQ057_HUMAN EF-hand 2. 3 TTTGGTATTTACC 0.338

+ 19 2669 _p.G633E|KPNB1_ NM_002265 NP_002256 Q14974 IMB1_HUMAN 3 TAAAGGGGGATCA 0.483

+ 7 1535 LT2_uc010dbo.2_R NM_022167 NP_071450 Q9H1B5 XYLT2_HUMANmenal (Potential). 1 ATTGTGGACTGGT 0.627

+ 6 548 _p.D103E|MSI2_u NM_138962 NP_620412 Q96DH6 MSI2H_HUMAN RRM 2. 2 GGAAGATGTAAAG 0.458

- 6 713 14_uc002iws.1_M NM_198393 NP_938207 Q8IWB6 TEX14_HUMAN 17 AAATGACTCCAG 0.413

+ 7 2256 dd.2_Missense_M NM_014906 NP_055721 Q8WY54 PPM1E_HUMAN 5 TGGAAGTGGGAA 0.413

- 12 1515 yn.1_Missense_Mu NM_032582 NP_115971 Q8NFA0 UBP32_HUMAN DUSP. 5 TTGACATATTCTT 0.423

- 9 1498 2izp.2_Missense_M NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 AAAGGAGTCAAGG 0.468

- 17 2320 NM_001433 NP_001424 O75460 ERN1_HUMAN (Potential).|Protein kinase. 9 ATCCAGCCTTCTG 0.537

- 27 3939 LZ_uc002jfx.3_Mis NM_014877 NP_055692 2 CCATAAGGAATAG 0.453

+ 2 604 jir.2_Missense_Mu NM_000891 NP_000882 P63252 IRK2_HUMAN asmic (By similarity). 0 AACGGTACCTCGC 0.517

+ 14 1608 _p.R505K|TTYH2_ NM_032646 NP_116035 Q9BSA4 TTYH2_HUMAN lasmic (Potential). 4 ACCTGAGGCACTA 0.517

+ 6 550 wrg.1_Missense_M NM_017728 NP_060198 Q8NE00 TM104_HUMAN lasmic (Potential). 0 GACCGGGTGGAAA 0.532

+ 8 1714 1_5'Flank|OTOP3_ NM_178160 NP_835454 Q7RTS6 OTOP2_HUMAN ical; (Potential). 4 GCCTCCCTTTCGG 0.607

- 6 480 fz.2_Intron|ATP5H NM_006356 NP_006347 O75947 ATP5H_HUMAN 0 GGGAAAGCTTCAT 0.388



- 15 2054 e_Mutation_p.P606 NM_004259 NP_004250 O94762 RECQ5_HUMAN 3 TCCGGGGGCTCA 0.607

- 4 1984 se_Mutation_p.Q52 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 CATGCTGATCTGC 0.413

+ 12 1737 2jth.2_Missense_M NM_198955 NP_945193 Q3V5L5 MGT5B_HUMANmenal (Potential). 3 GCTTCCCCTACGA 0.652

+ 8 1007 _p.Y247C|SEC14L NM_003003 NP_002994 Q92503 S14L1_HUMAN 2 AGAGATACCTGGG 0.498

- 16 2583 .1_Intron|USP36_u NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5 AGGGGGGTTGCA 0.632

+ 3 517 v.2_Missense_Muta NM_024110 NP_077015 Q9BXL6 CAR14_HUMAN 5 CTGCAGCCTGAT 0.577

- 2 157 E6G_uc002kaz.3_In NM_002602 NP_002593 P18545 CNRG_HUMAN 0 TGGGCGGTTCCA 0.657

- 9 1428 _p.G88R|P4HB_uc NM_000918 NP_000909 P07237 PDIA1_HUMANThioredoxin 2. 0 TCTCTCCCAGTTT 0.527

- 4 275 2kfb.3_Missense_MNM_001100407 NP_001093877 Q9BQA9 CQ062_HUMAN 0 ACCTTCCCTGTGC 0.602

- 8 1499 klq.2_Missense_Mu NM_003803 NP_003794 P52179 MYOM1_HUMAN 5 TGAGGGGCATGG 0.398

+ 2 979 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN peat of Q-P-K-X-G-D-I-P-K- 2 AGGAGGGTGACAT 0.567

+ 6 1029_1030oj.2_Nonsense_Mu NM_194434 NP_919415 Q9P0L0 VAPA_HUMAN e IV membrane protein; (Po 0 TTCTTTCTAGGGA 0.371

+ 2 478 _p.P131L|LAMA3_u NM_198129 NP_937762 Q16787 LAMA3_HUMANminin N-terminal. 11 GCCCTCCCCTGTC 0.512

+ 31 3918 ur.2_Missense_Mut NM_198129 NP_937762 Q16787 LAMA3_HUMANGF-like 9.|Domain III B. 11 CCTCACTGCAGC 0.652

- 2 864 NM_020805 NP_065856 Q9P2G3 KLH14_HUMAN 1 CTGACCGACAGCA 0.612

+ 17 1779 _p.S533F|DTNA_u NM_001390 NP_001381 Q9Y4J8 DTNA_HUMAN 0 AGGACTCCCTCAC 0.557

- 3 438 eb.1_RNA|NARS_ NM_004539 NP_004530 O43776 SYNC_HUMAN 0 CCTATGCCACATC 0.388

- 4 702 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 GGGGAGGAGTCA 0.473

+ 13 2018 CCHC2_uc002liq.2 NM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2 CAACAACTAGGTT 0.398

+ 13 3059 CCHC2_uc002liq.2_ NM_017742 NP_060212 Q9C0B9 ZCHC2_HUMAN 2 GGTGCAGCTGTGG 0.502

- 18 2466 o.2_RNA|RTTN_uc NM_173630 NP_775901 Q86VV8 RTTN_HUMAN 8 AGAGAACTCTGGC 0.413

- 3 978 NM_001044369 NP_001037834 Q0P6D2 FA69C_HUMANmenal (Potential). 0 GTCAAAGAAATTG 0.468

- 3 505 XNL4A_uc010drf.2 NM_006701 NP_006692 P83876 TXN4A_HUMAN 0 GGGCCCCGCGG 0.587

+ 4 883 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8 TTTTAGGTGAAAC 0.398

+ 4 269 p.G55S|PTBP1_uc NM_031991 NP_114368 P26599 PTBP1_HUMAN 2 AGTGCAGGCGTC 0.582

- 16 1457 F3_uc002ltq.2_Mis NM_003200 NP_003191 P15923 TFE2_HUMAN 7 GGAGGGCCGCGT 0.682

- 6 2490 _uc010xgs.1_Splic NM_020695 NP_065746 Q8N1G1 REXO1_HUMAN 0 TAAACTCTAGAGG 0.572

+ 6 903 gz.1_Missense_Mu NM_003249 NP_003240 P52888 THOP1_HUMAN 3 TGCAAGGAGGTG 0.612

+ 6 764 e_Mutation_p.P243 NM_021938 NP_068757 Q8N6W0 CELF5_HUMAN 2 TTCAGCCCCTACA 0.647

- 4 361 _p.V102M|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4 TGAGCACGTCGCG 0.657

- 3 627 NM_030662 NP_109587 P36507 MP2K2_HUMANProtein kinase. 0 AGTTGCATTCGTG 0.612

- 7 683 _p.D136G|SIRT6_ NM_016539 NP_057623 Q8N6T7 SIRT6_HUMAN etylase sirtuin-type. 1 GACAGGTCGGCG 0.692

+ 3 209 NM_018074 NP_060544 Q9BW85 CCD94_HUMAN 0 ATGCTCGGAAGGA 0.557

+ 6 2310 u.2_Missense_Mut NM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0 AGCCAGGGCTTC 0.657

- 7 757 20_splice|STAP2_u NM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN 1 CGCTCACCGGCTG 0.622

- 2 435 NM_182919 NP_891549 Q8IUC6 TCAM1_HUMAN 1 ATGCCTCTAGAGA 0.662

- 6 1199 ense_Mutation_p.G NM_020175 NP_064560 Q96G46 DUS3L_HUMAN 0 AGGCGCCCTCCA 0.652

- 20 2595 NM_000064 NP_000055 P01024 CO3_HUMAN 5 TTTCCACCTGCTC 0.577

+ 8 1285 _p.R274H|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 5. 2 AGTTCCGCACTCA 0.458

+ 11 1484 2mgp.2_Splice_Site NM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1 GTGAAGGTACATC 0.582

+ 14 1842 NPLA6_uc010xjq.1 NM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1 CCCTCGGAGGAG 0.592

+ 10 999 p.G268R|HNRNPM NM_005968 NP_005959 P52272 HNRPM_HUMAN 0 GCATGGGGTTAG 0.468

- 19 2041 NM_012335 NP_036467 O00160 MYO1F_HUMANyosin head-like. 3 ACCGCGGCCACG 0.652

- 4 385 n_p.D91N|MYO1F_ NM_012335 NP_036467 O00160 MYO1F_HUMANyosin head-like. 3 GTTGTCCGTGAG 0.582

- 3 19939 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAATGTCTTCTGA 0.458

- 6 2027 F846_uc010dww.2 NM_001077624 NP_001071092 Q147U1 ZN846_HUMANC2H2-type 13. 1 GTGTGAGTTCGTG 0.398

- 55 4062 NM_015719 NP_056534 P25940 CO5A3_HUMAN le-helical region. 10 CTTTCTCCCCTTC 0.607



- 43 3235 NM_015719 NP_056534 P25940 CO5A3_HUMAN le-helical region. 10 CAGTGGGGCCAG 0.657

+ 5 893 NM_015725 NP_056540 Q9NYR8 RDH8_HUMAN 4 TGCACTACTTCCG 0.612

+ 3 454 mnv.3_Missense_M NM_003259 NP_003250 Q9UMF0 ICAM5_HUMANPotential).|Ig-like C2-type 1. 3 TGCCTCCCTGGCA 0.682

- 3 543 _Site|CDC37_uc002 NM_007065 NP_008996 Q16543 CDC37_HUMAN 0 CCCTCACCTCCTC 0.577

+ 4 753 plice_Site_p.G197 NM_001005361 NP_001005361 P50570 DYN2_HUMAN 6 CCCAAGGTAACCC 0.592

- 3 420 NM_006858 NP_006849 Q13445 TMED1_HUMANxtracellular (P p.D102N(1) 4 TGTAGTCCCCGGC 0.592

+ 4 979 msn.3_Missense_M NM_152355 NP_689568 Q8N8Z8 ZN441_HUMAN type 4; degenerate. 1 CCTTCAGTTGTTC 0.393

- 10 1112 nse_Mutation_p.R3 NM_004461 NP_004452 Q9Y285 SYFA_HUMAN 1 AATACGCGGTCGA 0.602

- 3 551 xnj.1_Missense_M NM_024825 NP_079101 Q6PEZ8 PONL1_HUMANeu-rich.|LRR 1. 1 ACAGCTCATTGTA 0.607

+ 10 1588 yq.2_Missense_Mu NM_002741 NP_002732 Q16512 PKN1_HUMAN 8 CCCCAGGTCACCT 0.597

- 11 1469 _p.G389S|EMR3_u NM_032571 NP_115960 Q9BY15 EMR3_HUMAN lasmic (Potential). 6 GCACACCCTCCAG 0.557

+ 10 1177 NM_023944 NP_076433 7 CCTTAGGGACGAC 0.517

+ 9 1521 312_splice|SLC27A NM_198580 NP_940982 Q6PCB7 S27A1_HUMAN 0 CTCAGGTGCGCA 0.647

+ 5 975 nhu.2_Missense_M NM_015683 NP_056498 Q8TBH0 ARRD2_HUMAN 1 CTACACGTGGACT 0.677

- 8 800 nhx.1_Missense_M NM_005535 NP_005526 P42701 I12R1_HUMAN tential).|Fibronectin type-III 1 GCTGCTCCACCG 0.478

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCACTATGAA 0.403

- 4 1480 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1 TTCTCCTATGTGT 0.373

- 5 1723 208_uc002nqo.1_I NM_007153 NP_009084 7 TGTGTAGTAAGGG 0.368

- 4 1395 1_Intron|ZNF208_ NM_007153 NP_009084 7 TGACCTCATGTTT 0.368

- 3 503 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TGGAAAGAATCTT 0.308

- 7 2771 NM_001080409 NP_001073878 2 TTAAAAGCTTTGC 0.368

- 5 905 NM_001080409 NP_001073878 2 TTCTGTCCAGTAT 0.363

+ 4 3808 dd.1_Missense_Mu NM_014717 NP_055532 O15090 ZN536_HUMAN 11 GTCTCACCTTTAT 0.667

+ 3 2256 xrn.1_Missense_M NM_001136156 NP_001129628 Q8TCN5 ZN507_HUMAN C2H2-type 4. 5 TTACGAGTCCATC 0.502

+ 7 1018 NM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN 1 TGCATGGTCTAGC 0.463

+ 5 1147 dq.1_Missense_Mu NM_194325 NP_919306 P17039 ZNF30_HUMAN 2 ACTGGTGAAAAAC 0.448

+ 5 1301 dq.1_Missense_Mu NM_194325 NP_919306 P17039 ZNF30_HUMAN C2H2-type 7. 2 ATCAGAGAATTCA 0.448

+ 9 1711 s.1_Missense_Mut NM_002361 NP_002352 P20916 MAG_HUMAN ical; (Potential). 7 CCGTGGTCGCCT 0.592

+ 9 1125 ai.1_5'Flank|TMEM NM_014364 NP_055179 O14556 G3PT_HUMAN 0 AAGCAGCAGCCA 0.642

+ 2 1312 NM_024509 NP_078785 Q9BTN0 LRFN3_HUMAN xtracellular (Potential). 0 GGTGGGCGAGG 0.726

- 6 1279 345_uc002oez.2_I NM_001037232 NP_001032309 Q3KNS6 ZN829_HUMAN C2H2-type 6. 0 TGTTGAGTAAAGG 0.383

- 2 210 2_Missense_Mutat NM_152360 NP_689573 Q86YE8 ZN573_HUMAN KRAB. 1 ACCAGGTTTCTAT 0.408

+ 3 1812 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 AGATCGGGGGCG 0.657

+ 17 4978 NM_015073 NP_055888 O60292 SI1L3_HUMAN 2 GCAACCGAGGTT 0.537

+ 3 509 _p.P119S|NFKBIB_ NM_002503 NP_002494 Q15653 IKBB_HUMAN ANK 3. 2 CCCGCCCCCGG 0.721

+ 3 458 NM_172140 NP_742152 Q8IU54 IL29_HUMAN 0 CACACCCTGCACC 0.682

+ 2 186 02olq.3_Missense_ NM_001111020 NP_001104490 O00267 SPT5H_HUMAN 4 ATGTCGGACAGCG 0.657

- 7 836 _p.D130N|AKT2_uc NM_001626 NP_001617 P31751 AKT2_HUMAN Protein kinase. 2 CTTCATCCTGCAG 0.617

- 7 1728 e_Mutation_p.P348 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANEDKL]-[LIVMAP]- [AQKHRP 2 CCTCCGGCACAG 0.592

+ 1 70 P4_uc002oog.1_In NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN 1 GCAGCCGCCACCT 0.672

+ 1 728 K4_uc002oor.2_5'F NM_025194 NP_079470 Q96DU7 IP3KC_HUMAN 0 GCTCCAGGACACA 0.512

+ 1 775 NM_001410 NP_001401 Q7Z7M0 MEGF8_HUMAN lar (Potential).|CUB 1. 1 CGGATGGTGCGG 0.667

+ 6 593 227_uc010xww.1_M NM_182490 NP_872296 Q86WZ6 ZN227_HUMAN 1 CCAGGTGTCTTC 0.373

+ 5 550 xxf.1_Missense_Mu NM_001294 NP_001285 O96005 CLPT1_HUMAN cellular (Potential). 1 CCAGACCCCCGG 0.622

+ 7 1225 kn.2_Missense_Mu NM_017659 NP_060129 Q9NXS2 QPCTL_HUMAN 1 CTTCAGGGGTACC 0.597

- 2 582 pdk.1_Missense_M NM_004943 NP_004934 Q09019 DMWD_HUMAN 0 GAGATGGTCTCGG 0.542

+ 4 369 NM_022142 NP_071425 Q96BH3 ESPB1_HUMAN onectin type-II 2. 0 GATTACCCACGCT 0.463



+ 2 563 mc.2_Missense_Mu NM_001097638 NP_001091107 Q10981 FUT2_HUMANmenal (Potential). 1 GCTACCCCTGCTC 0.647

- 4 452 pu.1_Missense_Mu NM_025129 NP_079405 Q9BT04 FUZZY_HUMAN 0 ATATTGGTCAGTT 0.458

- 8 1615 p.D521N|IL4I1_uc0 NM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3 CCGTGTCCGATGC 0.692

- 3 300 _uc002puj.2_Intron NM_001012964 NP_001012982 Q92876 KLK6_HUMAN 0 CCCCACCTGCAGC 0.423

+ 2 725 NM_002030 NP_002021 P25089 FPR3_HUMAN cellular (Potential). 6 AACTTTGCATTCT 0.433

+ 5 2096 .2_RNA|ZNF808_u NM_001039886 NP_001034975 Q8N4W9 ZN808_HUMANC2H2-type 15. 0 TGGCACGACATAC 0.408

- 3 2019 NM_198457 NP_940859 Q6ZNG1 ZN600_HUMAN 0 TTCTCTCCAGTAT 0.433

- 4 527 qae.2_Missense_M NM_001008801 NP_001008801 Q5VIY5 ZN468_HUMAN 2 GATCATGTTGGCC 0.438

+ 7 1151 _p.A271T|LILRB1_ NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN 3.|Extracellular (Potential). 3 GCTGGCGCACAG 0.607

- 1 159 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN DAPIN. 7 TCAGCCCAGGGG 0.453

+ 4 1907 eud.1_Intron|ZNF54 NM_153263 NP_694995 Q6P9A3 ZN549_HUMAN 1 ACACTGGCGAAAA 0.448

- 2 247 F550_uc002qpc.2_ NM_001039654 NP_001034743 Q7Z398 ZN550_HUMAN 0 CTCTCCCCAACCT 0.532

+ 3 1601 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN ype 10; degenerate. 1 AGGCCACATGAGT 0.453

+ 12 1385 qzi.2_Missense_Mu NM_003887 NP_003878 O43150 ASAP2_HUMAN PH. 0 GCAAAGCTCAACC 0.483

- 17 2646 _p.V735I|PUM2_u NM_015317 NP_056132 Q8TB72 PUM2_HUMANmilio 5.|PUM-HD. 1 CAAATACCTGAGG 0.363

+ 10 836 n_p.S257F|GCKR_ NM_001486 NP_001477 Q14397 GCKR_HUMAN SIS 1. 2 GCGGCTCCTCCCG 0.552

+ 5 247 zj.1_Missense_Mu NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|Extracellular (P 9 AGCCTCCAGACC 0.408

- 1 3247 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN Pro-rich. 1 AGAAAGGGGGGC 0.607

- 8 3028 p.G928S|NLRC4_u NM_021209 NP_067032 Q9NPP4 NLRC4_HUMAN LRR 11. 6 ACCTACCTAAAAT 0.413

- 36 6263 _p.P368L|HEATR5 NM_019024 NP_061897 Q9P2D3 HTR5B_HUMAN 8 TGGCGGGGGCTG 0.423

+ 5 638 nk.1_Intron|C2orf56 NM_144736 NP_653337 Q7L592 MIDA_HUMAN 1 GAAAGGTGTCAC 0.403

- 7 960 UMPD2_uc010ynt NM_025264 NP_079540 Q9BTF0 THUM2_HUMAN 1 CCAAGTCCACACA 0.323

- 16 2785 se_Mutation_p.M5 NM_001083953 NP_001077422 Q6YHU6 THADA_HUMAN 3 TAACTTCATCAGA 0.343

- 37 4044 NM_133259 NP_573566 P42704 LPPRC_HUMAN 3 CTGAGACTGACAT 0.368

- 7 1069 REPL_uc002rui.3_ NM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1 GTATTTCTCTTCA 0.363

+ 2 578 H6_uc010fbj.2_5'UT NM_000179 NP_000170 P52701 MSH6_HUMAN PWWP. 168 GGGCTGGGTTAG 0.373

+ 4 1714 n_p.T219I|MSH6_u NM_000179 NP_000170 P52701 MSH6_HUMAN 168 AGGGTACACAGA 0.438 rs149159527

+ 4 2346 _p.R430*|MSH6_u NM_000179 NP_000170 P52701 MSH6_HUMAN 168 TATCAACGAATGG 0.398 rs63751127

+ 8 3808 oi.1_Missense_Mut NM_000179 NP_000170 P52701 MSH6_HUMAN p.T1219I(4) 168 GAGGTACTGCAA 0.323 rs63750949

+ 1 753 GTF2A1L_uc002rw NM_006873 NP_006864 B7ZL16 B7ZL16_HUMAN 5 GAACATCTCCAGT 0.408

+ 14 1719 se_Mutation_p.S45 NM_015701 NP_056516 Q96DZ1 ERLEC_HUMAN 2 TTCTTTCTCTCCC 0.358

- 80 10083 bd.2_Missense_Mu NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 CGCCGCCTTTTAA 0.488

- 3 1171 se_Mutation_p.A16 NM_032180 NP_115556 Q3B820 F161A_HUMAN 3 GTCTGGCTTTAAA 0.418

- 3 1610 02sit.3_Missense_M NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 TGCGTTCCTCCTT 0.652

+ 10 1276 _p.A350S|CCT7_uc NM_006429 NP_006420 Q99832 TCPH_HUMAN 0 CATGATGCCATCA 0.542

- 12 1832 _p.G392R|GGCX_u NM_000821 NP_000812 P38435 VKGC_HUMANmenal (Potential). 1 TTTCTCCCTCTCG 0.353

- 4 2210 002srm.2_Missense NM_005667 NP_005658 O00237 RN103_HUMAN ical; (Potential). 1 TGTGAAGAGTAAA 0.388

- 39 5584 se_Mutation_p.S44 NM_014014 NP_054733 O75643 U520_HUMAN SEC63 2. 10 GACATGCTGAAGA 0.517

+ 8 1137 _p.W222*|CNGA3 NM_001298 NP_001289 Q16281 CNGA3_HUMAN 6 GCTGTGGCAGCA 0.483

+ 6 535 szt.1_RNA|MRPL3 NM_145213 NP_660214 Q8TCC3 RM30_HUMAN 1 AAGTTGCCACAAG 0.343

+ 10 857 se_Mutation_p.G26 NM_145687 NP_663720 O95819 M4K4_HUMANProtein kinase. 4 ATAGAAGGGTGCC 0.373

+ 13 2579 2_Missense_Mutat NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2 CATGGGGCAAGC 0.547

+ 2 269 0fll.2_Missense_Mu NM_020909 NP_065960 Q9HCM4 E41L5_HUMAN FERM. 1 GGGTGTCCCTTCT 0.473

- 79 13097 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class B 50 GTCCAGTACATCA 0.388

+ 1 1684 LNT5_uc010zci.1_R NM_014568 NP_055383 Q7Z7M9 GALT5_HUMANmenal (Potential). 4 GATAGAGCCATTG 0.443

+ 15 2766 ense_Mutation_p.E NM_003628 NP_003619 Q99569 PKP4_HUMAN ARM 7. 7 CTAGCAGAAAGTT 0.527

- 6 1278 _p.Y357*|PLA2R1_ NM_007366 NP_031392 Q13018 PLA2R_HUMAN cellular (Potential). 3 GGTTTAGATATTTT 0.343



+ 22 4285 .G1332E|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMAN III. 8 TTTTAGGAGCCAT 0.333

- 4 629 NM_013233 NP_037365 Q9UEW8 STK39_HUMANProtein kinase. 2 GTTCTCCTCGGTT 0.363

- 55 10880 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 27.|Extracellular (Potent 29 AACTGTCCCAGTC 0.532

- 8 1055 df.1_Missense_Mut NM_004525 NP_004516 P98164 LRP2_HUMAN s A 7.|Extracellular (Potenti 29 TAAATGGAGATGC 0.423

+ 4 512 L23_uc002ufh.1_In NM_001008489 NP_001008489 Q8TCD6 PHOP2_HUMAN 1 CGAAAAGGATTTT 0.368

- 272 61110 _uc010zfi.1_Missen NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TAGGTTCAGTCCA 0.388

- 207 40893 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATAAGTACTCTTT 0.368

- 46 15496 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TCCAGAGTCTCTC 0.527

- 46 15409 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GTGGAGTATCTCT 0.512

+ 8 1140 NAJC10_uc002uoz NM_018981 NP_061854 Q8IXB1 DJC10_HUMAN 4 TTTGGACAGGTA 0.328

+ 8 1738 KAR_uc002uqu.2_R NM_144708 NP_653309 Q7Z5J8 ANKAR_HUMAN ANK 4. 4 TCAGGAGCACTGG 0.333

+ 10 2666 d.1_Nonsense_Mu NM_000534 NP_000525 P54277 PMS1_HUMAN 4 AAGAAACAAAACA 0.333

- 16 1656 _p.P423L|STAT1_ NM_007315 NP_009330 P42224 STAT1_HUMAN 10 ATGAGAGGACCCT 0.408

- 41 7132 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN al).|AAA 4 (By similarity). 12 CCACTCCCTCCAA 0.473

+ 4 699 D1_uc002uuk.2_5' NM_002157 NP_002148 P61604 CH10_HUMAN 0 TTGCAGGATTATT 0.333

- 6 590 L3_uc002uwj.2_3'U NM_130906 NP_570981 Q9H2H8 PPIL3_HUMAN se cyclophilin-type. 0 CAAATACGGTGTA 0.383 rs61730410

+ 4 619 CASP8_uc010ftd.1 NM_033355 NP_203519 Q14790 CASP8_HUMAN DED 2. 5 ATGACATGGTAAG 0.413

+ 8 904 2uxv.1_Missense_M NM_033355 NP_203519 Q14790 CASP8_HUMAN 5 GCAAACCTCGGG 0.428

+ 10 1175 _Mutation_p.G354 NM_001875 NP_001866 P31327 CPSM_HUMAN amidotransferase type-1. 13 CTGCTGGCTGGAA 0.423

+ 12 1481 ver.2_Nonsense_M NM_024532 NP_078808 Q8N0X2 SPG16_HUMAN WD 3. 2 AAATTTGGGATGTT 0.413

- 40 6675 vfh.2_Intron|FN1_u NM_212482 NP_997647 P02751 FINC_HUMAN trand 3 (CS-3) (V region). 13 GCCCAACACTGGG 0.532

- 31 5281 |FN1_uc002vfh.2_ NM_212482 NP_997647 P02751 FINC_HUMAN type-III 12; extra domain. 13 CCTGGTCCATTTT 0.358

- 22 3781 ff.2_Missense_Mut NM_212482 NP_997647 P02751 FINC_HUMAN onectin type-III 6. 13 TTACGTGTCACCA 0.383

- 9 755 0fvw.2_Splice_Site_ NM_022453 NP_071898 Q96BH1 RNF25_HUMAN 2 CAGCTCCTGGAAG 0.562

- 8 894 te|PRKAG3_uc010 NM_017431 NP_059127 Q9UGI9 AAKG3_HUMAN 2 CACCCACCTATCA 0.582

- 15 1712 zkx.1_Splice_Site_ NM_024506 NP_078782 Q6UWU2 GLB1L_HUMAN 0 AGCTCACCTTGAA 0.443

- 4 458 119S|TUBA4B_uc0 NM_006000 NP_005991 P68366 TBA4A_HUMAN 3 GGAAGCCCTGAAG 0.542

- 7 1197 _p.G280S|PTPRN_ NM_002846 NP_002837 Q16849 PTPRN_HUMANcellular (Potential). 4 CTGCACCCTTGGG 0.627

+ 18 2228 NM_052902 NP_443134 Q8N1F8 S11IP_HUMAN 1 GTTCTCCTCGCTG 0.622

+ 21 2587 SMD1_uc010fxu.1_ NM_002807 NP_002798 Q99460 PSMD1_HUMAN 2 TGGAAGTACCAAA 0.343

- 12 5932 p.P1677S|COL6A3 NM_004369 NP_004360 P12111 CO6A3_HUMAN 0.|Nonhelical region. 18 GGTGGGCGAGC 0.602

+ 11 1484 002vxd.2_Missense NM_001137552 NP_001131024 Q32MZ4 LRRF1_HUMAN 3 GCACCAGATGACA 0.498

- 3 401 se_Mutation_p.E1 NM_016552 NP_057636 Q9P2S6 ANKY1_HUMAN 1 AGCCTTCTCGGTG 0.562

+ 10 1080 ab.3_Missense_M NM_000030 NP_000021 P21549 SPYA_HUMAN 0 TTCCCACAGTCAC 0.622

- 10 1602 p.A504T|PASK_uc NM_015148 NP_055963 Q96RG2 PASK_HUMAN 6 GCAGCGCCTGTTC 0.562

- 7 1077 _Mutation_p.A329T NM_015148 NP_055963 Q96RG2 PASK_HUMAN 6 GGGCCGCCTCAC 0.612

- 16 2131 _p.N635Y|HDLBP_ NM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 7. 4 CGCAGTTGGCTCG 0.458

- 2 422 wee.2_Missense_ NM_033409 NP_212134 Q9NQ40 RFT2_HUMAN 2 AGCAGGGGCAGC 0.647

+ 3 1154 TK35_uc002wfw.3_ NM_080836 NP_543026 Q8TDR2 STK35_HUMANProtein kinase. 1 GACTAAGCAAGGT 0.527

+ 15 1897 gg.1_Missense_Mu NM_080751 NP_542789 Q8TDI7 TMC2_HUMAN lasmic (Potential). 3 TCATATGCTGAGT 0.343

- 4 730 _p.L244F|SIGLEC1 NM_023068 NP_075556 Q9BZZ2 SN_HUMAN 2.|Extracellular (Potential). 10 TGAGGAGGATCT 0.577

- 37 8249 z.1_Missense_Mut NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 GCAAAGGGGCAC 0.542

- 36 7410 D6_uc002xjz.1_5'U NM_032221 NP_115597 Q8TD26 CHD6_HUMAN 14 TCCTTGGGGATGG 0.537

- 4 398 UTR|SYS1-DBNDD NM_014477 NP_055292 Q9Y2B4 T53G5_HUMAN 1 TTCTCGGAGCACC 0.493

- 2 2548 us.1_Missense_Mu NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 AAGTGGTTTTTCT 0.537

+ 7 2228 ze.1_Missense_Mu NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN 3 CTGAGAGGAAACC 0.532

- 3 1181 _p.A218T|BMP7_uc NM_001719 NP_001710 P18075 BMP7_HUMAN 1 CGAGGCCCAGAG 0.632



+ 6 708 8L1_uc002ybz.1_R NM_198935 NP_945173 O75177 CREST_HUMAN intra-molecular domain (By 2 GATGGGGCAGGG 0.706

+ 4 936 NM_178463 NP_848558 Q9H1L0 CT166_HUMAN 0 GAAAAGGAAAATG 0.483

+ 2 255 n_p.S46N|CXADR_ NM_001338 NP_001329 P78310 CXAR_HUMAN Potential).|Ig-like C2-type 1. 1 CGCTTAGTCCCGA 0.458

+ 3 399 se_Mutation_p.T94 NM_001338 NP_001329 P78310 CXAR_HUMAN Potential).|Ig-like C2-type 1. 1 ATTTTACGAGTAA 0.343

- 3 1593 NM_006988 NP_008919 Q9UHI8 ATS1_HUMAN eptidase M12B. 6 TCGGATCACACAC 0.443

+ 14 2116 acm.1_Nonsense_M NM_006447 NP_006438 Q9Y5T5 UBP16_HUMAN 4 TTTATATCAGTTCA 0.378

+ 5 564 se_Mutation_p.G12 NM_000454 NP_000445 P00441 SODC_HUMAN 0 AGACAGGAAACGC 0.418

+ 11 1559 0gpo.2_Missense_ NM_003274 NP_003265 P48553 TPC10_HUMAN 2 TCCCATGCCACCA 0.348

- 6 997 _p.P308S|CLTCL1_ NM_007098 NP_009029 P53675 CLH2_HUMAN ar terminal domain. 5 TGTGTGGAGCAGT 0.428

- 2 1399 2zqh.2_Missense_ NM_024627 NP_078903 Q7L3V2 CV029_HUMAN Pro-rich. 0 TCCTTGGGCCCAG 0.617

- 17 1508 XNRD2_uc002zqp. NM_006440 NP_006431 Q9NNW7 TRXR2_HUMAN 2 ACGGTCCGCATCA 0.657

+ 2 852 e_Mutation_p.V168 NM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANnd retention.|Necessary for 0 GGGAGTGTTGGTG 0.582

- 3 715 67Q|TRMT2A_uc0 NM_182984 NP_892029 Q8IZ69 TRM2A_HUMAN 1 GCCACTCGTGTTA 0.642

- 3 385 57L|TRMT2A_uc0 NM_182984 NP_892029 Q8IZ69 TRM2A_HUMAN 1 GCCCGGGCTGAG 0.652

+ 6 763 _p.P184L|ZNF74_u NM_003426 NP_003417 Q16587 ZNF74_HUMAN 1 GGTGTCCCCTCTT 0.677

- 3 1176 zue.2_Missense_M NM_004173 NP_004164 O43246 CTR4_HUMAN ical; (Potential). 2 GGGTGCCCGCCA 0.642

- 2 879 6610_uc011aim.1_ NM_080740 NP_542778 P59817 Z280A_HUMAN 1 TGTGAGGGTGTAT 0.433

+ 366 uc002zws.2_Intron 0 TCTTCTCCCCTCT 0.542

- 7 1363 GT5_uc002zzq.3_M NM_004121 NP_004112 P36269 GGT5_HUMAN cellular (Potential). 3 CGTTCACCCTCCC 0.572

+ 10 1224 p.G246D|GGT1_uc NM_013430 NP_038347 P19440 GGT1_HUMAN cellular (Potential). 0 CAGGGGGCATTGT 0.612

- 3 748 PS4_uc003acn.2_5 NM_022081 NP_071364 Q9NQG7 HPS4_HUMAN 0 GGATCGCCTTCTT 0.443

- 6 945 _p.G191R|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN G-patch. 0 AAGCCCCCACAGC 0.468

- 5 418 3aia.2_Missense_M NM_174975 NP_777635 Q9UDX4 S14L3_HUMAN CRAL-TRIO. 5 AGCAACCCCTTGG 0.577

+ 16 2054 kk.2_Missense_Mu NM_005569 NP_005560 P53671 LIMK2_HUMAN 2 GACTCACCTCCC 0.672

- 6 945 lo.1_3'UTR|PIK3IP NM_052880 NP_443112 Q96FE7 P3IP1_HUMAN lasmic (Potential). 1 GGGGGGTGGTG 0.642

- 1 1637 ense_Mutation_p.L NM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2 GAGGAAGGTCGA 0.622

- 3 1145 _p.S346F|FOXRED NM_024955 NP_079231 Q8IWF2 FXRD2_HUMAN 2 AAAATGGAGAAGT 0.577

+ 13 1569 te.2_Missense_Mu NM_013365 NP_037497 Q9UJY5 GGA1_HUMAN structured hinge. 3 CAGGCCCCCAGT 0.647

+ 9 5170 tu.2_Nonsense_Mu NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 GGCTGGGCCGA 0.662

+ 2 424 us.2_Missense_M NM_012407 NP_036539 Q9NRD5 PICK1_HUMAN 0 GAAGAGGATAAAC 0.517

- 6 976 SNK1E_uc003avo. NM_152221 NP_689407 P49674 KC1E_HUMANProtein kinase. 3 AGAGGACCTCGAT 0.597

- 2 831 vt.1_Missense_Mu NM_004981 NP_004972 P48050 IRK4_HUMAN asmic (By similarity). 0 TCATAGCCCACGT 0.622

- 13 2046 gxp.2_Missense_M NM_001098504 NP_001091974 Q92841 DDX17_HUMAN 4 CTGGTGCCATAAG 0.498

+ 2 413 NM_004286 NP_004277 O00178 GTPB1_HUMAN 1 AGGATGGACGAG 0.423

+ 3 299 EC3D_uc011aoe.1 NM_014508 NP_055323 Q9NRW3 ABC3C_HUMAN 0 CATTGTCATGCAG 0.572

- 2 272 NM_194326 NP_919307 Q86WX3 AROS_HUMAN 0 CCGAGTTCCGCA 0.662

+ 8 988 _p.P193L|SGSM3_ NM_015705 NP_056520 Q96HU1 SGSM3_HUMANRab-GAP TBC. 2 ACCTGCCTCGCCT 0.632

+ 9 1368 se_Mutation_p.L34 NM_022098 NP_071381 Q9NQH7 XPP3_HUMAN 0 CACTACCTCGGGA 0.502

+ 2 897 NM_001429 NP_001420 Q09472 EP300_HUMAN 64 AACACAGGGATGA 0.507

+ 14 2934 NM_001429 NP_001420 Q09472 EP300_HUMAN 64 ACTCCCCCAAGCA 0.592

- 2 108 OLR3H_uc003bai. NM_138338 NP_612211 Q9Y535 RPC8_HUMAN 1 AAACTGCCAAGGG 0.637

+ 8 1058 baq.1_Missense_M NM_001469 NP_001460 P12956 XRCC6_HUMAN lu-rich (acidic).|Ku. 5 ATACTGGAGAAAG 0.438

+ 11 1541 baq.1_Missense_M NM_001469 NP_001460 P12956 XRCC6_HUMAN 5 AACCTGGAGGCC 0.443

+ 12 1436 ron|MEI1_uc003ba NM_152513 NP_689726 Q5TIA1 MEI1_HUMAN 2 TGTGCGGAGTTTT 0.512

- 1 5433 p.E1767K|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5 CTTCCTCCTCCTC 0.582

- 1 3778 p.P1215L|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5 TCATGGGGCGGC 0.498

- 1 2347 _p.G738D|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5 CCATGGCCAGTGA 0.493



- 4 667 NM_145912 NP_666017 Q8NET5 NFAM1_HUMAN mic (Potential).|ITAM. 0 TTGGGGCTGCTGG 0.592

- 4 401 RP7A_uc003bcp.2 NM_015703 NP_056518 Q9Y3A4 RRP7A_HUMAN 2 CTGACACCCCAC 0.597

+ 5 924 |uc011aqp.1_5'Fla NM_001104595 NP_001098065 Q9NWS6 F118A_HUMAN 0 GCACAGGCGATGC 0.423

- 11 1859 _p.P603S|SMC1B_ NM_148674 NP_683515 Q8NDV3 SMC1B_HUMANFlexible hinge. 2 GCTGAGGAAACTG 0.378

+ 4 499 _p.A118T|FBLN1_ NM_006486 NP_006477 P23142 FBLN1_HUMAN phylatoxin-like 3. 2 GGAGGGCGGCC 0.647

- 1 1922 NM_006071 NP_006062 Q9NTG1 PKDRE_HUMAN ular (Potential).|REJ. 5 TATTGACTAGCCA 0.483

+ 21 2359 bnf.1_Missense_M NM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN 1 CTGCCGGGCTCC 0.667

+ 4 580 NM_001097 NP_001088 P10323 ACRO_HUMAN Peptidase S1. 0 ATAGCCCCCAGGC 0.567

+ 19 2527 n_p.P441L|CNTN4_ NM_175607 NP_783200 Q8IWV2 CNTN4_HUMANonectin type-III 2. 7 TGCACCCCTTCTC 0.517

+ 7 1453 _p.F219L|EDEM1_ NM_014674 NP_055489 Q92611 EDEM1_HUMANmenal (Potential). 3 CAGGCCTTTTTCC 0.463

+ 19 3512 _p.S915F|SETD5_u NM_001080517 NP_001073986 Q9C0A6 SETD5_HUMAN 2 GATTTTCCAGCAG 0.512

+ 13 2465 PC4_uc003btc.1_In NM_001025930 NP_001021100 Q9Y4R7 TTLL3_HUMAN 2 TTGACTCCATTGC 0.557

+ 11 1446 e_Mutation_p.P31 NM_153461 NP_703191 Q8NAC3 I17RC_HUMAN cellular (Potential). 2 GGGCTCCGGGTG 0.682

+ 19 2473 _p.G645E|IL17RC_ NM_153461 NP_703191 Q8NAC3 I17RC_HUMAN lasmic (Potential). 2 GTTCCGGGCGGC 0.711

- 5 615 EM111_uc003buo.2 NM_018447 NP_060917 Q9P0I2 TM111_HUMAN 0 ACGGAGGGTCAG 0.383

+ 9 902 _p.S262F|ATG7_uc NM_006395 NP_006386 O95352 ATG7_HUMAN 1 TCCAGTCTGTTGA 0.423

- 14 2956 hek.1_Missense_M NM_022340 NP_071735 Q9H1K0 RBNS5_HUMANRAB5A.|Necessary for the in 2 GTGCCCCCCTTCT 0.622

- 4 683 ssense_Mutation_p NM_004844 NP_004835 O60239 3BP5_HUMAN 0 CATACCCTCTGAG 0.642

+ 9 3328 wd.1_Missense_Mu NM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN 4 ACATTGGAGAACC 0.383

- 9 1724 _p.G205E|OSBPL1 NM_017784 NP_060254 Q9BXB5 OSB10_HUMAN 1 GTGGCCCCAGCG 0.552

+ 2 1606 NM_001137674 NP_001131146 A6NHJ4 ZN860_HUMAN C2H2-type 5. 1 TTCAGGCGTGATT 0.393

+ 3 469 e_Mutation_p.F72L NM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2 GCTGAGTTTTTTA 0.289

- 6 686 2_uc003cgr.2_Intro NM_006309 NP_006300 Q9Y608 LRRF2_HUMANDVL3-binding. 1 GACTGGACCGGT 0.403

+ 14 4619 e_Mutation_p.S146 NM_002078 NP_002069 Q13439 GOGA4_HUMANtential.|Glu-rich. 4 GACTGGTCCAATA 0.353

+ 14 6233 e_Mutation_p.E199 NM_002078 NP_002069 Q13439 GOGA4_HUMANtential.|Glu-rich. 4 AGGGAAGAGAAA 0.308

+ 28 3114 uc003che.2_Intron NM_002207 NP_002198 Q13797 ITA9_HUMAN lasmic (Potential). 6 AAGAACCGGAAAG 0.463

+ 19 2615 l.2_Missense_Mut NM_015873 NP_056957 O15195 VILL_HUMAN 0 AAGTCGGCTGGCA 0.662

- 4 557 y.2_Intron|ACAA1_u NM_001607 NP_001598 P09110 THIK_HUMAN 1 ACAGTGGACAAAG 0.532

+ 12 2041 _Splice_Site_p.K54 NM_015460 NP_056275 Q8NFW9 MYRIP_HUMAN 5 CAAACAGAAGTTT 0.438

+ 11 1774 L540F|CTNNB1_uc NM_001904 NP_001895 P35222 CTNB1_HUMAN ARM 10. 3166 CAGTTGCTTGTTC 0.488

- 3 534 cpu.3_Missense_M NM_024512 NP_078788 Q9BYS8 LRRC2_HUMAN 1 GGGATGCCCTTC 0.532

+ 11 1239 qn.2_Missense_Mu NM_000316 NP_000307 Q03431 PTH1R_HUMANcellular (Potential). 1 GCTACCCTGGCCA 0.622

- 12 6063 e_Mutation_p.D207 NM_014159 NP_054878 Q9BYW2 SETD2_HUMAN 32 CTTATATCCACTGT 0.413

- 3 1555 cro.3_Missense_M NM_006574 NP_006565 O95196 CSPG5_HUMAN OPC.|Cytoplasmic (Potentia 2 CACTTGGTCCTAC 0.592

- 26 3504 NM_000094 NP_000085 Q02388 CO7A1_HUMAN region (NC1).|VWFA 2. 11 CTCAAGGGTTCAT 0.587

- 3 479 uq.2_Missense_Mu NM_001005909 NP_001005909 Q9UHH9 IP6K2_HUMAN 0 TCCTGTCTTCATC 0.408

- 9 1190 MT_uc003cwy.2_M NM_000481 NP_000472 P48728 GCST_HUMAN 1 GAGAGGGGGAGG 0.597

- 28 2372 e_Mutation_p.W77 NM_006030 NP_006021 Q9NY47 CA2D2_HUMANcellular (Potential). 1 CTCTGTCCAGTCC 0.607

+ 7 1133 11bdu.1_Splice_Si NM_015106 NP_055921 Q9Y4B4 ARIP4_HUMAN 3 TGCCGGTAAGAG 0.502

+ 5 362 |ACY1_uc011beb. NM_000666 NP_000657 Q03154 ACY1_HUMAN 2 TTCAAGGATTCTG 0.547

+ 5 980 ddn.2_Intron|GLYC NM_145262 NP_660305 Q8IVS8 GLCTK_HUMAN 0 CTGACCCCCATGG 0.602 rs75893100

- 15 2047 dgg.2_Missense_M NM_001005159 NP_001005159 Q9UHJ3 SMBT1_HUMAN 1 ATACCTGACTCTG 0.383

+ 6 883 DC66_uc003dhx.2_ NM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN Potential. 1 AAAGCCCAGTGGA 0.313

- 14 2182 _p.S298N|C3orf63_ NM_015224 NP_056039 Q9UK61 CC063_HUMAN 5 CCCACACTCTTTT 0.378

+ 2 968 GEF3_uc003dih.2_ NM_181727 NP_859078 Q7Z6I5 SPT12_HUMAN 0 GTATCCCAAATAAA 0.398

- 13 2199 p.E680K|IL17RD_u NM_017563 NP_060033 Q8NFM7 I17RD_HUMAN lasmic (Potential). 0 CCTCCTCACCTAA 0.537

- 7 1404 NM_198859 NP_942559 Q7Z3G6 PRIC2_HUMANM zinc-binding 3. 5 TGTTGGCCATCAT 0.522



- 15 2220 dmh.1_Missense_M NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN Cys-rich. 4 CATGATCGCATCC 0.338

+ 2 305 19A1_uc003dng.2_ NM_213609 NP_998774 Q7Z5A9 F19A1_HUMAN 1 AGCACACTTTCCA 0.498

+ 8 714 dpi.1_Missense_M NM_174907 NP_777567 Q9NY27 PP4R2_HUMAN 1 GTGACTCTTCGAC 0.343

- 30 5010 p.P1501L|ROBO1_ NM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN lasmic (Potential). 2 GAACTGGGATCTC 0.383

- 16 2300 e_Mutation_p.D66 NM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN tential).|Fibronectin type-III 2 GTTGATCTACCTA 0.318

+ 4 1229 rp.1_Missense_Mu NM_001080448 NP_001073917 Q9UF33 EPHA6_HUMANcellular (Potential). 16 AGTTTAACATACA 0.373

- 3 931 NM_014820 NP_055635 O94826 TOM70_HUMANmic (Potential).|TPR 2. 1 ATTTTTGCTGTAA 0.328

- 11 1396 he.1_Missense_Mu NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN cellular (Potential). 3 GTGTTCCAAACTA 0.398

- 24 3251 uw.2_Missense_M NM_020654 NP_065705 Q9BQF6 SENP7_HUMAN Protease. 5 CTGCTGCCCTTCT 0.413

- 5 846 NM_018010 NP_060480 Q9NWB7 IFT57_HUMAN 3 CATTATCTGTCTC 0.274

- 14 2079 524_uc010hpv.1_3 NM_020890 NP_065941 Q8TCG1 CIP2A_HUMAN 3 ACTGAAGTTTCTC 0.333

- 1 216 dzb.3_Missense_M NM_181780 NP_861445 Q7Z6A9 BTLA_HUMAN 0 TGGCAGGCAATG 0.438

- 15 2461 CDC52_uc003eah.1 NM_144718 NP_653319 Q8N0Z3 SPICE_HUMAN 0 TACCTGGTGTTAG 0.373

+ 14 1599 AMD1C_uc003eas NM_017577 NP_060047 Q8IYS0 GRM1C_HUMAN 3 TTACTGGCCTACG 0.403

+ 6 1390 nse_Mutation_p.S1 NM_017554 NP_060024 Q460N5 PAR14_HUMAN 6 TCCAAAGCATTGA 0.368

+ 4 518 ehf.1_Missense_Mu NM_001024660 NP_001019831 O60229 KALRN_HUMAN CRAL-TRIO. 6 ATTAAACCCGACA 0.507

+ 6 644 G1L2_uc010hth.2_R NM_001136152 NP_001129624 C9J202 AG1L2_HUMAN 0 ACACGTCCTCCAG 0.602

+ 30 3471 NM_015268 NP_056083 O75165 DJC13_HUMAN 2 TCCAATGTGCTTC 0.328

+ 20 3574 w.1_Missense_Mut NM_001063 NP_001054 P02787 TRFE_HUMAN ansferrin-like 2. 2 GCTTGCGTCCACA 0.527 rs146055081

- 8 1152 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3 GTGCCGGCTAATA 0.433

- 3 456 se_Mutation_p.L15 NM_021105 NP_066928 O15162 PLS1_HUMAN 1 (Potential).|WW-binding 1 2 TACTGAGGAGGAT 0.313

- 5 5731 1_5'Flank|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 5. 13 CCCTGTCTGAAGA 0.438

- 1 397 .2_Intron|MBNL1_ NM_001123228 NP_001116700 Q6UXP3 TM14E_HUMAN 0 ATACTTCCAAGTT 0.388

- 9 851 76_splice|ZBBX_u NM_024687 NP_078963 A8MT70 ZBBX_HUMAN 2 GCCATACCTGCAA 0.343

- 2 638 ECOM_uc010hwn. NM_004991 NP_004982 Q03112 EVI1_HUMAN 14 CAAACTCAGCAGG 0.488

+ 3 1292 NM_001080460 NP_001073929 A6NIV6 LRIQ4_HUMAN LRR 18. 0 GGCACAATTTGCT 0.458

+ 16 2489 NM_006218 NP_006209 P42336 PK3CA_HUMAN 3553 AAAAGGCCACTGT 0.348

+ 12 2063 e_Mutation_p.E288 NM_003907 NP_003898 Q13144 EI2BE_HUMAN W2. 5 AAAGAGGAGAAC 0.473

+ 8 928 VL3_uc003fmt.2_5' NM_004423 NP_004414 Q92997 DVL3_HUMAN PDZ. 3 GCATCTCCATTGT 0.507

+ 6 755 n_p.P170L|LPP_u NM_005578 NP_005569 Q93052 LPP_HUMAN Pro-rich. 165 ACCAACCCCCTC 0.517

- 4 771 NM_021101 NP_066924 O95832 CLD1_HUMAN ical; (Potential). 1 CAGGAACAGCAA 0.522

- 8 1089 RC_uc010hzy.2_M NM_003234 NP_003225 P02786 TFR1_HUMAN llular (Potential).|PA. 3 GCATTTGCAACCT 0.353

- 23 2456 _p.D439N|DLG1_u NM_001098424 NP_001091894 Q12959 DLG1_HUMAN nylate kinase-like. 3 TTCCATCTACCTC 0.303

+ 5 Q7Z3I0 Q7Z3I0_HUMAN 0 TCTCTAGAAGCAA 0.383

- 3 3298 ron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 GCCACATTCTCCA 0.413

- 3 2373 tron|ABCA11P_uc0 NM_133474 NP_597731 D9N162 D9N162_HUMAN 1 CCACATTCTTCAC 0.413

- 3 312 p.P66L|SLBP_uc00 NM_006527 NP_006518 Q14493 SLBP_HUMAN 0 GGTTTAGGGCCTT 0.408

+ 8 1122 ADD1_uc003gfq.2_ NM_001119 NP_001110 P35611 ADDA_HUMAN 1 AGCGTTGAGGAG 0.512

+ 23 3093 NM_002111 NP_002102 P42858 HD_HUMAN 4 CAATAACCAGGTA 0.438

+ 4 453 K7_uc003ghe.2_5'U NM_173660 NP_775931 Q18PE1 DOK7_HUMAN RS-type PTB. 1 GCGGCCCGGCTA 0.488

+ 17 2640 1_RNA|CRMP1_uc NM_153717 NP_714928 P57679 EVC_HUMAN 2 GTGAGAGGATGG 0.567

- 7 906 p.G255S|ABLIM2_u NM_001130084 NP_001123556 Q6H8Q1 ABLM2_HUMANM zinc-binding 4. 3 TTGTACCTTGAAG 0.498

+ 5 541 nse_Mutation_p.T7 NM_018986 NP_061859 Q8TE82 S3TC1_HUMAN 3 TTAAGACTTTTGA 0.502

- 1 207 2A9_uc003gmd.2_ NM_020041 NP_064425 Q9NRM0 GTR9_HUMAN lasmic (Potential). 3 ACCTTTCTTCTCC 0.632

- 11 694 mp.2_Missense_Mu NM_052964 NP_443196 Q7Z7G1 CLNK_HUMAN Pro-rich. 1 GATAAAGGTGGCC 0.532

+ 16 1854 .1_RNA|CC2D2A_ NM_001080522 NP_001073991 Q9P2K1 C2D2A_HUMAN Potential. 3 TAAAGGGAAAAAG 0.294

- 3 1161 AF16_uc003gpo.2_ NM_017741 NP_060211 Q9NXF7 DCA16_HUMAN 1 AGGAATCCCACTC 0.438



- 14 2402 eo.1_Missense_M NM_145290 NP_660333 Q8IWK6 GP125_HUMAN ular (Potential).|GPS. 1 AGCCTCCTTGTCC 0.458

- 12 2268 DHX15_uc003gqw.2 NM_001358 NP_001349 O43143 DHX15_HUMAN 1 TACATACCTGCAT 0.328

+ 9 1121 _p.L211F|PGM2_u NM_018290 NP_060760 Q96G03 PGM2_HUMAN 1 GGGGCCCTCCTGG 0.448

+ 3 423 tg.2_Missense_Mu NM_016531 NP_057615 P57682 KLF3_HUMAN sor domain.|Pro-rich. 2 ATGAAGCCTAACA 0.418

- 2 458 _p.E27K|TLR10_u NM_030956 NP_112218 Q9BXR5 TLR10_HUMANular (Potential).|LRR 1. 2 CCCTTTCTTCTGG 0.433

- 23 2874 yk.2_Missense_Mu NM_015030 NP_055845 O94915 FRYL_HUMAN 1 AATAGAGCAAAGT 0.318

- 9 2155 gm.2_Missense_Mu NM_152540 NP_689753 Q8WU76 SCFD2_HUMAN 3 TCAGTTGCAAATA 0.502

- 15 2548 t.1_Missense_Mut NM_002253 NP_002244 P35968 VGFR2_HUMAN 7.|Extracellular (Potential). 33 AATGCCTCCACTT 0.328

+ 9 1234 p.G359D|EXOC1_ NM_018261 NP_060731 Q9NV70 EXOC1_HUMAN 6 TTTAGGGTCATGA 0.373

+ 21 2941 hbj.2_Missense_M NM_025009 NP_079285 Q66GS9 CP135_HUMAN Potential. 5 GAGGGAGAAAGC 0.398

+ 14 2662 _p.G830D|LPHN3_ NM_015236 NP_056051 Q9HAR2 LPHN3_HUMAN tracellular (Potential). 18 TGACAGGTTATTG 0.398

- 6 1024 hln.2_RNA|PAQR3_NM_001040202 NP_001035292 Q6TCH7 PAQR3_HUMAN lasmic (Potential). 0 TTTGGTGGCTTGA 0.368

- 6 314 1ccj.1_Missense_MNM_001080506 NP_001073975 B9EJG8 T150C_HUMAN ical; (Potential). 1 ACAAGGGCTAGG 0.388

- 3 550 of.2_RNA|COQ2_u NM_015697 NP_056512 Q96H96 COQ2_HUMAN ical; (Potential). 2 GCCAGGGTTAGCT 0.383

- 4 549 NM_144645 NP_653246 Q96KX1 CD036_HUMAN 0 TACTCCCTTTCGA 0.363

- 11 940 p.S241F|EMCN_uc NM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN lasmic (Potential). 0 TGTGCAGAGTGCT 0.378

- 5 1287 hwa.1_Missense_M NM_022154 NP_071437 Q9C0K1 S39A8_HUMAN cellular (Potential). 0 GTCACACCATTGA 0.373

- 3 510 DT6_uc003iex.2_5' NM_007083 NP_009014 P53370 NUDT6_HUMANudix hydrolase. 0 GTACAACCAGTAT 0.274

+ 1 3182 gz.2_Missense_M NM_032961 NP_116586 Q9P2E7 PCD10_HUMAN lasmic (Potential). 2 AAGTCAGACATCA 0.622

- 2 1918 ML3_uc011chd.1_In NM_018717 NP_061187 Q96JK9 MAML3_HUMAN 1 GCCGTGGAGACA 0.567

- 3 267 e_Mutation_p.P38S NM_014885 NP_055700 Q9UM13 APC10_HUMAN DOC. 0 TACCTGGTTTGCA 0.368

- 13 2480 _p.V405I|SH3D19_ NM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN SH3 1. 2 GGTGAACTCTGCC 0.423

+ 13 2672 NM_020840 NP_065891 Q9P278 FNIP2_HUMAN ction with PRKAA1. 0 AACGGGAGGGA 0.637

+ 11 1919 NM_014247 NP_055062 Q9Y4G8 RPGF2_HUMAN 4 AAGATACTCGACA 0.368

+ 7 1555 _p.T303I|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN rotease (By similarity). 7 GGAACACCTTCTC 0.403

+ 15 2511 _p.L645F|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 3. 7 GGACTTCTTACCA 0.458

+ 13 2196 uc003jbb.1_5'Flank NM_007277 NP_009208 O60645 EXOC3_HUMAN 0 CCCAGGGATGACC 0.642

- 10 1496 c.2_RNA|ZDHHC1 NM_024786 NP_079062 Q9H8X9 ZDH11_HUMAN 2 ACACGAGTGGAGA 0.577

+ 10 1715 _p.A526D|ADAMTS NM_139056 NP_620687 Q8TE57 ATS16_HUMAN Disintegrin. 8 AGAAAGCCAAGC 0.408

+ 13 1636 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN 2 TCCATGAGTGATA 0.413

- 1 238 NM_033414 NP_219482 Q969S3 ZN622_HUMAN 1 CTGGGGCCATGCT 0.687

- 7 1569 3jhi.2_Missense_M NM_013235 NP_037367 Q9NRR4 RNC_HUMAN 0 CTTCTTCTTCCTC 0.473

+ 1 535 NM_016568 NP_057652 Q9NSD7 RL3R1_HUMAN cellular (Potential). 1 ACGGCGCGCCG 0.697

+ 8 1144 _p.E345K|SPEF2_u NM_024867 NP_079143 Q9C093 SPEF2_HUMAN Potential. 4 CAGCAGGAGCGC 0.463

+ 10 2663 p.P722S|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 GGGCATCCTGAAA 0.468

+ 17 4387 k.3_Nonsense_Mut NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 GTTATGGAGAGAC 0.313

- 29 5999 orf42_uc003jks.2_R NM_023073 NP_075561 E9PH94 E9PH94_HUMAN 7 GGACTTCTGAAAC 0.338

- 1 1045 2_Nonsense_Muta NM_199335 NP_955367 O15117 FYB_HUMAN 2 TTGGCCCCATGGC 0.537

- 9 1444 mb.2_Missense_M NM_006251 NP_006242 Q13131 AAPK1_HUMAN 1 TAATTTCATCTGG 0.403

+ 20 3146 f.2_Missense_Muta NM_012343 NP_036475 Q13423 NNTM_HUMAN chondrial matrix. 3 TTCACCCAGTTGC 0.458

- 19 3083 X29_uc010ivw.2_R NM_019030 NP_061903 Q7Z478 DHX29_HUMAN case C-terminal. 4 CAGAAGCCATCTC 0.438

- 6 1174 PPAP2A_uc003jpz. NM_003711 NP_003702 O14494 LPP1_HUMAN lasmic (Potential). 2 GAAGTTCTTTCTT 0.348

- 2 165 n_p.R31Q|DEPDC NM_018369 NP_060839 Q8WUY9 DEP1B_HUMAN DEP. 1 TGTTTCCGTAACG 0.453 rs148021233

- 5 1913 NM_152625 NP_689838 Q8N895 ZN366_HUMAN 2 GTCTGTGCCAGG 0.597

- 9 1353 3kdt.2_Missense_M NM_005713 NP_005704 Q9Y5P4 C43BP_HUMAN 1 GGCCTTCCTATTC 0.328

+ 22 3279 NM_002439 NP_002430 P20585 MSH3_HUMAN 4 TTGTCACCCATTA 0.328

+ 5 754 _p.P109S|ATG10_ NM_001131028 NP_001124500 Q9H0Y0 ATG10_HUMAN 0 CAAGTGCCTGTAC 0.353



+ 8 8206 u.2_Intron|VCAN_u NM_004385 NP_004376 P13611 CSPG2_HUMAN GAG-beta. 16 ACAGCACTCAAGT 0.413

- 1 481 ip.1_Missense_Mu NM_005711 NP_005702 O43854 EDIL3_HUMAN 2 CCTTTGCCGAACT 0.701

+ 54 11315 p.T1446I|GPR98_u NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Pote p.T3740T(1) 16 CCCTCACCCGTAT 0.408

- 24 2842 NM_014639 NP_055454 Q6PGP7 TTC37_HUMAN TPR 14. 4 CAATTTGTTCTGA 0.313

- 16 2646 m.1_Missense_Mu NM_001040458 NP_001035548 Q9NZ08 ERAP1_HUMANmenal (Potential). 2 AGGTCACGTCGAC 0.453

- 27 3992 jbn.2_Missense_M NM_001270 NP_001261 O14646 CHD1_HUMAN 5 GACTGAGGTCAGG 0.303

- 6 1269 ense_Mutation_p.G NM_173488 NP_775759 Q86UG4 SO6A1_HUMAN lasmic (Potential). 7 TTAGTTCCAAGTT 0.299

+ 12 1798 nse_Mutation_p.P NM_015216 NP_056031 O43314 VIP2_HUMAN 2 AAAAAACCAAAAC 0.224

+ 13 1694 R36_uc010jbu.2_R NM_139281 NP_644810 Q8NI36 WDR36_HUMAN WD 6. 2 AGTCTGGCATACA 0.353

+ 28 7308 cl.1_Missense_Mu NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2 CAAAAACTTTACC 0.338

- 5 740 NM_000943 NP_000934 P45877 PPIC_HUMAN 1 TGTCACCAATCAG 0.373

+ 12 1986 _p.V391I|CSNK1G3 NM_004384 NP_004375 Q9Y6M4 KC1G3_HUMAN 0 ACTGAAGTAGAAG 0.353

- 1 602 se_Mutation_p.G1 NM_020747 NP_065798 Q9ULD9 ZN608_HUMAN 6 CTGCCGCCGCTG 0.612

+ 20 2836 kui.3_Missense_M NM_032446 NP_115822 Q96KG7 MEG10_HUMANAP2M1, self-assembly and f 4 GGAAGGGAGCGA 0.373

+ 9 1309 RC1_uc003kuj.3_3' NM_130809 NP_570721 Q96M27 PRRC1_HUMAN 0 CCACAGGCTCAAA 0.363

+ 5 1258 C12A2_uc010jdg.2 NM_001046 NP_001037 P55011 S12A2_HUMAN lasmic (Potential). 3 AATTTGGTGGTGC 0.373

- 13 1951 wk.2_Missense_M NM_004199 NP_004190 O15460 P4HA2_HUMANOG dioxygenase. 0 CACCAGCTTCTAC 0.483

+ 3 189 NM_144723 NP_653324 Q96NC0 ZMAT2_HUMAN 0 GACTTGGAATCCA 0.458

+ 1 761 NM_015669 NP_056484 Q9Y5E4 PCDB5_HUMAN |Extracellular (Potential). 5 GTTGCTACGCATA 0.498

+ 1 1265 03lka.1_Intron|PCD NM_018914 NP_061737 Q9Y5H2 PCDGB_HUMANr (Potential).|Cadherin 3. 0 TGTTGATCACTGT 0.408

- 1 1875 NM_016580 NP_057664 Q9NPG4 PCD12_HUMAN r (Potential).|Cadherin 2. 3 TGGGGGGGTTCC 0.478

+ 13 1282 p.C384W|SPINK5_ NM_006846 NP_006837 Q9NQ38 ISK5_HUMAN Kazal-like 6. 4 CATGTGTGAGGTC 0.413

- 17 3987 ps.2_RNA|SH3TC NM_024577 NP_078853 Q8TF17 S3TC2_HUMAN 2 GCCACCGCGCCC 0.612

- 17 3870 lps.2_RNA|SH3TC NM_024577 NP_078853 Q8TF17 S3TC2_HUMAN TPR 8. 2 CCGCTGCTGCCAG 0.592

+ 3 1308 NM_000112 NP_000103 P50443 S26A2_HUMAN ical; (Potential). 0 TAGCCTCTCATTT 0.388

- 1 274 _p.G20D|CAMK2A_ NM_171825 NP_741960 Q9UQM7 KCC2A_HUMANase.|ATP (By similarity). 1 CACTTGCCCAATT 0.632

+ 23 3793 p.P1191S|TCOF1_ NM_001135243 NP_001128715 Q13428 TCOF_HUMAN 3 TCCAGCCCCTCA 0.547

- 8 886 CTN4_uc010jhi.2_M NM_016221 NP_057305 Q9UJW0 DCTN4_HUMAN 1 GATAGAGCTGTGA 0.463 rs140781660

- 6 1511 GM_uc011dcl.1_Int NM_052860 NP_443092 Q96RE9 ZN300_HUMAN C2H2-type 6. 2 GCTTTCCCACATT 0.463

- 7 973 _uc003lua.2_Splic NM_181776 NP_861441 Q495M3 S36A2_HUMAN 2 ACCTTACCACACC 0.498

- 1 2466 AT2_uc010jhx.1_M NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN r (Potential).|Cadherin 6. 6 AATCTGGGTGCG 0.498

+ 22 2348 _p.I737T|CYFIP2_ NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 TCATCATTCCGTA 0.478

+ 3 280 yk.2_Missense_Mu NM_004219 NP_004210 O95997 PTTG1_HUMAN 0 ACCAAGGGACCC 0.413

- 11 1477 2_Missense_Muta NM_003062 NP_003053 O75094 SLIT3_HUMAN LRR 8. 4 CAGGCCCTGGAA 0.527

+ 49 5157 se_Mutation_p.V11 NM_004946 NP_004937 Q92608 DOCK2_HUMAN 7 CCTGAGGTCAAGC 0.587

- 3 748 D1_uc003mcr.2_In NM_138369 NP_612378 Q96IK1 BOD1_HUMAN 2 TCCTGGCCTTCGG 0.512

+ 1 1428 0jjv.2_Missense_Mu NM_030627 NP_085130 Q17RY0 CPEB4_HUMAN 0 TTTGGAGTGCTAG 0.448

+ 14 1689 GRK6_uc003mgs. NM_002082 NP_002073 P43250 GRK6_HUMAN kinase C-terminal. 3 CCATCCCCTGGCA 0.632

+ 5 3142 ML1_uc003mkn.1_I NM_014757 NP_055572 Q92585 MAML1_HUMAN 6 CCCAGGCCTACCC 0.687

- 11 1711 ation_p.A223V|MGA NM_014275 NP_055090 Q9UQ53 MGT4B_HUMANmenal (Potential). 0 CTGACCGCTCCA 0.552 rs149772768

+ 4 1186 _p.E284K|FARS2_u NM_006567 NP_006558 O95363 SYFM_HUMAN 0 CATGGAGAATGGC 0.428

+ 1 692 DC5_uc003mxw.2_ NR_027712 0 TGGGGAGCCTGA 0.493

+ 1 809 DC5_uc003mxw.2_ NR_027712 0 CCTTCCGTTTCAA 0.532

+ 3 587 n_p.L85F|EDN1_u NM_001955 NP_001946 P05305 EDN1_HUMAN 1 TATGGACTTGGAA 0.403

+ 9 1134 nax.2_Missense_M NM_012241 NP_036373 Q9NXA8 SIRT5_HUMAN etylase sirtuin-type. 3 ACCACCCCAGCTA 0.562

+ 3 1055 _p.V213I|RNF182_ NM_152737 NP_689950 Q8N6D2 RN182_HUMAN ical; (Potential). 3 CTTGGGGTCGTC 0.473

+ 26 2625 0jpy.2_Missense_M NM_017640 NP_060110 Q5VZK9 LR16A_HUMAN 4 CCAGTGGCTTAC 0.393



+ 1 344 003njt.1_RNA|HIST NM_003520 NP_003511 Q99877 H2B1N_HUMAN 0 GGAGGGCACCAA 0.647

+ 1 82 _5'Flank|HIST1H2A NM_003527 NP_003518 P23527 H2B1O_HUMAN 0 AGGGCTCCAAGAA 0.522

- 1 589 NM_033057 NP_149046 Q9GZK3 OR2B2_HUMAN Name=5; (Potential). 0 GTTCAGCCTCATT 0.433

- 1 904 uc003nlp.1_5'Flank NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN SCAN box. 1 CCAGCACCAACAA 0.562

+ 5 551 RPS18B_uc010jsd NM_014046 NP_054765 Q9Y676 RT18B_HUMAN p.G132C(1) 1 CACACGGGTATC 0.502

- 5 1133 dmo.1_Splice_Site_ NM_003587 NP_003578 O60231 DHX16_HUMAN 4 ACCTCACCTGTCC 0.622

+ 4 1424 p.G426E|TUBB_uc NM_178014 NP_821133 P07437 TBB5_HUMAN 1 GAAGAGGAGGAG 0.577

- 3 228 dmr.1_Missense_M NM_005803 NP_005794 O75955 FLOT1_HUMAN 0 CCATGACTGGGG 0.602

+ 2 229 CA_uc003rxz.1_5'UTR 0 CAGAAATGCAGG 0.552 rs17200172

+ 3 409 c.3_Missense_Muta NM_080686 NP_542417 P48634 PRC2A_HUMAN A type A repeats.|1-1. 0 ATTGCCCGGCGTA 0.557

+ 14 2241 AT2_uc003nvc.3_N NM_080686 NP_542417 P48634 PRC2A_HUMAN X 57 AA type A repeats. 0 caccagtggcagcagc 0.483

- 3 519 d.2_5'UTR|C6orf27 NM_025258 NP_079534 Q9Y334 G7C_HUMAN 3 GAACCAGGTCCAA 0.597

+ 28 4095 Flank|STK19_uc01 NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4 CGGCGGGACATC 0.567

- 4 1368 TR|DOM3Z_uc010j NM_005510 NP_005501 O77932 DOM3Z_HUMAN 0 CTGAGCCCACCAT 0.542

- 1 800 ation_p.P89L|STK1 NM_005510 NP_005501 O77932 DOM3Z_HUMAN 0 CGATCCGGGTATC 0.632

- 25 8957 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 21. 0 GCCCACGCGCTG 0.637

- 24 8474 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 20. 0 GGGGGATGGTCCA 0.672

- 7 3245 NM_019105 NP_061978 P22105 TENX_HUMAN onectin type-III 3. 0 CCAGAGCCTGGCG 0.657

- 9 1761 dpv.1_RNA|NOTCH NM_004557 NP_004548 Q99466 NOTC4_HUMAN ng (Potential).|Extracellular 22 TCACCAGGCAGG 0.597

- 2 289 1_5'Flank|HLA-DM NM_002118 NP_002109 P28068 DMB_HUMAN Lumenal (Potential). 0 AAGCCACCTAGAG 0.403

+ 6 1171 odl.2_Missense_Mu NM_002931 NP_002922 Q06587 RING1_HUMAN interaction with CBX2 (By s 2 CTGACACCGGAG 0.677

- 6 2083 ation_p.P552S|DAX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN action with SPOP. 23 AGGGGGGACCAG 0.512

+ 7 878 GAP1_uc010juy.2_ NM_006772 NP_006763 Q96PV0 SYGP1_HUMAN PH. 4 CAGGAACAAAATG 0.517

+ 9 1354 RF1BP1_uc010jvn NM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3 GGGCAGGTTAGGA 0.478

- 3 461 o.1_RNA|MTCH1_ NM_014341 NP_055156 Q9NZJ7 MTCH1_HUMAN Solcar 1. 0 GCCGGGGACTCA 0.557

+ 1 477 M1_uc011dtw.1_5'F NM_002648 NP_002639 P11309 PIM1_HUMAN 2 CCGCGCCCTGCA 0.716

+ 35 5056 NM_001371 NP_001362 21 TCCTCAGATATAA 0.363

+ 42 6238 NM_001371 NP_001362 21 TTCAGAGGCCTAG 0.353

+ 2 154 10jxx.1_Intron|PTC NM_138296 NP_612153 Q6ISU1 PTCRA_HUMANcellular (Potential). 2 GGCACACCCTTT 0.567

+ 11 2749 _p.E892K|CUL9_u NM_015089 NP_055904 Q8IWT3 CUL9_HUMAN 12 CCCAAGAGCTGA 0.512

- 32 3797 R1C_uc003ovo.1_I NM_020750 NP_065801 Q9HAV4 XPO5_HUMAN 4 GGCCACCCCCAT 0.483

+ 7 1131 OLH_uc011dvl.1_R NM_006502 NP_006493 Q9Y253 POLH_HUMAN 2 ACATGGGTGAACT 0.418

+ 10 1751 _p.S556N|HSP90AB NM_007355 NP_031381 P08238 HS90B_HUMAN 4 AAGAGAGCAAGGC 0.458

- 16 1774 pai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 CTGGAAGCCTCTG 0.537

+ 2 260 NM_133367 NP_588608 Q8TEZ7 MPRB_HUMAN lasmic (Potential). 0 AGGATGGGCTTCC 0.672

+ 2 393 FHC1_uc011dww. NM_018100 NP_060570 Q5JVL4 EFHC1_HUMAN 3 TCCCAGGCTGAG 0.537

+ 29 2047 kam.1_Missense_M NM_001858 NP_001849 Q14993 COJA1_HUMAN lical region 3 (COL3). 4 TCCAGGGTCCTC 0.458

+ 3 617 ite|IRAK1BP1_uc0 NM_001010844 NP_001010844 Q5VVH5 IKBP1_HUMAN 0 TCTTCGGTAAGTT 0.338

+ 8 2805 NM_015021 NP_055836 O60281 ZN292_HUMAN 4 GGTTTGGAAAACC 0.443

- 8 1383 dzv.1_Missense_M NM_002042 NP_002033 P24046 GBRR1_HUMAN ical; (Probable). 1 CAGGCACGGCTCT 0.478

+ 4 759 _Intron|KLHL32_uc NM_052904 NP_443136 Q96NJ5 KLH32_HUMAN BTB. 4 AGCAGGCTCTGGA 0.423

- 31 5208 NM_006828 NP_006819 Q8N3C0 HELC1_HUMANcase C-terminal 2. 6 TTCGGTCCCTCTC 0.373

- 31 5161 NM_006828 NP_006819 Q8N3C0 HELC1_HUMANcase C-terminal 2. 6 GCAAGGGTCAGC 0.368

- 40 5506 as.1_Missense_Mu NM_001145128 NP_001138600 Q5TCS8 AKD1_HUMAN 1 AGAGAAGTTGCAA 0.373

+ 2 587 _p.P151L|GPR6_u NM_005284 NP_005275 P46095 GPR6_HUMAN cellular (Potential). 0 GGTGCCCTCGGA 0.637

+ 7 800 RMT11_uc010kev.2 NM_001031712 NP_001026882 Q7Z4G4 TRM11_HUMAN 1 GGAACAGGTATTT 0.289

- 6 704 Mutation_p.A142V| NM_001139510 NP_001132982 Q9NTX5 ECHD1_HUMAN 0 TTTAGAGCATTTT 0.443



- 17 2979 B41L2_uc011eby.1_ NM_001431 NP_001422 O43491 E41L2_HUMAN xyl-terminal (CTD). 2 TTGACACGGACTC 0.453 rs145851233

- 17 2266 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN 0 AATCGGGAGTGCT 0.264

+ 53 7902 NM_007124 NP_009055 P46939 UTRO_HUMAN 5 TGAAAGGCCCTG 0.448

- 2 745 _p.R66K|LATS1_u NM_004690 NP_004681 O95835 LATS1_HUMAN 6 GGATTTCTGACTT 0.408

+ 4 3826 _Mutation_p.E109 NM_005100 NP_005091 Q02952 AKA12_HUMAN 8 ATCCATGAGGAGA 0.547

+ 24 5275 _p.W710*|TIAM2_u NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 TTCCTGGTTGAAT 0.433

+ 7 2486 se_Mutation_p.D78 NM_005922 NP_005913 Q9Y6R4 M3K4_HUMAN 9 AGTGCGGATGACA 0.448

+ 6 1369 siz.2_Missense_M NM_017802 NP_060272 Q86Y56 HEAT2_HUMAN 1 CCTCTGCCTCCGG 0.642

+ 16 1913 e_Mutation_p.G51 NM_001130965 NP_001124437 O94901 SUN1_HUMAN rinuclear space. 0 AGACCGGGATGG 0.507

+ 5 1052 s.1_Intron|AMZ1_u NM_133463 NP_597720 Q400G9 AMZ1_HUMAN 0 GCAGCAGCAGACG 0.687

- 9 1021 _p.P71L|SKAP2_u NM_003930 NP_003921 O75563 SKAP2_HUMAN 1 GGTAGAGGATGAT 0.303

- 1 86 A10_uc003syw.3_I NM_018951 NP_061824 P31260 HXA10_HUMAN 0 GAGCATGACATTG 0.458

+ 7 712 RHR_uc003tby.2_M NM_000823 NP_000814 Q02643 GHRHR_HUMANName=3; (Potential). 5 CTGTTGGCAGAAG 0.627

+ 2 336 e_Mutation_p.D64N NM_015060 NP_055875 Q8NBF6 AVL9_HUMAN 0 TTACCAGATGGCG 0.428

- 3 274 NM_203288 NP_976033 Q8TA86 RP9_HUMAN nding (By similarity). 0 GTGCATGAGCCAG 0.453

+ 2 248 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN 3 TTTCAGGTTCTGT 0.368

+ 4 925 g.2_Missense_Mut NM_018685 NP_061155 Q9NQW6 ANLN_HUMAN action with F-actin. 3 CCTCTGCAAGTG 0.428

+ 12 3436 p.D1052N|CDK13_ NM_003718 NP_003709 Q14004 CDK13_HUMAN 5 GGCTTGGATGACA 0.498

- 7 915 ense_Mutation_p.G NM_032158 NP_115534 0 ACTCACCCTTGG 0.542

- 15 2809 _p.G838E|MAGI2_ NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN PDZ 4. 11 ACCTGCCCATTGC 0.532

+ 32 8282 _Mutation_p.G230 NM_005751 NP_005742 Q99996 AKAP9_HUMAN tential.|Glu-rich. 26 AAAGTGGATTTTT 0.353

- 15 2009 p.G613D|KRIT1_u NM_194456 NP_919438 O00522 KRIT1_HUMAN r RAP1A binding.|FERM. 3 CTGACACCTTCAC 0.328 rs35311859

+ 9 1760 NM_019004 NP_061877 Q9P2G1 AKIB1_HUMAN type; degenerate. 1 AAAGGACACCTCT 0.418

- 5 622 umu.1_Missense_M NM_001742 NP_001733 P30988 CALCR_HUMANcellular (Potential). 9 ATGGATCAAAATC 0.403

- 4 663 NM_001185 NP_001176 P25311 ZA2G_HUMAN g-like C1-type. 2 CAGAGGGAGGATC 0.577

+ 2 243 STAG3_uc011kjk.1_ NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 TTTGATGACAGGG 0.527

+ 33 3816 a.3_Intron|GATS_u NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 GAGCTGGATATTG 0.502

- 14 2849 n_p.W693*|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN(Potential).|Protein kinase. 15 GGCAGTCCATCG 0.582

+ 9 13152 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 CCTCAGTGCCTGT 0.607

+ 27 5099 LL5_uc010ljf.1_Int NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN Pro-rich. 3 ACAGACACCCTC 0.493

+ 6 831 NM_002736 NP_002727 P31323 KAP3_HUMAN cAMP 1. 1 ATCGTGGGAGTTT 0.423

- 4 935 _p.R137K|COG5_u NM_181733 NP_859422 Q9UP83 COG5_HUMAN 4 CCAATTCTCGTCT 0.323

- 3 983 vfl.2_Missense_Mu NM_001130475 NP_001123947 Q7Z6K1 THAP5_HUMAN 0 CAGCAGGTACAAA 0.323

+ 4 2833 |LRRN3_uc003vfu NM_001099660 NP_001093130 Q9H3W5 LRRN3_HUMAN otential).|Fibronectin type-II 8 ATATTCCCACCAT 0.348

- 4 2793 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 ATTTCAGTATGAT 0.378

- 5 1195 a.2_Missense_Mut NM_003391 NP_003382 P09544 WNT2_HUMAN p.N295_D302del 7 GCCCCGGGAAGT 0.572 rs148046128

+ 12 4192 .2_Intron|PTPRZ1_ NM_002851 NP_002842 P23471 PTPRZ_HUMANcellular (Potential). 9 ATGCAAGTGAGAA 0.403

- 9 1157 NM_003941 NP_003932 O00401 WASL_HUMAN Pro-rich. 0 GTGGTGGTGCTG 0.279

+ 6 770 pa.1_Missense_Mu NM_005011 NP_005002 Q16656 NRF1_HUMAN 1 CTACAGGTCGGGG 0.527

- 12 1495 0lmc.1_Missense_M NM_032842 NP_116231 Q96SK2 TM209_HUMAN 3 AATCAAGGTAGGT 0.373

+ 18 2784 p.G527S|EXOC4_u NM_021807 NP_068579 Q96A65 EXOC4_HUMAN 9 GACCAGGGTGTG 0.582

+ 15 2231 NM_015135 NP_055950 Q92621 NU205_HUMAN 6 TTTGACCCTTATT 0.468 rs150179196

+ 14 1881 AS1_uc003vvi.2_M NM_001130966 NP_001124438 P24557 THAS_HUMAN lasmic (Potential). 3 AATGGTGTCTATA 0.398

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 5 1230 0852_uc010lnn.2_I NM_001105558 NP_001099028 P0C1S8 WEE2_HUMANProtein kinase. 2 GTACGTTACTATTC 0.408

+ 21 3898 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 11 CCTGCAGCTCGAT 0.458

+ 46 6680 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN 0 ACACAGGGTCCCC 0.672



- 58 14801 kx.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN SET. 63 TCAAAAGTCACCA 0.433

- 36 6721 z.2_Missense_Mut NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN Pro-rich. 63 TAGTAGGCCGGG 0.478

- 27 4439 kz.2_Missense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 TCTAAGGAAGGAT 0.343

+ 6 633 mr.2_Missense_Mut NM_030936 NP_112198 Q9H0A6 RNF32_HUMANG-type 1; atypical. 0 CTTCAGGCATGTC 0.358

+ 9 2218 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN MI. 0 TTTCGGGACTTGG 0.383

- 7 1375 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANcellular (Potential). 25 TTCCATCCTTGCT 0.453

+ 5 840 e_Mutation_p.P138 NM_152415 NP_689628 Q8NEZ2 VP37A_HUMAN 0 TATCCTCCACAAG 0.413

+ 20 2529 _p.G794D|PIWIL2_ NM_018068 NP_060538 Q8TC59 PIWL2_HUMAN Piwi. 1 TCGTGGGCTCCT 0.403

+ 6 1103 3xbp.3_Missense_ NM_001128431 NP_001121903 Q15043 S39AE_HUMAN lasmic (Potential). 0 GGCTCGCTCTCTG 0.602

+ 18 2083 3xbw.3_Splice_Site NM_005775 NP_005766 O60504 VINEX_HUMAN 0 CCCAGGTGAGGTA 0.662

+ 2 1159 e_Mutation_p.E376 NM_005382 NP_005373 P07197 NFM_HUMAN Rod.|Coil 2B. 1 AAGTGGGAAATGG 0.507

- 6 1712 p.G353E|CHRNA2 NM_000742 NP_000733 Q15822 ACHA2_HUMAN Cytoplasmic. 1 AGGGCCCCCCGC 0.647

- 1 655 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 GAAAAACTGTAGA 0.363

- 24 4627 0lwe.2_Missense_M NM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1 CTGCTGCACTCAT 0.363

+ 6 936 P3M2_uc003xoq.1_ NM_001134296 NP_001127768 P53677 AP3M2_HUMAN MHD. 0 TGGCATGCCAGA 0.448

+ 13 906 _p.Y236H|POLB_u NM_002690 NP_002681 P06746 DPOLB_HUMAN 2 GATCAGTATTACT 0.343

- 8 1790 xpe.2_Missense_M NM_006749 NP_006740 Q08357 S20A2_HUMAN lasmic (Potential). 2 CGGGGCCCCTGT 0.587

+ 3 309 uc003xql.1_Missen NM_182746 NP_877423 P33991 MCM4_HUMAN 4 TCCAGCCCTCCCC 0.547

+ 19 1656 p.A429T|SNTG1_u NM_018967 NP_061840 Q9NSN8 SNTG1_HUMAN 5 CTTTAGGCTGTCC 0.318

- 12 1485 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN-like C2-type 3. 2 GGCCTTCCACAGG 0.517

- 5 785 eo.1_Missense_M NM_018120 NP_060590 Q9NVT9 ARMC1_HUMAN 1 GCACCACACACCT 0.333

- 13 1406 DE7A_uc003xvp.2_ NM_002604 NP_002595 Q13946 PDE7A_HUMAN 0 GCAGCATCAGTGT 0.483

+ 1 729 e.3_5'Flank|ADHF NM_015169 NP_055984 Q15050 RRS1_HUMAN 0 TTGCACCCTACCG 0.662

+ 2 2554 au.1_Missense_Mu NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN C2H2-type 3. 15 GACAAGCACCTGA 0.507

+ 2 2578 au.1_Missense_Mu NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 AATCTCCAAAATG 0.517

+ 6 1187 yeh.2_Missense_M NM_004337 NP_004328 Q9Y236 OSGI2_HUMAN 0 CCTTTTGTGTTTC 0.463

- 2 162 AD54B_uc003ygn.1 NM_012415 NP_036547 O95073 FSBP_HUMAN 4 CTGGAGGTATAAA 0.368

- 7 654 _Mutation_p.R214 NM_015496 NP_056311 Q69YN4 VIR_HUMAN Glu-rich. 2 TCTTCTCTATGAG 0.343

- 3 334 t.1_RNA|UQCRB_u NM_006294 NP_006285 P14927 QCR7_HUMAN 1 TCTTTAGGCAAGA 0.408

+ 7 1446 DH_uc010mbf.2_In NM_178812 NP_848927 Q86UE4 LYRIC_HUMAN lasmic (Potential). 2 ATCAACCCTATAT 0.348

+ 10 1845 DH_uc010mbf.2_R NM_178812 NP_848927 Q86UE4 LYRIC_HUMAN lasmic (Potential). 2 AAAATAGCCAGG 0.239

+ 7 1061 _p.P321S|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 GGTGACCCTTCTG 0.488

+ 13 1979 _p.G627S|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 GGCTGGGGCATG 0.408

- 2 1878 p.E355K|FBXO43_ NM_001029860 NP_001025031 Q4G163 FBX43_HUMAN 2 TTTGTTCCCGAAG 0.493

+ 9 979 003yla.2_Splice_S NM_001695 NP_001686 P21283 VATC1_HUMAN 0 AACAAGTAAGATT 0.343

+ 5 1416 003ylr.2_Missense_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN PDZ. 15 AATCAGGTCGGC 0.338

+ 47 7224 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 ACACTCCCTGATG 0.358

- 13 1246 s.1_Missense_Mut NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 GTTCCAGGCACTA 0.338

- 25 3529 NM_003184 NP_003175 Q6P1X5 TAF2_HUMAN 6 GCTGGGGTATTAA 0.438

+ 2 215 ank|MTBP_uc003y NM_022045 NP_071328 Q96DY7 MTBP_HUMAN 3 GTGCTTCAATTAA 0.338

+ 13 1465 NM_022045 NP_071328 Q96DY7 MTBP_HUMAN 3 AATGTTCAAGTTT 0.323

+ 16 2369 R67_uc003yps.1_M NM_145647 NP_663622 Q96DN5 WDR67_HUMAN Potential. 1 TAGCTGCTGTGAA 0.368

- 25 3650 e_Mutation_p.R972 NM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2 ATCTTCCTTCGCT 0.358

+ 24 2471 1lil.1_Missense_Mu NM_144963 NP_659400 Q658Y4 F91A1_HUMAN 2 GACATGGGTGTTC 0.393

- 14 2648 nse_Mutation_p.A5 NM_014751 NP_055566 O43312 MTSS1_HUMAN Pro-rich. 1 ACAGTGGCACTTG 0.582

+ 3 640 si.2_Missense_Mu NM_002467 NP_002458 P01106 MYC_HUMAN 6 AGCCCCCGGCG 0.637

+ 37 6445 b.1_Missense_Mut NM_003235 NP_003226 P01266 THYG_HUMAN Type IIIA. 15 AATGTTCCCAACA 0.423



- 64 5065 1ljo.1_Missense_M NM_152888 NP_690848 Q8NFW1 COMA1_HUMAN y-rich.|Collagen-like 15. 13 CTCGCTCACCTGG 0.612

- 5 680 3yvt.2_Splice_Site_ NM_153831 NP_722560 Q05397 FAK1_HUMAN 6 CTAATACCTGTTG 0.274

+ 3 561 se_Mutation_p.P76 NM_032611 NP_116000 O75365 TP4A3_HUMAN 0 CGCCCCCGCCCG 0.692

- 15 1788 yzo.1_Missense_M NM_015356 NP_056171 Q14160 SCRIB_HUMAN rens junction and to inhibit c 5 GCAGGGTCCAGG 0.642

- 11 3578 c003zdr.1_5'Flank|A NM_025251 NP_079527 Q9C0H5 RHG39_HUMAN Rho-GAP. 0 ACCATGCGGTTGA 0.517

- 16 2177 _p.S622F|RFX3_u NM_134428 NP_602304 P48380 RFX3_HUMAN 4 TGGAAGGAGCCA 0.438

- 2 1008 zob.1_Missense_M NM_020344 NP_065077 Q9UI40 NCKX2_HUMAN lasmic (Potential). 3 CCTTGTCCCTGGC 0.458

- 1 2372 w.2_Intron|KLHL9_ NM_018847 NP_061335 Q9P2J3 KLHL9_HUMAN 4 ACCCAGGGTTTTC 0.438

+ 4 363 TAP_uc011lnk.1_M NM_002451 NP_002442 Q13126 MTAP_HUMAN 1 AAGGAAGAGGGC 0.483

- 1 477 _5'UTR|CHMP5_u NM_004323 NP_004314 Q99933 BAG1_HUMAN dem repeat of E-E-X(4).|6. 1 CGCTCCGGGTCGA 0.662

+ 2 719 |NFX1_uc003zsp.1 NM_002504 NP_002495 Q12986 NFX1_HUMAN 1 TCTTCAGAGGCAT 0.512

- 8 1134 ense_Mutation_p.G NM_022917 NP_075068 Q9H6R4 NOL6_HUMAN 2 ACCCACCCTGGCC 0.577

- 30 4339 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN action with SYNM. 13 GTTAGGGGCAGC 0.577

- 5 1366 _p.P405L|ZNF658_ NM_033160 NP_149350 Q5TYW1 ZN658_HUMAN type 3; degenerate. 1 GAGTGGGGCCTC 0.403

+ 15 1812 .1_Intron|PIP5K1B NM_003558 NP_003549 O14986 PI51B_HUMAN 1 AGCAAAGGGTTAC 0.478 rs138893749

+ 1 144 _Site|C9orf135_uc0 NM_001010940 NP_001010940 Q5VTT2 CI135_HUMAN cellular (Potential). 1 GACTTGGTGGAG 0.592

- 2 829 04ail.2_Missense_MNM_001025780 NP_001020951 Q5VST6 F108B_HUMAN 0 CTGTTGCCTTTAC 0.413

+ 12 1994 e_Mutation_p.R486 NM_006200 NP_006191 Q92824 PCSK5_HUMAN Homo B/P. 3 GCAGTGCGCTCC 0.542

+ 3 342 e_Mutation_p.H88 NM_024077 NP_076982 Q96T21 SEBP2_HUMAN 3 ACTCTTCATCCAT 0.398

- 10 1000 ltv.1_Missense_Mu NM_006415 NP_006406 O15269 SPTC1_HUMAN lasmic (Potential). 2 AAAGACCTGCCAC 0.378

- 5 788 04asb.2_Missense NM_014057 NP_054776 P20774 MIME_HUMAN LRR 4. 0 GAGGAAGAACTGG 0.303

+ 10 1857 _p.G410D|FGD3_u NM_001083536 NP_001077005 Q5JSP0 FGD3_HUMAN PH 1. 2 TCATGGGCCAGA 0.607

- 3 441 th.3_Missense_Mu NM_004148 NP_004139 Q92982 NINJ1_HUMAN ical; (Potential). 1 CAGGCCCGTGGC 0.587

+ 31 3706 A1529_uc004axh.1 NM_020893 NP_065944 7 AAGAGCATTGTAG 0.428

- 12 1757 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular. 17 AGGTGTACACAGA 0.488

- 4 311 q.1_Missense_Mu NM_003329 NP_003320 P10599 THIO_HUMAN Thioredoxin. 0 TTTTGTCCCTTCT 0.393

+ 17 2810 10_uc004bla.1_Mi NM_007018 NP_008949 Q7Z7A1 CNTRL_HUMAN Potential. 0 AGTATGGAGGAAA 0.393

+ 8 1811 bow.2_Nonsense_M NM_182487 NP_872293 Q68BL7 OLM2A_HUMANfactomedin-like. 0 CACGTGGAAGACA 0.657

- 6 1019 KAP1_uc004bpy.2_ NM_001006617 NP_001006618 Q9BPZ7 SIN1_HUMAN 4 CAGTAGGCACTG 0.488

+ 3 277 0mxf.2_Missense_M NM_014007 NP_054726 O43298 ZBT43_HUMAN 1 GAAATGGAGCCTG 0.398

- 3 275 NM_015679 NP_056494 O95900 TRUB2_HUMAN 1 CCTTGAGATGGGC 0.512

+ 4 710 NM_014506 NP_055321 O14657 TOR1B_HUMAN 0 ATGCAGGCGGGG 0.373

+ 3 361 on_p.V84I|NUP214 NM_005085 NP_005076 P35658 NU214_HUMAN 16 GATAAAGTCCAAG 0.398

+ 2 341 cam.1_Missense_M NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 CAAGACCCAAAGA 0.567

+ 13 2006 n_p.P234S|BAT2L1 NM_013318 NP_037450 Q5JSZ5 PRC2B_HUMAN 0 GTGTACCCCCCG 0.627

+ 2 1212 3C4_uc010mzw.2_ NM_012204 NP_036336 Q9UKN8 TF3C4_HUMAN 2 GTTTTGGTGGGAA 0.433

- 8 1180 se_Mutation_p.A32 NM_016172 NP_057256 Q9BSL1 UBAC1_HUMAN UBA 2. 2 CTCACCGCGGCAT 0.313

- 9 1285 R85_uc004cnm.1_M NM_138778 NP_620133 Q9BTV6 WDR85_HUMAN 0 GACAGGGTGTTG 0.582

+ 29 4466 _p.D971N|CACNA1 NM_000718 NP_000709 Q00975 CAC1B_HUMAN lasmic (Potential). 6 TGCATTGACTTCG 0.567

+ 12 1346 .L342F|CSF2RA_u NM_001161529 NP_001155001 P15509 CSF2R_HUMAN ical; (Potential). 2 ATCGTCCTCGGC 0.542

+ 7 1100 NM_001011719 NP_001011719 Q5FYA8 ARSH_HUMAN 1 GGCCGTCAGTCTT 0.517

- 9 1325 NM_000292 NP_000283 P46019 KPB2_HUMAN 2 AACCATCTCGAAG 0.388

+ 3 353 mjn.1_Missense_M NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN CRIC. 2 AGGAAGGAGAAG 0.408

+ 1 499 NM_152631 NP_689844 Q8NA70 FA47B_HUMAN 4 CTGGAGGACGCTT 0.582

+ 4 441 nhl.2_Missense_M NM_001129898 NP_001123370 Q5JUW0 ZN673_HUMAN KRAB. 0 TCCGTGGGTGAG 0.557

- 47 5707 nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMAN lasmic (Potential). 6 TGGGTTCCAGGCA 0.637

- 16 2239 0nip.2_Missense_M NM_005183 NP_005174 O60840 CAC1F_HUMANellular (Potential).|II. 6 AAGGGGCCACCA 0.522



- 2 262 0nip.2_Missense_ NM_005183 NP_005174 O60840 CAC1F_HUMAN lasmic (Potential). 6 GGTGACCGCTGG 0.622

- 2 187 OOM4_uc004dpd.3 NM_020717 NP_065768 Q9ULL8 SHRM4_HUMAN PDZ. 1 TCACCAGTCCTCA 0.473

- 17 3304 NM_004463 NP_004454 P98174 FGD1_HUMAN PH 2. 6 GGGGCTCCGTAG 0.532

+ 15 1779 NL3L_uc004dti.2_R NM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1 TGAAAAATAAGAA 0.527

- 2 2882 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112 TATCGAGGGAGGC 0.577

+ 5 2266 NM_001010888 NP_001010888 Q5HYM0 ZC12B_HUMAN 3 CGGAGCGTGCCT 0.507

- 21 2227 N1_uc011mpg.1_I NM_002547 NP_002538 O60890 OPHN1_HUMAN Pro-rich. 2 CAGTTTCCCCACT 0.532

+ 5 1640 xe.2_Missense_Mu NM_004429 NP_004420 P98172 EFNB1_HUMAN lasmic (Potential). 0 GGCCAGTCCCAA 0.602

+ 35 5033 _p.A1612T|MED12_ NM_005120 NP_005111 Q93074 MED12_HUMAN 4 AAGCGTGCATACA 0.517

+ 3 284 ao.1_Missense_Mu NM_006223 NP_006214 Q9Y237 PIN4_HUMAN PpiC. 0 AAAGTTAAAGTCT 0.383

- 9 3951 cr.2_Missense_Mu NM_000489 NP_000480 P46100 ATRX_HUMAN 30 CAAAATCCAGTAT 0.338

- 1 713 w.2_Intron|ATP7A_u NM_001029891 NP_001025062 Q8N0Y7 PGAM4_HUMAN 0 CACACCGTCTCTT 0.557

+ 3 309 GK1_uc011mqq.1_M NM_000291 NP_000282 P00558 PGK1_HUMAN 2 TCCCAAGCATCAA 0.463

- 9 2045 _p.E646K|HDX_uc NM_144657 NP_653258 Q7Z353 HDX_HUMAN 2 GTTGTTCCTTATC 0.338

- 1 318 h.2_Intron|TSC22D NM_004089 NP_004080 Q99576 T22D3_HUMAN nding (By similarity). 0 AAGAAGGAGATGG 0.607

- 12 2581 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMANe.|Cytoplasmic (Potential). 8 ACACAGGAGGAG 0.463

+ 2 293 oz.2_Missense_M NM_001128173 NP_001121645 O75914 PAK3_HUMAN arity).|Linker.|GTPase-bindin 10 TCACCGGGGAAT 0.418

+ 23 2563 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN DHR-1. 3 TTCCATCATTGCC 0.403

- 1 223 uc004esi.1_Intron NM_139282 NP_644811 Q8NHV9 RHXF1_HUMAN 0 CCTCAGGGTTCA 0.617 rs140029775

+ 15 1613 NM_003399 NP_003390 O43895 XPP2_HUMAN 0 CATAGGGACGGGA 0.582

+ 20 1992 NM_003399 NP_003390 O43895 XPP2_HUMAN 0 ACCCAGGGAGCTA 0.577

- 12 2201 muy.1_Missense_M NM_194277 NP_919253 Q6ZUT3 FRMD7_HUMAN 1 TTCTGGCCATGGG 0.413

- 2 2202 fby.2_Missense_M NM_173078 NP_775101 Q8IW52 SLIK4_HUMAN cellular (Potential). 2 GGAGGACTTCGAA 0.428

+ 5 1963 mwr.1_Missense_M NM_032539 NP_115928 Q9H156 SLIK2_HUMAN cellular (Potential). 7 AGTTTTGGACCCA 0.537

+ 5 3271 se_Mutation_p.E76 NM_032539 NP_115928 Q9H156 SLIK2_HUMAN lasmic (Potential). 7 ATTGCTGAGCGAG 0.488

- 22 5990 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 ACATTGGTGCCCT 0.542

+ 24 3945 1_RNA|UBE4B_uc NM_001105562 NP_001099032 O95155 UBE4B_HUMAN 4 CTTGCTCAGGATG 0.587

+ 5 842 qb.2_Missense_Mu NM_032264 NP_115640 Q9H094 NBPF3_HUMAN Potential. 2 GACCCAGTTAAGG 0.502

- 51 6522 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN -like C2-type 7. 9 ACGTGTGAGGAGG 0.687

+ 5 1161 Mutation_p.S339F|E NM_017449 NP_059145 P29323 EPHB2_HUMAN tential).|Fibronectin type-III 5 AGACCTCCCTCAT 0.657

- 16 2416 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 AAGCACCTGTCGA 0.587

- 5 6389 e_Mutation_p.E172 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 CCGGCTCCCCTCT 0.552

+ 8 883 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANmenal (Potential). 1 TAGAGCGAAAACA 0.368

+ 3 655 orf175_uc010oof.1 NM_001039464 NP_001034553 Q68CQ1 HEAT8_HUMAN 0 TCCAAGGATGTCT 0.433

- 10 731 _p.G154E|SLC44A NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN cellular (Potential). 4 TTACTTCCTATTG 0.328

+ 13 2372 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANcellular (Potential). 3 AGGAGCGAAAGTG 0.448

+ 6 706 se_Mutation_p.T15 NM_001114106 NP_001107578 Q8N4M1 CTL3_HUMAN 1 TTGACACCCTCCA 0.388

- 32 4743 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 GAAAAGGATAGTA 0.438

+ 4 1005 ehw.2_Missense_M NM_000862 NP_000853 P14060 3BHS1_HUMAN 2 GCTTTCCTTTATC 0.473

+ 12 1400 3_RNA|NBPF9_uc0 NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0 GATGACAATGAAG 0.423

+ 76 9493 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 ACTCACTGGATAG 0.478

- 2 3373 e.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 gttcctctctcagcagctg 0.224

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 CCGTGGGTCTCAG 0.612 rs3814301

+ 13 1163 NM_020452 NP_065185 P98198 AT8B2_HUMAN lasmic (Potential). 2 ACAGCTACTTCAT 0.597

- 2 858 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TTGGGGCTCCTTG 0.527

- 2 843 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TATGACCGTCTGG 0.522

- 9 1479 ST2_uc009wpb.2_R NM_144622 NP_653223 Q5T1A1 DCST2_HUMANcellular (Potential). 3 GGTCACGATAAAT 0.522



- 1 260 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMAN cellular (Potential). 1 TTCTGGGACAGCA 0.488

+ 3 336 SD1_uc010pli.1_In NM_052862 NP_443094 Q6JBY9 CPZIP_HUMAN 5 CCTGTTCCCTCCC 0.567

+ 37 5233 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMANellular (Potential).|IV. 6 CAGAACGAGAAC 0.557

- 7 587 p.A176V|KCNT2_u NM_198503 NP_940905 Q6UVM3 KCNT2_HUMANe=Segment S4; (Potential). 7 TCCAAGGCATGTT 0.284

+ 4 633 gtr.1_Missense_Mu NM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 3. 3 CTTGAGGGTAACA 0.383

+ 10 1704 NM_030787 NP_110414 Q9BXR6 FHR5_HUMAN Sushi 9. 2 AGAAACGATGGAA 0.328

+ 6 1495 B1_uc010ppb.1_M NM_201253 NP_957705 P82279 CRUM1_HUMANr (Potential).|EGF-like 11. 9 AATAATGGAACAT 0.468

+ 2 825 zt.2_Missense_Mu NM_002725 NP_002716 P51888 PRELP_HUMAN LRR 6. 3 CTGAGCGACGGC 0.597

+ 6 1165 o.3_Missense_Mut NM_152609 NP_689822 Q6PJW8 CNST_HUMAN 0 TTTGAACGGCTTA 0.323

- 2 304 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1 GGATTTCCTGGAG 0.542

- 8 1175 _p.G351E|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. 8 TTTTTTCCAGCCT 0.358

- 6 746 _p.R208Q|CTNNA NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 GAAGCTCGGGCTC 0.418

- 4 512 9xqi.1_RNA|C10or NM_152710 NP_689923 Q96M53 SPATL_HUMAN 1 ATCACCAGTTCTT 0.592

+ 4 512 89_splice|PCGF5_ NM_032373 NP_115749 Q86SE9 PCGF5_HUMAN 1 GAGAACGTAAGTG 0.338

+ 5 583 gd.1_Missense_M NM_144587 NP_653188 Q32M84 BTBDG_HUMAN 1 GAAAGCCCTGGC 0.607

- 13 1831 9ycc.2_Missense_ NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 TTCCTGGCTCTGG 0.667 rs139058512

- 2 1485 NM_176821 NP_789791 Q86W26 NAL10_HUMAN 9 GGGACTCCTTCCC 0.498

- 2 1171 p.R84S|STK33_uc NM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7 ATGCTTTTCTCTCT 0.353

- 2 348 1_5'Flank|C11orf74 NM_000536 NP_000527 P55895 RAG2_HUMAN 5 TGACATGGTTATG 0.453

- 14 1926 NM_002334 NP_002325 O75096 LRP4_HUMAN ential).|LDL-receptor class B 4 GGGTATCGGCAAT 0.552

- 1 66 9A13_uc001nfd.2_5 NM_000256 NP_000247 Q14896 MYPC3_HUMAN 3 TTCCCCGGCTCAG 0.582

- 5 6868 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 TTAAGTTCACATC 0.473 rs1634804

- 5 6673 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 TCAAGTGTAAGTC 0.522

- 5 6640 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 GGGGGCCTTGAA 0.507 rs1298288

- 17 2066 yp.2_Intron|INTS4_ NM_033547 NP_291025 Q96HW7 INT4_HUMAN 2 CTACATTCCACAA 0.453

- 2 976 _p.P184L|TRPC6_ NM_004621 NP_004612 Q9Y210 TRPC6_HUMANmic (Potential).|ANK 3. 4 AAAGCCGGATGAC 0.453

+ 13 2373 iw.2_Missense_Mu NM_000829 NP_000820 P48058 GRIA4_HUMAN ical; (Potential). 8 AACCTCGCTGCTT 0.403

- 1 942 NM_001005187 NP_001005187 Q8NGN1 OR6T1_HUMAN lasmic (Potential). 1 CAGTTTCATCACA 0.428

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCACAAAGA 0.418 rs113451248

- 6 1375 m.1_RNA|NCAPD3 NM_015261 NP_056076 P42695 CNDD3_HUMAN 5 ATTCATGAAGAAC 0.353

+ 18 3380 C1_uc001qjd.2_RN NM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN FIP-RBD. 5 CTCACTCCACCAG 0.502

+ 7 1284 uc001qkn.2_Missen NM_199460 NP_955630 Q13936 CAC1C_HUMANacellular (Potential). 11 ACGGGCGGCAGT 0.602

+ 2 997 HDC5_uc009zjj.2_R NM_020782 NP_065833 Q9P2K6 KLDC5_HUMAN Kelch 3. 2 CATCGGAGGGCA 0.478

- 1 705 mh.2_Missense_Mu NM_000424 NP_000415 P13647 K2C5_HUMAN Coil 1A.|Rod. 0 ATGAAGGAGGCA 0.478

- 1 351 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Head. 6 TGACCTGATGGAT 0.627

+ 10 2283 _p.R704C|NAV3_uc NM_014903 NP_055718 Q8IVL0 NAV3_HUMAN Potential. 17 AGTCTTCGTGGGA 0.328

+ 9 1362 u.2_Missense_Mut NM_001135805 NP_001129277 P21579 SYT1_HUMAN Phospholipid binding (Proba 6 TGTATATGATTTTG 0.388

+ 1 604 KS1B_uc001tgf.1_I NM_153364 NP_699195 Q8NEG0 FA71C_HUMAN 0 TGATTGACGTGCA 0.527

+ 38 4189 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN cellular (Potential). 14 ACGAGAGAATGCT 0.527

+ 11 1105 uu.1_Nonsense_Mu NM_007062 NP_008993 Q13610 PWP1_HUMAN 0 ATGTGGCGATTCA 0.423

+ 10 1036 A_uc009zwe.1_Mi NM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7 CTCCCGGGCGAG 0.562

- 8 1115 e_Mutation_p.W22 NM_015347 NP_056162 O15034 RIMB2_HUMAN onectin type-III 1. 11 GGGCTCCCAGCC 0.562

- 4 621 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1 TCAAGGGAATCCA 0.279

+ 2 1012 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANmenal (Potential). 2 ATGAACGAGAGTG 0.493

+ 1 803 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMANcellular (Potential). 0 CATTTTCCCTAGA 0.418

+ 1 449 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMAN Name=4; (Potential). 4 TGTGGCTTGGGG 0.532

- 2 734 wih.2_Missense_M NM_021944 NP_068763 Q9H972 CN093_HUMAN 1 CCTCTTCCACGGC 0.632



+ 4 387 NUBPL_uc010tpl.1_ NM_025152 NP_079428 Q8TB37 NUBPL_HUMAN 0 ATGGACCTTCAGT 0.274

+ 3 896 bp.2_Missense_Mu NM_199421 NP_955453 Q8WXH5 SOCS4_HUMAN 2 AGTAGTCGGCACT 0.428

- 4 1102 xmk.2_Missense_M NM_033141 NP_149132 P80192 M3K9_HUMANProtein kinase. 5 TAGGAAGGGCGA 0.512

- 7 1513 _p.S437F|FOXN3_ NM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3 AGGAGGGACCCTG 0.522

+ 1 124 NM_001080841 NP_001074310 0 TTTGACCGCTACA 0.498 rs267613

- 33 6106 r-4310|MI0015840_ NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 16. 2 GCGGGCTGCCC 0.682

+ 10 1585 _p.R429Q|CKMT1A NM_001015001 NP_001015001 P12532 KCRU_HUMAN gen kinase C-terminal. 0 GTGAACGGCGTCT 0.493

+ 4 597 zxr.2_Missense_M NM_020234 NP_064619 Q8N5C7 DTWD1_HUMAN 0 AAAAGTACTGCTAT 0.214

+ 5 1270 _p.W293*|SLC27A NM_003645 NP_003636 O14975 S27A2_HUMAN lasmic (Potential). 2 TGTGTGGAGACA 0.433

- 11 1721 zza.3_Missense_M NM_031226 NP_112503 P11511 CP19A_HUMAN 3 AAAGATCATTTCC 0.448

- 61 12014 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 CAGGTTCTAGATC 0.428

+ 18 2547 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 CTTTCTCCCAGTG 0.473

- 9 2439 0uyn.1_Missense_MNM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 CAGATACCATGAT 0.478

+ 2 299 NM_003498 NP_003489 O75324 SNN_HUMAN Cytoplasmic. 0 CTGCAGCGCATCA 0.647

+ 6 873 fp.2_Missense_Mu NM_024847 NP_079123 Q7Z402 TMC7_HUMAN cellular (Potential). 3 TTTACGGACATTA 0.493

- 5 1060 NM_020718 NP_065769 Q70CQ4 UBP31_HUMAN 10 CCATAGACACTGC 0.443

- 27 4125 CC12_uc002efa.1_ NM_033226 NP_150229 Q96J65 MRP9_HUMAN C transporter 2. 3 CGTTCCCCTACTG 0.413

+ 11 1346 1A|GPR114_uc002 NM_153837 NP_722579 Q8IZF4 GP114_HUMAN Name=5; (Potential). 1 TACGGCGGCCTC 0.697

+ 4 2048 nn.1_Missense_Mu NM_015251 NP_056066 O43313 ATMIN_HUMAN 0 ACTTCTTACTCGC 0.458

- 1 205 2fgj.2_Missense_M NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN (Potential).|C-type lectin. 3 TGCCTTCGTCCTG 0.562

+ 3 574 chl.2_Missense_Mu NM_024731 NP_079007 Q8N4N3 KLH36_HUMAN 2 GTGAGCGAGGAC 0.577

- 5 591 se_Mutation_p.G17 NM_000512 NP_000503 P34059 GALNS_HUMAN 2 AGGTCCAAAGTG 0.587

- 5 669 k.1_RNA|TRPV3_u NM_145068 NP_659505 Q8NET8 TRPV3_HUMAN lasmic (Potential). 4 CGCCTCTTTTTCC 0.552

- 12 1524 _p.P211S|C17orf85 NM_001114118 NP_001107590 Q53F19 CQ085_HUMAN 1 TTTCCGGAGAATG 0.502

- 4 626 NM_003342 NP_003333 P62253 UB2G1_HUMAN 0 AAATGCACACATC 0.368

- 9 1206 _p.E359K|ALOX15_ NM_001140 NP_001131 P16050 LOX15_HUMANLipoxygenase. 5 TAATTTCCAGGGT 0.522

+ 33 5258 _p.Q1010*|USP6_u NM_004505 NP_004496 P35125 UBP6_HUMAN 5 ACATCCCAGGAAA 0.413

- 14 1420 _Mutation_p.A431V NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN yosin head-like. 14 GCTTTGGCCAGAG 0.483

+ 9 2181 e_Mutation_p.R17 NM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0 ATTTGAGGTATGA 0.323

+ 8 1229 2hgo.2_Missense_ NM_032932 NP_116321 Q86YS3 RFIP4_HUMAN 11A, subcellular location, ho 1 AGCATTGACTCTT 0.602

- 3 1568 n_p.W413*|SLFN13 NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2 TCCTTCCAGAGGG 0.423

+ 1 1130 _p.E182K|CDK12_u NM_016507 NP_057591 Q9NYV4 CDK12_HUMAN 19 CACAAGGAGAAGA 0.493

- 1 183 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN GIKRQVHEL]- [SPTR]-[STV 0 GCAGCAGCTGGA 0.672

- 1 422 NM_031854 NP_114060 Q9BQ66 KR412_HUMAN f C-C-[GRQVIL]-[SPTR]- [V 0 ggggtctgcagcagctg 0.219

+ 18 2053 2jyd.1_Missense_M NM_173626 NP_775897 Q86WA9 S2611_HUMAN cellular (Potential). 0 AAGACTCCATTCT 0.502

+ 2 187 n_p.W66*|CLUL1_u NM_014410 NP_055225 Q15846 CLUL1_HUMAN 2 GCTGTGGTTGAAA 0.443

+ 2 1128 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P- 2 GCCAAGACCTCAG 0.562

- 2 1637 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN 4 AATGTAGGAGACA 0.498

+ 13 2640 p.G533R|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 TTCACAGGTCAGT 0.403

+ 4 530 2liy.2_Missense_M NM_002639 NP_002630 P36952 SPB5_HUMAN 1 ACGAAAGGTCAG 0.388

- 2 359 NM_001080523 NP_001073992 A6NEK1 ARRD5_HUMAN 0 GTAGAAGGAAGCC 0.448

- 18 2353 NM_000064 NP_000055 P01024 CO3_HUMAN p.R764Q(1) 5 TCACTTCGGGAAA 0.478 rs143642234

- 5 33071 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCACCAAGAGAAA 0.498

- 5 33064 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GAGAAAAAGTCAG 0.483

- 3 13802 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATGGAAGGATGAA 0.453

- 10 2291 wr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN 6 GAATTTCGAAAGG 0.378 rs148650284

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423



+ 3 295 n_p.P58S|CD97_uc NM_078481 NP_510966 P48960 CD97_HUMAN r (Potential).|EGF-like 1. 4 CCACCCCGACGG 0.592

+ 3 267 n_p.P69L|CYP4F12 NM_023944 NP_076433 7 TCACTCCTACAGA 0.358

+ 1 169 NM_013939 NP_039227 O60403 O10H2_HUMAN lasmic (Potential). 3 CCGTCTGGAGCGA 0.607

- 6 3184 208_uc002nqo.1_I NM_007153 NP_009084 7 TTGTAGGGTTTCT 0.368

- 3 325 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN KRAB. 2 TCTTTTCCTTGCT 0.423

- 4 1961 _p.G538R|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMANC2H2-type 16. 0 TATGTCCAGTAAG 0.338

+ 5 738 14A_uc010xru.1_M NM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1 AGGTCGCTCAAG 0.423

+ 4 702 _p.G114R|KIRREL2 NM_199180 NP_954649 Q6UWL6 KIRR2_HUMAN 2.|Extracellular (Potential). 3 CGAGATGGGGTC 0.582

- 7 1908 e_Mutation_p.Q408 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANKL]-[LIVMAP]- [AQKHRPE]; 2 GCAGCTGTACCTC 0.587

+ 7 1010 nse_Mutation_p.G2 NM_021913 NP_068713 P30530 UFO_HUMAN tential).|Fibronectin type-III 13 AGGCGGGAGAAC 0.612

+ 14 1573 ba.1_Missense_Mutation_p.P523L Q96L34 MARK4_HUMAN 3 AGCGCCCGTCAC 0.587

- 5 2254 ydj.1_Missense_M NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 15. 0 TTATGATTTGAAA 0.408

- 5 2067 ydj.1_Missense_Mu NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0 CACTGTAATTGAA 0.388

- 5 1439 k.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0 ATTTCTGACTGAA 0.398

+ 4 1386 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMAN C2H2-type 8. 0 TCAGATGTCATCC 0.413

+ 4 2950 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0 TACAAGTGTAATG 0.348

+ 7 1834 _p.R405L|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 9. 1 GTAGACGTCATAC 0.393

+ 7 1848 _p.Q410K|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1 GGAGAGCAACCTT 0.393 rs146851069

- 3 976 NM_001101401 NP_001094871 P0C263 SBK2_HUMANProtein kinase. 0 GGCGCCCCAGGT 0.731

+ 3 1610 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN ype 10; degenerate. 1 GAGTGTGGAGAAT 0.448

+ 3 1653 NF776_uc002qqa.2 NM_173632 NP_775903 Q68DI1 ZN776_HUMAN ype 10; degenerate. 1 TCATTCGACATCA 0.448

- 17 3650 NM_012293 NP_036425 Q92626 PXDN_HUMAN 8 GGATCTCAGGGT 0.527

- 3 382 10yjv.1_Missense_ NM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3 TGCTGGCCCTGCT 0.527

- 6 836 GREF1_uc010eyr. NM_006569 NP_006560 Q99674 CGRE1_HUMAN 1 CTCCTTTAGCCTC 0.677 rs11889832

+ 1 5246 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN m repeat of P-S-E-R-S-H-H 1 CAGAGAGAAGCC 0.562

- 27 3116 NM_000379 NP_000370 P47989 XDH_HUMAN 8 GAAAAGGAACTGT 0.388

+ 1 378_379 u.2_Intron|SPTBN1 NR_002229 0 TGAGTTTGCCAT 0.48

- 10 1288 02scg.2_Missense_ NM_015910 NP_056994 O95876 FRITZ_HUMAN 0 TCTGTGCGGACAG 0.428 rs3738877

- 6 1224 2svl.2_Missense_M NM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0 TGTGGGGACGGA 0.468

+ 12 2402 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMAN lasmic (Pote p.E754K(1) 8 AGCAGAGAAAAGG 0.532 rs147224345

+ 4 564 SH2P_uc002tkd.2_ NM_182905 NP_878908 0 CCATCCGCCAAGC 0.522

+ 14 2558 0flu.2_Nonsense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN ential).|Fibrinogen C-termin 10 GACATTCAGCACT 0.488

- 3 279 _p.E53K|CACNB4 NM_000726 NP_000717 O00305 CACB4_HUMAN 2 TTGCTTCCCGGTC 0.483

- 12 1858 e_Mutation_p.W35 NM_004490 NP_004481 Q14449 GRB14_HUMAN SH2. 7 GTGAAACCATGGC 0.388

- 58 11467 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 31.|Extracellular (Potent 29 AGTTTTCCTCATC 0.448

- 46 13983 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TCACATCTGTGTG 0.318 rs149720053

- 40 2947 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 GGAACACCATTAG 0.438

- 2 237 NM_014617 NP_055432 P11844 CRGA_HUMAN a crystallin 'Greek key' 2. 0 CCGAGTCGCTGAG 0.517

+ 11 1286 e_Mutation_p.I391T NM_001875 NP_001866 P31327 CPSM_HUMAN amidotransferase type-1. 13 GGCCAATAGACAC 0.423

- 7 954 0fuw.2_Missense_M NM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0 GCAGGTCTCTCAA 0.388

- 1 1392 NM_005544 NP_005535 P35568 IRS1_HUMAN 12 GAATCCGGAGTG 0.627

- 8 1375 _p.R376*|HJURP_ NM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1 CAAATCGGATTTC 0.488

+ 17 2342 PM8_uc010fyj.2_In NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN Name=3; (Potential). 4 CCCCCCGAGCTG 0.572

- 40 8938 znj.1_Missense_M NM_004369 NP_004360 P12111 CO6A3_HUMAN ical region.|Thr-rich. 18 TGTGGTGGTCAC 0.493

- 6 2167 p.R560Q|ZNF343_ NM_024325 NP_077301 Q6P1L6 ZN343_HUMANC2H2-type 11. 3 GATTTCCGGCTAA 0.512

- 14 1298 orf194_uc002wik.2_ NM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0 TTAAACGGAATCA 0.378 rs73577662

- 14 3758 GLEC1_uc002wiz. NM_023068 NP_075556 Q9BZZ2 SN_HUMAN cellular (Potential). 10 TCCAGGGACGTG 0.692



+ 6 1239 _p.G216D|MAVS_u NM_020746 NP_065797 Q7Z434 MAVS_HUMAN lasmic (Probable). 0 GTGCTGGCATGGT 0.562

+ 26 2525 _p.R809*|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 GGATATCGACACA 0.448

+ 2 120 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 GTTGGGCATTCAG 0.338

+ 2 127 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATTCAGATGCAAT 0.333

+ 2 133 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATGCAATTGGACC 0.343

+ 2 142 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 GACCAAGAGAACA 0.338 rs147809085

+ 3 187 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0 CTTTGTTGGCCTC 0.353

+ 3 189 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0 TTGTTGGCCTCAA 0.353

+ 3 240 RG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Nonsense_Mutation_p.K22* 0 GAAGCAAAAAGTA 0.363

+ 11 1423 0ggc.2_Missense_ NM_015568 NP_056383 Q96T49 PP16B_HUMAN 3 GAATTTCCTACCA 0.567

- 4 488 NM_182482 NP_872288 0 TCCTTCGCTATAA 0.368 rs28441174

+ 3 523 CAM2_uc011acc.1 NM_004540 NP_004531 O15394 NCAM2_HUMAN 1.|Extracellular (Potential). 4 ATATATCGTTGTC 0.348

+ 21 3495 1afa.1_Missense_ NM_003274 NP_003265 P48553 TPC10_HUMAN 2 ATTTTTCGACAAA 0.299

- 1 1815 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1 CGATTTCATCTAC 0.473

+ 14 1837 _p.Q520P|MED15_ NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN 1 CCTTGCAAAAGTG 0.557

- 2 1461 6610_uc011aim.1_ NM_080740 NP_542778 P59817 Z280A_HUMAN 1 ACCGACGATCTG 0.408

+ 3 1474 DR1_uc002zwt.2_In NM_002073 NP_002064 P19086 GNAZ_HUMAN 2 CTGAACCGCAACA 0.567

- 11 1188_1189 n_p.K416E|CHEK2 NM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase373E(2)|p.S372 20 AATCTTGGAGTG 0.416 470496;rs146546850

+ 6 461 gyz.2_Missense_M NM_014509 NP_055324 Q9H4I8 SEHL2_HUMAN 0 TCTGTACCTTCCC 0.527

- 11 1624 bde.3_Missense_M NM_007229 NP_009160 Q9UNF0 PACN2_HUMAN SH3. 0 CCAAGCGTCCCTT 0.617

+ 16 1945 _p.D610Y|ATG7_uc NM_006395 NP_006386 O95352 ATG7_HUMAN 1 AGTGACGATCGG 0.478

- 3 873 _p.M166I|IQSEC1_ NM_014869 NP_055684 Q6DN90 IQEC1_HUMAN 1 GTGGTCCATGCCG 0.667

- 15 2844 11A_uc010hhn.1_5 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 ACCAGGGGAATGA 0.507

- 2 360 R3_uc003cpg.1_In NM_001295 NP_001286 P32246 CCR1_HUMAN cellular (Potential). 3 AGTCATCCTTCAA 0.463

- 83 6621 NM_000094 NP_000085 Q02388 CO7A1_HUMAN le-helical region. 11 GGCTCCCCCTGCA 0.607

- 12 1414 ASSF1_uc003daf.1 NM_015896 NP_056980 O75800 ZMY10_HUMAN MYND-type. 5 TTTTCCCAGTGCT 0.567

- 5 619 KT_uc011beq.1_M NM_001135055 NP_001128527 P29401 TKT_HUMAN 2 ATGCTGGCGAAGG 0.577

- 14 2663 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 GTTCCTCTATCTG 0.488

- 2 168 s.3_Intron|THOC7_ NM_025075 NP_079351 Q6I9Y2 THOC7_HUMAN 3 GGAGACGCTTCC 0.433

+ 19 3398 OBO2_uc011bgk.1_ NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 GGTGATCCCAGC 0.458

+ 2 698 NM_017819 NP_060289 Q7L0Y3 MRRP1_HUMAN 1 CTTTGGGATAGG 0.408

+ 4 2218 dyg.2_Missense_M NM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN Potential. 6 CTCGAGGAACTTA 0.408

+ 3 1940 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN F-box. 5 GCCTGCCCCTGG 0.522

- 15 1919 p.G513E|CPNE4_ NM_130808 NP_570720 Q96A23 CPNE4_HUMAN VWFA. 3 GGCTCTCCCTTGG 0.517

- 6 7502 _p.R528K|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN like C2-type 11. 13 TTTCCTCTGTCAT 0.393

+ 17 2651 NM_006218 NP_006209 P42336 PK3CA_HUMAN PI3K/PI4K. 3553 GATCTTCGGTAGG 0.308

+ 18 2333 NM_003940 NP_003931 Q92995 UBP13_HUMAN UBA 2. 1 CACTACGAGCAAC 0.368

- 3 564 h.2_Missense_Mut NM_139248 NP_640341 Q8WWY8 LIPH_HUMAN 2 TTACTCCGATCAT 0.443

+ 10 1401 c.1_RNA|SDHAP2_uc003fuv.2_RNA 0 CACGAATCTTGAC 0.413

- 3 1350 732_uc010ibb.1_In NM_001137608 NP_001131080 B4DXR9 ZN732_HUMANC2H2-type 12. 0 CACATTTGTAAGG 0.418

+ 1 1630 NM_000798 NP_000789 P21918 DRD5_HUMAN lasmic (Potential). 1 TACATCCACATGA 0.577

- 18 2858 _p.S721F|APBB2_u NM_173075 NP_775098 Q92870 APBB2_HUMAN 3 ATGAGGGATAAGA 0.488

+ 8 658 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 1 4 GGAATGGATTTTC 0.194

- 6 649 0iik.1_Missense_M NM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2 CTGGTTCATCCTT 0.428

- 1 142 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4 TTAATTCCACTTT 0.468

+ 14 3228 k.3_Missense_Mu NM_005935 NP_005926 P51825 AFF1_HUMAN 1 CCTTTTCCAGTGC 0.378

- 34 2368 25A1_uc003hzd.2_ NM_198721 NP_942014 Q9BXS0 COPA1_HUMAN Potential).|Collagen-like 7. 2 TTTCTCCCTTTTC 0.438



+ 6 599 HRR_uc010isy.2_In NM_013232 NP_037364 O75340 PDCD6_HUMAN EF-hand 5. 1 TTCAGACGTTACG 0.502

+ 2 437 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AATGTTTCCTTTAT 0.423

- 8 2244 on.3_Missense_Mu NM_001163315 NP_001156787 Q9UF56 FXL17_HUMAN 0 ATCGCCCAATGGC 0.458

+ 9 1582 MTS19_uc010jdh.1 NM_133638 NP_598377 Q8TE59 ATS19_HUMANeptidase M12B. 9 AAGGAAGATTTGG 0.363

+ 4 777 P103S|FAM53C_u NM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1 CCAGATCCAGAGA 0.657

+ 7 1485 e_Mutation_p.S85 NM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN 11 GCCAGCTCCACCC 0.587

+ 1 352 _p.H118Y|PCDHA1 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 GTTTTCCATGTGG 0.512

+ 5 1179 dbl.1_Missense_M NM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2 TCCATTCTCCTTC 0.572

+ 8 1873 _p.P572S|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 ACACCACCGTACA 0.522

+ 7 1264 NM_014228 NP_055043 Q99884 SC6A7_HUMAN Name=6; (Potential). 0 TCTATTCCCTGGG 0.562

+ 12 1417 n_p.R234*|G3BP1_ NM_005754 NP_005745 Q13283 G3BP1_HUMAN 4 AAGACTCGAGCTG 0.572

+ 24 2689 _p.L851V|CYFIP2_ NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 GACTTTCTCCCCA 0.587

- 12 1061 1_uc010jkt.2_Silen NM_173465 NP_775736 Q86Y22 CONA1_HUMAN ntial).|Collagen-like 1.|Gly-r 2 GCTCACCCTGGGG 0.607

+ 3 1184 NM_001718 NP_001709 P22004 BMP6_HUMAN 3 GGGATGGTAAGT 0.507

+ 26 2495 ow.2_Missense_M NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 AGAAAATGCAAAG 0.343

- 1 733 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANName=6; (Potential). 3 CAGTAAGATGAGA 0.428 rs143534892

- 2 1136 NM_020737 NP_065788 Q9ULH4 LRFN2_HUMAN cellular (Potential). 3 AAAGCCGAAGCCT 0.592

- 2 228 oqg.1_Nonsense_M NM_018643 NP_061113 Q9NP99 TREM1_HUMAN (Potential).|Ig-like V-type. 1 ATCTGCCAAGCTT 0.478

- 7 1949 xf.1_Missense_Mut NM_021073 NP_066551 P22003 BMP5_HUMAN 2 GTACGTGGTCAGG 0.308

- 4 911 phz.2_Missense_M NM_015687 NP_056502 Q7Z7B0 FLIP1_HUMAN 4 CGTATACGGTGCG 0.502

+ 5 824 3psx.3_Missense_ NM_001083535 NP_001077004 Q8IYX8 CE57L_HUMAN Potential. 0 AACATTCTTTCCA 0.368

+ 64 9352 ense_Mutation_p.P NM_000426 NP_000417 P24043 LAMA2_HUMANaminin G-like 5. 10 AGTATTCCGTTCC 0.493

- 5 906 NM_004666 NP_004657 O95497 VNN1_HUMAN CN hydrolase. 3 TTCCCTCTTCTGT 0.438

- 125 23307 ot.3_Missense_Mu NM_182961 NP_892006 Q8NF91 SYNE1_HUMAN ytoplasmic (Potential). 45 TCTCCCTATAGCG 0.527

- 2 487 rf118_uc011egi.1_ NM_144980 NP_659417 Q5T5N4 CF118_HUMAN 0 TGACAGCCTCCAC 0.617

+ 3 1736 LL2_uc011egr.1_R NM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN 3 GCTCCAGATCCCC 0.502

- 6 747 1egt.1_Missense_ NM_024919 NP_079195 Q8N878 FRMD1_HUMAN FERM. p.R228W(1) 1 TGTGCCGGAGGA 0.657

+ 75 12167 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 6 (By similarity). 15 CTCCTGGAAAATT 0.473

+ 12 1544 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 TCTGATGAAATAC 0.368

+ 9 1723 NM_021116 NP_066939 Q08828 ADCY1_HUMAN lasmic (Potential). 6 AGGTACATCAGCC 0.522

- 25 4047 w.2_Missense_Mut NM_022748 NP_073585 Q68CZ2 TENS3_HUMAN SH2. 4 AAATCTCCAGCTG 0.433

+ 4 1510 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 10. 0 ATAAGAGAATTCA 0.393

- 2 116 NM_002991 NP_002982 O00175 CCL24_HUMAN 0 CTCTTGGAAACAA 0.557

+ 14 2315 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAT 0.507

+ 3 5881 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 CTGAAATCAACAC 0.498

+ 3 7512 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 ACACCTATGACCA 0.493 rs139444589

- 27 3731 vkg.3_Nonsense_M NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 TTTCTCGAAGAAT 0.368

- 18 2418 M1D_uc010lng.2_ NM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1 CAGGAGGAAGTCC 0.318

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 7 1371 _p.H406Y|ZYX_uc NM_001010972 NP_001010972 Q15942 ZYX_HUMAN M zinc-binding 1. 0 CTGTTCCACATCG 0.642

+ 8 1391 kr.2_RNA|GALNTL NM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANmenal (Potential). 2 CTGGATGAATATA 0.468

+ 2 371 .2_5'UTR|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 AAACTTCACATTT 0.343

- 8 877 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN-like C2-type 1. 2 GGGTTTCCTTCCG 0.443

- 6 1140_1141n_p.G267K|PCMTD NM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0 GAATCCCCTTGG 0.421

+ 39 7232 iw.2_Missense_Mu NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 ATGTGCTACAGG 0.378

+ 9 1781 _p.R235C|DCAF13 NM_015420 NP_056235 Q9NV06 DCA13_HUMAN WD 7. 1 AACATTCGCCTGT 0.328

+ 69 11265 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 AGAATTCCTAAGG 0.438



+ 35 4881 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Pote p.D1559Y(1) 11 CACAAGGATAAGC 0.428

- 10 1733 yum.2_Missense_M NM_173344 NP_775479 Q11201 SIA4A_HUMANmenal (Potential). 0 TGTTCTCCCAGTA 0.572

- 13 1991 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 TTGTCTGAAGAGA 0.468

+ 13 1390 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2 GAGGGGAGCTG 0.687

+ 9 1423 _p.S466F|CNTLN_ NM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1 AGAAGTCTGAAAT 0.338

- 1 3013 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CTGTGGGATCTGC 0.498

+ 3 307 NM_019592 NP_062538 Q5VTR2 BRE1A_HUMAN Potential. 8 GAACTTCGTGAGC 0.453

+ 1 70 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMAN cellular (Potential). 3 AAAGTTCAGGTC 0.418

- 1 256 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN cellular (Potential). 0 CTGAAAGGAAGCT 0.512

- 2 167 1lwl.1_Missense_M NM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0 AAACAGGAAACAT 0.353

- 8 2383 NM_014618 NP_055433 O60477 DBC1_HUMAN 8 GGAGGGATCCGA 0.562

+ 1 22 k|GOLGA2_uc004b NM_001040011 NP_001035100 Q1ZZU3 SWI5_HUMAN 0 CAGAGGGACCTGT 0.642

+ 61 5045 uc004cff.2_Intron NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 CGAAGGGTGAGG 0.592

+ 26 3954 _p.A800V|CACNA1 NM_000718 NP_000709 Q00975 CAC1B_HUMANasmic (Potential).|III. 6 TGCAGGCTGTGTT 0.562

- 2 640 0ndi.2_Missense_ NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 TGACAACTGGATA 0.502

+ 13 1500 _p.D327N|TBL1X_u NM_001139466 NP_001132938 O60907 TBL1X_HUMAN WD 4. 1 GATGTGGACTGGC 0.527

+ 15 2667 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13 ATAGGCGATGTGA 0.522 rs147167664

- 3 1112_1113 wh.1_Missense_M NM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1 GATCTCCAAATG 0.391

- 3 357 cwh.1_Missense_M NM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1 AAATTTCCTTTAG 0.368

- 7 1013 B9_uc004cwm.2_3 NM_001031739 NP_001026909 Q96DX5 ASB9_HUMAN SOCS box. 0 AGAAGGGGGCCC 0.393

- 2 230 NA9L_uc010nfp.2_ NM_001412 NP_001403 P47813 IF1AX_HUMAN 1 TACCTCCTTTACC 0.308

- 27 3959 _Mutation_p.E1235 NM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 8. 6 CAAGTTCCTTTTT 0.433

+ 4 409 7S|ATP6AP2_uc0 NM_005765 NP_005756 O75787 RENR_HUMAN cellular (Potential). 0 GCAGTTCCTTTTA 0.353

- 19 1796 p.A220V|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 TGGGCAGCTAAAC 0.328

- 1 457 _p.L147F|SERPINA NM_000354 NP_000345 P05543 THBG_HUMAN 0 ATCATTCAAGAAC 0.423

+ 2 939 emk.2_Missense_M NM_194463 NP_919445 Q8TEB7 RN128_HUMAN 2 TTTATTCTGCTCG 0.363

- 24 4657 p.M1537I|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 AATGTTCATGTCA 0.483

- 3 581 _p.Q173*|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN inal.|Cytoplasmic (Potential 23 CAGCTTGAGCCTC 0.413

+ 12 4813 evc.1_Missense_M NM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7 CAGAGGAAAAAG 0.473

- 6 921 m.1_Missense_Mu NM_005369 NP_005360 P10911 MCF2_HUMAN 2 TTGATGTTTTTCC 0.323

+ 7 1354 NM_005140 NP_005131 Q16280 CNGA2_HUMANcellular (Potential). 3 TCTCCAACATGAA 0.502

- 4 470 c011mye.1_RNA|M NM_004961 NP_004952 P78334 GBRE_HUMAN cellular (Probable). 2 ACAAGAGACTCAA 0.488

+ 4 363 se_Mutation_p.T12 NM_153478 NP_705611 Q6PB30 CSAG1_HUMAN 1 ccttCACTGTCCTG 0.303

- 10 973 4fir.2_Missense_M NM_004135 NP_004126 P51553 IDH3G_HUMAN 0 GGGCCGGGACA 0.632

- 51 6522 qd.2_Missense_Mu NM_005529 NP_005520 P98160 PGBM_HUMAN -like C2-type 7. 9 ACGTGTGAGGAGG 0.687

+ 5 1161 Mutation_p.S339F|E NM_017449 NP_059145 P29323 EPHB2_HUMAN tential).|Fibronectin type-III 5 AGACCTCCCTCAT 0.657

- 16 2416 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 AAGCACCTGTCGA 0.587

- 10 731 _p.G154E|SLC44A NM_152697 NP_689910 Q8NCS7 CTL5_HUMAN cellular (Potential). 4 TTACTTCCTATTG 0.328

+ 13 2372 NM_006536 NP_006527 Q9UQC9 CLCA2_HUMANcellular (Potential). 3 AGGAGCGAAAGTG 0.448

- 3 437 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 CTCTTCTTGTCCA 0.463 rs121913255

- 32 4743 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 GAAAAGGATAGTA 0.438

+ 4 1005 ehw.2_Missense_M NM_000862 NP_000853 P14060 3BHS1_HUMAN 2 GCTTTCCTTTATC 0.473

+ 74 9249 k.1_Intron|NBPF10_ NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 GGGCCTAAAGTCT 0.473

+ 13 1163 NM_020452 NP_065185 P98198 AT8B2_HUMAN lasmic (Potential). 2 ACAGCTACTTCAT 0.597

- 2 858 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TTGGGGCTCCTTG 0.527

- 2 843 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TATGACCGTCTGG 0.522

- 9 1479 ST2_uc009wpb.2_R NM_144622 NP_653223 Q5T1A1 DCST2_HUMANcellular (Potential). 3 GGTCACGATAAAT 0.522



- 1 260 NM_001004476 NP_001004476 Q6IF99 O10K2_HUMAN cellular (Potential). 1 TTCTGGGACAGCA 0.488

+ 3 336 SD1_uc010pli.1_In NM_052862 NP_443094 Q6JBY9 CPZIP_HUMAN 5 CCTGTTCCCTCCC 0.567

+ 37 5233 1gox.1_Missense_ NM_000721 NP_000712 Q15878 CAC1E_HUMANellular (Potential).|IV. 6 CAGAACGAGAAC 0.557

+ 5 580 qh.2_Missense_Mu NM_173156 NP_775179 Q92540 SMG7_HUMAN TPR 1. 3 GCCAGCACTGCCT 0.443

+ 26 4229 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 10. 23 GACAATGGGGAGT 0.423

- 7 587 p.A176V|KCNT2_u NM_198503 NP_940905 Q6UVM3 KCNT2_HUMANe=Segment S4; (Potential). 7 TCCAAGGCATGTT 0.284

+ 4 633 gtr.1_Missense_Mu NM_005666 NP_005657 P36980 FHR2_HUMAN Sushi 3. 3 CTTGAGGGTAACA 0.383

+ 6 1495 B1_uc010ppb.1_M NM_201253 NP_957705 P82279 CRUM1_HUMANr (Potential).|EGF-like 11. 9 AATAATGGAACAT 0.468

- 2 304 NM_000242 NP_000233 P11226 MBL2_HUMAN Collagen-like. 1 GGATTTCCTGGAG 0.542

- 8 1175 _p.G351E|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. 8 TTTTTTCCAGCCT 0.358

- 6 746 _p.R208Q|CTNNA NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN 8 GAAGCTCGGGCTC 0.418

- 4 512 9xqi.1_RNA|C10or NM_152710 NP_689923 Q96M53 SPATL_HUMAN 1 ATCACCAGTTCTT 0.592

+ 8 1728 NM_000314 NP_000305 P60484 PTEN_HUMANC2 tensin-type)|p.?(1)|p.R233 2334 CCCACACGACGG 0.423 rs121909219

- 15 1986 10orf79_uc001kxx. NM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0 AGATACCGGTATG 0.383

+ 5 583 gd.1_Missense_M NM_144587 NP_653188 Q32M84 BTBDG_HUMAN 1 GAAAGCCCTGGC 0.607

- 13 1831 9ycc.2_Missense_ NM_021924 NP_068743 Q9HBB8 CDHR5_HUMANdem repeats.|2.|Extracellula 0 TTCCTGGCTCTGG 0.667 rs139058512

+ 1 793 NM_178168 NP_835462 Q9H207 O10A5_HUMAN cellular (Potential). 3 GCCTAAATCAAATA 0.418

- 2 1485 NM_176821 NP_789791 Q86W26 NAL10_HUMAN 9 GGGACTCCTTCCC 0.498

- 2 1171 p.R84S|STK33_uc NM_030906 NP_112168 Q9BYT3 STK33_HUMAN 7 ATGCTTTTCTCTCT 0.353

- 2 348 1_5'Flank|C11orf74 NM_000536 NP_000527 P55895 RAG2_HUMAN 5 TGACATGGTTATG 0.453

- 14 1926 NM_002334 NP_002325 O75096 LRP4_HUMAN ential).|LDL-receptor class B 4 GGGTATCGGCAAT 0.552

+ 2 247 n_p.S83A|C11orf88 NM_001100388 NP_001093858 Q6PI97 CK088_HUMAN 0 TCGCAGTCTTTTC 0.338

- 1 942 NM_001005187 NP_001005187 Q8NGN1 OR6T1_HUMAN lasmic (Potential). 1 CAGTTTCATCACA 0.428

+ 1 19 NM_001001953 NP_001001953 Q8NGN4 O10G9_HUMANcellular (Potential). 2 AGCCTCGTGACAG 0.532

+ 8 1632 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCACAAAGA 0.418 rs113451248

+ 8 1722 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 TTCTCCCCAAAGA 0.403 rs112861775

- 6 1375 m.1_RNA|NCAPD3 NM_015261 NP_056076 P42695 CNDD3_HUMAN 5 ATTCATGAAGAAC 0.353

+ 18 3380 C1_uc001qjd.2_RN NM_178040 NP_829884 Q8IUD2 RB6I2_HUMAN FIP-RBD. 5 CTCACTCCACCAG 0.502

+ 2 997 HDC5_uc009zjj.2_R NM_020782 NP_065833 Q9P2K6 KLDC5_HUMAN Kelch 3. 2 CATCGGAGGGCA 0.478

+ 13 1852 n_p.S562I|TROAP_ NM_005480 NP_005471 Q12815 TROAP_HUMAN ate tandem repeats.|Cys-ric 1 GTAGGAGTGAGCC 0.592

- 1 705 mh.2_Missense_Mu NM_000424 NP_000415 P13647 K2C5_HUMAN Coil 1A.|Rod. 0 ATGAAGGAGGCA 0.478

- 1 351 NM_175068 NP_778238 Q86Y46 K2C73_HUMAN Head. 6 TGACCTGATGGAT 0.627

+ 9 1362 u.2_Missense_Mut NM_001135805 NP_001129277 P21579 SYT1_HUMAN Phospholipid binding (Proba 6 TGTATATGATTTTG 0.388

+ 1 604 KS1B_uc001tgf.1_I NM_153364 NP_699195 Q8NEG0 FA71C_HUMAN 0 TGATTGACGTGCA 0.527

+ 38 4189 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN cellular (Potential). 14 ACGAGAGAATGCT 0.527

+ 10 1036 A_uc009zwe.1_Mi NM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN Pro-rich. 7 CTCCCGGGCGAG 0.562

- 8 1115 e_Mutation_p.W22 NM_015347 NP_056162 O15034 RIMB2_HUMAN onectin type-III 1. 11 GGGCTCCCAGCC 0.562

- 4 621 NM_005932 NP_005923 Q99797 MIPEP_HUMAN 1 TCAAGGGAATCCA 0.279

+ 2 1012 NM_153456 NP_703157 Q8IZP7 H6ST3_HUMANmenal (Potential). 2 ATGAACGAGAGTG 0.493

+ 1 803 NM_001005500 NP_001005500 Q8NGD0 OR4M1_HUMANcellular (Potential). 0 CATTTTCCCTAGA 0.418

+ 1 449 NM_001004723 NP_001004723 Q8NGD1 OR4N2_HUMAN Name=4; (Potential). 4 TGTGGCTTGGGG 0.532

- 2 734 wih.2_Missense_M NM_021944 NP_068763 Q9H972 CN093_HUMAN 1 CCTCTTCCACGGC 0.632

- 12 1959 NM_002742 NP_002733 Q15139 KPCD1_HUMANmilarity).|Protein kinase. 8 CCAAACTGTCCAG 0.323

+ 4 387 NUBPL_uc010tpl.1_ NM_025152 NP_079428 Q8TB37 NUBPL_HUMAN 0 ATGGACCTTCAGT 0.274

+ 3 896 bp.2_Missense_Mu NM_199421 NP_955453 Q8WXH5 SOCS4_HUMAN 2 AGTAGTCGGCACT 0.428

- 4 1102 xmk.2_Missense_M NM_033141 NP_149132 P80192 M3K9_HUMANProtein kinase. 5 TAGGAAGGGCGA 0.512

- 7 1513 _p.S437F|FOXN3_ NM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3 AGGAGGGACCCTG 0.522



+ 8 988 e_Mutation_p.G185 NM_001112726 NP_001106197 Q9Y4F5 K0284_HUMAN 1 GGCAGGTGGGG 0.642

+ 1 124 NM_001080841 NP_001074310 0 TTTGACCGCTACA 0.498 rs267613

- 33 6106 r-4310|MI0015840_ NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 16. 2 GCGGGCTGCCC 0.682

+ 4 597 zxr.2_Missense_M NM_020234 NP_064619 Q8N5C7 DTWD1_HUMAN 0 AAAAGTACTGCTAT 0.214

+ 5 1270 _p.W293*|SLC27A NM_003645 NP_003636 O14975 S27A2_HUMAN lasmic (Potential). 2 TGTGTGGAGACA 0.433

- 11 1721 zza.3_Missense_M NM_031226 NP_112503 P11511 CP19A_HUMAN 3 AAAGATCATTTCC 0.448

- 61 12014 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 CAGGTTCTAGATC 0.428

+ 18 2547 NM_152336 NP_689549 Q96MI9 CBPC4_HUMAN 0 CTTTCTCCCAGTG 0.473

- 9 2439 0uyn.1_Missense_MNM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 CAGATACCATGAT 0.478

+ 6 873 fp.2_Missense_Mu NM_024847 NP_079123 Q7Z402 TMC7_HUMAN cellular (Potential). 3 TTTACGGACATTA 0.493

+ 12 1647 dhg.3_Missense_M NM_001010845 NP_001010845 Q08AH3 ACS2A_HUMAN nzyme A binding. 3 CCAGCGGGTGAG 0.498

- 12 1618 _p.G470R|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN A binding (By similarity). 5 CTCACCCGCTGG 0.507 rs150327444

- 5 1060 NM_020718 NP_065769 Q70CQ4 UBP31_HUMAN 10 CCATAGACACTGC 0.443

- 27 4125 CC12_uc002efa.1_ NM_033226 NP_150229 Q96J65 MRP9_HUMAN C transporter 2. 3 CGTTCCCCTACTG 0.413

+ 11 1346 1A|GPR114_uc002 NM_153837 NP_722579 Q8IZF4 GP114_HUMAN Name=5; (Potential). 1 TACGGCGGCCTC 0.697

+ 4 2048 nn.1_Missense_Mu NM_015251 NP_056066 O43313 ATMIN_HUMAN 0 ACTTCTTACTCGC 0.458

- 1 205 2fgj.2_Missense_M NM_052892 NP_443124 Q7Z442 PK1L2_HUMAN (Potential).|C-type lectin. 3 TGCCTTCGTCCTG 0.562

- 5 591 se_Mutation_p.G17 NM_000512 NP_000503 P34059 GALNS_HUMAN 2 AGGTCCAAAGTG 0.587

- 12 1524 _p.P211S|C17orf85 NM_001114118 NP_001107590 Q53F19 CQ085_HUMAN 1 TTTCCGGAGAATG 0.502

- 4 626 NM_003342 NP_003333 P62253 UB2G1_HUMAN 0 AAATGCACACATC 0.368

- 9 1206 _p.E359K|ALOX15_ NM_001140 NP_001131 P16050 LOX15_HUMANLipoxygenase. 5 TAATTTCCAGGGT 0.522

+ 33 5258 _p.Q1010*|USP6_u NM_004505 NP_004496 P35125 UBP6_HUMAN 5 ACATCCCAGGAAA 0.413

+ 11 2472 2gix.2_Missense_M NM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2 ACATCATGAAGAT 0.572

- 14 1420 _Mutation_p.A431V NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN yosin head-like. 14 GCTTTGGCCAGAG 0.483

+ 9 2181 e_Mutation_p.R17 NM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0 ATTTGAGGTATGA 0.323

- 2 171 se_Mutation_p.A36 NM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1 GAACGGCCCCATT 0.562 rs144269928

- 3 1568 n_p.W413*|SLFN13 NM_144682 NP_653283 Q68D06 SLN13_HUMAN 2 TCCTTCCAGAGGG 0.423

+ 1 1130 _p.E182K|CDK12_u NM_016507 NP_057591 Q9NYV4 CDK12_HUMAN 19 CACAAGGAGAAGA 0.493

- 1 393 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN GIKRQVHEL]- [SPTR]-[STV 0 ctgcagcagctggacac 0.129

- 1 183 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN GIKRQVHEL]- [SPTR]-[STV 0 GCAGCAGCTGGA 0.672

+ 18 2053 2jyd.1_Missense_M NM_173626 NP_775897 Q86WA9 S2611_HUMAN cellular (Potential). 0 AAGACTCCATTCT 0.502

+ 2 187 n_p.W66*|CLUL1_u NM_014410 NP_055225 Q15846 CLUL1_HUMAN 2 GCTGTGGTTGAAA 0.443

- 2 1637 NM_016626 NP_057710 Q5U5Q3 MEX3C_HUMAN 4 AATGTAGGAGACA 0.498

+ 13 2640 p.G533R|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 TTCACAGGTCAGT 0.403

+ 4 530 2liy.2_Missense_M NM_002639 NP_002630 P36952 SPB5_HUMAN 1 ACGAAAGGTCAG 0.388

- 1 327 2luv.2_Missense_M NM_130807 NP_570719 Q96BX8 MOL2A_HUMAN 1 GTTCAGGTCCTCG 0.667

- 2 359 NM_001080523 NP_001073992 A6NEK1 ARRD5_HUMAN 0 GTAGAAGGAAGCC 0.448

- 18 2353 NM_000064 NP_000055 P01024 CO3_HUMAN p.R764Q(1) 5 TCACTTCGGGAAA 0.478 rs143642234

- 4 659 q.2_Missense_Mut NM_021155 NP_066978 Q9NNX6 CD209_HUMAN |5.|7 X approximate tandem 1 TCAGCCGGGTCAG 0.562 rs141131967

- 3 13802 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 ATGGAAGGATGAA 0.453

- 10 2291 wr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN 6 GAATTTCGAAAGG 0.378 rs148650284

+ 4 1651 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 GAAACCCTATGAG 0.413

+ 3 295 n_p.P58S|CD97_uc NM_078481 NP_510966 P48960 CD97_HUMAN r (Potential).|EGF-like 1. 4 CCACCCCGACGG 0.592

+ 3 267 n_p.P69L|CYP4F12 NM_023944 NP_076433 7 TCACTCCTACAGA 0.358

+ 1 169 NM_013939 NP_039227 O60403 O10H2_HUMAN lasmic (Potential). 3 CCGTCTGGAGCGA 0.607

- 4 935 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 TCTCCACTATGAA 0.403

- 3 325 NM_001098626 NP_001092096 A6NK75 ZNF98_HUMAN KRAB. 2 TCTTTTCCTTGCT 0.423



+ 4 1251 xrk.1_Missense_M NM_203282 NP_975011 O75437 ZN254_HUMAN 0 ATTCATACTGGAG 0.378

+ 4 702 _p.G114R|KIRREL2 NM_199180 NP_954649 Q6UWL6 KIRR2_HUMAN 2.|Extracellular (Potential). 3 CGAGATGGGGTC 0.582

- 4 529_530 68KN>NY|ZNF573_ NM_152360 NP_689573 Q86YE8 ZN573_HUMAN C2H2-type 2. 1 AAAGTTCTTCCC 0.366

+ 7 1010 nse_Mutation_p.G2 NM_021913 NP_068713 P30530 UFO_HUMAN tential).|Fibronectin type-III 13 AGGCGGGAGAAC 0.612

+ 14 1573 ba.1_Missense_Mutation_p.P523L Q96L34 MARK4_HUMAN 3 AGCGCCCGTCAC 0.587

- 5 1038 577_uc010ydf.1_5' NM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3 TCTCCTTTGTGAG 0.507

+ 4 2950 dw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 27. 0 TACAAGTGTAATG 0.348

- 3 976 NM_001101401 NP_001094871 P0C263 SBK2_HUMANProtein kinase. 0 GGCGCCCCAGGT 0.731

- 9 1992 DH14_uc002rcx.3_ NM_033253 NP_150278 Q96P26 5NT1B_HUMAN 3 CATCCATAGCTTT 0.423

- 3 382 10yjv.1_Missense_ NM_001002006 NP_001002006 Q96P26 5NT1B_HUMAN 3 TGCTGGCCCTGCT 0.527

+ 1 378_379 u.2_Intron|SPTBN1 NR_002229 0 TGAGTTTGCCAT 0.48

- 6 1224 2svl.2_Missense_M NM_020151 NP_064536 Q9NQZ5 STAR7_HUMAN START. 0 TGTGGGGACGGA 0.468

+ 12 2402 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMAN lasmic (Pote p.E754K(1) 8 AGCAGAGAAAAGG 0.532 rs147224345

+ 4 564 SH2P_uc002tkd.2_ NM_182905 NP_878908 0 CCATCCGCCAAGC 0.522

- 34 4076 yyy.1_RNA|CLASP NM_015282 NP_056097 Q7Z460 CLAP1_HUMAN 2 CCCCCCGGCCCT 0.637

+ 14 2558 0flu.2_Nonsense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN ential).|Fibrinogen C-termin 10 GACATTCAGCACT 0.488

- 3 279 _p.E53K|CACNB4 NM_000726 NP_000717 O00305 CACB4_HUMAN 2 TTGCTTCCCGGTC 0.483

- 12 1858 e_Mutation_p.W35 NM_004490 NP_004481 Q14449 GRB14_HUMAN SH2. 7 GTGAAACCATGGC 0.388

- 58 11467 NM_004525 NP_004516 P98164 LRP2_HUMAN s A 31.|Extracellular (Potent 29 AGTTTTCCTCATC 0.448

- 46 13983 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 TCACATCTGTGTG 0.318 rs149720053

- 40 2947 frx.2_Missense_Mu NM_000393 NP_000384 P05997 CO5A2_HUMAN 2 GGAACACCATTAG 0.438

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

- 2 237 NM_014617 NP_055432 P11844 CRGA_HUMAN a crystallin 'Greek key' 2. 0 CCGAGTCGCTGAG 0.517

- 7 954 0fuw.2_Missense_M NM_016260 NP_057344 Q9UKS7 IKZF2_HUMAN 0 GCAGGTCTCTCAA 0.388

- 8 1375 _p.R376*|HJURP_ NM_018410 NP_060880 Q8NCD3 HJURP_HUMAN 1 CAAATCGGATTTC 0.488

+ 17 2342 PM8_uc010fyj.2_In NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN Name=3; (Potential). 4 CCCCCCGAGCTG 0.572

- 40 8938 znj.1_Missense_M NM_004369 NP_004360 P12111 CO6A3_HUMAN ical region.|Thr-rich. 18 TGTGGTGGTCAC 0.493

- 14 1298 orf194_uc002wik.2_ NM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0 TTAAACGGAATCA 0.378 rs73577662

- 14 3758 GLEC1_uc002wiz. NM_023068 NP_075556 Q9BZZ2 SN_HUMAN cellular (Potential). 10 TCCAGGGACGTG 0.692

+ 26 2525 _p.R809*|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN 15 GGATATCGACACA 0.448

+ 2 120 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 GTTGGGCATTCAG 0.338

+ 2 127 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATTCAGATGCAAT 0.333

+ 2 133 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATGCAATTGGACC 0.343

+ 3 187 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.L4S 0 CTTTGTTGGCCTC 0.353

+ 3 189 FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Missense_Mutation_p.A5T 0 TTGTTGGCCTCAA 0.353

+ 11 1423 0ggc.2_Missense_ NM_015568 NP_056383 Q96T49 PP16B_HUMAN 3 GAATTTCCTACCA 0.567

- 4 488 NM_182482 NP_872288 0 TCCTTCGCTATAA 0.368 rs28441174

- 4 488 NM_182482 NP_872288 0 CTTCGCTATAATT 0.368 rs28537865

- 2 297 AGE_uc002yix.2_R NM_182482 NP_872288 0 gctccaacctccagctc 0.09

+ 3 523 CAM2_uc011acc.1 NM_004540 NP_004531 O15394 NCAM2_HUMAN 1.|Extracellular (Potential). 4 ATATATCGTTGTC 0.348

+ 21 3495 1afa.1_Missense_ NM_003274 NP_003265 P48553 TPC10_HUMAN 2 ATTTTTCGACAAA 0.299

+ 3 1474 DR1_uc002zwt.2_In NM_002073 NP_002064 P19086 GNAZ_HUMAN 2 CTGAACCGCAACA 0.567

- 11 1188_1189 n_p.K416E|CHEK2 NM_007194 NP_009125 O96017 CHK2_HUMANProtein kinase373E(2)|p.S372 20 AATCTTGGAGTG 0.416 470496;rs146546850

+ 6 461 gyz.2_Missense_M NM_014509 NP_055324 Q9H4I8 SEHL2_HUMAN 0 TCTGTACCTTCCC 0.527

+ 16 1945 _p.D610Y|ATG7_uc NM_006395 NP_006386 O95352 ATG7_HUMAN 1 AGTGACGATCGG 0.478

- 3 873 _p.M166I|IQSEC1_ NM_014869 NP_055684 Q6DN90 IQEC1_HUMAN 1 GTGGTCCATGCCG 0.667

- 15 2844 11A_uc010hhn.1_5 NM_014139 NP_054858 Q9UI33 SCNBA_HUMAN 9 ACCAGGGGAATGA 0.507



- 2 360 R3_uc003cpg.1_In NM_001295 NP_001286 P32246 CCR1_HUMAN cellular (Potential). 3 AGTCATCCTTCAA 0.463

- 83 6621 NM_000094 NP_000085 Q02388 CO7A1_HUMAN le-helical region. 11 GGCTCCCCCTGCA 0.607

- 12 1414 ASSF1_uc003daf.1 NM_015896 NP_056980 O75800 ZMY10_HUMAN MYND-type. 5 TTTTCCCAGTGCT 0.567

- 14 2663 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 GTTCCTCTATCTG 0.488

+ 19 3398 OBO2_uc011bgk.1_ NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 GGTGATCCCAGC 0.458

+ 2 698 NM_017819 NP_060289 Q7L0Y3 MRRP1_HUMAN 1 CTTTGGGATAGG 0.408

+ 3 171 hpu.2_Missense_M NM_007072 NP_009003 Q9UM44 HHLA2_HUMAN 1 GACATGAAGGCAC 0.303

+ 4 2218 dyg.2_Missense_M NM_001134438 NP_001127910 Q86SQ0 PHLB2_HUMAN Potential. 6 CTCGAGGAACTTA 0.408

+ 7 1310 C_uc003dzz.2_Mis NM_033254 NP_150279 Q9BWV1 BOC_HUMAN cellular (Potential). 6 CTGCCCGCATCA 0.622

+ 3 1940 NM_016298 NP_057382 Q9UH90 FBX40_HUMAN F-box. 5 GCCTGCCCCTGG 0.522

- 15 1919 p.G513E|CPNE4_ NM_130808 NP_570720 Q96A23 CPNE4_HUMAN VWFA. 3 GGCTCTCCCTTGG 0.517

- 6 7502 _p.R528K|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN like C2-type 11. 13 TTTCCTCTGTCAT 0.393

- 3 564 h.2_Missense_Mut NM_139248 NP_640341 Q8WWY8 LIPH_HUMAN 2 TTACTCCGATCAT 0.443

+ 1 119 NM_001083308 NP_001076777 Q56P42 PYDC2_HUMAN DAPIN. 0 AGCTACAGACCGT 0.542

+ 10 1401 c.1_RNA|SDHAP2_uc003fuv.2_RNA 0 CACGAATCTTGAC 0.413

+ 1 1630 NM_000798 NP_000789 P21918 DRD5_HUMAN lasmic (Potential). 1 TACATCCACATGA 0.577

- 18 2858 _p.S721F|APBB2_u NM_173075 NP_775098 Q92870 APBB2_HUMAN 3 ATGAGGGATAAGA 0.488

+ 8 658 NM_016519 NP_057603 Q9NP70 AMBN_HUMAN 1 4 GGAATGGATTTTC 0.194

- 6 649 0iik.1_Missense_M NM_201431 NP_958834 Q6ZTQ3 RASF6_HUMAN 2 CTGGTTCATCCTT 0.428

- 6 744 e_Mutation_p.S22 NM_014435 NP_055250 Q02083 NAAA_HUMAN 1 TTTTCCGACTCAC 0.517

- 1 142 NM_033214 NP_149991 Q14410 GLPK2_HUMAN 4 TTAATTCCACTTT 0.468

+ 14 3228 k.3_Missense_Mu NM_005935 NP_005926 P51825 AFF1_HUMAN 1 CCTTTTCCAGTGC 0.378

- 34 2368 25A1_uc003hzd.2_ NM_198721 NP_942014 Q9BXS0 COPA1_HUMAN Potential).|Collagen-like 7. 2 TTTCTCCCTTTTC 0.438

+ 2 437 NM_153610 NP_705838 Q8N3K9 CMYA5_HUMAN 9 AATGTTTCCTTTAT 0.423

+ 9 1582 MTS19_uc010jdh.1 NM_133638 NP_598377 Q8TE59 ATS19_HUMANeptidase M12B. 9 AAGGAAGATTTGG 0.363

+ 4 777 P103S|FAM53C_u NM_001135647 NP_001129119 Q9NYF3 FA53C_HUMAN 1 CCAGATCCAGAGA 0.657

+ 7 1485 e_Mutation_p.S85 NM_016604 NP_057688 Q7LBC6 KDM3B_HUMAN 11 GCCAGCTCCACCC 0.587

+ 1 352 _p.H118Y|PCDHA1 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 GTTTTCCATGTGG 0.512

+ 5 1179 dbl.1_Missense_M NM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN 2 TCCATTCTCCTTC 0.572

+ 8 1873 _p.P572S|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 ACACCACCGTACA 0.522

+ 7 1264 NM_014228 NP_055043 Q99884 SC6A7_HUMAN Name=6; (Potential). 0 TCTATTCCCTGGG 0.562

+ 12 1417 n_p.R234*|G3BP1_ NM_005754 NP_005745 Q13283 G3BP1_HUMAN 4 AAGACTCGAGCTG 0.572

+ 24 2689 _p.L851V|CYFIP2_ NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 GACTTTCTCCCCA 0.587

- 12 1061 1_uc010jkt.2_Silen NM_173465 NP_775736 Q86Y22 CONA1_HUMAN ntial).|Collagen-like 1.|Gly-r 2 GCTCACCCTGGGG 0.607

+ 3 1184 NM_001718 NP_001709 P22004 BMP6_HUMAN 3 GGGATGGTAAGT 0.507

+ 26 2495 ow.2_Missense_M NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 AGAAAATGCAAAG 0.343

- 1 733 NM_030903 NP_112165 Q9Y3N9 OR2W1_HUMANName=6; (Potential). 3 CAGTAAGATGAGA 0.428 rs143534892

+ 25 3380 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 GCCGCATGTTCCT 0.647

- 2 1136 NM_020737 NP_065788 Q9ULH4 LRFN2_HUMAN cellular (Potential). 3 AAAGCCGAAGCCT 0.592

- 2 228 oqg.1_Nonsense_M NM_018643 NP_061113 Q9NP99 TREM1_HUMAN (Potential).|Ig-like V-type. 1 ATCTGCCAAGCTT 0.478

- 7 1949 xf.1_Missense_Mut NM_021073 NP_066551 P22003 BMP5_HUMAN 2 GTACGTGGTCAGG 0.308

+ 5 824 3psx.3_Missense_ NM_001083535 NP_001077004 Q8IYX8 CE57L_HUMAN Potential. 0 AACATTCTTTCCA 0.368

+ 64 9352 ense_Mutation_p.P NM_000426 NP_000417 P24043 LAMA2_HUMANaminin G-like 5. 10 AGTATTCCGTTCC 0.493

- 5 906 NM_004666 NP_004657 O95497 VNN1_HUMAN CN hydrolase. 3 TTCCCTCTTCTGT 0.438

+ 2 1381 NM_016217 NP_057301 Q9UBI9 HDC_HUMAN 0 TTCCACGTGCGCA 0.602

- 2 487 rf118_uc011egi.1_ NM_144980 NP_659417 Q5T5N4 CF118_HUMAN 0 TGACAGCCTCCAC 0.617

+ 3 1736 LL2_uc011egr.1_R NM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN 3 GCTCCAGATCCCC 0.502



+ 75 12167 NM_003777 NP_003768 Q96DT5 DYH11_HUMANA 6 (By similarity). 15 CTCCTGGAAAATT 0.473

+ 12 1544 ze.1_Missense_Mu NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 TCTGATGAAATAC 0.368

+ 9 1723 NM_021116 NP_066939 Q08828 ADCY1_HUMAN lasmic (Potential). 6 AGGTACATCAGCC 0.522

- 25 4047 w.2_Missense_Mut NM_022748 NP_073585 Q68CZ2 TENS3_HUMAN SH2. 4 AAATCTCCAGCTG 0.433

+ 4 1510 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 10. 0 ATAAGAGAATTCA 0.393

- 2 116 NM_002991 NP_002982 O00175 CCL24_HUMAN 0 CTCTTGGAAACAA 0.557

+ 14 2315 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAT 0.507

- 27 3731 vkg.3_Nonsense_M NM_017954 NP_060424 Q86UW7 CAPS2_HUMAN 2 TTTCTCGAAGAAT 0.368

- 18 2418 M1D_uc010lng.2_ NM_030647 NP_085150 Q6ZMT4 KDM7_HUMAN 1 CAGGAGGAAGTCC 0.318

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

+ 7 1371 _p.H406Y|ZYX_uc NM_001010972 NP_001010972 Q15942 ZYX_HUMAN M zinc-binding 1. 0 CTGTTCCACATCG 0.642

+ 8 1391 kr.2_RNA|GALNTL NM_145292 NP_660335 Q7Z4T8 GLTL5_HUMANmenal (Potential). 2 CTGGATGAATATA 0.468

+ 2 371 .2_5'UTR|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 AAACTTCACATTT 0.343

- 8 877 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN-like C2-type 1. 2 GGGTTTCCTTCCG 0.443

- 6 1140_1141n_p.G267K|PCMTD NM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0 GAATCCCCTTGG 0.421

+ 69 11265 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 AGAATTCCTAAGG 0.438

- 4 835 hx.1_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN ar (Potential).|Sushi 1. 63 ACGAAGCTGTATT 0.423

+ 35 4881 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN lasmic (Pote p.D1559Y(1) 11 CACAAGGATAAGC 0.428

- 13 1991 AM135B_uc003yva NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 TTGTCTGAAGAGA 0.468

+ 13 1390 NM_139021 NP_620590 Q8TD08 MK15_HUMAN 2 GAGGGGAGCTG 0.687

+ 9 1423 _p.S466F|CNTLN_ NM_017738 NP_060208 Q9NXG0 CNTLN_HUMAN 1 AGAAGTCTGAAAT 0.338

- 1 3013 uc003zrh.1_5'Flank NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CTGTGGGATCTGC 0.498

+ 3 307 NM_019592 NP_062538 Q5VTR2 BRE1A_HUMAN Potential. 8 GAACTTCGTGAGC 0.453

+ 1 70 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMAN cellular (Potential). 3 AAAGTTCAGGTC 0.418

- 1 256 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN cellular (Potential). 0 CTGAAAGGAAGCT 0.512

- 2 167 1lwl.1_Missense_M NM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0 AAACAGGAAACAT 0.353

- 8 2383 NM_014618 NP_055433 O60477 DBC1_HUMAN 8 GGAGGGATCCGA 0.562

+ 1 22 k|GOLGA2_uc004b NM_001040011 NP_001035100 Q1ZZU3 SWI5_HUMAN 0 CAGAGGGACCTGT 0.642

+ 61 5045 uc004cff.2_Intron NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 CGAAGGGTGAGG 0.592

+ 26 3954 _p.A800V|CACNA1 NM_000718 NP_000709 Q00975 CAC1B_HUMANasmic (Potential).|III. 6 TGCAGGCTGTGTT 0.562

- 2 640 0ndi.2_Missense_ NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 TGACAACTGGATA 0.502

+ 13 1500 _p.D327N|TBL1X_u NM_001139466 NP_001132938 O60907 TBL1X_HUMAN WD 4. 1 GATGTGGACTGGC 0.527

+ 15 2667 mij.1_Missense_M NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13 ATAGGCGATGTGA 0.522 rs147167664

- 3 1112_1113 wh.1_Missense_M NM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1 GATCTCCAAATG 0.391

- 3 357 cwh.1_Missense_M NM_001018113 NP_001018123 Q8NB91 FANCB_HUMAN 1 AAATTTCCTTTAG 0.368

- 7 1013 B9_uc004cwm.2_3 NM_001031739 NP_001026909 Q96DX5 ASB9_HUMAN SOCS box. 0 AGAAGGGGGCCC 0.393

- 2 230 NA9L_uc010nfp.2_ NM_001412 NP_001403 P47813 IF1AX_HUMAN 1 TACCTCCTTTACC 0.308

- 27 3959 _Mutation_p.E1235 NM_004006 NP_003997 P11532 DMD_HUMAN Spectrin 8. 6 CAAGTTCCTTTTT 0.433

+ 1 1956 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CCTCCCAATACTG 0.642 rs145580328

+ 4 409 7S|ATP6AP2_uc0 NM_005765 NP_005756 O75787 RENR_HUMAN cellular (Potential). 0 GCAGTTCCTTTTA 0.353

- 19 1796 p.A220V|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 TGGGCAGCTAAAC 0.328

- 1 457 _p.L147F|SERPINA NM_000354 NP_000345 P05543 THBG_HUMAN 0 ATCATTCAAGAAC 0.423

+ 2 939 emk.2_Missense_M NM_194463 NP_919445 Q8TEB7 RN128_HUMAN 2 TTTATTCTGCTCG 0.363

- 24 4657 p.M1537I|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 AATGTTCATGTCA 0.483

- 3 581 _p.Q173*|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN inal.|Cytoplasmic (Potential 23 CAGCTTGAGCCTC 0.413

+ 12 4813 evc.1_Missense_M NM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7 CAGAGGAAAAAG 0.473

+ 4 1679 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CCTGAGAGAACTC 0.478



+ 7 1354 NM_005140 NP_005131 Q16280 CNGA2_HUMANcellular (Potential). 3 TCTCCAACATGAA 0.502

- 4 470 c011mye.1_RNA|M NM_004961 NP_004952 P78334 GBRE_HUMAN cellular (Probable). 2 ACAAGAGACTCAA 0.488

+ 4 363 se_Mutation_p.T12 NM_153478 NP_705611 Q6PB30 CSAG1_HUMAN 1 ccttCACTGTCCTG 0.303

+ 10 1079 k.1_Missense_Mu NM_002631 NP_002622 P52209 6PGD_HUMAN 1 ACGCTTCCAAGAT 0.498

- 11 2941 _p.S874L|CASZ1_u NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1 ATGGGCGAGATGA 0.662

+ 11 4450 p.1_Missense_Mut NM_015001 NP_055816 Q96T58 MINT_HUMAN Potential. 15 AAGCTACGTGAGC 0.398

+ 3 379 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0 CTTTTCATCTTCT 0.557

+ 13 1157 p.R316C|RPS6KA1 NM_002953 NP_002944 Q15418 KS6A1_HUMAN kinase C-terminal. 1 TACCGTCGTGAGA 0.597

- 9 7977 e_Mutation_p.S22 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 ACAGGCGACACGG 0.687 rs146175722

+ 49 6741_674201cjl.1_Missense_M NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 CATCATCCTCATG 0.574

+ 8 1227 _p.S325F|CYP4X1_ NM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2 GCATCTCCTGGAT 0.512

- 14 1723 _p.P69S|CC2D1B_ NM_032449 NP_115825 Q5T0F9 C2D1B_HUMAN 2 GACTCGGTGACT 0.632

+ 9 1175 cya.3_Missense_M NM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0 GATATCGATCCCT 0.592

- 5 769 n_p.V76I|DHCR24_ NM_014762 NP_055577 Q15392 DHC24_HUMAN inding PCMH-type. 1 AGGGTACGGCATA 0.572

+ 3 484 n_p.Q15*|RAVER2_ NM_018211 NP_060681 Q9HCJ3 RAVR2_HUMAN RRM 1. 1 ATAGTCCAGCTTC 0.368

- 14 3346 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CATCTTCCCTATTA 0.468

- 2 378 n_p.A35T|BCAR3_ NM_003567 NP_003558 O75815 BCAR3_HUMAN 3 CTCAGCGAGAGG 0.537

+ 8 727 53_uc010owa.1_M NM_001040033 NP_001035122 P19397 CD53_HUMAN ical; (Potential). 0 TATATCGGAATCA 0.259

+ 5 279 PF10_uc009wir.2_I NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0 CTCATAAGATTTAT 0.537

+ 12 1400 3_RNA|NBPF9_uc0 NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 2. 0 GATGACAATGAAG 0.423

+ 76 9469 BPF10_uc010oyl.1 NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AGAAAGGGCCTGA 0.483 rs78186669

- 2 2983 ne.1_Missense_Mu NM_007113 NP_009044 Q07283 TRHY_HUMAN A tandem repeats.|4-3. 5 gctgcaactcctcttcctc 0.065

- 3 5721 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 20 3 TAACCAGAGGACT 0.557

- 3 7594 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 GTTCATCGTTACG 0.587

- 3 883 NM_016190 NP_057274 Q9UBG3 CRNN_HUMAN Gln-rich. 3 CCGTGGGTCTCAG 0.612 rs3814301

- 2 858 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TTGGGGCTCCTTG 0.527

- 2 843 2_Missense_Mutat NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 TATGACCGTCTGG 0.522

- 11 1558 1fmd.3_Missense_ NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 ACTGTCATCCATG 0.468

+ 2 234 1_Intron|MAEL_uc NM_032858 NP_116247 Q96JY0 MAEL_HUMAN HMG box. 1 AAATACGCAGAAA 0.527

+ 12 1273 se_Mutation_p.S37 NM_032858 NP_116247 Q96JY0 MAEL_HUMAN 1 GCATTTCCAATTC 0.413

- 10 1553 e.2_5'UTR|SLC9A1 NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN ical; (Potential). 2 CCAGACCACGTGA 0.383

+ 6 1174 _p.H83R|RNPEP_ NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 GTCAGCACATGGA 0.577

- 31 6282 hgy.2_Missense_M NM_025179 NP_079455 O75051 PLXA2_HUMAN lasmic (Potential). 3 CTCCACGGCGTG 0.562 rs139305640

- 21 4710 NM_025179 NP_079455 O75051 PLXA2_HUMAN lasmic (Potential). 3 AGGTACGATAGTC 0.582

- 8 1274 se_Mutation_p.P29 NM_001017402 NP_001017402 Q13751 LAMB3_HUMANminin EGF-like 1. 6 TAGAAGGGTGCAC 0.602

- 2 812 w.1_5'UTR|SUSD4_ NM_017982 NP_060452 Q5VX71 SUSD4_HUMAN xtracellular (Potential). 0 GCCGGGGTCAG 0.507

+ 1 339 NR_002141 0 TGAGTTACCTTCC 0.413

- 1 492 NM_001004693 NP_001004693 Q8NGZ9 O2T10_HUMAN cellular (Potential). 1 GAAGCTCATGGCG 0.512

+ 4 653 NM_018706 NP_061176 Q96HY7 DHTK1_HUMAN 2 AGTTCTCGACAGT 0.522 rs149544379

+ 1 98 NM_032517 NP_115906 Q6UWQ5 LYZL1_HUMAN 0 CTAAGTGGAGCAG 0.512

- 6 905 NF248_uc001izc.2_ NM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1 TATAGGGATAATT 0.323

- 3 460 P103S|SYT15_uc0 NM_031912 NP_114118 Q9BQS2 SYT15_HUMAN lasmic (Potential). 0 GGCAGGGGTCCC 0.682

- 8 842 p.Q222K|ZWINT_u NM_007057 NP_008988 O95229 ZWINT_HUMAN 0 CAGGTTGTAGACC 0.517

+ 3 479 _p.L152F|CYP2C9 NM_000771 NP_000762 P11712 CP2C9_HUMAN 6 CGCTGCCTTGTGG 0.498

- 9 1393 YP2C8_uc010qob.1 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 CAAATTCGTTTTC 0.363

- 2 746 uc010qpy.1_5'Flan NM_006562 NP_006553 P52954 LBX1_HUMAN 0 CTGCCCGCTGGG 0.672

- 27 3537 xxq.2_Missense_M NM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0 GTTGAGGAATCAC 0.328



- 2 464 BE1_uc001mam.1 NM_005330 NP_005321 P02100 HBE_HUMAN 0 CAAAGGAAGTCAG 0.512

+ 1 342 ense_Mutation_p.R NM_176875 NP_795344 P32239 GASR_HUMAN cellular (Potential). 8 GGACACGAGGTG 0.647

+ 1 164 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMAN lasmic (Potential). 4 TGAGATCCCCCAT 0.428

+ 4 943 89F|TMEM132A_uc NM_024092 NP_076997 Q9BVC6 TM109_HUMAN ical; (Potential). 0 CTGCTACTCCTGG 0.677

- 5 6667 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 GTAAGTCCACATC 0.522

- 5 6640 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 GGGGGCCTTGAA 0.507 rs1298288

- 5 6119 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 ACATCCACATCCC 0.502

- 5 6042 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 GTGCATGTCTGGC 0.507 rs147590412

- 9 1366 p.G330D|SF1_uc00 NM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3 GTGGAGCCCACA 0.612

+ 4 347 B2_uc009yrq.2_5'U NM_003952 NP_003943 Q9UBS0 KS6B2_HUMANProtein kinase. 7 GTGCAAGGCACC 0.393

+ 59 8989_8990 1_Intron|C11orf65_ NM_000051 NP_000042 Q13315 ATM_HUMAN PI3K/PI4K. 240 GGACTTGGTGATA 0.302

+ 8 1115 _p.V166A|TMEM25 NM_032780 NP_116169 Q86YD3 TMM25_HUMAN lasmic (Potential). 0 CAGCAGTGAAACC 0.602

+ 31 4404 n_p.R288*|SORL1_ NM_003105 NP_003096 Q92673 SORL_HUMAN ential).|LDL-receptor class A 15 GGGTACCGAGATT 0.597

+ 9 908 _p.R230Q|ST3GAL NM_006278 NP_006269 Q11206 SIA4C_HUMANmenal (Potential). 0 AGATTCGGATTCT 0.512

- 4 655 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN lasmic (Potential). 7 CTGCCTCTCTGGC 0.468

- 8 2008 _p.G627E|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 GCAACTCCACATT 0.517

- 7 1735 _p.G536E|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 CCATTTCCCTCTC 0.532

- 4 352 3_5'UTR|PLCZ1_u NM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN EF-hand. 3 GTGATTCTTCCTT 0.308

- 38 4585 rfg.2_Missense_M NM_020297 NP_064693 O60706 ABCC9_HUMAN otential).|ABC transporter 2 6 ATATTTCCTCGCT 0.408

+ 4 1816 rpq.2_Missense_M NM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5 CCTCATCAGCCCA 0.542

- 33 8365 NM_003482 NP_003473 O14686 MLL2_HUMAN 41 CTCACCGGCTGT 0.567

- 3 314 _p.D85N|CPM_uc0 NM_198320 NP_938079 P14384 CBPM_HUMAN 0 CCTCATCTCCATG 0.463

+ 15 1807 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 2. 14 AATTTGGGACATG 0.388

- 9 1094 tki.1_Missense_Mu NM_031302 NP_112592 Q9H1C3 GL8D2_HUMANmenal (Potential). 2 CAATCACACCAGG 0.488

+ 21 2563 tlq.2_Nonsense_M NM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2 TTGAAACGATACA 0.408

- 65 11164 NM_001109662 NP_001103132 2 GCAGCGGGACGT 0.632

- 31 3707 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 TGGCTTCCCACTG 0.527

+ 6 885 p.E252G|ACADS_ NM_000017 NP_000008 P16219 ACADS_HUMAN 2 GGGGGAGCCAG 0.657

+ 6 892 e_Mutation_p.P49S NM_014938 NP_055753 Q9HAP2 MLXIP_HUMAN cytoplasmic localization. 2 GCCTGGCCCAATC 0.602

- 10 10625 P3199S|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 ACAAAGGAACAAA 0.383

- 5 1684 nse_Mutation_p.R4 NM_183044 NP_898865 Q9Y252 RNF6_HUMAN 2 TCCTACGAAGAGG 0.438

- 20 3019 se_Mutation_p.G1 NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN 2 CGGTCCCGTCCG 0.552

- 1 215 |RIPK3_uc010toi.1 NM_006871 NP_006862 Q9Y572 RIPK3_HUMAN 4 ACGCACGACATCA 0.582

- 9 1244 KL1_uc001wxz.2_In NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 cctataataggatgaggt 0

+ 8 951 NM_003082 NP_003073 Q16533 SNPC1_HUMAN 0 AGGCATCGTCAAG 0.358

- 3 284 n_p.G52E|RDH11_ NM_016026 NP_057110 Q8TC12 RDH11_HUMAN lasmic (Potential). 1 CGAGCTCCTGTCA 0.423

- 1 1313 NR_003951 0 CATGATCCCTGG 0.443

+ 15 1423 0asq.1_Missense_M NM_020431 NP_065164 Q9P1W3 TM63C_HUMAN 0 GCCGCTTCTTTTG 0.512

- 8 719 XN3_uc010auh.2_ NM_004993 NP_004984 P54252 ATX3_HUMAN 0 GAGCCATCATTTG 0.423 rs75188275

+ 11 1679 NM_017437 NP_059133 Q9P2I0 CPSF2_HUMAN 2 TATCAAGTATGTG 0.333

- 8 1231 F1_uc001yqo.2_Mi NM_001519 NP_001510 Q92994 TF3B_HUMAN 4 GGGGGTCGCACT 0.577

+ 32 4313 r.2_Missense_Muta NM_001036 NP_001027 Q15413 RYR3_HUMAN 30.2/SPRY 3.|Cytoplasmic ( 10 TGTCTCGTGGATC 0.562

- 10 1383 NM_000138 NP_000129 P35555 FBN1_HUMAN TB 2. 3 GTTATGGACTGTG 0.542

+ 3 406 NM_014547 NP_055362 Q9NYL9 TMOD3_HUMAN 1 ACAGGGCCATTTG 0.453

+ 27 5951 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN MHD2. 7 TGGCTACCATCAA 0.468

+ 8 1150 NM_152450 NP_689663 Q8TBF8 FA81A_HUMAN 1 GGAAATGAAAGCA 0.423

- 4 530 X22_uc002anc.1_3' NM_000942 NP_000933 P23284 PPIB_HUMAN se cyclophilin-type. 0 AGCGCTCACCGTA 0.572



+ 12 5392 e_Mutation_p.S167 NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 CAGCCTCCACTGC 0.537

+ 4 1059 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0 CCCGGGGAGCTC 0.557

+ 9 2564 LH_uc002chj.2_5'F NM_005632 NP_005623 O75808 CAN15_HUMANalpain catalytic. 2 TTCTGCGGCTCCG 0.697

+ 11 1286 qe.1_Missense_M NM_001761 NP_001752 P41002 CCNF_HUMAN clin N-terminal. 2 GTCTCCGCCTTGG 0.527

- 2 228 _p.R23K|PRSS33_ NM_152891 NP_690851 Q8NF86 PRS33_HUMAN 0 GACTTCCTTCCCT 0.617

+ 7 1467 dfy.2_Missense_Mu NM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 2. 1 CGTCCTTCTTAAG 0.423

- 3 218 n_p.R30K|UMOD_u NM_003361 NP_003352 P07911 UROM_HUMAN EGF-like 1. 2 CACCATCCTGTGG 0.572

- 5 831 SM1_uc010bwg.1_ NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 GGCTCCGTAATTT 0.438

+ 19 2153 A_uc002dji.2_Misse NM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3 TGCCCAGACCTCA 0.607

- 37 6314 ou.2_Missense_Mu NM_001520 NP_001511 Q12789 TF3C1_HUMAN 5 CCAGCCGGAGGG 0.637

- 2 277 n.2_Missense_Mut NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3 ACTGCCGCTGCAC 0.637

+ 3 1532 C5_uc002eca.3_M NM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN ARM 5. p.R335C(1) 1 CAGCGCCGGGAT 0.652

+ 4 2329 NM_003414 NP_003405 Q14586 ZN267_HUMANC2H2-type 14. 4 CACATCGGAGAAG 0.433 rs146914846

- 5 605 VPS35_uc002eee. NM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0 CACTTACTCTGTT 0.358

+ 2 589 on_p.T17I|MMP2_u NM_004530 NP_004521 P08253 MMP2_HUMAN 11 AGAATACCATCGA 0.527

- 5 652 m.1_Missense_Mut NM_002080 NP_002071 P00505 AATM_HUMAN 2 AATACCGATAACC 0.473

- 17 2466 w.3_Missense_Mu NM_001145667 NP_001139139 Q92896 GSLG1_HUMAN 12.|Extracellular (Potential) 2 CCACACGGAGCTG 0.632

- 3 373 HST6_uc002feh.1_ NM_021615 NP_067628 Q9GZX3 CHST6_HUMANmenal (Potential). 0 GACGTCGGGGTG 0.687

- 9 4401 _Mutation_p.E1314 NM_013275 NP_037407 Q6UB99 ANR11_HUMAN Lys-rich. 6 CCGGCTCCTGCC 0.567

- 1 635 NM_002551 NP_002542 P47893 OR3A2_HUMANcellular (Pote p.S199F(1) 1 GTGCTGGAGCAGG 0.552 rs140935076

- 4 1603 _p.A350T|NLRP1_ NM_033004 NP_127497 Q9C000 NALP1_HUMAN NACHT. 9 CCCAGGCTTCCTT 0.582

+ 30 4848 NM_020877 NP_065928 Q9P225 DYH2_HUMAN m (By similarity). 13 CTTGGCGATGTGG 0.607

- 12 2052 orf68_uc010cnv.2_ NM_025099 NP_079375 Q2NKJ3 CTC1_HUMAN 0 TTCTCACGTCCCT 0.547

- 1 357 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMAN ical; (Potential). 1 CTTTTGGCCAGGA 0.627

- 15 1701 _Mutation_p.E525K NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN yosin head-like. 14 TGAGCTCGATGCA 0.433

+ 36 7170 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN p.E2368K(1) 20 CCTAAGGAAATTT 0.493 rs140313224

- 19 2408 gpp.1_Missense_M NM_006311 NP_006302 O75376 NCOR1_HUMAN 5 TCTTCTGGATTTT 0.388

- 1 111 10vyc.1_RNA|CCD NM_182568 NP_872374 2 CCTCCCCGCTTTT 0.642

- 21 2828 NM_000625 NP_000616 P35228 NOS2_HUMAN -binding FR-type. 4 TGTCTCTCAGGCT 0.637

- 39 5913 p.Q1461*|MYO18A NM_078471 NP_510880 Q92614 MY18A_HUMAN Potential. 0 CAGCCTGCAGGC 0.562

+ 6 594 K1_uc010wbf.1_M NM_020791 NP_065842 Q7L7X3 TAOK1_HUMANProtein kinase. 4 ACACATGGTGCTC 0.284

+ 20 3905 e_Mutation_p.P105 NM_001304 NP_001295 O75976 CBPD_HUMAN ntial).|Carboxypeptidase-lik 2 GTTTGCCAAGGGA 0.378

- 11 4189 NM_001004334 NP_001004334 Q6PRD1 GP179_HUMAN lasmic (Potential). 3 CATCCTCGCCTCC 0.562

+ 5 751 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMANcellular (Potential). 8 TCGACGGCGACG 0.627

- 3 237 1_5'UTR|GPATCH NM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN G-patch. 4 CCCAATCCCTGGC 0.388

+ 10 777 fd.2_Missense_Mu NM_003835 NP_003826 O75916 RGS9_HUMAN protein gamma. 4 ACAGTCGTTGCTG 0.353

- 4 902 kv.2_Missense_Mu NM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0 ATAGAGGAAACAC 0.507

- 8 772 NM_017550 NP_060020 Q8N344 MIER2_HUMAN ELM2. 0 GAGGCCCGGCCA 0.677

+ 17 3032 M13_uc002lvx.1_3' NM_182973 NP_892018 Q7Z410 TMPS9_HUMAN Potential).|Peptidase S1 3. 2 CTGGGGGACCCC 0.622

+ 4 1336 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 TGAACAATGTGGG 0.428

+ 4 1371 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 CATTCCGAGGTCA 0.428 rs149690257

+ 4 1386 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 GAGGACGCACAC 0.438 rs148390269

- 5 533 _p.R146G|STAP2_ NM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN SH2. 1 GTGCACGGCGCG 0.647 rs143484969

+ 1 998 uc002mbg.1_RNA NM_018708 NP_061178 Q9BSK4 FEM1A_HUMAN 0 TCTTACGAAAGCT 0.607

- 32 5006 bw.2_Missense_Mu NM_002850 NP_002841 Q13332 PTPRS_HUMANplasmic (Potential).|Tyrosine 4 ACACCGGCACTGC 0.642

- 5 738 LC25A41_uc010dut NM_173637 NP_775908 Q8N5S1 S2541_HUMAN Solcar 2. 0 CCGTCCGACGCAA 0.502

- 40 4797 2_Missense_Muta NM_000064 NP_000055 P01024 CO3_HUMAN NTR. 5 GCTGTCCAACCTG 0.602



+ 18 2380 n_p.S762F|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN lasmic (Potential). 5 GGCTTTCCAGTG 0.423

- 3 18371 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GGTGTTGATGTGG 0.483

- 3 17651 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCTGTCCTGGAGA 0.498

- 1 8092 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TACTTGGAAATTT 0.473

+ 4 511 _Mutation_p.R74C NM_000527 NP_000518 P01130 LDLR_HUMAN ential).|LDL-receptor class A 4 GAGTTTCGCTGCC 0.622

- 7 1560 NM_138783 NP_620138 Q96CK0 ZN653_HUMAN C2H2-type 2. 0 AGCCAGGATGAGG 0.572

+ 4 1300 dyf.2_Missense_Mu NM_145295 NP_660338 Q7L945 ZN627_HUMAN C2H2-type 9. 1 CTATGATTGTAAG 0.413

+ 4 1027 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN C2H2-type 7. 0 TCCATTCCTTTCA 0.398

+ 4 1651 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 GAAACCCTATGAG 0.413

- 4 1382 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMANC2H2-type 10. 1 TGCTTGCATTCAT 0.413

- 4 1409 709_uc002mtx.3_I NM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1 AAGGCTCTACCAC 0.433

+ 2 281_282 n_p.P48S|MAST1_ NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7 CACTCCCCGCTG 0.644

+ 12 1706 mzk.3_Missense_M NM_032433 NP_115809 Q96JL9 ZN333_HUMAN C2H2-type 6. 3 CGTGCACAAGAG 0.512

- 6 1134_1135LC1A6_uc010xod.1 NM_005071 NP_005062 P48664 EAA4_HUMAN ical; (Potential). 6 GCATGCCCCCAA 0.584

- 2 381 2nbg.3_Missense_ NM_052890 NP_443122 Q96PD5 PGRP2_HUMAN 3 GGGCAGGGATCCA 0.592

- 9 1083 _p.A196S|CYP4F2_ NM_001082 NP_001073 P78329 CP4F2_HUMAN 2 GCTTTGCAAGGTG 0.597

- 9 1059 utation_p.L188F|CY NM_001082 NP_001073 P78329 CP4F2_HUMAN 2 AGGAGAGACCACT 0.602

+ 3 428 n_p.R69Q|RAB8A_ NM_005370 NP_005361 P61006 RAB8A_HUMAN 1 AGGAACGGTTTCG 0.458

+ 9 1164 3B_uc002nez.1_M NM_015260 NP_056075 O75182 SIN3B_HUMAN ith NCOR1 (By similarity). 2 GGGACGGGATAA 0.542

+ 4 1003 NM_052852 NP_443084 Q96H40 ZN486_HUMAN C2H2-type 5. 1 AAAATTCATACTG 0.378

- 4 1480 pc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1 TTCTCCTATGTGT 0.373

- 7 2712 NM_001080409 NP_001073878 2 ATGTTTCATAAGG 0.353

- 5 689 NM_001080409 NP_001073878 2 TTAAAAGCTTTGC 0.388

+ 2 354 n_p.R53H|LSM14A NM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1 CAGATCGTCCAAT 0.428

- 13 1051 oiy.1_Missense_M NM_007181 NP_009112 Q92918 M4K1_HUMAN 8 CCGAGGGATAGC 0.617

+ 4 561 o.2_Intron|CYP2B6 NM_000767 NP_000758 P20813 CP2B6_HUMAN 2 TCTTTGGAAAACG 0.502

+ 11 1535 nse_Mutation_p.P4 NM_021913 NP_068713 P30530 UFO_HUMAN cellular (Potential). 13 TCGTGGCCCTGG 0.567

- 7 803 3_5'Flank|PHLDB3 NM_014297 NP_055112 O95571 ETHE1_HUMAN 0 CACAGCGCATGTT 0.522

- 1 44 10ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN 2 TCCAGTGGTGTCC 0.552

+ 3 729 02pbp.2_5'Flank|C NM_012099 NP_036231 O15446 RPA34_HUMAN 4 CGCTATCGAGTCC 0.632

- 7 805 bu.1_Missense_Mu NM_001983 NP_001974 P07992 ERCC1_HUMAN 2 AGGTCCGCTGGT 0.627

- 5 2086 ydj.1_Missense_M NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0 TTATGAATTGAAA 0.383

- 5 2067 ydj.1_Missense_Mu NM_001102657 NP_001096127 Q6ZNA1 ZN836_HUMANC2H2-type 13. 0 CACTGTAATTGAA 0.388

- 4 2233 _p.N652Y|ZNF28_u NM_006969 NP_008900 P17035 ZNF28_HUMANC2H2-type 18. 1 CAAGGTTTGACAT 0.408

- 5 1439 k.1_Intron|ZNF816 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 6. 0 ATTTCTGACTGAA 0.398

+ 7 1666 _p.L349R|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN C2H2-type 7. 1 GTAGACTTCATAC 0.373

+ 7 1680 _p.K354Q|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMAN 1 GGAGAGAAACCTT 0.368

+ 7 1911 p.R431W|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 10. 1 AGACATAGGAGAA 0.413

+ 4 517 2qid.2_Missense_M NM_004829 NP_004820 O76036 NCTR1_HUMAN ar (Potential).|Ig-like 2. 2 AGGGAAGATCCAG 0.582

+ 7 2143 _p.P662L|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 TGCTTCCTTTCTG 0.453

- 6 1176 _p.V190E|PTPRH_ NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN tential).|Fibronectin type-III 4 TCCCCACCCACA 0.512

- 7 2854 b.2_Missense_Mut NM_145007 NP_659444 P59045 NAL11_HUMAN 6 GGGCTCGTGCAG 0.498

- 6 2226 NM_004304 NP_004295 Q9UM73 ALK_HUMAN ss A.|Extracellular (Potentia 1218 GTGAAGGAGCTCT 0.587

- 23 4009 _p.P643S|DHX57_u NM_198963 NP_945314 Q6P158 DHX57_HUMAN 3 CCAGCGGGTACAC 0.493

- 1 521 NM_148962 NP_683765 Q8TDS5 OXER1_HUMAN Name=2; (Potential). 1 GCGGAGGGGCA 0.617

- 17 4881 XN1_uc002rxe.3_M NM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2 ACACCTTGATTGG 0.443

+ 1 70 sda.2_Missense_M NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CATCCCCACCACC 0.383



+ 1 1831 z.1_Nonsense_Mu NM_144993 NP_659430 O43151 TET3_HUMAN 0 GCCCCTGAGAGC 0.572

- 8 1379 OXL3_uc002smq.1_ NM_032603 NP_115992 P58215 LOXL3_HUMAN SRCR 4. 0 CCAGGTCCCCCT 0.632

+ 5 494 n_p.P137S|REG3G NM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0 AAAAATCCCTCCA 0.517

+ 1 232 .2_Intron|SH2D6_u NM_198482 NP_940884 Q7Z4S9 SH2D6_HUMAN Pro-rich. 1 cccaccccaccccaccc 0.517

+ 6 1346 Intron|TEKT4_uc01 NM_144705 NP_653306 Q8WW24 TEKT4_HUMAN 3 AGAAGTGCATGG 0.612

- 8 844 NKRD23_uc002sxc NM_144994 NP_659431 Q86SG2 ANR23_HUMAN 1 GCGTTCCGCACCC 0.682

- 10 3146 NM_207362 NP_997245 Q6NV74 CB055_HUMAN 0 GCTTGAGATTTCT 0.468

+ 5 1047 0fiz.2_Missense_M NM_003853 NP_003844 O95256 I18RA_HUMAN 1.|Extracellular (Potential). 5 GTCCAGCGGTAAC 0.294 rs139554960

+ 12 1775 u.2_5'UTR|RGPD4_ NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 CTAAGAGCCCAGG 0.333

+ 2 428 NM_002410 NP_002401 Q09328 MGT5A_HUMANmenal (Potential). 3 ATTTTGCAGCGCA 0.428

- 6 1029 os.2_Missense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN (Potential).|C-type lectin 1. 0 AGCATCCATTCTT 0.453

+ 3 901 X1_uc002uhm.2_3'U NM_178120 NP_835221 P56177 DLX1_HUMAN 0 TATATCCCCAGCT 0.632

- 275 72987 950R|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAGTTCCTTTGGG 0.463

- 266 59479 _uc010zfi.1_Misse NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CACAGCGCAAGA 0.398

- 208 41052 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TAGGTGGATCCCA 0.438

- 46 13024 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 ATATTTTCCATAAA 0.388

+ 10 2478 ftr.2_Missense_Mu NM_001204 NP_001195 Q13873 BMPR2_HUMANe.|Cytoplasmic (Potential). 9 AACCATCCCACTT 0.413

+ 3 285 010ziu.1_5'Flank|E NM_001037663 NP_001032752 P24534 EF1B_HUMAN ST C-terminal. 0 GTGTCCAGCCCAC 0.468

+ 8 653 e_Mutation_p.G106 NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Poly-Gly. 7 TTGACAGGACGAG 0.378

- 7 700 gba.1_Intron|ADAM NM_025220 NP_079496 Q9BZ11 ADA33_HUMAN cellular (Potential). 4 TGCGCGCTTCTCG 0.622

- 4 512 p.V120M|C20orf27 NM_001039140 NP_001034229 Q9GZN8 CT027_HUMAN 0 GCACCACGCTGAG 0.617 rs148088379

- 7 619 02wmd.3_Translat NM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN 0 GCAAACGTAATCT 0.308

+ 25 2345 _p.E749K|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN C2. p.E737K(1) 15 CGTAAGGAATTCC 0.408

- 3 1149 se_Mutation_p.F88 NM_018848 NP_061336 Q9NPJ1 MKKS_HUMAN 0 CACTGAAGCTTGA 0.423

+ 4 1716 0zrf.1_Missense_M NM_014962 NP_055777 Q9Y2F9 BTBD3_HUMAN 3 TTTCCCGTATGGT 0.493

- 10 1999 NM_016649 NP_057733 Q9H501 ESF1_HUMAN Lys-rich. 1 CCCAAGGGGTCA 0.284

+ 2 63 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 AGAATCGCCCTGA 0.353 rs7266938

- 2 1748 _Missense_Mutatio NM_000557 NP_000548 P43026 GDF5_HUMAN 0 TGAAGAGGATGCT 0.567

+ 16 2750 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1 CCCTTTCCCCGCG 0.607

- 4 635 s.1_Missense_Mut NM_004613 NP_004604 P21980 TGM2_HUMAN 3 TCCAAGGTATGTT 0.582

+ 2 464 NM_030777 NP_110404 O95528 GTR10_HUMAN Name=4; (Potential). 1 ATCTACGTGTCAG 0.642

- 15 2491 YND8_uc002xtb.1_ NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5 GGTGGAGTTTTAC 0.557

+ 18 3650 tm.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANetyltransferase. 5 AATTTTCCTCTCC 0.517

+ 13 1298 P283S|ARFGAP1_u NM_018209 NP_060679 Q8N6T3 ARFG1_HUMAN 1 GCCGTGCCCACT 0.697

- 5 849 kl.2_Nonsense_Mu NM_006806 NP_006797 Q14201 BTG3_HUMAN 0 TCCCTCGATACAT 0.413

+ 3 1528 uf.1_Missense_Mu NM_053277 NP_444507 Q96NY7 CLIC6_HUMAN 2 ACAGTGGACCTGA 0.378

+ 3 397 X2_uc011aer.1_RN NM_002463 NP_002454 P20592 MX2_HUMAN 2 AGGTGCGCCCCT 0.637

+ 19 1796 zbx.2_Missense_M NM_002606 NP_002597 O76083 PDE9A_HUMAN 2 AGAAGTCCAGAGA 0.502

- 1 321 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1 GGCTCTCCCTTGG 0.657

+ 16 3211 CR2_uc002zml.2_M NM_031413 NP_113601 Q9BXF3 CECR2_HUMAN 2 AGGGGCGCTCTAT 0.622

- 3 1594 ue.2_Missense_M NM_004173 NP_004164 O43246 CTR4_HUMAN ical; (Potential). 2 ATGTAACCCCAGT 0.562

+ 43 7629 O18B_uc011aka.1_ NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 CTGGATCAGCCAA 0.527

- 1 1710 ense_Mutation_p.R NM_014323 NP_055138 Q9HBE1 PATZ1_HUMAN 2 CTGGTCCGGCTC 0.597

- 18 2529 3aqt.1_Nonsense_M NM_153609 NP_705837 Q8IU80 TMPS6_HUMAN .|Extracellular (Potential). 6 CTGGATCCAGCTG 0.647

+ 10 1879 aye.2_Missense_M NM_021096 NP_066919 Q9P0X4 CAC1I_HUMAN plasmic (Potential). 2 TGTGGCGGGAGA 0.542

+ 5 2054_2055ense_Mutation_p.P NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 TGGACCCCAGGG 0.52

+ 7 789 k.1_Missense_Mut NM_152613 NP_689826 Q6ICG8 WBP2L_HUMANpeat of Y-G-X-P-P-X-G.|9.|G 2 CTCTCGGATATGG 0.612



+ 11 1444 e.2_Missense_Mut NM_014346 NP_055161 Q8WUA7 TB22A_HUMANRab-GAP TBC. 1 ACCATCCGCCTGT 0.637

+ 5 619 TAC_uc011aya.1_M NM_003149 NP_003140 Q99469 STAC_HUMAN 4 TGTGGCAATAAGG 0.582

+ 11 1201 a.1_Missense_Mu NM_003149 NP_003140 Q99469 STAC_HUMAN 4 CTCAGTGGAAAAA 0.443

+ 10 1763_1764 e_Mutation_p.S57 NM_004803 NP_004794 Q9Y267 S22AE_HUMAN lasmic (Potential). 0 ACCACTCCTCACA 0.619

+ 6 777_778 se_Mutation_p.G6 NM_145755 NP_665698 Q8NDW8 TT21A_HUMAN TPR 4. 1 GCCCTGGAGGTG 0.559

- 1 836 mg.2_Intron|CYP8 NM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2 AGAAGCGAAAGAG 0.512

+ 1 642 cvh.2_Missense_M NM_177939 NP_808808 Q9NXG6 P4HTM_HUMANmenal (Potential). 2 AACACCGTGCCCA 0.687

+ 4 309 1_5'Flank|RNF123_ NM_022064 NP_071347 Q5XPI4 RN123_HUMAN B30.2/SPRY. 7 CAGGTGGACAATG 0.582

- 17 3501_3502 AGI1_uc003dmp.2 NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN eraction with FCHSD2. 6 GCTTCGGGCCTG 0.569

+ 5 1062 hpn.2_Missense_M NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3 GTGGAGACTACCT 0.498

- 9 1426 NM_199420 NP_955452 O75417 DPOLQ_HUMAN case C-terminal. 11 CTTGACGAAAGGC 0.388 rs140193287

+ 34 5232 ehi.2_Missense_M NM_001024660 NP_001019831 O60229 KALRN_HUMAN SH3 1. 6 TGGTCCCCAGCAG 0.652

- 4 798 11blv.1_Intron|SLC NM_005630 NP_005621 Q92959 SO2A1_HUMAN Name=4; (Potential). 1 TGGGCAACCACC 0.592

- 5 1014 e_Mutation_p.H199 NM_033169 NP_149359 O75752 B3GL1_HUMANmenal (Potential). 1 CTGAGTGGTTTAG 0.348

- 10 1546 R49_uc011bpd.1_M NM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 6. 3 AAAATTCAGCCAG 0.383

- 5 1030 pw.1_Missense_Mu NM_001146276 NP_001139748 Q6PIU2 NCEH1_HUMANmenal (Potential). 0 AGTTGCCTTTGAA 0.458

- 6 798 PO_uc003fop.2_Intr NM_000460 NP_000451 P40225 TPO_HUMAN p.L195P(1) 1 TTGGGAGCTCGTT 0.567

- 26 2984 13A4_uc010hzi.2_ NM_032279 NP_115655 Q4VNC1 AT134_HUMAN cellular (Potential). 2 CTGAAAGGCACCA 0.398

- 2 7089 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GTGACAGGAAGAG 0.597

- 2 6974 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 CGTGACCTGTGG 0.577

- 2 5443 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GGTGGCGTGACC 0.587 rs76596008

- 8 1549 RGC1A_uc011bxp.1 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8 CTGCTTCGTCGTC 0.473

+ 1 195 hdf.2_Missense_Mu NM_012108 NP_036240 Q9ULZ2 STAP1_HUMAN PH. 0 GGTCAGGATACCG 0.378

- 32 7607 hgq.2_Missense_M NM_032217 NP_115593 O75179 ANR17_HUMAN 10 GCTTGATGTTGTG 0.463

+ 6 816_817 _p.A255V|AIMP1_u NM_001142415 NP_001135887 Q12904 AIMP1_HUMAN 0 TGATGCTTTCCCA 0.366

+ 3 1147 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 GTGGATGATAAAT 0.353

+ 27 4540 0ins.1_Missense_M NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 CAACCCGTGATGA 0.393

- 2 1085 se_Mutation_p.L34 NM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. 0 AATTCCAGGGAT 0.333

+ 2 907 e_Mutation_p.G87 NM_012464 NP_036596 O43897 TLL1_HUMAN 7 CCTTTGGAAACCT 0.333

+ 9 1354 NM_000128 NP_000119 P03951 FA11_HUMAN Apple 4. 0 TGCAACGAAGGGA 0.502

+ 17 2770 3jdk.1_Missense_M NM_139056 NP_620687 Q8TE57 ATS16_HUMAN TSP type-1 2. 8 ATCGTGCGCTCTG 0.637

+ 34 5027 p.P1125R|SPEF2_ NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 GCCACCCAGACAC 0.463

- 5 939 NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 CAGAAAGTCCCCT 0.453

+ 1 2052 g.1_Intron|SNX18_ NM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0 GAGTACCTTTGAT 0.413

+ 6 1752 03jrj.3_Splice_Site_ NM_022913 NP_075064 Q86WP2 GPBP1_HUMAN 2 TGTGGGGTAAGT 0.328

+ 4 599 XL21_uc003lbc.2_R NM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 2. 1 ATGATCCTTCATT 0.358

+ 1 1678 CDHA1_uc003lgz.2 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 GAGAACGACAACG 0.672

+ 3 1945 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMAN r (Potential).|Cadherin 6. 0 AATGGCGAGCCTC 0.711

+ 1 397 HB12_uc011dak.1_ NM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANr (Potential).|Cadherin 1. 3 TCTAATGATAACA 0.527

+ 1 2216 CDHGB2_uc003ljs. NM_003736 NP_003727 Q9UN71 PCDGG_HUMAN lasmic (Potential). 0 TTCCCCCCAACTA 0.517

- 5 1216 1_5'UTR|GRM6_uc NM_000843 NP_000834 O15303 GRM6_HUMAN cellular (Potential). 8 AGGGATCGAGTCA 0.532

+ 10 1055 se_Mutation_p.W94 NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 TAAATGGTTTGAT 0.368

+ 4 740 _p.E136K|EDN1_u NM_001955 NP_001946 P05305 EDN1_HUMAN 1 ATTATGGAGAAAG 0.353

+ 5 762 2_3'UTR|MOG_uc0 NM_206809 NP_996532 Q16653 MOG_HUMAN lasmic (Potential). 1 TCCACCGGACTTT 0.443

+ 18 2370 _uc011dna.1_Miss NM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4 CCAGATCCTGATG 0.557

- 6 874 nwq.2_5'Flank|CLIC NM_001288 NP_001279 O00299 CLIC1_HUMAN ST C-terminal. 2 CTCCCCGGAAGG 0.577

+ 34 4792 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Pote p.C1525F(1) 19 GAGGCCTGCATCC 0.652



- 4 1063 ojs.2_Missense_M NM_024294 NP_077270 Q9H6K1 CF106_HUMAN 3 CTGCTGGGAGAC 0.502

+ 14 2891 F1BP1_uc010jvn.2 NM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3 GCATCCTGCACC 0.512

- 5 1502 NM_003740 NP_003731 O95279 KCNK5_HUMAN 2 AGGGGCCCGTG 0.617

- 5 642 NM_002630 NP_002621 P20142 PEPC_HUMAN 0 ACCATGCCCTGCA 0.627

+ 2 162 u.2_Missense_Mut NM_201521 NP_958929 Q9NSK0 KLC4_HUMAN 4 CGGCTGGTCAGCC 0.652

- 4 1663 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TGTCGGGAAAGCT 0.488

- 7 1333 np.1_Missense_Mu NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 AAGGGGGCATAG 0.463

- 1 307 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN Poly-His. 0 ggtggtggcggtggtgg 0.493

- 2 517 _p.P118L|GNA12_ NM_007353 NP_031379 Q03113 GNA12_HUMAN 1 GCCAAGGAATGC 0.483

- 3 573 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMAN istidine box-1. 0 CATGAGCCATACG 0.313

- 2 328 NM_022150 NP_071433 Q9HCQ7 RFRP_HUMAN 1 ACGTTCCTCCCAA 0.448

- 2 1326 hr.2_Missense_Mu NM_002192 NP_002183 P08476 INHBA_HUMAN 6 AGTGAGGACCCG 0.567

+ 3 1320 NM_198570 NP_940972 Q2TAL6 VWC2_HUMAN VWFC 2. 0 CGTGTCCCCAGAC 0.567

+ 2 114 _p.V39M|MRPS17_ NM_182633 NP_872439 Q8N859 ZN713_HUMAN KRAB. 2 GTGGCCGTGGAC 0.517

- 4 1195 kzr.2_Missense_Mu NM_178558 NP_848653 Q8NEM1 ZN680_HUMAN C2H2-type 6. 1 AATTTTCTTATGTT 0.348

- 4 1188 kzr.2_Missense_Mu NM_178558 NP_848653 Q8NEM1 ZN680_HUMAN C2H2-type 6. 1 TATGTTTAGTAAG 0.348

+ 4 533 3urn.2_RNA|ZNF49 NM_145115 NP_660090 Q6NSZ9 ZN498_HUMAN SCAN box. 2 GTCGTCGGTGGCT 0.612

+ 3 1893 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem rep 27 ACAACTGCTGAAG 0.483

+ 3 7480 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 GCACCCTTTCCAC 0.522

+ 3 9432 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|50.|59 X approximate ta 27 CTTTCAACAACTC 0.498

+ 3 9658 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 AAGCCACTTCATC 0.507

+ 5 1788 ET_uc011kng.1_M NM_000245 NP_000236 P08581 MET_HUMAN cellular (Potential). 159 CCCCACCCTTTGT 0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 52 13651 kx.2_Nonsense_Mu NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 TGCATCGAAATCT 0.438

- 42 6736 p.P1508S|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 12. 25 ACCCAGGATAACA 0.448

- 5 4018 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 CCTCCTCCGAGG 0.677

- 3 1897 NM_173683 NP_775954 Q5GH73 XKR6_HUMAN 2 GATATCGAATGCC 0.458

+ 1 348 NM_054028 NP_473369 Q96KT7 AMCL2_HUMAN .|Helical; (Potential). 0 TCTGTCGATGCCT 0.637

+ 9 1530 kye.1_Missense_M NM_001008539 NP_001008539 P52569 CTR2_HUMAN lasmic (Potential). 3 TGGGATCGTCTCC 0.507

- 3 617 _p.T55R|REEP4_u NM_025232 NP_079508 Q9H6H4 REEP4_HUMAN ical; (Potential). 1 ATGTCTGTAACGA 0.597

+ 5 617 n_p.E54K|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 CTAAATGAAAAGA 0.289

+ 6 520 CK5_uc003xef.2_M NM_024940 NP_079216 Q9H7D0 DOCK5_HUMAN 3 AGTGGCGGTCCC 0.483

+ 2 689 p.E58K|NRG1_uc0 NM_013964 NP_039258 Q02297 NRG1_HUMAN Potential).|Ig-like C2-type. 0 CGGTGTGAAACCA 0.383

- 9 808 AM2_uc011lck.1_M NM_001464 NP_001455 Q99965 ADAM2_HUMANPotential).|Peptidase M12B. 2 ATAACTCATTAGC 0.284

- 6 984 xrf.3_Missense_M NM_014781 NP_055596 Q8TDY2 RBCC1_HUMAN 11 ATGTTCATCATGT 0.353

+ 12 1447 _p.E474K|PREX2_ NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 AGAAATGAGATGC 0.348

+ 9 1099 ar.2_Missense_Mu NM_004133 NP_004124 Q14541 HNF4G_HUMAN 1 AATGATCGGCAGT 0.453

+ 27 4097 p.E1275K|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15 CTTTCGAAGAGA 0.368

- 1 535 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1 GCATCTCGCGCTT 0.692

- 2 310 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1 TGCAACGGCCGC 0.642

- 4 1087 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 GTCATTTGATTTG 0.428

- 4 1083 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 ATTTGATTTGTAAA 0.418

+ 4 1135 atk.2_Missense_Mu NM_006648 NP_006639 Q9Y3S1 WNK2_HUMANProtein kinase. 12 GTGGACGTCTATG 0.602

+ 30 3580 _p.S121T|KIAA152 NM_020893 NP_065944 7 AAGAGAGTTTATC 0.264

+ 1 698 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMAN lasmic (Pote p.G233E(1) 2 CTGAAGGAAAACA 0.418 rs150858980

- 1 115 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN Name=1; (Potential). 0 CCAGAAGGATGAC 0.433 rs150686997

- 2 696 vf.2_Missense_Mut NM_002160 NP_002151 P24821 TENA_HUMAN 7 CACAGCCACAGG 0.587



+ 17 2283 mvs.1_Missense_M NM_000177 NP_000168 P06396 GELS_HUMAN , Ca-sensitive (Potential). 3 ATCGGCGGACGC 0.572 rs141510612

+ 11 1890 buu.2_Missense_M NM_005094 NP_005085 Q6P1M0 S27A4_HUMAN 0 GTGGCCGTGTATG 0.642

- 1 446 NM_033387 NP_203745 Q5JUQ0 FA78A_HUMAN 1 TCCCTTCCCGGAA 0.572

- 2 769 1mdf.1_Missense_ NM_020385 NP_065118 Q9GZR2 REXO4_HUMAN 0 ACTCGGTGGGTG 0.542

+ 5 567 HA1_uc011mjd.1_M NM_000284 NP_000275 P08559 ODPA_HUMAN 1 AGGACGAAAAGG 0.488

+ 2 373 _p.R59H|MBTPS2 NM_206923 NP_996806 O15391 TYY2_HUMAN 2 TCAATCGTGCCTT 0.403

- 5 723 e_Mutation_p.S189 NM_018684 NP_061154 Q9NQZ6 ZC4H2_HUMAN 1 TTCCGGGACCGA 0.488

+ 6 250 ya.2_Missense_Mu NM_004312 NP_004303 P36575 ARRC_HUMAN 4 ATGGCCGTGATGA 0.542

- 2 1104 NM_152694 NP_689907 Q8N8U3 ZCHC5_HUMAN 1 CAGTGGGATACAG 0.507

+ 5 1226 p.V142G|GPRASP NM_014710 NP_055525 Q5JY77 GASP1_HUMAN 2 AACTGGTTAATAC 0.458

- 5 820 4ffl.2_Missense_M NM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0 CAGTCACCTTTTC 0.458

+ 2 868 3202-2|MI0014253 NM_003492 NP_003483 Q14656 TM187_HUMAN 0 CGTGCCGCGGTG 0.687

+ 10 1079 k.1_Missense_Mu NM_002631 NP_002622 P52209 6PGD_HUMAN 1 ACGCTTCCAAGAT 0.498

- 11 2941 _p.S874L|CASZ1_u NM_001079843 NP_001073312 Q86V15 CASZ1_HUMAN 1 ATGGGCGAGATGA 0.662

- 6 853 PF1_uc010oce.1_In NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN 0 AACTTACTGTTGT 0.418

+ 3 379 NM_016183 NP_057267 Q9UKD2 MRT4_HUMAN 0 CTTTTCATCTTCT 0.557

+ 13 1157 p.R316C|RPS6KA1 NM_002953 NP_002944 Q15418 KS6A1_HUMAN kinase C-terminal. 1 TACCGTCGTGAGA 0.597

+ 49 6741_674201cjl.1_Missense_M NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 CATCATCCTCATG 0.574

+ 8 1227 _p.S325F|CYP4X1_ NM_178033 NP_828847 Q8N118 CP4X1_HUMAN 2 GCATCTCCTGGAT 0.512

- 14 1723 _p.P69S|CC2D1B_ NM_032449 NP_115825 Q5T0F9 C2D1B_HUMAN 2 GACTCGGTGACT 0.632

+ 9 1175 cya.3_Missense_M NM_001110533 NP_001104003 Q3ZCV2 CA177_HUMAN 0 GATATCGATCCCT 0.592

+ 3 484 n_p.Q15*|RAVER2_ NM_018211 NP_060681 Q9HCJ3 RAVR2_HUMAN RRM 1. 1 ATAGTCCAGCTTC 0.368

- 14 3346 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 CATCTTCCCTATTA 0.468

+ 8 727 53_uc010owa.1_M NM_001040033 NP_001035122 P19397 CD53_HUMAN ical; (Potential). 0 TATATCGGAATCA 0.259

- 3 435_436 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 CTTCTTGTCCAG 0.46 554290;rs121913254

+ 3 183 oyd.1_Intron|NBPF NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0 AGTTCGTAAACCT 0.478 rs77154268

+ 4 571 PF9_uc010oyg.1_In NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AGGAGGCTGAGA 0.433 rs4068083

- 3 5721 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 20 3 TAACCAGAGGACT 0.557

- 3 7594 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 GTTCATCGTTACG 0.587

- 16 2228 mc.2_Missense_M NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 GGTTGCAGGTGG 0.438

- 11 1558 1fmd.3_Missense_ NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 ACTGTCATCCATG 0.468

+ 2 234 1_Intron|MAEL_uc NM_032858 NP_116247 Q96JY0 MAEL_HUMAN HMG box. 1 AAATACGCAGAAA 0.527

+ 12 1273 se_Mutation_p.S37 NM_032858 NP_116247 Q96JY0 MAEL_HUMAN 1 GCATTTCCAATTC 0.413

- 10 1553 e.2_5'UTR|SLC9A1 NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN ical; (Potential). 2 CCAGACCACGTGA 0.383

+ 24 5463 wxl.2_Missense_Mu NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 GAAATGAGGGCA 0.428

+ 6 1174 _p.H83R|RNPEP_ NM_020216 NP_064601 Q9H4A4 AMPB_HUMAN 1 GTCAGCACATGGA 0.577

- 8 1274 se_Mutation_p.P29 NM_001017402 NP_001017402 Q13751 LAMB3_HUMANminin EGF-like 1. 6 TAGAAGGGTGCAC 0.602

- 1 492 NM_001004693 NP_001004693 Q8NGZ9 O2T10_HUMAN cellular (Potential). 1 GAAGCTCATGGCG 0.512

+ 1 98 NM_032517 NP_115906 Q6UWQ5 LYZL1_HUMAN 0 CTAAGTGGAGCAG 0.512

- 6 905 NF248_uc001izc.2_ NM_021045 NP_066383 Q8NDW4 ZN248_HUMAN 1 TATAGGGATAATT 0.323

+ 3 479 _p.L152F|CYP2C9 NM_000771 NP_000762 P11712 CP2C9_HUMAN 6 CGCTGCCTTGTGG 0.498

- 9 1393 YP2C8_uc010qob.1 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 CAAATTCGTTTTC 0.363

- 12 934 NM_024541 NP_078817 Q5T2E6 CJ076_HUMAN 0 CCCACCTGTGGAA 0.458

- 27 3537 xxq.2_Missense_M NM_025145 NP_079421 Q8NDM7 WDR96_HUMAN 0 GTTGAGGAATCAC 0.328

- 2 464 BE1_uc001mam.1 NM_005330 NP_005321 P02100 HBE_HUMAN 0 CAAAGGAAGTCAG 0.512

+ 1 342 ense_Mutation_p.R NM_176875 NP_795344 P32239 GASR_HUMAN cellular (Potential). 8 GGACACGAGGTG 0.647

- 7 950 bt.2_Missense_Mu NM_004813 NP_004804 Q9Y5Y5 PEX16_HUMAN lasmic (Potential). 3 GCCCCAGGGGG 0.672



+ 1 164 NM_001001955 NP_001001955 Q8NGP0 OR4CD_HUMAN lasmic (Potential). 4 TGAGATCCCCCAT 0.428

+ 59 8989_8990 1_Intron|C11orf65_ NM_000051 NP_000042 Q13315 ATM_HUMAN PI3K/PI4K. 240 GGACTTGGTGATA 0.302

- 4 655 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN lasmic (Potential). 7 CTGCCTCTCTGGC 0.468

- 8 2008 _p.G627E|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 GCAACTCCACATT 0.517

- 7 1735 _p.G536E|CD163_u NM_004244 NP_004235 Q86VB7 C163A_HUMANExtracellular (Potential). 8 CCATTTCCCTCTC 0.532

- 4 352 3_5'UTR|PLCZ1_u NM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN EF-hand. 3 GTGATTCTTCCTT 0.308

- 38 4585 rfg.2_Missense_M NM_020297 NP_064693 O60706 ABCC9_HUMAN otential).|ABC transporter 2 6 ATATTTCCTCGCT 0.408

+ 4 1816 rpq.2_Missense_M NM_138371 NP_612380 Q96HM7 F113B_HUMAN Pro-rich. 5 CCTCATCAGCCCA 0.542

+ 15 1807 NM_017564 NP_060034 Q8WWQ8 STAB2_HUMAN lar (Potential).|FAS1 2. 14 AATTTGGGACATG 0.388

+ 3 1119 01tpe.2_Intron|C12 NM_032829 NP_116218 Q5U5X8 CL034_HUMAN Pro-rich. 1 GGGCCGGGGCC 0.741

- 65 11164 NM_001109662 NP_001103132 2 GCAGCGGGACGT 0.632

+ 6 885 p.E252G|ACADS_ NM_000017 NP_000008 P16219 ACADS_HUMAN 2 GGGGGAGCCAG 0.657

+ 6 892 e_Mutation_p.P49S NM_014938 NP_055753 Q9HAP2 MLXIP_HUMAN cytoplasmic localization. 2 GCCTGGCCCAATC 0.602

- 10 10625 P3199S|SACS_uc NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 ACAAAGGAACAAA 0.383

+ 7 1548 p.V159M|HNRNPA NM_001011724 NP_001011724 Q32P51 RA1L2_HUMANar B domain.|RRM 2. 0 GACTCCGTGGATA 0.438

+ 2 338 _Mutation_p.T102M NM_021004 NP_066284 Q9BTZ2 DHRS4_HUMAN 1 TGGCCACGGTGA 0.652

- 9 1244 KL1_uc001wxz.2_In NM_004196 NP_004187 Q00532 CDKL1_HUMAN 2 cctataataggatgaggt 0

- 3 284 n_p.G52E|RDH11_ NM_016026 NP_057110 Q8TC12 RDH11_HUMAN lasmic (Potential). 1 CGAGCTCCTGTCA 0.423

- 1 1313 NR_003951 0 CATGATCCCTGG 0.443

+ 15 1423 0asq.1_Missense_M NM_020431 NP_065164 Q9P1W3 TM63C_HUMAN 0 GCCGCTTCTTTTG 0.512

- 8 719 XN3_uc010auh.2_ NM_004993 NP_004984 P54252 ATX3_HUMAN 0 GAGCCATCATTTG 0.423 rs75188275

+ 11 1679 NM_017437 NP_059133 Q9P2I0 CPSF2_HUMAN 2 TATCAAGTATGTG 0.333

- 111 0 CACTGCGTCTTTC 0.527 rs144392595

- 10 1383 NM_000138 NP_000129 P35555 FBN1_HUMAN TB 2. 3 GTTATGGACTGTG 0.542

+ 12 5392 e_Mutation_p.S167 NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 CAGCCTCCACTGC 0.537

+ 4 1059 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0 CCCGGGGAGCTC 0.557

- 2 228 _p.R23K|PRSS33_ NM_152891 NP_690851 Q8NF86 PRS33_HUMAN 0 GACTTCCTTCCCT 0.617

+ 7 1467 dfy.2_Missense_Mu NM_016524 NP_057608 Q9BSW7 SYT17_HUMAN C2 2. 1 CGTCCTTCTTAAG 0.423

- 3 218 n_p.R30K|UMOD_u NM_003361 NP_003352 P07911 UROM_HUMAN EGF-like 1. 2 CACCATCCTGTGG 0.572

+ 19 2153 A_uc002dji.2_Misse NM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3 TGCCCAGACCTCA 0.607

+ 2 4265 NM_014699 NP_055514 O15015 ZN646_HUMANC2H2-type 24. 2 GGCCAGTACAGCT 0.687

- 5 605 VPS35_uc002eee. NM_018206 NP_060676 Q96QK1 VPS35_HUMAN 0 CACTTACTCTGTT 0.358

+ 2 589 on_p.T17I|MMP2_u NM_004530 NP_004521 P08253 MMP2_HUMAN 11 AGAATACCATCGA 0.527

+ 3 523 CF_uc010cek.2_In NM_006565 NP_006556 P49711 CTCF_HUMAN 1 AAGTAATGGAGGG 0.498

- 17 2466 w.3_Missense_Mu NM_001145667 NP_001139139 Q92896 GSLG1_HUMAN 12.|Extracellular (Potential) 2 CCACACGGAGCTG 0.632

- 9 4401 _Mutation_p.E1314 NM_013275 NP_037407 Q6UB99 ANR11_HUMAN Lys-rich. 6 CCGGCTCCTGCC 0.567

- 1 635 NM_002551 NP_002542 P47893 OR3A2_HUMANcellular (Pote p.S199F(1) 1 GTGCTGGAGCAGG 0.552 rs140935076

- 4 1603 _p.A350T|NLRP1_ NM_033004 NP_127497 Q9C000 NALP1_HUMAN NACHT. 9 CCCAGGCTTCCTT 0.582

- 1 357 NM_152599 NP_689812 Q8IWD5 MFS6L_HUMAN ical; (Potential). 1 CTTTTGGCCAGGA 0.627

- 15 1701 _Mutation_p.E525K NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN yosin head-like. 14 TGAGCTCGATGCA 0.433

+ 36 7170 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN p.E2368K(1) 20 CCTAAGGAAATTT 0.493 rs140313224

- 19 2408 gpp.1_Missense_M NM_006311 NP_006302 O75376 NCOR1_HUMAN 5 TCTTCTGGATTTT 0.388

- 1 401 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -C-[GIKRQVHEL]- [SPTR]-[ 0 cactggggtctgcagcag 0.1 rs79388709

- 1 436 NM_033188 NP_149445 Q9BYR2 KRA45_HUMANC-C-[GRQVCHIEK]- [SPTR] 0 acagcaagaggggtgg 0.313

- 3 237 1_5'UTR|GPATCH NM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN G-patch. 4 CCCAATCCCTGGC 0.388

- 5 386 xs.2_Missense_Mu NM_014740 NP_055555 P38919 IF4A3_HUMAN case ATP-binding. 1 TTTCACGAACCTG 0.393

- 5 860_861 n_p.T80I|SLC38A10 NM_001037984 NP_001033073 Q9HBR0 S38AA_HUMAN ical; (Potential). 2 AACACGGTGTAG 0.634 rs150309813



+ 5 405 s.1_Missense_Mu NM_004712 NP_004703 O14964 HGS_HUMAN VHS. 1 ATCCTGTACCTGA 0.597

- 4 902 kv.2_Missense_Mu NM_182511 NP_872317 Q8IUK8 CBLN2_HUMAN C1q. 0 ATAGAGGAAACAC 0.507

- 5 533 _p.R146G|STAP2_ NM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN SH2. 1 GTGCACGGCGCG 0.647 rs143484969

- 40 4797 2_Missense_Muta NM_000064 NP_000055 P01024 CO3_HUMAN NTR. 5 GCTGTCCAACCTG 0.602

+ 18 2380 n_p.S762F|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN lasmic (Potential). 5 GGCTTTCCAGTG 0.423

- 3 18371 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GGTGTTGATGTGG 0.483

- 3 17651 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TCTGTCCTGGAGA 0.498

- 1 8092 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TACTTGGAAATTT 0.473

+ 4 511 _Mutation_p.R74C NM_000527 NP_000518 P01130 LDLR_HUMAN ential).|LDL-receptor class A 4 GAGTTTCGCTGCC 0.622

- 7 1560 NM_138783 NP_620138 Q96CK0 ZN653_HUMAN C2H2-type 2. 0 AGCCAGGATGAGG 0.572

+ 4 1027 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN C2H2-type 7. 0 TCCATTCCTTTCA 0.398

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0 ATAACGCTTTCCC 0.428

- 4 1382 NM_005815 NP_005806 Q9Y2A4 ZN443_HUMANC2H2-type 10. 1 TGCTTGCATTCAT 0.413

+ 2 281_282 n_p.P48S|MAST1_ NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7 CACTCCCCGCTG 0.644

- 6 1134_1135LC1A6_uc010xod.1 NM_005071 NP_005062 P48664 EAA4_HUMAN ical; (Potential). 6 GCATGCCCCCAA 0.584

- 2 381 2nbg.3_Missense_ NM_052890 NP_443122 Q96PD5 PGRP2_HUMAN 3 GGGCAGGGATCCA 0.592

- 9 1059 utation_p.L188F|CY NM_001082 NP_001073 P78329 CP4F2_HUMAN 2 AGGAGAGACCACT 0.602

+ 4 1003 NM_052852 NP_443084 Q96H40 ZN486_HUMAN C2H2-type 5. 1 AAAATTCATACTG 0.378

- 4 1319 NM_001159293 NP_001152765 C9JHM3 C9JHM3_HUMAN 1 GAGGACCAGTTGA 0.418

- 5 2403 208_uc002nqo.1_I NM_007153 NP_009084 7 ATTACCTTATGTTT 0.373

- 7 2712 NM_001080409 NP_001073878 2 ATGTTTCATAAGG 0.353

- 5 689 NM_001080409 NP_001073878 2 TTAAAAGCTTTGC 0.388

- 13 1051 oiy.1_Missense_M NM_007181 NP_009112 Q92918 M4K1_HUMAN 8 CCGAGGGATAGC 0.617

+ 4 561 o.2_Intron|CYP2B6 NM_000767 NP_000758 P20813 CP2B6_HUMAN 2 TCTTTGGAAAACG 0.502

+ 11 1535 nse_Mutation_p.P4 NM_021913 NP_068713 P30530 UFO_HUMAN cellular (Potential). 13 TCGTGGCCCTGG 0.567

- 1 44 10ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN 2 TCCAGTGGTGTCC 0.552

+ 7 1911 p.R431W|ZNF761_ NM_001008401 NP_001008401 Q86XN6 ZN761_HUMANC2H2-type 10. 1 AGACATAGGAGAA 0.413

+ 4 517 2qid.2_Missense_M NM_004829 NP_004820 O76036 NCTR1_HUMAN ar (Potential).|Ig-like 2. 2 AGGGAAGATCCAG 0.582

+ 7 2143 _p.P662L|NLRP2_u NM_017852 NP_060322 Q9NX02 NALP2_HUMAN 2 TGCTTCCTTTCTG 0.453

- 6 1176 _p.V190E|PTPRH_ NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN tential).|Fibronectin type-III 4 TCCCCACCCACA 0.512

- 7 2854 b.2_Missense_Mut NM_145007 NP_659444 P59045 NAL11_HUMAN 6 GGGCTCGTGCAG 0.498

+ 3 1841_1842547_uc002qpm.3_I NM_001023561 NP_001018855 O43361 ZN749_HUMANC2H2-type 12. 0 CAGCATGAGAAA 0.45

- 3 1484 k.2_Intron|ZNF814_ NM_001144989 NP_001138461 B7Z6K7 ZN814_HUMAN 0 TTTTTTGTCAGTG 0.393

- 6 2226 NM_004304 NP_004295 Q9UM73 ALK_HUMAN ss A.|Extracellular (Potentia 1218 GTGAAGGAGCTCT 0.587

- 17 4881 XN1_uc002rxe.3_M NM_001135659 NP_001129131 P58400 NRX1B_HUMAN 2 ACACCTTGATTGG 0.443

- 8 1379 OXL3_uc002smq.1_ NM_032603 NP_115992 P58215 LOXL3_HUMAN SRCR 4. 0 CCAGGTCCCCCT 0.632

+ 5 494 n_p.P137S|REG3G NM_198448 NP_940850 Q6UW15 REG3G_HUMANC-type lectin. 0 AAAAATCCCTCCA 0.517

- 10 3146 NM_207362 NP_997245 Q6NV74 CB055_HUMAN 0 GCTTGAGATTTCT 0.468

+ 12 1775 u.2_5'UTR|RGPD4_ NM_182588 NP_872394 Q7Z3J3 RGPD4_HUMAN 2 CTAAGAGCCCAGG 0.333

- 3 709 0 ACTTCTAGTGAAA 0.567 rs115341812

- 6 1029 os.2_Missense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN (Potential).|C-type lectin 1. 0 AGCATCCATTCTT 0.453

+ 3 901 X1_uc002uhm.2_3'U NM_178120 NP_835221 P56177 DLX1_HUMAN 0 TATATCCCCAGCT 0.632

- 275 72987 950R|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAGTTCCTTTGGG 0.463

- 208 41052 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TAGGTGGATCCCA 0.438

- 46 13024 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 ATATTTTCCATAAA 0.388

+ 10 2478 ftr.2_Missense_Mu NM_001204 NP_001195 Q13873 BMPR2_HUMANe.|Cytoplasmic (Potential). 9 AACCATCCCACTT 0.413

+ 25 2345 _p.E749K|PLCB4_u NM_182797 NP_877949 Q15147 PLCB4_HUMAN C2. p.E737K(1) 15 CGTAAGGAATTCC 0.408



- 3 1149 se_Mutation_p.F88 NM_018848 NP_061336 Q9NPJ1 MKKS_HUMAN 0 CACTGAAGCTTGA 0.423

- 10 1999 NM_016649 NP_057733 Q9H501 ESF1_HUMAN Lys-rich. 1 CCCAAGGGGTCA 0.284

+ 2 63 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 AGAATCGCCCTGA 0.353 rs7266938

- 2 1748 _Missense_Mutatio NM_000557 NP_000548 P43026 GDF5_HUMAN 0 TGAAGAGGATGCT 0.567

+ 16 2750 NM_016436 NP_057520 Q9BVI0 PHF20_HUMAN 1 CCCTTTCCCCGCG 0.607

- 4 635 s.1_Missense_Mut NM_004613 NP_004604 P21980 TGM2_HUMAN 3 TCCAAGGTATGTT 0.582

+ 18 3650 tm.2_Missense_Mu NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANetyltransferase. 5 AATTTTCCTCTCC 0.517

- 5 849 kl.2_Nonsense_Mu NM_006806 NP_006797 Q14201 BTG3_HUMAN 0 TCCCTCGATACAT 0.413

+ 3 1528 uf.1_Missense_Mu NM_053277 NP_444507 Q96NY7 CLIC6_HUMAN 2 ACAGTGGACCTGA 0.378

+ 19 1796 zbx.2_Missense_M NM_002606 NP_002597 O76083 PDE9A_HUMAN 2 AGAAGTCCAGAGA 0.502

- 1 321 NM_014406 NP_055221 Q96SF2 TCPQM_HUMAN 1 GGCTCTCCCTTGG 0.657

+ 43 7629 O18B_uc011aka.1_ NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN 12 CTGGATCAGCCAA 0.527

- 18 2529 3aqt.1_Nonsense_M NM_153609 NP_705837 Q8IU80 TMPS6_HUMAN .|Extracellular (Potential). 6 CTGGATCCAGCTG 0.647

+ 5 2054_2055ense_Mutation_p.P NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 TGGACCCCAGGG 0.52

+ 7 789 k.1_Missense_Mut NM_152613 NP_689826 Q6ICG8 WBP2L_HUMANpeat of Y-G-X-P-P-X-G.|9.|G 2 CTCTCGGATATGG 0.612

+ 21 2767 R1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 CCCGCCTCTGGT 0.557

+ 11 1201 a.1_Missense_Mu NM_003149 NP_003140 Q99469 STAC_HUMAN 4 CTCAGTGGAAAAA 0.443

+ 10 1763_1764 e_Mutation_p.S57 NM_004803 NP_004794 Q9Y267 S22AE_HUMAN lasmic (Potential). 0 ACCACTCCTCACA 0.619

+ 6 777_778 se_Mutation_p.G6 NM_145755 NP_665698 Q8NDW8 TT21A_HUMAN TPR 4. 1 GCCCTGGAGGTG 0.559

- 1 836 mg.2_Intron|CYP8 NM_004391 NP_004382 Q9UNU6 CP8B1_HUMAN 2 AGAAGCGAAAGAG 0.512

- 17 3501_3502 AGI1_uc003dmp.2 NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN eraction with FCHSD2. 6 GCTTCGGGCCTG 0.569

+ 5 1062 hpn.2_Missense_M NM_145037 NP_659474 Q969Y0 FA55C_HUMAN 3 GTGGAGACTACCT 0.498

- 9 1426 NM_199420 NP_955452 O75417 DPOLQ_HUMAN case C-terminal. 11 CTTGACGAAAGGC 0.388 rs140193287

+ 34 5232 ehi.2_Missense_M NM_001024660 NP_001019831 O60229 KALRN_HUMAN SH3 1. 6 TGGTCCCCAGCAG 0.652

- 4 798 11blv.1_Intron|SLC NM_005630 NP_005621 Q92959 SO2A1_HUMAN Name=4; (Potential). 1 TGGGCAACCACC 0.592

- 5 1014 e_Mutation_p.H199 NM_033169 NP_149359 O75752 B3GL1_HUMANmenal (Potential). 1 CTGAGTGGTTTAG 0.348

- 10 1546 R49_uc011bpd.1_M NM_178824 NP_849146 Q8IV35 WDR49_HUMAN WD 6. 3 AAAATTCAGCCAG 0.383

- 26 2984 13A4_uc010hzi.2_ NM_032279 NP_115655 Q4VNC1 AT134_HUMAN cellular (Potential). 2 CTGAAAGGCACCA 0.398

- 2 6974 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 CGTGACCTGTGG 0.577

+ 1 195 hdf.2_Missense_Mu NM_012108 NP_036240 Q9ULZ2 STAP1_HUMAN PH. 0 GGTCAGGATACCG 0.378

- 32 7607 hgq.2_Missense_M NM_032217 NP_115593 O75179 ANR17_HUMAN 10 GCTTGATGTTGTG 0.463

+ 6 816_817 _p.A255V|AIMP1_u NM_001142415 NP_001135887 Q12904 AIMP1_HUMAN 0 TGATGCTTTCCCA 0.366

+ 3 1147 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 GTGGATGATAAAT 0.353

+ 2 907 e_Mutation_p.G87 NM_012464 NP_036596 O43897 TLL1_HUMAN 7 CCTTTGGAAACCT 0.333

+ 34 5027 p.P1125R|SPEF2_ NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 GCCACCCAGACAC 0.463

- 5 939 NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 CAGAAAGTCCCCT 0.453

+ 1 2052 g.1_Intron|SNX18_ NM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0 GAGTACCTTTGAT 0.413

+ 17 2272 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 6. 0 CAGTGCCCAGCT 0.547

+ 4 599 XL21_uc003lbc.2_R NM_012159 NP_036291 Q9UKT6 FXL21_HUMAN LRR 2. 1 ATGATCCTTCATT 0.358

+ 1 1678 CDHA1_uc003lgz.2 NM_018900 NP_061723 Q9Y5I3 PCDA1_HUMAN |Extracellular (Potential). 1 GAGAACGACAACG 0.672

+ 1 397 HB12_uc011dak.1_ NM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANr (Potential).|Cadherin 1. 3 TCTAATGATAACA 0.527

+ 1 2216 CDHGB2_uc003ljs. NM_003736 NP_003727 Q9UN71 PCDGG_HUMAN lasmic (Potential). 0 TTCCCCCCAACTA 0.517

- 8 906 oo.2_Nonsense_M NM_001387 NP_001378 Q14195 DPYL3_HUMAN 1 TGGCTTGTGAGAT 0.507

- 5 1216 1_5'UTR|GRM6_uc NM_000843 NP_000834 O15303 GRM6_HUMAN cellular (Potential). 8 AGGGATCGAGTCA 0.532

+ 10 1055 se_Mutation_p.W94 NM_001040274 NP_001035364 Q5T4T6 SYC2L_HUMAN 2 TAAATGGTTTGAT 0.368

+ 4 740 _p.E136K|EDN1_u NM_001955 NP_001946 P05305 EDN1_HUMAN 1 ATTATGGAGAAAG 0.353

+ 18 2370 _uc011dna.1_Miss NM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4 CCAGATCCTGATG 0.557



- 4 1063 ojs.2_Missense_M NM_024294 NP_077270 Q9H6K1 CF106_HUMAN 3 CTGCTGGGAGAC 0.502

+ 14 2891 F1BP1_uc010jvn.2 NM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3 GCATCCTGCACC 0.512

- 5 1502 NM_003740 NP_003731 O95279 KCNK5_HUMAN 2 AGGGGCCCGTG 0.617

- 5 642 NM_002630 NP_002621 P20142 PEPC_HUMAN 0 ACCATGCCCTGCA 0.627

+ 2 162 u.2_Missense_Mut NM_201521 NP_958929 Q9NSK0 KLC4_HUMAN 4 CGGCTGGTCAGCC 0.652

- 4 1663 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 TGTCGGGAAAGCT 0.488

- 2 517 _p.P118L|GNA12_ NM_007353 NP_031379 Q03113 GNA12_HUMAN 1 GCCAAGGAATGC 0.483

- 3 573 NM_001004320 NP_001004320 Q6ZNB7 ALKMO_HUMAN istidine box-1. 0 CATGAGCCATACG 0.313

- 2 328 NM_022150 NP_071433 Q9HCQ7 RFRP_HUMAN 1 ACGTTCCTCCCAA 0.448

- 2 1326 hr.2_Missense_Mu NM_002192 NP_002183 P08476 INHBA_HUMAN 6 AGTGAGGACCCG 0.567

+ 3 1320 NM_198570 NP_940972 Q2TAL6 VWC2_HUMAN VWFC 2. 0 CGTGTCCCCAGAC 0.567

+ 5 1788 ET_uc011kng.1_M NM_000245 NP_000236 P08581 MET_HUMAN cellular (Potential). 159 CCCCACCCTTTGT 0.532

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 42 6736 p.P1508S|CSMD1 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANar (Potential).|Sushi 12. 25 ACCCAGGATAACA 0.448

- 5 4018 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 CCTCCTCCGAGG 0.677

- 3 1897 NM_173683 NP_775954 Q5GH73 XKR6_HUMAN 2 GATATCGAATGCC 0.458

+ 9 1530 kye.1_Missense_M NM_001008539 NP_001008539 P52569 CTR2_HUMAN lasmic (Potential). 3 TGGGATCGTCTCC 0.507

- 3 617 _p.T55R|REEP4_u NM_025232 NP_079508 Q9H6H4 REEP4_HUMAN ical; (Potential). 1 ATGTCTGTAACGA 0.597

+ 5 617 n_p.E54K|ADAMDE NM_014479 NP_055294 O15204 ADEC1_HUMAN 2 CTAAATGAAAAGA 0.289

+ 2 689 p.E58K|NRG1_uc0 NM_013964 NP_039258 Q02297 NRG1_HUMAN Potential).|Ig-like C2-type. 0 CGGTGTGAAACCA 0.383

- 9 808 AM2_uc011lck.1_M NM_001464 NP_001455 Q99965 ADAM2_HUMANPotential).|Peptidase M12B. 2 ATAACTCATTAGC 0.284

+ 12 1447 _p.E474K|PREX2_ NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 AGAAATGAGATGC 0.348

+ 9 1099 ar.2_Missense_Mu NM_004133 NP_004124 Q14541 HNF4G_HUMAN 1 AATGATCGGCAGT 0.453

+ 27 4097 p.E1275K|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN C2 2. 15 CTTTCGAAGAGA 0.368

- 1 535 NM_015193 NP_056008 Q7LC44 ARC_HUMAN 1 GCATCTCGCGCTT 0.692

+ 1 698 NM_001004483 NP_001004483 Q8NGS7 O13C8_HUMAN lasmic (Pote p.G233E(1) 2 CTGAAGGAAAACA 0.418 rs150858980

- 1 115 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN Name=1; (Potential). 0 CCAGAAGGATGAC 0.433 rs150686997

- 2 696 vf.2_Missense_Mut NM_002160 NP_002151 P24821 TENA_HUMAN 7 CACAGCCACAGG 0.587

+ 24 2778 byt.1_Missense_Mu NM_001110303 NP_001103773 Q9Y2K6 UBP20_HUMAN DUSP 2. 2 GCGGCCATGTCCA 0.657

- 1 446 NM_033387 NP_203745 Q5JUQ0 FA78A_HUMAN 1 TCCCTTCCCGGAA 0.572

+ 4 1084 BP5_uc010ncq.2_3'UTR 0 TTCCCCGACAAC 0.512 rs147421666

- 5 723 e_Mutation_p.S189 NM_018684 NP_061154 Q9NQZ6 ZC4H2_HUMAN 1 TTCCGGGACCGA 0.488

- 2 1104 NM_152694 NP_689907 Q8N8U3 ZCHC5_HUMAN 1 CAGTGGGATACAG 0.507

+ 5 1226 p.V142G|GPRASP NM_014710 NP_055525 Q5JY77 GASP1_HUMAN 2 AACTGGTTAATAC 0.458

- 5 820 4ffl.2_Missense_M NM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0 CAGTCACCTTTTC 0.458

- 2 319 5F|CASP9_uc001a NM_001229 NP_001220 P55211 CASP9_HUMAN CARD. 2 AAGCAGGAGATGA 0.547

- 6 707 _p.Y168H|ATP13A2 NM_022089 NP_071372 Q9NQ11 AT132_HUMAN lasmic (Potential). 4 AGATATAGCGCTG 0.537

- 17 2464 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 TAAGTCCGCCCAT 0.502

- 5 826 _p.P95S|DHCR24_ NM_014762 NP_055577 Q15392 DHC24_HUMAN inding PCMH-type. 1 GGCAGGGATGAT 0.582

+ 6 746 PR_uc009waq.2_In NM_002303 NP_002294 P48357 LEPR_HUMAN cellular (Potential). 1 AGTTTTCAGATGG 0.368

- 14 3116 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCCTCTCTCTTTG 0.522

+ 9 1318 o.2_Missense_Mut NM_174858 NP_777283 Q9Y6K8 KAD5_HUMAN 1 ACAGGGTGATGA 0.294

+ 21 2777 g.1_Missense_Mut NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 ACTTACGTGTGGC 0.507 rs142358404

- 2 1046 _p.G72R|SLC16A1 NM_003051 NP_003042 P53985 MOT1_HUMAN ical; (Potential). 1 TACCTCCACCATA 0.378

+ 34 4365 10_uc010oyl.1_Int NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 TCACTGAATAGAT 0.473

+ 13 2422 uc010ozk.1_5'UTR NM_017940 NP_060410 A6NDV3 A6NDV3_HUMAN 0 CCGGACAAGTCC 0.587

- 3 400 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 GCCTGAACATCCA 0.433



- 24 8732_8733ASH1L_uc001fkt.2_ NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11 CTCCAAGGGAATG 0.431

- 41 5873 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 18. 8 TTTCCTCCTGCAA 0.428

- 5 609 NM_000537 NP_000528 P00797 RENI_HUMAN 4 CAAACTCGGCCAG 0.557

- 8 1172 e_Mutation_p.L253 NM_025160 NP_079436 Q9H7D7 WDR26_HUMAN WD 2. 0 GCAACAAGATAGT 0.428

- 12 1545 j.2_RNA|NEBL_uc NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 10. 2 CCTTTAATCTCCT 0.333

- 7 1309 GMS1_uc009xou.1 NM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2 GCATGGGGATCT 0.502

+ 1 144 uc001kwr.2_Intron NM_001143909 NP_001137381 Q2QD12 Q2QD12_HUMAN 0 TCCATCCTCAACA 0.542

+ 14 2550 RF1_uc010qwe.1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0 GATAAGGAGCAGA 0.577

- 31 5326 NM_005961 NP_005952 Q6W4X9 MUC6_HUMAN Approximate repeats. 1 CTTCAGGATGGTG 0.562

+ 51 14903 tb.2_Missense_Mu NM_017511 NP_059981 Q9HC84 MUC5B_HUMAN em repeats, Ser/Thr- rich.|T 0 CAGAGCCGAGCA 0.662

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMAN Name=4; (Potential). 2 GGTAATGGAAAAA 0.473

+ 11 2849 _p.R743*|NAV2_uc NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 CCCCTCGAGCCA 0.632

+ 29 3169 utation_p.L826P|DGNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN ANK 1. 3 GCACGCTCCTGCA 0.692

+ 11 1281 RD13D_uc001okg.1 NM_207354 NP_997237 Q6ZTN6 AN13D_HUMAN 1 AGTCACGGAACAT 0.637 rs78983123

+ 9 1346 _p.R376K|BCO2_u NM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0 CTCGAAGGTTTGT 0.413

- 17 2565 e_Mutation_p.G723 NM_032531 NP_115920 Q8IZU9 KIRR3_HUMANmic (Potential).|Ser-rich. 3 TGCTTGCCGCTGC 0.607

+ 9 1468 v.1_Missense_Mut NM_002017 NP_002008 Q01543 FLI1_HUMAN 2273 CCGAGTCGTCCA 0.493

- 3 857 p.R198C|FOXM1_u NM_021953 NP_068772 Q08050 FOXM1_HUMAN 2 GCTGCGGGAGCC 0.493

- 3 276 NM_006248 NP_006239 0 GGGGTGGTCCTTG 0.612

+ 11 2149 cw.1_Missense_Mu NM_030667 NP_109592 Q16827 PTPRO_HUMAN III 7.|Extracellular (Potentia 9 ACAACGGACTTGT 0.413

- 4 444 3_5'UTR|PLCZ1_u NM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN 3 GAATTTTCCGGTT 0.333

- 11 3652 _p.S807F|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 TTATAGGATTGCT 0.428

- 1 183 NM_012064 NP_036196 P30301 MIP_HUMAN cal; (By similarity). 1 CCAGGGCCAAGC 0.582

+ 14 2031 ense_Mutation_p.P NM_182947 NP_891992 Q86VW2 ARHGP_HUMAN 0 CTCTCCCCTCTCT 0.577

- 2 1182 _p.V275I|ZFC3H1_ NM_144982 NP_659419 O60293 ZC3H1_HUMAN 5 TACTGACATTATC 0.358

+ 24 3023_3024 tlq.2_Missense_M NM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2 CGGCTTCCCATC 0.5

+ 12 1215 t.2_Missense_Mut NM_213594 NP_998759 Q33E94 RFX4_HUMAN ary for dimerization. 1 TCAGGAGTTTGAC 0.458

- 8 2201_2202e_Mutation_p.P656 NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.| p.P656P(1) 6 TGAAGGGAGTAG 0.431

+ 2 2484 n.2_Missense_Muta NM_001173 NP_001025226 Q13017 RHG05_HUMAN 5 AGCAAGCTCTCA 0.413

+ 13 5940 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 TCACATGGGAAAG 0.383

- 2 538 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4 ATGTCAGAAATGA 0.458

- 2 886 orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN 5 CTGGGGGGGCT 0.662

+ 2 671 4orf109_uc001ybk NM_001098621 NP_001092091 Q8N6I4 CN109_HUMAN ical; (Potential). 0 TCCTTGCCTTTTT 0.453

+ 23 2577 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4 GGTTAGGAAAGAC 0.303 rs150367623

+ 4 538 _p.R145C|EML1_uc NM_004434 NP_004425 O00423 EMAL1_HUMAN 5 CGGAATCGCACAG 0.507

+ 3 239 27924_uc001yua.2 NM_001005241 NP_001005241 Q8N0Y3 OR4N4_HUMAN 5 TTCTAACGTGACA 0.328

+ 1 2045 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN Pro-rich. 8 ATTCCCCTCCTCC 0.547

- 9 828 zpc.2_Missense_M NM_015289 NP_056104 Q96JC1 VPS39_HUMAN CNH. 3 ACCACGGTGAGA 0.527

- 14 2239 RNA|CDAN1_uc00 NM_138477 NP_612486 Q8IWY9 CDAN1_HUMAN 2 GCAAGGGAACAAC 0.607

- 3 560 NM_207381 NP_997264 Q5GJ75 TP8L3_HUMAN 0 TGTGCTCTTTGGT 0.448

+ 1 1499 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GCAGCAGAATTTC 0.388

+ 9 1837 |IL21R_uc002dos. NM_181078 NP_851564 Q9HBE5 IL21R_HUMAN lasmic (Potential). 4 CTGGACCCCAGG 0.642

- 10 1091 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1 CCTCTTTGGCAGT 0.468

+ 3 704 NM_001124758 NP_001118230 Q8IVW8 SPNS2_HUMAN 0 GGCGACCGCTTCA 0.632 rs139404093

+ 3 605 2fye.2_Missense_M NM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0 CCAGATCCCCCCA 0.632

+ 4 442 p.R143H|DNAH2_u NM_020877 NP_065928 Q9P225 DYH2_HUMAN m (By similarity). 13 TCATTCGCCAAGC 0.587

+ 9 1020 NM_004140 NP_004131 Q15334 L2GL1_HUMAN WD 6. 6 GTGACCGCCACTG 0.577



+ 6 544 splice|TBC1D3_uc0 NM_032258 NP_115634 Q8IZP1 TBC3A_HUMAN 0 TACCAGGTACGCT 0.587

- 1 329 NM_030966 NP_112228 Q8IUG1 KRA13_HUMAN 0 CTCCACTGCTGCC 0.652

- 1 416 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMANC-C-[IKRQVHEC]- [SPRT]-[S 0 agctggggcggcagca 0.09 rs144672535

- 19 2195 _p.R610Q|EFTUD2 NM_004247 NP_004238 Q15029 U5S1_HUMAN 1 ATCTTCCGCAAAT 0.517

+ 3 498 kx.1_Missense_Mu NM_003396 NP_003387 O14905 WNT9B_HUMAN 2 GAGCCGGCAGG 0.662

+ 2 664 LF_uc002iuh.2_5'U NM_002126 NP_002117 Q16534 HLF_HUMAN 2 GACAAGGAAAAGA 0.433

- 7 801 n_p.F39L|MKS1_u NM_017777 NP_060247 Q9NXB0 MKS1_HUMAN 1 GCCCGTGAAGTCA 0.473

- 8 1079 xa.3_Missense_M NM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7 TCTTGGGTTAGAG 0.328

- 4 2132 e_Mutation_p.V577 NM_032134 NP_115510 Q9H0J4 QRIC2_HUMAN Gln-rich. 5 cacgctgaactgcacca 0.015 rs113162124

+ 17 2812 _p.G712S|CCDC40 NM_017950 NP_060420 Q4G0X9 CCD40_HUMAN Potential. 3 GAGATCGGCCAGA 0.567 rs59896146

- 8 1464 n_p.S383L|CSNK1D NM_001893 NP_001884 P48730 KC1D_HUMAN 2 TCGGACGAGGAG 0.672

+ 2 1128 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMAN repeat of Q-P-K-X-G-D-I-P- 2 GCCAAGACCTCAG 0.562

- 6 1782 md.1_Missense_M NM_020805 NP_065856 Q9P2G3 KLH14_HUMAN Kelch 3. 1 GCTCCCGCATGAG 0.463

+ 4 1322 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 CAGCTCTATAAAT 0.438

+ 4 1336 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 TGAACAATGTGGG 0.428

+ 4 1371 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 CATTCCGAGGTCA 0.428 rs149690257

+ 4 1386 ha.1_Missense_Mu NM_173480 NP_775751 Q68EA5 ZNF57_HUMAN C2H2-type 9. 3 GAGGACGCACAC 0.438 rs148390269

+ 13 1292 g.2_Missense_Mut NM_024760 NP_079036 Q9H808 TLE6_HUMAN WD 4. 1 GGTTATCCTGATG 0.567

+ 6 2416 u.2_Missense_Mut NM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0 ACAGTTCACGCCC 0.662

+ 4 1515 ym.1_Missense_M NM_001136501 NP_001129973 Q08AG5 ZN844_HUMAN 0 CCTTCAGATCTGC 0.423

- 4 1523 NM_145276 NP_660319 Q8TA94 ZN563_HUMANC2H2-type 11. 0 ATAACGCTTTCCC 0.428

- 4 1355 NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 9. 0 ATAACGTTTTCCC 0.413

- 4 1409 709_uc002mtx.3_I NM_144976 NP_659413 Q8TBZ8 ZN564_HUMANC2H2-type 11. 1 AAGGCTCTACCAC 0.433

- 2 504 dzi.2_Missense_Mu NM_002918 NP_002909 P22670 RFX1_HUMAN 2 CCGGGAGCTCCG 0.438

+ 8 2027 p.G599R|SYDE1_ NM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2 CCCTGTGGGCGG 0.697

+ 12 1425 NM_023944 NP_076433 7 GGTCACCTCTGG 0.557

+ 9 1057 02nkr.1_RNA|DDX4 NM_019070 NP_061943 Q9Y6V7 DDX49_HUMAN case C-terminal. 1 TACATCCACCGAG 0.657

- 2 468 n_p.L110*|LPAR2_u NM_004720 NP_004711 Q9HBW0 LPAR2_HUMAN Name=3; (Potential). 2 TCCAGCAAGCCCT 0.667

+ 2 1049 _p.A385T|ZNF493_ NM_175910 NP_787106 Q6ZR52 ZN493_HUMAN C2H2-type 9. 1 GGCAAAGCCTTTA 0.363

- 4 1333 1_Intron|ZNF208_ NM_007153 NP_009084 7 TAGGGTTTCTCTC 0.383

- 4 1187 _p.Q280K|ZNF681_ NM_138286 NP_612143 Q96N22 ZN681_HUMAN C2H2-type 7. 0 AGGACTGGTTAAA 0.433

+ 5 1060 p.Q328L|CD22_uc0 NM_001771 NP_001762 P20273 CD22_HUMAN cellular (Potential). 9 AAGTGCAGTGTGA 0.652

+ 39 6573 _Mutation_p.S2148 NM_000540 NP_000531 P21817 RYR1_HUMAN |6 X approximate repeats. 12 CGTCCTCCGTGGA 0.662

- 7 1908 e_Mutation_p.Q408 NM_181882 NP_870998 Q9BXM0 PRAX_HUMANKL]-[LIVMAP]- [AQKHRPE]; 2 GCAGCTGTACCTC 0.587

- 5 368 2pjp.1_Missense_M NM_000979 NP_000970 Q07020 RL18_HUMAN 0 GGATGCGGCTGC 0.667 rs1804326

+ 4 1553 ydw.1_Missense_M NM_138374 NP_612383 Q96IR2 ZN845_HUMANC2H2-type 10. 0 GTCAGACATCATC 0.378

- 5 979 LRA3_uc010erk.2_ NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 3. 1 CACTCGGAGGAG 0.677

+ 4 1330 |ZIK1_uc002qpi.2_ NM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN C2H2-type 7. 2 TGGTGACTGTGG 0.448

+ 4 1339 |ZIK1_uc002qpi.2_ NM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN C2H2-type 7. 2 TGGGAAATCCTTT 0.453

+ 1 5246 1_5'Flank|ZNF512_ NM_032266 NP_115642 Q68DN1 CB016_HUMAN m repeat of P-S-E-R-S-H-H 1 CAGAGAGAAGCC 0.562

- 8 1027 2sij.2_Nonsense_M NM_015189 NP_056004 Q9Y2D4 EXC6B_HUMAN 2 GACATCGATAAAC 0.368

+ 7 2842 NM_144993 NP_659430 O43151 TET3_HUMAN 0 CATAACCTCTACA 0.617

- 2 782 GOLN2_uc002spb. NM_006464 NP_006455 O43493 TGON2_HUMANal).|8.|14 X 14 AA tandem re 0 TGCTAGGGCTGT 0.597

+ 4 1894 yuy.1_Missense_M NM_020184 NP_064569 Q6P4Q7 CNNM4_HUMAN 3 ACGCCCGCCATTA 0.567

- 2 531 ve.1_RNA|ANKRD NM_025190 NP_079466 Q8N2N9 AN36B_HUMAN 0 TCTTCACGGTCGC 0.463

- 4 729 s.2_Nonsense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN cellular (Potential). 0 CTTTTCCCAATTA 0.353

+ 8 4574 e_Mutation_p.P13 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 TCCCTCCTTCTGA 0.358



- 307 97342_97343010zfi.1_Missense NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CGAGGGGCATGG 0.431

- 41 7488 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 CAATGATCAATAAA 0.468

+ 14 2159 _p.A651V|PARD3B_ NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GATGGGCCGAGA 0.438

+ 3 429 1486_uc010fxa.1_ NM_020864 NP_065915 Q9P242 K1486_HUMAN 3 ACGAAGGAAGTTA 0.478

+ 21 1404 utation_p.M414I|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 TGCCATGGGGACT 0.602

+ 2 61 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ACAGAATCGCCCT 0.353 rs143761036

- 3 1038 xdk.2_Intron|CPNE NM_152838 NP_690051 Q9NTZ6 RBM12_HUMAN Pro-rich. 3 ATTATTGTTCAAAT 0.512

+ 6 1242 X2_uc010ggp.2_M NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN Pro-rich. 1 CCAGCCCCCCAG 0.677

+ 10 1244 _p.A325T|RTEL1_ NM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0 TTCAGCGCGGAC 0.662 rs144255879

+ 26 5528 eb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 AGAACTCCCAACC 0.403

- 25 4734 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 5.|Extracellular (Potentia 11 TGATTGGAAAACT 0.488

+ 5 478 OL12_uc003ato.1_RNM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CATCCACGGAGAA 0.627

+ 7 2403 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CCTCTCCTAACAG 0.582

+ 2 379 R8_uc003cjm.2_In NM_005201 NP_005192 P51685 CCR8_HUMAN Name=2; (Potential). 2 CTGTCTGACCTG 0.488

- 2 1226 cro.3_Missense_Mu NM_006574 NP_006565 O95196 CSPG5_HUMANcellular (Potential). 2 GGAGGCCAAGTCC 0.637

+ 4 620 .S21L|ARIH2_uc01 NM_006321 NP_006312 O95376 ARI2_HUMAN 1 AAGTTTCAGAGAT 0.363

+ 5 7708 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 GGTCTCCCCAGC 0.632

+ 1 379 NM_001005482 NP_001005482 Q8NGV7 OR5H2_HUMAN lasmic (Potential). 3 ATATGATCGCTATG 0.378

+ 3 237 ha.1_Missense_Mu NM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1 ATATTTTCCTGAAT 0.373

+ 8 1414 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2 TCTTTTAGGCGAA 0.378

- 7 1562 er.2_Missense_Mu NM_175924 NP_787120 Q86SU0 ILDR1_HUMAN lasmic (Potential). 1 GCCTCTCCTTGTC 0.672

+ 12 1699_1700 NM_001004316 NP_001004316 Q6ZMV7 LEKR1_HUMAN 0 TTAAGGAAGAAA 0.347

- 10 1211 .1_3'UTR|LRRC34 NM_153353 NP_699184 Q8IZ02 LRC34_HUMAN 0 GATTCTCCATAAG 0.378

+ 4 467 e_Mutation_p.R67 NM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN p.R67W(1) 1 CCAGTCGGATCTA 0.428 rs138236130

+ 11 1911 rw.1_Missense_Mu NM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0 CCACAAGAATTCA 0.408

+ 12 1714 se_Mutation_p.P44 NM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12 CACCTCCGTATCC 0.607

- 11 2052 3fsg.2_Missense_M NM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4 GTATAGGAAAAAT 0.433

- 9 1067_1068_p.S183F|UBXN7_ NM_015562 NP_056377 O94888 UBXN7_HUMAN 3 ACAAACGGATATG 0.416

- 1 668 168_uc010iah.2_5 NM_152617 NP_689830 Q8IYW5 RN168_HUMAN RING-type. 0 TTTCGACGGTCGA 0.577

+ 5 978 141_uc003gab.2_I NM_003441 NP_003432 Q15928 ZN141_HUMAN C2H2-type 4. 0 ATAGGTTCACAAC 0.363 rs140024736

- 22 3199 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Ser-rich. 6 TCTTAGGAGAAGA 0.358

- 12 1661 .1_Nonsense_Muta NM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0 CCCACTGAAGTGA 0.333

+ 2 524 TU_uc011cgq.1_R NM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN 1 ACAGGAGTCATTG 0.393

+ 1 2889 gz.2_Missense_M NM_032961 NP_116586 Q9P2E7 PCD10_HUMAN |Extracellular (Potential). 2 CCAgggcgggggcggg 0.587

- 1 1990 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN r (Potential).|Cadherin 5. 5 CTTCATGATCAAA 0.418

- 2 323 FS6_uc003jcy.2_5' NM_032479 NP_115868 Q9P0J6 RM36_HUMAN 0 TACCACCGACCCC 0.562

- 28 4403 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN .|Stem (By similarity). 31 AGCTTTCGACATC 0.468

+ 1 672 uc011ctk.1_Intron NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN 1 AAACAGGAGATG 0.358

+ 1 816 uc011ctk.1_RNA NM_032567 NP_115956 Q9BXG8 SPZ1_HUMAN motif (By similarity). 1 AAACAGCAGATG 0.353

- 2 1200 NM_203406 NP_981951 Q68D91 MBLC2_HUMAN 0 CCAATCGAAAAAG 0.408

- 5 647 3kpw.1_Nonsense_ NM_022140 NP_071423 Q9HCS5 E41LA_HUMAN FERM. 1 GGCCCTGAAGGA 0.468

- 14 1547 3lwy.2_Missense_M NM_033274 NP_150377 Q9H013 ADA19_HUMAN Extracellular (Potential). 8 GGTAGGGCAGTG 0.622

+ 9 7204 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 ACAGCCCCCAGA 0.512

- 30 4190 f27_uc003nxd.2_5' NM_006295 NP_006286 P26640 SYVC_HUMAN 3 GCGATGGCCTCAT 0.572

- 32 4462 ai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMAN Extracellular (Potential). 44 GCGATGGGAAGAT 0.507

+ 17 1964 Splice_Site|STXBP NM_001127715 NP_001121187 Q5T5C0 STXB5_HUMAN 0 ATTTTAGAGTTAA 0.313

+ 7 1005 G_uc003quc.2_Mis NM_152410 NP_689623 Q96M98 PACRG_HUMAN 0 AACATTGGGGAC 0.507



+ 3 1358 LL2_uc011egr.1_R NM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3 AATGAGGGGAGAG 0.433 rs141172576

+ 6 1057 .3_Missense_Muta NM_000600 NP_000591 P05231 IL6_HUMAN 0 TTTAAGGAGTTCC 0.527

+ 4 1320 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 8. 0 TGGTTCTCAGACC 0.388

+ 4 1390 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 9. 0 GCAAAAGCTTTAC 0.388

+ 4 1488 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 10. 0 TGGTTCCCAGACC 0.393

+ 4 1558 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMANC2H2-type 11. 0 GCAAAACCTTTAC 0.428

- 9 1318 SUN5_uc003txx.2_ NM_018044 NP_060514 Q96P11 NSUN5_HUMAN 0 ACCTTGGCACCTC 0.607

+ 14 2315 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAT 0.507

+ 14 2903 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 AAAAACCCACCAT 0.507

+ 14 2911 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN ate) (mucin-like domain).|E 11 ACCATCTCCACGG 0.502

+ 3 2023 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem rep 27 ACTCCAACACTCC 0.473

+ 3 6777 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN9 X approximate tandem re 27 CTTTCAGCAACTC 0.498

+ 3 6811 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 TGACCACTTCTAC 0.478

+ 3 7480 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 GCACCCTTTCCAC 0.522

+ 3 9657_9658 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 AAGCCACTTCAT 0.505

- 2 257 NM_001024607 NP_001019778 A4D0T2 CG066_HUMAN 2 TGACGATATTGAG 0.418

- 2 476 T2_uc003vja.2_5'U NM_003391 NP_003382 P09544 WNT2_HUMAN 7 ACATCTGGATGTC 0.597

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 4 776 G9B_uc003wig.3_R NM_173681 NP_775952 Q674R7 ATG9B_HUMAN nal (By similarity). 1 CGCATCGAAGGAG 0.537

- 3 452 NM_014420 NP_055235 Q9UBT3 DKK4_HUMAN 1 GTTGTTCCTTCTG 0.458

- 3 1741 CO5A1_uc003xyk NM_030958 NP_112220 Q9H2Y9 SO5A1_HUMAN Name=6; (Potential). 4 CAGTTTCCAATGA 0.348

- 8 1926 EM1_uc010mic.2_R NM_144966 NP_659403 Q5H8C1 FREM1_HUMAN CSPG 2. 5 CAGCACCAATGTC 0.488

- 10 2369 NM_001163 NP_001154 Q02410 APBA1_HUMAN PDZ 1. 1 AGCTTCCCAGATT 0.527

+ 1 805 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMAN lasmic (Potential). 2 AAGAAAGCCTTCT 0.383

+ 1 863 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMAN Name=6; (Potential). 2 CAGCCCTTTTTAT 0.413

+ 12 1648 p.R476Q|SLC44A1 NM_080546 NP_536856 Q8WWI5 CTL1_HUMAN membrane (Potential).|Cys- 4 GTGCACGATGTGT 0.289

+ 11 1721 bmf.1_Missense_M NM_000962 NP_000953 P23219 PGH1_HUMAN 2 CCTTTTCCCTCAA 0.512

- 2 422 R34_uc004bvr.1_M NM_052844 NP_443076 Q96EX3 WDR34_HUMAN 3 GGACGGGGGCTG 0.627

- 28 7018 6A_uc004cht.2_M NM_014866 NP_055681 O15027 SC16A_HUMANraction with SEC23A.|Pro-ric 0 GCTGTGGTTCTTC 0.622

+ 4 859 BP5_uc010ncq.2_3'UTR 0 TTTGCCCCACTGA 0.622

- 2 231 NA9L_uc010nfp.2_ NM_001412 NP_001403 P47813 IF1AX_HUMAN 1 TTACCTCCTTTAC 0.313

+ 19 2411 _p.F754L|UBA1_uc NM_153280 NP_695012 P22314 UBA1_HUMAN 1 CTCACCTTTGATG 0.557

- 2 2186 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112 ACTTGAGTCTCTC 0.617

- 25 2239 p.E368K|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 CTTGCTCTAGATC 0.393

+ 4 551 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTGAGGGCGACG 0.582

+ 4 564 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 ACACCCAGTCTCC 0.582 rs141277731

- 2 319 5F|CASP9_uc001a NM_001229 NP_001220 P55211 CASP9_HUMAN CARD. 2 AAGCAGGAGATGA 0.547

- 6 707 _p.Y168H|ATP13A2 NM_022089 NP_071372 Q9NQ11 AT132_HUMAN lasmic (Potential). 4 AGATATAGCGCTG 0.537

- 17 2464 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 TAAGTCCGCCCAT 0.502

- 5 826 _p.P95S|DHCR24_ NM_014762 NP_055577 Q15392 DHC24_HUMAN inding PCMH-type. 1 GGCAGGGATGAT 0.582

+ 6 746 PR_uc009waq.2_In NM_002303 NP_002294 P48357 LEPR_HUMAN cellular (Potential). 1 AGTTTTCAGATGG 0.368

- 14 3116 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. 5 TCCTCTCTCTTTG 0.522

+ 9 1318 o.2_Missense_Mut NM_174858 NP_777283 Q9Y6K8 KAD5_HUMAN 1 ACAGGGTGATGA 0.294

- 2 1046 _p.G72R|SLC16A1 NM_003051 NP_003042 P53985 MOT1_HUMAN ical; (Potential). 1 TACCTCCACCATA 0.378

- 3 436 NM_002524 NP_002515 P01111 RASN_HUMAN GTP. 5)|p.Q61P(21)|p 2607 TCTTCTTGTCCAG 0.458 rs11554290

+ 8 663 n|NBPF9_uc010oy NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 1. 0 CTGAAGTGAGCAA 0.512 rs71527379

+ 3 405 PF9_uc010oyg.1_In NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 TCATTGTATGAGC 0.562 rs4996268



+ 9 1402 .1_Missense_Muta NM_001039703 NP_001034792 A6NDV3 A6NDV3_HUMAN 0 AGAAATCATCTGC 0.438

- 3 400 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 GCCTGAACATCCA 0.433

- 24 8732_8733ASH1L_uc001fkt.2_ NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN BAH. 11 CTCCAAGGGAATG 0.431

- 41 5873 NM_003126 NP_003117 P02549 SPTA1_HUMAN Spectrin 18. 8 TTTCCTCCTGCAA 0.428

- 8 1172 e_Mutation_p.L253 NM_025160 NP_079436 Q9H7D7 WDR26_HUMAN WD 2. 0 GCAACAAGATAGT 0.428

- 12 1545 j.2_RNA|NEBL_uc NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 10. 2 CCTTTAATCTCCT 0.333

+ 5 599 01izo.1_RNA|HSD17B7P2_uc001izp.1_Missense_Mutation_p.N173S 0 CTCGCAATGCAAG 0.453 rs2257765

- 7 1309 GMS1_uc009xou.1 NM_147156 NP_671512 Q86VZ5 SMS1_HUMAN 2 GCATGGGGATCT 0.502

+ 1 144 uc001kwr.2_Intron NM_001143909 NP_001137381 Q2QD12 Q2QD12_HUMAN 0 TCCATCCTCAACA 0.542

+ 20 3052 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANmenal (Potential). 10 GTCAACTGGGGA 0.463

- 1 441 OC2_uc009xxx.2_In NR_026715 0 GCCAGGTGCCCC 0.537

+ 14 2550 RF1_uc010qwe.1_ NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN 0 GATAAGGAGCAGA 0.577

- 1 488 NM_001005238 NP_001005238 Q8NGK0 O51G2_HUMAN Name=4; (Potential). 2 GGTAATGGAAAAA 0.473

- 11 1231 .2_RNA|SERGEF_ NM_012139 NP_036271 Q9UGK8 SRGEF_HUMAN RCC1 7. 1 CCTGACGATGACA 0.617

+ 11 2849 _p.R743*|NAV2_uc NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 CCCCTCGAGCCA 0.632

+ 29 3169 utation_p.L826P|DGNM_001105540 NP_001099010 Q13574 DGKZ_HUMAN ANK 1. 3 GCACGCTCCTGCA 0.692

+ 9 1346 _p.R376K|BCO2_u NM_031938 NP_114144 Q9BYV7 BCDO2_HUMAN 0 CTCGAAGGTTTGT 0.413

+ 9 1468 v.1_Missense_Mut NM_002017 NP_002008 Q01543 FLI1_HUMAN 2273 CCGAGTCGTCCA 0.493

- 3 857 p.R198C|FOXM1_u NM_021953 NP_068772 Q08050 FOXM1_HUMAN 2 GCTGCGGGAGCC 0.493

+ 11 2149 cw.1_Missense_Mu NM_030667 NP_109592 Q16827 PTPRO_HUMAN III 7.|Extracellular (Potentia 9 ACAACGGACTTGT 0.413

- 4 444 3_5'UTR|PLCZ1_u NM_033123 NP_149114 Q86YW0 PLCZ1_HUMAN 3 GAATTTTCCGGTT 0.333

- 11 3652 _p.S807F|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN 0 TTATAGGATTGCT 0.428

- 1 183 NM_012064 NP_036196 P30301 MIP_HUMAN cal; (By similarity). 1 CCAGGGCCAAGC 0.582

+ 14 2031 ense_Mutation_p.P NM_182947 NP_891992 Q86VW2 ARHGP_HUMAN 0 CTCTCCCCTCTCT 0.577

- 2 1182 _p.V275I|ZFC3H1_ NM_144982 NP_659419 O60293 ZC3H1_HUMAN 5 TACTGACATTATC 0.358

+ 24 3023_3024 tlq.2_Missense_M NM_018082 NP_060552 Q9NW08 RPC2_HUMAN 2 CGGCTTCCCATC 0.5

+ 12 1215 t.2_Missense_Mut NM_213594 NP_998759 Q33E94 RFX4_HUMAN ary for dimerization. 1 TCAGGAGTTTGAC 0.458

- 8 2201_2202e_Mutation_p.P656 NM_016179 NP_057263 Q9UBN4 TRPC4_HUMAN and ITPR3.| p.P656P(1) 6 TGAAGGGAGTAG 0.431

+ 2 2484 n.2_Missense_Muta NM_001173 NP_001025226 Q13017 RHG05_HUMAN 5 AGCAAGCTCTCA 0.413

+ 13 5940 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 TCACATGGGAAAG 0.383

- 2 538 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4 ATGTCAGAAATGA 0.458

- 2 886 orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN 5 CTGGGGGGGCT 0.662

+ 2 671 4orf109_uc001ybk NM_001098621 NP_001092091 Q8N6I4 CN109_HUMAN ical; (Potential). 0 TCCTTGCCTTTTT 0.453

+ 23 2577 NM_058237 NP_478144 Q6NUP7 PP4R4_HUMAN 4 GGTTAGGAAAGAC 0.303 rs150367623

+ 4 538 _p.R145C|EML1_uc NM_004434 NP_004425 O00423 EMAL1_HUMAN 5 CGGAATCGCACAG 0.507

+ 1 2045 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN Pro-rich. 8 ATTCCCCTCCTCC 0.547

- 9 828 zpc.2_Missense_M NM_015289 NP_056104 Q96JC1 VPS39_HUMAN CNH. 3 ACCACGGTGAGA 0.527

- 3 560 NM_207381 NP_997264 Q5GJ75 TP8L3_HUMAN 0 TGTGCTCTTTGGT 0.448

+ 1 1499 NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 GCAGCAGAATTTC 0.388

- 14 1581 'Flank|uc002bcw.1_ NR_027024 0 GATGTTCTCCTCC 0.627 rs56290535

- 10 1091 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1 CCTCTTTGGCAGT 0.468

+ 3 605 2fye.2_Missense_M NM_001114974 NP_001108446 Q2TAL5 SMTL2_HUMAN 0 CCAGATCCCCCCA 0.632

+ 6 544 splice|TBC1D3_uc0 NM_032258 NP_115634 Q8IZP1 TBC3A_HUMAN 0 TACCAGGTACGCT 0.587

- 1 457 NM_033059 NP_149048 Q9BYQ6 KR411_HUMAN -[GIKRQVHEL]- [SPTR]-[ST 0 ggagatgctgcagctgg 0.129

+ 3 498 kx.1_Missense_Mu NM_003396 NP_003387 O14905 WNT9B_HUMAN 2 GAGCCGGCAGG 0.662

+ 2 664 LF_uc002iuh.2_5'U NM_002126 NP_002117 Q16534 HLF_HUMAN 2 GACAAGGAAAAGA 0.433

- 8 1079 xa.3_Missense_M NM_001005207 NP_001005207 O94972 TRI37_HUMAN Potential. 7 TCTTGGGTTAGAG 0.328



- 8 1464 n_p.S383L|CSNK1D NM_001893 NP_001884 P48730 KC1D_HUMAN 2 TCGGACGAGGAG 0.672

- 6 1782 md.1_Missense_M NM_020805 NP_065856 Q9P2G3 KLH14_HUMAN Kelch 3. 1 GCTCCCGCATGAG 0.463

+ 13 1292 g.2_Missense_Mut NM_024760 NP_079036 Q9H808 TLE6_HUMAN WD 4. 1 GGTTATCCTGATG 0.567

+ 6 2416 u.2_Missense_Mut NM_020209 NP_064594 Q96IW2 SHD_HUMAN SH2. 0 ACAGTTCACGCCC 0.662

+ 8 2027 p.G599R|SYDE1_ NM_033025 NP_149014 Q6ZW31 SYDE1_HUMAN 2 CCCTGTGGGCGG 0.697

+ 12 1425 NM_023944 NP_076433 7 GGTCACCTCTGG 0.557

- 2 468 n_p.L110*|LPAR2_u NM_004720 NP_004711 Q9HBW0 LPAR2_HUMAN Name=3; (Potential). 2 TCCAGCAAGCCCT 0.667

+ 5 1060 p.Q328L|CD22_uc0 NM_001771 NP_001762 P20273 CD22_HUMAN cellular (Potential). 9 AAGTGCAGTGTGA 0.652

+ 39 6573 _Mutation_p.S2148 NM_000540 NP_000531 P21817 RYR1_HUMAN |6 X approximate repeats. 12 CGTCCTCCGTGGA 0.662

- 5 979 LRA3_uc010erk.2_ NM_006865 NP_006856 Q8N6C8 LIRA3_HUMAN -like C2-type 3. 1 CACTCGGAGGAG 0.677

- 8 1027 2sij.2_Nonsense_M NM_015189 NP_056004 Q9Y2D4 EXC6B_HUMAN 2 GACATCGATAAAC 0.368

+ 7 2842 NM_144993 NP_659430 O43151 TET3_HUMAN 0 CATAACCTCTACA 0.617

- 4 729 s.2_Nonsense_Mu NM_002349 NP_002340 O60449 LY75_HUMAN cellular (Potential). 0 CTTTTCCCAATTA 0.353

+ 8 4574 e_Mutation_p.P13 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 TCCCTCCTTCTGA 0.358

- 41 7488 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 4 (By similarity). 12 CAATGATCAATAAA 0.468

+ 14 2159 _p.A651V|PARD3B_ NM_152526 NP_689739 Q8TEW8 PAR3L_HUMAN 4 GATGGGCCGAGA 0.438

+ 3 429 1486_uc010fxa.1_ NM_020864 NP_065915 Q9P242 K1486_HUMAN 3 ACGAAGGAAGTTA 0.478

+ 21 1404 utation_p.M414I|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 TGCCATGGGGACT 0.602

- 2 225 wtu.2_Missense_M NM_178312 NP_842564 Q9BX51 GGTL1_HUMAN 1 TCCGGCATGTAGA 0.622

+ 2 61 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ACAGAATCGCCCT 0.353 rs143761036

+ 6 1242 X2_uc010ggp.2_M NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN Pro-rich. 1 CCAGCCCCCCAG 0.677

+ 26 5528 eb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 AGAACTCCCAACC 0.403

- 25 4734 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 5.|Extracellular (Potentia 11 TGATTGGAAAACT 0.488

- 1 4437 NM_015672 NP_056487 0 TGGTGCCCATGTG 0.557

+ 2 954 D221G|RFPL3S_u NM_001098535 NP_001092005 O75679 RFPL3_HUMAN B30.2/SPRY. 1 TTCTGGATATGGG 0.512

+ 7 2403 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CCTCTCCTAACAG 0.582

+ 2 379 R8_uc003cjm.2_In NM_005201 NP_005192 P51685 CCR8_HUMAN Name=2; (Potential). 2 CTGTCTGACCTG 0.488

+ 4 620 .S21L|ARIH2_uc01 NM_006321 NP_006312 O95376 ARI2_HUMAN 1 AAGTTTCAGAGAT 0.363

+ 5 7708 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 GGTCTCCCCAGC 0.632

+ 1 379 NM_001005482 NP_001005482 Q8NGV7 OR5H2_HUMAN lasmic (Potential). 3 ATATGATCGCTATG 0.378

+ 3 237 ha.1_Missense_Mu NM_020202 NP_064587 Q9NQR4 NIT2_HUMAN CN hydrolase. 1 ATATTTTCCTGAAT 0.373

+ 8 1414 NM_020754 NP_065805 Q2M1Z3 RHG31_HUMAN 2 TCTTTTAGGCGAA 0.378

- 7 1562 er.2_Missense_Mu NM_175924 NP_787120 Q86SU0 ILDR1_HUMAN lasmic (Potential). 1 GCCTCTCCTTGTC 0.672

+ 12 1699_1700 NM_001004316 NP_001004316 Q6ZMV7 LEKR1_HUMAN 0 TTAAGGAAGAAA 0.347

- 10 1211 .1_3'UTR|LRRC34 NM_153353 NP_699184 Q8IZ02 LRC34_HUMAN 0 GATTCTCCATAAG 0.378

+ 4 467 e_Mutation_p.R67 NM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN p.R67W(1) 1 CCAGTCGGATCTA 0.428 rs138236130

+ 11 1911 rw.1_Missense_Mu NM_198485 NP_940887 Q6ZUI0 TPRG1_HUMAN 0 CCACAAGAATTCA 0.408

+ 12 1714 se_Mutation_p.P44 NM_003722 NP_003713 Q9H3D4 P63_HUMAN SAM. 12 CACCTCCGTATCC 0.607

- 11 2052 3fsg.2_Missense_M NM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4 GTATAGGAAAAAT 0.433

- 9 1067_1068_p.S183F|UBXN7_ NM_015562 NP_056377 O94888 UBXN7_HUMAN 3 ACAAACGGATATG 0.416

- 22 3199 NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN Ser-rich. 6 TCTTAGGAGAAGA 0.358

- 12 1661 .1_Nonsense_Muta NM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0 CCCACTGAAGTGA 0.333

+ 2 524 TU_uc011cgq.1_R NM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN 1 ACAGGAGTCATTG 0.393

+ 1 2889 gz.2_Missense_M NM_032961 NP_116586 Q9P2E7 PCD10_HUMAN |Extracellular (Potential). 2 CCAgggcgggggcggg 0.587

- 1 1990 .1_Intron|PCDH18_ NM_019035 NP_061908 Q9HCL0 PCD18_HUMAN r (Potential).|Cadherin 5. 5 CTTCATGATCAAA 0.418

- 1 46 A|GYPE_uc003ijk.3 NM_198682 NP_941391 P15421 GLPE_HUMAN 0 AGATCACGAGCTG 0.398

- 28 4403 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN .|Stem (By similarity). 31 AGCTTTCGACATC 0.468



- 2 1200 NM_203406 NP_981951 Q68D91 MBLC2_HUMAN 0 CCAATCGAAAAAG 0.408

- 14 1547 3lwy.2_Missense_M NM_033274 NP_150377 Q9H013 ADA19_HUMAN Extracellular (Potential). 8 GGTAGGGCAGTG 0.622

+ 9 7204 EP1_uc011diq.1_R NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 ACAGCCCCCAGA 0.512

- 30 4190 f27_uc003nxd.2_5' NM_006295 NP_006286 P26640 SYVC_HUMAN 3 GCGATGGCCTCAT 0.572

- 32 4462 ai.2_Missense_Mu NM_138694 NP_619639 P08F94 PKHD1_HUMAN Extracellular (Potential). 44 GCGATGGGAAGAT 0.507

- 16 3591 12A1_uc003pht.2_ NM_004370 NP_004361 Q99715 COCA1_HUMANonectin type-III 8. 9 AAAACAACTGTGT 0.418

+ 17 1964 Splice_Site|STXBP NM_001127715 NP_001121187 Q5T5C0 STXB5_HUMAN 0 ATTTTAGAGTTAA 0.313

+ 7 1005 G_uc003quc.2_Mis NM_152410 NP_689623 Q96M98 PACRG_HUMAN 0 AACATTGGGGAC 0.507

+ 3 1358 LL2_uc011egr.1_R NM_031949 NP_114155 Q9BWV7 TTLL2_HUMAN TTL. 3 AATGAGGGGAGAG 0.433 rs141172576

+ 6 1057 .3_Missense_Muta NM_000600 NP_000591 P05231 IL6_HUMAN 0 TTTAAGGAGTTCC 0.527

- 9 1318 SUN5_uc003txx.2_ NM_018044 NP_060514 Q96P11 NSUN5_HUMAN 0 ACCTTGGCACCTC 0.607

- 2 257 NM_001024607 NP_001019778 A4D0T2 CG066_HUMAN 2 TGACGATATTGAG 0.418

+ 14 1470 2_3'UTR|ST7_uc0 NM_021908 NP_068708 Q9NRC1 ST7_HUMAN 2 CACCTCACCCGCC 0.507

- 2 476 T2_uc003vja.2_5'U NM_003391 NP_003382 P09544 WNT2_HUMAN 7 ACATCTGGATGTC 0.597

+ 5 634 e_Mutation_p.S100 NM_001868 NP_001859 P15085 CBPA1_HUMAN 1 CAGGCCAGTGGG 0.652

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 4 776 G9B_uc003wig.3_R NM_173681 NP_775952 Q674R7 ATG9B_HUMAN nal (By similarity). 1 CGCATCGAAGGAG 0.537

- 3 452 NM_014420 NP_055235 Q9UBT3 DKK4_HUMAN 1 GTTGTTCCTTCTG 0.458

- 3 1741 CO5A1_uc003xyk NM_030958 NP_112220 Q9H2Y9 SO5A1_HUMAN Name=6; (Potential). 4 CAGTTTCCAATGA 0.348

- 10 2369 NM_001163 NP_001154 Q02410 APBA1_HUMAN PDZ 1. 1 AGCTTCCCAGATT 0.527

+ 1 805 NM_001004484 NP_001004484 Q8NGV5 O13D1_HUMAN lasmic (Potential). 2 AAGAAAGCCTTCT 0.383

+ 11 1721 bmf.1_Missense_M NM_000962 NP_000953 P23219 PGH1_HUMAN 2 CCTTTTCCCTCAA 0.512

- 2 422 R34_uc004bvr.1_M NM_052844 NP_443076 Q96EX3 WDR34_HUMAN 3 GGACGGGGGCTG 0.627

- 28 7018 6A_uc004cht.2_M NM_014866 NP_055681 O15027 SC16A_HUMANraction with SEC23A.|Pro-ric 0 GCTGTGGTTCTTC 0.622

- 2 231 NA9L_uc010nfp.2_ NM_001412 NP_001403 P47813 IF1AX_HUMAN 1 TTACCTCCTTTAC 0.313

- 2 2186 NM_152424 NP_689637 Q5JTC6 F123B_HUMAN p.0?(40) 112 ACTTGAGTCTCTC 0.617

- 25 2239 p.E368K|TEX11_u NM_001003811 NP_001003811 Q8IYF3 TEX11_HUMAN 5 CTTGCTCTAGATC 0.393

+ 25 4487 NM_198576 NP_940978 O00468 AGRIN_HUMANaminin G-like 1. 3 GGCGAGAGTCCC 0.692

+ 8 916 nse_Mutation_p.G NM_153339 NP_699170 Q8N0Z8 PUSL1_HUMAN 1 CTGCAGGGGCCA 0.662

- 38 5594 e_Mutation_p.V689 NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12 ACTCCACTTCAGC 0.652

- 6 672 NM_001561 NP_001552 Q07011 TNR9_HUMAN cellular (Potential). 4 AGTTACCTGGCTC 0.537

- 12 1431 NM_207420 NP_997303 Q6PXP3 GTR7_HUMAN lasmic (Potential). 0 GCGGTTTATCTCC 0.483

+ 35 3967 z.2_Nonsense_Mu NM_015074 NP_055889 O60333 KIF1B_HUMAN 3 GGTTTGGTTTGAG 0.373

- 3 234 n_p.L77F|C1orf127 NM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1 GAAGAAGGCCTTG 0.607

+ 8 2164 asi.1_Missense_M NM_020780 NP_065831 Q9P2K9 PTHD2_HUMAN lasmic (Potential). 7 GAGGTCGAGGAA 0.632

- 2 397 x.1_Intron|CLCN6_ NM_006172 NP_006163 P01160 ANF_HUMAN 2 GGGGCCCCGCC 0.672

+ 1 307 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 AAGGTTCGCCCCA 0.592

- 1 317 10obf.1_Missense_ NM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0 AGCAATCATTCTG 0.502

+ 7 787 NM_033440 NP_254275 P08217 CEL2A_HUMANPeptidase S1. 2 TCACGCGGGTCTC 0.622

+ 11 1654 JC16_uc001awt.2_ NM_015291 NP_056106 Q9Y2G8 DJC16_HUMAN lasmic (Potential). 3 CTCCTTCGATGGT 0.468

+ 1 408 C7A_uc009vpg.2_ NM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3 CCCAGAGAAAAGG 0.627

+ 1 1307 9vpg.2_Missense_M NM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3 CATATCCCGCTCA 0.647

- 2 117 2G2D_uc009vpo.2_ NM_012400 NP_036532 Q9UNK4 PA2GD_HUMAN 0 TTTTCCCAGTCAC 0.552

- 4 954 NM_024544 NP_078820 Q969V5 MUL1_HUMAN lasmic (Potential). 0 TCCTGCCGCTGC 0.607

- 8 964 ei.2_Nonsense_Mu NM_001397 NP_001388 P42892 ECE1_HUMAN cellular (Potential). 3 CCTCCTCGTCCCC 0.622

- 15 1286 bew.2_Missense_ NM_002885 NP_002876 P47736 RPGP1_HUMAN Rap-GAP. 3 AAGAAGGGCACA 0.647

+ 10 1997 bgf.2_Missense_M NM_017449 NP_059145 P29323 EPHB2_HUMAN lasmic (Potential). 5 ATTGACATCTCCT 0.532



+ 10 1299 p.R413Q|GRHL3_ NM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1 ACGAGCGGAAGC 0.627

+ 2 967 9vry.1_Missense_M NM_020379 NP_065112 Q9NR34 MA1C1_HUMANmenal (Potential). 1 ATGTTCGGTGAGT 0.502

- 24 3586 sw.1_Missense_Mu NM_004672 NP_004663 O95382 M3K6_HUMAN 9 CTGCCCGCACAG 0.662 rs143876994

- 17 2467 _p.P732S|MAP3K6 NM_004672 NP_004663 O95382 M3K6_HUMANProtein kinase. 9 CAGGGGTCCCCA 0.582 rs138197184

- 2 203 NM_207397 NP_997280 Q6UWJ8 C16L2_HUMAN cellular (Potential). 0 CAGGCGGATCAG 0.622

- 6 1602_1603RS4_uc010ofy.1_3' NM_005626 NP_005617 Q08170 SRSF4_HUMAN r-rich (RS domain). 0 GACACGGAGCGG 0.446 rs146685214

+ 31 4434 vtq.2_Missense_M NM_005704 NP_005695 Q92729 PTPRU_HUMAN lasmic (Potential). 7 TGGAGGGGCTGG 0.602

- 1 126 Flank|ZCCHC17_u NM_004814 NP_004805 Q96DI7 SNR40_HUMAN 0 CCCGCTCCCAACA 0.637

- 4 529 bto.2_Missense_Mu NM_001703 NP_001694 O60241 BAI2_HUMAN cellular (Potential). 13 TGGTAGGAAAGAG 0.677

- 2 900 e_Mutation_p.G28 NM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6 CAGTCCCTGAGG 0.637

+ 13 1540 z.2_Missense_Mut NM_005356 NP_005347 P06239 LCK_HUMAN Protein kinase. 6 CCAGAGGAGCTG 0.597

- 5 825 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 CCAGAGGGAGGA 0.542

- 2 150 bxm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 GGAACCCTGGGCT 0.537

+ 5 796 e_Mutation_p.E120 NM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3 GGGCGCGAGGTC 0.632

- 4 672 nse_Mutation_p.S2 NM_017850 NP_060320 Q9NX04 CA109_HUMAN 0 ATAGACGAAAGAA 0.438

- 2 232 e_Mutation_p.H49 NM_004468 NP_004459 Q13643 FHL3_HUMANM zinc-binding 1. 0 AGTCATGCCCGAT 0.607

+ 1 3712 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0 CATGCTCCAGAGG 0.617

- 2 265 NM_032526 NP_115915 Q9BXI3 5NT1A_HUMAN 1 AGGGTTCGTTCTC 0.448

- 3 305 AL4_uc010oix.1_I NM_016257 NP_057341 Q9UM19 HPCL4_HUMAN EF-hand 2. 1 AACTTGGAGGCG 0.692

+ 9 770 IE_uc001cdv.2_Mis NM_006112 NP_006103 Q9UNP9 PPIE_HUMAN se cyclophilin-type. 0 CCAAACACCAATG 0.547

+ 4 385 c001cfy.3_Missens NM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3 AACCTCCAAAGCG 0.423

- 5 6392 e_Mutation_p.P172 NM_024503 NP_078779 Q5T1R4 ZEP3_HUMAN 6 CGCCGGCTCCCC 0.562

- 9 1723 NM_006516 NP_006507 P11166 GTR1_HUMAN lasmic (Potential). 5 CTGGACGTGGAC 0.552 rs80359839

+ 13 2096 wq.2_Missense_Mu NM_005424 NP_005415 P35590 TIE1_HUMAN III 3.|Extracellular (Potentia 7 CCTGGGCCAATAT 0.637

+ 11 2137_2138 p.R171C|PTPRF_u NM_002840 NP_002831 P10586 PTPRF_HUMAN tential).|Fibronectin type-III 10 GAGGCCCGCACA 0.545

+ 7 936 s.1_Missense_Mu NM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN 0 ACGGAACGCAAG 0.617

+ 10 1654 e_Mutation_p.R148 NM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2 GCACTTCGGGGC 0.592

- 2 557 os.3_Missense_Mu NM_005897 NP_005888 Q9Y573 IPP_HUMAN BTB. 1 ATACCTGTGTAAA 0.274

+ 5 842 AH_uc001cpv.2_R NM_001441 NP_001432 O00519 FAAH1_HUMANasmic (By similarity). 2 GCGGCCTCAAGC 0.517

- 3 429 e_Mutation_p.W12 NM_000778 NP_000769 Q02928 CP4AB_HUMAN 4 ACCAATCCATGGA 0.458

+ 7 854 5A9_uc010omt.1_M NM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMAN cellular (Potential). 3 GCTTTCCACATTC 0.612

- 5 461 TA6_uc010omv.1_M NM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1 TACGTAGACAGTG 0.363

- 3 808 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1 AGGCACAGGGTG 0.677

- 9 1016 w.2_RNA|YIPF1_u NM_018982 NP_061855 Q9Y548 YIPF1_HUMANmenal (Potential). 2 TCCAACGAACAGC 0.483 rs77267196

+ 5 553 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6 GATTATCTAATATG 0.333

- 2 1157 orf168_uc009vzv.1 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 TGGGGCCTGACT 0.507

- 2 1071 orf168_uc009vzv.1 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 CTTTTTCTGATAT 0.512

+ 4 575 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3 TTCCAGGATCACA 0.498

- 11 1656 p.Q468R|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN EGF-like. 4 AGGCCTTGGGATC 0.498

- 2 286 8B_uc010ooo.1_N NM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4 TGTGGTCCAAGAG 0.522

- 14 1620 yr.1_Missense_Mut NM_021080 NP_066566 O75553 DAB1_HUMAN 3 GACGAGGGGCT 0.617

+ 8 1642_1643 uc001dbl.2_Intron NM_005012 NP_005003 Q01973 ROR1_HUMAN ical; (Potential). 19 GCCATTCCCCTGG 0.446

+ 9 3086 c001dbm.2_5'Flan NM_005012 NP_005003 Q01973 ROR1_HUMAN lasmic (Potential). 19 CTGGTGGAATGG 0.428

+ 4 563 aq.2_Nonsense_M NM_002303 NP_002294 P48357 LEPR_HUMAN cellular (Potential). 1 GTTTTTCAACAAA 0.313

+ 3 1083 uc001dim.2_Silent NM_000959 NP_000950 P43088 PF2R_HUMAN cellular (Pote273*(1)|p.L296 6 AACATTGGAATAA 0.343

+ 9 1814 se_Mutation_p.E54 NM_012302 NP_036434 O95490 LPHN2_HUMANcellular (Potential). 9 GCCAATGAACTGG 0.403

+ 14 2810 .L877F|LPHN2_uc NM_012302 NP_036434 O95490 LPHN2_HUMAN Name=2; (Potential). 9 ATCAACCTTTTCA 0.378



- 5 1606 0ose.1_RNA|COL24 NM_152890 NP_690850 Q17RW2 COOA1_HUMAN ollagen-like 1. 5 GATTTCCATGTGG 0.393

+ 7 1377 9524_uc001dme.1 NM_012262 NP_036394 Q7LGA3 HS2ST_HUMANmenal (Potential). 1 CCCATGCCGTTCG 0.383

- 3 1761 CBL2_uc001dmr.2_ NM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. 0 AAGGGGGAAGCC 0.537

+ 2 370 P6_uc010ost.1_Int NM_198460 NP_940862 Q6ZN66 GBP6_HUMAN 2 TCTTGAAAAGATT 0.468

+ 3 573 P6_uc010ost.1_Int NM_198460 NP_940862 Q6ZN66 GBP6_HUMAN P (By similarity). 2 CCGAAGGTCTGG 0.507

- 3 2255 dnx.2_Intron|ZNF64 NM_201269 NP_958357 Q9H582 ZN644_HUMAN 3 TATGAGGAGAGCT 0.378

+ 6 614 w.1_Missense_Mu NM_003503 NP_003494 O00311 CDC7_HUMANProtein kinase. 5 CTCTTTCCTTTCA 0.294

+ 7 986 NM_173567 NP_775838 Q8IUS5 EPHX4_HUMAN 1 TCACATGGTGACC 0.413

- 18 2304 f.1_Missense_Mut NM_005665 NP_005656 O60447 EVI5_HUMAN es.|Interaction with AURKB a 2 GACATCGAACCAG 0.458

- 8 1144 otn.1_Missense_Mu NM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12 AGAAAGGCCTTAT 0.473

- 5 567 tn.1_Missense_Mu NM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12 AGATATCCCTTAT 0.408

- 13 1775 RHGAP29_uc001d NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 TTTGTGGCCTTGA 0.373

- 5 516 PYD_uc001drw.2_M NM_000110 NP_000101 Q12882 DPYD_HUMAN 8 CCATTCCACAAGT 0.353

+ 7 775_776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMAN Name=7; (Potential). 0 ACCTACCGGAGG 0.386

- 16 2055 ce|COL11A1_uc001 NM_001854 NP_001845 P12107 COBA1_HUMAN 12 GCCATACCCTTTT 0.353

- 8 1555 _p.E425K|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical regi p.F413V(1) 12 CTTGTTTCTGTAAT 0.328

+ 7 1259 ense_Mutation_p.L NM_013296 NP_037428 P81274 GPSM2_HUMAN TPR 6. 1 ATATTTCTTGGTG 0.318

+ 1 698 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN |Extracellular (Potential). 8 GGTGAGGCAGGT 0.627

+ 10 1702 561D1_uc001dxu. NM_153340 NP_699171 Q5T6C5 AT7L2_HUMAN 2 ACGGGGTGGAG 0.602 rs148343235

+ 2 1323 NM_031936 NP_114142 Q9BZJ8 GPR61_HUMAN Name=5; (Potential). 2 TTTGCTGTCCTTT 0.602

+ 2 1532 e_Mutation_p.R492 NM_004978 NP_004969 Q03721 KCNC4_HUMAN lasmic (Potential). 3 AGAAACGGAAGAA 0.617 rs140378578

+ 1 1834 sense_Mutation_p. NM_022768 NP_073605 Q96T37 RBM15_HUMAN 3 CTGACTCTGATTG 0.567

- 11 1432 _p.S421F|OVGP1_ NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 CCAAGGGATACAG 0.502

- 2 571 ebv.1_Missense_M NM_004980 NP_004971 Q9UK17 KCND3_HUMAN lasmic (Potential). 3 GGCCGGGGCCAG 0.677

- 5 435 NM_005725 NP_005716 O60636 TSN2_HUMAN cellular (Potential). 0 CCTCTTCATACAT 0.403

+ 10 2007 whg.1_Missense_M NM_006699 NP_006690 O60476 MA1A2_HUMANmenal (Potential). 0 TGTAGGCTATAGA 0.353

- 11 1530 hg.2_Missense_M NM_017686 NP_060156 Q9NXN4 GDAP2_HUMAN CRAL-TRIO. 2 CAACATCGTAGAG 0.363

- 19 2687 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 CTCATTCATTTTA 0.328

+ 6 915 hr.1_Missense_Mu NM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMAN xy acid dehydrogenase. 4 TATAGGGAAATGC 0.418

+ 19 2193 ation_p.E30G|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN NBPF 5. 0 AGAAAGAGCCTGA 0.483

+ 10 4827 r.1_Missense_Muta NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 AAGGATCGGGGG 0.597

+ 12 1536 wkt.1_Missense_M NM_001102663 NP_001096133 0 CCTTCAGATTATC 0.483

- 19 2487_2488eww.2_Missense_M NM_030913 NP_112175 Q9H3T2 SEM6C_HUMAN lasmic (Potential). 2 ACCCTCCTTGGC 0.604

- 3 205 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN By similarity).|EF-hand 1. 0 TTTGGTCTCTGTT 0.433

- 3 8357 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TGCCTGGAGCTG 0.592

- 3 2615 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TCTACCGATTGCT 0.592

- 3 3984 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 GTGGATCCTGACT 0.478

+ 2 175_176 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5 CAAGCCCCTTGT 0.574

+ 2 81 NM_005547 NP_005538 P07476 INVO_HUMAN 3 CCCTCTCCCCTGC 0.532

- 2 444 NM_005978 NP_005969 P29034 S10A2_HUMAN EF-hand 1. 1 GAAGTTCCTTCAT 0.577

+ 25 2969 NM_020452 NP_065185 P98198 AT8B2_HUMAN ical; (Potential). 2 TCATCTGCATCGC 0.572

- 2 1302 _p.L25F|KCNN3_u NM_002249 NP_002240 Q9UGI6 KCNN3_HUMANe=Segment S2; (Potential). 1 CCAAAAGGATGAT 0.542

+ 7 842 p.S274C|DCST1_u NM_152494 NP_689707 Q5T197 DCST1_HUMANcellular (Potential). 2 GTTGCTCCTGTGA 0.617 rs56354873

+ 17 2015 ADAM15_uc001fg NM_152494 NP_689707 Q5T197 DCST1_HUMAN lasmic (Potential). 2 GCGCCGCTGGC 0.721

+ 9 2666_26671fkq.2_Missense_M NM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2 TGCCCCCGACAG 0.579

- 3 4601 .S1374F|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 GTACTAGAAAGAG 0.438

+ 3 939 qb.2_Missense_Mu NM_005973 NP_005964 Q92733 PRCC_HUMAN 27 ACTAAGCCCTCCA 0.562



+ 11 1371 _p.L138F|NTRK1_u NM_002529 NP_002520 P04629 NTRK1_HUMAN ical; (Potential). 17 CTTGTGCTCAACA 0.577

+ 20 2628 fqk.1_Splice_Site_ NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3 CTCTTAGGTTCCA 0.642

+ 2 446 1C_uc001frv.2_5'F NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Potential). 4 CTGGACGAGTTGC 0.498

- 1 509 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMANcellular (Potential). 1 TGATTCGAACCAC 0.483

- 1 122 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMAN Name=1; (Potential). 1 AGGTTTCCAACAA 0.428

+ 4 814 _p.S181F|PYHIN1_ NM_152501 NP_689714 Q6K0P9 IFIX_HUMAN 4 ACACTTCCTCAAC 0.502

+ 1 149 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMAN Name=1; (Potential). 1 TAACCTTAGCAGG 0.433

+ 1 568 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMAN cellular (Potential). 1 TTCTGTGACATCC 0.493

+ 9 1221 L6_uc009wsz.1_S NM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 3 GAAAGGTGAGCT 0.542

+ 16 2249 _p.G706E|ATP1A2_ NM_000702 NP_000693 P50993 AT1A2_HUMAN lasmic (Potential). 7 TCCAGGGAGCCAT 0.612

+ 6 1150 P1A4_uc001fvf.3_R NM_144699 NP_653300 Q13733 AT1A4_HUMAN lasmic (Potential). 4 ACAACTCATCCTT 0.498

+ 5 664 wc.1_Missense_M NM_020335 NP_065068 Q9ULK5 VANG2_HUMAN Name=1; (Potential). 1 CCTCACGCCTCT 0.662

+ 11 1467 289F|NDUFS2_uc0 NM_004550 NP_004541 O75306 NDUS2_HUMAN 1 GCCAGTCCCTGA 0.522

+ 9 1469 e_Mutation_p.G321 NM_002585 NP_002576 P40424 PBX1_HUMAN 5 ATGGAGGTTGGCA 0.458

- 10 1553 _p.G389E|ALDH9A NM_000696 NP_000687 P49189 AL9A1_HUMAN 0 TTATATCCACCAA 0.448

- 19 2651 0plj.1_Missense_M NM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3 CACTATGGAGAGT 0.373

- 13 3234 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 TTTTTTCGTGTCT 0.408

- 14 2413 ELP_uc009wvr.2_M NM_003005 NP_002996 P16109 LYAM3_HUMAN ical; (Potential). 4 AGACCTATCGTAG 0.443

- 2 399 nk|C1orf112_uc00 NM_033418 NP_219486 O95568 MET18_HUMAN 0 CTTCTCCTTTTTG 0.423

+ 6 799 mb.1_Missense_Mu NM_001002294 NP_001002294 P31513 FMO3_HUMAN 1 GGTTATCCTTGGG 0.463

- 8 632 ghy.1_Missense_M NM_003762 NP_003753 O75379 VAMP4_HUMAN cular (Potential). 0 AAGTACGGTATTT 0.289

- 2 693_694 _p.P205S|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11 CAGCGGGCAGTA 0.589

- 1 97 on_p.E6K|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN 11 CTGTTTCCCCATC 0.532

+ 8 4135 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 GAAAACAAGGAG 0.552

+ 19 2275 orf125_uc001gmp. NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 TTTAATGATACCC 0.368

+ 24 5501 wxl.2_Missense_Mu NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 CCGTGAAAAGGCC 0.393

+ 14 2207 xn.2_Missense_Mu NM_004736 NP_004727 Q9UBH6 XPR1_HUMAN lasmic (Potential). 0 GCCGGCCTCGCC 0.463

+ 18 2323 wxs.2_Missense_M NM_000721 NP_000712 Q15878 CAC1E_HUMAN ic (Potential).|Poly-Glu. 6 GAGGAAGAAGAG 0.552

+ 7 1086 e_Mutation_p.L258 NM_005562 NP_005553 Q13753 LAMC2_HUMANminin IV type A. 3 AAATTTCTTGGGA 0.463

+ 7 1118 e_Mutation_p.S268 NM_005562 NP_005553 Q13753 LAMC2_HUMANminin IV type A. 3 TCAAAGCCTGTCC 0.478

- 2 1272 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 GCCTTCCAAGGTC 0.438

- 8 1150 wyh.1_Nonsense_M NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4 TTCTTTGAGTTCA 0.418

- 3 381 _Site_p.P63_splice NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4 TGGTGGCTTAAAG 0.343

+ 7 1474 _Mutation_p.A382S NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|17 1 GAGCCTGCACCCA 0.657 rs138528418

+ 15 1785 0pos.1_Splice_Site NM_024420 NP_077734 P47712 PA24A_HUMAN 3 TTTTAAGATCCTG 0.308

- 6 1055 pot.1_Missense_Mu NM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5 CATTTTCCTTGCA 0.448

+ 7 1202 w.2_Missense_Mut NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 5. 6 GATGTACCTGTAA 0.358

+ 7 2615 B1_uc010ppb.1_In NM_201253 NP_957705 P82279 CRUM1_HUMANPotential).|Laminin G-like 2. 9 AAAAGGGAGATGT 0.373

- 2 1445 14_uc010ppj.1_5'U NM_014875 NP_055690 Q15058 KIF14_HUMAN ed for PRC1-binding. 7 CTTCGGGAAGAAT 0.383

- 2 1443 14_uc010ppj.1_5'U NM_014875 NP_055690 Q15058 KIF14_HUMAN ed for PRC1-binding. 7 TCGGGAAGAATTG 0.383

- 7 1202_1203 NM_000069 NP_000060 Q13698 CAC1S_HUMANe=S6 of repeat I; (Potential) 5 GTTGAGGATGAA 0.401

- 5 176 NNI1_uc001gwp.2 NM_003281 NP_003272 P19237 TNNI1_HUMAN ed in binding TNC. 0 CAGCATTCCTTGG 0.667

- 2 75 A|TNNI1_uc001gwp NM_003281 NP_003272 P19237 TNNI1_HUMAN 0 ACAGCACCTAGGG 0.592

+ 14 3718 _p.R725H|NAV1_uc NM_020443 NP_065176 Q8NEY1 NAV1_HUMAN Potential. 4 CATCCCGCCTGCG 0.582

+ 21 2850 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 AATGCCGCTCGCC 0.507

+ 17 1630 R6_uc009xab.2_R NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN cellular (Potential). 10 AGTGTCCAGTGTA 0.562

+ 17 2530 01gyb.1_Nonsense NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 TCCATCCGAGAGA 0.463



- 4 472 zk.1_5'Flank|CHI3L NM_001276 NP_001267 P36222 CH3L1_HUMAN 1 ACCCAAAGTTCCA 0.552

+ 17 2478 haf.2_Missense_M NM_014827 NP_055642 O75152 ZC11A_HUMAN 2 AGGTGGAGGTAG 0.478

+ 3 1150 prf.1_Missense_Mu NM_014858 NP_055673 O75069 TMCC2_HUMAN 1 AGCAACGTGTAC 0.677 rs146720283

+ 4 519 p.P130L|C4BPB_uc NM_001017365 NP_001017365 P20851 C4BPB_HUMAN Sushi 2. 1 CACCTCCCTTTCC 0.453

+ 3 208 hhk.2_Missense_M NM_181755 NP_861420 P28845 DHI1_HUMAN menal (Potential). 1 TCCAAGGAAAGAA 0.517

- 8 1706_1707hic.2_Missense_Mu NM_172362 NP_758872 O95259 KCNH1_HUMAN lasmic (Potential). 5 TCTCATGGTATCTG 0.465

- 13 2672 pty.1_Missense_Mu NM_005401 NP_005392 Q15678 PTN14_HUMAN 5 AGGCCCCGTTGAC 0.612 rs142432691

- 68 15292 NM_206933 NP_996816 O75445 USH2A_HUMAN II 35.|Extracellular (Potentia 26 GCCCTCCGTCGG 0.542

- 63 13471 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibronectin type-III 2 26 GATCTGGAGGGCT 0.478

- 27 3982 NM_004446 NP_004437 P07814 SYEP_HUMAN 2 TCCTCCCTAAAAT 0.318

+ 4 979 a.1_Missense_Mut NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN cellular (Potential). 5 CAAGAAGACTTTG 0.388

+ 8 2803 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 GAGATTTTTGAAC 0.483

- 2 879 w.1_5'UTR|SUSD4_ NM_017982 NP_060452 Q5VX71 SUSD4_HUMAN xtracellular (Potential). 0 TGAAATCGGGCTA 0.517

- 5 1102 pd.1_Missense_Mu NM_001008493 NP_001008493 Q8N8S7 ENAH_HUMAN Potential. 2 cctgccgctccaggcgttc 0.264

- 33 5691 _p.P1555L|CDC42B NM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11 ACCATGGGCAGAT 0.383

+ 39 10431 p.E3463K|OBSCN_NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 35. 28 GCCGTGGAAGGG 0.582

- 7 2566 1L2_uc001hvf.2_5' NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Rap-GAP. 6 CTCGTTCGAGTGG 0.483

- 7 2451 1L2_uc001hvf.2_5' NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Rap-GAP. 6 CTTTGGGAATCGG 0.408

+ 2 1201 hvs.1_Missense_M NM_032435 NP_115811 Q5TCX8 M3KL4_HUMANProtein kinase. 8 GCCCCCGAAGTG 0.473

- 4 1162 d.2_Missense_Mut NM_002508 NP_002499 P14543 NID1_HUMAN 2 CCAACTGGAAAGA 0.557

+ 5 3190 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 CCCCCTCCTCCCC 0.711

+ 5 3322 e.1_Missense_Mut NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 CCCCTCCGCCCC 0.731

- 7 710 zz.1_Missense_Mu NM_005465 NP_005456 Q9Y243 AKT3_HUMAN Protein kinase. 4 TTCAAGGACTTGA 0.299

+ 2 118 01iai.2_Missense_ NM_001012970 NP_001012988 Q5SVJ3 CA100_HUMAN 0 TCATGACTGCCAT 0.453

- 4 1221 cf.2_Missense_Mu NM_024804 NP_079080 Q96BR6 ZN669_HUMAN C2H2-type 6. 0 GGTAACGAAGGGA 0.408

+ 1 784 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 CCTGAAGCCGGCC 0.517

+ 3 423 pzb.1_Missense_M NM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMAN lasmic (Potential). 3 CGGCTGGACCCC 0.592

+ 1 124 2L13_uc001ids.2_In NM_001004686 NP_001004686 Q8NH16 OR2L2_HUMAN cellular (Potential). 3 TCAACTGATTTCA 0.328

+ 1 519 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMANcellular (Potential). 2 TCGGGAAATAGCC 0.423

- 1 785 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMAN cellular (Potential). 2 CTATGGGATTTGG 0.478

- 1 166 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMAN Name=2; (Potential). 2 ACATGGGCGTGTG 0.522

- 1 136 NM_001004734 NP_001004734 A6ND48 O14I1_HUMAN Name=1; (Potential). 0 TGATGACTGCAAT 0.507

+ 12 1266 PBP4_uc010qad.1 NM_012341 NP_036473 Q9BZE4 NOG1_HUMAN 2 CAGGAACGAGATC 0.388

+ 2 277 T1_uc010qar.1_5'U NM_001047160 NP_001040625 Q7Z628 ARHG8_HUMAN lear localization (By similar 1 CCCTTCGGAGAG 0.358

+ 10 1095 NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 TATTTCGTTCACC 0.254

+ 15 4299 1iik.2_Missense_M NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 GCATTTCGTCAGG 0.438

- 2 365 n_p.G69E|IL2RA_u NM_000417 NP_000408 P01589 IL2RA_HUMAN xtracellular (Potential). 2 GAGTTTCCTGTAC 0.463

+ 4 394 NM_002216 NP_002207 P19823 ITIH2_HUMAN VIT. 3 AAAGTCCAGTCTA 0.413

+ 6 662 qbc.1_Missense_M NM_001001973 NP_001001973 P36542 ATPG_HUMAN 0 TCATCTCCTATAA 0.299

- 10 1376 o.1_Missense_Mut NM_004808 NP_004799 O60551 NMT2_HUMAN 1 AGGGGCGTCTCT 0.547

- 44 6813 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 16. 19 CCGGTGGAGCC 0.458

+ 5 1208 se_Mutation_p.R14 NM_032812 NP_116201 Q6UX71 PXDC2_HUMANcellular (Potential). 4 GTACATCGAATGC 0.333

- 4 617 NM_213569 NP_998734 O76041 NEBL_HUMAN 2 AAATCTCTTTTGT 0.488

+ 13 3251 se_Mutation_p.I765 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 TTGTTCATTGAAG 0.517

+ 21 5758 6N|KIAA1217_uc0 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 TAAGAAATCTGGT 0.507

- 10 2925 ense_Mutation_p.P NM_020824 NP_065875 Q5T5U3 RHG21_HUMAN 8 ATGCTAGGGCTAG 0.393

+ 3 2284 KUR_uc001ish.1_In NM_024838 NP_079114 Q8IYQ7 THNS1_HUMAN 1 CAGATAGGGTGCA 0.418



+ 11 1639 q.2_Nonsense_Mu NM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2 ACAAGTGGAAACT 0.383

+ 16 2118 q.2_Missense_Mu NM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2 ATGATGGAGTATG 0.502

- 1 317_318 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 GCAGGGGTGCAT 0.703

- 7 1310 t.2_Missense_Mut NM_025209 NP_079485 Q9H2F5 EPC1_HUMAN 4 GCAGACGATGGTA 0.443

+ 10 1179_1180se_Mutation_p.P21 NM_024688 NP_078964 Q9H943 CJ068_HUMAN 3 GCGTTTCCTTTAGA 0.322

+ 31 2746 NM_052997 NP_443723 Q9BXX3 AN30A_HUMAN 9 GTGTGTGTACCCA 0.299

- 5 2139 NF33B_uc001jag.1 NM_006955 NP_008886 Q06732 ZN33B_HUMANC2H2-type 13. 0 TTCACACAGAAAG 0.393

+ 17 3308 NM_014753 NP_055568 Q14692 BMS1_HUMAN 3 TTTGGGGTAAAAT 0.398

- 11 1408 1jao.1_Missense_ NM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0 GGGCGCCGTGAG 0.567

- 9 1041 01jao.1_Missense_ NM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0 GAGGTTCATGCCA 0.607

- 3 1691 sense_Mutation_p. NM_001098208 NP_001091678 P52597 HNRPF_HUMAN 0 CGGCCCCGTAACA 0.537

- 7 1711 BL1_uc009xmu.2_M NM_001128324 NP_001121796 Q86XD8 ANUB1_HUMAN 0 CTCTCTGGTTTCA 0.418

- 5 901_902 T15_uc001jeb.2_M NM_031912 NP_114118 Q9BQS2 SYT15_HUMAN lasmic (Potential). 0 TCAAGGGGAAGA 0.604

- 17 2334 _p.D711N|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN 1 GAGAGTCCCAGG 0.577

- 6 757 NM_001080520 NP_001073989 A6NNA5 DRGX_HUMAN 0 TCTTTTCCTGGCT 0.672

+ 1 1416 _5'Flank|CHAT_uc NM_003055 NP_003046 Q16572 VACHT_HUMAN ical; (Potential). 2 GAGTGGGAGATGG 0.657

+ 3 278 .1_3'UTR|C10orf53 NM_001042427 NP_001035892 Q8N6V4 CJ053_HUMAN 0 CCCTAGGAGGCGA 0.438

+ 1 475 NM_001077665 NP_001071133 Q5VW22 AGAP6_HUMAN p.P26L(1) 1 TGTGTCCCTCTGA 0.597 rs148430930

- 2 200 xos.2_Missense_M NM_019893 NP_063946 Q9NR71 ASAH2_HUMANmenal (Potential). 0 GCTGTGGAGCGTT 0.507

- 2 179 xos.2_Missense_M NM_019893 NP_063946 Q9NR71 ASAH2_HUMANmenal (Potential). 0 GTGGAGCCCTGGG 0.502 rs142364715

- 1 929 KG1_uc001jjn.2_In NM_015235 NP_056050 Q9H0L4 CSTFT_HUMAN Gly-rich. 1 GGCCAACCCCTG 0.592

- 27 3967 se_Mutation_p.G11 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN .|Extracellular (Potential). 13 TCTTTTCCCTCTT 0.368

- 18 2368 _p.Q720K|ANK3_u NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 TTGTCTGGGCGTC 0.498

+ 10 2161 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 ATGGCTCCCCACC 0.537

+ 2 1062 jmx.3_Intron|CTNN NM_178011 NP_821079 Q86VH5 LRRT3_HUMANular (Potential).|LRR 5. 3 TGAGAACCATCCC 0.488

- 7 1129 _p.R336C|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. p.R336C(1) 8 CCTGGCGAATGG 0.512

- 4 466 e_Mutation_p.A88V NM_022129 NP_071412 P30039 PBLD_HUMAN 3 AGCACAGCTGCAG 0.418

- 3 697 5A16_uc010qiy.1_ NM_152707 NP_689920 P16260 GDC_HUMAN Solcar 1. 0 GGAACAGCACGCA 0.338

+ 5 1083 rp.2_Missense_Mu NM_170744 NP_734465 Q8IZJ1 UNC5B_HUMANe.|Extracellu p.R213C(1) 3 CATCCGCCAGGC 0.602

+ 10 1997 rp.2_Missense_Mu NM_170744 NP_734465 Q8IZJ1 UNC5B_HUMAN lasmic (Potential). 3 GCCCGGGACACC 0.687

+ 7 883 ense_Mutation_p.E NM_138357 NP_612366 Q8NE86 MCU_HUMAN drial matrix (Potential). 0 TTTTAGGAATATG 0.328

- 1 113 PLA2G12B_uc010q NM_032562 NP_115951 Q9BX93 PG12B_HUMAN 1 GGCCACCCCCAAG 0.592

- 21 2577 3_5'UTR|TTC18_u NM_145170 NP_660153 Q5T0N1 TTC18_HUMAN 3 GCAGCTCCTGGTC 0.328

- 18 3886 p.S378F|USP54_u NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 GTATGGGAATCAT 0.473

- 12 2202 G5_uc009xru.1_R NM_004747 NP_004738 Q8TDM6 DLG5_HUMAN PDZ 2. 8 CCCAGGGACTTCC 0.607

- 8 1022 L1P_uc001kbf.2_In NM_003019 NP_003010 P35247 SFTPD_HUMAN C-type lectin. 1 CTGTGGGGTAGGT 0.567

- 6 1427 n_p.E77K|MMRN2_ NM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN Potential. 1 GCTCCTCCACCTG 0.587

+ 5 561 AF1_uc009xua.1_R NM_003972 NP_003963 O14981 BTAF1_HUMAN 3 CTTGGCCTTAATA 0.373

- 29 3143 e_Mutation_p.S994 NM_013451 NP_038479 Q9NZM1 MYOF_HUMAN lasmic (Potential). 4 ACCCAGGATTTGG 0.478

+ 6 867 kiq.3_Missense_Mu NM_001127182 NP_001120654 Q53EZ4 CEP55_HUMAN ction with TSG101. 0 GGTTATCTTCAAG 0.328

+ 8 1623 GI1_uc001kjd.3_Intr NM_005097 NP_005088 O95970 LGI1_HUMAN EAR 5. 4 TAACATGGAGGAT 0.423

- 1 1509_1510 NR_002319 0 TGCCACCCATATG 0.515

- 3 462 74M|ALDH18A1_u NM_002860 NP_002851 P54886 P5CS_HUMAN tamate 5-kinase. 3 TCACCACGATTCT 0.562 rs143330350

- 12 1599 _p.G296E|TCTN3_u NM_015631 NP_056446 Q6NUS6 TECT3_HUMAN cellular (Potential). 0 GGCCTTCCATGAA 0.488

- 15 2202 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3 TGAAGGGAGATCC 0.517

- 15 2141 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3 GATACTCCTTCGG 0.527

- 4 499 GAP19_uc009xvi.2 NM_032900 NP_116289 Q14CB8 RHG19_HUMAN Rho-GAP. 0 TTGAGAGCATCCC 0.438



+ 1 564 sense_Mutation_p NM_018121 NP_060591 Q8IX21 F178A_HUMAN 0 ATGCCCGCTAGGC 0.682

- 8 2369_2370 se_Mutation_p.E23 NM_002779 NP_002770 A5PKW4 PSD1_HUMAN SEC7. 3 CAGCTCCTTCAG 0.579

+ 6 1553 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1 GTTCTTCCGTGGC 0.647

- 14 2280 ense_Mutation_p.A NM_014631 NP_055446 Q5TCZ1 SPD2A_HUMAN 0 CGTTCGCATCAGC 0.592

+ 10 1206 BP2_uc010qrz.1_R NM_004132 NP_004123 Q14520 HABP2_HUMANPeptidase S1. 3 TAAAAACCAGACA 0.303

+ 2 573 G10D|C10orf81_uc NM_024889 NP_079165 Q5SXH7 CJ081_HUMAN 1 TATTAGGCAAACA 0.338

+ 5 1158 se_Mutation_p.H25 NM_207303 NP_997186 Q5VV63 ATRN1_HUMANcellular (Potential). 7 CCAGATCACGGTT 0.403

+ 20 3630_3631se_Mutation_p.G21 NM_207303 NP_997186 Q5VV63 ATRN1_HUMAN e 2.|Extracellular (Potential 7 ACTAAAGGAATAAA 0.322

+ 11 1417 NM_001011709 NP_001011709 Q17RR3 LIPR3_HUMAN PLAT. 1 TGATAAATACATC 0.308

- 19 3483 p.L1079M|EIF3A_u NM_003750 NP_003741 Q14152 EIF3A_HUMAN -[DE]-R-[SEVGFPILV]-[HPS 0 CATCCAACCCTCG 0.607

- 3 759 _p.P38S|FGFR2_u NM_000141 NP_000132 P21802 FGFR2_HUMAN 1.|Extracellular (Potential). 96 TTGGTGGCTCTGC 0.557

+ 16 8468 CC2_uc001lfy.2_Int NM_206862 NP_996744 O95359 TACC2_HUMAN Potential. 10 CTTCCCGCAGCCA 0.587

+ 20 2439 zz.1_Nonsense_Mu NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 6. 7 GTGGCTGGGCCA 0.612

+ 52 6662 185_splice|DMBT1 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7 CTCCTAGGCAGAC 0.522

- 8 1756 p.G194E|CUZD1_ NM_022034 NP_071317 Q86UP6 CUZD1_HUMAN llular (Potential).|ZP. 2 TAGTGTCCAAATA 0.363

- 4 1649 _p.H379L|CHST15_ NM_015892 NP_056976 Q7LFX5 CHSTF_HUMANmenal (Potential). 1 AAGGCGTGGATGA 0.527

- 1 709 n_p.E66K|CHST15_ NM_015892 NP_056976 Q7LFX5 CHSTF_HUMAN lasmic (Potential). 1 AGTTTTCGTTCCC 0.463

+ 22 2306 un.1_Missense_M NM_001380 NP_001371 Q14185 DOCK1_HUMAN 9 TTCAAGTTCATCG 0.473

+ 22 2312 un.1_Missense_M NM_001380 NP_001371 Q14185 DOCK1_HUMAN 9 TTCATCGTGCGCT 0.458

- 1 71 x.1_Intron|LOC338 NM_001005922 NP_001005922 Q6L8H4 KRA51_HUMAN 0 CACAGCTGGAGC 0.672

+ 16 983 uq.3_Nonsense_M NM_006757 NP_006748 P45378 TNNT3_HUMAN 1 GCGCTGGAAGTAG 0.647

+ 4 601_602 wk.2_Missense_M NM_005706 NP_005697 Q9Y5U2 TSSC4_HUMAN 0 CCATTCCATCTGA 0.658

- 20 3005 p.N999S|TRPM5_u NM_014555 NP_055370 Q9NZQ8 TRPM5_HUMAN lasmic (Potential). 4 ATCAGGTTGTAGC 0.642

- 6 1908 5_uc010qxr.1_Mis NM_001130520 NP_001123992 O14628 ZN195_HUMAN 0 TTGTAGGGTTTCT 0.398

+ 1 919_920 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMAN lasmic (Potential). 2 ATCTTGGGAGTAT 0.485

+ 2 665 NM_152430 NP_689643 Q8TCB6 O51E1_HUMAN cellular (Potential). 4 GCCGCTCCAATAT 0.537 rs148260821

+ 2 797 NM_152430 NP_689643 Q8TCB6 O51E1_HUMAN Name=5; (Potential). 4 TCATCTCCTTCTC 0.498

- 2 909 NM_030774 NP_110401 Q9H255 O51E2_HUMAN lasmic (Potential). 5 ACCGTTCGTATTA 0.488

- 2 554 NM_030774 NP_110401 Q9H255 O51E2_HUMAN Name=3; (Potential). 5 GGGCATGAATAAA 0.517

- 1 1163 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMAN lasmic (Potential). 1 CAACATCCTTGGA 0.448

+ 1 406 NM_001004753 NP_001004753 Q8NH61 O51F2_HUMAN lasmic (Potential). 2 TTTGATCGTTTTG 0.463

+ 1 478 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMAN Name=4; (Potential). 3 ACACTTCCCATGG 0.468

- 2 649 BG2_uc001maj.1_ NM_000559 NP_000550 P69892 HBG2_HUMAN p.S71F(1) 1 CCCAAGGAAGTCA 0.532 rs151258456

- 1 778 .1_Intron|HBE1_uc NM_001005567 NP_001005567 Q9H339 O51B5_HUMAN cellular (Potential). 1 AACGATGAATCAG 0.428

- 1 908 .1_Intron|TRIM22_ NM_001001913 NP_001001913 Q8NH53 O52N1_HUMAN lasmic (Potential). 1 CTTTCTCGTACCT 0.388

- 1 758 .1_Intron|TRIM22_ NM_001001913 NP_001001913 Q8NH53 O52N1_HUMAN Name=6; (Potential). 1 ACATAGGTGAGG 0.443

- 1 685 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMAN lasmic (Potential). 0 GCAAACGAAACA 0.478

- 1 25 NM_001004490 NP_001004490 A6NM03 O2AG2_HUMANcellular (Potential). 4 CGCTTCCCAAGGT 0.438

+ 8 2899 NM_176822 NP_789792 Q86W24 NAL14_HUMAN LRR 5. 8 ATGGTGGAGTAAA 0.413

+ 9 3096 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8 GTCTTTCGGCATC 0.428

- 8 643 0rcu.1_Missense_M NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN PH. 3 GCAAGGGGATGC 0.537

- 1 605 J11_uc001mnb.3_I NM_000525 NP_000516 B4DWI4 B4DWI4_HUMAN 1 TCAGCACGTATTC 0.677 rs139079635

- 5 759 cy.1_Missense_Mu NM_000352 NP_000343 Q09428 ABCC8_HUMANasmic (By similarity). 1 CAGGTCTTGCAGG 0.567

- 2 699 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANName=5; (Potential). 1 AGCAGGGCCAGA 0.532

+ 16 4397 on_p.V409M|NAV2 NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 AATTCGGTGGTCA 0.527

+ 16 1740 s.1_Missense_Mu NM_031418 NP_113606 Q9BYT9 ANO3_HUMAN lasmic (Potential). 4 TCACGGGAAAACC 0.398

- 2 1297 S_uc009yiz.2_Intro NM_001143816 NP_001137288 P23560 BDNF_HUMAN 0 GCTGCCGTTACCC 0.547



- 14 2331 NM_031217 NP_112494 Q8NI77 KI18A_HUMAN 2 TAGACGGATTTTG 0.363

+ 4 616 _Mutation_p.R117CNM_001076786 NP_001070254 Q2KHR3 QSER1_HUMAN 6 TTTGAGCGCCTGG 0.423

+ 13 2851 _p.D840N|HIPK3_ NM_005734 NP_005725 Q9H422 HIPK3_HUMANon to nuclear speckles (By s 5 ATTGCCGACTCCC 0.473

- 11 1957 NM_145804 NP_665803 Q8N961 ABTB2_HUMAN 2 ACCACCGAGTACC 0.612

- 6 825 _p.E189K|ELF5_u NM_198381 NP_938195 Q9UKW6 ELF5_HUMAN ETS. 1 CTTGTTCCCTATC 0.428

+ 9 1219_1220 R5L_uc009ykk.2_MNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1 GGAGGGGGAAGC 0.629

+ 9 1326 R5L_uc009ykk.2_MNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1 GCCTGGGGGAG 0.662

+ 2 1109 G1_uc001mwt.2_R NM_000448 NP_000439 P15918 RAG1_HUMAN RING-type. 5 TATTGTCCCTCTT 0.498

+ 8 898 18_uc001myg.2_In NM_130783 NP_570139 Q96SJ8 TSN18_HUMAN lasmic (Potential). 0 TCCGGGGCATCCA 0.597

+ 8 1667 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1 CTGAGCCCCCCG 0.522

- 2 376 13_uc009yku.1_5' NM_020826 NP_065877 Q7L8C5 SYT13_HUMAN lasmic (Potential). 1 TGGGTCCATAGAT 0.532

+ 10 1417 e_Mutation_p.A436 NM_152312 NP_689525 Q8N3Y3 LARG2_HUMANmenal (Potential). 3 CTTGTGGCCCAGC 0.637

+ 8 1541 n.1_Missense_Mut NM_003682 NP_003673 Q8WXG6 MADD_HUMAN 11 CATGAGGGCCAG 0.502

+ 9 1764 n.1_Missense_Mut NM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11 TTTCAAGCTGGCT 0.557

- 10 1739 nse_Mutation_p.E5 NM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2 TTTCTTCAAGAAG 0.383

+ 3 491 ngo.3_Missense_M NM_002843 NP_002834 Q12913 PTPRJ_HUMAN cellular (Potential). 8 CCTGACCCTTCAG 0.423

+ 1 520 NM_001004726 NP_001004726 Q8NH49 OR4X1_HUMANcellular (Potential). 3 ATGGACCACTACT 0.567

+ 1 245 NM_001004702 NP_001004702 Q8NH37 OR4C3_HUMAN lasmic (Potential). 1 TGGCTTCCCCTG 0.458

- 1 358 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMAN lasmic (Potential). 3 CATAGCGATCACA 0.468 rs141762692

+ 1 546 NM_001004703 NP_001004703 A6NHA9 O4C46_HUMAN cellular (Potential). 1 CCCTTTGCTCAAC 0.458

- 1 844 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMAN Name=7; (Potential). 1 TGAGTGGATTGAG 0.413

+ 1 656 NM_001004735 NP_001004735 Q8NGL3 OR5DE_HUMAN Name=5; (Potential). 3 TCACTTCCTATGT 0.478

+ 1 545 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 ACACTTCCCCAAT 0.398

+ 1 586 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 AACACCGAAATCC 0.388

- 1 767 NM_001005199 NP_001005199 Q8NGG4 OR8H1_HUMAN Name=6; (Potential). 3 TAAGTAAAAATCA 0.358

+ 1 797 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMANcellular (Potential). 4 GTCATTCCTTTGA 0.423

+ 1 364 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMAN lasmic (Potential). 0 TATGGTCGTTTTG 0.512

- 6 905 jq.1_Missense_Mu NM_003146 NP_003137 Q08945 SSRP1_HUMAN 2 TCATAACGACCAC 0.527

+ 1 898 NM_001004458 NP_001004458 Q8NH92 OR1S1_HUMAN Name=7; (Potential). 1 ATAAACCCCTTCA 0.453

- 5 515 ymq.2_Missense_M NM_145016 NP_659453 Q8WU03 GLYL2_HUMAN 2 GGTTTTCATGTAA 0.388

+ 1 347 NM_001004705 NP_001004705 Q8NGI6 OR4DA_HUMAN Name=3; (Potential). 3 CTCTTTCGGTGAT 0.478

+ 1 90 9ynx.2_Missense_ NM_002411 NP_002402 Q13296 SG2A2_HUMAN 1 CTGGCGGCCCTC 0.612

+ 3 342 R2G_uc001nvb.2_ NM_002696 NP_002687 P62487 RPB7_HUMAN 0 GTTTTCCGGCCAT 0.473

- 2 778 NM_000738 NP_000729 P11229 ACM1_HUMAN lasmic (Potential). 0 GTCACGGAGAAG 0.632

+ 6 1240 22A9_uc001nwx.2_ NM_080866 NP_543142 Q8IVM8 S22A9_HUMAN lasmic (Potential). 3 CACCATGAAAAAA 0.413

+ 9 1764 2A9_uc001nwx.2_ NM_080866 NP_543142 Q8IVM8 S22A9_HUMAN ical; (Potential). 3 TGCCCTGGATCA 0.502

- 3 288 T|MRPL49_uc001 NM_001997 NP_001988 P35544 UBIM_HUMAN 0 CAGGGCCTCCAC 0.607

+ 2 1075 NM_006779 NP_006770 O14613 BORG1_HUMAN 0 CAGATCCCCACAT 0.657

- 5 1739 rol.1_Splice_Site_p NM_002419 NP_002410 Q16584 M3K11_HUMAN 6 TAGTTCCTGCGCC 0.716

+ 4 588 0rot.1_Missense_M NM_005146 NP_005137 O43290 SNUT1_HUMAN Potential. 1 GAGAGGAGCTGC 0.657

+ 16 1991 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3 AAAATCCCTGGGC 0.498

- 16 3206_3207 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 7. 4 CAGCCGGTCTGC 0.688

- 2 313 NM_005995 NP_005986 O75333 TBX10_HUMAN T-box. 0 TTCCTCCCACAGA 0.642

- 13 1707_1708 e_Mutation_p.P51 NM_001876 NP_001867 P50416 CPT1A_HUMAN lasmic (Potential). 2 GGTACGGAATGT 0.495 rs146533704

- 1 45 21_uc001ooh.2_Tr NM_181514 NP_852615 Q7Z2W9 RM21_HUMAN 0 GTGACCGTCAGGG 0.687

+ 1 284_285 NM_005553 NP_005544 P26371 KRA59_HUMAN 0 GTGGAGGCTGTG 0.639

- 3 477 uq.1_Missense_Mu NM_003355 NP_003346 P55851 UCP2_HUMAN Solcar 1. 0 CCAGAGGAAAGGT 0.542



- 10 1584 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1 CAAAAAGGACTTC 0.323

- 6 1172 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 6. 0 CCCGCCCGCCAA 0.597

+ 1 470_471 p.2_Intron|CAPN5_ NM_006189 NP_006180 P47874 OMP_HUMAN 0 GGCCTCCGTGGT 0.604 rs2233550

+ 5 1859 su.1_Missense_Mu NM_015885 NP_056969 O94913 PCF11_HUMAN 1 CCAAACGAAGGCA 0.458

- 14 1892 pak.2_Missense_M NM_001364 NP_001355 Q15700 DLG2_HUMAN 6 CGCAGGGATCCGG 0.473

- 3 1252 m.2_Missense_Mu NM_001143831 NP_001137303 P41594 GRM5_HUMAN cellular (Potential). 9 GGGTTTCGGTGG 0.458

+ 1 699 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN |Extracellular (Potential). 5 AGGTATGATCTGG 0.388

+ 1 1525 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN |Extracellular (Potential). 5 AAGGAGAAAATGG 0.388

+ 15 10153 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN (Potential).|Cadherin 31. 5 ATTTTTCCATTGT 0.408

+ 4 467 TN5_uc001pfz.2_M NM_014361 NP_055176 O94779 CNTN5_HUMAN 8 CATCTTCATCTCT 0.398

+ 5 777 KIAA1377_uc010ru NM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4 TTCACAGAGCTAT 0.318

+ 6 2075 0run.1_Missense_M NM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4 AGTTTGGAAATCA 0.294

- 4 679 1_uc010ruv.1_Miss NM_002421 NP_002412 P03956 MMP1_HUMAN etalloprotease. 4 AGATTTCCTCCAG 0.438

- 2 326 NM_002427 NP_002418 P45452 MMP13_HUMAN switch (By s p.D100N(1) 3 CCACATCAGGAAC 0.408 rs148152034

+ 26 4091 e_Mutation_p.P131 NM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANm (By similarity). 0 GATTCTCCTTATTA 0.338

- 7 1453 hp.2_Missense_M NM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2 TACAATCACATCG 0.458 rs146343067

+ 1 566 .2_Intron|PDGFD_ NM_001001711 NP_001001711 Q8WTU0 DDI1_HUMAN 5 GCTCCCGTCCACA 0.672 rs138983347

- 6 4283 z.1_Missense_Mut NM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5 GTTTCACTTTGCA 0.348

+ 16 2364 pkl.1_Missense_Mu NM_004398 NP_004389 Q13206 DDX10_HUMAN 4 AGACAAGCAAAGG 0.338

+ 2 348 .1_5'Flank|HSPB2 NM_001541 NP_001532 Q16082 HSPB2_HUMAN 3 TTACCCCAGACGA 0.657

+ 14 1320 pqg.2_Splice_Site_ NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN 0 TCCCCAGCAATAC 0.582

+ 3 434 se_Mutation_p.P13 NM_207343 NP_997226 Q8ND24 RN214_HUMAN 0 TCCATCCAGTCAC 0.542

- 32 5563 NM_020693 NP_065744 Q8TD84 DSCL1_HUMAN lasmic (Potential). 8 TTCCTTCCTTTGT 0.597

+ 8 1012 e_Mutation_p.L216 NM_019894 NP_063947 Q9NRS4 TMPS4_HUMAN (Potential).|Peptidase S1. 2 TGGGTCCTCACGG 0.612

+ 7 3865 1281L|MLL_uc001 NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 CTGGGCCTGAAT 0.582

+ 7 1215 t.2_Missense_Muta NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 CCTGCCCGTTCCT 0.637

+ 7 1737 462S|PHLDB1_uc NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 TTAAGTCCATCTC 0.652

+ 2 348 puf.2_Missense_Mu NM_001716 NP_001707 P32302 CXCR5_HUMAN lasmic (Potential). 1 CGGCACCGGCAG 0.647

+ 8 2200 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10 CCCTCCGAGTTCT 0.617

+ 9 2429 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10 TTTATCGAAACAA 0.433

+ 16 5318 NM_005422 NP_005413 O75443 TECTA_HUMAN 10 CCAACCGAACTTG 0.542

+ 45 6148 _p.S869L|SORL1_ NM_003105 NP_003096 Q92673 SORL_HUMAN tential).|Fibronectin type-III 15 CAGTTTCATTATC 0.249

- 9 1972 yp.2_Missense_M NM_006597 NP_006588 P11142 HSP7C_HUMAN 8 CAGAGGGAGGAG 0.512

+ 10 1374 MD1B_uc010rzx.1_ NM_020716 NP_065767 Q3KR37 GRM1B_HUMAN 1 GACATCCCCACTG 0.498

- 1 899 NM_001005188 NP_001005188 Q8NH79 OR6X1_HUMAN lasmic (Potential). 3 GCCTTTCTTAAGG 0.388

+ 1 47 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANcellular (Potential). 1 TACTGGGGCTCTC 0.418

+ 1 86 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMAN Name=1; (Potential). 1 TCTTCACTGTTTT 0.458

+ 3 237 n_p.L10F|VWA5A_ NM_001130142 NP_001123614 O00534 VMA5A_HUMAN VIT. 2 CTCACCCTCCACC 0.448

+ 18 2427 pzt.2_Missense_Mu NM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2 GGTAAGGACTTGA 0.562

- 1 10 NM_001002917 NP_001002917 Q8WZ84 OR8D1_HUMANcellular (Potential). 3 AATTTTCCATGGT 0.413

- 1 535 NM_001005195 NP_001005195 Q8NGG6 OR8BC_HUMANcellular (Potential). 3 GGATGTCACACAT 0.507

+ 5 481_482 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0 GAAGAGGTTGCT 0.391

+ 13 1404 0sav.1_Missense_ NM_001145290 NP_001138762 Q8TED4 SPX2_HUMAN 2 GCCAGGACGGG 0.622

+ 7 1601 n_p.P324S|NTM_uc NM_016522 NP_057606 Q9P121 NTRI_HUMAN 6 ACAGGTCCAGGCG 0.597

- 1 122 NM_174927 NP_777587 Q7Z5L4 SPT19_HUMAN 0 GAACTGGTTATTG 0.433

- 11 1543 on_p.G334R|SLC6 NM_003044 NP_003035 P48065 S6A12_HUMAN Name=7; (Potential). 1 CAAACCCAGCCAC 0.502

+ 5 1465_1466 1_Intron|LRTM2_u NM_001039029 NP_001034118 Q8N967 LRTM2_HUMAN xtracellular (Potential). 1 TGTAGGGGGACG 0.589



+ 7 1257 uc001qkn.2_Missen NM_199460 NP_955630 Q13936 CAC1C_HUMANacellular (Potential). 11 CTTCCCCTTGTGC 0.592

+ 8 1447 NA1C_uc001qkn.2_ NM_199460 NP_955630 Q13936 CAC1C_HUMANacellular (Potential). 11 AGGAAGGGACTGG 0.517

+ 2 210_211 see.1_Missense_M NR_027363 0 AAAGCCCCGCTG 0.559

+ 4 290 _p.L159F|DYRK4_ NM_003845 NP_003836 Q9NR20 DYRK4_HUMAN 3 CTAAAGCTTTTTA 0.517

+ 1 1383 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3 GGCCGGCCAGG 0.617

+ 1 615 nk.3_Missense_Mu NM_002527 NP_002518 P20783 NTF3_HUMAN 1 CTGGGGGAGATC 0.522

- 21 2228 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN cellular (Potential). 7 TGTTTCGAATGGG 0.453

- 5 788 1quh.2_Missense_ NM_018088 NP_060558 Q86YD7 F90A1_HUMAN 1 TCCCTTCCTTTTC 0.552

- 26 3205 .2_Missense_Muta NM_002864 NP_002855 5 TAGGATCGAGCCT 0.488

- 1 566 NM_023919 NP_076408 Q9NYW3 TA2R7_HUMAN cellular (Potential). 1 CAACTCCAAGTTA 0.423

- 3 285 n_p.Q83P|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 CCCCTTGTGGGG 0.622

+ 1 416 NR_003932 0 AAGCCTGCAAGAA 0.567

- 13 4359 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 ACTGGTCGTCCCC 0.612

- 8 1856 NM_000834 NP_000825 Q13224 NMDE2_HUMAN ical; (Potential). 12 CATCACCCATACG 0.463

- 12 1868 0sio.1_Missense_M NM_021094 NP_066580 P46721 SO1A2_HUMAN lasmic (Potential). 4 AGATTTCATACAC 0.299

- 5 793 _p.S49F|SLCO1A2 NM_021094 NP_066580 P46721 SO1A2_HUMAN Name=4; (Potential). 4 ATATAGGAAATAC 0.343

- 5 530 NM_183378 NP_899234 Q7RTY7 OVCH1_HUMANeptidase S1 1. 10 CCCCATCCACTGG 0.413

- 10 2696 1rjj.1_Missense_M NM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2 ACGTTGGAATTGC 0.388

- 26 3940 _p.G432R|ADAMTS NM_025003 NP_079279 P59510 ATS20_HUMAN TSP type-1 9. 19 CTGATCCCCATGG 0.353

- 4 1127_1128 NM_001004329 NP_001004329 Q6ZNG2 DBX2_HUMAN 0 AGGCACCTTGCAG 0.47 rs149681179

- 7 689 n_p.T144I|SLC38A NM_030674 NP_109599 Q9H2H9 S38A1_HUMAN lasmic (Potential). 5 CCTGTGGTGCCAA 0.383

+ 4 753 AM113B_uc001rpq NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 GCCTCCGAAGTG 0.587

+ 4 1128 _p.P13S|FAM113B_ NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 TATGGTCCGAACT 0.592

+ 4 1393 p.A101V|FAM113B NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 CCACGCGAGGG 0.597

- 14 1752 _p.P387A|RPAP3_u NM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN 1 TTGCAGGAATTGG 0.403

- 23 2742 _Missense_Mutatio NM_001098532 NP_001092002 A8K2G5 A8K2G5_HUMAN 4 GACAGGAGGGG 0.413

- 54 4613 2A1_uc009zkw.2_R NM_001844 NP_001835 P02458 CO2A1_HUMAN lar collagen NC1. 2 CCACACCGAATTC 0.517

- 6 1270 _p.P355S|ZNF641_ NM_152320 NP_689533 Q96N77 ZN641_HUMAN 2 ACTTTGGCACTGG 0.592

- 5 1970 Y6_uc001rsi.3_Mis NM_015270 NP_056085 O43306 ADCY6_HUMAN lasmic (Potential). 0 GCCTCCGGCAGC 0.552

- 48 15620 NM_003482 NP_003473 O14686 MLL2_HUMAN YR N-terminal. 41 CCCACGGGATAGA 0.607

- 48 15358 NM_003482 NP_003473 O14686 MLL2_HUMAN type 4; degenerate. 41 TGGCACGGATGG 0.537

- 21 5117 NM_003482 NP_003473 O14686 MLL2_HUMAN 41 GTGTGGGATTTCC 0.637

+ 8 1669 PATS2_uc001ruf.2_ NM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1 ATGTTCCCCTCGC 0.428

- 3 606 NM_030809 NP_110436 Q9H175 CSRN2_HUMAN 0 TAGCTCCGTACAG 0.537

+ 10 1380 4A8_uc001ryp.1_3 NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN cellular (Potential). 5 GAGAGTGGGATC 0.493

+ 7 1744 rzt.2_Missense_Mu NM_002135 NP_002126 P22736 NR4A1_HUMAN 0 GTGCCCGTGGCTT 0.612

- 7 1472 NM_033045 NP_149034 Q9NSB2 KRT84_HUMAN Tail. 1 ACTCACCGGCTCT 0.557

- 2 633 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2 CAGGGTCCACTTG 0.542

- 1 74 NM_005555 NP_005546 P04259 K2C6B_HUMAN Head. 2 TGGCTCCTGATGG 0.632

- 4 818 NM_173352 NP_775487 Q8N1N4 K2C78_HUMAN Coil 1B.|Rod. 2 TCACTTCTTCATT 0.547

+ 8 926 AT2_uc009zms.2_R NM_003578 NP_003569 O75908 SOAT2_HUMAN ical; (Potential). 1 CCAACACTCATCT 0.493

+ 29 3251 p.E600K|NCKAP1L NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 CTCAAGGAATTTC 0.418

- 1 184 NM_001005499 NP_001005499 A6NIJ9 O6C70_HUMAN lasmic (Potential). 1 AATTACGGAGGAA 0.403

- 2 902 zob.1_Missense_M NM_032364 NP_115740 Q6Y2X3 DJC14_HUMAN 4 CCTTTGCGCTTAT 0.567

- 19 2410 10_splice|STAT6_u NM_003153 NP_003144 P42226 STAT6_HUMAN 4 CACTTACTCCTGG 0.522

- 7 1002 tion_p.R199H|ARH NM_032496 NP_115885 Q9BRR9 RHG09_HUMAN 1 GGACAGCGGCGA 0.652 rs139154961

+ 3 670 sts.3_Missense_M NM_006482 NP_006473 Q92630 DYRK2_HUMAN 4 ATCCAGGTTCAAC 0.488 rs138020482



+ 2 817 NM_014505 NP_055320 Q86W47 KCMB4_HUMANcellular (Potential). 0 AAGAGAGAAAATC 0.328

- 14 1439 xi.3_Missense_Mu NM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN 2 ATCATCCTCCTGT 0.333

- 7 992 NM_004950 NP_004941 Q99645 EPYC_HUMAN LRR 6. 1 ATTAATAGGGTTTC 0.393

- 3 235 2_5'Flank|CLLU1_u NM_001025232 NP_001020403 Q5K130 CLU1O_HUMAN 0 GTCACATTTCCTT 0.438

- 5 1132 NKS1B_uc009ztt.1_ NM_152788 NP_690001 Q7Z6G8 ANS1B_HUMAN ANK 7. 0 CATCCACCTTTCC 0.378

- 17 3801 01tgp.2_Missense_ NM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2 ACAACGGACATC 0.338

+ 26 2741 _p.P886L|KIAA103 NM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2 AGTATCCTTTTGA 0.373

- 10 2289 se_Mutation_p.H25 NM_012406 NP_036538 Q9UKN5 PRDM4_HUMANC2H2-type 2. 2 ACTTGTGGGGCT 0.473

+ 4 1355 mt.2_Missense_Mu NM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN WSC 1. 3 AGCGAGGCAGCG 0.692

- 2 968 M119_uc001tnf.2_ NM_181724 NP_859075 Q4V9L6 TM119_HUMAN lasmic (Potential). 1 GGGGGGACCCA 0.667

+ 18 1877 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0 ACCGAAGGAAATA 0.443

+ 10 1454 _p.K380R|CCDC63 NM_152591 NP_689804 Q8NA47 CCD63_HUMAN Potential. 8 TCAAGAAGATAAA 0.502

+ 16 2095 NM_015267 NP_056082 O14529 CUX2_HUMAN 6 GGCTCAGACGAC 0.622

- 16 2186_21872orf51_uc001tts.2_ NM_001109662 NP_001103132 2 TTTAAGGAAGGGG 0.396

+ 19 2028 we.1_Missense_Mu NM_001143854 NP_001137326 Q9Y2J0 RP3A_HUMAN C2 2. 7 ATCCTGGTCTCCC 0.592

+ 2 338_339 tux.2_Missense_M NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN lasmic (Potential). 3 CCTGACCTTGGA 0.569

- 20 3727 NM_000620 NP_000611 P29475 NOS1_HUMAN -binding FR-type. 7 TCCTACCTGGATT 0.522

- 2 1188 NM_000620 NP_000611 P29475 NOS1_HUMAN arity).|PIN (nNOS-inhibiting 7 CAGCCTCCTGCC 0.682

- 3 363 n_p.S75F|PITPNM2 NM_020845 NP_065896 Q9BZ72 PITM2_HUMAN 3 AGGATGGAGCGG 0.622

+ 2 717 NP35_uc009zxz.2_ NM_022717 NP_073208 Q16560 U1SBP_HUMAN Arg-rich. 0 AGGGATCGAGAC 0.552 rs140144369

+ 7 903 ya.2_Nonsense_M NM_024809 NP_079085 Q96GX1 TECT2_HUMAN cellular (Potential). 1 CCCAAACAGGACT 0.323

+ 43 7252 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6 CCCATGGAGTAA 0.408

- 3 1335 NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 CTGGCTCGCACG 0.547 rs147819967

+ 18 2451 o.2_Intron|GPR133 NM_198827 NP_942122 Q6QNK2 GP133_HUMAN cellular (Potential). 10 AGACCCCCTGCCA 0.582

- 12 995 E2_uc001ume.2_N NM_199254 NP_954863 Q6XPS3 TPTE2_HUMAN hatase tensin-type. 0 AGACTCGATAGTG 0.338

+ 3 862 SPH8_uc001umg.2 NM_017520 NP_059990 Q99549 MPP8_HUMAN 0 CATTCCGACAGCA 0.443

- 9 1010 dc.1_Missense_Mu NM_006437 NP_006428 Q9UKK3 PARP4_HUMANRP alpha-helical. 4 CTAGAAGGAGAAT 0.383

+ 15 2113 NF17_uc010tde.1_ NM_031277 NP_112567 Q9BXT8 RNF17_HUMAN 2 GTCCTGGAGATTT 0.284

- 1 1359 _p.G301E|FAM123A NM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4 CCGCCTCCTTGGT 0.637

+ 1 1368 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 GGACATCCAGCAG 0.507

+ 17 1910 ba.2_Missense_M NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN Name=5; (Potential). 0 TATGTTCTGTTCC 0.393 rs139736966

+ 61 9385 se_Mutation_p.Y49 NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 TACTTATGCCCTG 0.522

+ 11 2718 NM_000059 NP_000050 P51587 BRCA2_HUMANaction with NPM1. 64 AAAAACGTTGAGC 0.313

+ 1 4322 NM_207361 NP_997244 Q5SZK8 FREM2_HUMAN ar (Potential).|CSPG 9. 11 ACAAATCTTTGG 0.343

- 10 1233_1234 uyk.2_Missense_M NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 GCTTGGGACACA 0.366

- 4 354 SLC25A30_uc010tf NM_001010875 NP_001010875 Q5SVS4 KMCP1_HUMAN e=2; (Potential).|Solcar 1. 1 CGGGGGCAATCC 0.473

+ 6 1062 _p.Y127H|CYSLTR2 NM_020377 NP_065110 Q9NS75 CLTR2_HUMAN Name=3; (Potential). 2 CAGTATTTATTTCC 0.483

- 11 2821_2822_p.H889Y|ATP7B_u NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 CACGTGGGTAGC 0.441

+ 5 748 M4_uc001vhk.1_In NM_006418 NP_006409 Q6UX06 OLFM4_HUMANfactomedin-like. 1 CATGGTGGTGTGG 0.423

- 6 1858 .1_Intron|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 ACCTACGGATTCT 0.488

- 15 2292 e_Mutation_p.H61 NM_014953 NP_055768 Q9Y2L1 RRP44_HUMAN 1 CCATGTGGAATCG 0.318

- 1 1775 NM_052910 NP_443142 Q96PX8 SLIK1_HUMAN cellular (Potential). 5 CATGATCCTCTTG 0.557

- 2 2890 0afe.1_Missense_M NM_032229 NP_115605 Q9H5Y7 SLIK6_HUMAN lasmic (Potential). 3 CTAATACCTTCCT 0.403

+ 2 2528 tic.1_Missense_Mu NM_015567 NP_056382 O94991 SLIK5_HUMAN lasmic (Potential). 5 GAGAGGGCAACT 0.493

+ 3 1004 NM_004466 NP_004457 P78333 GPC5_HUMAN 5 TAATGGGACAGAT 0.517

- 12 1744 p.R467Q|ABCC4_ NM_005845 NP_005836 O15439 MRP4_HUMAN C transporter 1. 4 TTTACCCGTGCTT 0.493

+ 13 1113 CCA_uc010tiz.1_M NM_000282 NP_000273 P05165 PCCA_HUMAN p.|Biotin carboxylation. 2 GAGCATCCTGTCA 0.433



- 39 3489 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 ATCCTGGGAGGC 0.498

+ 41 4110 NM_001846 NP_001837 P08572 CO4A2_HUMAN le-helical region. 6 CCCCTTCCAACAT 0.527

+ 20 2480 w.3_Intron|ARHGEF NM_001113511 NP_001106983 Q14155 ARHG7_HUMAN 7 AATCACGTCTTGG 0.587

+ 8 782 gr.1_Missense_Mu NM_003891 NP_003882 P22891 PROZ_HUMAN Peptidase S1. 0 GCGGGGGAGAAT 0.567

+ 13 2343 NM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0 TGTGGAGAGCTG 0.597

- 6 650 S6_uc001vuf.2_5'F NM_000820 NP_000811 Q14393 GAS6_HUMAN alcium-binding (Potential). 4 AGGCAGCCCCCG 0.612

+ 1 343 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMAN Name=3; (Potential). 2 GTGCTACTTGTTT 0.438

+ 1 650 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMAN Name=5; (Potential). 3 TTATTTCCTACAC 0.433

- 8 966 n_p.S241F|HNRNP NM_031314 NP_112604 P07910 HNRPC_HUMAN/Glu-rich (acidic). 0 TTCACGGAGCTGC 0.488

- 1 238 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMANcellular (Potential). 2 GGCGAGGGACAA 0.498

+ 6 1225 NM_004995 NP_004986 P50281 MMP14_HUMANe 1.|Extracellular (Potential) 0 CTCCGAGGGGAG 0.433

- 6 2591_2592c010akt.2_5'Flank| NM_032452 NP_115828 Q96JJ6 JPH4_HUMAN lasmic (Potential). 2 GCTGGGGCCCTC 0.673

+ 2 558 NM_203402 NP_981947 A5D6W6 FITM1_HUMAN cellular (Potential). 0 TGCTTCGAGCCAC 0.692

+ 8 1720 31_uc010alg.1_Mis NM_017999 NP_060469 Q96EP0 RNF31_HUMAN 2 CTCCAGCTAGTGA 0.582

- 4 578 y.1_Intron|GZMH_u NM_033423 NP_219491 P20718 GRAH_HUMAN Peptidase S1. 2 TAATTGCCATGGA 0.517

- 5 749 e_Mutation_p.R21 NM_004131 NP_004122 P10144 GRAB_HUMAN Peptidase S1. 0 CAGGCTCGTGGA 0.498

+ 11 1279 sense_Mutation_p NM_004086 NP_004077 O43405 COCH_HUMAN VWFA 2. p.S400L(1) 3 AAATCTCGGACAT 0.433

+ 6 4320 _p.P1361S|ARHG NM_001173 NP_001025226 Q13017 RHG05_HUMAN Rho-GAP. 5 GAAATCCCGGATA 0.294

+ 13 4483 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 TAAATGGAAAAGT 0.368

- 37 6179 ALGAPA1_uc010tp NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN to TCF3/E12 (By similarity) 4 CAATAAGGACATC 0.343

+ 5 3308 na.2_Missense_Mu NM_152447 NP_689660 Q96NI6 LRFN5_HUMAN lasmic (Potential). 8 TTGCTGACTAATG 0.294

+ 7 3420 e_Mutation_p.H10 NM_015091 NP_055906 Q9Y4F4 F179B_HUMAN Ser-rich. 3 ATTTCTCATATTG 0.299

- 1 168 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1 CATCAGGAACCCC 0.542

- 14 1782 p.T518M|PYGL_uc NM_002863 NP_002854 P06737 PYGL_HUMAN 1 TACTCCGTCTCCA 0.453

+ 2 1131 NM_000956 NP_000947 P43116 PE2R2_HUMAN cellular (Potential). 2 CGAAAGGAAAAAT 0.398

- 16 1869 0trg.1_Missense_M NM_006544 NP_006535 O00471 EXOC5_HUMAN 3 AATTTAATGTCCTA 0.269

- 2 945 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4 TCCCTCCACAGG 0.448

- 11 2152 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 CCACGGGAATGCT 0.532

- 4 362 xfz.1_Missense_M NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN toplasmic (Potential). 9 CAAACAGGGGTTC 0.443

+ 30 4263 gl.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 ACAGACCTTTCAG 0.443

+ 113 20571 SYNE2_uc001xgq. NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 AGCTTCGACGAG 0.527 rs150644129

+ 11 1507 _p.V410M|MTHFD1 NM_005956 NP_005947 P11586 C1TC_HUMAN ahydrofolate synthetase. 2 GTGGTGGTGACTG 0.458

- 3 1123 TB25_uc001xhg.2 NM_006977 NP_008908 P24278 ZBT25_HUMAN 2 TACCCCGGTTGGT 0.453

- 15 2980 hs.2_Missense_Mu NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 7. 11 CCACTACCTTTGT 0.612

- 31 5907 YVE26_uc001xkc.3 NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 TCACTCCGCACCA 0.408

- 2 2510 se_Mutation_p.E58 NM_183002 NP_892114 P57103 NAC3_HUMAN |Cytoplasmic (Potential). 7 CCAACTCCCCATA 0.502

- 2 327 J2BP_uc010arc.2_ NM_018373 NP_060843 P57105 SYJ2B_HUMAN toplasmic (Potential). 0 CTCACCGAAAGGA 0.542

+ 12 1603 EN1_uc010ark.2_M NM_000021 NP_000012 P49768 PSN1_HUMAN n with CTNNB1.|Helical; (Po 2 CCATCACCTTTGG 0.398

- 31 4871 NM_000428 NP_000419 Q14767 LTBP2_HUMANcalcium-binding (Potential). 2 CAGAGACCAGGC 0.473

+ 5 2507 PM1_uc001xql.3_R NM_019589 NP_062535 P49750 YLPM1_HUMAN 3 CCAAGACCCAGA 0.512

+ 2 188 se_Mutation_p.A41 NM_004452 NP_004443 A2VDJ2 A2VDJ2_HUMAN 2 CCGACGCCAGCG 0.701

- 4 885 se_Mutation_p.E18 NM_199296 NP_954993 Q6H9L7 ISM2_HUMAN 1 tcctcgtcttcctccttttcc 0.284

+ 2 2169 td.2_Missense_Mu NM_013231 NP_037363 O43155 FLRT2_HUMANe-III.|Extracellular (Potential 4 GTTCAGGAGCGC 0.493

- 43 6064 d.2_Missense_Mut NM_183387 NP_899243 Q05BV3 EMAL5_HUMAN WD 29. 3 CTCCAGCACTAAC 0.413

- 18 3259 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 TCACTCGGAGAAG 0.622

- 12 1301 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 TGTCCCGGTCCT 0.542

- 10 1552 N5_uc010aue.2_M NM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6 GGAACGGAGCGT 0.542



+ 12 2275 GA5_uc001yba.1_ NM_005113 NP_005104 Q8TBA6 GOGA5_HUMAN lasmic (Potential). 3 TAGCGCGAGTTTT 0.323

- 11 3225 wo.1_Missense_Mu NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 CGAAGGGGAAGG 0.493

+ 45 7110 ybs.1_Nonsense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 CAAAATCAGAATG 0.493

- 2 742 _uc010twr.1_Intron NM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Q motif. 4 GTGTGGGTGCAGA 0.547

- 5 1490 ense_Mutation_p.G NM_000295 NP_000286 P01009 A1AT_HUMAN 1 ACTTTTCCCATGA 0.498

- 3 862 ydg.2_Missense_M NM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2 GGGTGAAAGGGC 0.428

+ 4 1113 ense_Mutation_p.G NM_001085 NP_001076 P01011 AACT_HUMAN 6 TGTCAGGGATCAC 0.507

+ 2 784 NR_015340 2 GGCCTGGGAGAA 0.577

- 24 5116 p.P1635L|DICER1_ NM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5 CTTGGTGGAATCT 0.393

+ 3 741 ense_Mutation_p.W NM_000623 NP_000614 P30411 BKRB2_HUMAN Name=4; (Potential). 5 TGATCTGGGGGTG 0.607

+ 11 1199 twv.1_Missense_M NM_032632 NP_116021 P51003 PAPOA_HUMAN 0 ATGTGTCCGTTTC 0.408

- 3 416 rt_Site|SLC25A29_ NM_001039355 NP_001034444 Q8N8R3 MCATL_HUMAN Solcar 1. 1 TGCAACGTCCCG 0.632

+ 37 7753 1ykt.1_Missense_ NM_001376 NP_001367 Q14204 DYHC1_HUMAN 10 CTGCGCCCAACAT 0.507

- 12 1757 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11 GCTGTCGCTCGAG 0.522

+ 12 2814_2815 NM_015656 NP_056471 Q9ULI4 KI26A_HUMAN 1 GAAAAGGCTGCA 0.668

+ 8 1162 yl.1_Missense_Mut NM_138790 NP_620145 Q96BZ4 PLD4_HUMAN 2 GTGATGGAGTATT 0.687

- 3164 0 ACAGCAGGAGGG 0.592

+ 8 945 e_Mutation_p.R272 NM_052903 NP_443135 Q96RT8 GCP5_HUMAN 1 TTATTCGGGAAAC 0.353

- 4 423 NIPA1_uc001yve.2_ NM_144599 NP_653200 Q7RTP0 NIPA1_HUMAN ical; (Potential). 0 ACGACGGAGCCT 0.473

+ 1 2276 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 CTCTCCCAAATTC 0.468

- 1 479 89A1_uc010azk.1_ NM_138704 NP_619649 Q96MG7 MAGG1_HUMAN MAGE. 0 AGGTCGGGGAAG 0.532

- 21 3722 .2_Missense_Muta NM_003257 NP_003248 Q07157 ZO1_HUMAN 6 GGACGCGATCTTC 0.483 rs35392254

- 14 2390 q.2_Nonsense_Mu NM_003257 NP_003248 Q07157 ZO1_HUMAN nylate kinase-like. 6 CTTCTCGAAGAAC 0.363

- 9 1199 Missense_Mutation_ NM_139320 NP_647536 Q494W8 CRFM7_HUMAN ical; (Potential). 1 GATGATCATGGTG 0.622

+ 10 1217 Mutation_p.G201E| NM_000746 NP_000737 P36544 ACHA7_HUMAN lasmic (Potential). 1 GCAACGGGAACC 0.721

+ 3 783 zhl.1_Missense_M NM_012125 NP_036257 P08912 ACM5_HUMAN ame=1; (By similarity). 2 TGACTGCTGTGG 0.493

- 29 3597 NM_014691 NP_055506 O60306 AQR_HUMAN 1 GCTCTGGCTCTCC 0.413

+ 20 3485 bi.2_Nonsense_Mu NM_003246 NP_003237 P07996 TSP1_HUMAN SP C-terminal. 6 AGGCTGGAAAGAT 0.468

+ 3 1626 bp.1_Missense_Mu NM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0 CCCGTCCCCCAT 0.657

+ 4 1965 bbp.1_Missense_M NM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN BAH. 0 GACACCGTCCTT 0.587

+ 3 1420 NM_152260 NP_689473 Q8IZ73 RUSD2_HUMAN 1 CCTCAGGAGTTGG 0.562

- 26 3266 O80_uc010ucu.1_R NM_017553 NP_060023 Q9ULG1 INO80_HUMAN nserved components INO80 4 ACTGCGGTAACCT 0.453

+ 10 1188 e_Mutation_p.T295 NM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 4. 10 ATGGCACCGTGCG 0.592

- 2 349 uc010bcp.1_RNA NM_016642 NP_057726 Q9NRC6 SPTN5_HUMANActin-binding. 2 CCGTCTCGTACTG 0.622

- 15 1668 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN 2 CCCTCACCTTCCA 0.627

- 2 1254 n|ZFP106_uc010u NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 CTGAAGGAAATTT 0.418

- 2 904 zpx.2_Intron|ZFP10 NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 ACTGCTCCACTAT 0.473

- 10 1272 qp.2_Missense_Mu NM_173500 NP_775771 Q6IQ55 TTBK2_HUMANProtein kinase. 7 AACACGGATGTAA 0.378

- 12 2078 _p.Q649*|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 CCTCCTGATCTAA 0.478

+ 15 1928 e_Mutation_p.E528 NM_017434 NP_059130 Q9NRD9 DUOX1_HUMAN roxidase activity.|Extracellu 8 AAGAAGGAGATTG 0.527

+ 3 211 NM_004212 NP_004203 O43868 S28A2_HUMAN 4 GGGATGGACTGG 0.522

- 15 2332 bfi.1_Missense_Mu NM_182758 NP_877435 Q3MJ13 WDR72_HUMAN 2 TGCCATCATTTTC 0.408

+ 7 3667 2acl.2_Missense_M NM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN C2 1. 7 AAAATAACCATTA 0.313

+ 31 6508 acm.2_Missense_MNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 TGGTATCCTCTTC 0.398

- 7 948_949 NM_004998 NP_004989 Q12965 MYO1E_HUMANyosin head-like. 3 CAGAAGGAAGTT 0.441

- 81 10863_10864hb.1_Missense_M NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 GGCGAGGGGGAC 0.441

+ 1 167 mh.2_5'UTR|USP3 NM_006537 NP_006528 Q9Y6I4 UBP3_HUMAN 1 GCATTGCTCCGGA 0.726



- 31 5882 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 CTCTGCGAAGAAA 0.403

+ 7 4058 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 TTGACCGGCCCCG 0.612

- 10 1281_1282 PX_uc010uiu.1_R NM_006660 NP_006651 O76031 CLPX_HUMAN 0 TCCACGGAGCTT 0.361

- 9 2460 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 TCACTCCGGTAGG 0.547

- 9 2163 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 TCCACAGAGAACA 0.522

- 22 4148 p.P1300L|DENND4 NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4 GGCTTAGGAGAAT 0.418

- 10 1295_1296_p.W310*|MEGF11_ NM_032445 NP_115821 A6BM72 MEG11_HUMAN 1 CCAGACCAGCCT 0.584

+ 16 1644 aqw.2_Missense_M NM_145160 NP_660143 Q13163 MP2K5_HUMANProtein kinase. 2 CAGGGGAGCAG 0.433

+ 2 340 q.1_Intron|NOX5_u NM_145658 NP_663633 Q6UW49 SPESP_HUMAN 0 CAAAGGGATCAAA 0.393

+ 15 2163 se_Mutation_p.P68 NM_024505 NP_078781 Q96PH1 NOX5_HUMAN cellular (Potential). 2 ACCCAGCCTGGG 0.607

+ 5 705 C49_uc010ukf.1_M NM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN LRR 2. 1 GGCTTTCGACTCT 0.343

+ 2 268 NM_145805 NP_665804 Q96A47 ISL2_HUMAN M zinc-binding 1. 0 CTGGACGAGACGT 0.667

- 2 366 T50M|TSPAN3_uc NM_005724 NP_005715 O60637 TSN3_HUMAN cellular (Potential). 0 ATGAGCGTGTACA 0.473

- 8 1090 umx.1_Missense_M NM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1 TGGGCCCCCCAC 0.622

+ 7 603 m.1_Missense_Mut NM_000137 NP_000128 P16930 FAAA_HUMAN 0 CAATCCGAAGGCC 0.582

+ 12 1711 unn.1_Missense_M NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 TAGACGGCGTGG 0.552

- 3 348 orf40_uc010uop.1_ NM_001160115 NP_001153587 Q8WUR7 CO040_HUMAN 1 AGATACCGACAGA 0.388

+ 7 744 upe.1_Missense_M NM_004213 NP_004204 O00337 S28A1_HUMAN ical; (Potential). 3 TGGTGTCCTTCGC 0.582

+ 7 1468 _p.P433L|AKAP13_ NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 GAATGCCCACAGA 0.522

+ 7 3951 13_uc002blu.1_Mi NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 GTCATCGAACAAG 0.572 rs114446918

- 2 1465 NM_022480 NP_071925 Q9H0H3 ENC2_HUMAN Kelch 3. 2 TTGTTGGCCCCAG 0.587

- 19 2639 _p.A804V|NTRK3_ NM_001012338 NP_001012338 Q16288 NTRK3_HUMAN(Potential).|Protein kinase. 281 CCCAAAGCATGGA 0.537

- 2 1138 nk.2_RNA|DET1_u NM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2 ATTCGCAGCTGCC 0.488

+ 4 352 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0 AATCTCCCTTTGA 0.557

+ 5 997 2brb.2_Splice_Site NM_006011 NP_006002 Q92186 SIA8B_HUMAN 0 CGCGGGTGAGC 0.547

- 2 537 174B_uc002bsl.3_ NM_207446 NP_997329 Q3ZCQ3 F174B_HUMAN lasmic (Potential). 0 TCTGCTGGAGTGG 0.473

+ 3 425 _5'Flank|uc002bud NM_173499 NP_775770 Q6RVD6 SPAT8_HUMAN 2 CTCACGGAAGGAT 0.458

- 16 2326 NM_139057 NP_620688 Q8TE56 ATS17_HUMAN Spacer. 3 CTTCTCCCACAGC 0.552

- 3 392 S1_uc002bwh.2_M NM_001040614 NP_001035704 Q8NG48 LINES_HUMAN 0 ACTGCTGGGTTGA 0.433

+ 6 1214 DIA2_uc002cgo.1_ NM_006849 NP_006840 Q13087 PDIA2_HUMANThioredoxin 1. 2 CCAGAGGAGGAA 0.657

- 3 566 M8A_uc002cgv.3_5 NM_021259 NP_067082 Q9HCN3 TMM8A_HUMANcellular (Potential). 3 GGGTGGGAAACG 0.687

- 3 1614 D8_uc002cix.1_5'F NM_032259 NP_115635 Q96S15 WDR24_HUMAN WD 5. 2 AAGGGCCGGCGC 0.652

+ 8 758 va.1_Missense_Mu NM_003933 NP_003924 O94812 BAIP3_HUMAN C2 1. 1 GTGGACCCCTGC 0.672

- 2 654_655 NM_001009606 NP_001009606 C9JH64 C9JH64_HUMAN 0 ACGCTCCCCGCT 0.663

- 15 5785 t.1_Missense_Mut NM_001009944 NP_001009944 P98161 PKD1_HUMAN xtracellular (Potential). 3 GTGCCAGCATCCG 0.662

+ 9 1382 rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4 GCAGTCGGTAAGG 0.433

+ 11 5350 rl.1_Missense_Mut NM_016333 NP_057417 Q9UQ35 SRRM2_HUMAN Ser-rich. 4 GGTTCCTCCCCTG 0.567

- 5 736 crz.1_Missense_M NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 GCATGTCCTCAGT 0.642

- 2 394 NM_021195 NP_067018 P56747 CLD6_HUMAN lasmic (Potential). 0 TGGAATCCTTCTC 0.612

- 5 1898 ctw.1_Missense_M NM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1 GCTTCTCCCCTGT 0.716

- 10 2126 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6 CATTTTCCTTCAT 0.537

- 7 2479 C3_uc010bto.1_5'F NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN 6 CCAAGAGGGATCT 0.502

- 13 2500_2501cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN 127 GGGAAGGAGAAA 0.55

- 8 877 se_Mutation_p.P20 NM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1 CAAAAGGGATTCG 0.587

- 22 4303 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6 CTAGCTCCTCCAG 0.706

+ 7 668 uyh.1_Missense_M NM_000303 NP_000294 O15305 PMM2_HUMAN 1 AATGACGGTTATA 0.463

- 13 3694 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TACCTAGGGCTCT 0.507



- 9 2538 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMANcellular (Potential). 45 GAGGCCGGTCAC 0.502

+ 3 675 NFRSF17_uc010bu NM_001192 NP_001183 Q02223 TNR17_HUMAN lasmic (Potential). 0 GAAGGCGCAACC 0.483 rs150352299

+ 8 1262 C4_uc010uyz.1_5 NM_005236 NP_005227 Q92889 XPF_HUMAN 10 CATGTTCCCAGCT 0.428

+ 21 2140 DC1_uc002ddb.3_ NM_015027 NP_055842 Q6P996 PDXD1_HUMAN 1 TGTTGCGGCAGA 0.597

- 35 5100 H11_uc010bvg.2_M NM_002474 NP_002465 P35749 MYH11_HUMAN Potential. 15 AGGCACGGGCAT 0.517

- 5 1241 NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN th ZFP106 (By similarity). 0 CTGTCAGCCGCC 0.627

- 6 1001 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1 TGTATTCGATCAC 0.443

- 4 516_517 _p.L103V|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 CTGCAGGCCACA 0.569

- 3 224 n_p.R5Q|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 ACTTTTCGCAGCC 0.498 rs144570025

- 8 1248 CSM1_uc010bwg.1_ NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 AGGGTGGAGTGG 0.537

- 2 432 CSM1_uc010bwg.1_ NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 ACTCAGGAACTCG 0.587

- 62 12160 d.1_Missense_Mu NM_017539 NP_060009 Q8TD57 DYH3_HUMAN 18 TCTCCCCAGGTTT 0.517

+ 6 356 A_uc010vbj.1_Miss NM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3 CAGTTCCGCACTG 0.587

+ 32 3593 nse_Mutation_p.S2 NM_173615 NP_775886 A6NCI4 VWA3A_HUMAN 1 CCCAATCCTTCAG 0.577

+ 8 1282 F2K_uc002dkh.2_R NM_013302 NP_037434 O00418 EF2K_HUMAN type protein kinase. 1 AGCGTTCCGGCCA 0.572

+ 5 1467 _p.D143N|RBBP6_ NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 GAATACGACCCAA 0.368

+ 15 2763 e_Mutation_p.P575 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 cttcctctccctccgggtg 0.308

+ 7 841 _p.R185Q|IL4R_uc NM_000418 NP_000409 P24394 IL4RA_HUMAN otential).|Fibronectin type-II 2 GGCACGGGTGAG 0.547 rs147547377

- 7 1213 _p.L224F|XPO6_u NM_015171 NP_055986 Q96QU8 XPO6_HUMAN 2 CATCAAGGATGGG 0.483

+ 9 2120 _uc002drl.2_Misse NM_001145795 NP_001139267 Q9NRF2 SH2B1_HUMAN SH2. 2 ACAAGGCGGGGT 0.612

+ 4 527 _uc002dsc.2_Miss NM_014387 NP_055202 O43561 LAT_HUMAN lasmic (Potential). 0 GTTGCCCCCTGG 0.612

+ 6 971 .P248L|KIF22_uc0 NM_007317 NP_015556 Q14807 KIF22_HUMAN 0 GCCTCCCTCGTG 0.582

+ 2 88 c010bzb.1_Intron|CNM_001109660 NP_001103130 Q96LL3 CP092_HUMAN 0 CAGCTTCCGCCTC 0.602

+ 10 1217_1218utation_p.264_265 NM_002209 NP_002200 P20701 ITAL_HUMAN Extracellular (Potential). 10 AACATGGAGCTG 0.569

+ 14 4653 NM_014712 NP_055527 O15047 SET1A_HUMAN 3 GTGCCCGCACCCG 0.706

- 8 749 fd.1_Missense_Mu NM_052874 NP_443106 P61266 STX1B_HUMANhomology.|Cytoplasmic (Pot 0 ACATATCGTGCAG 0.562

+ 5 543 _p.Q105*|STX4_uc NM_004604 NP_004595 Q12846 STX4_HUMAN ic (Potential).|Potential. 0 AGCCCCAGAAGG 0.418

- 3 2020 ao.2_Missense_M NM_024706 NP_078982 Q96K58 ZN668_HUMANC2H2-type 15. 4 CCCGGTCAGAGA 0.652

- 15 2569 vfg.1_Missense_M NM_173502 NP_775773 Q5K4E3 POLS2_HUMAN 1 GATCCCGAGGCC 0.642

+ 14 1524 n_p.R276*|FUS_uc NM_004960 NP_004951 P35637 FUS_HUMAN Arg/Gly-rich. 958 TATGATCGAGGCG 0.612

+ 13 1434 _p.S456F|ITGAX_u NM_000887 NP_000878 P20702 ITAX_HUMAN Extracellular (Potential). 4 TCGGCTCCTACTT 0.677

+ 18 2252 bt.2_Missense_Mu NM_000887 NP_000878 P20702 ITAX_HUMAN cellular (Potential). 4 GTGACCCCCATTA 0.627

- 20 3057 CC12_uc002efa.1_R NM_033226 NP_150229 Q96J65 MRP9_HUMAN smembrane type-1 2. 3 CCAGTGGGAGTC 0.478

+ 7 1047 efx.2_Missense_M NM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2 CAAATGAAAGAG 0.368

- 7 1177 _p.E331K|TOX3_uc NM_001080430 NP_001073899 O15405 TOX3_HUMAN 0 GGGCTTCTGCTGA 0.423

- 4 530 p.G142E|CES1_uc NM_001025194 NP_001020365 P23141 EST1_HUMAN 0 CCCCCTCCGTGG 0.562

- 14 2002 NM_031885 NP_114091 Q9BXC9 BBS2_HUMAN 1 CCTCAAAATAGAC 0.368

+ 6 747 p.G199E|CPNE2_u NM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 2. 2 TCTTTGGGAAGTC 0.612

- 10 1006 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1 GTTCTCACTATGG 0.443

+ 2 232 on.1_Missense_M NM_001795 NP_001786 P33151 CADH5_HUMAN 6 GCAGCAGCAGGT 0.612

+ 4 509 7_uc002eqj.2_Miss NM_005182 NP_005173 P43166 CAH7_HUMAN 0 ACTTTTGGGGAGG 0.582

+ 4 846 NM_000196 NP_000187 P80365 DHI2_HUMAN 0 CTCATGGACACAT 0.502

- 1 372 cex.2_Missense_M NM_022357 NP_071752 Q9H4B8 DPEP3_HUMAN 3 GTGAGGCCTGGG 0.711

- 8 1075 SRP2_uc002evq.1_ NM_024939 NP_079215 Q9H6T0 ESRP2_HUMAN RRM 1. 1 TTTCTGCGGCCCT 0.632 rs146812395

- 77 13320 DIN_uc010cfy.2_R NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 GTGAGAGCCCATT 0.438

- 3 276 ense_Mutation_p.E NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 GGAACTCTGAGGG 0.403

- 16 2743 _p.R363Q|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Spacer. 18 ATGCTTCGGGCGC 0.502



- 15 2598 _p.H315Y|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. 18 GTTCATGATCACA 0.393

+ 7 1049 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1 GTTTTCCCTTTTAA 0.507

- 2 648 NM_152342 NP_689555 Q8N8U2 CDYL2_HUMAN 1 ATCATTCAAATCC 0.502

+ 4 684 _p.E156K|BCMO1 NM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0 ACCCTGGAGAAG 0.507

+ 5 1005 NM_022041 NP_071324 Q9H2C0 GAN_HUMAN Kelch 1. p.R286Q(1) 2 GTTCACGGAAACC 0.403

+ 25 2856 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8 TTTCAGAGCATCC 0.582

- 23 3651 fhh.2_Missense_M NM_003791 NP_003782 Q14703 MBTP1_HUMANbasic).|Cytoplasmic (Potent 2 ACCGAAGGGGTC 0.627

- 5 1178 NM_003791 NP_003782 Q14703 MBTP1_HUMAN ase.|Lumenal (Potential). 2 AGTGGGGATGCTT 0.453

+ 8 1540 sense_Mutation_p. NM_001145400 NP_001138872 Q8NCV1 ADAD2_HUMANA to I editase. 0 CCTTCCGAACCCA 0.697

+ 8 720 fhy.2_Missense_M NM_014861 NP_055676 O75185 AT2C2_HUMAN lasmic (Potential). 2 GTCACGGACCTCT 0.532

+ 4 618 _p.P78S|KIAA0182 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCCTACCCCTTCG 0.667

+ 9 1508 NM_030928 NP_112190 Q9H211 CDT1_HUMAN 1 TGGGCAGCTGTTG 0.647

+ 2 240 n_p.V13I|DPEP1_u NM_001128141 NP_001121613 P16444 DPEP1_HUMAN 1 GTGGCCGTCTGCA 0.637

- 5 858_859 on_p.P7F|NXN_uc NM_022463 NP_071908 Q6DKJ4 NXN_HUMAN Thioredoxin. 4 TGTAGGGGACGG 0.639

- 14 1767 _p.T481I|MYO1C_ NM_001080779 NP_001074248 O00159 MYO1C_HUMANyosin head-like. 0 TTGACAGTATCCT 0.652

- 1 859 NM_003553 NP_003544 P30953 OR1E1_HUMAN Name=7; (Potential). 0 TGAAGGGGTTCAG 0.448

+ 15 2490 se_Mutation_p.G71 NM_004703 NP_004694 Q15276 RABE1_HUMAN Potential. 2 GAAAAAGGACAG 0.244

+ 11 1509 ron|ALOX12_uc00 NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1 CAAAGGGATGACA 0.592

+ 3 437 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. 0 CTTCTTCGCTGT 0.428

- 41 5923 R1974W|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2 GCGCCGGCCAG 0.577

- 15 1563 vvf.1_Missense_Mu NM_003802 NP_003793 Q9UKX3 MYH13_HUMANyosin head-like. 6 GTGGTTGAAAAAC 0.483

- 37 5480 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21 GCAGGTCCTTCAC 0.562

- 26 3402 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 TGATTTCAAACTC 0.328

+ 17 3183 oo.2_Missense_M NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN m (By similarity). 20 CCGGAAGAAATTG 0.498

- 7 1488 gow.2_Missense_M NM_006470 NP_006461 O95361 TRI16_HUMAN 3 CTTTGCGGATGCC 0.453 rs146392947

+ 11 2459 se_Mutation_p.E26 NM_014695 NP_055510 A2RUR9 C144A_HUMAN Potential. 0 CAAAAGGAACTAG 0.333

+ 65 10914 uc002gsl.2_3'UTR NM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail.|FERM. 9 CCCAGCGAGATCA 0.423

- 2 282 5A10_uc002gut.1_ NM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2 GGGCCACCAGGG 0.637

+ 10 1320 _p.P374L|RNF112_ NM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2 CAAGCCCTGGTGG 0.642

- 2 135 se_Mutation_p.G24 NM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1 GGAGACCCCCTTG 0.582

+ 5 604 crt.2_Missense_M NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3 GAGGAGGAGGAA 0.522

+ 8 1285 tv.2_Missense_Mu NM_003250 NP_003241 P10827 THA_HUMAN gand-binding. 0 CGCTACGACCCTG 0.632

- 1 301 39_uc010wfm.1_5 NM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0 CTTCACCATACCA 0.498

+ 1 289 NM_001146041 NP_001139513 Q9BYQ8 KRA49_HUMANC-C-[RQVHIEK]- [SPTR]-[VS 0 TGCCAGCCTGCG 0.542

- 1 363_364 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN -C-[GRQVCH]-[SPT]- [VST 0 CACTGGGGCCTG 0.658

- 1 281 T13_uc010wfr.1_In NM_153490 NP_705694 P13646 K1C13_HUMANGly-rich.|Head. 5 ccacctccatagccacct 0.179

- 2 662 T14_uc010cxp.1_M NM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1B.|Rod. 1 TGGTGCGGAAGTC 0.517

+ 11 1882 _5'Flank|CNP_uc01 NM_031421 NP_113609 Q96NG3 TTC25_HUMAN 1 CAGGCAGGAAGC 0.488

+ 14 2444 _p.G472E|WNK4_u NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 CTCCTGGAACTCC 0.577 rs147081637

+ 4 2166 _Mutation_p.P684 NM_009590 NP_033720 O75106 AOC2_HUMAN 2 GAGGACCCCTCC 0.572

+ 3 621 ifs.2_Intron|TMUB2 NM_001076674 NP_001070142 Q71RG4 TMUB2_HUMAN 1 GCAGTCCAGAGG 0.612

- 7 2233 _p.S163F|PLEKHM NM_014798 NP_055613 Q9Y4G2 PKHM1_HUMAN PH 2. 0 AGCAGGGACTCC 0.552

+ 4 341 2iky.2_Missense_M NM_004287 NP_004278 O14653 GOSR2_HUMAN ic (Potential).|Potential. 2 CAGCATCGGCGCC 0.542

- 5 691 RN2_uc002imf.2_M NM_138355 NP_612364 Q96FV2 SCRN2_HUMAN 1 TGTTGCGGGCCC 0.438

- 1 753 se_Mutation_p.G11 NM_002146 NP_002137 P14651 HXB3_HUMAN 0 CCGGGACCGCAC 0.617

+ 15 3368 uc002irv.1_Missens NM_018896 NP_061496 O43497 CAC1G_HUMAN lasmic (Potential). 1 ACAAGTCCGAATC 0.597

+ 29 4246 sn.2_Missense_Mu NM_003786 NP_003777 O15438 MRP3_HUMAN similarity).|ABC transporter 4 TCGGCAGCTACTC 0.622



+ 7 2606 p.R792Q|AKAP1_u NM_003488 NP_003479 Q92667 AKAP1_HUMAN Tudor. 1 AGATTCGATACGT 0.602

+ 18 1806 n_p.P547L|BCAS3_ NM_001099432 NP_001092902 Q9H6U6 BCAS3_HUMAN 5 AACCTCCTCCACA 0.353

+ 10 1351 wpc.1_Missense_M NM_173503 NP_775774 Q8N7B9 EFCB3_HUMAN 1 GACTCAGGAAGAA 0.338

- 6 1318 _Mutation_p.M398 NM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0 TGGCTCCATTGCA 0.478

+ 13 1501 _uc010deu.1_Miss NM_015462 NP_056277 Q9H8H0 NOL11_HUMAN 0 GAATCAGTCACCT 0.358

- 23 3211 ez.2_Missense_Mu NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 TTACTTCGGTACC 0.418

- 20 2808 ez.2_Nonsense_M NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 TTTTCTGATATGA 0.368

- 2 131 plice_Site|ABCA9_ NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 TGTTTCCTTTAAA 0.373

+ 3 1024 n_p.S277F|C17orf8 NM_017941 NP_060411 Q9BSJ5 CQ080_HUMAN cellular (Potential). 1 CAGAATCCCTCAT 0.423

+ 1 301 _p.G133R|GPRC5 NM_018653 NP_061123 Q9NQ84 GPC5C_HUMAN Name=2; (Potential). 5 CTGCTGGGGACC 0.622

- 3 528 NM_181449 NP_852114 Q496F6 CLM2_HUMAN cellular (Potential). 4 AATTTTGGGTCAA 0.622

+ 11 1343 P85_uc010wrv.1_M NM_024844 NP_079120 Q9BW27 NUP85_HUMAN 1 AGTAATCAAAGAG 0.498

- 13 1912 p.D431N|SLC38A1 NM_001037984 NP_001033073 Q9HBR0 S38AA_HUMAN 2 CTCGGTCTTGGCC 0.647

+ 5 877_878 2_5'Flank|STRA13_ NM_144999 NP_659436 Q96CN5 LRC45_HUMAN 1 ACATCCCTGGAG 0.653

- 2 418 NM_014646 NP_055461 Q92539 LPIN2_HUMAN N-LIP. 2 TCTTTGGATCTCA 0.478

- 4 1194 _p.A345T|ZFP161_ NM_003409 NP_003400 O43829 ZF161_HUMAN C2H2-type 3. 1 CTGGGGCACGGA 0.448

- 1 1717 NM_001080209 NP_001073678 A6NKL6 T200C_HUMAN 0 GAGTCTCGCGTTT 0.677

+ 2 1662 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMANpeat of Q-P-K-X-G-D-I-P-K-S 2 GACATCCCCAAGT 0.552

- 3 542 519_uc002ksr.1_In NM_145287 NP_660330 Q8TB69 ZN519_HUMAN 0 GACAGAAACTGAG 0.284

- 1 872 TEC_uc010xaj.1_R NM_001137671 NP_001131143 B2RU33 POTEC_HUMAN ANK 1. 3 TGTCCAGATCTTC 0.597

+ 36 3448 0xal.1_Missense_MNM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN Potential. 2 AAAAAGGAAATTG 0.303

+ 57 7547 kus.3_Missense_M NM_198129 NP_937762 Q16787 LAMA3_HUMANaminin G-like 1. 11 AGTTATGGATCGG 0.493

- 4 452 NM_080597 NP_542164 Q9BXW6 OSBL1_HUMAN ANK 2. 4 ACCTTTCGTCCTG 0.418

- 7 4153 plice_Site_p.Q1302 NM_015461 NP_056276 Q96K83 ZN521_HUMAN 7 ACATTACCTGCAG 0.438

- 6 833 _p.P200L|SS18_uc NM_001007559 NP_001007560 Q15532 SSXT_HUMAN Gln-rich. 1884 CTATAGGGAGGAA 0.413

- 5 1003 vz.2_Missense_Mu NM_001650 NP_001641 P55087 AQP4_HUMAN lasmic (Potential). 0 ATTGGTCTTTCCC 0.478

- 13 2540 bn.1_Missense_Mu NM_001792 NP_001783 P19022 CADH2_HUMAN r (Potential).|Cadherin 5. 4 AGGATGGAAATAT 0.463

- 11 1866 wm.2_Missense_Mu NM_024421 NP_077739 Q08554 DSC1_HUMAN r (Potential).|Cadherin 4. 4 GATTCTCTATCTA 0.318

- 1 887 NM_001034172 NP_001029344 Q3SY17 MCAR2_HUMANe=5; (Potential).|Solcar 3. 1 AACATGGCACCCA 0.443

- 3 584 _p.L143F|ZNF24_u NM_006965 NP_008896 P17028 ZNF24_HUMAN 0 GACGGAGAGAAAC 0.418 rs148053646

+ 4 843 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3 GCTTACGAGAGGC 0.408

- 1 631_632 issense_Mutation_ NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN 1 GAAGTCCCTGGG 0.574

+ 2 1191 MAPK4_uc010doz.2 NM_002747 NP_002738 P31152 MK04_HUMANProtein kinase. 6 CGCTCCGAGAGA 0.602

+ 20 3649 p.R849Q|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 ACTTTCGAATTCA 0.373

- 18 2137 u.1_RNA|uc002lgv. NM_005603 NP_005594 O43520 AT8B1_HUMAN lasmic (Potential). 10 GAACTCCATCCTG 0.363

+ 2 135 10dpv.2_Missense_ NM_003839 NP_003830 Q9Y6Q6 TNR11_HUMAN cellular (Potential). 3 GCTCCTCCATGTA 0.473

- 6 652 _Mutation_p.S209F|SERPINB3_uc010dqa.2_Intron P48594 SPB4_HUMAN p.S209Y(1) 3 TGTATGGACTTGT 0.373

+ 7 950 n_p.G136E|SERPI NM_001143818 NP_001137290 P05120 PAI2_HUMAN 2 TCAAAGGAAAGTG 0.383

+ 12 2464 b.2_Missense_Mu NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN lasmic (Potential). 4 TTGGGAAAGATTA 0.438

- 4 1210 m.3_Missense_Mu NM_006566 NP_006557 Q15762 CD226_HUMAN ical; (Potential). 0 TCCCTCCAGCCAC 0.363

+ 12 1706 lls.2_Missense_Mu NM_032649 NP_116038 Q96KN2 CNDP1_HUMAN 0 GCTGCCTTTTTCT 0.408

+ 2 1720 ra.2_Missense_Mu NM_171999 NP_741996 Q9BXA9 SALL3_HUMAN 4 CACGTGGAGTCCG 0.741

+ 2 253 n_p.R80K|ATP9B_ NM_198531 NP_940933 O43861 ATP9B_HUMAN lasmic (Potential). 3 GCAAAGGAAAAG 0.428

+ 2 502 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8 AGGTGCGAAAAAA 0.368

- 3 312 _p.T97M|MBD3_uc NM_003926 NP_003917 O95983 MBD3_HUMAN 3 AGCGCCGTGTTC 0.597

+ 3 338_339 2lvv.1_Missense_M NM_182973 NP_892018 Q7Z410 TMPS9_HUMANcellular (Potential). 2 GCGAGGGATCCG 0.624

- 2 234 NM_145173 NP_660156 O95057 DIRA1_HUMAN 1 GAAGCGCAGCAC 0.557



- 5 481 _p.R142C|PIP5K1C NM_012398 NP_036530 O60331 PI51C_HUMAN PIPK. 4 AGTAGCGGAAGG 0.493

+ 2 240 NM_015897 NP_056981 Q8N2W9 PIAS4_HUMAN 1 CACAGCCGCACCG 0.637 rs142623244

+ 10 1270 B3L3_uc010xib.1_ NM_032607 NP_115996 Q68CJ9 CR3L3_HUMANmenal (Potential). 2 GACCCCGACCCG 0.647 rs138185635

+ 18 2192 _p.G610E|ANKRD2 NM_133475 NP_597732 Q8TF21 ANR24_HUMAN 0 CCATGGGGGTGG 0.557

+ 19 3368 NM_133475 NP_597732 Q8TF21 ANR24_HUMAN Potential. 0 GGCTACGGACCG 0.667

+ 2 66 NM_018074 NP_060544 Q9BW85 CCD94_HUMAN 0 ATACTACCCGCCG 0.552

- 2 284 0dtv.1_Missense_M NM_144615 NP_653216 Q96BF3 TMIG2_HUMANular (Potential).|Ig-like. 0 CGCAGACCCCCA 0.657

+ 3 524_525 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 1 chromo shadow domain. 2 CCTCTCCCTCCA 0.5 rs150150583

- 5 1017 mfj.1_Missense_M NM_003807 NP_003798 O43557 TNF14_HUMAN cellular (Potential). 1 TTCTCCCCAGCCT 0.627

+ 26 2509_2510 a.1_Missense_Mut NM_005428 NP_005419 P15498 VAV_HUMAN SH3 2. 16 CTCAAGGAGGGT 0.569

+ 18 2335 n_p.S747F|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN Name=5; (Potential). 5 TCAACTCCCTTCT 0.323

+ 8 1194 _p.T244S|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2 GGGAAAACCTTCA 0.453

+ 7 802 SS4_uc002mji.2_5'U NM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1 GGCTGTGGGCAC 0.572

+ 4 686 n_p.C82Y|MARCH2 NM_016496 NP_057580 Q9P0N8 MARH2_HUMANRING-CH-type p.C82S(1) 2 GTGGCTGCACCGG 0.582

- 3 542 42_splice|ZNF414_ NM_032370 NP_115746 Q96IQ9 ZN414_HUMAN 0 GCCCTACCTTCCA 0.632

- 61 41292 dwj.2_Missense_M NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN lar (Potential).|SEA 11. 57 CCCATCCTTTTCA 0.562

- 21 37694 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANular (Potential).|SEA 3. 57 CTGTTCCTGTCCA 0.517

- 4 31574 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GCAGGCGAAGTG 0.448

- 3 29368 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TTGTTTCCACAAA 0.488

- 3 26554 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TCATTTCTGCTGA 0.507

- 3 23335 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 AGGGGGGGATAT 0.547

- 3 19093 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAGAAGGATGCAT 0.443

- 3 11488 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TGAGTTCCTGGGG 0.532

- 1 8251 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracell p.E2683K(1) 57 TAGTCTCTGGGAC 0.488

+ 1 251 NM_001004456 NP_001004456 Q8NGA1 OR1M1_HUMANcellular (Potential). 3 TGGTGAGCCTTCA 0.527

- 1 158 NM_001005192 NP_001005192 Q8NGA0 OR7G1_HUMAN lasmic (Potential). 2 AGGTGGGAGTCA 0.488

+ 1 957 NM_175883 NP_787079 Q96RA2 OR7D2_HUMAN Name=6; (Potential). 3 GGCATTGGGGTC 0.498

+ 1 332 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMAN cellular (Potential). 1 TCATCTCCTATGA 0.493

- 10 1276 wr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 2. 6 TAAAATCTTTTCC 0.393

- 8 689 dwr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN KRAB 2. 6 AGCCAAGAGATCA 0.468

+ 6 933 e_Mutation_p.A174 NM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1 CGTGGCCGCCGC 0.701

- 6 933 xmk.1_Missense_M NM_030824 NP_110451 Q9H7R0 ZN442_HUMAN KRAB. 4 GTTTTTCATTCAC 0.348

- 6 665 nse_Mutation_p.P1 NM_004461 NP_004452 Q9Y285 SYFA_HUMAN 1 TTGAAGGGCCGG 0.687

+ 1 207 dyz.1_Missense_M NM_152654 NP_689867 Q8N907 DAND5_HUMAN 1 CAGCTTCTGCCCT 0.672

+ 3 867_868 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN 1 GTTCTGGAGCAG 0.614

- 13 1717 KAP8L_uc002nax. NM_014371 NP_055186 Q9ULX6 AKP8L_HUMAN 1 AGCGCTCCAGCTT 0.627

+ 2 133 e_Mutation_p.S28F NM_000896 NP_000887 Q08477 CP4F3_HUMAN ical; (Potential). 3 GGGCCTCCTGGC 0.637

+ 8 994_995 NM_023944 NP_076433 7 GGGAAGGCATTG 0.386

+ 1 28 NM_013939 NP_039227 O60403 O10H2_HUMAN cellular (Potential). 3 TGCTGGGGCTAAA 0.557

- 7 901 D26_uc002nee.2_In NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN CID. 2 ATGATGGAGTCAT 0.637

+ 6 975 NM_024074 NP_076979 Q9H6F2 TM38A_HUMAN lasmic (Potential). 3 AGAAGGCCAAGAA 0.632

- 22 2901 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 GATTCTCCTCAGG 0.562

- 16 2054 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 CCCAGACCTGAGC 0.607

- 11 1246 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 AGGCCCGGCTTG 0.632

+ 39 6148 p.S1999L|MYO9B_ NM_004145 NP_004136 Q13459 MYO9B_HUMAN Tail. 1 GGACTCGGAGAC 0.647

- 1 55 NM_138454 NP_612463 Q96CM4 NXNL1_HUMAN Thioredoxin. 0 AACAGGGAGGCC 0.602

- 5 454 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN C2 1. 3 CCACACCTCCAC 0.517



- 8 824 _p.G230E|COMP_u NM_000095 NP_000086 P49747 COMP_HUMAN EGF-like 4. 0 AGGATCCCGTTGC 0.706

- 5 2079 _p.R645*|SFRS14_ NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0 CTCCTCGCAAGTT 0.498

- 4 1452 NM_021030 NP_066358 P17017 ZNF14_HUMANC2H2-type 12. 3 TGAAGGGAACTTG 0.383

- 4 1562 nop.2_Missense_M NM_033196 NP_149973 O95780 ZN682_HUMAN 2 TTGCAGGATTTCT 0.353

+ 3 315 os.1_RNA|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMAN KRAB. 2 AGCAAGGAAAAAA 0.398

+ 4 524 s.1_Intron|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMAN 2 AAAAGAGGTTATA 0.328

- 4 1600 npc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN ype 12; degenerate. 1 ATTCTTCACATTT 0.388

- 4 1432 npc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1 ATTCTTCACATTT 0.388

- 3 2081 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TTTTAGGGATTCT 0.348

- 5 1966 NM_001080409 NP_001073878 2 TAAGTTTTGAGGA 0.363

+ 4 2501 dd.1_Missense_M NM_014717 NP_055532 O15090 ZN536_HUMAN C2H2-type 9. 11 ATGCCGGCACGCA 0.507

+ 4 3694 dd.1_Missense_Mu NM_014717 NP_055532 O15090 ZN536_HUMAN 11 GAAACCGAACCGG 0.567

- 4 448 1_Intron|RHPN2_u NM_033103 NP_149094 Q8IUC4 RHPN2_HUMAN BRO1. 6 TGAGGACGACTGC 0.383 rs149250532

+ 4 513 BM42_uc002oap.2_ NM_024321 NP_077297 Q9BTD8 RBM42_HUMAN 0 GCGGCGGGCAG 0.562

+ 4 443 ense_Mutation_p.R NM_007000 NP_008931 O00322 UPK1A_HUMANcellular (Potential). 0 TGACCCGCCTCTG 0.647

- 28 3542 NM_004646 NP_004637 O60500 NPHN_HUMANS2.|Cytoplasmic (Potential). 5 TACGTTCTTTCTA 0.547

+ 8 1431 e_Mutation_p.R330 NM_001013659 NP_001013681 Q6ZN11 ZN793_HUMAN C2H2-type 4. 0 TACATCGAAAAAT 0.458

+ 5 666 _p.R112C|ZNF540 NM_152606 NP_689819 Q8NDQ6 ZN540_HUMAN 1 ACTCTTCGTCTGA 0.333

- 5 2218 ohb.1_Missense_M NM_032689 NP_116078 Q96SK3 ZN607_HUMANC2H2-type 15. 0 CTAAAAGACTTCC 0.428

+ 53 8463 _Mutation_p.G277 NM_000540 NP_000531 P21817 RYR1_HUMAN c.|6 X approximate repeats. 12 CCTATGGAGAGAA 0.607

+ 73 10827 oiv.1_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN 12 AAGGCTCCCCGT 0.637

+ 89 12293 p.E4050K|RYR1_u NM_000540 NP_000531 P21817 RYR1_HUMAN 12 AATGTGGAGATGA 0.567

+ 3 377 SARS2_uc010xur. NM_033362 NP_203526 O15235 RT12_HUMAN 0 GTTCCCCGGCTCT 0.607 rs150096976

- 6 3019 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9 AAGTTCCCACAGA 0.597

- 6 926 ssense_Mutation_p NM_001010880 NP_001010880 O75290 Z780A_HUMAN C2H2-type 3. 0 GCAGGGTAAGAA 0.388

+ 16 3662_3663BN4_uc002onz.2_M NM_020971 NP_066022 Q9H254 SPTN4_HUMAN Spectrin 9. 5 CGCAGGGAGGCG 0.658

+ 16 2230 10xvo.1_Intron|LTB NM_001042544 NP_001036009 Q8N2S1 LTBP4_HUMAN m-binding (Potential).|Cys-r 1 GCTCCCGAGGGC 0.657

- 2 291 RF_uc002otd.3_5'U NM_006494 NP_006485 P50548 ERF_HUMAN ETS. 4 CAATGACGCCCTG 0.602

+ 41 8208 p.V2133M|MEGF8 NM_001410 NP_001401 Q7Z7M0 MEGF8_HUMANcellular (Potential). 1 GCGGCGTGCGG 0.692 rs148860986

- 3 736 ug.1_Intron|PSG3_ NM_021016 NP_066296 Q16557 PSG3_HUMAN -like C2-type 1. 2 GAAAGAGGGTCCT 0.507

- 3 685 e_Mutation_p.S74F NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 1. 0 GTTTCAGACAACT 0.522

- 4 894_895 sense_Mutation_p. NM_006905 NP_008836 P11464 PSG1_HUMAN -like C2-type 2. 2 TATTCTCCCTGGG 0.49

- 2 526 tion_p.G130R|PSG NM_006905 NP_008836 P11464 PSG1_HUMAN g-like V-type. 2 TAGTCCCATCATC 0.502 rs34055642

- 4 804_805 ense_Mutation_p.R NM_002782 NP_002773 Q00889 PSG6_HUMAN -like C2-type 2. 2 TTCTCCCTGGGG 0.51

+ 6 2489 226_uc010ejg.2_3 NM_001032373 NP_001027545 Q9NYT6 ZN226_HUMAN 0 GATAAATCCTATAA 0.358

- 4 884 NF285_uc010xxa.1 NM_152354 NP_689567 Q96NJ3 ZN285_HUMAN type 2; degenerate. 4 TTCTTTCCATACT 0.433

- 4 707 NF285_uc010xxa.1 NM_152354 NP_689567 Q96NJ3 ZN285_HUMAN 4 CAGTTGGGATGTC 0.468

+ 7 865 zt.1_Missense_Mu NM_005581 NP_005572 P50895 BCAM_HUMAN Potential).|Ig-like C2-type 1. 1 GCAGCCCGTCCA 0.647

+ 7 1636 NM_001042724 NP_001036189 Q92692 PVRL2_HUMAN lasmic (Potential). 0 AAGCTGGAGGCA 0.577

+ 10 1327 NM_006509 NP_006500 Q01201 RELB_HUMAN RHD. 1 CCTCGCGACCATG 0.552

+ 4 300 FRS16_uc002pam. NM_007056 NP_008987 Q8N2M8 CLASR_HUMAN 0 GGATGCCCTGGC 0.587

- 3 514 se_Mutation_p.P96 NM_005619 NP_005610 O75298 RTN2_HUMAN 3 CTCGTGGTTCCGA 0.677

+ 3 242 eb.2_Missense_M NM_001135113 NP_001128585 Q6UWQ7 IGFL2_HUMAN 0 GTCCCCCCTGCAC 0.552

- 2 950 per.3_Missense_M NM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 TTGTTGGGGGTCT 0.557

- 3 1080 NM_000960 NP_000951 P43119 PI2R_HUMAN lasmic (Potential). 0 GGGAAAGGGGTG 0.657

+ 6 4412 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN Pro-rich. 1 GTCAGCCGTCGCC 0.677

- 8 1059 3H4_uc002pgb.1_R NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Gly-rich. 6 GGCCCCGACCCA 0.627



+ 4 474 NM_022142 NP_071425 Q96BH3 ESPB1_HUMAN onectin type-II 2. 0 GTCTTCGATGAGA 0.517

+ 9 2085 N2D_uc010elx.2_5 NM_000836 NP_000827 O15399 NMDE4_HUMAN ical; (Potential). 6 TCTTCGCCGTCAT 0.587

- 4 374 NM_001080434 NP_001073903 6 GCAGCGACTGTG 0.622

+ 2 287_288 2pjm.2_Missense_M NM_177973 NP_814444 O00204 ST2B1_HUMAN 1 CTACCCCAAGTC 0.644

+ 4 1131 m.1_5'Flank|FGF21 NM_019113 NP_061986 Q9NSA1 FGF21_HUMAN 1 CCCCCCGATGTGG 0.682

+ 3 662 10yaf.1_Missense_ NM_033378 NP_203696 0 AGCCTTCCAAGCC 0.642

- 5 938 _Mutation_p.P235L NM_014037 NP_054756 Q9GZN6 S6A16_HUMAN cellular (Potential). 4 CATTCAGGATCTG 0.388

+ 7 814 7_uc002pqp.2_5'U NM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0 CCTACTCCACCAC 0.692

- 3 116 n_p.P21L|IL4I1_uc0 NM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3 ggaggatggggacgag 0.453

+ 5 2132 _p.S632F|ZNF473_ NM_001006656 NP_001006657 Q8WTR7 ZN473_HUMAN 2 GTGCCTCCCTTAT 0.478

- 7 734 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMAN lasmic (Potential). 0 AGTTTTCGGTTTT 0.403

- 1 271 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMAN cellular (Potential). 0 AAGGCCCCTCCAT 0.677

+ 13 1622 p.W533C|MYH14_ NM_024729 NP_079005 Q7Z406 MYH14_HUMANyosin head-like. 1 CCCCTGGACCTTC 0.592

+ 26 3412 p.A1163V|MYH14_ NM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1 TGGGGCCCGGG 0.652

- 3 249 o.2_Missense_Mut NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 TGCTCTCCCAGGC 0.622

- 2 601 NM_002029 NP_002020 P21462 FPR1_HUMAN cellular (Potential). 3 GTTTTACCAGGTA 0.537

+ 6 1703 pya.1_Missense_M NM_001031721 NP_001026891 Q6PF04 ZN613_HUMAN 1 AGAAACCCTATGT 0.418

+ 4 596 ydn.1_Missense_M NM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0 CACCCCGAAGGGA 0.413

+ 4 1353 dn.1_Missense_M NM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0 AGAAACGTTACAA 0.373

- 5 1222 p.R386C|ZNF347_ NM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 5. 0 TTGAACGAGCTCT 0.413

+ 3 537 a-mir-935|MI00057 NM_031895 NP_114101 Q8WXS5 CCG8_HUMAN ical; (Potential). 0 GTGTGTGCGTGG 0.637

- 4 473 rj.2_RNA|LILRB2_u NM_005874 NP_005865 Q8N423 LIRB2_HUMAN Potential).|Ig-like C2-type 1. 1 TGTAATCCAAGAT 0.527

+ 7 1141 18_splice|LILRA1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 3 TCTCCAGGACAGT 0.597

+ 16 2261 RB1_uc002qgm.2_ NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 GCTGTGCCCAGC 0.652

- 4 1537_1538 p.E488K|NLRP7_u NM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3 GTCCTCCCCCTC 0.574

- 2 1151 nse_Mutation_p.A3 NM_003180 NP_003171 O00445 SYT5_HUMAN ical; (Potential). 0 CAGGGCCCAGG 0.602

- 4 504 TPRH_uc002qjs.2_ NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN III 2.|Extracellular (Potentia 4 CTGGGCCGTCGG 0.597

- 2 361 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7 CTTCTCCCATATG 0.373

+ 5 572 RP5_uc002qmi.2_In NM_153447 NP_703148 P59047 NALP5_HUMAN 7 AAATTTCACAAGC 0.408

+ 4 2057 NM_213598 NP_998763 Q08ER8 ZN543_HUMAN 2 GAAGACCTTTTAT 0.418

+ 3 1809 _p.P521L|ZNF304_ NM_020657 NP_065708 Q9HCX3 ZN304_HUMAN 1 CAAGGCCTTATGA 0.488

+ 3 1043 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN SCAN box. 1 AACTTGGAGAGAT 0.413

+ 5 1853 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN C2H2-type 3. 1 CGGTCTCATGAGA 0.463

+ 3 359 so.2_Missense_Mu NM_001009 NP_001000 P46782 RS5_HUMAN 0 AGCATGCCTTCGA 0.577

- 3 359 NM_003310 NP_003301 Q53HC9 TSSC1_HUMAN 0 TTTTTATTTATAATG 0.413

+ 8 1089 zi.2_Missense_Mu NM_003887 NP_003878 O43150 ASAP2_HUMAN 0 TGTCTACGGATCT 0.418

+ 18 2077 p.T258M|IAH1_uc0 NM_016207 NP_057291 Q9UKF6 CPSF3_HUMAN 2 CCCTGACGCCAG 0.458

+ 19 3396 rbp.1_Missense_M NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 TGGGATGGACCCG 0.592

- 14 2280 _p.P613S|PUM2_u NM_015317 NP_056132 Q8TB72 PUM2_HUMANmilio 1.|PUM-HD. 1 CAGCTGGAGTAG 0.343

- 26 8008 NM_000384 NP_000375 P04114 APOB_HUMAN 27 ACTGATGGAATCC 0.413

- 26 6802 NM_000384 NP_000375 P04114 APOB_HUMAN 27 TGGATTGTTTTTA 0.274

- 26 4512 NM_000384 NP_000375 P04114 APOB_HUMAN 27 GTGGTCCCCAGGA 0.378

+ 12 1641 rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 CTGGGGGATGTCG 0.567

- 3 706 NM_178553 NP_848648 Q53SZ7 CB053_HUMAN Pro-rich. 0 GAGGCCCTGATGG 0.617

- 8 1307 p.R220W|SLC30A3 NM_003459 NP_003450 Q99726 ZNT3_HUMAN lasmic (Potential). 0 ATCTCCGGCTGAT 0.667

- 11 1630 kk.2_5'Flank|PPM1 NM_002707 NP_002698 O15355 PPM1G_HUMAN 1 GTGTTTCGGGGCT 0.527

+ 27 1876 c.2_Missense_Mut NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|2.|Extracellular 9 CTGTGGTTGTGC 0.473



+ 13 2065 n_p.E517K|FAM17 NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4 GCCGAGGAGATCG 0.587

- 7 2357 NM_004304 NP_004295 Q9UM73 ALK_HUMAN xtracellular (Potential). 1218 AGCCATCTTCAAA 0.522

- 36 4070 NM_000379 NP_000370 P47989 XDH_HUMAN 8 CCCTCACAGACCA 0.498

+ 13 884 SLC30A6_uc002rog NM_017964 NP_060434 Q6NXT4 ZNT6_HUMAN lasmic (Potential). 0 GAAGTCCGAAATG 0.318

- 7 849 0ynd.1_Missense_M NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1 TTTTAGGGGATAA 0.403

- 29 2385 p.W744*|MAP4K3_ NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8 GTAAACCATGAAG 0.348

- 2 1930 002rrz.2_Intron|SL NM_021097 NP_066920 P32418 NAC1_HUMAN lasmic (Potential). 4 TCTTCTCACTCAT 0.507

+ 4 428 oa.1_Missense_M NM_022437 NP_071882 Q9H221 ABCG8_HUMAN er.|Cytoplasmic (Potential). 4 GAGCCTCCTTGC 0.607

- 8 1197_1198 REPL_uc002rui.3_ NM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1 CCCAAGGAGGGA 0.371

+ 3 755 NM_002158 NP_002149 P32314 FOXN2_HUMAN Fork-head. 0 CATTTTCCATATTT 0.393 rs147349434

- 27 3073 SME4_uc010fbu.1_ NM_014614 NP_055429 Q14997 PSME4_HUMAN HEAT 2. 5 ACCAAGGGAATG 0.338

- 4 552 h.2_Intron|C2orf63_ NM_152385 NP_689598 Q8NHS4 CB063_HUMAN 3 AGAATGGATTTGT 0.303

- 11 1751 rzj.2_Missense_Mu NM_004105 NP_004096 Q12805 FBLN3_HUMAN nteraction with TIMP3. 6 AAGGTCCCTATAC 0.438

+ 6 2109 NM_001080433 NP_001073902 Q96PX6 CC85A_HUMAN 5 CAGGTTCGTGTCC 0.408

- 3 274 se_Mutation_p.R72 NM_144709 NP_653310 Q3MIT2 PUS10_HUMAN Potential. 4 GCAGTCGAATTTT 0.368

+ 3 461 de.2_Missense_Mu NM_002664 NP_002655 P08567 PLEK_HUMAN PH 1. 1 AGGCCATTAAATG 0.468

- 4 828 NM_001024680 NP_001019851 Q5FWF7 FBX48_HUMAN 0 TGCATCCATTGGG 0.378

- 3 370 NM_002056 NP_002047 Q06210 GFPT1_HUMANamidotransferase type-2. 1 ACTTTTCCTTTCT 0.413

- 10 1907 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0 GGGGAAGGATATC 0.507

+ 4 626 p.G110E|PCYOX1 NM_016297 NP_057381 Q9UHG3 PCYOX_HUMAN 1 CTCTAGGAGGAGA 0.403

+ 13 1393 V1B1_uc010fdw.2_ NM_001692 NP_001683 P15313 VATB1_HUMAN 1 GGGAGGAGGCG 0.607

+ 3 1184 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN 2 AGCCAGGAAAAAA 0.428

+ 14 1943 nb.1_Missense_Mu NM_004263 NP_004254 O95754 SEM4F_HUMAN e.|Extracellular (Potential). 4 CCCGGCGGGATG 0.622

+ 11 3590 NM_000189 NP_000180 P52789 HXK2_HUMAN Catalytic. 2 TGGAGATGCACAA 0.612

+ 13 1908 _p.E635K|CTNNA2 NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 CCAGAAGAACTAG 0.443

+ 8 1267 HNSL2_uc002sta.3 NM_018271 NP_060741 Q86YJ6 THNS2_HUMAN 1 TCGGATGAAGCCA 0.562

+ 6 1603 e.1_Missense_Mu NM_021088 NP_066574 Q9BSG1 ZNF2_HUMAN C2H2-type 8. 0 GCCAGCGGTGCC 0.502

- 5 633 M131_uc010yvg.1_ NM_015348 NP_056163 Q92545 TM131_HUMAN 6 GAACTAGGATTAT 0.289

- 4 471 se_Mutation_p.G1 NM_175735 NP_783862 Q86SG7 LYG2_HUMAN 1 TAAGTCCCCTGTG 0.517

+ 7 821 yvt.1_Missense_Mu NM_002518 NP_002509 Q99743 NPAS2_HUMAN 4 TTGAACCCAAAG 0.393

- 2 494_495 NM_153836 NP_722578 Q8IUH2 CREG2_HUMAN 1 GCAGTCCTTGGA 0.51

+ 11 1459 ywd.1_Missense_M NM_003855 NP_003846 Q13478 IL18R_HUMAN toplasmic (Potential). 3 AAAAGCCGAAGA 0.348

- 4 994 _p.G74R|TGFBRAP NM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN 2 AAACTCCTTTACT 0.418

- 16 2320 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN 1 AGTTTTCGAGTTC 0.368

+ 6 802 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN PAPS. 1 AGGAAAGGTAGAT 0.403 rs139414825

- 20 3464 _p.W989*|RGPD5_ NM_005054 NP_005045 Q99666 RGPD5_HUMAN RanBD1 1. 0 CCACATCCATGCT 0.438

+ 10 2312 ense_Mutation_p.L NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 GATTCTCTTCGTC 0.512

+ 3 128 NM_014440 NP_055255 Q9UHA7 IL36A_HUMAN 0 CAGTCACTATTGC 0.498

+ 12 2525 _uc002tjf.2_Misse NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2 AGCAGGGCATCCT 0.612

+ 2 518 DPP10_uc002tle.2_ NM_020868 NP_065919 Q8N608 DPP10_HUMAN KCND2.|Cytoplasmic (Pote 10 GGTAGGAACTGG 0.388

+ 20 2158 _p.M563I|DPP10_ NM_020868 NP_065919 Q8N608 DPP10_HUMAN cellular (Potential). 10 TTGCAGGGATGAA 0.388

+ 15 1555 yq.1_Missense_Mu NM_001029996 NP_001025167 Q4G0U5 PCDP1_HUMAN 0 ATCAAGGAATTTC 0.343

+ 2 954_955 n_p.L161*|TMEM17 NM_001105198 NP_001098668 Q53S58 TM177_HUMAN 1 TGTACCTGGAAA 0.658

+ 13 4739 mt.3_Missense_Mut NM_005270 NP_005261 P10070 GLI2_HUMAN 13 TGAGCTCCATGCT 0.642

- 8 953 10flr.2_Splice_Site_ NM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3 GACGTACCCTTCG 0.552

- 2 208 0fls.2_Missense_M NM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0 ACTCCAGGAGTAA 0.413

+ 6 1215 0flu.2_Missense_M NM_130773 NP_570129 Q8WYK1 CNTP5_HUMAN 1.|Extracellular (Potential). 10 ACTTCACGGTGGA 0.602



+ 13 1552 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANyosin head-like. 2 TGCTGGCCCTCAA 0.602

+ 15 1863 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANyosin head-like. 2 CTGGGCCATGGG 0.552

- 1 2051 NR_002826 0 CTCTTTCCAAGAA 0.428

- 7 1707 SK4_uc010zbg.1_I NM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5 TTAATGGGACCTT 0.418

- 8 3118 NM_002299 NP_002290 P09848 LPH_HUMAN ential).|4 X approximate rep 13 AAGGCAGGATTCT 0.488

+ 6 653 vf.2_Missense_Mu NM_006895 NP_008826 P50135 HNMT_HUMAN 1 AAGATGCTCATTA 0.353

- 60 10576 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class B 50 ATCCATCCATGTT 0.294

- 6 1672 P1B_uc010fnl.1_In NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 GAATTTCATTTCC 0.294

+ 2 206 _p.D26N|KYNU_uc NM_003937 NP_003928 Q16719 KYNU_HUMAN 2 CCAACGGATGAGA 0.488

+ 8 830 p.P234S|KYNU_uc NM_003937 NP_003928 Q16719 KYNU_HUMAN 2 AATATTCCTGCCA 0.418

+ 2 231 10zbl.1_Missense_ NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN 2 AAATGAGAATCAA 0.443

+ 23 2827 F5C_uc002twu.1_M NM_004522 NP_004513 O60282 KIF5C_HUMAN 1 AGTTGGACAACG 0.527

+ 2 1843 LNT5_uc010zci.1_R NM_014568 NP_055383 Q7Z7M9 GALT5_HUMAN main A.|Lumenal (Potential) 4 ATCAAGGAGATTC 0.448

+ 19 2603 _p.G777S|SLC4A10 NM_022058 NP_071341 Q6U841 S4A10_HUMAN cellular (Potential). 5 CCTTTAGGTCCAA 0.373

- 13 2456 .2_Intron|SCN3A_u NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 ACCAAGGAAACCA 0.488

- 26 4821 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13 ATCCTTGGATTTT 0.313

- 14 2235 N7A_uc010fpm.1_R NM_002976 NP_002967 Q01118 SCN7A_HUMAN 1 CACCAGGATTGGC 0.403

+ 8 2000 udy.2_Missense_M NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 4. 14 AAACAAGGCCATT 0.438

+ 8 8534 _p.R2664K|XIRP2_ NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 CTGAAAGAAAACA 0.383

+ 22 3030 ho.1_Missense_Mu NM_001079818 NP_001073286 P23229 ITA6_HUMAN cellular (Potential). 2 CTGCGGGGGCTG 0.468

+ 9 1227 ej.1_Nonsense_Mu NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN transcriptional activity. 1 AAACAGGAATTTG 0.323

+ 9 1229 ej.1_Missense_Mu NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN transcriptional activity. 1 ACAGGAATTTGAA 0.323

- 12 1645 ujj.2_Missense_Mu NM_001822 NP_001813 P15882 CHIN_HUMAN Rho-GAP. 3 TCATCCGGATCCA 0.408

- 284 83277_83278380K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTCCTCCATTATC 0.446

- 284 82243 035E|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATATTTTCCTGTAT 0.403

- 275 71598 487C|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTATACGGAAAAC 0.413

- 275 71377 413K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTGGTCTATCTA 0.413

- 200 39408 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGTCTCCTTTCTT 0.358

- 124 28730 1_Intron|TTN_uc00 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CACACCTTCCTCC 0.388

- 124 28701 1_Intron|TTN_uc00 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTCCTCCTCTGC 0.398

- 80 20556 N_uc010zfj.1_Intron NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CATTTCCATCCTG 0.512

- 74 18751 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAAAAGAAGGTG 0.408

- 67 16791 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AGGAGGGAAGCT 0.373

- 61 15172 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCAAACGGAGGTG 0.443

- 46 11885_11886G3821S|TTN_uc0 NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 GGGACCCTTTAA 0.46

- 46 13152 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GGCTTTGAAAATA 0.408

- 31 7306 TTN_uc010zfj.1_Mi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTAAGTCCTTGTA 0.428

- 18 3066 p.G902S|TTN_uc0 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TTAAGCCCTGAAG 0.388

- 13 2455 une.1_Nonsense_ NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 CTGATTGAAACCT 0.488

- 9 1019 zfq.1_Missense_Mu NM_001003683 NP_001003683 P54750 PDE1A_HUMAN ytic (By similarity). 3 ATCTTTGGATAAAT 0.343

+ 3 872_873 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11 ACAAAGGGAATT 0.351

+ 4 1154 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11 AAGATCCAGAAAG 0.368

- 5 770 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN ZZ-type. 3 ACTTCCCCTCAAT 0.358

- 5 539 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMANRING-type 1. 3 CACAGCCAAACC 0.274

+ 9 809 3A1_uc010frw.1_5' NM_000090 NP_000081 P02461 CO3A1_HUMAN le-helical region. 13 CCTAGGGAGAATC 0.403

+ 22 2567 e_Mutation_p.R771 NM_001130158 NP_001123630 O43795 MYO1B_HUMAN IQ 3. 8 TTCTGCGGGAACT 0.463

- 43 7902 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN k (By similarity). 12 CTACTTGAGATGA 0.363



- 41 6983 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 TACTATCATTCGA 0.383

- 31 5112 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 2 (By similarity). 12 CAGCAAGGACCC 0.378

- 22 3992 utl.1_Missense_Mu NM_020760 NP_065811 Q9P2P5 HECW2_HUMAN HECT. 18 TCTCTGGATACCA 0.358

- 14 2056 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10 GTTGCGGGGATAA 0.343

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 CCTACAGATTCCA 0.393

+ 5 659 zjb.1_Missense_M NM_005048 NP_005039 P49190 PTH2R_HUMAN Name=1; (Potential). 3 TGTATACCGTTGG 0.423

+ 8 925 ur.2_Missense_Mut NM_001875 NP_001866 P31327 CPSM_HUMAN amidotransferase type-1. 13 GGAGGACCGGGG 0.498

- 32 5060_5061p.G1296K|ABCA12 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 AGCTCTCCCCCAA 0.5

- 2 799 NM_000634 NP_000625 P25024 CXCR1_HUMAN lasmic (Potential). 2 AGTGTACGCAGGG 0.547 rs140085060

- 8 1397 0zlr.1_Missense_M NM_006216 NP_006207 P07093 GDN_HUMAN 4 CCTGTAGGATTAT 0.418

- 1 690 NM_005544 NP_005535 P35568 IRS1_HUMAN RS-type PTB. 12 CCACAGCGCCTG 0.597

- 46 5323 NM_000092 NP_000083 P53420 CO4A4_HUMANollagen IV NC1. 11 TCGCCTCTTCAGA 0.652

+ 37 3322 tation_p.G1054R|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 GATAAGGGAGAGC 0.493

+ 25 2336_2337 xp.1_Missense_Mu NM_001080391 NP_001073860 P23497 SP100_HUMAN 5 CCCATCCGTGGA 0.505

+ 1 374 UGT1A9_uc002vu NM_001072 NP_001063 P19224 UD16_HUMAN 0 ATCTATCCAGTGC 0.423

- 2 288 fyp.1_Missense_M NM_212556 NP_997721 Q6ZVZ8 ASB18_HUMAN 1 CCATTCCATCTCA 0.488

+ 13 3010 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4 GTTTTCCCTTCCG 0.413

- 13 2488 za.2_Missense_Mu NM_006037 NP_006028 P56524 HDAC4_HUMAN 6 CCTCATCGCTCTC 0.701

- 1 923 NM_001080835 NP_001074304 Q8WXC7 PRR21_HUMAN Pro-rich. 2 CCGTGGGTGAAG 0.622

+ 7 1293 e_Mutation_p.F140 NM_018226 NP_060696 Q9HAU8 RNPL1_HUMAN 2 GATGACTTTCTCC 0.642

+ 12 1699 NM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN EGF-like 7. 2 GCGAGTGCCCGC 0.716

- 14 2263 as.2_Missense_M NM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4 TCAATCCTTCTGT 0.612

- 7 936 as.2_Missense_M NM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4 TCAGAGGATCCCG 0.537

- 18 2536 4A11_uc002wih.2_ NM_032034 NP_114423 Q8NBS3 S4A11_HUMAN bicarbonate transporter). 1 AGTAGTGGATCTT 0.617

- 13 3475 GLEC1_uc002wiz NM_023068 NP_075556 Q9BZZ2 SN_HUMAN 11.|Extracellular (Potential) 10 GAGGCGGGGTG 0.652

- 18 1771 wmd.3_Missense_M NM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN GDPD. 0 GTATCGGATATTT 0.363

+ 2 121 LCB1_uc002wmz.1 NM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12 GTTACTCCAATTA 0.318

+ 5 388 wmz.1_Splice_Site_ NM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12 TTTTCAGGAATGG 0.388

+ 5 813 0zrc.1_Missense_M NM_012261 NP_036393 Q9UJQ1 CT103_HUMAN cellular (Potential). 3 GTGATCCGCAGAA 0.512 rs137866690

- 5 1093 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 ACCTCAGAATAGT 0.458

+ 2 249 _uc010gca.1_Miss NM_130811 NP_570824 P60880 SNP25_HUMAN ith CENPF (By similarity). 2 CTGGAGGAGATGC 0.597

- 18 1838 p.H447Y|SEL1L2_u NM_025229 NP_079505 Q5TEA6 SE1L2_HUMAN r (Potential).|Sel1-like 10. 2 CGTTGTGGTATTT 0.398

+ 2 448 on_p.A2V|SEC23B NM_006363 NP_006354 Q15437 SC23B_HUMAN 1 CTATGGCGACATA 0.418

+ 22 2757 e_Mutation_p.G87 NM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4 CCGCCGGAGTCA 0.652

+ 28 2716 sk.1_Missense_Mu NM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1 CTCCTCCCCTTTT 0.378

- 3 813 sm.2_Missense_M NM_153675 NP_710141 Q9Y261 FOXA2_HUMAN Fork-head. 4 GAGTGGCGGATG 0.617

+ 8 889 _p.A259S|HM13_u NM_030789 NP_110416 Q8TCT9 HM13_HUMAN ical; (Potential). 1 AACTTTGCCATGC 0.562 rs1044419

+ 4 776 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6 ACACCTCGAGGG 0.577

+ 7 762 wxb.1_RNA|TTLL9_ NM_001008409 NP_001008409 Q3SXZ7 TTLL9_HUMAN TTL. 2 AGGTAGCCCGGT 0.607

+ 9 1103 n_p.T290I|HCK_uc0 NM_002110 NP_002101 P08631 HCK_HUMAN Protein kinase. 9 TGAAAACTCTGCA 0.567

+ 14 1995 se_Mutation_p.G5 NM_032819 NP_116208 Q9BYN7 ZN341_HUMANC2H2-type 11. 2 CACACAGGCTGC 0.597

- 6 797 aj.2_Missense_Mu NM_000687 NP_000678 P23526 SAHH_HUMAN 0 CATAGCCTGCTAC 0.602

+ 17 1874 _p.S520F|ITCH_uc NM_031483 NP_113671 Q96J02 ITCH_HUMAN 6 AGGATTCCTTTCA 0.403

- 6 664 S_uc010zup.1_Mis NM_000178 NP_000169 P48637 GSHB_HUMAN 3 TCCCAGGCTTTGG 0.488

- 4 1551 1_5'Flank|EIF6_uc NM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2 GCAGGGGGCTG 0.642

+ 3 240 AL_uc002xgw.2_R NM_022077 NP_071360 Q9NQG1 MANBL_HUMAN 0 CACCTCCGGAGG 0.557

- 11 1841 _p.D500N|TGM2_u NM_004613 NP_004604 P21980 TGM2_HUMAN 3 AGAGGTCCCTCTC 0.597



+ 4 584 gp.2_Missense_M NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1 GCAGATGGGCATC 0.682

- 2 1872 NM_020433 NP_065166 Q9BR39 JPH2_HUMAN Cytoplasmic (Potential). 0 GTGGCCGTCGGG 0.667

- 2 1870 NM_020433 NP_065166 Q9BR39 JPH2_HUMAN Cytoplasmic (Potential). 0 GCCGTCGGGCA 0.662

+ 9 1239 p.H362Y|HNF4A_u NM_000457 NP_000448 P41235 HNF4A_HUMAN 3 GCACCCCATGCCC 0.592

+ 2 427 _p.H124Y|SEMG2_ NM_003008 NP_002999 Q02383 SEMG2_HUMANat-rich region.|3-1. 1 CATTTTCACATGA 0.398

- 1 47 NM_080608 NP_542175 Q9BR10 CT165_HUMAN 0 GGCAGAGGACCT 0.597

+ 8 1307 NM_004994 NP_004985 P14780 MMP9_HUMAN 2 GGGCCCCCCTTG 0.632

- 5 1817 _p.E507K|ZNF334_ NM_018102 NP_060572 Q9HCZ1 ZN334_HUMANC2H2-type 10. 2 TGCATTCATATGG 0.453

- 5 1232 _p.E312K|ZNF334_ NM_018102 NP_060572 Q9HCZ1 ZN334_HUMAN C2H2-type 5. 2 TGCATTCGTAAGG 0.438

+ 34 4740 0zyf.1_Missense_M NM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4 TCTAACCCAACAG 0.408

- 2 1107 e_Mutation_p.P336 NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2 CCTGAGGAAGCA 0.647

- 2 393 e_Mutation_p.P98S NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2 CAGGTGGATTTTT 0.537

- 2 1147 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4 CTGAAACTGTAAA 0.343

+ 1 832_833 NM_019888 NP_063941 P41968 MC3R_HUMAN lasmic (Potential). 4 AAGGGGGCAGTC 0.609

+ 5 969 xn.1_Missense_M NM_001033521 NP_001028693 Q05048 CSTF1_HUMAN 1 TGCAATCCTCAAG 0.403

+ 6 1507 e_Mutation_p.E428 NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN Ser-rich. 3 CGGAGGAGTCAG 0.567

+ 8 2816 p.R127H|GNAS_uc NM_080425 NP_536350 P63092 GNAS2_HUMANP (By similar7)|p.R201L(1)|p 292 GCTGCCGTGTCCT 0.423 rs121913495

+ 1 2711 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 AGGCTACCCCACT 0.652

+ 1 3649 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 AGCCTCCGAGATG 0.627

+ 2 3760 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 GTCCCAGGGGTG 0.507

- 4 329 P2_uc010gju.1_5'F NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 CATTGTGGATATC 0.284

+ 7 964 bp.1_Missense_Mu NM_001794 NP_001785 P55283 CADH4_HUMAN r (Potential).|Cadherin 2. 6 GGTACCGGATCGT 0.612 rs147810745

- 16 4145 s.1_Missense_Mu NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6 GCTGCCGCTGCT 0.602

- 1 192_193 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN SH3. 2 GGAAGGGGCTGC 0.708

+ 3 594 e_Mutation_p.R84 NM_016434 NP_057518 Q9NZ71 RTEL1_HUMANcase ATP-binding. 0 CGGATCGGGCCTT 0.642

+ 23 2294 _Mutation_p.R675 NM_016434 NP_057518 Q9NZ71 RTEL1_HUMAN 0 CCCCCACGCATGG 0.657

- 23 1824 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMANC2 tensin-type. 5 ATGTAGGAAGATT 0.264

- 19 1506 PTE_uc002yir.1_Mi NM_199261 NP_954870 P56180 TPTE_HUMAN hatase tensin-type. 5 ATTTTTCGCTGTG 0.393

+ 5 818 _p.S145N|RBM11_ NM_144770 NP_658983 P57052 RBM11_HUMAN 0 ATAGTAGCACAGA 0.378

- 5 825 kl.2_Missense_Mut NM_006806 NP_006797 Q14201 BTG3_HUMAN 0 TCTGGGCAAAGG 0.388

+ 3 523 CAM2_uc011acc.1 NM_004540 NP_004531 O15394 NCAM2_HUMAN 1.|Extracellular (Potential). 4 ATATATCGTTGTC 0.348

+ 4 909 n_p.E86K|JAM2_uc NM_021219 NP_067042 P57087 JAM2_HUMAN .|Extracellular (Potential). 0 AACCTGGAAGAG 0.478

+ 11 1925 NM_014586 NP_055401 P57058 HUNK_HUMAN 2 TCATCCCCGTGCC 0.552

- 4 561 _p.V51M|C21orf59 NM_021254 NP_067077 P57076 CU059_HUMAN 0 TCATCACCGCGCC 0.498

- 2 1091 yrw.2_Missense_M NM_017833 NP_060303 Q9NX36 DJC28_HUMAN 0 GTCTCCTTTTGCC 0.378

+ 2 847 PS6_uc002ytp.2_In NM_006933 NP_008864 P53794 SC5A3_HUMAN cellular (Potential). 2 CTGAATACTTGTC 0.453

+ 2 874 PS6_uc002ytp.2_In NM_006933 NP_008864 P53794 SC5A3_HUMAN cellular (Potential). 2 GCCATAGGATTCA 0.448

- 4 1592 SETD4_uc002yuy.2 NM_017438 NP_059134 Q9NVD3 SETD4_HUMAN SET. 2 AATAATCATCTGT 0.463

+ 12 1548 aeb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 TCATTCCTTTGGT 0.532

+ 6 543_544 se_Mutation_p.L14 NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 TTCATTCCTTATTG 0.337

+ 34 4556 nf.2_Missense_Mu NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 ATAATCCTTTTGA 0.308

- 3 430 NM_005867 NP_005858 P56555 DSCR4_HUMAN 1 GCTTGTCCCTTCT 0.328

- 26 4996 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANtential).|Fibronectin type-III 11 CCAAAGGGCCTG 0.557

- 24 4602 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 5.|Extracellular (Potentia 11 TAAGCCGAGGCTG 0.428

+ 2 199 02yzd.1_Missense_ NM_058186 NP_478066 P58499 FAM3B_HUMAN 0 TCGCCTCCTTGTG 0.627

- 10 1165 M15_uc002yzp.2_ NM_022115 NP_071398 P57071 PRD15_HUMAN 0 TGTGCACGTGTCC 0.637

- 1 137 2yzp.2_Missense_ NM_022115 NP_071398 P57071 PRD15_HUMAN 0 AGCACCGGAAgcc 0.338



- 10 1158 S_uc002zcw.3_Mis NM_000071 NP_000062 P35520 CBS_HUMAN 0 CGATCCCTTCCAC 0.637

+ 2 362 NM_000394 NP_000385 P02489 CRYAA_HUMAN 2 TCCACGGAAAGCA 0.647

- 12 1820 NM_173354 NP_775490 P57059 SIK1_HUMAN 7 TGACAGGGAGCA 0.682

+ 7 679_680 n_p.P46F|RRP1_u NM_003683 NP_003674 P56182 RRP1_HUMAN 0 TCGACCCCTTCT 0.614

- 2 259 rf29_uc010gpv.1_5 NM_144991 NP_659428 Q8WU66 TSEAR_HUMAN 0 GGGGGGCGGCTA 0.562 rs76207741

+ 1 1166 .1_Intron|C21orf29 NM_198687 NP_941960 P60372 KR104_HUMANA repeats of C-C-X(3). 0 TCCCTTCCTGCTG 0.711

+ 23 1660_16616A1_uc010gqd.1_5 NM_001848 NP_001839 P12109 CO6A1_HUMAN le-helical region. 1 CCGAGGGCTTCC 0.663

+ 31 2147 6A1_uc002zhv.1_M NM_001848 NP_001839 P12109 CO6A1_HUMAN erminal globular domain. 1 GCATCCGGAACGT 0.697 rs148962954

+ 3 588 6A2_uc002zhz.1_M NM_001849 NP_001840 P12110 CO6A2_HUMAN1.|Nonhelical region. 8 CAGCCCCTGCGG 0.711

- 10 1101 l.2_Missense_Muta NM_001001438 NP_001001438 P48449 ERG7_HUMAN 0 TTGATGGTTTTCG 0.602

+ 8 1315 e_p.R285_splice|PC NM_006031 NP_006022 O95613 PCNT_HUMAN 8 TTCTAGGGGCCC 0.52

+ 22 4415 j.2_Missense_Mut NM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8 CCAGATGAAGATT 0.572

+ 34 4219 P2A_uc002zjs.2_M NM_015151 NP_055966 Q14689 DIP2A_HUMAN 2 AGGGTTCGTTTGG 0.458

- 9 1431 nse_Mutation_p.G1 NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 GTACTTCCGTGCT 0.358

- 4 1053 ense_Mutation_p.N NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN ANK 5. 1 ATTTAAATTTGCTT 0.318

- 1 703 NM_001005239 NP_001005239 Q8NG94 O11H1_HUMAN Name=5; (Potential). 0 GGACAAGAGTATA 0.418

- 7 1071 NM_014433 NP_055248 Q9UHP6 RTDR1_HUMAN 1 GCGGCCCTCGGG 0.647

+ 5 555 tw.1_Missense_Mu NM_004914 NP_004905 O95755 RAB36_HUMAN 2 TTCCCTATAGCCT 0.507

+ 7 1110 y.2_Intron|MMP11_ NM_005940 NP_005931 P24347 MMP11_HUMAN mopexin-like 2. 3 ctcagtactgggtgtacga 0.453

+ 12 1508 T1_uc003aav.1_Sp NM_013430 NP_038347 P19440 GGT1_HUMAN 0 TCGGCAGGTGGT 0.637

+ 39 6259 n_p.M1883I|MYO18 NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN Tail. 12 AAGATGGGGGAG 0.627

+ 2 702 L1S_uc003afm.1_ NM_021026 NP_066306 O75677 RFPL1_HUMAN B30.2/SPRY. 0 TTTGACGTGTCCA 0.572

+ 4 576 NM_182527 NP_872333 Q86V35 CABP7_HUMAN lasmic (Potential). 0 AGTGTCCCGTGG 0.637

- 6 564 aia.2_Missense_M NM_174975 NP_777635 Q9UDX4 S14L3_HUMAN CRAL-TRIO. 5 TCAGTCCCAGGCC 0.517

+ 3 354 pz.3_Missense_Mu NM_000631 NP_000622 Q15080 NCF4_HUMAN PX. 1 TCTACCGCCGCTA 0.592

- 2 181 _p.G14R|TMPRSS NM_153609 NP_705837 Q8IU80 TMPS6_HUMAN lasmic (Potential). 6 CGTCCCCCTGCCC 0.657

+ 7 1932 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CTGTGCCCAGCG 0.607

+ 9 5253_5254 tu.2_Missense_Mu NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CACCTCCACCCA 0.673

+ 9 1151 k.1_Missense_Mut NM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1 GCTACCCGCTGG 0.657

+ 28 4765 aye.2_Missense_M NM_021096 NP_066919 Q9P0X4 CAC1I_HUMANS4 of repeat IV; (Potential).|I 2 ATGAGGGTTCTGC 0.597

+ 20 4066 NM_001429 NP_001420 Q09472 EP300_HUMAN p.Y1198_L1243del(1) 64 TCAAACGTAAGTA 0.373

+ 16 2018 RNA|POLR3H_uc0 NM_001098 NP_001089 Q99798 ACON_HUMAN 4 AACTACGGCGAGG 0.622

+ 10 1478 aq.1_Missense_M NM_001469 NP_001460 P12956 XRCC6_HUMAN 5 AAGCTTCGCTTCA 0.448

- 2 637 haa.2_Missense_M NM_058238 NP_478679 P56706 WNT7B_HUMAN 1 TTCTCGCCGAGGG 0.652

+ 17 2118 blc.2_Missense_M NM_014678 NP_055493 O75170 PP6R2_HUMAN 0 TCTGACTACCAGA 0.453

+ 19 2442 e_Mutation_p.P413 NM_175607 NP_783200 Q8IWV2 CNTN4_HUMANonectin type-III 2. 7 TTCCGGCCCTAC 0.512

- 8 1239 5RA_uc011asm.1_ NM_000564 NP_000555 Q01344 IL5RA_HUMAN cellular (Potential). 1 TCCTGGGAAACCA 0.478

+ 33 4570 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 ATCGTTCGCGTGG 0.597

+ 1 637 DEM1_uc003bqh.2 NM_014674 NP_055489 Q92611 EDEM1_HUMANmenal (Potential). 3 CGCGGGGACCCG 0.612

- 6 682 bsn.2_Intron|OGG1 NM_003656 NP_003647 Q14012 KCC1A_HUMANProtein kinase. 2 GTCCTCCATCTTG 0.602

- 3 279 11atm.1_Missense NM_173659 NP_775930 Q6P087 RUSD3_HUMAN 1 TTCAACGTCACTA 0.512

+ 6 936 S254F|PPARG_uc NM_015869 NP_056953 P37231 PPARG_HUMAN 2 ATGAATTCCTTAAT 0.448

- 27 3691 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 ACGGCATTGCCAA 0.617 rs147038229

- 10 1206 P2_uc011avh.1_5' NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 3. 1 GTGTTCCATGCTG 0.642

+ 1 1095 vk.1_Missense_Mu NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5 ATTGTCCCTTTTG 0.552

+ 5 535 n_p.V26I|PLCL2_u NM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN PH. 4 AAAAAGGTTCGCT 0.418 rs141837634

- 1 710 HB_uc003cbm.2_In NM_144715 NP_653316 Q8N7U6 EFHB_HUMAN 0 CTTTTTCCATTTC 0.507



- 36 4781 _p.R451Q|TOP2B_ NM_001068 NP_001059 Q02880 TOP2B_HUMAN 5 CCGGTTCGTGGCA 0.413

- 6 759 ense_Mutation_p.L NM_003615 NP_003606 Q9Y6M7 S4A7_HUMAN cellular (Potential). 5 GAACAAGAGGAAT 0.413

- 9 1661 _p.S184C|OSBPL1 NM_017784 NP_060254 Q9BXB5 OSB10_HUMAN 1 AGCAAAGATCGCT 0.512

+ 12 1648 se_Mutation_p.L46 NM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2 ATATGTCTCAGAA 0.408

- 4 560 B1_uc003cfj.1_Intr NM_000404 NP_000395 P16278 BGAL_HUMAN 1 GAGGAGCGGAGA 0.368

+ 7 691 P21_uc011axy.1_M NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3 TACACGGATTCTA 0.388

+ 21 2352 NM_002207 NP_002198 Q13797 ITA9_HUMAN cellular (Potential). 6 CTGATGCACGAGG 0.562

+ 22 3195 se_Mutation_p.M10 NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 AGGCATGAAGAAG 0.567

- 28 5589 i.2_Missense_Mut NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 ATTTCTCCCAGAT 0.532

- 27 5218 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 CAAAGTCGTCCTC 0.493

- 5 1334 cjh.2_Missense_M NM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5 TGGGTGGGTGG 0.582

+ 2 1129 m.2_Missense_Mu NM_005201 NP_005192 P51685 CCR8_HUMAN lasmic (Potential). 2 CAAATGCCTAGGG 0.393 rs146661016

- 2 358 NM_144634 NP_653235 Q96KX0 LYZL4_HUMAN 1 AATAATCCAGGCC 0.552

+ 1 227 NM_152393 NP_689606 Q2TBA0 KBTB5_HUMAN BTB. 1 GAGCGCGAGTTC 0.682

- 11 1388 lx.2_Missense_Mu NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3 TCAATTCGTGCTA 0.577

+ 7 2073 ik.2_Missense_Mu NM_017719 NP_060189 Q9NRH2 SNRK_HUMAN 6 GATGGCGGGGGC 0.662

+ 1 264 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMAN tes nuclear export. 1 GCCCAGGGGGA 0.632

+ 17 1659 bah.1_Missense_M NM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1 GAACAACTTTTCC 0.343

+ 17 1664_1665bah.1_Missense_M NM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1 ACTTTTCCGATGG 0.342

- 13 1576 .2_Missense_Muta NM_002343 NP_002334 P02788 TRFL_HUMAN ansferrin-like 2. 4 CCAGGGGCACAG 0.517

- 2 455 cpu.3_Missense_M NM_024512 NP_078788 Q9BYS8 LRRC2_HUMAN 1 CCACCTCCTTCTT 0.458

- 21 4292_4293 3csx.2_Missense_ NM_002673 NP_002664 O43157 PLXB1_HUMANar (Potential).|IPT/TIG 3. 5 GGGAGGGCAGGT 0.574

- 4 980 ense_Mutation_p.G NM_024661 NP_078937 Q96ER9 CCD51_HUMAN 0 GACTACCTGCCTG 0.557

- 34 9637 hkf.2_Missense_M NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN lasmic (Potential). 11 AGGGTGCTGCCC 0.682

- 21 2055 _p.P539S|QARS_u NM_005051 NP_005042 P47897 SYQ_HUMAN 1 TCAAAGGCTGTGA 0.567

- 18 1674 _p.V412L|QARS_uc NM_005051 NP_005042 P47897 SYQ_HUMAN 1 CACGCACACAGG 0.547

+ 6 9236 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 CCGCTGCTCCTGC 0.642

- 21 2854 NM_003335 NP_003326 P41226 UBA7_HUMAN 2 TATAGCGGATGAG 0.587

+ 23 2320 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 TCCAGTCCATCCG 0.468

- 5 445 NM_003280 NP_003271 P63316 TNNC1_HUMAN EF-hand 4. 0 TTGTCTCCGTCCT 0.577

+ 6 1047 A1D_uc003dgy.3_MNM_001128840 NP_001122312 Q01668 CAC1D_HUMANellular (Potential).|I. 11 TTATTGGAAAAAT 0.318

+ 42 5361 e_Mutation_p.G171 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 CAGCAGGAAATTC 0.463

+ 25 2273 on_p.G648E|CACN NM_018398 NP_060868 Q8IZS8 CA2D3_HUMANcellular (Potential). 7 TGTCGGGGCTGA 0.517

- 15 2909 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 CTTCTTCCTGCGT 0.463

- 13 2579 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 TCTTTTCCAACTG 0.443

+ 9 1234 C66_uc003dhu.2_N NM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1 TTCTCTCAGTCAA 0.443

- 3 740 NM_003865 NP_003856 Q9UBX0 HESX1_HUMAN Homeobox. 1 TAATATCGATACC 0.289

+ 21 3814 nf.2_Missense_Mut NM_001457 NP_001448 O75369 FLNB_HUMAN with FBLP1.|Filamin 10. 19 CACTTCCCCGCCC 0.537

- 3 398 sense_Mutation_p. NM_004944 NP_004935 Q13609 DNSL3_HUMAN 3 GCATATTGTTCTTT 0.363

- 2 1636 dnt.2_Missense_M NM_198271 NP_938012 Q0VAK6 LMOD3_HUMAN 1 TACTTCGGGGCCT 0.557

+ 15 2726 HA3_uc010hon.1_R NM_005233 NP_005224 P29320 EPHA3_HUMAN(Potential).|Protein kinase. 33 AGGTAATTAAAGC 0.478

- 2 567 2_5'UTR|PROS1_ NM_000313 NP_000304 P07225 PROS_HUMAN Gla. 1 TTTCCGGGTCATT 0.388

+ 1 331 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMAN Name=3; (Potential). 1 ACCACGGAATGTT 0.413

+ 1 728 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN Name=6; (Potential). 2 GTGGAGCCCATCT 0.428

+ 3 563 NM_032787 NP_116176 Q96K78 GP128_HUMAN cellular (Potential). 4 AGATATGGACCAT 0.343

- 2 436 G2_uc011bhe.1_5' NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN cellular (Potential). 3 CGCCTTCTGATTA 0.428

+ 15 1807 _p.L325F|ZPLD1_u NM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANracellular (Potential). 5 CCCTTCCTTATGC 0.388



+ 1 676_677 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN Potential. 0 GAACTGGAAATT 0.391

- 38 5513 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 CTACTCCCCATCA 0.468

- 27 3406 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 TCTTCTGAAGCTG 0.343

- 6 625 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMANyosin head-like. 7 TAGACTGATTTTC 0.308

+ 2 294 xx.2_Missense_Mu NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Ig-like V-type 1. 3 GATGTCAACCTGA 0.408

+ 12 1510 bhr.1_Missense_M NM_001042575 NP_001036040 Q7RTY8 TMPS7_HUMANential).|LDL-receptor class A 2 GCTTTAGGAAACA 0.378

- 2 1458 dzg.2_Missense_M NM_199512 NP_955806 Q76M96 CCD80_HUMAN 2 GGTAAAGATTCTC 0.607

- 1 913 F80_uc003ebf.2_R NM_007136 NP_009067 P51504 ZNF80_HUMAN C2H2-type 4. 0 CACACTCGCTGCA 0.527

- 5 665 D_uc003edv.2_5'F NM_000187 NP_000178 Q93099 HGD_HUMAN 0 CAAATGGTTTCCA 0.378

- 2 143 NM_173825 NP_776186 Q5HYI8 RABL3_HUMAN all GTPase-like. 0 CCCACAGTCCATG 0.363

- 14 8470 p.D2787N|GOLGB1 NM_004487 NP_004478 Q14789 GOGB1_HUMAN ic (Potential).|Potential. 10 GAGCATCTCTCTC 0.418

+ 6 1064 on_p.S80L|PARP15 NM_001113523 NP_001106995 Q460N3 PAR15_HUMAN Macro 2. 5 GGAAATCAGGTAC 0.313

- 10 1313 gq.2_Missense_Mu NM_053025 NP_444253 Q15746 MYLK_HUMAN 9 GTGATGGAGCTG 0.627

+ 9 1605 ehf.1_Missense_M NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 CCGAATCCCTCAC 0.572

- 3 188 se_Mutation_p.W5 NM_024628 NP_078904 A0AV02 S12A8_HUMAN 0 TTCCACCAGGGCT 0.572

+ 11 1913_1914CM2_uc010hsl.2_R NM_004526 NP_004517 P49736 MCM2_HUMAN MCM. 4 CACCTCCCTGCA 0.604

- 3 1917 uc003ekl.1_5'Flank NM_153330 NP_699161 Q8NHS0 DNJB8_HUMAN 0 CGAAGGGGCTGT 0.592

- 13 2362_2363 NM_007027 NP_008958 Q92547 TOPB1_HUMAN 7 TAACCTTCTTTAGT 0.361

- 2 220 .1_Missense_Muta NM_178554 NP_848649 Q8NBH2 KY_HUMAN 2 CGGACTCCATTTC 0.388

+ 3 650 PHB1_uc011bly.1_M NM_004441 NP_004432 P54762 EPHB1_HUMANcellular (Potential). 30 GCAGATGAGAGC 0.493

+ 2 741 2R3A_uc011blz.1_ NM_002718 NP_002709 Q06190 P2R3A_HUMAN 7 ACATCCCTGTGTC 0.463

+ 3 471 me.1_Missense_M NM_006153 NP_006144 P16333 NCK1_HUMAN SH3 2. 1 GAGAGAGAGGAT 0.453

- 4 476 hui.2_Missense_Mu NM_004766 NP_004757 P35606 COPB2_HUMAN WD 3. 2 TGCTAGTTAGAAT 0.393

+ 2 690 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN RING-type. 7 CTGTGCGAGAAG 0.602

+ 3 1413 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7 CAGAAGGAAATTG 0.453

- 21 3942 NM_001184 NP_001175 Q13535 ATR_HUMAN 20 GGTCTCCTATATA 0.368

+ 3 283 n_p.E42K|PLS1_uc NM_001145319 NP_001138791 Q14651 PLSI_HUMAN EF-hand 1. 1 TTTAAGGAAGCAA 0.368

+ 10 1772 n_p.L512F|TRPC1_ NM_003304 NP_003295 P48995 TRPC1_HUMAN ical; (Potential). 2 TTTCTTCTTGTTT 0.348

+ 15 2226 L590F|P2RY12_uc NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 ATCCTTCTCTATG 0.423

- 5 5258 1_5'Flank|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 4. 13 ATCTCTTTGGTAC 0.493

- 9 1506 _p.G410E|PLCH1_u NM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMANPI-PLC X-box. 4 AATATTCCTTTCA 0.438

- 5 569 am.1_Missense_M NM_173657 NP_775928 Q96NB5 Q96NB5_HUMAN 0 AGTTGGAACCATA 0.403

- 1 1123 fao.1_Nonsense_M NM_004733 NP_004724 O00400 ACATN_HUMANcellular (Potential). 4 GAGGCTGAAACCG 0.408

+ 4 1346 NM_001080440 NP_001073909 A6NHN0 OTOL1_HUMAN C1q. 0 AAGATTGGAATGG 0.443

- 1 220 n_p.L64F|SERPIN NM_006217 NP_006208 O75830 SPI2_HUMAN 3 AAGAACCAAAGTT 0.393

- 7 1215 ffk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 CAAAGGAGGCCT 0.478

- 7 1162 fk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 GAAAATCCAGGAG 0.473

- 2 768 COM_uc010hwn.2 NM_004991 NP_004982 Q03112 EVI1_HUMAN 14 CATCCATAACTGG 0.393

+ 2 1422 v.2_Missense_Muta NM_005414 NP_005405 P12757 SKIL_HUMAN 3 GGCCACGAACTTT 0.443

- 5 674 2_Missense_Muta NM_015028 NP_055843 Q9UKE5 TNIK_HUMAN Protein kinase. 5 GAGCCAGCACCA 0.448

+ 19 2360 3fhz.3_Missense_M NM_022763 NP_073600 Q53EP0 FND3B_HUMANonectin type-III 5. 3 TGCACCGTCGGC 0.557 rs138991587

+ 10 1138 e_Mutation_p.E36 NM_033540 NP_284941 Q8IWA4 MFN1_HUMAN lasmic (Potential). 3 AAGTTCGAACAGC 0.403

+ 10 1249 NM_018023 NP_060493 Q9ULM3 YETS2_HUMAN 4 GATGCCCCTCCAT 0.488

- 22 2498 LCN2_uc011brl.1_ NM_004366 NP_004357 P51788 CLCN2_HUMAN oplasmic (By similarity). 0 GAGCAGGATCAA 0.552

- 9 1458 p.G376R|MASP1_ NM_001879 NP_001870 P48740 MASP1_HUMAN Sushi 2. 4 TCAGCCCGTGTTC 0.478 rs139378189

- 4 1286 3fsg.2_Missense_M NM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4 GATGGGAGAGAG 0.507

- 30 3634 13A4_uc010hzi.2_ NM_032279 NP_115655 Q4VNC1 AT134_HUMAN cellular (Potential). 2 ACTCCGGCATGTC 0.468



- 21 2584 13A4_uc011bsr.1_ NM_032279 NP_115655 Q4VNC1 AT134_HUMAN cellular (Potential). 2 GCCCAGGAGACA 0.428

- 8 1215 x.3_RNA|SDHAP1_uc011btp.1_RNA 0 CCTGCACGACTCT 0.537

+ 1 204 1btu.1_Missense_ NM_152672 NP_689885 Q86UW1 OSTA_HUMAN 1 GGCGATGGAGCC 0.736

+ 12 1524 _p.E491K|PDE6B_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 CAGAAGGAGGAG 0.562

+ 7 489 n_p.V49M|TMEM1 NM_032326 NP_115702 Q9BSA9 TM175_HUMAN ical; (Potential). 0 TTAATGGTGACCT 0.542

- 3 796 p.R100W|WHSC2_ NM_005663 NP_005654 Q9H3P2 NELFA_HUMAN 1 CGCCCGCAGCGT 0.567

+ 9 1195 _p.G336E|ADD1_uc NM_001119 NP_001110 P35611 ADDA_HUMAN 1 GTGCAGGAGGAC 0.507

- 3 580 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 CCCAAAGAAAATA 0.323

+ 5 710 _p.S225F|MAN2B2 NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 CTTTCTCCAACAG 0.537

- 14 2012_2013_Mutation_p.A664E NM_198595 NP_940997 Q8N556 AFAP1_HUMAN Potential. 0 CGCAGGGCCTCT 0.559

- 10 6730 dr.1_Missense_Mu NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 AGGCAAGAGGAC 0.522

+ 37 4781 s.1_Missense_Mut NM_004787 NP_004778 O94813 SLIT2_HUMAN CTCK. 11 GTACGAGGTGTGT 0.498

- 10 2062 GC1A_uc003gqt.2 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8 ATTCTTCCCTCTT 0.468

- 9 1756 15_uc003gqw.2_5' NM_001358 NP_001349 O43143 DHX15_HUMAN 1 CTGGTGGATCCAT 0.299

- 2 695 NM_015187 NP_056002 Q68CR1 SE1L3_HUMAN 0 GCCACTGTATTTG 0.428

- 18 3348 NM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3 ATAAGGGAACAAA 0.358

+ 3 835 g.2_Missense_Mut NM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2 TGGTCTCCTTATC 0.567

- 4 1758 BM47_uc011bys.1_ NM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3 AGGGGTCGCAGG 0.632

- 6 2160 D4_uc003gwm.2_3 NM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0 TGGGAACTTTTAT 0.517

- 13 1424 _p.E398K|ATP8A1_ NM_006095 NP_006086 Q9Y2Q0 AT8A1_HUMAN lasmic (Potential). 3 GTTCCTCATTCAG 0.358

- 4 1007 bzc.1_Nonsense_MNM_001114175 NP_001107647 P47869 GBRA2_HUMANcellular (Probable). 4 TTAGTCGAAGGAT 0.289

+ 6 942 bze.1_Missense_M NM_000812 NP_000803 P18505 GBRB1_HUMANcellular (Probable). 2 GACATTGAATTTT 0.373

+ 4 2856 _p.L837F|REST_u NM_005612 NP_005603 Q13127 REST_HUMAN 9 CAAGTCCTTATTG 0.458

- 5 1205 T2A3_uc010ihp.1_R NM_024743 NP_079019 Q6UWM9 UD2A3_HUMANcellular (Potential). 2 ATATGGGAACTCC 0.408

- 1 581 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3 TAGGAAGGAGGGA 0.403

- 1 80 uc003hei.1_RNA NM_001073 NP_001064 O75310 UDB11_HUMAN 3 ACTTTTCCACAAC 0.453

- 6 1625 _p.G521E|UGT2A1 NM_006798 NP_006789 Q9Y4X1 UD2A1_HUMAN lasmic (Potential). 1 TTCTTTCCTATCT 0.323

+ 5 667 4_splice|SLC4A4_u NM_001098484 NP_001091954 Q9Y6R1 S4A4_HUMAN 5 TGGTGGGTAAGTA 0.428

- 3 300 NM_014243 NP_055058 O15072 ATS3_HUMAN 2 TCTTTTCCAAATG 0.488

- 29 7073 hgq.2_Missense_M NM_032217 NP_115593 O75179 ANR17_HUMAN 10 CCTGAGGGACTTG 0.383

- 5 701 PEF2_uc003hiz.1_M NM_006239 NP_006230 O14830 PPE2_HUMAN 4 GGCCCCGTGTAA 0.537

- 4 557 10ijq.1_Missense_ NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN rminal Ras-GEF. 0 CGGTGAGCCAGAT 0.473

+ 4 525 _p.G103R|AGPAT9_ NM_032717 NP_116106 Q53EU6 GPAT3_HUMAN 1 AAGAAGGGATTGG 0.443

- 14 1881 n_p.S218F|FAM13 NM_014883 NP_055698 O94988 FA13A_HUMAN 2 ACTTCGGAGACAA 0.483

+ 6 1392 MRN1_uc011cds.1 NM_007351 NP_031377 Q13201 MMRN1_HUMAN 4 GCCCAGCAAAAG 0.398

+ 10 1131 _p.S286F|BMPR1B NM_001203 NP_001194 O00238 BMR1B_HUMAN(Potential).|Protein kinase. 8 ATGGTTCCCTTTA 0.403

- 7 775 se_Mutation_p.S10 NM_181887 NP_871616 P61077 UB2D3_HUMAN 0 CAAATGGATAAAA 0.353

+ 3 1453 ET2_uc010ilp.1_Mi NM_001127208 NP_001120680 Q6N021 TET2_HUMAN p.S356fs*18(1) 733 CAGGTTCCAGCAG 0.418

+ 3 2937 ET2_uc010ilp.1_Mi NM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733 ACACATCCTGAAC 0.373

+ 11 1676 se_Mutation_p.G49 NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN MAM. 1 GTGACGGGGCTG 0.602

- 10 1301 _p.D334N|AGXT2L NM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1 GATGGTCCTTCAC 0.468

+ 1 692 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 CACGGGCACCGT 0.627

+ 31 3780 gc.1_Missense_Mu NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAAGAAGAAAATT 0.423

- 4 2157 NM_024574 NP_078850 Q8TB73 CD031_HUMAN onectin type-III 2. 0 AAACATCCAGCAG 0.388

+ 60 10619 iel.1_Missense_Mu NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 CATCTGCTAGCCA 0.408

+ 1 3328 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 TACTTCGAAGAAG 0.388

+ 3 5545 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 TCTTTTGACATTC 0.413



+ 4 5612 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 ACTCTGGTGTGAA 0.328

+ 13 2703_2704_p.P788F|PLK4_uc NM_014264 NP_055079 O00444 PLK4_HUMAN 0 CTCCTCCTTCTG 0.347

+ 15 2186 NM_057175 NP_476516 Q9BXJ9 NAA15_HUMAN 2 CTTATTCCAGAGA 0.179

- 12 2401 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1 GCTAGGGCCAACT 0.438

+ 2 980 r.1_Missense_Muta NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6 CTGGAGGAAATCA 0.398

+ 4 419 NM_001080531 NP_001074000 C9J302 CD051_HUMAN 0 ATTATGGAAAATA 0.299

- 11 1894 h.1_Missense_Mu NM_033632 NP_361014 Q969H0 FBXW7_HUMAN WD 6. 582L(6)|p.S582 308 GTTAACGACTGGT 0.413

+ 8 1120 _p.R250C|ARFIP1_ NM_001025595 NP_001020766 P53367 ARFP1_HUMAN AH. 1 GGACCACGTGACG 0.383

+ 11 2906 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 AGAACTCCGTGCG 0.711

+ 34 4500 p.P1484L|KIAA092 NM_015196 NP_056011 A2VDJ0 T131L_HUMAN lasmic (Potential). 2 CCTGTCCTGCAGA 0.448

- 3 334 nx.2_Missense_Mu NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4 GAGGGTCGATCCG 0.463

+ 11 2463 se_Mutation_p.P40 NM_000856 NP_000847 Q02108 GCYA3_HUMAN 4 GAACTTCCACCA 0.398

+ 12 1767_1768_p.G462K|GUCY1B NM_000857 NP_000848 Q02153 GCYB1_HUMANanylate cyclase. 0 TCATAGGACAGC 0.386

+ 3 431 NM_000824 NP_000815 P48167 GLRB_HUMAN cellular (Probable). 2 TTCAAAGGTTTGT 0.333

+ 5 710 NM_000824 NP_000815 P48167 GLRB_HUMAN cellular (Probable). 2 GATGGAGATGTCC 0.308

- 34 4957_4958 iro.2_Missense_Mu NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3 ACAATGGGAGTTG 0.327

- 6 947 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3 ATCTTTCCAACTG 0.249

- 14 1996 _p.S592F|DDX60L_ NM_001012967 NP_001012985 Q5H9U9 DDX6L_HUMAN 1 TCAATAGAAAACA 0.338

- 1 478 NM_006792 NP_006783 0 GACAATCTGCAAG 0.443

- 1 290 NM_006792 NP_006783 0 TCGGCAGGAAGAT 0.378

+ 5 815 0irr.2_Missense_M NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN 16 ACACCTCCAGGCT 0.512

+ 7 1438 Z3_uc003ive.1_5'F NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 GAGAGAGCCGG 0.547

+ 25 7178 NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 CCAGCTCCTTTTA 0.403

+ 3 753 _p.E170K|ZFP42_u NM_174900 NP_777560 Q96MM3 ZFP42_HUMAN 2 CTCGCAGAATTTG 0.463

+ 1 450 NM_178556 NP_848651 Q8N9V2 TRIML_HUMAN 4 AGGGTGGAAGCG 0.622

+ 4 494 V127M|SDHA_uc0 NM_004168 NP_004159 P31040 DHSA_HUMAN 0 GACACCGTGAAGG 0.607

- 15 1803 n.2_RNA|BRD9_uc NM_023924 NP_076413 Q9H8M2 BRD9_HUMAN 0 CGACGGCCGAGA 0.657

- 72 12496 fc.2_Missense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 6 (By similarity). 31 GAGGATCGTTGG 0.453

- 14 1853 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 AGCTTTGAAATCA 0.393

+ 50 7915 RIO_uc003jfg.2_RN NM_007118 NP_009049 O75962 TRIO_HUMAN 18 GCACTCCGTTTAA 0.448

- 2 578_579 8MG>IR|CDH18_u NM_004934 NP_004925 Q13634 CAD18_HUMAN r (Potential).|Cadherin 1. 7 CTGGTCCCATATG 0.391

+ 4 277 n.1_RNA|GUSBP1 NR_027028 0 AGATCTCCGTCAA 0.527

+ 3 612 hd.1_Missense_Mu NM_004932 NP_004923 P55285 CADH6_HUMAN r (Potential).|Cadherin 1. 7 GAGATGGAGCAG 0.393

- 4 876 _p.P74S|RAD1_uc NM_002853 NP_002844 O60671 RAD1_HUMAN 0 TGTCAGGAGACAT 0.393 rs79789213

- 10 1740 RLR_uc003jjj.1_Int NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 AATAGGGGATTTT 0.493

- 10 1707 RLR_uc003jjj.1_Int NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 GGGGTCCCAGG 0.507

+ 9 1321 _p.L404F|SPEF2_u NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 CAATTCCTTAAAG 0.303

+ 8 1337_13387R_uc011cop.1_RN NM_002185 NP_002176 P16871 IL7RA_HUMAN lasmic (Potential). 5 GCTGCCCCCTCCA 0.52

- 2 188 _Intron|UGT3A2_u NM_174914 NP_777574 Q3SY77 UD3A2_HUMAN 6 CTTCCACCTAGGA 0.431

+ 7 1066 FLAM_uc003jle.1_ NM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7 CGCTATGGACCC 0.483

+ 2 732 NM_000958 NP_000949 P35408 PE2R4_HUMAN lasmic (Potential). 2 GCGCAAGGAGCA 0.622

+ 4 338 7_uc011cpn.1_RN NM_000587 NP_000578 P10643 CO7_HUMAN TSP type-1 1. 0 GTGAACCTACAAG 0.473

- 39 4899 3jmi.3_Missense_M NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 AATACCCCATAGA 0.502

- 17 2767 1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN -binding domain. 7 TGGATGAAAGTCT 0.428

+ 13 1110 oo.2_Missense_Mu NM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5 CAGGACGGAATC 0.478

+ 1 1712 _p.A508T|SNX18_ NM_052870 NP_443102 Q96RF0 SNX18_HUMAN BAR. 0 CTCTTCGCGGAGC 0.602

+ 7 873 e_Mutation_p.V169 NM_004520 NP_004511 O00139 KIF2A_HUMAN bular (Potential). 0 TAGGACGTTGATG 0.284



- 19 3130 3jtq.2_RNA|ADAM NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Spacer. 0 AATAGTCCAGGCA 0.373

- 16 2786_2787 3jtq.2_RNA|ADAM NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN 0 TTATAACCTTCAGC 0.446

+ 3 425 NM_006633 NP_006624 Q13576 IQGA2_HUMAN CH. 7 AAGAAGGGCTCCG 0.383

+ 15 2849 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 TAGTAAGAAATCG 0.343

+ 74 15803 p.G2942D|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 AGAATGGCACATT 0.428

- 12 1887 bi.1_Missense_Mu NM_000439 NP_000430 P29120 NEC1_HUMAN 2 GGTTCTCTCCCCA 0.398

- 2 255 na.3_Missense_M NM_018343 NP_060813 Q9BVS4 RIOK2_HUMAN 1 TATTACAGCCACC 0.358

- 9 1822 NM_180991 NP_851322 Q6ZQN7 SO4C1_HUMAN Extracellular (Potential). 4 AGGATAATAATATG 0.418

+ 11 973 MK4_uc010jbv.2_M NM_001744 NP_001735 Q16566 KCC4_HUMANProtein kinase. 5 ACTACATTTCAAG 0.423

- 3 1995 NM_020177 NP_064562 Q96JP0 FEM1C_HUMAN 3 TTTCCCCTTGGAT 0.388

+ 3 485 ksn.2_Missense_M NM_182761 NP_877438 A1A519 F170A_HUMAN 1 AGGAACGAGGAGA 0.507

+ 1 373 NM_177478 NP_803431 Q8N4E7 FTMT_HUMAN rritin-like diiron. 1 GGGAGGAGACC 0.577

+ 4 580 _Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2 GAGATGGAGTGGG 0.557

+ 5 1254 1_Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 1. 2 GAAAATGGAAACA 0.438

+ 5 1356 1_Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 2. 2 AACACTGAGAAG 0.483

+ 7 1129 kuj.3_Missense_Mu NM_130809 NP_570721 Q96M27 PRRC1_HUMAN 0 AGCTTGCGTCGAA 0.378

- 50 6851 NM_001999 NP_001990 P35556 FBN2_HUMAN TB 8. 15 GGGGTCCCCCCA 0.458

+ 15 2119 X46_uc003kzv.1_R NM_014829 NP_055644 Q7L014 DDX46_HUMAN case C-terminal. 1 CTTCATGGAGGTA 0.353

+ 8 1281 p.D200N|TGFBI_u NM_000358 NP_000349 Q15582 BGH3_HUMAN 4 ATCCCAGACTCAG 0.572

+ 13 1941_1942 BI_uc011cyb.1_Mi NM_000358 NP_000349 Q15582 BGH3_HUMAN FAS1 4. 4 TCCAAGGTGACA 0.53

- 5 850 LHL3_uc010jem.1_ NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN 0 TCTGCCGAACATC 0.547

- 2 1524 TNNA1_uc003ldj.2_ NM_015564 NP_056379 O43300 LRRT2_HUMAN lar (Potential).|LRRCT. 0 TGAAATCCATGGA 0.473

- 3 1196 w.1_Missense_Mu NM_004883 NP_004874 O14511 NRG2_HUMAN e.|Extracellular (Potential). 6 GCCGGCCCCGGA 0.632

+ 20 2796 n_p.V834I|SLC4A9 NM_031467 NP_113655 Q96Q91 B3A4_HUMAN ne (anion exchange). 1 TGGGGGTCCGAA 0.488

+ 1 116_117 .2_Intron|PCDHA4_ NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN 6 TCCTGGGGAAGC 0.515

+ 1 1849 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMANcellular (Potential). 6 TGCCATGGTCGGT 0.667

+ 1 190 3lhh.1_Intron|PCDH NM_018910 NP_061733 Q9UN72 PCDA7_HUMAN |Extracellular (Potential). 4 CGCCTGTTCCGGG 0.612

+ 1 1987 CDHA5_uc003lhk.1 NM_018911 NP_061734 Q9Y5H6 PCDA8_HUMAN |Extracellular (Potential). 2 GCCACGGCCACG 0.647

+ 1 1993 l.2_Intron|PCDHA6 NM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANr (Potential).|Cadherin 6. 5 ACTGTGCTTGTGT 0.672

+ 1 1760 2_Intron|PCDHA8_ NM_018899 NP_061722 Q9Y5I4 PCDC2_HUMAN |Extracellular (Potential). 4 CCTACTCCCTTCT 0.488

+ 1 353 HB2_uc003lim.1_I NM_018936 NP_061759 Q9Y5E7 PCDB2_HUMAN r (Potential).|Cadherin 1. 6 CCAAAGGAAAAAA 0.522

+ 1 1496 uc003lin.2_RNA NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 5. 2 ACCTGCCCCTCTC 0.667

+ 1 454 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN |Extracellular (Potential). 1 GATATTTCCTTTGA 0.478

+ 1 2164 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN lasmic (Potential). 1 GTGGGTCGCTACT 0.657

+ 1 1804 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 5. 6 AGCAGCGAGGCG 0.706

+ 1 1585 HB16_uc010jfw.1_ NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANr (Potential).|Cadherin 2. 2 ATACCGGAAAACA 0.388

+ 1 1931 HB16_uc010jfw.1_ NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANr (Potential).|Cadherin 3. 2 TTGGCTCCCTGGT 0.488

+ 1 511 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANr (Potential).|Cadherin 1. 2 GATGATCCCTTTC 0.418

+ 1 2056 dan.1_Missense_M NM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANcellular (Potential). 3 CCCAACGATTCGG 0.692

+ 1 666 DHGA2_uc011dao NM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANr (Potential).|Cadherin 2. 3 GATGCAGACGTAG 0.512

+ 1 373 ju.1_Intron|PCDHG NM_018921 NP_061744 Q9Y5G4 PCDG9_HUMAN |Extracellular (Potential). 0 GTAACTGATATTA 0.478

- 20 2902 be.1_Missense_Mu NM_022481 NP_071926 Q8WWN8 ARAP3_HUMAN Rho-GAP. 7 CTTTCCGGTATAC 0.657

+ 5 1231 _p.A358T|PPARGC NM_133263 NP_573570 Q86YN6 PRGC2_HUMAN 0 AGGATCGCAGCTT 0.657

- 20 3179 jhd.2_Missense_M NM_002609 NP_002600 P09619 PGFRB_HUMAN(Potential).|Protein kinase. 17 CTGGGTAAGGGGT 0.582

- 2 405 e_Mutation_p.D40 NM_001146040 NP_001139512 P23415 GLRA1_HUMANcellular (Probable). 2 GGAAATCCGAGGG 0.502

+ 1 180 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1 TGAAGGGAATTC 0.592

+ 1 2960 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANPRC1 (By similarity).|Potenti 1 CTATACCTTGTCA 0.463



+ 33 3818 lws.2_Missense_M NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 GAAGTCCGTGGA 0.522

- 11 1542 _p.R404W|GABRB2 NM_021911 NP_068711 P47870 GBRB2_HUMAN lasmic (Probable). 0 CTTTCCGATACTG 0.517

+ 5 1011_1012_p.P217S|ODZ2_u NM_001122679 NP_001116151 10 GGGATACCCTTTG 0.569

+ 5 650 mdf.1_Missense_Mu NM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1 GCCATCCCTGCGG 0.622

- 6 1002 Silent_p.L206L|MX NM_031300 NP_112590 Q9BW11 MAD3_HUMAN 0 CACCCCCAAACAC 0.701

+ 5 1242 kz.1_Missense_Mu NM_182594 NP_872400 Q8N9F8 ZN454_HUMAN 3 ACAGTGGAGAGAA 0.388

+ 14 1727 mkc.1_Missense_M NM_025158 NP_079434 Q96T51 RUFY1_HUMAN Potential. 5 TACTCAGGATGGA 0.517

- 20 2966 3mlf.2_Missense_M NM_198868 NP_942568 Q66K14 TBC9B_HUMAN 2 GCTCTTCCTGTGG 0.498

- 8 1264 _p.A323T|RASGEF NM_175062 NP_778232 Q8N431 RGF1C_HUMAN Ras-GEF. 1 ACTTGGCCGTCCT 0.617

+ 3 593 q.1_Missense_Mut NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 GGAGTCGAGAATT 0.463

+ 12 1796 q.1_Missense_Mu NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 TTGTTCCCTCTGT 0.557

- 13 1974 010jot.2_RNA|MAK NM_005906 NP_005897 P20794 MAK_HUMAN 3 TGCCCCCGACCA 0.403

+ 13 1625 n_p.T397I|CAP2_uc NM_006366 NP_006357 P40123 CAP2_HUMAN 1 TCAAGACAGCATG 0.403

+ 1 266 NM_138574 NP_612641 Q5TGJ6 HDGL1_HUMAN PWWP. 0 ACCCACGAGACG 0.602

+ 11 1565 p.G420E|BTN3A3_ NM_006994 NP_008925 O00478 BT3A3_HUMANY.|Cytoplasmic (Potential). 0 AAGTGGGGATCTT 0.498

- 3 1381 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN Potential. 1 TCACTTCCTTTAT 0.353

+ 1 691 NM_030905 NP_112167 O76002 OR2J2_HUMAN Name=5; (Potential). 0 GCAAATGAGCTGA 0.478

+ 3 852 n_p.R137C|OR2H1 NM_030883 NP_112145 Q9GZK4 OR2H1_HUMAN lasmic (Potential). 0 CACCCCCGCCTGT 0.597 rs141663433

+ 7 970 NR_027822 0 TGTTCTGGTGTCT 0.478 rs145231932

- 4 2060 3nrb.3_Missense_M NM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN 0 CGGCAGGACTCA 0.537

- 2 262 1_5'Flank|PSORS1 NM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0 CAGGTGGGAAGC 0.607

+ 16 3766 T2_uc003nvc.3_M NM_080686 NP_542417 P48634 PRC2A_HUMAN AA type A repeats. 0 GCCGAGGAGGA 0.672

+ 2 315_316 _uc003nwb.1_Miss NM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN (Potential).|Ig-like V-type. 2 GTACTGGTGCGCT 0.569

- 6 1240 U1_uc010jth.2_Non NM_000434 NP_000425 Q99519 NEUR1_HUMAN 1 ATAGCTGGACTGT 0.597

+ 23 3201 _p.E780*|SKIV2L_ NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4 AATGGGGAGAAG 0.577

+ 25 3263 e.1_Missense_Muta NM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0 GGTTGTCACGGGG 0.622

- 15 2508 u.1_RNA|NOTCH4 NM_004557 NP_004548 Q99466 NOTC4_HUMAN |Extracellular (Potential). 22 AGGCAGGAGAAG 0.632

- 12 1644 rf10_uc011dpx.1_In NM_006781 NP_006772 Q5SRN2 CF010_HUMAN Lys-rich. 1 AACTCTCCTTCTT 0.244

- 3 456_457 NL2_uc010jtz.1_Int NM_019602 NP_062548 Q9UIR0 BTNL2_HUMAN 2.|Extracellular (Potential). 1 GTCCCTCCATGTG 0.604

- 4 767 03obo.1_Intron|uc0 NM_002124 NP_002115 P01911 2B1F_HUMAN ical; (Potential). 1 CCCCAAGGAAGAG 0.547

- 46 3631 se_Mutation_p.G10 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 AGTGTCCCTGGGG 0.592

- 6 2099 ation_p.S557F|DAX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN al (Potential).|Interaction w 23 TTCCGAGATTTTT 0.502

+ 3 472 NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 AAGATCGCTGATG 0.562

+ 49 6814 ey.2_Missense_Mu NM_002224 NP_002215 Q14573 ITPR3_HUMAN lasmic (Potential). 19 TTCTCCCGCCGCA 0.617

- 6 565 kw.3_Missense_Mu NM_003322 NP_003313 O00294 TULP1_HUMAN 3 GAGCTTCCTTATT 0.582

+ 76 11600 sense_Mutation_p NM_001371 NP_001362 21 ATGTGGCTGCAGA 0.502

+ 6 712 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMANcellular (Potential). 5 GGGCTCCTCTCC 0.617

- 4 627_628 se_Mutation_p.P21 NM_018965 NP_061838 Q9NZC2 TREM2_HUMAN ical; (Potential). 1 GAGAAGGATGGA 0.554

- 3 613 NM_024807 NP_079083 Q5T2D2 TRML2_HUMANcellular (Potential). 2 ACAGTTCCACTCT 0.527

+ 3 358 _Intron|PPP2R5D_ NM_006245 NP_006236 Q14738 2A5D_HUMAN 2 CCTCCCGCTTCAA 0.572

+ 5 529 NM_033112 NP_149103 Q96EU6 RRP36_HUMAN Potential. 0 TTCAGCGAATGGT 0.433

- 3 889 p.R280W|CUL7_uc NM_014780 NP_055595 Q14999 CUL7_HUMAN 4 GAGTCCGGGTCC 0.502

+ 14 2566 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANu-rich.|Potential. 9 ggaagaagaggagga 0.259

- 3 1046 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN Potential. 7 CGCTTTCGTCTGG 0.517

+ 7 1103 e_Mutation_p.P340 NM_007355 NP_031381 P08238 HS90B_HUMAN 4 GGGCTCCCTTTGA 0.403

- 5 1588 2_Intron|TMEM151 NM_182539 NP_872345 Q5JU00 TCTE1_HUMAN 4 GCTGGCGGGCTG 0.562

- 2 416 _p.G80E|RCAN2_ NM_005822 NP_005813 Q14206 RCAN2_HUMAN 0 AACAGTCCCTCA 0.393



- 7 918 e_Mutation_p.G21 NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN tracellular (Potential). 2 AAAATTCCGTAAC 0.373

+ 5 689 e_Mutation_p.D162 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN cellular (Potential). 1 GGTGTTGATGAGG 0.398

+ 6 1634 e_Mutation_p.Y477 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN Name=3; (Potential). 1 ATCCTCTATGGAA 0.448

+ 7 2216 _p.T710I|GPR115_ NM_153838 NP_722580 Q8IZF3 GP115_HUMAN Name=7; (Potential). 8 TTGGAACCATTAT 0.398

+ 2 154 N5_uc003ozd.2_5'F NM_181744 NP_859528 Q6U736 OPN5_HUMAN Name=1; (Potential). 1 CATTTGGAAATGG 0.358

- 61 10807_10808 NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 TTTCCCCTAAGAA 0.431 rs112030234

- 3 417_418 MGCLL1_uc011dx NM_019036 NP_061909 Q8TB92 HMGC2_HUMAN 4 ATCCATCCCTAGG 0.317

- 4 891 nse_Mutation_p.R2 NM_030820 NP_110447 Q96P44 COLA1_HUMAN 2 GGAATTCGTGTTG 0.323

+ 3 282 586_uc011dxm.1_ NM_020931 NP_065982 Q9HCI6 K1586_HUMAN 0 GAAGGACCATCGA 0.348

+ 5 1359 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN .|Extracellular (Potential). 50 CATGTTCGGTTAC 0.468

+ 12 2423 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN cellular (Potential). 50 AACAAGGAAAAAT 0.289

- 11 1166 COL9A1_uc003pff. NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 CCAATGGAGCCAG 0.388

- 6 725 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3 GAGTGAGAGGGAA 0.398

- 12 1382 _p.G351R|ME1_uc0 NM_002395 NP_002386 P48163 MAOX_HUMAN 2 CACGTCCCTACAA 0.393

- 4 695_696 bq.1_Missense_M NM_001080508 NP_001073977 O95935 TBX18_HUMAN T-box. 5 GTCTCCCCCGAG 0.51

+ 3 1119 _p.G188E|NT5E_uc NM_002526 NP_002517 P21589 5NTD_HUMAN 4 CCTTAGGGACAAA 0.229

- 16 3034 _p.W926*|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN mic (Potential).|SAM. 28 TTGTAGCCATTCT 0.373

- 15 2925 p.R890Q|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN lasmic (Potential). 28 GGGTTTCGAATCA 0.408

+ 18 2209 0776_uc010kck.2_ NM_015323 NP_056138 O94874 UFL1_HUMAN 1 AAAATTCCAGAGG 0.368

- 14 2248 eaf.1_Missense_M NM_198468 NP_940870 Q6ZRQ5 MMS22_HUMAN 0 GATTCTCGACATG 0.378

+ 10 1684 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 ACATATGAAATTA 0.388

+ 12 2023 _p.P592S|GRIK2_u NM_021956 NP_068775 Q13002 GRIK2_HUMAN lasmic (Potential). 5 TATAATCCACACC 0.398

+ 4 839 pre.2_Missense_M NM_001198 NP_001189 O75626 PRDM1_HUMAN SET. 56 ATTGTCGGGACTT 0.453

+ 3 788 prw.1_Missense_M NM_018013 NP_060483 A7XYQ1 SOBP_HUMAN 1 ATTTCACCATACAA 0.403

+ 7 989 ao.1_Missense_M NM_032131 NP_115507 Q8NEN0 ARMC2_HUMAN ARM 1. 0 ATACAAGGATTGT 0.343

- 8 1952 NM_002031 NP_002022 P42685 FRK_HUMAN 6 ATGAAGTTATTTG 0.343

+ 6 2899 t.2_Missense_Muta NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 ATACCAGGTTGTT 0.468

+ 11 1245 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 GCCCAGGTATGT 0.302

+ 17 2273 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 TTTCAAGAGACTT 0.547

- 4 1227 kei.1_Missense_M NM_005907 NP_005898 P33908 MA1A1_HUMANmenal (Potential). 4 ACCCATGATTTTG 0.303

- 24 2782 ense_Mutation_p.S NM_152730 NP_689943 Q96NH3 BROMI_HUMAN 3 GGATATGATGAAA 0.303

+ 6 992 NM_001010905 NP_001010905 Q6P5S2 CF058_HUMAN 0 GTTATGGAAATAA 0.264

- 23 3630 c.2_Missense_Mut NM_002844 NP_002835 Q15262 PTPRK_HUMAN ine-protein phosphatase 1.| 8 CCAGTTCGTCCAG 0.383

+ 54 7787 ense_Mutation_p.G NM_000426 NP_000417 P24043 LAMA2_HUMANaminin G-like 3. 10 AGTCCGGCATCAT 0.488

- 2 175 NM_001010876 NP_001010876 Q5VVB8 CF191_HUMAN ical; (Potential). 1 CTCAGGGACACA 0.373

+ 5 651 o.1_RNA|ENPP3_u NM_005021 NP_005012 O14638 ENPP3_HUMAN lar (Potential).|SMB 2. 4 AAATTTCGTTGTG 0.378

+ 9 1035 o.1_RNA|ENPP3_ NM_005021 NP_005012 O14638 ENPP3_HUMANotential).|Phosphodiesterase 4 ATGTATGATGTAA 0.318

+ 1 943 NM_053278 NP_444508 Q969N4 TAAR8_HUMAN lasmic (Potential). 1 TTTTATCCTTGGT 0.333

- 16 2543 _p.S720F|AHI1_uc NM_001134831 NP_001128303 Q8N157 AHI1_HUMAN WD 3. 3 ATCATGGAATCAT 0.363

- 4 582 p.S108L|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 GAACGTGAACGAC 0.468

- 15 2153 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN 0 CCTGTTCCTCCAG 0.358

- 13 2042 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0 TTCTTTCTCTCCA 0.542

+ 22 3664 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2 CATAAGGAAAGAC 0.473

- 9 7098 NM_006734 NP_006725 P31629 ZEP2_HUMAN ts of S-P-[RGMKC]- [RK].|8 6 CCCAGGAGACAC 0.463

- 3 2135 kg.2_Missense_M NM_002656 NP_002647 Q9UM63 PLAL1_HUMAN 1 CCAGGGGATACCG 0.602

+ 69 9780 NM_007124 NP_009055 P46939 UTRO_HUMAN 5 CTCATCCAGCAG 0.512

- 3 1827 son.3_Missense_M NM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 11. 3 AGCGCGGGCATG 0.657



- 3 1542 on.3_Missense_M NM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 8. 3 AGGAAGGGCAGG 0.657

+ 4 917 _p.T209I|C7orf26_ NM_024067 NP_076972 Q96N11 CG026_HUMAN 1 ACCTGACCGAGAA 0.587

- 27 2224 _p.P386S|COL28A1 NM_001037763 NP_001032852 Q2UY09 COSA1_HUMAN 3 AGGGGGGCCAG 0.468

- 9 1335 se_Mutation_p.P19 NM_004956 NP_004947 P50549 ETV1_HUMAN 35 GGCAAAGGAGGA 0.478

+ 22 2966 _p.N978K|HDAC9_ NM_058176 NP_478056 Q9UKV0 HDAC9_HUMANone deacetylase. 5 AGGAAATGAGGTA 0.413

- 1 143 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN 1 CTGTTCACCAGCG 0.647

+ 15 2906 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN m (By similarity). 15 TTTAAACCTTCCC 0.408

+ 45 7295 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN 15 GCTTTTGGAGGCA 0.418

- 3 422 1_5'UTR|TRA2A_u NM_013293 NP_037425 Q13595 TRA2A_HUMANr-rich (RS1 domain). 1 TGGATCGAGTGTA 0.448

+ 21 2628 _p.S854L|STK31_u NM_031414 NP_113602 Q9BXU1 STK31_HUMANProtein kinase. 9 ATGGATCACTTCA 0.353

+ 12 1489 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFD. 3 GACCTGGATGGCT 0.652

+ 6 1024 NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 TCCAGTCTTCAGG 0.517

+ 3 559 NM_020192 NP_064577 Q9NRH1 CG036_HUMAN 0 TATGTAGAATGTT 0.393

- 8 1146 g.1_Missense_Mut NM_000168 NP_000159 P10071 GLI3_HUMAN 19 GGCGCGGAAGAG 0.537

- 3 140 03tim.1_RNA|C7orf NM_018224 NP_060694 Q9GZY4 CG044_HUMAN ical; (Potential). 1 TTGCTCCCAGAGG 0.488

- 1 1 NM_000290 NP_000281 P15259 PGAM2_HUMAN 0 GACGGGGACGGC 0.617

- 2 981 kbw.1_Missense_M NM_013389 NP_037521 Q9UHC9 NPCL1_HUMAN lasmic (Potential). 5 GGCGGGGGCCA 0.592

- 22 3604 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN ular (Potential).|REJ. 11 GTGGGGCTGCA 0.547

+ 5 580_581 _uc011kcg.1_Miss NM_181597 NP_853628 Q16831 UPP1_HUMAN 0 GATTGCCCCGTC 0.416

+ 17 3722 kyr.2_Missense_M NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CTCAGGGATTTTT 0.383

+ 23 9342 kys.1_Missense_M NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CCACTCCAAGGT 0.448 rs139183809

- 7 990 p.G233E|ZPBP_uc NM_007009 NP_008940 Q9BS86 ZPBP1_HUMAN 0 TTCATTCCATATC 0.338

+ 4 1257 e_Mutation_p.H420 NM_182633 NP_872439 Q8N859 ZN713_HUMAN C2H2-type 5. 2 AAAATCCATACTC 0.393

- 5 1641 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 TGAATTCTCTTGT 0.433

+ 4 1206 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 7. 0 ATTTGTGAAGAAT 0.388

+ 7 2081 tte.2_Missense_M NM_016220 NP_057304 Q9UII5 ZN107_HUMANC2H2-type 13. 1 CATAAGAAAATTCA 0.348

- 5 1008 _p.E203K|CALN1_ NM_001017440 NP_001017440 Q9BXU9 CABP8_HUMAN lasmic (Potential). 1 TCTCTTCCTCATT 0.517

+ 2 186 NM_000941 NP_000932 P16435 NCPR_HUMAN 1 TGTTTTCGCTCAT 0.502

- 10 1977 dy.1_Missense_Mu NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN 11 GACCATCAGTTGG 0.488

- 20 15033 ht.1_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GCTATGGCAGCCC 0.498

- 7 11487 _p.S3733F|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CCTGTGGAAATCT 0.443

- 5 4487 v.2_Missense_Mut NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TGCTTTCTTGTGA 0.403

- 3 3053 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GAGGAGTTGTAGG 0.502

- 3 2447 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GCTTGGCCTTGG 0.542

- 2 1064 hv.2_Nonsense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN n-rich.|Pro-rich. 7 GACCCTGAATTGG 0.473 rs10251512

- 29 4211 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN otential).|ABC transporter 2 7 AGATGCCTTTCTG 0.443

- 2 234 n_p.Y43*|STEAP4 NM_024636 NP_078912 Q687X5 STEA4_HUMAN 0 AACAGAATAACCA 0.433

- 5 4383 MD9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 AATGGGGAAAACA 0.393

+ 20 1535 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 CCAAAGGAGAGAG 0.433

+ 11 1609 nj.3_Missense_Mu NM_022900 NP_075051 Q96PB1 CASD1_HUMAN 2 ACATTCGAGTTCT 0.353

+ 3 1060 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3 ATCAACGACAAGG 0.667

- 11 1357 _p.R377K|CYP3A4 NM_017460 NP_059488 P08684 CP3A4_HUMAN 4 TTGTACCTTTCAG 0.502

- 4 441 uc003uuu.1_Misse NM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN 0 CTTTTTCCTCTTT 0.468

+ 12 1586 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN xtracellular (Potential). 11 TGCGGGGAGTCC 0.617

+ 3 4275 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN approximate tandem repea 27 ACGCCGGTAGTCA 0.507

+ 3 9154 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 AAGGTACCGGCA 0.507

+ 3 12117 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 GGCTGCACTACTT 0.532



+ 17 1470 _uc003uyv.2_Splic NM_001913 NP_001904 P39880 CUX1_HUMAN 8 CTGCTAGGACCTG 0.657

- 8 1086 _Mutation_p.E284K NM_198999 NP_945350 P58743 S26A5_HUMAN lasmic (Potential). 1 AATTTCTCTTTAAA 0.448

- 42 6594 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 5. 19 TTGGTTCCATTGA 0.458

- 13 1631 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN 19 CATTTTCATGAGA 0.343

- 9 998 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN 19 TGCTGGGGTCTG 0.323

- 33 3738 _p.R64C|DOCK4_u NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN DHR-2. 4 TTAGACGAGTTAC 0.403

+ 4 706 D1_uc003vgj.2_M NM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2 GATTAATTGACCT 0.368

- 4 3051 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 CCTAGAGATTTTT 0.378

+ 17 2472 OXP2_uc011kmu.1 NM_014491 NP_055306 O15409 FOXP2_HUMAN 8 GAATTAGAAGACG 0.438

+ 3 1549_1550 455NL>KF|MET_u NM_000245 NP_000236 P08581 MET_HUMAN ular (Potential).|Sema. 159 GCTAATCTTGGG 0.431

- 5 1351 a.2_Missense_Mu NM_003391 NP_003382 P09544 WNT2_HUMAN 7 TCTTGGGGGCCT 0.577

+ 14 2074 nq.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 GGATGTGATTCTT 0.383

+ 27 4465 q.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 CCCTCCGACAGG 0.522 rs148783445

- 8 1009 0lkj.2_Missense_M NM_012338 NP_036470 O95859 TSN12_HUMAN cellular (Potential). 0 AAAAAGGAATACA 0.398

- 1 638 DPS2_uc010lkq.2_ NM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0 ACATGGGAAATAC 0.448

- 7 1691 QUB_uc010lkt.2_RN NM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4 GTGTTTCCCATTC 0.343

+ 3 1175 _p.S185F|FSCN3_ NM_020369 NP_065102 Q9NQT6 FSCN3_HUMAN 1 ACCTATCCCAGGT 0.498

+ 2 401 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 1. 3 GGAAATCTTGCTC 0.582

+ 3 549 _p.C106Y|METTL2 NM_018396 NP_060866 Q6P1Q9 MTL2B_HUMAN 1 AAATTTGTGCTGA 0.423

+ 21 3442 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 9. 12 TGGTAGGCACCCC 0.652

+ 21 3834 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 10. 12 AACGCGGATGGC 0.602

+ 38 6427 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 19. 12 TGGGGGCTTGGG 0.587

- 28 5101 NA4_uc003vqz.3_5 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 CCGGATCATGTTT 0.572

- 22 4373 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 CACGGTCGCGCAT 0.577 rs118107843

- 22 4337 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 GCGTGCGGATGAA 0.602

- 2 818 _p.P197S|PLXNA4_ NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANular (Potential).|Sema. 1 TGGTGGGAAAATA 0.537

+ 4 1416 CHRM2_uc003vtm NM_001006630 NP_001006631 P08172 ACM2_HUMANasmic (By similarity). 5 GCAAAGCCCCCA 0.493

- 8 930 tu.2_Missense_Mu NM_004717 NP_004708 O75912 DGKI_HUMAN 3 CCCAGGGAGCAG 0.488

- 15 4864_4865p.Q1556*|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 GACCTGGTGTTT 0.554

- 7 2117 _p.R38W|ZC3HAV1 NM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMAN 1 TTACCCGAAAATT 0.423 rs144346512

- 2 830 vd.3_Missense_Mu NM_022740 NP_073577 Q9H2X6 HIPK2_HUMAN epression (By similarity).|Int 7 GTGCCCCGTTTCC 0.557

+ 2 349 krc.1_Missense_Mu NM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN region (By similarity). 0 ACGATTGGAGTGG 0.468

+ 3 518 rc.1_Missense_Mu NM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN 0 TCGAGTCCATCCC 0.502

- 1 570 NND2A_uc003vvw NM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4 TCTCGGCCTCGG 0.592

+ 1 947 vvz.2_Missense_M NM_052853 NP_443085 Q7Z695 ADCK2_HUMANProtein kinase. 0 GGATACCTTGGAA 0.562

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 11 1461 NM_004333 NP_004324 P15056 BRAF_HUMAN milarity).|Prot p.S467L(1) 18290 CCAAATGATCCAG 0.383

+ 1 576 0852_uc010lnn.2_I NM_001105558 NP_001099028 P0C1S8 WEE2_HUMAN 2 CACCTTGGACTCC 0.493

+ 32 3903 NM_004668 NP_004659 O43451 MGA_HUMAN ase.|Lumenal (Potential). 2 CTACATGGAGCGG 0.562

- 4 617 TRPV6_uc010lou. NM_018646 NP_061116 Q9H1D0 TRPV6_HUMAN ytoplasmic (Potential). 2 AGGGCTCGCACC 0.572 rs150734746

- 8 1241 bz.2_Missense_Mu NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN lasmic (Potential). 6 TACGGCCGGCCA 0.552 rs149241771

- 6 934 bz.2_Missense_Mu NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN lasmic (Potential). 6 CATGTCCATCGTA 0.567

+ 1 82 NM_176881 NP_795362 P59534 T2R39_HUMAN cellular (Potential). 1 GAAAGTGAATTGT 0.418

+ 1 701 NM_176881 NP_795362 P59534 T2R39_HUMAN lasmic (Potential). 1 TCCTCTCTCTCAA 0.512

+ 20 2461 tc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMANasmic (By similarity). 5 TCCACAGATTTAG 0.428

- 4 910 NM_005232 NP_005223 P21709 EPHA1_HUMAN ar (Potential).|Cys-rich. 5 ATGCTTCGCCACT 0.627

+ 1 575 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMAN Name=5; (Potential). 2 CAATTCCTTTTTC 0.408



+ 1 350 NM_012369 NP_036501 Q13607 OR2F1_HUMAN Name=3; (Potential). 3 GTTATTTTTCTCC 0.527

+ 1 777 NM_001005480 NP_001005480 Q6IF42 OR2A2_HUMANcellular (Potential). 2 TTACATGGTCCCA 0.507

+ 2 680 wek.2_Missense_M NM_005435 NP_005426 Q12774 ARHG5_HUMAN 2 TGCGAAGAGCATC 0.502

+ 2 2646 _Mutation_p.P843 NM_005435 NP_005426 Q12774 ARHG5_HUMAN 2 CACTACCCATCAT 0.607

+ 7 1465 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 ACCTTTGGAGGCA 0.378

+ 2 601 NM_145304 NP_660347 Q8WU49 CG033_HUMAN 1 GGGGATGGAATT 0.473

- 4 1709_1710_p.R488C|ZNF786_ NM_152411 NP_689624 Q8N393 ZN786_HUMAN C2H2-type 8. 4 CTCACGGAGCTT 0.653

+ 6 1437 p.T217A|ZNF398_ NM_170686 NP_733787 Q8TD17 ZN398_HUMAN type 2; degenerate. 1 AGCAGCACCTCCC 0.567

- 2 510 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1 AGAAGGGAGACT 0.607

+ 1 31 F467_uc003wgd.2_ NM_198455 NP_940857 A2VEC9 SSPO_HUMAN 0 GGATGGCGTGGG 0.647

+ 43 6302 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0 CCCAGGGGCCCA 0.682

+ 4 998 p.P227L|REPIN1_ NM_013400 NP_037532 Q9BWE0 REPI1_HUMAN 1 ACCCTCCCGCCCC 0.652

+ 5 1640 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 TTGACAGAAACCC 0.498

+ 5 1846 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 GAAAAGGACCCAT 0.537

+ 3 296 76B_uc003whv.3_ NM_018487 NP_060957 Q96HP8 T176A_HUMAN ical; (Potential). 2 TAGGAGGATTTTT 0.572

- 14 2636 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN p.S806S(1) 63 GCAGAGGAACTAA 0.438

- 3 584 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 CCAACAGAGACCA 0.423

- 3 566 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 TTTGCCGATTCCT 0.433

+ 1 87 t.1_Intron|uc003wlt NM_024012 NP_076917 P47898 5HT5A_HUMANellular (By similarity). 3 ACCTAACCTCCTT 0.612

+ 2 963 NM_024012 NP_076917 P47898 5HT5A_HUMAN ame=6; (By similarity). 3 GGATCCCCTTCTT 0.592

- 4 1019_1020wpe.1_Missense_M NM_207332 NP_997215 Q86X53 ERIC1_HUMAN Glu-rich. 2 CTCCTCCCCGGA 0.54

- 68 10743 p.F2765L|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANcellular (Potential). 25 ACCTTGAAAAGTA 0.333

- 2 854 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 GTGGGTGAGCAG 0.682

- 4 4169_4170 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 tcttgcagcccttctccttc 0.198

- 3 1246 tv.2_Intron|FAM167 NM_053279 NP_444509 Q96KS9 F167A_HUMAN 0 AACCTCCGAGAG 0.597

- 7 1400 s.2_Missense_Mut NM_139167 NP_631906 Q96LD1 SGCZ_HUMAN cellular (Potential). 3 ACCTCCCCTTCTG 0.493

- 13 1739 kya.1_Nonsense_M NM_004686 NP_004677 Q9Y216 MTMR7_HUMAN ularin phosphatase. 1 TCCACTCCAAAAC 0.448

+ 7 847 PO7_uc010ltj.1_RN NM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5 CAGATTCCCACCA 0.498

- 2 580 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 1. 3 CGGTGCCCCACTG 0.657

+ 11 1101 se_Mutation_p.E1 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN2B.|Extracellular (Potential). 5 GCACATGAAATGG 0.408

+ 6 567 ea.1_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMANcellular (Potential). 5 GAGGGAGAACATT 0.398

+ 14 2262 CDCA2_uc003xeq. NM_152562 NP_689775 Q69YH5 CDCA2_HUMAN 0 ATTCCCGAGCTGC 0.433 rs144313074

- 13 1348 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4 TTATTTCCTTGTG 0.473

+ 14 2032 YSL2_uc010luk.1_R NM_001386 NP_001377 Q16555 DPYL2_HUMAN 1 GGCGCCCCCCGG 0.642

- 18 2312 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 CACCTTCTCCACG 0.517

- 2 186 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 TGTTACCTGGATG 0.423

- 3 7453 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 GATCTGGGGAAT 0.413

+ 13 2365 54_splice|WRN_uc NM_000553 NP_000544 Q14191 WRN_HUMAN 7 TTTCCAGACTTTT 0.348

+ 33 4737 k.2_Missense_Mut NM_000553 NP_000544 Q14191 WRN_HUMAN 7 GATTATTGCTGATG 0.488

+ 10 1221 ku.3_Missense_Mu NM_004674 NP_004665 Q9UBL3 ASH2L_HUMAN B30.2/SPRY. 2 ATGATCGAGGTAT 0.458

+ 1 130 O1_uc003xnn.2_R NM_002164 NP_002155 P14902 I23O1_HUMAN 2 GCTATGGAAAACT 0.458

- 3 270 xns.2_Missense_M NM_024645 NP_078921 Q9H898 ZMAT4_HUMANMatrin-type 1. 3 GTCGGACTTTGCT 0.473

+ 8 1833_1834 NM_178819 NP_848934 Q86UL3 GPAT4_HUMAN 0 GATCGCCACCTG 0.54

- 29 3545 NK1_uc003xoj.2_M NM_020476 NP_065209 P16157 ANK1_HUMAN 9 GTCCAGGAAGGA 0.657

+ 3 512 qa.1_Missense_Mu NM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 2. 1 GGCACTGATCCAA 0.393

+ 11 1489 _p.A465V|MCM4_u NM_182746 NP_877423 P33991 MCM4_HUMAN MCM. 4 CTTCAGCCTTGGC 0.373

+ 4 407 NM_001007176 NP_001007177 Q8WWR9 PDPFL_HUMAN 0 ATCTGTCTGCTAC 0.393



- 6 1180 n_p.R280K|PCMTD NM_052937 NP_443169 Q96MG8 PCMD1_HUMAN 0 TTTAACTCTCTTTC 0.343

+ 4 5198 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TCTTCTGAACAGG 0.413

+ 4 5358 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TAGAGGAAGGAG 0.413

+ 3 1918 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2 CATCTCCTCCAAG 0.458

- 3 1742 lyi.2_Missense_Mu NM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMAN lack of NLS and KPNA2 int 129 TATAGGGAGGACC 0.453

- 3 571_572 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1 ACATCCCTTCTGT 0.46

+ 26 3299 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 TAGCAGGAGATGA 0.383

+ 6 686 p.D213Y|C8orf34_ NM_052958 NP_443190 Q49A92 CH034_HUMAN 1 AAAAATGACCAAT 0.443

+ 4 760 .1_5'UTR|CRISPLD NM_031461 NP_113649 Q9H336 CRLD1_HUMAN 2 TATAGGCCCCCGA 0.363

- 6 890 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMAN lasmic (Potential). 0 TCTGAAGGCTGa 0.418

+ 4 459_460 P1_uc010mai.2_5' NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN C2. 2 GTTCTTCTAATCCA 0.332

- 10 1109 maj.2_Nonsense_M NM_019098 NP_061971 Q9NQW8 CNGB3_HUMANcellular (Potential). 3 TTGTTCGAATAAC 0.363

+ 9 1191 ense_Mutation_p.L NM_052832 NP_439897 Q8TE54 S26A7_HUMAN lasmic (Potential). 2 AACATCCTCTCTG 0.438

+ 4 554 _p.P152S|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 CGCCTTCCCAGAC 0.458

+ 13 1978 _p.W626*|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 GGGCTGGGGCAT 0.408

+ 2 600 yiq.2_Missense_Mu NM_001142462 NP_001135934 Q8N2R0 OSR2_HUMAN 1 ATTACTCCTTCCT 0.647

- 4 388 yjc.1_Missense_M NM_015668 NP_056483 Q8NE09 RGS22_HUMAN 7 GTTTTTCCAGAAA 0.323

- 16 1945 ks.1_Missense_Mu NM_015902 NP_056986 O95071 UBR5_HUMAN 28 GTGCAGGGGTTGA 0.383

+ 3 753 NM_001100117 NP_001093587 Q9UQ26 RIMS2_HUMAN 15 AAAGTCGATCTCA 0.453

+ 24 3741 _p.G1156D|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 CAGATGGTAGCAT 0.493

+ 8 1278 ense_Mutation_p.E NM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5 AGAAGCGAACTTC 0.498

- 6 1456 mo.2_Missense_M NM_001146 NP_001137 Q15389 ANGP1_HUMANnogen C-terminal. 7 CTTCACGATGTTG 0.338

+ 2 998 NM_003301 NP_003292 P34981 TRFR_HUMAN lasmic (Potential). 3 AAATTCCGTGCAG 0.438

+ 38 5815 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN r (Potential).|IPT/TIG 11. 14 CTTATCCACCTTT 0.403

+ 49 8241 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 GGCCATCTTGATG 0.468

- 69 10939 nt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMANcellular (Potential). 63 TAAATCCTTGAAA 0.353

- 29 4972 nt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN lar (Potential).|CUB 9. 63 GATGAGGGAAGTT 0.373

- 8 1529 _p.R417K|CSMD3_ NM_198123 NP_937756 Q7Z407 CSMD3_HUMANcellular (Potential). 63 AATCCTCTAGATT 0.289

- 6 595 _p.S170F|ENPP2_u NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 TCCACGGAGAAG 0.373

+ 3 560 PDC6_uc011lid.1_In NM_022783 NP_073620 Q8TB45 DPTOR_HUMAN 0 ACCTTCCCATTGG 0.408

+ 10 1107 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 TGTGCTGATCCTG 0.502

+ 31 4245 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 CAGCAAGGGATTC 0.488

- 13 1928 M135B_uc003yva. NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 GTCTAATCCATACT 0.448

+ 7 942 mep.2_Missense_M NM_014957 NP_055772 A2RUS2 DEND3_HUMAN DENN. 1 TCCTCGGACTGGG 0.542

+ 3 837 .1_3'UTR|LY6K_uc NM_017527 NP_059997 Q17RY6 LY6K_HUMAN UPAR/Ly6. 1 GAGCATGGGTGAG 0.547

+ 3 1031_1032 kx.1_Missense_M NM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2 CCAGCCCAGTGC 0.396

- 8 1526 RMP1_uc010mhs.1_ NM_024896 NP_079172 Q7Z2K6 ERMP1_HUMAN ical; (Potential). 1 CAAACGGAGACA 0.368

- 20 1970 _p.A410V|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN III 2.|Extracellular (Potentia 22 TCGGGGCACTGG 0.507

- 16 2381 n_p.P775L|MPDZ_ NM_003829 NP_003820 O75970 MPDZ_HUMAN PDZ 5. 6 CCTGACGGTGCTC 0.428

+ 3 403 Site_p.K4_splice|SH NM_003026 NP_003017 Q99962 SH3G2_HUMAN 1 ATTTCAGAAAGTG 0.383

- 14 1847 nl.1_Missense_Mu NM_017645 NP_060115 Q7Z4H7 HAUS6_HUMAN 2 GAAATGGATCACT 0.313

+ 18 2446 P93S|DENND4C_u NM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2 CATTTTCCTGAGA 0.393

- 1 5395 NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CTTCTCCTTCAGA 0.473

+ 8 815 NM_012144 NP_036276 Q9UI46 DNAI1_HUMAN 0 TCTTTAGGATCGA 0.502

- 4 1773 NM_003028 NP_003019 Q15464 SHB_HUMAN with LAT, FAK1, JAK1 and 3 GGGACGGCAGGA 0.552

+ 1 526 42421_uc004aed.1_RNA 0 GAGCCCAATCTGC 0.607 rs141617852

+ 2 521 NM_021965 NP_068800 Q15124 PGM5_HUMAN 2 AATGGCATCTTGT 0.478



+ 8 1076 e_p.R257_splice|P NM_003558 NP_003549 O14986 PI51B_HUMAN 1 TGCCGGGTAAGG 0.403

+ 10 1799 e_Mutation_p.A421 NM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3 TCCCGTGCGGGA 0.398

+ 19 3029_3030CSK5_uc004akb.2_ NM_006200 NP_006191 Q92824 PCSK5_HUMANM (Cys-rich motif). 3 GAGAATGGATACA 0.426

+ 3 1168 akf.3_Missense_M NM_001490 NP_001481 Q02742 GCNT1_HUMAN tial).|Catalytic (By similarity 0 TGCTTCCTCCACT 0.453

- 8 4085 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 GTCCATCGCCATG 0.542

- 5 692 akn.2_Missense_M NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 GAATTTCCTCCTG 0.433

+ 8 870 akq.3_Missense_M NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 CTGGTTCGTAAGG 0.323

- 6 692 mr.1_Missense_M NM_174938 NP_777598 A2A2Y4 FRMD3_HUMAN FERM. 2 CAGGATCGTAATC 0.388

- 9 1916 amw.2_Missense_M NM_013438 NP_038466 Q9UMX0 UBQL1_HUMAN 0 TATCAGGATTCTG 0.398

- 6 466 ation_p.S81N|HNR NM_031262 NP_112552 P61978 HNRPK_HUMAN n with DDX1.|2 X 22 AA app 1 CCACTGCTGTCTG 0.438

+ 15 2221 _p.P575S|PHF2_uc NM_005392 NP_005383 O75151 PHF2_HUMAN 1 GAGTTTCCCATCA 0.597

- 1 79 0msc.1_Missense_ NM_000197 NP_000188 P37058 DHB3_HUMAN 0 CTGTGAGGATGAA 0.547

- 2 252_253 _uc004awu.2_5'UT NM_001333 NP_001324 O60911 CATL2_HUMAN 0 ATTTTGGAACAGC 0.431

+ 1 1060 NM_004473 NP_004464 O00358 FOXE1_HUMAN Fork-head. 0 AACGCGGAGGAC 0.647

- 4 617_618 ion_p.P200L|TRIM NM_033220 NP_150089 Q14142 TRI14_HUMAN 1 GGCACGGGATGG 0.594

+ 7 1282 c.2_Missense_Mut NM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0 GATCCCCGTGGA 0.488

- 2 1691 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 TCAGTTCCTCCAC 0.512

+ 4 324 NM_001340 NP_001331 Q14093 CYLC2_HUMANAA repeats of K-K-X. 1 GAATTTCTGAGAG 0.393

+ 5 644 NM_001340 NP_001331 Q14093 CYLC2_HUMAN epeats.|31 X 3 AA repeats o 1 caaaaaagataaaaag 0.164

+ 1 578 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMAN cellular (Potential). 3 ACACCTCCCTGGT 0.438

- 1 842 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN Name=7; (Potential). 0 AACATGGATATAA 0.393

- 14 2019 wc.1_Missense_Mu NM_003640 NP_003631 O95163 ELP1_HUMAN 7 TTCAGCGGGTTTA 0.408

- 2 167 1lwl.1_Missense_M NM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0 AAACAGGAAACAT 0.353

- 3 245 e_Mutation_p.P48S NM_012212 NP_036344 Q14914 PTGR1_HUMAN 0 TGTAGGGATCCAC 0.353

- 3 359 LAD_uc004bhl.3_M NM_000031 NP_000022 P13716 HEM2_HUMAN 0 GGCCACTCCTGG 0.522

- 13 3005 NA_uc004bir.3_Mis NM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6 GCAAAGGGCTGG 0.622

- 15 4867 C_uc010mvf.2_Int NM_002160 NP_002151 P24821 TENA_HUMAN nectin type-III 10. 7 AAATCAGTACTAG 0.458

- 9 1807 p.G569D|ASTN2_u NM_198187 NP_937830 O75129 ASTN2_HUMANcellular (Potential). 9 TCATAGCCCCTCT 0.493

- 8 1654 p.A239V|TRAF1_u NM_005658 NP_005649 Q13077 TRAF1_HUMAN MATH. 3 CGGAAGGCGTCA 0.602

- 5 1118 _p.M60I|TRAF1_u NM_005658 NP_005649 Q13077 TRAF1_HUMAN 3 CTCCTTCATGAAG 0.627

- 1 510_511 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANcellular (Potential). 3 CAATTTCCCCAGT 0.5

+ 15 2109 nl.3_RNA|RABGAP NM_012197 NP_036329 Q9Y3P9 RBGP1_HUMANRab-GAP TBC. 5 GTGCTCCTTCTCC 0.413

+ 3 414 p.V122M|LMX1B_u NM_002316 NP_002307 O60663 LMX1B_HUMANM zinc-binding 2. 0 TGCTGCGTGTGTG 0.632

+ 2 643 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin N-terminal. 3 CCCCGGCGAGG 0.706

+ 2 870 NM_032536 NP_115925 Q96CW9 NTNG2_HUMAN 0 AGGGCCCCACCT 0.617

- 10 2516 p.R397Q|SETX_uc NM_015046 NP_055861 Q7Z333 SETX_HUMAN 3 GTTTTTCGTTTTG 0.348

+ 28 4493_4494MTS13_uc004cdz.3 NM_139025 NP_620594 Q76LX8 ATS13_HUMAN CUB 2. 6 TGGGACCGAGGG 0.624

+ 9 1443 NM_000787 NP_000778 P09172 DOPO_HUMAN 4 ACAGTGGTAAGTC 0.587 rs75075472

+ 36 3228 NM_000093 NP_000084 P20908 CO5A1_HUMAN le-helical region. 11 CCCAGGGACCCAA 0.607

- 15 4295 p.P1322L|CAMSAP NM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3 AGTATGGGCAGGG 0.627

- 3 443 SEC16A_uc010nbn NM_014866 NP_055681 O15027 SC16A_HUMAN 0 GGGCAAGTTGTCG 0.567

- 34 6964 NM_017617 NP_060087 P46531 NOTC1_HUMAN lasmic (Potential). 856 TGTATTGGTTCGG 0.647

- 12 2225 clq.1_Missense_M NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 GCTCCTCCTCAAT 0.662

- 6 1308 clq.1_Missense_M NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 ATGGAAGGGTCCA 0.622

+ 7 943 mes.1_Missense_M NM_014434 NP_055249 Q9UHB4 NDOR1_HUMAN-binding FR-type. 0 TGCAGCCGCGGG 0.697

- 8 1332 w.1_Intron|ENTPD8 NM_001033113 NP_001028285 Q5MY95 ENTP8_HUMANcellular (Potential). 1 CAGGGCCTCTGGC 0.632

+ 2 782 cpi.2_Missense_Mu NM_000451 NP_000442 O15266 SHOX_HUMAN 0 AAGAAGGATTCCA 0.617



+ 3 380 _p.G79R|ASMT_u NM_004043 NP_004034 P46597 HIOM_HUMAN 1 ACGAGGGGAGGA 0.493

+ 6 593 _p.E150K|ASMT_u NM_004043 NP_004034 P46597 HIOM_HUMAN 1 GGTCCGAGGGCG 0.567 rs147969184

- 5 557 RSD_uc004cra.1_M NM_001669 NP_001660 P51689 ARSD_HUMAN 0 GGCAGTGATCCCC 0.557

- 5 3806 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 CCATTTCCAACTG 0.463

- 2 743 0ndi.2_Missense_M NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 GTGGGGGGTGAG 0.567

+ 3 754 NM_013452 NP_038480 Q9H320 VCX1_HUMAN of L-S-Q-E-S- [EQ]-V-E-E-P 0 GAGAGCGAGATGG 0.577

+ 4 1637 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8 AGAGCCCACGCC 0.682

+ 2 1482 d.2_Missense_Mut NM_138636 NP_619542 Q9NR97 TLR8_HUMAN cellular (Potential). 7 TTCACCCGTCCTT 0.388

+ 2 2823 d.2_Missense_Mu NM_138636 NP_619542 Q9NR97 TLR8_HUMAN smic (Potential).|TIR. 7 CTAGAGGAGAGGG 0.438

+ 5 737 _p.A166V|EGFL6_ NM_015507 NP_056322 Q8IUX8 EGFL6_HUMAN EGF-like 3. 2 GCCTGGCCCCAAA 0.493

+ 9 1212 _p.E337K|PHEX_uc NM_000444 NP_000435 P78562 PHEX_HUMAN cellular (Potential). 3 CCCTCCGAGAATG 0.458

+ 17 1921 _p.A573V|PHEX_uc NM_000444 NP_000435 P78562 PHEX_HUMAN cellular (Potential). 3 ATGGTGCTATAGG 0.323

+ 4 714 bh.2_Missense_Mu NM_005391 NP_005382 Q15120 PDK3_HUMAN stidine kinase. 6 CTTTCCGCATGCT 0.373

+ 3 201 se_Mutation_p.E66 NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 TATGAAGAAGTTG 0.443

- 3 710 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1 TCAGAGGGAAAAT 0.428

- 1 1742 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5 GGCTCCGAGAAT 0.522

+ 7 1011 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1 GGCATGGACAGA 0.333

- 4 550 PX_uc011mkh.1_In NM_006307 NP_006298 P78539 SRPX_HUMAN Sushi 2. 0 CGCTCCCCTTTCA 0.527

- 19 2489 a.2_RNA|RPGR_u NM_000328 NP_000319 Q92834 RPGR_HUMAN 1 CCTATGGATTTTA 0.368

- 15 2004 NM_004229 NP_004220 O60244 MED14_HUMANction with SREBF1. 4 CTACTGGACATGG 0.323

+ 3 1187 nse_Mutation_p.W3 NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANcellular (Potential). 1 CTACTGGAAAGAA 0.343

+ 10 1936 0nil.2_Missense_M NM_033626 NP_296375 Q96HB5 CC120_HUMAN Pro-rich. 1 CTCTCCCGCCGG 0.697

- 4 491 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2 CGGGGACCGCCT 0.582

- 9 1380 mmw.1_Missense_ NM_006150 NP_006141 O43900 PRIC3_HUMAN 1 GGGACTCTGGGG 0.682

- 24 3302 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2 CGAGCTAAGTGCT 0.502

- 2 224 sw.2_Missense_Mu NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN PHD-type. 3 TCACATCGTAAGG 0.637

+ 1 222 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMAN ical; (Potential). 3 TTAGTAGGCCGAG 0.562

+ 6 900 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMAN 3 GTGGTTCCCAACA 0.463

- 7 867 _p.R267C|MTMR8_ NM_017677 NP_060147 Q96EF0 MTMR8_HUMAN ularin phosphatase. 4 TGAAGCGAATGTT 0.488

- 5 732 e_Mutation_p.P192 NM_018684 NP_061154 Q9NQZ6 ZC4H2_HUMAN 1 TTTTTGGGGTTCC 0.502

- 12 1816 n_p.E523K|LAS1L_ NM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4 tttcttcctcctcctcTACC 0.338

+ 2 259 SN_uc010nkp.1_R NM_002444 NP_002435 P26038 MOES_HUMAN FERM. 10 GCCATCCAGCCCA 0.517

+ 17 2908 kr.2_Missense_Mu NM_138737 NP_620074 Q9BQS7 HEPH_HUMAN otential).|Plastocyanin-like 6 9 TCCCAGGATCCAG 0.413

+ 3 2950 R_uc011mpf.1_Mis NM_000044 NP_000035 P10275 ANDR_HUMAN h HIPK3 (By similarity).|Nuc 8 AAAATTGTCCATC 0.333

+ 1 846_847 NM_207320 NP_997203 Q7L8S5 OTU6A_HUMAN OTU. 2 CAACTCCGTGAC 0.678

+ 3 333 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1 CCCTATGGAAGTA 0.552

- 1 748 NM_002565 NP_002556 P51582 P2RY4_HUMAN cellular (Potential). 1 AGGCCGAGTGGT 0.572

+ 13 2066 yz.2_Missense_M NM_005120 NP_005111 Q93074 MED12_HUMAN 4 CGAGGGGACCTT 0.537

+ 18 2649 yz.2_Missense_M NM_005120 NP_005111 Q93074 MED12_HUMAN 4 GGCGACGCAACC 0.562

+ 1 193 |TAF1_uc004dzt.3_ NM_138923 NP_620278 P21675 TAF1_HUMAN otein kinase 1. 17 ATCAATGGAGCCG 0.617

+ 6 978 TAF1_uc004dzt.3_ NM_138923 NP_620278 P21675 TAF1_HUMAN otein kinase 1. 17 TGATGATGAAGTA 0.423 rs139324935

- 1 1205 AG4_uc004eaj.1_R NM_001024455 NP_001019626 Q5HYW3 RGAG4_HUMAN 3 AGAATTCCGACAG 0.498

- 22 2756 _p.E819K|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN lin-binding (Potential). 4 GAATTTCTCCCAC 0.413

- 21 2538 _p.S746F|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN 4 CGAACAGAGGGAA 0.388

- 21 2534 _p.P745S|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN 4 CAGAGGGAACCT 0.388

+ 3 496 se_Mutation_p.P12 NM_001039840 NP_001034929 Q5VXU3 CHIC1_HUMAN 0 TGGCCCCAGAAG 0.403

+ 1 331 NM_203303 NP_976048 Q8WW36 ZCH13_HUMAN 0 CTAAACGAGAGAG 0.502 rs142122114



- 9 1788 ecr.2_Missense_Mu NM_000489 NP_000480 P46100 ATRX_HUMAN 30 GGAACAGACACA 0.398

+ 5 1611 cw.2_Missense_Mu NM_000052 NP_000043 Q04656 ATP7A_HUMAN lasmic (Potential). 0 AGGAAGGAAAGA 0.418

+ 5 380 edm.1_Missense_M NM_152630 NP_689843 Q8NEK8 FA46D_HUMAN 2 GTTATAACACTGG 0.358

- 32 3981 ense_Mutation_p.R NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4 TAAATCGAAGTAA 0.289

- 18 1821 _p.P582S|RPS6KA6 NM_014496 NP_055311 Q9UK32 KS6A6_HUMAN otein kinase 2. 8 AGCATGGAGTTAA 0.363

- 1 2116 _p.R147H|PCDH19 NM_020766 NP_001098713 Q8TAB3 PCD19_HUMAN |Extracellular (Potential). 7 GGGATGCGCGTG 0.597

- 7 806 nna.1_Missense_M NM_003270 NP_003261 O43657 TSN6_HUMAN lasmic (Potential). 1 GGCACGAGAGAG 0.388 rs149522304

+ 5 733 rh.1_Missense_Mu NM_001939 NP_001930 Q13474 DRP2_HUMAN Spectrin 1. 2 CAAAAGGATGAGG 0.537

- 2 3817 n.2_Missense_Mut NM_032441 NP_115817 Q5H9K5 ZMAT1_HUMAN 1 ATGTCCGGAAAGT 0.403

- 19 2476 eja.3_Missense_M NM_001099686 NP_001093156 Q9GZY0 NXF2_HUMAN RRM. 1 AGTAGGGCGCAG 0.483

+ 5 3170 p.R790K|GPRASP NM_014710 NP_055525 Q5JY77 GASP1_HUMAN Glu-rich. 2 AGGACAGACTAGA 0.512

+ 4 3118 SP2_uc004ejm.2_M NM_138437 NP_612446 Q96D09 GASP2_HUMAN 1 TTGGTTCTGAAGA 0.418

- 2 356 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1 GCGGCTCCTCCT 0.716

- 2 218_219 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1 CTGTTCCGTACT 0.594 rs76590545

+ 23 4165 c.1_Missense_Mut NM_198465 NP_940867 Q7Z2Y5 NRK_HUMAN CNH. 14 AATAATGATCCAG 0.373

+ 4 2403 emg.1_Missense_M NM_152423 NP_689636 Q5H9M0 MUML1_HUMAN 4 CTGAAATCATTTTT 0.398

- 16 2786 nse_Mutation_p.R NM_024657 NP_078933 Q8TE76 MORC4_HUMAN Potential. 1 TTGGTTCTTTCCA 0.488

+ 4 634 sk.1_Missense_Mu NM_182607 NP_872413 Q86XK7 VSIG1_HUMANPotential).|Ig-like C2-type 2. 2 CTATTTCCCTTTC 0.438

+ 7 1165 sk.1_Missense_Mu NM_182607 NP_872413 Q86XK7 VSIG1_HUMAN lasmic (Potential). 2 ccccagGATCAGAG 0.378

- 35 3519 sn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GGTTCTCCTCTCA 0.493

- 23 1976 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GAAGTCCTGGTAA 0.547

- 22 1791 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GAGCCAGAATCAC 0.547

+ 7 588 mso.1_Missense_M NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 TCTAGGGAGAACG 0.363

+ 33 3029 _p.K943*|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 GGTAGTAAAGGAG 0.478

- 4 1315 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMANcellular (Potential). 8 ACAACGGTGAAA 0.408

- 4 1167_1168_p.A251V|DCX_uc NM_000555 NP_000546 O43602 DCX_HUMAN Doublecortin 2. 4 ACCACAGGCAATA 0.401

- 2 213 LHL13_uc011mtp. NM_033495 NP_277030 Q9P2N7 KLH13_HUMAN 2 CCATTTCGCTGCC 0.433

+ 18 2910 mtr.1_Missense_M NM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5 AGAGATCGTAATG 0.353

+ 2 270 NM_144658 NP_653259 Q5JSL3 DOC11_HUMANctivated CDC42 (By similari 3 CCCAATGGAAGA 0.398

+ 28 3140 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 ACTATAGTTTGGC 0.408

+ 4 1181 RF3_uc004eqy.2_ NM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN 2 GTGAAGGGGGATG 0.532

- 3 446 sa.1_Missense_Mu NM_080632 NP_542199 Q9BZI7 REN3B_HUMAN C core.|Necessary for inter 3 CTCACCTTTATTG 0.358

- 12 2297 _p.P744S|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN Extracellular (Potential). 23 ATCCAGGGCTACA 0.458

- 1 846 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 ACTTCTCTTTGAT 0.537

+ 15 1759 ur.2_Missense_Mu NM_000276 NP_000267 Q01968 OCRL_HUMAN 4 CTCTTCCATATTG 0.378

- 4 719 4eux.1_Missense_MNM_001008222 NP_001008223 Q9Y397 ZDHC9_HUMAN lasmic (Potential). 1 CCCTGGGGCACC 0.468

- 8 1484 e.3_Missense_Mut NM_001421 NP_001412 Q99607 ELF4_HUMAN 1 ACGGTCCCAATTC 0.587

+ 5 1051 4ewb.2_Missense_ NM_144967 NP_659404 Q6ZRI8 RHG36_HUMAN Rho-GAP. 3 CAAATCCCCCAGG 0.458

- 16 3407 p.E1051K|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN otential).|Ig-like C2-type 10 5 GGAGTTCCAGGGT 0.498

- 1 107 0nrl.1_RNA|MBNL3 NM_018388 NP_060858 Q9NUK0 MBNL3_HUMAN 0 TATCACGAATCAG 0.398

- 6 2148 mvf.1_Missense_Mu NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8 CAAGGGAAGAGG 0.378

- 4 611 mvw.1_Missense_M NM_173470 NP_775741 Q8N4V1 MMGT1_HUMAN lasmic (Potential). 0 GTATCCGAAGGCC 0.358 rs150859420

+ 2 250 se_Mutation_p.H60 NM_000074 NP_000065 P29965 CD40L_HUMAN cellular (Potential). 1 AATCTTCATGAAG 0.348

+ 4 416 EC1_uc010nsl.1_5 NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTGAGAGCGACG 0.587 rs147626195

+ 4 914 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 TCCACTTTATTGA 0.502

+ 4 1517 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CAGATTCCTATGA 0.478

+ 4 2019 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CTCCTCACTACTT 0.582



+ 5 398 m.2_Intron|MAGEA NM_005366 NP_005357 P43364 MAGAB_HUMAN 2 TATTTCCCACAGT 0.532

+ 5 1328_1329m.2_Intron|MAGEA NM_005366 NP_005357 P43364 MAGAB_HUMAN MAGE. 2 TGGGAGGGATCC 0.545

+ 2 988 k|GPR50_uc011my NM_004224 NP_004215 Q13585 MTR1L_HUMAN Name=7; (Potential). 4 GCCTACTTCAACA 0.502

- 5 994 4ffl.2_Missense_M NM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0 CAGTGGGATCCA 0.493

+ 9 1488_1489 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 CCCATGGCCATG 0.55

+ 3 567 e_Mutation_p.R125 NM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0 AAGTATCGAGCCA 0.527

- 3 1057 AGEA12_uc004fgc NM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1 TGTCCTCCCTCCC 0.562

- 5 531 fgr.2_Missense_M NM_004344 NP_004335 P41208 CETN2_HUMAN EF-hand 4. 0 GCAGGAACTCTTG 0.393

- 1 662 hn.1_Missense_Mu NM_017518 NP_059988 Q99871 HAUS7_HUMAN 0 GCCCTGGACACG 0.736

- 21 5897 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 CCCAGGGACTCG 0.647

- 9 1978 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 CAGCAGGGACAC 0.607

- 9 1510 u.1_Nonsense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 2. 6 GGTCCTGGATCAC 0.682

+ 6 1686 NM_017514 NP_059984 P51805 PLXA3_HUMAN cellular (Potential). 3 TCCGGGGACCCG 0.711

+ 10 2196 NM_017514 NP_059984 P51805 PLXA3_HUMAN cellular (Potential). 3 AGGAGGGCAGG 0.667

+ 21 3855 NM_017514 NP_059984 P51805 PLXA3_HUMAN ical; (Potential). 3 GCGGGGGGTGGG 0.677

+ 25 4487 NM_198576 NP_940978 O00468 AGRIN_HUMANaminin G-like 1. 3 GGCGAGAGTCCC 0.692

- 10 1151 DK_uc001aie.2_Mis NM_023018 NP_075394 O95544 NADK_HUMAN 0 TGATCATGATGGC 0.672

- 38 5594 e_Mutation_p.V689 NM_015557 NP_056372 Q8TDI0 CHD5_HUMAN 12 ACTCCACTTCAGC 0.652

- 12 1431 NM_207420 NP_997303 Q6PXP3 GTR7_HUMAN lasmic (Potential). 0 GCGGTTTATCTCC 0.483

+ 35 3967 z.2_Nonsense_Mu NM_015074 NP_055889 O60333 KIF1B_HUMAN 3 GGTTTGGTTTGAG 0.373

- 3 234 n_p.L77F|C1orf127 NM_173507 NP_775778 B7ZLG7 B7ZLG7_HUMAN 1 GAAGAAGGCCTTG 0.607

+ 8 2164 asi.1_Missense_M NM_020780 NP_065831 Q9P2K9 PTHD2_HUMAN lasmic (Potential). 7 GAGGTCGAGGAA 0.632

- 2 397 x.1_Intron|CLCN6_ NM_006172 NP_006163 P01160 ANF_HUMAN 2 GGGGCCCCGCC 0.672

+ 1 307 NM_001080830 NP_001074299 O95522 PRA12_HUMAN 3 AAGGTTCGCCCCA 0.592

- 1 317 10obf.1_Missense_ NM_001146181 NP_001139653 B7ZW38 B7ZW38_HUMAN 0 AGCAATCATTCTG 0.502

+ 11 1654 JC16_uc001awt.2_ NM_015291 NP_056106 Q9Y2G8 DJC16_HUMAN lasmic (Potential). 3 CTCCTTCGATGGT 0.468

- 7 844 1_Intron|MST1P9_ NR_002729 0 TGATGTGGGATTT 0.647

+ 1 408 C7A_uc009vpg.2_ NM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3 CCCAGAGAAAAGG 0.627

+ 1 1307 9vpg.2_Missense_M NM_152375 NP_689588 Q5VTJ3 KLD7A_HUMAN 3 CATATCCCGCTCA 0.647

- 2 117 2G2D_uc009vpo.2_ NM_012400 NP_036532 Q9UNK4 PA2GD_HUMAN 0 TTTTCCCAGTCAC 0.552

- 8 964 ei.2_Nonsense_Mu NM_001397 NP_001388 P42892 ECE1_HUMAN cellular (Potential). 3 CCTCCTCGTCCCC 0.622

- 15 1286 bew.2_Missense_ NM_002885 NP_002876 P47736 RPGP1_HUMAN Rap-GAP. 3 AAGAAGGGCACA 0.647

+ 10 1997 bgf.2_Missense_M NM_017449 NP_059145 P29323 EPHB2_HUMAN lasmic (Potential). 5 ATTGACATCTCCT 0.532

+ 10 1299 p.R413Q|GRHL3_ NM_021180 NP_067003 Q8TE85 GRHL3_HUMAN 1 ACGAGCGGAAGC 0.627

+ 20 6860 _p.C1009R|ARID1A NM_006015 NP_006006 O14497 ARI1A_HUMAN 142 CCGGTGTGCCGG 0.597

- 17 2467 _p.P732S|MAP3K6 NM_004672 NP_004663 O95382 M3K6_HUMANProtein kinase. 9 CAGGGGTCCCCA 0.582 rs138197184

- 2 203 NM_207397 NP_997280 Q6UWJ8 C16L2_HUMAN cellular (Potential). 0 CAGGCGGATCAG 0.622

- 6 1602_1603RS4_uc010ofy.1_3' NM_005626 NP_005617 Q08170 SRSF4_HUMAN r-rich (RS domain). 0 GACACGGAGCGG 0.446 rs146685214

+ 3 532 _p.R141H|PTPRU_ NM_005704 NP_005695 Q92729 PTPRU_HUMANular (Potential).|MAM. 7 ACGGCCGTCAGTG 0.652

+ 31 4434 vtq.2_Missense_M NM_005704 NP_005695 Q92729 PTPRU_HUMAN lasmic (Potential). 7 TGGAGGGGCTGG 0.602

- 2 900 e_Mutation_p.G28 NM_144569 NP_653170 Q6ZMY3 SPOC1_HUMAN 6 CAGTCCCTGAGG 0.637

+ 13 1540 z.2_Missense_Mut NM_005356 NP_005347 P06239 LCK_HUMAN Protein kinase. 6 CCAGAGGAGCTG 0.597

- 5 825 xm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 CCAGAGGGAGGA 0.542

- 2 150 bxm.1_Missense_M NM_052896 NP_443128 Q7Z408 CSMD2_HUMANxtracellular (Potential). 12 GGAACCCTGGGCT 0.537

+ 5 796 e_Mutation_p.E120 NM_012199 NP_036331 Q9UL18 AGO1_HUMAN 3 GGGCGCGAGGTC 0.632

- 4 672 nse_Mutation_p.S2 NM_017850 NP_060320 Q9NX04 CA109_HUMAN 0 ATAGACGAAAGAA 0.438

+ 1 3712 a.1_Intron|MACF1_ NM_015038 NP_055853 O94854 K0754_HUMAN Ala-rich. 0 CATGCTCCAGAGG 0.617



- 2 265 NM_032526 NP_115915 Q9BXI3 5NT1A_HUMAN 1 AGGGTTCGTTCTC 0.448

- 3 305 AL4_uc010oix.1_I NM_016257 NP_057341 Q9UM19 HPCL4_HUMAN EF-hand 2. 1 AACTTGGAGGCG 0.692

+ 9 770 IE_uc001cdv.2_Mis NM_006112 NP_006103 Q9UNP9 PPIE_HUMAN se cyclophilin-type. 0 CCAAACACCAATG 0.547

+ 4 385 c001cfy.3_Missens NM_001142588 NP_001136060 Q13952 NFYC_HUMAN 3 AACCTCCAAAGCG 0.423

+ 13 2096 wq.2_Missense_Mu NM_005424 NP_005415 P35590 TIE1_HUMAN III 3.|Extracellular (Potentia 7 CCTGGGCCAATAT 0.637

+ 11 2137_2138 p.R171C|PTPRF_u NM_002840 NP_002831 P10586 PTPRF_HUMAN tential).|Fibronectin type-III 10 GAGGCCCGCACA 0.545

+ 7 936 s.1_Missense_Mu NM_001034024 NP_001029196 Q9NPF5 DMAP1_HUMAN 0 ACGGAACGCAAG 0.617

+ 10 1654 e_Mutation_p.R148 NM_018150 NP_060620 Q5VTB9 RN220_HUMAN 2 GCACTTCGGGGC 0.592

+ 5 842 AH_uc001cpv.2_R NM_001441 NP_001432 O00519 FAAH1_HUMANasmic (By similarity). 2 GCGGCCTCAAGC 0.517

- 3 429 e_Mutation_p.W12 NM_000778 NP_000769 Q02928 CP4AB_HUMAN 4 ACCAATCCATGGA 0.458

+ 4 485 NM_178134 NP_835235 Q86W10 CP4Z1_HUMANmenal (Potential). 1 GTGTTCGGATGAT 0.483

+ 7 854 5A9_uc010omt.1_M NM_001011547 NP_001011547 Q2M3M2 SC5A9_HUMAN cellular (Potential). 3 GCTTTCCACATTC 0.612

- 5 461 TA6_uc010omv.1_M NM_019073 NP_061946 Q9NWH7 SPAT6_HUMAN 1 TACGTAGACAGTG 0.363

- 3 808 NM_147193 NP_671726 Q8NBF1 GLIS1_HUMAN 1 AGGCACAGGGTG 0.677

- 9 1016 w.2_RNA|YIPF1_u NM_018982 NP_061855 Q9Y548 YIPF1_HUMANmenal (Potential). 2 TCCAACGAACAGC 0.483 rs77267196

+ 5 553 NM_006252 NP_006243 P54646 AAPK2_HUMANProtein kinase. 6 GATTATCTAATATG 0.333

- 2 1071 orf168_uc009vzv.1 NM_001004303 NP_001004303 Q5VWT5 CA168_HUMAN 5 CTTTTTCTGATAT 0.512

+ 4 575 NM_000562 NP_000553 P07357 CO8A_HUMAN MACPF. 3 TTCCAGGATCACA 0.498

- 11 1656 p.Q468R|C8B_uc0 NM_000066 NP_000057 P07358 CO8B_HUMAN EGF-like. 4 AGGCCTTGGGATC 0.498

- 2 286 8B_uc010ooo.1_N NM_000066 NP_000057 P07358 CO8B_HUMAN TSP type-1 1. 4 TGTGGTCCAAGAG 0.522

- 14 1620 yr.1_Missense_Mut NM_021080 NP_066566 O75553 DAB1_HUMAN 3 GACGAGGGGCT 0.617

- 9 1371 NM_000775 NP_000766 P51589 CP2J2_HUMAN 1 GCTCAGTCCTGGC 0.453

+ 8 1642_1643 uc001dbl.2_Intron NM_005012 NP_005003 Q01973 ROR1_HUMAN ical; (Potential). 19 GCCATTCCCCTGG 0.446

+ 9 3086 c001dbm.2_5'Flan NM_005012 NP_005003 Q01973 ROR1_HUMAN lasmic (Potential). 19 CTGGTGGAATGG 0.428

+ 3 1083 uc001dim.2_Silent NM_000959 NP_000950 P43088 PF2R_HUMAN cellular (Pote273*(1)|p.L296 6 AACATTGGAATAA 0.343

+ 9 1814 se_Mutation_p.E54 NM_012302 NP_036434 O95490 LPHN2_HUMANcellular (Potential). 9 GCCAATGAACTGG 0.403

+ 14 2810 .L877F|LPHN2_uc NM_012302 NP_036434 O95490 LPHN2_HUMAN Name=2; (Potential). 9 ATCAACCTTTTCA 0.378

- 5 1606 0ose.1_RNA|COL24 NM_152890 NP_690850 Q17RW2 COOA1_HUMAN ollagen-like 1. 5 GATTTCCATGTGG 0.393

+ 7 1377 9524_uc001dme.1 NM_012262 NP_036394 Q7LGA3 HS2ST_HUMANmenal (Potential). 1 CCCATGCCGTTCG 0.383

- 3 1761 CBL2_uc001dmr.2_ NM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. 0 AAGGGGGAAGCC 0.537

+ 3 573 P6_uc010ost.1_Int NM_198460 NP_940862 Q6ZN66 GBP6_HUMAN P (By similarity). 2 CCGAAGGTCTGG 0.507

- 3 2255 dnx.2_Intron|ZNF64 NM_201269 NP_958357 Q9H582 ZN644_HUMAN 3 TATGAGGAGAGCT 0.378

+ 6 614 w.1_Missense_Mu NM_003503 NP_003494 O00311 CDC7_HUMANProtein kinase. 5 CTCTTTCCTTTCA 0.294

+ 7 986 NM_173567 NP_775838 Q8IUS5 EPHX4_HUMAN 1 TCACATGGTGACC 0.413

- 18 2304 f.1_Missense_Mut NM_005665 NP_005656 O60447 EVI5_HUMAN es.|Interaction with AURKB a 2 GACATCGAACCAG 0.458

- 8 1144 otn.1_Missense_Mu NM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12 AGAAAGGCCTTAT 0.473

- 5 567 tn.1_Missense_Mu NM_000350 NP_000341 P78363 ABCA4_HUMAN Extracellular. 12 AGATATCCCTTAT 0.408

- 13 1775 RHGAP29_uc001d NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 TTTGTGGCCTTGA 0.373

- 5 516 PYD_uc001drw.2_M NM_000110 NP_000101 Q12882 DPYD_HUMAN 8 CCATTCCACAAGT 0.353

+ 7 775_776 NM_033055 NP_149044 Q96MC6 HIAT1_HUMAN Name=7; (Potential). 0 ACCTACCGGAGG 0.386

- 16 2055 ce|COL11A1_uc001 NM_001854 NP_001845 P12107 COBA1_HUMAN 12 GCCATACCCTTTT 0.353

- 8 1555 _p.E425K|COL11A NM_001854 NP_001845 P12107 COBA1_HUMAN nhelical regi p.F413V(1) 12 CTTGTTTCTGTAAT 0.328

+ 10 1702 561D1_uc001dxu. NM_153340 NP_699171 Q5T6C5 AT7L2_HUMAN 2 ACGGGGTGGAG 0.602 rs148343235

+ 1 1834 sense_Mutation_p. NM_022768 NP_073605 Q96T37 RBM15_HUMAN 3 CTGACTCTGATTG 0.567

- 11 1432 _p.S421F|OVGP1_ NM_002557 NP_002548 Q12889 OVGP1_HUMAN 5 CCAAGGGATACAG 0.502

- 2 571 ebv.1_Missense_M NM_004980 NP_004971 Q9UK17 KCND3_HUMAN lasmic (Potential). 3 GGCCGGGGCCAG 0.677

- 5 435 NM_005725 NP_005716 O60636 TSN2_HUMAN cellular (Potential). 0 CCTCTTCATACAT 0.403



+ 10 2007 whg.1_Missense_M NM_006699 NP_006690 O60476 MA1A2_HUMANmenal (Potential). 0 TGTAGGCTATAGA 0.353

- 19 2687 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 CTCATTCATTTTA 0.328

+ 6 915 hr.1_Missense_Mu NM_001005783 NP_001005783 Q9NYQ3 HAOX2_HUMAN xy acid dehydrogenase. 4 TATAGGGAAATGC 0.418

+ 10 4827 r.1_Missense_Muta NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 AAGGATCGGGGG 0.597

- 6 1182 jj.1_Missense_Mut NM_016361 NP_057445 Q9NPH0 PPA6_HUMAN 4 CAATGCCCATCCT 0.468

+ 12 1536 wkt.1_Missense_M NM_001102663 NP_001096133 0 CCTTCAGATTATC 0.483

- 19 2487_2488eww.2_Missense_M NM_030913 NP_112175 Q9H3T2 SEM6C_HUMAN lasmic (Potential). 2 ACCCTCCTTGGC 0.604

- 3 205 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN By similarity).|EF-hand 1. 0 TTTGGTCTCTGTT 0.433

- 3 8357 NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TGCCTGGAGCTG 0.592

- 3 2615 uc001ezv.2_5'Flank NM_002016 NP_002007 P20930 FILA_HUMAN Ser-rich. 16 TCTACCGATTGCT 0.592

- 3 3984 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 GTGGATCCTGACT 0.478

+ 2 175_176 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5 CAAGCCCCTTGT 0.574

+ 2 81 NM_005547 NP_005538 P07476 INVO_HUMAN 3 CCCTCTCCCCTGC 0.532

- 2 444 NM_005978 NP_005969 P29034 S10A2_HUMAN EF-hand 1. 1 GAAGTTCCTTCAT 0.577

- 2 1302 _p.L25F|KCNN3_u NM_002249 NP_002240 Q9UGI6 KCNN3_HUMANe=Segment S2; (Potential). 1 CCAAAAGGATGAT 0.542

+ 9 2666_26671fkq.2_Missense_M NM_001105203 NP_001098673 Q9BVN2 RUSC1_HUMAN 2 TGCCCCCGACAG 0.579

- 3 4601 .S1374F|ASH1L_u NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 GTACTAGAAAGAG 0.438

+ 2 789 T11_uc010pgq.1_In NM_152280 NP_689493 Q9BT88 SYT11_HUMAN mic (Potential).|C2 1. 2 CTGGTGGTGACA 0.532

+ 1 568 NM_181885 NP_871001 Q8TDU9 RL3R2_HUMAN cellular (Potential). 0 GTGGAGGGTGAG 0.662

- 22 2597 NM_178229 NP_839943 Q86VI3 IQGA3_HUMAN IQ 4. 6 AATATCCTGTAGT 0.542

+ 3 939 qb.2_Missense_Mu NM_005973 NP_005964 Q92733 PRCC_HUMAN 27 ACTAAGCCCTCCA 0.562

+ 20 2628 fqk.1_Splice_Site_ NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN 3 CTCTTAGGTTCCA 0.642

- 5 921 _p.H270Y|FCRL1_ NM_052938 NP_443170 Q96LA6 FCRL1_HUMAN 3.|Extracellular (Potential). 7 CAGAATGTTCTTC 0.557

+ 2 446 1C_uc001frv.2_5'F NM_001765 NP_001756 P29017 CD1C_HUMAN cellular (Potential). 4 CTGGACGAGTTGC 0.498

- 1 509 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMANcellular (Potential). 1 TGATTCGAACCAC 0.483

- 1 122 NM_001005279 NP_001005279 Q8NGY2 OR6K2_HUMAN Name=1; (Potential). 1 AGGTTTCCAACAA 0.428

+ 1 1024_1025 NM_001005184 NP_001005184 Q8NGW6 OR6K6_HUMAN lasmic (Potential). 1 GGGCTGGGAAAT 0.416

+ 4 814 _p.S181F|PYHIN1_ NM_152501 NP_689714 Q6K0P9 IFIX_HUMAN 4 ACACTTCCTCAAC 0.502

+ 5 1113 e_Mutation_p.P169 NM_005531 NP_005522 Q16666 IF16_HUMAN 1 CATCTCCCAAGAC 0.532

+ 1 149 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMAN Name=1; (Potential). 1 TAACCTTAGCAGG 0.433

+ 1 568 uc001fts.3_Intron NM_012351 NP_036483 P30954 O10J1_HUMAN cellular (Potential). 1 TTCTGTGACATCC 0.493

+ 9 1221 L6_uc009wsz.1_S NM_001004310 NP_001004310 Q6DN72 FCRL6_HUMAN 3 GAAAGGTGAGCT 0.542

+ 16 2249 _p.G706E|ATP1A2_ NM_000702 NP_000693 P50993 AT1A2_HUMAN lasmic (Potential). 7 TCCAGGGAGCCAT 0.612

+ 6 1150 P1A4_uc001fvf.3_R NM_144699 NP_653300 Q13733 AT1A4_HUMAN lasmic (Potential). 4 ACAACTCATCCTT 0.498

+ 11 1467 289F|NDUFS2_uc0 NM_004550 NP_004541 O75306 NDUS2_HUMAN 1 GCCAGTCCCTGA 0.522

+ 9 1469 e_Mutation_p.G321 NM_002585 NP_002576 P40424 PBX1_HUMAN 5 ATGGAGGTTGGCA 0.458

- 10 1553 _p.G389E|ALDH9A NM_000696 NP_000687 P49189 AL9A1_HUMAN 0 TTATATCCACCAA 0.448

+ 4 236 ense_Mutation_p.G NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 CCAATGGTCTGGA 0.428

- 19 2651 0plj.1_Missense_M NM_018417 NP_060887 Q96PN6 ADCYA_HUMAN 3 CACTATGGAGAGT 0.373

- 13 3234 NM_000130 NP_000121 P12259 FA5_HUMAN B. 6 TTTTTTCGTGTCT 0.408

- 14 2413 ELP_uc009wvr.2_M NM_003005 NP_002996 P16109 LYAM3_HUMAN ical; (Potential). 4 AGACCTATCGTAG 0.443

- 2 399 nk|C1orf112_uc00 NM_033418 NP_219486 O95568 MET18_HUMAN 0 CTTCTCCTTTTTG 0.423

+ 6 799 mb.1_Missense_Mu NM_001002294 NP_001002294 P31513 FMO3_HUMAN 1 GGTTATCCTTGGG 0.463

- 2 693_694 _p.P205S|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11 CAGCGGGCAGTA 0.589

- 1 97 on_p.E6K|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN 11 CTGTTTCCCCATC 0.532

+ 8 4135 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 GAAAACAAGGAG 0.552

+ 19 2275 orf125_uc001gmp. NM_144696 NP_653297 Q5T1B0 AXDN1_HUMAN 0 TTTAATGATACCC 0.368



+ 24 5501 wxl.2_Missense_Mu NM_014810 NP_055625 Q5VT06 CE350_HUMAN 4 CCGTGAAAAGGCC 0.393

+ 14 2207 xn.2_Missense_Mu NM_004736 NP_004727 Q9UBH6 XPR1_HUMAN lasmic (Potential). 0 GCCGGCCTCGCC 0.463

+ 18 2323 wxs.2_Missense_M NM_000721 NP_000712 Q15878 CAC1E_HUMAN ic (Potential).|Poly-Glu. 6 GAGGAAGAAGAG 0.552

+ 7 1086 e_Mutation_p.L258 NM_005562 NP_005553 Q13753 LAMC2_HUMANminin IV type A. 3 AAATTTCTTGGGA 0.463

+ 7 1118 e_Mutation_p.S268 NM_005562 NP_005553 Q13753 LAMC2_HUMANminin IV type A. 3 TCAAAGCCTGTCC 0.478

- 2 1272 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 GCCTTCCAAGGTC 0.438

- 8 1150 wyh.1_Nonsense_M NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4 TTCTTTGAGTTCA 0.418

- 3 381 _Site_p.P63_splice NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN 4 TGGTGGCTTAAAG 0.343

+ 15 1785 0pos.1_Splice_Site NM_024420 NP_077734 P47712 PA24A_HUMAN 3 TTTTAAGATCCTG 0.308

- 6 1055 pot.1_Missense_Mu NM_199051 NP_950252 Q76B58 FAM5C_HUMAN 5 CATTTTCCTTGCA 0.448

+ 7 1202 w.2_Missense_Mut NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 5. 6 GATGTACCTGTAA 0.358

+ 2 345 R1_uc001gtm.2_In NM_002113 NP_002104 Q03591 FHR1_HUMAN Sushi 1. 0 AGGATGGTCACCA 0.388

+ 7 2615 B1_uc010ppb.1_In NM_201253 NP_957705 P82279 CRUM1_HUMANPotential).|Laminin G-like 2. 9 AAAAGGGAGATGT 0.373

- 2 1445 14_uc010ppj.1_5'U NM_014875 NP_055690 Q15058 KIF14_HUMAN ed for PRC1-binding. 7 CTTCGGGAAGAAT 0.383

- 2 1443 14_uc010ppj.1_5'U NM_014875 NP_055690 Q15058 KIF14_HUMAN ed for PRC1-binding. 7 TCGGGAAGAATTG 0.383

- 7 1202_1203 NM_000069 NP_000060 Q13698 CAC1S_HUMANe=S6 of repeat I; (Potential) 5 GTTGAGGATGAA 0.401

- 5 176 NNI1_uc001gwp.2 NM_003281 NP_003272 P19237 TNNI1_HUMAN ed in binding TNC. 0 CAGCATTCCTTGG 0.667

- 2 75 A|TNNI1_uc001gwp NM_003281 NP_003272 P19237 TNNI1_HUMAN 0 ACAGCACCTAGGG 0.592

+ 17 1630 R6_uc009xab.2_R NM_001017403 NP_001017403 Q9HBX8 LGR6_HUMAN cellular (Potential). 10 AGTGTCCAGTGTA 0.562

+ 17 2530 01gyb.1_Nonsense NM_002481 NP_002472 O60237 MYPT2_HUMAN 3 TCCATCCGAGAGA 0.463

- 4 472 zk.1_5'Flank|CHI3L NM_001276 NP_001267 P36222 CH3L1_HUMAN 1 ACCCAAAGTTCCA 0.552

+ 15 1488 _p.R362I|PFKFB2_ NM_001018053 NP_001018063 O60825 F262_HUMAN 1 TGCGCAGACGCC 0.527

+ 4 519 p.P130L|C4BPB_uc NM_001017365 NP_001017365 P20851 C4BPB_HUMAN Sushi 2. 1 CACCTCCCTTTCC 0.453

+ 3 208 hhk.2_Missense_M NM_181755 NP_861420 P28845 DHI1_HUMAN menal (Potential). 1 TCCAAGGAAAGAA 0.517

- 8 1706_1707hic.2_Missense_Mu NM_172362 NP_758872 O95259 KCNH1_HUMAN lasmic (Potential). 5 TCTCATGGTATCTG 0.465

+ 8 862 TD3_uc010pub.1_M NM_016121 NP_057205 Q9Y597 KCTD3_HUMAN 3 CTAATAGTAGCTG 0.323

- 63 13471 NM_206933 NP_996816 O75445 USH2A_HUMAN ential).|Fibronectin type-III 2 26 GATCTGGAGGGCT 0.478

- 27 3982 NM_004446 NP_004437 P07814 SYEP_HUMAN 2 TCCTCCCTAAAAT 0.318

- 6 812 p.Y208C|TAF1A_u NM_139352 NP_647603 Q15573 TAF1A_HUMAN 0 GCATTGTAAGCAT 0.333

+ 4 979 a.1_Missense_Mut NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN cellular (Potential). 5 CAAGAAGACTTTG 0.388

+ 8 2803 NM_032890 NP_116279 Q96F81 DISP1_HUMAN 0 GAGATTTTTGAAC 0.483

- 2 879 w.1_5'UTR|SUSD4_ NM_017982 NP_060452 Q5VX71 SUSD4_HUMAN xtracellular (Potential). 0 TGAAATCGGGCTA 0.517

- 33 5691 _p.P1555L|CDC42B NM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11 ACCATGGGCAGAT 0.383

+ 39 10431 p.E3463K|OBSCN_NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN Ig-like 35. 28 GCCGTGGAAGGG 0.582

- 7 2451 1L2_uc001hvf.2_5' NM_020808 NP_065859 Q9P2F8 SI1L2_HUMAN Rap-GAP. 6 CTTTGGGAATCGG 0.408

+ 2 1201 hvs.1_Missense_M NM_032435 NP_115811 Q5TCX8 M3KL4_HUMANProtein kinase. 8 GCCCCCGAAGTG 0.473

- 7 917 NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 GACATATTATCATG 0.308

+ 5 3190 ye.1_Missense_Mu NM_020066 NP_064450 Q9NZ56 FMN2_HUMAN Pro-rich.|FH1. 12 CCCCCTCCTCCCC 0.711

- 4 1221 cf.2_Missense_Mu NM_024804 NP_079080 Q96BR6 ZN669_HUMAN C2H2-type 6. 0 GGTAACGAAGGGA 0.408

+ 1 784 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 CCTGAAGCCGGCC 0.517

+ 3 423 pzb.1_Missense_M NM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMAN lasmic (Potential). 3 CGGCTGGACCCC 0.592

+ 1 124 2L13_uc001ids.2_In NM_001004686 NP_001004686 Q8NH16 OR2L2_HUMAN cellular (Potential). 3 TCAACTGATTTCA 0.328

+ 1 519 NM_001004689 NP_001004689 Q8NG83 OR2M3_HUMANcellular (Potential). 2 TCGGGAAATAGCC 0.423

- 1 785 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMAN cellular (Potential). 2 CTATGGGATTTGG 0.478

- 1 166 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMAN Name=2; (Potential). 2 ACATGGGCGTGTG 0.522

- 1 136 NM_001004734 NP_001004734 A6ND48 O14I1_HUMAN Name=1; (Potential). 0 TGATGACTGCAAT 0.507

+ 12 1266 PBP4_uc010qad.1 NM_012341 NP_036473 Q9BZE4 NOG1_HUMAN 2 CAGGAACGAGATC 0.388



- 6 750 .V165_splice|AKR1 NM_205845 NP_995317 P52895 AK1C2_HUMAN 0 CCACCTGCAGAC 0.373

+ 15 4299 1iik.2_Missense_M NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 GCATTTCGTCAGG 0.438

- 2 365 n_p.G69E|IL2RA_u NM_000417 NP_000408 P01589 IL2RA_HUMAN xtracellular (Potential). 2 GAGTTTCCTGTAC 0.463

+ 4 394 NM_002216 NP_002207 P19823 ITIH2_HUMAN VIT. 3 AAAGTCCAGTCTA 0.413

+ 6 662 qbc.1_Missense_M NM_001001973 NP_001001973 P36542 ATPG_HUMAN 0 TCATCTCCTATAA 0.299

- 44 6813 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 16. 19 CCGGTGGAGCC 0.458

+ 5 1208 se_Mutation_p.R14 NM_032812 NP_116201 Q6UX71 PXDC2_HUMANcellular (Potential). 4 GTACATCGAATGC 0.333

- 4 617 NM_213569 NP_998734 O76041 NEBL_HUMAN 2 AAATCTCTTTTGT 0.488

+ 21 5758 6N|KIAA1217_uc0 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 TAAGAAATCTGGT 0.507

- 10 2925 ense_Mutation_p.P NM_020824 NP_065875 Q5T5U3 RHG21_HUMAN 8 ATGCTAGGGCTAG 0.393

+ 3 2284 KUR_uc001ish.1_In NM_024838 NP_079114 Q8IYQ7 THNS1_HUMAN 1 CAGATAGGGTGCA 0.418

+ 16 2118 q.2_Missense_Mu NM_001134366 NP_001127838 Q05329 DCE2_HUMAN 2 ATGATGGAGTATG 0.502

- 1 317_318 NM_001034842 NP_001030014 Q3KNS1 PTHD3_HUMAN 4 GCAGGGGTGCAT 0.703

- 19 3079 qdt.1_Missense_M NM_018076 NP_060546 Q5T2S8 ARMC4_HUMAN ARM 10. 6 TTATCGGCGTCTT 0.468

+ 10 1179_1180se_Mutation_p.P21 NM_024688 NP_078964 Q9H943 CJ068_HUMAN 3 GCGTTTCCTTTAGA 0.322

+ 5 869 33A_uc010qev.1_M NM_006974 NP_008905 Q06730 ZN33A_HUMAN 3 GAAAAGGCAGTAT 0.383

- 5 2139 NF33B_uc001jag.1 NM_006955 NP_008886 Q06732 ZN33B_HUMANC2H2-type 13. 0 TTCACACAGAAAG 0.393

- 11 1408 1jao.1_Missense_ NM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0 GGGCGCCGTGAG 0.567

- 9 1041 01jao.1_Missense_ NM_145313 NP_660356 Q8N9B8 RGF1A_HUMAN Ras-GEF. 0 GAGGTTCATGCCA 0.607

- 5 901_902 T15_uc001jeb.2_M NM_031912 NP_114118 Q9BQS2 SYT15_HUMAN lasmic (Potential). 0 TCAAGGGGAAGA 0.604

- 17 2334 _p.D711N|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN 1 GAGAGTCCCAGG 0.577

- 6 757 NM_001080520 NP_001073989 A6NNA5 DRGX_HUMAN 0 TCTTTTCCTGGCT 0.672

+ 1 1416 _5'Flank|CHAT_uc NM_003055 NP_003046 Q16572 VACHT_HUMAN ical; (Potential). 2 GAGTGGGAGATGG 0.657

+ 3 278 .1_3'UTR|C10orf53 NM_001042427 NP_001035892 Q8N6V4 CJ053_HUMAN 0 CCCTAGGAGGCGA 0.438

+ 1 475 NM_001077665 NP_001071133 Q5VW22 AGAP6_HUMAN p.P26L(1) 1 TGTGTCCCTCTGA 0.597 rs148430930

- 2 200 xos.2_Missense_M NM_019893 NP_063946 Q9NR71 ASAH2_HUMANmenal (Potential). 0 GCTGTGGAGCGTT 0.507

- 1 929 KG1_uc001jjn.2_In NM_015235 NP_056050 Q9H0L4 CSTFT_HUMAN Gly-rich. 1 GGCCAACCCCTG 0.592

- 27 3967 se_Mutation_p.G11 NM_033056 NP_149045 Q96QU1 PCD15_HUMAN .|Extracellular (Potential). 13 TCTTTTCCCTCTT 0.368

- 18 2368 _p.Q720K|ANK3_u NM_020987 NP_066267 Q12955 ANK3_HUMAN 19 TTGTCTGGGCGTC 0.498

+ 10 2161 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 ATGGCTCCCCACC 0.537

+ 2 1062 jmx.3_Intron|CTNN NM_178011 NP_821079 Q86VH5 LRRT3_HUMANular (Potential).|LRR 5. 3 TGAGAACCATCCC 0.488

- 7 1129 _p.R336C|CTNNA3 NM_001127384 NP_001120856 Q9UI47 CTNA3_HUMAN Potential. p.R336C(1) 8 CCTGGCGAATGG 0.512

+ 10 1997 rp.2_Missense_Mu NM_170744 NP_734465 Q8IZJ1 UNC5B_HUMAN lasmic (Potential). 3 GCCCGGGACACC 0.687

+ 7 883 ense_Mutation_p.E NM_138357 NP_612366 Q8NE86 MCU_HUMAN drial matrix (Potential). 0 TTTTAGGAATATG 0.328

- 18 3886 p.S378F|USP54_u NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 GTATGGGAATCAT 0.473

- 12 2202 G5_uc009xru.1_R NM_004747 NP_004738 Q8TDM6 DLG5_HUMAN PDZ 2. 8 CCCAGGGACTTCC 0.607

- 8 1022 L1P_uc001kbf.2_In NM_003019 NP_003010 P35247 SFTPD_HUMAN C-type lectin. 1 CTGTGGGGTAGGT 0.567

- 5 788 NM_000429 NP_000420 Q00266 METK1_HUMAN 0 AGTCAGGCCGCA 0.552

+ 3 371 1kce.3_Missense_M NM_032333 NP_115709 Q9BRX8 CJ058_HUMAN 0 CTATGGGAAAAAA 0.483

- 6 1427 n_p.E77K|MMRN2_ NM_024756 NP_079032 Q9H8L6 MMRN2_HUMAN Potential. 1 GCTCCTCCACCTG 0.587

+ 5 561 AF1_uc009xua.1_R NM_003972 NP_003963 O14981 BTAF1_HUMAN 3 CTTGGCCTTAATA 0.373

- 29 3143 e_Mutation_p.S994 NM_013451 NP_038479 Q9NZM1 MYOF_HUMAN lasmic (Potential). 4 ACCCAGGATTTGG 0.478

+ 6 867 kiq.3_Missense_Mu NM_001127182 NP_001120654 Q53EZ4 CEP55_HUMAN ction with TSG101. 0 GGTTATCTTCAAG 0.328

+ 8 1623 GI1_uc001kjd.3_Intr NM_005097 NP_005088 O95970 LGI1_HUMAN EAR 5. 4 TAACATGGAGGAT 0.423

- 1 1509_1510 NR_002319 0 TGCCACCCATATG 0.515

- 12 1599 _p.G296E|TCTN3_u NM_015631 NP_056446 Q6NUS6 TECT3_HUMAN cellular (Potential). 0 GGCCTTCCATGAA 0.488

- 15 2202 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3 TGAAGGGAGATCC 0.517



- 15 2141 NM_012465 NP_036597 Q9Y6L7 TLL2_HUMAN CUB 3. 3 GATACTCCTTCGG 0.527

+ 3 2251 nse_Mutation_p.Q7 NM_021830 NP_068602 Q96RR1 PEO1_HUMAN SF4 helicase. 1 CACGAGCAGCTG 0.498

+ 6 1553 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1 GTTCTTCCGTGGC 0.647

+ 10 1206 BP2_uc010qrz.1_R NM_004132 NP_004123 Q14520 HABP2_HUMANPeptidase S1. 3 TAAAAACCAGACA 0.303

+ 5 1158 se_Mutation_p.H25 NM_207303 NP_997186 Q5VV63 ATRN1_HUMANcellular (Potential). 7 CCAGATCACGGTT 0.403

+ 20 3630_3631se_Mutation_p.G21 NM_207303 NP_997186 Q5VV63 ATRN1_HUMAN e 2.|Extracellular (Potential 7 ACTAAAGGAATAAA 0.322

+ 11 1417 NM_001011709 NP_001011709 Q17RR3 LIPR3_HUMAN PLAT. 1 TGATAAATACATC 0.308

+ 4 5563 se_Mutation_p.V1 NM_206862 NP_996744 O95359 TACC2_HUMAN 10 TTCTCCGTTGTGG 0.602

+ 52 6662 185_splice|DMBT1 NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN 7 CTCCTAGGCAGAC 0.522

- 8 1756 p.G194E|CUZD1_ NM_022034 NP_071317 Q86UP6 CUZD1_HUMAN llular (Potential).|ZP. 2 TAGTGTCCAAATA 0.363

- 4 1649 _p.H379L|CHST15_ NM_015892 NP_056976 Q7LFX5 CHSTF_HUMANmenal (Potential). 1 AAGGCGTGGATGA 0.527

- 1 709 n_p.E66K|CHST15_ NM_015892 NP_056976 Q7LFX5 CHSTF_HUMAN lasmic (Potential). 1 AGTTTTCGTTCCC 0.463

+ 3 354 CP2_uc001lmh.1_Intron|ZNF511_uc001lmj.1_Missense Q8NB15 ZN511_HUMAN C2H2-type 2. 0 TTTGCTCCTTTTG 0.617

+ 16 983 uq.3_Nonsense_M NM_006757 NP_006748 P45378 TNNT3_HUMAN 1 GCGCTGGAAGTAG 0.647

- 20 3005 p.N999S|TRPM5_u NM_014555 NP_055370 Q9NZQ8 TRPM5_HUMAN lasmic (Potential). 4 ATCAGGTTGTAGC 0.642

- 6 1908 5_uc010qxr.1_Mis NM_001130520 NP_001123992 O14628 ZN195_HUMAN 0 TTGTAGGGTTTCT 0.398

- 7 975 NM_003141 NP_003132 P19474 RO52_HUMAN B30.2/SPRY. 4 TGATGTGGACTGC 0.532

+ 1 919_920 NM_001005172 NP_001005172 Q8NGK3 O52K2_HUMAN lasmic (Potential). 2 ATCTTGGGAGTAT 0.485

+ 2 665 NM_152430 NP_689643 Q8TCB6 O51E1_HUMAN cellular (Potential). 4 GCCGCTCCAATAT 0.537 rs148260821

+ 2 797 NM_152430 NP_689643 Q8TCB6 O51E1_HUMAN Name=5; (Potential). 4 TCATCTCCTTCTC 0.498

- 2 909 NM_030774 NP_110401 Q9H255 O51E2_HUMAN lasmic (Potential). 5 ACCGTTCGTATTA 0.488

- 2 554 NM_030774 NP_110401 Q9H255 O51E2_HUMAN Name=3; (Potential). 5 GGGCATGAATAAA 0.517

- 1 1163 NM_001005177 NP_001005177 Q8NGF1 O52R1_HUMAN lasmic (Potential). 1 CAACATCCTTGGA 0.448

+ 1 406 NM_001004753 NP_001004753 Q8NH61 O51F2_HUMAN lasmic (Potential). 2 TTTGATCGTTTTG 0.463

+ 1 478 NM_001001916 NP_001001916 Q8NH60 O52J3_HUMAN Name=4; (Potential). 3 ACACTTCCCATGG 0.468

- 2 649 BG2_uc001maj.1_ NM_000559 NP_000550 P69892 HBG2_HUMAN p.S71F(1) 1 CCCAAGGAAGTCA 0.532 rs151258456

- 1 778 .1_Intron|HBE1_uc NM_001005567 NP_001005567 Q9H339 O51B5_HUMAN cellular (Potential). 1 AACGATGAATCAG 0.428

- 1 758 .1_Intron|TRIM22_ NM_001001913 NP_001001913 Q8NH53 O52N1_HUMAN Name=6; (Potential). 1 ACATAGGTGAGG 0.443

- 1 685 NM_001004052 NP_001004052 Q96RD2 O52B2_HUMAN lasmic (Potential). 0 GCAAACGAAACA 0.478

- 1 25 NM_001004490 NP_001004490 A6NM03 O2AG2_HUMANcellular (Potential). 4 CGCTTCCCAAGGT 0.438

+ 8 2899 NM_176822 NP_789792 Q86W24 NAL14_HUMAN LRR 5. 8 ATGGTGGAGTAAA 0.413

+ 9 3096 NM_176822 NP_789792 Q86W24 NAL14_HUMAN 8 GTCTTTCGGCATC 0.428

- 18 2326 ygf.2_Missense_Mu NM_001418 NP_001409 P78344 IF4G2_HUMAN MI. 2 CCAAAGGGATGTC 0.428

- 8 643 0rcu.1_Missense_M NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN PH. 3 GCAAGGGGATGC 0.537

- 5 759 cy.1_Missense_Mu NM_000352 NP_000343 Q09428 ABCC8_HUMANasmic (By similarity). 1 CAGGTCTTGCAGG 0.567

- 2 699 NM_054030 NP_473371 Q96LB1 MRGX2_HUMANName=5; (Potential). 1 AGCAGGGCCAGA 0.532

+ 16 4397 on_p.V409M|NAV2 NM_145117 NP_660093 Q8IVL1 NAV2_HUMAN 6 AATTCGGTGGTCA 0.527

+ 16 1740 s.1_Missense_Mu NM_031418 NP_113606 Q9BYT9 ANO3_HUMAN lasmic (Potential). 4 TCACGGGAAAACC 0.398

- 6 825 _p.E189K|ELF5_u NM_198381 NP_938195 Q9UKW6 ELF5_HUMAN ETS. 1 CTTGTTCCCTATC 0.428

+ 9 1219_1220 R5L_uc009ykk.2_MNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1 GGAGGGGGAAGC 0.629

+ 9 1326 R5L_uc009ykk.2_MNM_001160167 NP_001153639 Q6MZQ0 PRR5L_HUMAN 1 GCCTGGGGGAG 0.662

+ 2 1109 G1_uc001mwt.2_R NM_000448 NP_000439 P15918 RAG1_HUMAN RING-type. 5 TATTGTCCCTCTT 0.498

+ 8 898 18_uc001myg.2_In NM_130783 NP_570139 Q96SJ8 TSN18_HUMAN lasmic (Potential). 0 TCCGGGGCATCCA 0.597

+ 8 1667 NM_020229 NP_064614 Q9NQV5 PRD11_HUMAN 1 CTGAGCCCCCCG 0.522

- 2 376 13_uc009yku.1_5' NM_020826 NP_065877 Q7L8C5 SYT13_HUMAN lasmic (Potential). 1 TGGGTCCATAGAT 0.532

+ 10 1417 e_Mutation_p.A436 NM_152312 NP_689525 Q8N3Y3 LARG2_HUMANmenal (Potential). 3 CTTGTGGCCCAGC 0.637

+ 9 1764 n.1_Missense_Mut NM_003682 NP_003673 Q8WXG6 MADD_HUMAN dDENN. 11 TTTCAAGCTGGCT 0.557



- 18 2705 BL2_uc001ngf.2_R NM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2 TACCTGGAGCTGG 0.458

- 10 1739 nse_Mutation_p.E5 NM_024783 NP_079059 Q5U5Z8 CBPC2_HUMAN 2 TTTCTTCAAGAAG 0.383

+ 3 491 ngo.3_Missense_M NM_002843 NP_002834 Q12913 PTPRJ_HUMAN cellular (Potential). 8 CCTGACCCTTCAG 0.423

+ 1 520 NM_001004726 NP_001004726 Q8NH49 OR4X1_HUMANcellular (Potential). 3 ATGGACCACTACT 0.567

- 1 358 NM_001005272 NP_001005272 Q8NH83 OR4A5_HUMAN lasmic (Potential). 3 CATAGCGATCACA 0.468 rs141762692

- 1 844 NM_001004700 NP_001004700 Q6IEV9 OR4CB_HUMAN Name=7; (Potential). 1 TGAGTGGATTGAG 0.413

+ 1 656 NM_001004735 NP_001004735 Q8NGL3 OR5DE_HUMAN Name=5; (Potential). 3 TCACTTCCTATGT 0.478

+ 1 823 NM_001001921 NP_001001921 Q8N127 O5AS1_HUMAN Name=7; (Potential). 5 GTGGTGGCAGTG 0.383

+ 1 545 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 ACACTTCCCCAAT 0.398

+ 1 586 NM_001005200 NP_001005200 Q8N162 OR8H2_HUMANcellular (Potential). 2 AACACCGAAATCC 0.388

- 1 767 NM_001005199 NP_001005199 Q8NGG4 OR8H1_HUMAN Name=6; (Potential). 3 TAAGTAAAAATCA 0.358

+ 1 797 NM_001005202 NP_001005202 Q8NH51 OR8K3_HUMANcellular (Potential). 4 GTCATTCCTTTGA 0.423

+ 1 364 NM_001004730 NP_001004730 Q8NGP9 O5AR1_HUMAN lasmic (Potential). 0 TATGGTCGTTTTG 0.512

+ 1 898 NM_001004458 NP_001004458 Q8NH92 OR1S1_HUMAN Name=7; (Potential). 1 ATAAACCCCTTCA 0.453

- 5 515 ymq.2_Missense_M NM_145016 NP_659453 Q8WU03 GLYL2_HUMAN 2 GGTTTTCATGTAA 0.388

- 2 778 NM_000738 NP_000729 P11229 ACM1_HUMAN lasmic (Potential). 0 GTCACGGAGAAG 0.632

+ 9 1764 2A9_uc001nwx.2_ NM_080866 NP_543142 Q8IVM8 S22A9_HUMAN ical; (Potential). 3 TGCCCTGGATCA 0.502

+ 2 1075 NM_006779 NP_006770 O14613 BORG1_HUMAN 0 CAGATCCCCACAT 0.657

+ 16 1991 NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3 AAAATCCCTGGGC 0.498

- 16 3206_3207 NM_006946 NP_008877 O15020 SPTN2_HUMAN Spectrin 7. 4 CAGCCGGTCTGC 0.688

- 2 313 NM_005995 NP_005986 O75333 TBX10_HUMAN T-box. 0 TTCCTCCCACAGA 0.642

- 13 1707_1708 e_Mutation_p.P51 NM_001876 NP_001867 P50416 CPT1A_HUMAN lasmic (Potential). 2 GGTACGGAATGT 0.495 rs146533704

+ 1 284_285 NM_005553 NP_005544 P26371 KRA59_HUMAN 0 GTGGAGGCTGTG 0.639

- 3 477 uq.1_Missense_Mu NM_003355 NP_003346 P55851 UCP2_HUMAN Solcar 1. 0 CCAGAGGAAAGGT 0.542

- 10 1584 NM_173582 NP_775853 Q6PCE3 PGM2L_HUMAN 1 CAAAAAGGACTTC 0.323

- 6 1172 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 6. 0 CCCGCCCGCCAA 0.597

+ 1 470_471 p.2_Intron|CAPN5_ NM_006189 NP_006180 P47874 OMP_HUMAN 0 GGCCTCCGTGGT 0.604 rs2233550

+ 32 4557 se_Mutation_p.E14 NM_000260 NP_000251 Q13402 MYO7A_HUMAN FERM 1. 4 ACGCTGGAGAAGT 0.592

- 14 1892 pak.2_Missense_M NM_001364 NP_001355 Q15700 DLG2_HUMAN 6 CGCAGGGATCCGG 0.473

- 3 1252 m.2_Missense_Mu NM_001143831 NP_001137303 P41594 GRM5_HUMAN cellular (Potential). 9 GGGTTTCGGTGG 0.458

+ 1 699 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN |Extracellular (Potential). 5 AGGTATGATCTGG 0.388

+ 1 1525 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN |Extracellular (Potential). 5 AAGGAGAAAATGG 0.388

+ 15 10153 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN (Potential).|Cadherin 31. 5 ATTTTTCCATTGT 0.408

+ 4 467 TN5_uc001pfz.2_M NM_014361 NP_055176 O94779 CNTN5_HUMAN 8 CATCTTCATCTCT 0.398

+ 5 777 KIAA1377_uc010ru NM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4 TTCACAGAGCTAT 0.318

+ 6 2075 0run.1_Missense_M NM_020802 NP_065853 Q9P2H0 K1377_HUMAN 4 AGTTTGGAAATCA 0.294

- 4 679 1_uc010ruv.1_Miss NM_002421 NP_002412 P03956 MMP1_HUMAN etalloprotease. 4 AGATTTCCTCCAG 0.438

- 2 326 NM_002427 NP_002418 P45452 MMP13_HUMAN switch (By s p.D100N(1) 3 CCACATCAGGAAC 0.408 rs148152034

+ 26 4091 e_Mutation_p.P131 NM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANm (By similarity). 0 GATTCTCCTTATTA 0.338

- 7 1453 hp.2_Missense_M NM_025208 NP_079484 Q9GZP0 PDGFD_HUMAN 2 TACAATCACATCG 0.458 rs146343067

- 6 4283 z.1_Missense_Mut NM_015065 NP_055880 Q8NEV8 EXPH5_HUMAN 5 GTTTCACTTTGCA 0.348

+ 2 348 .1_5'Flank|HSPB2 NM_001541 NP_001532 Q16082 HSPB2_HUMAN 3 TTACCCCAGACGA 0.657

+ 3 434 se_Mutation_p.P13 NM_207343 NP_997226 Q8ND24 RN214_HUMAN 0 TCCATCCAGTCAC 0.542

- 32 5563 NM_020693 NP_065744 Q8TD84 DSCL1_HUMAN lasmic (Potential). 8 TTCCTTCCTTTGT 0.597

+ 8 1012 e_Mutation_p.L216 NM_019894 NP_063947 Q9NRS4 TMPS4_HUMAN (Potential).|Peptidase S1. 2 TGGGTCCTCACGG 0.612

+ 7 3865 1281L|MLL_uc001 NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 CTGGGCCTGAAT 0.582

+ 7 1215 t.2_Missense_Muta NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 CCTGCCCGTTCCT 0.637



+ 7 1737 462S|PHLDB1_uc NM_015157 NP_055972 Q86UU1 PHLB1_HUMAN 0 TTAAGTCCATCTC 0.652

+ 8 2200 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10 CCCTCCGAGTTCT 0.617

+ 9 2429 NM_005422 NP_005413 O75443 TECTA_HUMAN VWFD 2. 10 TTTATCGAAACAA 0.433

+ 45 6148 _p.S869L|SORL1_ NM_003105 NP_003096 Q92673 SORL_HUMAN tential).|Fibronectin type-III 15 CAGTTTCATTATC 0.249

- 9 1972 yp.2_Missense_M NM_006597 NP_006588 P11142 HSP7C_HUMAN 8 CAGAGGGAGGAG 0.512

+ 10 1374 MD1B_uc010rzx.1_ NM_020716 NP_065767 Q3KR37 GRM1B_HUMAN 1 GACATCCCCACTG 0.498

- 1 899 NM_001005188 NP_001005188 Q8NH79 OR6X1_HUMAN lasmic (Potential). 3 GCCTTTCTTAAGG 0.388

+ 1 47 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMANcellular (Potential). 1 TACTGGGGCTCTC 0.418

+ 1 86 NM_001001965 NP_001001965 Q8NGN0 OR4D5_HUMAN Name=1; (Potential). 1 TCTTCACTGTTTT 0.458

+ 3 237 n_p.L10F|VWA5A_ NM_001130142 NP_001123614 O00534 VMA5A_HUMAN VIT. 2 CTCACCCTCCACC 0.448

+ 18 2427 pzt.2_Missense_Mu NM_001130142 NP_001123614 O00534 VMA5A_HUMAN 2 GGTAAGGACTTGA 0.562

- 1 10 NM_001002917 NP_001002917 Q8WZ84 OR8D1_HUMANcellular (Potential). 3 AATTTTCCATGGT 0.413

+ 5 481_482 NM_017425 NP_059121 Q15506 SP17_HUMAN IQ. 0 GAAGAGGTTGCT 0.391

+ 13 1404 0sav.1_Missense_ NM_001145290 NP_001138762 Q8TED4 SPX2_HUMAN 2 GCCAGGACGGG 0.622

+ 7 1601 n_p.P324S|NTM_uc NM_016522 NP_057606 Q9P121 NTRI_HUMAN 6 ACAGGTCCAGGCG 0.597

- 1 122 NM_174927 NP_777587 Q7Z5L4 SPT19_HUMAN 0 GAACTGGTTATTG 0.433

- 11 1543 on_p.G334R|SLC6 NM_003044 NP_003035 P48065 S6A12_HUMAN Name=7; (Potential). 1 CAAACCCAGCCAC 0.502

+ 5 1465_1466 1_Intron|LRTM2_u NM_001039029 NP_001034118 Q8N967 LRTM2_HUMAN xtracellular (Potential). 1 TGTAGGGGGACG 0.589

+ 8 1447 NA1C_uc001qkn.2_ NM_199460 NP_955630 Q13936 CAC1C_HUMANacellular (Potential). 11 AGGAAGGGACTGG 0.517

+ 2 210_211 see.1_Missense_M NR_027363 0 AAAGCCCCGCTG 0.559

+ 4 290 _p.L159F|DYRK4_ NM_003845 NP_003836 Q9NR20 DYRK4_HUMAN 3 CTAAAGCTTTTTA 0.517

+ 1 1383 NM_002235 NP_002226 P17658 KCNA6_HUMAN 3 GGCCGGCCAGG 0.617

+ 1 615 nk.3_Missense_Mu NM_002527 NP_002518 P20783 NTF3_HUMAN 1 CTGGGGGAGATC 0.522

- 21 2228 NM_020373 NP_065106 Q9NQ90 ANO2_HUMAN cellular (Potential). 7 TGTTTCGAATGGG 0.453

+ 2 1235 2_uc001qqx.1_Intro NM_019858 NP_062832 Q16538 GP162_HUMAN lasmic (Potential). 3 GCCTTGGGTACCC 0.687

- 10 1525 NM_001733 NP_001724 P00736 C1R_HUMAN Peptidase S1. 0 GGGCCCCGCCC 0.627

- 5 788 1quh.2_Missense_ NM_018088 NP_060558 Q86YD7 F90A1_HUMAN 1 TCCCTTCCTTTTC 0.552

- 26 3205 .2_Missense_Muta NM_002864 NP_002855 5 TAGGATCGAGCCT 0.488

- 1 566 NM_023919 NP_076408 Q9NYW3 TA2R7_HUMAN cellular (Potential). 1 CAACTCCAAGTTA 0.423

- 4 943 B4_uc001qzf.1_Int NM_006249 NP_006240 Q04118 PRB3_HUMAN Pro-rich. 1 GGGGAGGTCTGT 0.537

- 3 285 n_p.Q83P|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 CCCCTTGTGGGG 0.622

+ 2 1056 raz.2_Missense_M NM_003979 NP_003970 Q8NFJ5 RAI3_HUMAN Name=4; (Potential). 0 ATTCTGGGTCTGG 0.517

- 13 4359 NM_000834 NP_000825 Q13224 NMDE2_HUMAN lasmic (Potential). 12 ACTGGTCGTCCCC 0.612

- 8 1856 NM_000834 NP_000825 Q13224 NMDE2_HUMAN ical; (Potential). 12 CATCACCCATACG 0.463

- 5 793 _p.S49F|SLCO1A2 NM_021094 NP_066580 P46721 SO1A2_HUMAN Name=4; (Potential). 4 ATATAGGAAATAC 0.343

- 10 2696 1rjj.1_Missense_M NM_001002259 NP_001002259 Q6IMN6 CAPR2_HUMAN 2 ACGTTGGAATTGC 0.388

- 4 1127_1128 NM_001004329 NP_001004329 Q6ZNG2 DBX2_HUMAN 0 AGGCACCTTGCAG 0.47 rs149681179

- 7 689 n_p.T144I|SLC38A NM_030674 NP_109599 Q9H2H9 S38A1_HUMAN lasmic (Potential). 5 CCTGTGGTGCCAA 0.383

+ 4 753 AM113B_uc001rpq NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 GCCTCCGAAGTG 0.587

+ 4 1128 _p.P13S|FAM113B_ NM_138371 NP_612380 Q96HM7 F113B_HUMAN 5 TATGGTCCGAACT 0.592

- 14 1752 _p.P387A|RPAP3_u NM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN 1 TTGCAGGAATTGG 0.403

- 23 2742 _Missense_Mutatio NM_001098532 NP_001092002 A8K2G5 A8K2G5_HUMAN 4 GACAGGAGGGG 0.413

- 54 4613 2A1_uc009zkw.2_R NM_001844 NP_001835 P02458 CO2A1_HUMAN lar collagen NC1. 2 CCACACCGAATTC 0.517

- 6 1270 _p.P355S|ZNF641_ NM_152320 NP_689533 Q96N77 ZN641_HUMAN 2 ACTTTGGCACTGG 0.592

- 5 1970 Y6_uc001rsi.3_Mis NM_015270 NP_056085 O43306 ADCY6_HUMAN lasmic (Potential). 0 GCCTCCGGCAGC 0.552

- 48 15620 NM_003482 NP_003473 O14686 MLL2_HUMAN YR N-terminal. 41 CCCACGGGATAGA 0.607

- 21 5117 NM_003482 NP_003473 O14686 MLL2_HUMAN 41 GTGTGGGATTTCC 0.637



+ 8 1669 PATS2_uc001ruf.2_ NM_023071 NP_075559 Q86XZ4 SPAS2_HUMAN 1 ATGTTCCCCTCGC 0.428

- 8 1713 NCKAP5L_uc001rv NM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN Pro-rich. 1 AGACCCCTTCGGG 0.682

- 3 606 NM_030809 NP_110436 Q9H175 CSRN2_HUMAN 0 TAGCTCCGTACAG 0.537

+ 10 1380 4A8_uc001ryp.1_3 NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN cellular (Potential). 5 GAGAGTGGGATC 0.493

+ 18 2518 ryo.2_Nonsense_M NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN ical; (Potential). 5 TCCCTGGTGGACT 0.398

- 2 633 NM_005555 NP_005546 P04259 K2C6B_HUMAN Coil 1A.|Rod. 2 CAGGGTCCACTTG 0.542

- 1 74 NM_005555 NP_005546 P04259 K2C6B_HUMAN Head. 2 TGGCTCCTGATGG 0.632

- 1 476 NM_015848 NP_056932 Q01546 K22O_HUMAN Head. 2 caggaccaccaaagctg 0.249

- 4 818 NM_173352 NP_775487 Q8N1N4 K2C78_HUMAN Coil 1B.|Rod. 2 TCACTTCTTCATT 0.547

+ 8 926 AT2_uc009zms.2_R NM_003578 NP_003569 O75908 SOAT2_HUMAN ical; (Potential). 1 CCAACACTCATCT 0.493

+ 29 3251 p.E600K|NCKAP1L NM_005337 NP_005328 P55160 NCKPL_HUMAN 4 CTCAAGGAATTTC 0.418

- 1 184 NM_001005499 NP_001005499 A6NIJ9 O6C70_HUMAN lasmic (Potential). 1 AATTACGGAGGAA 0.403

- 7 1002 tion_p.R199H|ARH NM_032496 NP_115885 Q9BRR9 RHG09_HUMAN 1 GGACAGCGGCGA 0.652 rs139154961

+ 7 826 sy.1_Missense_Mu NM_007199 NP_009130 Q9Y616 IRAK3_HUMANProtein kinase. 8 ATTTATCCATACA 0.383

+ 3 670 sts.3_Missense_M NM_006482 NP_006473 Q92630 DYRK2_HUMAN 4 ATCCAGGTTCAAC 0.488 rs138020482

+ 1 140 NM_000239 NP_000230 P61626 LYSC_HUMAN 0 GCCAGAACTCTGA 0.468

+ 2 817 NM_014505 NP_055320 Q86W47 KCMB4_HUMANcellular (Potential). 0 AAGAGAGAAAATC 0.328

- 14 1439 xi.3_Missense_Mu NM_032606 NP_115995 Q9BXY5 CAYP2_HUMAN 2 ATCATCCTCCTGT 0.333

- 7 992 NM_004950 NP_004941 Q99645 EPYC_HUMAN LRR 6. 1 ATTAATAGGGTTTC 0.393

- 3 235 2_5'Flank|CLLU1_u NM_001025232 NP_001020403 Q5K130 CLU1O_HUMAN 0 GTCACATTTCCTT 0.438

- 17 3801 01tgp.2_Missense_ NM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2 ACAACGGACATC 0.338

+ 26 2741 _p.P886L|KIAA103 NM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2 AGTATCCTTTTGA 0.373

- 10 2289 se_Mutation_p.H25 NM_012406 NP_036538 Q9UKN5 PRDM4_HUMANC2H2-type 2. 2 ACTTGTGGGGCT 0.473

+ 4 1355 mt.2_Missense_Mu NM_014653 NP_055468 Q2TBF2 WSCD2_HUMAN WSC 1. 3 AGCGAGGCAGCG 0.692

- 2 968 M119_uc001tnf.2_ NM_181724 NP_859075 Q4V9L6 TM119_HUMAN lasmic (Potential). 1 GGGGGGACCCA 0.667

+ 18 1877 NM_001101421 NP_001094891 Q8N1T3 MYO1H_HUMAN 0 ACCGAAGGAAATA 0.443

+ 10 1454 _p.K380R|CCDC63 NM_152591 NP_689804 Q8NA47 CCD63_HUMAN Potential. 8 TCAAGAAGATAAA 0.502

+ 16 2095 NM_015267 NP_056082 O14529 CUX2_HUMAN 6 GGCTCAGACGAC 0.622

- 16 2186_21872orf51_uc001tts.2_ NM_001109662 NP_001103132 2 TTTAAGGAAGGGG 0.396

+ 2 338_339 tux.2_Missense_M NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN lasmic (Potential). 3 CCTGACCTTGGA 0.569

- 20 3727 NM_000620 NP_000611 P29475 NOS1_HUMAN -binding FR-type. 7 TCCTACCTGGATT 0.522

- 2 1188 NM_000620 NP_000611 P29475 NOS1_HUMAN arity).|PIN (nNOS-inhibiting 7 CAGCCTCCTGCC 0.682

- 30 3784 T_uc001txj.1_Miss NM_007174 NP_009105 O14578 CTRO_HUMAN nteraction with Rho/Rac. 10 TCTTTCCGTCGAC 0.493

+ 7 1042 D2_uc001udy.1_M NM_024623 NP_078899 Q6N063 OGFD2_HUMAN 1 GAGGAGCCCGCC 0.657

- 3 363 n_p.S75F|PITPNM2 NM_020845 NP_065896 Q9BZ72 PITM2_HUMAN 3 AGGATGGAGCGG 0.622

+ 7 903 ya.2_Nonsense_M NM_024809 NP_079085 Q96GX1 TECT2_HUMAN cellular (Potential). 1 CCCAAACAGGACT 0.323

+ 43 7252 NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN 6 CCCATGGAGTAA 0.408

- 3 1335 NM_133448 NP_597705 Q14C87 T132D_HUMAN cellular (Potential). 14 CTGGCTCGCACG 0.547 rs147819967

+ 18 2451 o.2_Intron|GPR133 NM_198827 NP_942122 Q6QNK2 GP133_HUMAN cellular (Potential). 10 AGACCCCCTGCCA 0.582

+ 5 761 NF268_uc010tcb.1 NM_003415 NP_003406 Q14587 ZN268_HUMAN KRAB. 1 TGCAGGCCCAAG 0.403

- 9 1010 dc.1_Missense_Mu NM_006437 NP_006428 Q9UKK3 PARP4_HUMANRP alpha-helical. 4 CTAGAAGGAGAAT 0.383

- 1 1359 _p.G301E|FAM123A NM_152704 NP_689917 Q8N7J2 F123A_HUMAN 4 CCGCCTCCTTGGT 0.637

+ 1 1368 NM_001033602 NP_001028774 Q5JR59 MTUS2_HUMAN 0 GGACATCCAGCAG 0.507

+ 17 1910 ba.2_Missense_M NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN Name=5; (Potential). 0 TATGTTCTGTTCC 0.393 rs139736966

+ 61 9385 se_Mutation_p.Y49 NM_023037 NP_075463 Q5TBA9 FRY_HUMAN 7 TACTTATGCCCTG 0.522

+ 1 4322 NM_207361 NP_997244 Q5SZK8 FREM2_HUMAN ar (Potential).|CSPG 9. 11 ACAAATCTTTGG 0.343

- 10 1233_1234 uyk.2_Missense_M NM_015058 NP_055873 A3KMH1 K0564_HUMAN 6 GCTTGGGACACA 0.366



+ 6 1062 _p.Y127H|CYSLTR2 NM_020377 NP_065110 Q9NS75 CLTR2_HUMAN Name=3; (Potential). 2 CAGTATTTATTTCC 0.483

- 11 2821_2822_p.H889Y|ATP7B_u NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 CACGTGGGTAGC 0.441

+ 5 748 M4_uc001vhk.1_In NM_006418 NP_006409 Q6UX06 OLFM4_HUMANfactomedin-like. 1 CATGGTGGTGTGG 0.423

- 6 1858 .1_Intron|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 ACCTACGGATTCT 0.488

- 15 2292 e_Mutation_p.H61 NM_014953 NP_055768 Q9Y2L1 RRP44_HUMAN 1 CCATGTGGAATCG 0.318

- 1 1775 NM_052910 NP_443142 Q96PX8 SLIK1_HUMAN cellular (Potential). 5 CATGATCCTCTTG 0.557

- 2 2890 0afe.1_Missense_M NM_032229 NP_115605 Q9H5Y7 SLIK6_HUMAN lasmic (Potential). 3 CTAATACCTTCCT 0.403

+ 2 2528 tic.1_Missense_Mu NM_015567 NP_056382 O94991 SLIK5_HUMAN lasmic (Potential). 5 GAGAGGGCAACT 0.493

+ 3 1004 NM_004466 NP_004457 P78333 GPC5_HUMAN 5 TAATGGGACAGAT 0.517

- 12 1744 p.R467Q|ABCC4_ NM_005845 NP_005836 O15439 MRP4_HUMAN C transporter 1. 4 TTTACCCGTGCTT 0.493

- 8 1768 ml.2_Missense_Mu NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN Potential. 2 ACATCTCCTTGAC 0.308

+ 13 1113 CCA_uc010tiz.1_M NM_000282 NP_000273 P05165 PCCA_HUMAN p.|Biotin carboxylation. 2 GAGCATCCTGTCA 0.433

- 39 3489 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 ATCCTGGGAGGC 0.498

+ 8 782 gr.1_Missense_Mu NM_003891 NP_003882 P22891 PROZ_HUMAN Peptidase S1. 0 GCGGGGGAGAAT 0.567

+ 13 2343 NM_017905 NP_060375 Q6UWJ1 TMCO3_HUMAN 0 TGTGGAGAGCTG 0.597

+ 1 343 NM_001005483 NP_001005483 Q8NGD3 OR4K5_HUMAN Name=3; (Potential). 2 GTGCTACTTGTTT 0.438

+ 1 650 NM_001004063 NP_001004063 Q8NGD4 OR4K1_HUMAN Name=5; (Potential). 3 TTATTTCCTACAC 0.433

+ 1 395 NM_001004479 NP_001004479 Q8NGC9 O11H4_HUMAN lasmic (Potential). 1 ATGATCGATACCT 0.468

- 8 966 n_p.S241F|HNRNP NM_031314 NP_112604 P07910 HNRPC_HUMAN/Glu-rich (acidic). 0 TTCACGGAGCTGC 0.488

- 2 213 c010tlx.1_Missense NM_019852 NP_062826 Q86U44 MTA70_HUMAN 2 ACAATGCTGCCTC 0.468

- 1 238 NM_001005465 NP_001005465 Q8NGC4 O10G3_HUMANcellular (Potential). 2 GGCGAGGGACAA 0.498

+ 6 1225 NM_004995 NP_004986 P50281 MMP14_HUMANe 1.|Extracellular (Potential) 0 CTCCGAGGGGAG 0.433

- 6 2591_2592c010akt.2_5'Flank| NM_032452 NP_115828 Q96JJ6 JPH4_HUMAN lasmic (Potential). 2 GCTGGGGCCCTC 0.673

+ 2 558 NM_203402 NP_981947 A5D6W6 FITM1_HUMAN cellular (Potential). 0 TGCTTCGAGCCAC 0.692

+ 10 1416 n_p.S345N|GMPR NM_001002001 NP_001002001 Q9P2T1 GMPR2_HUMAN 3 TCTTCAGTGAGGC 0.552

+ 2 473 RS1_uc001woj.1_5 NM_174913 NP_777573 Q86U38 CN021_HUMAN 4 CTGTGGCCTGTCA 0.488

- 5 749 e_Mutation_p.R21 NM_004131 NP_004122 P10144 GRAB_HUMAN Peptidase S1. 0 CAGGCTCGTGGA 0.498

+ 3 4102 se_Mutation_p.T12 NM_001173 NP_001025226 Q13017 RHG05_HUMAN Rho-GAP. 5 AAGATACAGGTAG 0.353

+ 13 4483 NM_004274 NP_004265 Q13023 AKAP6_HUMAN 21 TAAATGGAAAAGT 0.368

- 37 6179 ALGAPA1_uc010tp NM_014990 NP_055805 Q6GYQ0 RGPA1_HUMAN to TCF3/E12 (By similarity) 4 CAATAAGGACATC 0.343

+ 5 3308 na.2_Missense_Mu NM_152447 NP_689660 Q96NI6 LRFN5_HUMAN lasmic (Potential). 8 TTGCTGACTAATG 0.294

+ 7 3420 e_Mutation_p.H10 NM_015091 NP_055906 Q9Y4F4 F179B_HUMAN Ser-rich. 3 ATTTCTCATATTG 0.299

- 1 168 NM_080746 NP_542784 Q96L21 RL10L_HUMAN 1 CATCAGGAACCCC 0.542

- 2 945 NM_021136 NP_066959 Q16799 RTN1_HUMAN 4 TCCCTCCACAGG 0.448

- 11 2152 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 CCACGGGAATGCT 0.532

- 4 362 xfz.1_Missense_M NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN toplasmic (Potential). 9 CAAACAGGGGTTC 0.443

+ 30 4263 gl.2_Missense_Mu NM_015180 NP_055995 Q8WXH0 SYNE2_HUMAN lasmic (Potential). 14 ACAGACCTTTCAG 0.443

- 3 1123 TB25_uc001xhg.2 NM_006977 NP_008908 P24278 ZBT25_HUMAN 2 TACCCCGGTTGGT 0.453

- 15 2980 hs.2_Missense_Mu NM_000347 NP_000338 P11277 SPTB1_HUMAN Spectrin 7. 11 CCACTACCTTTGT 0.612

- 2 2510 se_Mutation_p.E58 NM_183002 NP_892114 P57103 NAC3_HUMAN |Cytoplasmic (Potential). 7 CCAACTCCCCATA 0.502

- 2 327 J2BP_uc010arc.2_ NM_018373 NP_060843 P57105 SYJ2B_HUMAN toplasmic (Potential). 0 CTCACCGAAAGGA 0.542

+ 12 1603 EN1_uc010ark.2_M NM_000021 NP_000012 P49768 PSN1_HUMAN n with CTNNB1.|Helical; (Po 2 CCATCACCTTTGG 0.398

- 31 4871 NM_000428 NP_000419 Q14767 LTBP2_HUMANcalcium-binding (Potential). 2 CAGAGACCAGGC 0.473

+ 5 2507 PM1_uc001xql.3_R NM_019589 NP_062535 P49750 YLPM1_HUMAN 3 CCAAGACCCAGA 0.512

- 4 885 se_Mutation_p.E18 NM_199296 NP_954993 Q6H9L7 ISM2_HUMAN 1 tcctcgtcttcctccttttcc 0.284

+ 2 2169 td.2_Missense_Mu NM_013231 NP_037363 O43155 FLRT2_HUMANe-III.|Extracellular (Potential 4 GTTCAGGAGCGC 0.493

- 18 3259 NM_001080414 NP_001073883 Q9P219 DAPLE_HUMAN Potential. 3 TCACTCGGAGAAG 0.622



- 10 1552 N5_uc010aue.2_M NM_006329 NP_006320 Q9UBX5 FBLN5_HUMAN 6 GGAACGGAGCGT 0.542

+ 7 864 _p.G134R|UBR7_u NM_175748 NP_786924 Q8N806 UBR7_HUMAN 0 GATGATGGATTGG 0.393

- 11 3225 wo.1_Missense_Mu NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 CGAAGGGGAAGG 0.493

+ 45 7110 ybs.1_Nonsense_M NM_020818 NP_065869 Q9P2D8 UNC79_HUMAN 17 CAAAATCAGAATG 0.493

- 5 1490 ense_Mutation_p.G NM_000295 NP_000286 P01009 A1AT_HUMAN 1 ACTTTTCCCATGA 0.498

- 3 862 ydg.2_Missense_M NM_175739 NP_783866 Q86WD7 SPA9_HUMAN 2 GGGTGAAAGGGC 0.428

+ 4 1113 ense_Mutation_p.G NM_001085 NP_001076 P01011 AACT_HUMAN 6 TGTCAGGGATCAC 0.507

+ 2 784 NR_015340 2 GGCCTGGGAGAA 0.577

- 24 5116 p.P1635L|DICER1_ NM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5 CTTGGTGGAATCT 0.393

+ 3 741 ense_Mutation_p.W NM_000623 NP_000614 P30411 BKRB2_HUMAN Name=4; (Potential). 5 TGATCTGGGGGTG 0.607

+ 11 1199 twv.1_Missense_M NM_032632 NP_116021 P51003 PAPOA_HUMAN 0 ATGTGTCCGTTTC 0.408

- 12 1757 NM_006035 NP_006026 Q9Y5S2 MRCKB_HUMAN Potential. 11 GCTGTCGCTCGAG 0.522

- 3164 0 ACAGCAGGAGGG 0.592

- 4 423 NIPA1_uc001yve.2_ NM_144599 NP_653200 Q7RTP0 NIPA1_HUMAN ical; (Potential). 0 ACGACGGAGCCT 0.473

+ 1 2276 NM_018958 NP_061831 Q9NZP6 CO002_HUMAN 8 CTCTCCCAAATTC 0.468

- 1 479 89A1_uc010azk.1_ NM_138704 NP_619649 Q96MG7 MAGG1_HUMAN MAGE. 0 AGGTCGGGGAAG 0.532

- 21 3722 .2_Missense_Muta NM_003257 NP_003248 Q07157 ZO1_HUMAN 6 GGACGCGATCTTC 0.483 rs35392254

- 9 1199 Missense_Mutation_ NM_139320 NP_647536 Q494W8 CRFM7_HUMAN ical; (Potential). 1 GATGATCATGGTG 0.622

- 29 3597 NM_014691 NP_055506 O60306 AQR_HUMAN 1 GCTCTGGCTCTCC 0.413

+ 20 3485 bi.2_Nonsense_Mu NM_003246 NP_003237 P07996 TSP1_HUMAN SP C-terminal. 6 AGGCTGGAAAGAT 0.468

+ 3 1626 bp.1_Missense_Mu NM_014952 NP_055767 Q8TBE0 BAHD1_HUMAN 0 CCCGTCCCCCAT 0.657

+ 3 1420 NM_152260 NP_689473 Q8IZ73 RUSD2_HUMAN 1 CCTCAGGAGTTGG 0.562

+ 10 1188 e_Mutation_p.T295 NM_001128608 NP_001122080 O60336 MABP1_HUMAN WD 4. 10 ATGGCACCGTGCG 0.592

- 2 349 uc010bcp.1_RNA NM_016642 NP_057726 Q9NRC6 SPTN5_HUMANActin-binding. 2 CCGTCTCGTACTG 0.622

- 15 1668 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN 2 CCCTCACCTTCCA 0.627

- 2 1254 n|ZFP106_uc010u NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 CTGAAGGAAATTT 0.418

- 2 904 zpx.2_Intron|ZFP10 NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 ACTGCTCCACTAT 0.473

- 10 1272 qp.2_Missense_Mu NM_173500 NP_775771 Q6IQ55 TTBK2_HUMANProtein kinase. 7 AACACGGATGTAA 0.378

- 12 2078 _p.Q649*|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 CCTCCTGATCTAA 0.478

+ 3 282 NM_152448 NP_689661 Q8NHR7 CO043_HUMAN 0 ATTCTTCCTCCTG 0.413

+ 15 1928 e_Mutation_p.E528 NM_017434 NP_059130 Q9NRD9 DUOX1_HUMAN roxidase activity.|Extracellu 8 AAGAAGGAGATTG 0.527

+ 3 211 NM_004212 NP_004203 O43868 S28A2_HUMAN 4 GGGATGGACTGG 0.522

- 11 1275 _p.S133F|HDC_uc NM_002112 NP_002103 P19113 DCHS_HUMAN 6 ACCAGAGATTCAA 0.418

- 15 2332 bfi.1_Missense_Mu NM_182758 NP_877435 Q3MJ13 WDR72_HUMAN 2 TGCCATCATTTTC 0.408

+ 31 6508 acm.2_Missense_MNM_001080534 NP_001074003 Q8NB66 UN13C_HUMAN 7 TGGTATCCTCTTC 0.398

- 7 948_949 NM_004998 NP_004989 Q12965 MYO1E_HUMANyosin head-like. 3 CAGAAGGAAGTT 0.441

- 31 5882 NM_003922 NP_003913 Q15751 HERC1_HUMAN 19 CTCTGCGAAGAAA 0.403

- 10 1281_1282 PX_uc010uiu.1_R NM_006660 NP_006651 O76031 CLPX_HUMAN 0 TCCACGGAGCTT 0.361

- 9 2163 NM_003613 NP_003604 O75339 CILP1_HUMAN 7 TCCACAGAGAACA 0.522

- 22 4148 p.P1300L|DENND4 NM_005848 NP_005839 Q7Z401 MYCPP_HUMAN 4 GGCTTAGGAGAAT 0.418

- 10 1295_1296_p.W310*|MEGF11_ NM_032445 NP_115821 A6BM72 MEG11_HUMAN 1 CCAGACCAGCCT 0.584

+ 16 1644 aqw.2_Missense_M NM_145160 NP_660143 Q13163 MP2K5_HUMANProtein kinase. 2 CAGGGGAGCAG 0.433

+ 5 705 C49_uc010ukf.1_M NM_017691 NP_060161 Q8IUZ0 LRC49_HUMAN LRR 2. 1 GGCTTTCGACTCT 0.343

- 4 547 _p.A33T|CIB2_uc0 NM_006383 NP_006374 O75838 CIB2_HUMAN EF-hand 1. 0 ACGCCGCCACGA 0.547

- 8 1090 umx.1_Missense_M NM_015162 NP_055977 Q96GR2 ACBG1_HUMAN 1 TGGGCCCCCCAC 0.622

+ 12 1711 unn.1_Missense_M NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 TAGACGGCGTGG 0.552

- 3 348 orf40_uc010uop.1_ NM_001160115 NP_001153587 Q8WUR7 CO040_HUMAN 1 AGATACCGACAGA 0.388



+ 7 744 upe.1_Missense_M NM_004213 NP_004204 O00337 S28A1_HUMAN ical; (Potential). 3 TGGTGTCCTTCGC 0.582

+ 7 1468 _p.P433L|AKAP13_ NM_007200 NP_009131 Q12802 AKP13_HUMAN 9 GAATGCCCACAGA 0.522

- 2 1465 NM_022480 NP_071925 Q9H0H3 ENC2_HUMAN Kelch 3. 2 TTGTTGGCCCCAG 0.587

- 2 1138 nk.2_RNA|DET1_u NM_001144074 NP_001137546 Q7L5Y6 DET1_HUMAN 2 ATTCGCAGCTGCC 0.488

+ 12 4846 e_Mutation_p.P149 NM_013227 NP_037359 E7EX88 E7EX88_HUMAN 3 GGCTTCCTTCTGG 0.507

+ 2 191 NM_198526 NP_940928 Q8N1W2 ZN710_HUMAN 1 AGGCCGCCGTGC 0.637

+ 4 352 NM_001013657 NP_001013679 Q6ZNW5 VTC2_HUMAN 0 AATCTCCCTTTGA 0.557

+ 16 1951 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8 AAGACACCCAAGA 0.423

+ 5 997 2brb.2_Splice_Site NM_006011 NP_006002 Q92186 SIA8B_HUMAN 0 CGCGGGTGAGC 0.547

- 2 537 174B_uc002bsl.3_ NM_207446 NP_997329 Q3ZCQ3 F174B_HUMAN lasmic (Potential). 0 TCTGCTGGAGTGG 0.473

+ 3 425 _5'Flank|uc002bud NM_173499 NP_775770 Q6RVD6 SPAT8_HUMAN 2 CTCACGGAAGGAT 0.458

- 16 2326 NM_139057 NP_620688 Q8TE56 ATS17_HUMAN Spacer. 3 CTTCTCCCACAGC 0.552

- 3 392 S1_uc002bwh.2_M NM_001040614 NP_001035704 Q8NG48 LINES_HUMAN 0 ACTGCTGGGTTGA 0.433

- 3 566 M8A_uc002cgv.3_5 NM_021259 NP_067082 Q9HCN3 TMM8A_HUMANcellular (Potential). 3 GGGTGGGAAACG 0.687

+ 8 758 va.1_Missense_Mu NM_003933 NP_003924 O94812 BAIP3_HUMAN C2 1. 1 GTGGACCCCTGC 0.672

+ 6 422_423 NM_032520 NP_115909 Q9UJJ9 GNPTG_HUMAN 1 GCCTGCCGTTCC 0.683

+ 7 1142 |MRPS34_uc002cmNM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3 CCTTCCCCTCCCC 0.692

- 2 654_655 NM_001009606 NP_001009606 C9JH64 C9JH64_HUMAN 0 ACGCTCCCCGCT 0.663

- 5 736 crz.1_Missense_M NM_022119 NP_071402 Q9GZN4 BSSP4_HUMANPeptidase S1. 1 GCATGTCCTCAGT 0.642

- 2 394 NM_021195 NP_067018 P56747 CLD6_HUMAN lasmic (Potential). 0 TGGAATCCTTCTC 0.612

- 5 1898 ctw.1_Missense_M NM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN 1 GCTTCTCCCCTGT 0.716

- 10 2126 NM_000243 NP_000234 O15553 MEFV_HUMAN B30.2/SPRY. 6 CATTTTCCTTCAT 0.537

- 7 2479 C3_uc010bto.1_5'F NM_178844 NP_849172 Q7RTR2 NLRC3_HUMAN 6 CCAAGAGGGATCT 0.502

- 13 2500_2501cvw.2_Missense_M NM_004380 NP_004371 Q92793 CBP_HUMAN 127 GGGAAGGAGAAA 0.55

- 8 877 se_Mutation_p.P20 NM_144605 NP_653206 Q8IYM1 SEP12_HUMAN 1 CAAAAGGGATTCG 0.587

- 22 4303 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. 6 CTAGCTCCTCCAG 0.706

- 13 3694 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMAN lasmic (Potential). 45 TACCTAGGGCTCT 0.507

- 9 2538 uyn.1_Missense_M NM_001134407 NP_001127879 Q12879 NMDE1_HUMANcellular (Potential). 45 GAGGCCGGTCAC 0.502

+ 11 2093 g.2_Missense_Mut NM_000246 NP_000237 P33076 C2TA_HUMAN NACHT. 1 AGCCCCCCCGGG 0.682

+ 8 1262 C4_uc010uyz.1_5 NM_005236 NP_005227 Q92889 XPF_HUMAN 10 CATGTTCCCAGCT 0.428

- 5 1241 NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN th ZFP106 (By similarity). 0 CTGTCAGCCGCC 0.627

- 6 1001 NM_174924 NP_777584 Q8N807 PDILT_HUMAN 1 TGTATTCGATCAC 0.443

+ 4 545_546 ense_Mutation_p.L NM_001010845 NP_001010845 Q08AH3 ACS2A_HUMAN 3 TGTGGCCTGCAG 0.579

- 4 516_517 _p.L103V|ACSM2B NM_182617 NP_872423 Q68CK6 ACS2B_HUMAN 5 CTGCAGGCCACA 0.569

- 8 1248 CSM1_uc010bwg.1_ NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 AGGGTGGAGTGG 0.537

- 2 432 CSM1_uc010bwg.1_ NM_052956 NP_443188 Q08AH1 ACSM1_HUMAN 2 ACTCAGGAACTCG 0.587

+ 6 356 A_uc010vbj.1_Miss NM_144672 NP_653273 Q7RTW8 OTOAN_HUMAN 3 CAGTTCCGCACTG 0.587

+ 29 3225 Splice_Site_p.L121 NM_173615 NP_775886 A6NCI4 VWA3A_HUMAN 1 TTGCTGGCAAGTC 0.517

+ 32 3593 nse_Mutation_p.S2 NM_173615 NP_775886 A6NCI4 VWA3A_HUMAN 1 CCCAATCCTTCAG 0.577

+ 8 1282 F2K_uc002dkh.2_R NM_013302 NP_037434 O00418 EF2K_HUMAN type protein kinase. 1 AGCGTTCCGGCCA 0.572

+ 15 2763 e_Mutation_p.P575 NM_006910 NP_008841 Q7Z6E9 RBBP6_HUMAN 4 cttcctctccctccgggtg 0.308

- 7 1213 _p.L224F|XPO6_u NM_015171 NP_055986 Q96QU8 XPO6_HUMAN 2 CATCAAGGATGGG 0.483

+ 4 527 _uc002dsc.2_Miss NM_014387 NP_055202 O43561 LAT_HUMAN lasmic (Potential). 0 GTTGCCCCCTGG 0.612

+ 6 971 .P248L|KIF22_uc0 NM_007317 NP_015556 Q14807 KIF22_HUMAN 0 GCCTCCCTCGTG 0.582

+ 10 1217_1218utation_p.264_265 NM_002209 NP_002200 P20701 ITAL_HUMAN Extracellular (Potential). 10 AACATGGAGCTG 0.569

- 8 749 fd.1_Missense_Mu NM_052874 NP_443106 P61266 STX1B_HUMANhomology.|Cytoplasmic (Pot 0 ACATATCGTGCAG 0.562

+ 5 543 _p.Q105*|STX4_uc NM_004604 NP_004595 Q12846 STX4_HUMAN ic (Potential).|Potential. 0 AGCCCCAGAAGG 0.418



- 3 2020 ao.2_Missense_M NM_024706 NP_078982 Q96K58 ZN668_HUMANC2H2-type 15. 4 CCCGGTCAGAGA 0.652

- 15 2569 vfg.1_Missense_M NM_173502 NP_775773 Q5K4E3 POLS2_HUMAN 1 GATCCCGAGGCC 0.642

+ 14 1524 n_p.R276*|FUS_uc NM_004960 NP_004951 P35637 FUS_HUMAN Arg/Gly-rich. 958 TATGATCGAGGCG 0.612

+ 13 1434 _p.S456F|ITGAX_u NM_000887 NP_000878 P20702 ITAX_HUMAN Extracellular (Potential). 4 TCGGCTCCTACTT 0.677

+ 18 2252 bt.2_Missense_Mu NM_000887 NP_000878 P20702 ITAX_HUMAN cellular (Potential). 4 GTGACCCCCATTA 0.627

- 20 3057 CC12_uc002efa.1_R NM_033226 NP_150229 Q96J65 MRP9_HUMAN smembrane type-1 2. 3 CCAGTGGGAGTC 0.478

+ 7 1047 efx.2_Missense_M NM_182922 NP_891552 Q7Z4Q2 HEAT3_HUMAN 2 CAAATGAAAGAG 0.368

- 4 530 p.G142E|CES1_uc NM_001025194 NP_001020365 P23141 EST1_HUMAN 0 CCCCCTCCGTGG 0.562

- 2 329 _p.W75*|CES1_uc NM_001025194 NP_001020365 P23141 EST1_HUMAN 0 AAGCTCCATGGTT 0.537

- 14 2002 NM_031885 NP_114091 Q9BXC9 BBS2_HUMAN 1 CCTCAAAATAGAC 0.368

+ 6 747 p.G199E|CPNE2_u NM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 2. 2 TCTTTGGGAAGTC 0.612

- 10 1006 NM_001896 NP_001887 P19784 CSK22_HUMANProtein kinase. 1 GTTCTCACTATGG 0.443

+ 2 232 on.1_Missense_M NM_001795 NP_001786 P33151 CADH5_HUMAN 6 GCAGCAGCAGGT 0.612

+ 4 509 7_uc002eqj.2_Miss NM_005182 NP_005173 P43166 CAH7_HUMAN 0 ACTTTTGGGGAGG 0.582

- 8 1191 NM_013304 NP_037436 Q8WTX9 ZDHC1_HUMAN 0 AGCTCCCTGTGAA 0.632

+ 4 846 NM_000196 NP_000187 P80365 DHI2_HUMAN 0 CTCATGGACACAT 0.502

- 1 372 cex.2_Missense_M NM_022357 NP_071752 Q9H4B8 DPEP3_HUMAN 3 GTGAGGCCTGGG 0.711

- 77 13320 DIN_uc010cfy.2_R NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 GTGAGAGCCCATT 0.438

- 3 276 ense_Mutation_p.E NM_032821 NP_116210 Q4G0P3 HYDIN_HUMAN 2 GGAACTCTGAGGG 0.403

- 16 2743 _p.R363Q|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Spacer. 18 ATGCTTCGGGCGC 0.502

+ 7 1049 NM_020927 NP_065978 Q9HCJ6 VAT1L_HUMAN 1 GTTTTCCCTTTTAA 0.507

+ 4 684 _p.E156K|BCMO1 NM_017429 NP_059125 Q9HAY6 BCDO1_HUMAN 0 ACCCTGGAGAAG 0.507

+ 25 2856 NM_002661 NP_002652 P16885 PLCG2_HUMAN 8 TTTCAGAGCATCC 0.582

- 23 3651 fhh.2_Missense_M NM_003791 NP_003782 Q14703 MBTP1_HUMANbasic).|Cytoplasmic (Potent 2 ACCGAAGGGGTC 0.627

- 5 1178 NM_003791 NP_003782 Q14703 MBTP1_HUMAN ase.|Lumenal (Potential). 2 AGTGGGGATGCTT 0.453

+ 8 1540 sense_Mutation_p. NM_001145400 NP_001138872 Q8NCV1 ADAD2_HUMANA to I editase. 0 CCTTCCGAACCCA 0.697

+ 8 720 fhy.2_Missense_M NM_014861 NP_055676 O75185 AT2C2_HUMAN lasmic (Potential). 2 GTCACGGACCTCT 0.532

+ 4 618 _p.P78S|KIAA0182 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCCTACCCCTTCG 0.667

- 5 858_859 on_p.P7F|NXN_uc NM_022463 NP_071908 Q6DKJ4 NXN_HUMAN Thioredoxin. 4 TGTAGGGGACGG 0.639

- 1 859 NM_003553 NP_003544 P30953 OR1E1_HUMAN Name=7; (Potential). 0 TGAAGGGGTTCAG 0.448

+ 15 2490 se_Mutation_p.G71 NM_004703 NP_004694 Q15276 RABE1_HUMAN Potential. 2 GAAAAAGGACAG 0.244

+ 11 1509 ron|ALOX12_uc00 NM_000697 NP_000688 P18054 LOX12_HUMANLipoxygenase. 1 CAAAGGGATGACA 0.592

- 12 2127 _p.S707F|NEURL4 NM_032442 NP_115818 Q96JN8 NEUL4_HUMAN 2 GACGGAGAGCTTG 0.612

+ 3 437 F11_uc010vtw.1_In NM_175734 NP_783861 Q0P670 CQ074_HUMAN Arg-rich. 0 CTTCTTCGCTGT 0.428

+ 27 3685 _p.G758S|PFAS_uc NM_012393 NP_036525 O15067 PUR4_HUMAN amidotransferase type-1. 5 GAGATGGGCCCTG 0.677

- 15 1563 vvf.1_Missense_Mu NM_003802 NP_003793 Q9UKX3 MYH13_HUMANyosin head-like. 6 GTGGTTGAAAAAC 0.483

- 5 548 NM_003802 NP_003793 Q9UKX3 MYH13_HUMANyosin head-like. 6 ATGTGGGGCGGG 0.502

- 37 5480 uc002gml.1_Intron NM_005963 NP_005954 P12882 MYH1_HUMAN Potential. 21 GCAGGTCCTTCAC 0.562

- 26 3402 _Missense_Mutatio NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 TGATTTCAAACTC 0.328

- 21 2551 NM_002470 NP_002461 P11055 MYH3_HUMAN 7 TGCTTGACGTTCA 0.473 rs121913620

+ 17 3183 oo.2_Missense_M NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN m (By similarity). 20 CCGGAAGAAATTG 0.498

+ 20 4199 oo.2_Missense_Mu NM_001372 NP_001363 Q9NYC9 DYH9_HUMAN m (By similarity). 20 GCTGCAGAATCCA 0.617

- 7 1488 gow.2_Missense_M NM_006470 NP_006461 O95361 TRI16_HUMAN 3 CTTTGCGGATGCC 0.453 rs146392947

+ 65 10914 uc002gsl.2_3'UTR NM_016239 NP_057323 Q9UKN7 MYO15_HUMAN Tail.|FERM. 9 CCCAGCGAGATCA 0.423

- 2 282 5A10_uc002gut.1_ NM_001039999 NP_001035088 A6ND36 FA83G_HUMAN 2 GGGCCACCAGGG 0.637

+ 10 1320 _p.P374L|RNF112_ NM_007148 NP_009079 Q7Z5V9 Q7Z5V9_HUMAN 2 CAAGCCCTGGTGG 0.642

- 2 135 se_Mutation_p.G24 NM_001042685 NP_001036150 Q3B8N2 LEG9B_HUMAN Galectin 1. 1 GGAGACCCCCTTG 0.582



+ 5 604 crt.2_Missense_M NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3 GAGGAGGAGGAA 0.522

- 1 283 wdi.1_Missense_M NM_000458 NP_000449 P35680 HNF1B_HUMANzation (By similarity). 3 TTGGTGACCCCGG 0.637

+ 8 1285 tv.2_Missense_Mu NM_003250 NP_003241 P10827 THA_HUMAN gand-binding. 0 CGCTACGACCCTG 0.632

- 1 301 39_uc010wfm.1_5 NM_213656 NP_998821 Q6A163 K1C39_HUMAN Head. 0 CTTCACCATACCA 0.498

- 1 363_364 NM_032524 NP_115913 Q9BYR3 KRA44_HUMAN -C-[GRQVCH]-[SPT]- [VST 0 CACTGGGGCCTG 0.658

- 2 662 T14_uc010cxp.1_M NM_000526 NP_000517 P02533 K1C14_HUMAN Coil 1B.|Rod. 1 TGGTGCGGAAGTC 0.517

+ 14 2444 _p.G472E|WNK4_u NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 CTCCTGGAACTCC 0.577 rs147081637

+ 4 2166 _Mutation_p.P684 NM_009590 NP_033720 O75106 AOC2_HUMAN 2 GAGGACCCCTCC 0.572

- 7 2233 _p.S163F|PLEKHM NM_014798 NP_055613 Q9Y4G2 PKHM1_HUMAN PH 2. 0 AGCAGGGACTCC 0.552

+ 4 341 2iky.2_Missense_M NM_004287 NP_004278 O14653 GOSR2_HUMAN ic (Potential).|Potential. 2 CAGCATCGGCGCC 0.542

+ 15 3368 uc002irv.1_Missens NM_018896 NP_061496 O43497 CAC1G_HUMAN lasmic (Potential). 1 ACAAGTCCGAATC 0.597

+ 29 4246 sn.2_Missense_Mu NM_003786 NP_003777 O15438 MRP3_HUMAN similarity).|ABC transporter 4 TCGGCAGCTACTC 0.622

+ 10 1351 wpc.1_Missense_M NM_173503 NP_775774 Q8N7B9 EFCB3_HUMAN 1 GACTCAGGAAGAA 0.338

- 6 1318 _Mutation_p.M398 NM_001100875 NP_001094345 Q8NA82 MARHA_HUMAN 0 TGGCTCCATTGCA 0.478

+ 13 1501 _uc010deu.1_Miss NM_015462 NP_056277 Q9H8H0 NOL11_HUMAN 0 GAATCAGTCACCT 0.358

- 23 3211 ez.2_Missense_Mu NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 TTACTTCGGTACC 0.418

- 20 2808 ez.2_Nonsense_M NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 TTTTCTGATATGA 0.368

- 2 131 plice_Site|ABCA9_ NM_080283 NP_525022 Q8IUA7 ABCA9_HUMAN 6 TGTTTCCTTTAAA 0.373

+ 3 1024 n_p.S277F|C17orf8 NM_017941 NP_060411 Q9BSJ5 CQ080_HUMAN cellular (Potential). 1 CAGAATCCCTCAT 0.423

+ 1 301 _p.G133R|GPRC5 NM_018653 NP_061123 Q9NQ84 GPC5C_HUMAN Name=2; (Potential). 5 CTGCTGGGGACC 0.622

- 13 1912 p.D431N|SLC38A1 NM_001037984 NP_001033073 Q9HBR0 S38AA_HUMAN 2 CTCGGTCTTGGCC 0.647

+ 5 877_878 2_5'Flank|STRA13_ NM_144999 NP_659436 Q96CN5 LRC45_HUMAN 1 ACATCCCTGGAG 0.653

- 6 1714 NM_130386 NP_569057 Q5KU26 COL12_HUMAN 2.|Extracellular (Potential). 2 TTAGATCCTTTGC 0.701

- 2 418 NM_014646 NP_055461 Q92539 LPIN2_HUMAN N-LIP. 2 TCTTTGGATCTCA 0.478

- 4 1194 _p.A345T|ZFP161_ NM_003409 NP_003400 O43829 ZF161_HUMAN C2H2-type 3. 1 CTGGGGCACGGA 0.448

- 1 1717 NM_001080209 NP_001073678 A6NKL6 T200C_HUMAN 0 GAGTCTCGCGTTT 0.677

+ 2 1662 XNDC2_uc002koh. NM_001098529 NP_001091999 Q86VQ3 TXND2_HUMANpeat of Q-P-K-X-G-D-I-P-K-S 2 GACATCCCCAAGT 0.552

- 3 542 519_uc002ksr.1_In NM_145287 NP_660330 Q8TB69 ZN519_HUMAN 0 GACAGAAACTGAG 0.284

+ 36 3448 0xal.1_Missense_MNM_001145029 NP_001138501 Q9BXX2 AN30B_HUMAN Potential. 2 AAAAAGGAAATTG 0.303

+ 57 7547 kus.3_Missense_M NM_198129 NP_937762 Q16787 LAMA3_HUMANaminin G-like 1. 11 AGTTATGGATCGG 0.493

- 7 4153 plice_Site_p.Q1302 NM_015461 NP_056276 Q96K83 ZN521_HUMAN 7 ACATTACCTGCAG 0.438

- 6 833 _p.P200L|SS18_uc NM_001007559 NP_001007560 Q15532 SSXT_HUMAN Gln-rich. 1884 CTATAGGGAGGAA 0.413

- 5 1003 vz.2_Missense_Mu NM_001650 NP_001641 P55087 AQP4_HUMAN lasmic (Potential). 0 ATTGGTCTTTCCC 0.478

- 13 2540 bn.1_Missense_Mu NM_001792 NP_001783 P19022 CADH2_HUMAN r (Potential).|Cadherin 5. 4 AGGATGGAAATAT 0.463

- 11 1866 wm.2_Missense_Mu NM_024421 NP_077739 Q08554 DSC1_HUMAN r (Potential).|Cadherin 4. 4 GATTCTCTATCTA 0.318

- 3 584 _p.L143F|ZNF24_u NM_006965 NP_008896 P17028 ZNF24_HUMAN 0 GACGGAGAGAAAC 0.418 rs148053646

+ 4 843 NM_015559 NP_056374 Q9Y6X0 SETBP_HUMAN 3 GCTTACGAGAGGC 0.408

- 1 631_632 issense_Mutation_ NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN 1 GAAGTCCCTGGG 0.574

+ 2 1191 MAPK4_uc010doz.2 NM_002747 NP_002738 P31152 MK04_HUMANProtein kinase. 6 CGCTCCGAGAGA 0.602

+ 20 3649 p.R849Q|DCC_uc0 NM_005215 NP_005206 P43146 DCC_HUMAN tential).|Fibronectin type-III 17 ACTTTCGAATTCA 0.373

- 18 2137 u.1_RNA|uc002lgv. NM_005603 NP_005594 O43520 AT8B1_HUMAN lasmic (Potential). 10 GAACTCCATCCTG 0.363

+ 2 135 10dpv.2_Missense_ NM_003839 NP_003830 Q9Y6Q6 TNR11_HUMAN cellular (Potential). 3 GCTCCTCCATGTA 0.473

- 6 652 _Mutation_p.S209F|SERPINB3_uc010dqa.2_Intron P48594 SPB4_HUMAN p.S209Y(1) 3 TGTATGGACTTGT 0.373

+ 7 950 n_p.G136E|SERPI NM_001143818 NP_001137290 P05120 PAI2_HUMAN 2 TCAAAGGAAAGTG 0.383

+ 12 2464 b.2_Missense_Mu NM_033646 NP_387450 Q9ULB5 CADH7_HUMAN lasmic (Potential). 4 TTGGGAAAGATTA 0.438

- 4 1210 m.3_Missense_Mu NM_006566 NP_006557 Q15762 CD226_HUMAN ical; (Potential). 0 TCCCTCCAGCCAC 0.363

+ 2 502 NM_014913 NP_055728 Q6IQ32 ADNP2_HUMAN 8 AGGTGCGAAAAAA 0.368



- 2 234 NM_145173 NP_660156 O95057 DIRA1_HUMAN 1 GAAGCGCAGCAC 0.557

- 3 630 NM_030662 NP_109587 P36507 MP2K2_HUMANProtein kinase. 0 GCGAGTTGCATTC 0.612

+ 18 2192 _p.G610E|ANKRD2 NM_133475 NP_597732 Q8TF21 ANR24_HUMAN 0 CCATGGGGGTGG 0.557

+ 2 66 NM_018074 NP_060544 Q9BW85 CCD94_HUMAN 0 ATACTACCCGCCG 0.552

- 2 284 0dtv.1_Missense_M NM_144615 NP_653216 Q96BF3 TMIG2_HUMANular (Potential).|Ig-like. 0 CGCAGACCCCCA 0.657

+ 3 524_525 NM_005483 NP_005474 Q13111 CAF1A_HUMAN 1 chromo shadow domain. 2 CCTCTCCCTCCA 0.5 rs150150583

- 22 3830 bw.2_Missense_Mu NM_002850 NP_002841 Q13332 PTPRS_HUMANcellular (Potential). 4 GACGCGAGTGCC 0.627

+ 18 2500 n_p.P815L|SAFB_ NM_002967 NP_002958 Q15424 SAFB1_HUMANh SAFB2.|Arg-rich.|Gly-rich. 3 CTCCTCCCCCCAG 0.701

- 5 1017 mfj.1_Missense_M NM_003807 NP_003798 O43557 TNF14_HUMAN cellular (Potential). 1 TTCTCCCCAGCCT 0.627

+ 26 2509_2510 a.1_Missense_Mut NM_005428 NP_005419 P15498 VAV_HUMAN SH3 2. 16 CTCAAGGAGGGT 0.569

+ 18 2335 n_p.S747F|EMR1_ NM_001974 NP_001965 Q14246 EMR1_HUMAN Name=5; (Potential). 5 TCAACTCCCTTCT 0.323

+ 8 1194 _p.T244S|ZNF557_ NM_001044388 NP_001037853 Q8N988 ZN557_HUMAN C2H2-type 4. 2 GGGAAAACCTTCA 0.453

+ 7 802 SS4_uc002mji.2_5'U NM_024552 NP_078828 Q9HA82 CERS4_HUMAN TLC. 1 GGCTGTGGGCAC 0.572

- 4 352 n_p.Y80H|MYO1F_ NM_012335 NP_036467 O00160 MYO1F_HUMANyosin head-like. 3 TCTCATACTGGGC 0.612

- 61 41292 dwj.2_Missense_M NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN lar (Potential).|SEA 11. 57 CCCATCCTTTTCA 0.562

- 21 37694 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANular (Potential).|SEA 3. 57 CTGTTCCTGTCCA 0.517

- 4 31574 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 GCAGGCGAAGTG 0.448

- 3 29368 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TTGTTTCCACAAA 0.488

- 3 26554 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 TCATTTCTGCTGA 0.507

- 3 23335 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracellular (Potential). 57 AGGGGGGGATAT 0.547

- 3 19093 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TAGAAGGATGCAT 0.443

- 3 11488 NM_024690 NP_078966 Q8WXI7 MUC16_HUMAN xtracellular (Potential). 57 TGAGTTCCTGGGG 0.532

- 1 8251 NM_024690 NP_078966 Q8WXI7 MUC16_HUMANch.|Extracell p.E2683K(1) 57 TAGTCTCTGGGAC 0.488

- 1 158 NM_001005192 NP_001005192 Q8NGA0 OR7G1_HUMAN lasmic (Potential). 2 AGGTGGGAGTCA 0.488

+ 1 957 NM_175883 NP_787079 Q96RA2 OR7D2_HUMAN Name=6; (Potential). 3 GGCATTGGGGTC 0.498

+ 1 332 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMAN cellular (Potential). 1 TCATCTCCTATGA 0.493

- 10 1276 wr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN C2H2-type 2. 6 TAAAATCTTTTCC 0.393

- 8 689 dwr.1_Missense_M NM_152476 NP_689689 Q96MR9 ZN560_HUMAN KRAB 2. 6 AGCCAAGAGATCA 0.468

+ 6 933 e_Mutation_p.A174 NM_022737 NP_073574 Q96GM1 LPPR2_HUMAN 1 CGTGGCCGCCGC 0.701

- 6 933 xmk.1_Missense_M NM_030824 NP_110451 Q9H7R0 ZN442_HUMAN KRAB. 4 GTTTTTCATTCAC 0.348

+ 1 207 dyz.1_Missense_M NM_152654 NP_689867 Q8N907 DAND5_HUMAN 1 CAGCTTCTGCCCT 0.672

+ 3 452 RI1_uc002mxf.2_Int NM_001031727 NP_001026897 Q9BV20 MTNA_HUMAN 1 GCTGCACCGAGGA 0.642

+ 3 867_868 NM_173482 NP_775753 Q8IYK2 CC105_HUMAN 1 GTTCTGGAGCAG 0.614

+ 2 133 e_Mutation_p.S28F NM_000896 NP_000887 Q08477 CP4F3_HUMAN ical; (Potential). 3 GGGCCTCCTGGC 0.637

+ 8 994_995 NM_023944 NP_076433 7 GGGAAGGCATTG 0.386

+ 1 28 NM_013939 NP_039227 O60403 O10H2_HUMAN cellular (Potential). 3 TGCTGGGGCTAAA 0.557

- 7 901 D26_uc002nee.2_In NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN CID. 2 ATGATGGAGTCAT 0.637

- 22 2901 NM_015692 NP_056507 Q8IZJ3 CPMD8_HUMAN 13 GATTCTCCTCAGG 0.562

- 1 55 NM_138454 NP_612463 Q96CM4 NXNL1_HUMAN Thioredoxin. 0 AACAGGGAGGCC 0.602

- 5 454 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMAN C2 1. 3 CCACACCTCCAC 0.517

- 8 824 _p.G230E|COMP_u NM_000095 NP_000086 P49747 COMP_HUMAN EGF-like 4. 0 AGGATCCCGTTGC 0.706

- 3 912 e_Mutation_p.P256 NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0 CGGTGGGTATTTT 0.498

- 4 1452 NM_021030 NP_066358 P17017 ZNF14_HUMANC2H2-type 12. 3 TGAAGGGAACTTG 0.383

- 4 1562 nop.2_Missense_M NM_033196 NP_149973 O95780 ZN682_HUMAN 2 TTGCAGGATTTCT 0.353

+ 3 315 os.1_RNA|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMAN KRAB. 2 AGCAAGGAAAAAA 0.398

- 4 1600 npc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMAN ype 12; degenerate. 1 ATTCTTCACATTT 0.388

- 4 1432 npc.1_Missense_M NM_001076675 NP_001070143 Q68DY1 ZN626_HUMANC2H2-type 10. 1 ATTCTTCACATTT 0.388



- 3 2081 NM_001001411 NP_001001411 Q8N7Q3 ZN676_HUMAN 0 TTTTAGGGATTCT 0.348

- 5 1966 NM_001080409 NP_001073878 2 TAAGTTTTGAGGA 0.363

+ 4 3694 dd.1_Missense_Mu NM_014717 NP_055532 O15090 ZN536_HUMAN 11 GAAACCGAACCGG 0.567

- 28 3542 NM_004646 NP_004637 O60500 NPHN_HUMANS2.|Cytoplasmic (Potential). 5 TACGTTCTTTCTA 0.547

+ 8 1431 e_Mutation_p.R330 NM_001013659 NP_001013681 Q6ZN11 ZN793_HUMAN C2H2-type 4. 0 TACATCGAAAAAT 0.458

+ 5 666 _p.R112C|ZNF540 NM_152606 NP_689819 Q8NDQ6 ZN540_HUMAN 1 ACTCTTCGTCTGA 0.333

- 5 2218 ohb.1_Missense_M NM_032689 NP_116078 Q96SK3 ZN607_HUMANC2H2-type 15. 0 CTAAAAGACTTCC 0.428

+ 53 8463 _Mutation_p.G277 NM_000540 NP_000531 P21817 RYR1_HUMAN c.|6 X approximate repeats. 12 CCTATGGAGAGAA 0.607

+ 73 10827 oiv.1_Missense_Mu NM_000540 NP_000531 P21817 RYR1_HUMAN 12 AAGGCTCCCCGT 0.637

+ 89 12293 p.E4050K|RYR1_u NM_000540 NP_000531 P21817 RYR1_HUMAN 12 AATGTGGAGATGA 0.567

- 6 3019 NM_003890 NP_003881 Q9Y6R7 FCGBP_HUMAN VWFD 2. 9 AAGTTCCCACAGA 0.597

- 3 444 CK4_uc002oos.2_M NM_024876 NP_079152 Q96D53 ADCK4_HUMAN 0 GCCCATCCTGGTA 0.602

- 3 374 eib.1_Missense_Mu NM_002088 NP_002079 Q16478 GRIK5_HUMAN cellular (Potential). 0 CACCTCCTTCTCT 0.617

- 3 736 ug.1_Intron|PSG3_ NM_021016 NP_066296 Q16557 PSG3_HUMAN -like C2-type 1. 2 GAAAGAGGGTCCT 0.507

- 3 685 e_Mutation_p.S74F NM_182707 NP_874366 Q9UQ74 PSG8_HUMAN -like C2-type 1. 0 GTTTCAGACAACT 0.522

- 4 894_895 sense_Mutation_p. NM_006905 NP_008836 P11464 PSG1_HUMAN -like C2-type 2. 2 TATTCTCCCTGGG 0.49

- 2 526 tion_p.G130R|PSG NM_006905 NP_008836 P11464 PSG1_HUMAN g-like V-type. 2 TAGTCCCATCATC 0.502 rs34055642

- 4 804_805 ense_Mutation_p.R NM_002782 NP_002773 Q00889 PSG6_HUMAN -like C2-type 2. 2 TTCTCCCTGGGG 0.51

+ 6 2489 226_uc010ejg.2_3 NM_001032373 NP_001027545 Q9NYT6 ZN226_HUMAN 0 GATAAATCCTATAA 0.358

- 4 884 NF285_uc010xxa.1 NM_152354 NP_689567 Q96NJ3 ZN285_HUMAN type 2; degenerate. 4 TTCTTTCCATACT 0.433

- 4 707 NF285_uc010xxa.1 NM_152354 NP_689567 Q96NJ3 ZN285_HUMAN 4 CAGTTGGGATGTC 0.468

- 9 1501 0ejp.1_Missense_ NM_001102597 NP_001096067 Q6UY09 CEA20_HUMAN lasmic (Potential). 2 CTCCTCCTTCGGG 0.388

+ 7 1636 NM_001042724 NP_001036189 Q92692 PVRL2_HUMAN lasmic (Potential). 0 AAGCTGGAGGCA 0.577

+ 10 1327 NM_006509 NP_006500 Q01201 RELB_HUMAN RHD. 1 CCTCGCGACCATG 0.552

+ 4 300 FRS16_uc002pam. NM_007056 NP_008987 Q8N2M8 CLASR_HUMAN 0 GGATGCCCTGGC 0.587

+ 3 242 eb.2_Missense_M NM_001135113 NP_001128585 Q6UWQ7 IGFL2_HUMAN 0 GTCCCCCCTGCAC 0.552

- 2 950 per.3_Missense_M NM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 TTGTTGGGGGTCT 0.557

- 3 1080 NM_000960 NP_000951 P43119 PI2R_HUMAN lasmic (Potential). 0 GGGAAAGGGGTG 0.657

+ 6 4412 NM_004491 NP_004482 Q9NRY4 RHG35_HUMAN Pro-rich. 1 GTCAGCCGTCGCC 0.677

- 8 1059 3H4_uc002pgb.1_R NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Gly-rich. 6 GGCCCCGACCCA 0.627

+ 4 474 NM_022142 NP_071425 Q96BH3 ESPB1_HUMAN onectin type-II 2. 0 GTCTTCGATGAGA 0.517

- 5 582 NM_019855 NP_062829 Q9NP86 CABP5_HUMAN EF-hand 4. 1 CAGCCTCCCGGAC 0.612

+ 9 2085 N2D_uc010elx.2_5 NM_000836 NP_000827 O15399 NMDE4_HUMAN ical; (Potential). 6 TCTTCGCCGTCAT 0.587

+ 2 287_288 2pjm.2_Missense_M NM_177973 NP_814444 O00204 ST2B1_HUMAN 1 CTACCCCAAGTC 0.644

+ 3 662 10yaf.1_Missense_ NM_033378 NP_203696 0 AGCCTTCCAAGCC 0.642

- 5 938 _Mutation_p.P235L NM_014037 NP_054756 Q9GZN6 S6A16_HUMAN cellular (Potential). 4 CATTCAGGATCTG 0.388

+ 7 814 7_uc002pqp.2_5'U NM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0 CCTACTCCACCAC 0.692

- 3 116 n_p.P21L|IL4I1_uc0 NM_152899 NP_690863 Q96RQ9 OXLA_HUMAN 3 ggaggatggggacgag 0.453

+ 5 2132 _p.S632F|ZNF473_ NM_001006656 NP_001006657 Q8WTR7 ZN473_HUMAN 2 GTGCCTCCCTTAT 0.478

- 7 734 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMAN lasmic (Potential). 0 AGTTTTCGGTTTT 0.403

- 1 271 NM_152358 NP_689571 Q6UXV1 IZUM2_HUMAN cellular (Potential). 0 AAGGCCCCTCCAT 0.677

+ 13 1622 p.W533C|MYH14_ NM_024729 NP_079005 Q7Z406 MYH14_HUMANyosin head-like. 1 CCCCTGGACCTTC 0.592

+ 26 3412 p.A1163V|MYH14_ NM_024729 NP_079005 Q7Z406 MYH14_HUMAN Potential. 1 TGGGGCCCGGG 0.652

+ 2 56 e_Mutation_p.G11 NM_003121 NP_003112 Q01892 SPIB_HUMAN TAD1 (Acidic). 2 CTCGACGGGCCA 0.647

- 3 249 o.2_Missense_Mut NM_017509 NP_059979 Q9H2R5 KLK15_HUMANPeptidase S1. 2 TGCTCTCCCAGGC 0.622

- 2 601 NM_002029 NP_002020 P21462 FPR1_HUMAN cellular (Potential). 3 GTTTTACCAGGTA 0.537

+ 6 1703 pya.1_Missense_M NM_001031721 NP_001026891 Q6PF04 ZN613_HUMAN 1 AGAAACCCTATGT 0.418



+ 4 596 ydn.1_Missense_M NM_018260 NP_060730 Q9NV72 ZN701_HUMAN 0 CACCCCGAAGGGA 0.413

- 5 1222 p.R386C|ZNF347_ NM_032584 NP_115973 Q96SE7 ZN347_HUMAN C2H2-type 5. 0 TTGAACGAGCTCT 0.413

+ 3 1134 u.2_Intron|CACNG6 NM_145814 NP_665813 Q9BXT2 CCG6_HUMAN ical; (Potential). 2 CTCTCAGGTGAGG 0.577

- 4 473 rj.2_RNA|LILRB2_u NM_005874 NP_005865 Q8N423 LIRB2_HUMAN Potential).|Ig-like C2-type 1. 1 TGTAATCCAAGAT 0.527

+ 7 1141 18_splice|LILRA1_ NM_006863 NP_006854 O75019 LIRA1_HUMAN 3 TCTCCAGGACAGT 0.597

+ 16 2261 RB1_uc002qgm.2_ NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN lasmic (Potential). 3 GCTGTGCCCAGC 0.652

- 4 1537_1538 p.E488K|NLRP7_u NM_206828 NP_996611 Q8WX94 NALP7_HUMAN NACHT. 3 GTCCTCCCCCTC 0.574

- 2 1151 nse_Mutation_p.A3 NM_003180 NP_003171 O00445 SYT5_HUMAN ical; (Potential). 0 CAGGGCCCAGG 0.602

- 4 504 TPRH_uc002qjs.2_ NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN III 2.|Extracellular (Potentia 4 CTGGGCCGTCGG 0.597

- 2 361 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN 7 CTTCTCCCATATG 0.373

+ 5 572 RP5_uc002qmi.2_In NM_153447 NP_703148 P59047 NALP5_HUMAN 7 AAATTTCACAAGC 0.408

- 7 4220 p.S1261F|PEG3_uc NM_001146186 NP_001139658 Q9GZU2 PEG3_HUMAN C2H2-type 9. 12 ACGAAAGATTCTC 0.468

+ 4 2057 NM_213598 NP_998763 Q08ER8 ZN543_HUMAN 2 GAAGACCTTTTAT 0.418

+ 3 1809 _p.P521L|ZNF304_ NM_020657 NP_065708 Q9HCX3 ZN304_HUMAN 1 CAAGGCCTTATGA 0.488

+ 3 1043 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN SCAN box. 1 AACTTGGAGAGAT 0.413

+ 5 1853 NM_152677 NP_689890 Q8NAM6 ZSCA4_HUMAN C2H2-type 3. 1 CGGTCTCATGAGA 0.463

+ 3 359 so.2_Missense_Mu NM_001009 NP_001000 P46782 RS5_HUMAN 0 AGCATGCCTTCGA 0.577

- 3 359 NM_003310 NP_003301 Q53HC9 TSSC1_HUMAN 0 TTTTTATTTATAATG 0.413

+ 6 1095 NM_080657 NP_542388 Q8WXG1 RSAD2_HUMAN 0 AGGACCCTTCCAA 0.383

+ 6 1072 nse_Mutation_p.R1 NM_198182 NP_937825 Q9NZI5 GRHL1_HUMAN 2 AAAGTTCGAGTAA 0.478

+ 8 1041 NM_001034 NP_001025 P31350 RIR2_HUMAN 0 CACAAACCATCGG 0.398

+ 9 797 2rat.2_Nonsense_MNM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1 CTGTTTCGAAAAG 0.517

- 14 2280 _p.P613S|PUM2_u NM_015317 NP_056132 Q8TB72 PUM2_HUMANmilio 1.|PUM-HD. 1 CAGCTGGAGTAG 0.343

- 26 8008 NM_000384 NP_000375 P04114 APOB_HUMAN 27 ACTGATGGAATCC 0.413

- 26 4512 NM_000384 NP_000375 P04114 APOB_HUMAN 27 GTGGTCCCCAGGA 0.378

+ 12 1641 rhv.3_Missense_M NM_020134 NP_064519 Q9BPU6 DPYL5_HUMAN 2 CTGGGGGATGTCG 0.567

- 4 1069 rkj.2_Missense_Mu NM_144631 NP_653232 Q8N8E2 ZN513_HUMAN 1 AGCTGCCCACAG 0.607

+ 27 1876 c.2_Missense_Mut NM_153021 NP_694566 Q6P1J6 PLB1_HUMAN ate repeats.|2.|Extracellular 9 CTGTGGTTGTGC 0.473

+ 13 2065 n_p.E517K|FAM17 NM_199280 NP_954974 Q6ZUX3 F179A_HUMAN 4 GCCGAGGAGATCG 0.587

- 7 2357 NM_004304 NP_004295 Q9UM73 ALK_HUMAN xtracellular (Potential). 1218 AGCCATCTTCAAA 0.522

- 36 4070 NM_000379 NP_000370 P47989 XDH_HUMAN 8 CCCTCACAGACCA 0.498

- 7 849 0ynd.1_Missense_M NM_015475 NP_056290 Q8NCA5 FA98A_HUMAN 1 TTTTAGGGGATAA 0.403

- 29 2385 p.W744*|MAP4K3_ NM_003618 NP_003609 Q8IVH8 M4K3_HUMAN CNH. 8 GTAAACCATGAAG 0.348

- 2 1930 002rrz.2_Intron|SL NM_021097 NP_066920 P32418 NAC1_HUMAN lasmic (Potential). 4 TCTTCTCACTCAT 0.507

- 1 316 KHH2_uc002rtf.3_I NM_001101330 NP_001094800 0 AAATTATCATTTTTA 0.393

+ 4 428 oa.1_Missense_M NM_022437 NP_071882 Q9H221 ABCG8_HUMAN er.|Cytoplasmic (Potential). 4 GAGCCTCCTTGC 0.607

- 8 1197_1198 REPL_uc002rui.3_ NM_006036 NP_006027 Q4J6C6 PPCEL_HUMAN 1 CCCAAGGAGGGA 0.371

+ 3 755 NM_002158 NP_002149 P32314 FOXN2_HUMAN Fork-head. 0 CATTTTCCATATTT 0.393 rs147349434

- 27 3073 SME4_uc010fbu.1_ NM_014614 NP_055429 Q14997 PSME4_HUMAN HEAT 2. 5 ACCAAGGGAATG 0.338

- 4 552 h.2_Intron|C2orf63_ NM_152385 NP_689598 Q8NHS4 CB063_HUMAN 3 AGAATGGATTTGT 0.303

- 11 1751 rzj.2_Missense_Mu NM_004105 NP_004096 Q12805 FBLN3_HUMAN nteraction with TIMP3. 6 AAGGTCCCTATAC 0.438

+ 6 2109 NM_001080433 NP_001073902 Q96PX6 CC85A_HUMAN 5 CAGGTTCGTGTCC 0.408

+ 3 461 de.2_Missense_Mu NM_002664 NP_002655 P08567 PLEK_HUMAN PH 1. 1 AGGCCATTAAATG 0.468

- 4 828 NM_001024680 NP_001019851 Q5FWF7 FBX48_HUMAN 0 TGCATCCATTGGG 0.378

- 3 370 NM_002056 NP_002047 Q06210 GFPT1_HUMANamidotransferase type-2. 1 ACTTTTCCTTTCT 0.413

- 10 1907 NM_017880 NP_060350 Q9NWW7 CB042_HUMAN 0 GGGGAAGGATATC 0.507

+ 4 626 p.G110E|PCYOX1 NM_016297 NP_057381 Q9UHG3 PCYOX_HUMAN 1 CTCTAGGAGGAGA 0.403



+ 13 1393 V1B1_uc010fdw.2_ NM_001692 NP_001683 P15313 VATB1_HUMAN 1 GGGAGGAGGCG 0.607

+ 3 2586 NM_001080474 NP_001073943 A6NCI8 CB078_HUMAN 2 GTTCTTCTCTGCA 0.403

+ 3 445_446 sense_Mutation_p NM_001381 NP_001372 Q99704 DOK1_HUMAN 0 GATGCTGGAGAAC 0.574

+ 5 875 Missense_Mutation_ NM_001381 NP_001372 Q99704 DOK1_HUMAN Pro-rich. 0 CCTGGCCCCCAAG 0.627

+ 11 3590 NM_000189 NP_000180 P52789 HXK2_HUMAN Catalytic. 2 TGGAGATGCACAA 0.612

+ 13 1908 _p.E635K|CTNNA2 NM_004389 NP_004380 P26232 CTNA2_HUMAN 9 CCAGAAGAACTAG 0.443

+ 8 1267 HNSL2_uc002sta.3 NM_018271 NP_060741 Q86YJ6 THNS2_HUMAN 1 TCGGATGAAGCCA 0.562

- 5 633 M131_uc010yvg.1_ NM_015348 NP_056163 Q92545 TM131_HUMAN 6 GAACTAGGATTAT 0.289

+ 6 699 RPL30_uc002szt.1 NM_145213 NP_660214 Q8TCC3 RM30_HUMAN 1 AAGATGGTGAGAA 0.269

- 4 471 se_Mutation_p.G1 NM_175735 NP_783862 Q86SG7 LYG2_HUMAN 1 TAAGTCCCCTGTG 0.517

+ 7 821 yvt.1_Missense_Mu NM_002518 NP_002509 Q99743 NPAS2_HUMAN 4 TTGAACCCAAAG 0.393

- 2 494_495 NM_153836 NP_722578 Q8IUH2 CREG2_HUMAN 1 GCAGTCCTTGGA 0.51

+ 11 1459 ywd.1_Missense_M NM_003855 NP_003846 Q13478 IL18R_HUMAN toplasmic (Potential). 3 AAAAGCCGAAGA 0.348

- 4 994 _p.G74R|TGFBRAP NM_004257 NP_004248 Q8WUH2 TGFA1_HUMAN 2 AAACTCCTTTACT 0.418

- 16 2320 NM_001144013 NP_001137485 A6NKT7 RGPD3_HUMAN 1 AGTTTTCGAGTTC 0.368

+ 6 802 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN PAPS. 1 AGGAAAGGTAGAT 0.403 rs139414825

- 20 3464 _p.W989*|RGPD5_ NM_005054 NP_005045 Q99666 RGPD5_HUMAN RanBD1 1. 0 CCACATCCATGCT 0.438

+ 10 2312 ense_Mutation_p.L NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 GATTCTCTTCGTC 0.512

+ 3 128 NM_014440 NP_055255 Q9UHA7 IL36A_HUMAN 0 CAGTCACTATTGC 0.498

+ 12 2525 _uc002tjf.2_Misse NM_012455 NP_036587 Q8NDX1 PSD4_HUMAN PH. 2 AGCAGGGCATCCT 0.612

+ 2 518 DPP10_uc002tle.2_ NM_020868 NP_065919 Q8N608 DPP10_HUMAN KCND2.|Cytoplasmic (Pote 10 GGTAGGAACTGG 0.388

+ 20 2158 _p.M563I|DPP10_ NM_020868 NP_065919 Q8N608 DPP10_HUMAN cellular (Potential). 10 TTGCAGGGATGAA 0.388

+ 13 4739 mt.3_Missense_Mut NM_005270 NP_005261 P10070 GLI2_HUMAN 13 TGAGCTCCATGCT 0.642

- 11 1133 _Mutation_p.V347 NM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3 ATCTGGACCAAAT 0.557

- 8 953 10flr.2_Splice_Site_ NM_014553 NP_055368 Q9NZI6 TF2L1_HUMAN 3 GACGTACCCTTCG 0.552

- 2 208 0fls.2_Missense_M NM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0 ACTCCAGGAGTAA 0.413

+ 13 1552 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANyosin head-like. 2 TGCTGGCCCTCAA 0.602

+ 15 1863 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMANyosin head-like. 2 CTGGGCCATGGG 0.552

- 7 1707 SK4_uc010zbg.1_I NM_025052 NP_079328 Q56UN5 YSK4_HUMAN 5 TTAATGGGACCTT 0.418

- 8 3118 NM_002299 NP_002290 P09848 LPH_HUMAN ential).|4 X approximate rep 13 AAGGCAGGATTCT 0.488

+ 6 653 vf.2_Missense_Mu NM_006895 NP_008826 P50135 HNMT_HUMAN 1 AAGATGCTCATTA 0.353

- 60 10576 NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN ntial).|LDL-receptor class B 50 ATCCATCCATGTT 0.294

+ 2 206 _p.D26N|KYNU_uc NM_003937 NP_003928 Q16719 KYNU_HUMAN 2 CCAACGGATGAGA 0.488

+ 8 830 p.P234S|KYNU_uc NM_003937 NP_003928 Q16719 KYNU_HUMAN 2 AATATTCCTGCCA 0.418

+ 2 231 10zbl.1_Missense_ NM_018460 NP_060930 Q53QZ3 RHG15_HUMAN 2 AAATGAGAATCAA 0.443

+ 23 2827 F5C_uc002twu.1_M NM_004522 NP_004513 O60282 KIF5C_HUMAN 1 AGTTGGACAACG 0.527

+ 2 1843 LNT5_uc010zci.1_R NM_014568 NP_055383 Q7Z7M9 GALT5_HUMAN main A.|Lumenal (Potential) 4 ATCAAGGAGATTC 0.448

- 1 515 S1_uc002ubm.2_5 NM_016836 NP_058520 P29558 RBMS1_HUMAN 0 ACCTTGGCTTGCA 0.677

- 13 2456 .2_Intron|SCN3A_u NM_006922 NP_008853 Q9NY46 SCN3A_HUMAN 10 ACCAAGGAAACCA 0.488

+ 14 2665 _p.S792F|SCN2A_ NM_001040142 NP_001035232 Q99250 SCN2A_HUMANe=S2 of repeat II; (Potential 8 TACTGTCTGTTGG 0.408

- 26 4821 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13 ATCCTTGGATTTT 0.313

- 15 2703 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN II. 13 ATGGATCCATGGC 0.343

- 14 2235 N7A_uc010fpm.1_R NM_002976 NP_002967 Q01118 SCN7A_HUMAN 1 CACCAGGATTGGC 0.403

+ 8 2000 udy.2_Missense_M NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Xin 4. 14 AAACAAGGCCATT 0.438

+ 8 8534 _p.R2664K|XIRP2_ NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 CTGAAAGAAAACA 0.383

+ 22 3030 ho.1_Missense_Mu NM_001079818 NP_001073286 P23229 ITA6_HUMAN cellular (Potential). 2 CTGCGGGGGCTG 0.468

+ 9 1227 ej.1_Nonsense_Mu NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN transcriptional activity. 1 AAACAGGAATTTG 0.323



+ 9 1229 ej.1_Missense_Mu NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN transcriptional activity. 1 ACAGGAATTTGAA 0.323

- 284 83277_83278380K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTCCTCCATTATC 0.446

- 284 82243 035E|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATATTTTCCTGTAT 0.403

- 275 71598 487C|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTATACGGAAAAC 0.413

- 275 71377 413K|TTN_uc010zf NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CCTGGTCTATCTA 0.413

- 200 39408 .1_Missense_Muta NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TGTCTCCTTTCTT 0.358

- 124 28701 1_Intron|TTN_uc00 NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 ATTCCTCCTCTGC 0.398

- 80 20556 N_uc010zfj.1_Intron NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CATTTCCATCCTG 0.512

- 74 18751 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CAAAAGAAGGTG 0.408

- 67 16791 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 AGGAGGGAAGCT 0.373

- 61 15172 N_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 TCAAACGGAGGTG 0.443

- 46 11885_11886G3821S|TTN_uc0 NM_133437 NP_597681 Q8WZ42 TITIN_HUMAN 153 GGGACCCTTTAA 0.46

- 46 13152 TN_uc010zfi.1_Intro NM_133379 NP_596870 Q8WZ42 TITIN_HUMAN 153 GGCTTTGAAAATA 0.408

- 31 7306 TTN_uc010zfj.1_Mi NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 CTAAGTCCTTGTA 0.428

- 13 2455 une.1_Nonsense_ NM_173648 NP_775919 Q6ZP82 CC141_HUMAN 10 CTGATTGAAACCT 0.488

+ 3 872_873 NM_194250 NP_919226 Q7Z570 Z804A_HUMAN 11 ACAAAGGGAATT 0.351

- 5 770 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMAN ZZ-type. 3 ACTTCCCCTCAAT 0.358

- 5 539 NM_182521 NP_872327 Q8NEG5 ZSWM2_HUMANRING-type 1. 3 CACAGCCAAACC 0.274

+ 9 809 3A1_uc010frw.1_5' NM_000090 NP_000081 P02461 CO3A1_HUMAN le-helical region. 13 CCTAGGGAGAATC 0.403

+ 22 2567 e_Mutation_p.R771 NM_001130158 NP_001123630 O43795 MYO1B_HUMAN IQ 3. 8 TTCTGCGGGAACT 0.463

- 43 7902 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN k (By similarity). 12 CTACTTGAGATGA 0.363

- 41 6983 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN 12 TACTATCATTCGA 0.383

- 31 5112 NM_018897 NP_061720 Q8WXX0 DYH7_HUMANA 2 (By similarity). 12 CAGCAAGGACCC 0.378

- 22 3992 utl.1_Missense_Mu NM_020760 NP_065811 Q9P2P5 HECW2_HUMAN HECT. 18 TCTCTGGATACCA 0.358

+ 13 1907 _p.E519K|SPATS2L NM_015535 NP_056350 Q9NUQ6 SPS2L_HUMAN 3 ACCTCGGAGGCCA 0.597

- 14 2055_2056 NM_213589 NP_998754 Q70E73 RAPH1_HUMAN 10 TTGCGGGGATAAA 0.342

+ 5 4094 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN 3 CCTACAGATTCCA 0.393

+ 5 659 zjb.1_Missense_M NM_005048 NP_005039 P49190 PTH2R_HUMAN Name=1; (Potential). 3 TGTATACCGTTGG 0.423

+ 8 925 ur.2_Missense_Mut NM_001875 NP_001866 P31327 CPSM_HUMAN amidotransferase type-1. 13 GGAGGACCGGGG 0.498

- 32 5060_5061p.G1296K|ABCA12 NM_173076 NP_775099 Q86UK0 ABCAC_HUMAN 11 AGCTCTCCCCCAA 0.5

- 8 1397 0zlr.1_Missense_M NM_006216 NP_006207 P07093 GDN_HUMAN 4 CCTGTAGGATTAT 0.418

- 46 5323 NM_000092 NP_000083 P53420 CO4A4_HUMANollagen IV NC1. 11 TCGCCTCTTCAGA 0.652

+ 37 3322 tation_p.G1054R|C NM_000091 NP_000082 Q01955 CO4A3_HUMAN le-helical region. 3 GATAAGGGAGAGC 0.493

+ 25 2336 xp.1_Missense_Mu NM_001080391 NP_001073860 P23497 SP100_HUMAN 5 TCCCATCCGTGGA 0.507

+ 1 374 UGT1A9_uc002vu NM_001072 NP_001063 P19224 UD16_HUMAN 0 ATCTATCCAGTGC 0.423

- 2 288 fyp.1_Missense_M NM_212556 NP_997721 Q6ZVZ8 ASB18_HUMAN 1 CCATTCCATCTCA 0.488

+ 13 3010 NM_001080504 NP_001073973 Q6ZP01 RBM44_HUMAN 4 GTTTTCCCTTCCG 0.413

+ 7 1293 e_Mutation_p.F140 NM_018226 NP_060696 Q9HAU8 RNPL1_HUMAN 2 GATGACTTTCTCC 0.642

+ 12 1699 NM_001080437 NP_001073906 Q8TER0 SNED1_HUMAN EGF-like 7. 2 GCGAGTGCCCGC 0.716

- 14 2263 as.2_Missense_M NM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4 TCAATCCTTCTGT 0.612

- 7 936 as.2_Missense_M NM_019609 NP_062555 Q96SM3 CPXM1_HUMAN 4 TCAGAGGATCCCG 0.537

- 18 2536 4A11_uc002wih.2_ NM_032034 NP_114423 Q8NBS3 S4A11_HUMAN bicarbonate transporter). 1 AGTAGTGGATCTT 0.617

- 18 1771 wmd.3_Missense_M NM_019593 NP_062539 Q9NPB8 GPCP1_HUMAN GDPD. 0 GTATCGGATATTT 0.363

+ 2 121 LCB1_uc002wmz.1 NM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12 GTTACTCCAATTA 0.318

+ 5 388 wmz.1_Splice_Site_ NM_015192 NP_056007 Q9NQ66 PLCB1_HUMAN 12 TTTTCAGGAATGG 0.388

- 5 1093 nj.2_Missense_Mu NM_020341 NP_065074 Q9P286 PAK7_HUMAN Linker. 23 ACCTCAGAATAGT 0.458

+ 2 249 _uc010gca.1_Miss NM_130811 NP_570824 P60880 SNP25_HUMAN ith CENPF (By similarity). 2 CTGGAGGAGATGC 0.597



- 18 1838 p.H447Y|SEL1L2_u NM_025229 NP_079505 Q5TEA6 SE1L2_HUMAN r (Potential).|Sel1-like 10. 2 CGTTGTGGTATTT 0.398

- 19 2343 gch.1_Missense_M NM_024704 NP_078980 Q96L93 KI16B_HUMAN u-rich.|Potential. 8 CCAGTTCTTGAAA 0.448

+ 22 2757 e_Mutation_p.G87 NM_015585 NP_056400 Q8NHU2 CT026_HUMAN 4 CCGCCGGAGTCA 0.652

+ 1 1555 NM_002196 NP_002187 Q01101 INSM1_HUMAN C2H2-type 5. 1 GTGTTCCCCTGCA 0.657

+ 28 2716 sk.1_Missense_Mu NM_012255 NP_036387 Q9H0D6 XRN2_HUMAN 1 CTCCTCCCCTTTT 0.378

- 3 813 sm.2_Missense_M NM_153675 NP_710141 Q9Y261 FOXA2_HUMAN Fork-head. 4 GAGTGGCGGATG 0.617

+ 4 776 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6 ACACCTCGAGGG 0.577

+ 7 762 wxb.1_RNA|TTLL9_ NM_001008409 NP_001008409 Q3SXZ7 TTLL9_HUMAN TTL. 2 AGGTAGCCCGGT 0.607

+ 14 1995 se_Mutation_p.G5 NM_032819 NP_116208 Q9BYN7 ZN341_HUMANC2H2-type 11. 2 CACACAGGCTGC 0.597

+ 17 1874 _p.S520F|ITCH_uc NM_031483 NP_113671 Q96J02 ITCH_HUMAN 6 AGGATTCCTTTCA 0.403

- 6 664 S_uc010zup.1_Mis NM_000178 NP_000169 P48637 GSHB_HUMAN 3 TCCCAGGCTTTGG 0.488

- 4 1551 1_5'Flank|EIF6_uc NM_178468 NP_848563 Q9BQN1 FA83C_HUMAN 2 GCAGGGGGCTG 0.642

+ 3 240 AL_uc002xgw.2_R NM_022077 NP_071360 Q9NQG1 MANBL_HUMAN 0 CACCTCCGGAGG 0.557

- 11 1841 _p.D500N|TGM2_u NM_004613 NP_004604 P21980 TGM2_HUMAN 3 AGAGGTCCCTCTC 0.597

+ 4 392 _p.P48S|L3MBTL_ NM_015478 NP_056293 Q9Y468 LMBL1_HUMAN 0 CAGCCCCCGAGC 0.682

+ 4 584 gp.2_Missense_M NM_001098798 NP_001092268 Q96NM4 TOX2_HUMAN 1 GCAGATGGGCATC 0.682

- 2 1872 NM_020433 NP_065166 Q9BR39 JPH2_HUMAN Cytoplasmic (Potential). 0 GTGGCCGTCGGG 0.667

- 2 1870 NM_020433 NP_065166 Q9BR39 JPH2_HUMAN Cytoplasmic (Potential). 0 GCCGTCGGGCA 0.662

+ 9 1239 p.H362Y|HNF4A_u NM_000457 NP_000448 P41235 HNF4A_HUMAN 3 GCACCCCATGCCC 0.592

+ 2 427 _p.H124Y|SEMG2_ NM_003008 NP_002999 Q02383 SEMG2_HUMANat-rich region.|3-1. 1 CATTTTCACATGA 0.398

+ 8 1307 NM_004994 NP_004985 P14780 MMP9_HUMAN 2 GGGCCCCCCTTG 0.632

- 5 1817 _p.E507K|ZNF334_ NM_018102 NP_060572 Q9HCZ1 ZN334_HUMANC2H2-type 10. 2 TGCATTCATATGG 0.453

- 5 1232 _p.E312K|ZNF334_ NM_018102 NP_060572 Q9HCZ1 ZN334_HUMAN C2H2-type 5. 2 TGCATTCGTAAGG 0.438

+ 34 4740 0zyf.1_Missense_M NM_006420 NP_006411 Q9Y6D5 BIG2_HUMAN 4 TCTAACCCAACAG 0.408

- 2 1107 e_Mutation_p.P336 NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2 CCTGAGGAAGCA 0.647

- 2 393 e_Mutation_p.P98S NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2 CAGGTGGATTTTT 0.537

- 2 1147 NM_080617 NP_542184 Q9NTU7 CBLN4_HUMAN C1q. 4 CTGAAACTGTAAA 0.343

+ 1 832_833 NM_019888 NP_063941 P41968 MC3R_HUMAN lasmic (Potential). 4 AAGGGGGCAGTC 0.609

+ 5 969 xn.1_Missense_M NM_001033521 NP_001028693 Q05048 CSTF1_HUMAN 1 TGCAATCCTCAAG 0.403

+ 6 1507 e_Mutation_p.E428 NM_001164116 NP_001157588 Q9NQ75 CASS4_HUMAN Ser-rich. 3 CGGAGGAGTCAG 0.567

+ 8 2816 p.R127H|GNAS_uc NM_080425 NP_536350 P63092 GNAS2_HUMANP (By similar7)|p.R201L(1)|p 292 GCTGCCGTGTCCT 0.423 rs121913495

+ 1 2711 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 AGGCTACCCCACT 0.652

+ 1 3649 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 AGCCTCCGAGATG 0.627

+ 2 3760 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN 14 GTCCCAGGGGTG 0.507

- 4 329 P2_uc010gju.1_5'F NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 CATTGTGGATATC 0.284

- 1 192_193 NM_080823 NP_543013 Q9H3Y6 SRMS_HUMAN SH3. 2 GGAAGGGGCTGC 0.708

+ 3 523 CAM2_uc011acc.1 NM_004540 NP_004531 O15394 NCAM2_HUMAN 1.|Extracellular (Potential). 4 ATATATCGTTGTC 0.348

+ 4 909 n_p.E86K|JAM2_uc NM_021219 NP_067042 P57087 JAM2_HUMAN .|Extracellular (Potential). 0 AACCTGGAAGAG 0.478

- 10 1499 0glu.2_Missense_M NM_020706 NP_065757 O95104 SFR15_HUMAN 0 GGAAGTGGAACC 0.373

+ 11 1925 NM_014586 NP_055401 P57058 HUNK_HUMAN 2 TCATCCCCGTGCC 0.552

- 4 561 _p.V51M|C21orf59 NM_021254 NP_067077 P57076 CU059_HUMAN 0 TCATCACCGCGCC 0.498

- 2 1091 yrw.2_Missense_M NM_017833 NP_060303 Q9NX36 DJC28_HUMAN 0 GTCTCCTTTTGCC 0.378

+ 2 847 PS6_uc002ytp.2_In NM_006933 NP_008864 P53794 SC5A3_HUMAN cellular (Potential). 2 CTGAATACTTGTC 0.453

+ 2 874 PS6_uc002ytp.2_In NM_006933 NP_008864 P53794 SC5A3_HUMAN cellular (Potential). 2 GCCATAGGATTCA 0.448

- 4 1592 SETD4_uc002yuy.2 NM_017438 NP_059134 Q9NVD3 SETD4_HUMAN SET. 2 AATAATCATCTGT 0.463

+ 12 1548 aeb.1_Missense_M NM_005128 NP_005119 Q9Y3R5 DOP2_HUMAN 2 TCATTCCTTTGGT 0.532

+ 6 543_544 se_Mutation_p.L14 NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 TTCATTCCTTATTG 0.337



+ 34 4556 nf.2_Missense_Mu NM_001001894 NP_001001894 P53804 TTC3_HUMAN 9 ATAATCCTTTTGA 0.308

- 3 430 NM_005867 NP_005858 P56555 DSCR4_HUMAN 1 GCTTGTCCCTTCT 0.328

- 26 4996 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMANtential).|Fibronectin type-III 11 CCAAAGGGCCTG 0.557

- 24 4602 CAM_uc002yyr.1_R NM_001389 NP_001380 O60469 DSCAM_HUMAN III 5.|Extracellular (Potentia 11 TAAGCCGAGGCTG 0.428

+ 2 199 02yzd.1_Missense_ NM_058186 NP_478066 P58499 FAM3B_HUMAN 0 TCGCCTCCTTGTG 0.627

- 1 137 2yzp.2_Missense_ NM_022115 NP_071398 P57071 PRD15_HUMAN 0 AGCACCGGAAgcc 0.338

+ 2 362 NM_000394 NP_000385 P02489 CRYAA_HUMAN 2 TCCACGGAAAGCA 0.647

- 12 1820 NM_173354 NP_775490 P57059 SIK1_HUMAN 7 TGACAGGGAGCA 0.682

+ 7 679_680 n_p.P46F|RRP1_u NM_003683 NP_003674 P56182 RRP1_HUMAN 0 TCGACCCCTTCT 0.614

- 2 259 rf29_uc010gpv.1_5 NM_144991 NP_659428 Q8WU66 TSEAR_HUMAN 0 GGGGGGCGGCTA 0.562 rs76207741

+ 1 1166 .1_Intron|C21orf29 NM_198687 NP_941960 P60372 KR104_HUMANA repeats of C-C-X(3). 0 TCCCTTCCTGCTG 0.711

+ 23 1660_16616A1_uc010gqd.1_5 NM_001848 NP_001839 P12109 CO6A1_HUMAN le-helical region. 1 CCGAGGGCTTCC 0.663

+ 3 588 6A2_uc002zhz.1_M NM_001849 NP_001840 P12110 CO6A2_HUMAN1.|Nonhelical region. 8 CAGCCCCTGCGG 0.711

- 10 1101 l.2_Missense_Muta NM_001001438 NP_001001438 P48449 ERG7_HUMAN 0 TTGATGGTTTTCG 0.602

+ 8 1315 e_p.R285_splice|PC NM_006031 NP_006022 O95613 PCNT_HUMAN 8 TTCTAGGGGCCC 0.52

+ 22 4415 j.2_Missense_Mut NM_006031 NP_006022 O95613 PCNT_HUMAN Potential. 8 CCAGATGAAGATT 0.572

+ 34 4219 P2A_uc002zjs.2_M NM_015151 NP_055966 Q14689 DIP2A_HUMAN 2 AGGGTTCGTTTGG 0.458

- 9 1431 nse_Mutation_p.G1 NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN 1 GTACTTCCGTGCT 0.358

- 4 1053 ense_Mutation_p.N NM_001136213 NP_001129685 Q6S545 POTEH_HUMAN ANK 5. 1 ATTTAAATTTGCTT 0.318

- 1 703 NM_001005239 NP_001005239 Q8NG94 O11H1_HUMAN Name=5; (Potential). 0 GGACAAGAGTATA 0.418

- 7 1071 NM_014433 NP_055248 Q9UHP6 RTDR1_HUMAN 1 GCGGCCCTCGGG 0.647

+ 5 555 tw.1_Missense_Mu NM_004914 NP_004905 O95755 RAB36_HUMAN 2 TTCCCTATAGCCT 0.507

+ 7 1110 y.2_Intron|MMP11_ NM_005940 NP_005931 P24347 MMP11_HUMAN mopexin-like 2. 3 ctcagtactgggtgtacga 0.453

+ 22 3384_3385p.P1036L|CABIN1_ NM_012295 NP_036427 Q9Y6J0 CABIN_HUMAN TPR 5. 5 CTGCCCCAATAG 0.52

+ 12 1508 T1_uc003aav.1_Sp NM_013430 NP_038347 P19440 GGT1_HUMAN 0 TCGGCAGGTGGT 0.637

+ 39 6259 n_p.M1883I|MYO18 NM_032608 NP_115997 Q8IUG5 MY18B_HUMAN Tail. 12 AAGATGGGGGAG 0.627

+ 4 576 NM_182527 NP_872333 Q86V35 CABP7_HUMAN lasmic (Potential). 0 AGTGTCCCGTGG 0.637

- 6 564 aia.2_Missense_M NM_174975 NP_777635 Q9UDX4 S14L3_HUMAN CRAL-TRIO. 5 TCAGTCCCAGGCC 0.517

+ 3 354 pz.3_Missense_Mu NM_000631 NP_000622 Q15080 NCF4_HUMAN PX. 1 TCTACCGCCGCTA 0.592

- 2 181 _p.G14R|TMPRSS NM_153609 NP_705837 Q8IU80 TMPS6_HUMAN lasmic (Potential). 6 CGTCCCCCTGCCC 0.657

+ 7 1932 atq.1_Missense_M NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CTGTGCCCAGCG 0.607

+ 9 5253_5254 tu.2_Missense_Mu NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CACCTCCACCCA 0.673

+ 9 1151 k.1_Missense_Mut NM_006116 NP_006107 Q15750 TAB1_HUMAN PP2C-like. 1 GCTACCCGCTGG 0.657

+ 28 4765 aye.2_Missense_M NM_021096 NP_066919 Q9P0X4 CAC1I_HUMANS4 of repeat IV; (Potential).|I 2 ATGAGGGTTCTGC 0.597

+ 10 1478 aq.1_Missense_M NM_001469 NP_001460 P12956 XRCC6_HUMAN 5 AAGCTTCGCTTCA 0.448

- 2 637 haa.2_Missense_M NM_058238 NP_478679 P56706 WNT7B_HUMAN 1 TTCTCGCCGAGGG 0.652

+ 19 2442 e_Mutation_p.P413 NM_175607 NP_783200 Q8IWV2 CNTN4_HUMANonectin type-III 2. 7 TTCCGGCCCTAC 0.512

- 8 1239 5RA_uc011asm.1_ NM_000564 NP_000555 Q01344 IL5RA_HUMAN cellular (Potential). 1 TCCTGGGAAACCA 0.478

+ 33 4570 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 ATCGTTCGCGTGG 0.597

- 4 721 wi.2_RNA|C3orf31_ NM_138807 NP_620162 Q96BW9 MMP37_HUMAN 0 GTCACAGCACTCT 0.448 rs146141760

+ 6 936 S254F|PPARG_uc NM_015869 NP_056953 P37231 PPARG_HUMAN 2 ATGAATTCCTTAAT 0.448

- 27 3691 NM_024923 NP_079199 Q8TEM1 PO210_HUMANmenal (Probable). 11 ACGGCATTGCCAA 0.617 rs147038229

- 10 1206 P2_uc011avh.1_5' NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 3. 1 GTGTTCCATGCTG 0.642

+ 1 1095 vk.1_Missense_Mu NM_152536 NP_689749 Q6ZNL6 FGD5_HUMAN 5 ATTGTCCCTTTTG 0.552

+ 5 535 n_p.V26I|PLCL2_u NM_001144382 NP_001137854 Q9UPR0 PLCL2_HUMAN PH. 4 AAAAAGGTTCGCT 0.418 rs141837634

- 1 710 HB_uc003cbm.2_In NM_144715 NP_653316 Q8N7U6 EFHB_HUMAN 0 CTTTTTCCATTTC 0.507

- 6 759 ense_Mutation_p.L NM_003615 NP_003606 Q9Y6M7 S4A7_HUMAN cellular (Potential). 5 GAACAAGAGGAAT 0.413



- 9 1661 _p.S184C|OSBPL1 NM_017784 NP_060254 Q9BXB5 OSB10_HUMAN 1 AGCAAAGATCGCT 0.512

+ 12 1648 se_Mutation_p.L46 NM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2 ATATGTCTCAGAA 0.408

+ 7 691 P21_uc011axy.1_M NM_016300 NP_057384 Q9UBL0 ARP21_HUMAN 3 TACACGGATTCTA 0.388

+ 21 2352 NM_002207 NP_002198 Q13797 ITA9_HUMAN cellular (Potential). 6 CTGATGCACGAGG 0.562

+ 22 3195 se_Mutation_p.M10 NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 AGGCATGAAGAAG 0.567

- 28 5589 i.2_Missense_Mut NM_198056 NP_932173 Q14524 SCN5A_HUMAN 9 ATTTCTCCCAGAT 0.532

- 27 5218 NM_006514 NP_006505 Q9Y5Y9 SCNAA_HUMAN 10 CAAAGTCGTCCTC 0.493

- 5 1334 cjh.2_Missense_M NM_033027 NP_149016 Q96S65 CSRN1_HUMAN 5 TGGGTGGGTGG 0.582

+ 17 1659 bah.1_Missense_M NM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1 GAACAACTTTTCC 0.343

+ 17 1664_1665bah.1_Missense_M NM_014016 NP_054735 Q9NTJ5 SAC1_HUMAN 1 ACTTTTCCGATGG 0.342

- 2 455 cpu.3_Missense_M NM_024512 NP_078788 Q9BYS8 LRRC2_HUMAN 1 CCACCTCCTTCTT 0.458

- 21 4292_4293 3csx.2_Missense_ NM_002673 NP_002664 O43157 PLXB1_HUMANar (Potential).|IPT/TIG 3. 5 GGGAGGGCAGGT 0.574

- 4 980 ense_Mutation_p.G NM_024661 NP_078937 Q96ER9 CCD51_HUMAN 0 GACTACCTGCCTG 0.557

- 21 2055 _p.P539S|QARS_u NM_005051 NP_005042 P47897 SYQ_HUMAN 1 TCAAAGGCTGTGA 0.567

- 5 445 NM_003280 NP_003271 P63316 TNNC1_HUMAN EF-hand 4. 0 TTGTCTCCGTCCT 0.577

- 7 743 ev.2_RNA|PBRM1_ NM_181042 NP_060635 Q86U86 PB1_HUMAN Bromo 2. 140 TGAATACTTTTGT 0.318

+ 42 5361 e_Mutation_p.G171 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN lasmic (Potential). 11 CAGCAGGAAATTC 0.463

- 13 2579 RC2_uc003dht.1_M NM_015576 NP_056391 O15083 ERC2_HUMAN Potential. 2 TCTTTTCCAACTG 0.443

+ 9 1234 C66_uc003dhu.2_N NM_001141947 NP_001135419 A2RUB6 CCD66_HUMAN 1 TTCTCTCAGTCAA 0.443

+ 21 3814 nf.2_Missense_Mut NM_001457 NP_001448 O75369 FLNB_HUMAN with FBLP1.|Filamin 10. 19 CACTTCCCCGCCC 0.537

- 3 398 sense_Mutation_p. NM_004944 NP_004935 Q13609 DNSL3_HUMAN 3 GCATATTGTTCTTT 0.363

- 24 3674 dqd.2_Missense_M NM_002941 NP_002932 Q9Y6N7 ROBO1_HUMAN lasmic (Potential). 2 TACTGCCCCGGTC 0.418

+ 15 2726 HA3_uc010hon.1_R NM_005233 NP_005224 P29320 EPHA3_HUMAN(Potential).|Protein kinase. 33 AGGTAATTAAAGC 0.478

- 2 567 2_5'UTR|PROS1_ NM_000313 NP_000304 P07225 PROS_HUMAN Gla. 1 TTTCCGGGTCATT 0.388

+ 1 331 NM_001005514 NP_001005514 A6NHG9 O5H14_HUMAN Name=3; (Potential). 1 ACCACGGAATGTT 0.413

+ 1 728 NM_001005515 NP_001005515 A6NDH6 O5H15_HUMAN Name=6; (Potential). 2 GTGGAGCCCATCT 0.428

+ 3 563 NM_032787 NP_116176 Q96K78 GP128_HUMAN cellular (Potential). 4 AGATATGGACCAT 0.343

- 2 436 G2_uc011bhe.1_5' NM_016247 NP_057331 Q9BZV3 IMPG2_HUMAN cellular (Potential). 3 CGCCTTCTGATTA 0.428

+ 15 1807 _p.L325F|ZPLD1_u NM_175056 NP_778226 Q8TCW7 ZPLD1_HUMANracellular (Potential). 5 CCCTTCCTTATGC 0.388

+ 1 676_677 NM_032600 NP_115989 Q8NEL0 CCD54_HUMAN Potential. 0 GAACTGGAAATT 0.391

- 38 5513 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 CTACTCCCCATCA 0.468

- 27 3406 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 TCTTCTGAAGCTG 0.343

- 6 625 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMANyosin head-like. 7 TAGACTGATTTTC 0.308

+ 2 294 xx.2_Missense_Mu NM_198196 NP_937839 P40200 TACT_HUMAN Potential).|Ig-like V-type 1. 3 GATGTCAACCTGA 0.408

+ 12 1510 bhr.1_Missense_M NM_001042575 NP_001036040 Q7RTY8 TMPS7_HUMANential).|LDL-receptor class A 2 GCTTTAGGAAACA 0.378

- 2 1458 dzg.2_Missense_M NM_199512 NP_955806 Q76M96 CCD80_HUMAN 2 GGTAAAGATTCTC 0.607

- 1 913 F80_uc003ebf.2_R NM_007136 NP_009067 P51504 ZNF80_HUMAN C2H2-type 4. 0 CACACTCGCTGCA 0.527

- 2 143 NM_173825 NP_776186 Q5HYI8 RABL3_HUMAN all GTPase-like. 0 CCCACAGTCCATG 0.363

- 14 8470 p.D2787N|GOLGB1 NM_004487 NP_004478 Q14789 GOGB1_HUMAN ic (Potential).|Potential. 10 GAGCATCTCTCTC 0.418

+ 6 1064 on_p.S80L|PARP15 NM_001113523 NP_001106995 Q460N3 PAR15_HUMAN Macro 2. 5 GGAAATCAGGTAC 0.313

- 10 1313 gq.2_Missense_Mu NM_053025 NP_444253 Q15746 MYLK_HUMAN 9 GTGATGGAGCTG 0.627

+ 9 1605 ehf.1_Missense_M NM_001024660 NP_001019831 O60229 KALRN_HUMAN 6 CCGAATCCCTCAC 0.572

- 3 188 se_Mutation_p.W5 NM_024628 NP_078904 A0AV02 S12A8_HUMAN 0 TTCCACCAGGGCT 0.572

+ 11 1913_1914CM2_uc010hsl.2_R NM_004526 NP_004517 P49736 MCM2_HUMAN MCM. 4 CACCTCCCTGCA 0.604

- 3 1917 uc003ekl.1_5'Flank NM_153330 NP_699161 Q8NHS0 DNJB8_HUMAN 0 CGAAGGGGCTGT 0.592

- 13 2362_2363 NM_007027 NP_008958 Q92547 TOPB1_HUMAN 7 TAACCTTCTTTAGT 0.361

- 2 220 .1_Missense_Muta NM_178554 NP_848649 Q8NBH2 KY_HUMAN 2 CGGACTCCATTTC 0.388



+ 3 650 PHB1_uc011bly.1_M NM_004441 NP_004432 P54762 EPHB1_HUMANcellular (Potential). 30 GCAGATGAGAGC 0.493

+ 2 741 2R3A_uc011blz.1_ NM_002718 NP_002709 Q06190 P2R3A_HUMAN 7 ACATCCCTGTGTC 0.463

+ 3 471 me.1_Missense_M NM_006153 NP_006144 P16333 NCK1_HUMAN SH3 2. 1 GAGAGAGAGGAT 0.453

- 4 476 hui.2_Missense_Mu NM_004766 NP_004757 P35606 COPB2_HUMAN WD 3. 2 TGCTAGTTAGAAT 0.393

+ 2 690 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN RING-type. 7 CTGTGCGAGAAG 0.602

+ 3 1413 NM_152616 NP_689829 Q8IWZ5 TRI42_HUMAN 7 CAGAAGGAAATTG 0.453

+ 3 283 n_p.E42K|PLS1_uc NM_001145319 NP_001138791 Q14651 PLSI_HUMAN EF-hand 1. 1 TTTAAGGAAGCAA 0.368

+ 10 1772 n_p.L512F|TRPC1_ NM_003304 NP_003295 P48995 TRPC1_HUMAN ical; (Potential). 2 TTTCTTCTTGTTT 0.348

+ 15 2226 L590F|P2RY12_uc NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 ATCCTTCTCTATG 0.423

- 5 5258 1_5'Flank|IGSF10_ NM_178822 NP_849144 Q6WRI0 IGS10_HUMAN -like C2-type 4. 13 ATCTCTTTGGTAC 0.493

- 9 1506 _p.G410E|PLCH1_u NM_001130960 NP_001124432 Q4KWH8 PLCH1_HUMANPI-PLC X-box. 4 AATATTCCTTTCA 0.438

- 1 1123 fao.1_Nonsense_M NM_004733 NP_004724 O00400 ACATN_HUMANcellular (Potential). 4 GAGGCTGAAACCG 0.408

+ 4 1346 NM_001080440 NP_001073909 A6NHN0 OTOL1_HUMAN C1q. 0 AAGATTGGAATGG 0.443

- 7 1215 ffk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 CAAAGGAGGCCT 0.478

- 7 1162 fk.2_Missense_Mu NM_005241 NP_005232 Q03112 EVI1_HUMAN 14 GAAAATCCAGGAG 0.473

- 2 768 COM_uc010hwn.2 NM_004991 NP_004982 Q03112 EVI1_HUMAN 14 CATCCATAACTGG 0.393

+ 2 1422 v.2_Missense_Muta NM_005414 NP_005405 P12757 SKIL_HUMAN 3 GGCCACGAACTTT 0.443

+ 10 1249 NM_018023 NP_060493 Q9ULM3 YETS2_HUMAN 4 GATGCCCCTCCAT 0.488

- 22 2498 LCN2_uc011brl.1_ NM_004366 NP_004357 P51788 CLCN2_HUMAN oplasmic (By similarity). 0 GAGCAGGATCAA 0.552

- 9 1458 p.G376R|MASP1_ NM_001879 NP_001870 P48740 MASP1_HUMAN Sushi 2. 4 TCAGCCCGTGTTC 0.478 rs139378189

- 4 1286 3fsg.2_Missense_M NM_018192 NP_060662 Q8IVL5 P3H2_HUMAN 4 GATGGGAGAGAG 0.507

- 30 3634 13A4_uc010hzi.2_ NM_032279 NP_115655 Q4VNC1 AT134_HUMAN cellular (Potential). 2 ACTCCGGCATGTC 0.468

- 21 2584 13A4_uc011bsr.1_ NM_032279 NP_115655 Q4VNC1 AT134_HUMAN cellular (Potential). 2 GCCCAGGAGACA 0.428

+ 12 1524 _p.E491K|PDE6B_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 CAGAAGGAGGAG 0.562

+ 7 489 n_p.V49M|TMEM1 NM_032326 NP_115702 Q9BSA9 TM175_HUMAN ical; (Potential). 0 TTAATGGTGACCT 0.542

- 3 580 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 CCCAAAGAAAATA 0.323

+ 5 710 _p.S225F|MAN2B2 NM_015274 NP_056089 Q9Y2E5 MA2B2_HUMAN 2 CTTTCTCCAACAG 0.537

- 14 2012_2013_Mutation_p.A664E NM_198595 NP_940997 Q8N556 AFAP1_HUMAN Potential. 0 CGCAGGGCCTCT 0.559

- 10 6730 dr.1_Missense_Mu NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 AGGCAAGAGGAC 0.522

+ 37 4781 s.1_Missense_Mut NM_004787 NP_004778 O94813 SLIT2_HUMAN CTCK. 11 GTACGAGGTGTGT 0.498

- 10 2062 GC1A_uc003gqt.2 NM_013261 NP_037393 Q9UBK2 PRGC1_HUMAN 8 ATTCTTCCCTCTT 0.468

- 18 3348 NM_015230 NP_056045 Q8WZ64 ARAP2_HUMAN 3 ATAAGGGAACAAA 0.358

+ 7 978 _p.V163A|PGM2_u NM_018290 NP_060760 Q96G03 PGM2_HUMAN 1 AAGGTGTCTTGG 0.363

- 4 1758 BM47_uc011bys.1_ NM_001098634 NP_001092104 A0AV96 RBM47_HUMAN 3 AGGGGTCGCAGG 0.632

- 6 2160 D4_uc003gwm.2_3 NM_207406 NP_997289 Q6ZU67 BEND4_HUMAN 0 TGGGAACTTTTAT 0.517

- 4 1007 bzc.1_Nonsense_MNM_001114175 NP_001107647 P47869 GBRA2_HUMANcellular (Probable). 4 TTAGTCGAAGGAT 0.289

+ 6 942 bze.1_Missense_M NM_000812 NP_000803 P18505 GBRB1_HUMANcellular (Probable). 2 GACATTGAATTTT 0.373

+ 4 2856 _p.L837F|REST_u NM_005612 NP_005603 Q13127 REST_HUMAN 9 CAAGTCCTTATTG 0.458

- 5 1205 T2A3_uc010ihp.1_R NM_024743 NP_079019 Q6UWM9 UD2A3_HUMANcellular (Potential). 2 ATATGGGAACTCC 0.408

- 1 581 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3 TAGGAAGGAGGGA 0.403

- 1 80 uc003hei.1_RNA NM_001073 NP_001064 O75310 UDB11_HUMAN 3 ACTTTTCCACAAC 0.453

- 6 1625 _p.G521E|UGT2A1 NM_006798 NP_006789 Q9Y4X1 UD2A1_HUMAN lasmic (Potential). 1 TTCTTTCCTATCT 0.323

- 3 300 NM_014243 NP_055058 O15072 ATS3_HUMAN 2 TCTTTTCCAAATG 0.488

- 29 7073 hgq.2_Missense_M NM_032217 NP_115593 O75179 ANR17_HUMAN 10 CCTGAGGGACTTG 0.383

- 4 557 10ijq.1_Missense_ NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN rminal Ras-GEF. 0 CGGTGAGCCAGAT 0.473

+ 4 525 _p.G103R|AGPAT9_ NM_032717 NP_116106 Q53EU6 GPAT3_HUMAN 1 AAGAAGGGATTGG 0.443

- 14 1881 n_p.S218F|FAM13 NM_014883 NP_055698 O94988 FA13A_HUMAN 2 ACTTCGGAGACAA 0.483



+ 10 1131 _p.S286F|BMPR1B NM_001203 NP_001194 O00238 BMR1B_HUMAN(Potential).|Protein kinase. 8 ATGGTTCCCTTTA 0.403

- 7 775 se_Mutation_p.S10 NM_181887 NP_871616 P61077 UB2D3_HUMAN 0 CAAATGGATAAAA 0.353

+ 3 1453 ET2_uc010ilp.1_Mi NM_001127208 NP_001120680 Q6N021 TET2_HUMAN p.S356fs*18(1) 733 CAGGTTCCAGCAG 0.418

+ 3 2937 ET2_uc010ilp.1_Mi NM_001127208 NP_001120680 Q6N021 TET2_HUMAN Gln-rich. 733 ACACATCCTGAAC 0.373

+ 11 1676 se_Mutation_p.G49 NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN MAM. 1 GTGACGGGGCTG 0.602

- 10 1301 _p.D334N|AGXT2L NM_031279 NP_112569 Q8TBG4 AT2L1_HUMAN 1 GATGGTCCTTCAC 0.468

+ 31 3780 gc.1_Missense_Mu NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAAGAAGAAAATT 0.423

- 4 2157 NM_024574 NP_078850 Q8TB73 CD031_HUMAN onectin type-III 2. 0 AAACATCCAGCAG 0.388

+ 60 10619 iel.1_Missense_Mu NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 CATCTGCTAGCCA 0.408

+ 1 3328 NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 TACTTCGAAGAAG 0.388

+ 3 5545 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 TCTTTTGACATTC 0.413

+ 4 5612 p.1_Missense_Mut NM_024582 NP_078858 Q6V0I7 FAT4_HUMAN .|Extracellular (Potential). 18 ACTCTGGTGTGAA 0.328

+ 13 2703_2704_p.P788F|PLK4_uc NM_014264 NP_055079 O00444 PLK4_HUMAN 0 CTCCTCCTTCTG 0.347

- 12 2401 NM_015130 NP_055945 Q6ZT07 TBCD9_HUMAN 1 GCTAGGGCCAACT 0.438

+ 2 980 r.1_Missense_Muta NM_022475 NP_071920 Q96QV1 HHIP_HUMAN 6 CTGGAGGAAATCA 0.398

+ 11 2906 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 AGAACTCCGTGCG 0.711

- 3 334 nx.2_Missense_Mu NM_017639 NP_060109 Q6V1P9 PCD23_HUMAN Cadherin 1. 4 GAGGGTCGATCCG 0.463

+ 11 2463 se_Mutation_p.P40 NM_000856 NP_000847 Q02108 GCYA3_HUMAN 4 GAACTTCCACCA 0.398

+ 12 1767_1768_p.G462K|GUCY1B NM_000857 NP_000848 Q02153 GCYB1_HUMANanylate cyclase. 0 TCATAGGACAGC 0.386

+ 3 431 NM_000824 NP_000815 P48167 GLRB_HUMAN cellular (Probable). 2 TTCAAAGGTTTGT 0.333

+ 5 710 NM_000824 NP_000815 P48167 GLRB_HUMAN cellular (Probable). 2 GATGGAGATGTCC 0.308

- 34 4957_4958 iro.2_Missense_Mu NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3 ACAATGGGAGTTG 0.327

- 1 478 NM_006792 NP_006783 0 GACAATCTGCAAG 0.443

- 1 290 NM_006792 NP_006783 0 TCGGCAGGAAGAT 0.378

+ 5 815 0irr.2_Missense_M NM_014269 NP_055084 Q9UKF5 ADA29_HUMAN 16 ACACCTCCAGGCT 0.512

+ 7 1438 Z3_uc003ive.1_5'F NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 GAGAGAGCCGG 0.547

+ 25 7178 NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 CCAGCTCCTTTTA 0.403

+ 9 1008 _Site_p.I278_splice NM_021942 NP_068761 Q7Z392 CD041_HUMAN 0 TTTGCAGATCTGT 0.313

+ 3 753 _p.E170K|ZFP42_u NM_174900 NP_777560 Q96MM3 ZFP42_HUMAN 2 CTCGCAGAATTTG 0.463

+ 1 450 NM_178556 NP_848651 Q8N9V2 TRIML_HUMAN 4 AGGGTGGAAGCG 0.622

+ 5 913 NM_052909 NP_443141 Q96PX9 PKH4B_HUMAN 2 TTCATAGTATCTTG 0.308

- 15 1803 n.2_RNA|BRD9_uc NM_023924 NP_076413 Q9H8M2 BRD9_HUMAN 0 CGACGGCCGAGA 0.657

- 72 12496 fc.2_Missense_Mu NM_001369 NP_001360 Q8TE73 DYH5_HUMANA 6 (By similarity). 31 GAGGATCGTTGG 0.453

- 14 1853 NM_001369 NP_001360 Q8TE73 DYH5_HUMAN m (By similarity). 31 AGCTTTGAAATCA 0.393

+ 50 7915 RIO_uc003jfg.2_RN NM_007118 NP_009049 O75962 TRIO_HUMAN 18 GCACTCCGTTTAA 0.448

+ 3 612 hd.1_Missense_Mu NM_004932 NP_004923 P55285 CADH6_HUMAN r (Potential).|Cadherin 1. 7 GAGATGGAGCAG 0.393

- 4 876 _p.P74S|RAD1_uc NM_002853 NP_002844 O60671 RAD1_HUMAN 0 TGTCAGGAGACAT 0.393 rs79789213

- 10 1740 RLR_uc003jjj.1_Int NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 AATAGGGGATTTT 0.493

- 10 1707 RLR_uc003jjj.1_Int NM_000949 NP_000940 P16471 PRLR_HUMAN lasmic (Potential). 3 GGGGTCCCAGG 0.507

+ 9 1321 _p.L404F|SPEF2_u NM_024867 NP_079143 Q9C093 SPEF2_HUMAN 4 CAATTCCTTAAAG 0.303

+ 8 1337_13387R_uc011cop.1_RN NM_002185 NP_002176 P16871 IL7RA_HUMAN lasmic (Potential). 5 GCTGCCCCCTCCA 0.52

- 2 188 _Intron|UGT3A2_u NM_174914 NP_777574 Q3SY77 UD3A2_HUMAN 6 CTTCCACCTAGGA 0.431

+ 7 1066 FLAM_uc003jle.1_ NM_152403 NP_689616 Q63HQ2 EGFLA_HUMAN 7 CGCTATGGACCC 0.483

+ 2 732 NM_000958 NP_000949 P35408 PE2R4_HUMAN lasmic (Potential). 2 GCGCAAGGAGCA 0.622

+ 4 338 7_uc011cpn.1_RN NM_000587 NP_000578 P10643 CO7_HUMAN TSP type-1 1. 0 GTGAACCTACAAG 0.473

- 39 4899 3jmi.3_Missense_M NM_173489 NP_775760 Q7Z745 HTRB2_HUMAN 8 AATACCCCATAGA 0.502

- 17 2767 1_Missense_Muta NM_000065 NP_000056 P13671 CO6_HUMAN -binding domain. 7 TGGATGAAAGTCT 0.428



+ 13 1110 oo.2_Missense_Mu NM_024615 NP_078891 Q8N3A8 PARP8_HUMAN 5 CAGGACGGAATC 0.478

- 19 3130 3jtq.2_RNA|ADAM NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Spacer. 0 AATAGTCCAGGCA 0.373

- 16 2786_2787 3jtq.2_RNA|ADAM NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN 0 TTATAACCTTCAGC 0.446

+ 3 425 NM_006633 NP_006624 Q13576 IQGA2_HUMAN CH. 7 AAGAAGGGCTCCG 0.383

+ 74 15803 p.G2942D|GPR98_ NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 AGAATGGCACATT 0.428

- 12 1887 bi.1_Missense_Mu NM_000439 NP_000430 P29120 NEC1_HUMAN 2 GGTTCTCTCCCCA 0.398

- 2 255 na.3_Missense_M NM_018343 NP_060813 Q9BVS4 RIOK2_HUMAN 1 TATTACAGCCACC 0.358

- 9 1822 NM_180991 NP_851322 Q6ZQN7 SO4C1_HUMAN Extracellular (Potential). 4 AGGATAATAATATG 0.418

+ 11 973 MK4_uc010jbv.2_M NM_001744 NP_001735 Q16566 KCC4_HUMANProtein kinase. 5 ACTACATTTCAAG 0.423

- 3 1995 NM_020177 NP_064562 Q96JP0 FEM1C_HUMAN 3 TTTCCCCTTGGAT 0.388

- 19 2628 3krv.3_Missense_M NM_020796 NP_065847 Q9H2E6 SEM6A_HUMANcellular (Potential). 2 TGGCCTTTGAGG 0.537

+ 3 485 ksn.2_Missense_M NM_182761 NP_877438 A1A519 F170A_HUMAN 1 AGGAACGAGGAGA 0.507

+ 1 373 NM_177478 NP_803431 Q8N4E7 FTMT_HUMAN rritin-like diiron. 1 GGGAGGAGACC 0.577

+ 4 580 _Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN 2 GAGATGGAGTGGG 0.557

+ 5 1254 1_Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 1. 2 GAAAATGGAAACA 0.438

+ 5 1356 1_Intron|SNCAIP_u NM_005460 NP_005451 Q9Y6H5 SNCAP_HUMAN ANK 2. 2 AACACTGAGAAG 0.483

- 50 6851 NM_001999 NP_001990 P35556 FBN2_HUMAN TB 8. 15 GGGGTCCCCCCA 0.458

+ 15 2119 X46_uc003kzv.1_R NM_014829 NP_055644 Q7L014 DDX46_HUMAN case C-terminal. 1 CTTCATGGAGGTA 0.353

+ 8 1281 p.D200N|TGFBI_u NM_000358 NP_000349 Q15582 BGH3_HUMAN 4 ATCCCAGACTCAG 0.572

- 5 850 LHL3_uc010jem.1_ NM_017415 NP_059111 Q9UH77 KLHL3_HUMAN 0 TCTGCCGAACATC 0.547

- 2 1524 TNNA1_uc003ldj.2_ NM_015564 NP_056379 O43300 LRRT2_HUMAN lar (Potential).|LRRCT. 0 TGAAATCCATGGA 0.473

+ 5 399 k.1_Missense_Muta NM_006083 NP_006074 Q13123 RED_HUMAN 1 CTAGCAGAGAAGT 0.468

+ 1 116_117 .2_Intron|PCDHA4_ NM_018907 NP_061730 Q9UN74 PCDA4_HUMAN 6 TCCTGGGGAAGC 0.515

+ 1 1849 03lhf.2_Intron|PCD NM_018907 NP_061730 Q9UN74 PCDA4_HUMANcellular (Potential). 6 TGCCATGGTCGGT 0.667

+ 1 190 3lhh.1_Intron|PCDH NM_018910 NP_061733 Q9UN72 PCDA7_HUMAN |Extracellular (Potential). 4 CGCCTGTTCCGGG 0.612

+ 1 1987 CDHA5_uc003lhk.1 NM_018911 NP_061734 Q9Y5H6 PCDA8_HUMAN |Extracellular (Potential). 2 GCCACGGCCACG 0.647

+ 1 1993 l.2_Intron|PCDHA6 NM_018901 NP_061724 Q9Y5I2 PCDAA_HUMANr (Potential).|Cadherin 6. 5 ACTGTGCTTGTGT 0.672

+ 1 1760 2_Intron|PCDHA8_ NM_018899 NP_061722 Q9Y5I4 PCDC2_HUMAN |Extracellular (Potential). 4 CCTACTCCCTTCT 0.488

+ 1 753 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 GGCACAGCTCACA 0.592

+ 1 1497 NM_013340 NP_037472 Q9Y5F3 PCDB1_HUMAN |Extracellular (Potential). 0 GGCAAAGTCCATG 0.398

+ 1 353 HB2_uc003lim.1_I NM_018936 NP_061759 Q9Y5E7 PCDB2_HUMAN r (Potential).|Cadherin 1. 6 CCAAAGGAAAAAA 0.522

+ 1 1496 uc003lin.2_RNA NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 5. 2 ACCTGCCCCTCTC 0.667

+ 1 454 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN |Extracellular (Potential). 1 GATATTTCCTTTGA 0.478

+ 1 2164 dah.1_Missense_M NM_018939 NP_061762 Q9Y5E3 PCDB6_HUMAN lasmic (Potential). 1 GTGGGTCGCTACT 0.657

+ 1 1804 NM_018940 NP_061763 Q9Y5E2 PCDB7_HUMAN r (Potential).|Cadherin 5. 6 AGCAGCGAGGCG 0.706

+ 1 1585 HB16_uc010jfw.1_ NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANr (Potential).|Cadherin 2. 2 ATACCGGAAAACA 0.388

+ 1 1931 HB16_uc010jfw.1_ NM_020957 NP_066008 Q9NRJ7 PCDBG_HUMANr (Potential).|Cadherin 3. 2 TTGGCTCCCTGGT 0.488

+ 1 337 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMAN r (Potential).|Cadherin 1. 0 GATGATCCCTTTC 0.428

+ 1 1129 NM_019119 NP_061992 Q9Y5E1 PCDB9_HUMAN r (Potential).|Cadherin 4. 0 TCCGGAGAAAATG 0.388

+ 1 511 NM_018930 NP_061753 Q9UN67 PCDBA_HUMANr (Potential).|Cadherin 1. 2 GATGATCCCTTTC 0.418

+ 1 2056 dan.1_Missense_M NM_018912 NP_061735 Q9Y5H4 PCDG1_HUMANcellular (Potential). 3 CCCAACGATTCGG 0.692

+ 1 666 DHGA2_uc011dao NM_018915 NP_061738 Q9Y5H1 PCDG2_HUMANr (Potential).|Cadherin 2. 3 GATGCAGACGTAG 0.512

+ 1 373 ju.1_Intron|PCDHG NM_018921 NP_061744 Q9Y5G4 PCDG9_HUMAN |Extracellular (Potential). 0 GTAACTGATATTA 0.478

+ 3 886 dbl.1_Missense_M NM_152550 NP_689763 Q8TEC5 SH3R2_HUMAN SH3 2. 2 CCTCAAGGTAGGA 0.512

- 20 3179 jhd.2_Missense_M NM_002609 NP_002600 P09619 PGFRB_HUMAN(Potential).|Protein kinase. 17 CTGGGTAAGGGGT 0.582

- 2 405 e_Mutation_p.D40 NM_001146040 NP_001139512 P23415 GLRA1_HUMANcellular (Probable). 2 GGAAATCCGAGGG 0.502

+ 4 697 LNT10_uc010jic.2_ NM_198321 NP_938080 Q86SR1 GLT10_HUMAN main A.|Lumenal (Potential) 2 AGTGATCGAGGTA 0.587



+ 1 180 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANKinesin-motor. 1 TGAAGGGAATTC 0.592

+ 1 2960 NM_001099293 NP_001092763 Q2VIQ3 KIF4B_HUMANPRC1 (By similarity).|Potenti 1 CTATACCTTGTCA 0.463

+ 33 3818 lws.2_Missense_M NM_001037333 NP_001032410 Q96F07 CYFP2_HUMAN 0 GAAGTCCGTGGA 0.522

- 11 1542 _p.R404W|GABRB2 NM_021911 NP_068711 P47870 GBRB2_HUMAN lasmic (Probable). 0 CTTTCCGATACTG 0.517

+ 5 1011_1012_p.P217S|ODZ2_u NM_001122679 NP_001116151 10 GGGATACCCTTTG 0.569

+ 5 650 mdf.1_Missense_Mu NM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1 GCCATCCCTGCGG 0.622

- 6 1002 Silent_p.L206L|MX NM_031300 NP_112590 Q9BW11 MAD3_HUMAN 0 CACCCCCAAACAC 0.701

+ 5 1242 kz.1_Missense_Mu NM_182594 NP_872400 Q8N9F8 ZN454_HUMAN 3 ACAGTGGAGAGAA 0.388

+ 14 1727 mkc.1_Missense_M NM_025158 NP_079434 Q96T51 RUFY1_HUMAN Potential. 5 TACTCAGGATGGA 0.517

- 20 2966 3mlf.2_Missense_M NM_198868 NP_942568 Q66K14 TBC9B_HUMAN 2 GCTCTTCCTGTGG 0.498

- 8 1264 _p.A323T|RASGEF NM_175062 NP_778232 Q8N431 RGF1C_HUMAN Ras-GEF. 1 ACTTGGCCGTCCT 0.617

+ 12 1796 q.1_Missense_Mu NM_004415 NP_004406 P15924 DESP_HUMAN plakophilin 1 and junction p 9 TTGTTCCCTCTGT 0.557

+ 1 266 NM_138574 NP_612641 Q5TGJ6 HDGL1_HUMAN PWWP. 0 ACCCACGAGACG 0.602

- 1 306 NM_005320 NP_005311 P16402 H13_HUMAN H15. 1 TTGAGGCCAAGC 0.547

+ 11 1565 p.G420E|BTN3A3_ NM_006994 NP_008925 O00478 BT3A3_HUMANY.|Cytoplasmic (Potential). 0 AAGTGGGGATCTT 0.498

- 3 1381 NM_052923 NP_443155 Q6R2W3 SCND3_HUMAN Potential. 1 TCACTTCCTTTAT 0.353

+ 1 691 NM_030905 NP_112167 O76002 OR2J2_HUMAN Name=5; (Potential). 0 GCAAATGAGCTGA 0.478

+ 3 852 n_p.R137C|OR2H1 NM_030883 NP_112145 Q9GZK4 OR2H1_HUMAN lasmic (Potential). 0 CACCCCCGCCTGT 0.597 rs141663433

+ 7 970 NR_027822 0 TGTTCTGGTGTCT 0.478 rs145231932

- 4 2060 3nrb.3_Missense_M NM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN 0 CGGCAGGACTCA 0.537

- 2 262 1_5'Flank|PSORS1 NM_014070 NP_054789 Q6UXA7 CF015_HUMAN 0 CAGGTGGGAAGC 0.607

+ 2 315_316 _uc003nwb.1_Miss NM_001003693 NP_001003693 Q5SQ64 LY66F_HUMAN (Potential).|Ig-like V-type. 2 GTACTGGTGCGCT 0.569

- 6 1240 U1_uc010jth.2_Non NM_000434 NP_000425 Q99519 NEUR1_HUMAN 1 ATAGCTGGACTGT 0.597

+ 23 3201 _p.E780*|SKIV2L_ NM_006929 NP_008860 Q15477 SKIV2_HUMAN 4 AATGGGGAGAAG 0.577

+ 25 3263 e.1_Missense_Muta NM_007293 NP_009224 P0C0L4 CO4A_HUMAN 0 GGTTGTCACGGGG 0.622

- 15 2508 u.1_RNA|NOTCH4 NM_004557 NP_004548 Q99466 NOTC4_HUMAN |Extracellular (Potential). 22 AGGCAGGAGAAG 0.632

- 12 1644 rf10_uc011dpx.1_In NM_006781 NP_006772 Q5SRN2 CF010_HUMAN Lys-rich. 1 AACTCTCCTTCTT 0.244

- 12 1611 rf10_uc011dpx.1_In NM_006781 NP_006772 Q5SRN2 CF010_HUMAN Lys-rich. 1 TTAGTACACCTGA 0.328

- 12 1375 px.1_Missense_M NM_006781 NP_006772 Q5SRN2 CF010_HUMAN 1 GACTCCCTCTTCT 0.483

- 4 767 03obo.1_Intron|uc0 NM_002124 NP_002115 P01911 2B1F_HUMAN ical; (Potential). 1 CCCCAAGGAAGAG 0.547

- 46 3631 se_Mutation_p.G10 NM_080680 NP_542411 P13942 COBA2_HUMAN le-helical region. 5 AGTGTCCCTGGGG 0.592

- 6 2099 ation_p.S557F|DAX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN al (Potential).|Interaction w 23 TTCCGAGATTTTT 0.502

- 6 565 kw.3_Missense_Mu NM_003322 NP_003313 O00294 TULP1_HUMAN 3 GAGCTTCCTTATT 0.582

+ 76 11600 sense_Mutation_p NM_001371 NP_001362 21 ATGTGGCTGCAGA 0.502

+ 77 11830 ssense_Mutation_p NM_001371 NP_001362 21 ATATGAAGTTTTTA 0.373

+ 91 13985 NM_001371 NP_001362 21 ATTTGACCTTCAT 0.473

+ 6 712 oh.2_RNA|GLP1R_ NM_002062 NP_002053 P43220 GLP1R_HUMANcellular (Potential). 5 GGGCTCCTCTCC 0.617

- 4 627_628 se_Mutation_p.P21 NM_018965 NP_061838 Q9NZC2 TREM2_HUMAN ical; (Potential). 1 GAGAAGGATGGA 0.554

- 3 613 NM_024807 NP_079083 Q5T2D2 TRML2_HUMANcellular (Potential). 2 ACAGTTCCACTCT 0.527

+ 14 2566 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANu-rich.|Potential. 9 ggaagaagaggagga 0.259

+ 7 1103 e_Mutation_p.P340 NM_007355 NP_031381 P08238 HS90B_HUMAN 4 GGGCTCCCTTTGA 0.403

- 7 918 e_Mutation_p.G21 NM_001098518 NP_001091988 Q8IZF2 GP116_HUMAN tracellular (Potential). 2 AAAATTCCGTAAC 0.373

+ 5 689 e_Mutation_p.D162 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN cellular (Potential). 1 GGTGTTGATGAGG 0.398

+ 6 1634 e_Mutation_p.Y477 NM_153839 NP_722581 Q8IZF7 GP111_HUMAN Name=3; (Potential). 1 ATCCTCTATGGAA 0.448

+ 7 2216 _p.T710I|GPR115_ NM_153838 NP_722580 Q8IZF3 GP115_HUMAN Name=7; (Potential). 8 TTGGAACCATTAT 0.398

- 61 10807_10808 NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 TTTCCCCTAAGAA 0.431 rs112030234

+ 5 1359 k.2_Missense_Mut NM_001704 NP_001695 O60242 BAI3_HUMAN .|Extracellular (Potential). 50 CATGTTCGGTTAC 0.468



- 11 1166 COL9A1_uc003pff. NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 CCAATGGAGCCAG 0.388

- 8 989 COL9A1_uc003pff NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL3). 4 GGCCCGGGAGGA 0.607

- 6 725 NM_001563 NP_001554 Q17R60 IMPG1_HUMAN 3 GAGTGAGAGGGAA 0.398

- 1 44 NM_000863 NP_000854 P28222 5HT1B_HUMANellular (By similarity). 0 CGGAGCCCGCGG 0.642

- 12 1382 _p.G351R|ME1_uc0 NM_002395 NP_002386 P48163 MAOX_HUMAN 2 CACGTCCCTACAA 0.393

- 4 695_696 bq.1_Missense_M NM_001080508 NP_001073977 O95935 TBX18_HUMAN T-box. 5 GTCTCCCCCGAG 0.51

+ 3 1119 _p.G188E|NT5E_uc NM_002526 NP_002517 P21589 5NTD_HUMAN 4 CCTTAGGGACAAA 0.229

- 16 3034 _p.W926*|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN mic (Potential).|SAM. 28 TTGTAGCCATTCT 0.373

- 15 2925 p.R890Q|EPHA7_u NM_004440 NP_004431 Q15375 EPHA7_HUMAN lasmic (Potential). 28 GGGTTTCGAATCA 0.408

+ 18 2209 0776_uc010kck.2_ NM_015323 NP_056138 O94874 UFL1_HUMAN 1 AAAATTCCAGAGG 0.368

+ 10 1684 qo.3_Missense_Mu NM_021956 NP_068775 Q13002 GRIK2_HUMAN cellular (Potential). 5 ACATATGAAATTA 0.388

+ 12 2023 _p.P592S|GRIK2_u NM_021956 NP_068775 Q13002 GRIK2_HUMAN lasmic (Potential). 5 TATAATCCACACC 0.398

+ 3 788 prw.1_Missense_M NM_018013 NP_060483 A7XYQ1 SOBP_HUMAN 1 ATTTCACCATACAA 0.403

- 1 301 NM_007214 NP_009145 Q9UGP8 SEC63_HUMANmenal (Potential). 2 TTCCCACTGTCAT 0.637

+ 7 989 ao.1_Missense_M NM_032131 NP_115507 Q8NEN0 ARMC2_HUMAN ARM 1. 0 ATACAAGGATTGT 0.343

- 6 830 p.G153D|HDAC2_ NM_001527 NP_001518 Q92769 HDAC2_HUMANone deacetylase. 4 TCAACACCATCAC 0.348

- 8 1952 NM_002031 NP_002022 P42685 FRK_HUMAN 6 ATGAAGTTATTTG 0.343

+ 6 2899 t.2_Missense_Muta NM_001080976 NP_001074445 Q9UL01 DSE_HUMAN 1 ATACCAGGTTGTT 0.468

+ 11 1245 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 GCCCAGGTATGT 0.302

+ 17 2273 NM_173560 NP_775831 Q8HWS3 RFX6_HUMAN 3 TTTCAAGAGACTT 0.547

- 24 2782 ense_Mutation_p.S NM_152730 NP_689943 Q96NH3 BROMI_HUMAN 3 GGATATGATGAAA 0.303

+ 1 251 NM_001010905 NP_001010905 Q6P5S2 CF058_HUMAN 0 TTGCACCAGATAA 0.378

- 23 3630 c.2_Missense_Mut NM_002844 NP_002835 Q15262 PTPRK_HUMAN ine-protein phosphatase 1.| 8 CCAGTTCGTCCAG 0.383

+ 54 7787 ense_Mutation_p.G NM_000426 NP_000417 P24043 LAMA2_HUMANaminin G-like 3. 10 AGTCCGGCATCAT 0.488

- 2 175 NM_001010876 NP_001010876 Q5VVB8 CF191_HUMAN ical; (Potential). 1 CTCAGGGACACA 0.373

+ 5 651 o.1_RNA|ENPP3_u NM_005021 NP_005012 O14638 ENPP3_HUMAN lar (Potential).|SMB 2. 4 AAATTTCGTTGTG 0.378

+ 9 1035 o.1_RNA|ENPP3_ NM_005021 NP_005012 O14638 ENPP3_HUMANotential).|Phosphodiesterase 4 ATGTATGATGTAA 0.318

+ 1 943 NM_053278 NP_444508 Q969N4 TAAR8_HUMAN lasmic (Potential). 1 TTTTATCCTTGGT 0.333

- 16 2543 _p.S720F|AHI1_uc NM_001134831 NP_001128303 Q8N157 AHI1_HUMAN WD 3. 3 ATCATGGAATCAT 0.363

- 4 582 p.S108L|BCLAF1_u NM_014739 NP_055554 Q9NYF8 BCLF1_HUMAN 1 GAACGTGAACGAC 0.468

- 15 2153 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN 0 CCTGTTCCTCCAG 0.358

- 13 2042 gv.2_Missense_Mu NM_003980 NP_003971 Q14244 MAP7_HUMAN Potential. 0 TTCTTTCTCTCCA 0.542

+ 22 3664 NM_020340 NP_065073 Q5TH69 BIG3_HUMAN 2 CATAAGGAAAGAC 0.473

- 3 2135 kg.2_Missense_M NM_002656 NP_002647 Q9UM63 PLAL1_HUMAN 1 CCAGGGGATACCG 0.602

+ 69 9780 NM_007124 NP_009055 P46939 UTRO_HUMAN 5 CTCATCCAGCAG 0.512

- 3 1542 on.3_Missense_M NM_024963 NP_079239 Q96ME1 FXL18_HUMAN LRR 8. 3 AGGAAGGGCAGG 0.657

+ 4 917 _p.T209I|C7orf26_ NM_024067 NP_076972 Q96N11 CG026_HUMAN 1 ACCTGACCGAGAA 0.587

- 27 2224 _p.P386S|COL28A1 NM_001037763 NP_001032852 Q2UY09 COSA1_HUMAN 3 AGGGGGGCCAG 0.468

- 9 1335 se_Mutation_p.P19 NM_004956 NP_004947 P50549 ETV1_HUMAN 35 GGCAAAGGAGGA 0.478

+ 2 866 _uc003stt.3_Splice NM_001621 NP_001612 P35869 AHR_HUMAN 3 TTGATGGTAAGAC 0.358

+ 22 2966 _p.N978K|HDAC9_ NM_058176 NP_478056 Q9UKV0 HDAC9_HUMANone deacetylase. 5 AGGAAATGAGGTA 0.413

- 1 143 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN 1 CTGTTCACCAGCG 0.647

+ 15 2906 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN m (By similarity). 15 TTTAAACCTTCCC 0.408

+ 21 2628 _p.S854L|STK31_u NM_031414 NP_113602 Q9BXU1 STK31_HUMANProtein kinase. 9 ATGGATCACTTCA 0.353

+ 10 1552 NM_002047 NP_002038 P41250 SYG_HUMAN 1 GTTTAGGGTGTG 0.413

+ 12 1489 NM_133468 NP_597725 Q8N8U9 BMPER_HUMAN VWFD. 3 GACCTGGATGGCT 0.652

+ 6 1024 NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 TCCAGTCTTCAGG 0.517



+ 3 559 NM_020192 NP_064577 Q9NRH1 CG036_HUMAN 0 TATGTAGAATGTT 0.393

- 8 1146 g.1_Missense_Mut NM_000168 NP_000159 P10071 GLI3_HUMAN 19 GGCGCGGAAGAG 0.537

- 3 140 03tim.1_RNA|C7orf NM_018224 NP_060694 Q9GZY4 CG044_HUMAN ical; (Potential). 1 TTGCTCCCAGAGG 0.488

- 1 1 NM_000290 NP_000281 P15259 PGAM2_HUMAN 0 GACGGGGACGGC 0.617

- 2 981 kbw.1_Missense_M NM_013389 NP_037521 Q9UHC9 NPCL1_HUMAN lasmic (Potential). 5 GGCGGGGGCCA 0.592

- 22 3604 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN ular (Potential).|REJ. 11 GTGGGGCTGCA 0.547

+ 5 580_581 _uc011kcg.1_Miss NM_181597 NP_853628 Q16831 UPP1_HUMAN 0 GATTGCCCCGTC 0.416

+ 17 2749 kyr.2_Missense_M NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 ATTTTTGGAGCAG 0.393

+ 23 9342 kys.1_Missense_M NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CCACTCCAAGGT 0.448 rs139183809

- 7 990 p.G233E|ZPBP_uc NM_007009 NP_008940 Q9BS86 ZPBP1_HUMAN 0 TTCATTCCATATC 0.338

+ 4 1257 e_Mutation_p.H420 NM_182633 NP_872439 Q8N859 ZN713_HUMAN C2H2-type 5. 2 AAAATCCATACTC 0.393

- 5 1641 NM_033273 NP_150376 Q96JC4 ZN479_HUMANC2H2-type 10. 4 TGAATTCTCTTGT 0.433

+ 4 1206 NM_001159522 NP_001152994 A8MUV8 ZN727_HUMAN C2H2-type 7. 0 ATTTGTGAAGAAT 0.388

- 5 1008 _p.E203K|CALN1_ NM_001017440 NP_001017440 Q9BXU9 CABP8_HUMAN lasmic (Potential). 1 TCTCTTCCTCATT 0.517

+ 2 186 NM_000941 NP_000932 P16435 NCPR_HUMAN 1 TGTTTTCGCTCAT 0.502

- 10 1977 dy.1_Missense_Mu NM_012301 NP_036433 Q86UL8 MAGI2_HUMAN 11 GACCATCAGTTGG 0.488

- 20 15033 ht.1_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 GCTATGGCAGCCC 0.498

- 7 11487 _p.S3733F|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CCTGTGGAAATCT 0.443

- 3 3053 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GAGGAGTTGTAGG 0.502

- 3 2447 hv.2_Missense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. 7 GCTTGGCCTTGG 0.542

- 2 1064 hv.2_Nonsense_Mu NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN n-rich.|Pro-rich. 7 GACCCTGAATTGG 0.473 rs10251512

- 10 1417 NM_006080 NP_006071 Q14563 SEM3A_HUMAN Sema. 4 GATAAGGCACCCA 0.433 rs139931613

- 29 4211 hc.1_Missense_Mu NM_000927 NP_000918 P08183 MDR1_HUMAN otential).|ABC transporter 2 7 AGATGCCTTTCTG 0.443

+ 9 1283 _p.R274Q|RUNDC NM_138290 NP_612147 Q96NL0 RUN3B_HUMAN 1 TCTTACGACTTCG 0.368

- 2 234 n_p.Y43*|STEAP4 NM_024636 NP_078912 Q687X5 STEA4_HUMAN 0 AACAGAATAACCA 0.433

- 22 3580 y.2_Missense_Muta NM_000466 NP_000457 O43933 PEX1_HUMAN 2 CTCCAGGCAAATC 0.453

- 5 4383 MD9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 AATGGGGAAAACA 0.393

+ 20 1535 1A2_uc011kib.1_In NM_000089 NP_000080 P08123 CO1A2_HUMAN 9 CCAAAGGAGAGAG 0.433

+ 3 1060 NM_002523 NP_002514 P47972 NPTX2_HUMAN Pentaxin. 3 ATCAACGACAAGG 0.667

- 11 1357 _p.R377K|CYP3A4 NM_017460 NP_059488 P08684 CP3A4_HUMAN 4 TTGTACCTTTCAG 0.502

+ 12 1586 ZAN_uc003uwl.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN xtracellular (Potential). 11 TGCGGGGAGTCC 0.617

+ 3 4275 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN approximate tandem repea 27 ACGCCGGTAGTCA 0.507

+ 3 9154 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 AAGGTACCGGCA 0.507

+ 3 12117 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMANcellular (Potential). 27 GGCTGCACTACTT 0.532

+ 4 905 HIT1_uc003uyf.2_R NM_006349 NP_006340 O43257 ZNHI1_HUMAN HIT-type. 1 GCACTGTGCGCTG 0.662

+ 17 1470 _uc003uyv.2_Splic NM_001913 NP_001904 P39880 CUX1_HUMAN 8 CTGCTAGGACCTG 0.657

- 8 1086 _Mutation_p.E284K NM_198999 NP_945350 P58743 S26A5_HUMAN lasmic (Potential). 1 AATTTCTCTTTAAA 0.448

- 42 6594 .2_Missense_Muta NM_005045 NP_005036 P78509 RELN_HUMAN EGF-like 5. 19 TTGGTTCCATTGA 0.458

- 13 1631 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN 19 CATTTTCATGAGA 0.343

- 9 998 z.2_Missense_Mut NM_005045 NP_005036 P78509 RELN_HUMAN 19 TGCTGGGGTCTG 0.323

+ 4 706 D1_uc003vgj.2_M NM_001007245 NP_001007246 O00458 IFRD1_HUMAN 2 GATTAATTGACCT 0.368

- 4 3051 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 CCTAGAGATTTTT 0.378

- 1 810 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 CACCTTGATTTTA 0.294

+ 17 2472 OXP2_uc011kmu.1 NM_014491 NP_055306 O15409 FOXP2_HUMAN 8 GAATTAGAAGACG 0.438

+ 3 1549_1550 455NL>KF|MET_u NM_000245 NP_000236 P08581 MET_HUMAN ular (Potential).|Sema. 159 GCTAATCTTGGG 0.431

- 5 1351 a.2_Missense_Mu NM_003391 NP_003382 P09544 WNT2_HUMAN 7 TCTTGGGGGCCT 0.577

+ 14 2074 nq.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 GGATGTGATTCTT 0.383



+ 27 4465 q.1_Missense_Mu NM_000492 NP_000483 P13569 CFTR_HUMAN lasmic (Potential). 5 CCCTCCGACAGG 0.522 rs148783445

- 8 1009 0lkj.2_Missense_M NM_012338 NP_036470 O95859 TSN12_HUMAN cellular (Potential). 0 AAAAAGGAATACA 0.398

- 1 638 DPS2_uc010lkq.2_ NM_198085 NP_932351 Q8N7C7 RN148_HUMAN PA. 0 ACATGGGAAATAC 0.448

- 7 1691 QUB_uc010lkt.2_RN NM_178827 NP_849149 Q8NA54 IQUB_HUMAN 4 GTGTTTCCCATTC 0.343

+ 3 1175 _p.S185F|FSCN3_ NM_020369 NP_065102 Q9NQT6 FSCN3_HUMAN 1 ACCTATCCCAGGT 0.498

+ 2 401 NM_014390 NP_055205 Q7KZF4 SND1_HUMAN TNase-like 1. 3 GGAAATCTTGCTC 0.582

+ 21 3442 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 9. 12 TGGTAGGCACCCC 0.652

+ 21 3834 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 10. 12 AACGCGGATGGC 0.602

+ 38 6427 a.3_Missense_Mut NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 19. 12 TGGGGGCTTGGG 0.587

- 28 5101 NA4_uc003vqz.3_5 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 CCGGATCATGTTT 0.572

- 22 4373 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 CACGGTCGCGCAT 0.577 rs118107843

- 22 4337 NM_020911 NP_065962 Q9HCM2 PLXA4_HUMAN lasmic (Potential). 1 GCGTGCGGATGAA 0.602

- 2 818 _p.P197S|PLXNA4_ NM_020911 NP_065962 Q9HCM2 PLXA4_HUMANular (Potential).|Sema. 1 TGGTGGGAAAATA 0.537

+ 4 1416 CHRM2_uc003vtm NM_001006630 NP_001006631 P08172 ACM2_HUMANasmic (By similarity). 5 GCAAAGCCCCCA 0.493

- 8 930 tu.2_Missense_Mu NM_004717 NP_004708 O75912 DGKI_HUMAN 3 CCCAGGGAGCAG 0.488

- 15 4864_4865p.Q1556*|KIAA154 NM_020910 NP_065961 Q9HCM3 K1549_HUMAN 230 GACCTGGTGTTT 0.554

+ 2 349 krc.1_Missense_Mu NM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN region (By similarity). 0 ACGATTGGAGTGG 0.468

+ 3 518 rc.1_Missense_Mu NM_001008749 NP_001008749 A4D1S5 RAB19_HUMAN 0 TCGAGTCCATCCC 0.502

- 1 570 NND2A_uc003vvw NM_015689 NP_056504 Q9ULE3 DEN2A_HUMAN 4 TCTCGGCCTCGG 0.592

+ 1 947 vvz.2_Missense_M NM_052853 NP_443085 Q7Z695 ADCK2_HUMANProtein kinase. 0 GGATACCTTGGAA 0.562

- 15 1860 NM_004333 NP_004324 P15056 BRAF_HUMANProtein kinase_R603>I(2)|p.T 18290 GATTTCACTGTAG 0.368

- 11 1461 NM_004333 NP_004324 P15056 BRAF_HUMAN milarity).|Prot p.S467L(1) 18290 CCAAATGATCCAG 0.383

+ 1 576 0852_uc010lnn.2_I NM_001105558 NP_001099028 P0C1S8 WEE2_HUMAN 2 CACCTTGGACTCC 0.493

+ 32 3903 NM_004668 NP_004659 O43451 MGA_HUMAN ase.|Lumenal (Potential). 2 CTACATGGAGCGG 0.562

- 4 617 TRPV6_uc010lou. NM_018646 NP_061116 Q9H1D0 TRPV6_HUMAN ytoplasmic (Potential). 2 AGGGCTCGCACC 0.572 rs150734746

- 6 934 bz.2_Missense_Mu NM_019841 NP_062815 Q9NQA5 TRPV5_HUMAN lasmic (Potential). 6 CATGTCCATCGTA 0.567

+ 1 82 NM_176881 NP_795362 P59534 T2R39_HUMAN cellular (Potential). 1 GAAAGTGAATTGT 0.418

+ 1 701 NM_176881 NP_795362 P59534 T2R39_HUMAN lasmic (Potential). 1 TCCTCTCTCTCAA 0.512

+ 20 2461 tc.1_Missense_Mu NM_000083 NP_000074 P35523 CLCN1_HUMANasmic (By similarity). 5 TCCACAGATTTAG 0.428

- 4 910 NM_005232 NP_005223 P21709 EPHA1_HUMAN ar (Potential).|Cys-rich. 5 ATGCTTCGCCACT 0.627

+ 1 575 uc003wda.2_Intron NM_176883 NP_795364 P59536 T2R41_HUMAN Name=5; (Potential). 2 CAATTCCTTTTTC 0.408

+ 1 350 NM_012369 NP_036501 Q13607 OR2F1_HUMAN Name=3; (Potential). 3 GTTATTTTTCTCC 0.527

+ 1 777 NM_001005480 NP_001005480 Q6IF42 OR2A2_HUMANcellular (Potential). 2 TTACATGGTCCCA 0.507

+ 2 680 wek.2_Missense_M NM_005435 NP_005426 Q12774 ARHG5_HUMAN 2 TGCGAAGAGCATC 0.502

+ 2 2646 _Mutation_p.P843 NM_005435 NP_005426 Q12774 ARHG5_HUMAN 2 CACTACCCATCAT 0.607

+ 6 3732 _p.S1205L|ARHGE NM_005435 NP_005426 Q12774 ARHG5_HUMAN DH. 2 CAACTTCACTCCG 0.507

+ 7 1465 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMAN 1.|Extracellular (Potential). 11 ACCTTTGGAGGCA 0.378

+ 2 601 NM_145304 NP_660347 Q8WU49 CG033_HUMAN 1 GGGGATGGAATT 0.473

- 4 1709_1710_p.R488C|ZNF786_ NM_152411 NP_689624 Q8N393 ZN786_HUMAN C2H2-type 8. 4 CTCACGGAGCTT 0.653

+ 6 1437 p.T217A|ZNF398_ NM_170686 NP_733787 Q8TD17 ZN398_HUMAN type 2; degenerate. 1 AGCAGCACCTCCC 0.567

- 2 510 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN 1 AGAAGGGAGACT 0.607

+ 10 1655 ga.2_RNA|KRBA1_ NM_032534 NP_115923 A5PL33 KRBA1_HUMAN 2 ACTCTAGGTCTCA 0.607

+ 1 31 F467_uc003wgd.2_ NM_198455 NP_940857 A2VEC9 SSPO_HUMAN 0 GGATGGCGTGGG 0.647

+ 43 6302 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN F5/8 type C. 0 CCCAGGGGCCCA 0.682

+ 4 998 p.P227L|REPIN1_ NM_013400 NP_037532 Q9BWE0 REPI1_HUMAN 1 ACCCTCCCGCCCC 0.652

+ 5 1640 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 TTGACAGAAACCC 0.498

+ 5 1846 NM_175571 NP_783161 Q8ND71 GIMA8_HUMAN 7 GAAAAGGACCCAT 0.537



+ 3 296 76B_uc003whv.3_ NM_018487 NP_060957 Q96HP8 T176A_HUMAN ical; (Potential). 2 TAGGAGGATTTTT 0.572

+ 9 1299 _p.A335T|NOS3_uc NM_000603 NP_000594 P29474 NOS3_HUMAN action with NOSIP. 8 CTCCCGGCAGTG 0.642

- 3 584 NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 CCAACAGAGACCA 0.423

+ 1 87 t.1_Intron|uc003wlt NM_024012 NP_076917 P47898 5HT5A_HUMANellular (By similarity). 3 ACCTAACCTCCTT 0.612

+ 2 963 NM_024012 NP_076917 P47898 5HT5A_HUMAN ame=6; (By similarity). 3 GGATCCCCTTCTT 0.592

+ 3 216 _p.D12N|RNF32_uc NM_030936 NP_112198 Q9H0A6 RNF32_HUMAN 0 AAGAAAGATAACT 0.328

- 4 1019_1020wpe.1_Missense_M NM_207332 NP_997215 Q86X53 ERIC1_HUMAN Glu-rich. 2 CTCCTCCCCGGA 0.54

- 68 10743 p.F2765L|CSMD1_ NM_033225 NP_150094 Q96PZ7 CSMD1_HUMANcellular (Potential). 25 ACCTTGAAAAGTA 0.333

- 17 2803 e_Mutation_p.Q197 NM_033225 NP_150094 Q96PZ7 CSMD1_HUMAN lar (Potential).|CUB 5. 25 CTGTCTGAAATCT 0.502

- 2 854 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 GTGGGTGAGCAG 0.682

- 3 1246 tv.2_Intron|FAM167 NM_053279 NP_444509 Q96KS9 F167A_HUMAN 0 AACCTCCGAGAG 0.597

- 7 1400 s.2_Missense_Mut NM_139167 NP_631906 Q96LD1 SGCZ_HUMAN cellular (Potential). 3 ACCTCCCCTTCTG 0.493

+ 6 970 C3_uc003wwv.2_M NM_006765 NP_006756 Q13454 TUSC3_HUMAN 3 CGTGGACCTCCAT 0.378

- 13 1739 kya.1_Nonsense_M NM_004686 NP_004677 Q9Y216 MTMR7_HUMAN ularin phosphatase. 1 TCCACTCCAAAAC 0.448

+ 7 847 PO7_uc010ltj.1_RN NM_015024 NP_055839 Q9UIA9 XPO7_HUMAN 5 CAGATTCCCACCA 0.498

- 2 580 NM_002318 NP_002309 Q9Y4K0 LOXL2_HUMAN SRCR 1. 3 CGGTGCCCCACTG 0.657

+ 11 1101 se_Mutation_p.E1 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN2B.|Extracellular (Potential). 5 GCACATGAAATGG 0.408

+ 6 567 ea.1_Missense_Mu NM_003817 NP_003808 Q9H2U9 ADAM7_HUMANcellular (Potential). 5 GAGGGAGAACATT 0.398

- 13 1348 xek.2_Intron|EBF2_ NM_022659 NP_073150 Q9HAK2 COE2_HUMAN 4 TTATTTCCTTGTG 0.473

+ 14 2032 YSL2_uc010luk.1_R NM_001386 NP_001377 Q16555 DPYL2_HUMAN 1 GGCGCCCCCCGG 0.642

- 2 186 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 TGTTACCTGGATG 0.423

- 3 7453 NM_031271 NP_112561 Q9BXT5 TEX15_HUMAN 7 GATCTGGGGAAT 0.413

- 3 270 xns.2_Missense_M NM_024645 NP_078921 Q9H898 ZMAT4_HUMANMatrin-type 1. 3 GTCGGACTTTGCT 0.473

+ 8 1833_1834 NM_178819 NP_848934 Q86UL3 GPAT4_HUMAN 0 GATCGCCACCTG 0.54

- 29 3545 NK1_uc003xoj.2_M NM_020476 NP_065209 P16157 ANK1_HUMAN 9 GTCCAGGAAGGA 0.657

+ 3 512 qa.1_Missense_Mu NM_001005365 NP_001005365 Q6S8J7 POTEA_HUMAN ANK 2. 1 GGCACTGATCCAA 0.393

+ 11 1489 _p.A465V|MCM4_u NM_182746 NP_877423 P33991 MCM4_HUMAN MCM. 4 CTTCAGCCTTGGC 0.373

+ 4 407 NM_001007176 NP_001007177 Q8WWR9 PDPFL_HUMAN 0 ATCTGTCTGCTAC 0.393

+ 4 5198 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TCTTCTGAACAGG 0.413

+ 4 5358 P1_uc011ldy.1_Intr NM_006269 NP_006260 P56715 RP1_HUMAN 12 TAGAGGAAGGAG 0.413

+ 3 1918 NM_052898 NP_443130 Q5GH76 XKR4_HUMAN 2 CATCTCCTCCAAG 0.458

- 3 1742 lyi.2_Missense_Mu NM_001114635 NP_001108107 Q6DJT9 PLAG1_HUMAN lack of NLS and KPNA2 int 129 TATAGGGAGGACC 0.453

- 3 571_572 NM_000780 NP_000771 P22680 CP7A1_HUMAN 1 ACATCCCTTCTGT 0.46

+ 26 3299 NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 TAGCAGGAGATGA 0.383

+ 4 760 .1_5'UTR|CRISPLD NM_031461 NP_113649 Q9H336 CRLD1_HUMAN 2 TATAGGCCCCCGA 0.363

+ 10 4753 p.P1501S|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 GCAAGTCCTGTAG 0.473

- 6 890 NM_018440 NP_060910 Q9NWQ8 PAG1_HUMAN lasmic (Potential). 0 TCTGAAGGCTGa 0.418

+ 4 459_460 P1_uc010mai.2_5' NM_007013 NP_008944 Q9H0M0 WWP1_HUMAN C2. 2 GTTCTTCTAATCCA 0.332

- 10 1109 maj.2_Nonsense_M NM_019098 NP_061971 Q9NQW8 CNGB3_HUMANcellular (Potential). 3 TTGTTCGAATAAC 0.363

+ 9 1191 ense_Mutation_p.L NM_052832 NP_439897 Q8TE54 S26A7_HUMAN lasmic (Potential). 2 AACATCCTCTCTG 0.438

+ 4 554 _p.P152S|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 CGCCTTCCCAGAC 0.458

+ 13 1978 _p.W626*|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 GGGCTGGGGCAT 0.408

+ 2 600 yiq.2_Missense_Mu NM_001142462 NP_001135934 Q8N2R0 OSR2_HUMAN 1 ATTACTCCTTCCT 0.647

- 16 1945 ks.1_Missense_Mu NM_015902 NP_056986 O95071 UBR5_HUMAN 28 GTGCAGGGGTTGA 0.383

+ 3 753 NM_001100117 NP_001093587 Q9UQ26 RIMS2_HUMAN 15 AAAGTCGATCTCA 0.453

+ 24 3741 _p.G1156D|RIMS2_ NM_014677 NP_055492 Q9UQ26 RIMS2_HUMAN 15 CAGATGGTAGCAT 0.493

+ 8 1278 ense_Mutation_p.E NM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5 AGAAGCGAACTTC 0.498



- 6 1456 mo.2_Missense_M NM_001146 NP_001137 Q15389 ANGP1_HUMANnogen C-terminal. 7 CTTCACGATGTTG 0.338

+ 2 998 NM_003301 NP_003292 P34981 TRFR_HUMAN lasmic (Potential). 3 AAATTCCGTGCAG 0.438

+ 49 8241 NM_177531 NP_803875 Q86WI1 PKHL1_HUMAN cellular (Potential). 14 GGCCATCTTGATG 0.468

- 69 10939 nt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMANcellular (Potential). 63 TAAATCCTTGAAA 0.353

- 29 4972 nt.2_Missense_Mu NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN lar (Potential).|CUB 9. 63 GATGAGGGAAGTT 0.373

- 8 1529 _p.R417K|CSMD3_ NM_198123 NP_937756 Q7Z407 CSMD3_HUMANcellular (Potential). 63 AATCCTCTAGATT 0.289

- 6 595 _p.S170F|ENPP2_u NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 TCCACGGAGAAG 0.373

+ 3 560 PDC6_uc011lid.1_In NM_022783 NP_073620 Q8TB45 DPTOR_HUMAN 0 ACCTTCCCATTGG 0.408

+ 10 1107 NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 TGTGCTGATCCTG 0.502

+ 31 4245 uc003yqy.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN toplasmic (Potential). 11 CAGCAAGGGATTC 0.488

- 13 1928 M135B_uc003yva. NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 GTCTAATCCATACT 0.448

+ 7 942 mep.2_Missense_M NM_014957 NP_055772 A2RUS2 DEND3_HUMAN DENN. 1 TCCTCGGACTGGG 0.542

+ 3 837 .1_3'UTR|LY6K_uc NM_017527 NP_059997 Q17RY6 LY6K_HUMAN UPAR/Ly6. 1 GAGCATGGGTGAG 0.547

+ 3 1031_1032 kx.1_Missense_M NM_198572 NP_940974 Q76KD6 SPERI_HUMAN 2 CCAGCCCAGTGC 0.396

- 8 1526 RMP1_uc010mhs.1_ NM_024896 NP_079172 Q7Z2K6 ERMP1_HUMAN ical; (Potential). 1 CAAACGGAGACA 0.368

- 20 1970 _p.A410V|PTPRD_ NM_002839 NP_002830 P23468 PTPRD_HUMAN III 2.|Extracellular (Potentia 22 TCGGGGCACTGG 0.507

- 6 1501 se_Mutation_p.G37 NM_017637 NP_060107 Q6ZN30 BNC2_HUMAN C2H2-type 1. 3 AGAGTACCTTTGT 0.433

+ 3 403 Site_p.K4_splice|SH NM_003026 NP_003017 Q99962 SH3G2_HUMAN 1 ATTTCAGAAAGTG 0.383

- 14 1847 nl.1_Missense_Mu NM_017645 NP_060115 Q7Z4H7 HAUS6_HUMAN 2 GAAATGGATCACT 0.313

+ 18 2446 P93S|DENND4C_u NM_017925 NP_060395 Q5VZ89 DEN4C_HUMAN 2 CATTTTCCTGAGA 0.393

- 1 5395 NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN 26 CTTCTCCTTCAGA 0.473

+ 8 815 NM_012144 NP_036276 Q9UI46 DNAI1_HUMAN 0 TCTTTAGGATCGA 0.502

- 4 1773 NM_003028 NP_003019 Q15464 SHB_HUMAN with LAT, FAK1, JAK1 and 3 GGGACGGCAGGA 0.552

+ 1 526 42421_uc004aed.1_RNA 0 GAGCCCAATCTGC 0.607 rs141617852

+ 10 1799 e_Mutation_p.A421 NM_006200 NP_006191 Q92824 PCSK5_HUMAN Catalytic. 3 TCCCGTGCGGGA 0.398

+ 14 2426 e_Mutation_p.E630 NM_006200 NP_006191 Q92824 PCSK5_HUMAN 3 GGCACAGAGGATT 0.478

+ 19 3029_3030CSK5_uc004akb.2_ NM_006200 NP_006191 Q92824 PCSK5_HUMANM (Cys-rich motif). 3 GAGAATGGATACA 0.426

+ 3 1168 akf.3_Missense_M NM_001490 NP_001481 Q02742 GCNT1_HUMAN tial).|Catalytic (By similarity 0 TGCTTCCTCCACT 0.453

- 8 4085 NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 GTCCATCGCCATG 0.542

- 5 692 akn.2_Missense_M NM_015225 NP_056040 Q8WUY3 PRUN2_HUMAN 0 GAATTTCCTCCTG 0.433

+ 8 870 akq.3_Missense_M NM_033305 NP_150648 Q96RL7 VP13A_HUMAN 10 CTGGTTCGTAAGG 0.323

- 6 692 mr.1_Missense_M NM_174938 NP_777598 A2A2Y4 FRMD3_HUMAN FERM. 2 CAGGATCGTAATC 0.388

- 4 1403 n_p.T420I|KIF27_u NM_017576 NP_060046 Q86VH2 KIF27_HUMAN 5 AGGAAGGTAAAGG 0.448 rs138516740

+ 15 2221 _p.P575S|PHF2_uc NM_005392 NP_005383 O75151 PHF2_HUMAN 1 GAGTTTCCCATCA 0.597

- 1 79 0msc.1_Missense_ NM_000197 NP_000188 P37058 DHB3_HUMAN 0 CTGTGAGGATGAA 0.547

- 2 252_253 _uc004awu.2_5'UT NM_001333 NP_001324 O60911 CATL2_HUMAN 0 ATTTTGGAACAGC 0.431

+ 1 1060 NM_004473 NP_004464 O00358 FOXE1_HUMAN Fork-head. 0 AACGCGGAGGAC 0.647

- 4 617_618 ion_p.P200L|TRIM NM_033220 NP_150089 Q14142 TRI14_HUMAN 1 GGCACGGGATGG 0.594

+ 7 1282 c.2_Missense_Mut NM_207299 NP_997182 Q8TBJ4 LPPR1_HUMAN 0 GATCCCCGTGGA 0.488

- 2 1691 bbq.1_Missense_M NM_133445 NP_597702 Q8TCU5 NMD3A_HUMANcellular (Potential). 7 TCAGTTCCTCCAC 0.512

+ 4 324 NM_001340 NP_001331 Q14093 CYLC2_HUMANAA repeats of K-K-X. 1 GAATTTCTGAGAG 0.393

+ 1 578 NM_001004485 NP_001004485 Q8NGS4 O13F1_HUMAN cellular (Potential). 3 ACACCTCCCTGGT 0.438

- 1 842 NM_001001956 NP_001001956 Q8NGT0 O13C9_HUMAN Name=7; (Potential). 0 AACATGGATATAA 0.393

- 2 167 1lwl.1_Missense_M NM_001003936 NP_001003936 Q6A555 TXND8_HUMAN Thioredoxin. 0 AAACAGGAAACAT 0.353

+ 12 1267 e_p.E357_splice|ZN NM_133374 NP_588615 Q5T7W0 ZN618_HUMAN 0 CAGCGGTGAGTG 0.612

- 13 3005 NA_uc004bir.3_Mis NM_030767 NP_110394 Q7Z591 AKNA_HUMAN 6 GCAAAGGGCTGG 0.622

- 15 4867 C_uc010mvf.2_Int NM_002160 NP_002151 P24821 TENA_HUMAN nectin type-III 10. 7 AAATCAGTACTAG 0.458



- 9 1807 p.G569D|ASTN2_u NM_198187 NP_937830 O75129 ASTN2_HUMANcellular (Potential). 9 TCATAGCCCCTCT 0.493

- 8 1654 p.A239V|TRAF1_u NM_005658 NP_005649 Q13077 TRAF1_HUMAN MATH. 3 CGGAAGGCGTCA 0.602

- 5 1118 _p.M60I|TRAF1_u NM_005658 NP_005649 Q13077 TRAF1_HUMAN 3 CTCCTTCATGAAG 0.627

- 1 510_511 NM_012363 NP_036495 Q8NGS0 OR1N1_HUMANcellular (Potential). 3 CAATTTCCCCAGT 0.5

+ 15 2109 nl.3_RNA|RABGAP NM_012197 NP_036329 Q9Y3P9 RBGP1_HUMANRab-GAP TBC. 5 GTGCTCCTTCTCC 0.413

+ 52 6966 n_p.H2265Y|SPTA NM_003127 NP_003118 Q13813 SPTA2_HUMAN Spectrin 23. 10 ACGGAGCACAGCA 0.632

+ 2 643 NM_006059 NP_006050 Q9Y6N6 LAMC3_HUMANminin N-terminal. 3 CCCCGGCGAGG 0.706

+ 2 870 NM_032536 NP_115925 Q96CW9 NTNG2_HUMAN 0 AGGGCCCCACCT 0.617

- 10 2516 p.R397Q|SETX_uc NM_015046 NP_055861 Q7Z333 SETX_HUMAN 3 GTTTTTCGTTTTG 0.348

+ 28 4493_4494MTS13_uc004cdz.3 NM_139025 NP_620594 Q76LX8 ATS13_HUMAN CUB 2. 6 TGGGACCGAGGG 0.624

+ 9 1443 NM_000787 NP_000778 P09172 DOPO_HUMAN 4 ACAGTGGTAAGTC 0.587 rs75075472

- 15 4295 p.P1322L|CAMSAP NM_015447 NP_056262 Q5T5Y3 CAMP1_HUMAN 3 AGTATGGGCAGGG 0.627

- 3 443 SEC16A_uc010nbn NM_014866 NP_055681 O15027 SC16A_HUMAN 0 GGGCAAGTTGTCG 0.567

- 12 2225 clq.1_Missense_M NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 GCTCCTCCTCAAT 0.662

- 6 1308 clq.1_Missense_M NM_013366 NP_037498 Q9UJX6 ANC2_HUMAN 1 ATGGAAGGGTCCA 0.622

- 8 1332 w.1_Intron|ENTPD8 NM_001033113 NP_001028285 Q5MY95 ENTP8_HUMANcellular (Potential). 1 CAGGGCCTCTGGC 0.632

+ 2 782 cpi.2_Missense_Mu NM_000451 NP_000442 O15266 SHOX_HUMAN 0 AAGAAGGATTCCA 0.617

+ 3 380 _p.G79R|ASMT_u NM_004043 NP_004034 P46597 HIOM_HUMAN 1 ACGAGGGGAGGA 0.493

+ 6 593 _p.E150K|ASMT_u NM_004043 NP_004034 P46597 HIOM_HUMAN 1 GGTCCGAGGGCG 0.567 rs147969184

- 5 557 RSD_uc004cra.1_M NM_001669 NP_001660 P51689 ARSD_HUMAN 0 GGCAGTGATCCCC 0.557

- 5 3806 NM_015419 NP_056234 Q9NR99 MXRA5_HUMAN 8 CCATTTCCAACTG 0.463

- 2 743 0ndi.2_Missense_M NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 GTGGGGGGTGAG 0.567

+ 3 754 NM_013452 NP_038480 Q9H320 VCX1_HUMAN of L-S-Q-E-S- [EQ]-V-E-E-P 0 GAGAGCGAGATGG 0.577

+ 4 1637 NM_001649 NP_001640 Q13796 SHRM2_HUMAN 8 AGAGCCCACGCC 0.682

+ 2 1482 d.2_Missense_Mut NM_138636 NP_619542 Q9NR97 TLR8_HUMAN cellular (Potential). 7 TTCACCCGTCCTT 0.388

+ 2 2823 d.2_Missense_Mu NM_138636 NP_619542 Q9NR97 TLR8_HUMAN smic (Potential).|TIR. 7 CTAGAGGAGAGGG 0.438

+ 5 737 _p.A166V|EGFL6_ NM_015507 NP_056322 Q8IUX8 EGFL6_HUMAN EGF-like 3. 2 GCCTGGCCCCAAA 0.493

+ 9 1212 _p.E337K|PHEX_uc NM_000444 NP_000435 P78562 PHEX_HUMAN cellular (Potential). 3 CCCTCCGAGAATG 0.458

+ 17 1921 _p.A573V|PHEX_uc NM_000444 NP_000435 P78562 PHEX_HUMAN cellular (Potential). 3 ATGGTGCTATAGG 0.323

+ 3 201 se_Mutation_p.E66 NM_016937 NP_058633 P09884 DPOLA_HUMAN 3 TATGAAGAAGTTG 0.443

- 3 710 NM_025159 NP_079435 Q9HAI6 CX021_HUMAN 1 TCAGAGGGAAAAT 0.428

- 1 1742 NM_203408 NP_981953 Q5JRC9 FA47A_HUMAN 5 GGCTCCGAGAAT 0.522

+ 7 1011 NM_173695 NP_775966 Q8N9S7 CX059_HUMAN 1 GGCATGGACAGA 0.333

- 4 550 PX_uc011mkh.1_In NM_006307 NP_006298 P78539 SRPX_HUMAN Sushi 2. 0 CGCTCCCCTTTCA 0.527

- 19 2489 a.2_RNA|RPGR_u NM_000328 NP_000319 Q92834 RPGR_HUMAN 1 CCTATGGATTTTA 0.368

+ 3 1187 nse_Mutation_p.W3 NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMANcellular (Potential). 1 CTACTGGAAAGAA 0.343

- 13 988 p.S208F|GRIPAP1 NM_020137 NP_064522 Q4V328 GRAP1_HUMAN Potential. 3 TGGATGGATACCT 0.512

- 5 1115 e_Mutation_p.P18 NM_006521 NP_006512 P19532 TFE3_HUMAN 197 TGCTGGGGAGCT 0.507

+ 10 1936 0nil.2_Missense_M NM_033626 NP_296375 Q96HB5 CC120_HUMAN Pro-rich. 1 CTCTCCCGCCGG 0.697

- 4 491 NM_015698 NP_056513 Q92917 GPKOW_HUMAN 2 CGGGGACCGCCT 0.582

- 9 1380 mmw.1_Missense_ NM_006150 NP_006141 O43900 PRIC3_HUMAN 1 GGGACTCTGGGG 0.682

- 24 3302 NM_001013742 NP_001013764 Q5KSL6 DGKK_HUMAN 2 CGAGCTAAGTGCT 0.502

- 2 224 sw.2_Missense_Mu NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN PHD-type. 3 TCACATCGTAAGG 0.637

+ 1 222 NM_174912 NP_777572 Q6GMR7 FAAH2_HUMAN ical; (Potential). 3 TTAGTAGGCCGAG 0.562

- 7 867 _p.R267C|MTMR8_ NM_017677 NP_060147 Q96EF0 MTMR8_HUMAN ularin phosphatase. 4 TGAAGCGAATGTT 0.488

- 12 1816 n_p.E523K|LAS1L_ NM_031206 NP_112483 Q9Y4W2 LAS1L_HUMAN 4 tttcttcctcctcctcTACC 0.338

+ 2 259 SN_uc010nkp.1_R NM_002444 NP_002435 P26038 MOES_HUMAN FERM. 10 GCCATCCAGCCCA 0.517



+ 17 2908 kr.2_Missense_Mu NM_138737 NP_620074 Q9BQS7 HEPH_HUMAN otential).|Plastocyanin-like 6 9 TCCCAGGATCCAG 0.413

+ 3 2950 R_uc011mpf.1_Mis NM_000044 NP_000035 P10275 ANDR_HUMAN h HIPK3 (By similarity).|Nuc 8 AAAATTGTCCATC 0.333

+ 1 846_847 NM_207320 NP_997203 Q7L8S5 OTU6A_HUMAN OTU. 2 CAACTCCGTGAC 0.678

+ 3 333 NM_198512 NP_940914 Q6ZPD8 DG2L6_HUMAN 1 CCCTATGGAAGTA 0.552

- 1 748 NM_002565 NP_002556 P51582 P2RY4_HUMAN cellular (Potential). 1 AGGCCGAGTGGT 0.572

+ 13 2066 yz.2_Missense_M NM_005120 NP_005111 Q93074 MED12_HUMAN 4 CGAGGGGACCTT 0.537

+ 1 193 |TAF1_uc004dzt.3_ NM_138923 NP_620278 P21675 TAF1_HUMAN otein kinase 1. 17 ATCAATGGAGCCG 0.617

+ 6 978 TAF1_uc004dzt.3_ NM_138923 NP_620278 P21675 TAF1_HUMAN otein kinase 1. 17 TGATGATGAAGTA 0.423 rs139324935

+ 8 1070 RN1_uc011mpt.1_I NM_052957 NP_443189 Q96QF7 ACRC_HUMAN Asp/Ser-rich. 3 TTCCCGACGACAA 0.493

- 1 1205 AG4_uc004eaj.1_R NM_001024455 NP_001019626 Q5HYW3 RGAG4_HUMAN 3 AGAATTCCGACAG 0.498

- 22 2756 _p.E819K|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN lin-binding (Potential). 4 GAATTTCTCCCAC 0.413

- 21 2538 _p.S746F|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN 4 CGAACAGAGGGAA 0.388

- 21 2534 _p.P745S|PHKA1_ NM_002637 NP_002628 P46020 KPB1_HUMAN 4 CAGAGGGAACCT 0.388

+ 1 331 NM_203303 NP_976048 Q8WW36 ZCH13_HUMAN 0 CTAAACGAGAGAG 0.502 rs142122114

- 9 1788 ecr.2_Missense_Mu NM_000489 NP_000480 P46100 ATRX_HUMAN 30 GGAACAGACACA 0.398

+ 5 1611 cw.2_Missense_Mu NM_000052 NP_000043 Q04656 ATP7A_HUMAN lasmic (Potential). 0 AGGAAGGAAAGA 0.418

+ 5 380 edm.1_Missense_M NM_152630 NP_689843 Q8NEK8 FA46D_HUMAN 2 GTTATAACACTGG 0.358

- 18 1821 _p.P582S|RPS6KA6 NM_014496 NP_055311 Q9UK32 KS6A6_HUMAN otein kinase 2. 8 AGCATGGAGTTAA 0.363

- 7 806 nna.1_Missense_M NM_003270 NP_003261 O43657 TSN6_HUMAN lasmic (Potential). 1 GGCACGAGAGAG 0.388 rs149522304

+ 5 733 rh.1_Missense_Mu NM_001939 NP_001930 Q13474 DRP2_HUMAN Spectrin 1. 2 CAAAAGGATGAGG 0.537

- 19 2476 eja.3_Missense_M NM_001099686 NP_001093156 Q9GZY0 NXF2_HUMAN RRM. 1 AGTAGGGCGCAG 0.483

+ 5 3170 p.R790K|GPRASP NM_014710 NP_055525 Q5JY77 GASP1_HUMAN Glu-rich. 2 AGGACAGACTAGA 0.512

+ 4 3118 SP2_uc004ejm.2_M NM_138437 NP_612446 Q96D09 GASP2_HUMAN 1 TTGGTTCTGAAGA 0.418

+ 1 745 NM_001031834 NP_001027004 P0C0E4 RB40L_HUMAN 2 TGAATGCCAGGAT 0.577

- 2 356 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1 GCGGCTCCTCCT 0.716

- 2 218_219 NM_153448 NP_703149 Q8N693 ESX1_HUMAN 1 CTGTTCCGTACT 0.594 rs76590545

- 16 2786 nse_Mutation_p.R NM_024657 NP_078933 Q8TE76 MORC4_HUMAN Potential. 1 TTGGTTCTTTCCA 0.488

+ 4 634 sk.1_Missense_Mu NM_182607 NP_872413 Q86XK7 VSIG1_HUMANPotential).|Ig-like C2-type 2. 2 CTATTTCCCTTTC 0.438

+ 7 1165 sk.1_Missense_Mu NM_182607 NP_872413 Q86XK7 VSIG1_HUMAN lasmic (Potential). 2 ccccagGATCAGAG 0.378

- 35 3519 sn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GGTTCTCCTCTCA 0.493

- 23 1976 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GAAGTCCTGGTAA 0.547

- 22 1791 msn.1_Missense_M NM_001847 NP_001838 Q14031 CO4A6_HUMAN le-helical region. 8 GAGCCAGAATCAC 0.547

+ 7 588 mso.1_Missense_M NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 TCTAGGGAGAACG 0.363

+ 33 3029 _p.K943*|COL4A5 NM_033380 NP_203699 P29400 CO4A5_HUMAN le-helical region. 4 GGTAGTAAAGGAG 0.478

- 4 1315 Y2F_uc011msq.1_ NM_001522 NP_001513 P51841 GUC2F_HUMANcellular (Potential). 8 ACAACGGTGAAA 0.408

- 4 1167_1168_p.A251V|DCX_uc NM_000555 NP_000546 O43602 DCX_HUMAN Doublecortin 2. 4 ACCACAGGCAATA 0.401

+ 14 1926 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN lasmic (Potential). 3 TGGGGTCCATACC 0.403

- 2 213 LHL13_uc011mtp. NM_033495 NP_277030 Q9P2N7 KLH13_HUMAN 2 CCATTTCGCTGCC 0.433

+ 18 2910 mtr.1_Missense_M NM_019045 NP_061918 Q5JSH3 WDR44_HUMAN 5 AGAGATCGTAATG 0.353

+ 2 270 NM_144658 NP_653259 Q5JSL3 DOC11_HUMANctivated CDC42 (By similari 3 CCCAATGGAAGA 0.398

+ 28 3140 eqq.2_Missense_M NM_144658 NP_653259 Q5JSL3 DOC11_HUMAN 3 ACTATAGTTTGGC 0.408

+ 4 1181 RF3_uc004eqy.2_ NM_001031855 NP_001027026 Q496Y0 LONF3_HUMAN 2 GTGAAGGGGGATG 0.532

- 3 446 sa.1_Missense_Mu NM_080632 NP_542199 Q9BZI7 REN3B_HUMAN C core.|Necessary for inter 3 CTCACCTTTATTG 0.358

+ 4 398 n_p.S87L|AKAP14 NM_178813 NP_848928 Q86UN6 AKA28_HUMAN 0 ATTTTTCGGTAAG 0.413

- 12 2297 _p.P744S|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN Extracellular (Potential). 23 ATCCAGGGCTACA 0.458

- 1 846 NM_138289 NP_612146 Q8TDG2 ACTT1_HUMAN 5 ACTTCTCTTTGAT 0.537

+ 15 1759 ur.2_Missense_Mu NM_000276 NP_000267 Q01968 OCRL_HUMAN 4 CTCTTCCATATTG 0.378



- 4 719 4eux.1_Missense_MNM_001008222 NP_001008223 Q9Y397 ZDHC9_HUMAN lasmic (Potential). 1 CCCTGGGGCACC 0.468

- 8 1484 e.3_Missense_Mut NM_001421 NP_001412 Q99607 ELF4_HUMAN 1 ACGGTCCCAATTC 0.587

+ 5 1051 4ewb.2_Missense_ NM_144967 NP_659404 Q6ZRI8 RHG36_HUMAN Rho-GAP. 3 CAAATCCCCCAGG 0.458

- 16 3407 p.E1051K|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN otential).|Ig-like C2-type 10 5 GGAGTTCCAGGGT 0.498

- 1 107 0nrl.1_RNA|MBNL3 NM_018388 NP_060858 Q9NUK0 MBNL3_HUMAN 0 TATCACGAATCAG 0.398

- 6 2148 mvf.1_Missense_Mu NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN 8 CAAGGGAAGAGG 0.378

- 4 611 mvw.1_Missense_M NM_173470 NP_775741 Q8N4V1 MMGT1_HUMAN lasmic (Potential). 0 GTATCCGAAGGCC 0.358 rs150859420

+ 6 6097 p.A1731T|GPR112_ NM_153834 NP_722576 Q8IZF6 GP112_HUMAN cellular (Potential). 12 GTCATGGCAATGT 0.423

+ 4 914 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 TCCACTTTATTGA 0.502

+ 4 1517 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 CAGATTCCTATGA 0.478

+ 5 398 m.2_Intron|MAGEA NM_005366 NP_005357 P43364 MAGAB_HUMAN 2 TATTTCCCACAGT 0.532

+ 5 1328_1329m.2_Intron|MAGEA NM_005366 NP_005357 P43364 MAGAB_HUMAN MAGE. 2 TGGGAGGGATCC 0.545

+ 2 988 k|GPR50_uc011my NM_004224 NP_004215 Q13585 MTR1L_HUMAN Name=7; (Potential). 4 GCCTACTTCAACA 0.502

- 5 994 4ffl.2_Missense_M NM_001011543 NP_001011543 P43363 MAGAA_HUMAN MAGE. 0 CAGTGGGATCCA 0.493

+ 9 1488_1489 NM_018558 NP_061028 Q9UN88 GBRT_HUMAN 3 CCCATGGCCATG 0.55

+ 3 567 e_Mutation_p.R125 NM_005363 NP_005354 P43360 MAGA6_HUMAN MAGE. 0 AAGTATCGAGCCA 0.527

- 3 1057 AGEA12_uc004fgc NM_005367 NP_005358 P43365 MAGAC_HUMAN MAGE. 1 TGTCCTCCCTCCC 0.562

- 5 531 fgr.2_Missense_M NM_004344 NP_004335 P41208 CETN2_HUMAN EF-hand 4. 0 GCAGGAACTCTTG 0.393

- 21 5897 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 CCCAGGGACTCG 0.647

- 9 1978 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 CAGCAGGGACAC 0.607

- 9 1510 u.1_Nonsense_Mu NM_001110556 NP_001104026 P21333 FLNA_HUMAN Filamin 2. 6 GGTCCTGGATCAC 0.682

+ 6 1686 NM_017514 NP_059984 P51805 PLXA3_HUMAN cellular (Potential). 3 TCCGGGGACCCG 0.711

+ 10 2196 NM_017514 NP_059984 P51805 PLXA3_HUMAN cellular (Potential). 3 AGGAGGGCAGG 0.667

+ 21 3855 NM_017514 NP_059984 P51805 PLXA3_HUMAN ical; (Potential). 3 GCGGGGGGTGGG 0.677

- 10 1724 nzx.1_Frame_Shift NM_012102 NP_036234 Q9P2R6 RERE_HUMAN ELM2. NA 2 CCATCTGGAGAAG 0.433

- 13 2591 me_Shift_Del_p.Q58 NM_003819 NP_003810 Q13310 PABP4_HUMAN PABC. NA 0 TTCCTGGGGGGG 0.602

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN NA 1 TTAGAGTCTCTCT 0.406

- 2 659_661 h.2_In_Frame_Del NM_014849 NP_055664 Q7L0J3 SV2A_HUMAN |Interaction w NA 7 GGAAGTCATCAT 0.542

+ 1 156_161 NM_178354 NP_848131 Q5T754 LCE1F_HUMAN NA 0 CTGTGGCTCCAG 0.485

- 7 811 phj.1_Frame_Shift_ NM_005998 NP_005989 P49368 TCPG_HUMAN NA 2 TTGCATATTTTTTT 0.393

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMAN cellular (Pote NA 2 TGGCTGGGGGG 0.552

+ 8 1288_1290 1AP_uc010pks.1_R NM_014697 NP_055512 O75052 CAPON_HUMAN Poly-Gln. NA 3 ctcctccagcagcAGC 0.512

+ 4 635_646 NM_001104548 NP_001098018 NA 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

- 19 2298_2299_p.C122fs|DIP2C_u NM_014974 NP_055789 Q9Y2E4 DIP2C_HUMAN NA 7 AACTGCACACAC 0.54

- 25 4223 p.N1311fs|NUP98_ NM_016320 NP_057404 P52948 NUP98_HUMAN NA 12 GGGCTGTTTTTTT 0.512

- 8 2041_2043ame_Del_p.D596de NM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN Poly-Asp. NA 1 GTCTTTATCATCAT 0.453

+ 6 1274 plice_Site|AMPD3_ NM_001025389 NP_001020560 Q01432 AMPD3_HUMAN NA 2 GAAAGGTGCGTTA 0.541

+ 3 479 plice|NDUFV1_uc00 NM_007103 NP_009034 P49821 NDUV1_HUMAN NA 1 TGGCAGGTGTGT 0.599

- 6 1081_1083me_Del_p.D183del NM_002576 NP_002567 Q13153 PAK1_HUMAN ction with CR NA 4 GGGGTAGcatcatca 0.429

- 4 519_521 p.K112del|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN Poly-Lys. NA 2 CCAAGCTTCTTCT 0.468

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. NA 0 GAGGGGGTGGTG 0.483

- 6 1097 me_Shift_Del_p.R3 NM_198521 NP_940923 Q96LP6 CL042_HUMAN NA 2 TGGGCGGGGGG 0.587

+ 3 353_355 me_Del_p.D88del|K NM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. NA 2 atgatgacgatgatgatg 0.286 rs138421508

- 14 3949_3950 C3H13_uc001vas. NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Potential. NA 2 cgtatctctcctctctctctc 0.178

- 22 3270 hift_Del_p.K282fs| NM_198968 NP_945319 Q86YF9 DZIP1_HUMAN NA 2 CCCAGATTTTTTT 0.433

+ 2 609 3C_uc001wss.2_5 NM_014672 NP_055487 O15091 MRRP3_HUMAN NA 0 TTCCTCATTTTTTT 0.423

+ 20 3443_3444 xdq.2_Frame_Shif NM_002892 NP_002883 P29374 ARI4A_HUMAN NA 6 GTACAAGAGAGAG 0.381



+ 12 1371_1372 .3_In_Frame_Ins_ NM_030943 NP_112205 Q9BXJ7 AMNLS_HUMAN lasmic (Pote NA 0 CTGTTCGCCGGG 0.713 rs36040113

- 13 1716 0bfi.1_Frame_Shift NM_182758 NP_877435 Q3MJ13 WDR72_HUMAN WD 8. NA 2 CACAGGAAAAAGG 0.463

+ 2 2259 arh.2_Frame_Shift NM_015322 NP_056137 Q9UK73 FEM1B_HUMAN ANK 8. NA 0 CAGTGATTTTTTG 0.463

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN NA 0 ACACAGAGGAGGA 0.616

+ 7 1037_1039p.K238del|UBN1_u NM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. NA 2 TAAGGAGAAGAAG 0.453

+ 17 1308 ame_Shift_Del_p.G NM_025187 NP_079463 Q9BSU1 CP070_HUMAN NA 2 GTATGGCCCCCCC 0.597

- 8 826 _p.M262fs|FANCA_ NM_000135 NP_000126 O15360 FANCA_HUMAN NA 6 GCGGCATTTTTTC 0.368

- 15 2000_200215_uc002ghy.1_5'F NM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. NA 0 GTTACGGCGGCG 0.547

+ 8 1209_121102gnp.1_In_Frame_ NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN Gln-rich. NA 5 CTCAGCcagcagca 0.527

- 5 1214_1216Q161del|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. NA 2 GTTTGATctgctgctg 0.468

+ 14 1794 ebw.2_Frame_Shif NM_015321 NP_056136 Q6UUV9 CRTC1_HUMAN NA 519 GAGAGTCCCCCCC 0.617

+ 2 252_254 0eea.2_In_Frame_ NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=2; (Po NA 1 TCCTCCTGCTGCT 0.645

+ 3 844_846 2F1_uc010xvw.1_I NM_052848 NP_443080 Q96F63 CCD97_HUMAN Potential. NA 0 CAACagcaggaggag 0.384

+ 3 136_138 In_Frame_Del_p.L NM_001459 NP_001450 P49771 FLT3L_HUMAN NA 0 CCTCCTGCTGCT 0.621

- 3 316 _p.P92fs|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. NA 1 GGTAGTGGGGGG 0.537 rs77941615

+ 7 1476_1477GBL5_uc002rid.2_F NM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN NA 2 ATACCATCCCCCC 0.515

+ 1 145_146 NM_178457 NP_848552 Q5JPB2 ZN831_HUMAN Pro-rich. NA 14 GCCTGGCCCCCC 0.728

- 1 108 rame_Shift_Del_p. NM_006585 NP_006576 P50990 TCPQ_HUMAN NA 0 AACGTGAAGCGC 0.627

- 1 167_168 .1_Intron|C21orf29 NM_198688 NP_941961 P60371 KR106_HUMANAA repeats of NA 0 GGGGCCGGGGCG 0.688

- 1 498 _p.Q122fs|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN NA 5 CCCCTGGGGGG 0.567 rs138734341

+ 7 1060 RIP_uc003ctg.1_Fra NM_130384 NP_569055 Q8WXE1 ATRIP_HUMAN NA 1 CTGGCACCCCCCT 0.537

- 2 497_499 OXP1_uc003dop.2_ NM_032682 NP_116071 Q9H334 FOXP1_HUMAN Gln-rich. NA 2 CCTGTTGCTGCTG 0.586

- 9 1978_1979p.N554fs|VEPH1_u NM_024621 NP_078897 Q14D04 MELT_HUMAN NA 5 GCTGAGGTTTTTT 0.396

+ 7 802_803 s|EIF4A2_uc011bsb NM_001967 NP_001958 Q14240 IF4A2_HUMAN case C-term NA 4 ATGTTGAGAGAGA 0.351

+ 7 1596_15973gcg.2_Frame_Shif NM_021923 NP_068742 Q8N441 FGRL1_HUMANCytoplasmic ( NA 0 agacatccacacacac 0.46

+ 1 251_253 3hme.2_In_Frame_ NM_004464 NP_004455 P12034 FGF5_HUMAN NA 2 GTCCTTCCTCCTC 0.631

- 3 473_475 1_In_Frame_Del_p NM_016107 NP_057191 Q96KR1 ZFR_HUMAN Ala-rich. NA 0 TGGGGGTGGTGG 0.483

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7 NA 0 GAGTGTGATGATG 0.562

- 2 321_322 H2AFY_uc003lar.1 NM_138610 NP_613258 O75367 H2AY_HUMAN Histone H2A NA 0 GTACTTGGGGTG 0.579

+ 5 378_379 k.1_Frame_Shift_D NM_006083 NP_006074 Q13123 RED_HUMAN NA 1 AAATTGAGAGAG 0.46

- 17 2665 53_splice|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN NA 9 ACTTCCTAAAAAA 0.406 027788;rs147103527

+ 2 128_130 p.L24del|BTN2A2_ NM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN NA 0 CAGCCTCcctcctcc 0.483

- 3 688_690 w.2_In_Frame_Del_ NM_002586 NP_002577 P40425 PBX2_HUMAN Poly-Ala. NA 1 CTGCAGCTGCTG 0.616

+ 7 1165 _p.A234fs|FOXP4_ NM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN NA 1 AGGGTGCCCCCG 0.682

- 1 320_322 NM_175747 NP_786923 Q7RTU3 OLIG3_HUMAN Poly-His. NA 0 GCTCTCCtggtggtg 0.502

- 11 1417 003qty.3_Frame_S NM_004562 NP_004553 O60260 PRKN2_HUMAN RING-type 2 NA 1 TCACCATTTTTTT 0.393

+ 3 679 l_p.A74fs|CCDC12 NM_138771 NP_620126 Q96EE4 CC126_HUMAN NA 2 CGGTGCTTCTATG 0.373

- 1 725_727 A10_uc003syw.3_I NM_018951 NP_061824 P31260 HXA10_HUMAN Poly-Gly. NA 0 TGCGCGCCGCCG 0.759

- 2 1021_1023r.2_In_Frame_Del_ NM_002192 NP_002183 P08476 INHBA_HUMAN NA 6 ctcctcttctttcttcttcttct 0.355

- 5 1204 y.2_Frame_Shift_D NM_000466 NP_000457 O43933 PEX1_HUMAN NA 2 ACCTAATTTTTTT 0.353

- 6 836_838 NM_001080392 NP_001073861 A4D1U4 LCHN_HUMAN Poly-Cys. NA 1 GGCCAAGCAGCAG 0.606

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Pote NA 1 GAACAATTTTTTT 0.383

- 6 1281 NM_005232 NP_005223 P21709 EPHA1_HUMAN tential).|Fibro NA 5 GTGAGCCCCCGG 0.617 rs67794922

- 2 530 NM_015694 NP_056509 Q9ULD5 ZN777_HUMAN NA 1 GTGGTGGGGGG 0.617

- 14 2088 NM_005502 NP_005493 O95477 ABCA1_HUMAN Extracellular NA 17 GCGAAGCCCCCC 0.542

- 6 1155_1156 _p.D59fs|ENG_uc0 NM_001114753 NP_001108225 P17813 EGLN_HUMAN cellular (Pote NA 0 CGGCATCGAGAT 0.653

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN NA 2 TGGTCTGATGATG 0.448



+ 5 1770_1772 A_uc001bvm.2_3'UNM_001040441 NP_001035531 Q96BR9 ZBT8A_HUMAN Poly-Glu. 0 ATAGTGAAGAAGA 0.414

- 2 279 0oio.1_Frame_Shi NM_017821 NP_060291 Q9NX52 RHBL2_HUMAN 0 CTCTCTCCCCATA 0.502

+ 3 511 u.2_Frame_Shift_D NM_001136493 NP_001129965 Q8NA29 MFS2A_HUMAN 2 CACAGACCCCCTG 0.582

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 TTAGAGTCTCTCT 0.406

+ 15 2422 M4A_uc010oki.1_In NM_014663 NP_055478 O75164 KDM4A_HUMAN PHD-type 1. 1 GGGGTCCCCCCT 0.493 rs141609782

+ 18 2455 _Shift_Del_p.P398 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMANProtein kinase. 11 CGTCCCTTTTTTT 0.552

- 2 136 _p.L34fs|DOCK7_ NM_033407 NP_212132 Q96N67 DOCK7_HUMAN 2 GTTTTTGAGCAGT 0.393

- 1 145 way.2_5'Flank|MIE NM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2 CACCCCTTTTTTT 0.622

- 1 178_179 9wcj.1_Frame_Shif NM_012152 NP_036284 Q9UBY5 LPAR3_HUMAN Name=1; (Potential). 5 GAATTAGAAAAAA 0.401 rs76299065

- 2 3480_3482wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 GCCTTCTCTTCTC 0.172

- 2 1111_1113 wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN of R-R-E-Q-E-E- E-R-R-E- 5 tcgcgcctctcctcctcct 0 rs71757496

+ 4 1420_1421CC_uc001fqb.2_In NM_005973 NP_005964 Q92733 PRCC_HUMAN 27 CCTGGTCCCCCC 0.53

+ 8 1158 1AP_uc010pks.1_R NM_014697 NP_055512 O75052 CAPON_HUMAN 3 TTCGCACCCCCAG 0.597 rs146738391

- 2 718 _p.V213fs|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11 CACACACCCCCCG 0.607

+ 17 2127 gps.2_Frame_Shift_ NM_001357 NP_001348 Q08211 DHX9_HUMAN case C-terminal. 2 TGTTGGTTTTTTT 0.378

+ 5 828 H_uc009wyw.2_Fra NM_000186 NP_000177 P08603 CFAH_HUMAN Sushi 3. 6 CGATGGTTTTTGG 0.343

+ 4 635_646 NM_001104548 NP_001098018 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

- 7 997 0pte.1_Frame_Sh NM_018252 NP_060722 Q9H813 TM206_HUMAN cellular (Potential). 1 GAGCACTTTTTTT 0.398

- 4 643 0pty.1_Frame_Shi NM_005401 NP_005392 Q15678 PTN14_HUMAN FERM. 5 CACATCTTTTTTG 0.423

+ 27 7308 CN_uc001hsp.1_F NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 AGGCTGGGGGG 0.662

- 5 1053 NM_194298 NP_919274 Q7RTY1 MOT9_HUMAN cellular (Potential). 3 GAGCTATTTTTTT 0.378

+ 2 232 01jsw.2_Frame_Sh NM_173473 NP_775744 Q96DE5 APC16_HUMAN 1 CACCTACCCCAAA 0.458

- 7 1352 83fs|APBB1_uc010 NM_001164 NP_001155 O00213 APBB1_HUMAN PID 1. 2 TTACTTCCCCCCA 0.582

+ 6 1274 plice_Site|AMPD3_ NM_001025389 NP_001020560 Q01432 AMPD3_HUMAN 2 GAAAGGTGCGTTA 0.541

- 9 829_831 MA1_uc010rcp.1_R NM_002786 NP_002777 P25786 PSA1_HUMAN 2 AGACACATCATCA 0.36

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0 TTAGCCAAAAAAA 0.338

+ 6 858_860 NM_024081 NP_076986 Q9BZD6 TMG4_HUMAN ic (Potential).|Poly-Pro. 0 TGTTTCACCACCA 0.463

+ 1 241 NM_001005201 NP_001005201 Q8N146 OR8H3_HUMANcellular (Potential). 2 ACACCTAAAACCT 0.428

+ 5 886 rlo.1_Frame_Shift_ NM_004265 NP_004256 O95864 FADS2_HUMAN lasmic (Potential). 2 TGGCAGCCCATCG 0.527

+ 4 544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1 GATACCAAAAAAA 0.537

+ 7 810 2_5'Flank|C11orf68 NM_006442 NP_006433 Q14919 NC2A_HUMAN Pro-rich. 0 CAGCGCCCCCG 0.627

- 22 3672_36741qfl.2_In_Frame_D NM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1 CCCGTTGGTGGTG 0.547

- 8 761 LN1_uc001rmy.2_I NM_033114 NP_149105 Q8TBF4 ZCRB1_HUMAN 1 GTTTCCATTTTTTT 0.328

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

- 13 4059_4061 NM_003482 NP_003473 O14686 MLL2_HUMAN Poly-Glu. 41 CTTCTTCCTCCTC 0.478

+ 2 157 40B_uc001ruq.1_F NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5 AGCTATCCCCCCC 0.607

+ 6 1083 siz.2_Frame_Shift_ NM_000456 NP_000447 P51687 SUOX_HUMAN terin domain (By similarity). 0 CACAACTTTCCCA 0.527

+ 3 881_882 1toc.2_Frame_Shif NM_001093 NP_001084 O00763 ACACB_HUMAN 8 CGCTTTGGGGGG 0.574

+ 3 353_355 me_Del_p.D88del|K NM_018559 NP_061029 Q8IXQ4 K1704_HUMAN Poly-Asp. 2 atgatgacgatgatgatg 0.286 rs138421508

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

+ 5 668_670 A|IRF9_uc010alj.2 NM_006084 NP_006075 Q00978 IRF9_HUMAN Poly-Ser. 1 ATTGGGagcagcag 0.448

- 10 1018 1wmy.1_Frame_Sh NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1 ATGGGGAAAAGGG 0.567

+ 2 609 3C_uc001wss.2_5 NM_014672 NP_055487 O15091 MRRP3_HUMAN 0 TTCCTCATTTTTTT 0.423

+ 20 3443_3444 xdq.2_Frame_Shif NM_002892 NP_002883 P29374 ARI4A_HUMAN 6 GTACAAGAGAGAG 0.381

- 2 365_367 c010twr.1_Intron|IF NM_020414 NP_065147 Q9GZR7 DDX24_HUMAN Poly-Glu. 4 CTTTCCCTCCTCC 0.443

- 3 684 0AA1_uc001ykw.1_ NM_005348 NP_005339 P07900 HS90A_HUMAN 7 CCTGCTGAGGACT 0.502

+ 12 1371_1372 .3_In_Frame_Ins_ NM_030943 NP_112205 Q9BXJ7 AMNLS_HUMAN lasmic (Potential). 0 CTGTTCGCCGGG 0.713 rs36040113



- 1 70_72 .2_5'UTR|NIPA1_u NM_144599 NP_653200 Q7RTP0 NIPA1_HUMAN cellular (Potential). 0 TCCCCGgccgccgc 0.626

+ 5 839 B_uc010ugg.1_5'U NM_004855 NP_004846 Q92521 PIGB_HUMAN 0 TCTTAGTTTTTTTG 0.338

+ 6 1825_1827 2afu.2_In_Frame_ NM_017610 NP_060080 Q6ZNA4 RN111_HUMAN His-rich. 2 ATCATCACCACCA 0.512

- 2 378 bgx.1_Frame_Shift_ NM_000942 NP_000933 P23284 PPIB_HUMAN se cyclophilin-type. 0 GTTTTTGGAACAG 0.463

+ 5 794 0unn.1_Frame_Sh NM_018689 NP_061159 Q8WUJ3 K1199_HUMAN 3 AGGCTATTTTTTT 0.498

+ 10 1146_1148 dch.2_In_Frame_D NM_014048 NP_054767 Q9ULH7 MKL2_HUMAN 5 TGCTCCAGCAGCA 0.542 rs146244364

+ 11 1356_1358bxy.2_In_Frame_D NM_000418 NP_000409 P24394 IL4RA_HUMAN Cytoplasmic (Potential). 2 AGTGTGAGGAGGA 0.591

+ 9 1776 |IL21R_uc002dos. NM_181078 NP_851564 Q9HBE5 IL21R_HUMAN lasmic (Potential). 4 GAAGGACCCCCCC 0.637

- 2 430 2dxs.2_Frame_Sh NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 GCTGGACCCCCCA 0.532

+ 10 1565 010vjk.1_Intron|LR NM_018296 NP_060766 Q1X8D7 LRC36_HUMAN 0 CACAGTCCCCCCA 0.512

+ 12 1273_1274_Shift_Ins_p.S279f NM_007014 NP_008945 O00308 WWP2_HUMAN 6 GTCTTCGAGTGC 0.49

- 15 2000_200215_uc002ghy.1_5'F NM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0 GTTACGGCGGCG 0.547

+ 10 1439 6B_uc002gix.2_5'F NM_001080424 NP_001073893 O15054 KDM6B_HUMAN Pro-rich. 2 ACCCGTCCCCCCG 0.706

- 22 2902_2904p.E967del|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMAN Potential. 2 TTTCTTTCTTCTT 0.35

- 1 233_235 dx.3_In_Frame_De NM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 ggtgatgatggtggtggt 0.276 rs1054145

- 13 1679 TLL6_uc002ioc.2_ NM_001130918 NP_001124390 Q8N841 TTLL6_HUMAN 0 CTTCTTCTTCATT 0.512

- 5 1187_1189n.1_In_Frame_Del_ NM_007146 NP_009077 Q14119 VEZF1_HUMAN Poly-Gln. 2 tgttgttgttgctgctgctgc 0.305 731354;rs73995411

- 2 311_313 _47EE>E|TEX2_uc NM_018469 NP_060939 Q8IWB9 TEX2_HUMAN Poly-Glu. 1 tcctcctcttcctcctcctc 0.468

- 3 758 _Shift_Del_p.K109f NM_001098801 NP_001092271 Q96ND0 CR019_HUMAN 2 TCTTCCTTTTTTT 0.433 rs143162930

+ 20 1970 0xay.1_Frame_Shi NM_013326 NP_037458 Q96DM3 MIC1_HUMAN Mic1. 1 TTTTTTGAACAGC 0.448 rs80213848

- 5 1214_1216Q161del|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 GTTTGATctgctgctg 0.468

+ 1 1359 NM_000455 NP_000446 Q15831 STK11_HUMANProtein kinasep.?(3)|p.G52_P 266 CTCAAGAAGAAGA 0.617

+ 2 252_254 0eea.2_In_Frame_ NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=2; (Potential). 1 TCCTCCTGCTGCT 0.645

+ 18 2356 KHG2_uc002olj.2_I NM_022835 NP_073746 Q9H7P9 PKHG2_HUMAN 4 TAGTGTCCCCAAC 0.577

+ 2 531 k|PPP1R13L_uc00 NM_012099 NP_036231 O15446 RPA34_HUMAN 4 TCTTGTCCCCCCA 0.612

- 20 2714 k.1_5'Flank|PLEKH NM_020904 NP_065955 Q9H4M7 PKHA4_HUMAN 3 AGATCTGGGGGGA 0.687

- 5 1156_1157 ak.1_Intron|ZNF81 NM_001031665 NP_001026835 Q0VGE8 ZN816_HUMAN C2H2-type 3. 0 TACACTTGTAAGTT 0.386

- 14 1524 2rcp.1_Frame_Shif NM_001142286 NP_001135758 Q96SB8 SMC6_HUMAN Potential. 6 CAAGATATTTTTTT 0.343

+ 3 628_629 NM_002158 NP_002149 P32314 FOXN2_HUMAN 0 AACCCAGAAAAAA 0.431

+ 11 1709 sbz.2_Frame_Shift NM_015252 NP_056067 Q8NDI1 EHBP1_HUMAN 2 CTCACCAAAAACA 0.373

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409

- 6 1386 p.M392fs|REV1_uc NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 GTTTTCATTTTTTT 0.348

+ 1 35 NM_001008743 NP_001008743 Q6IMI6 ST1C3_HUMAN 1 CGATGGAAAAAAA 0.353

+ 4 610 NM_007115 NP_009046 P98066 TSG6_HUMAN CUB. 0 TTTTTTAGATTTT 0.408

- 6 1192_1194 _In_Frame_Del_p NM_003387 NP_003378 O43516 WIPF1_HUMAN Pro-rich. 2 TTCTGAGGAGGA 0.685

+ 2 422 el_p.N45fs|PPP1R NM_001080545 NP_001074014 Q8WVI7 PPR1C_HUMAN 0 GCATAACCCCCCA 0.388

+ 7 2047_2048 p.N645fs|SGOL2_ NM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4 AAGGTAATTTTTTT 0.337

- 15 3165 2vdt.2_Frame_Shift NM_152519 NP_689732 A0AUZ9 CB067_HUMAN 3 TCACCTATTTTTTT 0.418

+ 4 350 _p.L117fs|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 TCCCACTTTTTTT 0.413

+ 19 2288_2290 3_In_Frame_Del_p NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7 CTTCCCAGCAGCA 0.424

- 16 2137 _p.E637fs|HDLBP_ NM_203346 NP_976221 Q00341 VIGLN_HUMAN KH 7. 4 CAGCTTCGCAGTT 0.458

- 2 297_298 NM_001899 NP_001890 P01036 CYTS_HUMAN 1 AATTCACCCCCC 0.554 rs140501583

- 1 108 rame_Shift_Del_p. NM_006585 NP_006576 P50990 TCPQ_HUMAN 0 AACGTGAAGCGC 0.627

+ 7 817_819 NM_005049 NP_005040 Q15269 PWP2_HUMAN Poly-Glu. 1 gaggaagaggaggag 0.527

- 4 542 el_p.G31fs|TBC1D1 NM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1 CGTGGCCCCCCC 0.607

+ 3 1161_1181 NM_152243 NP_689449 Q00587 BORG5_HUMANs of [PT]-[AT]-A- [ENT]-[PT] 0 GCCTGCTGCAAAC 0.665 0;rs62235033;rs13056859;rs62235034

+ 8 2694 Del_p.I807fs|GRM NM_000844 NP_000835 Q14831 GRM7_HUMAN Name=6; (Potential). 7 TTCCAATTTTTTTT 0.383



- 23 4302 I1_uc003dmm.2_3 NM_001033057 NP_001028229 Q96QZ7 MAGI1_HUMAN 6 GCCCGCTTTTCCC 0.587

- 13 1581_1583 _Frame_Del_p.S19 NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN tial).|Ig-like C2-type 1.|Poly 5 GGGAGCTGCTGC 0.547

- 2 497_499 OXP1_uc003dop.2_ NM_032682 NP_116071 Q9H334 FOXP1_HUMAN Gln-rich. 2 CCTGTTGCTGCTG 0.586

- 7 2698 me_Shift_Del_p.G8 NM_199512 NP_955806 Q76M96 CCD80_HUMAN 2 AACACTCCCCCAA 0.373

+ 2 249 3ehf.1_Frame_Shif NM_001024660 NP_001019831 O60229 KALRN_HUMAN CRAL-TRIO. 6 TAAAGGAAAAGGT 0.458

+ 4 325 1_Frame_Shift_De NM_023943 NP_076432 Q6UXF1 TM108_HUMAN 4 CCTGCTGATCTTG 0.552

- 9 1978 p.N554fs|VEPH1_u NM_024621 NP_078897 Q14D04 MELT_HUMAN 5 CTGAGGTTTTTTT 0.393

+ 16 2019 p.M503fs|PSMD2_ NM_002808 NP_002799 Q13200 PSMD2_HUMAN 0 GCTATGGGGGAG 0.463

- 2 1425_1426 vp.2_Intron|MUC4_ NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 GTTCTTAGAAAAA 0.46

- 10 1345 _p.R276fs|UBXN7_ NM_015562 NP_056377 O94888 UBXN7_HUMAN UBX. 3 GTTCCCTTTTTCC 0.308

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

+ 1 3718_3719 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0 GCTCACGTGCCG 0.683

+ 1 3948 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 9 0 GAGTGCCCGCCT 0.672

- 4 678 EL1_uc003gjz.1_3 NM_025196 NP_079472 Q9HAV7 GRPE1_HUMAN 0 CACCACCCCCAC 0.537

- 6 913_914 gyl.1_Frame_Shift_ NM_015030 NP_055845 O94915 FRYL_HUMAN 1 CCCTTAGACTTTG 0.406

+ 11 2218 D2_uc011cdg.1_Fr NM_000297 NP_000288 Q13563 PKD2_HUMAN ain.|Cytoplasmic (Potential). 1 AAACTGAAAAAAA 0.348

+ 22 2560_2562 cgc.1_In_Frame_D NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAGGTCACCACCA 0.443

+ 8 1369 TU_uc011cgq.1_Int NM_015693 NP_056508 Q9ULD6 PDZD6_HUMAN 1 GGATCATTTTTTT 0.433

+ 15 2957 ve.1_Frame_Shift_ NM_001080477 NP_001073946 Q9P273 TEN3_HUMAN cellular (Potential). 0 TCCACCTTTTTCA 0.408

- 27 4142_4143_p.G582fs|MYO10_ NM_012334 NP_036466 Q9HD67 MYO10_HUMAN PH 1. p.S1226fs*25(1 3 GAGGAGCCCCCC 0.564

+ 46 8393_8395 E2636del|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 CTGATGAAGAAGA 0.379

+ 3 342 NM_002104 NP_002095 P49863 GRAK_HUMAN Peptidase S1. 0 GAGATCAAAAAAT 0.393

+ 14 2276_2277_p.T671fs|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2 ACTACAGAGAGA 0.302

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0 GAGTGTGATGATG 0.562

- 2 321_322 H2AFY_uc003lar.1 NM_138610 NP_613258 O75367 H2AY_HUMAN Histone H2A. 0 GTACTTGGGGTG 0.579

- 8 1002 p.K244fs|CDC25C_ NM_001790 NP_001781 P30307 MPIP3_HUMAN 3 AAAATACTTTTTTT 0.388

+ 2 128_130 p.L24del|BTN2A2_ NM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 CAGCCTCcctcctcc 0.483

- 1 523_524 NM_052967 NP_443199 P35410 MAS1L_HUMAN lasmic (Potential). 9 AGAGGACACACA 0.495

- 20 3367 0jsc.1_Frame_Shi NM_002714 NP_002705 Q96QC0 PP1RA_HUMAN 4 GGGCAGGGGGG 0.572

+ 1 180 nrk.1_Frame_Shift_ NM_178014 NP_821133 P07437 TBB5_HUMAN 1 TCGGTGCCAAGG 0.413

- 10 1618 p.P429fs|BAT3_uc NM_004639 NP_004630 P46379 BAG6_HUMAN oximate repeats.|2.|Pro-rich 0 CTGGCGGGGGA 0.627

+ 15 5496 p.P1736fs|PHF3_uc NM_015153 NP_055968 Q92576 PHF3_HUMAN Pro-rich. 5 AATTTTCCCCCAC 0.507

+ 3 679 l_p.A74fs|CCDC12 NM_138771 NP_620126 Q96EE4 CC126_HUMAN 2 CGGTGCTTCTATG 0.373

+ 3 358_360 F1_uc011kpa.1_Int NM_005011 NP_005002 Q16656 NRF1_HUMAN Poly-Ala. 1 TGGCCGCTGCTG 0.453

- 1 103 9B_uc003wig.3_5'F NM_173681 NP_775952 Q674R7 ATG9B_HUMANasmic (By similarity). 1 TCTTCTCCCCCCC 0.642

+ 9 940_941 AM9_uc011lcg.1_R NM_003816 NP_003807 Q13443 ADAM9_HUMANPotential).|Peptidase M12B. 2 AGTGGCGGGAAA 0.376

+ 6 690_691 _p.L221fs|PREX2_ NM_024870 NP_079146 Q70Z35 PREX2_HUMAN 17 GAAGTTAGAAGTT 0.465 rs142449465

+ 9 1115 yar.2_Frame_Shift NM_004133 NP_004124 Q14541 HNF4G_HUMAN 1 CTCCCGGGGGAG 0.463

+ 2 694 _p.V167fs|PDP1_u NM_018444 NP_060914 Q9P0J1 PDP1_HUMAN 4 TGGGGGTTTTTGA 0.483

- 1 2929 _p.N621fs|RANBP6 NM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3 ATGACATTTTTTT 0.358

- 11 1166_1168P>P|HNRNPK_uc0 NM_031262 NP_112552 P61978 HNRPK_HUMAN epeats.|2 X 22 AA approxim 1 CTCTAGGTGGTGG 0.522

+ 48 6083 _Shift_Del_p.L163 NM_020893 NP_065944 7 TCTTCTCCAGCCA 0.522

+ 13 3791_3793 NM_173689 NP_775960 Q5IJ48 CRUM2_HUMAN ical; (Potential). 1 GCCTGCCTCCTCC 0.67

+ 13 2206 35fs|DDX3X_uc011 NM_001356 NP_001347 O00571 DDX3X_HUMAN ecessary for interaction with 6 GAGACCAAAAAGG 0.433

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 TGGTCTGATGATG 0.448

- 8 1013 mwc.1_Frame_Shi NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 CACCTGGGGGGG 0.532

+ 7 512_514 j.1_In_Frame_Del_ NM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3 GACACCgaggagga 0.522



+ 1 1337_1339 NM_207334 NP_997217 Q6ZT52 FA43B_HUMAN NA 0 gaggacgaggaggag 0.567

- 11 1675_167609wbk.2_Frame_S NM_030816 NP_110443 Q8N6S4 AN13C_HUMAN NA 0 CGTAGCTTTAAAC 0.361

+ 23 2276_22781dge.1_In_Frame_ NM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. NA 10 CTCACCTTCTTCT 0.473

- 25 4510 NM_024408 NP_077719 Q04721 NOTC2_HUMANcellular (Pote NA 27 GGTGCTGGGGGG 0.632

+ 7 1724_1726me_Del_p.E466del| NM_005807 NP_005798 Q92954 PRG4_HUMAN repeats of K- NA 1 CACCAAGGAGCCT 0.635

- 20 2528_2530 E813del|SFMBT2_ NM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN NA 8 AGTCTCTCCTCCT 0.596

- 26 3234 p.P1074fs|SMARC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. NA 6 GTCCAGGGGGG 0.577

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (R NA 0 CCACGAGAAGAAG 0.493

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. NA 2 CCGCCCTGCCTG 0.436

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN NA 5 GAGGCAGAGAGA 0.386

- 1 61_63 .2_5'UTR|PGBD4_ NM_020154 NP_064539 Q9NPA0 CO024_HUMAN NA 0 CCGATAGCAGCAG 0.665

+ 1 97_98 l_p.L13fs|B2M_uc0 NM_004048 NP_004039 P61769 B2MG_HUMAN NA 3 GCGCTACTCTCTC 0.614

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. NA 3 CCACACACCACCA 0.576

- 22 3911 NM_002705 NP_002696 O60437 PEPL_HUMAN Potential. NA 6 ATTTCCTTTTTCA 0.522

- 8 907_909 _p.E75del|MKS1_u NM_017777 NP_060247 Q9NXB0 MKS1_HUMAN NA 1 TCCCGCTCCTCCT 0.532

+ 13 2443 NM_182973 NP_892018 Q7Z410 TMPS9_HUMANcellular (Pote NA 2 CAGCTACCAGGTA 0.567

- 5 915 Del_p.Q261fs|ECS NM_016581 NP_057665 Q9BQ95 ECSIT_HUMAN NA 1 GGGCTGGGGGG 0.582

+ 13 1487 MD1A_uc010xsf.1_ NM_020895 NP_065946 Q96CP6 GRM1A_HUMAN NA 0 CGCGGCCCCCAG 0.692

+ 17 1944_1945oiu.2_Frame_Shift_ NM_000540 NP_000531 P21817 RYR1_HUMAN smic.|B30.2/S NA 12 CTCCCTGTGTGT 0.53

- 3 305 ANKRD23_uc002sx NM_144994 NP_659431 Q86SG2 ANR23_HUMAN NA 1 TTTCCTGGGGGG 0.527

+ 3 1075_1077q.1_Intron|GZF1_uc NM_022482 NP_071927 Q9H116 GZF1_HUMAN NA 1 gaggaagaggaggag 0.384

+ 6 641 NS1_uc010zte.1_R NM_021067 NP_066545 Q14691 PSF1_HUMAN NA 2 TCCTATTAAAAAAA 0.299

- 12 5661_5663.2_In_Frame_Del_ NM_014071 NP_054790 Q14686 NCOA6_HUMAN .|Gln-rich.|C NA 7 TCATTtgttgctgctgc 0.498 895426;rs140426729

- 60 8252_8253 NM_005560 NP_005551 O15230 LAMA5_HUMAN omain II and NA 3 TGGCAGCCCCCC 0.663

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich NA 1 CAGAGGATGATGA 0.478 rs141840500

+ 22 3696 p.S679fs|SHANK3_NM_001080420 NP_001073889 F2Z3L0 F2Z3L0_HUMAN NA 1 CACCAGCAACGGG 0.692

- 3 713_715 1bns.1_In_Frame_ NM_015472 NP_056287 Q9GZV5 WWTR1_HUMANtential.|Gln-r NA 4 AGTTTCTGCTGCT 0.581

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 NA 0 GCTCACATGTGCC 0.683 123539;rs79888804

- 4 1088_1090dy.2_In_Frame_De NM_001031732 NP_001026902 Q96MU7 YTDC1_HUMAN Glu-rich. NA 2 tcttcttcttcctcctcctcc 0.202 rs141105019

+ 11 1625_1627hlj.2_In_Frame_De NM_198892 NP_942595 Q9NSY1 BMP2K_HUMAN Gln/His-rich. NA 1 gcagcagcaccaccac 0.172

- 2 1076_1078 me_Del_p.P343de NM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. NA 0 AGGGATTgtggtggt 0.35

- 7 1662 3ime.2_Frame_Shif NM_001009555 NP_001009555 Q5HYK7 SH319_HUMAN Pro-rich. NA 2 GAACTGGGGGG 0.557

- 7 1606_160810irc.1_In_Frame_ NM_020870 NP_065921 Q7Z6J0 SH3R1_HUMAN Poly-Ala. NA 3 CATTCCAGCAGCA 0.601

+ 11 1893 NM_052909 NP_443141 Q96PX9 PKH4B_HUMAN NA 2 CCCCTTGCCCAGA 0.662

+ 3 292_299 NM_175921 NP_787117 A6NDU8 CE051_HUMAN NA 0 AAAGAGCTGATTA 0.298

+ 13 2025 of.2_Frame_Shift_D NM_012343 NP_036475 Q13423 NNTM_HUMAN chondrial ma NA 3 CACTGACCCCCCA 0.463

+ 1 725_727 c003kuq.1_5'Flank NM_001046 NP_001037 P55011 S12A2_HUMANCytoplasmic NA 3 ACTCCGGCGGCG 0.65

+ 1 184_185 _uc003nyt.2_5'UTR NM_032454 NP_115830 P49842 STK19_HUMAN NA 4 GCGGGCAAACCC 0.634

- 5 1557_155976_377EE>E|DAXX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN ial.|Necessa NA 23 ctcttcttcttcctcctcctcc 0.251

+ 19 4224 F1BP1_uc010jvn.2 NM_017754 NP_060224 Q6BDS2 URFB1_HUMAN NA 3 TGATATCCCCCCC 0.517

- 4 1648 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN NA 7 GTCGCCTTTTTTC 0.493

- 22 2918 y.3_Frame_Shift_D NM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 1. NA 14 TCCACTGCGTCTG 0.448

- 7 1235_1236edm.1_Frame_Shif NM_000416 NP_000407 P15260 INGR1_HUMAN lasmic (Pote NA 1 GAAGAACTCTCTC 0.431

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN NA 0 CCAGGCTTTTTTT 0.408

+ 8 1031 _p.F215fs|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN NA 4 GACATCTTTTTTG 0.383

+ 2 163 _Shift_Del_p.D13fs NM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN NA 1 CTTAGACCCCCCA 0.483

- 3 838_842 3vja.2_Frame_Shift NM_003391 NP_003382 P09544 WNT2_HUMAN NA 7 TCTGGCAtcctttcct 0.424



- 20 2915 _p.P781fs|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN NA 5 GGTATAGGGGGGG 0.483

+ 6 1464 p.P226fs|ZNF398_ NM_170686 NP_733787 Q8TD17 ZN398_HUMAN NA 1 GAGACACCCCCC 0.587

+ 1 793_795 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN ization and f NA 0 cgaaagtgaggaggag 0.236

- 3 1464 4fs|RAB11FIP1_uc0 NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN NA 3 CGTCCTCCCCCG 0.567

+ 12 1710_1711p.H509fs|ESRP1_u NM_017697 NP_060167 Q6NXG1 ESRP1_HUMAN RRM 3. NA 4 GTGTCATAAAAAA 0.436

- 1 315 mcx.1_Frame_Shi NM_198123 NP_937756 Q7Z407 CSMD3_HUMAN ical; (Potent NA 63 CGTCAATAAAAAG 0.498

+ 3 610_612 3ysi.2_In_Frame_D NM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. NA 6 TCTACCAGCAGCA 0.611 rs61752959

+ 1 511_513 NM_001013735 NP_001013757 Q5VYV0 FOXB2_HUMAN Poly-Pro. NA 0 gccgcccccgccgccgc 0.315

- 8 2229 AKNA_uc004bis.3_ NM_030767 NP_110394 Q7Z591 AKNA_HUMAN NA 6 TGGCATGGGGGC 0.577

- 22 6093 vf.2_Frame_Shift_D NM_002160 NP_002151 P24821 TENA_HUMAN nectin type-I NA 7 TGCCCGGGGGG 0.478 rs148674204

+ 2 218_219 NM_001145249 NP_001138721 P0CG42 F157B_HUMAN Gln-rich. NA 0 cagcggcggcagcag 0.386

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN NA 2 TGGTCTGATGATG 0.448

+ 3 1864_1866 Q581del|MAMLD1 NM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. NA 0 Tgcagctgcagcagca 0.488

- 3 274_276 4fen.2_Intron|CD99 NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ar (Potential NA 3 GGTTGTGGTGGT 0.552

- 8 877_879 NM_001561 NP_001552 Q07011 TNR9_HUMAN ential).|Intera p.E250G(1) 4 TCCTCCTTCTTCT 0.379

- 7 868_869 p.F153fs|C1orf201_uc001bjd.2_Frame_Shift_Del_p.F24 Q5TH74 CA201_HUMAN 2 ACGGGAAAAGAG 0.455

- 8 728_730 142del|EYA3_uc00 NM_001990 NP_001981 Q99504 EYA3_HUMAN 3 GGCTACTGCTGCT 0.404

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. 3 CCGGGACtggtggtg 0.537

+ 7 798_799 NM_033055 NP_149044 Q96MC6 HIAT1_HUMAN lasmic (Potential). 0 TTCCAGCTTTTTT 0.386

+ 8 2280 ozr.1_Frame_Shift_ NM_004326 NP_004317 O00512 BCL9_HUMAN ly-Pro.|Pro-rich. 6 CGAGGACCCCCC 0.582

+ 8 3460 ozr.1_Frame_Shift_ NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 TTAAGTCCCCCCC 0.622

- 11 2245_2247 H700del|PBXIP1_u NM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1 CCCCGGTGGTGG 0.64 rs143592003

- 2 1126 1fpt.1_Frame_Shif NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2 GGTTGAGGGGGG 0.557

- 1 356_358 NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN 2 GCAGTAGCAGCAG 0.512

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

- 1 89_91 NM_000537 NP_000528 P00797 RENI_HUMAN 4 CCCAGAGCAGCA 0.581 917743;rs142739309

- 1 479 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2 CGAGGGAAAAAGG 0.622

- 2 253 10pte.1_Frame_Sh NM_018252 NP_060722 Q9H813 TM206_HUMAN lasmic (Potential). 1 CCTGCTCGTCTGC 0.542

- 38 5610 9xgh.1_Frame_Shif NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 TGTAAGTTTTTTT 0.438

- 16 6375 1843fs|JMJD1C_u NM_032776 NP_116165 Q15652 JHD2C_HUMAN 6 TTTACCTTTTTTT 0.373

- 5 848_849 NM_004969 NP_004960 P14735 IDE_HUMAN 3 CTAAAACACAAA 0.337

- 7 1155_1156 kpo.1_Frame_Shift NM_021828 NP_068600 Q8WWQ2 HPSE2_HUMAN 1 TCACTTTCTGAATT 0.465

+ 1 655 _p.I177fs|CNNM2_ NM_017649 NP_060119 Q9H8M5 CNNM2_HUMAN 2 CGAGATCAAACCG 0.637

+ 21 3110 RCS3_uc010qqz.1_ NM_014978 NP_055793 Q9UPU3 SORC3_HUMANmenal (Potential). 10 CACTTTGGACAGC 0.453

+ 3 305 10qsx.1_RNA|FAM NM_207009 NP_996892 Q8TCE6 FA45A_HUMAN 1 GACTCATTTTTCT 0.299

- 22 2979 001nts.1_Frame_S NM_153265 NP_694997 Q32P44 EMAL3_HUMAN 1 GGAGGCGGGGG 0.512

+ 4 308 TS_uc009yyo.2_RN NM_000317 NP_000308 Q03393 PTPS_HUMAN 0 TGATCTCAAAAAAT 0.408

- 22 3672_36741qfl.2_In_Frame_D NM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1 CCCGTTGGTGGTG 0.547

- 3 257_259 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.601

+ 3 968 A1_uc009zmb.1_Fr NM_002135 NP_002126 P22736 NR4A1_HUMAN 0 CAGCTGGGGGAG 0.632

+ 1 592 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=5; (Potential). 3 ATGGCATTTTTTT 0.393

+ 3 344_345 s_p.S78fs|RFC3_u NM_002915 NP_002906 P40938 RFC3_HUMAN 0 TCCATCTAAAAAA 0.267

- 14 3949_3950 C3H13_uc001vas. NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Potential. 2 cgtatctctcctctctctctc 0.178

+ 4 541 1_Frame_Shift_De NM_144595 NP_653196 Q8ND83 SLAI1_HUMAN 2 TTCAGGAAAAAAA 0.388

- 2 2153_2154_p.K560fs|LIG4_uc NM_002312 NP_002303 P49917 DNLI4_HUMAN 0 TTTCCGCTTTTTT 0.386

- 16 1016 4A1_uc010agl.2_I NM_001845 NP_001836 P02462 CO4A1_HUMAN le-helical region. 6 ACTCCCTTTTTCC 0.398

- 19 4102_4104wiq.3_In_Frame_De NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Asp/Glu/Lys-rich. 4 ctccttttgctcttcttcttctt 0.36



+ 16 1812_1813GS6_uc001xmy.3_ NM_004296 NP_004287 P49758 RGS6_HUMAN RGS. 3 ACATCTACAAGCT 0.49

+ 8 3011_3013 .Q981del|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. 12 AGGCACAGCAGC 0.458

- 4 744_746 2azg.2_In_Frame_ NM_020447 NP_065180 Q5XKK7 CO017_HUMAN 0 CCTCTGCAGATGA 0.547

+ 15 1993_1995p.S436del|SLC5A1 NM_052944 NP_443176 Q8WWX8 SC5AB_HUMAN lasmic (Potential). 2 GAGGCCAGCAGCA 0.542

+ 3 625 .2_Frame_Shift_De NM_004937 NP_004928 O60931 CTNS_HUMANmenal (Potential). 0 TTATCCTTTTTCCC 0.393

+ 1 158_160 ame_Del_p.K7del|Z NM_003457 NP_003448 O43670 ZN207_HUMAN 0 GTCGCAAGAAGAA 0.542

- 2 440_442 NM_052850 NP_443082 Q8TAE8 G45IP_HUMAN y-Gln.|Potential. 2 CTCCCGCTGCTGC 0.635

+ 7 1022 0xru.1_Frame_Shi NM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1 GGTCATCGGGGTG 0.438

+ 2 268_269 odk.2_In_Frame_I NM_001749 NP_001740 P04632 CPNS1_HUMAN ch (hydrophobic). 0 GGGCcgggggcggc 0.322

- 1 1653_1654 IF3C_uc010ykr.1_ NM_002254 NP_002245 O14782 KIF3C_HUMANKinesin-motor. 4 GGCATTCCCCCC 0.614

- 5 1569_15702sud.1_Frame_Shif NM_032788 NP_116177 Q96K75 ZN514_HUMAN 0 TATAGGGTTTTTTT 0.396

- 1 128 ame_Shift_Del_p.P NM_001087 NP_001078 Q13685 AAMP_HUMAN 1 CCAGTGGGGGG 0.617

- 6 760 p.G168fs|DOCK10 NM_014689 NP_055504 Q96BY6 DOC10_HUMAN 2 CCTCCACCCCCCT 0.498

+ 1 52_54 _p.L14del|CHRNG_ NM_005199 NP_005190 P07510 ACHG_HUMAN 0 TCCTCCTGCTGCT 0.655

+ 19 2288_2290 3_In_Frame_Del_p NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7 CTTCCCAGCAGCA 0.424

- 2 743 13A3_uc010gho.1_ NM_033550 NP_291028 Q96S44 PRPK_HUMANProtein kinase. 0 GTTCCAGGGGGG 0.493

- 3 428_430 _19DD>D|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0 GCTCGTCATCATC 0.532 rs145794160

- 13 2272_2274 p.2_In_Frame_Del NM_001098504 NP_001091974 Q92841 DDX17_HUMAN Poly-Pro. 4 ggagggggaggagga 0.36

+ 18 4729 ayn.3_Frame_Shift NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN 0 TGTGCTGGGGGG 0.483

+ 3 244 _p.G43fs|KCTD6_u NM_001128214 NP_001121686 Q8NC69 KCTD6_HUMAN BTB. 1 ATGTTTGGGGGGG 0.468

- 13 1581_1583 _Frame_Del_p.S19 NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN tial).|Ig-like C2-type 1.|Poly 5 GGGAGCTGCTGC 0.547

- 5 1231 NM_000097 NP_000088 P36551 HEM6_HUMAN 0 TCTCCTGGGGGG 0.498

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0 ACAAAGATGATGA 0.507

+ 13 2408 p.K358fs|BBX_uc0 NM_001142568 NP_001136040 Q8WY36 BBX_HUMAN Lys-rich. 4 AATTTGAAAAAAA 0.383

- 15 2113 AD11_uc011blr.1_3' NM_032169 NP_115545 Q709F0 ACD11_HUMAN 1 TTTACTCCAGGTG 0.353

- 4 535 N1_uc003euv.1_Fr NM_019001 NP_061874 Q8IZH2 XRN1_HUMAN 3 GTCTGTGGAAATT 0.284

- 3 271_272 .1_Frame_Shift_In NM_000460 NP_000451 P40225 TPO_HUMAN 1 GACAGCGTTAGC 0.515

+ 1 425_427 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN Glu-rich. 0 ggatggcgaggaggag 0.291

- 3 747_748 e_Shift_Ins_p.K74f NM_003948 NP_003939 Q92772 CDKL2_HUMANProtein kinase. 7 ACCATCGTTTTTT 0.322

+ 7 1570 hqa.2_Frame_Shif NM_080683 NP_542414 Q12923 PTN13_HUMAN 6 ATATATCACACTC 0.443

+ 3 335 SC9_uc003ieb.2_F NM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0 GGTATTCTTTTTTT 0.383

- 17 2126 o.2_Frame_Shift_D NM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5 TTTGGCTTTTTTT 0.353

- 10 1909 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 AAACTGAAAAAAA 0.313

+ 2 418 NM_016048 NP_057132 Q96CN7 ISOC1_HUMAN 0 GTATTTTGGGGATA 0.378

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANName=12; (Potential). 0 TCACCCTTTTTTT 0.418

+ 6 912_914 ame_Del_p.G153d NM_001903 NP_001894 P35221 CTNA1_HUMAN 11 GGGTGGAGGAG 0.512

+ 3 227 _p.G16fs|TMEM14 NM_016462 NP_057546 Q9P0S9 TM14C_HUMAN ical; (Potential). 0 GGCTTTGGCTACG 0.453

- 12 1998 3nba.2_Frame_Shif NM_005493 NP_005484 Q96S59 RANB9_HUMANaction with FMR1. 2 TTCAACATTTTTTT 0.378

- 3 374 _p.P100fs|FAM65B NM_014722 NP_055537 Q9Y4F9 FA65B_HUMAN cell filopodia formation. 1 CTCTTTGGGGGG 0.428

- 1 175_176 1_RNA|HIST1H2A NM_021058 NP_066402 P06899 H2B1J_HUMAN 0 GAACCTTGTACAC 0.54

+ 4 759_761 me_Del_p.Q194de NM_005007 NP_004998 Q9UBC1 IKBL1_HUMAN 0 AGTGCCAGCAGCA 0.645

- 12 1315 1009_uc003pkk.2_ NM_014895 NP_055710 Q5TB80 QN1_HUMAN 1 TTTGTCAAAAAAA 0.358

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN ical; (Potential). 1 CAACGCACACAC 0.53

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1 GCTTTTTCTTCTT 0.433

+ 11 2523_2524 yh.1_Frame_Shift_ NM_002214 NP_002205 P26012 ITB8_HUMAN m repeats.|Extracellular (Po 3 GGCACGTGTGTG 0.554

+ 3 1631_1632 NM_147128 NP_667339 Q8NHG8 ZNRF2_HUMAN 0 TGAGTAAAGATGC 0.356

- 6 928_930 3tri.2_In_Frame_D NM_004577 NP_004568 P78330 SERB_HUMAN 2 CAGCAGGAGGAC 0.246



- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Potential). 0 AGCGACATCATCA 0.586

- 5 964 2_Intron|GPC2_uc NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GGGGACCCCCC 0.642

+ 5 572 xa.2_Frame_Shift_ NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN 2 TATGCTGGGGGGG 0.607

- 4 3398_3401ame_Shift_Del_p.T NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3 TGTGGTGAGTGT 0.549

- 21 1921 lee.1_Frame_Shift NM_003580 NP_003571 Q92636 FAN_HUMAN BEACH. 1 TGGTGTCACAAAT 0.423

- 5 987_989 NM_014729 NP_055544 O94900 TOX_HUMAN lization signal (Potential). 4 GGATCCTTCTTCT 0.453

- 1 468_469 Flank|COPS5_uc0 NM_006837 NP_006828 Q92905 CSN5_HUMAN 2 TCCTTAGTCCAG 0.545

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

- 14 1846_1847_p.P525fs|EIF2C2_ NM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0 CCCGGCGGGGGG 0.644 rs148575703

- 2 136_138 _Del_p.24_25AA>A NM_078480 NP_510965 Q9UHX1 PUF60_HUMANs homodimerization. 0 caccactgccgccgccg 0.404

- 1 592 _Shift_Del_p.P12fs NM_152572 NP_689785 Q96MA6 KAD8_HUMAN p.E13fs*40(2) 0 CATCTCGGGGGG 0.697

+ 6 1019_1020 Shift_Del_p.Q191f NM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1 ACATCAGAGAGA 0.386

+ 20 2671_2673p.E837del|CNKSR2 NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN ential.|Poly-Glu. 2 gaggaagaggaggag 0.379

+ 8 2280 ozr.1_Frame_Shift_ NM_004326 NP_004317 O00512 BCL9_HUMAN ly-Pro.|Pro-rich. 6 CGAGGACCCCCC 0.582

- 2 3480_3482wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 GCCTTCTCTTCTC 0.172

+ 2 672 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5 ACTACACCCCCCA 0.572

- 21 4220_4223GON4L_uc001fmb.3 NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN 3 AAGACTGTCTGT 0.49

- 2 1126 1fpt.1_Frame_Shif NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2 GGTTGAGGGGGG 0.557

- 6 775 _p.E211fs|CALCOC NM_020898 NP_065949 Q9P1Z2 CACO1_HUMAN 1 TGATCTCCCCATG 0.527

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMAN ical; (Potential). 22 GCTGTTGCTGCTG 0.557

+ 12 2732 pq.2_Frame_Shift_ NM_005269 NP_005260 P08151 GLI1_HUMAN 15 TTGATTCCCCCAC 0.567

- 21 3042 0tbb.1_Frame_Shift NM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4 ACGATGGGGGG 0.652 rs12321697

+ 1 40_42 D1_uc010brm.1_5' NM_012217 NP_036349 Q9BZJ3 TRYD_HUMAN 0 TGAGCCTGCTGCT 0.685

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 AGctcctcatcctcctcct 0.389

+ 11 2629_263102gix.2_In_Frame_ NM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-rich. 2 CGCCGTcaccacca 0.369

+ 7 894 NM_178170 NP_835464 Q86SG6 NEK8_HUMAN 6 AGGTATCCCCCGG 0.617

+ 7 1069 _p.G237fs|AP2B1_ NM_001282 NP_001273 P63010 AP2B1_HUMAN 1 TGTCTGGGGAGC 0.403

- 3 1648_1650002sit.3_In_Frame_ NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 GCCTTGGTGGTG 0.635

+ 6 641 NS1_uc010zte.1_R NM_021067 NP_066545 Q14691 PSF1_HUMAN 2 TCCTATTAAAAAAA 0.299

- 16 5191_5192yds.1_Frame_Shift_ NM_033081 NP_149072 Q9BTC0 DIDO1_HUMAN 6 CGGGGCGGGTGC 0.728

+ 5 1304_1306 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN 2 CCCCTGCAGCAG 0.606

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 ACCTGGGcatcatca 0.261

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CTTGGCCTCCTCC 0.65

+ 1 221_223 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMAN tes nuclear export. 1 ACCTCCAGCAGCA 0.626

- 4 1613_1615 40QQ>Q|QRICH1_ NM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 CTTGGAgttgctgctgc 0.36

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0 ACAAAGATGATGA 0.507

- 13 5978 .N1917fs|GOLGB1 NM_004487 NP_004478 Q14789 GOGB1_HUMAN ic (Potential).|Potential. 10 AGCTCATTTTTTA 0.358

+ 1 425_427 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN Glu-rich. 0 ggatggcgaggaggag 0.291

+ 7 1407 _p.G204fs|SLC1A3 NM_004172 NP_004163 P43003 EAA1_HUMAN 0 GTGATTGGGGGG 0.517

+ 11 2401 _p.G581fs|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 ACCCAGGGGGG 0.547

- 5 372_374 kw.3_In_Frame_De NM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 tcctcctcttcctcctcctc 0.389

- 12 1315 1009_uc003pkk.2_ NM_014895 NP_055710 Q5TB80 QN1_HUMAN 1 TTTGTCAAAAAAA 0.358

- 17 2245 _p.G723fs|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN y).|ABC transmembrane typ 6 CTGAAGCCCCCC 0.453

- 15 1860 s|TAF6_uc011kji.1_ NM_139315 NP_647476 P49848 TAF6_HUMAN 2 GTGCTGGGGGG 0.657

+ 14 2288 G247fs|SLC12A9_u NM_020246 NP_064631 Q9BXP2 S12A9_HUMAN cellular (Potential). 0 GGGTCTGGGGGC 0.692

+ 3 751 _Shift_Del_p.W155 NM_057168 NP_476509 Q9UBV4 WNT16_HUMAN 5 GCACTGGGGGG 0.532

- 4 3398_3401ame_Shift_Del_p.T NM_001002814 NP_001002814 Q6WKZ4 RFIP1_HUMAN 3 TGTGGTGAGTGT 0.549



+ 1 804_805 01463_uc003xvh.2_ NM_152414 NP_689627 Q8NFJ8 BHE22_HUMAN Gly-rich. 0 cgggaagtggcggcgg 0.584

- 2 AP_uc011lwc.1_Intron|IKBKAP_ NM_003640 NP_003631 O95163 ELP1_HUMAN 7 TTCGCATGATGAA 0.404

+ 20 4967 1aoj.2_Frame_Shif NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9 ATGAACAAAAAAA 0.473

- 19 3629_3631 0oag.1_In_Frame_ NM_001009566 NP_001009566 O94985 CSTN1_HUMAN cidic).|Cytoplasmic (Potentia 1 CTCCCCCTCCTCC 0.557

+ 9 1342 BLIM1_uc001axh. NM_017556 NP_060026 Q8WUP2 FBLI1_HUMAN nding.|LIM zinc-binding 2. 1 AATTCGCCCCCGT 0.488

- 7 894 1_Intron|MST1P9_ NR_002729 0 CCCCCCGCCCAC 0.657 rs3982176

+ 1 528_529 uc001bve.1_RNA NM_052841 NP_443073 Q96PN8 TSSK3_HUMANProtein kinase. 1 ATTTTCCAAAAAAC 0.52

+ 15 2319 NM_017629 NP_060099 Q9HCK5 AGO4_HUMAN Piwi. 1 TGGTGCAAAAAAG 0.383

+ 34 4444_4446p.E504del|MACF1_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN Poly-Glu. 16 CGTCTGGAGGAGG 0.389

+ 10 1573_1575 .L513del|MPL_uc0 NM_005373 NP_005364 P40238 TPOR_HUMAN (Potential).|P p.L510P(1) 363 TGGGCCTGCTGC 0.65

+ 12 2824 NM_014652 NP_055467 O94829 IPO13_HUMAN 1 CTTCAGGTGGTGG 0.562

- 4 577 cmv.1_Frame_Shif NM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1 ACCTGCTTTTTTT 0.318

+ 18 2455 _Shift_Del_p.P398 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMANProtein kinase. 11 CGTCCCTTTTTTT 0.552

+ 1 333_334 1_RNA|PCSK9_uc NM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4 gccgctgccactgctgctg 0.574 rs67610340

- 1 1343 _5'Flank|uc010oop NM_002228 NP_002219 P05412 JUN_HUMAN 0 GTTCTTGGGGCAC 0.672

+ 15 1294 SGIP1_uc001dct.2_ NM_032291 NP_115667 Q9BQI5 SGIP1_HUMAN Pro-rich. 3 ACAGGCCCCCCA 0.572

- 1 145 way.2_5'Flank|MIE NM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2 CACCCCTTTTTTT 0.622

- 5 924_925 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 CCTGCTGTTTTTTT 0.327

- 3 606 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN LRRCT. 2 ATATCCTTTTTTAA 0.378

+ 23 2276_22781dge.1_In_Frame_ NM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10 CTCACCTTCTTCT 0.473

+ 2 248_249 osw.1_Frame_Shift NM_003503 NP_003494 O00311 CDC7_HUMAN 5 GCTCTTTAAAAAAA 0.406

+ 14 1823 1dqw.3_Frame_Sh NM_001114106 NP_001107578 Q8N4M1 CTL3_HUMAN ical; (Potential). 1 GGTAGCTTTTTTT 0.423

+ 5 1085 1dur.2_Frame_Shi NM_020978 NP_066188 P19961 AMY2B_HUMAN 0 AAATGTAAAACTG 0.393

+ 1 654_656 .2_Intron|WNT2B_ NM_024494 NP_078613 Q93097 WNT2B_HUMAN 5 TGCTCCTGCTGCT 0.744

- 5 473 NM_005725 NP_005716 O60636 TSN2_HUMAN cellular (Potential). 0 ATTGCCTTTTCCC 0.418

+ 1 33 el_p.F4fs|PSMB4_ NM_002796 NP_002787 P28070 PSB4_HUMAN 2 GAAGCGTTTTTGG 0.547

+ 2 73_75 NM_173080 NP_775103 Q96PI1 SPRR4_HUMAN Gln-rich. 0 TCTTCCcagcagca 0.433

- 2 140_142 NM_001014291 NP_001014313 Q9BYE4 SPR2G_HUMAN 0 TTGCACTGCTGCT 0.552

- 3 201 NM_002964 NP_002955 P05109 S10A8_HUMAN EF-hand 2. 0 GCACCCTTTTTCT 0.507

- 1 422_424 ox.1_In_Frame_De NM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 gctgctgttgctgctgctg 0.236

- 8 668 GPATCH4_uc001fp NM_015590 NP_056405 Q5T3I0 GPTC4_HUMAN Potential. 1 TTTTTCTTTTTTTT 0.537

- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6 GGTGTGGGGGG 0.597

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

- 6 1020_10219A11_uc010pmq.1_ NM_178527 NP_848622 Q5TAH2 S9A11_HUMAN 2 AATTTCCAAAAAA 0.282

+ 17 2127 gps.2_Frame_Shift_ NM_001357 NP_001348 Q08211 DHX9_HUMAN case C-terminal. 2 TGTTGGTTTTTTT 0.378

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 gaggaagaggaggag 0.33

+ 5 642_643 H11A_uc001haf.2_F NM_014827 NP_055642 O75152 ZC11A_HUMAN C3H1-type 1. 2 ACTGCTATTTTTT 0.371

- 4 1497 C2B_uc001hax.1_ NM_002646 NP_002637 O00750 P3C2B_HUMAN 7 TGTGGCAAAATGC 0.512

+ 5 701 z.2_RNA|CR1L_uc NM_175710 NP_783641 Q2VPA4 CR1L_HUMAN Sushi 3. 0 AGAGGGAAAAAG 0.507

+ 2 420 _Shift_Del_p.S42fs NM_016121 NP_057205 Q9Y597 KCTD3_HUMAN BTB. 3 AGATTCTTTTTTT 0.229

- 6 886 _Shift_Del_p.K69fs NM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3 TCTCACTTTTTTT 0.368

+ 27 7308 CN_uc001hsp.1_F NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 AGGCTGGGGGG 0.662

+ 3 1325 NM_021205 NP_067028 Q7L0Q8 RHOU_HUMAN 0 AGAAGTCTAAAAG 0.458

+ 15 3795 orf18_uc001iik.2_In NM_017782 NP_060252 Q5VWN6 CJ018_HUMAN 2 CCTTTGAAAAAAA 0.413

+ 21 2931 NM_002216 NP_002207 P19823 ITIH2_HUMAN 3 CAGTGGAAAAGG 0.438

- 14 1771 BL_uc001iqk.2_Int NM_006393 NP_006384 O76041 NEBL_HUMAN Nebulin 12. 2 CTTTCCCTTTAATT 0.453



- 17 1780 _p.N459fs|MPP7_u NM_173496 NP_775767 Q5T2T1 MPP7_HUMAN nylate kinase-like. 1 ACTTTGTTTTTAG 0.363

- 15 1912 _p.K570fs|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1 GTGAACTTTTTTT 0.463

- 12 1806_1808 jh.2_In_Frame_De NM_138932 NP_620310 Q9NQ94 A1CF_HUMAN 1 Aagcagtagcagcagc 0.433

+ 10 3102 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 CAGGGAAAAAGG 0.607

+ 10 1226_1228 p.Q98del|ZMIZ1_u NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 CGGGGCAGCAGC 0.65

+ 22 3201 _p.P753fs|ZMIZ1_ NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN Pro-rich. 4 CGCCTCCCCCAG 0.652

+ 10 1630 STAMBPL1_uc001 NM_020799 NP_065850 Q96FJ0 STALP_HUMAN 1 GCTTGTAAAAAAA 0.423

+ 4 743 c010qnb.1_Intron|F NM_000043 NP_000034 P25445 TNR6_HUMAN .|Extracellular (Potential). 2 CCAAACTTTTTTT 0.368

+ 11 1237 HECTD2_uc001kh NM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1 AGCTGCAAAAAAA 0.318

+ 9 6800 c001lfz.2_Frame_S NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CAGAGACCCCCC 0.522

+ 16 1588_1589BT1_uc009xzz.1_F NM_007329 NP_015568 Q9UGM3 DMBT1_HUMAN SRCR 4. 7 GCCCTGAGGCTG 0.535

+ 48 4948 p.R1649fs|DOCK1_ NM_001380 NP_001371 Q14185 DOCK1_HUMAN 9 CAGCCGCCCCCG 0.587

+ 6 663_665 me_Del_p.E180de NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Poly-Glu. 0 GAGCGAGGAGGA 0.616

+ 1 483 _uc001mam.1_Int NM_001004750 NP_001004750 Q9H340 O51B6_HUMAN cellular (Potential). 2 TCGCCTACACTGG 0.478

- 9 829_831 MA1_uc010rcp.1_R NM_002786 NP_002777 P25786 PSA1_HUMAN 2 AGACACATCATCA 0.36

- 3 345 0rew.1_Frame_Shi NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2 AAGGTACCCCCCC 0.517

- 8 778 NM_004308 NP_004299 Q07960 RHG01_HUMAN SH3-binding. 1 GGGCAGGGGGG 0.642

- 15 2895_2897229PP>P|FNBP4_u NM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN Pro-rich. 1 ggtggtggaggaggag 0.32

- 13 2405 BP4_uc001ngj.2_Fr NM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN 1 GGGCAGGGGGC 0.428

+ 2 222_224 01nkr.1_In_Frame_ NM_000062 NP_000053 P05155 IC1_HUMAN 1 CCCTCCTGCTGCT 0.709

- 8 877 1_Frame_Shift_De NM_015853 NP_056937 Q04323 UBXN1_HUMAN eraction with BRCA1. 0 GTTCCTCCCCACG 0.637 rs111325595

- 12 1894_1896 del|SF1_uc001obc NM_004630 NP_004621 Q15637 SF01_HUMAN Pro-rich. 3 CGGAGGCTGCTG 0.66

+ 10 3373 01oep.1_Frame_Sh NM_001099409 NP_001092879 Q8N3D4 EH1L1_HUMAN 1 TGCCCTGGTCAGC 0.602

+ 4 382 SNX32_uc010rop.1 NM_152760 NP_689973 Q86XE0 SNX32_HUMAN PX. 0 GCAGATCCCCCCA 0.612

- 15 4531 NUMA1_uc001orn.2 NM_006185 NP_006176 Q14980 NUMA1_HUMAN Potential. 8 ACCCAGCCCCCG 0.622

+ 7 1097 oxb.2_Frame_Shift NM_032564 NP_115953 Q96PD7 DGAT2_HUMAN lasmic (Potential). 0 TCCTTTGGAGAGA 0.527

- 6 1081_1083me_Del_p.D183del NM_002576 NP_002567 Q13153 PAK1_HUMAN ction with CRIPAK. 4 GGGGTAGcatcatca 0.429

+ 10 2065_2067 0rsp.1_In_Frame_ NM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3 GCTGTCGCCGCCG 0.665

+ 9 4910_4912 NM_001008781 NP_001008781 Q8TDW7 FAT3_HUMAN .|Extracellular (Potential). 5 GACATGACGACGA 0.463

+ 10 1135 _p.H268fs|C11orf54 NM_014039 NP_054758 Q9H0W9 CK054_HUMAN 0 ACACTCATTTTTTT 0.378

- 20 2272_2274 .D667del|MRE11A NM_005591 NP_005582 P49959 MRE11_HUMAN 5 AAAGGATCATCAT 0.325

+ 1 184 NM_003658 NP_003649 Q9UMQ3 BARX2_HUMAN 0 CCCTCTACTCCGT 0.577

- 27 3275 NM_004963 NP_004954 P25092 GUC2C_HUMAN lasmic (Potential). 6 TCTGGGTTTTTGG 0.428

- 17 2565 _p.N609fs|NELL2_u NM_001145108 NP_001138580 Q99435 NELL2_HUMAN VWFC 3. 4 CTGTCATTTTCCA 0.323

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

- 11 3063_3064 p.E611fs|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0 CTCCTTTCTCTCT 0.446

+ 2 157 40B_uc001ruq.1_F NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5 AGCTATCCCCCCC 0.607

+ 1 298 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=3; (Potential). 3 TCAGCTATTTTTTT 0.438

+ 30 3307 sjr.2_Frame_Shift_ NM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN 5 ACCTTTCCCAGGG 0.458

+ 23 2669 srr.1_Frame_Shift_ NM_004984 NP_004975 Q12840 KIF5A_HUMAN 3 GACAGTGGGGGG 0.502

- 3 695_696 rame_Shift_Ins_p. NM_001478 NP_001469 Q00973 B4GN1_HUMANmenal (Potential). 0 GGGAGGCCCCCC 0.589

- 9 979_980 .2_5'Flank|CEP290 NM_025114 NP_079390 O15078 CE290_HUMAN Potential. 7 CTCATAGTTTTTTT 0.317

+ 5 577_578 0sye.1_Frame_Sh NM_152591 NP_689804 Q8NA47 CCD63_HUMAN Potential. 8 AGATGGAAAAAA 0.416

- 64 11032_11034 NM_001109662 NP_001103132 2 GGGCACAGCAGCA 0.64

- 10 1574 NM_173598 NP_775869 Q6VAB6 KSR2_HUMAN Pro-rich. 15 AGGGAGGGGGG 0.632

+ 5 848_850 NM_014730 NP_055545 Q14165 MLEC_HUMAN .|Lumenal (Potential). 1 gaagaggaagaagaa 0.404

+ 7 941 SF3_uc001uqw.2_I NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1 ACTAGGTGTGTG 0.475



+ 10 1588 uqw.2_Frame_Shif NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN WH2. 1 CAACTGAAAAAGG 0.507

+ 9 2007 _p.K603fs|CKAP2_ NM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2 AGTGTGAAAAAAA 0.318

- 5 1255 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN 0 TCATATAAAAAAA 0.418

- 38 5521 0aev.2_Frame_Shif NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 AACTGTGGTCATT 0.443

+ 2 950_951 TRK5_uc010tic.1_In NM_015567 NP_056382 O94991 SLIK5_HUMAN Extracellular (Potential). 5 AGCTGATCTCTCTA 0.525

+ 5 928 C2_uc001vod.2_F NM_001144072 NP_001137544 Q8NBM4 UBAC2_HUMANcellular (Potential). 1 AAGAGTCCAAGTG 0.358

- 2 2808_28106PP>P|SALL2_uc0 NM_005407 NP_005398 Q9Y467 SALL2_HUMAN Poly-Pro. 3 TGTCAGGTGGTGG 0.571 rs113881459

- 13 1508 _p.Q403fs|RBM23_ NM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1 GGTCTGGGGGG 0.507

+ 12 1197 E6_uc001wlm.2_F NM_006032 NP_006023 O95741 CPNE6_HUMAN VWFA. 3 TCGAATCCCCCC 0.602

- 5 904 _Shift_Del_p.A188f NM_001099274 NP_001092744 Q9BSI4 TINF2_HUMAN 0 CCAGGCAAGAGA 0.517

- 4 510_511 1xae.2_Frame_Sh NM_006832 NP_006823 Q96AC1 FERM2_HUMAN 0 CTTCTTCTTTTTTT 0.381

- 18 1872 0apo.2_Frame_Sh NM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4 TAGCTCAAAAAAA 0.289

+ 4 1996 _p.Q522fs|ZBTB1_ NM_001123329 NP_001116801 Q9Y2K1 ZBTB1_HUMAN 1 GTATCCAAAAAAA 0.378

+ 2 1168 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 CCACCGGGGGG 0.642

- 16 2283 GALC_uc010tvy.1_ NM_000153 NP_000144 P54803 GALC_HUMAN 0 ATACCATTTTTTT 0.308

- 10 982_984 .Q250del|ATXN3_u NM_004993 NP_004984 P54252 ATX3_HUMAN Poly-Gln. 0 GGTCCCCctgctgctg 0.325 474612;rs147904130

+ 7 2314_2316p.T650del|RIN3_uc NM_024832 NP_079108 Q8TB24 RIN3_HUMAN h RAB5B.|Poly-Thr.|VPS9. 3 CCTGGCCACCACC 0.567

+ 6 1030 m.2_RNA|CHGA_u NM_001275 NP_001266 P10645 CMGA_HUMAN 2 ACCCCCACCCGAG 0.517

- 7 2023 wo.1_Frame_Shift_ NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 CCAGCATTTTTTT 0.383

- 24 4984 p.K1591fs|DICER1_ NM_030621 NP_085124 Q9UPY3 DICER_HUMAN 5 AGGGCCTTTTCCC 0.522

+ 31 6475_6476 NM_001376 NP_001367 Q14204 DYHC1_HUMAN 10 TGTGAAGAGAGA 0.46

+ 5 799_800 uc001ymt.2_Frame NM_001969 NP_001960 P55010 IF5_HUMAN 3 GGATTCATTAAAA 0.406

- 5 903_905 AKT1_uc001ypm.2_ NM_005163 NP_005154 P31749 AKT1_HUMAN 134 TCCATCTCCTCCT 0.631

- 8 1515_1517 NM_024490 NP_077816 O60312 AT10A_HUMANCytoplasmic (Potential). 5 CACCACCTCCTCC 0.695

- 14 1621 MTMR10_uc001zf NM_017762 NP_060232 Q9NXD2 MTMRA_HUMAN ularin phosphatase. 1 TGGTGAGGGGAG 0.473

- 1 420 uc001zib.2_Frame NM_133647 NP_598408 Q9UHW9 S12A6_HUMAN lasmic (Potential). 7 CATCCTGGGGGTG 0.498

+ 10 2201 PAK6_uc010bbn.2_ NM_001128628 NP_001122100 Q9NQU5 PAK6_HUMAN Protein kinase. 8 GTCTCTGGGCATC 0.602

- 12 2445_2446_p.P771fs|TP53BP NM_005657 NP_005648 Q12888 TP53B_HUMAN 7 ACTCTGGGAGAT 0.45

+ 8 1883 p.K109fs|TRIM69_ NM_182985 NP_892030 Q86WT6 TRI69_HUMAN B30.2/SPRY. 0 GACCCTAAAACAG 0.448

+ 18 2010_2011 NM_004212 NP_004203 O43868 S28A2_HUMAN 4 ACTGCTGTGGAT 0.421

- 2 1306 NM_004498 NP_004489 Q9UBC0 HNF6_HUMAN Homeobox. 0 ACATCTGTGAAGA 0.448

- 11 1368_1369 384fs|ZNF280D_u NM_017661 NP_060131 Q6N043 Z280D_HUMAN 3 AATTCATGGGGC 0.381

- 3 347_349 PC5_uc002apt.1_5 NM_006049 NP_006040 O75971 SNPC5_HUMAN Poly-Glu. 0 tcttcctcttcctcctcctcc 0.384

+ 2 929_931 q.1_Intron|NOX5_u NM_145658 NP_663633 Q6UW49 SPESP_HUMAN Poly-Ala. 0 GCTCTAGCAGCAG 0.384

+ 24 2916 NM_003870 NP_003861 P46940 IQGA1_HUMAN 8 CTTACCAAAAAAA 0.363

+ 7 1780_1782 .D191del|BLM_uc0 NM_000057 NP_000048 P54132 BLM_HUMAN Poly-Asp. 6 GACTTTGATGATG 0.374

- 9 996_998 p.E123del|VPS33B_ NM_018668 NP_061138 Q9H267 VP33B_HUMAN 2 CGCCATCCTCCTC 0.522 rs147271815

+ 1 40_42 D1_uc010brm.1_5' NM_012217 NP_036349 Q9BZJ3 TRYD_HUMAN 0 TGAGCCTGCTGCT 0.685

- 7 1227 0bsl.1_Frame_Shift NM_001089 NP_001080 Q99758 ABCA3_HUMAN 16 TTCAGGAAAAAGG 0.493

- 1 929_930 ur.2_3'UTR|TIGD7_ NM_033208 NP_149985 Q6NT04 TIGD7_HUMAN y similarity).|HTH psq-type. 0 CTTCTTATTTTTTT 0.361

+ 3 184_186 rf62_uc010vas.1_5 NM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. 1 CCACGTCCTCCTC 0.562

+ 22 3160 hift_Del_p.G998fs NM_007245 NP_009176 Q8WWM7 ATX2L_HUMAN 2 AGTCATGGGGGG 0.682

+ 16 2756 me_Shift_Del_p.F64 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMANcase ATP-binding. 4 ATGCACTTTTTGA 0.512

+ 10 1333_1334 p.C352fs|RSPRY1 NM_133368 NP_588609 Q96DX4 RSPRY_HUMANB30.2/SPRY. 1 GCGTTGCACCTT 0.485

- 13 1866 _p.P392fs|FHOD1_ NM_013241 NP_037373 Q9Y613 FHOD1_HUMAN H1.|Poly-Prop.P585fs*43(1) 3 GGGGAGGGGGG 0.622

- 3 888_890 vjt.1_In_Frame_De NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 GTCCTGCAGCAGC 0.65

+ 16 2002_2004me_Del_p.S549del NM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4 CTCTCCcagcagca 0.453



+ 10 2333 vli.1_Frame_Shift_ NM_001793 NP_001784 P22223 CADH3_HUMAN r (Potential). p.?(1) 5 GAGGCCAAAAACC 0.522

+ 3 992_994 NM_018975 NP_061848 Q9NYB0 TE2IP_HUMAN /Glu-rich (acidic). 1 Tgaggaggaagaagaa 0.369 rs140846731

+ 5 718 _p.L86fs|CNTNAP NM_033401 NP_207837 Q9C0A0 CNTP4_HUMANr (Potential).|F5/8 type C. 2 CCTCCTGATGTTC 0.493

- 6 1365 NM_020310 NP_064706 Q99583 MNT_HUMAN 1 gtggtgctggggggtgg 0.353

- 3 1104_11052gat.2_Frame_Shif NM_014519 NP_055334 Q9UNY5 ZN232_HUMAN SCAN box. 2 CTCTTAGGGTGA 0.55

- 1 143_145 HX33_uc010clf.2_ NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2 TCCGGCCTCCTCC 0.724

+ 4 597 0clt.1_Frame_Shift_ NM_181844 NP_862827 Q8N143 BCL6B_HUMAN Pro-rich. 1 TCAAGGCCCCCC 0.617

- 7 934 ggo.1_Frame_Shif NM_020360 NP_065093 Q9NRY6 PLS3_HUMAN asmic (By similarity). 0 ACCAGGCCCCCC 0.612

- 16 2205_2207PER1_uc010vur.1_ NM_002616 NP_002607 O15534 PER1_HUMAN  binding domain (By similar 9 GGTATAGGAGGAG 0.586

+ 9 1165_1167 .2_3'UTR|NDEL1_ NM_030808 NP_110435 Q9GZM8 NDEL1_HUMAN |Interaction with NEFL (By s 0 CCCCGCTCCTCCT 0.576

+ 4 797_798 ame_Shift_Del_p.L NM_153210 NP_694942 Q70EL4 UBP43_HUMAN 5 TTTCCTGTGTGT 0.515

+ 5 454 0crt.2_Frame_Shif NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3 CGTGTCAAAAAAA 0.483

+ 12 1137 HOT1_uc002hgx.2 NM_018307 NP_060777 Q8IXI2 MIRO1_HUMAN intermembrane (Potential). 4 ACTACTGAATTAA 0.239

+ 1 158_160 ame_Del_p.K7del|Z NM_003457 NP_003448 O43670 ZN207_HUMAN 0 GTCGCAAGAAGAA 0.542

- 3 300 2hks.1_Frame_Shif NM_145898 NP_665905 P55773 CCL23_HUMAN 0 AGCACTCGCTGTT 0.532

+ 7 712 |STARD3_uc010we NM_006804 NP_006795 Q14849 STAR3_HUMANCytoplasmic (Potential). 0 ACCCCTGCTGTTC 0.627

+ 10 1737_17380cyb.1_Frame_Shif NM_003152 NP_003143 P42229 STA5A_HUMAN 1 ATGAATCCCCCC 0.564 rs146398782

- 22 3004_30052iff.1_Frame_Shift_ NM_005474 NP_005465 Q9UQL6 HDAC5_HUMANone deacetylase. 1 TCCAATGGGGGG 0.609

+ 4 641_642 C103_uc002ihp.1_5 NM_213607 NP_998772 Q8IW40 CC103_HUMAN 1 CGGGCAGAGAGA 0.644

- 8 1173 NM_032043 NP_114432 Q9BX63 FANCJ_HUMANcase ATP-binding. 1 TTTCTTCCCCAGG 0.388

+ 6 911 .2_RNA|DCAF7_u NM_005828 NP_005819 P61962 DCAF7_HUMAN 1 AACAAGCAGGAC 0.562

- 11 1158_1160a.2_In_Frame_Del_ NM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1 tcctcctcttcctcctcctc 0.463

+ 14 2846_28473'UTR|FAM104A_u NM_018714 NP_061184 Q8WTW3 COG1_HUMAN 1 GGTTGTCCCCCC 0.584

+ 7 895_897 02jyd.1_In_Frame_ NM_173626 NP_775897 Q86WA9 S2611_HUMAN ical; (Potential). 0 CTGCATGCTGCTG 0.675

- 7 1099_11002koq.2_Frame_Shif NM_022068 NP_071351 Q9H5I5 PIEZ2_HUMAN ical; (Potential). 1 CAGCTGGACAGG 0.53

- 4 1755_1756CO1_uc002kti.1_R NM_052911 NP_443143 Q5FWF5 ESCO1_HUMAN 0 GAGTGTTGTGTTA 0.436 rs151000067

+ 2 125 1_5'Flank|HAUS1_ NM_138443 NP_612452 Q96CS2 HAUS1_HUMAN 1 GTGGTTAAAAAAA 0.393

- 1 700 hift_Del_p.P157fs|S NM_003927 NP_003918 Q9UBB5 MBD2_HUMAN MBD. 0 CATCCGGGGGGG 0.687

+ 8 995 WDR7_uc002lgl.1_ NM_015285 NP_056100 Q9Y4E6 WDR7_HUMAN 3 GGACCGGGGGG 0.418

- 2 2579 NM_032160 NP_115536 Q8IZU8 DSEL_HUMAN 6 GCTCGTCCCCCCA 0.458

- 7 1036_1038p.K72del|GTF2F1_ NM_002096 NP_002087 P35269 T2FA_HUMAN 0 GAACCCTTCTTCT 0.611

- 6 1269_1270xmk.1_Frame_Shif NM_030824 NP_110451 Q9H7R0 ZN442_HUMAN C2H2-type 2. 4 TAGGCCAAAAAAA 0.401

+ 16 3826 p.V1000fs|NWD1_uc002nev.3_Frame_Shift_Del_p.V929 Q149M9 NWD1_HUMAN WD 8. 7 CGGCTGTTTTTGG 0.552

- 2 134 Splice_Site|ZNF43 NM_003423 NP_003414 P17038 ZNF43_HUMAN 2 GTCCCTAAAAAA 0.386

+ 11 1438_1440 NM_173479 NP_775750 Q6ZMY6 WDR88_HUMAN Poly-Ser. 3 CATCGTCATCATC 0.527

+ 2 252_254 0eea.2_In_Frame_ NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=2; (Potential). 1 TCCTCCTGCTGCT 0.645

- 18 2238_22404_5YE>*|CAPN12_ NM_144691 NP_653292 Q6ZSI9 CAN12_HUMAN |Domain IV.|Potential. 2 TCAGCTCGTAGGA 0.581 rs150655757

- 8 1256 1_5'Flank|CAPN12 NM_144691 NP_653292 Q6ZSI9 CAN12_HUMANalpain catalytic. 2 TCCTCCTTTTTCA 0.652

- 7 695 A|MED29_uc010xu NM_019088 NP_061961 Q8N7H5 PAF1_HUMAN 1 TCTGGCTATCCCT 0.502

+ 8 1917 _p.S598fs|CEACAM NM_004363 NP_004354 P06731 CEAM5_HUMAN Ig-like 7. 2 TCATTTCCCCCCC 0.547

+ 3 1121_1123 002pbp.2_5'Flank| NM_012099 NP_036231 O15446 RPA34_HUMAN Poly-Lys. 4 GTGCGGAAGAAGA 0.581

+ 9 1037_10390ekw.2_RNA|SAE1 NM_016402 NP_057486 Q9UBE0 SAE1_HUMAN 1 AACAACTTCTTCT 0.493

- 9 974_975 pni.2_Frame_Shift_ NM_003598 NP_003589 Q15562 TEAD2_HUMAN nal activation (Potential). 3 AGGCATGGGGGG 0.564

- 11 1285_1287ppt.1_RNA|FUZ_uc NM_025129 NP_079405 Q9BT04 FUZZY_HUMAN Leu-rich. 0 GGAGACAGCAGCA 0.635

+ 4 817 UP62_uc002pqz.2_ NM_012068 NP_036200 Q9Y2D1 ATF5_HUMAN 2 CCCTTACCCCCCG 0.567

- 5 1658 2_5'Flank|ZNF577 NM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3 GATTTTCCACCTT 0.403 rs61731262

- 3 429 NM_024316 NP_077292 Q96BZ8 LENG1_HUMAN 1 GGGGGGCCCCCT 0.642



+ 1 728_730 NM_003108 NP_003099 P35716 SOX11_HUMAN Poly-Asp. 3 GATGAGgacgacga 0.606

+ 14 2400_24012rbo.1_Frame_Shif NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 TGCATTCCCCCC 0.52

+ 18 3087 Shift_Del_p.L563fs NM_014668 NP_055483 Q4ZG55 GREB1_HUMAN 1 GACGCTGGAGATC 0.657

- 11 1472_1474 1_In_Frame_Del_ NM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1 CTCCAGCTGCTGC 0.424

- 32 4055_4057 .K543del|OTOF_u NM_194248 NP_919224 Q9HC10 OTOF_HUMAN ic (Potential).|Poly-Lys. 7 GCAGTGCCcttcttct 0.507

- 3 1787_1788.I291fs|RTN4_uc00 NM_020532 NP_065393 Q9NQC3 RTN4_HUMAN lasmic (Potential). 3 TCTTCTATTTTTTT 0.381

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409

+ 8 2887 NM_000189 NP_000180 P52789 HXK2_HUMAN Regulatory. 2 CTCTTTGGGGGGA 0.547

- 13 1977 _p.K440fs|GGCX_u NM_000821 NP_000812 P38435 VKGC_HUMANmenal (Potential). 1 TCCACCTTTTCCT 0.438

+ 5 1704_1705 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMAN cellular (Potential). 3 CCCCTTCTCCATC 0.441

+ 8 824 NM_182640 NP_872578 P82933 RT09_HUMAN 0 TGAATCAAAAAAA 0.403

+ 3 766 T1C4_uc010ywr.1_ NM_006588 NP_006579 O75897 ST1C4_HUMAN 0 CTGTAAGGTAAAA 0.378

+ 6 2252_2253ted.2_Frame_Shift_ NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 GTTCAGAAAAAA 0.307

+ 14 3080 0fkp.2_Frame_Shift NM_019014 NP_061887 Q9H9Y6 RPA2_HUMAN 1 AACACCGGGGAA 0.338

- 12 2147 9A_uc002uds.1_Fr NM_002977 NP_002968 Q15858 SCN9A_HUMAN 13 TTGGCTGATGTTA 0.557

- 65 12348 NM_004525 NP_004516 P98164 LRP2_HUMAN ng (Potential).|Extracellular 29 ACATCGTTTTCCA 0.438

+ 5 719_721 0zej.1_In_Frame_D NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1 CCATGGAGGAGG 0.537

- 277 79729 197fs|TTN_uc010z NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGTTTTCCAGAGA 0.393

- 15 1903 _Shift_Del_p.I1816 NM_152525 NP_689738 Q53TS8 AL2SA_HUMAN 3 CTTTTAATTTTTTTT 0.323

+ 16 1908 _p.L519fs|ATIC_uc0 NM_004044 NP_004035 P31939 PUR9_HUMAN 29 CGAACTGGGAAT 0.498

+ 1 94_96 PI_uc002vsu.3_5'U NM_001631 NP_001622 P09923 PPBI_HUMAN 1 CTGGGTGCTGCT 0.66

+ 2 97 NM_054112 NP_473453 Q96PH6 DB118_HUMAN 4 GTGGTGAAAAAAA 0.398

+ 2 265 NFS1_uc010zvl.1_5 NM_080748 NP_542786 P60602 ROMO1_HUMAN ical; (Potential). 0 GGCACCTTTTCCT 0.657

+ 5 768_769 _p.S71fs|SFRS6_u NM_006275 NP_006266 Q13247 SRSF6_HUMAN r-rich (RS domain). 0 CTCGATCTAGAAG 0.421

+ 6 686 0zyk.1_Frame_Sh NM_015266 NP_056081 Q9Y2E8 SL9A8_HUMAN ical; (Potential). 1 TTGCTGTTTTTGG 0.383

- 2 597 Shift_Del_p.Q166fs NM_020436 NP_065169 Q9UJQ4 SALL4_HUMAN 2 GTCCTGGGGGGT 0.577

- 32 3210_3211 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 TTTATAGTTTTTTT 0.327

+ 3 617_619 me_Del_p.A96del| NM_016434 NP_057518 Q9NZ71 RTEL1_HUMANcase ATP-binding. 0 GCAACGCTGCTG 0.645

- 5 1145 e_Shift_Del_p.I278f NM_152505 NP_689718 O95447 LCA5L_HUMAN 0 ACCTGTATTTTTTT 0.383

- 3 2043 me_Shift_Del_p.S6 NM_001098402 NP_001091872 Q9ULJ3 ZN295_HUMAN 3 GCATGTGAACTAG 0.443

+ 11 1360 1aex.1_Frame_Shi NM_004571 NP_004562 P55347 PKNX1_HUMAN 2 CGGGGCCACCC 0.622

+ 6 711_713 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagctccagcagcagc 0.187

+ 8 1169_1171p.Q341del|MED15_ NM_001003891 NP_001003891 Q96RN5 MED15_HUMANo-rich.|Poly-Gln. 1 CAGGTGCAGCAG 0.616

+ 4 415_417 B36_uc010gtw.1_In NM_004914 NP_004905 O95755 RAB36_HUMAN 2 TCCAAGGTGGTGG 0.586

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5 GTGGTCTGCTGC 0.596 rs141985009

+ 6 1651_1652 0gxz.1_Frame_Sh NM_019008 NP_061881 Q9NQG6 SMC7L_HUMAN 1 AGCCAGCTAACCA 0.604

- 5 623 p.P162fs|NAGA_u NM_000262 NP_000253 P17050 NAGAB_HUMAN 1 CTCCTCGGGGGT 0.642

+ 29 2853_2854CD2_uc003buy.1_ NM_033084 NP_149075 Q9BXW9 FACD2_HUMAN p.R926fs*6(2) 4 TTTTTCCGAGAG 0.396

- 11 1376 11axh.1_Frame_Sh NM_016141 NP_057225 Q9Y6G9 DC1L1_HUMAN 1 GATCAATTTTTTT 0.398

+ 9 1492 Shift_Del_p.G491f NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 CTCATTGGGGGAG 0.473

+ 13 3220_3222 |NKTR_uc003clq.1 NM_005385 NP_005376 P30414 NKTR_HUMAN 3 TGAAGAGGAGGA 0.355

- 6 513_515 x.2_In_Frame_Del_ NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3 GACCAAGCAGCAG 0.621

+ 6 1945 68_splice|ZNF167_ NM_018651 NP_061121 Q9P0L1 ZN167_HUMAN 2 CACTGGTAAGAAA 0.448

- 7 719 03dap.2_Frame_Sh NM_006030 NP_006021 Q9NY47 CA2D2_HUMANcellular (Potential). 1 CTCTGTCCAGTTG 0.612

- 1 499 _5'Flank|NT5DC2_ NM_022908 NP_075059 Q9H857 NT5D2_HUMAN 0 TGCTGTGGTCTTT 0.592

+ 21 3869 OBO2_uc011bgk.1 NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 CTACCTCCCCCCC 0.433

- 5 499 DPPA4_uc011bhp.1 NM_018189 NP_060659 Q7L190 DPPA4_HUMAN 1 CCTTTAATTTTTTT 0.413



- 7 850 03eal.2_Frame_Sh NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 CAATAATTTTTTTT 0.373

+ 1 197 UTR|HSPBAP1_uc NM_032839 NP_116228 Q96SL1 DIRC2_HUMAN 0 GGGCTCGGGCCT 0.577

+ 2 200_201 2_Intron|ABTB1_uc NM_172027 NP_742024 Q969K4 ABTB1_HUMAN ANK 2. 0 ACAGCACCCCCT 0.624

+ 3 470 NEK11_uc011blk.1 NM_024800 NP_079076 Q8NG66 NEK11_HUMANProtein kinase. 6 TTCAGACAAGAAA 0.403

+ 4 288 c011bnv.1_Frame_ NM_032025 NP_114414 Q9BY44 EIF2A_HUMAN 0 TCCTGGCAACGTG 0.398

+ 22 2900 bqm.1_Frame_Shi NM_014616 NP_055431 Q9Y2G3 AT11B_HUMAN ical; (Potential). 3 TACAGTATTTTTTT 0.269

+ 10 1570_1572 3fns.2_In_Frame_ NM_198241 NP_937884 Q04637 IF4G1_HUMAN Poly-Glu. 7 GAAATGgaagaaga 0.443

- 7 1021_1023RA2B_uc010hym.2 NM_004593 NP_004584 P62995 TRA2B_HUMANr-rich (RS2 domain). 2 GCTCTCCAtcctcctc 0.32

+ 3 644 gtg.2_Frame_Shift_ NM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2 ACCGATAAAAAAA 0.617

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CAGGTCAAAAAAA 0.294

+ 4 418 NM_005212 NP_005203 P07498 CASK_HUMAN 4 GCCATCCCCCCA 0.488

- 3 416_418 .1_5'UTR|NUP54_ NM_017426 NP_059122 Q7Z3B4 NUP54_HUMAN ch.|9 X 2 AA repeats of F-G 2 TAGTTTGCTGCTG 0.394

+ 8 1473_1475 .Q217del|PRDM8_ NM_020226 NP_064611 Q9NQV8 PRDM8_HUMANy-rich.|Poly-Gln. 1 aaagaccagcagcagc 0.384

- 11 1436_1438 hnj.2_In_Frame_D NM_001077207 NP_001070675 O94979 SC31A_HUMAN ction with SEC13. 8 CATGGTGCTGCTG 0.448 843621;rs140634448

+ 8 1279 ike.1_Frame_Shift NM_001263 NP_001254 Q92903 CDS1_HUMAN 4 TTTGGATTTTTTT 0.308

- 9 2145_2146 3hqs.3_Frame_Sh NM_001128310 NP_001121782 Q14515 SPRL1_HUMAN 1 TCCGTAGAGGAA 0.401

- 1 538_540 RC3_uc011cdn.1_In NM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 tactcctcttcctcctcctc 0.369

+ 8 1187_1189_p.P363del|NPNT_ NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1 CTACTCCACCACC 0.522

+ 4 1196_1198p.E415del|SEC24B NM_006323 NP_006314 O95487 SC24B_HUMAN Poly-Glu. 3 Tgaggaagaggaggag 0.369

+ 39 6607 p.G123fs|KIAA1109 NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 GACAATGGGGGTG 0.438

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 GCTggtggtggcggcg 0.386 907220;rs72269802

- 5 1095 p.F207fs|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 AAAGTTAAAAAAG 0.408

+ 5 1107 NM_001873 NP_001864 P16870 CBPE_HUMAN 3 ACGCCATTTTCCA 0.483

- 7 919 AH5_uc003jfe.1_R NM_001369 NP_001360 Q8TE73 DYH5_HUMAN .|Stem (By similarity). 31 AGAGTCTTTTTTT 0.517

+ 2 689_690 jhm.2_Frame_Shif NM_178140 NP_835260 O15018 PDZD2_HUMAN PDZ 1. 9 AGCGCAGGGGGG 0.574

+ 46 8393_8395 E2636del|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 CTGATGAAGAAGA 0.379

- 3 564 MB_uc011cpy.1_Fra NM_198449 NP_940851 Q6PCB8 EMB_HUMAN Potential).|Ig-like V-type 1. 0 ACCATCTTTTTTC 0.358

- 12 2426 03jtq.2_RNA|ADAM NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Disintegrin. 0 CCTTTTTCAATATT 0.418

+ 8 1149 NM_003248 NP_003239 P35443 TSP4_HUMAN 0 GTGGTGCCCCCG 0.562

+ 7 2288 au.2_Frame_Shift_ NM_004385 NP_004376 P13611 CSPG2_HUMAN minoglycan attachment dom 16 TACACCTTTTCCA 0.368

+ 13 1510_1512p.E383del|PAM_uc NM_000919 NP_000910 P19021 AMD_HUMAN nooxygenase (By similarity) 0 AAACGAGAAGAAG 0.325

+ 2 237_240 _p.K19fs|AP3S1_u NM_001284 NP_001275 Q92572 AP3S1_HUMAN 0 TATCTAAGAGAGA 0.304 rs80118146

- 1 991_993 Frame_Del_p.E29 NM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6 TGGCTCTCCTCCT 0.522

+ 10 2028_2030LMNB1_uc011cxb.1 NM_005573 NP_005564 P20700 LMNB1_HUMAN d be involved in chromatin b 2 AGAAGAGGAGGA 0.325

+ 17 3181 kxh.2_Frame_Shift NM_005732 NP_005723 Q92878 RAD50_HUMAN Potential. 4 ATCAACAAAAAAA 0.269

- 4 248 NM_000590 NP_000581 P15248 IL9_HUMAN 0 CATGGTGGTATTG 0.388

+ 18 3428 03lft.1_Frame_Shi NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN 6 CATGTTGGAGTTG 0.368

+ 1 2394_2395uc003lhc.1_Frame_ NM_018905 NP_061728 Q9Y5H9 PCDA2_HUMAN ial).|5 X 4 AA repeats of P-X 4 GGAGGACCCCCC 0.619

+ 1 2373 NM_018930 NP_061753 Q9UN67 PCDBA_HUMAN lasmic (Potential). 2 GGGTCCTTTTCCA 0.662

+ 1 2174 c.1_Intron|PCDHGA NM_002588 NP_002579 Q9UN70 PCDGK_HUMANcellular (Potential). 2 GAGCAGAAAAAA 0.502

- 16 2249 p.P694fs|DIAPH1_ NM_005219 NP_005210 O60610 DIAP1_HUMAN FH1. 1 GGAGGTGGGGGG 0.637

+ 11 2401 _p.G581fs|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 ACCCAGGGGGG 0.547

- 5 813 ddz.1_Frame_Shif NM_144726 NP_653327 Q96MT1 RN145_HUMAN 5 ACAATTGTCTCCA 0.373

- 2 129 _Frame_Shift_Del_ NM_005520 NP_005511 P31943 HNRH1_HUMAN 0 CCCTCTCCACCTT 0.567

- 4 1405_1407p.E433del|TUBB2A NM_001069 NP_001060 Q13885 TBB2A_HUMAN 1 CTCGCCCTCCTCC 0.532

+ 4 615 _uc003mwk.2_Intro NM_001143971 NP_001137443 Q9Y232 CDYL1_HUMAN 0 GAATCCAAAAACA 0.488

- 12 1998 3nba.2_Frame_Shif NM_005493 NP_005484 Q96S59 RANB9_HUMANaction with FMR1. 2 TTCAACATTTTTTT 0.378



- 31 3928 Shift_Del_p.A1275f NM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4 TGGCTGCAATTCG 0.423

+ 12 1504 3ncp.1_Frame_Sh NM_153042 NP_694587 Q8NB78 KDM1B_HUMAN 1 GCTGACTTTTTTG 0.463

- 2 149 rame_Shift_Del_p. NM_005074 NP_005065 Q14916 NPT1_HUMAN 4 GCTACCTTTTTTG 0.403

- 3 544 BBR1_uc011dlr.1_5 NM_001470 NP_001461 Q9UBS5 GABR1_HUMAN xtracellular (Potential). 7 GCGCTCCCCCCG 0.632

- 7 1054 M26_uc010jry.2_5' NM_003449 NP_003440 Q12899 TRI26_HUMAN 3 CCGGTCTTTTTTT 0.483

- 20 3367 0jsc.1_Frame_Shi NM_002714 NP_002705 Q96QC0 PP1RA_HUMAN 4 GGGCAGGGGGG 0.572

- 19 2712_2714sc.1_In_Frame_De NM_002714 NP_002705 Q96QC0 PP1RA_HUMAN Gly-rich. 4 CGGAATggaggagg 0.601

+ 13 1843 ru.2_Intron|DDR1_ NM_013993 NP_054699 Q08345 DDR1_HUMAN |Cytoplasmic (Potential). 9 CCCGGGCCCCCC 0.682

- 5 1078 _uc003ntw.2_Frame NM_004640 NP_004631 Q13838 DX39B_HUMANcase ATP-binding. 0 ACCACCAAAAAAA 0.512

- 22 3361_3362T3_uc003nvi.3_Fra NM_004639 NP_004630 P46379 BAG6_HUMAN 0 CTTACTGGGGGG 0.554

- 2 1369_137110jte.2_In_Frame_ NM_005527 NP_005518 P34931 HS71L_HUMAN 6 ACGTCCAGCAGCA 0.596

+ 7 739 p.G244fs|SCUBE3 NM_152753 NP_689966 Q8IX30 SCUB3_HUMAN EGF-like 6. 1 AACAACGGGGGC 0.557

- 4 1648 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 GTCGCCTTTTTTC 0.493

- 10 1967 NM_000255 NP_000246 P22033 MUTA_HUMAN 0 AATACCTTTTTCA 0.368

+ 1 341 v.2_RNA|HCRTR2 NM_001526 NP_001517 O43614 OX2R_HUMAN cellular (Potential). 6 AGGACTCCCCCC 0.567 rs76774128

- 75 13615 .V4380fs|DST_uc0 NM_001144769 NP_001138241 Q03001 DYST_HUMAN Spectrin 15. 14 TTTATTAACGGCT 0.368

+ 7 2884 pen.2_Frame_Shift_ NM_015153 NP_055968 Q92576 PHF3_HUMAN TFIIS central. 5 CAGAGGAAAAGGC 0.279

+ 11 3428 en.2_Frame_Shift_ NM_015153 NP_055968 Q92576 PHF3_HUMAN 5 TTCTCCAAAAAAA 0.358

- 1 195_197 pob.1_In_Frame_D NM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6 AAGACGAGGAGG 0.655

+ 2 848_849 NM_002356 NP_002347 P29966 MARCS_HUMANdulin-binding (PSD). 0 GACCCCGAAAAAA 0.614

- 2 1019 NM_145176 NP_660159 Q8TD20 GTR12_HUMAN ical; (Potential). 1 AGTGTTAGTCCTA 0.383

- 7 1235_1236edm.1_Frame_Shif NM_000416 NP_000407 P15260 INGR1_HUMAN lasmic (Potential). 1 GAAGAACTCTCTC 0.431

- 3 1001 _Shift_Del_p.K141f NM_031922 NP_114128 Q96D71 REPS1_HUMAN 2 GATCCCTTTTTCA 0.478

+ 6 1390 qqe.2_Frame_Shif NM_012454 NP_036586 Q8IVF5 TIAM2_HUMAN 4 AAAAGAGGAAAAG 0.463

- 4 366 _p.P87fs|PRKAR1 NM_002735 NP_002726 P31321 KAP1_HUMAN on and phosphorylation. 0 GGTTCGGGGGG 0.617

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1 GCTTTTTCTTCTT 0.433

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 ccagctccagcagcagc 0.365

- 5 540 me_Shift_Del_p.*9 NM_012412 NP_036544 Q71UI9 H2AV_HUMAN 0 CCCTCTAAGCAGT 0.363

+ 17 2184_2185 _p.I601fs|EGFR_u NM_005228 NP_005219 P00533 EGFR_HUMAN ical; (Potential). 9571 TCCATCGCCACT 0.619

- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Potential). 0 AGCGACATCATCA 0.586

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0 CCAGGCTTTTTTT 0.408

+ 13 1827_1828_p.F529fs|PHTF2_u NM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1 GATTTTCTTTTTTT 0.307

- 24 15477 NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN C2 2. 7 ATCACCTTTTTTT 0.313

- 6 11286 p.P3666fs|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 CTTGCTGGGGGA 0.473

+ 19 5175_5176p.S1650fs|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 GTTTCAGAGAGA 0.411

- 15 1860 s|TAF6_uc011kji.1_ NM_139315 NP_647476 P49848 TAF6_HUMAN 2 GTGCTGGGGGG 0.657

- 1 220_222 _p.L22del|ACHE_u NM_000665 NP_000656 P22303 ACES_HUMAN 2 AGCCAGAGGAGG 0.685

- 20 2704_2705 liz.2_Frame_Shift_ NM_005045 NP_005036 P78509 RELN_HUMAN 19 TCTCTGGGAAGA 0.396

+ 15 2282 _p.L359fs|EXOC4_ NM_021807 NP_068579 Q96A65 EXOC4_HUMAN 9 GGATCTCCCCCCA 0.458 rs34608222

- 44 11828 L3_uc003wkx.2_5'F NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 TCGTCCTTTTTCC 0.458

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2 TACACCAAAAAAA 0.393

- 1 668_673 kwg.1_In_Frame_ NM_175075 NP_778250 Q86YL5 CH042_HUMAN Poly-Ala. 0 GCCTGggcggcggc 0.65

+ 2 273_275 Flank|BMP1_uc003 NM_003018 NP_003009 P11686 PSPC_HUMAN 0 TTATCGTGGTGGT 0.601

+ 12 2305_2307ame_Del_p.E38del NM_000553 NP_000544 Q14191 WRN_HUMAN Poly-Glu. 7 CTACTAaagaagaa 0.266

+ 13 2412 _p.V690fs|UNC5D_ NM_080872 NP_543148 Q6UXZ4 UNC5D_HUMAN lasmic (Potential). 6 TGGCGGTTTTTGG 0.488

- 16 3521_3523.E993del|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7 TCCGGCTCCTCCT 0.567



- 5 987_989 NM_014729 NP_055544 O94900 TOX_HUMAN lization signal (Potential). 4 GGATCCTTCTTCT 0.453

- 10 1666_1667p.N420fs|MYBL1_u NM_001080416 NP_001073885 P10243 MYBA_HUMAN atory domain (By similarity) 3 ACAAGTGTTTTTTT 0.406

- 33 5045_5046p.P1006fs|ARFGEF NM_006421 NP_006412 Q9Y6D6 BIG1_HUMAN 8 GGAGGTGGGGGG 0.421 rs142098461

+ 9 1450_1451 RRCC1_uc003ycx NM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0 GACCAAGAGAGA 0.267

- 7 1378 yec.2_Frame_Shift NM_005941 NP_005932 P51512 MMP16_HUMANPotential).|Hemopexin-like 1 8 CTCGCCAAAACCA 0.483

- 6 1241 yec.2_Frame_Shift NM_005941 NP_005932 P51512 MMP16_HUMANcellular (Potential). 8 CTGTCATTTTTCC 0.517

- 11 1761 p.R469fs|NBN_uc0 NM_002485 NP_002476 O60934 NBN_HUMAN 7 ATTTCCCTTTTTTT 0.323

- 8 1296 _Shift_Del_p.K377f NM_175634 NP_783552 Q06455 MTG8_HUMAN 16 GCCACCTTTTTTT 0.517

- 45 6393_6394 ks.1_Frame_Shift_ NM_015902 NP_056986 O95071 UBR5_HUMAN 28 CCCCTTCTTTTTTT 0.381

- 7 1943 _p.G597fs|LRP12_ NM_013437 NP_038465 Q9Y561 LRP12_HUMAN lasmic (Potential). 0 CAATGACCCAGAA 0.438

- 13 1637_1639p.I506del|TSNARE NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN .|Helical; (Potential). 0 GTGGCGATGATG 0.414 rs142964918

- 2 331 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN 1 GCTGGCCCCCCC 0.632

- 5 1434 NM_138367 NP_612376 Q9BRH9 ZN251_HUMAN C2H2-type 7. 0 GGAGGAAAAGGC 0.458

- 3 284 l_p.K62fs|KIAA002 NM_014878 NP_055693 Q15397 K0020_HUMAN 1 ACACCCTTTTTCC 0.388

- 4 387 3zjd.2_Frame_Shif NM_018465 NP_060935 Q9HBL7 CI046_HUMAN ical; (Potential). 1 AAGGCCAAAAAAA 0.383

+ 7 1228_123003zvr.2_In_Frame_ NM_015297 NP_056112 Q9UPV7 K1045_HUMAN 1 CCAGCCAGCAGCA 0.596

- 7 1190_1192 kh.1_5'UTR|VCP_ NM_007126 NP_009057 P55072 TERA_HUMAN 1 TGATCAAGAAGAA 0.463

- 2 2007 NM_001206 NP_001197 Q13886 KLF9_HUMAN 0 AGCGCCTTTTTCG 0.582

- 26 2978 _p.Y312fs|GOLGA2 NM_004486 NP_004477 Q08379 GOGA2_HUMAN 1 CCCGGTAAAAAAA 0.562

+ 5 629 NM_001807 NP_001798 P19835 CEL_HUMAN 1 GCCTTCGGGGGG 0.642

- 17 2544_2546E841del|RALGDS_ NM_006266 NP_006257 Q12967 GNDS_HUMAN sociating.|Poly-Glu. 3 TCCGGCTCCTCCT 0.606 rs35200098

+ 10 813 cez.2_Frame_Shift_ NM_017588 NP_060058 P61964 WDR5_HUMAN WD 5. 0 CGACAACCCCCCC 0.627

+ 1 214_216 _p.V11del|MBTPS2 NM_206923 NP_996806 O15391 TYY2_HUMAN 2 GTCGCTGGTGGTG 0.685

+ 12 1252_1254NL3L_uc004dti.2_R NM_019067 NP_061940 Q9NVN8 GNL3L_HUMAN 1 TTGGGGAAGAAGA 0.557

+ 12 1981 n|TAF1_uc004dzt.3 NM_138923 NP_620278 P21675 TAF1_HUMAN 17 CACATCAAAAAAA 0.313

- 3 4075 NM_001008537 NP_001008537 Q5QGS0 K2022_HUMAN 15 CAAGGGTTTTTTT 0.403

- 41 5293 el_p.G1347fs|BRW NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN Gly-rich. 4 CATCTTCCCCATC 0.259

- 6 731 _p.K154fs|TAF7L_u NM_024885 NP_079161 Q5H9L4 TAF7L_HUMAN 1 CTAACCTTTTTTT 0.363

+ 5 1012_101404elx.2_In_Frame_ NM_207318 NP_997201 Q6PEV8 F199X_HUMAN Ser-rich. 1 AGCGCCAGCAGC 0.567

+ 6 604_606 eoz.2_In_Frame_D NM_001128173 NP_001121645 O75914 PAK3_HUMAN Linker. 10 gaagaggaagaagaa 0.325

+ 9 1338 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN Name=8; (Potential). 3 CATATTATTTTTTT 0.363

- 2 574_575 AP_uc004esg.2_5'F NM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2 TCCAATTCTCTCTC 0.317

- 3 474_475 4exp.1_Frame_Shif NM_021796 NP_068568 Q9HBJ0 PLAC1_HUMAN 1 TGGTTTGGGGGG 0.51

+ 12 1535 4ezk.2_Frame_Shif NM_006359 NP_006350 Q92581 SL9A6_HUMAN ical; (Potential). 1 ATTGTGTTTTTTA 0.453

+ 3 1065 NM_001727 NP_001718 P32247 BRS3_HUMAN cellular (Potential). 1 CCCTCTGCCATG 0.468

+ 6 1104_110604ezx.2_In_Frame_ NM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3 CCTCAAAGAAGAA 0.335

- 11 886_888 n.2_In_Frame_Del_ NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ic (Potential).|Poly-Pro. 3 TTCGGGCGGCG 0.611 rs7877654

- 19 3629_3631 0oag.1_In_Frame_ NM_001009566 NP_001009566 O94985 CSTN1_HUMAN cidic).|Cytoplasmic (Potentia 1 CTCCCCCTCCTCC 0.557

- 24 2622 01asb.2_Frame_Sh NM_001001998 NP_001001998 Q01780 EXOSX_HUMAN 1 GTTTAATTTTTTT 0.478

+ 11 10149 bp.1_Frame_Shift_ NM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15 CTACCACCCCCCG 0.627

- 7 894 1_Intron|MST1P9_ NR_002729 0 CCCCCCGCCCAC 0.657 rs3982176

+ 2 482 NM_032880 NP_116269 Q96ID5 IGS21_HUMAN Ig-like 1. 4 GCCTCTCCCCCCT 0.572

- 3 649 1bfc.2_Frame_Shif NM_032236 NP_115612 Q86UV5 UBP48_HUMAN 2 CCCACCTTTTTCT 0.358

- 2 275 001btg.1_Frame_S NM_012392 NP_036524 Q9UBV8 PEF1_HUMAN m repeat of [AP]-P-G-G-P-Y 0 AGGGGCCCCCGG 0.602

- 9 1711 _Shift_Del_p.Q554 NM_198040 NP_932157 Q8IXK0 PHC2_HUMAN 1 CATTCTGGGGGGC 0.587

- 4 577 cmv.1_Frame_Shif NM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1 ACCTGCTTTTTTT 0.318

+ 1 333_334 1_RNA|PCSK9_uc NM_174936 NP_777596 Q8NBP7 PCSK9_HUMAN 4 gccgctgccactgctgctg 0.574 rs67610340



+ 4 624 _p.G138fs|FGGY_u NM_018291 NP_060761 Q96C11 FGGY_HUMAN 1 TACGTCGGGGGG 0.502

- 5 924_925 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 CCTGCTGTTTTTTT 0.327

+ 23 2276_22781dge.1_In_Frame_ NM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10 CTCACCTTCTTCT 0.473

- 9 1732_17340ows.1_In_Frame_ NM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11 TGTTGTGTTGTTG 0.429

+ 8 2428_2429 NM_020440 NP_065173 Q9P2B2 FPRP_HUMAN 6.|Extracellular (Potential). 1 GAAGAGCGACCT 0.584

- 4 796 epj.2_Frame_Shift_ NM_001461 NP_001452 P49326 FMO5_HUMAN 3 ATCTCCTTTTTCC 0.473

- 3 270 wmr.1_Frame_Shif NM_001025603 NP_001020774 P48382 RFX5_HUMAN 1 CCACCTGGGGGG 0.557

- 2 3480_3482wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 GCCTTCTCTTCTC 0.172

- 2 1035_1036ne.1_In_Frame_Ins NM_007113 NP_009044 Q07283 TRHY_HUMANR-E-Q-E-E- E-R-R-E-Q-Q-L. 5 gctcgcgcctctcctcctg 0

- 6 410 ok.2_Frame_Shift_ NM_004515 NP_004506 Q12905 ILF2_HUMAN DZF. 0 GTCCCCTTTTTAT 0.453

- 1 422_424 ox.1_In_Frame_De NM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 gctgctgttgctgctgctg 0.236

- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6 GGTGTGGGGGG 0.597

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

- 12 1922_1924 NM_000069 NP_000060 Q13698 CAC1S_HUMAN of repeat II; (Potential).|Pol 5 GGAAGAGCAGCA 0.562

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 gaggaagaggaggag 0.33

+ 2 1350_1352 NM_004767 NP_004758 O60883 ETBR2_HUMAN ic (Potential).|Cys-rich. 2 TCCTGGActgctgct 0.557

+ 5 643 H11A_uc001haf.2_F NM_014827 NP_055642 O75152 ZC11A_HUMAN C3H1-type 1. 2 ACTGCTATTTTTTT 0.373

+ 1 791_793 NM_000707 NP_000698 P47901 V1BR_HUMAN Name=5; (Potential). 3 CTGCCGGTGACCA 0.621 rs150659663

+ 3 1066 DYRK3_uc001hei.2 NM_003582 NP_003573 O43781 DYRK3_HUMANProtein kinase. 3 CTGATTAAAAAAA 0.403

+ 7 1133 _Shift_Del_p.L312f NM_017898 NP_060368 Q969Z3 MOSC2_HUMAN MOSC. 0 CTCCACTTTTTGG 0.413

+ 1 255 NM_001004698 NP_001004698 A6NFC9 OR2W5_HUMAN 3 GAACCTGGGGGG 0.532

- 1 235 NM_001004695 NP_001004695 Q8NG76 O2T33_HUMAN cellular (Potential). 2 CCGCCATTTTGGG 0.577

+ 10 1321_1324 ib.2_Frame_Shift_ NM_001047160 NP_001040625 Q7Z628 ARHG8_HUMAN PH. 1 GCGGAGCAAGAG 0.525

+ 8 1448_1449el_p.E431fs|NCOA NM_001145263 NP_001138735 Q13772 NCOA4_HUMAN 2 GCAGAGTGTGTG 0.485

- 4 520_521 NM_213606 NP_998771 Q6ZSM3 MOT12_HUMAN lasmic (Potential). 1 ACTCCACAAAAAA 0.361

+ 16 2153_2154 NM_025235 NP_079511 Q9H2K2 TNKS2_HUMAN ANK 12. 8 ACCCTACAAAAAA 0.391

+ 9 1586 p.P323fs|PAX2_uc NM_003990 NP_003981 Q02962 PAX2_HUMAN 0 CACGTGCCCCCCA 0.612

+ 27 4250 _Shift_Del_p.V417 NM_207303 NP_997186 Q5VV63 ATRN1_HUMAN lasmic (Potential). 7 GGAAGTGGGAGC 0.463

- 3 1541 09xyz.1_Frame_Sh NM_014904 NP_055719 Q7L804 RFIP2_HUMAN 0 GCTATCTTTTTTTC 0.343

- 8 1956 p.R261fs|CUZD1_ NM_022034 NP_071317 Q86UP6 CUZD1_HUMANcellular (Potential). 2 GATCCCTTTTCAG 0.413

+ 19 2126_2128 .Q620del|PTPRE_ NM_006504 NP_006495 P23469 PTPRE_HUMANphatase 2.|Cytoplasmic (Po 1 GCAGAAGCAGCA 0.65

+ 6 663_665 me_Del_p.E180de NM_020901 NP_065952 Q9P1Y6 PHRF1_HUMAN Poly-Glu. 0 GAGCGAGGAGGA 0.616

+ 13 1667 RNA|BRSK2_uc00 NM_003957 NP_003948 Q8IWQ3 BRSK2_HUMAN Pro-rich. 0 AGCAGCCCCCGG 0.701

- 12 2561 ND5A_uc010rbw.1 NM_015213 NP_056028 Q6IQ26 DEN5A_HUMAN 1 CCCATCTTTTCCA 0.517

- 11 2014 mtf.3_Frame_Shift NM_001127612 NP_001121084 P26367 PAX6_HUMAN ro/Ser/Thr-rich. 9 ATATGTGGGGGGG 0.587

- 3 345 0rew.1_Frame_Shi NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2 AAGGTACCCCCCC 0.517

+ 30 3229 GKZ_uc009yky.1_S NM_001105540 NP_001099010 Q13574 DGKZ_HUMAN 3 CTCCAGCCCCCC 0.649 rs3832759

- 1 1385 NM_000741 NP_000732 P08173 ACM4_HUMANasmic (By similarity). 0 AAGGTCTTTTTAA 0.587

- 6 909_911 p.P302del|CPSF7_ NM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN Pro-rich. 1 ATACCAGGAGGAG 0.611

+ 7 1936_1938p.L366del|SLC22A1 NM_144585 NP_653186 Q96S37 S22AC_HUMAN 1 GCGCCCTGCTGC 0.66

+ 4 634 ocu.2_Frame_Shift NM_003273 NP_003264 O76062 ERG24_HUMAN 1 GCACCTGGGGGG 0.587

+ 1 356_358 RFN4_uc001ojq.1_ NM_024036 NP_076941 Q6PJG9 LRFN4_HUMAN 0 CGCTCCTGCTGC 0.719

+ 12 1367 me_Shift_Del_p.F4 NM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6 ATTTCCTTTTTCC 0.383

- 22 3331 m.1_RNA|NCAPD3 NM_015261 NP_056076 P42695 CNDD3_HUMAN 5 GACCTGGGGGG 0.522 rs138442478

+ 2 451 e_Shift_Del_p.S19f NM_019854 NP_062828 Q9NR22 ANM8_HUMAN 5 GAACAGCCCCCC 0.657

- 1 80 RH1_uc001qzc.2_In NM_176890 NP_795371 P59544 T2R50_HUMAN Name=1; (Potential). 2 GAATTGAAAAAAA 0.318



- 48 7101_7102 zjg.1_Frame_Shift_ NM_002223 NP_002214 Q14571 ITPR2_HUMAN ical; (Potential). 14 CCCCCAGAGAGA 0.441

- 11 2355 p.K703fs|PKP2_uc NM_004572 NP_004563 Q99959 PKP2_HUMAN ARM 6. 2 GCTGTCTTTTTCA 0.473

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

- 11 3063_3064 p.E611fs|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0 CTCCTTTCTCTCT 0.446

+ 2 157 40B_uc001ruq.1_F NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5 AGCTATCCCCCCC 0.607

+ 2 245_247 CN2_uc009zln.2_5' NM_001095 NP_001086 P78348 ACCN2_HUMANasmic (By similarity). 1 GGCCGAGGAGGA 0.616

- 1 170_172 77_uc009zmi.2_5' NM_175078 NP_778253 Q7Z794 K2C1B_HUMAN Head. 1 CATATCCACCACC 0.552 rs149726101

- 3 695_696 rame_Shift_Ins_p. NM_001478 NP_001469 Q00973 B4GN1_HUMANmenal (Potential). 0 GGGAGGCCCCCC 0.589

+ 10 2681 sto.2_Frame_Shift NM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 17. 2 TTGCAGGGGGGA 0.428

+ 5 706 plice_Site|ZDHHC1 NM_015336 NP_056151 Q8IUH5 ZDH17_HUMAN 0 GACAGGTAAAAAA 0.351 rs137909589

- 9 979_980 .2_5'Flank|CEP290 NM_025114 NP_079390 O15078 CE290_HUMAN Potential. 7 CTCATAGTTTTTTT 0.317

+ 5 541 ztz.1_Frame_Shift_ NM_014503 NP_055318 O75691 UTP20_HUMAN 4 CCAGAGTTTTTTT 0.398

+ 5 474 SPIC_uc010svp.1_ NM_152323 NP_689536 Q8N5J4 SPIC_HUMAN 1 GGGGGGAAAAGG 0.393

+ 17 2575_2577 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6 CGCTGTCCTCCTC 0.749

- 64 11032_11034 NM_001109662 NP_001103132 2 GGGCACAGCAGCA 0.64

+ 7 941 SF3_uc001uqw.2_I NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1 ACTAGGTGTGTG 0.475

+ 10 1588 uqw.2_Frame_Shif NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN WH2. 1 CAACTGAAAAAGG 0.507

- 2 312 0tgt.1_Frame_Shift NM_000053 NP_000044 P35670 ATP7B_HUMAN lasmic (Potential). 3 GAAGGGCCCAGG 0.493

- 5 1255 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN 0 TCATATAAAAAAA 0.418

- 3 1088 UBAC2_uc001vod.2 NM_005292 NP_005283 Q14330 GPR18_HUMAN Name=5; (Potential). 0 ATCAAGAAAAAAA 0.438

+ 1 678 NM_001004717 NP_001004717 Q8NH43 OR4L1_HUMAN lasmic (Potential). 5 TGTACCAAAAAAA 0.438

- 20 2986 EP1_uc010tlf.1_R NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 GTAGCTGGGGGG 0.557

- 19 4208_4209_uc001wiq.3_Fram NM_014977 NP_055792 Q9UKV3 ACINU_HUMAN Asp/Glu/Lys-rich. 4 ccgctccctttctctctctct 0.436

+ 10 1639 el_p.F369fs|PCK2_ NM_004563 NP_004554 Q16822 PCKGM_HUMAN 1 CGGCCCTTTTTTG 0.577

+ 3 688_689 Frame_Shift_Del_p NM_014315 NP_055130 Q9Y2U9 KLDC2_HUMAN 1 CTGTGCTGTGTGT 0.396

+ 20 3442_3443 xdq.2_Frame_Shif NM_002892 NP_002883 P29374 ARI4A_HUMAN 6 TGTACAAGAGAGA 0.386

- 11 2941 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMAN lasmic (Potential). 9 GTATCTGGGGGG 0.383

+ 7 910_912 10ttu.1_In_Frame_ NM_021239 NP_067062 P49756 RBM25_HUMAN 4 CCCAGGAAGAAGA 0.384

- 1 1802_1804 NM_006029 NP_006020 Q8ND90 PNMA1_HUMAN Poly-Glu. 1 GGCCTcagcctcctcc 0.256

- 16 2283 GALC_uc010tvy.1_ NM_000153 NP_000144 P54803 GALC_HUMAN 0 ATACCATTTTTTT 0.308

- 7 1217_1219339SS>S|FOXN3_ NM_001085471 NP_001078940 O00409 FOXN3_HUMAN 3 GGCTGAGGAGGA 0.65 rs139532153

- 5 903_905 AKT1_uc001ypm.2_ NM_005163 NP_005154 P31749 AKT1_HUMAN 134 TCCATCTCCTCCT 0.631

- 7 3802 zpv.2_Frame_Shif NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 AGTGGGAAAAAGG 0.522

- 15 4136 me_Shift_Del_p.Q1 NM_173500 NP_775771 Q6IQ55 TTBK2_HUMAN 7 TCCCTTGGGGGG 0.537

- 5 646 .T29fs|TEX9_uc00 NM_018365 NP_060835 Q8NEH6 MNS1_HUMAN tential.|Glu-rich. 1 TCATGGTTTTGGC 0.328

+ 6 3071 NM_020778 NP_065829 Q96L96 ALPK3_HUMAN 12 TTTCCCAAAAAAA 0.537

+ 9 1102 NM_002569 NP_002560 P09958 FURIN_HUMAN 7 GGAACGGGGGC 0.627

- 7 1108 NM_003223 NP_003214 Q01664 TFAP4_HUMAN 1 TCCTGCTTTTCCT 0.667

+ 17 2056 02dan.3_Frame_Sh NM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2 AAGACATTTTTTT 0.433

+ 24 3260 02dap.2_Frame_Sh NM_015226 NP_056041 Q2KHT3 CL16A_HUMAN 2 CCTTGTCCCCCCA 0.701

- 10 895 NTAN1_uc010uzo. NM_173474 NP_775745 Q96AB6 NTAN1_HUMAN 0 ATCTTCATTTTTTT 0.383

+ 19 3331 me_Shift_Del_p.D83 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 TCCTGACCCCCCA 0.567

+ 28 3281 ap.1_Frame_Shift_ NM_005353 NP_005344 Q13349 ITAD_HUMAN cellular (Potential). 1 CAGCTTCCAGGAC 0.552

+ 9 1264 Shift_Del_p.N290f NM_133443 NP_597700 Q8TD30 ALAT2_HUMAN 2 GTGAACCCCCCG 0.632

- 1 196 2_5'Flank|OGFOD1 NM_007006 NP_008937 O43809 CPSF5_HUMAN ary for RNA-binding. 0 AGTGACCCCCCG 0.652

+ 2 113_115 p.E13del|CCDC13 NM_032269 NP_115645 Q8IY82 CC135_HUMAN Potential. 1 agaaggtggaggagga 0.448

- 3 888_890 vjt.1_In_Frame_De NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 GTCCTGCAGCAGC 0.65



+ 8 1053 el_p.W274fs|TSNA NM_018430 NP_060900 Q2TAA8 TXIP1_HUMAN 0 GCATCTGGGGGG 0.597

+ 15 2438 X38_uc010vmp.1_In NM_014003 NP_054722 Q92620 PRP16_HUMANcase ATP-binding. 1 GCTGCCTTTTTTG 0.562

- 2 1059 p.D301fs|MYO18A NM_078471 NP_510880 Q92614 MY18A_HUMAN PDZ. 0 CGCTGTCCCCTGA 0.622

- 2 759 IP2_uc002hdx.3_I NM_020772 NP_065823 Q7Z417 NUFP2_HUMAN 4 CTTTCCTTTTTTT 0.388

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 GGGCCGGGGGC 0.597 rs139867246

+ 14 4452 hrw.3_Frame_Shift_ NM_016507 NP_057591 Q9NYV4 CDK12_HUMAN 19 CAGCGCCCCCCA 0.647

- 6 825_826 2iam.1_Frame_Sh NM_178126 NP_835227 Q86VR2 F134C_HUMAN 2 ACATTGTCTCTCTC 0.515

- 18 1593 _Shift_Del_p.N501 NM_001932 NP_001923 Q13368 MPP3_HUMAN nylate kinase-like. 2 ACTTTGTTTTTGG 0.443

- 5 690 C43_uc010czw.1_3 NM_144609 NP_653210 Q96MW1 CCD43_HUMAN Potential. 0 GTGTCCTTTTTTT 0.463

+ 4 641_642 C103_uc002ihp.1_5 NM_213607 NP_998772 Q8IW40 CC103_HUMAN 1 CGGGCAGAGAGA 0.644

- 2 684 _5'Flank|HOXB6_u NM_004502 NP_004493 P09629 HXB7_HUMAN Homeobox. 0 TTCTCCTTTTTCC 0.473

- 3 722_723 NM_052855 NP_443087 Q6AI12 ANR40_HUMAN Pro-rich. 0 TCTGCAGGGGGT 0.574

- 8 907_909 _p.E75del|MKS1_u NM_017777 NP_060247 Q9NXB0 MKS1_HUMAN 1 TCCCGCTCCTCCT 0.532

+ 9 1470 Flank|ACE_uc010d NM_000789 NP_000780 P12821 ACE_HUMAN Potential).|Peptidase M2 1. 4 GGCGTACCCCCC 0.562

- 1 452_453 13_uc010wqh.1_5' NM_006572 NP_006563 Q14344 GNA13_HUMAN 0 CTCCTCGCGCGC 0.436

- 5 1364_1365LC16A6_uc002jha. NM_004694 NP_004685 O15403 MOT7_HUMAN ical; (Potential). 0 TAAACCCAAAAAA 0.436

+ 4 505_507 10wsa.1_In_Frame NM_014738 NP_055553 Q12767 K0195_HUMAN ical; (Potential). 1 GGCCGTGCTGCTG 0.675

+ 20 2951 0195_uc010wsb.1_ NM_014738 NP_055553 Q12767 K0195_HUMAN 1 CGAGATCCCCCC 0.612

- 21 3612 _Shift_Del_p.P415fs|DNAH17_uc002jvs.2_RNA 9 CAGGTTGGGGGG 0.582

+ 4 641_643 _Frame_Del_p.E19 NM_032868 NP_116257 Q8N594 MPND_HUMAN Poly-Glu. 1 atggaagaggaggagg 0.532

- 9 1261_1263p.E147del|GTF2F1_ NM_002096 NP_002087 P35269 T2FA_HUMAN Glu-rich. 0 TGccttcttctcctcctcct 0.542

- 1 186 5A41_uc010dut.2_ NM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 cggaggttgggggggag 0.428

- 7 1203 me_Shift_Del_p.K37 NM_021155 NP_066978 Q9NNX6 CD209_HUMANcellular (Probable). 1 GCGGACTTTTTGC 0.532

- 3 567_570 _p.L56fs|FBXL12_ NM_017703 NP_060173 Q9NXK8 FXL12_HUMAN LRR 2. 2 ACGTGCAGGCAG 0.647 rs150413068

- 9 1445_1447 2_In_Frame_Del_p NM_002918 NP_002909 P22670 RFX1_HUMAN Gly-rich. 2 gcctcccccgccgccgc 0.365

+ 2 309 NM_003950 NP_003941 Q96RI0 PAR4_HUMAN 0 GCCTGCCCCCCG 0.667

- 2 134 Splice_Site|ZNF43 NM_003423 NP_003414 P17038 ZNF43_HUMAN 2 GTCCCTAAAAAA 0.386

+ 2 252_254 0eea.2_In_Frame_ NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=2; (Potential). 1 TCCTCCTGCTGCT 0.645

- 9 974_975 pni.2_Frame_Shift_ NM_003598 NP_003589 Q15562 TEAD2_HUMAN nal activation (Potential). 3 AGGCATGGGGGG 0.564

- 11 1285_1287ppt.1_RNA|FUZ_uc NM_025129 NP_079405 Q9BT04 FUZZY_HUMAN Leu-rich. 0 GGAGACAGCAGCA 0.635

+ 12 1412 V1_uc002pqa.2_RN NM_017432 NP_059128 Q86YD1 PTOV1_HUMANaction with FLOT1. 0 GTAGATGGGGGG 0.657

- 4 864 547_uc002qpm.3_I NM_017879 NP_060349 Q9BWM5 ZN416_HUMAN 0 AGGGTGAAAAAAA 0.453

+ 4 717 s|ZIK1_uc002qpi.2 NM_001010879 NP_001010879 Q3SY52 ZIK1_HUMAN 2 GCAGTCAAAAAAG 0.483

- 11 1472_1474 1_In_Frame_Del_ NM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1 CTCCAGCTGCTGC 0.424

- 3 316 _p.P92fs|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 GGTAGTGGGGGG 0.537 rs77941615

- 20 2931 GTF3C2_uc002rju.1 NM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN WD 4. 2 TGACTGCCCCCC 0.537

+ 1 105_107 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMAN 3 CTGGGGCTGCTG 0.714

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409

- 2 550 el_p.G10fs|MOGS_ NM_006302 NP_006293 Q13724 MOGS_HUMANmenal (Potential). 0 GGAGTCCCCGGG 0.652

+ 6 662 151_splice|SEMA4 NM_004263 NP_004254 O95754 SEM4F_HUMAN 4 CCTGCAGGGGGG 0.587

- 6 747_749 rl.2_In_Frame_Del_ NM_016079 NP_057163 Q9Y3E7 CHMP3_HUMAN T-interacting motif.|Interacti 1 CCTCTTCCTCCTC 0.616

+ 6 2252_2253ted.2_Frame_Shift_ NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 GTTCAGAAAAAA 0.307

+ 12 2858_2860 NM_198581 NP_940983 P61129 ZC3H6_HUMAN 4 GAGGCGATGATGA 0.429

+ 5 719_721 0zej.1_In_Frame_D NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1 CCATGGAGGAGG 0.537

- 2 852 RKL_uc002uod.1_In NM_002500 NP_002491 Q13562 NDF1_HUMAN 1 CAGGTGGGGGG 0.617

- 4 1344 PSMD1_uc002vrn. NM_000867 NP_000858 P41595 5HT2B_HUMANasmic (By similarity). 0 GCCACCTTTTCCG 0.463 rs61731724

+ 8 835 Shift_Del_p.H142fs NM_152879 NP_690618 Q16760 DGKD_HUMANol-ester/DAG-type 2. 5 CAGGTTCACACAT 0.562



- 14 1577 M33_uc002wiu.2_F NM_025220 NP_079496 Q9BZ11 ADA33_HUMAN r (Potential).|Disintegrin. 4 CGTCTGGGGGAC 0.657

- 7 1256 _Shift_Del_p.K301 NM_001042576 NP_001036041 Q9P2E9 RRBP1_HUMAN lasmic (Potential). 1 TTGGCCTTTTCTG 0.622

- 1 5735 CE2_uc002yyx.2_In NM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 GGTGTCTGGGGTG 0.517 rs5019194

- 3 453_455 me_Del_p.L72del|S NM_194255 NP_919231 P41440 S19A1_HUMAN ical; (Probable). 0 TGGCCCAGCAGCA 0.645

- 5 573 zil.2_Frame_Shift_ NM_001001438 NP_001001438 P48449 ERG7_HUMAN PFTB 1. 0 CCAACACCCAGA 0.542

+ 6 588_590 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagttccagcagcagc 0.217

+ 6 711_713 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagctccagcagcagc 0.187

- 5 615 me_Shift_Del_p.K1 NM_032204 NP_115580 Q9H1I8 ASCC2_HUMAN 0 GTTGCCTTTTCCA 0.483

- 11 1370 uc003ahi.2_Intron|G NM_031937 NP_114143 Q9BXI6 TB10A_HUMAN 1 GGGCTGGGGGC 0.652

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5 GTGGTCTGCTGC 0.596 rs141985009

+ 21 2500 p.1_Frame_Shift_D NM_001007467 NP_001007468 A8K8P3 SFI1_HUMAN 1 GAAGCCAAAAAAA 0.512

+ 7 686_688 _Del_p.E197del|SH NM_018957 NP_061830 Q9Y3L3 3BP1_HUMAN BAR. 1 GCTGAAGGAGGAG 0.498

- 5 895_896 2_5'UTR|CYP2D6_ NM_000106 NP_000097 Q6NWU0 Q6NWU0_HUMAN 2 GGTCTCGGGGGG 0.629 rs72549352

- 1 5454_5456Q1774del|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5 TCCTTCTGCTGCT 0.601

- 22 3893_38953brg.1_In_Frame_ NM_014850 NP_055665 O43295 SRGP2_HUMAN 9 CCCGAGCTGCTG 0.739

- 17 2137 GRIP2_uc011avh.1_ NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 5. 1 AGTTGTCCAGGC 0.617

- 3 2472 NM_014831 NP_055646 O15050 TRNK1_HUMAN 2 ACACCCGGGGGT 0.483

- 16 2122 h.2_Frame_Shift_D NM_002343 NP_002334 P02788 TRFL_HUMAN ansferrin-like 2. 4 GAGCACTTTTTCA 0.463

- 20 3495 s|SCAP_uc003crg. NM_012235 NP_036367 Q12770 SCAP_HUMAN milarity).|Cytoplasmic (By s 1 GATGGGTTTTTGG 0.607

+ 3 580_581 003cwi.1_Frame_S NM_173546 NP_775817 Q8IXV7 KLD8B_HUMAN Kelch 4. 0 TGCTCTGGGGGG 0.609

+ 21 3869 OBO2_uc011bgk.1 NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 CTACCTCCCCCCC 0.433

- 7 850 03eal.2_Frame_Sh NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 CAATAATTTTTTTT 0.373

+ 6 776 1bik.1_Frame_Shi NM_001690 NP_001681 P38606 VATA_HUMAN 3 ATGCCCTTTTTCC 0.423

+ 5 2486 edk.2_Frame_Shift_ NM_003889 NP_003880 O75469 NR1I2_HUMAN gand-binding. 2 GCTGCGGGGGG 0.587

+ 8 1209 _p.G128fs|PARP15 NM_001113523 NP_001106995 Q460N3 PAR15_HUMAN Macro 2. 5 TGGGGGAAAAGAT 0.413

+ 10 1570_1572 3fns.2_In_Frame_ NM_198241 NP_937884 Q04637 IF4G1_HUMAN Poly-Glu. 7 GAAATGgaagaaga 0.443

- 18 2192 _p.E673fs|CLCN2_ NM_004366 NP_004357 P51788 CLCN2_HUMANasmic (By similarity). 0 GGTCTCCCCCCG 0.622 rs143415674

- 12 1572 gmd.2_Frame_Shi NM_020041 NP_064425 Q9NRM0 GTR9_HUMAN lasmic (Potential). 3 GTTCTGTTTTTGG 0.413

+ 5 567 31fs|ANAPC4_uc0 NM_013367 NP_037499 Q9UJX5 APC4_HUMAN 5 ACTGCCAAAAAAG 0.294

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CAGGTCAAAAAAA 0.294

- 23 3204_3206ame_Del_p.Q760d NM_004898 NP_004889 O15516 CLOCK_HUMAN Gln-rich. 3 tgggagctctgctgctgc 0.315

+ 8 1473_1475 .Q217del|PRDM8_ NM_020226 NP_064611 Q9NQV8 PRDM8_HUMANy-rich.|Poly-Gln. 1 aaagaccagcagcagc 0.384

+ 8 1279 ike.1_Frame_Shift NM_001263 NP_001254 Q92903 CDS1_HUMAN 4 TTTGGATTTTTTT 0.308

- 1 538_540 RC3_uc011cdn.1_In NM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 tactcctcttcctcctcctc 0.369

+ 8 1187_1189_p.P363del|NPNT_ NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1 CTACTCCACCACC 0.522

+ 39 6607 p.G123fs|KIAA1109 NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 GACAATGGGGGTG 0.438

- 3 3529 p.N909fs|ANKRD5 NM_020337 NP_065070 Q9ULJ7 ANR50_HUMAN ANK 19. 1 TGTCCATTTTTGG 0.408

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 GCTggtggtggcggcg 0.386 907220;rs72269802

- 5 1095 p.F207fs|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 AAAGTTAAAAAAG 0.408

+ 9 1176 NM_033393 NP_203751 Q9C0D6 FHDC1_HUMAN 2 TCTTTTAGATTAT 0.423

+ 20 3494 _p.V972fs|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 5. 7 CTATGTGGAGCTC 0.448

- 8 993_995 03jcg.2_In_Frame_ NM_030782 NP_110409 Q96KA5 CLP1L_HUMAN lasmic (Potential). 2 CATGCTCTTCTTC 0.537

+ 46 8393_8395 E2636del|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN 9 CTGATGAAGAAGA 0.379

- 1 68_70 NM_004465 NP_004456 O15520 FGF10_HUMAN 3 CAAAAAGCAGCAG 0.537

- 10 1303 256fs|FAM172A_u NM_032042 NP_114431 Q8WUF8 F172A_HUMAN 0 AGACCCGGGGGC 0.388 rs140492306

+ 2 237_240 _p.K19fs|AP3S1_u NM_001284 NP_001275 Q92572 AP3S1_HUMAN 0 TATCTAAGAGAGA 0.304 rs80118146

- 37 5307 NM_001999 NP_001990 P35556 FBN2_HUMAN TB 6. 15 TGACAGGGGGG 0.507



+ 1 453_455 cyu.1_In_Frame_D NM_001964 NP_001955 P18146 EGR1_HUMAN Gly/Ser-rich. 1 gcagcaacagcagcag 0.394

- 3 630 rame_Shift_Del_p. NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2 AGCTCCTTCATCT 0.532

- 23 12701_12702FAT2_uc003lud.3_ NM_001447 NP_001438 Q9NYQ8 FAT2_HUMAN lasmic (Potential). 6 TCTCCAGGGGGA 0.644

+ 5 668_670 3mdf.1_In_Frame_ NM_006650 NP_006641 Q6PUV4 CPLX2_HUMAN 1 GGACGAGGAGG 0.645

+ 3 266 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 AGTTTCAAAAAAA 0.259

+ 5 798_799 _uc003nnz.3_Fram NM_002127 NP_002118 P17693 HLAG_HUMAN ar (Potential).|Alpha-3. 4 TTCAGACCCCCC 0.54

- 7 1054 M26_uc010jry.2_5' NM_003449 NP_003440 Q12899 TRI26_HUMAN 3 CCGGTCTTTTTTT 0.483

+ 4 545 _Shift_Del_p.I57fs|G NM_001517 NP_001508 Q92759 TF2H4_HUMAN 3 ACCCCATTTTCCG 0.577

+ 5 800 Shift_Del_p.E332fs NM_001710 NP_001701 P00751 CFAB_HUMAN 1 ATCATGAAAATGG 0.468

+ 4 1107_11080jvw.1_Frame_Shift NM_021922 NP_068741 Q9HB96 FANCE_HUMAN ction with FANCC. 3 AGGATGCCCCCC 0.54

+ 2 314_316 PK13_uc003olt.2_R NM_002754 NP_002745 O15264 MK13_HUMANProtein kinase. 3 GGGAGCTGCTGC 0.67

- 6 995 NM_152688 NP_689901 Q5VWX1 KHDR2_HUMAN Pro-rich. 11 TGGTGCCCCCCG 0.542

- 1 195_197 pob.1_In_Frame_D NM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6 AAGACGAGGAGG 0.655

- 13 1854 vk.2_Frame_Shift_ NM_002037 NP_002028 P06241 FYN_HUMAN Protein kinase. 7 GGGTCCTTTTTCC 0.562

+ 12 1829 Shift_Del_p.K213fs NM_015278 NP_056093 O94885 SASH1_HUMAN 1 CTTGGGAAAAAGG 0.408

- 13 2067 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50 GCTCCGGGGGG 0.592

- 7 678 CA1_uc003srq.2_F NM_022307 NP_071682 Q05084 ICA69_HUMAN AH. 1 TCAAAGTTTTTTT 0.378

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

- 8 1153 _p.P138fs|ETV1_u NM_004956 NP_004947 P50549 ETV1_HUMAN 35 GGTGTGGGGGG 0.527

- 2 279 jxy.1_Frame_Shift_ NM_006408 NP_006399 O95994 AGR2_HUMAN 0 GTGTCCTTTTTGG 0.493

- 5 684_685 _Del_p.E93fs|OSB NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN PH. 1 GCAGCTTCTCTCT 0.5

- 1 310_312 rame_Del_p.72_73 NM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 ggggtggcgatggtggt 0.527 rs10951154

- 5 936 szm.2_Frame_Shift NM_175061 NP_778231 Q86VZ6 JAZF1_HUMAN 131 GACACCGGGGGA 0.493

+ 1 403_405 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN 1 CCGCTCTGCTGCT 0.749

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 ccagctccagcagcagc 0.365

+ 18 7753 A13_uc010kys.1_5 NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 TACTTTAAAAAAA 0.313

- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Potential). 0 AGCGACATCATCA 0.586

- 30 3061 fz.1_Frame_Shift_ NM_005338 NP_005329 O00291 HIP1_HUMAN I/LWEQ. 8 TAGTGCTTTTTCC 0.507

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0 CCAGGCTTTTTTT 0.408

+ 13 1828 _p.F530fs|PHTF2_u NM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1 GATTTTCTTTTTTT 0.303

+ 19 5175_5176p.S1650fs|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 GTTTCAGAGAGA 0.411

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 AATAACATTTTTTT 0.398

+ 23 4102 LL5_uc010ljf.1_RN NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN 3 GCAAGTGGAAGCT 0.473

+ 26 3637 205_uc003vsx.2_5 NM_015135 NP_055950 Q92621 NU205_HUMAN 6 GTTGGATTTTTTT 0.373

+ 3 363 ame_Shift_Del_p.E NM_015917 NP_057001 Q9Y2Q3 GSTK1_HUMAN 0 TGCTTGAAAAAGG 0.478

+ 2 1926 wjq.1_Frame_Shift NM_019015 NP_061888 Q9P2E5 CHPF2_HUMANmenal (Potential). 1 GCAGCGGGGGG 0.632

- 38 8744 p.N1903fs|MLL3_u NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN 63 TCATCATTTTTTTC 0.378

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2 TACACCAAAAAAA 0.393

+ 12 1730_1731WDR60_uc010lqw.2 NM_018051 NP_060521 Q8WVS4 WDR60_HUMAN p.G524R(1) 4 CTTTGGGAAAAAA 0.332

+ 2 273_275 Flank|BMP1_uc003 NM_003018 NP_003009 P11686 PSPC_HUMAN 0 TTATCGTGGTGGT 0.601

+ 12 2305_2307ame_Del_p.E38del NM_000553 NP_000544 Q14191 WRN_HUMAN Poly-Glu. 7 CTACTAaagaagaa 0.266

+ 10 6850 p.I2200fs|ZFHX4_u NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN 15 CCTCCTATAACGG 0.368

+ 9 1450_1451 RRCC1_uc003ycx NM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0 GACCAAGAGAGA 0.267

+ 4 567 NM_000067 NP_000058 P00918 CAH2_HUMAN 1 GGGGATTTTGGG 0.388

- 3 492 NM_018710 NP_061180 Q8N4L2 TM55A_HUMAN 0 GGGGGGTTTTTGA 0.393

- 8 1296 _Shift_Del_p.K377f NM_175634 NP_783552 Q06455 MTG8_HUMAN 16 GCCACCTTTTTTT 0.517

- 6 468 yhd.2_Frame_Shif NM_057749 NP_477097 O96020 CCNE2_HUMAN 0 CTCTCCTTTTTTA 0.323



+ 62 12067 yiw.2_Frame_Shift NM_017890 NP_060360 Q7Z7G8 VP13B_HUMAN 20 GAACCTCCCCCCT 0.468

+ 6 1430 _p.K118fs|DCAF13 NM_015420 NP_056235 Q9NV06 DCA13_HUMAN WD 4. 1 CCTTTGAAAAAGG 0.338

- 19 1853 .K224fs|ENPP2_uc NM_001040092 NP_001035181 Q13822 ENPP2_HUMAN 7 AGACCCTTTTGTA 0.358

+ 2 165_166 NM_152412 NP_689625 Q7Z3I7 ZN572_HUMAN 2 AGCAAGAAAAAA 0.396

- 19 4091 _Shift_Del_p.N1208 NM_015912 NP_056996 Q49AJ0 F135B_HUMAN 9 ACGACGTTTTTAA 0.428

- 13 1637_1639p.I506del|TSNARE NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN .|Helical; (Potential). 0 GTGGCGATGATG 0.414 rs142964918

- 2 529 PAX5_uc010mlo.1_ NM_016734 NP_057953 Q02548 PAX5_HUMAN Paired. p.?(31) 147 ATTCACAAAAACC 0.522

- 3 732 mrl.2_Frame_Shift_ NM_000507 NP_000498 P09467 F16P1_HUMAN 0 ATGGTTCCAACGG 0.398

+ 1 175 10mtn.1_Frame_Sh NM_018112 NP_060582 Q9NVV0 TM38B_HUMANmenal (Potential). 2 TTTCCCTTTTTTG 0.627

- 22 6093 vf.2_Frame_Shift_D NM_002160 NP_002151 P24821 TENA_HUMAN nectin type-III 15. 7 TGCCCGGGGGG 0.478 rs148674204

+ 13 3791_3793 NM_173689 NP_775960 Q5IJ48 CRUM2_HUMAN ical; (Potential). 1 GCCTGCCTCCTCC 0.67

- 11 1559 p.H440fs|FAM129B NM_022833 NP_073744 Q96TA1 NIBL1_HUMAN 0 CCTGGTGCAGGAG 0.657

- 26 2978 _p.Y312fs|GOLGA2 NM_004486 NP_004477 Q08379 GOGA2_HUMAN 1 CCCGGTAAAAAAA 0.562

+ 5 629 NM_001807 NP_001798 P19835 CEL_HUMAN 1 GCCTTCGGGGGG 0.642

+ 13 2099 C9orf86_uc004cjl.1_ NM_024718 NP_078994 Q3YEC7 PARF_HUMAN 0 CCCCCACCCCCC 0.652

+ 12 1352_1353 cyn.2_Frame_Shif NM_003159 NP_003150 O76039 CDKL5_HUMAN 6 AGCTTCCTAAATG 0.525

- 8 951 228fs|DMD_uc010n NM_004006 NP_003997 P11532 DMD_HUMAN 2.|Actin-binding. 6 ACTTGGAAGAGTG 0.378

- 1 1710_1712_p.L12del|PCDH19 NM_020766 NP_001098713 Q8TAB3 PCD19_HUMAN 7 ATGGCCAGCAGCA 0.665

- 1 3739_3741 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 TGAGTGTCGTCGT 0.542

- 2 574_575 AP_uc004esg.2_5'F NM_024528 NP_078804 Q8N5F7 NKAP_HUMAN 2 TCCAATTCTCTCTC 0.317

+ 4 726_727 0nrd.1_Frame_Shi NM_021946 NP_068765 Q5H9F3 BCORL_HUMAN Pro-rich. 7 TATCTGTCCCCCT 0.594

+ 13 5150 4evc.1_Frame_Shi NM_021946 NP_068765 Q5H9F3 BCORL_HUMAN 7 ACAGATCCCCCCC 0.602 rs137862942

- 11 886_888 n.2_In_Frame_Del_ NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ic (Potential).|Poly-Pro. 3 TTCGGGCGGCG 0.611 rs7877654

+ 3 2011_2012bmu.1_Frame_Shif NM_006015 NP_006006 O14497 ARI1A_HUMAN p.Q546*(1) 142 CCCCAGAGCCAG 0.649

- 16 1769 cnh.2_Frame_Shif NM_012222 NP_036354 Q9UIF7 MUTYH_HUMAN 0 CGGGGCTTTTTCC 0.547

- 7 758_760 F10_uc001emp.3_ NM_001012758 NP_001012776 P0C025 NUD17_HUMAN 0 TTCCATCCTCCTC 0.409

- 1 566_568 01jqs.2_In_Frame_ NM_173555 NP_775826 Q2T9J0 TYSD1_HUMAN 1 CAGCTCAGCAGCA 0.739

+ 5 471_473 _p.L92del|TSPAN4 NM_003271 NP_003262 O14817 TSN4_HUMAN ical; (Potential). 1 TCTTCCTGCTGCT 0.65 rs61867552

+ 5 1941_19431nno.2_In_Frame_ NM_001142521 NP_001135993 Q96PZ2 F111A_HUMAN 3 GTATCATTGAGTT 0.419

- 3 258_259 _74P>PP|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TTTCCTGGAGGT 0.619

- 3 812_814 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.606

- 4 601_603 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1 ATTCCGActcctcct 0.601

+ 15 1832 1uij.1_Frame_Shift_ NM_004764 NP_004755 Q96J94 PIWL1_HUMAN ng (By similarity).|Piwi. 2 GCCCTACCCCAAG 0.453

- 3 170_172 NM_001025190 NP_001020361 Q96KJ4 MSLNL_HUMAN 4 GGTGAAAGCTGTG 0.596 rs3765330

- 10 11379_113803_uc002fcl.2_Fram NM_006885 NP_008816 Q15911 ZFHX3_HUMAN 4 AAACTAGGGTGC 0.584

- 21 2724_2725 NM_002208 NP_002199 P38570 ITAE_HUMAN cellular (Potential). 4 GGTTTCTGGGGTA 0.53

+ 2 737 p.P226fs|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 ATCCCGCCCCTTG 0.423

- 2 202_204 NM_013376 NP_037508 Q9UHV2 SRTD1_HUMAN 0 TCCTTCTCCTCCT 0.453

- 14 2382_2384 H4_uc002pgb.1_In NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. 6 GCTCTCTCCTCCT 0.7

- 3 1648_1650002sit.3_In_Frame_ NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 GCCTTGGTGGTG 0.635

- 24 3343_3344_p.F771fs|RALGAP NM_020343 NP_065076 Q2PPJ7 RGPA2_HUMAN 1 AGGGAGAAAAAG 0.45

- 19 1979 kw.2_Frame_Shift_ NM_017886 NP_060356 Q96C45 ULK4_HUMAN 0 GGGTTCTTTTTTT 0.448

+ 1 3375_3376 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 3 0 CTGCTCACACGT 0.708

+ 1 3654_3655 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 6 0 CTGCTCACACGT 0.678

+ 15 2494_2495 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Potential). 5 TTCAGGAATACTT 0.337

+ 3 1067_1068 _p.S44fs|TPBG_uc NM_006670 NP_006661 Q13641 TPBG_HUMAN ar (Potential).|Ser-rich. 1 ctcctcGGCGCCGT 0.55

- 36 4449_4450 NK1_uc003xoj.2_F NM_020476 NP_065209 P16157 ANK1_HUMAN gulatory domain.|Death. 9 ACGGATGACCCA 0.535



+ 7 1112 0mep.2_Splice_Site NM_014957 NP_055772 A2RUS2 DEND3_HUMAN 1 AGCAAGGTTAGG 0.559 rs143399544

- 3 523 mvu.1_Frame_Sh NM_001007551 NP_001007552 Q6NSH3 CT455_HUMAN 0 CCCACAGGTGCAT 0.443

- 9 1115_1116 63fs|RBMX_uc004 NM_002139 NP_002130 P38159 HNRPG_HUMAN 1 TAAGATGGCGGG 0.465

- 1 105_113 M52_uc001aii.2_5' NM_178545 NP_848640 Q8NDY8 TMM52_HUMAN NA 0 cggcagcggcaggagc 0.569

- 2 317_319 EL1_uc009vlg.1_R NM_033467 NP_258428 Q495T6 MMEL1_HUMAN type II mem NA 0 GGTCACcagcagca 0.665

- 7 901_902 1_Intron|MST1P9_ NR_002729 NA 0 CGCCCGCCCCCC 0.658

- 14 3810 NM_001002912 NP_001002912 Q5RHP9 CA173_HUMAN Glu-rich. NA 5 CCTGCTGGACAG 0.557

- 2 283_285 NM_052941 NP_443173 Q96PP9 GBP4_HUMAN Poly-Val. NA 0 AATGGCCACCACC 0.483

+ 9 1146_1147 .2_Intron|KIAA1324 NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Pote NA 5 TTTCTACACACAC 0.49

- 5 580 NM_183058 NP_898881 Q7Z4W2 LYZL2_HUMAN NA 0 ACAGTCTTTTTTC 0.522

- 3 1279_1281172PP>P|POLL_uc NM_013274 NP_037406 Q9UGP5 DPOLL_HUMAN NA 0 GGTGGGAGGAG 0.591

+ 5 471_473 _p.L92del|TSPAN4 NM_003271 NP_003262 O14817 TSN4_HUMAN ical; (Potent NA 1 TCTTCCTGCTGCT 0.65 rs61867552

+ 1 800 NM_001004706 NP_001004706 Q8NGI4 OR4DB_HUMANcellular (Pote NA 2 TCCCCACAGAAAA 0.527

+ 2 598 NM_145719 NP_663771 Q6B0B8 TIGD3_HUMAN NA 0 TTCATTCCCCCCT 0.612

- 3 539_541 NM_006248 NP_006239 NA 0 GGGACTTGTTGTC 0.596

+ 2 1283 NM_021191 NP_067014 Q9HD90 NDF4_HUMAN NA 4 CTGGTACCCCCC 0.468

+ 18 2925_2926 NM_015267 NP_056082 O14529 CUX2_HUMAN CUT 2. NA 6 GTGCTGGGCCTG 0.629

- 2 307 k|ACAD10_uc001ts NM_006768 NP_006759 Q7Z569 BRAP_HUMAN NA 1 GTCGTCTTTTTTA 0.428

+ 15 1832 1uij.1_Frame_Shift_ NM_004764 NP_004755 Q96J94 PIWL1_HUMAN ng (By simila NA 2 GCCCTACCCCAAG 0.453

- 18 1872 0apo.2_Frame_Sh NM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN NA 4 TAGCTCAAAAAAA 0.289

+ 9 1035 p.G310fs|EML1_uc NM_004434 NP_004425 O00423 EMAL1_HUMAN NA 5 AATAGGTTTTTTT 0.428

- 430 NA 0 TTGCACGTGTCC 0.55

- 8 1119 LPX_uc010bhg.1_ NM_006660 NP_006651 O76031 CLPX_HUMAN NA 0 TTGTGCTTTTTCC 0.363

- 1 196 2_5'Flank|OGFOD1 NM_007006 NP_008937 O43809 CPSF5_HUMAN ary for RNA- NA 0 AGTGACCCCCCG 0.652

- 3 888_890 vjt.1_In_Frame_De NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN NA 1 GTCCTGCAGCAGC 0.65

- 10 1370_1372 _363SS>S|RANBP NM_020850 NP_065901 Q6VN20 RBP10_HUMAN Ser-rich. NA 1 gaggacgaggaggag 0.414

+ 8 1209_121102gnp.1_In_Frame_ NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN Gln-rich. NA 5 CTCAGCcagcagca 0.527

+ 2 737 p.P226fs|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN NA 4 ATCCCGCCCCTTG 0.423

+ 1 288 NM_001079935 NP_001073404 Q6IFN5 O7E24_HUMAN cellular (Pote NA 1 CACGGTCCCCAA 0.507

+ 6 1151 uc002oyi.2_RNA NM_013398 NP_037530 Q9NZL3 ZN224_HUMAN NA 2 CCATACGGGGGAG 0.428 rs13346417

- 14 2382_2384 H4_uc002pgb.1_In NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. NA 6 GCTCTCTCCTCCT 0.7

+ 4 510 Shift_Del_p.R102fs NM_152359 NP_689572 Q8TCG5 CPT1C_HUMAN intermembra NA 3 GGCTCCGGGGGG 0.672

- 7 1078 p.P143fs|SLC30A3 NM_003459 NP_003450 Q99726 ZNT3_HUMAN lasmic (Pote NA 0 CATTGCGGGGGG 0.607 rs146572471

+ 5 5867 NM_020923 NP_065974 Q9HCK1 ZDBF2_HUMAN NA 3 AAGGGGAAAAAAA 0.413

- 24 3343_3344_p.F771fs|RALGAP NM_020343 NP_065076 Q2PPJ7 RGPA2_HUMAN NA 1 AGGGAGAAAAAG 0.45

- 20 3610_3611p.D1040fs|SFRS15 NM_020706 NP_065757 O95104 SFR15_HUMAN NA 0 CTAGAATCTCTCTC 0.525

- 1 1860_1862 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. NA 10 ctgctggggctgctgctgc 0.483

- 11 3554_3556 .Q639del|SATB1_u NM_002971 NP_002962 Q01826 SATB1_HUMAN Poly-Gln. NA 4 GCGGTGCctgctgct 0.468

+ 14 1647 dgm.2_Frame_Shif NM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase NA 9 TCAACGGGGGG 0.602

- 25 4571 ce_Site_p.E1361_s NM_053025 NP_444253 Q15746 MYLK_HUMAN NA 9 GGCTCTGGGGGG 0.624 rs41431347

- 3 799_800 T80_uc003fda.2_R NM_173084 NP_775107 Q8IWR1 TRI59_HUMAN Potential. NA 0 AGGAAACTTTTTT 0.342

+ 7 1210 p.G315fs|SAMD7_ NM_182610 NP_872416 Q7Z3H4 SAMD7_HUMAN NA 1 ACAATTGGGGGGA 0.378

+ 5 386 _p.K36fs|FXR1_uc NM_005087 NP_005078 P51114 FXR1_HUMAN NA 1 ACTGTCAAAAAAA 0.333

+ 1 3375_3376 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 3 NA 0 CTGCTCACACGT 0.708

+ 12 1317_1318 gwa.3_Frame_Shif NM_014988 NP_055803 Q9UPQ0 LIMC1_HUMAN Potential. NA 4 GAGCGGAGAGAG 0.465

+ 15 2494_2495 NM_001977 NP_001968 Q07075 AMPE_HUMAN cellular (Pote NA 5 TTCAGGAATACTT 0.337

+ 3 269 GA1_uc003jov.2_R NM_181501 NP_852478 P56199 ITA1_HUMAN r (Potential). NA 3 CAACCCAAAAACA 0.343



+ 1 616_617 NM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN NA 2 GCCGCTGCCGCC 0.658 1038013;rs34838882

+ 1 989 HB12_uc011dak.1_ NM_018932 NP_061755 Q9Y5F1 PCDBC_HUMANr (Potential). NA 3 CAGCCTGGGATTT 0.428

- 2 331_333 e_Del_p.46_47EE NM_003472 NP_003463 P35659 DEK_HUMAN u-rich (highly NA 1 CACCTTTTtcctcctc 0.365

- 2 1324 odz.2_5'Flank|TAP NM_005453 NP_005444 O15209 ZBT22_HUMAN NA 1 ACAGGACCCCCAC 0.597

- 5 1557_155976_377EE>E|DAXX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN ial.|Necessa NA 23 ctcttcttcttcctcctcctcc 0.251

- 3 436 _p.Q109fs|SLC26A NM_052961 NP_443193 Q96RN1 S26A8_HUMAN ical; (Potent NA 2 TACCTTGGGGAAC 0.418

+ 24 4729 p.Y1552fs|CUL9_u NM_015089 NP_055904 Q8IWT3 CUL9_HUMAN NA 12 GCCAGGTACATTG 0.562

+ 7 581 ame_Shift_Del_p.W NM_005588 NP_005579 Q16819 MEP1A_HUMANPotential).|M NA 3 TCTGGTGGGACC 0.478

+ 1 570_572 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Ser. NA 0 TCCACTGcctcctcc 0.527

- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Pote NA 0 AGCGACATCATCA 0.586

+ 15 1890 bl.1_RNA|LIMK1_ NM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase NA 3 AAACTGCCCCCCG 0.657

+ 2 163 _Shift_Del_p.D13fs NM_145102 NP_659570 Q9Y2L8 ZKSC5_HUMAN NA 1 CTTAGACCCCCCA 0.483

+ 25 4379 MLL5_uc010ljf.1_Sp NM_182931 NP_891847 Q8IZD2 MLL5_HUMAN NA 3 TCTCTAGGGGGAG 0.463

+ 3 293 PO_uc010lpl.1_Int NM_198455 NP_940857 A2VEC9 SSPO_HUMAN EMI. NA 0 AGGCTGGGGGG 0.622

- 36 4449_4450 NK1_uc003xoj.2_F NM_020476 NP_065209 P16157 ANK1_HUMAN gulatory dom NA 9 ACGGATGACCCA 0.535

- 4 1442 NM_005328 NP_005319 Q92819 HAS2_HUMAN lasmic (Pote NA 15 ATTCTTGATTGTA 0.458

- 1 20_21 3ziz.1_Frame_Shif NM_134441 NP_604390 P04090 REL2_HUMAN NA 0 AGGTGGAAAAAA 0.535

- 15 2022 uc010mjv.2_Frame_ NM_022917 NP_075068 Q9H6R4 NOL6_HUMAN NA 2 CATCCAGGGGGCC 0.512

- 2 1659_1661 .2_In_Frame_Del_ NM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. NA 0 tcttcctcttcctcctcctcc 0.374

+ 15 2792 1mij.1_Frame_Shif NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN NA 13 CGTGGTGGGGGA 0.572

- 54 7719_7721 .2_In_Frame_Del_ NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMANp-rich.|Glu-ri NA 17 cctcatcttcctcctcctcc 0.438

- 15 4609_4611422EE>E|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. NA 30 tcctcctcttcctcctcctc 0.212

+ 4 753 vni.2_Frame_Shift_ NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Pote NA 1 AGTGGCTTTTTTT 0.537

+ 20 3859_3861 9vwt.2_In_Frame_ NM_002840 NP_002831 P10586 PTPRF_HUMANcellular (Pote NA 10 AGCAGCGGCGG 0.631

+ 7 1141_1142_p.V299fs|SNX7_uc NM_015976 NP_057060 Q9UNH6 SNX7_HUMAN NA 3 AAAGTTGAAGTT 0.287

+ 9 1376 NM_018420 NP_060890 Q8IZD6 S22AF_HUMAN ical; (Potent NA 2 GCCTTTAACATTG 0.473

+ 3 335 ECM1_uc001euu.2 NM_004425 NP_004416 Q16610 ECM1_HUMAN NA 3 GCAGCTCCCCCCT 0.587

+ 2 99 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. NA 0 CAAGTGCCCCCC 0.572 rs138365632

+ 11 2233 _p.D350fs|NPR1_u NM_000906 NP_000897 P16066 ANPRA_HUMAN(Potential).|P NA 7 CACCGACCCCCC 0.493

+ 9 2365 NM_021948 NP_068767 Q96GW7 PGCB_HUMAN EGF-like. NA 2 GGCTATGGGGGG 0.622

- 4 515 fun.1_Frame_Shift NM_003564 NP_003555 P37802 TAGL2_HUMAN NA 0 CTCCTTGGATTTC 0.468

+ 7 1327_1328_Ins_p.333_334ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T NA 1 CCACCAAGTCTG 0.658

+ 11 1627 32_splice|SRGAP2 NM_015326 NP_056141 O75044 FNBP2_HUMAN NA 0 ACACGGTAAGCA 0.441

- 13 1224 _p.L298fs|RGS7_uc NM_002924 NP_002915 P49802 RGS7_HUMAN protein gamm NA 7 AGGTGGCAAAAGA 0.438

- 2 211_213 1del|SYT15_uc001 NM_031912 NP_114118 Q9BQS2 SYT15_HUMAN type III mem NA 0 ATCAACAGCAGCA 0.631

- 13 8094_8095av.1_Frame_Shift_D NM_002417 NP_002408 P46013 KI67_HUMAN AA approxim NA 7 GTTCTTTGTGTGT 0.5

+ 16 1890 ren.1_Frame_Shift NM_024662 NP_078938 Q9H0A0 NAT10_HUMAN NA 2 TGCTCTCCGATGC 0.537

- 2 331_333 NM_000256 NP_000247 Q14896 MYPC3_HUMAN NA 3 TGACCTTGAGGTC 0.581

- 1 68 NM_001004471 NP_001004471 Q8NGQ4 O10Q1_HUMANcellular (Pote NA 2 GTGGCTGTGGTGA 0.512

- 23 2714_2715nuc.2_Frame_Shift NM_198334 NP_938148 Q14697 GANAB_HUMAN NA 5 CCCTATTATCACCA 0.535

+ 15 2573_2575 NM_015191 NP_056006 Q9H0K1 SIK2_HUMAN NA 3 AGCTACAGCAGCA 0.498

- 4 792 ame_Shift_Del_p.P NM_003455 NP_003446 O95125 ZN202_HUMAN NA 1 CGCCTTGGTCTCC 0.602

- 3 441_442 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[G NA 0 TTTCCTGGAGGT 0.604

- 3 502_503 NM_006248 NP_006239 NA 0 TTTCCTGGAGGT 0.594

+ 14 1837 00_splice|SLC4A8 NM_001039960 NP_001035049 Q2Y0W8 S4A8_HUMAN NA 5 GTTTCAGAGACTA 0.448

+ 1 270_271 NM_014212 NP_055027 O43248 HXC11_HUMAN NA 1 TCCTGCCCCAGG 0.644

+ 7 948_950 .L125del|SLC39A5 NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN lasmic (Pote NA 2 TATCCCTGCTGCT 0.635



+ 4 496_497 TSPAN31_uc010ss NM_005981 NP_005972 Q12999 TSN31_HUMAN cellular (Pote NA 0 TGGGTCATGAGC 0.421

+ 5 1001_10031vhk.1_In_Frame_ NM_006418 NP_006409 Q6UX06 OLFM4_HUMANfactomedin-li NA 1 AGTTTACAACAAC 0.433

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN NA 5 GAGGCAGAGAGA 0.386

- 4 459_460 ABCC4_uc001vmf NM_005845 NP_005836 O15439 MRP4_HUMAN smembrane NA 4 aatttttCCCAAAAATA 0.337

- 2 2145 NM_033132 NP_149123 Q96T25 ZIC5_HUMAN NA 0 GTGGCTGGGGGC 0.567

+ 1 690_692 NM_007129 NP_009060 O95409 ZIC2_HUMAN scriptional a NA 0 CGCGGCccaccacc 0.522

+ 44 4468 NM_001846 NP_001837 P08572 CO4A2_HUMAN le-helical reg NA 6 AGGAATCCCCCAG 0.687

+ 1 1556_1557 PABPN1_uc001wjj NM_004643 NP_004634 Q86U42 PABP2_HUMANeracts with SK NA 2 CGGGAGCCCCCG 0.564

+ 3 506_507 S4L2_uc001wlg.3_R NM_198083 NP_932349 D5KJA1 D5KJA1_HUMAN NA 1 GAAGCCTAATGG 0.53 rs61999853

- 13 3190_3192 NM_001103184 NP_001096654 Q68DA7 FMN1_HUMAN FH2. NA 1 TTGCACACCACCA 0.355

+ 17 1702 65_splice|JMJD7-P NM_001114633 NP_001108105 P0C869 PA24B_HUMAN NA 1 TGTGTAGACAAG 0.594

+ 9 1421 _Shift_Del_p.P432 NM_024505 NP_078781 Q96PH1 NOX5_HUMAN smic (Potent NA 2 GCCCCCTTTTTTT 0.537

- 17 2199 EFTUD1_uc002bgu NM_024580 NP_078856 Q7Z2Z2 ETUD1_HUMAN NA 1 TCACCTAACCTTTC 0.421

- 2 158_159 2cyh.2_RNA|NAGP NM_016256 NP_057340 Q9UK23 NAGPA_HUMANmenal (Poten NA 0 GGGAGGCGCGCG 0.767

+ 3 184_186 rf62_uc010vas.1_5 NM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. NA 1 CCACGTCCTCCTC 0.562

- 16 2205 VPS35_uc002eee.2 NM_018206 NP_060676 Q96QK1 VPS35_HUMAN NA 0 TAGAGCTTTTTTTA 0.368

+ 15 1643_1644_p.L371fs|PLD2_uc NM_002663 NP_002654 O14939 PLD2_HUMAN Catalytic. NA 5 CAATCTTATCACCA 0.614

+ 11 2629_263102gix.2_In_Frame_ NM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-ric NA 2 CGCCGTcaccacca 0.369

+ 1 24_26 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN NA 1 AGggacgaggagga 0.094

- 3 355_356 NM_031898 NP_114104 Q9BXF9 TEKT3_HUMAN NA 2 CGACTTTGTAGTA 0.535

+ 5 401 p.L120fs|SLC5A10 NM_001042450 NP_001035915 A0PJK1 SC5AA_HUMAN ical; (Potent NA 1 CACCTTACCTGAG 0.577

+ 1 443 NM_181710 NP_859061 Q8WWF5 ZNRF4_HUMANcellular (Pote NA 2 GGCGTCCCCCTG 0.687

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMAN lasmic (Pote NA 1 CCCGCCTTCTTC 0.601

+ 5 711 7_splice|DMRTC2_ NM_001040283 NP_001035373 Q8IXT2 DMRTD_HUMAN NA 0 TCCCTGGTAAGAT 0.386

- 2 46_48 NM_000894 NP_000885 P01229 LSHB_HUMAN NA 0 ATGCTCAGCAGCA 0.655

- 22 3498_350002psw.1_In_Frame_ NM_016148 NP_057232 Q9Y566 SHAN1_HUMAN NA 2 GGCCTTGATGATG 0.498

- 3 1626 k.2_Intron|ZNF814_ NM_001144989 NP_001138461 B7Z6K7 ZN814_HUMAN C2H2-type 9 NA 0 GGCTCCTAAGATG 0.443

- 1 1978_1980KIF3C_uc010ykr.1_ NM_002254 NP_002245 O14782 KIF3C_HUMAN y-Asn.|Poten NA 4 CGGTGGTTGTTG 0.621

- 4 1987 RAB11FIP5_uc002 NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN NA 0 CCTTTTGGTGTCC 0.612

+ 4 698 WBP1_uc002slk.1_ NM_012477 NP_036609 Q96G27 WBP1_HUMAN NA 0 AGAGTGCCCCCC 0.602

+ 3 759_761 02svy.2_In_Frame_ NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN lasmic (Pote NA 3 CAGTGAGGAGGA 0.532

+ 1 590 NM_014213 NP_055028 P28356 HXD9_HUMAN NA 0 CCCCGGCCCCCG 0.597

- 7 1769_1770_p.G574fs|SPHKAP NM_001142644 NP_001136116 Q2M3C7 SPKAP_HUMAN NA 10 TCTTTCACCCAGA 0.55

- 8 937_939 zpi.1_In_Frame_De NM_153269 NP_695001 Q9NUD7 CT096_HUMAN y-Lys.|Poten NA 0 ATTTTTTTCTTCTT 0.562

+ 7 904 2yrl.1_Frame_Shift_ NM_000628 NP_000619 Q08334 I10R2_HUMAN lasmic (Pote NA 0 CCACAGTTTTTGG 0.378

- 9 2028_2030216HH>H|C21orf5 NM_058180 NP_478060 P58505 CU058_HUMAN Poly-His. NA 1 CACAGCAtggtggtg 0.631

- 35 5235 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. NA 11 CTCTTTGGCCTGG 0.647

+ 18 4729 ayn.3_Frame_Shift NM_001162501 NP_001155973 Q9UPQ9 TNR6B_HUMAN NA 0 TGTGCTGGGGGG 0.483

- 11 1200_1202m.1_In_Frame_Del_ NM_139202 NP_631941 Q15049 MLC1_HUMAN ical; (Potent NA 1 gagcactagcagcagca 0.542

- 9 669 3bxi.1_Frame_Shif NM_018306 NP_060776 Q8WWA1 TMM40_HUMAN NA 0 TCACCTGCGTAAT 0.587

+ 3 392 _Shift_Del_p.F74fs NM_207404 NP_997287 Q6ZS27 ZN662_HUMAN KRAB. NA 0 GCAGCATTTCCAT 0.587

+ 7 802 3css.2_Splice_Site NM_207102 NP_996985 Q6X9E4 FBW12_HUMAN NA 0 GGTTTCAGGTTG 0.421

+ 7 761 3cyk.2_Frame_Shif NM_004186 NP_004177 Q13275 SEM3F_HUMAN Sema. NA 2 TCTTCTACCTGGA 0.612

- 17 3301_3302 dic.3_Frame_Shift_ NM_015224 NP_056039 Q9UK61 CC063_HUMAN NA 5 TTGTTGAAGTCAC 0.436

+ 21 3869 OBO2_uc011bgk.1 NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Pote NA 11 CTACCTCCCCCCC 0.433

- 4 2231 NM_001038705 NP_001033794 Q86SP6 GP149_HUMAN lasmic (Pote NA 6 CCTCCTGGTAGCC 0.423

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN NA 0 GAGAAGGAGGAG 0.562



+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 NA 0 GCTCACATGTGCC 0.683 123539;rs79888804

+ 9 1034_1035_p.S317fs|SLC34A2 NM_006424 NP_006415 O95436 NPT2B_HUMANcellular (Pote NA 5 TCCCTCGACTGC 0.515

- 6 908_909 DM5_uc010ine.2_In NM_018699 NP_061169 Q9NQX1 PRDM5_HUMAN2-type 2; aty NA 2 GTGCACTGAAGAA 0.376

- 21 2813_2814 D8_uc003lcc.1_Int NM_139199 NP_631938 Q9H0E9 BRD8_HUMAN NA 1 TAGGTTCTCTCTC 0.545

- 8 986_987 cyw.1_Frame_Shift NM_004134 NP_004125 P38646 GRP75_HUMAN NA 0 ACTCACCTCTCTC 0.431

- 8 1648_1649e_Ins_p.225_226in NM_000332 NP_000323 P54253 ATX1_HUMAN NA 4 TGCTGAGGtgctgc 0.366

- 22 3298_3300227SS>S|MAP3K5_ NM_005923 NP_005914 Q99683 M3K5_HUMAN NA 5 ACTCACTGCTGCT 0.483

+ 16 4100 .S1276fs|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN NA 2 AGCCAGTTACGAC 0.502

+ 13 3999 LP4_uc003qrg.2_In NM_020245 NP_064630 Q9NRJ4 TULP4_HUMAN NA 1 CCAGACCCCCCT 0.657

+ 5 714 MK1_uc003uab.2_F NM_002314 NP_002305 P53667 LIMK1_HUMAN PDZ. NA 3 CATTGACCCCCCG 0.677 rs150491142

- 5 964 2_Intron|GPC2_uc NM_152742 NP_689955 Q8N158 GPC2_HUMAN NA 2 GGGGACCCCCC 0.642

+ 4 467 NM_001283 NP_001274 P61966 AP1S1_HUMAN NA 0 TTTGATGGGGGGG 0.562

- 4 481 0lhr.2_Frame_Shif NM_178176 NP_835470 Q86VF5 MOGT3_HUMAN NA 2 CGATCCGGGGGCA 0.582

+ 18 2819 _uc011kkn.1_Intron NM_181552 NP_853530 P39880 CUX1_HUMAN NA 8 CTCGGTCCCCCC 0.642

- 5 1108_1109 3uzb.2_Frame_Sh NM_001146210 NP_001139682 P0CI01 SPDE6_HUMAN NA 0 CGCTATGACCATA 0.52

- 3 498 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Potential. NA 5 TCTTTTGTCTGCT 0.458

- 2 1009 NM_001098834 NP_001092304 Q14549 GBX1_HUMAN NA 0 GCTTTTCCCCCCA 0.577

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN NA 2 TACACCAAAAAAA 0.393

+ 12 1380 _p.P415fs|KIAA196 NM_199205 NP_954675 Q8N163 K1967_HUMAN NA 3 CGGGACCCCCC 0.582

+ 9 2311 el_p.P333fs|AKAP NM_001136562 NP_001130034 Q9Y2D5 AKAP2_HUMAN Potential. NA 6 TGGAATCCCCCGC 0.512

+ 13 2110_2112E598del|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMAN lasmic (Pote NA 1 CAGCGAGGAGGA 0.739

+ 3 1008 me_Shift_Del_p.G2 NM_001097579 NP_001091048 Q9UPC5 GPR34_HUMAN lasmic (Pote NA 1 AAGATTGGGAAGA 0.313

+ 5 731 _Site_p.N130_splic NM_001493 NP_001484 P31150 GDIA_HUMAN NA 0 TTCCTTAGATCTG 0.545

+ 31 5454 NM_017514 NP_059984 P51805 PLXA3_HUMAN lasmic (Pote NA 3 TGCTCTACATCCG 0.587

- 3 1058 _p.K83fs|RERE_uc NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 CGAGACTTTTTTT 0.453

+ 4 753 vni.2_Frame_Shift_ NM_014874 NP_055689 O95140 MFN2_HUMAN lasmic (Potential). 1 AGTGGCTTTTTTT 0.537

+ 8 1361_13621byu.2_Frame_Shi NM_005095 NP_005086 Q5VZL5 ZMYM4_HUMANMYM-type 2. 5 GAACTGAAAAAAA 0.342

- 4 1243_1245 IP1_uc010oid.1_R NM_024700 NP_078976 Q8TAD8 SNIP1_HUMAN Poly-Glu. 2 CTTCTTCCTCCTC 0.448

- 8 1192 B1_uc001cyr.1_Int NM_021080 NP_066566 O75553 DAB1_HUMAN PID. 3 TGTGCCTTTTTTT 0.393

+ 2 574 PGM1_uc010ooz.1_ NM_002633 NP_002624 P36871 PGM1_HUMAN 3 ACCCAGGGGGC 0.433

+ 4 780 _p.L168fs|VANGL1 NM_138959 NP_620409 Q8TAA9 VANG1_HUMAN Name=2; (Potential). 1 GGGCACTTTTTTT 0.493

+ 9 3614 Shift_Del_p.L1172f NM_020832 NP_065883 Q8N1G0 ZN687_HUMAN 4 GGGCTGGGGGA 0.622

+ 6 739 B4_uc001eyb.1_3 NM_002796 NP_002787 P28070 PSB4_HUMAN 2 TCACCGAAAAAGG 0.443

- 4 633 _Del_p.G127fs|SCA NM_005698 NP_005689 O14828 SCAM3_HUMAN lasmic (Potential). 3 CTGTGCCCCCCA 0.517

+ 8 1428 9xcu.1_Frame_Shi NM_014388 NP_055203 Q68CQ4 DIEXF_HUMAN 0 TTGCTTCCCCCCT 0.468

+ 20 2533 K725fs|MYO3A_uc0 NM_017433 NP_059129 Q8NEV4 MYO3A_HUMANyosin head-like. 18 AATTTCAAAAAAA 0.338

+ 1 78_80 kxp.1_In_Frame_D NM_014720 NP_055535 Q9H2G2 SLK_HUMAN Poly-Lys. 8 GAGCGAGAAGAA 0.448

+ 14 2026_2027kyv.2_Frame_Shift_ NM_016824 NP_058432 Q9UEY8 ADDG_HUMAN 5 CGAACGTAAACA 0.406 rs141186367

- 24 2496_2498 PC3_uc010rhl.1_I NM_000256 NP_000247 Q14896 MYPC3_HUMANonectin type-III 1. 3 GTAGCTCTTCTTC 0.601

+ 1 94 NM_001004711 NP_001004711 Q8NGE8 OR4D9_HUMAN Name=1; (Potential). 0 TTCCTGTTTTTGG 0.428

- 12 1314 _Splice_Site_p.C35 NM_016931 NP_058627 Q9NPH5 NOX4_HUMAN 2 GGACACTAAAAAA 0.292 rs56022003

+ 10 1135 _p.H268fs|C11orf54 NM_014039 NP_054758 Q9H0W9 CK054_HUMAN 0 ACACTCATTTTTTT 0.378

- 7 1531 ppo.2_Frame_Shift NM_032725 NP_116114 Q9BRD0 BUD13_HUMAN Potential. 2 TTACCCTTTTCCC 0.448

+ 7 774_776 pqg.2_In_Frame_D NM_001040455 NP_001035545 Q8NBJ9 SIDT2_HUMAN cellular (Potential). 0 TTTATGTGGTGGT 0.463

- 6 2413 zal.2_Frame_Shift_ NM_182557 NP_872363 Q86UU0 BCL9L_HUMAN teraction with CTNNB1 (By 2 CCAGCGGGGGG 0.642 rs147951163

- 7 687 NM_001145018 NP_001138490 Q494R4 CC153_HUMAN 0 ATCCAGGGGGGG 0.567

- 28 4472_4474WF_uc010set.1_Int NM_000552 NP_000543 P04275 VWF_HUMAN site for platelet glycoprotein 12 ATGACCTTCTTCT 0.611 rs141990425



+ 2 157 40B_uc001ruq.1_F NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5 AGCTATCCCCCCC 0.607

- 26 3234 p.P1074fs|SMARC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN Pro-rich. 6 GTCCAGGGGGG 0.577

+ 7 948_950 .L125del|SLC39A5 NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN lasmic (Potential). 2 TATCCCTGCTGCT 0.635

+ 1 123_124 s_p.A30fs|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN 12 AGCCGGCCCACC 0.649 rs71453134

- 10 1917_1918_p.R637fs|ZC3H13_ NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Arg/Ser-rich. 2 CAAACCTCTCTC 0.337

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

+ 6 1323 _p.F214fs|CYSLTR2 NM_020377 NP_065110 Q9NS75 CLTR2_HUMAN Name=5; (Potential). 2 CTGCCATTTTTCA 0.488

- 4 579_580 h.2_RNA|EBPL_uc NM_032565 NP_115954 Q9BY08 EBPL_HUMAN ical; (Potential). 0 CACCGTTAAAAAA 0.48

- 16 2406 _Shift_Del_p.I648f NM_014953 NP_055768 Q9Y2L1 RRP44_HUMAN 1 CATGAATTTTTTT 0.358

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GAGGCAGAGAGA 0.386

+ 1 690_692 NM_007129 NP_009060 O95409 ZIC2_HUMAN scriptional activation or rep 0 CGCGGCccaccacc 0.522

+ 14 4097 wwe.3_Frame_Shi NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7 CAGTGCAAAAAAA 0.328 rs143681767

+ 4 371 D12B_uc001wyr.2_ NM_181533 NP_853511 Q7Z5M8 AB12B_HUMAN 1 GCTGCCGGGGGG 0.493

- 14 2876 0twc.1_Frame_Shi NM_007039 NP_008970 Q16825 PTN21_HUMAN 4 GACCAATTTTTTT 0.393

- 3 499 1ybp.2_Intron|BTBDNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 GTTCTCTTTTTTT 0.438

+ 8 1064_1066NK_uc001ygg.3_In NM_001099402 NP_001092872 O75909 CCNK_HUMAN Poly-Gln. 0 CAGCCCAGCAGCA 0.621

+ 3 400 IREB2_uc002bdq.2 NM_004136 NP_004127 P48200 IREB2_HUMAN 0 GTGCCCTTTTTCC 0.358

- 1 253_255 CHRNA3_uc002be NM_000743 NP_000734 P32297 ACHA3_HUMAN 4 cagagacagcagcag 0.601 rs66793222

- 1 929_930 ur.2_3'UTR|TIGD7_ NM_033208 NP_149985 Q6NT04 TIGD7_HUMAN y similarity).|HTH psq-type. 0 CTTCTTATTTTTTT 0.361

+ 3 184_186 rf62_uc010vas.1_5 NM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. 1 CCACGTCCTCCTC 0.562

- 2 423_425 02dxs.2_In_Frame_ NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 CCCCCCATCATCA 0.532

+ 10 1762 gjf.2_Frame_Shift_ NM_001005273 NP_001005273 Q12873 CHD3_HUMAN Chromo 1. 1 GTCCCACCCCCCC 0.577

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 GGGCCGGGGGC 0.597 rs139867246

- 9 1016 C18orf34_uc002kxo NM_001105528 NP_001098998 Q5BJE1 CR034_HUMAN Potential. 1 CCTCCATTTTTTT 0.318

+ 4 443_444 PC2_uc002mix.1_ NM_003083 NP_003074 Q13487 SNPC2_HUMAN 0 TCCAAGCCCCCC 0.644

+ 2 813_814 NM_001105570 NP_001099040 A8MXV4 NUD19_HUMAN 0 CTTTGCCTCTCTC 0.45

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMAN lasmic (Potential). 1 CCCGCCTTCTTC 0.601

- 5 492 2oeb.3_Frame_Shi NM_032838 NP_116227 Q969W8 ZN566_HUMAN 0 AAATGTCCCCCCT 0.393

+ 4 1303_130502qlt.2_In_Frame_D NM_007279 NP_009210 P26368 U2AF2_HUMAN 1 CCACGAGAAGAA 0.645

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

- 4 737_739 02svr.2_In_Frame_ NM_017849 NP_060319 O75204 TM127_HUMAN 0 TCTTATGCTGCTG 0.557

+ 3 759_761 02svy.2_In_Frame_ NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN lasmic (Potential). 3 CAGTGAGGAGGA 0.532

+ 30 4637 Shift_Del_p.K1503 NM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15 CAAAATAAAAAAA 0.408

+ 1 982 _uc002ukn.2_Intron NM_019558 NP_062458 P13378 HXD8_HUMAN Poly-Pro. 0 gccacctcccccCTGC 0.502

- 20 3322 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 TTGGACAAAAAAA 0.318

- 15 1903 _Shift_Del_p.I1816 NM_152525 NP_689738 Q53TS8 AL2SA_HUMAN 3 CTTTTAATTTTTTTT 0.323

- 3 493 NM_014617 NP_055432 P11844 CRGA_HUMAN a crystallin 'Greek key' 4. 0 TCTGCACCCCCCC 0.532

- 31 4618_4620 2yzp.2_In_Frame_ NM_022115 NP_071398 P57071 PRD15_HUMAN Poly-Gln. 0 TACATCTGCTGCT 0.611

- 1 912_914 zma.2_Intron|uc00 NM_031890 NP_114096 Q9BXQ6 CECR6_HUMAN 0 CCAGCCCACCACC 0.709

- 21 3201_3203 1agl.1_In_Frame_ NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Glu-rich. 0 GGCGAGGctcctcc 0.453

+ 7 1464 339674_uc003bba. NM_004599 NP_004590 Q12772 SRBP2_HUMANBy similarity).|Cytoplasmic (P 4 TGATGTCCCCCCC 0.522

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMAN Potential).|Helical; (Potentia 0 ctgctggcgctgctgctgc 0.562

- 27 3223 t.2_RNA|CLASP2_ NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 CACCCATTTTTTT 0.343

- 2 2200_2203_Shift_Del_p.R660f NM_194293 NP_919269 Q702N8 XIRP1_HUMAN Xin 15. 8 GACGTGTCTGTC 0.618

+ 52 5572 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 GTGATACCCCCCC 0.597

- 14 3144 dbf.1_Frame_Shift NM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2 CAGCTGTTTTTTT 0.498

- 5 2710_2711ns_p.K325fs|FILIP1 NM_182909 NP_878913 Q4L180 FIL1L_HUMAN Potential. 1 GATTTAGTTTTTTT 0.406



- 3 713_715 1bns.1_In_Frame_ NM_015472 NP_056287 Q9GZV5 WWTR1_HUMANtential.|Gln-rich. 4 AGTTTCTGCTGCT 0.581

- 28 3481_3482 3A3_uc003ftx.3_5' NM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1 TGACCCAAAAAA 0.381

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

+ 1 3591_3592 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0 CCTGCTCACACG 0.663

+ 16 2842 K853fs|FAM193A_u NM_003704 NP_003695 P78312 F193A_HUMAN 3 CAACCTAAAAAAA 0.453

+ 4 1265 C1D1_uc010ifd.2_I NM_015173 NP_055988 Q86TI0 TBCD1_HUMAN PID. 1 GACACCAAAAAAA 0.313

- 61 9721_9722 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN WD 1. 3 ATCTCCCACACAC 0.51

- 1 538_540 RC3_uc011cdn.1_In NM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 tactcctcttcctcctcctc 0.369

+ 8 1187_1189_p.P363del|NPNT_ NM_001033047 NP_001028219 Q6UXI9 NPNT_HUMAN Pro-rich. 1 CTACTCCACCACC 0.522

+ 3 335 SC9_uc003ieb.2_F NM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0 GGTATTCTTTTTTT 0.383

+ 5 535_536 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0 ATGGAAAATATCTT 0.361

+ 1 878_879 NM_024563 NP_078839 0 TTTGGGTGTGTG 0.421

- 4 512_513 NM_001737 NP_001728 P02748 CO9_HUMAN MACPF. 0 TCTGCAGGGGGG 0.46

- 12 2431 03jtq.2_RNA|ADAM NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Disintegrin. 0 TTACCCCTTTTTCA 0.408

- 2 1109_1111 60DD>D|TAF9_uc NM_003187 NP_003178 Q16594 TAF9_HUMAN Poly-Asp. 0 tatcatagtcatcatcatc 0.256

- 8 1648_1649e_Ins_p.225_226in NM_000332 NP_000323 P54253 ATX1_HUMAN 4 TGCTGAGGtgctgc 0.366

- 5 1078 _uc003ntw.2_Frame NM_004640 NP_004631 Q13838 DX39B_HUMANcase ATP-binding. 0 ACCACCAAAAAAA 0.512

- 2 1047 _Shift_Del_p.G134f NM_033177 NP_149417 O95872 GPAN1_HUMAN ANK 1. 0 GATATTCCCCCCA 0.632

- 4 1648 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 GTCGCCTTTTTTC 0.493

+ 23 2346_2348ame_Del_p.A667d NM_018426 NP_060896 Q5T3F8 TM63B_HUMAN 3 CCCCACTGCTGC 0.591

- 14 1681_1682ame_Shift_Del_p.E NM_001144769 NP_001138241 Q03001 DYST_HUMAN 14 GGGCCTTCTCTCT 0.441

+ 22 2625_2626 jb.3_Frame_Shift_ NM_003318 NP_003309 P33981 TTK_HUMAN p.R838fs*4(3) 11 ACTTTTGAAAAAAA 0.302

+ 3 1448 _p.A171fs|TPBG_uc NM_006670 NP_006661 Q13641 TPBG_HUMAN cellular (Potential). 1 TCTCGGCCCCCA 0.647

- 16 1855 psb.3_Frame_Shift NM_007214 NP_009145 Q9UGP8 SEC63_HUMANCytoplasmic (Potential). 2 GGTTTCTTTTTTT 0.368

- 1 310_312 rame_Del_p.72_73 NM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 ggggtggcgatggtggt 0.527 rs10951154

- 49 7301 toa.1_Intron|PKD1 NM_138295 NP_612152 Q8TDX9 PK1L1_HUMAN cellular (Potential). 11 CCACAGCCCCCAG 0.582

- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Potential). 0 AGCGACATCATCA 0.586

- 12 2387 _p.G539fs|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN(Potential).|Protein kinase. 15 AGCCGCCCCCG 0.642

- 5 745 0lhr.2_Frame_Shif NM_178176 NP_835470 Q86VF5 MOGT3_HUMAN 2 TGCGCACCCCCC 0.677

- 4 543 03ves.2_Frame_Sh NM_000111 NP_000102 P40879 S26A3_HUMAN ical; (Potential). 4 GCTGGGAAAAAGG 0.448 rs75733585

- 2 110 3vey.2_Frame_Sh NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN 8 AGGTGCAAAAAAA 0.308

- 9 1235_1237 NM_003941 NP_003932 O00401 WASL_HUMAN Pro-rich. 0 CCCTagcaggaggag 0.443

- 10 1741_174303vtb.2_In_Frame_ NM_012450 NP_036582 Q9UKG4 S13A4_HUMAN 0 TTTGGTCTTCTTC 0.409

- 10 976 vue.2_Frame_Shift NM_001139456 NP_001132928 Q8N434 SVOPL_HUMAN 0 CTGAGTCCCCCCC 0.557

- 13 2898 NM_020119 NP_064504 Q7Z2W4 ZCCHV_HUMAN ARP catalytic. 1 ACGACGTTTTTGG 0.383

- 2 227 uc003wda.2_5'Flan NM_005232 NP_005223 P21709 EPHA1_HUMANcellular (Potential). 5 TCTTTTGGGGGAT 0.542

+ 1 162_164 _uc010luh.1_5'UTR NM_004331 NP_004322 O60238 BNI3L_HUMAN 0 CCTGCACAACAAC 0.655

- 7 969_971 n|PBK_uc011lap.1_ NM_018492 NP_060962 Q96KB5 TOPK_HUMANProtein kinase. 0 TACCTTCATCATC 0.3 rs116080983

+ 1 804_805 01463_uc003xvh.2_ NM_152414 NP_689627 Q8NFJ8 BHE22_HUMAN Gly-rich. 0 cgggaagtggcggcgg 0.584

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

+ 9 1450_1451 RRCC1_uc003ycx NM_033402 NP_208325 Q9C099 LRCC1_HUMAN Potential. 0 GACCAAGAGAGA 0.267

- 8 1394_1396 NM_000498 NP_000489 P19099 C11B2_HUMAN 0 TGGTGCAGCAGC 0.685

+ 9 2311 el_p.P333fs|AKAP NM_001136562 NP_001130034 Q9Y2D5 AKAP2_HUMAN Potential. 6 TGGAATCCCCCGC 0.512

- 15 1633_1635 NM_003086 NP_003077 Q5SXM2 SNPC4_HUMAN 0 CCTCCTCgctgctgc 0.473 266724;rs34222232

+ 20 2671_2673p.E837del|CNKSR2 NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN ential.|Poly-Glu. 2 gaggaagaggaggag 0.379

- 10 4018_4020 3_In_Frame_Del_p NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Asp. 30 TGTCGTCATCATC 0.379

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 TGGTCTGATGATG 0.448



+ 7 512_514 j.1_In_Frame_Del_ NM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3 GACACCgaggagga 0.522

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 AGGTTATTTTTTT 0.413

- 19 3543_3545ag.1_In_Frame_De NM_001009566 NP_001009566 O94985 CSTN1_HUMAN cidic).|Cytoplasmic (Potentia 1 tcttcctcttcctcctcctcc 0.537

+ 4 817 1aug.1_Frame_Sh NM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0 GCTACTGTTTTTT 0.458 rs7513079

- 28 3551_3553 1bab.2_In_Frame_ NM_022089 NP_071372 Q9NQ11 AT132_HUMAN ical; (Potential). 4 AGACCCAGCAGCA 0.675

+ 9 1046_1047vpc.2_Frame_Shift NM_012387 NP_036519 Q9UM07 PADI4_HUMAN 2 CTGAGGAGGAGA 0.55

- 16 1782_1783 _Ins_p.383_384ins NM_183008 NP_892120 Q5T124 UBX11_HUMAN em repeats of P-G-P-G-P-G 1 ccgggaccgggactgg 0.287 rs151149897

+ 16 4351_4353w.1_In_Frame_Del_ NM_006015 NP_006006 O14497 ARI1A_HUMAN Gln-rich. 334_R1335ins 142 CCCCCCgcagcagc 0.512

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 TTAGAGTCTCTCT 0.406

+ 20 3859_3861 9vwt.2_In_Frame_ NM_002840 NP_002831 P10586 PTPRF_HUMANcellular (Potential). 10 AGCAGCGGCGG 0.631

+ 1 2682_2683 NM_004474 NP_004465 O60548 FOXD2_HUMAN Fork-head. 0 CAAGATCCCCCG 0.644

- 2 1873_1875wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN proximate tandem repeats. 5 CCTCCGGCTCCT 0.68

+ 8 1233_1234 9wxs.2_Frame_Sh NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GCCAAAGAGAGA 0.51

+ 7 922_923 NM_024529 NP_078805 Q6P1J9 CDC73_HUMAN 49 TCAGCAGAGAGA 0.401 356649;rs145694828

+ 4 474 hpl.2_Frame_Shift NM_001136018 NP_001129490 P07099 HYEP_HUMAN 4 GTGAAGCCCCCC 0.627

- 20 2528_2530 E813del|SFMBT2_ NM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8 AGTCTCTCCTCCT 0.596

- 2 551 ame_Shift_Del_p.M NM_020848 NP_065899 Q9P266 K1462_HUMAN 4 CTTCTTCATCACA 0.557

+ 11 1139 _p.P292fs|NFKB2_ NM_001077494 NP_001070962 Q00653 NFKB2_HUMAN RHD. 3 CGGACACCCCCC 0.567

- 16 2264 _p.G617fs|ADAM1 NM_003474 NP_003465 O43184 ADA12_HUMAN ar (Potential).|Cys-rich. 9 GTGGGTCCCCCG 0.552

+ 1 167_168 NM_001001480 NP_001001480 Q701N2 KRA55_HUMAN 1 ggctgtggaggctgtggg 0.139 rs144216147

- 2 955_957 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3 TTGGCTGGTGGTG 0.537 rs2234451

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMAN Name=3; (Potential). 1 ATGTATTTCTTCTT 0.517

- 3 502_503 NM_006248 NP_006239 0 TTTCCTGGAGGT 0.594

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

+ 23 5212_5213scj.2_Frame_Shift_ NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 GGTGACTGTGTGT 0.436

+ 2 164 H16_uc010sqx.1_In NM_007264 NP_009195 O15218 GP182_HUMAN cellular (Potential). 1 GACCTTGGAGAG 0.602

- 21 3042 0tbb.1_Frame_Shift NM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4 ACGATGGGGGG 0.652 rs12321697

+ 1 1529_1531 NM_030979 NP_112241 Q9H361 PABP3_HUMAN 4 GTCctgcagctgctgct 0.414

+ 9 1488 uqw.2_Frame_Shif NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1 GCATGGCCCCCCA 0.667

+ 4 341 NM_194318 NP_919299 Q6Y288 B3GLT_HUMANmenal (Potential). 2 GCAGTTAAAAAAA 0.373 rs141154947

- 1 1241_1243 NM_024496 NP_078772 Q9H1B7 I2BPL_HUMAN y-Gln.|Potential. 0 gctgctgctgttgctgctg 0.266 rs28718623

+ 6 1530 _p.P385fs|RIN3_uc NM_024832 NP_079108 Q8TB24 RIN3_HUMAN Pro-rich. 3 GTCCCGCCCCCCA 0.622

- 30 5230_5231p.K1733fs|SPG11_ NM_025137 NP_079413 Q96JI7 SPTCS_HUMANcellular (Potential). 5 CATGGCATTTTTTC 0.391

+ 2 2046_2048p.L591del|SLC24A1 NM_004727 NP_004718 O60721 NCKX1_HUMAN ical; (Potential). 0 AGAGCCTGCTGC 0.547

+ 6 864_865 cts.3_Frame_Shift_ NM_004221 NP_004212 P24001 IL32_HUMAN 1 GGGGGACAAGGA 0.574 rs2981599

+ 8 1669_1671 NM_139170 NP_631909 Q8IYS4 CP071_HUMAN 1 CAGTGAGGAGGA 0.611

+ 15 1993_1995p.S436del|SLC5A1 NM_052944 NP_443176 Q8WWX8 SC5AB_HUMAN lasmic (Potential). 2 GAGGCCAGCAGCA 0.542

+ 2 594 _p.Y109fs|ADCY7_ NM_001114 NP_001105 P51828 ADCY7_HUMAN ical; (Potential). 1 TGGGCTATGTGCT 0.642

+ 4 874 NM_000196 NP_000187 P80365 DHI2_HUMAN 0 TTCCCTGGGGGG 0.428

+ 16 2021_2023me_Del_p.S561del NM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4 cagcggtagcagcagca 0.458

- 10 11252_112543_uc002fcl.2_In_F NM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gly. 4 GTACGAgccgccgc 0.394

+ 16 1881_1882vnq.1_Frame_Shift NM_198390 NP_938204 Q8IY22 CMIP_HUMAN 0 CCAACTGCAGATC 0.589

+ 4 1276_1278 SMCR7_uc010vxq NM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0 CGGCGGCTGCTG 0.685

- 7 830 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0 CTCCAGTTTTTGG 0.363

+ 5 1150 P10_uc002hxw.1_5 NM_021939 NP_068758 Q96AY3 FKB10_HUMAN 1 GGAGCTCCCCCC 0.632

- 28 3121_3122_p.D919fs|EFTUD2 NM_004247 NP_004238 Q15029 U5S1_HUMAN 1 GATCATCGAAGA 0.52

+ 3 312 me_Shift_Del_p.P52 NM_003110 NP_003101 Q02086 SP2_HUMAN 0 CCTGCTCCCCCAC 0.547



+ 20 2950_29510195_uc010wsb.1_ NM_014738 NP_055553 Q12767 K0195_HUMAN 1 CGAGATCCCCCC 0.614

+ 9 1159 _p.I335fs|EVI5L_u NM_145245 NP_660288 Q96CN4 EVI5L_HUMAN 1 AGTGATCCCCCAC 0.627

+ 5 712 .2_RNA|CARM1_u NM_199141 NP_954592 Q86X55 CARM1_HUMAN 0 GGCTCTGGGATCC 0.597

- 1 1072 xoa.1_Frame_Shift NM_017506 NP_059976 Q15622 OR7A5_HUMAN Name=7; (Potential). 2 CAGCATGGGGGTG 0.453

- 5 1002_1052_uc010xsw.1_5'Flan NM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich. S274_S290del( 3 gccgccactgctgccgc 0.303 79970;rs144877871;rs147522263;rs140071083;rs138

- 1 207_208 oad.1_Frame_Shif NM_198538 NP_940940 Q6UWP8 SBSN_HUMAN 1 CCCACCTCTCTC 0.579

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1 TCCATCTCCTCCT 0.631

- 9 1206 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMAN lasmic (Potential). 0 ATGAAGAATTCCT 0.577

+ 12 1271_1273p.Q407del|NUCB1_ NM_006184 NP_006175 Q02818 NUCB1_HUMAN ential.|Poly-Gln. 0 cagcggaagcagcagc 0.522

+ 4 1303_130502qlt.2_In_Frame_D NM_007279 NP_009210 P26368 U2AF2_HUMAN 1 CCACGAGAAGAA 0.645

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

+ 5 1121_1123 ypt.1_In_Frame_D NM_014562 NP_055377 P32242 OTX1_HUMAN His-rich. 2 CTCAGGccaccacc 0.537

- 2 855 GOLN2_uc002spb NM_006464 NP_006455 O43493 TGON2_HUMAN l).|10.|14 X 14 AA tandem r 0 TCTTTTGGGGTCT 0.572

- 23 3871 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 GCTAATATTTTTTT 0.418

+ 6 915_916 2vch.2_Frame_Shi NM_001142300 NP_001135772 Q8N7R7 CCYL1_HUMAN clin N-terminal. 0 GTTCTGGGAGCC 0.431

- 3 493 NM_014617 NP_055432 P11844 CRGA_HUMAN a crystallin 'Greek key' 4. 0 TCTGCACCCCCCC 0.532

- 11 1963_1964 fwe.1_Frame_Shift NM_005689 NP_005680 Q9NP58 ABCB6_HUMAN 2 ACATGTTCTCCATG 0.49

+ 6 641 NS1_uc010zte.1_R NM_021067 NP_066545 Q14691 PSF1_HUMAN 2 TCCTATTAAAAAAA 0.299

+ 5 716 _Shift_Del_p.P210 NM_022896 NP_075047 Q9BQK8 LPIN3_HUMAN 4 GAGTGGCCCCCC 0.458

- 3 453_455 me_Del_p.L72del|S NM_194255 NP_919231 P41440 S19A1_HUMAN ical; (Probable). 0 TGGCCCAGCAGCA 0.645

- 3 428_430 _19DD>D|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0 GCTCGTCATCATC 0.532 rs145794160

+ 4 2301_2318FH_uc003afp.2_5'U NM_021076 NP_066554 P12036 NFH_HUMAN K-S-P-[AEPV]-[EAK]- [AEVK 0 AAGTCCCCAGAG 0.55 448451;rs57188573;rs117283469

+ 2 372_374 1_Intron|LOC33967 NM_004599 NP_004590 Q12772 SRBP2_HUMANch.|Cytoplasmic (Potential). 4 agcagtggcagcagcag 0.365

+ 1 Translation_Start_Site|CACNA1 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN 11 tgttcgtGgatgatgatg 0.246

- 7 1127 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3 AACAATAATTGCC 0.383

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

+ 13 1713_1714 _p.K518fs|PAPD7_ NM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1 GAAAAAACACACA 0.653

- 3 512_514 0jii.2_In_Frame_D NM_138379 NP_612388 Q96H15 TIMD4_HUMAN ar (Potential).|Thr-rich. 2 GGGGCTTGTTGT 0.537

- 2 742 2_5'Flank|ATF6B_u NM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0 GAGCTCCCCCCA 0.587

+ 11 1688 _p.H408fs|FOXP4_ NM_001012426 NP_001012426 Q8IVH2 FOXP4_HUMAN 1 CGTGCACCCCCCG 0.682

- 17 3632 _Shift_Del_p.P119 NM_014780 NP_055595 Q14999 CUL7_HUMAN 4 ACAGGAGGGGGT 0.632

- 24 2621 3pkc.2_Frame_Shif NM_014841 NP_055656 O60641 AP180_HUMAN 1 AAATTCCAAGATCT 0.259

+ 6 1344 sna.1_Frame_Shift NM_001037165 NP_001032242 P85037 FOXK1_HUMAN 2 AGGGCTCCCCCA 0.647

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0 CATCCCAGCAGCA 0.562

- 6 853_854 3sxa.1_Frame_Shif NM_001127453 NP_001120925 O60443 DFNA5_HUMAN 1 GGGGTCCAGGTA 0.47

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 ccagctccagcagcagc 0.365

- 2 382 OLM_uc003tka.1_5 NM_013284 NP_037416 Q9NP87 DPOLM_HUMAN BRCT. 3 GAGCTGGGGGG 0.637

- 7 981 p.K270fs|KRIT1_uc NM_194456 NP_919438 O00522 KRIT1_HUMAN 3 CTGCCATTTTTCC 0.338

- 15 1860 s|TAF6_uc011kji.1_ NM_139315 NP_647476 P49848 TAF6_HUMAN 2 GTGCTGGGGGG 0.657

- 8 1217 cy.2_Frame_Shift_ NM_019042 NP_061915 Q96PZ0 PUS7_HUMAN 1 AGTGGGTTTTTTT 0.398

+ 1 431_433 IC_uc003vhg.2_5'F NM_199072 NP_951038 Q9P1T7 MDFIC_HUMAN 1 GGCggaagaggagga 0.616

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

+ 1 162_164 _uc010luh.1_5'UTR NM_004331 NP_004322 O60238 BNI3L_HUMAN 0 CCTGCACAACAAC 0.655

- 11 2018_2019ds.1_Frame_Shift_ NM_014682 NP_055497 O60284 ST18_HUMAN 5 GATTCGATTTTTT 0.411

- 6 1265_1266 _Shift_Ins_p.K209 NM_002568 NP_002559 P11940 PABP1_HUMANE1-binding.|RRM 3. 0 AGCTCCTTTCCG 0.371 rs140822921

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 aggggatgaggaggag 0.552 4;rs2272753;rs137878905



+ 20 2671_2673p.E837del|CNKSR2 NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN ential.|Poly-Glu. 2 gaggaagaggaggag 0.379

+ 4 621_623 2_In_Frame_Del_p NM_005676 NP_005667 P98175 RBM10_HUMAN Poly-Arg. 5 CGTAGGCGGCGG 0.65

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN 0 CCTCGAGGCAGC 0.584

+ 20 4967 1aoj.2_Frame_Shif NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9 ATGAACAAAAAAA 0.473

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 TTAGAGTCTCTCT 0.406

- 1 145 way.2_5'Flank|MIE NM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2 CACCCCTTTTTTT 0.622

+ 6 814_816 W3_uc010oqx.1_In NM_138467 NP_612476 Q6IPR3 TYW3_HUMAN 2 TGAAAATGATGAT 0.33 rs112765232

+ 4 581 .2_Intron|CLCA4_u NM_012128 NP_036260 Q14CN2 CLCA4_HUMAN 2 TAAGTCAAAAAAA 0.403

- 3 680_681 _p.R48fs|GBP5_uc NM_052942 NP_443174 Q96PP8 GBP5_HUMAN P (By similarity). 1 CCAGTGCGATAGA 0.495 7825788;rs61732537

- 2 873 _p.P14fs|SLC16A1 NM_003051 NP_003042 P53985 MOT1_HUMAN lasmic (Potential). 1 CCATCTGGGGGG 0.423

+ 9 2365 NM_021948 NP_068767 Q96GW7 PGCB_HUMAN EGF-like. 2 GGCTATGGGGGG 0.622

+ 23 3123 fqk.1_Frame_Shift NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN Pro-rich. 3 GGCCTACCCCCCG 0.607

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMAN cellular (Potential). 2 TGGCTGGGGGG 0.552

+ 17 2658_2659gqh.2_Frame_Shift NM_173156 NP_775179 Q92540 SMG7_HUMAN 3 CCTCTAGAAAAAA 0.45

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

- 3 527 e_Shift_Del_p.D63f NM_003929 NP_003920 O14966 RAB7L_HUMAN P (By similarity). 1 CAATATCCCACAG 0.393

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMAN Name=3; (Potential). 1 ATGTATTTCTTCTT 0.517

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0 TTAGCCAAAAAAA 0.338

+ 10 1316 Shift_Del_p.W322fs NM_001975 NP_001966 P09104 ENOG_HUMAN 0 ATGGCTGGGGGG 0.587

+ 3 524 _uc001qub.1_Intron NM_016184 NP_057268 Q9UMR7 CLC4A_HUMANcellular (Potential). 0 TGTGTGAAAAAA 0.333

+ 10 2681 sto.2_Frame_Shift NM_018448 NP_060918 Q86VP6 CAND1_HUMAN HEAT 17. 2 TTGCAGGGGGGA 0.428

+ 14 3311 A1091fs|EP400_uc NM_015409 NP_056224 Q96L91 EP400_HUMAN  and RUVBL2.|Helicase AT 12 CATTGCTTTTTTT 0.433

- 1 1994_1996zo.1_In_Frame_De NM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 tgttgttgttgctgctgctgc 0.409 613609;rs146722477

- 5 1255 NM_012158 NP_036290 Q9UKT7 FBXL3_HUMAN 0 TCATATAAAAAAA 0.418

- 72 12231 p.P3451fs|MYCBP NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 CTGCTGGGGGGA 0.433

+ 13 3186 RCC5_uc010tjc.1_ NM_000123 NP_000114 P28715 ERCC5_HUMAN 7 AAAGTGAAAAAAA 0.428

- 30 5230_5231p.K1733fs|SPG11_ NM_025137 NP_079413 Q96JI7 SPTCS_HUMANcellular (Potential). 5 CATGGCATTTTTTC 0.391

- 30 7699 ufy.1_Frame_Shift_ NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9 TATCTGAAAAAAA 0.313

+ 6 1825_1827 2afu.2_In_Frame_ NM_017610 NP_060080 Q6ZNA4 RN111_HUMAN His-rich. 2 ATCATCACCACCA 0.512

+ 2 2046_2048p.L591del|SLC24A1 NM_004727 NP_004718 O60721 NCKX1_HUMAN ical; (Potential). 0 AGAGCCTGCTGC 0.547

- 2 435_440 r.3_In_Frame_Del_ NM_002693 NP_002684 P54098 DPOG1_HUMAN Poly-Gln. 2 ctgctgttgctgctgctgc 0.466

- 5 549_551 uc010vct.1_Intron NM_145659 NP_663634 Q8NEV9 IL27A_HUMAN Glu-rich. 0 CCCTtcctctcctcctcc 0.547

+ 16 2002_2004me_Del_p.S549del NM_014329 NP_055144 Q6P2E9 EDC4_HUMAN Ser-rich. 4 CTCTCCcagcagca 0.453

- 4 756 _Shift_Del_p.D67fs NM_006470 NP_006461 O95361 TRI16_HUMAN 3 CAGGATCCCCCTG 0.567

- 7 830 NM_001008777 NP_001008777 Q5MNV8 FBX47_HUMAN 0 CTCCAGTTTTTGG 0.363

- 1 262_264 NM_002145 NP_002136 P14652 HXB2_HUMAN 0 CGAAAGGAGGAG 0.542

- 17 2036 K1C_uc010xhq.1_ NM_012398 NP_036530 O60331 PI51C_HUMAN interaction with TLN2. 4 AGGCCGGGGGG 0.701

- 1 625_627 nxz.1_5'Flank|LGI4 NM_139284 NP_644813 Q8N135 LGI4_HUMAN 1 CCAGCCAGCAGCA 0.695

- 5 1002_1052_uc010xsw.1_5'Flan NM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich. S274_S290del( 3 gccgccactgctgccgc 0.303 79970;rs144877871;rs147522263;rs140071083;rs138

- 9 1206 NM_145296 NP_660339 Q8NFZ8 CADM4_HUMAN lasmic (Potential). 0 ATGAAGAATTCCT 0.577

- 14 2382_2384 H4_uc002pgb.1_In NM_015168 NP_055983 Q9UPT8 ZC3H4_HUMAN Potential. 6 GCTCTCTCCTCCT 0.7

- 5 1643 2_5'Flank|ZNF577 NM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3 CTGAATCCCCCCG 0.448

- 11 1472_1474 1_In_Frame_Del_ NM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1 CTCCAGCTGCTGC 0.424

- 3 316 _p.P92fs|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 GGTAGTGGGGGG 0.537 rs77941615

- 11 2183 R113_uc010eyk.1_ NM_001145168 NP_001138640 Q8IZF5 GP113_HUMAN tracellular (Potential). 4 GACCAACCCCCCC 0.612

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

+ 5 719_721 0zej.1_In_Frame_D NM_145810 NP_665809 Q9BWT1 CDCA7_HUMAN 1 CCATGGAGGAGG 0.537



+ 21 2503_2505Q713del|PTPRA_u NM_002836 NP_002827 P18433 PTPRA_HUMAN l).|Tyrosine-protein phospha 1 GCAGAAGCAGCA 0.621

+ 8 1092 0zys.1_Frame_Shif NM_002827 NP_002818 P18031 PTN1_HUMAN 0 GCATATCCCCCCA 0.567

+ 19 4651 6A6_uc003eni.3_5 NM_001102608 NP_001096078 A6NMZ7 CO6A6_HUMAN le-helical region. 8 CCAGGCCCCCC 0.498 rs112135798

- 7 1127 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN NTR. 3 AACAATAATTGCC 0.383

+ 17 2670 e_Shift_Del_p.K853 NM_001002800 NP_001002800 Q9NTJ3 SMC4_HUMAN Potential. 2 CCTGACAAAAAAA 0.323

- 3 541_543 NM_024524 NP_078800 Q9H7F0 AT133_HUMAN ical; (Potential). 1 CAATAGAGGAGGA 0.463

- 29 6861 3hgq.2_Frame_Sh NM_032217 NP_115593 O75179 ANR17_HUMAN 10 GGTAAGGGGGCA 0.458

- 3 416_418 .1_5'UTR|NUP54_ NM_017426 NP_059122 Q7Z3B4 NUP54_HUMAN ch.|9 X 2 AA repeats of F-G 2 TAGTTTGCTGCTG 0.394

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

- 17 2126 o.2_Frame_Shift_D NM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5 TTTGGCTTTTTTT 0.353

- 9 1430 _p.G258fs|FGG_uc NM_021870 NP_068656 P02679 FIBG_HUMAN n and Staphylococcus clum 0 TTGGCTCCCCCCA 0.448

- 19 3988 _p.E436fs|SORBS NM_021069 NP_066547 O94875 SRBS2_HUMAN SH3 3. 1 ACGGTTCCCCCCC 0.358

- 12 2431 03jtq.2_RNA|ADAM NM_197941 NP_922932 Q9UKP5 ATS6_HUMAN Disintegrin. 0 TTACCCCTTTTTCA 0.408

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANName=12; (Potential). 0 TCACCCTTTTTTT 0.418

+ 3 266 NM_002114 NP_002105 P15822 ZEP1_HUMAN 6 AGTTTCAAAAAAA 0.259

+ 7 1520 NM_001732 NP_001723 Q13410 BT1A1_HUMAN lasmic (Potential). 2 CCCCATGGGGGAG 0.537

- 2 797_799 l.1_Intron|PSORS1 NM_001264 NP_001255 Q15517 CDSN_HUMAN Ser-rich. 2 CTGGTCCACCACC 0.635

- 11 1174 p.K307fs|CDK19_u NM_015076 NP_055891 Q9BWU1 CDK19_HUMAN 4 GTCACCTTTTTCT 0.358

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0 CATCCCAGCAGCA 0.562

+ 8 1031 _p.F215fs|DYNC1 NM_004411 NP_004402 O14576 DC1I1_HUMAN 4 GACATCTTTTTTG 0.383

- 2 313 _Site_p.S68_splice NM_198990 NP_945341 Q6IQ20 NAPEP_HUMAN 1 AAGAACTAAAAAA 0.337

- 2 110 3vey.2_Frame_Sh NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN 8 AGGTGCAAAAAAA 0.308

- 5 3497_3498 NM_001080826 NP_001074295 Q86YV5 SG223_HUMANProtein kinase. 0 cgggagccggggcggg 0.609 rs143409664

+ 9 1531_1533el|CDCA2_uc003xe NM_152562 NP_689775 Q69YH5 CDCA2_HUMAN 0 CCTCTATGATGAT 0.325 rs116332536

+ 12 2305_2307ame_Del_p.E38del NM_000553 NP_000544 Q14191 WRN_HUMAN Poly-Glu. 7 CTACTAaagaagaa 0.266

- 2 1116 10lwe.2_Frame_Sh NM_023034 NP_075447 Q9BZ95 NSD3_HUMAN 1 TGTTGCTTTTTTT 0.378

- 45 6393_6394 ks.1_Frame_Shift_ NM_015902 NP_056986 O95071 UBR5_HUMAN 28 CCCCTTCTTTTTTT 0.381

+ 20 2671_2673p.E837del|CNKSR2 NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN ential.|Poly-Glu. 2 gaggaagaggaggag 0.379

+ 6 1104_110604ezx.2_In_Frame_ NM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3 CCTCAAAGAAGAA 0.335

+ 1 500 3hkw.2_Frame_Shi NM_025074 NP_079350 Q86XX4 FRAS1_HUMAN NA NA 5 AGTATTGCCTCAT 0.453

+ 2 203 NM_024869 NP_079145 Q8TAY7 GRPP1_HUMAN NA 0 GCCCCTCCCTCCA 0.617

- 7 708_709 9wdz.2_Frame_Shi NM_194292 NP_919268 Q6UVJ0 SAS6_HUMAN Potential. NA 2 ATTCTTGTTTTTTT 0.317

+ 6 1846 3'UTR|TCL6_uc00 NM_020554 NP_065579 NA 0 AAGCTGGGGAG 0.557

- 2 84 2bcu.1_Frame_Sh NM_032808 NP_116197 Q96FE5 LIGO1_HUMAN NA 2 CTCACGCCCCCCG 0.697

+ 1 70 M4_uc002mnt.1_Fra NM_001544 NP_001535 Q14773 ICAM4_HUMAN NA 1 CTGCTGTTTTTTT 0.677

+ 9 1040 _Shift_Del_p.P156f NM_014516 NP_055331 O75175 CNOT3_HUMAN NA 3 CTCCCCTCCCAGC 0.632 rs36665

- 5 929 NM_176810 NP_789780 Q86W25 NAL13_HUMAN NACHT. NA 9 CTGGTTGAGACAT 0.428

+ 2 688_689 .1_Intron|C21orf29 NM_198689 NP_941962 P60409 KR107_HUMAN repeats of C- NA 0 ACCTCCTCCCCC 0.653

+ 1 497_499 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN NA 1 TTGCCCGCCGCC 0.729

- 3 3173 uhv.2_Frame_Shift_ NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN Pro-rich. NA 7 TGGGGCCCCTGG 0.517

+ 8 1177 NM_002486 NP_002477 Q09161 NCBP1_HUMAN MIF4G. NA 1 AAATTGAAAAAGG 0.373

- 18 3406 NM_004463 NP_004454 P98174 FGD1_HUMAN PH 2. NA 6 GTGATCTTGAAGA 0.652

- 8 1013 mwc.1_Frame_Shi NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN NA 4 CACCTGGGGGGG 0.532

- 19 3629_3631 0oag.1_In_Frame_ NM_001009566 NP_001009566 O94985 CSTN1_HUMAN cidic).|Cytoplasmic (Potentia 1 CTCCCCCTCCTCC 0.557

+ 3 1056_1058 obp.1_In_Frame_D NM_015001 NP_055816 Q96T58 MINT_HUMAN rich.|By similarity. 15 TCAATCAGCAGCA 0.468

+ 6 814_816 W3_uc010oqx.1_In NM_138467 NP_612476 Q6IPR3 TYW3_HUMAN 2 TGAAAATGATGAT 0.33 rs112765232

- 23 3684 AP29_uc009wdq.1 NM_004815 NP_004806 Q52LW3 RHG29_HUMAN 11 CACTCCTTTTTCC 0.463



+ 8 3460 ozr.1_Frame_Shift_ NM_004326 NP_004317 O00512 BCL9_HUMAN Pro-rich. 6 TTAAGTCCCCCCC 0.622

- 18 1926 mb.1_Frame_Shift_ NM_001668 NP_001659 P27540 ARNT_HUMAN 9 CGGCCGGGGGG 0.527

- 2 2734_2736wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 TGTAGCTCCTCCT 0.586 rs143222885

- 3 8141_8142 NM_001009931 NP_001009931 Q86YZ3 HORN_HUMAN 29 3 AGTGACCCAAGC 0.579

+ 9 1992 27A3_uc009won.2_ NM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1 CTGCGTCCCCCCC 0.617

+ 6 1160 _p.P108fs|TDRD10 NM_001098475 NP_001091945 Q5VZ19 TDR10_HUMAN 1 AAAAGGCCCCCCA 0.522

- 13 3761_3762 NM_000130 NP_000121 P12259 FA5_HUMAN tandem repeats of [TNP]-L- 6 GGTCTGGAGAGA 0.54

+ 14 1753_1755 0pos.1_In_Frame_ NM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. 3 TCCTTTGATGATG 0.433

- 13 2418_2420 0pty.1_In_Frame_ NM_005401 NP_005392 Q15678 PTN14_HUMAN Poly-Glu. 5 TGGAGCCTCCTCC 0.626

+ 20 2516 TR_uc010pxx.1_Int NM_000254 NP_000245 Q99707 METH_HUMAN binding N-terminal. 3 TAAACCAAAAAAA 0.279

- 9 1366 _Del_p.I412fs|PARD NM_019619 NP_062565 Q8TEW0 PARD3_HUMAN 1 TGCCTATTTTTTT 0.433

+ 10 3102 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 CAGGGAAAAAGG 0.607

- 19 3018 _p.S792fs|FGFR2_ NM_000141 NP_000132 P21802 FGFR2_HUMAN lasmic (Potential). 96 CTGAAGAACAAGA 0.433

+ 25 8653_86555del|DNHD1_uc001 NM_144666 NP_653267 Q96M86 DNHD1_HUMAN Glu-rich. 2 GAGAGTgaggagga 0.507

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMAN Name=3; (Potential). 1 ATGTATTTCTTCTT 0.517

- 3 345 0rew.1_Frame_Shi NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2 AAGGTACCCCCCC 0.517

- 38 5650 4_uc001ndm.3_Fra NM_002334 NP_002325 O75096 LRP4_HUMAN lasmic (Potential). 4 AGGAGGCCCCCC 0.562

- 24 2496_2498 PC3_uc010rhl.1_I NM_000256 NP_000247 Q14896 MYPC3_HUMANonectin type-III 1. 3 GTAGCTCTTCTTC 0.601

+ 2 352 e_Shift_Del_p.P56f NM_006656 NP_006647 A8K327 A8K327_HUMAN 2 TACATACCCCCCA 0.567

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0 GGCCCCTGCTGC 0.616

+ 17 2405_24071pkl.1_In_Frame_D NM_004398 NP_004389 Q13206 DDX10_HUMAN 4 ATTGGAGtgatgatg 0.31

- 3 382 _p.K73fs|CHD4_u NM_001273 NP_001264 Q14839 CHD4_HUMAN 2 ACCTCCTTTTTTT 0.468

- 3 441_442 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS] 0 TTTCCTGGAGGT 0.604

- 7 1320 Shift_Del_p.G270fs NM_001144996 NP_001138468 Q13683 ITA7_HUMAN Extracellular (Potential). 5 CAGTGACCCCCC 0.602

- 23 3886 XN2_uc001tsk.2_R NM_002973 NP_002964 Q99700 ATX2_HUMAN 2 CCATGTGGGGTG 0.512

- 3 359 VPS33A_uc001uce NM_022916 NP_075067 Q96AX1 VP33A_HUMAN 1 TCTGACAAAAAAA 0.383

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (RS domain). 0 CCACGAGAAGAAG 0.493

+ 18 2223 aba.2_Frame_Shift NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN lasmic (Potential). 0 AAAATTAAAAAAA 0.348

+ 9 893 _p.A333fs|C13orf34 NM_024808 NP_079084 Q6PGQ7 BORA_HUMAN Ser-rich. 0 TAGTGCAAAAAAA 0.383

- 3 331 NIN_uc010tqp.1_F NM_182946 NP_891991 Q8N4C6 NIN_HUMAN EF-hand 2. 6 AGCACTGGGGCC 0.587

+ 2 1168 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 CCACCGGGGGG 0.642

- 23 2338 2ahb.1_Frame_Shif NM_020821 NP_065872 Q709C8 VP13C_HUMAN 2 TTGTACATTTTTTA 0.328

+ 4 746 bqp.2_Frame_Shift_ NM_002434 NP_002425 P29372 3MG_HUMAN 2 GGCAGACCCCCC 0.602

+ 3 422_424 PS34_uc002cmo.2 NM_001010865 NP_001010865 A4GXA9 EME2_HUMAN 3 GGAATTGCTGCTG 0.655

- 2 667_668 2_5'Flank|IQCK_uc NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0 TGGTGGATTTTTT 0.535

+ 17 2641 Shift_Del_p.R819fs NM_173201 NP_775293 O14983 AT2A1_HUMANasmic (By similarity). 4 GACCGCCCCCCC 0.657

+ 30 3476_3478 L1022del|ITGAL_u NM_002209 NP_002200 P20701 ITAL_HUMAN ical; (Potential). 10 GGGGGCTGCTG 0.601

+ 2 117 fji.2_Frame_Shift_ NM_002163 NP_002154 Q02556 IRF8_HUMAN ophan pentad repeat. 3 TGACAGTAGCATG 0.483

+ 4 1366 SMCR7_uc010vxq NM_139162 NP_631901 Q96C03 SMCR7_HUMAN 0 CGTCTGGGGGAG 0.687

- 6 2548_2550 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 tcctttccttcctcctcctcc 0.527

- 4 1433 NM_032865 NP_116254 Q8IZW8 TENS4_HUMAN 4 GGTAAAGGGGGCA 0.512

+ 7 954 NM_178160 NP_835454 Q7RTS6 OTOP2_HUMAN ical; (Potential). 4 GAGACCTTTTTTG 0.607

+ 6 826 CD_uc002kfy.1_5'F NM_022158 NP_071441 Q9H479 FN3K_HUMAN 0 GGGGTTCCCCAG 0.572

+ 8 627 ift_Del_p.G205fs|S NM_006949 NP_008880 Q15833 STXB2_HUMAN 1 CAGGGGCCCAGA 0.672

- 7 1272 me_Shift_Del_p.P39 NM_021155 NP_066978 Q9NNX6 CD209_HUMANcellular (Probable). 1 CAGGAGGGGGG 0.498

- 3 627 l_p.K126fs|TRMT1 NM_017722 NP_060192 Q9NXH9 TRM1_HUMAN 2 TCAACCTTTTCCT 0.552

- 1 90_92 EC8_uc002pwu.2_ NM_014442 NP_055257 Q9NYZ4 SIGL8_HUMAN 5 agcaggggcagcagca 0.493



- 3 1334 ZNF552_uc010yhg NM_024762 NP_079038 Q9H707 ZN552_HUMAN C2H2-type 9. 0 CCTAAATTTTTTT 0.413

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 TGTCTTCCTCCTC 0.542

+ 6 2252_2253ted.2_Frame_Shift_ NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 GTTCAGAAAAAA 0.307

- 6 926 02tpm.2_Frame_S NM_031445 NP_113633 Q6DCA0 AMERL_HUMAN AMMECR1. 1 GACACCTTTTTCA 0.388

- 1 158_159 c002uiq.2_5'Flank NM_004882 NP_004873 Q86X95 CIR1_HUMAN action with RBPJ. 1 TTTTTTGATATTGG 0.505

- 23 3871 NM_018897 NP_061720 Q8WXX0 DYH7_HUMAN m (By similarity). 12 GCTAATATTTTTTT 0.418

+ 1 164 BP2_uc010zju.1_5' NM_000597 NP_000588 P18065 IBP2_HUMAN 0 ccgccgccgccgctgc 0.337

- 1 986 NM_012072 NP_036204 Q9NPY3 C1QR1_HUMAN Extracellular (Potential). 2 AGCCATCCCCCC 0.627

+ 2 1083_1085 NM_024893 NP_079169 Q9H7V2 SYNG1_HUMANCytoplasmic (Potential). 0 ATGTGGAGGAGG 0.547

- 2 236 02xot.2_Frame_Sh NM_020398 NP_065131 O95925 EPPI_HUMAN WAP. p.C53fs*28(2) 1 TAAACATTTTTTT 0.453

+ 4 301 NM_178456 NP_848551 Q9H1P6 CT085_HUMAN 1 TTCCATCCCCCCC 0.582

- 23 2501_2502 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 CTCACCATTTTTT 0.322

+ 9 1213_1223ybp.1_Frame_Shift_ NM_001794 NP_001785 P55283 CADH4_HUMAN |Extracellular (Potential). 6 GAGGTCCCCGAAA 0.412

+ 4 1162 0gma.2_Frame_S NM_005534 NP_005525 P38484 INGR2_HUMAN tential).|Fibronectin type-III 0 ACGGCCTTTTTTT 0.458

+ 2 688_689 .1_Intron|C21orf29 NM_198689 NP_941962 P60409 KR107_HUMAN repeats of C-C-X(3).|16. 0 ACCTCCTCCCCC 0.653

+ 38 4673_4675 P2A_uc002zjs.2_I NM_015151 NP_055966 Q14689 DIP2A_HUMAN Poly-Val. 2 CCTGCTGGTGGTG 0.596

- 5 732 ARVCF_uc002zra. NM_001670 NP_001661 O00192 ARVC_HUMAN 1 CCTAGTGGGGGG 0.647

+ 13 1533_1535 aus.2_In_Frame_D NM_012407 NP_036539 Q9NRD5 PICK1_HUMAN Poly-Glu. 0 AGATGGggaggagg 0.562

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMAN Potential).|Helical; (Potentia 0 ctgctggcgctgctgctgc 0.562

- 11 1334 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5 GGCCCGGGGGG 0.647

+ 13 1986_1987 NKTR_uc003clq.1 NM_005385 NP_005376 P30414 NKTR_HUMAN 3 GACAGTCCCCCC 0.421

- 28 3481 3A3_uc003ftx.3_5' NM_024524 NP_078800 Q9H7F0 AT133_HUMAN 1 TGACCCAAAAAAA 0.383

- 3 1028 168_uc010iah.2_5 NM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0 TTCGCCTTTTTTC 0.448

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 ATCCACAGCAGCT 0.727 245977;rs75328065

- 5 763 03hkd.2_Frame_Sh NM_001042784 NP_001036249 Q5M9N0 CD158_HUMAN 6 CACATATTTTTTTG 0.393

+ 1 3100_310203igz.2_In_Frame_ NM_032961 NP_116586 Q9P2E7 PCD10_HUMANCytoplasmic (Potential). 2 TGCCTCTGCTGCT 0.581

+ 2 930 on.1_Frame_Shift_ NM_004744 NP_004735 O95237 LRAT_HUMAN ical; (Potential). 1 AGTCTTGGGATTG 0.403

+ 12 2085 p.D480fs|TLL1_uc NM_012464 NP_036596 O43897 TLL1_HUMAN CUB 2. 7 TATCCTGATGACT 0.423

+ 22 3425_3426of.2_Frame_Shift_D NM_012343 NP_036475 Q13423 NNTM_HUMAN chondrial matrix. 3 CAATCTTCTACAAA 0.426

+ 5 794 3kcy.1_Frame_Shi NM_001080479 NP_001073948 Q8N1W1 RGNEF_HUMAN 0 TTTGTTGGAGGCA 0.463

- 5 537 _p.P109fs|SSBP2_ NM_012446 NP_036578 P81877 SSBP2_HUMAN Pro-rich. 5 TCTCCTGGGGGA 0.458

+ 1 616_617 NM_021614 NP_067627 Q9H2S1 KCNN2_HUMAN 2 GCCGCTGCCGCC 0.658 1038013;rs34838882

+ 6 1394_1395NB1_uc010jdb.1_R NM_005573 NP_005564 P20700 LMNB1_HUMAN Rod.|Coil 2. 2 GACAAAGAGAGA 0.426

- 15 5611 NM_019105 NP_061978 P22105 TENX_HUMAN nectin type-III 11. 0 GGAGTCAAACTGG 0.662

- 3 1887 NM_019105 NP_061978 P22105 TENX_HUMAN EGF-like 14. 0 GGCAGCCCCCG 0.692

+ 2 246 oei.2_Frame_Shift_ NM_024165 NP_077084 O43189 PHF1_HUMAN 0 CGCAGCCCCCCC 0.557

+ 14 2112 NM_001371 NP_001362 21 AGATGACCCCCCT 0.383

- 4 1648 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 GTCGCCTTTTTTC 0.493

+ 26 3021_3022_p.Q914fs|MYO6_u NM_004999 NP_004990 Q9UM54 MYO6_HUMAN Potential. 2 ATTACAGAAAAAA 0.381

- 8 1307_1309 1dzv.1_In_Frame_ NM_002042 NP_002033 P24046 GBRR1_HUMAN ical; (Probable). 1 GGAGCAAGAAGAA 0.522

+ 1 570_572 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Ser. 0 TCCACTGcctcctcc 0.527

+ 5 1249 _p.P231fs|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCCCCCACACAGG 0.657 rs147779783

- 2 390_392 1kiw.1_In_Frame_D NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 AAACTCTCCTCCT 0.606

+ 7 1118_1119 vuy.2_Frame_Shift NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AGAGAAGAGAGA 0.391

- 2 698 vvd.3_Frame_Shift_ NM_022740 NP_073577 Q9H2X6 HIPK2_HUMAN corepression (By similarity) 7 CCGCTGTTTTTGG 0.577

+ 3 293 PO_uc010lpl.1_Int NM_198455 NP_940857 A2VEC9 SSPO_HUMAN EMI. 0 AGGCTGGGGGG 0.622

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 CCAGCCTTTTTTT 0.498



- 11 1327 3xzp.2_Frame_Shif NM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. 0 GCAGCATTTTTTT 0.328

+ 12 1710_1711p.H509fs|ESRP1_u NM_017697 NP_060167 Q6NXG1 ESRP1_HUMAN RRM 3. 4 GTGTCATAAAAAA 0.436

+ 7 2374 3zgp.1_Frame_Shi NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 GAGGGTGGAAAT 0.498

- 5 410 NM_004669 NP_004660 O95833 CLIC3_HUMAN ST C-terminal. 0 CTGGTACAGGGCT 0.771

- 6 1226_1227 NM_005044 NP_005035 P51817 PRKX_HUMANProtein kinase. 3 TTTCCTAATCGCC 0.426

+ 11 1419 _p.Y289fs|MSL3_uc NM_078629 NP_523353 Q8N5Y2 MS3L1_HUMAN 1 CAATTACCCCCCA 0.458

+ 1 1125 NM_001013736 NP_001013758 Q5HY64 FA47C_HUMAN 3 CTGCCTCCCGAGG 0.632

- 14 1420 nl.2_5'UTR|BTK_uc NM_000061 NP_000052 Q06187 BTK_HUMAN ase.|ATP (By similarity). 6 TCCAGTCCCCAGC 0.438

- 5 1312 .1_Intron|TEX13A_ NM_031274 NP_112564 Q9BXU3 TX13A_HUMANRanBP2-type. 2 TCCCTTCCCACAG 0.478

- 8 1013 mwc.1_Frame_Shi NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 CACCTGGGGGGG 0.532

+ 6 1104_110604ezx.2_In_Frame_ NM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3 CCTCAAAGAAGAA 0.335

+ 4 2131_2133 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 AGTCCTCTTCAGG 0.571

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 CTCATCATTTTTTT 0.239

+ 10 1280_128273_uc009vlk.1_In_ NM_005427 NP_005418 O15350 P73_HUMAN Poly-Gln. 2 TATCGGCAGCAGC 0.606

- 4 1104 apa.1_Frame_Shif NM_018948 NP_061821 Q9UJM3 ERRFI_HUMAN 1 AACTCTGGGGGG 0.478

- 23 3755 .E887fs|EIF4G3_uc NM_003760 NP_003751 O43432 IF4G3_HUMAN 1 GCTCTTCTTGAGA 0.522

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

- 1 1028 NM_000864 NP_000855 P28221 5HT1D_HUMAN ame=4; (By similarity). 0 AAGAGCGGGGGG 0.597

+ 4 449_450 Shift_Del_p.L80fs|R NM_002953 NP_002944 Q15418 KS6A1_HUMAN otein kinase 1. 1 AGGTGCTGAAGA 0.599

+ 7 1951 09vui.2_Frame_Shi NM_145238 NP_660281 P17040 ZSC20_HUMAN 4 GTAGTGCTGAGAC 0.582

+ 5 713 oyy.1_Frame_Shift NM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN PINIT. 1 TATTTTCCCCCCA 0.463

- 1 185 MCL1_uc001eva.2 NM_021960 NP_068779 Q07820 MCL1_HUMAN 0 AGCCGGCCCCCC 0.682

- 2 1111_1113 wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN of R-R-E-Q-E-E- E-R-R-E- 5 tcgcgcctctcctcctcct 0 rs71757496

- 3 11637_11638 NM_002016 NP_002007 P20930 FILA_HUMAN ggrin 23.|Ser-rich. 16 ACTGTCACTGTC 0.574

+ 14 1756 _p.S522fs|UBAP2L NM_014847 NP_055662 Q14157 UBP2L_HUMAN 2 TCCTTTCTGATTA 0.532

- 7 811 phj.1_Frame_Shift_ NM_005998 NP_005989 P49368 TCPG_HUMAN 2 TTGCATATTTTTTT 0.393

- 11 2418 wsm.2_Frame_Shif NM_031281 NP_112571 Q96RD9 FCRL5_HUMANPotential).|Ig-like C2-type 8. 6 GGTGAGGACCGG 0.512

- 7 805 el_p.E178fs|CCDC NM_012337 NP_036469 Q9UL16 CCD19_HUMAN Potential. 1 TCTGTTCCACAAT 0.542

- 1 507 NM_172000 NP_741997 Q5T9Z0 TEDM1_HUMAN 2 GCAGCTCCACCC 0.522

+ 21 3318 1grr.1_Frame_Shift NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN-like C2-type 7. 23 TTTCAGCAGGAGC 0.453

+ 8 1331_1332 D55_uc009xcf.2_F NM_000574 NP_000565 P08174 DAF_HUMAN Ser/Thr-rich. 1 CCCAAATAAAGG 0.421

- 3 2320 NM_002221 NP_002212 P27987 IP3KB_HUMAN 5 CATGACGAAGGGA 0.468

- 10 1052 C13_uc001hug.3_ NM_024525 NP_078801 Q8NBP0 TTC13_HUMAN TPR 5. 2 CCTTTTGAAAGCT 0.423

- 1 63_65 me_Del_p.C11del|T NM_024525 NP_078801 Q8NBP0 TTC13_HUMAN 2 CCCcagaagcagcag 0.557

+ 3 1545 _p.K278fs|RPP38_ NM_183005 NP_892117 P78345 RPP38_HUMAN 1 AAAAGTAAAAAAG 0.358

+ 6 1209 NM_030912 NP_112174 Q9BZR9 TRIM8_HUMAN 1 GAGTGTCCCCCTG 0.647

+ 12 2642 xp.1_Frame_Shift_ NM_014720 NP_055535 Q9H2G2 SLK_HUMAN Potential. 8 CAGAGTAAAAAGC 0.348

- 11 1772 1mda.2_Splice_Sit NM_001164 NP_001155 O00213 APBB1_HUMAN 2 CACATACCAACAG 0.483

- 17 2371 0rcv.1_Frame_Shift NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN Potential. 3 GCTGTTCCACATC 0.458

+ 3 514 01nqk.2_Frame_Sh NM_178031 NP_821174 Q24JP5 T132A_HUMAN cellular (Potential). 1 GGTGGTCCCCCCT 0.587

- 5 6102 NAK_uc001ntk.1_In NM_001620 NP_001611 Q09666 AHNK_HUMAN 19 GACTTTGGGGCCT 0.502

- 3 1341 1oop.3_Frame_Sh NM_001098515 NP_001091985 Q96AM1 MRGRF_HUMAN lasmic (Potential). 0 GTGCTGCCCCCG 0.716

- 9 1311_1312 _Shift_Del_p.R353fs|CHRDL2_uc001ovj.1_RNA|CHRD Q6WN34 CRDL2_HUMAN 0 GCAAAGCGACGC 0.614

+ 66 10279 _Shift_Del_p.I3386f NM_001080463 NP_001073932 Q8NCM8 DYHC2_HUMANA 5 (By similarity). 0 CCTTTTATTCCAC 0.358

- 13 1569 p.Q477fs|TREH_uc NM_007180 NP_009111 O43280 TREA_HUMAN 1 TGACTTCTGCGAG 0.607

+ 6 1157 NM_032873 NP_116262 Q8TF42 UBS3B_HUMAN SH3. 1 CCTATACCCCACA 0.552 rs141920402

- 3 350 ARP11_uc001qmm NM_020367 NP_065100 Q9NR21 PAR11_HUMAN WWE. 2 GGGCTCTTTTTAT 0.343



+ 11 1217 K353fs|DYRK4_uc0 NM_003845 NP_003836 Q9NR20 DYRK4_HUMANProtein kinase. 3 AGGGGGAAAAAA 0.398

+ 2 413_414 C23_uc001qrq.2_F NM_001135217 NP_001128689 Q53EV4 LRC23_HUMAN 1 GATCTAGAAGAC 0.322

+ 5 882 V6_uc001raa.1_5'U NM_001987 NP_001978 P41212 ETV6_HUMAN 250 TCCGGTCCCCCCT 0.632

+ 18 1962_1963 BP1_uc001ria.2_F NM_003622 NP_003613 Q86W92 LIPB1_HUMAN 5 CGGGGCTTTTTTA 0.495

- 9 944 _p.E280fs|SMARCC NM_003075 NP_003066 Q8TAQ2 SMRC2_HUMAN 6 TCACCTCATCTGT 0.433

- 2 164_166 p.V29del|STAT2_u NM_005419 NP_005410 P52630 STAT2_HUMAN 3 AATGTCCACAGGC 0.542

- 1 323_325 NM_139283 NP_644812 Q8NI37 PPTC7_HUMAN Gly-rich. 0 CCGTAGTcgccgccg 0.611

- 18 2045_2046e_Shift_Del_p.H64 NM_024953 NP_079229 Q14CX7 NAA25_HUMAN 3 GTTTCTTATGTTCT 0.356

- 3 558_559 _Shift_Del_p.G99fs NM_032314 NP_115690 Q5HYK3 COQ5_HUMAN 1 GCTTTCCAACCT 0.46

+ 4 502 _uc001tzo.2_RNA NM_002562 NP_002553 Q99572 P2RX7_HUMAN 5 GGTTGTAAAAAGG 0.522

- 4 841 2AP1_uc001uep.2_ NM_004642 NP_004633 O14519 CDKA1_HUMAN 0 TTTCTGCCAAGCA 0.498

+ 6 2495_2496_p.T222fs|ZNF664_ NM_152437 NP_689650 Q8N3J9 ZN664_HUMAN 0 CCACACAGGAGA 0.515

+ 2 812_813 k|CMTM5_uc010a NM_022789 NP_073626 Q9H293 IL25_HUMAN 1 TAGCTTGTGTGTG 0.604

- 1 173 01xki.1_Frame_Sh NM_004926 NP_004917 Q07352 TISB_HUMAN 1 AAACTTCGCTCAA 0.532

+ 21 3242 0tty.1_Frame_Shif NM_173462 NP_775733 O95428 PPN_HUMAN 3 GCTGCTGGGCCC 0.667

- 8 1077_1078K9_uc001xrk.2_5'U NM_033116 NP_149107 Q8TD19 NEK9_HUMANProtein kinase. 5 TTCCTGAGAAGA 0.396

- 2 865 uc001ynj.1_Frame_ NM_004873 NP_004864 Q9UL15 BAG5_HUMAN BAG 3. 2 AGGTCTCATTGTT 0.527

+ 7 1741_1742_p.S557fs|C15orf55 NM_175741 NP_786883 Q86Y26 NUT_HUMAN 30 TTCTTCAGGAAAA 0.604

- 13 1716 0bfi.1_Frame_Shift NM_182758 NP_877435 Q3MJ13 WDR72_HUMAN WD 8. 2 CACAGGAAAAAGG 0.463

- 2 158_159 2cyh.2_RNA|NAGP NM_016256 NP_057340 Q9UK23 NAGPA_HUMANmenal (Potential). 0 GGGAGGCGCGCG 0.767

+ 12 1765_1766_p.L545fs|TMC7_uc NM_024847 NP_079123 Q7Z402 TMC7_HUMAN cellular (Potential). 3 GTCCTGGGGATA 0.49

+ 24 4368 NM_015202 NP_056017 O60303 K0556_HUMAN 8 CTCCCTGGAGGGT 0.627

+ 1 694 2eca.3_Frame_Sh NM_001105247 NP_001098717 Q96C12 ARMC5_HUMAN 1 GCAGCGGGGGG 0.746

- 2 214_215 .1_5'UTR|SALL1_u NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN 8 CTTCTTGTGGAG 0.485

+ 3 466_467 F25_uc002fpc.2_5'U NM_014972 NP_055787 Q9BQ70 TCF25_HUMAN 0 GAAGAAGAAAAAA 0.406

+ 15 1616 _p.F362fs|PLD2_uc NM_002663 NP_002654 O14939 PLD2_HUMAN Catalytic. 5 ATTCTTCTGGCTG 0.617

+ 6 794 HBG_uc010cmw.2_ NM_001040 NP_001031 P04278 SHBG_HUMANaminin G-like p.0?(1)|p.?(1) 0 CTCTTTGGACCTG 0.567

+ 54 8561_8562 NM_020877 NP_065928 Q9P225 DYH2_HUMANA 4 (By similarity). 13 GCCTGATGAATTTG 0.51

- 27 3596_3597 uc002gml.1_Intron NM_002472 NP_002463 P13535 MYH8_HUMAN Potential. 11 GCTTCTTGTTCAA 0.589

- 23 2989_2990 .3_Frame_Shift_De NM_001100112 NP_001093582 Q9UKX2 MYH2_HUMAN Potential. 14 GAGTTCTGAACAT 0.436

- 33 4838 NM_002470 NP_002461 P11055 MYH3_HUMAN Potential. 7 CCTCTTCAGCTGC 0.502

- 8 974 IGS_uc010wap.1_ NM_005165 NP_005156 P09972 ALDOC_HUMAN 1 CTTCTTCGCTCTG 0.572

- 4 1109_1110SEZ6_uc002hdq.1_ NM_178860 NP_849191 Q53EL9 SEZ6_HUMAN cellular (Potential). 2 GTCAGGCCCCCC 0.614

- 6 1221 NM_181534 NP_853512 Q7Z3Z0 K1C25_HUMAN Rod.|Coil 2. 2 CCTCCTATAAGGA 0.468

+ 16 2610 NAP1_uc010wgs.1_ NM_003632 NP_003623 P78357 CNTP1_HUMANcellular (Potential). 8 ACGCTTCCCCCCA 0.567

- 5 632 AARSD1_uc002icg NM_025267 NP_079543 Q9BTE6 AASD1_HUMAN 0 CACCTTGATATCC 0.512

+ 4 312 Frame_Shift_Del_p NM_144608 NP_653209 Q96MH2 HEXI2_HUMAN 0 CCTCTGGTGCCC 0.587

+ 5 1488 l_p.I249fs|NFE2L1 NM_003204 NP_003195 Q14494 NF2L1_HUMAN /Glu-rich (acidic). 1 CAGCATAACAGAA 0.493

- 4 643_644 NM_005121 NP_005112 Q9UHV7 MED13_HUMAN 2 TTCACTGAGAAGG 0.361

- 10 1809_1811p.N582del|UBE2O_ NM_022066 NP_071349 Q9C0C9 UBE2O_HUMAN 5 AACTCGTTGTTGT 0.611

- 16 2567 kdw.1_Frame_Shift NM_004104 NP_004095 P49327 FAS_HUMAN yl transferases (By similarity 1 ACAGGTGGGAACA 0.657

+ 13 2103 _uc010xbp.1_Splic NM_001942 NP_001933 Q02413 DSG1_HUMAN 7 CTCAGGTAAGAAA 0.284

- 1 976 Del_p.G320fs|ZBT NM_001039360 NP_001034449 A1YPR0 ZBT7C_HUMAN Pro-rich. 1 AGAGGCCCCCCC 0.627 rs113275715

+ 33 7140 .P2352fs|SPTBN4 NM_020971 NP_066022 Q9H254 SPTN4_HUMAN 5 GAGCTTCCCCCAG 0.488

+ 14 2665_2666NRNPUL1_uc002o NM_007040 NP_008971 Q9BUJ2 HNRL1_HUMAN cessary for interaction with 2 GGTTACAACCCG 0.629

+ 16 2323_2325OT3_uc002qdk.1_I NM_014516 NP_055331 O75175 CNOT3_HUMAN 3 GACACTCTTCTTC 0.69

+ 11 1757_1759me_Del_p.L480del NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN ical; (Potent p.L479del(1) 3 Atcctactgctcctcctcct 0.458



- 2 269_270 2qwk.2_RNA|uc002 NM_152834 NP_690047 Q96B42 TMM18_HUMAN ical; (Potential). 1 CACCTAGACACAG 0.48

+ 3 545 NM_016441 NP_057525 Q9NZV1 CRIM1_HUMAN 3 CTTTTAGAAGAGA 0.48

- 11 2105_21072A1L_uc002rwt.2_ NM_000233 NP_000224 P22888 LSHR_HUMAN lasmic (Potential). 8 GACAACTTCAAGG 0.409

+ 1 1649 T10_uc002tex.2_5 NM_023016 NP_075392 Q53LP3 ANR57_HUMAN 0 GGGCAGGGGGG 0.517

+ 12 2021 mt.3_Frame_Shift_D NM_005270 NP_005261 P10070 GLI2_HUMAN 13 CGTCCTGCAGCAG 0.662

- 9 1835_18362uiv.2_Frame_Shift NM_001033045 NP_001028217 Q7Z3F1 GP155_HUMAN ical; (Potential). 1 ATTATTCCAACAGG 0.366

- 4 1604_1605 _p.E71fs|PDE11A_ NM_016953 NP_058649 Q9HCR9 PDE11_HUMAN GAF 2. 4 ATGTCCTCTAGG 0.347

+ 48 3839 NM_000090 NP_000081 P02461 CO3A1_HUMAN lar collagen NC1. 13 AGTCTGTTAATGG 0.423

+ 10 1952 uxm.1_Frame_Shi NM_032974 NP_116756 Q92851 CASPA_HUMAN 6 CCTCGACCCCCCA 0.572

+ 46 7217 AL1_uc002uzs.3_I NM_001114132 NP_001107604 Q6ZS30 NBEL1_HUMAN 2 AGCCAACCAAAAT 0.333

- 4 763_764 _p.E166fs|FN1_uc NM_212482 NP_997647 P02751 FINC_HUMAN -binding 1.|Fibronectin type 13 CACACACTCTAAC 0.49

+ 1 602_603 NM_001927 NP_001918 P17661 DESM_HUMAN Rod.|Coil 1B. 2 AACCAGCGCGCG 0.693 rs60538473

- 2 256 119_uc002wvs.2_3 NM_153289 NP_695021 Q8N690 DB119_HUMAN 0 AGAGGTAGGGCTG 0.443

- 13 1134 NM_080675 NP_542406 Q8TC36 SUN5_HUMAN SUN. 1 TGGGTTCCCCCAG 0.587

- 3 2376_2377e_Shift_Ins_p.K666 NM_015035 NP_055850 Q9H4I2 ZHX3_HUMAN Homeobox 3. 3 CATTCACTTTTTTC 0.5

+ 5 759 l_p.T88fs|DBNDD2 NM_001048225 NP_001041690 0 CACCAACCCCCCA 0.562

+ 4 1167 002xpx.2_Frame_S NM_033421 NP_219489 Q969T3 SNX21_HUMAN 2 ACACCACCCCCCA 0.617

+ 14 1882_1883 NM_005049 NP_005040 Q15269 PWP2_HUMAN 1 AAGATTACAGCCA 0.594

- 21 3374_3376 agl.1_In_Frame_D NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Glu-rich. 0 cgtcatagtcctcctcctc 0.33

- 8 995 _Shift_Del_p.E241f NM_022719 NP_073210 Q96DF8 DGC14_HUMAN 1 CAACCTCCCCCCA 0.597

+ 7 872 aua.1_Frame_Shift NM_014291 NP_055106 O75600 KBL_HUMAN 0 GTCCCTGCTGCGG 0.657

- 3 292_294 M40_uc003bxi.1_I NM_018306 NP_060776 Q8WWA1 TMM40_HUMAN Ser-rich. 0 gaggaagaggaggag 0.256

- 23 2605 .1_Frame_Shift_D NM_015199 NP_056014 O15084 ANR28_HUMAN 1 CCTTTTGAATCTG 0.259

+ 1 158 uc010hhd.2_5'UTR NM_005107 NP_005098 Q9Y2C4 EXOG_HUMAN 0 GCTTCGTGGCTGG 0.657

- 3 337_338 NM_000094 NP_000085 Q02388 CO7A1_HUMAN region (NC1).|VWFA 1. 11 CCCCTTGTAGCT 0.614

+ 49 5198_5199 NM_004947 NP_004938 Q8IZD9 DOCK3_HUMAN 0 CAAGGCTCAGTC 0.55 rs114813991

- 5 1184_1185 NM_000097 NP_000088 P36551 HEM6_HUMAN 0 AATGTAAGAAGGA 0.51

- 41 5882 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN Potential. 7 CATACCTTTTTCC 0.368

+ 4 1562 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMAN kinase C-terminal. 5 GGTTCGGGGGG 0.463

- 2 826 .1_Intron|MED12L_ NM_176894 NP_795713 Q9BPV8 P2Y13_HUMAN Name=6; (Potential). 4 ATGGAGCAAAACA 0.353

+ 12 1339_1340 2_Frame_Shift_De NM_004068 NP_004059 Q96CW1 AP2M1_HUMAN MHD. 0 CCATTCGCGCCC 0.559

+ 14 2416 A711fs|FAM193A_u NM_003704 NP_003695 P78312 F193A_HUMAN 3 TCACCTGCCTCCA 0.627

+ 10 1533_1534_Shift_Ins_p.P205fs NM_001113361 NP_001106832 Q9P2M4 TBC14_HUMANRab-GAP TBC. 2 GTGGTCCATATCA 0.416

- 1 457 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3 CATCTGCAAAAAC 0.383

- 1 122_124 20del|NAAA_uc003 NM_014435 NP_055250 Q02083 NAAA_HUMAN 1 CCGGCCAGCAGC 0.764

- 3 2689_2691ML3_uc011chd.1_In NM_018717 NP_061187 Q96JK9 MAML3_HUMAN Gln-rich. 1 GGTGGCGgctgctg 0.419

- 2 565 ee.3_5'Flank|MTRR NM_024091 NP_076996 Q14CZ7 FAKD3_HUMAN 4 CCATCCTTTTTTT 0.418

+ 1 402 NM_031916 NP_114122 Q96C74 ROP1L_HUMAN 1 CGGGGTAAGCGC 0.683

- 6 1423 03jie.2_Frame_Shif NM_016180 NP_057264 Q9UMX9 S45A2_HUMANName=10; (Potential). 3 ATGAGGTTAAAGG 0.527

+ 11 1863 _p.E534fs|BDP1_uc NM_018429 NP_060899 A6H8Y1 BDP1_HUMAN 2 TCCACTGAAAAAG 0.313

- 3 913 ame_Shift_Del_p.D NM_014790 NP_055605 Q96AA8 JKIP2_HUMAN Potential. 2 GATTTTATCTGCT 0.517

- 13 1336 _p.E355fs|DCTN4_ NM_016221 NP_057305 Q9UJW0 DCTN4_HUMAN 1 CACCCTCCTCACG 0.428 rs139876545

+ 11 2401 _p.G581fs|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 ACCCAGGGGGG 0.547

+ 19 2885 _p.S931fs|WWC1_ NM_015238 NP_056053 Q8IX03 KIBRA_HUMAN ion with histone H3. 5 CCTTCTCCCCAGG 0.582

- 16 2462_2464.L795del|FLT4_uc0 NM_002020 NP_002011 P35916 VGFR3_HUMAN ical; (Potential). 15 AGATGAGGAGGA 0.581

+ 1 669_670 NM_138574 NP_612641 Q5TGJ6 HDGL1_HUMANa-rich.|Glu-rich. 0 gcggagagggcggcgg 0.51

+ 51 7150_7151oey.2_Frame_Shift_ NM_002224 NP_002215 Q14573 ITPR3_HUMAN cellular (Potential). 19 GGGGCTATAAGG 0.559



+ 4 612 0jwu.2_Frame_Shif NM_015050 NP_055865 Q8N1G2 MTR1_HUMAN G-patch. 5 AGGCTTCCAGTCA 0.527

- 6 706 me_Shift_Del_p.L20 NM_145027 NP_659464 Q6ZMV9 KIF6_HUMAN Kinesin-motor. 3 TCTCCTAAAAAAA 0.398

+ 46 5073 UBR2_uc011dut.1_ NM_015255 NP_056070 Q8IWV8 UBR2_HUMAN 4 AGGCTGTTTTTAT 0.458

+ 6 1837 vf.1_Frame_Shift_ NM_003131 NP_003122 P11831 SRF_HUMAN 3 GGCGTCCCCCAG 0.502

- 2 110_111 TA3_uc010jzq.2_In NM_000847 NP_000838 Q16772 GSTA3_HUMAN ST N-terminal. 0 CGTCCATTGAAGT 0.406

- 2 4936_4937p.K458fs|CNR1_uc NM_001160260 NP_001153732 P21554 CNR1_HUMAN lasmic (Potential). 2 GGTTACCTTGGCA 0.515

- 2 1027 T5_uc003pwh.3_F NM_153612 NP_705840 Q8IZT8 HS3S5_HUMANmenal (Potential). 2 TTTTGATTAAAAG 0.423

- 8 1254_1267_p.K73fs|HBS1L_u NM_006620 NP_006611 Q9Y450 HBS1L_HUMAN 2 TGGAATGAAGTCC 0.364 rs113799065

- 4 366 _p.P87fs|PRKAR1 NM_002735 NP_002726 P31321 KAP1_HUMAN on and phosphorylation. 0 GGTTCGGGGGG 0.617

- 2 967_968 A11_uc003syy.2_R NM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2 CTGTTAATTTTTTT 0.446

+ 13 1877 1_Splice_Site_p.G NM_005228 NP_005219 P00533 EGFR_HUMAN 9571 GAGGGGTAGGAG 0.517

- 2 106_107 NR_003949 0 ACCTTCATCCATC 0.505

- 5 5233 hv.2_Frame_Shift_ NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 ACTTTTAGTTTCT 0.398

+ 5 890_892 _p.L86del|CLDN12 NM_012129 NP_036261 P56749 CLD12_HUMAN cellular (Potential). 0 GCGTGTCCTCCAG 0.576

- 2 390_392 1kiw.1_In_Frame_D NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 AAACTCTCCTCCT 0.606

+ 10 1125_1126 3A43_uc003usa.1_ NM_057095 NP_476436 Q9HB55 CP343_HUMAN 2 ACCCAATAAGGTA 0.495

- 16 1707 PW1_uc003uus.2_ NM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN 0 GCTTGGTTTTTTG 0.478

- 15 1785 p.*336fs|PSMC2_u NM_206884 NP_996767 P58743 S26A5_HUMAN lasmic (Potential). 1 tcccctACGGTCTCC 0.065

+ 11 2589 MET_uc011kni.1_F NM_000245 NP_000236 P08581 MET_HUMAN ar (Potential).|IPT/TIG 3. 159 TCTGTTGTACCAC 0.408

+ 1 3 NM_001004488 NP_001004488 A4D2G3 O2A25_HUMAN cellular (Potential). 0 GGAAATGGGGGG 0.443

- 9 1803 NM_004911 NP_004902 P13667 PDIA4_HUMANThioredoxin 3. 6 CTCACCTTTTTTG 0.612

+ 1 793_795 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN ization and for targeting PP 0 cgaaagtgaggaggag 0.236

- 1 1080_1081 NM_000025 NP_000016 P13945 ADRB3_HUMAN ame=6; (By similarity). 2 TGAGACCCAAGG 0.589

+ 8 1064 yhu.1_Frame_Shif NM_014754 NP_055569 P48651 PTSS1_HUMAN ical; (Potential). 1 TAAGTTGGGGTAG 0.408

+ 2 176 P1_uc010mec.2_Fr NM_003882 NP_003873 O95388 WISP1_HUMAN 2 ATGGACTTTACCC 0.672

- 3 413 1lkh.1_Frame_Shif NM_145201 NP_660202 Q6XQN6 PNCB_HUMAN 1 GCACCACCAGGAG 0.741

+ 11 2242_2243RD7_uc010msp.1_5 NM_014290 NP_055105 Q8NHU6 TDRD7_HUMAN 3 TGCCTTGTAAGG 0.426

- 3 1008_10094axz.2_Frame_Shif NM_197978 NP_932095 Q9BXL5 HEMGN_HUMAN 1 CTTGTATTTTAGGA 0.366

+ 1 9 NM_001004457 NP_001004457 Q8NGR9 OR1N2_HUMANcellular (Potential). 4 GGAAGGTTTTTAT 0.274

- 1 681 2_uc004btl.2_Intro NM_025072 NP_079348 Q9H7Z7 PGES2_HUMAN ical; (Potential). 0 AGGGCTCCCCCCA 0.677

- 8 993_994 RAPGEF1_uc010m NM_005312 NP_005303 Q13905 RPGF1_HUMAN SH3-binding. 7 TTCTTGGGTGGC 0.574

- 15 3936_3938EC2_uc004dsc.2_3 NM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN o-rich.|His-rich. 3 GCCAtgatggtggtgg 0.586

+ 10 1256_1257n|PIAS3_uc001eod NM_006099 NP_006090 Q9Y6X2 PIAS3_HUMAN 1 ATTCTTAGTTCCT 0.465

- 1 299 H2BE_uc001etc.2_ NM_175065 NP_778235 Q8IUE6 H2A2B_HUMAN 2 GTGACACCCCCGA 0.557 rs149336231

+ 2 672 NM_001025231 NP_001020402 Q5T749 KPRP_HUMAN Gln-rich. 5 ACTACACCCCCCA 0.572

- 11 2245_2247 H700del|PBXIP1_u NM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1 CCCCGGTGGTGG 0.64 rs143592003

+ 7 817 2_Frame_Shift_De NM_001005388 NP_001005388 O94856 NFASC_HUMANPotential).|Ig-like C2-type 2. 6 GTGCAACCCCCCG 0.562

- 2 1141_1142 NM_004778 NP_004769 Q9Y5Y4 GPR44_HUMAN lasmic (Potential). 1 GGAGGTGCGGCG 0.748 rs55642873

- 2 598_600 1orf95_uc001nxs.2 NM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 tcctcttcttcctcctcctcc 0.532

- 1 372_374 _p.L35del|LTBP3_u NM_001130144 NP_001123616 Q9NS15 LTBP3_HUMAN Gly-rich. 3 ccaggcccagcagcag 0.325

+ 3 321_323 me_Del_p.E98del| NM_033388 NP_203746 Q8NAA4 A16L2_HUMAN 0 TGGCAGGAGGAG 0.591

+ 8 1729 p.H104fs|USPL1_u NM_005800 NP_005791 Q5W0Q7 USPL1_HUMAN 3 TTGCAGCACTATG 0.348

+ 6 2499 10ujg.1_Frame_Sh NM_004727 NP_004718 O60721 NCKX1_HUMAN lasmic (Potential). 0 GATCAGAAGGAG 0.522

+ 2 249 ewp.1_5'Flank|CIR NM_032830 NP_116219 Q969X6 CIR1A_HUMAN WD 1. 0 CTTTCAGGAGAAA 0.368

+ 15 2559 3H18_uc010chw.2_ NM_144604 NP_653205 Q86VM9 ZCH18_HUMAN 1 CAGCAGGGGGG 0.547 rs139579046

- 32 5122 NM_006445 NP_006436 Q6P2Q9 PRP8_HUMAN on with pre-mRNA 5' splice 6 CATAGTCCCCCCA 0.532

- 21 2677_2678 NM_002208 NP_002199 P38570 ITAE_HUMAN cellular (Potential). 4 CCGGAGTTAGTTA 0.465



+ 2 303_304 _p.A12fs|EIF5A_u NM_001970 NP_001961 P63241 IF5A1_HUMAN OHH-binding. 0 CAGTGCTCAGCA 0.525

+ 4 522 72fs|ENGASE_uc0 NM_001042573 NP_001036038 Q8NFI3 ENASE_HUMAN p.P172L(1) 1 ACCATTCCCCCAG 0.587

+ 2 125 1_5'Flank|HAUS1_ NM_138443 NP_612452 Q96CS2 HAUS1_HUMAN 1 GTGGTTAAAAAAA 0.393

- 9 864 _p.R276fs|SEMA6B NM_032108 NP_115484 Q9H3T3 SEM6B_HUMANular (Potential).|Sema. 1 CACGCGGGGGG 0.647

+ 14 2665_2666NRNPUL1_uc002o NM_007040 NP_008971 Q9BUJ2 HNRL1_HUMAN cessary for interaction with 2 GGTTACAACCCG 0.629

- 2 459 e_Shift_Del_p.Q110 NM_002781 NP_002772 Q15238 PSG5_HUMAN g-like V-type. 3 CATTCTGGATCAG 0.418

+ 2 480 _Shift_Del_p.A14fs NM_003089 NP_003080 P08621 RU17_HUMAN 0 TCTTTGCCCCCCG 0.542

- 1 1911_1913 NM_002152 NP_002143 P23327 SRCH_HUMAN 1 ctccagcccctcctcctcc 0.409

+ 11 1757_1759me_Del_p.L480del NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN ical; (Potent p.L479del(1) 3 Atcctactgctcctcctcct 0.458

- 3 316 _p.P92fs|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 GGTAGTGGGGGG 0.537 rs77941615

- 29 5686_56870fnl.1_Frame_Shift_ NM_018557 NP_061027 Q9NZR2 LRP1B_HUMAN cellular (Potential). 50 TTTTTCATTTCTAA 0.302 rs142525375

+ 48 3839 NM_000090 NP_000081 P02461 CO3A1_HUMAN lar collagen NC1. 13 AGTCTGTTAATGG 0.423

- 18 3175 108_uc002vjm.3_5 NM_194302 NP_919278 Q6ZU64 CC108_HUMAN 4 CCTGCTCCAGGTA 0.612

+ 15 3131 xtm.2_Frame_Shift NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMAN Poly-Gln. 5 GTATTGCAACAGC 0.428

- 1 3347_3348 NM_014246 NP_055061 Q9NYQ6 CELR1_HUMAN r (Potential).|Cadherin 9. 11 ACTGTTGGACTTG 0.599

- 7 2103 3cbe.2_Frame_Shi NM_014744 NP_055559 Q92609 TBCD5_HUMANRab-GAP TBC. 1 TACCCCTTCATCC 0.378

+ 1 158 uc010hhd.2_5'UTR NM_005107 NP_005098 Q9Y2C4 EXOG_HUMAN 0 GCTTCGTGGCTGG 0.657

+ 1 3375_3376 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 3 0 CTGCTCACACGT 0.708

+ 10 1533_1534_Shift_Ins_p.P205fs NM_001113361 NP_001106832 Q9P2M4 TBC14_HUMANRab-GAP TBC. 2 GTGGTCCATATCA 0.416

- 9 1111 _p.T322fs|RASGE NM_152545 NP_689758 Q0VAM2 RGF1B_HUMAN Ras-GEF. 0 CCCAAGTTTTTTT 0.383

- 27 13517 _p.P90fs|FAT1_uc0 NM_005245 NP_005236 Q14517 FAT1_HUMAN lasmic (Potential). 12 AGCTGCGGGGAA 0.542

- 2 624_625 e_Shift_Del_p.S47f NM_006451 NP_006442 Q9H074 PAIP1_HUMAN eracting motif-2 (PAM2). 1 CAGCTTAGACATT 0.46

+ 26 5893 vc.3_Frame_Shift_ NM_080686 NP_542417 P48634 PRC2A_HUMAN 0 TACCTACCCCCCG 0.522

+ 3 761 NM_003221 NP_003212 Q92481 AP2B_HUMAN 0 GTCATTAAAAAAG 0.343

+ 2 172_174 X6AS_uc003uol.2_ NM_005222 NP_005213 P56179 DLX6_HUMAN 2 GGCTCGcaccacca 0.571

+ 1 138 6_uc003utj.2_5'Fla NM_152755 NP_689968 Q8N129 CNPY4_HUMAN 0 TTTTCCTTTTTTTG 0.527

+ 4 451 el_p.R104fs|TMEM NM_153345 NP_699176 Q8IV31 TM139_HUMAN lasmic (Potential). 0 GTGCCGCCCCCAA 0.567

- 7 1685_16871kvs.1_In_Frame_ NM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 CTTTGCATctgctgctg 0.227

- 6 1034 011lir.1_Frame_Shi NM_014846 NP_055661 Q12768 STRUM_HUMAN 2 CTGGTTGTAAATA 0.388

+ 3 244 NM_183241 NP_899064 Q9BUH6 CI142_HUMAN 0 ACATCACCCCCCG 0.657

- 9 1541_1542ank|ENTPD2_uc00 NM_203468 NP_982293 Q9Y5L3 ENTP2_HUMAN 0 GCCCCTAAATGGT 0.416 rs17853460

- 2 1659_1661 .2_In_Frame_Del_ NM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 tcttcctcttcctcctcctcc 0.374

- 5 1775_1776 0ndi.2_Frame_Shi NM_181332 NP_851849 Q8N0W4 NLGNX_HUMANcellular (Potential). 4 CCAGTCTGTGTAC 0.579

- 11 1496 did.2_Frame_Shift_ NM_006950 NP_008881 P17600 SYN1_HUMAN Pro-rich linker. 1 GAGCCGGGGGC 0.672

+ 4 763 n|TSPY4_uc004frq NM_001077697 NP_001071165 P0CW01 TSPYA_HUMAN 0 GTATCTGGATTAT 0.493

- 13 2591 me_Shift_Del_p.Q58 NM_003819 NP_003810 Q13310 PABP4_HUMAN PABC. NA 0 TTCCTGGGGGGG 0.602

- 2 393_395 P2_uc001dmy.1_R NM_004120 NP_004111 P32456 GBP2_HUMAN NA 1 AATCGCCACCACC 0.527

- 2 2734_2736wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem NA 5 TGTAGCTCCTCCT 0.586 rs143222885

+ 2 1416 _Shift_Del_p.V84fs NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN NA 16 CCCGTGGGGGAG 0.567

- 14 2554 129A_uc001grb.1_ NM_052966 NP_443198 Q9BZQ8 NIBAN_HUMAN Glu-rich. NA 4 GGAAATCCCCCCA 0.672

- 5 1798 AGT_uc009xff.2_F NM_000029 NP_000020 P01019 ANGT_HUMAN NA 0 AAGCTCAAAAAAA 0.562

+ 30 4013_4015rf.2_Intron|CEP164 NM_014956 NP_055771 Q9UPV0 CE164_HUMAN NA 2 CAGTCGCCGCCG 0.67

- 2 1302 raq.2_Frame_Shift NM_006143 NP_006134 Q15760 GPR19_HUMAN lasmic (Pote NA 1 ACGTAGTTTTTTT 0.398

+ 18 1613 fs|TENC1_uc001sb NM_170754 NP_736610 Q63HR2 TENC1_HUMAN Pro-rich. NA 2 GGCAGACCCCCC 0.677 rs142183380

- 6 959 p.K272fs|RBM19_u NM_001146699 NP_001140171 Q9Y4C8 RBM19_HUMAN NA 6 GGTCTCTTTTTCC 0.637

- 15 2654 vfj.2_Frame_Shift_ NM_012141 NP_036273 Q9UL03 INT6_HUMAN NA 2 TGGTCCTTTTCCC 0.398

+ 3 481_483 p.E95del|APBA2_u NM_005503 NP_005494 Q99767 APBA2_HUMAN Poly-Glu. NA 0 TCCCTGAGGAGGA 0.601



+ 11 1617_1622bve.2_In_Frame_D NM_005587 NP_005578 Q02078 MEF2A_HUMAN Gln/Pro-rich NA 1 GCTTCcagcagcag 0.495

+ 12 3846_3848me_Del_p.Q812del| NM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. NA 0 TAATcaacagcagcag 0.389

+ 8 912_914 p.L222del|CHRNB1 NM_000747 NP_000738 P11230 ACHB_HUMAN ical; (Potent NA 2 TGTTCCTGCTGCT 0.498

- 5 1364 C16A6_uc002jha.1 NM_004694 NP_004685 O15403 MOT7_HUMAN ical; (Potent NA 0 AAACCCAAAAAAT 0.438

+ 20 2951 0195_uc010wsb.1_ NM_014738 NP_055553 Q12767 K0195_HUMAN NA 1 CGAGATCCCCCC 0.612

+ 4 988 _5'Flank|ICAM4_uc NM_000201 NP_000192 P05362 ICAM1_HUMAN cellular (Pote NA 1 GTCAGCCCCCGG 0.637

+ 20 1991_1993 p.F341del|SLC44A NM_020428 NP_065161 Q8IWA5 CTL2_HUMAN cellular (Pote NA 1 TGGCTTTCTTCTT 0.493

+ 6 841 2_Frame_Shift_De NM_002255 NP_002246 Q99706 KI2L4_HUMAN NA 1 TGCTCCAAAAAAA 0.532 rs66505238

- 4 557 0yoq.1_Splice_Sit NM_014614 NP_055429 Q14997 PSME4_HUMAN NA 5 AGAACTGGGGGG 0.347

+ 5 1137_1139 ypt.1_In_Frame_D NM_014562 NP_055377 P32242 OTX1_HUMAN His-rich. NA 2 ccaccatcaccaccacc 0.542

+ 3 782_783 Intron|TEKT4_uc01 NM_144705 NP_653306 Q8WW24 TEKT4_HUMAN NA 3 CTCATCCGTACTC 0.663 rs35031477

- 28 4326 zcp.1_Frame_Shift NM_007366 NP_031392 Q13018 PLA2R_HUMAN (Potential).|C NA 3 AAAGCCTTTTTTT 0.403

- 13 1637_1639 ame_Del_p.E417d NM_001030311 NP_001025482 Q49MI3 CERKL_HUMAN NA 4 TTTCATCCTCCTC 0.369

- 9 1595 p.K507fs|CLTCL1_ NM_007098 NP_009029 P53675 CLH2_HUMAN Flexible linke NA 5 GTTACCTTTTTGG 0.428

+ 5 1304_1306 NM_152612 NP_689825 Q8IYX3 CC116_HUMAN NA 2 CCCCTGCAGCAG 0.606

+ 11 1513 p.K344fs|CNTN6_u NM_014461 NP_055276 Q9UQ52 CNTN6_HUMAN-like C2-type NA 8 CCAGTTAAAAAAA 0.393

- 6 1160 GOL1_uc003cbx.2 NM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN NA 0 TGTGCATTTTTTT 0.214

- 2 2200_2203_Shift_Del_p.R660f NM_194293 NP_919269 Q702N8 XIRP1_HUMAN Xin 15. NA 8 GACGTGTCTGTC 0.618

- 7 802_804 3clx.2_In_Frame_D NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN NA 3 GGCCCGAAGAAGA 0.552

- 20 7299 p.A2410fs|CELSR3 NM_001407 NP_001398 Q9NYQ7 CELR3_HUMANcellular (Pote NA 11 ACGGGCCCCCCG 0.632

- 2 758 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN NA 0 GCCATAGGGGGG 0.512

- 5 1637 n|FILIP1L_uc010hp NM_182909 NP_878913 Q4L180 FIL1L_HUMAN Potential. NA 1 CCTCCATTTTTAT 0.408

+ 2 398 _p.K62fs|TMEM22 NM_001097600 NP_001091069 Q8TBE7 TMM22_HUMAN NA 1 GAAATGAAAAAAA 0.413

- 6 873 NM_014465 NP_055280 O43704 ST1B1_HUMAN NA 0 TAGTACAAAAAAA 0.348

+ 1 251_253 3hme.2_In_Frame_ NM_004464 NP_004455 P12034 FGF5_HUMAN NA 2 GTCCTTCCTCCTC 0.631

- 61 9721_9722 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN WD 1. NA 3 ATCTCCCACACAC 0.51

+ 3 714 TNL8_uc010jll.2_Fr NM_001040462 NP_001035552 Q6UX41 BTNL8_HUMAN 2.|Extracellu NA 2 CTGGTTCCCCCG 0.532

+ 1 209_211 3mtn.2_In_Frame_ NM_001452 NP_001443 Q12947 FOXF2_HUMAN Poly-Ala. NA 0 ccgccgcccgccgccg 0.172 rs78728576

+ 11 2086 _p.F668fs|HSP90AB NM_007355 NP_031381 P08238 HS90B_HUMAN NA 4 TCTGGCTTTTCCC 0.527

- 8 1483 X18_uc010kbq.1_In NM_001080508 NP_001073977 O95935 TBX18_HUMAN NA 5 GAGCTGGGGGG 0.537

+ 1 939_941 .G270del|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN Gly-rich. NA 2 ggcagcggaggagga 0.158

+ 5 833_835 TTYH3_uc003smq NM_025250 NP_079526 Q9C0H2 TTYH3_HUMAN Name=3; (Po NA 0 GGGCCTGCTGCT 0.709 rs146815577

+ 11 1744 NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN -like C2-type NA 6 TGAATCGGGGGG 0.542

- 1 915_917 NM_033224 NP_150093 Q96QR8 PURB_HUMAN NA 0 CTCTTCGCCGCCG 0.576

+ 2 334 3ule.2_Frame_Shif NM_005751 NP_005742 Q99996 AKAP9_HUMAN NA 26 AAGCAGAAAAAAA 0.353

- 44 11828 L3_uc003wkx.2_5'F NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN NA 63 TCGTCCTTTTTCC 0.458

- 15 2965 wyy.2_Frame_Shift_ NM_015310 NP_056125 Q9NYI0 PSD3_HUMAN NA 3 CTTGTCGGGGGG 0.483 rs28651847

+ 8 761 p.P153fs|EPB49_u NM_001114136 NP_001107608 Q08495 DEMA_HUMAN NA 1 GCCCAGCCCCCAG 0.597

- 7 735 _p.K193fs|PTPLAD NM_001010915 NP_001010915 Q5VWC8 HACD4_HUMAN ic (Potential) NA 1 CATCTTCTTTTTTT 0.368

- 54 7719_7721 .2_In_Frame_Del_ NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMANp-rich.|Glu-ri NA 17 cctcatcttcctcctcctcc 0.438

- 10 4018_4020 3_In_Frame_Del_p NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Asp. NA 30 TGTCGTCATCATC 0.379

- 4 447 P5_uc001hbv.1_F NM_005057 NP_005048 Q15291 RBBP5_HUMAN 1 GAAGGGAATCGA 0.453

+ 3 712 2_uc009xch.2_Fra NM_001877 NP_001868 P20023 CR2_HUMAN xtracellular (Potential). 8 TGCTGTCCCCCC 0.398

- 18 2120 uc009xhv.1_Frame_Shift_Del_p.K360fs|PITRM1_uc001 E7ES23 E7ES23_HUMAN 1 GACCGCTTTTTCT 0.478

+ 6 1517_1518 NM_000314 NP_000305 P60484 PTEN_HUMAN hatase tensi )|p.D162G(1)|p 2334 AGAGACAAAAAG 0.332

+ 9 1359 Shift_Del_p.F428fs NM_004055 NP_004046 O15484 CAN5_HUMAN Domain III. 0 TACATCTTCGAAG 0.308

+ 3 493_494 _p.Q51fs|FGFR1O NM_015633 NP_056448 Q9NVK5 FGOP2_HUMAN Potential. 0 GAAATTCAAGAAC 0.282



+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

- 1 113_115 01xml.2_In_Frame_ NM_033141 NP_149132 P80192 M3K9_HUMAN a-rich.|Poly-Glu. 5 GCCGCCGcctcctc 0.68 rs3832971

- 14 1783_17840bib.2_Frame_Shif NM_001004439 NP_001004439 Q9UKX5 ITA11_HUMAN Extracellular (Potential). 3 CCTCCAGGGGGG 0.574

+ 13 3220_3222 |NKTR_uc003clq.1 NM_005385 NP_005376 P30414 NKTR_HUMAN 3 TGAAGAGGAGGA 0.355

- 1 538_540 RC3_uc011cdn.1_In NM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 tactcctcttcctcctcctc 0.369

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

+ 7 1675_1676 NM_001718 NP_001709 P22004 BMP6_HUMAN 3 CATTCTGAAAAAAT 0.446

- 13 3188 _p.K631fs|TRERF1 NM_033502 NP_277037 Q96PN7 TREF1_HUMAN cts with CREBBP. 5 ATGACATTTTAAC 0.517

- 4 765 .1_Intron|TARP_uc003tgf.1_RNA|TARP_uc003tgj.1_RN A2JGV3 A2JGV3_HUMAN 0 CCTTGATTTTTTTG 0.264

- 2 317_319 EL1_uc009vlg.1_R NM_033467 NP_258428 Q495T6 MMEL1_HUMAN type II membrane protein; 0 GGTCACcagcagca 0.665

- 8 1405_1406 NR_026567 0 ggcggcggcagcTGC 0.653 78439;rs67547754

- 9 1126_1131 1_Intron|MST1P9_ NR_002729 0 CCAGCGCTGGCA 0.704

+ 7 1510_1511 os.1_Frame_Shift_ NM_001134673 NP_001128145 Q12857 NFIA_HUMAN 2 TCCCTGGGAACG 0.554

+ 9 1992 27A3_uc009won.2_ NM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1 CTGCGTCCCCCCC 0.617

+ 3 619 p.S161fs|HAX1_uc NM_006118 NP_006109 O00165 HAX1_HUMAN d in HCLS1 binding. 0 GTGAATCCCCCCA 0.532

- 2 718 _p.V213fs|TNR_uc0 NM_003285 NP_003276 Q92752 TENR_HUMAN Cys-rich. 11 CACACACCCCCCG 0.607

+ 7 2540 Shift_Del_p.T737fs NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|56; appro 1 CAACTACCCCCAA 0.592

- 3 615_616 NM_022735 NP_073572 Q9H3P7 GCP60_HUMAN tential.|Glu-rich. 0 CTTCACCTTTTTT 0.411

- 5 1984_1986 .E107del|PSD_uc0 NM_002779 NP_002770 A5PKW4 PSD1_HUMAN Poly-Glu. 3 CTCTGCCTCCTCC 0.66

- 2 586_588 ame_Del_p.E162de NM_001164 NP_001155 O00213 APBB1_HUMAN Glu-rich. p.E162K(1) 2 catcatcatcctcctcctc 0.404 rs145320037

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMAN Name=3; (Potential). 1 ATGTATTTCTTCTT 0.517

- 10 1315 p.Q434fs|PLEKHA7 NM_175058 NP_778228 Q6IQ23 PKHA7_HUMAN 3 CCACCTGGGCCA 0.537

- 14 1235 _Shift_Del_p.E357f NM_005709 NP_005700 Q9Y6N9 USH1C_HUMAN Potential. 1 AGTCTTCTTCCCA 0.498

- 1 355 NM_001005284 NP_001005284 Q8NGQ1 OR9G4_HUMAN Name=3; (Potential). 3 CACAGGAAAAAAA 0.473

- 9 1377 ntt.1_Frame_Shift_ NM_153265 NP_694997 Q32P44 EMAL3_HUMAN WD 2. 1 CGAAGGCCCCCA 0.592

+ 10 2065_2067 0rsp.1_In_Frame_ NM_020798 NP_065849 Q9P2H5 UBP35_HUMAN 3 GCTGTCGCCGCCG 0.665

+ 6 1228 NM_004268 NP_004259 Q9NVC6 MED17_HUMAN 1 TTCAAATTAAATC 0.418

- 4 670 F9B_uc001qgy.1_5 NM_014987 NP_055802 Q9UPX0 TUTLB_HUMANExtracellular (Potential). 0 TGTACTGGGGGG 0.572

- 3 812_814 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.606

+ 88 13864 NM_002332 NP_002323 Q07954 LRP1_HUMAN Interaction with MAFB (By s 22 GAACGTGGAGATT 0.567

+ 3 444 10srs.1_Frame_Sh NM_001146258 NP_001139730 Q8TBX8 PI42C_HUMAN PIPK. 3 TATTGTCCCCAGG 0.388

+ 3 552_553 NM_012240 NP_036372 Q9Y6E7 SIRT4_HUMAN etylase sirtuin-type. 0 CTCCCCGGGGGG 0.579

+ 11 1513 1_5'UTR|DNAH10_ NM_207437 NP_997320 Q8IVF4 DYH10_HUMAN m (By similarity). 6 AGTGACGGGGGA 0.478 rs148982654

+ 46 8279_828100_uc001ujm.2_In_ NM_015409 NP_056224 Q96L91 EP400_HUMANwith ZNF42 (By similarity). 12 caacagACGACGAC 0.34

- 23 3282 f.1_RNA|TEP1_uc0 NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 GCCACACCCCCC 0.587

+ 6 1186 Shift_Del_p.E307fs NM_015589 NP_056404 Q9UPU9 SMAG1_HUMAN 0 ATCGAGGGGGGC 0.637 rs137951039

- 65 12542_12543 NM_003922 NP_003913 Q15751 HERC1_HUMAN RCC1 10. 19 CTCCTTGTAAGGC 0.465

- 11 1628_1630AH3_uc002die.2_In NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 CCGATCAGCAGCA 0.498

- 2 210 199_uc002hba.2_5 NM_015584 NP_056399 Q9Y2S7 PDIP2_HUMAN 0 GGCTTTGCCACC 0.762 rs113730440

- 5 891 NM_139285 NP_644814 Q8NHY3 GA2L2_HUMAN 2 GGGCCGGGGGC 0.597 rs139867246

+ 1 118 c002ibf.3_5'Flank|R NM_005854 NP_005845 O60895 RAMP2_HUMAN 0 CTAGGACCCGAGT 0.791

- 3 1258 _p.G91fs|CA10_uc NM_020178 NP_064563 Q9NS85 CAH10_HUMAN 2 TTCCTGCCCCCCG 0.493

- 2 452_455 .2_5'UTR|TIMP2_u NM_003255 NP_003246 P16035 TIMP2_HUMAN NTR. 2 TCTCACTGACCG 0.51

+ 12 6027 kxq.2_Frame_Shift_ NM_030632 NP_085135 Q9C0F0 ASXL3_HUMAN 3 TGTTATCCCCCAA 0.413

- 5 640 NM_020714 NP_065765 Q9ULM2 ZN490_HUMAN C2H2-type 1. 0 TATTAAGGGAGAC 0.433

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMAN lasmic (Potential). 1 CCCGCCTTCTTC 0.601

+ 4 656_658 E183del|KLC3_uc NM_177417 NP_803136 Q6P597 KLC3_HUMAN Poly-Glu. 1 CAGCGAGGAGGA 0.645



- 11 1735 NM_021733 NP_068379 Q9UJT2 TSKS_HUMAN 2 CTGCCTCCCCCC 0.552

+ 10 1050 NM_033068 NP_149059 Q9BZG2 PPAT_HUMAN cellular (Potential). 0 AGCCTCCCCGGG 0.682

- 5 1962 NM_014650 NP_055465 O94892 ZN432_HUMANC2H2-type 13. 3 GAAGCCTTTTCCA 0.398

- 1 206 NM_176820 NP_789790 Q7RTR0 NALP9_HUMAN DAPIN. 7 GTTTGTCCAGCAG 0.468

- 8 1077 yjy.1_Frame_Shift_ NM_015317 NP_056132 Q8TB72 PUM2_HUMAN Ala-rich. 1 GATACACCCCCCA 0.507

+ 37 5895 w.2_Frame_Shift_ NM_004341 NP_004332 P27708 PYR1_HUMAN Linker. 10 GCTGCACCCCCAG 0.622

+ 2 1350_1352 .1_Intron|KIF3B_uc NM_004798 NP_004789 O15066 KIF3B_HUMAN y-Glu.|Potential. 5 TGGggaagaggagga 0.433

- 1 912_914 zma.2_Intron|uc00 NM_031890 NP_114096 Q9BXQ6 CECR6_HUMAN 0 CCAGCCCACCACC 0.709

- 1 2553_2554 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. 10 ctgctgctgttgctgctgc 0.391 rs34890218

+ 13 1587 _p.T420fs|MTMR3_ NM_021090 NP_066576 Q13615 MTMR3_HUMAN ularin phosphatase. 5 ACCGCACCCCCC 0.547

+ 2 1890 p.3_Intron|SYNGR1 NM_006116 NP_006107 Q15750 TAB1_HUMAN 1 CTGGGACCCCCC 0.592

- 7 1050_1052 gye.1_In_Frame_D NM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5 TGTGGTGCTGCTG 0.66

- 6 1160 GOL1_uc003cbx.2 NM_001012410 NP_001012410 Q5FBB7 SGOL1_HUMAN 0 TGTGCATTTTTTT 0.214

+ 19 1660 ayp.1_Frame_Shift_ NM_005108 NP_005099 O75191 XYLB_HUMAN 1 CCTTCTCCCCCA 0.502

+ 1 261 NM_004617 NP_004608 P48230 T4S4_HUMAN ical; (Potential). 0 ATGCCTGGGGGG 0.537

+ 42 6369_6371 bnz.1_In_Frame_D NM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7 AGACCCAGCAGCA 0.527

+ 1 251_253 3hme.2_In_Frame_ NM_004464 NP_004455 P12034 FGF5_HUMAN 2 GTCCTTCCTCCTC 0.631

- 13 1850 ft.1_Frame_Shift_D NM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0 AGTTTTCCCCCCA 0.463 rs7437875

+ 15 2297_2299GRF2_uc011ctn.1_ NM_006909 NP_008840 O14827 RGRF2_HUMAN 12 CAGTCCCACCACC 0.562

+ 1 41_46 PCDHGB2_uc003ljs NM_003736 NP_003727 Q9UN71 PCDGG_HUMAN 0 AGGCTGCCAGTGC 0.617

- 2 779 0jgi.1_Frame_Shift_ NM_001127496 NP_001120968 Q9C004 SPY4_HUMAN Cys-rich.|SPR. 2 ACGTCCGGGGGG 0.607

+ 4 387_388 23_uc003owo.2_In NM_153246 NP_694978 Q8N319 CF223_HUMAN Ala-rich. 0 TAGAGCGCgcggcg 0.639 rs72369323

- 12 2478 COL12A1_uc003ph NM_004370 NP_004361 Q99715 COCA1_HUMANonectin type-III 4. 9 TTGGGTGGGGTG 0.413

+ 9 1421 03tvz.2_Frame_Sh NM_022479 NP_071924 Q6IS24 GLTL3_HUMAN ectin.|Lumenal (Potential). 7 ACAAGGCAAAAGA 0.542

+ 4 1128 3uve.1_Frame_Shi NM_173564 NP_775835 Q6ZVC0 CG051_HUMAN Pro-rich. 1 TGAAATCCCCCCG 0.682

+ 8 1077_1079uxa.2_In_Frame_D NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2 GAGCAGGAGGAG 0.596

+ 6 972 ce_Site_p.Q108_s NM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TGATACcagcagca 0.414 rs111544687

- 6 468 yhd.2_Frame_Shif NM_057749 NP_477097 O96020 CCNE2_HUMAN 0 CTCTCCTTTTTTA 0.323

- 3 2403 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN Lys-rich. 3 TTTTGCTTTTTTT 0.323

+ 3 2665 RUSC2_uc003zwx.3 NM_014806 NP_055621 Q8N2Y8 RUSC2_HUMAN 1 TCCCCTCCCCCAG 0.667

+ 15 2792 1mij.1_Frame_Shif NM_014728 NP_055543 Q14CM0 FRPD4_HUMAN 13 CGTGGTGGGGGA 0.572

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANmenal (Potential). 1 GCCTGCCTCCTC 0.606

+ 14 1261 _p.I350fs|RPS6KA1 NM_002953 NP_002944 Q15418 KS6A1_HUMAN kinase C-terminal. 1 AGGCATCCCCCCC 0.672

+ 23 3277 NM_015284 NP_056099 Q5T011 SZT2_HUMAN 0 GCCTGCCCCGCG 0.602

+ 2 99 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. 0 CAAGTGCCCCCC 0.572 rs138365632

- 9 1705 NM_020699 NP_065750 Q8WXI9 P66B_HUMAN 0 CGTAGTGGGGGAG 0.498

- 10 1559 me_Shift_Del_p.P4 NM_183001 NP_892113 P29353 SHC1_HUMAN Pro-rich.|CH1. 2 GGATTGGGGGGC 0.567

- 11 1713 1fmd.3_Frame_Shi NM_001037533 NP_001032622 Q3T8J9 GON4L_HUMAN Asp-rich. 3 ATAAGTCCCCCCA 0.423

+ 1 267_268 _5'Flank|EFCAB2_ NR_026586 Q5VUJ9 EFCB2_HUMAN 0 ACAGGGCGCGCG 0.777 rs10536649

+ 1 666 LIN_uc009xti.2_5'F NM_000314 NP_000305 P60484 PTEN_HUMAN 2334 CGGCGGCTGGC 0.505 rs71022512

+ 1 51_53 NM_178537 NP_848632 Q76KP1 B4GN4_HUMAN type II membrane protein; 1 AGATGAAgctgctgc 0.429

- 4 1598_1600 .2_Intron|C11orf95 NM_001144936 NP_001138408 C9JLR9 CK095_HUMAN o-rich.|Glu-rich. 0 CACCCCActcctcct 0.547

+ 5 1036 _Shift_Del_p.A243f NM_020155 NP_064540 Q96N19 G137A_HUMAN cellular (Potential). 1 CCTTGGCCCCCCA 0.637

- 1 189 NM_003793 NP_003784 Q9UBX1 CATF_HUMAN 0 CGGCGGCCCCCA 0.781

+ 1 55_56 NM_021046 NP_066384 O75690 KRA58_HUMAN 0 TCTGGAGGCTGT 0.649 3379698;rs72145325

+ 6 1228 NM_004268 NP_004259 Q9NVC6 MED17_HUMAN 1 TTCAAATTAAATC 0.418

- 2 672 .2_Intron|EFS_uc0 NM_005864 NP_005855 O43281 EFS_HUMAN SH3. 1 GCTCCTGGGGGG 0.627



+ 9 5934 NM_025081 NP_079357 Q9P2P1 NYNRI_HUMAN 3 GAAGCTGGGGTG 0.597

- 5 903_905 AKT1_uc001ypm.2_ NM_005163 NP_005154 P31749 AKT1_HUMAN 134 TCCATCTCCTCCT 0.631

- 1 196 2_5'Flank|OGFOD1 NM_007006 NP_008937 O43809 CPSF5_HUMAN ary for RNA-binding. 0 AGTGACCCCCCG 0.652

- 9 1687 2gai.1_Frame_Shif NM_015099 NP_055914 O94983 CMTA2_HUMAN 1 ACAGCTGGGGGG 0.562 rs149765180

+ 1 267 .1_5'UTR|WNK4_u NM_032387 NP_115763 Q96J92 WNK4_HUMAN 7 TCCGGACCCCCC 0.716

- 2 452_455 .2_5'UTR|TIMP2_u NM_003255 NP_003246 P16035 TIMP2_HUMAN NTR. 2 TCTCACTGACCG 0.51

+ 4 1882_1883_Shift_Del_p.H604 NM_144566 NP_653167 Q9H0M5 ZN700_HUMANC2H2-type 13. 0 GGACTCACACTG 0.47

+ 8 2673_267402phi.3_Frame_Sh NM_015711 NP_056526 Q9NZM4 GSCR1_HUMAN 3 CCCAGGCCCCCC 0.723

- 1 437_439 2xys.2_Intron|PME NM_020182 NP_064567 Q969W9 PMEPA_HUMANcellular (Potential). 1 GGCTgcccggcggcg 0.369

- 1 2553_2554 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. 10 ctgctgctgttgctgctgc 0.391 rs34890218

+ 3 439 K2_uc003adw.1_5' NM_172002 NP_741999 Q8IWL3 HSC20_HUMAN J. 1 TCCTGGCCCCCCT 0.493

+ 13 1587 _p.T420fs|MTMR3_ NM_021090 NP_066576 Q13615 MTMR3_HUMAN ularin phosphatase. 5 ACCGCACCCCCC 0.547

- 6 6180 .P1795fs|C22orf30 NM_173566 NP_775837 Q5THK1 PR14L_HUMAN 0 GTTCTGGGGGGC 0.532

- 7 1050_1052 gye.1_In_Frame_D NM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. 5 TGTGGTGCTGCTG 0.66

- 1 200_202 NM_183357 NP_899200 O95622 ADCY5_HUMAN lasmic (Potential). 4 CAGGCGCTGCTG 0.734

- 1 200_202 NM_002994 NP_002985 P42830 CXCL5_HUMAN 0 TGCGTCAGCAGCA 0.7 rs139966143

+ 1 184_185 _uc003nyt.2_5'UTR NM_032454 NP_115830 P49842 STK19_HUMAN 4 GCGGGCAAACCC 0.634

+ 14 1595 _p.S529fs|SCUBE3 NM_152753 NP_689966 Q8IX30 SCUB3_HUMAN 1 GTGACTCCTCTCG 0.612

+ 7 1611 NM_004053 NP_004044 Q13895 BYST_HUMAN 0 TGCAGTCCCCCG 0.582

+ 1 499_501 e_Del_p.17_18LL> NM_006586 NP_006577 Q9BT09 CNPY3_HUMAN 1 CTTCCCTtgctgctg 0.606

+ 4 387_388 23_uc003owo.2_In NM_153246 NP_694978 Q8N319 CF223_HUMAN Ala-rich. 0 TAGAGCGCgcggcg 0.639 rs72369323

- 2 872 NM_014452 NP_055267 O75509 TNR21_HUMAN (Potential).|TNFR-Cys 3. 0 CCGTATGGGGGGC 0.557

+ 16 2396 NM_002047 NP_002038 P41250 SYG_HUMAN 1 ACAAGACCCCCCA 0.502

+ 10 1401_1402FG2_uc010lgy.2_In NM_006076 NP_006067 O95081 AGFG2_HUMAN Pro-rich. 1 GCTGTTCCCCCC 0.594

+ 8 1077_1079uxa.2_In_Frame_D NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2 GAGCAGGAGGAG 0.596

+ 10 1861 oa.3_Frame_Shift_ NM_001458 NP_001449 Q14315 FLNC_HUMAN Filamin 3. 12 CACGTGGGGCG 0.652

+ 14 4653 3wem.2_Frame_Sh NM_005435 NP_005426 Q12774 ARHG5_HUMAN 2 AAGACTCCCCCCA 0.557

+ 6 1464 p.P226fs|ZNF398_ NM_170686 NP_733787 Q8TD17 ZN398_HUMAN 1 GAGACACCCCCC 0.587

+ 8 1236 _p.P314fs|NOS3_uc NM_000603 NP_000594 P29474 NOS3_HUMAN action with NOSIP. 8 GAGGTGCCCCTGG 0.647

- 2 129 Shift_Del_p.N23fs|S NM_004935 NP_004926 Q00535 CDK5_HUMANProtein kinase. 2 TCCCGGTTTTTGG 0.582

- 3 346 M1_uc003xkx.2_R NM_014462 NP_055277 O15116 LSM1_HUMAN 0 TTTTTGCCCACAT 0.393

- 3 618 _p.A59fs|TPD52_u NM_001025252 NP_001020423 P55327 TPD52_HUMAN Potential. 1 TCTTTTGCTGCTA 0.408

- 16 2344 on|DDX58_uc011ln NM_014314 NP_055129 O95786 DDX58_HUMAN 4 CTGCCTATTAGAA 0.315

- 10 1827_1829dmc.3_In_Frame_D NM_006521 NP_006512 P19532 TFE3_HUMAN 197 CACCCCCTCCTCC 0.66

+ 20 4967 1aoj.2_Frame_Shif NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9 ATGAACAAAAAAA 0.473

- 5 1096 AGBL4_uc001crv.1 NM_024603 NP_078879 Q7L4P6 BEND5_HUMAN BEN. 1 ATCTTTCTTTTTTT 0.463

+ 2 301_302 e_Ins_p.48_49insQ NM_030965 NP_112227 Q9BVH7 SIA7E_HUMAN .|Lumenal (Potential). 2 agcagcagcagcagca 0.594 rs62637703

+ 8 2280 ozr.1_Frame_Shift_ NM_004326 NP_004317 O00512 BCL9_HUMAN ly-Pro.|Pro-rich. 6 CGAGGACCCCCC 0.582

+ 6 739 B4_uc001eyb.1_3 NM_002796 NP_002787 P28070 PSB4_HUMAN 2 TCACCGAAAAAGG 0.443

- 2 3390_3392wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 tggcgccttctcttctcccg 0.241

- 2 1111_1113 wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN of R-R-E-Q-E-E- E-R-R-E- 5 tcgcgcctctcctcctcct 0 rs71757496

- 3 5776_5777 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 TTGGCTGTGTGT 0.515 rs140875805

- 8 2374_2376 1ffo.2_In_Frame_D NM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 CAGGAGCTGCTG 0.64

- 1 422_424 ox.1_In_Frame_De NM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 gctgctgttgctgctgctg 0.236

- 11 2245_2247 H700del|PBXIP1_u NM_020524 NP_065385 Q96AQ6 PBIP1_HUMAN His-rich. 1 CCCCGGTGGTGG 0.64 rs143592003

- 1 313_314 e_Shift_Ins_p.P31f NM_183001 NP_892113 P29353 SHC1_HUMAN 2 TCCTCCGGGGGG 0.619 rs115641580

+ 9 2365 NM_021948 NP_068767 Q96GW7 PGCB_HUMAN EGF-like. 2 GGCTATGGGGGG 0.622



- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6 GGTGTGGGGGG 0.597

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMAN cellular (Potential). 2 TGGCTGGGGGG 0.552

- 6 1357_1359_p.V32del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 CACACCCACCACC 0.606

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

+ 20 6213 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16 TGTAATCCCCCCC 0.468

+ 8 1233_1234 9wxs.2_Frame_Sh NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GCCAAAGAGAGA 0.51

+ 7 1843_1845me_Del_p.K506del| NM_005807 NP_005798 Q92954 PRG4_HUMANX 8 AA repeats of K-X-P-X-P 1 CCACCAAGAAGCC 0.65

- 1 1610 NM_032833 NP_116222 Q5SWA1 PR15B_HUMAN 2 ACTACACTTATTC 0.458

+ 4 635_646 NM_001104548 NP_001098018 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

- 13 2418_2420 0pty.1_In_Frame_ NM_005401 NP_005392 Q15678 PTN14_HUMAN Poly-Glu. 5 TGGAGCCTCCTCC 0.626

+ 28 5556_5557nm.2_Frame_Shift_ NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN Cytoplasmic (Potential). 5 CTTGGCCCAAGA 0.545

- 5 1798 AGT_uc009xff.2_F NM_000029 NP_000020 P01019 ANGT_HUMAN 0 AAGCTCAAAAAAA 0.562

+ 3 629_631 ame_Del_p.S197de NM_032429 NP_115805 Q9BRK4 LZTS2_HUMANentrosomal localization (By s 4 GGCCCTGcctcctc 0.557

- 4 533 NM_001080998 NP_001074467 Q96QU4 FRG2B_HUMAN 0 CCGAGACCTATGC 0.557

+ 1 735_736 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 AGGGCCAGGCAC 0.708 rs138894859

+ 3 548_550 0rlo.1_In_Frame_D NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potential). 2 GTTCTTCCTCCTC 0.537

+ 8 941 1oxd.2_Splice_Site NM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6 ATTTAGAAAAAAA 0.302

- 8 1187_1189 CADM1_uc001ppj. NM_014333 NP_055148 Q9BY67 CADM1_HUMANcellular (Potential). 2 gtaaggatggtggtggt 0.266

- 1 355 AFX_uc001pvh.1_R NM_002105 NP_002096 P16104 H2AX_HUMAN 0 CTTGTTGAGCTCC 0.672 rs141798641

- 3 539_541 NM_006248 NP_006239 0 GGGACTTGTTGTC 0.596

- 3 314_315 NM_006248 NP_006239 0 TGGAGGTGGGGG 0.614

- 2 1302 raq.2_Frame_Shift NM_006143 NP_006134 Q15760 GPR19_HUMAN lasmic (Potential). 1 ACGTAGTTTTTTT 0.398

- 12 1271_1273 DM2_uc001sns.2_ NM_014925 NP_055740 Q9Y2K5 R3HD2_HUMAN Gln-rich. 2 AGGAAGTtgctgctg 0.488

+ 1 1317_1319p.E437del|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN Poly-Glu. 12 Tgaagaagaggaggag 0.286 rs62635809

+ 46 8261_826200_uc001ujm.2_In_ NM_015409 NP_056224 Q96L91 EP400_HUMANwith ZNF42 (By similarity). 12 agcagcaacagcagca 0.327 rs111782215

- 1 410 uc001uxv.1_Intron NM_032138 NP_115514 Q8WVZ9 KBTB7_HUMAN 1 CCCGTGAAAAAGG 0.632

- 1 1994_1996zo.1_In_Frame_De NM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 tgttgttgttgctgctgctgc 0.409 613609;rs146722477

+ 22 2792 vnh.2_Frame_Shift NM_005766 NP_005757 Q9Y4F1 FARP1_HUMAN PH 1. 2 CGAGTGGGGGG 0.617

- 1 1123 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN 1 CCCGTCCCCCCC 0.607

- 1 772_774 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 cgctgcctctgctgctgct 0.404

+ 2 348 fs|APEX1_uc001vx NM_001641 NP_001632 P27695 APEX1_HUMANciation with rRNA, endoribon 4 CGTGGGAAAAAGG 0.557

- 2 306 EXOC5_uc010trh. NM_006544 NP_006535 O00471 EXOC5_HUMAN 3 GACGTTCAATATA 0.333

- 13 2476_2478 0twc.1_In_Frame_ NM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Glu. 4 CCTCGTCCTCCTC 0.704

- 7 2023 wo.1_Frame_Shift_ NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 CCAGCATTTTTTT 0.383

- 6 1584 jo.2_Frame_Shift_ NM_170675 NP_733775 O14770 MEIS2_HUMAN 2 TGGGCATTTTCCC 0.478

- 69 13096 NM_003922 NP_003913 Q15751 HERC1_HUMANCC1 14.|WD 11. 19 ATTGCTCCCCCAG 0.438

- 3 553_555 20GG>G|KIAA043 NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN Poly-Gly. 0 TACCGCCACCACC 0.532

- 2 667 2_5'Flank|IQCK_uc NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0 GGTGGATTTTTTT 0.532

+ 9 1622_1633OC100132247_uc0 NM_001135865 NP_001129337 A8MRT5 K220L_HUMAN Pro-rich. 0 TCCACCCTCAGC 0.571

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 AGctcctcatcctcctcct 0.389

+ 2 113_115 p.E13del|CCDC13 NM_032269 NP_115645 Q8IY82 CC135_HUMAN Potential. 1 agaaggtggaggagga 0.448

- 3 888_890 vjt.1_In_Frame_De NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 GTCCTGCAGCAGC 0.65

- 14 2504 _p.F283fs|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. p.A696fs*18(2) 18 CATTGCAAAAAAA 0.403

+ 3 433 l_p.T16fs|KIAA018 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCAGCACCCCCC 0.687

- 5 772 NM_015982 NP_057066 Q9Y2T7 YBOX2_HUMANquired for mRNA-binding. 0 AGGCCGGGGGC 0.622

+ 8 912_914 p.L222del|CHRNB1 NM_000747 NP_000738 P11230 ACHB_HUMAN ical; (Potential). 2 TGTTCCTGCTGCT 0.498

+ 11 2629_263102gix.2_In_Frame_ NM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-rich. 2 CGCCGTcaccacca 0.369



+ 10 1762 gjf.2_Frame_Shift_ NM_001005273 NP_001005273 Q12873 CHD3_HUMAN Chromo 1. 1 GTCCCACCCCCCC 0.577

+ 2 137 R11_uc002ixg.1_R NM_018304 NP_060774 Q96HE9 PRR11_HUMAN 2 TTATTCAAAAAAA 0.348

- 19 3481 p.V1052fs|USP36_ NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5 CTGACTGACCGCC 0.567

+ 11 1445_1447 NM_015897 NP_056981 Q8N2W9 PIAS4_HUMAN /Glu-rich (acidic). 1 ggaggatgaggaggag 0.552

- 6 1132_1134 NM_005934 NP_005925 Q03111 ENL_HUMAN Poly-Ser. 1 GAGAAGGAGGAG 0.65

- 2 440_442 NM_052850 NP_443082 Q8TAE8 G45IP_HUMAN y-Gln.|Potential. 2 CTCCCGCTGCTGC 0.635

- 3 909 _Shift_Del_p.I255fs NM_014884 NP_055699 Q8IX01 SUGP2_HUMAN 0 TGGGTATTTTTTT 0.502

- 2 120_122 NM_000704 NP_000695 P20648 ATP4A_HUMAN lasmic (Potential). 1 CCCGCCTTCTTC 0.601

+ 10 765 NM_015302 NP_056117 O94927 HAUS5_HUMAN 0 AAACCACCCCCCA 0.642

- 2 231 1_Frame_Shift_De NM_006905 NP_008836 P11464 PSG1_HUMAN 2 AGTGGTGGGCAG 0.493 rs77328225

- 9 974_975 pni.2_Frame_Shift_ NM_003598 NP_003589 Q15562 TEAD2_HUMAN nal activation (Potential). 3 AGGCATGGGGGG 0.564

+ 11 1757_1759me_Del_p.L480del NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN ical; (Potent p.L479del(1) 3 Atcctactgctcctcctcct 0.458

+ 1 230 u.2_Intron|SPTBN1 NR_002229 0 GGCCACAAAAAAA 0.537

- 4 737_739 02svr.2_In_Frame_ NM_017849 NP_060319 O75204 TM127_HUMAN 0 TCTTATGCTGCTG 0.557

+ 8 1145 2_Intron|ANKRD36 NM_001164315 NP_001157787 A6QL64 AN36A_HUMAN 0 GACAGGTATTTTG 0.302

+ 10 1092 NM_182640 NP_872578 P82933 RT09_HUMAN 0 CAGGCTGGAGCA 0.562

+ 9 1518 20A1_uc002uzy.3_ NM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0 AAGTTCAAAAAAA 0.348

+ 1 182_184 PP_uc002vsr.2_5'F NM_001632 NP_001623 P05187 PPB1_HUMAN 1 CCCTGCAtgctgctg 0.542

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN type II membrane protein; 0 GGTCATCCTCCTC 0.631

- 14 2158 _p.K662fs|ZMYND NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN 5 TTGGGCTTTTTTT 0.488

- 1 737 me_Shift_Del_p.K25 NM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4 CAGGCCTTTTTCC 0.502

- 11 905 TPTE_uc002yir.1_F NM_199261 NP_954870 P56180 TPTE_HUMAN ical; (Potential). 5 AATGTCAAAAAAA 0.299

+ 4 1162 0gma.2_Frame_S NM_005534 NP_005525 P38484 INGR2_HUMAN tential).|Fibronectin type-III 0 ACGGCCTTTTTTT 0.458

- 2 1210 2yrw.2_Frame_Sh NM_017833 NP_060303 Q9NX36 DJC28_HUMAN 0 CATTCTGGTTGGT 0.393

- 1 5854 CE2_uc002yyx.2_In NM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gagggtatccagggtga 0.159

- 8 995 _Shift_Del_p.E241f NM_022719 NP_073210 Q96DF8 DGC14_HUMAN 1 CAACCTCCCCCCA 0.597

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CTTGGCCTCCTCC 0.65

- 1 5454_5456Q1774del|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN 5 TCCTTCTGCTGCT 0.601

+ 4 842 cpk.1_Frame_Shift_ NM_178329 NP_847899 P51677 CCR3_HUMAN cellular (Potential). 8 ACTGGGTTTTTGG 0.488

+ 6 9506 NM_003458 NP_003449 Q9UPA5 BSN_HUMAN 8 GCACCCTTTTTCC 0.607

- 6 1104_1105O2A1_uc011blv.1_ NM_005630 NP_005621 Q92959 SO2A1_HUMAN Name=6; (Potential). 1 GGGAAGAAAAAA 0.49 rs141736851

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

- 17 2126 o.2_Frame_Shift_D NM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5 TTTGGCTTTTTTT 0.353

+ 6 626_627 NM_004477 NP_004468 Q14331 FRG1_HUMAN 0 TAGGGGAAAATG 0.351

- 3 318 NM_032286 NP_115662 Q9BTT4 MED10_HUMAN 1 TGCTCATTTTTAG 0.418

- 11 1838_1839ml.1_Frame_Shift_D NM_000065 NP_000056 P13671 CO6_HUMAN EGF-like. 7 CTCTGACACACA 0.475

- 4 1093 3kin.2_Frame_Shif NM_001884 NP_001875 P10915 HPLN1_HUMAN Link 2. 5 CTTATGCTTTTTAT 0.493

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgccgctgccgccgcc 0.391

+ 4 1770 3lnn.1_Frame_Shif NM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4 AGCAGCAAAAAAA 0.468

- 8 1648_1649e_Ins_p.225_226in NM_000332 NP_000323 P54253 ATX1_HUMAN 4 TGCTGAGGtgctgc 0.366

+ 14 2219_2221BAT2_uc003nvc.3_ NM_080686 NP_542417 P48634 PRC2A_HUMAN X 57 AA type A repeats. 0 TCCTGAagcagcag 0.453

+ 8 1034_1035 1dpb.1_Frame_Shift_Ins_p.V276fs P08686 CP21A_HUMAN 0 GCCGTGGTTTTTT 0.614

+ 6 808 10khi.2_Frame_Sh NM_014721 NP_055536 O75167 PHAR2_HUMAN 2 TCATTCAAAAAAA 0.398

- 10 1313_1314 NM_015718 NP_056533 Q9HBY0 NOX3_HUMAN ical; (Potential). 1 CAACGCACACAC 0.53

- 4 864_866 NM_001002926 NP_001002926 Q3B726 RPA43_HUMAN Lys-rich. 1 GCTTTTTCTTCTT 0.433

+ 11 3191_3192_800insS|POM121_ NM_172020 NP_742017 Q96HA1 P121A_HUMANe side (Potential). 0 TGTCTTCTTCGG 0.663 8686669;rs67569765

- 2 390_392 1kiw.1_In_Frame_D NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 AAACTCTCCTCCT 0.606



- 5 964 2_Intron|GPC2_uc NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GGGGACCCCCC 0.642

+ 6 972 ce_Site_p.Q108_s NM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TGATACcagcagca 0.414 rs111544687

- 9 1235_1237 NM_003941 NP_003932 O00401 WASL_HUMAN Pro-rich. 0 CCCTagcaggaggag 0.443

+ 7 1118_1119 vuy.2_Frame_Shift NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AGAGAAGAGAGA 0.391

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

- 2 129 Shift_Del_p.N23fs|S NM_004935 NP_004926 Q00535 CDK5_HUMANProtein kinase. 2 TCCCGGTTTTTGG 0.582

+ 5 504 EPB49_uc011kyu.1 NM_001114136 NP_001107608 Q08495 DEMA_HUMAN 1 CCACATCCCCCCC 0.602

+ 2 273_275 Flank|BMP1_uc003 NM_003018 NP_003009 P11686 PSPC_HUMAN 0 TTATCGTGGTGGT 0.601

+ 13 1644 _p.P503fs|KIAA196 NM_199205 NP_954675 Q8N163 K1967_HUMAN 3 CCTCCACCCCCC 0.572

+ 34 7676_7678 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN ential.|Poly-Arg. 9 CAGCGGAGGAG 0.512

+ 2 604 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 AAGGCTCCCCCGG 0.502

- 13 1637_1639p.I506del|TSNARE NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN .|Helical; (Potential). 0 GTGGCGATGATG 0.414 rs142964918

- 2 1659_1661 .2_In_Frame_Del_ NM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. 0 tcttcctcttcctcctcctcc 0.374

- 8 1013 mwc.1_Frame_Shi NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 CACCTGGGGGGG 0.532

+ 4 1735_1737 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GTGAGCTCCTCCT 0.473 rs144357389

+ 4 2131_2133 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 AGTCCTCTTCAGG 0.571

+ 11 9934_9935 bp.1_Frame_Shift_ NM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15 CTgcccccacccccac 0.416

- 7 967 PF1_uc010oce.1_In NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN 0 CCAGCTGGGGGC 0.488

- 13 2591 me_Shift_Del_p.Q58 NM_003819 NP_003810 Q13310 PABP4_HUMAN PABC. 0 TTCCTGGGGGGG 0.602

+ 2 301_302 e_Ins_p.48_49insQ NM_030965 NP_112227 Q9BVH7 SIA7E_HUMAN .|Lumenal (Potential). 2 agcagcagcagcagca 0.594 rs62637703

- 6 852 NM_206996 NP_996879 Q6Q759 SPG17_HUMAN 6 CTGCCAGGTGTGT 0.423

- 34 7254_7255 NM_024408 NP_077719 Q04721 NOTC2_HUMAN lasmic (Potential). 27 GGGCCCGCAACA 0.629

+ 6 700 hift_Del_p.F167fs| NM_004425 NP_004416 Q16610 ECM1_HUMAN roximate repeats.|1. 3 TGGCTTCCCCCCT 0.602

- 25 3397 _p.Q18fs|NUP210L NM_207308 NP_997191 Q5VU65 P210L_HUMAN 11 GGGCTGGGGGC 0.458

- 1 422_424 ox.1_In_Frame_De NM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 gctgctgttgctgctgctg 0.236

+ 1 259 NM_001004478 NP_001004478 Q8NGY1 O10Z1_HUMAN cellular (Potential). 2 TGGCTGGGGGG 0.552

+ 2 652_654 NM_004983 NP_004974 Q92806 IRK9_HUMAN me=M2; (By similarity). 2 CATCGTGCTGCTG 0.64

+ 56 8916 NM_031935 NP_114141 Q96RW7 HMCN1_HUMAN ike C2-type 27. 23 GTTTATCCAGTGG 0.463

+ 4 635_646 NM_001104548 NP_001098018 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

+ 4 1558 xfd.1_Frame_Shift_ NM_014777 NP_055592 Q14146 URB2_HUMAN 3 GGTTTTGGGGGT 0.567

+ 5 2472 NM_000740 NP_000731 P20309 ACM3_HUMANasmic (By similarity). 5 TGTGACAAAAAAA 0.502

+ 1 153_154 NM_001004688 NP_001004688 Q96R28 OR2M2_HUMAN lasmic (Potential). 4 TACCTGGACACC 0.53

- 20 2528_2530 E813del|SFMBT2_ NM_001029880 NP_001025051 Q5VUG0 SMBT2_HUMAN 8 AGTCTCTCCTCCT 0.596

- 9 1622_1624_RNA|uc001ive.1_ NM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1 TGATGTCCTCCTC 0.507

- 2 1199 _p.F229fs|CHST15_ NM_015892 NP_056976 Q7LFX5 CHSTF_HUMANmenal (Potential). 1 GCGTCGAAGGTGG 0.647

- 2 598_600 1orf95_uc001nxs.2 NM_001144936 NP_001138408 C9JLR9 CK095_HUMAN Glu-rich. 0 tcctcttcttcctcctcctcc 0.532

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0 GGCCCCTGCTGC 0.616

- 3 369 l_p.P46fs|PRDM10 NM_020228 NP_064613 Q9NQV6 PRD10_HUMAN 1 GCTGTGGGGGG 0.547

+ 9 608_610 01ruq.1_In_Frame_ NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN 5 GGAAACAGCAGCA 0.64

+ 1 546 1_Intron|GEFT_uc0 NM_182947 NP_891992 Q86VW2 ARHGP_HUMAN 0 CGCCCGGGGGG 0.607

+ 17 2575_2577 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6 CGCTGTCCTCCTC 0.749

- 13 2476_2478 0twc.1_In_Frame_ NM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Glu. 4 CCTCGTCCTCCTC 0.704

- 8 942 RC2_uc001zbl.1_5' NM_004667 NP_004658 O95714 HERC2_HUMAN 13 ATGCTTCCTGGC 0.592

+ 12 2039 0bbi.2_Frame_Shif NM_003246 NP_003237 P07996 TSP1_HUMAN alcium-binding (Potential). 6 GCCCTGCCCCCCA 0.572

- 1 694 NM_203349 NP_976224 Q6S5L8 SHC4_HUMAN CH2. 5 CCATGCGGGGGAT 0.627

- 5 1150_1151 uoe.1_Frame_Shif NM_001079533 NP_001073001 Q9BZB8 CPEB1_HUMAN 2 CCTGGCCTCTCTC 0.579

- 2 292_294 02cpi.1_In_Frame_ NM_182563 NP_872369 Q6PL45 CP079_HUMAN u.|Helical; (Potential). 1 Ccagcaccagcagcag 0.562



- 3 385_387 P2_uc010byn.2_In NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN y-Gln.|Potential. 3 CAGTCCTGCTGCT 0.527

+ 10 1584 10vjk.1_Intron|LRR NM_018296 NP_060766 Q1X8D7 LRC36_HUMAN 0 CCAGAACCCCCCA 0.527

- 3 888_890 vjt.1_In_Frame_De NM_001082486 NP_001075955 Q96AP0 ACD_HUMAN 1 GTCCTGCAGCAGC 0.65

+ 3 433 l_p.T16fs|KIAA018 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCAGCACCCCCC 0.687

- 16 2618 vsf.1_Frame_Shift NM_014389 NP_055204 Q8IZL8 PELP1_HUMAN Pro-rich. 2 GTGGCAGGGGGG 0.617

- 1 338_340 LP1_uc010vsf.1_5'U NM_014389 NP_055204 Q8IZL8 PELP1_HUMAN 2 CTCTCCAGCAGCA 0.695

- 1 143_145 HX33_uc010clf.2_ NM_020162 NP_064547 Q9H6R0 DHX33_HUMAN 2 TCCGGCCTCCTCC 0.724

- 7 934 ggo.1_Frame_Shif NM_020360 NP_065093 Q9NRY6 PLS3_HUMAN asmic (By similarity). 0 ACCAGGCCCCCC 0.612

+ 1 24_26 NM_001005271 NP_001005271 Q12873 CHD3_HUMAN 1 AGggacgaggagga 0.094

- 1 233_235 dx.3_In_Frame_De NM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 ggtgatgatggtggtggt 0.276 rs1054145

- 5 975 NM_012285 NP_036417 Q9UQ05 KCNH4_HUMAN lasmic (Potential). 1 GCGAGACCCCCC 0.607

+ 4 505_507 10wsa.1_In_Frame NM_014738 NP_055553 Q12767 K0195_HUMAN ical; (Potential). 1 GGCCGTGCTGCTG 0.675

- 5 1361_1363 NM_003655 NP_003646 O00257 CBX4_HUMAN Interaction with BMI1. 2 CGACGGCgtggtgg 0.507 rs3833850

- 2 117 N5_uc002mat.1_In NM_052972 NP_443204 P02750 A2GL_HUMAN 1 GGGTGACCCCCCA 0.597

- 1 186 5A41_uc010dut.2_ NM_173637 NP_775908 Q8N5S1 S2541_HUMAN Pro-rich. 0 cggaggttgggggggag 0.428

+ 5 714 02mgp.2_Frame_S NM_020533 NP_065394 Q9GZU1 MCLN1_HUMAN 1 GTGGATCCCCCCG 0.637 rs145706318

- 20 2254 NM_012335 NP_036467 O00160 MYO1F_HUMAN IQ. 3 TCTCCTCGTACTT 0.637

- 1 207_208 oad.1_Frame_Shif NM_198538 NP_940940 Q6UWP8 SBSN_HUMAN 1 CCCACCTCTCTC 0.579

+ 9 1289 NM_005178 NP_005169 P20749 BCL3_HUMAN Pro/Ser-rich. 2 CAGTCTCCCCCCA 0.498

+ 13 1642 16_uc010xxh.1_5'F NM_006509 NP_006500 Q01201 RELB_HUMAN 1 CTGCTGCCCCCG 0.697

- 1 1911_1913 NM_002152 NP_002143 P23327 SRCH_HUMAN 1 ctccagcccctcctcctcc 0.409

+ 6 694 uc002pqp.2_5'UTR NM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0 AGGACTCCCGCC 0.627

+ 1 69_71 010yct.1_In_Frame NM_014441 NP_055256 Q9Y336 SIGL9_HUMAN 1 AGACATGCTGCTG 0.611

+ 12 1349 RE_uc002rlt.2_Fra NM_199194 NP_954664 Q9NXR7 BRE_HUMAN UEV-like 2. 3 AGGCCCAAAAAA 0.448

+ 1 1958_1959 NM_000189 NP_000180 P52789 HXK2_HUMAN Hydrophobic. 2 CTTCTTCACGGA 0.653

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN type II membrane protein; 0 GGTCATCCTCCTC 0.631

+ 6 588_590 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagttccagcagcagc 0.217

- 53 6184 _p.D376fs|PI4KA_u NM_058004 NP_477352 P42356 PI4KA_HUMAN PI3K/PI4K. 4 CCGTGTCCAACAT 0.617

- 3 428_430 _19DD>D|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0 GCTCGTCATCATC 0.532 rs145794160

+ 5 474 2_3'UTR|POLR2F_ NM_021974 NP_068809 P61218 RPAB2_HUMAN 1 AGACTGGGGGGT 0.512

+ 14 1647 dgm.2_Frame_Shif NM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9 TCAACGGGGGG 0.602

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

+ 1 3191_3192 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 ACCTGCTCATGTG 0.644

+ 1 3654_3655 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 6 0 CTGCTCACACGT 0.678

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CAGGTCAAAAAAA 0.294

+ 2 205 03ifb.2_Frame_Shif NM_199327 NP_955359 O43609 SPY1_HUMAN 3 AAAATCAACATGG 0.428

+ 14 1615 S14_uc003mgi.2_F NM_006480 NP_006471 O43566 RGS14_HUMAN 1 CAGCGTCCCCCA 0.577

- 8 1648_1649e_Ins_p.225_226in NM_000332 NP_000323 P54253 ATX1_HUMAN 4 TGCTGAGGtgctgc 0.366

- 3 1001 _Shift_Del_p.K141f NM_031922 NP_114128 Q96D71 REPS1_HUMAN 2 GATCCCTTTTTCA 0.478

+ 9 3522_35242_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN .|Cytoplasmic (Potential). 19 CTCTCCAGCAGCA 0.66

+ 13 1711 ze.1_Frame_Shift_ NM_031414 NP_113602 Q9BXU1 STK31_HUMAN 9 CGCAATGGATAAT 0.363

- 1 310_312 rame_Del_p.72_73 NM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 ggggtggcgatggtggt 0.527 rs10951154

+ 1 539_540 u.1_5'Flank|ZCWP NM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN Gly-rich. 1 CCACCTGGGGGG 0.693

+ 6 972 ce_Site_p.Q108_s NM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TGATACcagcagca 0.414 rs111544687

- 12 1351_1352 koj.1_Frame_Shift NM_018077 NP_060547 Q9NW13 RBM28_HUMAN RRM 3. 2 AACCTTGAGCTG 0.45

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

- 7 1282_12841kvs.1_In_Frame_ NM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 AACCGGGtgctgctg 0.369



+ 11 2081_2082 kvv.1_Frame_Shift NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1 CTGCCCACACAC 0.53

+ 1 210 _p.P59fs|NEFM_uc NM_005382 NP_005373 P07197 NFM_HUMAN Head. 1 CGCCCCGCGCCT 0.706

- 9 1219 NM_152413 NP_689626 Q8NHS2 AATC2_HUMAN 1 GTTCTTGGGGATA 0.468

+ 4 327_328 l_p.L53fs|SDCBP_ NM_005625 NP_005616 O00560 SDCB1_HUMAN 0 GGGCTGAGTTTA 0.342

+ 34 7676_7678 NM_017780 NP_060250 Q9P2D1 CHD7_HUMAN ential.|Poly-Arg. 9 CAGCGGAGGAG 0.512

+ 11 9751_9753 NM_024721 NP_078997 Q86UP3 ZFHX4_HUMAN Pro-rich. 15 ctccaccacctcctcctc 0.379

- 13 1637_1639p.I506del|TSNARE NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN .|Helical; (Potential). 0 GTGGCGATGATG 0.414 rs142964918

- 11 2666_2668 NM_015117 NP_055932 Q8IXZ2 ZC3H3_HUMAN Poly-Ser. p.S879F(1) 1 aggggatgaggaggag 0.552 4;rs2272753;rs137878905

+ 3 411 zay.2_Frame_Shift NM_001916 NP_001907 P08574 CY1_HUMAN Cytochrome c. 0 GCGCCTCCTGCCA 0.602

- 4 3699 NM_001145196 NP_001138668 Q5VVP1 F75A6_HUMAN 0 AGGCATGGTGCGC 0.493

+ 3 1021_10234bag.1_In_Frame_ NM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 tcaccatcaccaccacc 0.483

- 8 1013 mwc.1_Frame_Shi NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 CACCTGGGGGGG 0.532

- 28 4158 uc001ayw.2_5'Flan NM_017940 NP_060410 Q3BBV0 NBPF1_HUMAN NBPF 7. 0 AGAAAAGCCAAC 0.433

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANmenal (Potential). 1 GCCTGCCTCCTC 0.606

- 4 983 bsd.2_Frame_Shift_ NM_014654 NP_055469 O75056 SDC3_HUMAN cellular (Potential). 2 ACTGGGCCCCCC 0.607

+ 2 278 7D1_uc001cab.2_F NM_018067 NP_060537 Q3KQU3 MA7D1_HUMAN Pro-rich. 5 CCAGGACCCCCC 0.612 rs145462639

+ 7 799 NM_033055 NP_149044 Q96MC6 HIAT1_HUMAN lasmic (Potential). 0 TCCAGCTTTTTTT 0.388

- 4 296_297 NM_001010979 NP_001010979 Q5VU69 CA189_HUMAN 0 CCATCTGATTTAG 0.475

- 2 1126 1fpt.1_Frame_Shif NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2 GGTTGAGGGGGG 0.557

+ 105 16580 grs.1_Frame_Shift NM_031935 NP_114141 Q96RW7 HMCN1_HUMANalcium-binding (Potential). 23 ACCTTTGGAAGTT 0.398

- 21 3806 _Shift_Del_p.A955f NM_003607 NP_003598 Q5VT25 MRCKA_HUMAN 11 AAAATGCCAAGAA 0.338

+ 10 3102 NM_032199 NP_115575 Q14865 ARI5B_HUMAN 4 CAGGGAAAAAGG 0.607

+ 2 234_235 sz.2_5'UTR|LDB3_ NM_007078 NP_009009 O75112 LDB3_HUMAN PDZ. 1 ATCAAGTCTGCCA 0.614

+ 1 842 E3B_uc010rcr.1_Fr NM_000922 NP_000913 Q13370 PDE3B_HUMAN ical; (Potential). 0 TTACCTGGGGGA 0.731

+ 6 878 nse.1_Frame_Shif NM_001127392 NP_001120864 Q9Y2G1 MRF_HUMAN DT80.|Pro-rich. 1 CTGAATCCCCCCC 0.637

- 4 752 ame_Shift_Del_p.GNM_001077241 NP_001070709 Q8N413 S2545_HUMAN e=3; (Potential).|Solcar 2. 0 CAGGAACCCCCCG 0.657

+ 5 700_701 V1_uc001omk.3_F NM_007103 NP_009034 P49821 NDUV1_HUMAN 1 CTGATTGGCAAGA 0.569

- 3 310 _5'UTR|C15orf52_ NM_207380 NP_997263 Q6ZUT6 CO052_HUMAN 1 AGCCATCCCCCCC 0.647

- 36 6678 r-4310|MI0015840_ NM_016642 NP_057726 Q9NRC6 SPTN5_HUMAN Spectrin 18. 2 GGCCATCAGCAGG 0.682

+ 7 1780_1782 .D191del|BLM_uc0 NM_000057 NP_000048 P54132 BLM_HUMAN Poly-Asp. 6 GACTTTGATGATG 0.374

- 3 494 X33_uc002gcb.2_ NM_020162 NP_064547 Q9H6R0 DHX33_HUMANcase ATP-binding. 2 CCTGGTGTCTTCT 0.363

- 1 175_177 2hdx.3_In_Frame_ NM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 gtggtgcggctgctgctgc 0.251

+ 4 370 STXBP4_uc010dcd NM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1 ATTCCTGGAGGAG 0.383

+ 3 285_286 _Shift_Ins_p.I60fs NM_018696 NP_061166 Q9H777 RNZ1_HUMAN 0 TCTTCATCACACA 0.411

+ 6 1225 SMAD4_uc002lfb.3 NM_005359 NP_005350 Q13485 SMAD4_HUMAN p.0?(35)|p.?(2) 369 TATACTGGGGGGC 0.443

- 4 734_735 xhl.1_Frame_Shift_ NM_031304 NP_112594 Q9BU89 DOHH_HUMAN T-like PBS-type 3. 0 CCAGGGCGGCCT 0.723

- 8 1079_1081D26_uc002nee.2_In NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 gctgctgttgctgctgctg 0.552

+ 23 5029_5030 0egx.2_Frame_Sh NM_020971 NP_066022 Q9H254 SPTN4_HUMAN Spectrin 14. 5 TGAGGACAAGGG 0.708

- 2 1150_1151 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN Gly-rich. 0 TTCTGCCCTTCT 0.574 478862;rs144853314

+ 7 1477 GBL5_uc002rid.2_F NM_021831 NP_068603 Q8NDL9 CBPC5_HUMAN 2 TACCATCCCCCCC 0.512

- 9 1691 _uc002rjw.1_Frame NM_001521 NP_001512 Q8WUA4 TF3C2_HUMAN 2 CCAAGGCCCCAG 0.597

+ 6 2201 ted.2_Frame_Shift_ NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 GAAGTATTGTCAG 0.333

+ 27 3301 0zgs.1_Frame_Sh NM_001080539 NP_001074008 Q8NCX0 CC150_HUMAN 0 CCTTCTGGGGAAG 0.423

+ 17 2335 PM8_uc010fyj.2_In NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN Name=3; (Potential). 4 GCCACACCCCCCC 0.577

+ 4 1167 002xpx.2_Frame_S NM_033421 NP_219489 Q969T3 SNX21_HUMAN 2 ACACCACCCCCCA 0.617

+ 1 237_239 BPB_uc002xvh.2_R NM_005194 NP_005185 P17676 CEBPB_HUMANor Lys-174 sumoylation. 0 CCCTGCCGCCGC 0.65

- 2 208 0zzv.1_Frame_Shif NM_016045 NP_057129 Q9Y3B1 SLMO2_HUMANPRELI/MSF1. 1 ACACTTGGGTTCA 0.453



+ 5 751 _p.F183fs|SLC17A9 NM_022082 NP_071365 Q9BYT1 S17A9_HUMAN ical; (Potential). 2 CTATTTCTCCGGC 0.642

+ 2 256 NM_172201 NP_751951 Q9Y6J6 KCNE2_HUMAN 0 TCCAAGCCAAAG 0.458

- 4 571_573 j.1_RNA|PTTG1IP_ NM_004339 NP_004330 P53801 PTTG_HUMAN Cytoplasmic (Potential). 1 TCCTGCAGCAGC 0.616

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1 CAGAGGATGATGA 0.478 rs141840500

- 2 498_500 bdm.1_In_Frame_D NM_173467 NP_775738 Q8IVS2 FABD_HUMAN 1 GAATCCAGCAGCA 0.532

- 1 2125_21263cuf.1_Frame_Shif NM_001407 NP_001398 Q9NYQ7 CELR3_HUMAN r (Potential).|Cadherin 3. 11 GGCATACTCTCTC 0.589

- 7 1792 3edn.2_Frame_Shif NM_001146156 NP_001139628 P49841 GSK3B_HUMANProtein kinase. 2 ACCTTGATTATTT 0.254

- 7 2209_2211 1blc.1_In_Frame_ NM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1 ACCACCTGCTGCT 0.581

+ 7 1596_15973gcg.2_Frame_Shif NM_021923 NP_068742 Q8N441 FGRL1_HUMANCytoplasmic (Potential). 0 agacatccacacacac 0.46

+ 1 3991_3992 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.658

- 15 1909 p.N566fs|PROM1_ NM_006017 NP_006008 O43490 PROM1_HUMANcellular (Potential). 7 CCTCTATTTTTTT 0.428

- 15 2846_2847 cah.1_Frame_Shif NM_004439 NP_004430 P54756 EPHA5_HUMAN(Potential).|Protein kinase. 24 ACATCTTGATTGG 0.401

+ 3 948 orf35_uc003jqy.2_R NM_153706 NP_714917 Q8NE22 CE035_HUMAN 1 GGATATCAAAAGT 0.373

+ 5 378_379 k.1_Frame_Shift_D NM_006083 NP_006074 Q13123 RED_HUMAN 1 AAATTGAGAGAG 0.46

+ 1 1027 NM_018938 NP_061761 Q9Y5E5 PCDB4_HUMAN |Extracellular (Potential). 3 GACAATCCCCCAG 0.443

- 2 570_572 0jgi.1_In_Frame_D NM_001127496 NP_001120968 Q9C004 SPY4_HUMAN Poly-Ser. 2 GGATGTGCTGCTG 0.66

+ 15 2605_26063lny.2_Frame_Shift NM_018989 NP_061862 Q9P2N5 RBM27_HUMAN Potential. 3 AGTGCTTAAAAAA 0.351

+ 10 987 134_uc003rdd.2_F NM_024909 NP_079185 Q5SQI0 ATAT_HUMAN 0 ACCCTGGGGGCA 0.602

- 3 1236_1237me_Shift_Del_p.Y3 NM_001350 NP_001341 Q9UER7 DAXX_HUMAN 23 CTGGCCTATAGTC 0.525

- 2 168 .2_5'UTR|SRPK1_ NM_003137 NP_003128 Q96SB4 SRPK1_HUMAN 1 GGCCTTGGTCCTT 0.547

- 27 8038_8040 NM_001080495 NP_001073964 O15417 TNC18_HUMAN Ser-rich. 0 tgccactactgctgctgct 0.483

- 2 601_602 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN lization signal (Potential). 2 TGTTGTCTTTTTTT 0.396

+ 3 358_359 MK1_uc003uab.2_F NM_002314 NP_002305 P53667 LIMK1_HUMANM zinc-binding 1. 3 ACTATGAGAAGG 0.614

+ 6 569_571 RIP1_uc011kkq.1_ NM_024653 NP_078929 Q9H875 PKRI1_HUMAN Poly-Glu. 1 AACAGAGGAGGA 0.567

- 20 2915 _p.P781fs|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GGTATAGGGGGGG 0.483

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 CCAGCCTTTTTTT 0.498

- 14 1846 _p.P525fs|EIF2C2_ NM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0 CCGGCGGGGGG 0.647 rs148575703

- 5 474 _p.A146fs|TSTA3_u NM_003313 NP_003304 Q13630 FCL_HUMAN 1 CCTCTTGGCATAC 0.672

+ 1 475_476 msh.2_Frame_Shif NM_014282 NP_055097 Q5JVS0 HABP4_HUMAN 1 AGCCCCGGGGGC 0.782

+ 14 1354_1356 NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 CTTCTCTCCCCAC 0.483

+ 6 1104_110604ezx.2_In_Frame_ NM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3 CCTCAAAGAAGAA 0.335

- 4 1161 NM_005334 NP_005325 P51610 HCFC1_HUMAN 2 ATTGTCTTTTTCG 0.582

- 8 877_879 NM_001561 NP_001552 Q07011 TNR9_HUMAN ential).|Intera p.E250G(1) 4 TCCTCCTTCTTCT 0.379

+ 11 2611_2612obp.1_Frame_Shift_ NM_015001 NP_055816 Q96T58 MINT_HUMAN Arg-rich. 15 GAGTGGAGAGAG 0.431

- 2 497_498 t.1_RNA|FUCA1_u NM_000147 NP_000138 P04066 FUCO_HUMAN 1 CAGTTCCAAGAC 0.51

+ 1 1263_1265 NM_004455 NP_004446 Q92935 EXTL1_HUMANmenal (Potential). 1 GCCTGCCTCCTC 0.606

+ 34 4444_4446p.E504del|MACF1_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN Poly-Glu. 16 CGTCTGGAGGAGG 0.389

+ 18 2455 _Shift_Del_p.P398 NM_015112 NP_055927 Q6P0Q8 MAST2_HUMANProtein kinase. 11 CGTCCCTTTTTTT 0.552

- 1 145 way.2_5'Flank|MIE NM_024763 NP_079039 Q5VTH9 WDR78_HUMAN 2 CACCCCTTTTTTT 0.622

- 7 727 1dfs.2_Frame_Shif NM_203350 NP_976225 O95218 ZRAB2_HUMANequired for nuclear targeting 2 ACTTGAGGGGGAG 0.383

- 2 1873_1875wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN proximate tandem repeats. 5 CCTCCGGCTCCT 0.68

- 3 928_931 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GCCTTGTCTGTC 0.49

- 3 5776_5777 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 TTGGCTGTGTGT 0.515 rs140875805

- 2 1126 1fpt.1_Frame_Shif NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2 GGTTGAGGGGGG 0.557

+ 1 903_904 uc001fso.1_RNA NM_001004472 NP_001004472 Q8NGX6 O10R2_HUMAN Name=7; (Potential). 3 GATTGTCACTCCA 0.416

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

+ 7 1574_1576me_Del_p.T418del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|21 1 TGCACCCACCAC 0.645



- 32 4715_4717Del_p.1437_1438P NM_033056 NP_149045 Q96QU1 PCD15_HUMANCytoplasmic (Potential). 13 Tggcggaggcggcggc 0.438 rs12246234

+ 2 234_235 sz.2_5'UTR|LDB3_ NM_007078 NP_009009 O75112 LDB3_HUMAN PDZ. 1 ATCAAGTCTGCCA 0.614

+ 7 559 Shift_Del_p.K28fs|H NM_018063 NP_060533 Q9NRZ9 HELLS_HUMAN 2 GTGGCTAAAAAAA 0.214

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 TGGCAGGGCGC 0.736

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMAN Name=3; (Potential). 1 ATGTATTTCTTCTT 0.517

+ 3 514 01nqk.2_Frame_Sh NM_178031 NP_821174 Q24JP5 T132A_HUMAN cellular (Potential). 1 GGTGGTCCCCCCT 0.587

- 2 285_286 .2_Splice_Site|STX NM_003164 NP_003155 Q13190 STX5_HUMAN lasmic (Potential). 2 GTCACTGGGGGG 0.629

+ 17 3442_3444rpn.1_In_Frame_D NM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN 9 gaggaagaggaggag 0.473

- 3 626_628 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.591

- 3 319_320 NM_006248 NP_006239 0 TTTCCTGGAGGT 0.614

- 3 314_315 NM_006248 NP_006239 0 TGGAGGTGGGGG 0.614

- 3 189_191 NM_006248 NP_006239 0 GAGGAGATGGGG 0.557

+ 10 1001_1002e_Shift_Ins_p.I294f NM_003667 NP_003658 O75473 LGR5_HUMAN lar (Potential).|LRR 11. 9 CACAAATAACTGA 0.356

- 16 2240 teh.1_Frame_Shift NM_004734 NP_004725 O15075 DCLK1_HUMAN 9 TGTGTTGAAATGC 0.373

- 1 772_774 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN Poly-Gln. 1 cgctgcctctgctgctgct 0.404

+ 2 678_680 1_Intron|NAA30_u NM_001011713 NP_001011713 Q147X3 NAA30_HUMAN 1 CGAGCAGGAGGA 0.675

- 6 961_963 p.E208del|BEGAIN_ NM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN 0 CTCGGCCTCCTC 0.724

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0 ACACAGAGGAGGA 0.616

- 2 158_159 2cyh.2_RNA|NAGP NM_016256 NP_057340 Q9UK23 NAGPA_HUMANmenal (Potential). 0 GGGAGGCGCGCG 0.767

+ 3 433 l_p.T16fs|KIAA018 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCAGCACCCCCC 0.687

+ 4 370 STXBP4_uc010dcd NM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1 ATTCCTGGAGGAG 0.383

- 8 1079_1081D26_uc002nee.2_In NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 gctgctgttgctgctgctg 0.552

- 9 974_975 pni.2_Frame_Shift_ NM_003598 NP_003589 Q15562 TEAD2_HUMAN nal activation (Potential). 3 AGGCATGGGGGG 0.564

- 2 1150_1151 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN Gly-rich. 0 TTCTGCCCTTCT 0.574 478862;rs144853314

+ 19 2288_2290 3_In_Frame_Del_p NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7 CTTCCCAGCAGCA 0.424

+ 4 1167 002xpx.2_Frame_S NM_033421 NP_219489 Q969T3 SNX21_HUMAN 2 ACACCACCCCCCA 0.617

- 3 332_333 NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN DH. 6 GTCTTCGATGTTC 0.48 rs141887028

+ 17 2126 NM_017895 NP_060365 Q96GQ7 DDX27_HUMAN 2 GATGCCAAAAAAA 0.488

- 2 208 0zzv.1_Frame_Shif NM_016045 NP_057129 Q9Y3B1 SLMO2_HUMANPRELI/MSF1. 1 ACACTTGGGTTCA 0.453

- 9 2380 adl.1_Frame_Shift_ NM_003253 NP_003244 Q13009 TIAM1_HUMAN 10 CCTTTTGGGGTTT 0.507

- 4 571_573 j.1_RNA|PTTG1IP_ NM_004339 NP_004330 P53801 PTTG_HUMAN Cytoplasmic (Potential). 1 TCCTGCAGCAGC 0.616

+ 38 4673_4675 P2A_uc002zjs.2_I NM_015151 NP_055966 Q14689 DIP2A_HUMAN Poly-Val. 2 CCTGCTGGTGGTG 0.596

+ 6 711_713 D15_uc002zsr.2_In NM_001003891 NP_001003891 Q96RN5 MED15_HUMAN Poly-Gln. 1 gcagctccagcagcagc 0.187

- 3 428_430 _19DD>D|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0 GCTCGTCATCATC 0.532 rs145794160

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1 CAGAGGATGATGA 0.478 rs141840500

+ 2 2642_2643WDR6_uc010hkn.2 NM_018031 NP_060501 Q9NNW5 WDR6_HUMAN 1 GTCTGCGGGGGG 0.639

+ 13 2407_2408_p.L357fs|BBX_uc0 NM_001142568 NP_001136040 Q8WY36 BBX_HUMAN Lys-rich. 4 GAATTTGAAAAAA 0.381

- 7 2209_2211 1blc.1_In_Frame_ NM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1 ACCACCTGCTGCT 0.581

+ 21 2524_25261buy.1_In_Frame_ NM_000283 NP_000274 P35913 PDE6B_HUMAN 0 GAGAAGGAGGAG 0.562

+ 7 528_529 _p.C62fs|TMEM17 NM_032326 NP_115702 Q9BSA9 TM175_HUMAN ical; (Potential). 0 TGTTCTGTGTGTG 0.406

+ 1 3718_3719 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0 GCTCACGTGCCG 0.683

+ 1 3991_3992 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.658

+ 9 1377 _p.L385fs|C4orf23_ NM_152544 NP_689757 Q8IYL2 TRM44_HUMAN 0 AAGCAATTAAACA 0.493

- 10 5094_50950idr.1_Frame_Shift_ NM_148894 NP_683692 Q8NFC6 BOD1L_HUMAN 6 TTCTTCAGAGCCT 0.406

+ 11 1711 gnl.1_Frame_Shift_ NM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN 1 GCTCCCTTTTTTT 0.443

+ 4 1023 tg.2_Frame_Shift_ NM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2 TTGTTGCAAGAGT 0.453

+ 8 1054 003hhu.2_RNA|uc0 NM_001144978 NP_001138450 Q9H903 MTD2L_HUMAN 2 GCAGCTAAAAAAA 0.378



+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

+ 3 335 SC9_uc003ieb.2_F NM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0 GGTATTCTTTTTTT 0.383

+ 1 3100_310203igz.2_In_Frame_ NM_032961 NP_116586 Q9P2E7 PCD10_HUMANCytoplasmic (Potential). 2 TGCCTCTGCTGCT 0.581

+ 2 759_761 NM_004575 NP_004566 Q12837 PO4F2_HUMAN Poly-His. 1 GGCACGcaccacc 0.552

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANName=12; (Potential). 0 TCACCCTTTTTTT 0.418

+ 23 3406 NJ2_uc003qqz.1_F NM_003898 NP_003889 O15056 SYNJ2_HUMANCatalytic (By similarity). 1 CAGAGACCCCCC 0.637

+ 6 690 UN1_uc003sjf.2_F NM_001130965 NP_001124437 O94901 SUN1_HUMAN Nuclear. 0 CGCGGCCCCCG 0.557

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0 CATCCCAGCAGCA 0.562

- 1 310_312 rame_Del_p.72_73 NM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 ggggtggcgatggtggt 0.527 rs10951154

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 ccagctccagcagcagc 0.365

+ 19 5175_5176p.S1650fs|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 GTTTCAGAGAGA 0.411

- 5 5440 D9L_uc003umk.1_ NM_152703 NP_689916 Q8IVG5 SAM9L_HUMAN 4 GAGTTGTTTTTTT 0.408

+ 14 1294_1295_p.Q359fs|CCDC13 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 ATATGGCAGGTTT 0.272 rs140810598

- 5 964 2_Intron|GPC2_uc NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GGGGACCCCCC 0.642

+ 6 569_571 RIP1_uc011kkq.1_ NM_024653 NP_078929 Q9H875 PKRI1_HUMAN Poly-Glu. 1 AACAGAGGAGGA 0.567

- 7 1282_12841kvs.1_In_Frame_ NM_007349 NP_031375 Q6ZW49 PAXI1_HUMAN Gln-rich. 5 AACCGGGtgctgctg 0.369

- 9 2677_26793wwl.1_In_Frame_D NM_182643 NP_872584 Q96QB1 RHG07_HUMAN Poly-Ser. 7 GACTGGCTGCTGC 0.621 rs137989738

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 CCAGCCTTTTTTT 0.498

- 9 2947_2949OR2_uc004ari.1_Int NM_004560 NP_004551 Q01974 ROR2_HUMAN lasmic (Potential). 20 AGCCTTCCTCCTC 0.645

+ 3 630 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0 ATTGAGGTGTGTG 0.594

+ 11 1816_1818bzv.2_In_Frame_D NM_005157 NP_005148 P00519 ABL1_HUMAN n signal 1 (Potential).|Poly- 817 TGATCAAGAAGAA 0.616

+ 5 1490 _p.I228fs|NHS_uc0 NM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7 GGGTATCCCCAGA 0.418

- 2 264 _Intron|ACOT9_uc NM_001033583 NP_001028755 Q9Y305 ACOT9_HUMAN 3 ATGCTTGCCTTCA 0.438

+ 1 385_386 NM_022076 NP_071359 Q9H596 DUS21_HUMAN cient for mitochondrial local 2 CTTTTTTGACCCC 0.54

- 3 268 plice_Site|ZNF630_ NM_001037735 NP_001032824 Q2M218 ZN630_HUMAN 2 GGTTCCTATAACAG 0.465

- 1 NM_018159 NP_060629 Q96G61 NUD11_HUMAN 0 CCTCGAGGCAGC 0.584

- 54 7719_7721 .2_In_Frame_Del_ NM_031407 NP_113584 Q7Z6Z7 HUWE1_HUMANp-rich.|Glu-rich. 17 cctcatcttcctcctcctcc 0.438

+ 2 92 HEPH_uc010nkr.2 NM_138737 NP_620074 Q9BQS7 HEPH_HUMAN 9 TCCTCTGGGCTCT 0.527

+ 12 1981 n|TAF1_uc004dzt.3 NM_138923 NP_620278 P21675 TAF1_HUMAN 17 CACATCAAAAAAA 0.313

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 TGGTCTGATGATG 0.448

+ 4 1067_1069 1mrt.1_In_Frame_ NM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2 GGCTGAGGAGGA 0.488

- 4 413 MD7_uc011muy.1_I NM_194277 NP_919253 Q6ZUT3 FRMD7_HUMAN FERM. 1 ATTTCACCATAAA 0.323

+ 6 1104_110604ezx.2_In_Frame_ NM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3 CCTCAAAGAAGAA 0.335

- 4 396_398 _In_Frame_Del_p. NM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1 GAGCTCTCCTCCT 0.631

- 4 449_450 1aog.2_Frame_Shi NM_018198 NP_060668 Q9NVH1 DJC11_HUMAN 2 CTCTCTTCTCTCTC 0.505

+ 4 381_383 NM_004781 NP_004772 Q15836 VAMP3_HUMANe IV membrane protein; (Po 0 TTATCTTCATCATC 0.365

- 7 1113 cba.1_Frame_Shift NM_000831 NP_000822 Q13003 GRIK3_HUMAN cellular (Potential). 7 GTCGTACAGTAAG 0.647

- 4 577_578 cmv.1_Frame_Shif NM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1 TACCTGCTTTTTTT 0.317 rs148977100

+ 13 1428 ddf.2_Frame_Shift NM_001077700 NP_001071168 Q8N108 MIER1_HUMAN 1 TCCCCTCCCCCAA 0.383

- 5 924_925 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 CCTGCTGTTTTTTT 0.327

+ 23 2276_22781dge.1_In_Frame_ NM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10 CTCACCTTCTTCT 0.473

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. 2 TGAGTATTTTTTT 0.343

+ 4 327_329 326_uc009wda.1_ NM_182976 NP_892021 Q5BKZ1 ZN326_HUMAN al activation (By similarity).|G 1 CACAGTGGTGGT 0.409

- 9 1232 _Shift_Del_p.M408f NM_005665 NP_005656 O60447 EVI5_HUMAN Interaction with alpha-tubul 2 TTTTCATTTTTTTT 0.318

- 64 5252 G1657fs|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN lar collagen NC1. 12 GTCTCACCACCAG 0.378

- 9 1607 0ovy.1_Frame_Sh NM_004696 NP_004687 O15374 MOT5_HUMAN ical; (Potential). 3 TGGTACAAAAAAA 0.388

+ 32 3100_3101me_Shift_Ins_p.R96 NM_003176 NP_003167 Q15431 SYCP1_HUMAN /Lys-rich (basic). 1 GGATAGAAAAAAA 0.356



+ 3 513_515 nj.2_Intron|HFE2_u NM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1 ACTTCGAGGAGGA 0.626

+ 6 910 09wlw.2_Frame_S NM_019032 NP_061905 Q6UY14 ATL4_HUMAN 2 CCCCATCCCCCCA 0.622 rs145240194

- 1 643_645 p.E61del|MCL1_uc NM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. 0 ACTCGTCCTCCTC 0.635

- 2 1111_1113 wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN of R-R-E-Q-E-E- E-R-R-E- 5 tcgcgcctctcctcctcct 0 rs71757496

- 2 245 RR2A_uc001fbf.2_In NM_001017418 NP_001017418 P35325 SPR2B_HUMAN 0 CAGGGTGGGGAA 0.567

- 2 985 2_Frame_Shift_De NM_001111 NP_001102 P55265 DSRAD_HUMAN 6 CTGTCTGGTCTTA 0.493

- 4 1309 NM_006617 NP_006608 P48681 NEST_HUMAN Tail. 6 GGTGTGGGGGG 0.597

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

+ 17 2363_2365U2F1_uc010plh.1_I NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 TGCGTCCACCAC 0.601

+ 7 1724_1726me_Del_p.E466del| NM_005807 NP_005798 Q92954 PRG4_HUMAN repeats of K-X-P-X-P-T-T-X 1 CACCAAGGAGCCT 0.635

+ 10 1834 p.C507fs|PKP1_uc NM_000299 NP_000290 Q13835 PKP1_HUMAN ARM 6. 2 ATGACTGCCCCCT 0.572

- 1 89_91 NM_000537 NP_000528 P00797 RENI_HUMAN 4 CCCAGAGCAGCA 0.581 917743;rs142739309

- 1 895 NM_203376 NP_976310 Q6P7N7 TMM81_HUMAN lasmic (Potential). 0 TGCAGGCCCCCC 0.537

+ 4 635_646 NM_001104548 NP_001098018 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

+ 2 420 _Shift_Del_p.S42fs NM_016121 NP_057205 Q9Y597 KCTD3_HUMAN BTB. 3 AGATTCTTTTTTT 0.229

+ 4 3146_3147 ea.1_Frame_Shift_ NM_198551 NP_940953 Q5JRA6 MIA3_HUMAN cellular (Potential). 5 ACCACCTCTAGA 0.545

+ 3 384_386 tron|FAM177B_uc0 NM_207468 NP_997351 A6PVY3 F177B_HUMAN Poly-Glu. 1 AGCACAgaggagga 0.36

+ 5 775 _p.*180fs|FBXO28 NM_015176 NP_055991 Q9NVF7 FBX28_HUMAN 5 CAGCCCTAACAAC 0.423

+ 27 7308 CN_uc001hsp.1_F NM_001098623 NP_001092093 Q5VST9 OBSCN_HUMAN 28 AGGCTGGGGGG 0.662

- 1 2019_2020 NM_175876 NP_787072 Q8IYI6 EXOC8_HUMAN 1 GCTCTCCAAAAG 0.455

+ 3 710 1hvy.1_Frame_Shif NM_173508 NP_775779 Q8IY50 S35F3_HUMAN ical; (Potential). 2 TTCTTTGGACACT 0.413

+ 20 2516 TR_uc010pxx.1_Int NM_000254 NP_000245 Q99707 METH_HUMAN binding N-terminal. 3 TAAACCAAAAAAA 0.279

+ 99 14329 pyb.1_Frame_Shift_ NM_001035 NP_001026 Q92736 RYR2_HUMAN Name=M7; (Potential). 33 AACAACTTTTTTT 0.403

+ 3 422_423 0pzb.1_Frame_Shi NM_001001957 NP_001001957 Q7Z3T1 OR2W3_HUMAN lasmic (Potential). 3 CGGCTGGACCCC 0.594

+ 1 246 2L13_uc001ids.2_In NM_001004686 NP_001004686 Q8NH16 OR2L2_HUMAN lasmic (Potential). 3 CTTTTTGGACATC 0.363

+ 1 595 2L13_uc001ids.2_In NM_001004687 NP_001004687 Q8NG85 OR2L3_HUMAN Name=5; (Potential). 0 ACAGTGTTTTTGA 0.488 rs60743763

- 1 707 NM_001004693 NP_001004693 Q8NGZ9 O2T10_HUMAN lasmic (Potential). 1 AAGGCCTTTTTCC 0.478

+ 5 471_473 _p.L92del|TSPAN4 NM_003271 NP_003262 O14817 TSN4_HUMAN ical; (Potential). 1 TCTTCCTGCTGCT 0.65 rs61867552

- 25 4223 p.N1311fs|NUP98_ NM_016320 NP_057404 P52948 NUP98_HUMAN 12 GGGCTGTTTTTTT 0.512

- 1 429 M5_uc001mbq.1_In NM_001005168 NP_001005168 Q6IFG1 O52E8_HUMAN lasmic (Potential). 2 TTTGCTGGTGAGG 0.512

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMAN Name=3; (Potential). 3 ATGTATTTCTTCTT 0.517

+ 9 842 rck.1_Frame_Shift NM_018222 NP_060692 Q9NVD7 PARVA_HUMAN CH 2. 3 GTGGTGAAAAAGG 0.522

+ 1 525 NM_001003750 NP_001003750 Q8N0Y5 OR8I2_HUMAN cellular (Potential). 1 CAATCATTTTTTT 0.443 rs112181516

+ 1 62_64 0rld.1_In_Frame_ NM_001079807 NP_001073275 2 AAGTGGCTGCTGC 0.567

+ 3 548_550 0rlo.1_In_Frame_D NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potential). 2 GTTCTTCCTCCTC 0.537

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0 GGCCCCTGCTGC 0.616

- 2 682 NM_004549 NP_004540 O95298 NDUC2_HUMAN ical; (Potential). 0 CCAGCAAAAAAA 0.358

- 2 60 ntron|CASP5_uc0 NM_004347 NP_004338 P51878 CASP5_HUMAN 3 TACGCCTTTTTTT 0.388

- 8 1187_1189 CADM1_uc001ppj. NM_014333 NP_055148 Q9BY67 CADM1_HUMANcellular (Potential). 2 gtaaggatggtggtggt 0.266

- 4 537_539 .D104del|IFT46_uc NM_020153 NP_064538 Q9NQC8 IFT46_HUMAN u-rich (highly acidic). 0 GCTCTTCATCATC 0.419

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMAN /Glu-rich (aciel(1)|p.E366_K4 149 AAATTATGATGAT 0.473

+ 16 2803 NM_005188 NP_005179 P22681 CBL_HUMAN on with CD2AP.|UBA. 149 ATGGCCAAAAACA 0.507

- 3 319_320 NM_006248 NP_006239 0 TTTCCTGGAGGT 0.614

- 3 314_315 NM_006248 NP_006239 0 TGGAGGTGGGGG 0.614

- 18 2595 1rlx.2_Frame_Shift NM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7 GGTTTCTTTTTTG 0.323

- 6 782 _p.K63fs|RPAP3_u NM_024604 NP_078880 Q9H6T3 RPAP3_HUMAN TPR 4. 1 AATACCTTTTTTG 0.363

+ 9 664 1ruq.1_Frame_Sh NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN 5 GCCTGACCCCCCA 0.637



+ 3 427_428 _Shift_Del_p.G91fs NM_173602 NP_775873 Q9P265 DIP2B_HUMAN 6 GATCTGGGGGAG 0.48

- 1 193 NM_175068 NP_778238 Q86Y46 K2C73_HUMANHead.|Gly-rich. 6 CGGGCACCCCCC 0.637

+ 1 298 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=3; (Potential). 3 TCAGCTATTTTTTT 0.438

+ 5 442_443 e_Shift_Del_p.L74fs NM_001089704 NP_001083173 P61224 RAP1B_HUMAN 0 GATTTACAAGACC 0.327

- 25 3416 SBNO1_uc010taq NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 CTTCCATTTTTTTT 0.388

- 8 694 E2_uc001ume.2_In NM_199254 NP_954863 Q6XPS3 TPTE2_HUMAN ical; (Potential). 0 AATGTCAAAAAAA 0.303

- 9 1177_1178_p.I309fs|DIAPH3_ NM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN GBD/FH3. 2 CTGTCAATTTTTTT 0.322

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GAGGCAGAGAGA 0.386

- 15 2201_2202_p.K703fs|RBM26_ NM_022118 NP_071401 Q5T8P6 RBM26_HUMAN Potential. 1 TTACCTGTTTTTTT 0.332

+ 16 4738_474001xmv.2_In_Frame NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 tcctcctcttcctcctcctc 0.468

- 2 400 02ctw.1_Intron|ZSC NM_032805 NP_116194 Q96SZ4 ZSC10_HUMAN Pro-rich. 1 GTGGCTGGGGAC 0.582

- 7 1766 NM_000243 NP_000234 O15553 MEFV_HUMAN 6 CCATCTACCTGAG 0.502

+ 7 1037_1039p.K238del|UBN1_u NM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2 TAAGGAGAAGAAG 0.453

- 11 1628_1630AH3_uc002die.2_In NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 CCGATCAGCAGCA 0.498

+ 9 3655 p.K928fs|TNRC6A_ NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN ction with EIF2C1 and EIF2 2 AGTGGCAAAAAAA 0.224

+ 25 5954 e_Shift_Del_p.P165 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 TCTGGTCCCCCCA 0.612

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 AGctcctcatcctcctcct 0.389

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

- 14 1166_1168 h.2_In_Frame_Del NM_001297 NP_001288 Q14028 CNGB1_HUMANCytoplasmic (Potential). 4 tcctcctcttcctcctcctc 0.414

- 6 1372_1373XOC3L_uc002ery. NM_178516 NP_848611 Q86VI1 EX3L1_HUMAN 0 TGCCTCCAGCTG 0.545

+ 15 2170_2172p.E413del|SLC9A5 NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 AGTCTGAGGAGGA 0.571

+ 3 433 l_p.T16fs|KIAA018 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCAGCACCCCCC 0.687

- 10 1079_1081_63EE>E|C17orf85 NM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. 1 tcttcctcttcctcctcctcc 0.379

+ 6 719 _p.N140fs|MYOCD NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN 5 AGGTAACCAGGTG 0.468

+ 9 1291 _p.L457fs|SLC13A NM_003984 NP_003975 Q13183 S13A2_HUMAN 0 CCTCCTCGACTGG 0.562

+ 3 202_204 10crt.2_In_Frame_ NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Asp/Glu-rich. 3 AGATGAGGAGGA 0.453

+ 34 4663_4665 0crt.2_In_Frame_D NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3 CCCCTAGCAGCAG 0.537

- 1 40_41 NM_031960 NP_114166 Q9BYQ9 KRA48_HUMAN 0 TGACCATGGTGT 0.55

- 2 516_517 NM_004645 NP_004636 P38432 COIL_HUMAN 1 TCTCTTGTTTTTTT 0.366

- 33 4884 yn.1_Frame_Shift_ NM_032582 NP_115971 Q8NFA0 UBP32_HUMAN 5 TTTGGGTTTTTGG 0.423

+ 9 1570_1571NF236_uc002lmk.1 NM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4 AAAAAAGAAAAAA 0.381

- 11 1320_1321nfg.1_Frame_Shift_ NM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0 TGAACGAGAGAG 0.495

+ 17 1944_1945oiu.2_Frame_Shift_ NM_000540 NP_000531 P21817 RYR1_HUMAN smic.|B30.2/SPRY 1. 12 CTCCCTGTGTGT 0.53

- 6 1386 PSG1_uc002our.1 NM_006905 NP_008836 P11464 PSG1_HUMAN 2 gggaactgtccagtctac 0

- 1 1886 NM_032040 NP_114429 Q9H0W5 CCDC8_HUMAN 3 GCCCCTGCCCTC 0.627

- 9 2408_2410 0xyr.1_In_Frame_ NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN lasmic (Potential). 4 ACCCGTCCTCCT 0.616

- 6 547_548 02pkf.2_Frame_Sh NM_001130915 NP_001124387 Q6ZN01 MASTR_HUMAN Pro-rich. 1 TTGTGTGGGGGG 0.569

+ 9 1040 _Shift_Del_p.P156f NM_014516 NP_055331 O75175 CNOT3_HUMAN 3 CTCCCCTCCCAGC 0.632 rs36665

- 2 333_335 2qdo.2_In_Frame_ NM_001145303 NP_001138775 Q7Z404 TMC4_HUMAN Extracellular (Potential). 1 CTCCATCCTCCTC 0.645

+ 11 1043_1044 V1C2_uc002rat.2_ NM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1 CCGACAGAGAGA 0.604

+ 9 1268 _p.T214fs|RASGRP NM_170672 NP_733772 Q8IV61 GRP3_HUMAN Ras-GEF. 5 AACCAACCCCCCA 0.428

- 4 557 0yoq.1_Splice_Sit NM_014614 NP_055429 Q14997 PSME4_HUMAN 5 AGAACTGGGGGG 0.347

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409

- 5 659_660 2sud.1_Frame_Shif NM_032788 NP_116177 Q96K75 ZN514_HUMAN 0 CTACCTGGAATAA 0.381

+ 8 1145 2_Intron|ANKRD36 NM_001164315 NP_001157787 A6QL64 AN36A_HUMAN 0 GACAGGTATTTTG 0.302

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0 TCATGCAAAAAAA 0.353

- 2 611_612 2upb.2_Frame_Sh NM_013436 NP_038464 Q9Y2A7 NCKP1_HUMAN 2 TTGTTGCGGGTT 0.371



+ 7 2036 _p.L641fs|SGOL2_ NM_152524 NP_689737 Q562F6 SGOL2_HUMAN 4 TGGCCTAAAAAAA 0.333

+ 17 2334_2335PM8_uc010fyj.2_In NM_024080 NP_076985 Q7Z2W7 TRPM8_HUMAN Name=3; (Potential). 4 GCCACACCCCCC 0.574

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN type II membrane protein; 0 GGTCATCCTCCTC 0.631

- 14 1294 L1L2_uc010zrl.1_F NM_025229 NP_079505 Q5TEA6 SE1L2_HUMAN r (Potential).|Sel1-like 7. 2 CCACCCTTTTTCC 0.393

+ 10 1729 zwj.1_Frame_Shift NM_002466 NP_002457 P10244 MYBB_HUMAN 5 TTGTAACCCCAGA 0.622

+ 20 3995_3997xtm.2_In_Frame_D NM_181659 NP_858045 Q9Y6Q9 NCOA3_HUMANn.|Acetyltransferase. 5 gcagcagcaacagcaa 0.31 5;rs11472494;rs112826888

- 1 737 me_Shift_Del_p.K25 NM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4 CAGGCCTTTTTCC 0.502

- 11 905 TPTE_uc002yir.1_F NM_199261 NP_954870 P56180 TPTE_HUMAN ical; (Potential). 5 AATGTCAAAAAAA 0.299

- 7 2832 NM_007038 NP_008969 Q9UNA0 ATS5_HUMAN Cys-rich. 4 ACACTTCCCCCGG 0.493

- 3 428_430 _19DD>D|TFIP11_ NM_012143 NP_036275 Q9UBB9 TFP11_HUMAN Poly-Asp. 0 GCTCGTCATCATC 0.532 rs145794160

- 1 2553_2554 NM_002430 NP_002421 Q10571 MN1_HUMAN Poly-Gln. 10 ctgctgctgttgctgctgc 0.391 rs34890218

- 1 130 _RNA|INPP5J_uc NM_080430 NP_536355 Q8WWX9 SELM_HUMAN 0 CAGTGGCGGCTG 0.701

+ 7 686_688 _Del_p.E197del|SH NM_018957 NP_061830 Q9Y3L3 3BP1_HUMAN BAR. 1 GCTGAAGGAGGAG 0.498

+ 7 1953_1961 atq.1_In_Frame_D NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 AGCCTCCAGAACC 0.589

+ 2 1850 p.3_Intron|SYNGR1 NM_006116 NP_006107 Q15750 TAB1_HUMAN 1 CCCTCTCCCCCAT 0.612

- 4 1073 Shift_Del_p.D212fs NM_001001331 NP_001001331 Q01814 AT2B2_HUMAN lasmic (Potential). 6 CTATGTCCCCAAC 0.587

+ 1 263_265 3bwl.1_In_Frame_D NM_133625 NP_598328 Q92777 SYN2_HUMAN 2 CAGCAAGCGCCG 0.345 272937;rs74800608

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich (acidic). 3 CTCACCCTCCTCC 0.734 rs72561774

- 19 1979_1980ckw.2_Frame_Shift_ NM_017886 NP_060356 Q96C45 ULK4_HUMAN 0 AGGGTTCTTTTTT 0.45

+ 13 1986_1987 NKTR_uc003clq.1 NM_005385 NP_005376 P30414 NKTR_HUMAN 3 GACAGTCCCCCC 0.421

+ 72 11844 ddv.2_Frame_Shif NM_015512 NP_056327 Q9P2D7 DYH1_HUMAN 3 GTTCCTGGACGAA 0.602

+ 14 1647 dgm.2_Frame_Shif NM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase. 9 TCAACGGGGGG 0.602

- 16 3037_3039 C2_uc003dhq.1_R NM_015576 NP_056391 O15083 ERC2_HUMAN Poly-His. 2 ggtggtgatggtggtggtg 0.389

- 13 1581_1583 _Frame_Del_p.S19 NM_015541 NP_056356 Q96JA1 LRIG1_HUMAN tial).|Ig-like C2-type 1.|Poly 5 GGGAGCTGCTGC 0.547

- 3 457_458 717_uc003dpw.3_ NM_001128223 NP_001121695 C9JSV9 C9JSV9_HUMAN 0 TACAGGGTCCTC 0.51 rs76346895

- 7 2209_2211 1blc.1_In_Frame_ NM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1 ACCACCTGCTGCT 0.581

- 6 2336 n|ATP2C1_uc003e NM_014065 NP_054784 Q2TB18 ASTE1_HUMAN 0 TCTGCCTTTTTTT 0.403

+ 4 1562 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMAN kinase C-terminal. 5 GGTTCGGGGGG 0.463

- 6 783 RL_uc003fme.2_In NM_018622 NP_061092 Q9H300 PARL_HUMAN intermembrane (Potential). 0 GCTCTTGACCCAG 0.418

+ 1 3715_3716 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0 CCTGCTCACGTG 0.693 rs144861850

+ 1 3718_3719 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 7 0 GCTCACGTGCCG 0.683

+ 1 3991_3992 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.658

- 5 1026_1028 NM_000730 NP_000721 P32238 CCKAR_HUMAN lasmic (Potential). 4 TGGCCCTGCTGC 0.606

- 9 1294_12953hba.1_Frame_Shif NM_004898 NP_004889 O15516 CLOCK_HUMAN PAS 1. 3 GATTGCTAAAAAAA 0.287

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

+ 22 2560_2562 cgc.1_In_Frame_D NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 GAGGTCACCACCA 0.443

+ 32 3975 Shift_Del_p.T468fs NM_001148 NP_001139 Q01484 ANK2_HUMAN 14 CCTTTACAACAAA 0.378

- 18 1757 3ijz.3_Frame_Shift_ NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 GTTGGTCCAAAAG 0.478

- 5 1095 p.F207fs|LRBA_uc NM_006726 NP_006717 P50851 LRBA_HUMAN 7 AAAGTTAAAAAAG 0.408

+ 9 624_625 3jqh.3_Frame_Shift NM_001136034 NP_001129506 Q9NQI0 DDX4_HUMAN Gly-rich. 2 TTGGTTCTAGAAG 0.342

- 2 1109_1111 60DD>D|TAF9_uc NM_003187 NP_003178 Q16594 TAF9_HUMAN Poly-Asp. 0 tatcatagtcatcatcatc 0.256

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0 GAGTGTGATGATG 0.562

- 1 189_191 3lwl.2_In_Frame_D NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN 0 GTAGTAGCAGCAG 0.291

+ 13 4948 mfs.1_Frame_Shift_ NM_022455 NP_071900 Q96L73 NSD1_HUMAN PHD-type 2. 3 GATGTTAAAAGGT 0.423

+ 11 1475 mkl.2_Frame_Shift NM_001746 NP_001737 P27824 CALX_HUMANmenal (Potential). 0 CTGACATTTTTTT 0.423

- 1 357 _Shift_Del_p.P20fs| NM_175062 NP_778232 Q8N431 RGF1C_HUMAN 1 TCGGTGGGGGG 0.652

- 8 1068_1069mwm.2_Frame_Shif NM_006638 NP_006629 O75818 RPP40_HUMAN 0 TGATTATTAAAAAT 0.356



- 8 1612_1613_Ins_p.214_214Q> NM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 ctgctgctgctgctgctga 0.381 806515;rs66949327

- 8 1604_1606 me_Del_p.H211de NM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 gctgctgctgatgctgatg 0.384 rs59310777

- 3 444 _p.M121fs|SLC17A2_uc003nfl.2_Frame_Shift_Del_p.M1 O00624 NPT3_HUMAN 1 CAAGCATTTTTTT 0.453

- 3 544 BBR1_uc011dlr.1_5 NM_001470 NP_001461 Q9UBS5 GABR1_HUMAN xtracellular (Potential). 7 GCGCTCCCCCCG 0.632

+ 7 1303_1304 tron|LOC285830_u NM_001098479 NP_001091949 P30511 HLAF_HUMAN 0 GATCTTGTTTTTTT 0.535

+ 7 1034 NR_027822 0 GAGTCATTTTTCC 0.488

+ 5 704_705 _p.S170fs|RING1_u NM_002931 NP_002922 Q06587 RING1_HUMAN riptional repression (By sim 2 ATGAGTGGGGGG 0.619

+ 8 1146_1148m.1_RNA|UHRF1B NM_017754 NP_060224 Q6BDS2 URFB1_HUMAN 3 AGCAACAGCAGCA 0.552

+ 14 3278_3279p.H1068fs|CUL9_u NM_015089 NP_055904 Q8IWT3 CUL9_HUMAN 12 CGATGCATAAGGA 0.52

+ 1 73 1dwh.1_Frame_Sh NM_005588 NP_005579 Q16819 MEP1A_HUMAN 3 CATTCTCTTTTTTA 0.388 rs146460388

+ 2 226 NM_014051 NP_054770 Q9Y6G1 TM14A_HUMAN ical; (Potential). 0 GAAGCATTTTTGG 0.433

- 5 501 NM_145740 NP_665683 P08263 GSTA1_HUMAN ST C-terminal. 1 GTAGCGATTTTTTA 0.433

- 2 453 NM_001003760 NP_001003760 Q9H511 KLH31_HUMAN BTB. 1 CGGGTCTTTTTTT 0.423

+ 26 3021_3022_p.Q914fs|MYO6_u NM_004999 NP_004990 Q9UM54 MYO6_HUMAN Potential. 2 ATTACAGAAAAAA 0.381

- 13 1115 c.2_Frame_Shift_D NM_020320 NP_064716 Q5T160 SYRM_HUMAN 3 AAATGCTTTTTTT 0.333

+ 9 3522_35242_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN .|Cytoplasmic (Potential). 19 CTCTCCAGCAGCA 0.66

+ 11 970 p.L246fs|IQCE_uc NM_152558 NP_689771 Q6IPM2 IQCE_HUMAN Potential. 0 TCGTCTCCAGACC 0.473 rs7786703

+ 6 694_695 _p.L112fs|ZDHHC4 NM_001134388 NP_001127860 Q9NPG8 ZDHC4_HUMAN ical; (Potential). 2 AAACCTGTTTTTTT 0.45

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

+ 9 1209 _Shift_Del_p.K304f NM_016447 NP_057531 Q9NZW5 MPP6_HUMAN 0 AGTAGCAAAAAAA 0.299

- 21 2723 Site_p.N737_splice NM_015550 NP_056365 Q9H4L5 OSBL3_HUMAN 1 ATAGGATCTAAGA 0.366

+ 1 403_405 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN 1 CCGCTCTGCTGCT 0.749

+ 3 337 rf16_uc011kaf.1_In NM_006658 NP_006649 O96001 GSUB_HUMAN 3 CAGACCAAAAAAA 0.438

+ 3 559 el_p.I179fs|FKBP9_ NM_007270 NP_009201 O95302 FKBP9_HUMANase FKBP-type 1. 14 TGTGATCCCCCC 0.443

+ 3 342 _uc011kby.1_Intron NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 GGGACATTTTTTT 0.577

+ 18 7513_7514A13_uc010kys.1_5 NM_152701 NP_689914 Q86UQ4 ABCAD_HUMAN 10 CCTCTTAGAAATG 0.421

+ 3 211 3trb.2_Frame_Shif NM_015969 NP_057053 Q9Y2R5 RT17_HUMAN 0 ACAGTTGGGGATA 0.438

+ 5 1249 _p.P231fs|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCCCCCACACAGG 0.657 rs147779783

- 10 1091_1092_p.S339fs|ABCB4_ NM_018849 NP_061337 P21439 MDR3_HUMAN y).|ABC transmembrane typ 6 GGATTGAAAAAAA 0.347

- 5 1204 y.2_Frame_Shift_D NM_000466 NP_000457 O43933 PEX1_HUMAN 2 ACCTAATTTTTTT 0.353

- 16 1707 PW1_uc003uus.2_ NM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN 0 GCTTGGTTTTTTG 0.478

- 12 1337_1338e_Shift_Ins_p.F243 NM_017984 NP_060454 Q9H0M4 ZCPW1_HUMAN PWWP. 0 TTTCTCCAAAAAA 0.48

+ 8 1077_1079uxa.2_In_Frame_D NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. 2 GAGCAGGAGGAG 0.596

+ 12 2008 0ljj.1_Frame_Shift_ NM_021930 NP_068749 Q6NUQ1 RINT1_HUMAN RINT1/TIP20. 4 GTCTTTGATGACA 0.398

- 20 2915 _p.P781fs|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GGTATAGGGGGGG 0.483

+ 11 2081_2082 kvv.1_Frame_Shift NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1 CTGCCCACACAC 0.53

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 AGGAAATTTTTTT 0.453

- 2 417 M66_uc003xhu.2_F NM_016127 NP_057211 Q96BY9 TMM66_HUMAN 0 ACTTTTGGGGTAT 0.458

- 16 3521_3523.E993del|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7 TCCGGCTCCTCCT 0.567

- 7 1563 xon.3_Frame_Shift NM_001099412 NP_001092882 Q92794 MYST3_HUMAN tion with RUNX1-1. 7 AACCTGTTTTTTG 0.398

+ 12 1709_1710 p.R537fs|POP1_uc NM_001145860 NP_001139332 Q99575 POP1_HUMAN 2 AAAGTTAGACAGC 0.406

- 6 1215 NM_001385 NP_001376 Q14117 DPYS_HUMAN 2 CACGCCTTTTTCC 0.478

+ 3 444_445 1lim.1_Frame_Shif NM_005005 NP_004996 Q9Y6M9 NDUB9_HUMAN 2 CTTTGCCAAGAG 0.465

- 15 2303 mdt.2_Frame_Shif NM_004519 NP_004510 O43525 KCNQ3_HUMAN 5 GGTTCCGGGGGG 0.547

+ 23 3289_3290p.A1064fs|SMARCA NM_003070 NP_003061 P51531 SMCA2_HUMAN case C-terminal. 3 TGAGAGCGACTA 0.441

+ 13 2110_2112E598del|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMAN lasmic (Potential). 1 CAGCGAGGAGGA 0.739

- 6 2189 ARHGAP6_uc004cu NM_013427 NP_038286 O43182 RHG06_HUMAN Rho-GAP. 2 ACTCTCTTTTTTG 0.368



+ 8 1061 OFD1_uc004cvs.3_ NM_003611 NP_003602 O75665 OFD1_HUMAN Potential. 0 GGAAGCAAAAAAA 0.299

+ 16 2457 D1_uc010nen.2_Fr NM_003611 NP_003602 O75665 OFD1_HUMAN nteraction with SDCCAG8. 0 GTCTCTGAGCAGC 0.537

+ 1 1497_1499 NM_001136234 NP_001129706 1 gctgctattgctgctgctg 0.202

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 TGGTCTGATGATG 0.448

- 3 652_653 B9B_uc004eli.1_In NM_016370 NP_057454 Q9NP90 RAB9B_HUMAN 3 TGTTACCCAGAA 0.45

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 CCTTTGCCCCCC 0.545

- 2 203 _p.R4fs|CXorf56_u NM_022101 NP_071384 Q9H5V9 CX056_HUMAN 0 GGTCCCGGGGCC 0.463

- 13 1536_15374evh.2_Frame_Shi NM_004208 NP_004199 O95831 AIFM1_HUMAN oxidoreductase (By similarit 5 TGGTGCTCTACC 0.431

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 CTCATCATTTTTTT 0.239

- 1 825 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 CTCATCATTTTTTT 0.239

+ 3 1556_1558 Q477del|MAMLD1 NM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 Ccagcaacagcagcag 0.433

+ 3 1864_1866 Q581del|MAMLD1 NM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 Tgcagctgcagcagca 0.488

+ 5 666_668 HMGB3_uc004fer NM_005342 NP_005333 O15347 HMGB3_HUMAN/Glu-rich (acidic). 0 gaagaagaggaggag 0.281

+ 9 1017_1019 NM_173493 NP_775764 Q8IV76 PASD1_HUMAN Poly-Ala. 3 TGAACCCgctgctgc 0.355

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 AGGTTATTTTTTT 0.413

- 35 4931 bm.1_Frame_Shift NM_020765 NP_065816 Q5T4S7 UBR4_HUMAN 25 CCTCTTCCACCGC 0.507

- 9 1622_1624_RNA|uc001ive.1_ NM_018109 NP_060579 Q9NVV4 PAPD1_HUMAN 1 TGATGTCCTCCTC 0.507

+ 4 1819_18210qvt.1_In_Frame_D NM_138329 NP_612202 P59044 NALP6_HUMAN Poly-Glu. 2 GCCAGAGGAGGA 0.67

- 2 955_957 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3 TTGGCTGGTGGTG 0.537 rs2234451

+ 9 1630 NM_006108 NP_006099 Q9HCB6 SPON1_HUMAN 0 ATGAGGTGTGTG 0.594

- 2 369 d.1_5'UTR|RIN1_uc NM_004292 NP_004283 Q13671 RIN1_HUMAN SH2. 3 AGCATGTGCAGTG 0.726

- 1 174_176 _RNA|MMP1_uc01 NM_002421 NP_002412 P03956 MMP1_HUMAN 4 CAGAACAGCAGCA 0.498

- 2 308_322 1prt.1_5'UTR|TMPRNM_001077263 NP_001070731 Q9BYE2 TMPSD_HUMANP-A-[GLQR].|Cytoplasmic (P 1 TGGAGATGCCCG 0.67

- 4 372 _p.E78fs|RERG_uc NM_032918 NP_116307 Q96A58 RERG_HUMAN 1 AGCCTTCCCCCCA 0.458

+ 23 5212_5213scj.2_Frame_Shift_ NM_012291 NP_036423 Q14674 ESPL1_HUMAN 3 GGTGACTGTGTGT 0.436

+ 1 298 NM_001005518 NP_001005518 A6NJZ3 O6C65_HUMAN Name=3; (Potential). 0 CCAAGTATTTTTTT 0.358

- 19 2421 p.R523fs|R3HDM2_ NM_014925 NP_055740 Q9Y2K5 R3HD2_HUMAN 2 CAGGCCGGGGGA 0.557

- 1 39 uc001srx.2_Intron NM_001099676 NP_001093146 Q8IXR9 CL056_HUMAN 0 GCTGTTCCTGCGC 0.716

+ 35 4504 NM_014503 NP_055318 O75691 UTP20_HUMAN 4 GTTCGCTTTGAGA 0.333

+ 12 1457_1459ame_Del_p.Q445d NM_001143779 NP_001137251 Q8WYA0 IFT81_HUMAN Potential. 1 ATATTCAACAACA 0.345

+ 7 941 SF3_uc001uqw.2_I NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1 ACTAGGTGTGTG 0.475

- 2 2237 _Shift_Del_p.N674 NM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2 CTGCAATTTTTTT 0.348

+ 10 1130 yop.1_Frame_Shift NM_001080464 NP_001073933 Q86U10 LPP60_HUMAN 0 ACCTTCGGGGGG 0.682

+ 8 3011_3013 .Q981del|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. 12 AGGCACAGCAGC 0.458

+ 4 1969 592_uc010upb.1_ NM_014630 NP_055445 Q92610 ZN592_HUMAN 6 CAGGTGAAAAAGG 0.577

+ 19 3331 me_Shift_Del_p.D83 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 TCCTGACCCCCCA 0.567

+ 5 636 fs|RNF167_uc002f NM_015528 NP_056343 Q9H6Y7 RN167_HUMAN PA. 0 CCACCACCCCCAG 0.537

+ 10 2188_21892gjr.2_Frame_Shift NM_053051 NP_444279 Q8N137 CNTRB_HUMANed for centrosome localizatio 2 GCTCGGAGAGAG 0.579

- 4 595_607 _Shift_Del_p.P13fs NM_006470 NP_006461 O95361 TRI16_HUMAN 3 GCAGTGGCCCTGG 0.629

+ 1 158_160 ame_Del_p.K7del|Z NM_003457 NP_003448 O43670 ZN207_HUMAN 0 GTCGCAAGAAGAA 0.542

- 21 4684_4686212EE>E|BZRAP1_ NM_004758 NP_004749 O95153 RIMB1_HUMAN Poly-Glu. 3 AGctcctcttcctcctcctc 0.468

- 14 1600_16022jca.2_In_Frame_D NM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1 GGATTCTCCTCCT 0.537

- 7 1257_1277Del_p.SGPSGPS24 NM_015476 NP_056291 Q68CL5 TPGS2_HUMAN 1 GGACCGGAGGGT 0.552 805698;rs117567703

- 1 468_470 02utd.1_In_Frame_ NM_016192 NP_057276 Q9UIK5 TEFF2_HUMAN 5 ACGGGCAGCAGC 0.601

- 1 224_226 ng.1_In_Frame_De NM_001485 NP_001476 P52951 GBX2_HUMAN Poly-Pro. 0 AGCGCGggcggcg 0.626

+ 2 1350_1352 .1_Intron|KIF3B_uc NM_004798 NP_004789 O15066 KIF3B_HUMAN y-Glu.|Potential. 5 TGGggaagaggagga 0.433



- 21 3201_3203 1agl.1_In_Frame_ NM_015241 NP_056056 Q7RTP6 MICA3_HUMAN Glu-rich. 0 GGCGAGGctcctcc 0.453

+ 6 591 NM_000496 NP_000487 P43320 CRBB2_HUMANa crystallin 'Greek key' 4. 0 CCCTCACCCCCAG 0.647

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5 GTGGTCTGCTGC 0.596 rs141985009

+ 13 1533_1535 aus.2_In_Frame_D NM_012407 NP_036539 Q9NRD5 PICK1_HUMAN Poly-Glu. 0 AGATGGggaggagg 0.562

+ 3 406_408 me_Del_p.E76del| NM_012324 NP_036456 Q13387 JIP2_HUMAN /Glu-rich (acidic). 3 gaggaagaggaggag 0.483

+ 8 2694 Del_p.I807fs|GRM NM_000844 NP_000835 Q14831 GRM7_HUMAN Name=6; (Potential). 7 TTCCAATTTTTTTT 0.383

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich (acidic). 3 CTCACCCTCCTCC 0.734 rs72561774

+ 13 1544 e_Shift_Del_p.T254 NM_000249 NP_000240 P40692 MLH1_HUMAN action with ET495A(1)|p.0?( 77 CTTGTACCCCCCG 0.473

+ 7 1229 NM_017875 NP_060345 Q96DW6 S2538_HUMAN Solcar 3. 0 TGGCATCCCCCGA 0.488

- 6 513_515 x.2_In_Frame_Del_ NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3 GACCAAGCAGCAG 0.621

+ 1 221_223 NM_014240 NP_055055 Q9UGP4 LIMD1_HUMAN tes nuclear export. 1 ACCTCCAGCAGCA 0.626

- 3 456_458 ame_Del_p.L89de NM_147129 NP_667340 Q60I27 AL2CL_HUMAN 5 ACCTCGCAGCAGC 0.611

- 14 3144 dbf.1_Frame_Shift NM_014703 NP_055518 Q9Y4B6 VPRBP_HUMAN 2 CAGCTGTTTTTTT 0.498

+ 11 1711 gnl.1_Frame_Shift_ NM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN 1 GCTCCCTTTTTTT 0.443

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CAGGTCAAAAAAA 0.294

- 25 3483 I1107fs|SEC31A_u NM_001077207 NP_001070675 O94979 SC31A_HUMAN ction with PDCD6. 8 TGGTAATTTTTTT 0.388

+ 44 7494_7503p.V418fs|KIAA1109 NM_015312 NP_056127 Q2LD37 K1109_HUMAN 12 TGGATTCAGACAC 0.386

+ 2 574 3jhm.2_Frame_Shif NM_178140 NP_835260 O15018 PDZD2_HUMAN 9 TCACAGCCCCCCC 0.587

+ 8 2216 p.F486fs|JARID2_ NM_004973 NP_004964 Q92833 JARD2_HUMAN ARID. 4 GCCTGCTTTTTCC 0.493

- 8 1420 _Shift_Del_p.P150f NM_000332 NP_000323 P54253 ATX1_HUMAN 4 GCGGTTGGGGGG 0.632

+ 3 631 rame_Shift_Del_p.T NM_002121 NP_002112 P04440 DPB1_HUMAN -type.|Extracellular (Potenti 1 AAATGACCCCCCA 0.562

+ 15 1702 e_Shift_Del_p.P45 NM_024165 NP_077084 O43189 PHF1_HUMAN 0 AAAGTGCCCCCCA 0.532

+ 6 808 10khi.2_Frame_Sh NM_014721 NP_055536 O75167 PHAR2_HUMAN 2 TCATTCAAAAAAA 0.398

+ 9 3522_35242_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN .|Cytoplasmic (Potential). 19 CTCTCCAGCAGCA 0.66

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0 CATCCCAGCAGCA 0.562

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

+ 15 1878 bl.1_RNA|LIMK1_ NM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase. 3 CTACTGCCCCCCA 0.647

- 3 284 l_p.K62fs|KIAA002 NM_014878 NP_055693 Q15397 K0020_HUMAN 1 ACACCCTTTTTCC 0.388

- 3 2403_2404 NM_001017969 NP_001017969 Q5HYC2 K2026_HUMAN Lys-rich. 3 GTTTTGCTTTTTTT 0.327

- 4 473 NM_001561 NP_001552 Q07011 TNR9_HUMAN (Potential).|TNFR-Cys 3. 4 CGTACCTTTTTTT 0.413 rs9657965

- 3 882_883 _p.E24fs|RERE_uc NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 GTCTCTTTTCtctctc 0.342

- 2 283_284 NM_004102 NP_004093 P05413 FABPH_HUMAN 1 GCTGTTGTCTCA 0.475

- 7 1080 am.1_Frame_Shift NM_002227 NP_002218 P23458 JAK1_HUMAN FERM. 61 TTTTGTCAAAGTT 0.393

+ 10 2124 ova.1_Frame_Shift NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 8. 2 CTGTCCAAAAAAA 0.363

- 2 3480_3482wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 GCCTTCTCTTCTC 0.172

- 2 1203_1204ne.1_In_Frame_Ins NM_007113 NP_009044 Q07283 TRHY_HUMAN repeats of R-R-E-Q-Q-L.|2- 5 ctcgcgcctcagctgctg 0.094

- 3 1792_1795 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GCCTTGTCTGTC 0.466

+ 17 2363_2365U2F1_uc010plh.1_I NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 TGCGTCCACCAC 0.601

+ 14 5165 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 ATGTCCTTTTCCA 0.483

+ 7 1574_1576me_Del_p.T418del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|21 1 TGCACCCACCAC 0.645

- 1 774_775 NM_001004734 NP_001004734 A6ND48 O14I1_HUMAN Name=6; (Potential). 0 TGGTCCTAAGGC 0.47

- 10 4927 _Shift_Del_p.Q136 NM_032776 NP_116165 Q15652 JHD2C_HUMAN 6 TTGGTTGACTTGT 0.398

- 20 2483 1jxl.1_Frame_Shift_NM_001161352 NP_001154824 Q12791 KCMA1_HUMAN lasmic (Potential). 3 CGTTGCTTTTTTT 0.502

+ 25 3716 _p.D924fs|ZMIZ1_u NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 CTGGACCCCCCC 0.557

- 9 1499_1501 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2 TGCACCAGCAGCA 0.626

- 3 564 NM_002032 NP_002023 P02794 FRIH_HUMAN rritin-like diiron. 1 ATTCACATTTTTTT 0.423

+ 22 2658 1_5'Flank|PACS1_u NM_006842 NP_006833 Q13435 SF3B2_HUMAN 3 TACAGCAAAAAAA 0.512



+ 7 644_645 CS_uc001ois.2_RN NM_005125 NP_005116 O14618 CCS_HUMAN xide dismutase-like. 0 ATTATTGATGAGGG 0.574

- 5 674_675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0 CAAGTGGTGCCT 0.416 192524;rs33924686

- 1 327_328 RH1_uc001qzc.2_In NM_176885 NP_795366 P59538 T2R31_HUMAN cellular (Potential). 0 AGACATTATAAGC 0.381

- 3 258_259 _74P>PP|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TTTCCTGGAGGT 0.619

- 3 502_503 NM_006248 NP_006239 0 TTTCCTGGAGGT 0.594

- 2 1302 raq.2_Frame_Shift NM_006143 NP_006134 Q15760 GPR19_HUMAN lasmic (Potential). 1 ACGTAGTTTTTTT 0.398

- 11 1445 _p.L408fs|KIAA052 NM_014802 NP_055617 Q86YS7 K0528_HUMAN 4 CAGCCTAATGCTT 0.353

+ 3 227 nk|MARS_uc001so NM_004990 NP_004981 P56192 SYMC_HUMAN 5 GCAGATATTTTTTT 0.488

- 14 2248 p.K669fs|MDM1_u NM_017440 NP_059136 Q8TC05 MDM1_HUMAN 5 CCTTTTCTTAGCT 0.408

- 19 3106 zux.1_Frame_Shift NM_014706 NP_055521 Q15020 SART3_HUMAN 1 CAGCTTGGCAAAA 0.627

+ 4 646_648 p.L194del|TPCN1_ NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN =S1 of repeat I; (Potential). 3 CGGCCCTGCTGC 0.64

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (RS domain). 0 CCACGAGAAGAAG 0.493

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTGACCACACACA 0.604

- 1 321 2_5'Flank|KIAA170 NM_012345 NP_036477 Q9UHK0 NUFP1_HUMAN Pro-rich. 0 GGCGTCGAAGGG 0.627

- 11 2278_2279_p.R758fs|ZC3H13_ NM_015070 NP_055885 Q5T200 ZC3HD_HUMANGlu-rich.|Potential. 2 ctctctctccctctctctctc 0.153

- 9 1177_1178_p.I309fs|DIAPH3_ NM_001042517 NP_001035982 Q9NSV4 DIAP3_HUMAN GBD/FH3. 2 CTGTCAATTTTTTT 0.322

- 2 1567_1569orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN o-rich.|Gln-rich. 5 AGGgctgcctgctgctg 0.473

- 24 6379_6380ufy.1_Frame_Shift_ NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9 CAGTCATAAGGA 0.371

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3 CCACACACCACCA 0.576

+ 7 861 IS3L_uc002apq.2_ NM_001143688 NP_001137160 Q8TF46 DI3L1_HUMAN 2 CGGGATGAAGGC 0.483

- 5 697_698 002atw.1_Frame_S NM_182471 NP_872271 P14618 KPYM_HUMAN 1 CTCGTCACACTT 0.51

+ 5 1216_1217 NM_000761 NP_000752 P05177 CP1A2_HUMAN 4 CCCTTCACCATC 0.629

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0 ACACAGAGGAGGA 0.616

- 11 4245 NM_001116 NP_001107 O60503 ADCY9_HUMAN lasmic (Potential). 6 TCATCTGGCCTTT 0.577

- 3 178 _p.F47fs|GLYR1_u NM_032569 NP_115958 Q49A26 GLYR1_HUMAN PWWP. 0 TGTTCCAAAAAAT 0.433

- 19 2594_2595 _p.S358fs|ARHGA NM_001006634 NP_001006635 Q68EM7 RHG17_HUMAN 0 ATCTTGGAAGCTG 0.505

+ 4 3080 48R_uc010byg.1_F NM_018690 NP_061160 Q0VD83 APOBR_HUMAN 0 GCCCCCAACCCTC 0.677

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 AGctcctcatcctcctcct 0.389

+ 12 2232_22342gpz.2_In_Frame_ NM_016113 NP_057197 Q9Y5S1 TRPV2_HUMAN ical; (Potential). 1 CATGGTGCTGCTG 0.596

- 8 926_927 p.S305fs|MYO1D_ NM_015194 NP_056009 O94832 MYO1D_HUMANyosin head-like. 3 CTTAGTAGAGAGC 0.426

- 3 566 2hjz.1_RNA|MMP28 NM_024302 NP_077278 Q9H239 MMP28_HUMAN 1 CTCAGCCCAGGC 0.572

+ 2 497 _p.F113fs|KLHL10_ NM_152467 NP_689680 Q6JEL2 KLH10_HUMAN 4 GACCAGTTTAACA 0.483

+ 20 6727_6729p.T2353del|BPTF_u NM_182641 NP_872579 Q12830 BPTF_HUMAN Thr-rich. 4 GCCAGCACCACCA 0.542 rs143937013

+ 9 1438_1439 2jgl.2_Frame_Shift NM_002266 NP_002257 P52292 IMA2_HUMAN ARM 9. 2 ACCAAGATTATTCT 0.366

+ 6 895_896 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN RS-type PTB. 3 ACATGAAAGATTA 0.45

- 5 1002_1052_uc010xsw.1_5'Flan NM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich. S274_S290del( 3 gccgccactgctgccgc 0.303 79970;rs144877871;rs147522263;rs140071083;rs138

- 5 1929 xwy.1_Frame_Shif NM_001083335 NP_001076804 Q9UJU3 ZF112_HUMAN 5 GTTTTTCTCCAGT 0.463

+ 7 954_955 2pfy.2_Frame_Shift NM_002517 NP_002508 Q99742 NPAS1_HUMAN 0 GAAATCCACGCT 0.604

+ 3 136_138 In_Frame_Del_p.L NM_001459 NP_001450 P49771 FLT3L_HUMAN 0 CCTCCTGCTGCT 0.621

- 7 1721_1722_p.R435fs|ZNF160_ NM_001102603 NP_001096073 Q9HCG1 ZN160_HUMAN C2H2-type 7. 1 AATTGTACCTAAAG 0.426 rs145975178

- 4 719 qdo.2_Frame_Shift_ NM_001145303 NP_001138775 Q7Z404 TMC4_HUMAN lasmic (Potential). 1 GGCCTGGGGGA 0.647

- 3 316 _p.P92fs|HS1BP3 NM_022460 NP_071905 Q53T59 H1BP3_HUMAN PX. 1 GGTAGTGGGGGG 0.537 rs77941615

- 67 7984 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 TGCCAGTTTATTT 0.413

+ 3 1397_1398 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMAN ame=I/M7; (Potential). 3 TGTCTTACTTAGC 0.406

+ 8 2074 02udy.2_Frame_Sh NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 ATAACTGGGGGG 0.418

- 15 1867 MHD1_uc010gft.1_R NM_015474 NP_056289 Q9Y3Z3 SAMH1_HUMAN 0 CGGCTTGGTGAA 0.383

- 11 905 TPTE_uc002yir.1_F NM_199261 NP_954870 P56180 TPTE_HUMAN ical; (Potential). 5 AATGTCAAAAAAA 0.299



- 1 1882_1884 NM_002430 NP_002421 Q10571 MN1_HUMAN 10 CACACCAtgctgctg 0.463

+ 13 1587 _p.T420fs|MTMR3_ NM_021090 NP_066576 Q13615 MTMR3_HUMAN ularin phosphatase. 5 ACCGCACCCCCC 0.547

+ 7 1953_1961 atq.1_In_Frame_D NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 AGCCTCCAGAACC 0.589

- 13 1723_1724 GRIP2_uc011avh.1 NM_001080423 NP_001073892 Q9C0E4 GRIP2_HUMAN PDZ 4. p.A478T(1) 1 CGGTGGCGAAGA 0.678 rs61731933

+ 3 622 NM_005513 NP_005504 P29083 T2EA_HUMAN 1 ATGCCCAAAAAAG 0.418

+ 1 3006_3007 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.465

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0 GCTCACATGTGCC 0.683 123539;rs79888804

+ 1 3836_3837 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.683

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CCTGCTCACGTG 0.663

+ 1 4086_4087 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMANeraction with PAK1. 0 CTGCTCACACGT 0.639

+ 2 203_205 NM_002111 NP_002102 P42858 HD_HUMAN 4 TCCTTCcagcagca 0.335 rs10618869

+ 2 790 0iov.2_Frame_Shift NM_005900 NP_005891 Q15797 SMAD1_HUMAN MH1. 1 ATCCCTACCACTA 0.438

- 1 1032_1034 rj.2_5'Flank|NBLA0 NM_021973 NP_068808 P61296 HAND2_HUMAN Poly-Ala. 1 agcggctggcggcggcg 0.473

+ 21 2550_2551_p.F793fs|TNPO1_ NM_002270 NP_002261 Q92973 TNPO1_HUMAN 7 GCAGTTTATAAGAC 0.366

+ 19 3557 R98_uc003kjt.2_5'U NM_032119 NP_115495 Q8WXG9 GPR98_HUMANcellular (Potential). 16 TATCTTGGCAGCT 0.378

+ 4 322 _uc003kqe.1_Intron|REEP5_uc011cvx.1_Intron|REEP5_ P09132 SRP19_HUMAN 0 GGCGGTGCTGGC 0.363

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANName=12; (Potential). 0 TCACCCTTTTTTT 0.418

- 2 238_239 me_Shift_Del_p.E2 NM_007054 NP_008985 Q9Y496 KIF3A_HUMANKinesin-motor. 1 TTGATTTCTCTCTC 0.411

+ 10 2092 _p.G568fs|RREB1_ NM_001003698 NP_001003698 Q92766 RREB1_HUMAN 11 AAGTCCGGGACCC 0.711

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

+ 4 952_953 NM_001159279 NP_001152751 2 AGCCGCTCAACA 0.416

+ 4 1034_1036 NM_001159279 NP_001152751 2 GCCGCTCTTCAAC 0.419

- 20 2915 _p.P781fs|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GGTATAGGGGGGG 0.483

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

+ 21 2194 1_uc003xjw.2_Splic NM_001031836 NP_001027006 A8MYU2 KCNU1_HUMAN 1 TCCTTAGAAACGA 0.46

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

- 2 284 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0 GAGACATTTTTTT 0.423

- 10 1506 p.R384fs|NBN_uc0 NM_002485 NP_002476 O60934 NBN_HUMAN r localization signal. 7 CAGACCTTTTTTT 0.338

- 10 978_979 yhd.2_Frame_Shif NM_057749 NP_477097 O96020 CCNE2_HUMAN 0 CTGGAACTCTAATG 0.376

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

- 3 991 3yjk.1_Splice_Site_ NM_015435 NP_056250 Q9NV58 RN19A_HUMAN 4 CTTCTTACCCACA 0.338

- 6 1215 NM_001385 NP_001376 Q14117 DPYS_HUMAN 2 CACGCCTTTTTCC 0.478

+ 12 1287 _p.L350fs|HEATR7 NM_032450 NP_115826 Q8NDA8 HTR7A_HUMAN HEAT 3. 0 CCGCCTACTGGCC 0.592 rs144186714

+ 4 766_768 Q238del|SMARCA NM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcaacagcagcag 0.271 3070757;rs62639301

- 5 724_726 me_Del_p.152_153 NM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 tgctgctactgctgctgct 0.148

- 2 902 awg.2_Frame_Shif NM_153695 NP_710162 Q7RTV3 ZN367_HUMAN C2H2-type 1. 0 GAGCCTGGAGCG 0.353

+ 23 2412 _Shift_Del_p.P365f NM_020893 NP_065944 7 CTCCTGCCCCCC 0.507

- 39 9961_9962mty.2_Frame_Shift_ NM_153366 NP_699197 Q4LDE5 SVEP1_HUMAN Sushi 30. 7 CCCTTCTGCACAT 0.386

+ 6 785 _p.E225fs|NUP214 NM_005085 NP_005076 P35658 NU214_HUMAN 16 TGCAGGAAAAAAA 0.363

+ 42 6348_63504dza.2_In_Frame_ NM_005120 NP_005111 Q93074 MED12_HUMAN Gln-rich. 4 TACCTGagcagcag 0.281

+ 3 306 uc011msx.1_5'UTR|ALG13_uc011msz.1_Frame_Shift_D Q9NP73 ALG13_HUMAN 1 CTCTGGAAAAAGG 0.388

- 3 866_868 v.2_In_Frame_Del_ NM_003588 NP_003579 Q13620 CUL4B_HUMAN Ser-rich. 3 GAAGATgaggagga 0.424

- 1 729 uc004fbf.1_RNA NM_004065 NP_004056 P51861 CDR1_HUMAN approximate repeats.|1. 0 TGTCTTCCAGTAA 0.433

+ 4 381_383 NM_004781 NP_004772 Q15836 VAMP3_HUMANe IV membrane protein; (Po 0 TTATCTTCATCATC 0.365

- 3 882_883 _p.E24fs|RERE_uc NM_012102 NP_036234 Q9P2R6 RERE_HUMAN 2 GTCTCTTTTCtctctc 0.342

+ 4 817 1aug.1_Frame_Sh NM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0 GCTACTGTTTTTT 0.458 rs7513079

+ 5 613_615 NM_152493 NP_689706 Q5T0B9 ZN362_HUMAN 0 CACACCCACCACC 0.675



+ 34 4444_4446p.E504del|MACF1_ NM_012090 NP_036222 Q9UPN3 MACF1_HUMAN Poly-Glu. 16 CGTCTGGAGGAGG 0.389

+ 7 1426_1427me_Shift_Del_p.H3 NM_005012 NP_005003 Q01973 ROR1_HUMAN xtracellular (Potential). 19 TATCCCCACACAC 0.554

+ 2 248_249 osw.1_Frame_Shift NM_003503 NP_003494 O00311 CDC7_HUMAN 5 GCTCTTTAAAAAAA 0.406

+ 12 2267_2269 .S575del|BRDT_uc NM_207189 NP_997072 Q58F21 BRDT_HUMAN Ser-rich. 4 AGTGAGagcagcag 0.35

- 59 4728 K1482fs|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical region. 12 GTCACCTTTTTCC 0.403

- 3 5776_5777 uc001ezv.2_Intron NM_001014342 NP_001014364 Q5D862 FILA2_HUMAN 17 TTGGCTGTGTGT 0.515 rs140875805

+ 2 99 NM_178428 NP_848515 Q5TA79 LCE2A_HUMAN Cys-rich. 0 CAAGTGCCCCCC 0.572 rs138365632

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

- 6 1357_1359_p.V32del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 CACACCCACCACC 0.606

+ 17 2363_2365U2F1_uc010plh.1_I NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 TGCGTCCACCAC 0.601

+ 3 348_349 SD1_uc010pli.1_In NM_052862 NP_443094 Q6JBY9 CPZIP_HUMAN 5 CCTGTTCCCCCC 0.554 rs144007158

- 4 615 GLUL_uc001gpc.1_ NM_001033056 NP_001028228 P15104 GLNA_HUMAN 0 ACTCCTGCTCCAT 0.522

+ 7 1327_1328_Ins_p.333_334ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|11; approx 1 CCACCAAGTCTG 0.658

+ 7 1574_1576me_Del_p.T418del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|21 1 TGCACCCACCAC 0.645

+ 7 1586_1588me_Del_p.E420del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|22 1 CACCAAGGAGCC 0.64

- 3 472_474 ame_Del_p.K93de NM_001136504 NP_001129976 Q8N9I0 SYT2_HUMAN lasmic (Potential). 3 ctccttcttgttcttcttcttct 0.483

- 3 588 NM_003395 NP_003386 O14904 WNT9A_HUMAN p.C168fs*6(1) 2 CCGCAGCCCCCC 0.627

+ 9 1195_1196_p.Y273fs|CDH23_ NM_022124 NP_071407 Q9H251 CAD23_HUMAN |Extracellular (Potential). 11 TTGGCTACACCAT 0.594

+ 11 1237 HECTD2_uc001kh NM_182765 NP_877497 Q5U5R9 HECD2_HUMAN 1 AGCTGCAAAAAAA 0.318

+ 16 2167 NM_014633 NP_055448 Q6PD62 CTR9_HUMAN TPR 14. 2 CCCAAGTAAGAGA 0.403

- 4 616 BTBD10_uc010rcm NM_032320 NP_115696 Q9BSF8 BTBDA_HUMAN Ser-rich. 0 CCATTTGGGGATG 0.433

- 5 674_675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0 CAAGTGGTGCCT 0.416 192524;rs33924686

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMAN /Glu-rich (aciel(1)|p.E366_K4 149 AAATTATGATGAT 0.473

- 2 1302 raq.2_Frame_Shift NM_006143 NP_006134 Q15760 GPR19_HUMAN lasmic (Potential). 1 ACGTAGTTTTTTT 0.398

- 7 1152_1153 NM_024829 NP_079105 Q6P4A8 PLBL1_HUMAN 0 GCCATCATATTGGC 0.441

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

+ 3 227 nk|MARS_uc001so NM_004990 NP_004981 P56192 SYMC_HUMAN 5 GCAGATATTTTTTT 0.488

+ 4 646_648 p.L194del|TPCN1_ NM_017901 NP_060371 Q9ULQ1 TPC1_HUMAN =S1 of repeat I; (Potential). 3 CGGCCCTGCTGC 0.64

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (RS domain). 0 CCACGAGAAGAAG 0.493

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTGACCACACACA 0.604

- 20 2640_2641 vme.2_Frame_Shi NM_005845 NP_005836 O15439 MRP4_HUMAN |ABC transmembrane type- 4 AAATCTAAAAACGT 0.406

+ 2 666_667 1_Intron|RNASE7_ NM_032572 NP_115961 Q9H1E1 RNAS7_HUMAN 1 AGCCTCCCCAGA 0.505

- 3 294 K32fs|RBM23_uc0 NM_001077351 NP_001070819 Q86U06 RBM23_HUMAN 1 ATAATCCTTTTTAA 0.483

+ 13 2290_2291 M_uc001wwe.3_F NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7 CATCAACTCTCTCT 0.347

+ 1 809_811 206del|FAM63B_uc NM_001040450 NP_001035540 Q8NBR6 FA63B_HUMAN 1 TCCCTGAGGAGGA 0.621

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3 CCACACACCACCA 0.576

+ 8 4222 NM_015042 NP_055857 O15014 ZN609_HUMAN 3 TACCCACCCCCCA 0.338

- 5 728 LPX_uc010bhg.1_ NM_006660 NP_006651 O76031 CLPX_HUMAN 0 AATGATGTCTGCT 0.343

- 6 1160_1162_188LL>L|PARP16_ NM_017851 NP_060321 Q8N5Y8 PAR16_HUMAN (Potential).|Poly-Leu. 2 CTATGAGCAGCAG 0.488

- 11 1628_1630AH3_uc002die.2_In NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 CCGATCAGCAGCA 0.498

+ 5 400_402 C6A_uc010bxs.2_5 NM_014494 NP_055309 Q8NDV7 TNR6A_HUMAN Gln-rich. 2 gcagccacagcagcag 0.241

- 12 1595 Shift_Del_p.A445fs| NM_024816 NP_079092 Q9H5N1 RABE2_HUMAN Potential. 3 AGCTCTGCCTGCA 0.672

+ 5 540 _p.P104fs|STX4_uc NM_004604 NP_004595 Q12846 STX4_HUMAN ic (Potential).|Potential. 0 ATAGAGCCCCAGA 0.423

+ 5 1317_1319ehx.2_In_Frame_D NM_024335 NP_077311 P78412 IRX6_HUMAN 6 ggaggaagaggaggag 0.493

+ 12 2232_22342gpz.2_In_Frame_ NM_016113 NP_057197 Q9Y5S1 TRPV2_HUMAN ical; (Potential). 1 CATGGTGCTGCTG 0.596

+ 5 825 NM_001070 NP_001061 P23258 TBG1_HUMAN TP (Potential). 1 ATTGCTGGGGGGA 0.507

+ 3 443_445 wla.1_In_Frame_D NM_018129 NP_060599 Q9NVS9 PNPO_HUMAN 0 CATGTTGCTGCTG 0.498



- 2 1371_1372 NM_004645 NP_004636 P38432 COIL_HUMAN A repeats of S-L-P-A. 1 AATAGTAGATGAA 0.411

+ 2 1067 N_uc002jqo.2_5'F NM_003857 NP_003848 O43603 GALR2_HUMAN lasmic (Potential). 0 GGGGCACCCACA 0.726

- 20 3375_3378 NM_005406 NP_005397 Q13464 ROCK1_HUMAN Glu-rich. 5 TAAAGTATTTATTT 0.309

+ 6 895_896 NM_152721 NP_689934 Q6PKX4 DOK6_HUMAN RS-type PTB. 3 ACATGAAAGATTA 0.45

+ 20 2554 NM_014975 NP_055790 Q9Y2H9 MAST1_HUMAN 7 TCAGCGCCCCCCA 0.721

- 2 202_204 NM_013376 NP_037508 Q9UHV2 SRTD1_HUMAN 0 TCCTTCTCCTCCT 0.453

- 5 1929 xwy.1_Frame_Shif NM_001083335 NP_001076804 Q9UJU3 ZF112_HUMAN 5 GTTTTTCTCCAGT 0.463

- 9 974_975 pni.2_Frame_Shift_ NM_003598 NP_003589 Q15562 TEAD2_HUMAN nal activation (Potential). 3 AGGCATGGGGGG 0.564

+ 3 136_138 In_Frame_Del_p.L NM_001459 NP_001450 P49771 FLT3L_HUMAN 0 CCTCCTGCTGCT 0.621

- 2 333_335 2qdo.2_In_Frame_ NM_001145303 NP_001138775 Q7Z404 TMC4_HUMAN Extracellular (Potential). 1 CTCCATCCTCCTC 0.645

- 7 765 2qxs.2_Frame_Sh NM_002936 NP_002927 O60930 RNH1_HUMAN RNase H. 1 TTTCTTCCAACCT 0.403

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

- 4 575_576 _p.P21fs|ST3GAL5 NM_003896 NP_003887 Q9UNP4 SIAT9_HUMANmenal (Potential). 0 TCTTTGGGGGCC 0.505

+ 23 3012_3013 NM_001080527 NP_001073996 Q6PIF6 MYO7B_HUMAN 2 CCAGCCACACAC 0.574

+ 8 2074 02udy.2_Frame_Sh NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN 14 ATAACTGGGGGG 0.418

- 205 40489 fi.1_Frame_Shift_D NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN 153 GGCCTTGGATAGC 0.428

- 7 1855 _p.P346fs|SATB2_u NM_015265 NP_056080 Q9UPW6 SATB2_HUMAN 1 GCTCTGGGGATG 0.542

+ 1 209_211 Translation_Start_S NM_005759 NP_005750 Q9NYB9 ABI2_HUMAN 0 CTGTATgaggagga 0.601

- 4 1070_1071 NM_000214 NP_000205 P78504 JAG1_HUMAN ular (Potential).|DSL. 9 CAGGTCACGCGG 0.52

- 12 5661_5663.2_In_Frame_Del_ NM_014071 NP_054790 Q14686 NCOA6_HUMAN .|Gln-rich.|CREBBP-binding 7 TCATTtgttgctgctgc 0.498 895426;rs140426729

- 4 1934_1936 1aaq.1_In_Frame_ NM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN 2 CACCACCTCCTCC 0.557

- 11 905 TPTE_uc002yir.1_F NM_199261 NP_954870 P56180 TPTE_HUMAN ical; (Potential). 5 AATGTCAAAAAAA 0.299

- 1 48_50 NM_181610 NP_853641 Q3LI73 KR194_HUMAN 2 CAAAGCCTCCACA 0.557

+ 4 1162 0gma.2_Frame_S NM_005534 NP_005525 P38484 INGR2_HUMAN tential).|Fibronectin type-III 0 ACGGCCTTTTTTT 0.458

+ 11 1903_1905K1A_uc002ywl.2_3 NM_001396 NP_001387 Q13627 DYR1A_HUMAN Poly-His. 4 tcaccatcaccaccacc 0.384

- 2 475 70_uc002zxr.1_5'F NM_021916 NP_068735 Q9UC06 ZNF70_HUMAN 2 GTTGCTGGGGGAA 0.448

+ 7 1953_1961 atq.1_In_Frame_D NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 AGCCTCCAGAACC 0.589

- 10 2571_2573EE>E|RANGAP1_u NM_002883 NP_002874 P46060 RAGP1_HUMAN cidic).|Asp/Glu-rich (highly a 0 tcttctccttcctcctcctcc 0.266

+ 1 Translation_Start_Site|CACNA1 NM_001128840 NP_001122312 Q01668 CAC1D_HUMAN 11 tgttcgtGgatgatgatg 0.246

- 38 5712_5713p.Q1866fs|ADAMTS NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN GON. 4 TCCCTTGTGATAT 0.401

- 4 757 3dmh.1_Frame_Sh NM_182920 NP_891550 Q9P2N4 ATS9_HUMAN 4 CATTTTCTTGCTC 0.388

+ 10 1609 _p.S482fs|MITF_uc NM_198159 NP_937802 O75030 MITF_HUMAN 2 CAGTGTCCCCCGG 0.527

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 CTGGtctttctcctcctcc 0.394

- 7 2209_2211 1blc.1_In_Frame_ NM_001017395 NP_001017395 O94876 TMCC1_HUMAN Potential. 1 ACCACCTGCTGCT 0.581

+ 1 3775_3776 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0 CCTGCTCACGTG 0.688

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0 GCTCACATGTGCC 0.683 123539;rs79888804

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CCTGCTCACGTG 0.663

+ 1 4086_4087 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMANeraction with PAK1. 0 CTGCTCACACGT 0.639

+ 2 865 el_p.L108fs|RUFY3 NM_014961 NP_055776 Q7L099 RUFY3_HUMAN 0 GAACCTGGGGAGG 0.478

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

+ 1 413_414 NM_004575 NP_004566 Q12837 PO4F2_HUMAN 1 GCTggtggtggcggcg 0.386 907220;rs72269802

- 41 6826 _p.I766fs|LRBA_uc0 NM_006726 NP_006717 P50851 LRBA_HUMAN 7 GGTCGATTTTTTT 0.453 rs34237929

- 4 411 NM_017631 NP_060101 Q8IY21 DDX60_HUMAN 3 TCAATCAAAAAAA 0.308

- 10 1909 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 AAACTGAAAAAAA 0.313

- 3 512_514 0jii.2_In_Frame_D NM_138379 NP_612388 Q96H15 TIMD4_HUMAN ar (Potential).|Thr-rich. 2 GGGGCTTGTTGT 0.537

- 4 349_350 TBC1D7_uc003nao NM_016495 NP_057579 Q9P0N9 TBCD7_HUMANRab-GAP TBC. 1 GACATCCAAGTA 0.475

- 4 884 _p.K228fs|NUP153 NM_005124 NP_005115 P49790 NU153_HUMAN 9 TGCTGGTTTTTTT 0.413



+ 2 128_130 p.L24del|BTN2A2_ NM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 CAGCCTCcctcctcc 0.483

+ 7 1095 S1A_uc011dst.1_5 NM_015245 NP_056060 Q92625 ANS1A_HUMAN 4 ATAAAACCCCCCC 0.418

- 1 210_212 NM_024807 NP_079083 Q5T2D2 TRML2_HUMAN 2 GGCCACAGCAGCA 0.631

+ 6 926_928 p.C204del|MDFI_uc NM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0 TGCCTCTGCTGCT 0.655

+ 22 2625_2626 jb.3_Frame_Shift_ NM_003318 NP_003309 P33981 TTK_HUMAN p.R838fs*4(3) 11 ACTTTTGAAAAAAA 0.302

- 12 1315 1009_uc003pkk.2_ NM_014895 NP_055710 Q5TB80 QN1_HUMAN 1 TTTGTCAAAAAAA 0.358

+ 6 690 UN1_uc003sjf.2_F NM_001130965 NP_001124437 O94901 SUN1_HUMAN Nuclear. 0 CGCGGCCCCCG 0.557

+ 22 3420 kso.2_Frame_Shift_ NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN onectin type-III 5. 6 CAGGCTATGACGG 0.577

+ 3 425_426 wp.1_Frame_Shift_ NM_032172 NP_115548 Q9H9J4 UBP42_HUMAN 5 TTGTCTTAAGTGG 0.446

- 2 967_968 A11_uc003syy.2_R NM_005523 NP_005514 P31270 HXA11_HUMAN Homeobox. 2 CTGTTAATTTTTTT 0.446

+ 4 952_953 NM_001159279 NP_001152751 2 AGCCGCTCAACA 0.416

+ 4 475 STAG3_uc011kjk.1 NM_012447 NP_036579 Q9UJ98 STAG3_HUMAN 8 AAGCCGCCAAAAG 0.458

- 20 2915 _p.P781fs|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GGTATAGGGGGGG 0.483

- 3 579 ZP6_uc010lmv.2_In NM_145808 NP_665807 Q538Z0 LUZP6_HUMAN 0 GACAGCAGACAG 0.338

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 CCAGCCTTTTTTT 0.498

- 11 2018_2019ds.1_Frame_Shift_ NM_014682 NP_055497 O60284 ST18_HUMAN 5 GATTCGATTTTTT 0.411

- 10 1666_1667p.N420fs|MYBL1_u NM_001080416 NP_001073885 P10243 MYBA_HUMAN atory domain (By similarity) 3 ACAAGTGTTTTTTT 0.406

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

+ 2 604 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 AAGGCTCCCCCGG 0.502

- 10 1506 p.R384fs|NBN_uc0 NM_002485 NP_002476 O60934 NBN_HUMAN r localization signal. 7 CAGACCTTTTTTT 0.338

+ 8 954 _Shift_Del_p.L262f NM_001359 NP_001350 Q16698 DECR_HUMAN 0 TCGCCTGGGGAC 0.413

- 1 150 o.2_5'UTR|RUNX1 NM_175634 NP_783552 Q06455 MTG8_HUMAN 16 GTTCCCTTTTTTC 0.343

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

+ 8 1488_1489 lhs.1_Frame_Shift_ NM_012082 NP_036214 Q8WW38 FOG2_HUMAN 5 AATATTGGGCCTT 0.436

+ 25 3326 3yoy.2_Frame_Sh NM_021110 NP_066933 Q05707 COEA1_HUMAN 12 ATTCCACCAGCAA 0.388

+ 3 610_612 3ysi.2_In_Frame_D NM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. 6 TCTACCAGCAGCA 0.611 rs61752959

- 30 4625 zae.1_Splice_Site_ NM_201380 NP_958782 Q15149 PLEC_HUMAN 9 CTGTACCTCCTCC 0.621

+ 10 3752_3754 .1_In_Frame_Del_ NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 AGAAGAGGAGGA 0.463

+ 4 766_768 Q238del|SMARCA NM_003070 NP_003061 P51531 SMCA2_HUMAN Poly-Gln. 3 gcagcaacagcagcag 0.271 3070757;rs62639301

+ 25 4030 _Shift_Del_p.G1276 NM_020829 NP_065880 Q4ADV7 RIC1_HUMAN 0 GAAGTTGGAAGCA 0.547

- 5 724_726 me_Del_p.152_153 NM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 tgctgctactgctgctgct 0.148

+ 2 218_219 NM_001145249 NP_001138721 P0CG42 F157B_HUMAN Gln-rich. 0 cagcggcggcagcag 0.386

+ 20 2671_2673p.E837del|CNKSR2 NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN ential.|Poly-Glu. 2 gaggaagaggaggag 0.379

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

- 31 7024_7026227EE>E|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. 30 TCAACTCTTCTTC 0.369

+ 24 2831_2833ame_Del_p.P867del|ALG13_uc011mta.1_Intron|ALG13_ Q9NP73 ALG13_HUMAN Pro-rich. 1 caccaccacctcctcctc 0.197 rs13440710

- 25 5169 .A1708fs|ODZ1_uc NM_014253 NP_055068 Q9UKZ4 TEN1_HUMAN cellular (Potential). 23 CTAGTTGCCGTCA 0.438

- 8 1013 mwc.1_Frame_Shi NM_024597 NP_078873 Q8IWC1 MA7D3_HUMAN 4 CACCTGGGGGGG 0.532

+ 6 1104_110604ezx.2_In_Frame_ NM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3 CCTCAAAGAAGAA 0.335

- 1 825 NM_001009615 NP_001009615 Q5MJ10 SPXN2_HUMAN 1 CTCATCATTTTTTT 0.239

+ 2 215 NM_017514 NP_059984 P51805 PLXA3_HUMAN 3 GCCGTGGGGGGG 0.682

- 7 811_812 1_Intron|MST1P9_ NR_002729 NA 0 GGTACGCCGCGG 0.649

+ 23 2276_22781dge.1_In_Frame_ NM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. NA 10 CTCACCTTCTTCT 0.473

- 9 1732_17340ows.1_In_Frame_ NM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. NA 11 TGTTGTGTTGTTG 0.429

- 1 2523 NM_021794 NP_068566 Q9UKF2 ADA30_HUMAN lasmic (Pote NA 3 CGGTTACTTTTTTT 0.358

- 2 2734_2736wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem NA 5 TGTAGCTCCTCCT 0.586 rs143222885



+ 4 1420_1421CC_uc001fqb.2_In NM_005973 NP_005964 Q92733 PRCC_HUMAN NA 27 CCTGGTCCCCCC 0.53

- 15 2113 _Shift_Del_p.V623f NM_001135050 NP_001128522 Q9P2J2 TUTLA_HUMAN III 2.|Extrace NA 5 GGAGTACCCCCCG 0.672

- 4 570_571 tron|NR1I3_uc001 NM_001077480 NP_001070948 Q14994 NR1I3_HUMAN NA 2 TGTGGCGGGTGT 0.564 rs139473535

+ 8 1233_1234 9wxs.2_Frame_Sh NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Pote NA 6 GCCAAAGAGAGA 0.51

- 19 9119 p.K1369fs|ASPM_u NM_018136 NP_060606 Q8IZT6 ASPM_HUMAN IQ 35.|IQ 34 NA 6 CTTTCACTTTACAT 0.313

- 5 1798 AGT_uc009xff.2_F NM_000029 NP_000020 P01019 ANGT_HUMAN NA 0 AAGCTCAAAAAAA 0.562

+ 30 3927 .1_Intron|MYO3A_ NM_017433 NP_059129 Q8NEV4 MYO3A_HUMAN NA 18 GACTCCAAAAAAA 0.403

- 32 4715_4717Del_p.1437_1438P NM_033056 NP_149045 Q96QU1 PCD15_HUMANCytoplasmic NA 13 Tggcggaggcggcggc 0.438 rs12246234

+ 4 743 c010qnb.1_Intron|F NM_000043 NP_000034 P25445 TNR6_HUMAN .|Extracellula NA 2 CCAAACTTTTTTT 0.368

+ 8 1043 NM_000392 NP_000383 Q92887 MRP2_HUMANasmic (By sim NA 1 GGGACCAAAAAAG 0.403

+ 19 2126_2128 .Q620del|PTPRE_ NM_006504 NP_006495 P23469 PTPRE_HUMANphatase 2.|C NA 1 GCAGAAGCAGCA 0.65

+ 2 1024_1053 _uc001ltv.2_In_Fra NR_021489 NA 0 GAGCCACAGCCC 0.657 4;rs36134435;rs61869706

+ 10 1289 pkl.1_Splice_Site_ NM_004398 NP_004389 Q13206 DDX10_HUMAN NA 4 TTGTTTAGGTACA 0.353 rs150843730

+ 16 2803 NM_005188 NP_005179 P22681 CBL_HUMAN on with CD2A NA 149 ATGGCCAAAAACA 0.507

- 3 539_541 NM_006248 NP_006239 NA 0 GGGACTTGTTGTC 0.596

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMAN ical; (Potent NA 22 GCTGTTGCTGCTG 0.557

+ 8 893 pq.2_Frame_Shift_ NM_005269 NP_005260 P08151 GLI1_HUMAN C2H2-type 2 NA 15 CCACTGGGGGG 0.597

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (R NA 0 CCACGAGAAGAAG 0.493

+ 1 123_124 s_p.A30fs|EP400_u NM_015409 NP_056224 Q96L91 EP400_HUMAN NA 12 AGCCGGCCCACC 0.649 rs71453134

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN NA 8 TTGACCACACACA 0.604

- 1 1123 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN NA 1 CCCGTCCCCCCC 0.607

+ 1 568_570 10_uc001whe.2_5' NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN NA 1 GCCACCCTCCTCC 0.67

- 18 1872 0apo.2_Frame_Sh NM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN NA 4 TAGCTCAAAAAAA 0.289

- 2 1567_1569orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN o-rich.|Gln-ri NA 5 AGGgctgcctgctgctg 0.473

- 6 961_963 p.E208del|BEGAIN_ NM_001159531 NP_001153003 Q9BUH8 BEGIN_HUMAN NA 0 CTCGGCCTCCTC 0.724

+ 4 2193_2194 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-Lys. NA 3 AAAGACAAAAAA 0.49

+ 7 2928_2930 10ujg.1_In_Frame_ NM_004727 NP_004718 O60721 NCKX1_HUMAN ic (Potential) NA 0 gaggaagaggaggag 0.281

+ 6 864_865 cts.3_Frame_Shift_ NM_004221 NP_004212 P24001 IL32_HUMAN NA 1 GGGGGACAAGGA 0.574 rs2981599

+ 12 3846_3848me_Del_p.Q812del| NM_006599 NP_006590 O94916 NFAT5_HUMAN Poly-Gln. NA 0 TAATcaacagcagcag 0.389

- 10 10282_102842_In_Frame_Del_p NM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gln. NA 4 acctgtggttgctgctgctg 0.522

- 9 3770 2fnc.1_Frame_Shif NM_013275 NP_037407 Q6UB99 ANR11_HUMAN Lys-rich. NA 6 GTCATCTTTTTTT 0.468

- 10 1079_1081_63EE>E|C17orf85 NM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. NA 1 tcttcctcttcctcctcctcc 0.379

+ 11 2629_263102gix.2_In_Frame_ NM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-ric NA 2 CGCCGTcaccacca 0.369

+ 34 4663_4665 0crt.2_In_Frame_D NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. NA 3 CCCCTAGCAGCAG 0.537

- 2 287 NM_033060 NP_149049 Q9BYQ7 KRA41_HUMAN NA 0 GCTGGGGTGGCA 0.646 49;rs483893;rs2320229;rs79048996;rs2320230

- 7 527 _Del_p.P94fs|ETV4 NM_001986 NP_001977 P43268 ETV4_HUMAN NA 7 TTGTCTGGGGGG 0.577

+ 7 711 10xia.1_Frame_Sh NM_170678 NP_733778 Q9NPI5 NRK2_HUMAN NA 2 CCTGATCCCCCCG 0.587

- 11 1320_1321nfg.1_Frame_Shift_ NM_033417 NP_219485 Q9BT25 HAUS8_HUMAN NA 0 TGAACGAGAGAG 0.495

- 2 134 Splice_Site|ZNF43 NM_003423 NP_003414 P17038 ZNF43_HUMAN NA 2 GTCCCTAAAAAA 0.386

- 7 4346_4348Del_p.1220_1221E NM_181882 NP_870998 Q9BXM0 PRAX_HUMAN Poly-Glu. NA 2 TGCcctcttcctcctcct 0.606

+ 11 1043_1044 V1C2_uc002rat.2_ NM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN NA 1 CCGACAGAGAGA 0.604

+ 12 2379 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMAN lasmic (Pote NA 8 CCAGCACCCCCC 0.527

+ 12 1452_1453_p.V341fs|DCAF17_ NM_025000 NP_079276 Q5H9S7 DCA17_HUMAN NA 0 GGGTGGTAAAAAA 0.371

- 1 139 c002uml.2_RNA|F NM_181342 NP_851939 Q9Y680 FKBP7_HUMAN NA 0 GCATGGTTTTTGG 0.522

- 56 13909 TN_uc010zfj.1_Intro NM_133378 NP_596869 Q8WZ42 TITIN_HUMAN NA 153 GCATCATTTTTGG 0.408

- 29 3477_34782vul.2_Frame_Shift NM_018218 NP_060688 Q9NVE5 UBP40_HUMAN NA 3 AATCTTGTTTTTTT 0.317

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN type II mem NA 0 GGTCATCCTCCTC 0.631



+ 7 739 PL2_uc011aah.1_F NM_144498 NP_653081 Q9H1P3 OSBL2_HUMAN NA 2 TCACCACCCCCCC 0.463 rs79735057

+ 4 1162 0gma.2_Frame_S NM_005534 NP_005525 P38484 INGR2_HUMAN tential).|Fibro NA 0 ACGGCCTTTTTTT 0.458

- 22 3016_3018 aph.1_In_Frame_D NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. NA 11 CAGCGCTCCTCC 0.665

- 7 1050_1052 gye.1_In_Frame_D NM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. NA 5 TGTGGTGCTGCTG 0.66

+ 2 372_374 1_Intron|LOC33967 NM_004599 NP_004590 Q12772 SRBP2_HUMANch.|Cytoplasm NA 4 agcagtggcagcagcag 0.365

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMAN Potential).|He NA 0 ctgctggcgctgctgctgc 0.562

- 19 1979 kw.2_Frame_Shift_ NM_017886 NP_060356 Q96C45 ULK4_HUMAN NA 0 GGGTTCTTTTTTT 0.448

+ 14 1647 dgm.2_Frame_Shif NM_006254 NP_006245 Q05655 KPCD_HUMANProtein kinase NA 9 TCAACGGGGGG 0.602

- 5 499 DPPA4_uc011bhp.1 NM_018189 NP_060659 Q7L190 DPPA4_HUMAN NA 1 CCTTTAATTTTTTT 0.413

+ 7 796 KTELC1_uc011bja. NM_152305 NP_689518 Q8NBL1 PGLT1_HUMAN NA 0 TACACCAAAAACC 0.408

+ 4 1562 NM_139209 NP_631948 Q8WTQ7 GRK7_HUMAN kinase C-ter NA 5 GGTTCGGGGGG 0.463

+ 29 4276_4278a.1_Intron|P2RY12 NM_053002 NP_443728 Q86YW9 MD12L_HUMAN NA 7 ATGGTTGGTGGCC 0.527

+ 1 59_61 0icw.2_In_Frame_ NM_001528 NP_001519 Q04756 HGFA_HUMAN NA 2 CCCCTTCCTCCTC 0.729

- 3 304 G78fs|ADH1A_uc0 NM_000667 NP_000658 P07327 ADH1A_HUMAN NA 2 CCTTCTCCAACAC 0.473

- 3 299 0ilr.2_Frame_Shift NM_020395 NP_065128 Q96CB8 INT12_HUMAN NA 0 GCTTTCAAAAAAA 0.383

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMAN Name=3; (Po NA 1 TTGAATATTTTTTT 0.393

- 1 1220 NM_152402 NP_689615 Q8N609 TR1L1_HUMAN lasmic (Pote NA 1 CTGTTCTTTTTTTA 0.383

- 2 1076_1078 me_Del_p.P343de NM_178835 NP_849157 Q17R98 ZN827_HUMAN Pro-rich. NA 0 AGGGATTgtggtggt 0.35

+ 6 626_627 NM_004477 NP_004468 Q14331 FRG1_HUMAN NA 0 TAGGGGAAAATG 0.351

- 7 919 AH5_uc003jfe.1_R NM_001369 NP_001360 Q8TE73 DYH5_HUMAN .|Stem (By s NA 31 AGAGTCTTTTTTT 0.517

+ 1 453_455 cyu.1_In_Frame_D NM_001964 NP_001955 P18146 EGR1_HUMAN Gly/Ser-rich NA 1 gcagcaacagcagcag 0.394

+ 26 4712 h.1_Frame_Shift_D NM_020690 NP_065741 Q8IWZ2 Q8IWZ2_HUMAN NA 6 TTTGGGAAAAAAA 0.423

+ 11 2401 _p.G581fs|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN NA 4 ACCCAGGGGGG 0.547

- 1 506_508 c003mnq.2_5'Flan NM_032765 NP_116154 Q96A61 TRI52_HUMAN Glu-rich. NA 0 GCTtcctcgtcctcctcct 0.404 rs146030758

- 1 523_524 NM_052967 NP_443199 P35410 MAS1L_HUMAN lasmic (Pote NA 9 AGAGGACACACA 0.495

+ 9 1106_1107vc.3_Frame_Shift_ NM_080686 NP_542417 P48634 PRC2A_HUMAN 57 AA type A NA 0 TGTGGCGGGCCC 0.495 rs147717718

+ 3 406_408 p.Q71del|RUNX2_ NM_001024630 NP_001019801 Q13950 RUNX2_HUMAN Poly-Gln. NA 3 gcagcaacagcagcag 0.276

+ 15 2788 _p.K847fs|GRIK2_u NM_021956 NP_068775 Q13002 GRIK2_HUMAN lasmic (Pote NA 5 AAATCCAAAAAAA 0.348

+ 2 688 NM_198570 NP_940972 Q2TAL6 VWC2_HUMAN NA 0 CCGGGCCAGGA 0.716

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN NA 0 AATAACATTTTTTT 0.398

- 9 2023_2025 NM_022574 NP_072096 O75420 PERQ1_HUMAN Poly-Glu. NA 2 AAGGTTCCTCCTC 0.675 rs142340746

+ 8 1077_1079uxa.2_In_Frame_D NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. NA 2 GAGCAGGAGGAG 0.596

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Pote NA 1 GAACAATTTTTTT 0.383

+ 1 _Intron|uc010loj.1_Intron|uc003wad.2_Intron|uc003wag.1_Intron|TRY6_uc011ksn.1_Intron|uc003wan.1_Intron|uc0 NA 0 GCTGGCGAGTTT 0.535

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. NA 34 CCAGCCTTTTTTT 0.498

+ 3 780_781 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN NA 2 CAGTCCAAAAAA 0.49

+ 5 332 _Intron|ARHGAP6 NM_001142 NP_001133 Q99217 AMELX_HUMAN NA 0 AGTGGTGCCAGCT 0.617

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN NA 3 GCGTTCTCCTCCT 0.591

+ 12 1981 n|TAF1_uc004dzt.3 NM_138923 NP_620278 P21675 TAF1_HUMAN NA 17 CACATCAAAAAAA 0.313

- 15 4609_4611422EE>E|ATRX_uc NM_000489 NP_000480 P46100 ATRX_HUMAN Poly-Glu. NA 30 tcctcctcttcctcctcctc 0.212

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN NA 10 CCTTTGCCCCCC 0.545

- 14 2723 _p.A823fs|IGSF1_u NM_001555 NP_001546 Q8N6C5 IGSF1_HUMAN Potential).|Ig- NA 5 CACTGGCCCCCG 0.488

- 3 645 exp.1_Frame_Shift NM_021796 NP_068568 Q9HBJ0 PLAC1_HUMAN NA 1 GGGACTTTTGGG 0.527

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN NA 2 CTCATCATTTTTTT 0.239

+ 3 1864_1866 Q581del|MAMLD1 NM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. NA 0 Tgcagctgcagcagca 0.488

- 8 877_879 NM_001561 NP_001552 Q07011 TNR9_HUMAN ential).|Intera p.E250G(1) 4 TCCTCCTTCTTCT 0.379

+ 10 1424 vni.2_Splice_Site_ NM_014874 NP_055689 O95140 MFN2_HUMAN 1 CTCCTAGGGGGC 0.48



+ 11 10149 bp.1_Frame_Shift_ NM_015001 NP_055816 Q96T58 MINT_HUMAN Pro-rich. 15 CTACCACCCCCCG 0.627

- 6 632 1ble.3_Frame_Shif NM_000437 NP_000428 Q99487 PAFA2_HUMAN 2 TCTTCTGGGGCCT 0.498

+ 14 1261 _p.I350fs|RPS6KA1 NM_002953 NP_002944 Q15418 KS6A1_HUMAN kinase C-terminal. 1 AGGCATCCCCCCC 0.672

+ 20 6238_6239l_p.L801fs|ARID1A NM_006015 NP_006006 O14497 ARI1A_HUMAN 142 ATCCTAGAGGAC 0.535

- 9 1564_1565 vup.2_Frame_Shif NM_007167 NP_009098 O95789 ZMYM6_HUMAN 3 CCTTGTAAAAAAG 0.351

+ 6 520_521 _RNA|ST3GAL3_u NM_006279 NP_006270 Q11203 SIAT6_HUMANmenal (Potential). 3 CCTTTCGCAAGT 0.515

+ 13 1543_1544ATA1_uc001djy.1_R NM_001081472 NP_001074941 1 GCACAGAAAAAA 0.228

+ 4 327_329 326_uc009wda.1_ NM_182976 NP_892021 Q5BKZ1 ZN326_HUMAN al activation (By similarity).|G 1 CACAGTGGTGGT 0.409

+ 6 1737 _p.S374fs|PRPF38 NM_018061 NP_060531 Q5VTL8 PR38B_HUMAN 0 AAAATCAAAAAAA 0.343

+ 21 3910 m.1_3'UTR|MAGI3_ NM_001142782 NP_001136254 Q5TCQ9 MAGI3_HUMAN 6 TCCTCTAAAAAAT 0.453

- 9 1732_17340ows.1_In_Frame_ NM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11 TGTTGTGTTGTTG 0.429

- 5 848_849 ehg.2_Frame_Shif NM_017686 NP_060156 Q9NXN4 GDAP2_HUMAN Macro. 2 GTGCTATGTGTGT 0.292

+ 8 2280 ozr.1_Frame_Shift_ NM_004326 NP_004317 O00512 BCL9_HUMAN ly-Pro.|Pro-rich. 6 CGAGGACCCCCC 0.582

- 2 4365_4366e.1_In_Frame_Ins_ NM_007113 NP_009044 Q07283 TRHY_HUMAN proximate tandem repeats. 5 CTGGCGCAGCTG 0.559

- 2 1035_1036ne.1_In_Frame_Ins NM_007113 NP_009044 Q07283 TRHY_HUMANR-E-Q-E-E- E-R-R-E-Q-Q-L. 5 gctcgcgcctctcctcctg 0

+ 4 1420_1421CC_uc001fqb.2_In NM_005973 NP_005964 Q92733 PRCC_HUMAN 27 CCTGGTCCCCCC 0.53

+ 8 1233_1234 9wxs.2_Frame_Sh NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GCCAAAGAGAGA 0.51

+ 9 1102_1103gqh.2_Frame_Shift NM_173156 NP_775179 Q92540 SMG7_HUMAN 3 AGCTATGTTGGAC 0.391

- 15 1913 DEM3_uc010pom.1 NM_025191 NP_079467 Q9BZQ6 EDEM3_HUMAN 1 ACCACATTTTTCA 0.363

+ 7 1256_1258me_Del_p.E310del NM_005807 NP_005798 Q92954 PRG4_HUMAN eats of K-X-P-X-P-T-T-X.|8. 1 CACCAAGGAGCCT 0.65 rs139084037

+ 7 1327_1328_Ins_p.333_334ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|11; approx 1 CCACCAAGTCTG 0.658

+ 7 1633_1634_Ins_p.435_436ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|24; appro 1 CCACCAAGTCTG 0.639

- 2 850 1hha.3_Frame_Sh NM_025179 NP_079455 O75051 PLXA2_HUMAN 3 GCTGCTGGGGGG 0.652

+ 18 2704 pub.1_Frame_Shift NM_016121 NP_057205 Q9Y597 KCTD3_HUMAN 3 CGGCATAAAAAAA 0.418

- 61 12429 NM_206933 NP_996816 O75445 USH2A_HUMAN II 25.|Extracellular (Potentia 26 CACGGTAGGGCT 0.423

+ 4 474 hpl.2_Frame_Shift NM_001136018 NP_001129490 P07099 HYEP_HUMAN 4 GTGAAGCCCCCC 0.627

+ 4 883 .1_Intron|ZNF678_ NM_178549 NP_848644 F5GXA7 F5GXA7_HUMAN 1 GAGAAACCCTACA 0.363

- 8 852_853 _p.Q174fs|RGS7_u NM_002924 NP_002915 P49802 RGS7_HUMAN 7 ACTTTGCTTGTGC 0.441

- 1 679 N3_uc001hzb.2_In NM_001821 NP_001812 P26374 RAE2_HUMAN 6 TCCTCTACATCAG 0.358

- 1 1608 KG1_uc001jjn.2_In NM_015235 NP_056050 Q9H0L4 CSTFT_HUMANepeats of G-[AT]-G-[MI]- Q.| 1 tgtatgcctgctccctgca 0.214

- 22 4568_4569 .S605fs|USP54_uc NM_152586 NP_689799 Q70EL1 UBP54_HUMAN 6 CCCTTGGGAAGT 0.52

- 5 914 Splice_Site_p.Q187 NM_000770 NP_000761 P10632 CP2C8_HUMAN 0 TATCTTACCTGCT 0.368

- 9 1499_1501 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2 TGCACCAGCAGCA 0.626

+ 10 2005 NM_007183 NP_009114 Q9Y446 PKP3_HUMAN 1 TGGGCGGGGGT 0.682

+ 2 1024_1053 _uc001ltv.2_In_Fra NR_021489 0 GAGCCACAGCCC 0.657 4;rs36134435;rs61869706

- 1 194 NM_001005160 NP_001005160 Q9H2C5 O52A5_HUMAN Name=2; (Potential). 4 ATGGCCAAAAAAA 0.383

- 5 1326 p.V323fs|FAM160A NM_001098794 NP_001092264 Q8N612 F16A2_HUMAN 2 AATCAACCAACTG 0.542

- 4 465 9yii.2_Splice_Site_p NM_018362 NP_060832 Q9NUP9 LIN7C_HUMAN 0 TCCTTACCACTCC 0.404

- 6 1027 _p.P341fs|CPSF7_ NM_001136040 NP_001129512 Q8N684 CPSF7_HUMAN Pro-rich. 1 TTTGGTGGGGGG 0.557

+ 5 419 nyx.2_Frame_Shift NM_003377 NP_003368 P49765 VEGFB_HUMAN 0 AGACCTAAAAAAA 0.388

+ 15 1523 _p.L384fs|TPCN2_ NM_139075 NP_620714 Q8NHX9 TPC2_HUMAN =S2 of repeat II; (Potential). 0 CATCCTGGGGGTA 0.637

+ 1 521 1_Intron|PIWIL4_u NM_002033 NP_002024 P22083 FUT4_HUMAN lasmic (Potential). 1 CATTCTGGGACCG 0.741

- 5 674_675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0 CAAGTGGTGCCT 0.416 192524;rs33924686

+ 3 358 uc001qmv.2_5'UTR NM_001130862 NP_001124334 Q96B01 R51A1_HUMAN 0 ACCCCTAAAAAAA 0.348 rs34810644

+ 5 2042_2043qrx.1_Frame_Shift_ NM_001007026 NP_001007027 P54259 ATN1_HUMAN 6 TTTCCCACCGGT 0.619

- 1 33 NM_023921 NP_076410 Q9NYW0 T2R10_HUMAN Name=1; (Potential). 0 TACAACAAAAATG 0.378

- 3 441_442 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS] 0 TTTCCTGGAGGT 0.604



- 3 258_259 _74P>PP|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TTTCCTGGAGGT 0.619

- 3 502_503 NM_006248 NP_006239 0 TTTCCTGGAGGT 0.594

- 3 257_259 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.601

- 6 542 _Shift_Del_p.A150f NM_004447 NP_004438 Q12929 EPS8_HUMAN 4 CCAGTGCAAGAAC 0.388

+ 4 669 |FAR2_uc009zjm.2 NM_018099 NP_060569 Q96K12 FACR2_HUMAN 0 GGAGCCAAAAAAA 0.388

+ 31 4582_4583_p.F325fs|LRRK2_ NM_198578 NP_940980 Q5S007 LRRK2_HUMAN Roc. 24 CACTTTGTGAATG 0.441

+ 10 1054_1055me_Shift_Del_p.V32 NM_006431 NP_006422 P78371 TCPB_HUMAN 3 GGTGTGGAACGC 0.351

+ 8 1314 TC3_uc009zsm.2_R NM_181783 NP_861448 Q6ZXV5 TMTC3_HUMAN ical; (Potential). 1 CGAACCTTTTTTT 0.303

+ 16 1595_1596p.H504fs|KIAA103 NM_015275 NP_056090 Q2M389 WAHS7_HUMAN 2 TTTCACATATAACA 0.332

- 3 263 NM_005719 NP_005710 O15145 ARPC3_HUMAN 1 TCATAGTTTTTGA 0.244

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTGACCACACACA 0.604

- 2 595_596 TRPC4_uc010abw.2 NM_016179 NP_057263 Q9UBN4 TRPC4_HUMANal).|Multimerization domain 6 CACTAGGTTTTTTG 0.297

+ 9 2007 _p.K603fs|CKAP2_ NM_001098525 NP_001091995 Q8WWK9 CKAP2_HUMAN 2 AGTGTGAAAAAAA 0.318

+ 20 3706_3707p.A881fs|LMO7_uc NM_015842 NP_056667 Q8WWI1 LMO7_HUMAN 5 GAGGCAGAGAGA 0.386

- 58 9857_98580aev.2_Frame_Shif NM_015057 NP_055872 O75592 MYCB2_HUMAN 14 AAGTGCTTCCTC 0.465

- 1 825 RP1_uc001vni.2_In NM_178861 NP_849192 Q8IZP6 R113B_HUMAN RING-type. 3 ACTGGGTTTTGGA 0.567

- 1 1123 NM_001080396 NP_001073865 B1AL88 F155A_HUMAN 1 CCCGTCCCCCCC 0.607

+ 1 96_97 NM_172194 NP_751944 Q8NH05 OR4Q3_HUMAN Name=1; (Potential). 3 ATTTTTGTTTTTTT 0.381

+ 1 568_570 10_uc001whe.2_5' NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1 GCCACCCTCCTCC 0.67

- 2 421_422 n.1_Frame_Shift_In NM_017917 NP_060387 Q969Q6 P2R3C_HUMAN 1 TGTTCACTTTTTTT 0.262

- 8 1800 xmk.2_Frame_Shif NM_033141 NP_149132 P80192 M3K9_HUMAN 5 CCCTGGCCCCCA 0.493

+ 13 3597 te_p.S940_splice|P NM_014982 NP_055797 Q96RV3 PCX1_HUMAN 1 ATTTTTAGAGTGTT 0.312 rs79889635

+ 12 1357_13580tts.1_Frame_Shift NM_015604 NP_056419 Q8WV16 DCAF4_HUMAN WD 1. 3 GATCCTCCAAGAT 0.545 rs148311071

+ 1 707 1_5'Flank|TMED8_ NM_001010860 NP_001010860 Q9P1V8 SAM15_HUMAN 0 AGATGACCAAACC 0.478

- 5 633_635 o.3_In_Frame_Del_ NM_005065 NP_005056 Q9UBV2 SE1L1_HUMAN action with ERLEC1, OS9 a 1 CAGCCTCTTCTTC 0.345

- 1 115_116 NM_001080490 NP_001073959 Q3MJ16 PA24E_HUMAN 0 CACTGGCCCCCC 0.594 746726;rs72237204

- 2 1779 ron|ZFP106_uc010 NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 CAGGGGAAAAAA 0.393

+ 12 1375_1377 NM_007347 NP_031373 Q9UPM8 AP4E1_HUMAN 0 TTATTCAGACAAT 0.365

+ 4 1018 NM_015554 NP_056369 O94923 GLCE_HUMANmenal (Potential). 2 GCTGATAAGTCTA 0.403

+ 9 2591 _p.Q769fs|PML_uc NM_033238 NP_150241 P29590 PML_HUMAN 5 CGGCAGGGGGG 0.647

- 3 247_248 RG4_uc010bkn.2_R NM_138573 NP_612640 Q8WWG1 NRG4_HUMAN ar (Potential).|EGF-like. 0 ACAAAGCCCCCC 0.381

+ 5 1049 HD1_uc010ble.2_I NM_001013619 NP_001013641 A2RU49 AGPD1_HUMAN 0 CAGTCGTTTTTGT 0.458

+ 6 864_865 cts.3_Frame_Shift_ NM_004221 NP_004212 P24001 IL32_HUMAN 1 GGGGGACAAGGA 0.574 rs2981599

- 3 512 1_5'Flank|ATP6V0D NM_001138 NP_001129 O00253 AGRP_HUMAN 0 ACCTCTGCCAAGG 0.607

- 10 10282_102842_In_Frame_Del_p NM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gln. 4 acctgtggttgctgctgctg 0.522

- 14 2504 _p.F283fs|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. p.A696fs*18(2) 18 CATTGCAAAAAAA 0.403

+ 2 617 NM_001406 NP_001397 Q15768 EFNB3_HUMANcellular (Potential). 1 TCCTCTCCTAATT 0.627

- 36 5385 NM_003802 NP_003793 Q9UKX3 MYH13_HUMAN 6 GAGCTCACATCC 0.436 rs112383245

+ 34 4663_4665 0crt.2_In_Frame_D NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3 CCCCTAGCAGCAG 0.537

- 2 287 NM_033060 NP_149049 Q9BYQ7 KRA41_HUMAN 0 GCTGGGGTGGCA 0.646 49;rs483893;rs2320229;rs79048996;rs2320230

- 2 522_524 HDC_uc002hze.3_I NM_032484 NP_115873 Q8N2G8 GHDC_HUMAN 0 AATGTTGgcagcagc 0.502

- 2 973 _Shift_Del_p.G170f NM_001145365 NP_001138837 Q9Y2D9 ZN652_HUMAN Glu-rich. 1 TTCTCTCCATAGT 0.473

+ 4 505_507 10wsa.1_In_Frame NM_014738 NP_055553 Q12767 K0195_HUMAN ical; (Potential). 1 GGCCGTGCTGCTG 0.675

- 4 1782 NM_052947 NP_443179 Q86TB3 ALPK2_HUMAN 14 AAGTCCTTTCCCC 0.522

+ 3 617 SG_uc010drr.2_Fra NM_001728 NP_001719 P35613 BASI_HUMAN Potential).|Ig-like C2-type. 0 CTGAAGGGGGG 0.617

+ 6 896 e_Shift_Del_p.D19 NM_012218 NP_036350 Q12906 ILF3_HUMAN DZF. 3 CAACGACCCCCCG 0.502

+ 3 316 os.1_RNA|ZNF90_u NM_007138 NP_009069 Q03938 ZNF90_HUMAN KRAB. 2 GCAAGGAAAAAAA 0.393



+ 6 1442_1443 714_uc010ecp.1_F NM_182515 NP_872321 Q96N38 ZN714_HUMAN C2H2-type 9. 0 ATAAGATGATTCAT 0.356

+ 5 839_840 NM_018025 NP_060495 Q9BRR8 GPTC1_HUMAN G-patch. 1 CGAGTAAAGAGA 0.361

- 5 1009_1020c002nzv.2_5'Flank NM_033317 NP_201574 Q6E0U4 DMKN_HUMAN Gly-rich. S274_S290del( 3 gccgccactgctgctgcc 0.241 522263;rs140071083;rs138902616;rs113540509

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1 TCCATCTCCTCCT 0.631

+ 17 1944_1945oiu.2_Frame_Shift_ NM_000540 NP_000531 P21817 RYR1_HUMAN smic.|B30.2/SPRY 1. 12 CTCCCTGTGTGT 0.53

+ 7 1250 2oxp.3_Frame_Shif NM_181845 NP_862828 Q8N7M2 ZN283_HUMAN C2H2-type 5. 0 AAGGCCTTTTTTT 0.408

- 4 318_319 e_Shift_Del_p.S66 NM_000234 NP_000225 P18858 DNLI1_HUMAN 3 CCCTTCGCTGCC 0.584 rs149883221

+ 3 612 RT_uc002pof.1_5'U NM_001136019 NP_001129491 P55899 FCGRN_HUMAN ar (Potential).|Alpha-1. 1 TGCCCCGGGGAC 0.652 rs11551281

+ 3 238 808_uc002pzq.2_RNM_001039886 NP_001034975 Q8N4W9 ZN808_HUMAN 0 CTTCCTCAGGTGA 0.378

+ 11 1043_1044 V1C2_uc002rat.2_ NM_001039362 NP_001034451 Q8NEY4 VATC2_HUMAN 1 CCGACAGAGAGA 0.604

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 TGTCTTCCTCCTC 0.542

+ 12 2379 NM_003048 NP_003039 Q9UBY0 SL9A2_HUMAN lasmic (Potential). 8 CCAGCACCCCCC 0.527

+ 21 2570 GKD_uc010fyh.1_F NM_152879 NP_690618 Q16760 DGKD_HUMAN 5 ACTTCTGGGGGG 0.582

+ 8 1134 gal.1_Frame_Shift_ NM_198994 NP_945345 O95932 TGM3L_HUMAN 4 ATGCCACCCCCCA 0.582

+ 9 1585 wil.2_Frame_Shift_ NM_139321 NP_647537 O75882 ATRN_HUMAN ar (Potential).|Kelch 3. 2 GTGCAAGGGGGTT 0.502

+ 30 4617 GAPB_uc002xiy.1_ NM_020336 NP_065069 Q86X10 RLGPB_HUMAN 2 TACAGTCCCCCCC 0.428

+ 1 368_369 xjf.2_In_Frame_Ins NM_030919 NP_112181 Q9H4H8 FA83D_HUMAN 3 GGAGGGCgcggcg 0.619

- 7 859_860 NM_020820 NP_065871 Q8TCU6 PREX1_HUMAN PH. 6 GATCTTTAACAAAG 0.545

- 2 2489_2490 xus.1_Frame_Shif NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 GCTTTTGGGGGG 0.545

- 12 2865_2866 NM_003185 NP_003176 O00268 TAF4_HUMAN 3 TCCTCTGCTTTTC 0.525 rs138584893

+ 4 334 l_p.T11fs|KCNJ15_ NM_002243 NP_002234 Q99712 IRK15_HUMANasmic (By similarity). 6 CCAGCACCCCCCT 0.522

- 42 7065 0goc.1_Frame_Shif NM_018963 NP_061836 Q9NSI6 BRWD1_HUMAN 4 CCCCTTAAAAAAA 0.323

+ 5 602 .S140fs|DIP2A_uc NM_015151 NP_055966 Q14689 DIP2A_HUMAN 2 CTGCCTCAGAAGA 0.592

+ 2 884 RKL_uc002ztg.1_R NM_005207 NP_005198 P46109 CRKL_HUMAN SH3 1. 0 TAACCTGGAATAT 0.433

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 ACCTGGGcatcatca 0.261

+ 8 1121_1122d.3_RNA|NF2_uc00 NM_000268 NP_000259 P35240 MERL_HUMAN FERM. 6_E270del(1)|p 728 CAGAATAAAAAGG 0.48

- 27 3737_3738 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 GATGTTCACCTCC 0.614

- 22 3016_3018 aph.1_In_Frame_D NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CAGCGCTCCTCC 0.665

+ 3 268 3L_uc011ann.1_Fr NM_016091 NP_057175 Q9Y262 EIF3L_HUMAN 1 TTCCACAAAACTG 0.443

+ 2 378_380 NM_033318 NP_201575 Q9H4I9 CV032_HUMAN Asp/Glu-rich. 1 CAGAGGATGATGA 0.478 rs141840500

- 1 871_873 p.S246del|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. 5 AAGGGAaggaggag 0.438

- 7 1008_1009 3_uc011apq.1_Fra NM_032311 NP_115687 Q9BY77 PDIP3_HUMAN RRM. 0 GGCCCCACACAC 0.559

+ 4 644_646 0hce.1_5'Flank|BHL NM_003670 NP_003661 O14503 BHE40_HUMAN 1 TTGATCAGCAGCA 0.438 rs147291233

+ 16 2116 NM_014296 NP_055111 Q9Y6W3 CAN7_HUMAN Domain III. 1 GATGGGAAAAAAG 0.289

- 16 3037_3039 C2_uc003dhq.1_R NM_015576 NP_056391 O15083 ERC2_HUMAN Poly-His. 2 ggtggtgatggtggtggtg 0.389

- 16 4234_4236 eed.2_In_Frame_D NM_199420 NP_955452 O75417 DPOLQ_HUMAN 11 CACTCCTTCTGAA 0.448

+ 6 1298 me_Shift_Del_p.I1 NM_017554 NP_060024 Q460N5 PAR14_HUMAN 6 CACCATAAAAAAT 0.398

- 3 790_791 Shift_Del_p.S205fs NM_003925 NP_003916 O95243 MBD4_HUMAN 2 AAGTTAGAGAGT 0.416

+ 11 1582_1583 l_p.L332fs|CEP63_ NM_025180 NP_079456 Q96MT8 CEP63_HUMAN Potential. 1 AGAACTGAAGAG 0.351

+ 29 4276_4278a.1_Intron|P2RY12 NM_053002 NP_443728 Q86YW9 MD12L_HUMAN 7 ATGGTTGGTGGCC 0.527

+ 2 800 fgv.2_Frame_Shift_ NM_005414 NP_005405 P12757 SKIL_HUMAN 3 CCAGCGAAAAAA 0.438

- 2 5329 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 TGCTGAGGAAGTG 0.567

+ 1 3006_3007 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.465

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 0 CACACATGCCCA 0.644 rs144787346

+ 1 3344_3345 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACGT 0.693

+ 1 4053_4054 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACAC 0.658

+ 17 3256_32570ifd.2_Frame_Shift NM_015173 NP_055988 Q86TI0 TBCD1_HUMANRab-GAP TBC. 1 GTTCCTCACCATG 0.535



- 5 391 het.3_Frame_Shift_ NM_001891 NP_001882 P05814 CASB_HUMAN 0 AGGGTCAAAAAAG 0.473

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

- 3 2265 ML3_uc011chd.1_In NM_018717 NP_061187 Q96JK9 MAML3_HUMAN 1 Gtgctgttgctgctgctgct 0.263

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0 GAGTGTGATGATG 0.562

+ 4 1030_1031 NM_002439 NP_002430 P20585 MSH3_HUMAN action with EXO1. 4 TTCTTTGGGGAA 0.347

+ 15 2297_2299GRF2_uc011ctn.1_ NM_006909 NP_008840 O14827 RGRF2_HUMAN 12 CAGTCCCACCACC 0.562

+ 21 2611_2613R36_uc010jbu.2_In NM_139281 NP_644810 Q8NI36 WDR36_HUMAN 2 AACTTGAAGAAGG 0.251

+ 6 912_914 ame_Del_p.G153d NM_001903 NP_001894 P35221 CTNA1_HUMAN 11 GGGTGGAGGAG 0.512

+ 6 1328 _p.A223fs|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 CCGTGGCCCCCC 0.642

+ 4 629_630 NM_145049 NP_659486 Q8WVY7 UBCP1_HUMAN 1 TGATATTGAAGATG 0.312

+ 5 996 NM_003862 NP_003853 O76093 FGF18_HUMAN 0 GGGCTTCACCAAG 0.607

+ 5 1860 mfs.1_Frame_Shift_ NM_022455 NP_071900 Q96L73 NSD1_HUMAN 3 CTGTGGAAAAAAC 0.423

- 4 1510_1512_Frame_Del_p.E36 NM_178012 NP_821080 Q9BVA1 TBB2B_HUMAN 1 CTCGCCCTCCTCC 0.65

- 14 1681_1682ame_Shift_Del_p.E NM_001144769 NP_001138241 Q03001 DYST_HUMAN 14 GGGCCTTCTCTCT 0.441

- 2 894 NM_002031 NP_002022 P42685 FRK_HUMAN SH2. 6 TTCTCCTTTTTGG 0.398

- 2 894 PRH_uc003qlg.1_5 NM_001042683 NP_001036148 Q149N8 SHPRH_HUMAN p.E166fs*7(1) 3 CGGTTCTTTTTTT 0.363

+ 26 3025_3026ame_Shift_Ins_p.D NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCTGACAAAAAA 0.48

- 12 1527_15281egw.1_5'Flank|WD NM_018288 NP_060758 Q8WUB8 PHF10_HUMAN 1 GGTGTTGGGGGG 0.391

+ 2 1295 rame_Shift_Del_p. NM_001098201 NP_001091671 Q99527 GPER_HUMAN cellular (Potential). 1 TGCCCACCCCCTC 0.627

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

- 4 706 _p.F63fs|TRA2A_u NM_013293 NP_037425 Q13595 TRA2A_HUMAN RRM. 1 ATACACAAAAGCA 0.368

+ 3 342 _uc011kby.1_Intron NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 GGGACATTTTTTT 0.577

+ 4 952_953 NM_001159279 NP_001152751 2 AGCCGCTCAACA 0.416

+ 4 1034_1036 NM_001159279 NP_001152751 2 GCCGCTCTTCAAC 0.419

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 AATAACATTTTTTT 0.398

- 21 3334 ey.2_Frame_Shift_D NM_000466 NP_000457 O43933 PEX1_HUMAN 2 ACAGACTTAGGTC 0.373

+ 72 11555_11556AP_uc003upr.2_Fra NM_003496 NP_003487 Q9Y4A5 TRRAP_HUMAN PI3K/PI4K. 37 TGGCACAAAAAA 0.55

- 2 390_392 1kiw.1_In_Frame_D NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 AAACTCTCCTCCT 0.606

- 13 2332 ir-25|MI0000082_5 NM_005916 NP_005907 P33993 MCM7_HUMAN action with ATRIP. 0 GGATAGCCAGCAG 0.547

+ 1 924_926 u.1_5'Flank|ZCWPW NM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN 1 ACCACCAGCAGCA 0.65

+ 4 467 NM_001283 NP_001274 P61966 AP1S1_HUMAN 0 TTTGATGGGGGGG 0.562

+ 5 743 _p.E17fs|CBLL1_u NM_024814 NP_079090 Q75N03 HAKAI_HUMAN RING-type. 5 TACATGAAAAAAA 0.269

- 4 1558_1559 NM_033427 NP_219499 Q8WZ74 CTTB2_HUMAN Pro-rich. 5 AGTATTCCGAGCTA 0.535

+ 4 1161 CHRM2_uc003vtm NM_001006630 NP_001006631 P08172 ACM2_HUMANellular (By similarity). 5 ATTCAGTTTTTTT 0.498

- 10 1269 NM_004333 NP_004324 P15056 BRAF_HUMAN 18290 AGGCAGGGGGG 0.428

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

- 9 2677_26793wwl.1_In_Frame_D NM_182643 NP_872584 Q96QB1 RHG07_HUMAN Poly-Ser. 7 GACTGGCTGCTGC 0.621 rs137989738

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 CCAGCCTTTTTTT 0.498

- 4 555_556 3xyp.2_Frame_Shif NM_016027 NP_057111 Q53H82 LACB2_HUMAN 1 CCTCTTCTAAGAG 0.371

- 2 284 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0 GAGACATTTTTTT 0.423

- 5 730_731 NM_018710 NP_061180 Q8N4L2 TM55A_HUMAN 0 GAGTGTTGAACCT 0.317

+ 12 1711 p.K510fs|ESRP1_u NM_017697 NP_060167 Q6NXG1 ESRP1_HUMAN RRM 3. 4 TGTCATAAAAAAA 0.438

- 38 5023 ks.1_Frame_Shift_ NM_015902 NP_056986 O95071 UBR5_HUMAN 28 AATCATCTTCAGA 0.353

- 56 8985 ynt.2_Frame_Shift NM_198123 NP_937756 Q7Z407 CSMD3_HUMANar (Potential).|Sushi 20. 63 TCTTTTAGAATTG 0.303

+ 3 780_781 NM_014943 NP_055758 Q9Y6X8 ZHX2_HUMAN 2 CAGTCCAAAAAA 0.49

- 13 1698 D2_uc003yqi.3_RN NM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2 TTCGTCAAAAAAA 0.413

+ 14 2027 uc003yqx.1_Intron NM_001039112 NP_001034201 Q2WGJ9 FR1L6_HUMAN 11 TCCTGGTAGGTGA 0.488



- 32 9448_9450 zae.1_In_Frame_D NM_201380 NP_958782 Q15149 PLEC_HUMAN Globular 2. 9 GATCTTGATGATC 0.616

- 10 1683 mc.3_Frame_Shift_ NM_006521 NP_006512 P19532 TFE3_HUMAN 197 GCAGGTCCCCCC 0.647

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

+ 1 595 NM_015686 NP_056501 O75949 F155B_HUMAN 2 TCCGCCAAAAAAA 0.592

+ 16 2323 s|OGT_uc004eac.2 NM_181672 NP_858058 O15294 OGT1_HUMAN 5 CCACACTTTTTTT 0.398

- 3 364 NM_001006938 NP_001006939 Q6IPX3 TCAL6_HUMAN Glu-rich. 1 CCCTGCTTTTCCT 0.418

+ 3 1003_1004 msr.1_Frame_Shift NM_020769 NP_065820 Q8NET4 RGAG1_HUMAN 4 CCTCTGGAGAGA 0.5

+ 3 421 4euc.2_Frame_Shif NM_006603 NP_006594 Q8N3U4 STAG2_HUMAN 5 GATTTTGAAGATA 0.308

+ 15 8000 nsb.1_Frame_Shift NM_153834 NP_722576 Q8IZF6 GP112_HUMAN cellular (Potential). 12 GCTGCGGGGGG 0.532

+ 4 1210_1212 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GTGAGCTCCTCCT 0.483 660605;rs141900922

+ 7 512_514 j.1_In_Frame_Del_ NM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3 GACACCgaggagga 0.522

- 23 3222 P1038fs|L1CAM_u NM_000425 NP_000416 P32004 L1CAM_HUMAN III 5.|Extracellular (Potentia 9 CTCCTTGGGGACC 0.587

- 14 3808_3809 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 TCCTGAATTTTTTT 0.327

+ 3 2072 bmu.1_Frame_Shif NM_006015 NP_006006 O14497 ARI1A_HUMAN Poly-Gln. NA 142 CCTCAGCAGCCAG 0.637

- 4 361_362 pgr.1_Frame_Shift_ NM_006912 NP_008843 Q92963 RIT1_HUMAN NA 1 TGATCTTATAAGCA 0.371

+ 5 534_535 1_5'Flank|MBD6_u NM_052897 NP_443129 Q96DN6 MBD6_HUMAN NA 4 ACCACCGGCGGA 0.579

- 38 5554 1taq.2_Frame_Shif NM_025114 NP_079390 O15078 CE290_HUMAN Potential. NA 7 TTCTCCTTCAAGG 0.313

- 5 538_539 1wmy.1_5'UTR|IPO NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN NA 1 GGTACCTCTCTC 0.559

- 4 1894_18961ygb.2_In_Frame_ NM_138576 NP_612808 Q9C0K0 BC11B_HUMAN Glu-rich. NA 10 GTAGCAGctcctcct 0.517

+ 15 1583 0bnd.2_Frame_Sh NM_002605 NP_002596 O60658 PDE8A_HUMAN NA 4 TTTCAACAAAAAG 0.303

+ 13 1393 uvv.1_Frame_Shift_ NM_000548 NP_000539 P49815 TSC2_HUMAN NA 10 CTCCTATAGAGCG 0.602 rs45493394

+ 5 712 0vnq.1_Splice_Site NM_198390 NP_938204 Q8IY22 CMIP_HUMAN NA 0 CCTTTAGAACACA 0.446

+ 10 1094 _Shift_Del_p.L266f NM_001130021 NP_001123493 Q93050 VPP1_HUMAN lasmic (Pote NA 1 GAACCTGTGCAAC 0.527

+ 3 1547 CC1_uc002kae.2_5 NM_001080519 NP_001073988 Q9P281 BAHC1_HUMAN NA 1 GGAAGGCCCCCC 0.652

- 4 1505 L2B_uc010dsw.1_I NM_198532 NP_940934 Q6ZS72 CS035_HUMAN NA 1 CAGCGCCAGGG 0.682

- 12 1196_1197 p.G413fs|STAP2_u NM_001013841 NP_001013863 Q9UGK3 STAP2_HUMAN NA 1 TCCTGCCCAAGC 0.337

- 11 1313_1315 NM_001080421 NP_001073890 Q9UPW8 UN13A_HUMANu-rich.|Potent NA 3 TCAGGCAcctcctcc 0.433

+ 11 1633_1634_p.T424fs|KIRREL2 NM_199180 NP_954649 Q6UWL6 KIRR2_HUMAN 5.|Extracellu NA 3 GGGGACCCAGGA 0.668

+ 18 5228 NM_015073 NP_055888 O60292 SI1L3_HUMAN NA 2 GCTCTTCACCAGC 0.756

- 8 1171_1172 02utu.2_Frame_Sh NM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 6. NA 7 TCTGAAGTTTTTTT 0.337

- 23 3555 E513fs|CADPS_uc NM_003716 NP_003707 Q9ULU8 CAPS1_HUMANnteraction wi NA 3 CAGATCTTCTGAG 0.488

+ 4 1374_1375 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN NA 0 CTGGGGACccgccg 0.505

- 4 773_774 3H_uc010mfk.1_5 NM_198488 NP_940890 Q6ZRV2 FA83H_HUMAN NA 3 CAGTCCACCAGC 0.658

+ 14 1705 DC22_uc004dnc.1_ NM_014008 NP_054727 O60826 CCD22_HUMAN Potential. NA 1 TTGTCTGATACGA 0.567

+ 8 892_893 1afx.2_Frame_Shif NM_031921 NP_114127 Q5T9A4 ATD3B_HUMAN 0 CTCAGCCAAGAA 0.683

+ 6 1188 uc001gof.1_Intron NM_033343 NP_203129 Q969G2 LHX4_HUMAN 1 TGCCATCCCACGC 0.562

+ 3 638 GBD2_uc009xhd.2 NM_170725 NP_733843 Q6P3X8 PGBD2_HUMAN 1 ATCGTTATGCTTG 0.378

+ 15 2195 AT_uc001jhy.1_Fra NM_020549 NP_065574 P28329 CLAT_HUMAN 3 GTGCCTGCTACAA 0.522

+ 23 3324 _p.P794fs|ZMIZ1_ NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN Pro-rich. 4 ACGGGCCCCCC 0.597

+ 2 1449 kvi.1_5'Flank|FBXL NM_024326 NP_077302 Q9H469 FXL15_HUMAN F-box. 1 CGGCTGCAGCGC 0.711

- 2 955_957 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3 TTGGCTGGTGGTG 0.537 rs2234451

- 7 1231_1232 .1_Intron|AMBRA1 NM_017749 NP_060219 Q9C0C7 AMRA1_HUMAN 3 GCTGTCGGAGCC 0.629

- 27 3487 ndj.1_Frame_Shift NM_001008938 NP_001008938 Q14008 CKAP5_HUMAN 2 TTGGCCTTTTTTG 0.323

+ 4 544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1 GATACCAAAAAAA 0.537

+ 5 419 nyx.2_Frame_Shift NM_003377 NP_003368 P49765 VEGFB_HUMAN 0 AGACCTAAAAAAA 0.388

- 30 5914 _p.K42fs|ODZ4_uc NM_001098816 NP_001092286 Q6N022 TEN4_HUMAN cellular (Potential). 4 CTGCTCTTTGCGC 0.672

- 1 420_422 NM_007037 NP_008968 Q9UP79 ATS8_HUMAN 1 gccagcggcagcagca 0.374 548872;rs11222097



- 11 1272_1273D52_uc001qiu.1_F NM_134424 NP_602296 P43351 RAD52_HUMAN 1 GAGGTCCCAAGA 0.465

- 3 297 0tcr.1_Frame_Shift_ NM_022459 NP_071904 Q9C0E2 XPO4_HUMAN 3 GCTACCTTTTTCC 0.433

+ 1 31_33 RG2_uc010tll.1_In NM_138331 NP_612204 Q8TDE3 RNAS8_HUMAN 0 GCCCCCTGCTGCT 0.557

- 11 2887 NH5_uc001xfy.2_3' NM_139318 NP_647479 Q8NCM2 KCNH5_HUMANmbly) (By similarity).|Cytopla 9 GTACGCTTTTTTC 0.473

- 36 6843 FYVE26_uc001xkb NM_015346 NP_056161 Q68DK2 ZFY26_HUMAN 11 TACTTTCCCCAGC 0.433

- 21 6718 auf.1_Frame_Shift_ NM_004239 NP_004230 Q15643 TRIPB_HUMAN 13 TGCTTTAAAAGGT 0.423

- 4 1894_18961ygb.2_In_Frame_ NM_138576 NP_612808 Q9C0K0 BC11B_HUMAN Glu-rich. 10 GTAGCAGctcctcct 0.517

+ 11 1696_16981znc.2_In_Frame_ NM_181642 NP_857593 O43278 SPIT1_HUMAN 1 ACGGACACCACCA 0.586

- 65 8481_8482 N1_uc010beo.1_R NM_000138 NP_000129 P35555 FBN1_HUMAN 3 GATCTTACACTCG 0.51

- 14 1841_1842p.M465fs|SCAPER NM_020843 NP_065894 Q9BY12 SCAPE_HUMAN Glu-rich. 3 TTCTTCCATCATC 0.371

+ 19 2026 POLR3E_uc002dk NM_018119 NP_060589 Q9NVU0 RPC5_HUMAN 2 CAGTTTCCCCCCC 0.562

+ 4 271 Shift_Del_p.R87fs| NM_005796 NP_005787 P61970 NTF2_HUMAN 0 CTTGTAGAGCCT 0.554 rs111772962

- 7 934 ggo.1_Frame_Shif NM_020360 NP_065093 Q9NRY6 PLS3_HUMAN asmic (By similarity). 0 ACCAGGCCCCCC 0.612

- 14 1854 2itf.2_Frame_Shift_ NM_001130528 NP_001124000 O60271 JIP4_HUMAN 5 TTGACCTTTTTTT 0.323

- 6 1372_1373 xmk.1_Frame_Shif NM_030824 NP_110451 Q9H7R0 ZN442_HUMAN C2H2-type 3. 4 TTCATGTCTTAGAT 0.401

+ 1 303 NM_002446 NP_002437 Q02779 M3K10_HUMAN Poly-Glu. 6 GAGGAGGGGGC 0.667

- 5 1643 2_5'Flank|ZNF577 NM_023074 NP_075562 Q9BS31 ZN649_HUMAN 3 CTGAATCCCCCCG 0.448

- 11 2354 _Shift_Del_p.P507 NM_015025 NP_055840 Q9UL68 MYT1L_HUMANC2HC-type 2. 6 CACCCGGGGGTT 0.502 rs114191331

- 3 1031 NM_012344 NP_036476 O95665 NTR2_HUMAN cellular (Potential). 0 GCAGTACATGAGC 0.597

- 5 632 .1_Intron|MRPL30_ NM_138798 NP_620153 Q8WV92 MITD1_HUMAN 2 ATTTCTCGGTCAT 0.289 rs141265262

- 13 2241 zlm.1_Frame_Shif NM_004438 NP_004429 P54764 EPHA4_HUMAN e.|Cytoplasmic (Potential). 12 CTTCATCCCAGAC 0.453

+ 1 776_805 n_Frame_Del_p.V NM_053277 NP_444507 Q96NY7 CLIC6_HUMAN G]- [VIM]-[DEQ]-A-[EAG]-[G 2 CGGGGGTCCCGG 0.761 358718;rs13049745;rs13048804

+ 7 2100_2108 atq.1_In_Frame_D NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 AGCCTCCAGAACC 0.579

- 27 3223 t.2_RNA|CLASP2_ NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 CACCCATTTTTTT 0.343

+ 23 3432 _Shift_Del_p.S114 NM_007335 NP_031361 Q9Y238 DLEC1_HUMAN 9 GGGAGCCCCCAA 0.552

- 20 3118 dlm.2_Frame_Shif NM_003716 NP_003707 Q9ULU8 CAPS1_HUMANaction with DRD2. 3 CATGCTCCACCAT 0.448

+ 1 3808_3809 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0 GCTCACATGTGCC 0.683 123539;rs79888804

+ 4 416 NM_144725 NP_653326 Q6PF05 TT23L_HUMAN 1 ATTTTTGGGGACC 0.453

- 6 1240 ame_Shift_Del_p.F NM_173488 NP_775759 Q86UG4 SO6A1_HUMAN lasmic (Potential). 7 GCTGTCAAAAAAA 0.299

+ 32 7837_78380jcl.1_Frame_Shift_ NM_005509 NP_005500 Q9Y485 DMXL1_HUMAN 2 TTATATCGCAAGTC 0.441

+ 14 1795_1796 NM_018214 NP_060684 Q9BTT6 LRRC1_HUMAN Potential. 1 GGACTGGACTCA 0.465

+ 4 1374_1375 NM_021620 NP_067633 Q9H4Q3 PRD13_HUMAN 0 CTGGGGACccgccg 0.505

- 7 1235_1236edm.1_Frame_Shif NM_000416 NP_000407 P15260 INGR1_HUMAN lasmic (Potential). 1 GAAGAACTCTCTC 0.431

+ 6 808 10khi.2_Frame_Sh NM_014721 NP_055536 O75167 PHAR2_HUMAN 2 TCATTCAAAAAAA 0.398

+ 8 1473_14743qvr.2_Frame_Shif NM_018974 NP_061847 Q86WB7 UN93A_HUMAN 0 GGAGTCCAAGAA 0.545

+ 13 1827_1828_p.F529fs|PHTF2_u NM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1 GATTTTCTTTTTTT 0.307

+ 2 1645 _p.L520fs|PIK3CG_ NM_002649 NP_002640 P48736 PK3CG_HUMAN 38 TCTTCTGGACAAT 0.537

+ 6 972 ce_Site_p.Q108_s NM_014491 NP_055306 O15409 FOXP2_HUMAN 8 TGATACcagcagca 0.414 rs111544687

+ 8 921 lar.1_Frame_Shift_ NM_018091 NP_060561 Q9H9T3 ELP3_HUMAN 0 GAGACACCAACAG 0.463

- 11 1327 3xzp.2_Frame_Shif NM_014393 NP_055208 Q9NUL3 STAU2_HUMAN DRBM 4. 0 GCAGCATTTTTTT 0.328

- 5 1330 NM_002546 NP_002537 O00300 TR11B_HUMAN Death 2. 2 TCGCCATTTTTTA 0.458

+ 4 1521 Shift_Del_p.D285fs NM_181872 NP_870987 Q9Y5R5 DMRT2_HUMAN 0 ATTGTTGACACGG 0.532

+ 9 7065 _p.C2167fs|ZNF46 NM_021224 NP_067047 Q96JM2 ZN462_HUMANC2H2-type 24. 5 CTCTCTGCCTCTA 0.532

+ 5 602 _uc010ncd.1_RNA|C9orf173_uc011mev.1_Intron|C9orf1 Q8N7X2 CI173_HUMAN 1 GCCACACCCACCT 0.682

- 4 675 NM_000216 NP_000207 P23352 KALM_HUMAN WAP. 4 AGTCTTGGGTACT 0.507

- 7 878_879 NRNP40_uc010og NM_004814 NP_004805 Q96DI7 SNR40_HUMAN 0 TTTCCTTGAAATAT 0.391

- 3 127 AD1_uc010ooa.1_ NM_001010978 NP_001010978 Q5T700 LRAD1_HUMAN 3 GGCAGGCCCCGC 0.672



+ 2 248_249 osw.1_Frame_Shift NM_003503 NP_003494 O00311 CDC7_HUMAN 5 GCTCTTTAAAAAAA 0.406

+ 31 8393_8394 NM_001408 NP_001399 Q9HCU4 CELR2_HUMAN lasmic (Potential). 8 GTACTCCCAAGG 0.594

+ 9 905 01_splice|FAM40A NM_033088 NP_149079 Q5VSL9 FA40A_HUMAN 4 TGATGCAGTGCA 0.564

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

- 38 5610 9xgh.1_Frame_Shif NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 TGTAAGTTTTTTT 0.438

- 14 1762 p.S486fs|FOLH1_u NM_004476 NP_004467 Q04609 FOLH1_HUMAN .|Extracellular (Probable). 3 AAGGACTTTTTTT 0.353

+ 6 694_695 NM_014224 NP_055039 P00790 PEPA_HUMAN 1 ATGACAAGAGTG 0.505

- 2 362_364 _p.P33del|PDE2A_ NM_002599 NP_002590 O00408 PDE2A_HUMAN 4 GGCTGCGGCGGC 0.724

- 39 11819_11827 NM_003482 NP_003473 O14686 MLL2_HUMAN tential.|Gln-rich. 41 ctgctgttgttgaagctgc 0.014 rs112586166

+ 2 226 el_p.S9fs|ACAD10 NM_025247 NP_079523 Q6JQN1 ACD10_HUMAN 2 TCCAGTCCCCCCG 0.617

+ 3 344_345 s_p.S78fs|RFC3_u NM_002915 NP_002906 P40938 RFC3_HUMAN 0 TCCATCTAAAAAA 0.267

+ 20 3443_3444 xdq.2_Frame_Shif NM_002892 NP_002883 P29374 ARI4A_HUMAN 6 GTACAAGAGAGAG 0.381

- 1 985 1_Intron|TMEM30B NM_001017970 NP_001017970 Q3MIR4 CC50B_HUMAN 0 TACACTGGGCCCT 0.697

- 18 2031 NM_178034 NP_828848 Q86XP0 PA24D_HUMAN PLA2c. 2 CGTCCACCAGGC 0.642

- 7 1499_1501bil.1_In_Frame_De NM_005078 NP_005069 Q04726 TLE3_HUMAN Gln-rich. 2 CTGGAGCTGCTG 0.665

- 1 293_295 e_Del_p.15_16GG NM_002094 NP_002085 P15170 ERF3A_HUMAN 3 gctgctcccgccgccgc 0.34

+ 3 715 C1_uc002ebo.2_5' NM_001008274 NP_001008275 Q6ZMU5 TRI72_HUMAN 0 TGGAGGTGAGGA 0.599

+ 10 815_816 2fof.2_Frame_Shift_ NM_052988 NP_443714 Q15131 CDK10_HUMANProtein kinase. 1 GCACGCCCAGTG 0.47

- 9 1040_10410cjf.2_Intron|PRDM NM_001098173 NP_001091643 Q9NQW5 PRDM7_HUMAN SET. 1 TTCTATAGAAGATC 0.535

- 4 502_503 fs|TP53_uc010cni NM_001126112 NP_001119584 P04637 P53_HUMAN By similarity).W91fs*13(1)|p. 22245 CCCTGGTAGGTT 0.639

- 2 260 _p.G55fs|MYH10_ NM_005964 NP_005955 P35580 MYH10_HUMANyosin head-like. 2 TCATCTCCCCGTT 0.443

- 1 174 P10_uc010cqw.1_F NM_007202 NP_009133 O43572 AKA10_HUMAN 1 GGTGCGGGGGG 0.746

+ 2 177 D15_uc002hed.1_5 NM_138349 NP_612358 Q8NBR0 P5I13_HUMAN cellular (Potential). 0 CCTCCGCAGGTAG 0.662

- 2 588 NM_020805 NP_065856 Q9P2G3 KLH14_HUMAN BTB. 1 CGAGAGGGGGG 0.527

- 8 855 NM_005570 NP_005561 P49257 LMAN1_HUMAN 1 GTGGGCTTTTTTT 0.294

+ 7 897 10xeo.1_Frame_S NM_080474 NP_536722 Q96P63 SPB12_HUMAN 0 GTCCTTCCCCCGG 0.448

+ 1 120_121 0ebv.2_Frame_Shif NM_015321 NP_056136 Q6UUV9 CRTC1_HUMAN 519 AATTCAGCGAGAA 0.545

- 6 472 _p.P16fs|C19orf47 NM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2 GCGCCTGGGGGG 0.612

- 13 1476 rcp.1_Frame_Shift NM_001142286 NP_001135758 Q96SB8 SMC6_HUMAN Potential. 6 CCTACCTTTTTTT 0.294

+ 17 10335_10337sjg.2_In_Frame_D NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN 9 CCAGTGCTGCTG 0.414

- 1 263_265 uc002std.1_5'Flank NM_004836 NP_004827 Q9NZJ5 E2AK3_HUMAN 3 GAGCCCcagcagca 0.32 rs72416210

+ 8 7114_7116Frame_Del_p.P219 NM_152381 NP_689594 A4UGR9 XIRP2_HUMAN Pro-rich. 14 TGCCGCCTCCTCC 0.468

+ 9 1518 20A1_uc002uzy.3_ NM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0 AAGTTCAAAAAAA 0.348

+ 2 555_556 _p.M83fs|DSTN_u NM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. 2 GTTGATGTTTTTTT 0.356

+ 2 1083_1085 NM_024893 NP_079169 Q9H7V2 SYNG1_HUMANCytoplasmic (Potential). 0 ATGTGGAGGAGG 0.547

+ 1 216 BGR_uc002yxz.2_I NM_007341 NP_031367 P55822 SH3BG_HUMAN 0 TGTGTTGGGGGG 0.552

+ 35 4221 _Del_p.G1165fs|SL NM_130444 NP_569711 P39060 COIA1_HUMAN lical region 9 (COL9). 1 CCCGGCCCCCCA 0.736

+ 39 5384 PR1_uc011asu.1_In NM_001099952 NP_001093422 Q14643 ITPR1_HUMAN lasmic (Potential). 21 AGACCCTGAGGG 0.413

- 1 102 el_p.R3fs|NCKIPS NM_016453 NP_057537 Q9NZQ3 SPN90_HUMAN SH3. 0 AGCGCGCGGTACA 0.741

- 1 82 0hsi.1_Frame_Shif NM_144639 NP_653240 Q96N76 HUTU_HUMAN 1 TTCTCTGGGAGGG 0.682

+ 6 1112_11143esi.3_In_Frame_D NM_012219 NP_036351 O14807 RASM_HUMAN Poly-Lys. 4 AAGCCAGAAGAAG 0.522

- 20 3897_3898 NM_001184 NP_001175 Q13535 ATR_HUMAN 20 ATTCTGGATGATC 0.287

- 6 1009 NM_013363 NP_037495 Q9UKZ9 PCOC2_HUMAN 3 AGGCAGTTTTTTT 0.383

+ 4 868_869 NM_207352 NP_997235 Q6ZWL3 CP4V2_HUMAN 0 TAACTGCTTTTTTT 0.322

+ 1 177_178 NM_001080478 NP_001073947 A6NHZ5 LR14B_HUMAN 1 GGTGACGCGCGC 0.703

- 3 473_475 1_In_Frame_Del_p NM_016107 NP_057191 Q96KR1 ZFR_HUMAN Ala-rich. 0 TGGGGGTGGTGG 0.483

- 1 479_480 NM_001085377 NP_001078846 P23508 CRCM_HUMAN 1 ctgccgctgccgccgcc 0.391



- 1 991_993 Frame_Del_p.E29 NM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6 TGGCTCTCCTCCT 0.522

- 5 741 NM_005649 NP_005640 O60765 Z354A_HUMAN 3 TTCTCTGGGAAGT 0.358

- 4 239 P1_uc003okw.3_In NM_003322 NP_003313 O00294 TULP1_HUMAN 3 GGGTCTGGGGAA 0.721

- 16 1855 psb.3_Frame_Shift NM_007214 NP_009145 Q9UGP8 SEC63_HUMANCytoplasmic (Potential). 2 GGTTTCTTTTTTT 0.368

+ 5 1958 0kee.2_Frame_Shi NM_001010892 NP_001010892 Q5TD94 RSH4A_HUMAN 0 AATATACCCCCCT 0.378

+ 2 681 NM_001128636 NP_001122108 0 CTACATCGAGGAC 0.637

- 5 1204 y.2_Frame_Shift_D NM_000466 NP_000457 O43933 PEX1_HUMAN 2 ACCTAATTTTTTT 0.353

+ 7 1118_1119 vuy.2_Frame_Shift NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AGAGAAGAGAGA 0.391

- 38 8609 p.K1858fs|MLL3_u NM_170606 NP_733751 Q8NEZ4 MLL3_HUMAN p.K2797fs*26(18 63 TGTTCCTTTTTTT 0.348

+ 3 299_300 L72fs|ADAM28_uc0 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN 5 TTATTTGAAAAAAA 0.332

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

- 2 136 26fs|CPSF3L_uc00 NM_017871 NP_060341 Q5TA45 INT11_HUMAN 0 ATTCTTGCCCGCA 0.652

- 5 596_597 chg.2_Frame_Shif NM_014947 NP_055762 Q9UPW0 FOXJ3_HUMAN Fork-head. 2 TTTTTGGGTGAG 0.381

- 22 3517 0olg.1_Frame_Shift NM_003738 NP_003729 Q9Y6C5 PTC2_HUMAN lasmic (Potential). 18 AGGCAGGGGGG 0.657

+ 29 4304 l.1_Frame_Shift_D NM_000642 NP_000633 P35573 GDE_HUMAN -glucanotransferase. 3 ATTATCCAAAAAAA 0.323

- 3 1569_1570 NM_001008536 NP_001008536 Q5QJ38 TCHL1_HUMAN 2 GGTGCTAAATCTT 0.5

- 3 2327_2328 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 TCTCTGATGGCT 0.52

- 8 1048 me_Shift_Del_p.R2 NM_025191 NP_079467 Q9BZQ6 EDEM3_HUMAN 1 GCTGTCTTTTTTC 0.313

+ 7 1633_1634_Ins_p.435_436ins NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|24; appro 1 CCACCAAGTCTG 0.639

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 gaggaagaggaggag 0.33

+ 2 208 _p.V29fs|TBCE_uc NM_003193 NP_003184 Q15813 TBCE_HUMAN CAP-Gly. 0 GGTGTTGTCCCTC 0.308

- 22 3166_31679xgh.1_Frame_Sh NM_018072 NP_060542 Q9H583 HEAT1_HUMAN 3 TTTTGCTATATAAG 0.347

+ 20 5628 _p.A1148fs|KIAA1 NM_019590 NP_062536 Q5T5P2 SKT_HUMAN 7 CGGGGCCCCAC 0.612

+ 1 296_298 NM_199461 NP_955631 Q8WY41 NANO1_HUMAN 0 GGAACGGCGGC 0.562

- 7 1352 83fs|APBB1_uc010 NM_001164 NP_001155 O00213 APBB1_HUMAN PID 1. 2 TTACTTCCCCCCA 0.582

- 4 1327 _Intron|KBTBD4_u NM_016506 NP_057590 Q9NVX7 KBTB4_HUMAN Kelch 4. 2 TCTCCTCCCCCCC 0.517

- 15 2895_2897229PP>P|FNBP4_u NM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN Pro-rich. 1 ggtggtggaggaggag 0.32

- 1 325_330 j.2_5'UTR|FNBP4_ NM_015308 NP_056123 Q8N3X1 FNBP4_HUMAN 1 CGCGGTGGTGGT 0.748 rs59413596

- 3 257_259 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.601

- 20 2758 p.W621fs|GRIP1_u NM_021150 NP_066973 Q9Y3R0 GRIP1_HUMAN 2 TTGAGACCAGAA 0.468

- 2 1245_1246SP6_uc001taz.2_In NM_001946 NP_001937 Q16828 DUS6_HUMAN -protein phosphatase. 0 TTTGCTTGTATTTA 0.465

+ 5 1001_10031vhk.1_In_Frame_ NM_006418 NP_006409 Q6UX06 OLFM4_HUMANfactomedin-like. 1 AGTTTACAACAAC 0.433

- 23 3282 f.1_RNA|TEP1_uc0 NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 GCCACACCCCCC 0.587

+ 1 238_239 NM_001001912 NP_001001912 Q8NGC2 OR4E2_HUMANcellular (Potential). 4 TGCCTAAGATGT 0.441

- 4 507 _p.Q63fs|MAP4K5 NM_006575 NP_006566 Q9Y4K4 M4K5_HUMANProtein kinase. 1 CTTGTTGAATCAA 0.289

- 8 2219 two.1_Frame_Shif NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN 1 GCTGCTGATCTGC 0.438

+ 9 1762_1764n_Frame_Del_p.Q2 NM_006291 NP_006282 Q03169 TNAP2_HUMAN 1 GGCCGAGCAGCA 0.626

+ 8 3011_3013 .Q981del|MGA_uc NM_001080541 NP_001074010 Q8IWI9 MGAP_HUMAN Gln-rich. 12 AGGCACAGCAGC 0.458

+ 3 438_439 02bdz.2_Frame_Sh NM_000745 NP_000736 P30532 ACHA5_HUMANcellular (Potential). 3 CAGTTAATGACAA 0.267

+ 6 1090 _p.Q172fs|CHD2_u NM_001271 NP_001262 O14647 CHD2_HUMAN 2 CAGAACAAAAAAA 0.418

- 8 1385_1387ARF1_uc002fta.1_R NM_003693 NP_003684 Q14162 SREC_HUMAN lasmic (Potential). 1 GGGCCCAGCAGC 0.67

- 16 2618 vsf.1_Frame_Shift NM_014389 NP_055204 Q8IZL8 PELP1_HUMAN Pro-rich. 2 GTGGCAGGGGGG 0.617

+ 10 1188 vss.1_Frame_Shift_ NM_053013 NP_443739 P13929 ENOB_HUMAN 1 TGGCTGGGGGGT 0.567

- 4 502_503 fs|TP53_uc010cni NM_001126112 NP_001119584 P04637 P53_HUMAN By similarity).W91fs*13(1)|p. 22245 CCCTGGTAGGTT 0.639

+ 11 2629_263102gix.2_In_Frame_ NM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-rich. 2 CGCCGTcaccacca 0.369

- 1 42_44 NM_018143 NP_060613 Q9NVR0 KLH11_HUMAN 0 Agccgcggccgccgcc 0.537

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN 3 cctcgtcatcctcctcctc 0.527



- 9 1430 NM_032043 NP_114432 Q9BX63 FANCJ_HUMANcase ATP-binding. 1 CTTCCTTATATTATT 0.398

+ 5 423_426 0wpe.1_Frame_Shi NM_025185 NP_079461 Q9HCD6 TANC2_HUMAN 2 CACTCTGACTAGC 0.466

+ 9 1449 Flank|ACE_uc010d NM_000789 NP_000780 P12821 ACE_HUMAN Potential).|Peptidase M2 1. 4 GGCGCTGGGGGG 0.532

- 21 3612 _Shift_Del_p.P415fs|DNAH17_uc002jvs.2_RNA 9 CAGGTTGGGGGG 0.582

- 16 2743_2744_Shift_Ins_p.Q418f NM_025090 NP_079366 Q9P275 UBP36_HUMAN 5 GGGGCTCTGGGG 0.634

+ 5 489 NM_032482 NP_115871 Q8TEK3 DOT1L_HUMAN 4 TGAGATCAAGATG 0.622

+ 14 2041 NM_000453 NP_000444 Q92911 SC5A5_HUMAN lasmic (Potential). 4 GTGGTGGGACCT 0.597

+ 2 648_650 0egn.1_In_Frame_ NM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1 GACCTCACCACCA 0.685

- 5 1989_1991 2omv.2_In_Frame_NM_001005851 NP_001005851 Q9Y6R6 Z780B_HUMANC2H2-type 18. 2 TTACATTTAAATG 0.414

+ 7 900 _uc002pqp.2_5'UT NM_024682 NP_078958 Q9HA65 TBC17_HUMAN 0 GACCTTCCCCCGC 0.537

- 3 425 18_splice|PTPRH_ NM_002842 NP_002833 Q9HD43 PTPRH_HUMAN 4 CCTCTTACCTGTG 0.473

+ 12 2844 NM_001011552 NP_001011552 Q6AI14 SL9A4_HUMAN lasmic (Potential). 3 TGCTCCAAAAAAA 0.473

- 11 1630 0zgu.1_Frame_Shif NM_012086 NP_036218 Q9Y5Q9 TF3C3_HUMAN TPR 9. 7 TTGGTTCCAGAGC 0.473

- 1 157_158 NM_003284 NP_003275 P09430 STP1_HUMAN 0 GTCATCGCCCCG 0.55

+ 2 889_890 Shift_Del_p.D180f NM_022720 NP_073557 Q8WYQ5 DGCR8_HUMANnd retention.|Necessary for 0 GTGCTGATAAGAA 0.515

- 4 542 el_p.G31fs|TBC1D1 NM_031937 NP_114143 Q9BXI6 TB10A_HUMANRab-GAP TBC. 1 CGTGGCCCCCCC 0.607

- 11 1334 NM_173050 NP_766638 Q8IWY4 SCUB1_HUMAN 5 GGCCCGGGGGG 0.647

+ 6 1060 p.C217fs|ABHD6_ NM_020676 NP_065727 Q9BV23 ABHD6_HUMAN lasmic (Potential). 2 AGCTCTGCTCCTA 0.577

- 5 1253_1254 NM_000097 NP_000088 P36551 HEM6_HUMAN 0 CTTCTGAGCTGC 0.495

- 29 3946 NM_014981 NP_055796 Q9Y2K3 MYH15_HUMAN 7 TTACTTACCACTC 0.468

+ 6 1112_11143esi.3_In_Frame_D NM_012219 NP_036351 O14807 RASM_HUMAN Poly-Lys. 4 AAGCCAGAAGAAG 0.522

+ 1 355_357 NM_000297 NP_000288 Q13563 PKD2_HUMAN Cytoplasmic (Potential). 1 GAGGCCgaggagga 0.498

- 1 372_374 'Flank|CXXC4_uc0 NM_025212 NP_079488 Q9H2H0 CXXC4_HUMAN Poly-Ser. 1 GGACGAGGAGGA 0.606 rs146939312

- 17 2126 o.2_Frame_Shift_D NM_144643 NP_653244 Q96NL6 SCLT1_HUMAN Potential. 5 TTTGGCTTTTTTT 0.353

+ 4 576 Shift_Del_p.P167fs NM_003687 NP_003678 P50479 PDLI4_HUMAN 2 TCTCCACCCCCCA 0.592

+ 4 1418_1419 y.1_RNA|TXNDC1 NM_024715 NP_078991 Q96J42 TXD15_HUMANr (Potential).|Thioredoxin. 2 GCCTTTCTACCA 0.351

+ 1 404 uc003lhh.1_Intron|P NM_018909 NP_061732 Q9UN73 PCDA6_HUMAN |Extracellular (Potential). 2 GGGACATTAACGA 0.587

+ 5 1152 _uc011dmz.1_Fram NM_020442 NP_065175 Q5ST30 SYVM_HUMAN 4 ATGCGTGGGGAT 0.473

- 23 1745 _p.G102fs|COL9A1 NM_001851 NP_001842 P20849 CO9A1_HUMAN elical region (COL2). 4 GGGAGACCAGGA 0.428

- 85 14337 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 CAAGCTCCCCATC 0.358

+ 6 690 UN1_uc003sjf.2_F NM_001130965 NP_001124437 O94901 SUN1_HUMAN Nuclear. 0 CGCGGCCCCCG 0.557

- 1 616_618 X1_uc010lqq.1_5'F NM_005515 NP_005506 P50219 MNX1_HUMAN Poly-Gly. 0 cgcccgtgccgccgccg 0.537

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

+ 7 921_923 zay.2_In_Frame_D NM_001916 NP_001907 P08574 CY1_HUMAN ors to the membrane; (Pote 0 GATGTTGATGATG 0.581

- 5 955 p.P227fs|ELAVL2_ NM_004432 NP_004423 Q12926 ELAV2_HUMAN 3 GGTCCTGGATACC 0.478

- 7 2587 PIGO_uc003zwf.2_ NM_032634 NP_116023 Q8TEQ8 PIGO_HUMAN 3 GAGACGGGGGG 0.662 rs148341577

+ 20 2842_2844144_uc010mwo.1_ NM_001161808 NP_001155280 Q7Z7M1 GP144_HUMAN lasmic (Potential). 0 TCTTTCTGCCCCC 0.645

- 2 1154 PS1_uc011mac.1_ NM_012098 NP_036230 Q9UKU9 ANGL2_HUMAN 0 GGCAGCGGGGGG 0.637

- 2 826_828 rf69_uc004cgy.2_R NM_152833 NP_690046 0 CGGCCCAGCAGC 0.685

+ 12 1735_1736p.G228fs|GYG2_uc NM_003918 NP_003909 O15488 GLYG2_HUMAN 2 ACATGGGGAAGG 0.564

+ 2 113_114 _p.L36fs|TARS2_u NM_025150 NP_079426 Q9BW92 SYTM_HUMAN NA 1 GAGCGGCTTGGCC 0.51

+ 8 2096_2097 glg.2_Frame_Shift NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN NA 6 TGGGGGCAGCCA 0.564 394323;rs150183035

+ 5 471_473 _p.L92del|TSPAN4 NM_003271 NP_003262 O14817 TSN4_HUMAN ical; (Potent NA 1 TCTTCCTGCTGCT 0.65 rs61867552

+ 3 771 AN10_uc010did.1_ NM_031945 NP_114151 Q9H1Z9 TSN10_HUMAN NA 1 TACTTTAACTAACT 0.637 rs137956393

+ 2 475_499 etd.2_Frame_Shift_ NM_001130072 NP_001123544 Q9Y6I3 EPN1_HUMAN ENTH. NA 0 ACCTACAACGTTG 0.569

- 2 300 .2_Frame_Shift_D NM_006698 NP_006689 P62952 BLCAP_HUMAN ical; (Potent NA 0 TGAGCAGGTAGAA 0.557

- 4 298_301 2_5'Flank|PHF7_uc NM_004656 NP_004647 Q92560 BAP1_HUMAN NA 65 TAGAGACCTTTCG 0.51



+ 3 618 t_Del_p.T206fs|HL NM_002116 NP_002107 P30443 1A01_HUMAN ar (Potential NA 2 GCGCACGGGTACC 0.637 rs115073453

+ 2 676_705 _In_Frame_Del_p. NM_153362 NP_699193 Q8N3Z0 PRS35_HUMANPeptidase S1 NA 1 AAAGGACTATGT 0.47 739716;rs151268050

+ 39 7196_7230ZAN_uc010lhh.2_R NM_003386 NP_003377 Q9Y493 ZAN_HUMAN Extracellular NA 11 CGCTTGCAAGGC 0.506 029369;rs112538235;rs59541653

- 4 396_398 _In_Frame_Del_p. NM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1 GAGCTCTCCTCCT 0.631

+ 20 4967 1aoj.2_Frame_Shif NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9 ATGAACAAAAAAA 0.473

+ 8 5315 .2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 CCTCCCAAAAAAA 0.463 rs141416335

- 7 901_902 1_Intron|MST1P9_ NR_002729 0 CGCCCGCCCCCC 0.658

- 7 811_812 1_Intron|MST1P9_ NR_002729 0 GGTACGCCGCGG 0.649

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

+ 16 4351_4353w.1_In_Frame_Del_ NM_006015 NP_006006 O14497 ARI1A_HUMAN Gln-rich. 334_R1335ins 142 CCCCCCgcagcagc 0.512

- 6 1559_1561RS4_uc010ofy.1_3' NM_005626 NP_005617 Q08170 SRSF4_HUMAN r-rich (RS domain). 0 TCTTCCTTCTTCT 0.325 rs138237342

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 TTAGAGTCTCTCT 0.406

+ 2 155_156 n|CCDC30_uc010o NM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0 TCAAAAGAGAGA 0.356

- 4 577 cmv.1_Frame_Shif NM_020365 NP_065098 Q9NR50 EI2BG_HUMAN 1 ACCTGCTTTTTTT 0.318

- 6 1430_1431os.3_Frame_Shift_D NM_005897 NP_005888 Q9Y573 IPP_HUMAN Kelch 2. 1 CCATAACACACA 0.317

- 5 1172 os.3_Frame_Shift_D NM_005897 NP_005888 Q9Y573 IPP_HUMAN Kelch 1. 1 CAGCGACCCCCCT 0.428

- 4 444 _p.S134fs|LRRC41 NM_006369 NP_006360 Q15345 LRC41_HUMAN 4 CATGGGAAAAAAA 0.483

- 5 1096_1097 AGBL4_uc001crv.1 NM_024603 NP_078879 Q7L4P6 BEND5_HUMAN BEN. 1 ATCTTTCTTTTTTT 0.46

- 5 924_925 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 CCTGCTGTTTTTTT 0.327

+ 23 2276_22781dge.1_In_Frame_ NM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10 CTCACCTTCTTCT 0.473

- 3 1621_1622CCBL2_uc001dmr.2 NM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN Ser-rich. 0 TAAGATGGCGGG 0.475

- 3 717 CCBL2_uc001dmr. NM_001162536 NP_001156008 Q96E39 RBMXL_HUMAN 0 TCAACCATTTTTTT 0.498 rs78548172

- 9 1232 _Shift_Del_p.M408f NM_005665 NP_005656 O60447 EVI5_HUMAN Interaction with alpha-tubul 2 TTTTCATTTTTTTT 0.318

+ 9 1146_1147 .2_Intron|KIAA1324 NM_020775 NP_065826 Q6UXG2 K1324_HUMAN cellular (Potential). 5 TTTCTACACACAC 0.49

- 7 777 _p.K153fs|GSTM3_ NM_000849 NP_000840 P21266 GSTM3_HUMAN ST C-terminal. 0 CCTACCTTTTCCC 0.438

- 3 1756_1759 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GCCTTGTCTGTC 0.485

- 27 9178_9179 |ASH1L_uc001fkt. NM_018489 NP_060959 Q9NR48 ASH1L_HUMAN 11 TCCTCTGTTTTTTT 0.52

- 12 1570_1571 0907_uc009wrk.1_ NM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0 TGTCCCTCTCTC 0.396

- 5 1175 MF1_uc010pjl.1_In NM_003037 NP_003028 Q13291 SLAF1_HUMAN (Potential).|Ig-like V-type. 2 TAAGGCTTTTTTT 0.433

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

+ 17 2363_2365U2F1_uc010plh.1_I NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 TGCGTCCACCAC 0.601

+ 8 1233_1234 9wxs.2_Frame_Sh NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GCCAAAGAGAGA 0.51

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

+ 7 1724_1726me_Del_p.E466del| NM_005807 NP_005798 Q92954 PRG4_HUMAN repeats of K-X-P-X-P-T-T-X 1 CACCAAGGAGCCT 0.635

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 gaggaagaggaggag 0.33

- 24 2573_2575 NM_014698 NP_055513 O94886 TM63A_HUMAN 2 TAGGTCTGCTGCT 0.626

- 32 4715_4717Del_p.1437_1438P NM_033056 NP_149045 Q96QU1 PCD15_HUMANCytoplasmic (Potential). 13 Tggcggaggcggcggc 0.438 rs12246234

- 37 12084_12086K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN Thr-rich. 19 ggtggcagtggtggtgg 0.32

+ 4 743 c010qnb.1_Intron|F NM_000043 NP_000034 P25445 TNR6_HUMAN .|Extracellular (Potential). 2 CCAAACTTTTTTT 0.368

- 2 431 0qot.1_Frame_Shi NM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0 TGATACTTTTTTT 0.363

+ 1 753_754 y.2_Intron|DHDPS NM_001009997 NP_001009997 Q5T681 CJ062_HUMAN His-rich. 0 GCCAATCACACA 0.545

+ 1 735_736 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 AGGGCCAGGCAC 0.708 rs138894859

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 TGGCAGGGCGC 0.736

+ 5 471_473 _p.L92del|TSPAN4 NM_003271 NP_003262 O14817 TSN4_HUMAN ical; (Potential). 1 TCTTCCTGCTGCT 0.65 rs61867552

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMAN Name=3; (Potential). 3 ATGTATTTCTTCTT 0.517

+ 4 544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1 GATACCAAAAAAA 0.537

+ 5 419 nyx.2_Frame_Shift NM_003377 NP_003368 P49765 VEGFB_HUMAN 0 AGACCTAAAAAAA 0.388



+ 12 1367 me_Shift_Del_p.F4 NM_003369 NP_003360 Q9P2Y5 UVRAG_HUMAN 6 ATTTCCTTTTTCC 0.383

+ 3 285 9zaa.1_Frame_Shif NM_000073 NP_000064 P09693 CD3G_HUMAN ular (Potential).|Ig-like. 0 GAAGATAAAAAAA 0.403

+ 3 2334_2335LL_uc001psz.1_Fra NM_005933 NP_005924 Q03164 MLL1_HUMAN 25 CTCTCACCCCCC 0.45

+ 7 1559_1560EK1_uc009zbp.2_F NM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6 GGAAAGAAAAAA 0.361 rs35817404

- 4 560 010sbo.1_5'Flank|F NM_003139 NP_003130 P08240 SRPR_HUMAN 0 GCCCCCTTTTTTT 0.438

- 22 3672_36741qfl.2_In_Frame_D NM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1 CCCGTTGGTGGTG 0.547

+ 13 1588 .1_3'UTR|GLB1L3 NM_001080407 NP_001073876 Q8NCI6 GLBL3_HUMAN 1 GTGTATCCCCCCG 0.602

+ 4 775 ame_Shift_Del_p.A NM_001135217 NP_001128689 Q53EV4 LRC23_HUMAN LRR 2. 1 GAAGTGCCCAGA 0.488

- 3 539_541 NM_006248 NP_006239 0 GGGACTTGTTGTC 0.596

- 2 149_151 5'UTR|CASC1_uc0 NM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN Glu-rich. 2 CGTCTCTCCTCCT 0.365

- 11 3063_3064 p.E611fs|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0 CTCCTTTCTCTCT 0.446

- 9 1884_1886nk|CCNT1_uc009z NM_001240 NP_001231 O60563 CCNT1_HUMAN His-rich. 6 TGATTATGATGAT 0.443

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMAN Name=3; (Potential). 4 GATGTACTTCTTCT 0.414

+ 9 1779_1780 sjd.1_Frame_Shift_ NM_022465 NP_071910 Q9H2S9 IKZF4_HUMAN C2H2-type 5. 1 TTCCTGGACCAC 0.574

- 3 695_696 rame_Shift_Ins_p. NM_001478 NP_001469 Q00973 B4GN1_HUMANmenal (Potential). 0 GGGAGGCCCCCC 0.589

- 6 409_410 NM_002442 NP_002433 O43347 MSI1H_HUMAN RRM 2. 3 CGACAGCCCCCC 0.564

- 5 489_491 tyt.2_In_Frame_D NM_015918 NP_057002 Q969H6 POP5_HUMAN 0 CCTGACTCCTCCT 0.517

- 25 3416 SBNO1_uc010taq NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 CTTCCATTTTTTTT 0.388

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTGACCACACACA 0.604

- 1 1994_1996zo.1_In_Frame_De NM_183422 NP_904358 Q15714 T22D1_HUMAN Gln-rich. 0 tgttgttgttgctgctgctgc 0.409 613609;rs146722477

- 10 1917_1918_p.R637fs|ZC3H13_ NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Arg/Ser-rich. 2 CAAACCTCTCTC 0.337

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

+ 1 690_692 NM_007129 NP_009060 O95409 ZIC2_HUMAN scriptional activation or rep 0 CGCGGCccaccacc 0.522

+ 1 568_570 10_uc001whe.2_5' NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1 GCCACCCTCCTCC 0.67

- 6 2422 p.A167fs|JPH4_uc NM_032452 NP_115828 Q96JJ6 JPH4_HUMAN lasmic (Potep.A502fs*12(1) 2 CGCCTGCCCCCC 0.687 rs144738828

+ 5 648 me_Shift_Del_p.E1 NM_002791 NP_002782 P60900 PSA6_HUMAN 0 TCCTTGAAAAAAA 0.403

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0 TGGGACTTTTTTT 0.373

+ 1 839 1_Intron|RPL36AL NM_002408 NP_002399 Q10469 MGAT2_HUMANmenal (Potential). 0 CTGGGCCCCCCG 0.602

+ 13 2141 KCH_uc010tsb.1_F NM_006255 NP_006246 P24723 KPCL_HUMANProtein kinase. 6 ACATCCTTTTTTT 0.522

+ 16 4738_474001xmv.2_In_Frame NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. 4 tcctcctcttcctcctcctc 0.468

- 1 61_63 .2_5'UTR|PGBD4_ NM_020154 NP_064539 Q9NPA0 CO024_HUMAN 0 CCGATAGCAGCAG 0.665

- 3 310 _5'UTR|C15orf52_ NM_207380 NP_997263 Q6ZUT6 CO052_HUMAN 1 AGCCATCCCCCCC 0.647

- 15 2082_2083 p.E647fs|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Glu-rich.|Potential. 1 AGGCGCTCTCTC 0.475

+ 6 1825_1827 2afu.2_In_Frame_ NM_017610 NP_060080 Q6ZNA4 RN111_HUMAN His-rich. 2 ATCATCACCACCA 0.512

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3 CCACACACCACCA 0.576

+ 2 2046_2048p.L591del|SLC24A1 NM_004727 NP_004718 O60721 NCKX1_HUMAN ical; (Potential). 0 AGAGCCTGCTGC 0.547

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0 ACACAGAGGAGGA 0.616

+ 7 1037_1039p.K238del|UBN1_u NM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2 TAAGGAGAAGAAG 0.453

- 3 553_555 20GG>G|KIAA043 NM_014647 NP_055462 Q9Y4F3 LKAP_HUMAN Poly-Gly. 0 TACCGCCACCACC 0.532

+ 9 960_962 me_Del_p.E294del NM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0 TGGATGAGGAGGA 0.562

+ 30 3476_3478 L1022del|ITGAL_u NM_002209 NP_002200 P20701 ITAL_HUMAN ical; (Potential). 10 GGGGGCTGCTG 0.601

+ 25 6010_6011e_Shift_Ins_p.Q167 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 CGCCAGCCCCCC 0.569

- 8 897_898 ege.1_Frame_Shift_ NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0 AGAGTCCTCTCTC 0.47

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

+ 2 250 .2_Frame_Shift_De NM_016951 NP_058647 Q9UBR5 CKLF_HUMAN MARVEL. 0 ATGACCTTTTTTA 0.318

+ 5 2064_2065002ewd.2_Frame_ NM_133458 NP_597715 Q8TF47 ZFP90_HUMANC2H2-type 12. 1 CCTTCCGAAAAAA 0.411

- 6 583_585 NM_014062 NP_054781 Q9ULX3 NOB1_HUMAN Poly-Glu. 0 TTTCTTCCTCCTC 0.522



- 14 2504 _p.F283fs|ADAMTS NM_199355 NP_955387 Q8TE60 ATS18_HUMAN Cys-rich. p.A696fs*18(2) 18 CATTGCAAAAAAA 0.403

- 13 1822 ame_Shift_Del_p.K NM_002532 NP_002523 Q99567 NUP88_HUMAN Potential. 1 TGTTTCTTTTTTT 0.363

- 15 2000_200215_uc002ghy.1_5'F NM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0 GTTACGGCGGCG 0.547

+ 34 4663_4665 0crt.2_In_Frame_D NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3 CCCCTAGCAGCAG 0.537

+ 37 5115 0crt.2_Frame_Shift_ NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN 3 CTGGGGAAAAATG 0.567

- 12 1542 hift_Del_p.G471fs| NM_001256 NP_001247 P30260 CDC27_HUMAN 5 AAATAACCTTTCC 0.368

- 14 1854 2itf.2_Frame_Shift_ NM_001130528 NP_001124000 O60271 JIP4_HUMAN 5 TTGACCTTTTTTT 0.323

- 21 4684_4686212EE>E|BZRAP1_ NM_004758 NP_004749 O95153 RIMB1_HUMAN Poly-Glu. 3 AGctcctcttcctcctcctc 0.468

- 14 1600_16022jca.2_In_Frame_D NM_017647 NP_060117 Q8IY81 RRMJ3_HUMAN 1 GGATTCTCCTCCT 0.537

+ 20 6727_6729p.T2353del|BPTF_u NM_182641 NP_872579 Q12830 BPTF_HUMAN Thr-rich. 4 GCCAGCACCACCA 0.542 rs143937013

+ 9 1570_1571NF236_uc002lmk.1 NM_007345 NP_031371 Q9UL36 ZN236_HUMAN 4 AAAAAAGAAAAAA 0.381

- 9 1668_16699orf29_uc002lyi.3_ NM_001080543 NP_001074012 Q8WUQ7 CS029_HUMAN 0 GCACCGCCTCGC 0.748

+ 20 2639 me_Shift_Del_p.F8 NM_001005361 NP_001005361 P50570 DYN2_HUMAN Pro-rich. 6 CCTCTTCCCAGCC 0.667

- 4 860 563_uc002mtq.2_I NM_145276 NP_660319 Q8TA94 ZN563_HUMAN C2H2-type 3. 0 TGGGCCAAAAAAA 0.393

- 8 1079_1081D26_uc002nee.2_In NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 gctgctgttgctgctgctg 0.552

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1 TCCTGCTCCTCCT 0.64

+ 7 712_714 NM_001039887 NP_001034976 Q2NL68 CS055_HUMAN Ser-rich. 1 TCCATCTCCTCCT 0.631

- 1 177_179 wm.2_In_Frame_D NM_014400 NP_055215 O95274 LYPD3_HUMAN 1 CGCGAAGCAGCAG 0.675 rs141441894

- 6 2275_227702pdl.2_In_Frame_ NM_030785 NP_110412 Q9H0K4 RSH6A_HUMAN Glu-rich. 2 Tctcctcgccctcctcctc 0.409

- 6 2257_225902pdl.2_In_Frame_ NM_030785 NP_110412 Q9H0K4 RSH6A_HUMAN Glu-rich. 2 ctcctcgccctcctcctcc 0.438 rs62639328

- 9 2408_2410 0xyr.1_In_Frame_ NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN lasmic (Potential). 4 ACCCGTCCTCCT 0.616

- 4 572_574 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1 CATCACTGCTGCT 0.463

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

- 4 557 0yoq.1_Splice_Sit NM_014614 NP_055429 Q14997 PSME4_HUMAN 5 AGAACTGGGGGG 0.347

- 16 2711 _p.K327fs|MTIF2_u NM_001005369 NP_001005369 P46199 IF2M_HUMAN 1 GTTTAAATTTTTTTT 0.378

+ 3 460 _p.K41fs|UGP2_uc NM_006759 NP_006750 Q16851 UGPA_HUMAN 0 CACACCAAAAAAG 0.358

- 4 737_739 02svr.2_In_Frame_ NM_017849 NP_060319 O75204 TM127_HUMAN 0 TCTTATGCTGCTG 0.557

+ 3 759_761 02svy.2_In_Frame_ NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN lasmic (Potential). 3 CAGTGAGGAGGA 0.532

+ 3 146_148 NM_014440 NP_055255 Q9UHA7 IL36A_HUMAN 0 CTCATGCCGACAT 0.512

- 7 936 uc002tnj.1_Intron NM_032390 NP_115766 Q9BYG3 MK67I_HUMAN 0 TTCGTCTTTTTTT 0.294

- 28 4326_4327 zcp.1_Frame_Shift NM_007366 NP_031392 Q13018 PLA2R_HUMAN (Potential).|C-type lectin 8. 3 TAAAGCCTTTTTTT 0.401

+ 12 1368 B_uc002ufz.2_Fra NM_138995 NP_620482 Q8WXR4 MYO3B_HUMANyosin head-like. 19 TCCAATCCCCCCC 0.463

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0 TCATGCAAAAAAA 0.353

+ 17 1951_1952 p.R523fs|ITGAV_u NM_002210 NP_002201 P06756 ITAV_HUMAN cellular (Potential). 4 TTTCAAGGGGGG 0.431

+ 7 931 .1_Frame_Shift_D NM_000578 NP_000569 P49279 NRAM1_HUMAN ical; (Potential). 4 GGAAGCTTTTTTT 0.418

+ 19 2288_2290 3_In_Frame_Del_p NM_015575 NP_056390 Q6Y7W6 PERQ2_HUMAN Gln-rich. 7 CTTCCCAGCAGCA 0.424

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN type II membrane protein; 0 GGTCATCCTCCTC 0.631

+ 3 173_174 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR 0 TAGGGGAAAATG 0.322

- 12 5661_5663.2_In_Frame_Del_ NM_014071 NP_054790 Q14686 NCOA6_HUMAN .|Gln-rich.|CREBBP-binding 7 TCATTtgttgctgctgc 0.498 895426;rs140426729

- 2 2489_2490 xus.1_Frame_Shif NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 GCTTTTGGGGGG 0.545

- 4 1934_1936 1aaq.1_In_Frame_ NM_017798 NP_060268 Q9BYJ9 YTHD1_HUMAN 2 CACCACCTCCTCC 0.557

- 11 905 TPTE_uc002yir.1_F NM_199261 NP_954870 P56180 TPTE_HUMAN ical; (Potential). 5 AATGTCAAAAAAA 0.299

- 3 302 _p.Q71fs|C21orf91 NM_001100420 NP_001093890 Q9NYK6 EURL_HUMAN 1 AACCCTGGTTTG 0.353

- 20 3323_3325p.Q944del|SFRS15 NM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GGTGgtggctgctgct 0.291

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5 GTGGTCTGCTGC 0.596 rs141985009

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CTTGGCCTCCTCC 0.65

+ 3 1161_1181 NM_152243 NP_689449 Q00587 BORG5_HUMANs of [PT]-[AT]-A- [ENT]-[PT] 0 GCCTGCTGCAAAC 0.665 0;rs62235033;rs13056859;rs62235034



- 1 1016_1017EP3_uc011aoy.1_5 NM_145174 NP_660157 Q7Z6W7 DNJB7_HUMAN Poly-Lys. 1 ACGCTTCTTTTTTT 0.381

- 10 2571_2573EE>E|RANGAP1_u NM_002883 NP_002874 P46060 RAGP1_HUMAN cidic).|Asp/Glu-rich (highly a 0 tcttctccttcctcctcctcc 0.266

+ 2 372_374 1_Intron|LOC33967 NM_004599 NP_004590 Q12772 SRBP2_HUMANch.|Cytoplasmic (Potential). 4 agcagtggcagcagcag 0.365

- 10 1116 p.N255fs|ARFGAP NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1 TCAACATTTTTTT 0.224

+ 2 818_820 tr.1_In_Frame_Del NM_014760 NP_055575 Q93075 TATD2_HUMAN 2 AATAACTCCTCCT 0.635

+ 13 2715 NKTR_uc003clq.1_ NM_005385 NP_005376 P30414 NKTR_HUMAN 3 TCATTCAAAAAAA 0.373

- 2 303 el_p.K44fs|ANO10 NM_018075 NP_060545 Q9NW15 ANO10_HUMAN lasmic (Potential). 2 CTCCATCTTTTTTT 0.408

- 7 2318_2319bbf.1_Frame_Shift_ NM_002375 NP_002366 P27816 MAP4_HUMAN 3 CTTTTTGTGTTTG 0.455

+ 11 2031 p.R565fs|ALAS1_u NM_000688 NP_000679 P13196 HEM1_HUMAN 3 GCCCCGGGGAG 0.517 rs139914359

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0 ACAAAGATGATGA 0.507

+ 3 425_426 F2_uc003eeo.2_Int NM_018456 NP_060926 Q96CJ1 EAF2_HUMAN 0 CACTGTAAAAAAA 0.243

+ 42 6369_6371 bnz.1_In_Frame_D NM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7 AGACCCAGCAGCA 0.527

- 2 132_134 rame_Del_p.T35de NM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. 2 Agtggtgatggtggtggt 0.424

+ 5 690 _p.S38fs|FETUB_u NM_014375 NP_055190 Q9UGM5 FETUB_HUMAN 2 AGTTTCAAAAAAA 0.418

- 3 1028 168_uc010iah.2_5 NM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0 TTCGCCTTTTTTC 0.448

+ 1 3159_3160 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACAC 0.634

+ 1 3283_3284 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 2 0 CCTGCTCACGTG 0.668 rs79704405

- 15 1909 p.N566fs|PROM1_ NM_006017 NP_006008 O43490 PROM1_HUMANcellular (Potential). 7 CCTCTATTTTTTT 0.428

+ 4 1003 gtg.2_Frame_Shift_ NM_016531 NP_057615 P57682 KLF3_HUMAN Pro-rich. 2 CAGTGTCCCCCCC 0.423

+ 16 1633_1634 el_p.R448fs|FIP1L NM_030917 NP_112179 Q6UN15 FIP1_HUMAN action with CPSF1 and CST 2 GCACCAGAGAGA 0.292

- 8 1472 _p.L340fs|AASDH_ NM_181806 NP_861522 Q4L235 ACSF4_HUMAN 4 CGTCCCAAAAAAA 0.363 rs148777026

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

+ 3 335 SC9_uc003ieb.2_F NM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0 GGTATTCTTTTTTT 0.383

- 8 596_598 3ijz.3_In_Frame_D NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 CACATCAGCAGCA 0.34

- 41 6826 _p.I766fs|LRBA_uc0 NM_006726 NP_006717 P50851 LRBA_HUMAN 7 GGTCGATTTTTTT 0.453 rs34237929

+ 13 1713_1714 _p.K518fs|PAPD7_ NM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1 GAAAAAACACACA 0.653

- 14 2587_2589ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN Poly-Lys. 8 TCTTTTTCTTCTT 0.502

- 77 13500 3jfc.2_Frame_Shift_ NM_001369 NP_001360 Q8TE73 DYH5_HUMAN 31 GGGGTTAAAAAAA 0.423

- 10 1909 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 AAACTGAAAAAAA 0.313

- 11 1838_1839ml.1_Frame_Shift_D NM_000065 NP_000056 P13671 CO6_HUMAN EGF-like. 7 CTCTGACACACA 0.475

- 2 1109_1111 60DD>D|TAF9_uc NM_003187 NP_003178 Q16594 TAF9_HUMAN Poly-Asp. 0 tatcatagtcatcatcatc 0.256

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0 GAGTGTGATGATG 0.562

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4 GGGACAAAAAAA 0.348

+ 2 237_240 _p.K19fs|AP3S1_u NM_001284 NP_001275 Q92572 AP3S1_HUMAN 0 TATCTAAGAGAGA 0.304 rs80118146

+ 1 1731_1743 uc003lin.2_5'Flank NM_018937 NP_061760 Q9Y5E6 PCDB3_HUMAN r (Potential).|Cadherin 6. 2 CGGGCGGCTGA 0.709

- 3 512_514 0jii.2_In_Frame_D NM_138379 NP_612388 Q96H15 TIMD4_HUMAN ar (Potential).|Thr-rich. 2 GGGGCTTGTTGT 0.537

- 3 567 ddz.1_Frame_Shif NM_144726 NP_653327 Q96MT1 RN145_HUMAN ical; (Potential). 5 GCAGTCAAAAAA 0.343

+ 11 1475 mkl.2_Frame_Shift NM_001746 NP_001737 P27824 CALX_HUMANmenal (Potential). 0 CTGACATTTTTTT 0.423

+ 18 2852 xq.1_Frame_Shift_ NM_004415 NP_004406 P15924 DESP_HUMAN ular 1.|Spectrin 2. 9 TCGGTGAAAAAGT 0.493

+ 2 128_130 p.L24del|BTN2A2_ NM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 CAGCCTCcctcctcc 0.483

+ 1 72_74 2A3_uc011dkm.1_RNA 0 GCCTCCCTCCTC 0.586 rs113134648

+ 3 618 t_Del_p.T206fs|HL NM_002116 NP_002107 P30443 1A01_HUMAN ar (Potential).|Alpha-2. 2 GCGCACGGGTACC 0.637 rs115073453

+ 26 5893 vc.3_Frame_Shift_ NM_080686 NP_542417 P48634 PRC2A_HUMAN 0 TACCTACCCCCCG 0.522

- 4 658 p.P115fs|BAT3_uc NM_004639 NP_004630 P46379 BAG6_HUMAN 0 GTACCAGGGGGG 0.592

- 2 742 2_5'Flank|ATF6B_u NM_022110 NP_071393 Q9UIM3 FKBPL_HUMAN 0 GAGCTCCCCCCA 0.587

- 2 290 FKBP5_uc003oky.2 NM_001145776 NP_001139248 Q13451 FKBP5_HUMAN 1 CCTGTCTTTTTTG 0.468 rs143557566

- 4 1648 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 GTCGCCTTTTTTC 0.493



+ 16 2191 NM_012120 NP_036252 Q9Y5K6 CD2AP_HUMAN Potential. 2 GATGTGAAAAAAA 0.388

- 12 1315 1009_uc003pkk.2_ NM_014895 NP_055710 Q5TB80 QN1_HUMAN 1 TTTGTCAAAAAAA 0.358

+ 9 3522_35242_3'UTR|GRM1_uc NM_000838 NP_000829 Q13255 GRM1_HUMAN .|Cytoplasmic (Potential). 19 CTCTCCAGCAGCA 0.66

- 3 360 AP1_uc010ksc.2_In NM_001031617 NP_001026788 Q49B96 COX19_HUMAN 0 AATTCATTTTTTT 0.463 rs75087611

+ 3 337 rf16_uc011kaf.1_In NM_006658 NP_006649 O96001 GSUB_HUMAN 3 CAGACCAAAAAAA 0.438

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 ccagctccagcagcagc 0.365

+ 3 342 _uc011kby.1_Intron NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 GGGACATTTTTTT 0.577

+ 5 1249 _p.P231fs|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCCCCCACACAGG 0.657 rs147779783

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 AATAACATTTTTTT 0.398

- 3 436 NM_005431 NP_005422 O43543 XRCC2_HUMAN 2 TACACCAAAAAAA 0.393

+ 2 273_275 Flank|BMP1_uc003 NM_003018 NP_003009 P11686 PSPC_HUMAN 0 TTATCGTGGTGGT 0.601

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 AGGAAATTTTTTT 0.453

- 16 3521_3523.E993del|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7 TCCGGCTCCTCCT 0.567

- 3 971_972 e_Shift_Ins_p.E111f NM_002568 NP_002559 P11940 PABP1_HUMAN RRM 2. 0 CATTTTTTCAATAG 0.337

- 3 363_367 3yqd.2_Frame_Shi NM_032847 NP_116236 Q96K31 CH076_HUMAN 2 CCAGCGCCTCCAT 0.424

- 6 524_525 3yqt.2_Frame_Shi NM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 2. 3 ACCAGGATTTTTT 0.411

- 30 4625 zae.1_Splice_Site_ NM_201380 NP_958782 Q15149 PLEC_HUMAN 9 CTGTACCTCCTCC 0.621

- 5 724_726 me_Del_p.152_153 NM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 tgctgctactgctgctgct 0.148

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26 TTGGCCTTTTTTT 0.478

- 14 2236_2237 e_Shift_Ins_p.N28 NM_007126 NP_009057 P55072 TERA_HUMAN 1 GAACACATTTTTTT 0.515

- 12 1637 NM_006289 NP_006280 Q9Y490 TLN1_HUMAN with LAYN (By similarity). 13 TCGTACTTTTTGG 0.498

- 3 128_129 _Shift_Ins_p.K34fs NM_016390 NP_057474 Q5T280 CI114_HUMAN 0 CCTTCCATTTTTTT 0.525

+ 24 2526 bwu.2_Frame_Shi NM_015354 NP_056169 Q5SRE5 NU188_HUMAN 7 TGGTGTCCCCCCT 0.473

+ 5 647 ddo.2_Frame_Shif NM_000950 NP_000941 O14668 TMG1_HUMAN ic (Potential).|Poly-Pro. 2 CCCCACCCCCCC 0.488

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

- 1 1805_1806 NM_003604 NP_003595 O14654 IRS4_HUMAN 10 CCTTTGCCCCCC 0.545

+ 2 310_311 1_5'Flank|LOC1003 NM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1 GGAGCAGGGAGT 0.49 rs113356560

+ 4 1735_1737 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GTGAGCTCCTCCT 0.473 rs144357389

- 1 159 NM_001009609 NP_001009609 Q5MJ09 SPXN3_HUMAN 2 CTCATCATTTTTTT 0.239

+ 20 4967 1aoj.2_Frame_Shif NM_015215 NP_056030 Q9Y6Y1 CMTA1_HUMAN IQ 2. 9 ATGAACAAAAAAA 0.473

- 4 473 NM_001561 NP_001552 Q07011 TNR9_HUMAN (Potential).|TNFR-Cys 3. 4 CGTACCTTTTTTT 0.413 rs9657965

+ 8 5315 .2_Intron|PRDM2_ NM_012231 NP_036363 Q13029 PRDM2_HUMAN 1 CCTCCCAAAAAAA 0.463 rs141416335

- 7 811_812 1_Intron|MST1P9_ NR_002729 0 GGTACGCCGCGG 0.649

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

+ 2 155_156 n|CCDC30_uc010o NM_001080850 NP_001074319 Q5VVM6 CCD30_HUMAN 0 TCAAAAGAGAGA 0.356

- 5 924_925 RIQ3_uc001dfz.3_R NM_001105659 NP_001099129 A6PVS8 LRIQ3_HUMAN 2 CCTGCTGTTTTTTT 0.327

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. 2 TGAGTATTTTTTT 0.343

- 11 1958_1959P3_uc001dmu.2_F NM_018284 NP_060754 Q9H0R5 GBP3_HUMAN Potential. 2 CTCTTGGTTTTTTT 0.371

- 9 1232 _Shift_Del_p.M408f NM_005665 NP_005656 O60447 EVI5_HUMAN Interaction with alpha-tubul 2 TTTTCATTTTTTTT 0.318

- 9 1732_17340ows.1_In_Frame_ NM_015906 NP_056990 Q9UPN9 TRI33_HUMAN Poly-Thr. 11 TGTTGTGTTGTTG 0.429

- 4 601 160_uc001eom.1_ NM_007053 NP_008984 O95971 BY55_HUMAN 0 ATGGAGAAAAAAT 0.498

+ 8 2280 ozr.1_Frame_Shift_ NM_004326 NP_004317 O00512 BCL9_HUMAN ly-Pro.|Pro-rich. 6 CGAGGACCCCCC 0.582

+ 14 2499 _Shift_Del_p.G778f NM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2. 2 GAATTTGGGGGGG 0.692 rs149280379

- 3 1792_1795 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GCCTTGTCTGTC 0.466

- 3 1756_1759 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GCCTTGTCTGTC 0.485

- 3 1720_1723 NM_001122965 NP_001116437 Q6XPR3 RPTN_HUMAN Gln-rich. 0 GCCTTGTCTGTC 0.505

+ 11 2233 _p.D350fs|NPR1_u NM_000906 NP_000897 P16066 ANPRA_HUMAN(Potential).|Protein kinase. 7 CACCGACCCCCC 0.493



- 12 1570_1571 0907_uc009wrk.1_ NM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0 TGTCCCTCTCTC 0.396

- 5 1175 MF1_uc010pjl.1_In NM_003037 NP_003028 Q13291 SLAF1_HUMAN (Potential).|Ig-like V-type. 2 TAAGGCTTTTTTT 0.433

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

- 12 2285 mg.3_Frame_Shift_ NM_007314 NP_009298 P42684 ABL2_HUMAN 14 GCGTTTGGGGGG 0.502 rs138240636

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

+ 7 1574_1576me_Del_p.T418del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|21 1 TGCACCCACCAC 0.645

- 6 886 _Shift_Del_p.K69fs NM_001031685 NP_001026855 Q13625 ASPP2_HUMAN 3 TCTCACTTTTTTT 0.368

- 19 2548 NM_001081 NP_001072 O60494 CUBN_HUMAN CUB 4. 19 GTTAGGAAAAAAA 0.413

- 15 1912_1913_p.K570fs|FRMPD2 NM_001018071 NP_001018081 Q68DX3 FRPD2_HUMAN FERM. 1 GGTGAACTTTTTTT 0.465

+ 2 237 NM_001080512 NP_001073981 Q9H694 BICC1_HUMAN 4 AAAAGGTAAGTTG 0.388

- 4 784 001jod.1_Frame_S NM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1 CGGCCATTTTTTT 0.398

- 2 431 0qot.1_Frame_Shi NM_020123 NP_064508 Q9HD45 TM9S3_HUMAN 0 TGATACTTTTTTT 0.363

+ 3 629_631 ame_Del_p.S197de NM_032429 NP_115805 Q9BRK4 LZTS2_HUMANentrosomal localization (By s 4 GGCCCTGcctcctc 0.557

- 2 955_957 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMAN 3 TTGGCTGGTGGTG 0.537 rs2234451

- 8 920 NM_006292 NP_006283 Q99816 TS101_HUMAN Potential. 0 TGACCCTTTTTCA 0.438

- 4 391 eo.1_Frame_Shift_ NM_015957 NP_057041 Q96GX9 MTNB_HUMAN 0 ACTGGCTTTTTTT 0.343

- 3 345 0rew.1_Frame_Shi NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2 AAGGTACCCCCCC 0.517

+ 7 728 CCS_uc010rfn.1_3 NM_001127219 NP_001120691 Q96QU6 1A1L1_HUMAN 4 CTTACTATGGCGC 0.577

+ 2 185_187 NM_015516 NP_056331 Q8WUA8 TSK_HUMAN 0 GGCCCCTGCTGC 0.616

- 3 483 AF1D_uc001pdz.2 NM_024116 NP_077021 Q9H5J8 TAF1D_HUMAN 0 CTTTTTCTTTTTTT 0.348

+ 3 285 9zaa.1_Frame_Shif NM_000073 NP_000064 P09693 CD3G_HUMAN ular (Potential).|Ig-like. 0 GAAGATAAAAAAA 0.403

+ 9 1502_1504 NM_005188 NP_005179 P22681 CBL_HUMAN /Glu-rich (aciel(1)|p.E366_K4 149 AAATTATGATGAT 0.473

- 4 1425 0sap.1_Frame_Shi NM_024631 NP_078907 Q6P1R3 CK061_HUMAN 0 TGGGTTCTATTTC 0.488

+ 7 1559_1560EK1_uc009zbp.2_F NM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6 GGAAAGAAAAAA 0.361 rs35817404

- 4 560 010sbo.1_5'Flank|F NM_003139 NP_003130 P08240 SRPR_HUMAN 0 GCCCCCTTTTTTT 0.438

- 3 258_259 _74P>PP|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TTTCCTGGAGGT 0.619

- 11 3063_3064 p.E611fs|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0 CTCCTTTCTCTCT 0.446

- 9 1884_1886nk|CCNT1_uc009z NM_001240 NP_001231 O60563 CCNT1_HUMAN His-rich. 6 TGATTATGATGAT 0.443

- 9 1781_1782 v.1_In_Frame_Ins_ NM_006121 NP_006112 P04264 K2C1_HUMAN y/Ser-rich.|Tail. 2 ctgccatggccgccgcc 0.084

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMAN Name=3; (Potential). 4 GATGTACTTCTTCT 0.414

+ 5 734 sjr.2_Frame_Shift_ NM_015292 NP_056107 Q9BSJ8 ESYT1_HUMAN 5 GAAATATTTTTGC 0.478

- 12 1669 p.P480fs|UHRF1B NM_015054 NP_055869 A0JNW5 UH1BL_HUMAN 2 GCTTTTGGGGGAA 0.348

- 25 3416 SBNO1_uc010taq NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 CTTCCATTTTTTTT 0.388

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTGACCACACACA 0.604

- 10 3917 I963fs|SACS_uc00 NM_014363 NP_055178 Q9NZJ4 SACS_HUMAN 12 CTTCAATTTTTTT 0.383

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

- 29 3774 BCC4_uc010afk.2_ NM_005845 NP_005836 O15439 MRP4_HUMAN C transporter 2. 4 CCCGGATTTTTTT 0.378

+ 1 568_570 10_uc001whe.2_5' NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1 GCCACCCTCCTCC 0.67

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0 TGGGACTTTTTTT 0.373

+ 1 839 1_Intron|RPL36AL NM_002408 NP_002399 Q10469 MGAT2_HUMANmenal (Potential). 0 CTGGGCCCCCCG 0.602

- 1 61_63 .2_5'UTR|PGBD4_ NM_020154 NP_064539 Q9NPA0 CO024_HUMAN 0 CCGATAGCAGCAG 0.665

- 15 2082_2083 p.E647fs|SLTM_uc NM_024755 NP_079031 Q9NWH9 SLTM_HUMAN Glu-rich.|Potential. 1 AGGCGCTCTCTC 0.475

+ 3 434_436 NM_001030005 NP_001025176 Q8WVH0 CPLX3_HUMAN 0 ACACAGAGGAGGA 0.616

- 1 929 ur.2_3'UTR|TIGD7_ NM_033208 NP_149985 Q6NT04 TIGD7_HUMAN y similarity).|HTH psq-type. 0 CTTCTTATTTTTTT 0.358

- 3 972_973 NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN th ZFP106 (By similarity). 0 TGTTGCCTTTTTTT 0.564

+ 9 960_962 me_Del_p.E294del NM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0 TGGATGAGGAGGA 0.562



+ 30 3476_3478 L1022del|ITGAL_u NM_002209 NP_002200 P20701 ITAL_HUMAN ical; (Potential). 10 GGGGGCTGCTG 0.601

+ 25 6010_6011e_Shift_Ins_p.Q167 NM_006662 NP_006653 Q6ZRS2 SRCAP_HUMAN Pro-rich. 4 CGCCAGCCCCCC 0.569

- 8 897_898 ege.1_Frame_Shift_ NM_013263 NP_037395 Q9NPI1 BRD7_HUMAN 0 AGAGTCCTCTCTC 0.47

+ 5 1317_1319ehx.2_In_Frame_D NM_024335 NP_077311 P78412 IRX6_HUMAN 6 ggaggaagaggaggag 0.493

+ 6 773_774 p.Y208fs|CPNE2_u NM_152727 NP_689940 Q96FN4 CPNE2_HUMAN C2 2. 2 GAGTTTTATAAGCC 0.599

- 3 393 CIAPIN1_uc010cda NM_020313 NP_064709 Q6FI81 CPIN1_HUMAN 0 ACTGTGCAGAGTG 0.473

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

+ 15 2170_2172p.E413del|SLC9A5 NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 AGTCTGAGGAGGA 0.571

+ 3 433 l_p.T16fs|KIAA018 NM_014615 NP_055430 Q14687 GSE1_HUMAN 5 CCAGCACCCCCC 0.687

- 15 2000_200215_uc002ghy.1_5'F NM_004860 NP_004851 P51116 FXR2_HUMAN Poly-Arg. 0 GTTACGGCGGCG 0.547

+ 10 2188_21892gjr.2_Frame_Shift NM_053051 NP_444279 Q8N137 CNTRB_HUMANed for centrosome localizatio 2 GCTCGGAGAGAG 0.579

+ 6 2233 _p.L615fs|CYTSB_ NM_001033553 NP_001028725 Q5M775 CYTSB_HUMAN Potential. 0 CAAGCTGGAGGAA 0.478

+ 34 4663_4665 0crt.2_In_Frame_D NM_003170 NP_003161 Q7KZ85 SPT6H_HUMAN Poly-Ser. 3 CCCCTAGCAGCAG 0.537

- 15 2756 wbh.1_Frame_Shift_ NM_033389 NP_203747 Q76I76 SSH2_HUMAN 2 GTTCTGGGGGGG 0.483

- 8 2163_2164 p.S622fs|GPATCH NM_001002909 NP_001002909 Q9UKJ3 GPTC8_HUMAN Lys-rich. 4 TGCCTTAGAGCTT 0.45

- 5 690 C43_uc010czw.1_3 NM_144609 NP_653210 Q96MW1 CCD43_HUMAN Potential. 0 GTGTCCTTTTTTT 0.463

+ 5 488_489 ilh.2_Frame_Shift_ NM_001002841 NP_001002841 P12829 MYL4_HUMAN 2 CATCCTGCAGCAC 0.53

- 4 843 OX11_uc010wnf.1_ NM_004375 NP_004366 Q9Y6N1 COX11_HUMAN(Potential).|Mitochondrial m 1 TGCTTCAAAAAAA 0.353

+ 6 1129 02jlp.2_Frame_Sh NM_004252 NP_004243 O14745 NHRF1_HUMAN 0 AGACAGCCCCCC 0.597

- 8 1079_1081D26_uc002nee.2_In NM_006387 NP_006378 Q8IWX8 CHERP_HUMAN Gln-rich. 2 gctgctgttgctgctgctg 0.552

+ 7 1022 0xru.1_Frame_Shi NM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1 GGTCATCGGGGTG 0.438

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1 TCCTGCTCCTCCT 0.64

- 1 177_179 wm.2_In_Frame_D NM_014400 NP_055215 O95274 LYPD3_HUMAN 1 CGCGAAGCAGCAG 0.675 rs141441894

- 2 1402_140402per.3_In_Frame_ NM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 CTCACCTTCTTCT 0.562

- 4 572_574 NM_018263 NP_060733 Q76L83 ASXL2_HUMAN Ser-rich. 1 CATCACTGCTGCT 0.463

- 15 2287_2289 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 ggtggtgatggtggtggtg 0.281

+ 30 3643_3645ek.2_In_Frame_De NM_003494 NP_003485 O75923 DYSF_HUMANmic (Potential).|Arg-rich. 7 CCTTCCGCCGCC 0.655

+ 3 759_761 02svy.2_In_Frame_ NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN lasmic (Potential). 3 CAGTGAGGAGGA 0.532

+ 5 1001 _Shift_Del_p.T237 NM_022826 NP_073737 Q9H992 MARH7_HUMAN Ser-rich. 0 ATCTACTTTTTTT 0.393

- 7 1432 _Shift_Del_p.K210f NM_004490 NP_004481 Q14449 GRB14_HUMAN PH. 7 TCCATGTTTTTTT 0.373

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0 TCATGCAAAAAAA 0.353

+ 4 842 NM_019048 NP_061921 Q9NWL6 ASND1_HUMANamidotransferase type-2. 3 TAGGGATTTTTTT 0.393

+ 9 1518 20A1_uc002uzy.3_ NM_177538 NP_803882 Q6UW02 CP20A_HUMAN 0 AAGTTCAAAAAAA 0.348

+ 4 350 _p.L117fs|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 TCCCACTTTTTTT 0.413

+ 2 364_365 s_p.I20fs|DSTN_u NM_006870 NP_006861 P60981 DEST_HUMAN ADF-H. 2 GCTGTCATTTTTT 0.386

+ 3 173_174 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_5'UTR 0 TAGGGGAAAATG 0.322

- 2 797 002wwn.2_Frame_ NM_138578 NP_612815 Q07817 B2CL1_HUMAN BH1. 2 AAGGAGAAAAAGG 0.542

+ 3 213 NM_033118 NP_149109 Q9H1R3 MYLK2_HUMAN 6 CCCTGGCCCCCCA 0.587

- 8 665 0gju.1_Frame_Shif NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 GCATTCATTTTTTT 0.289

- 20 3323_3325p.Q944del|SFRS15 NM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GGTGgtggctgctgct 0.291

- 5 757 NM_144659 NP_653260 Q9NV44 CU077_HUMAN 0 CAGACACCCCCCC 0.478

+ 4 1162 0gma.2_Frame_S NM_005534 NP_005525 P38484 INGR2_HUMAN tential).|Fibronectin type-III 0 ACGGCCTTTTTTT 0.458

+ 33 3643 _p.K1180fs|TTC3_u NM_001001894 NP_001001894 P53804 TTC3_HUMAN /Lys-rich (basic). 9 CTCAAGAAAAAAA 0.383

- 3 496_498 NM_005877 NP_005868 Q15459 SF3A1_HUMAN Poly-Gln. 5 GTGGTCTGCTGC 0.596 rs141985009

+ 3 1161_1181 NM_152243 NP_689449 Q00587 BORG5_HUMANs of [PT]-[AT]-A- [ENT]-[PT] 0 GCCTGCTGCAAAC 0.665 0;rs62235033;rs13056859;rs62235034

- 10 2571_2573EE>E|RANGAP1_u NM_002883 NP_002874 P46060 RAGP1_HUMAN cidic).|Asp/Glu-rich (highly a 0 tcttctccttcctcctcctcc 0.266

- 10 1116 p.N255fs|ARFGAP NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1 TCAACATTTTTTT 0.224



- 9 2343 _uc010has.1_RNA NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4 CACCCGGGGGCA 0.597

+ 11 1513 p.K344fs|CNTN6_u NM_014461 NP_055276 Q9UQ52 CNTN6_HUMAN-like C2-type 5. 8 CCAGTTAAAAAAA 0.393

+ 13 1986_1987 NKTR_uc003clq.1 NM_005385 NP_005376 P30414 NKTR_HUMAN 3 GACAGTCCCCCC 0.421

- 2 303 el_p.K44fs|ANO10 NM_018075 NP_060545 Q9NW15 ANO10_HUMAN lasmic (Potential). 2 CTCCATCTTTTTTT 0.408

+ 5 867 NM_016006 NP_057090 Q8WTS1 ABHD5_HUMAN 1 CACTGTAATGTGC 0.299

- 25 4571 ce_Site_p.E1361_s NM_053025 NP_444253 Q15746 MYLK_HUMAN 9 GGCTCTGGGGGG 0.624 rs41431347

- 25 4273 NM_007027 NP_008958 Q92547 TOPB1_HUMAN 7 GCTGGATTTTTTT 0.343

- 8 1759_1761491DD>D|DBR1_u NM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0 CTGCATCGTCATC 0.251 0114751;rs2622736

+ 42 6369_6371 bnz.1_In_Frame_D NM_053002 NP_443728 Q86YW9 MD12L_HUMAN Gln-rich. 7 AGACCCAGCAGCA 0.527

- 2 132_134 rame_Del_p.T35de NM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. 2 Agtggtgatggtggtggt 0.424

- 2 355 fme.2_Frame_Shif NM_018622 NP_061092 Q9H300 PARL_HUMAN drial matrix (Potential). 0 GGTTTTATGAGAC 0.418

+ 5 690 _p.S38fs|FETUB_u NM_014375 NP_055190 Q9UGM5 FETUB_HUMAN 2 AGTTTCAAAAAAA 0.418

- 15 1909 p.N566fs|PROM1_ NM_006017 NP_006008 O43490 PROM1_HUMANcellular (Potential). 7 CCTCTATTTTTTT 0.428

+ 16 1633_1634 el_p.R448fs|FIP1L NM_030917 NP_112179 Q6UN15 FIP1_HUMAN action with CPSF1 and CST 2 GCACCAGAGAGA 0.292

- 10 1336 ft.1_Frame_Shift_D NM_000204 NP_000195 P05156 CFAI_HUMAN Peptidase S1. 0 AGCAGTCAGAATC 0.418

+ 6 700 OSC9_uc003ieb.2_ NM_005033 NP_005024 Q06265 EXOS9_HUMAN ARE binding. 0 TTTGCCTTTTTCC 0.358

- 14 1840 3iii.2_Frame_Shift_ NM_001130675 NP_001124147 O14967 CLGN_HUMAN lasmic (Potential). 3 TTTTGCTTTTTTT 0.378

- 8 596_598 3ijz.3_In_Frame_D NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 CACATCAGCAGCA 0.34

- 4 702_704 GB2_uc003itb.2_In NM_001130689 NP_001124161 P26583 HMGB2_HUMAN/Glu-rich (acidic). 0 atcttcttcttcctcctcctcc 0.286

- 14 2587_2589ND2_uc011cmz.1_ NM_001332 NP_001323 Q9UQB3 CTND2_HUMAN Poly-Lys. 8 TCTTTTTCTTCTT 0.502

- 27 4142_4143_p.G582fs|MYO10_ NM_012334 NP_036466 Q9HD67 MYO10_HUMAN PH 1. p.S1226fs*25(1 3 GAGGAGCCCCCC 0.564

- 10 1909 H10_uc011cnu.1_R NM_006727 NP_006718 Q9Y6N8 CAD10_HUMAN |Extracellular (Potential). 12 AAACTGAAAAAAA 0.313

+ 17 2312_2314 uc003kgi.3_Intron NM_003248 NP_003239 P35443 TSP4_HUMAN TSP type-3 7. 0 GAGTGTGATGATG 0.562

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4 GGGACAAAAAAA 0.348

+ 2 237_240 _p.K19fs|AP3S1_u NM_001284 NP_001275 Q92572 AP3S1_HUMAN 0 TATCTAAGAGAGA 0.304 rs80118146

- 1 991_993 Frame_Del_p.E29 NM_020747 NP_065798 Q9ULD9 ZN608_HUMAN Potential. 6 TGGCTCTCCTCCT 0.522

- 22 3471 _Shift_Del_p.R109 NM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3 GTGCCCTTTTTTT 0.453

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANName=12; (Potential). 0 TCACCCTTTTTTT 0.418

+ 5 378_379 k.1_Frame_Shift_D NM_006083 NP_006074 Q13123 RED_HUMAN 1 AAATTGAGAGAG 0.46

- 3 1571 p.P485fs|PCDH1_ NM_002587 NP_002578 Q08174 PCDH1_HUMAN r (Potential).|Cadherin 4. 5 GAGAGTGGGGGG 0.532

+ 6 1327_1328 _p.A223fs|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 CCGTGGCCCCCC 0.644

+ 5 351 03lvz.3_Frame_Shi NM_014180 NP_054899 Q9NWU5 RM22_HUMAN 0 AATGACAAAAAAG 0.378

+ 2 128_130 p.L24del|BTN2A2_ NM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 CAGCCTCcctcctcc 0.483

+ 1 72_74 2A3_uc011dkm.1_RNA 0 GCCTCCCTCCTC 0.586 rs113134648

+ 3 618 t_Del_p.T206fs|HL NM_002116 NP_002107 P30443 1A01_HUMAN ar (Potential).|Alpha-2. 2 GCGCACGGGTACC 0.637 rs115073453

+ 26 5893 vc.3_Frame_Shift_ NM_080686 NP_542417 P48634 PRC2A_HUMAN 0 TACCTACCCCCCG 0.522

- 20 3156 vi.3_Frame_Shift_ NM_004639 NP_004630 P46379 BAG6_HUMAN 0 TTACCTGGGGGG 0.532

+ 7 1416 drf.1_Frame_Shift_ NM_002263 NP_002254 Q9BW19 KIFC1_HUMANKinesin-motor. 0 CTGCCGGGGGA 0.652 rs116903030

- 4 1648 318_uc003ouw.2_ NM_014345 NP_055160 Q5VUA4 ZN318_HUMAN 7 GTCGCCTTTTTTC 0.493

+ 11 1515 _p.K287fs|C6orf16 NM_001031743 NP_001026913 Q8IYR0 CF165_HUMAN 1 AAGGCCAAAAAAA 0.269

+ 14 3679 p.T1136fs|ARID1B_ NM_017519 NP_059989 Q8NFD5 ARI1B_HUMAN 2 CACAGACCCCCC 0.547

+ 3 945 ug.2_Frame_Shift_ NM_006775 NP_006766 Q96PU8 QKI_HUMAN KH. 2 AGGGATAAAAAAA 0.363

- 3 360 AP1_uc010ksc.2_In NM_001031617 NP_001026788 Q49B96 COX19_HUMAN 0 AATTCATTTTTTT 0.463 rs75087611

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0 CATCCCAGCAGCA 0.562

+ 3 337 rf16_uc011kaf.1_In NM_006658 NP_006649 O96001 GSUB_HUMAN 3 CAGACCAAAAAAA 0.438

+ 3 342 _uc011kby.1_Intron NM_002541 NP_002532 Q02218 ODO1_HUMAN 2 GGGACATTTTTTT 0.577

+ 5 1249 _p.P231fs|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCCCCCACACAGG 0.657 rs147779783



- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0 CCAGGCTTTTTTT 0.408

+ 13 1828 _p.F530fs|PHTF2_u NM_001127357 NP_001120829 Q8N3S3 PHTF2_HUMAN 1 GATTTTCTTTTTTT 0.303

- 2 1795 uhv.2_Frame_Shift_ NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN m approximate repeats of P 7 AGGCTGTTGAGAT 0.607

- 5 585 NM_018843 NP_061331 Q8TBP6 S2540_HUMAN Solcar 1. 1 GCTTCTTATACCAT 0.323

- 7 1188 _p.K237fs|CYP51A NM_000786 NP_000777 Q16850 CP51A_HUMAN 0 AATAACATTTTTTT 0.398

+ 14 1294_1295_p.Q359fs|CCDC13 NM_017667 NP_060137 Q96JG6 CC132_HUMAN 0 ATATGGCAGGTTT 0.272 rs140810598

- 2 390_392 1kiw.1_In_Frame_D NM_015545 NP_056360 O75127 PTCD1_HUMAN 1 AAACTCTCCTCCT 0.606

- 5 964 2_Intron|GPC2_uc NM_152742 NP_689955 Q8N158 GPC2_HUMAN 2 GGGGACCCCCC 0.642

- 6 841 0lix.2_Frame_Shift_ NM_014377 NP_055192 Q99543 DNJC2_HUMAN ZRF1-UBD. 1 GGAACATTTTTTT 0.234

- 2 110 3vey.2_Frame_Sh NM_007356 NP_031382 A4D0S4 LAMB4_HUMAN 8 AGGTGCAAAAAAA 0.308

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

- 3 341 NM_001103176 NP_001096646 Q3B7I2 CNPY1_HUMAN 0 TCTCCTGGGCGAT 0.443

- 4 4130_4131 NM_178857 NP_849188 Q8IWN7 RP1L1_HUMAN 8 AATTGCACCTCTTC 0.297

- 9 1257 119fs|MTMR7_uc0 NM_004686 NP_004677 Q9Y216 MTMR7_HUMANase.|Substrate binding (By s 1 AGCCATCAGAACA 0.552

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 AGGAAATTTTTTT 0.453

- 9 1343_1344 NM_152413 NP_689626 Q8NHS2 AATC2_HUMAN 1 ATCAGTGTTTTTTT 0.371

+ 9 940_941 AM9_uc011lcg.1_R NM_003816 NP_003807 Q13443 ADAM9_HUMANPotential).|Peptidase M12B. 2 AGTGGCGGGAAA 0.376

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 CCAGCCTTTTTTT 0.498

+ 4 614 NM_000067 NP_000058 P00918 CAH2_HUMAN 1 TAGGTATTTTTTT 0.388

- 3 534_536 hf.2_Intron|TP53IN NM_033285 NP_150601 Q96A56 T53I1_HUMAN Glu-rich. 0 CCTCCTCTTCTTC 0.458

- 8 1503 _Shift_Del_p.K288 NM_002568 NP_002559 P11940 PABP1_HUMAN RRM 4. 0 AAACCCTTTGCTG 0.383 rs112966887

- 3 363_367 3yqd.2_Frame_Shi NM_032847 NP_116236 Q96K31 CH076_HUMAN 2 CCAGCGCCTCCAT 0.424

- 13 1637_1639p.I506del|TSNARE NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN .|Helical; (Potential). 0 GTGGCGATGATG 0.414 rs142964918

- 5 724_726 me_Del_p.152_153 NM_004529 NP_004520 P42568 AF9_HUMAN Poly-Ser. 3 tgctgctactgctgctgct 0.148

- 2 633 NM_005384 NP_005375 Q16649 NFIL3_HUMAN Basic motif. 0 TCCGCCTTTTTTC 0.423

- 4 884_886 Del_p.E251del|EC NM_001393 NP_001384 O94769 ECM2_HUMAN Poly-Glu. 2 cctcctcatcctcctcctc 0.399 rs137929518

- 3 128_129 _Shift_Ins_p.K34fs NM_016390 NP_057474 Q5T280 CI114_HUMAN 0 CCTTCCATTTTTTT 0.525

+ 6 1019_1020 Shift_Del_p.Q191f NM_018360 NP_060830 Q9NUQ3 TXLNG_HUMAN Potential. 1 ACATCAGAGAGA 0.386

+ 5 647 ddo.2_Frame_Shif NM_000950 NP_000941 O14668 TMG1_HUMAN ic (Potential).|Poly-Pro. 2 CCCCACCCCCCC 0.488

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

- 6 725 _p.L144fs|OPHN1_ NM_002547 NP_002538 O60890 OPHN1_HUMAN 2 TCCAGTAAAGAAT 0.413

- 38 4617_4618 e_Shift_Del_p.L11 NM_153252 NP_694984 Q6RI45 BRWD3_HUMAN 4 CTTCTTAGACGTT 0.361

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 TGGTCTGATGATG 0.448

- 3 383 _Shift_Del_p.K95fs NM_002814 NP_002805 O75832 PSD10_HUMANon with RELA.|ANK 3. 1 AGCACCTTTTCCC 0.453

+ 2 310_311 1_5'Flank|LOC1003 NM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1 GGAGCAGGGAGT 0.49 rs113356560

+ 6 1104_110604ezx.2_In_Frame_ NM_001163280 NP_001156752 O43719 HTSF1_HUMAN Poly-Lys. 3 CCTCAAAGAAGAA 0.335

+ 4 1210_1212 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GTGAGCTCCTCCT 0.483 660605;rs141900922

- 2 1111_1113 wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN of R-R-E-Q- NA 5 tcgcgcctctcctcctcct 0 rs71757496

+ 7 1104 ucl.1_Frame_Shift NM_001211 NP_001202 O60566 BUB1B_HUMAN NA 4 ATAGCACCCCCCA 0.478

+ 3 3566 rn.1_Frame_Shift_D NM_030665 NP_109590 Q7Z5J4 RAI1_HUMAN NA 2 CAGGGCCCCCCC 0.697

- 2 210 199_uc002hba.2_5 NM_015584 NP_056399 Q9Y2S7 PDIP2_HUMAN NA 0 GGCTTTGCCACC 0.762 rs113730440

- 16 2136 _Shift_Del_p.H700 NM_032108 NP_115484 Q9H3T3 SEM6B_HUMAN lasmic (Pote NA 1 GTCGTGGGGCCC 0.701

- 2 1021_1023r.2_In_Frame_Del_ NM_002192 NP_002183 P08476 INHBA_HUMAN NA 6 ctcctcttctttcttcttcttct 0.355

+ 9 2353_2354Shift_Ins_p.H537fs NM_015570 NP_056385 Q8WXX7 AUTS2_HUMAN His-rich. NA 3 caccagcacacgcacc 0.51

+ 14 1576_1588 .W382fs|POMT1_u NM_007171 NP_009102 Q9Y6A1 POMT1_HUMAN MIR 3. NA 1 GAAGACCATCCTC 0.451

- 2 1659_1661 .2_In_Frame_Del_ NM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. NA 0 tcttcctcttcctcctcctcc 0.374

- 1 702_704 NM_001080418 NP_001073887 O95886 DLGP3_HUMAN Poly-His. NA 3 CCGGGACtggtggtg 0.537



- 4 1248_1250 IP1_uc010oid.1_R NM_024700 NP_078976 Q8TAD8 SNIP1_HUMAN Poly-Glu. NA 2 AGACACTTCTTCC 0.453

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. NA 2 TGAGTATTTTTTT 0.343

- 9 1232 _Shift_Del_p.M408f NM_005665 NP_005656 O60447 EVI5_HUMAN Interaction w NA 2 TTTTCATTTTTTTT 0.318

- 59 4728 K1482fs|COL11A1 NM_001854 NP_001845 P12107 COBA1_HUMAN le-helical reg NA 12 GTCACCTTTTTCC 0.403

+ 2 267_269 p.E40del|HAX1_uc0 NM_006118 NP_006109 O00165 HAX1_HUMAN ed for localiz NA 0 ATGAGGAAGAAGA 0.522 rs11556342

+ 4 474 hpl.2_Frame_Shift NM_001136018 NP_001129490 P07099 HYEP_HUMAN NA 4 GTGAAGCCCCCC 0.627

- 2 955_957 G2_uc001mak.1_In NM_017481 NP_059509 Q9H347 UBQL3_HUMAN NA 3 TTGGCTGGTGGTG 0.537 rs2234451

- 4 499_501 _p.D92del|IFT46_uc NM_020153 NP_064538 Q9NQC8 IFT46_HUMAN u-rich (highly NA 0 CAGATGAatcatcatc 0.424

- 11 3063_3064 p.E611fs|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. NA 0 CTCCTTTCTCTCT 0.446

+ 7 948_950 .L125del|SLC39A5 NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN lasmic (Pote NA 2 TATCCCTGCTGCT 0.635

+ 8 1314 TC3_uc009zsm.2_R NM_181783 NP_861448 Q6ZXV5 TMTC3_HUMAN ical; (Potent NA 1 CGAACCTTTTTTT 0.303

+ 18 2223 aba.2_Frame_Shift NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN lasmic (Pote NA 0 AAAATTAAAAAAA 0.348

+ 1 314_316 01vbk.2_In_Frame_ NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN His-rich. NA 2 ATCATCCccaccacc 0.409

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. NA 2 CCGCCCTGCCTG 0.436

+ 16 4738_474001xmv.2_In_Frame NM_015556 NP_056371 O43166 SI1L1_HUMAN Ser-rich. NA 4 tcctcctcttcctcctcctc 0.468

- 2 1567_1569orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN o-rich.|Gln-ri NA 5 AGGgctgcctgctgctg 0.473

- 3 499 1ybp.2_Intron|BTBDNM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN NA 1 GTTCTCTTTTTTT 0.438

- 9 996_998 p.E123del|VPS33B_ NM_018668 NP_061138 Q9H267 VP33B_HUMAN NA 2 CGCCATCCTCCTC 0.522 rs147271815

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. NA 3 AGctcctcatcctcctcct 0.389

- 10 1079_1081_63EE>E|C17orf85 NM_001114118 NP_001107590 Q53F19 CQ085_HUMAN Glu-rich. NA 1 tcttcctcttcctcctcctcc 0.379

- 1 71 ank|SDF2_uc002h NM_006923 NP_008854 Q99470 SDF2_HUMAN NA 0 CACAAACCCCCCA 0.582

+ 1 158_160 ame_Del_p.K7del|Z NM_003457 NP_003448 O43670 ZN207_HUMAN NA 0 GTCGCAAGAAGAA 0.542

- 6 825_826 2iam.1_Frame_Sh NM_178126 NP_835227 Q86VR2 F134C_HUMAN NA 2 ACATTGTCTCTCTC 0.515

- 9 1623_1625 NM_133373 NP_588614 Q8N3E9 PLCD3_HUMAN NA 3 cctcgtcatcctcctcctc 0.527

+ 1 140_142 NM_003811 NP_003802 P41273 TNFL9_HUMAN or for type II NA 1 TCGCGGGgctgctgc 0.66

+ 11 1321 xom.1_Frame_Shif NM_000896 NP_000887 Q08477 CP4F3_HUMAN NA 3 TCAGTGTTTTTGG 0.622

+ 16 3826 p.V1000fs|NWD1_uc002nev.3_Frame_Shift_Del_p.V929 Q149M9 NWD1_HUMAN WD 8. NA 7 CGGCTGTTTTTGG 0.552

+ 2 252_254 0eea.2_In_Frame_ NM_005306 NP_005297 O15552 FFAR2_HUMAN Name=2; (Po NA 1 TCCTCCTGCTGCT 0.645

- 15 2287_2289 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN NA 19 ggtggtgatggtggtggtg 0.281

- 14 2158 _p.K662fs|ZMYND NM_012408 NP_036540 Q9ULU4 PKCB1_HUMAN NA 5 TTGGGCTTTTTTT 0.488

- 32 3210_3211 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN NA 5 TTTATAGTTTTTTT 0.327

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. NA 1 ACCTGGGcatcatca 0.261

+ 7 600 _p.S151fs|APPL1_u NM_012096 NP_036228 Q9UKG1 DP13A_HUMAN d for RAB5A NA 1 TTTATCAAAAAAA 0.299

- 8 1092 py.2_Frame_Shift_ NM_004454 NP_004445 P41161 ETV5_HUMAN NA 5 GTGCTGGGGGC 0.547

- 3 541_543 NM_024524 NP_078800 Q9H7F0 AT133_HUMAN ical; (Potent NA 1 CAATAGAGGAGGA 0.463

+ 11 1711 gnl.1_Frame_Shift_ NM_182485 NP_872291 Q7Z5Q1 CPEB2_HUMAN NA 1 GCTCCCTTTTTTT 0.443

- 13 2807_2809 11ckv.1_In_Frame NM_021069 NP_066547 O94875 SRBS2_HUMAN His-rich. NA 1 GAggtggcggtggtggtg 0.384

+ 13 1713_1714 _p.K518fs|PAPD7_ NM_006999 NP_008930 Q5XG87 PAPD7_HUMAN NA 1 GAAAAAACACACA 0.653

+ 10 2300 p.K601fs|NIPBL_u NM_133433 NP_597677 Q6KC79 NIPBL_HUMAN NA 9 ACACCTAAAAAAA 0.353

- 2 331_333 e_Del_p.46_47EE NM_003472 NP_003463 P35659 DEK_HUMAN u-rich (highly NA 1 CACCTTTTtcctcctc 0.365

+ 8 1034_1035 1dpb.1_Frame_Shift_Ins_p.V276fs P08686 CP21A_HUMAN NA 0 GCCGTGGTTTTTT 0.614

- 3 477 SLC17A5_uc011dy NM_012434 NP_036566 Q9NRA2 S17A5_HUMAN ical; (Potent NA 6 AGCCATAAAAAAA 0.423

- 3 577_578 11ebw.1_Frame_S NM_033515 NP_277050 Q8N392 RHG18_HUMAN NA 3 CTGTTTGTTTTTTT 0.421

+ 11 1744 NM_152744 NP_689957 Q7Z5N4 SDK1_HUMAN -like C2-type NA 6 TGAATCGGGGGG 0.542

- 2 601_602 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN lization signa NA 2 TGTTGTCTTTTTTT 0.396

- 2 1021_1023r.2_In_Frame_Del_ NM_002192 NP_002183 P08476 INHBA_HUMAN NA 6 ctcctcttctttcttcttcttct 0.355

+ 9 1443 03tvz.2_Frame_Sh NM_022479 NP_071924 Q6IS24 GLTL3_HUMAN ectin.|Lumen NA 7 GACCAGGGGCC 0.532



- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Pote NA 0 AGCGACATCATCA 0.586

+ 1 1295_1297u.1_5'Flank|ZCWPW NM_019606 NP_062552 Q7L2J0 MEPCE_HUMAN NA 1 GGCCGCCACCAC 0.581 rs71555278

+ 8 1077_1079uxa.2_In_Frame_D NM_015908 NP_056992 Q9BXP5 SRRT_HUMAN Glu-rich. NA 2 GAGCAGGAGGAG 0.596

+ 4 1653_16541_Intron|FBXL13_u NM_001031692 NP_001026862 Q8N6Y2 LRC17_HUMAN NA 1 AATGGGAAAAAA 0.337

- 3 838_842 3vja.2_Frame_Shift NM_003391 NP_003382 P09544 WNT2_HUMAN NA 7 TCTGGCAtcctttcct 0.424

+ 6 1464 p.P226fs|ZNF398_ NM_170686 NP_733787 Q8TD17 ZN398_HUMAN NA 1 GAGACACCCCCC 0.587

- 2 129 Shift_Del_p.N23fs|S NM_004935 NP_004926 Q00535 CDK5_HUMANProtein kinase NA 2 TCCCGGTTTTTGG 0.582

+ 1 793_795 NM_138400 NP_612409 Q5C9Z4 NOM1_HUMAN ization and f NA 0 cgaaagtgaggaggag 0.236

+ 12 1731 WDR60_uc010lqw.2 NM_018051 NP_060521 Q8WVS4 WDR60_HUMAN NA 4 TTTGGGAAAAAAA 0.328

- 16 3521_3523.E993del|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. NA 7 TCCGGCTCCTCCT 0.567

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN NA 7 TGTGCCTTTTTTT 0.408

+ 27 3072_3073gr.1_RNA|INTS8_u NM_017864 NP_060334 Q75QN2 INT8_HUMAN NA 0 GAGAAGGAAAAAA 0.332

+ 2 1053 3zvv.2_Frame_Shi NM_203299 NP_976044 Q5VYM1 CI131_HUMAN NA 0 ATGCCACCCCCCT 0.527

- 2 633 NM_005384 NP_005375 Q16649 NFIL3_HUMAN Basic motif. NA 0 TCCGCCTTTTTTC 0.423

+ 14 1576_1588 .W382fs|POMT1_u NM_007171 NP_009102 Q9Y6A1 POMT1_HUMAN MIR 3. NA 1 GAAGACCATCCTC 0.451

- 1 160_162 pz.2_In_Frame_De NM_020871 NP_065922 Q5VUJ6 LRCH2_HUMAN Gly-rich. NA 1 AGGGTCccgccgcc 0.34 rs111707157

- 2 574_575 AP_uc004esg.2_5'F NM_024528 NP_078804 Q8N5F7 NKAP_HUMAN NA 2 TCCAATTCTCTCTC 0.317

+ 2 555 fcr.2_Frame_Shift_ NM_002025 NP_002016 P51816 AFF2_HUMAN NA 5 GCACTTAAAAAAA 0.378

- 4 1243_1245 IP1_uc010oid.1_R NM_024700 NP_078976 Q8TAD8 SNIP1_HUMAN Poly-Glu. 2 CTTCTTCCTCCTC 0.448

+ 3 634 me_Shift_Del_p.Y4 NM_003672 NP_003663 Q9UNH5 CC14A_HUMAN A. 1 GTTTCTATGCAGA 0.284

- 4 796 epj.2_Frame_Shift_ NM_001461 NP_001452 P49326 FMO5_HUMAN 3 ATCTCCTTTTTCC 0.473

- 2 4369_4370e.1_In_Frame_Ins_ NM_007113 NP_009044 Q07283 TRHY_HUMAN proximate tandem repeats. 5 GCTCCTGGCGCA 0.564

- 2 3480_3482wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 GCCTTCTCTTCTC 0.172

+ 20 6213 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16 TGTAATCCCCCCC 0.468

+ 7 1345 _p.K95fs|FAM5B_u NM_021165 NP_066988 Q9C0B6 FAM5B_HUMAN 6 CTGCTGAAAAGG 0.592

- 1 369 NK2_uc010pqs.1_F NM_018208 NP_060678 Q9NVF9 EKI2_HUMAN 2 AGGTGAAAGGAC 0.672

- 15 2268 NM_001618 NP_001609 P09874 PARP1_HUMANRP alpha-helical. 10 CAGCTTCCCCAAG 0.597

+ 1 408 2L13_uc001ids.2_In NM_001004686 NP_001004686 Q8NH16 OR2L2_HUMAN Name=3; (Potential). 3 CTTCTTGACTTTA 0.308

+ 5 1149 ZNF365_uc001jlz. NM_014951 NP_055766 Q70YC4 TALAN_HUMAN 2 CACCTGAAAAAGG 0.567

- 4 1313 p.S264fs|FAM53B_ NM_014661 NP_055476 Q14153 FA53B_HUMAN 2 TGCGGGAAAGGC 0.572

- 25 4223 p.N1311fs|NUP98_ NM_016320 NP_057404 P52948 NUP98_HUMAN 12 GGGCTGTTTTTTT 0.512

- 2 491_492 NM_003737 NP_003728 Q96JQ0 PCD16_HUMAN 5 agcagcagcagcagca 0.52

+ 1 84_85 rf80_uc001ojh.2_5 NM_024650 NP_078926 Q8N6T0 CK080_HUMAN 0 AGGAGGGggcggc 0.569

+ 5 552 orf54_uc001peh.2_ NM_014039 NP_054758 Q9H0W9 CK054_HUMAN 0 TAAACCAAAAAAA 0.353

+ 3 1103 NM_018039 NP_060509 Q6B0I6 KDM4D_HUMAN Poly-Lys. 0 TACCATAAAAAAA 0.453

- 17 3723_3726 vv.1_Frame_Shift_ NM_002519 NP_002510 Q14207 NPAT_HUMAN 2 TTTTTGGTCATTTC 0.358

- 10 1165 _p.G89fs|TMPRSS NM_030770 NP_110397 Q9H3S3 TMPS5_HUMAN .|Extracellular (Potential). 1 GTGTGGCCCCAG 0.652

- 4 745_747 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TCCTGGAGGAGG 0.611

- 4 562_564 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS]- 0 TCCTGGAGGAGG 0.606

- 3 441_442 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS] 0 TTTCCTGGAGGT 0.604

- 3 626_628 NM_006248 NP_006239 0 TCCTGGAGGAGG 0.591

- 2 149_151 5'UTR|CASC1_uc0 NM_001082973 NP_001076442 Q6TDU7 CASC1_HUMAN Glu-rich. 2 CGTCTCTCCTCCT 0.365

- 8 3259_3261 224YQ>*|NCKAP5 NM_001037806 NP_001032895 Q9HCH0 NCK5L_HUMAN 1 CACCTTGGTACAT 0.66

+ 1 298 NM_001005497 NP_001005497 A6NL08 O6C75_HUMAN Name=3; (Potential). 3 TCAGCTATTTTTTT 0.438

+ 3 227 nk|MARS_uc001so NM_004990 NP_004981 P56192 SYMC_HUMAN 5 GCAGATATTTTTTT 0.488

- 13 2872 NM_024312 NP_077288 Q3T906 GNPTA_HUMAN 2 GAAATACTTTTTTT 0.353

- 9 807 me_Shift_Del_p.Q5 NM_138341 NP_612350 Q8NCL8 TM116_HUMAN 1 AGTTTTGGAAACA 0.368



- 8 694 E2_uc001ume.2_In NM_199254 NP_954863 Q6XPS3 TPTE2_HUMAN ical; (Potential). 0 AATGTCAAAAAAA 0.303

+ 18 2222_22230aba.2_Frame_Shif NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN lasmic (Potential). 0 CAAAATTAAAAAAA 0.351

+ 2 318 NM_015678 NP_056493 Q8NFP9 NBEA_HUMAN 11 cggcaccgggggcagc 0.557

- 29 3774 BCC4_uc010afk.2_ NM_005845 NP_005836 O15439 MRP4_HUMAN C transporter 2. 4 CCCGGATTTTTTT 0.378

+ 1 371 VM_uc010agc.2_In NM_000123 NP_000114 P28715 ERCC5_HUMAN 7 AATCTATAAAACT 0.428

- 2 376 01wrg.1_5'UTR|HE NM_015473 NP_056288 Q86XA9 HTR5A_HUMAN 1 ACTTTCTTTAGCT 0.373

+ 2 609 3C_uc001wss.2_5 NM_014672 NP_055487 O15091 MRRP3_HUMAN 0 TTCCTCATTTTTTT 0.423

- 16 3454 2cvw.2_Frame_Shi NM_004380 NP_004371 Q92793 CBP_HUMAN p.I1084fs*15(1) 127 GCCTACTTTTTTT 0.398

+ 7 1037_1039p.K238del|UBN1_u NM_001079514 NP_001072982 Q9NPG3 UBN1_HUMAN Lys-rich. 2 TAAGGAGAAGAAG 0.453

- 6 570_571 2dxx.2_5'UTR|SEP NM_052838 NP_443070 Q8WYJ6 SEPT1_HUMAN 1 CTGGATGTTCTTC 0.594

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

+ 8 752 p.A123fs|LGALS9_ NM_009587 NP_033665 O00182 LEG9_HUMAN 0 ACTCCCGCCATCC 0.587

- 14 1854 2itf.2_Frame_Shift_ NM_001130528 NP_001124000 O60271 JIP4_HUMAN 5 TTGACCTTTTTTT 0.323

+ 1 434 M1D_uc010ddm.1_ NM_003620 NP_003611 O15297 PPM1D_HUMANwith CHEK1.|PP2C-like. 1 GGTGGCAGCCC 0.522

+ 1 455_457 E138del|BPTF_uc0 NM_182641 NP_872579 Q12830 BPTF_HUMAN 4 GAGAGCgaggagga 0.384

- 20 2662 1_uc002jzo.1_Fram NM_014984 NP_055799 Q9UPN4 AZI1_HUMAN 4 TGCCTCAGCTCTT 0.662

- 8 855 NM_005570 NP_005561 P49257 LMAN1_HUMAN 1 GTGGGCTTTTTTT 0.294

- 5 625_626 _Shift_Del_p.A42fs NM_016368 NP_057452 Q9NPH2 INO1_HUMAN 2 TTGTCCGCGCGC 0.644

- 6 472 _p.P16fs|C19orf47 NM_178830 NP_849152 Q8N9M1 CS047_HUMAN 2 GCGCCTGGGGGG 0.612

- 1 NM_002516 NP_002507 Q9UNW9 NOVA2_HUMAN 0 CTCCATGGGGGG 0.401

+ 2 1058 NM_002030 NP_002021 P25089 FPR3_HUMAN Name=7; (Potential). 6 TTGGCCTTTTTTA 0.428

- 32 4507 NM_004850 NP_004841 O75116 ROCK2_HUMAN 4 GGAGCTGGGGGC 0.438

- 2 718 02rqx.2_Splice_Site NM_138394 NP_612403 Q8WVV9 HNRLL_HUMAN 1 ATCCTTACCATAT 0.408

+ 1 202 fez.1_Frame_Shift_ NM_144993 NP_659430 O43151 TET3_HUMAN 0 GTGGCCTTTTCGG 0.607

- 2 111 mr.2_Intron|DOK1_u NM_032603 NP_115992 P58215 LOXL3_HUMAN 0 AGCAGCCCCCAG 0.557

- 27 5465 uc002udp.2_Intron NM_002977 NP_002968 Q15858 SCN9A_HUMAN IV. 13 ATGAACTTTTTTT 0.423

+ 8 1077_1079 AJC10_uc002uoz. NM_018981 NP_061854 Q8IXB1 DJC10_HUMANThioredoxin 1. 4 CAGATCAAAGGA 0.32

- 6 598_600 0gdo.1_In_Frame_ NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN 5 GGTCTGCAGCTGT 0.429

- 15 1983 e|RBL1_uc002xgj. NM_002895 NP_002886 P28749 RBL1_HUMAN 10 GCATATCtaaaaaaa 0.282

+ 1 368_369 xjf.2_In_Frame_Ins NM_030919 NP_112181 Q9H4H8 FA83D_HUMAN 3 GGAGGGCgcggcg 0.619

+ 16 2099 OT10_uc010hfv.1_R NM_015442 NP_056257 Q9H9A5 CNOTA_HUMAN 2 TAGGATCAGACAA 0.368

+ 13 3220_3222 |NKTR_uc003clq.1 NM_005385 NP_005376 P30414 NKTR_HUMAN 3 TGAAGAGGAGGA 0.355

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 CTGGtctttctcctcctcc 0.394

- 4 709 me_Shift_Del_p.A NM_178824 NP_849146 Q8IV35 WDR49_HUMAN 3 TCATTGCCAACAA 0.408

- 2 5455 C4_uc003fvp.2_Int NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 ACAGGAAGAGGG 0.587

- 2 2132 vp.2_Intron|MUC4_ NM_018406 NP_060876 Q99102 MUC4_HUMAN 0 CTGTTGTTTTTGG 0.547

- 3 1028 168_uc010iah.2_5 NM_152617 NP_689830 Q8IYW5 RN168_HUMAN Glu-rich. 0 TTCGCCTTTTTTC 0.448

- 2 838_839 uc003hei.1_Intron NM_001073 NP_001064 O75310 UDB11_HUMAN 3 CTCCAACAAAATC 0.391

+ 1 71 NM_001133 NP_001124 P43652 AFAM_HUMAN 3 TTCTTGTTTTTTTT 0.313 rs145217978

+ 5 949_950 _p.Y271fs|ADAMTS NM_139056 NP_620687 Q8TE57 ATS16_HUMAN 8 GATGAGTATAAGT 0.48

+ 13 1510_1512p.E383del|PAM_uc NM_000919 NP_000910 P19021 AMD_HUMAN nooxygenase (By similarity) 0 AAACGAGAAGAAG 0.325

- 1 94_96 29506_uc010jfe.2_ NM_016459 NP_057543 Q8WU39 PERP1_HUMAN 0 GGCTCCcagcagca 0.527

- 7 1054 M26_uc010jry.2_5' NM_003449 NP_003440 Q12899 TRI26_HUMAN 3 CCGGTCTTTTTTT 0.483

+ 1 184_185 _uc003nyt.2_5'UTR NM_032454 NP_115830 P49842 STK19_HUMAN 4 GCGGGCAAACCC 0.634

- 5 1557_155976_377EE>E|DAXX NM_001350 NP_001341 Q9UER7 DAXX_HUMAN ial.|Necessary for interactio 23 ctcttcttcttcctcctcctcc 0.251

- 1 195_197 pob.1_In_Frame_D NM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6 AAGACGAGGAGG 0.655

+ 2 481 NM_001198 NP_001189 O75626 PRDM1_HUMAN p.?(1) 56 GCATCCTTACCAA 0.498



+ 3 337 rf16_uc011kaf.1_In NM_006658 NP_006649 O96001 GSUB_HUMAN 3 CAGACCAAAAAAA 0.438

- 2 382 OLM_uc003tka.1_5 NM_013284 NP_037416 Q9NP87 DPOLM_HUMAN BRCT. 3 GAGCTGGGGGG 0.637

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0 CCAGGCTTTTTTT 0.408

- 7 12205 p.P3972fs|PCLO_u NM_033026 NP_149015 Q9Y6V0 PCLO_HUMAN 7 TATCTTGGGCTCC 0.423

+ 3 535 Shift_Del_p.V114fs NM_000602 NP_000593 P05121 PAI1_HUMAN 3 GCTGGTCCAGGG 0.567

- 20 2915 _p.P781fs|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GGTATAGGGGGGG 0.483

- 5 4079_4081 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 AAACTTCATCATC 0.675

+ 3 299_300 L72fs|ADAM28_uc0 NM_014265 NP_055080 Q9UKQ2 ADA28_HUMAN 5 TTATTTGAAAAAAA 0.332

+ 19 2164 ame_Shift_Del_p.I6 NM_052832 NP_439897 Q8TE54 S26A7_HUMAN ytoplasmic (Potential). 2 AAACCAATTTTTTT 0.343

- 23 3681_3682p.K981fs|RGS22_u NM_015668 NP_056483 Q8NE09 RGS22_HUMAN Potential. 7 CTGCCAATTTTTT 0.312 rs7841915

- 5 777_778 p.G144fs|CRAT_uc NM_000755 NP_000746 P43155 CACP_HUMAN 1 TGGCTTCCCCCC 0.609

+ 4 514 uc004bxn.1_Intron NM_178001 NP_821068 Q15257 PTPA_HUMAN 3 aaaaggagcaggctgc 0.154

+ 1 788 mix.1_Frame_Shift_ NM_198270 NP_938011 Q6T4R5 NHS_HUMAN 7 CCTCTTCCAGGAG 0.692

- 1 573_574 33A_uc004efr.1_5 NM_004538 NP_004529 Q99457 NP1L3_HUMAN 2 ACGGGGCCCGCC 0.386

+ 4 1067_1069 1mrt.1_In_Frame_ NM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2 GGCTGAGGAGGA 0.488

+ 3 557_558 4ekm.2_Frame_Sh NM_024863 NP_079139 Q96EI5 TCAL4_HUMAN Glu-rich. 0 gaggatcagagagaga 0.144

+ 17 2287 _p.A621fs|SCNN1D NM_002978 NP_002969 0 GCTTCTGCCCTCA 0.701

- 23 2999_3000vqd.2_Frame_Shift NM_005529 NP_005520 P98160 PGBM_HUMANminin IV type A 2. 9 AGGGTCCAGATA 0.396

- 17 2052 wdz.2_Frame_Shif NM_194292 NP_919268 Q6UVJ0 SAS6_HUMAN 2 GGGTTTGGAAGA 0.388

+ 10 2124 ova.1_Frame_Shift NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 8. 2 CTGTCCAAAAAAA 0.363

+ 7 1724_1726me_Del_p.E466del| NM_005807 NP_005798 Q92954 PRG4_HUMAN repeats of K-X-P-X-P-T-T-X 1 CACCAAGGAGCCT 0.635

- 4 459_460 pmp.3_Frame_Shif NM_138789 NP_620144 Q8WWB5 PIHD2_HUMAN 1 TAACTGATTTTTTT 0.376

- 7 2967 _Shift_Del_p.Q250 NM_014758 NP_055573 Q92543 SNX19_HUMAN 4 GGTCTTGGGCTGG 0.562

- 20 2170 3_5'Flank|DDX12_ NM_004400 NP_004391 0 GGGGCAGGATGT 0.572

- 4 745_747 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN P-P-[PAQ]-Q-[GE]-[GD]- [NK 0 TCCTGGAGGAGG 0.611

- 3 441_442 u.1_Intron|PRB1_uc NM_005039 NP_005030 P04280 PRP1_HUMAN -[PAQ]-Q-[GE]-[GD]- [NKS] 0 TTTCCTGGAGGT 0.604

- 4 372 _p.E78fs|RERG_uc NM_032918 NP_116307 Q96A58 RERG_HUMAN 1 AGCCTTCCCCCCA 0.458

+ 4 1266 xex.3_Frame_Shif NM_021003 NP_066283 P35813 PPM1A_HUMAN 1 GATTTTGATCTGT 0.403

- 4 714 1xqc.2_Frame_Sh NM_001039479 NP_001034568 O15033 K0317_HUMAN Filamin. 5 ACCTCATAGGGG 0.557

+ 1 1107_11081_5'Flank|TMED8_ NM_001010860 NP_001010860 Q9P1V8 SAM15_HUMAN 0 AAATGAGAAAAAA 0.386 1283439;rs4903576

+ 13 1457_14590atj.2_In_Frame_D NM_198309 NP_938051 Q8TAM2 TTC8_HUMAN TPR 7. 0 CTGGTCAACAACA 0.537

- 1 65 rf102_uc001xyj.1_5 NM_017970 NP_060440 Q9H7Z3 CN102_HUMAN 3 GAGCCTCACTAAG 0.627

+ 6 2496 p.Q354fs|NFAT5_u NM_006599 NP_006590 O94916 NFAT5_HUMAN RHD. 0 ACACTGCAAACAC 0.378

+ 6 508_509 _p.W26fs|STXBP4_ NM_178509 NP_848604 Q6ZWJ1 STXB4_HUMAN PDZ. 1 CTGCTTGGGAGA 0.337

- 4 506 _p.N137fs|EXOC7 NM_001145297 NP_001138769 Q9UPT5 EXOC7_HUMAN 0 CACTTTGTTGAGT 0.542

- 2 1458 NM_005760 NP_005751 Q03701 CEBPZ_HUMAN 1 AACATCTTTTTTT 0.368

- 9 1986 NM_022168 NP_071451 Q9BYX4 IFIH1_HUMAN 1 ATTACCTTTTTTT 0.328

+ 18 2301 p.F610fs|OSBPL6_ NM_032523 NP_115912 Q9BZF3 OSBL6_HUMAN 1 CTATTTCAGAGCA 0.453

- 17 2265 _p.S623fs|TNS1_u NM_022648 NP_072174 Q9HBL0 TENS1_HUMAN 4 CTTCCGAAAAGGA 0.587

+ 4 350 _p.L117fs|RQCD1_ NM_005444 NP_005435 Q92600 RCD1_HUMAN 2 TCCCACTTTTTTT 0.413

- 5 552_553 k.2_5'UTR|C20orf1 NM_001009984 NP_001009984 Q5TEA3 CT194_HUMAN 0 ACCTTGGGAGCT 0.436

+ 8 1224 _Shift_Del_p.G299 NM_022098 NP_071381 Q9NQH7 XPP3_HUMAN 0 TTCCCTGGGACAA 0.473

- 5 1900 63fs|TUBGCP6_uc NM_020461 NP_065194 Q96RT7 GCP6_HUMAN 4 TTCTTGAAGAGAA 0.622

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CCTGCTCACGTG 0.663

+ 1 3958_3959 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 9 0 CCTGCTCACACAC 0.668

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CAGGTCAAAAAAA 0.294

+ 8 715_716 NM_015325 NP_056140 Q9Y2F5 K0947_HUMAN Potential. 2 AAGGAATTTAAGAA 0.406



- 1 929_931 1_Intron|HNRNPA0 NM_006805 NP_006796 Q13151 ROA0_HUMAN Gly-rich. 0 gttgtaaccgccgccgc 0.261

+ 2 128_130 p.L24del|BTN2A2_ NM_006995 NP_008926 Q8WVV5 BT2A2_HUMAN 0 CAGCCTCcctcctcc 0.483

- 1 349_351 010kcc.2_Translatio NM_021244 NP_067067 Q9NQL2 RRAGD_HUMAN 3 CCAGctcatcctcctcc 0.493

+ 11 1314_1315MPCB_uc010liv.2_ NM_004279 NP_004270 O75439 MPPB_HUMAN 4 AAATGTTATGCTA 0.347

+ 11 2081_2082 kvv.1_Frame_Shift NM_053043 NP_444271 Q96EV2 RBM33_HUMAN Pro-rich. 1 CTGCCCACACAC 0.53

- 1 1746 _p.E227fs|RANBP6 NM_012416 NP_036548 O60518 RNBP6_HUMAN p.E579K(1) 3 ATTTTTCCTTCCC 0.393

- 13 2033_2034_p.P587fs|MAP3K6 NM_004672 NP_004663 O95382 M3K6_HUMAN NA 9 TGAGCCGGGGGG 0.663 793155;rs139401154

+ 3 249 AC1_uc010ohe.1_5 NM_004964 NP_004955 Q13547 HDAC1_HUMANone deacetyl NA 3 TGCTGAGGAGATG 0.458

+ 9 1706 01dur.2_Frame_Sh NM_020978 NP_066188 P19961 AMY2B_HUMAN NA 0 CAGTTTCAAAATG 0.333

+ 10 1080_1081 NM_001010883 NP_001010883 Q5T8I3 F102B_HUMAN NA 1 GTCCTGGGGGAA 0.302

- 4 848 0pbv.1_Frame_Sh NM_030920 NP_112182 Q9BTT0 AN32E_HUMANh (highly acid NA 0 CCTCCTCTTCAGA 0.393

- 13 1089 p.A298fs|ILF2_uc0 NM_004515 NP_004506 Q12905 ILF2_HUMAN DZF. NA 0 ACAGCTGGCATCA 0.463

+ 14 1753_1755 0pos.1_In_Frame_ NM_024420 NP_077734 P47712 PA24A_HUMAN PLA2c. NA 3 TCCTTTGATGATG 0.433

- 17 3001 p.E871fs|LAMB3_u NM_001017402 NP_001017402 Q13751 LAMB3_HUMANmain I.|Poten NA 6 GGGTCTCCAAGCG 0.582

- 4 784 001jod.1_Frame_S NM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. NA 1 CGGCCATTTTTTT 0.398

+ 7 1229 KZ_uc001nck.1_5'U NM_001105540 NP_001099010 Q13574 DGKZ_HUMANol-ester/DAG- NA 3 ACGACGCCAGGAC 0.642

- 1 174_176 _RNA|MMP1_uc01 NM_002421 NP_002412 P03956 MMP1_HUMAN NA 4 CAGAACAGCAGCA 0.498

+ 1 422 NM_175854 NP_787050 Q58A45 PAN3_HUMAN polyadenylate NA 1 GGCTCTGGCTGG 0.746

+ 1 310 NM_021999 NP_068839 Q9Y287 ITM2B_HUMAN lasmic (Pote NA 0 CATCATCCCCCCC 0.721

- 7 1217_1219339SS>S|FOXN3_ NM_001085471 NP_001078940 O00409 FOXN3_HUMAN NA 3 GGCTGAGGAGGA 0.65 rs139532153

- 7 2023 wo.1_Frame_Shift_ NM_001002860 NP_001002860 Q9P203 BTBD7_HUMAN NA 1 CCAGCATTTTTTT 0.383

- 1 346 .1_Intron|SEPHS2 NM_012248 NP_036380 Q99611 SPS2_HUMAN NA 2 CCCTTCATGCCGG 0.726

+ 2 473_475 CD1_uc002gco.2_I NM_015253 NP_056068 Q658N2 WSCD1_HUMAN ical; (Potent NA 0 GCAGCCTGCTGC 0.68

+ 15 2007_2009me_Del_p.P190de NM_005892 NP_005883 O95466 FMNL_HUMAN Pro-rich. NA 1 GGTgcctccgccgccg 0.3

- 14 2528 AP3K14_uc002iiu. NM_003954 NP_003945 Q99558 M3K14_HUMAN NA 8 TGTCATCCGACAG 0.582

+ 25 3766 E_uc010wpj.1_Fra NM_000789 NP_000780 P12821 ACE_HUMAN cellular (Pote NA 4 GGGCCTGGACCTG 0.612

+ 11 1514_1515 NM_001001664 NP_001001664 Q6IQ16 SPOPL_HUMAN NA 3 CCTTTCGAGCAC 0.421

- 1 1023_1024THBD_uc002wsu.1 NM_000361 NP_000352 P07204 TRBM_HUMAN Extracellular NA 0 TCGTTGCAGGAC 0.713 rs151272584

+ 7 1073 p.Q177fs|DOK5_uc NM_018431 NP_060901 Q9P104 DOK5_HUMAN NA 1 CGCTTGCAAGGTA 0.667

+ 28 5463 zjj.2_Frame_Shift_D NM_006031 NP_006022 O95613 PCNT_HUMAN Potential. NA 8 CGTGGGCAGGCC 0.706

+ 7 1806_1817atq.1_In_Frame_De NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN NA 1 CCTCCAGAACCT 0.599

+ 7 1953_1961 atq.1_In_Frame_D NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN NA 1 AGCCTCCAGAACC 0.589

- 10 1116 p.N255fs|ARFGAP NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN NA 1 TCAACATTTTTTT 0.224

- 4 998 0htg.2_Frame_Shif NM_001017395 NP_001017395 O94876 TMCC1_HUMAN NA 1 ATAGCAGAGCTGG 0.438

+ 1 185 0iar.2_Frame_Shift_ NM_033029 NP_149018 Q96KR4 LMLN_HUMAN NA 1 TCTACTCCCGTCT 0.687

+ 1 3897_3898 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN NA 0 CCTGCTCACGTG 0.663

+ 5 786_787 _p.V207fs|WFS1_u NM_001145853 NP_001139325 O76024 WFS1_HUMAN NA 2 CCAGGTCAACGA 0.649

- 6 1359_1360 NM_001237 NP_001228 P20248 CCNA2_HUMAN NA 1 CTGATGGCAAATA 0.391

- 16 2171 p.P668fs|DIAPH1_ NM_005219 NP_005210 O60610 DIAP1_HUMAN FH1. NA 1 GAGGTGGGGGG 0.612

+ 6 824 LHDC3_uc003otn. NM_057161 NP_476502 Q9BQ90 KLDC3_HUMAN Kelch 4. NA 1 CGAGTCTTTGACA 0.567

- 2 394 G5_uc003prg.2_5'U NM_004849 NP_004840 Q9H1Y0 ATG5_HUMAN NA 1 ATTCGTCCAAACC 0.383

- 3 371_372 BCL7B_uc003tyg.1 NM_001707 NP_001698 Q9BQE9 BCL7B_HUMAN NA 1 GAATTCAAGAAG 0.366

- 2 609_611me_Del_p.34_35SI> NM_006379 NP_006370 Q99985 SEM3C_HUMAN NA 1 ACAGATAGAACAA 0.355

- 37 4148 _p.S200fs|DOCK4_ NM_014705 NP_055520 Q8N1I0 DOCK4_HUMAN DHR-2. NA 4 CATCTTGCTCAGG 0.443

+ 2 644 nh.1_Frame_Shift_ NM_000245 NP_000236 P08581 MET_HUMAN ular (Potentia NA 159 ACTGCTGACATAC 0.522

+ 4 582_583 o.1_RNA|IDO2_uc0 NM_194294 NP_919270 Q6ZQW0 I23O2_HUMAN NA 2 GAGAGGCGCAGC 0.624

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN NA 7 TGTGCCTTTTTTT 0.408



- 13 1698 D2_uc003yqi.3_RN NM_014109 NP_054828 Q6PL18 ATAD2_HUMAN NA 2 TTCGTCAAAAAAA 0.413

- 2 154 3yqt.2_Frame_Shi NM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 1. NA 3 TCCTTTGCAGGCT 0.408

+ 3 610_612 3ysi.2_In_Frame_D NM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. NA 6 TCTACCAGCAGCA 0.611 rs61752959

- 11 3440 24_uc010mkb.2_In NM_194313 NP_919289 Q5T7B8 KIF24_HUMAN NA 1 GTTGCTGAAGACA 0.582

- 9 948 p.Q220fs|ALDH1A NM_000689 NP_000680 P00352 AL1A1_HUMAN NA 4 GGCCCTGGTGGTA 0.368

- 2 1659_1661 .2_In_Frame_Del_ NM_173691 NP_775962 Q4KMQ1 TPRN_HUMAN Glu-rich. NA 0 tcttcctcttcctcctcctcc 0.374

+ 15 2470 cyn.2_Frame_Shift NM_003159 NP_003150 O76039 CDKL5_HUMAN NA 6 TTCTCTACCATCA 0.373

+ 2 1213_12150nqm.1_In_Frame_ NM_006777 NP_006768 Q86T24 KAISO_HUMAN NA 3 ATGAAGAGGAGGA 0.433

+ 4 877_878 NM_024082 NP_076987 Q9BZD7 TMG3_HUMAN lasmic (Pote NA 4 CCAGTCGGGGGG 0.673 rs139807152

+ 3 432_433 PHACTR4_uc001b NM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0 TGGAGGAAAAAA 0.391

+ 7 1426_1427me_Shift_Del_p.H3 NM_005012 NP_005003 Q01973 ROR1_HUMAN xtracellular (Potential). 19 TATCCCCACACAC 0.554

+ 10 2124 ova.1_Frame_Shift NM_001144937 NP_001138409 Q5VTL7 FNDC7_HUMANonectin type-III 8. 2 CTGTCCAAAAAAA 0.363

+ 3 278 cj.2_Intron|S100A1 NM_006271 NP_006262 P23297 S10A1_HUMAN EF-hand 2. 0 TGCTGTGGACAAG 0.557

- 5 1175 MF1_uc010pjl.1_In NM_003037 NP_003028 Q13291 SLAF1_HUMAN (Potential).|Ig-like V-type. 2 TAAGGCTTTTTTT 0.433

+ 7 1748_1750me_Del_p.E474del| NM_005807 NP_005798 Q92954 PRG4_HUMAN ats of K-X-P-X-P-T-T-X.|29 1 TCCCAAGGAGCCT 0.635

+ 5 637 _p.G173fs|CTSE_u NM_001910 NP_001901 P14091 CATE_HUMAN 1 GCCAGGCCAGAC 0.542

- 4 784 001jod.1_Frame_S NM_017987 NP_060457 Q8WXA3 RUFY2_HUMAN RUN. 1 CGGCCATTTTTTT 0.398

- 1 106_108 AL1_uc001mns.2_ NM_138421 NP_612430 Q96ER3 SAAL1_HUMAN 0 GGCCACCTCCTC 0.67

+ 3 548_550 0rlo.1_In_Frame_D NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potential). 2 GTTCTTCCTCCTC 0.537

- 9 1657_16593_554PP>P|IFFO1 NM_080730 NP_542768 Q0D2I5 IFFO1_HUMAN Poly-Pro. 0 GCTTGGCGGCGG 0.601 rs144019095

- 1 174 NM_032656 NP_116045 Q8IY37 DHX37_HUMAN 1 CGGCTCGGGGGG 0.711

- 2 1785_1786_p.S437fs|LIG4_uc NM_002312 NP_002303 P49917 DNLI4_HUMAN 0 AACACGAGAGAG 0.48

+ 2 503 NM_020857 NP_065908 Q9P253 VPS18_HUMAN 3 CTTCCGAGCGCA 0.507

- 1 348_353 174B_uc002bsl.3_ NM_207446 NP_997329 Q3ZCQ3 F174B_HUMAN cellular (Potential). 0 TGTTGGAGCTGG 0.578 056278;rs111725167

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409

- 12 1561_1562zdf.1_Frame_Shift_ NM_004525 NP_004516 P98164 LRP2_HUMAN s B 1.|Extracellular (Potenti 29 CAACTGAAAAAA 0.317

- 6 791 PRKAG3_uc010fvy NM_017431 NP_059127 Q9UGI9 AAKG3_HUMAN CBS 1. 2 CACCAGGGGGG 0.652

+ 1 228_230 NM_138983 NP_620450 Q8TAK6 OLIG1_HUMAN Ser-rich. 1 CAGCCGCcctcctcc 0.552

- 1 1016_1017EP3_uc011aoy.1_5 NM_145174 NP_660157 Q7Z6W7 DNJB7_HUMAN Poly-Lys. 1 ACGCTTCTTTTTTT 0.381

+ 7 1464 339674_uc003bba. NM_004599 NP_004590 Q12772 SRBP2_HUMANBy similarity).|Cytoplasmic (P 4 TGATGTCCCCCCC 0.522

- 1 668_670 79QQ>Q|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Poly-Gln. 5 GGACTTGCTGCTG 0.571

- 10 1116 p.N255fs|ARFGAP NM_014570 NP_055385 Q9NP61 ARFG3_HUMAN 1 TCAACATTTTTTT 0.224

- 2 451 105fs|NCEH1_uc01 NM_001146276 NP_001139748 Q6PIU2 NCEH1_HUMANmenal (Potential). 0 ACGCGCTTTTTTT 0.507

- 8 1472 _p.L340fs|AASDH_ NM_181806 NP_861522 Q4L235 ACSF4_HUMAN 4 CGTCCCAAAAAAA 0.363 rs148777026

- 1 169 CNO_uc003jpv.2_R NM_021147 NP_066970 P22674 CCNO_HUMAN 0 GGGACAGGGGGT 0.716

- 6 830 53_splice|DEPDC1 NM_018369 NP_060839 Q8WUY9 DEP1B_HUMAN 1 AGTACTTACAATTT 0.351

+ 7 1394 NM_002439 NP_002430 P20585 MSH3_HUMAN 4 GGGACAAAAAAA 0.348

+ 6 1327_1328 _p.A223fs|LARP1_ NM_033551 NP_291029 Q6PKG0 LARP1_HUMAN 4 CCGTGGCCCCCC 0.644

- 2 222 fs|MIR1236_hsa-m NM_002904 NP_002895 P18615 NELFE_HUMAN 0 CAGTCCGGGGGG 0.547

+ 7 1137 3pxy.1_Frame_Shi NM_001029858 NP_001025029 Q5T1Q4 S35F1_HUMAN ical; (Potential). 1 TTCAGTCAACCTC 0.473

+ 30 5366 NM_003777 NP_003768 Q96DT5 DYH11_HUMAN m (By similarity). 15 TTCCATAAAAAAC 0.338

+ 7 1038 64fs|EGFR_uc010 NM_005228 NP_005219 P00533 EGFR_HUMAN .|ExtracellulaV30_R297>G( 9571 CACCTGCCCCCC 0.582

- 5 1204 y.2_Frame_Shift_D NM_000466 NP_000457 O43933 PEX1_HUMAN 2 ACCTAATTTTTTT 0.353

- 12 1587 NM_144651 NP_653252 A1KZ92 PXDNL_HUMAN-like C2-type 3. 2 TTTTCACCCCCAA 0.453

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

- 2 284 NM_001033723 NP_001028895 Q6ZNC4 ZN704_HUMAN 0 GAGACATTTTTTT 0.423

- 3 1842 _p.K471fs|ZHX1_u NM_007222 NP_009153 Q9UKY1 ZHX1_HUMAN uired for interaction with NF 1 TTTGTCTTTTTTG 0.393



- 13 1698 D2_uc003yqi.3_RN NM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2 TTCGTCAAAAAAA 0.413

+ 3 610_612 3ysi.2_In_Frame_D NM_002467 NP_002458 P01106 MYC_HUMAN Poly-Gln. 6 TCTACCAGCAGCA 0.611 rs61752959

+ 20 2671_2673p.E837del|CNKSR2 NM_014927 NP_055742 Q8WXI2 CNKR2_HUMAN ential.|Poly-Glu. 2 gaggaagaggaggag 0.379

+ 4 756 NM_001136273 NP_001129745 A6NM28 ZFP92_HUMAN C2H2-type 4. 0 GCTCCTGGAGCAC 0.697

- 4 396_398 _In_Frame_Del_p. NM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1 GAGCTCTCCTCCT 0.631

- 7 901_902 1_Intron|MST1P9_ NR_002729 0 CGCCCGCCCCCC 0.658

- 6 1559_1561RS4_uc010ofy.1_3' NM_005626 NP_005617 Q08170 SRSF4_HUMAN r-rich (RS domain). 0 TCTTCCTTCTTCT 0.325 rs138237342

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 TTAGAGTCTCTCT 0.406

+ 4 1436_1453 NM_000098 NP_000089 P23786 CPT2_HUMAN ial matrix (By similarity). 0 TAGTGGCAATGAG 0.546 rs142790440

- 12 1182_1183 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 GCTGATCTGAATTA 0.337

- 2 1873_1875wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN proximate tandem repeats. 5 CCTCCGGCTCCT 0.68

- 1 422_424 ox.1_In_Frame_De NM_002249 NP_002240 Q9UGI6 KCNN3_HUMAN Poly-Gln. 1 gctgctgttgctgctgctg 0.236

- 12 1570_1571 0907_uc009wrk.1_ NM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0 TGTCCCTCTCTC 0.396

+ 4 635_646 NM_001104548 NP_001098018 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

- 24 2573_2575 NM_014698 NP_055513 O94886 TM63A_HUMAN 2 TAGGTCTGCTGCT 0.626

- 5 1798 AGT_uc009xff.2_F NM_000029 NP_000020 P01019 ANGT_HUMAN 0 AAGCTCAAAAAAA 0.562

- 9 1499_1501 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2 TGCACCAGCAGCA 0.626

- 3 345 0rew.1_Frame_Shi NM_001001991 NP_001001991 Q6UXH9 PAMR1_HUMAN 2 AAGGTACCCCCCC 0.517

- 2 584 hift_Del_p.L154fs| NM_016506 NP_057590 Q9NVX7 KBTB4_HUMAN 2 CGGGCCAAAAACC 0.517

- 2 285_286 .2_Splice_Site|STX NM_003164 NP_003155 Q13190 STX5_HUMAN lasmic (Potential). 2 GTCACTGGGGGG 0.629

- 9 1226 DDX6_uc001puc.2 NM_004397 NP_004388 P26196 DDX6_HUMAN 1 AATTCTGGGGGG 0.426

+ 7 1559_1560EK1_uc009zbp.2_F NM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6 GGAAAGAAAAAA 0.361 rs35817404

- 3 539_541 NM_006248 NP_006239 0 GGGACTTGTTGTC 0.596

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

- 8 775 me_Shift_Del_p.I2 NM_153694 NP_710161 Q8IZU3 SYCP3_HUMAN tential.|Gln-rich. 0 ATCATAATTTTTTT 0.259

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTGACCACACACA 0.604

+ 1 1529_1531 NM_030979 NP_112241 Q9H361 PABP3_HUMAN 4 GTCctgcagctgctgct 0.414

- 23 3282 f.1_RNA|TEP1_uc0 NM_007110 NP_009041 Q99973 TEP1_HUMAN 5 GCCACACCCCCC 0.587

+ 2 348 fs|APEX1_uc001vx NM_001641 NP_001632 P27695 APEX1_HUMANciation with rRNA, endoribon 4 CGTGGGAAAAAGG 0.557

+ 1 568_570 10_uc001whe.2_5' NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1 GCCACCCTCCTCC 0.67

+ 5 647_648 ame_Shift_Ins_p.E1 NM_002791 NP_002782 P60900 PSA6_HUMAN 0 TTCCTTGAAAAAA 0.406

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0 TGGGACTTTTTTT 0.373

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3 CCACACACCACCA 0.576

+ 2 2046_2048p.L591del|SLC24A1 NM_004727 NP_004718 O60721 NCKX1_HUMAN ical; (Potential). 0 AGAGCCTGCTGC 0.547

+ 2 1053 ron|APOB48R_uc0 NM_018690 NP_061160 Q0VD83 APOBR_HUMAN 0 CCTCAGGAGGGG 0.705 365499;rs67465726;rs71657822;rs441214

+ 9 960_962 me_Del_p.E294del NM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0 TGGATGAGGAGGA 0.562

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 AGctcctcatcctcctcct 0.389

+ 15 2170_2172p.E413del|SLC9A5 NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 AGTCTGAGGAGGA 0.571

+ 10 1188 vss.1_Frame_Shift_ NM_053013 NP_443739 P13929 ENOB_HUMAN 1 TGGCTGGGGGGT 0.567

+ 11 2629_26342gix.2_In_Frame_DNM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-rich. 2 GCCGTcaccaccac 0.364

+ 12 2232_22342gpz.2_In_Frame_ NM_016113 NP_057197 Q9Y5S1 TRPV2_HUMAN ical; (Potential). 1 CATGGTGCTGCTG 0.596

+ 14 4391 hrw.3_Frame_Shift_ NM_016507 NP_057591 Q9NYV4 CDK12_HUMAN Poly-Pro. 19 CCTGAGCCCCCC 0.562

- 1 96_98 2_5'Flank|TMEM99 NM_000421 NP_000412 P13645 K1C10_HUMANHead.|Gly-rich. 0 cctccacatcctcctcctc 0.409

- 1 279_280 NM_033188 NP_149445 Q9BYR2 KRA45_HUMANC-C-[GRQVCHIEK]- [SPTR] 0 aggtggtctggcagcag 0.139 265645;rs146438235

+ 15 2006_2007e_Ins_p.190_191in NM_005892 NP_005883 O95466 FMNL_HUMAN Pro-rich. 1 CGGTgcctccgccgc 0.292

+ 11 1588 10wku.1_Splice_Si NM_006310 NP_006301 P55786 PSA_HUMAN 0 ATAAGGTAAAAAA 0.337 rs142614305

- 5 1214_1216Q161del|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 GTTTGATctgctgctg 0.468



+ 4 651 .I120fs|LDLR_uc01 NM_000527 NP_000518 P01130 LDLR_HUMAN s A 4.|Extracellular (Potenti 4 CTGCATCCCCCAG 0.642

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1 TCCTGCTCCTCCT 0.64

+ 2 648_650 0egn.1_In_Frame_ NM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1 GACCTCACCACCA 0.685

- 1 177_179 wm.2_In_Frame_D NM_014400 NP_055215 O95274 LYPD3_HUMAN 1 CGCGAAGCAGCAG 0.675 rs141441894

- 9 2408_2410 0xyr.1_In_Frame_ NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN lasmic (Potential). 4 ACCCGTCCTCCT 0.616

- 2 333_335 2qdo.2_In_Frame_ NM_001145303 NP_001138775 Q7Z404 TMC4_HUMAN Extracellular (Potential). 1 CTCCATCCTCCTC 0.645

- 10 1701_170310erj.2_RNA|LILRB NM_005874 NP_005865 Q8N423 LIRB2_HUMAN ical; (Potential). 1 gaggaagaggaggag 0.488

+ 11 1757_1759me_Del_p.L480del NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN ical; (Potent p.L479del(1) 3 Atcctactgctcctcctcct 0.458

- 2 1150_1151 NM_152600 NP_689813 Q8NAF0 ZN579_HUMAN Gly-rich. 0 TTCTGCCCTTCT 0.574 478862;rs144853314

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 TGTCTTCCTCCTC 0.542

+ 3 759_761 02svy.2_In_Frame_ NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN lasmic (Potential). 3 CAGTGAGGAGGA 0.532

+ 7 1430_143102tic.1_Frame_Shif NM_005415 NP_005406 Q8WUM9 S20A1_HUMAN lasmic (Potential). 2 GCTCCAGAGAGA 0.515

+ 36 4261 tpr.2_Splice_Site_ NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 ATCAGGTAGGCCC 0.376

- 12 5661_5663.2_In_Frame_Del_ NM_014071 NP_054790 Q14686 NCOA6_HUMAN .|Gln-rich.|CREBBP-binding 7 TCATTtgttgctgctgc 0.498 895426;rs140426729

- 20 3323_3325p.Q944del|SFRS15 NM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GGTGgtggctgctgct 0.291

+ 7 1737_1739 3atq.1_In_Frame_ NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CAGAGCCTCCTCT 0.601

+ 7 2031_2033 3atq.1_In_Frame_ NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CAGAGCCTCCTCT 0.596

- 10 2571_2573EE>E|RANGAP1_u NM_002883 NP_002874 P46060 RAGP1_HUMAN cidic).|Asp/Glu-rich (highly a 0 tcttctccttcctcctcctcc 0.266

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich (acidic). 3 CTCACCCTCCTCC 0.734 rs72561774

- 4 1615_1616 40Q>QQ|QRICH1_ NM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 ACTTGGAgttgctgct 0.361

+ 21 3869 OBO2_uc011bgk.1 NM_002942 NP_002933 Q9HCK4 ROBO2_HUMAN lasmic (Potential). 11 CTACCTCCCCCCC 0.433

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0 ACAAAGATGATGA 0.507

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0 CTGCTCACACGT 0.658

+ 1 4053_4054 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 0 CTGCTCACACAC 0.658

- 15 1909 p.N566fs|PROM1_ NM_006017 NP_006008 O43490 PROM1_HUMANcellular (Potential). 7 CCTCTATTTTTTT 0.428

+ 4 994_996 p.Q279del|MMRN1_ NM_007351 NP_031377 Q13201 MMRN1_HUMAN Poly-Gln. 4 AGCTGAGCAGCAG 0.448

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMAN Name=3; (Potential). 1 TTGAATATTTTTTT 0.393

+ 15 2059_2060_p.T567fs|SDHA_u NM_004168 NP_004159 P31040 DHSA_HUMAN 0 AAAACTTTGAACG 0.431 rs112307877

+ 7 1303_1304 tron|LOC285830_u NM_001098479 NP_001091949 P30511 HLAF_HUMAN 0 GATCTTGTTTTTTT 0.535

- 2 531_533 rb.3_In_Frame_De NM_001134870 NP_001128342 Q6NYC8 PHTNS_HUMAN Poly-Gln. 0 CGTtgttgttgctgctgct 0.547

- 2 1592_1593 odz.2_5'Flank|TAP NM_005453 NP_005444 O15209 ZBT22_HUMAN 1 CCCGTCCCCACTG 0.629

- 40 6082_6083 NM_014611 NP_055426 Q9NU22 MDN1_HUMAN 10 ACTCACCTTTTTTT 0.401

- 1 195_197 pob.1_In_Frame_D NM_145331 NP_663304 O43318 M3K7_HUMAN Poly-Ser. 6 AAGACGAGGAGG 0.655

- 1 310_312 rame_Del_p.72_73 NM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 ggggtggcgatggtggt 0.527 rs10951154

+ 1 403_405 uc003tbl.3_5'Flank NM_002047 NP_002038 P41250 SYG_HUMAN 1 CCGCTCTGCTGCT 0.749

+ 5 1249 _p.P231fs|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCCCCCACACAGG 0.657 rs147779783

+ 1 478_480 3ugm.2_5'Flank|uc NM_198467 NP_940869 Q6PCB5 RSBNL_HUMAN Poly-Ala. 1 CTGCCCGCCGCC 0.685

- 9 1592 p.G185fs|MCM7_u NM_005916 NP_005907 P33993 MCM7_HUMAN MCM. 0 TCCACACCCCCG 0.502

+ 3 9487_9489 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 ATTCATCTCCTACA 0.493

+ 3 9663_9664 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 ACTTCATCTACAA 0.5

- 15 1999_2001o.1_In_Frame_Del_ NM_015356 NP_056171 Q14160 SCRIB_HUMAN g to adherens junction and 5 ctaccctcttcctcctcctc 0.478

+ 10 3752_3754 .1_In_Frame_Del_ NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 AGAAGAGGAGGA 0.463

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26 TTGGCCTTTTTTT 0.478

+ 3 1021_10234bag.1_In_Frame_ NM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 tcaccatcaccaccacc 0.483

+ 3 630 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0 ATTGAGGTGTGTG 0.594

+ 5 629 NM_001807 NP_001798 P19835 CEL_HUMAN 1 GCCTTCGGGGGG 0.642

+ 3 392 1mkk.1_Frame_Sh NM_004615 NP_004606 P41732 TSN7_HUMAN ical; (Potential). 1 GCATTTCAGGGTT 0.423



- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

+ 4 1067_1069 1mrt.1_In_Frame_ NM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2 GGCTGAGGAGGA 0.488

+ 5 1012_101404elx.2_In_Frame_ NM_207318 NP_997201 Q6PEV8 F199X_HUMAN Ser-rich. 1 AGCGCCAGCAGC 0.567

+ 2 310_311 1_5'Flank|LOC1003 NM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1 GGAGCAGGGAGT 0.49 rs113356560

- 3 274_276 4fen.2_Intron|CD99 NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ar (Potential).|Poly-Thr. 3 GGTTGTGGTGGT 0.552

- 4 451_460 _p.A166fs|BCAP31 NM_001139441 NP_001132913 P51572 BAP31_HUMANmenal (Potential). 0 TTCCTCTGGGCAC 0.552

- 2 90 ame.2_Frame_Shif NM_000983 NP_000974 P35268 RL22_HUMAN 0 TGCTTCTTTTTTT 0.398

- 4 396_398 _In_Frame_Del_p. NM_001042663 NP_001036128 O94827 PKHG5_HUMAN Poly-Glu. 1 GAGCTCTCCTCCT 0.631

+ 4 817 1aug.1_Frame_Sh NM_001103170 NP_001096640 Q5VUY0 ADCL3_HUMAN 0 GCTACTGTTTTTT 0.458 rs7513079

- 7 901_902 1_Intron|MST1P9_ NR_002729 0 CGCCCGCCCCCC 0.658

+ 14 1261 _p.I350fs|RPS6KA1 NM_002953 NP_002944 Q15418 KS6A1_HUMAN kinase C-terminal. 1 AGGCATCCCCCCC 0.672

+ 3 699_701 NM_018053 NP_060523 Q9H6D3 XKR8_HUMAN ical; (Potential). 0 GGAACCTGCTGCT 0.665

- 6 1559_1561RS4_uc010ofy.1_3' NM_005626 NP_005617 Q08170 SRSF4_HUMAN r-rich (RS domain). 0 TCTTCCTTCTTCT 0.325 rs138237342

- 6 1205 RS4_uc010ofy.1_3' NM_005626 NP_005617 Q08170 SRSF4_HUMAN r-rich (RS domain). 0 TGTTTTGGATCTT 0.443

- 4 520 _p.M98fs|ZMYM6_ NM_007167 NP_009098 O95789 ZMYM6_HUMAN 3 AAAGCATTTTTTTA 0.453

+ 8 1361_13621byu.2_Frame_Shi NM_005095 NP_005086 Q5VZL5 ZMYM4_HUMANMYM-type 2. 5 GAACTGAAAAAAA 0.342

- 3 179 1_5'UTR|INPP5B_ NM_005540 NP_005531 P32019 I5P2_HUMAN 1 GGCTGTCCCCCTC 0.687

+ 1 136_137 NM_001008740 NP_001008740 Q7Z6W1 TMCO2_HUMAN 1 TTAGAGTCTCTCT 0.406

- 4 379 s|STIL_uc001crd.1_ NM_003035 NP_003026 Q15468 STIL_HUMAN 3 GACGAATTTTTTT 0.303 rs144192357

+ 4 1436_1453 NM_000098 NP_000089 P23786 CPT2_HUMAN ial matrix (By similarity). 0 TAGTGGCAATGAG 0.546 rs142790440

- 12 1182_1183 NM_015306 NP_056121 Q9UPU5 UBP24_HUMAN 13 GCTGATCTGAATTA 0.337

+ 23 2276_22781dge.1_In_Frame_ NM_015978 NP_057062 Q59H18 TNI3K_HUMAN Poly-Ser. 10 CTCACCTTCTTCT 0.473

- 3 841 NM_003921 NP_003912 O95999 BCL10_HUMAN CARD. 2 TGAGTATTTTTTT 0.343

+ 2 248_249 osw.1_Frame_Shift NM_003503 NP_003494 O00311 CDC7_HUMAN 5 GCTCTTTAAAAAAA 0.406

- 10 3781_3783egq.1_In_Frame_D NM_001007237 NP_001007238 O75054 IGSF3_HUMAN 8.|Extracellular (Potential). 2 CTGTTGGgtcgtcgt 0.478 rs55719879

- 1 2523 NM_021794 NP_068566 Q9UKF2 ADA30_HUMAN lasmic (Potential). 3 CGGTTACTTTTTTT 0.358

+ 3 190 0oyd.1_Intron|NBP NM_001037675 NP_001032764 Q3BBV1 NBPFK_HUMAN 0 ACCTCAAAGAGAT 0.47

+ 3 513_515 nj.2_Intron|HFE2_u NM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1 ACTTCGAGGAGGA 0.626

+ 14 2499 _Shift_Del_p.G778f NM_019032 NP_061905 Q6UY14 ATL4_HUMAN TSP type-1 2. 2 GAATTTGGGGGGG 0.692 rs149280379

- 1 643_645 p.E61del|MCL1_uc NM_021960 NP_068779 Q07820 MCL1_HUMAN PEST-like. 0 ACTCGTCCTCCTC 0.635

- 2 2734_2736wne.1_In_Frame_D NM_007113 NP_009044 Q07283 TRHY_HUMAN 30 AA tandem repeats. 5 TGTAGCTCCTCCT 0.586 rs143222885

+ 1 171_176 NM_178356 NP_848133 Q5TA78 LCE4A_HUMAN Cys-rich. 0 GGCTGTGGTTGC 0.578 269814;rs74871420;rs79268808

+ 9 1991_199227A3_uc009won.2_ NM_024330 NP_077306 Q5K4L6 S27A3_HUMAN 1 CTGCGTCCCCCC 0.619

- 12 1570_1571 0907_uc009wrk.1_ NM_014949 NP_055764 Q7Z7F0 K0907_HUMAN 0 TGTCCCTCTCTC 0.396

- 2 1126 1fpt.1_Frame_Shif NM_030980 NP_112242 Q9H9L3 I20L2_HUMAN Exonuclease. 2 GGTTGAGGGGGG 0.557

- 1 400 uc001fxm.2_5'UTR NM_001025598 NP_001020769 Q7Z6I6 RHG30_HUMAN 3 GCACCCAAAAACC 0.632

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 ATGAGCACCACCA 0.571

- 6 1357_1359_p.V32del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 CACACCCACCACC 0.606

- 6 1125_1127 NM_005814 NP_005805 Q99795 GPA33_HUMAN ic (Potential).|Poly-Cys. 0 CTCGGCAGCAGC 0.567

- 5 1433 p.K421fs|C1orf114_ NM_021179 NP_067002 Q5TID7 CA114_HUMAN 0 TCGTGCTTTTTTT 0.363

+ 20 6213 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN Sushi 5. 16 TGTAATCCCCCCC 0.468

+ 8 1233_1234 9wxs.2_Frame_Sh NM_000721 NP_000712 Q15878 CAC1E_HUMAN lasmic (Potential). 6 GCCAAAGAGAGA 0.51

- 2 1361_1363 .2_Intron|RGL1_uc NM_203454 NP_982279 Q8WW27 ABEC4_HUMAN 0 TCCCTTTCTTCTT 0.419 rs141411396

+ 14 4052 Q1250fs|CAMSAP NM_203459 NP_982284 Q08AD1 CAMP2_HUMAN 4 TAAAACAAAAAAA 0.368

+ 22 2922_2924 NM_018085 NP_060555 Q96P70 IPO9_HUMAN 2 gaggaagaggaggag 0.33

+ 4 635_646 NM_001104548 NP_001098018 0 gTagcagcagcagcag 0.283 30217;rs72359595;rs150848171

- 20 2967_2969831QQ>Q|INTS7_u NM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0 TGCGTTGCTGCTG 0.443



- 24 2573_2575 NM_014698 NP_055513 O94886 TM63A_HUMAN 2 TAGGTCTGCTGCT 0.626

- 5 1798 AGT_uc009xff.2_F NM_000029 NP_000020 P01019 ANGT_HUMAN 0 AAGCTCAAAAAAA 0.562

+ 14 1271 _p.T389fs|KMO_uc0 NM_003679 NP_003670 O15229 KMO_HUMAN ical; (Potential). 2 GGTCACTTTTTCC 0.348

- 37 12102_12104K3_uc010qih.1_In NM_020987 NP_066267 Q12955 ANK3_HUMAN Thr-rich. 19 tggtggtagtggtggtgg 0.291

+ 25 3716 _p.D924fs|ZMIZ1_u NM_020338 NP_065071 Q9ULJ6 ZMIZ1_HUMAN 4 CTGGACCCCCCC 0.557

- 3 1355 kgo.1_Frame_Shif NM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0 TACGGCTTTTTTT 0.438

+ 14 2864 L43_uc010qpu.1_In NM_017893 NP_060363 Q9NTN9 SEM4G_HUMAN lasmic (Potential). 1 TCCTGGAAAAAAG 0.562

+ 3 629_631 ame_Del_p.S197de NM_032429 NP_115805 Q9BRK4 LZTS2_HUMANentrosomal localization (By s 4 GGCCCTGcctcctc 0.557

+ 9 6800 c001lfz.2_Frame_S NM_206862 NP_996744 O95359 TACC2_HUMAN 10 CAGAGACCCCCC 0.522

- 9 1499_1501 XM2_uc001lhj.2_R NM_198148 NP_937791 Q8N436 CPXM2_HUMAN Poly-Leu. 2 TGCACCAGCAGCA 0.626

+ 1 735_736 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 AGGGCCAGGCAC 0.708 rs138894859

+ 5 471_473 _p.L92del|TSPAN4 NM_003271 NP_003262 O14817 TSN4_HUMAN ical; (Potential). 1 TCTTCCTGCTGCT 0.65 rs61867552

+ 1 310_312 NM_178168 NP_835462 Q9H207 O10A5_HUMAN Name=3; (Potential). 3 ATGTATTTCTTCTT 0.517

+ 1 268_270 NM_001004460 NP_001004460 Q9H208 O10A2_HUMAN Name=3; (Potential). 1 ATGTATTTCTTCTT 0.517

+ 2 423 NM_152316 NP_689529 Q8N8R7 CK046_HUMAN 0 TTAGCCAAAAAAA 0.338

+ 1 525 NM_001003750 NP_001003750 Q8N0Y5 OR8I2_HUMAN cellular (Potential). 1 CAATCATTTTTTT 0.443 rs112181516

+ 3 548_550 0rlo.1_In_Frame_D NM_004265 NP_004256 O95864 FADS2_HUMAN ical; (Potential). 2 GTTCTTCCTCCTC 0.537

+ 4 543_544 NM_004585 NP_004576 Q9UL19 TIG3_HUMAN 1 AGATACCAAAAAAA 0.54 rs74932327

- 5 412_414 9_uc001ocz.1_5'Fla NM_001997 NP_001988 P35544 UBIM_HUMAN 0 ACCTGTCTTCTTC 0.542 rs1065065

+ 17 3442_3444rpn.1_In_Frame_D NM_012308 NP_036440 Q9Y2K7 KDM2A_HUMAN 9 gaggaagaggaggag 0.473

+ 3 321_323 me_Del_p.E98del| NM_033388 NP_203746 Q8NAA4 A16L2_HUMAN 0 TGGCAGGAGGAG 0.591

+ 9 1297 me_Shift_Del_p.S NM_020193 NP_064578 Q7Z589 EMSY_HUMAN nteraction with BRCA2. 6 TTCCTTCCCCCAA 0.408

- 5 675 NM_002426 NP_002417 P39900 MMP12_HUMAN 0 AACAAGTGGTGC 0.416 9197361;rs35342965

+ 17 2405_24071pkl.1_In_Frame_D NM_004398 NP_004389 Q13206 DDX10_HUMAN 4 ATTGGAGtgatgatg 0.31

+ 7 1559_1560EK1_uc009zbp.2_F NM_001114122 NP_001107594 O14757 CHK1_HUMANProtein kinase. 6 GGAAAGAAAAAA 0.361 rs35817404

- 22 3672_36741qfl.2_In_Frame_D NM_020228 NP_064613 Q9NQV6 PRD10_HUMAN Poly-Thr. 1 CCCGTTGGTGGTG 0.547

+ 3 1265 HDC5_uc009zjj.2_R NM_020782 NP_065833 Q9P2K6 KLDC5_HUMAN Kelch 5. 2 ATCGTGGGGGGG 0.592 rs145908611

+ 4 669 |FAR2_uc009zjm.2 NM_018099 NP_060569 Q96K12 FACR2_HUMAN 0 GGAGCCAAAAAAA 0.388

+ 4 1243_1245 NM_018169 NP_060639 Q9HCM1 CL035_HUMAN 2 AAAGACCTCCTCC 0.414 rs79406084

- 14 2006_2008F21A_uc001rlz.2_I NM_017641 NP_060111 Q7Z4S6 KI21A_HUMAN 7 TGTCAtcttcctcctcc 0.281

+ 1 371_373 ANO6_uc010slf.1_ NM_001025356 NP_001020527 Q4KMQ2 ANO6_HUMAN lasmic (Potential). 2 AAATGGAGGAGG 0.626

- 12 4127_4129ow.2_In_Frame_De NM_004719 NP_004710 Q99590 SCAFB_HUMAN Pro-rich. 0 GAGGGGGTGGTG 0.483

- 11 3063_3064 p.E611fs|SFRS2IP NM_004719 NP_004710 Q99590 SCAFB_HUMAN Arg-rich. 0 CTCCTTTCTCTCT 0.446

+ 2 157 40B_uc001ruq.1_F NM_001031698 NP_001026868 Q6NWY9 PR40B_HUMAN Pro-rich. 5 AGCTATCCCCCCC 0.607

+ 13 1098 c001sbo.1_Frame_ NM_170754 NP_736610 Q63HR2 TENC1_HUMANC2 tensin-type. 2 AGGCTTCCAGCCC 0.572

+ 4 553_555 9zmy.1_In_Frame_ NM_020547 NP_065434 Q16671 AMHR2_HUMAN ical; (Potential). 2 TCCTCCTGCTGCT 0.591

+ 1 306_308 NM_001005280 NP_001005280 Q8NGE5 O10A7_HUMAN Name=3; (Potential). 4 GATGTACTTCTTCT 0.414

+ 7 948_950 .L125del|SLC39A5 NM_173596 NP_775867 Q6ZMH5 S39A5_HUMAN lasmic (Potential). 2 TATCCCTGCTGCT 0.635

- 3 467_469 GOLGA2B_uc001t NM_017600 NP_060070 0 AGGCACCTCCTC 0.635

+ 17 2575_2577 NM_015267 NP_056082 O14529 CUX2_HUMAN Poly-Ser. 6 CGCTGTCCTCCTC 0.749

- 26 3014_3016 NM_006836 NP_006827 Q92616 GCN1L_HUMAN 4 ATCCACTCCTCCT 0.631

- 25 3416 SBNO1_uc010taq NM_018183 NP_060653 A3KN83 SBNO1_HUMAN 9 CTTCCATTTTTTTT 0.388

- 21 3042 0tbb.1_Frame_Shift NM_001077261 NP_001070729 Q9Y618 NCOR2_HUMAN 4 ACGATGGGGGG 0.652 rs12321697

+ 46 8261_826200_uc001ujm.2_In_ NM_015409 NP_056224 Q96L91 EP400_HUMANwith ZNF42 (By similarity). 12 agcagcaacagcagca 0.327 rs111782215

- 34 4381_4382_p.V250fs|POLE_u NM_006231 NP_006222 Q07864 DPOE1_HUMAN 8 TTGACCACACACA 0.604

- 8 694 E2_uc001ume.2_In NM_199254 NP_954863 Q6XPS3 TPTE2_HUMAN ical; (Potential). 0 AATGTCAAAAAAA 0.303

+ 1 1529_1531 NM_030979 NP_112241 Q9H361 PABP3_HUMAN 4 GTCctgcagctgctgct 0.414



+ 12 1143_1145 .Q376del|CDK8_u NM_001260 NP_001251 P49336 CDK8_HUMAN Poly-Gln. 5 AGAACCAGCAGCA 0.463

+ 7 941 SF3_uc001uqw.2_I NM_006646 NP_006637 Q9UPY6 WASF3_HUMAN 1 ACTAGGTGTGTG 0.475

+ 18 2223 aba.2_Frame_Shift NM_130806 NP_570718 Q8WXD0 RXFP2_HUMAN lasmic (Potential). 0 AAAATTAAAAAAA 0.348

- 14 3949_3950 C3H13_uc001vas. NM_015070 NP_055885 Q5T200 ZC3HD_HUMAN Potential. 2 cgtatctctcctctctctctc 0.178

+ 3 707_710 vbk.2_Frame_Shif NM_015116 NP_055931 Q9Y2L9 LRCH1_HUMAN LRR 3. 2 CCGCCCTGCCTG 0.436

- 15 2201_2202_p.K703fs|RBM26_ NM_022118 NP_071401 Q5T8P6 RBM26_HUMAN Potential. 1 TTACCTGTTTTTTT 0.332

+ 7 1388_1390 Site|TOX4_uc010tl NM_014828 NP_055643 O94842 TOX4_HUMAN Pro-rich.|Poly-Ala. 1 CAGCAGCTGCTG 0.581

+ 1 568_570 10_uc001whe.2_5' NM_014045 NP_054764 Q7Z4F1 LRP10_HUMAN 1 GCCACCCTCCTCC 0.67

+ 5 668_670 A|IRF9_uc010alj.2 NM_006084 NP_006075 Q00978 IRF9_HUMAN Poly-Ser. 1 ATTGGGagcagcag 0.448

+ 11 1225_1226 G2E3_uc010tpf.1_ NM_017769 NP_060239 Q7L622 G2E3_HUMAN 3 CCAAATTAAAAAAA 0.272

+ 2 505 e_Shift_Del_p.F28f NM_005930 NP_005921 O15320 CTGE5_HUMAN 0 GTTCTCTTTTTTT 0.373 rs75842899

- 11 2527 NM_018353 NP_060823 Q6P0N0 M18BP_HUMAN 0 TGGGACTTTTTTT 0.373

+ 16 1934 _p.D676fs|PLEKH NM_015549 NP_056364 A1L390 PKHG3_HUMAN 1 GATGGACCCCCCA 0.612

- 2 1567_1569orf43_uc010tud.1_ NM_194278 NP_919254 Q6PJG2 CN043_HUMAN o-rich.|Gln-rich. 5 AGGgctgcctgctgctg 0.473

+ 2 1168 NM_018228 NP_060698 Q9H8Y1 VRTN_HUMAN 0 CCACCGGGGGG 0.642

- 2 1971 _Shift_Del_p.K585 NM_001040108 NP_001035197 Q9UHC1 MLH3_HUMAN 2 TAGATTCTTTTTTT 0.358

- 13 2476_2478 0twc.1_In_Frame_ NM_007039 NP_008970 Q16825 PTN21_HUMAN Poly-Glu. 4 CCTCGTCCTCCTC 0.704

+ 13 1457_14590atj.2_In_Frame_D NM_198309 NP_938051 Q8TAM2 TTC8_HUMAN TPR 7. 0 CTGGTCAACAACA 0.537

- 10 982_984 .Q250del|ATXN3_u NM_004993 NP_004984 P54252 ATX3_HUMAN Poly-Gln. 0 GGTCCCCctgctgctg 0.325 474612;rs147904130

+ 1 607_609 NM_003403 NP_003394 P25490 TYY1_HUMAN /Glu-rich (acidic). 0 ggtgggcgaggaggag 0.34

- 3 310 _5'UTR|C15orf52_ NM_207380 NP_997263 Q6ZUT6 CO052_HUMAN 1 AGCCATCCCCCCC 0.647

- 2 1779 ron|ZFP106_uc010 NM_022473 NP_071918 Q9H2Y7 ZF106_HUMAN 3 CAGGGGAAAAAA 0.393

+ 10 1137 _p.Q215fs|ADAL_u NM_001159280 NP_001152752 Q6DHV7 ADAL_HUMAN 0 CAAACCAAAAAAA 0.453

+ 11 1380 _Shift_Del_p.L380f NM_014444 NP_055259 Q9UGJ1 GCP4_HUMAN 3 CATGTTGAAAACA 0.428

- 17 3106 p.K1025fs|SPG11_ NM_025137 NP_079413 Q96JI7 SPTCS_HUMANcellular (Potential). 5 TAACTCTTTTTTT 0.328

+ 7 4096_4098 NM_015042 NP_055857 O15014 ZN609_HUMAN Poly-His. 3 CCACACACCACCA 0.576

- 6 580 0bhb.2_Frame_Sh NM_001127889 NP_001121361 Q9NZD8 SPG21_HUMAN 0 GAACTATTTTTTT 0.378

+ 2 2046_2048p.L591del|SLC24A1 NM_004727 NP_004718 O60721 NCKX1_HUMAN ical; (Potential). 0 AGAGCCTGCTGC 0.547

+ 7 1140_1142 ame_Del_p.L345d NM_024505 NP_078781 Q96PH1 NOX5_HUMAN doreductase.|Helical; (Poten 2 TCGCTCTGCTGCT 0.626

- 8 1968_1970upw.1_In_Frame_D NM_198525 NP_940927 Q2M1P5 KIF7_HUMAN Poly-Glu. 3 TGGGCGGctcctcc 0.567

+ 6 919_920 Shift_Ins_p.S249fs NM_021168 NP_066991 Q96S21 RB40C_HUMAN 0 CCAGAGCCCCCC 0.678

- 10 895 NTAN1_uc010uzo. NM_173474 NP_775745 Q96AB6 NTAN1_HUMAN 0 ATCTTCATTTTTTT 0.383

+ 3 184_186 rf62_uc010vas.1_5 NM_020314 NP_064710 Q7Z3J2 CP062_HUMAN Ser-rich. 1 CCACGTCCTCCTC 0.562

- 2 667_668 2_5'Flank|IQCK_uc NM_001012991 NP_001013009 Q1ED39 CP088_HUMAN Lys-rich. 0 TGGTGGATTTTTT 0.535

- 11 1628_1630AH3_uc002die.2_In NM_017539 NP_060009 Q8TD57 DYH3_HUMAN m (By similarity). 18 CCGATCAGCAGCA 0.498

+ 11 1356_1358bxy.2_In_Frame_D NM_000418 NP_000409 P24394 IL4RA_HUMAN Cytoplasmic (Potential). 2 AGTGTGAGGAGGA 0.591

+ 9 960_962 me_Del_p.E294del NM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0 TGGATGAGGAGGA 0.562

+ 17 2641 Shift_Del_p.R819fs NM_173201 NP_775293 O14983 AT2A1_HUMANasmic (By similarity). 4 GACCGCCCCCCC 0.657

+ 30 3476_3478 L1022del|ITGAL_u NM_002209 NP_002200 P20701 ITAL_HUMAN ical; (Potential). 10 GGGGGCTGCTG 0.601

+ 13 3813_3815 NM_014712 NP_055527 O15047 SET1A_HUMAN Ser-rich. 3 AGctcctcatcctcctcct 0.389

- 2 749_751 me_Del_p.Q143de NM_002968 NP_002959 Q9NSC2 SALL1_HUMAN Poly-Gln. 8 TGGATCTGCTGCT 0.562

+ 3 278_280 0vho.1_In_Frame_ NM_020312 NP_064708 O75208 COQ9_HUMAN 1 CGGCGAGGAGG 0.576 rs149029279

+ 15 2170_2172p.E413del|SLC9A5 NM_004594 NP_004585 Q14940 SL9A5_HUMAN 2 AGTCTGAGGAGGA 0.571

+ 3 1005 .2_Intron|MARVEL NM_052858 NP_443090 Q96A59 MALD3_HUMANL.|Helical; (Potential). 1 CATCGCGGGGGG 0.582 rs150498655

- 10 10282_102842_In_Frame_Del_p NM_006885 NP_008816 Q15911 ZFHX3_HUMAN Poly-Gln. 4 acctgtggttgctgctgctg 0.522

+ 11 2629_26342gix.2_In_Frame_DNM_001080424 NP_001073893 O15054 KDM6B_HUMANo-rich.|Thr-rich. 2 GCCGTcaccaccac 0.364

+ 13 2245_2247p.K762del|CHD3_u NM_001005273 NP_001005273 Q12873 CHD3_HUMAN Poly-Lys. 1 AGTATAAGAAGAA 0.488



+ 12 2232_22342gpz.2_In_Frame_ NM_016113 NP_057197 Q9Y5S1 TRPV2_HUMAN ical; (Potential). 1 CATGGTGCTGCTG 0.596

+ 2 393_395 NM_018019 NP_060489 Q9NWA0 MED9_HUMAN Potential. 0 CCGAACAGCAGCA 0.581

- 1 233_235 dx.3_In_Frame_De NM_020772 NP_065823 Q7Z417 NUFP2_HUMAN His-rich. 4 ggtgatgatggtggtggt 0.276 rs1054145

+ 14 4391 hrw.3_Frame_Shift_ NM_016507 NP_057591 Q9NYV4 CDK12_HUMAN Poly-Pro. 19 CCTGAGCCCCCC 0.562

- 1 96_98 2_5'Flank|TMEM99 NM_000421 NP_000412 P13645 K1C10_HUMANHead.|Gly-rich. 0 cctccacatcctcctcctc 0.409

- 1 279_280 NM_033188 NP_149445 Q9BYR2 KRA45_HUMANC-C-[GRQVCHIEK]- [SPTR] 0 aggtggtctggcagcag 0.139 265645;rs146438235

- 9 1271 2hzi.3_Frame_Shift NM_012448 NP_036580 P51692 STA5B_HUMAN 6 CACCTGGGGGG 0.577 rs144993426

- 12 1542 hift_Del_p.G471fs| NM_001256 NP_001247 P30260 CDC27_HUMAN 5 AAATAACCTTTCC 0.368

+ 11 1588 10wku.1_Splice_Si NM_006310 NP_006301 P55786 PSA_HUMAN 0 ATAAGGTAAAAAA 0.337 rs142614305

- 1 262_264 NM_002145 NP_002136 P14652 HXB2_HUMAN 0 CGAAAGGAGGAG 0.542

- 21 4684_4686212EE>E|BZRAP1_ NM_004758 NP_004749 O95153 RIMB1_HUMAN Poly-Glu. 3 AGctcctcttcctcctcctc 0.468

- 6 506 _Shift_Del_p.N94fs NM_138619 NP_619525 Q9NZ52 GGA3_HUMANARF1 (in long isoform). 2 ACAGGGTTTTTGG 0.542

+ 9 844_846 002lhb.2_In_Frame NM_001144967 NP_001138439 Q96PU5 NED4L_HUMAN WW 1. 4 GAACTTCCTCCTC 0.498

- 6 1132_1134 NM_005934 NP_005925 Q03111 ENL_HUMAN Poly-Ser. 1 GAGAAGGAGGAG 0.65

- 11 1320_1321nfg.1_Frame_Shift_ NM_033417 NP_219485 Q9BT25 HAUS8_HUMAN 0 TGAACGAGAGAG 0.495

- 13 1932_1934 O8_uc010eap.2_R NM_020959 NP_066010 Q9HCE9 ANO8_HUMANCytoplasmic (Potential). 3 cctcctcgtcctcctcctc 0.197

- 2 165_166 2nhx.1_Frame_Sh NM_005535 NP_005526 P42701 I12R1_HUMAN cellular (Potential). 1 ATATGGCGGGTCC 0.564 978336;rs113524129

+ 7 1022 0xru.1_Frame_Shi NM_001114093 NP_001107565 Q8ND56 LS14A_HUMAN 1 GGTCATCGGGGTG 0.438

+ 1 111_113 NM_021175 NP_066998 P81172 HEPC_HUMAN 1 TCCTGCTCCTCCT 0.64

- 5 751_753 |ZNF569_uc002og NM_152484 NP_689697 Q5MCW4 ZN569_HUMAN KRAB. 3 CATGGTTCTTCTT 0.433

+ 8 1049_1051me_Del_p.K267de NM_174905 NP_777565 Q17RN3 FA98C_HUMAN 1 GTCGCAAGAAGAA 0.606

+ 2 648_650 0egn.1_In_Frame_ NM_003407 NP_003398 P26651 TTP_HUMAN P-P-P-P-G. 1 GACCTCACCACCA 0.685

- 2 202_204 NM_013376 NP_037508 Q9UHV2 SRTD1_HUMAN 0 TCCTTCTCCTCCT 0.453

- 1 177_179 wm.2_In_Frame_D NM_014400 NP_055215 O95274 LYPD3_HUMAN 1 CGCGAAGCAGCAG 0.675 rs141441894

+ 17 1960 pba.1_Frame_Shift_Del_p.P679fs Q96L34 MARK4_HUMAN 3 AAACCGCCCCCCG 0.642

- 6 2257_225902pdl.2_In_Frame_ NM_030785 NP_110412 Q9H0K4 RSH6A_HUMAN Glu-rich. 2 ctcctcgccctcctcctcc 0.438 rs62639328

- 2 1402_140402per.3_In_Frame_ NM_018215 NP_060685 Q86V59 PNML1_HUMAN 0 CTCACCTTCTTCT 0.562

- 9 2408_2410 0xyr.1_In_Frame_ NM_015063 NP_055878 Q9UPR5 NAC2_HUMAN lasmic (Potential). 4 ACCCGTCCTCCT 0.616

- 2 333_335 2qdo.2_In_Frame_ NM_001145303 NP_001138775 Q7Z404 TMC4_HUMAN Extracellular (Potential). 1 CTCCATCCTCCTC 0.645

- 10 1701_170310erj.2_RNA|LILRB NM_005874 NP_005865 Q8N423 LIRB2_HUMAN ical; (Potential). 1 gaggaagaggaggag 0.488

+ 11 1757_1759me_Del_p.L480del NM_006669 NP_006660 Q8NHL6 LIRB1_HUMAN ical; (Potent p.L479del(1) 3 Atcctactgctcctcctcct 0.458

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 TGTCTTCCTCCTC 0.542

- 2 234_236 HX57_uc002rrg.2_ NM_198963 NP_945314 Q6P158 DHX57_HUMAN Gly-rich. 3 gccacctccaccaccac 0.384

- 12 1400 NM_014709 NP_055524 Q70CQ2 UBP34_HUMAN 19 GTGTCTAAAAAAA 0.342

+ 1 96_98 2sda.2_In_Frame_ NM_203437 NP_982261 Q6ULP2 AFTIN_HUMAN 2 CAGAGGATGATGA 0.409

- 3 1648_1650002sit.3_In_Frame_ NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 GCCTTGGTGGTG 0.635

+ 1 147_152 2sjf.1_In_Frame_D NM_015120 NP_055935 Q8TCU4 ALMS1_HUMAN Glu-rich. 9 GAGCTggaggagga 0.403 rs72319667

- 4 737_739 02svr.2_In_Frame_ NM_017849 NP_060319 O75204 TM127_HUMAN 0 TCTTATGCTGCTG 0.557

+ 3 759_761 02svy.2_In_Frame_ NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN lasmic (Potential). 3 CAGTGAGGAGGA 0.532

- 6 1386 p.M392fs|REV1_uc NM_016316 NP_057400 Q9UBZ9 REV1_HUMAN 2 GTTTTCATTTTTTT 0.348

+ 6 2252_2253ted.2_Frame_Shift_ NM_181453 NP_852118 Q8IWJ2 GCC2_HUMAN Potential. 1 GTTCAGAAAAAA 0.307

- 7 738_740 2tfo.3_In_Frame_D NM_207181 NP_997064 O15259 NPHP1_HUMAN Glu-rich. 2 TTGGCCTTCTTCT 0.404

+ 7 1430_143102tic.1_Frame_Shif NM_005415 NP_005406 Q8WUM9 S20A1_HUMAN lasmic (Potential). 2 GCTCCAGAGAGA 0.515

+ 36 4261 tpr.2_Splice_Site_ NM_020120 NP_064505 Q9NYU2 UGGG1_HUMAN 1 ATCAGGTAGGCCC 0.376

+ 13 1538 F1_uc002txn.2_Fra NM_018151 NP_060621 Q5UIP0 RIF1_HUMAN 15 CCTTCCTTTTTTT 0.343

- 28 4326_4327 zcp.1_Frame_Shift NM_007366 NP_031392 Q13018 PLA2R_HUMAN (Potential).|C-type lectin 8. 3 TAAAGCCTTTTTTT 0.401

+ 2 422 el_p.N45fs|PPP1R NM_001080545 NP_001074014 Q8WVI7 PPR1C_HUMAN 0 GCATAACCCCCCA 0.388



+ 7 931 .1_Frame_Shift_D NM_000578 NP_000569 P49279 NRAM1_HUMAN ical; (Potential). 4 GGAAGCTTTTTTT 0.418

- 12 1511 _p.F418fs|DOCK10 NM_014689 NP_055504 Q96BY6 DOC10_HUMAN 2 ACTCACAAAAAAA 0.398

- 29 3477_34782vul.2_Frame_Shift NM_018218 NP_060688 Q9NVE5 UBP40_HUMAN 3 AATCTTGTTTTTTT 0.317

+ 2 175_177 NM_022134 NP_071417 Q9H3Q3 G3ST2_HUMAN type II membrane protein; 0 GGTCATCCTCCTC 0.631

+ 2 85_86 tj.1_RNA|FRG1B_uc010gdr.1_RNA|FRG1B_uc010ztk.1_Intron 0 ATGGAAAATATCTT 0.342

- 12 5661_5663.2_In_Frame_Del_ NM_014071 NP_054790 Q14686 NCOA6_HUMAN .|Gln-rich.|CREBBP-binding 7 TCATTtgttgctgctgc 0.498 895426;rs140426729

- 2 2489_2490 xus.1_Frame_Shif NM_004975 NP_004966 Q14721 KCNB1_HUMAN lasmic (Potential). 2 GCTTTTGGGGGG 0.545

- 1 737 me_Shift_Del_p.K25 NM_080618 NP_542185 Q8NI51 CTCFL_HUMAN 4 CAGGCCTTTTTCC 0.502

+ 30 1616 2ydn.2_Frame_Sh NM_001853 NP_001844 Q14050 CO9A3_HUMAN ical region 3 (NC3). 0 AAATTGCACAGTT 0.552

- 20 3323_3325p.Q944del|SFRS15 NM_020706 NP_065757 O95104 SFR15_HUMAN Poly-Gln. 0 GGTGgtggctgctgct 0.291

- 1 167_168 .1_Intron|C21orf29 NM_198688 NP_941961 P60371 KR106_HUMANAA repeats of C-C-X(3). 0 GGGGCCGGGGCG 0.688

- 24 5314 |MCM3AP_uc002z NM_003906 NP_003897 O60318 MCM3A_HUMAN 5 AAGCCGGGGGG 0.527

- 7 789_791 NM_016449 NP_057533 Q6PGQ1 CV043_HUMAN Asp-rich. 1 ACCTGGGcatcatca 0.261

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CTTGGCCTCCTCC 0.65

+ 7 2031_2033 3atq.1_In_Frame_ NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CAGAGCCTCCTCT 0.596

- 12 2566 gye.1_Frame_Shift NM_020831 NP_065882 Q969V6 MKL1_HUMAN Pro-rich. 5 TGCCAGGGGGG 0.612

- 10 2571_2573EE>E|RANGAP1_u NM_002883 NP_002874 P46060 RAGP1_HUMAN cidic).|Asp/Glu-rich (highly a 0 tcttctccttcctcctcctcc 0.266

- 1 871_873 p.S246del|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Ser-rich. 5 AAGGGAaggaggag 0.438

- 1 668_670 79QQ>Q|TCF20_u NM_005650 NP_005641 Q9UGU0 TCF20_HUMAN Poly-Gln. 5 GGACTTGCTGCTG 0.571

+ 5 477_479 NM_001197 NP_001188 Q13323 BIK_HUMAN Potential).|Helical; (Potentia 0 ctgctggcgctgctgctgc 0.562

+ 8 2694 Del_p.I807fs|GRM NM_000844 NP_000835 Q14831 GRM7_HUMAN Name=6; (Potential). 7 TTCCAATTTTTTTT 0.383

- 1 205_207 vg.1_In_Frame_De NM_004628 NP_004619 Q01831 XPC_HUMAN lu.|Glu-rich (acidic). 3 CTCACCCTCCTCC 0.734 rs72561774

+ 2 804 NM_003884 NP_003875 Q92831 KAT2B_HUMAN 3 CCCACTCCCCCCA 0.448

- 27 3223 t.2_RNA|CLASP2_ NM_015097 NP_055912 B2RTR1 B2RTR1_HUMAN 4 CACCCATTTTTTT 0.343

+ 5 750 _p.F199fs|PDCD6I NM_013374 NP_037506 Q8WUM4 PDC6I_HUMAN  with CHMP4A, CHMP4B a 2 AGAAGTATTTTTTT 0.368

+ 13 1544 e_Shift_Del_p.T254 NM_000249 NP_000240 P40692 MLH1_HUMAN action with ET495A(1)|p.0?( 77 CTTGTACCCCCCG 0.473

- 7 802_804 3clx.2_In_Frame_D NM_020707 NP_065758 Q9HCP6 HHATL_HUMAN 3 GGCCCGAAGAAGA 0.552

- 14 1709_17103csi.1_Frame_Shif NM_001789 NP_001780 P30304 MPIP1_HUMAN Rhodanese. 5 AGGCGATCTCTCT 0.515

- 4 1615_1616 40Q>QQ|QRICH1_ NM_198880 NP_942581 Q2TAL8 QRIC1_HUMAN Gln-rich. 1 ACTTGGAgttgctgct 0.361

- 18 2397_2399 cwp.2_In_Frame_D NM_003363 NP_003354 Q13107 UBP4_HUMAN 4 TGTGGTCTTCTTC 0.532

+ 3 1740_1742 NM_004393 NP_004384 Q14118 DAG1_HUMAN .|Mucin-like domain. 2 TGACTCCACCACC 0.581

- 11 1563 ame_Shift_Del_p.L NM_032682 NP_116071 Q9H334 FOXP1_HUMAN 2 GAGTCAGGGGGG 0.572

- 2 497_499 OXP1_uc003dop.2_ NM_032682 NP_116071 Q9H334 FOXP1_HUMAN Gln-rich. 2 CCTGTTGCTGCTG 0.586

- 2 584_586 NM_016206 NP_057290 A8MV65 VGLL3_HUMAN 0 CTGGtctttctcctcctcc 0.394

+ 18 2116 _p.K632fs|TBC1D2 NM_018309 NP_060779 Q9NUY8 TBC23_HUMAN 2 ACATCCAAAAAAA 0.353

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0 ACAAAGATGATGA 0.507

- 10 1345_1348SLC9A10_uc010hq NM_183061 NP_898884 Q4G0N8 S9A10_HUMAN ical; (Potential). 5 TTAGGCATCCCCT 0.377 170229;rs141074336

- 7 850 03eal.2_Frame_Sh NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 CAATAATTTTTTTT 0.373

- 9 2364 1bjg.1_Frame_Shif NM_153002 NP_694547 Q8NFN8 GP156_HUMAN lasmic (Potential). 2 AGCCAGCCCCCC 0.552

+ 12 4015 e_Shift_Del_p.E10 NM_017554 NP_060024 Q460N5 PAR14_HUMAN Macro 3. 6 AGTGTGAAAAAAA 0.423

- 7 2240 h.2_Intron|ZXDC_u NM_025112 NP_079388 Q2QGD7 ZXDC_HUMAN 1 CTCTGCTTTTTTT 0.522

- 4 1041_1043htg.2_In_Frame_De NM_001017395 NP_001017395 O94876 TMCC1_HUMAN 1 AGACATgcagcagc 0.404

- 8 1759_1761491DD>D|DBR1_u NM_016216 NP_057300 Q9UK59 DBR1_HUMAN 0 CTGCATCGTCATC 0.251 0114751;rs2622736

+ 5 386 _p.K36fs|FXR1_uc NM_005087 NP_005078 P51114 FXR1_HUMAN 1 ACTGTCAAAAAAA 0.333

- 3 541_543 NM_024524 NP_078800 Q9H7F0 AT133_HUMAN ical; (Potential). 1 CAATAGAGGAGGA 0.463

- 12 2438 1_Frame_Shift_De NM_005781 NP_005772 Q07912 ACK1_HUMAN red for interaction with NED 10 CGGGCGGGGGG 0.726

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0 CTGCTCACACGT 0.658



+ 1 4117_4118 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMANeraction with PAK1. 0 CTGCTCACACAC 0.639

+ 8 1111 ggp.1_Frame_Shift_ NM_182982 NP_892027 P32298 GRK4_HUMANProtein kinase. 1 AGCTACAAAAAAA 0.393

- 1 340_348 NM_177998 NP_819056 Q7RTM1 OTOP1_HUMAN ical; (Potential). 3 ATCCACAGCAGCT 0.727 245977;rs75328065

- 7 900_902 p.K136del|LYAR_uc NM_001145725 NP_001139197 Q9NX58 LYAR_HUMAN Lys-rich. 0 CGCTGCTTCTTCT 0.601

- 15 1909 p.N566fs|PROM1_ NM_006017 NP_006008 O43490 PROM1_HUMANcellular (Potential). 7 CCTCTATTTTTTT 0.428

- 7 944 NM_173536 NP_775807 Q8N1C3 GBRG1_HUMANcellular (Probable). 2 CAGGTCAAAAAAA 0.294

+ 8 2988_2990 1bzz.1_In_Frame_ NM_020722 NP_065773 Q6ZU35 K1211_HUMAN Poly-Lys. 2 AGAACAGAAGAAG 0.567

+ 1 425_427 NM_020368 NP_065101 Q9NQZ2 SAS10_HUMAN Glu-rich. 0 ggatggcgaggaggag 0.291

- 25 3483 I1107fs|SEC31A_u NM_001077207 NP_001070675 O94979 SC31A_HUMAN ction with PDCD6. 8 TGGTAATTTTTTT 0.388

- 11 1548 hnj.2_Frame_Shift_ NM_001077207 NP_001070675 O94979 SC31A_HUMAN ction with SEC13. 8 GCATCAATTTTTTT 0.353

- 61 9721_9722 NM_014991 NP_055806 Q8IZQ1 WDFY3_HUMAN WD 1. 3 ATCTCCCACACAC 0.51

- 1 591_593 RC3_uc011cdn.1_In NM_153757 NP_715638 Q96NT1 NP1L5_HUMAN Glu-rich. 1 GCCGCAGcctcctcc 0.389

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMAN Name=3; (Potential). 1 TTGAATATTTTTTT 0.393

+ 10 2336_2338 V692del|GAB1_uc NM_002039 NP_002030 Q13480 GAB1_HUMAN 4 GATTATGTTGTTG 0.458

- 8 596_598 3ijz.3_In_Frame_D NM_001102653 NP_001096123 Q01804 OTUD4_HUMAN 3 CACATCAGCAGCA 0.34

+ 15 2059_2060_p.T567fs|SDHA_u NM_004168 NP_004159 P31040 DHSA_HUMAN 0 AAAACTTTGAACG 0.431 rs112307877

+ 13 1713_1714 _p.K518fs|PAPD7_ NM_006999 NP_008930 Q5XG87 PAPD7_HUMAN 1 GAAAAAACACACA 0.653

+ 13 2025 of.2_Frame_Shift_D NM_012343 NP_036475 Q13423 NNTM_HUMAN chondrial matrix. 3 CACTGACCCCCCA 0.463

- 3 349 NM_003664 NP_003655 O00203 AP3B1_HUMAN 1 GATGCATTTTTCC 0.294

+ 3 1200_1201TNFAIP8_uc011cw NM_014350 NP_055165 O95379 TFIP8_HUMAN 1 CTGCCTTGTATAA 0.376

- 12 1247 H7A1_uc003kty.2_ NM_001182 NP_001173 P49419 AL7A1_HUMAN 3 TAGGCCTTTTTAA 0.383

+ 1 725_727 c003kuq.1_5'Flank NM_001046 NP_001037 P55011 S12A2_HUMANCytoplasmic (Potential). 3 ACTCCGGCGGCG 0.65

- 22 3471 _Shift_Del_p.R109 NM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3 GTGCCCTTTTTTT 0.453

- 16 2124_2125_Shift_Ins_p.S640f NM_016340 NP_057424 Q8TEU7 RPGF6_HUMAN 3 CGATTACTTTTTTT 0.366

+ 9 1679 uc003kwr.3_Intron NM_003059 NP_003050 Q9H015 S22A4_HUMANName=12; (Potential). 0 TCACCCTTTTTTT 0.418

+ 5 378_379 k.1_Frame_Shift_D NM_006083 NP_006074 Q13123 RED_HUMAN 1 AAATTGAGAGAG 0.46

+ 4 1770 3lnn.1_Frame_Shif NM_020768 NP_065819 Q68DU8 KCD16_HUMAN 4 AGCAGCAAAAAAA 0.468

- 19 2076 dbr.1_Frame_Shift_ NM_020117 NP_064502 Q9P2J5 SYLC_HUMAN 0 AAGTTACCCCCCT 0.453

- 1 189_191 3lwl.2_In_Frame_D NM_032782 NP_116171 Q8TDQ0 HAVR2_HUMAN 0 GTAGTAGCAGCAG 0.291

+ 2 364_366 3mxm.1_Translatio NM_031480 NP_113668 Q9BRS2 RIOK1_HUMAN 4 agggttatgacgatgatg 0.3 rs2274212

+ 8 2216 p.F486fs|JARID2_ NM_004973 NP_004964 Q92833 JARD2_HUMAN ARID. 4 GCCTGCTTTTTCC 0.493

- 2 1369_137110jte.2_In_Frame_ NM_005527 NP_005518 P34931 HS71L_HUMAN 6 ACGTCCAGCAGCA 0.596

+ 1 184_185 _uc003nyt.2_5'UTR NM_032454 NP_115830 P49842 STK19_HUMAN 4 GCGGGCAAACCC 0.634

+ 15 3067_3069 .H937del|SYNGAP NM_006772 NP_006763 Q96PV0 SYGP1_HUMAN 4 CTCccatcaccaccac 0.547

- 5 372_374 kw.3_In_Frame_De NM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 tcctcctcttcctcctcctc 0.389

+ 6 926_928 p.C204del|MDFI_uc NM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0 TGCCTCTGCTGCT 0.655

- 8 1307_1309 1dzv.1_In_Frame_ NM_002042 NP_002033 P24046 GBRR1_HUMAN ical; (Probable). 1 GGAGCAAGAAGAA 0.522

- 7 875_877 1dzx.1_In_Frame_ NM_002043 NP_002034 P28476 GBRR2_HUMAN ical; (Potential). 0 GAGCAAGAAGAA 0.517

- 13 5977 .P1807fs|REV3L_u NM_002912 NP_002903 O60673 DPOLZ_HUMANnteraction with MAD2L2. 6 CTACTTGGGGGGG 0.428

+ 2 498 uc003qid.1_5'Flank NM_015439 NP_056254 Q8IWP9 CC28A_HUMAN 0 AATGCCAAAAAAA 0.413

+ 26 3025_3026ame_Shift_Ins_p.D NM_015440 NP_056255 Q6UB35 C1TM_HUMANahydrofolate synthetase. 4 CCTGACAAAAAA 0.48

+ 3 945 ug.2_Frame_Shift_ NM_006775 NP_006766 Q96PU8 QKI_HUMAN KH. 2 AGGGATAAAAAAA 0.363

- 15 2268_2270 NM_032415 NP_115791 Q9BXL7 CAR11_HUMAN 50 GGTGGGAGGAGG 0.616

+ 8 2004_2005 srz.2_Frame_Shift_ NM_014660 NP_055475 O94880 PHF14_HUMAN 3 TTGCAAGAGAGA 0.376

- 1 310_312 rame_Del_p.72_73 NM_005522 NP_005513 P49639 HXA1_HUMAN Poly-His. 3 ggggtggcgatggtggt 0.527 rs10951154

- 2 601 NM_022728 NP_073565 Q96NK8 NDF6_HUMAN lization signal (Potential). 2 GTTGTCTTTTTTT 0.398

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 ccagctccagcagcagc 0.365



+ 21 3700_3702 .K708del|AEBP1_u NM_001129 NP_001120 Q8IUX7 AEBP1_HUMAN y).|Glu-rich.|Interaction with 0 aggaggagaaagagg 0.458 rs13928

- 2 83_85 _uc010lbj.1_In_Fra NM_004603 NP_004594 Q16623 STX1A_HUMAN lasmic (Potential). 0 AGCGACATCATCA 0.586

+ 5 714 MK1_uc003uab.2_F NM_002314 NP_002305 P53667 LIMK1_HUMAN PDZ. 3 CATTGACCCCCCG 0.677 rs150491142

+ 5 1249 _p.P231fs|DTX2_u NM_020892 NP_065943 Q86UW9 DTX2_HUMAN 2 CCCCCCACACAGG 0.657 rs147779783

- 2 458 NM_032936 NP_116325 Q9H2L4 TMM60_HUMAN 0 CCAGGCTTTTTTT 0.408

- 11 1360 _p.F440fs|SEMA3D NM_152754 NP_689967 O95025 SEM3D_HUMAN Sema. 5 TCTCTTGAACGTT 0.438

+ 19 5175_5176p.S1650fs|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 GTTTCAGAGAGA 0.411

+ 46 11454 p.M3366fs|AKAP9_ NM_005751 NP_005742 Q99996 AKAP9_HUMAN 26 CGGATGGGGGG 0.537 rs143306820

+ 1 137_138 6_uc003utj.2_5'Fla NM_152755 NP_689968 Q8N129 CNPY4_HUMAN 0 CTTTTCCTTTTTTT 0.525

+ 4 574 |AGFG2_uc010lgy NM_006076 NP_006067 O95081 AGFG2_HUMAN Arf-GAP. 1 GTATGTCCCCCCA 0.517

+ 1 1875_1876 NM_012281 NP_036413 Q9NZV8 KCND2_HUMANor; Name=Segment S4; (Po 5 AGTTTTCCCGCC 0.52 rs143247237

- 20 2915 _p.P781fs|TNPO3_ NM_012470 NP_036602 Q9Y5L0 TNPO3_HUMAN 5 GGTATAGGGGGGG 0.483

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

- 5 4079_4081 NM_001080826 NP_001074295 Q86YV5 SG223_HUMAN 0 AAACTTCATCATC 0.675

- 9 2293 wwl.1_Frame_Shift NM_182643 NP_872584 Q96QB1 RHG07_HUMAN 7 AGTCCGGGGGG 0.652

+ 8 1102_11043_uc003www.2_In_ NM_006765 NP_006756 Q13454 TUSC3_HUMAN 3 TTCTTCTAAATGA 0.384

- 15 2035 NM_001010906 NP_001010906 Q68CJ6 SLIP_HUMAN 2 AGGAAATTTTTTT 0.453

- 16 3521_3523.E993del|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7 TCCGGCTCCTCCT 0.567

- 60 8167 Shift_Del_p.R2704 NM_006904 NP_008835 P78527 PRKDC_HUMAN KIP-binding. 34 CCAGCCTTTTTTT 0.498

- 10 1666_1667p.N420fs|MYBL1_u NM_001080416 NP_001073885 P10243 MYBA_HUMAN atory domain (By similarity) 3 ACAAGTGTTTTTTT 0.406

+ 10 1740 LF1_uc003xyf.2_F NM_015170 NP_055985 Q8IWU6 SULF1_HUMAN 7 TGTGCCTTTTTTT 0.408

- 10 1506 p.R384fs|NBN_uc0 NM_002485 NP_002476 O60934 NBN_HUMAN r localization signal. 7 CAGACCTTTTTTT 0.338

- 6 1215 NM_001385 NP_001376 Q14117 DPYS_HUMAN 2 CACGCCTTTTTCC 0.478

+ 14 1975 _Splice_Site|WDR6 NM_145647 NP_663622 Q96DN5 WDR67_HUMAN 1 CTTACAGTTTTTTT 0.322

- 13 1698 D2_uc003yqi.3_RN NM_014109 NP_054828 Q6PL18 ATAD2_HUMAN 2 TTCGTCAAAAAAA 0.413

- 14 1846 _p.P525fs|EIF2C2_ NM_012154 NP_036286 Q9UKV8 AGO2_HUMAN Piwi. 0 CCGGCGGGGGG 0.647 rs148575703

- 13 1637_1639p.I506del|TSNARE NM_145003 NP_659440 Q96NA8 TSNA1_HUMAN .|Helical; (Potential). 0 GTGGCGATGATG 0.414 rs142964918

+ 10 3752_3754 .1_In_Frame_Del_ NM_015158 NP_055973 Q14678 KANK1_HUMAN 4 AGAAGAGGAGGA 0.463

- 1 2929 _p.N621fs|RANBP6 NM_012416 NP_036548 O60518 RNBP6_HUMAN HEAT 7. 3 ATGACATTTTTTT 0.358

- 1 2084 uc003zrh.1_RNA NM_153809 NP_722516 Q8IZX4 TAF1L_HUMAN p.K665fs*4(2) 26 TTGGCCTTTTTTT 0.478

- 11 2102 24_uc010mkb.2_In NM_194313 NP_919289 Q5T7B8 KIF24_HUMAN 1 TCTGGCTTTTTTT 0.527

+ 1 417_419 8376_uc003zys.1_ NM_001039792 NP_001034881 Q6UXD1 HRCT1_HUMAN His-rich. 0 acccccaccgccacca 0.389 rs138232567

- 9 2947_2949OR2_uc004ari.1_Int NM_004560 NP_004551 Q01974 ROR2_HUMAN lasmic (Potential). 20 AGCCTTCCTCCTC 0.645

- 2 367_369 PA_uc004axs.3_RN NM_000380 NP_000371 P23025 XPA_HUMAN CEP164 and required for UV 1 TTCTGTTCTTCTT 0.34

+ 3 1021_10234bag.1_In_Frame_ NM_006981 NP_008912 Q92570 NR4A3_HUMAN Poly-His. 173 tcaccatcaccaccacc 0.483

- 22 6093 vf.2_Frame_Shift_D NM_002160 NP_002151 P24821 TENA_HUMAN nectin type-III 15. 7 TGCCCGGGGGG 0.478 rs148674204

- 3 762_764 p.L221del|ASTN2_ NM_198187 NP_937830 O75129 ASTN2_HUMAN ical; (Potential). 9 AACACCAGCAGCA 0.601

- 3 561_562 NM_016322 NP_057406 P61106 RAB14_HUMAN 0 ACTTACATTTTTTT 0.292

+ 6 826_828 4blo.2_In_Frame_ NM_032552 NP_115941 Q5VWQ8 DAB2P_HUMAN C2. 2 CCGACAAGAAGAA 0.601

+ 3 630 NM_021619 NP_067632 Q9H4Q4 PRD12_HUMAN 0 ATTGAGGTGTGTG 0.594

+ 13 2110_2112E598del|GRIN1_uc NM_007327 NP_015566 Q05586 NMDZ1_HUMAN lasmic (Potential). 1 CAGCGAGGAGGA 0.739

- 3 1135_1137 4dsc.2_In_Frame_ NM_001111125 NP_001104595 Q5JU85 IQEC2_HUMAN Poly-Glu. 3 TTTATCTCCTCCT 0.635

- 18 2564_2566dsw.2_In_Frame_D NM_015107 NP_055922 Q9UPP1 PHF8_HUMAN 3 GCGTTCTCCTCCT 0.591

- 1 1019_1021 1mqj.1_In_Frame_ NM_021963 NP_068798 Q9ULW6 NP1L2_HUMAN u-rich (acidic). 1 CAATGTCGtcctcctc 0.33

+ 5 716_718 04eib.1_In_Frame_ NM_016607 NP_057691 Q9UH62 ARMX3_HUMAN 2 TGGTCTGATGATG 0.448

+ 4 1067_1069 1mrt.1_In_Frame_ NM_001142526 NP_001135998 Q6PI77 BHLH9_HUMAN Poly-Glu. 2 GGCTGAGGAGGA 0.488

+ 9 1337_1338 NM_007231 NP_009162 Q9UN76 S6A14_HUMAN Name=8; (Potential). 3 CATATTATTTTTTT 0.361



+ 2 310_311 1_5'Flank|LOC1003 NM_001152 NP_001143 P05141 ADT2_HUMAN Solcar 1. 1 GGAGCAGGGAGT 0.49 rs113356560

+ 2 339_340 0nqm.1_Frame_Sh NM_006777 NP_006768 Q86T24 KAISO_HUMAN y similarity).|Interaction with 3 GTTATTGTGGAAG 0.45

- 3 866_868 v.2_In_Frame_Del_ NM_003588 NP_003579 Q13620 CUL4B_HUMAN Ser-rich. 3 GAAGATgaggagga 0.424

- 6 1931 mvf.1_Frame_Shift NM_031907 NP_114113 Q9BXU7 UBP26_HUMAN p.G488fs*6(2)|p.F487 8 TGCTCCAAAAAAA 0.383

- 3 474 4exp.1_Frame_Shif NM_021796 NP_068568 Q9HBJ0 PLAC1_HUMAN 1 GGTTTGGGGGGC 0.507

+ 4 1210_1212 EC1_uc010nsl.1_I NM_005462 NP_005453 O60732 MAGC1_HUMAN 4 GTGAGCTCCTCCT 0.483 660605;rs141900922

+ 3 1556_1558 Q477del|MAMLD1 NM_005491 NP_005482 Q13495 MAMD1_HUMAN Poly-Gln. 0 Ccagcaacagcagcag 0.433

- 3 274_276 4fen.2_Intron|CD99 NM_031462 NP_113650 Q8TCZ2 C99L2_HUMAN ar (Potential).|Poly-Thr. 3 GGTTGTGGTGGT 0.552

+ 7 512_514 j.1_In_Frame_Del_ NM_007150 NP_009081 O15231 ZN185_HUMAN Poly-Glu. 3 GACACCgaggagga 0.522

- 4 451_460 _p.A166fs|BCAP31 NM_001139441 NP_001132913 P51572 BAP31_HUMANmenal (Potential). 0 TTCCTCTGGGCAC 0.552

- 14 4550 NM_000132 NP_000123 P00451 FA8_HUMAN B. 11 AGGTTATTTTTTT 0.413

- 6 4241_4243 vsz.1_In_Frame_D NM_001029882 NP_001025053 Q5TGY3 AHDC1_HUMAN 1 GCTGGAaggagga 0.596

+ 4 654_655 p.R144fs|THRAP3_ NM_005119 NP_005110 Q9Y2W1 TR150_HUMAN g-rich.|Ser-rich. 9 CATTCTAGAAACT 0.535

+ 7 1426_1427me_Shift_Del_p.H3 NM_005012 NP_005003 Q01973 ROR1_HUMAN xtracellular (Potential). 19 TATCCCCACACAC 0.554

+ 7 1343_1345me_Del_p.P339del| NM_005807 NP_005798 Q92954 PRG4_HUMAN K-X-P-X-P-T-T-X.|11; approx 1 CACCACTCCCAAG 0.655

- 20 2967_2969831QQ>Q|INTS7_u NM_015434 NP_056249 Q9NVH2 INT7_HUMAN Gln-rich. 0 TGCGTTGCTGCTG 0.443

+ 2 983_984 NM_014053 NP_054772 Q9Y5Y0 FLVC1_HUMAN 0 ACCCAACACACA 0.361

+ 3 629_631 ame_Del_p.S197de NM_032429 NP_115805 Q9BRK4 LZTS2_HUMANentrosomal localization (By s 4 GGCCCTGcctcctc 0.557

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN 0 TGGCAGGGCGC 0.736

+ 5 886 rlo.1_Frame_Shift_ NM_004265 NP_004256 O95864 FADS2_HUMAN lasmic (Potential). 2 TGGCAGCCCATCG 0.527

- 5 1096 NM_001039548 NP_001034637 Q6PF15 KLH35_HUMAN Kelch 5. 0 CTGCCTCCCCCCA 0.562

- 3 539_541 NM_006248 NP_006239 0 GGGACTTGTTGTC 0.596

- 2 665 81_splice|DACH1_ NM_080759 NP_542937 Q9UI36 DACH1_HUMAN 1 ccgctgccgccgccgcc 0.262

- 2 57 X6_uc010tpm.1_5'U NM_152233 NP_689419 Q9UNH7 SNX6_HUMAN 0 CGTCCAGGCCTTC 0.592

+ 13 2290_2291 M_uc001wwe.3_F NM_020937 NP_065988 Q8IYD8 FANCM_HUMAN 7 CATCAACTCTCTCT 0.347

- 18 1872 0apo.2_Frame_Sh NM_174978 NP_777638 Q08AQ4 Q08AQ4_HUMAN 4 TAGCTCAAAAAAA 0.289

+ 9 960_962 me_Del_p.E294del NM_001099661 NP_001093131 B5ME19 B5ME19_HUMAN 0 TGGATGAGGAGGA 0.562

- 2 423_425 02dxs.2_In_Frame_ NM_006110 NP_006101 O95400 CD2B2_HUMAN 1 CCCCCCATCATCA 0.532

- 5 412 2lbq.3_Frame_Shif NM_024430 NP_077748 Q9H939 PPIP2_HUMAN Potential. 1 ATTCTTCCATCTT 0.378

+ 9 977 el_p.S299fs|SPPL2 NM_152988 NP_694533 Q8TCT7 PSL1_HUMAN ical; (Potential). 0 GCTGCTCCTGGCG 0.697

+ 7 641_642 E1_uc010eal.1_Int NM_018467 NP_060937 Q9NZ43 USE1_HUMAN ic (Potential).|Potential. 0 gagtgtcatcaagaagg 0.262

- 1 1479_1481 NM_001029883 NP_001025054 A6NGG8 CB071_HUMAN 1 TGTCTTCCTCCTC 0.542

+ 2 483 AP25_uc002sev.2_ NM_001007231 NP_001007232 P42331 RHG25_HUMAN 4 CGTCCACCCCCAA 0.592

+ 8 1145 2_Intron|ANKRD36 NM_001164315 NP_001157787 A6QL64 AN36A_HUMAN 0 GACAGGTATTTTG 0.302

+ 2 495 o.1_Intron|CD28_u NM_006139 NP_006130 P10747 CD28_HUMAN (Potential).|Ig-like V-type. 0 ATTGGGCAATGAA 0.403

- 1 5854 CE2_uc002yyx.2_In NM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gagggtatccagggtga 0.159

- 1 80_82 215_uc011akw.1_5 NM_001017981 NP_001017981 Q9Y6U7 RN215_HUMAN ical; (Potential). 1 agcaggggcagcagca 0.266

- 1 1195 _p.A311fs|MST1R_ NM_002447 NP_002438 Q04912 RON_HUMAN ular (Potential).|Sema. 6 TGGGGCCCCCCG 0.667

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. 0 ACAAAGATGATGA 0.507

+ 12 1247 p.Q316fs|ACTL6A_ NM_004301 NP_004292 O96019 ACL6A_HUMAN 1 AATACAGAGTTTT 0.353

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 0 CACACATGCCCA 0.644 rs144787346

+ 1 3804_3805 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 8 0 CCTGCTCACATG 0.693

- 16 3651 3lps.2_RNA|SH3TC NM_024577 NP_078853 Q8TF17 S3TC2_HUMAN TPR 7. 2 AGGCCACCAGCTC 0.453

- 25 3048_3049 jjg.2_Frame_Shift_ NM_003062 NP_003053 O75094 SLIT3_HUMAN LRRCT 4. 4 CTCCTTGTACCC 0.639

+ 1 1337_1338 NM_001453 NP_001444 Q12948 FOXC1_HUMAN 1 CTGAGTCAcggcgg 0.54

+ 2 364_366 3mxm.1_Translatio NM_031480 NP_113668 Q9BRS2 RIOK1_HUMAN 4 agggttatgacgatgatg 0.3 rs2274212

- 8 1612_1613_Ins_p.214_214Q> NM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 ctgctgctgctgctgctga 0.381 806515;rs66949327



- 8 1604_1606 me_Del_p.H211de NM_000332 NP_000323 P54253 ATX1_HUMAN Poly-Gln. 4 gctgctgctgatgctgatg 0.384 rs59310777

- 19 2712_2714sc.1_In_Frame_De NM_002714 NP_002705 Q96QC0 PP1RA_HUMAN Gly-rich. 4 CGGAATggaggagg 0.601

+ 13 1843 ru.2_Intron|DDR1_ NM_013993 NP_054699 Q08345 DDR1_HUMAN |Cytoplasmic (Potential). 9 CCCGGGCCCCCC 0.682

+ 1 284 03nyf.2_Frame_Sh NM_001710 NP_001701 P00751 CFAB_HUMAN 1 TGGTTCTTTTTTG 0.582

- 5 372_374 kw.3_In_Frame_De NM_003322 NP_003313 O00294 TULP1_HUMAN Poly-Glu. 3 tcctcctcttcctcctcctc 0.389

+ 24 2661 NM_015050 NP_055865 Q8N1G2 MTR1_HUMAN ction with POLR2A. 5 GGAGTGGGGGG 0.572

+ 6 926_928 p.C204del|MDFI_uc NM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. 0 TGCCTCTGCTGCT 0.655

+ 14 2482_2484 NM_032538 NP_115927 Q5TCY1 TTBK1_HUMANu-rich.|Potential. 9 ggaggaagaggaggag 0.291

- 6 2278_2279 NM_014452 NP_055267 O75509 TNR21_HUMAN lasmic (Potential). 0 CTCTTCAATCACC 0.52

+ 2 1016 NM_004770 NP_004761 Q92953 KCNB2_HUMAN lasmic (Potential). 7 ATCATCAAAAAAA 0.448

+ 10 1284_12864bhp.2_In_Frame_ NM_152786 NP_689999 Q8TAL5 CI043_HUMAN Gln-rich. 0 agcagcggcagcagca 0.438

- 3 1637_1638 vf.2_Frame_Shift_ NM_002160 NP_002151 P24821 TENA_HUMAN EGF-like 9. 7 CTCATCACACAC 0.579

+ 3 627 PH2_uc010okk.1_In NM_001384 NP_001375 Q9BQC3 DPH2_HUMAN NA 1 CCCAGACCCCAAA 0.602

+ 1 758 NM_001127389 NP_001120861 F5GZ66 F5GZ66_HUMAN NA 0 TGGCAGGGCGC 0.736

- 3 539_541 NM_006248 NP_006239 NA 0 GGGACTTGTTGTC 0.596

+ 87 13755_13757 NM_002332 NP_002323 Q07954 LRP1_HUMAN ical; (Potent NA 22 GCTGTTGCTGCTG 0.557

- 1 1385_1387 NM_024496 NP_078772 Q9H1B7 I2BPL_HUMAN Poly-Ala. NA 0 CACCgcagcggcggc 0.581

- 5 891 on|DYX1C1_uc002 NM_130810 NP_570722 Q8WXU2 DYXC1_HUMAN NA 1 tctctctgaatttttttttgc 0.045

- 1 253_255 CHRNA3_uc002be NM_000743 NP_000734 P32297 ACHA3_HUMAN NA 4 cagagacagcagcag 0.601 rs66793222

- 9 1952 a.3_RNA|CCDC14 NM_182568 NP_872374 NA 2 GTTGTTCATCAGC 0.406 rs66528329

+ 3 759_761 02svy.2_In_Frame_ NM_001008949 NP_001008949 Q6GPH6 IPIL1_HUMAN lasmic (Pote NA 3 CAGTGAGGAGGA 0.532

+ 5 757 ow.2_Frame_Shift_ NM_020194 NP_064579 Q9GZY8 MFF_HUMAN lasmic (Pote NA 1 GGCACTGAAAACA 0.393

- 7 1050_1052 gye.1_In_Frame_D NM_020831 NP_065882 Q969V6 MKL1_HUMAN Gln-rich. NA 5 TGTGGTGCTGCTG 0.66

- 1 135 w.1_Intron|LOC400 NM_018280 NP_060750 Q9NV39 CV026_HUMAN Pro-rich. NA 0 GGGTTGGGGGG 0.751

+ 2 1293_1295 y.3_RNA|LNP1_uc NM_001085451 NP_001078920 A1A4G5 LNP1_HUMAN Poly-Asp. NA 0 ACAAAGATGATGA 0.507

+ 12 1247 p.Q316fs|ACTL6A_ NM_004301 NP_004292 O96019 ACL6A_HUMAN NA 1 AATACAGAGTTTT 0.353

+ 1 3102_3103 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 1 NA 0 CACACATGCCCA 0.644 rs144787346

+ 1 1337_1338 NM_001453 NP_001444 Q12948 FOXC1_HUMAN NA 1 CTGAGTCAcggcgg 0.54

+ 2 364_366 3mxm.1_Translatio NM_031480 NP_113668 Q9BRS2 RIOK1_HUMAN NA 4 agggttatgacgatgatg 0.3 rs2274212

+ 6 926_928 p.C204del|MDFI_uc NM_005586 NP_005577 Q99750 MDFI_HUMAN Cys-rich. NA 0 TGCCTCTGCTGCT 0.655

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

+ 3 433 PHACTR4_uc001b NM_001048183 NP_001041648 Q8IZ21 PHAR4_HUMAN 0 TGGAGGAAAAAAA 0.393

+ 3 513_515 nj.2_Intron|HFE2_u NM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1 ACTTCGAGGAGGA 0.626

+ 2 1178 ftp.3_Frame_Shift_ NM_002036 NP_002027 Q16570 DUFFY_HUMAN lasmic (Potential). 2 CCACCCGCACCC 0.582

- 6 746 F141_uc009yga.1_ NM_016422 NP_057506 Q8WVD5 RN141_HUMAN 0 TCATTTGCTCCAG 0.428

+ 7 1028 F121_uc001orb.2_F NM_018320 NP_060790 Q9H920 RN121_HUMAN G-type; atypical. 0 GTGTGTGGGCAG 0.502

- 3 539_541 NM_006248 NP_006239 0 GGGACTTGTTGTC 0.596

- 1 61_63 .2_5'UTR|PGBD4_ NM_020154 NP_064539 Q9NPA0 CO024_HUMAN 0 CCGATAGCAGCAG 0.665

+ 6 1090 _p.Q172fs|CHD2_u NM_001271 NP_001262 O14647 CHD2_HUMAN 2 CAGAACAAAAAAA 0.418

- 5 1214_1216Q161del|CXXC1_u NM_014593 NP_055408 Q9P0U4 CXXC1_HUMAN CXXC-type. 2 GTTTGATctgctgctg 0.468

- 67 12634_12635 NM_004525 NP_004516 P98164 LRP2_HUMAN cellular (Potential). 29 TGCATTACGTATTT 0.47 rs150382715

+ 4 301 NM_178456 NP_848551 Q9H1P6 CT085_HUMAN 1 TTCCATCCCCCCC 0.582

- 1 5854 CE2_uc002yyx.2_In NM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gagggtatccagggtga 0.159

+ 7 1737_1739 3atq.1_In_Frame_ NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CAGAGCCTCCTCT 0.601

+ 4 287_289 003ckr.2_In_Frame NM_001904 NP_001895 P35222 CTNB1_HUMAN9_Y142>V(1)|p.A20_L148d 3166 AGCTCCTTCTCTG 0.502 rs121913407

+ 1 3561_3562 NM_175918 NP_787114 Q8N1N5 CRPAK_HUMAN 5 0 CTGCTCACACGT 0.658

- 6 585_592 NM_152680 NP_689893 Q6P9G4 TM154_HUMAN lasmic (Potential). 0 TCAAAGTCGGCTA 0.409



+ 3 500 .T70fs|PHF3_uc01 NM_015153 NP_055968 Q92576 PHF3_HUMAN 5 TAACACAAAAAAA 0.383

- 2 171 |CDCA7L_uc003sv NM_018719 NP_061189 Q96GN5 CDA7L_HUMAN 0 GGCGTTAAAGATG 0.468

+ 3 9487_9489 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 ATTCATCTCCTACA 0.493

- 5 1878 g.2_RNA|CSGALN NM_001130518 NP_001123990 Q8TDX6 CGAT1_HUMANmenal (Potential). 3 CCACCCTTTTTGC 0.433

- 16 3521_3523.E993del|MYST3_u NM_001099412 NP_001092882 Q92794 MYST3_HUMAN Poly-Glu. 7 TCCGGCTCCTCCT 0.567

+ 12 2906_290809vqi.1_In_Frame_ NM_001083621 NP_001077090 Q9NUA8 ZBT40_HUMAN 1 CCCCCAAGAAGAA 0.517

+ 6 796 zqm.1_Frame_Shif NM_007235 NP_009166 O43592 XPOT_HUMAN Ran, nuclear localization and 2 CCCAAGTTTTTTT 0.443

- 3 1787 .I291fs|RTN4_uc00 NM_020532 NP_065393 Q9NQC3 RTN4_HUMAN lasmic (Potential). 3 CTTCTATTTTTTTT 0.378

- 10 1758 F160_uc010gll.1_R NM_015565 NP_056380 O94822 LTN1_HUMAN 0 CTTACCATTTTTTT 0.378

- 1 5854 CE2_uc002yyx.2_In NM_182832 NP_878252 Q8WY50 PLAC4_HUMAN 0 gagggtatccagggtga 0.159

- 30 4280_4282 NM_002473 NP_002464 P35579 MYH9_HUMAN Potential. 11 CTTGGCCTCCTCC 0.65

+ 7 1737_1739 3atq.1_In_Frame_ NM_001039141 NP_001034230 Q9H2D6 TARA_HUMAN 1 CAGAGCCTCCTCT 0.601

+ 4 287_289 003ckr.2_In_Frame NM_001904 NP_001895 P35222 CTNB1_HUMAN9_Y142>V(1)|p.A20_L148d 3166 AGCTCCTTCTCTG 0.502 rs121913407

- 6 585_592 NM_152680 NP_689893 Q6P9G4 TM154_HUMAN lasmic (Potential). 0 TCAAAGTCGGCTA 0.409

+ 9 1208_1209_Shift_Ins_p.S303f NM_016447 NP_057531 Q9NZW5 MPP6_HUMAN 0 AGTAGCAAAAAAA 0.302

+ 3 9487_9489 C17_uc010lho.1_R NM_001040105 NP_001035194 Q685J3 MUC17_HUMAN ich.|59 X approximate tande 27 ATTCATCTCCTACA 0.493

- 1 549 NM_020710 NP_065761 Q8N1G4 LRC47_HUMAN LRR 4. 2 CCGGGGCGAAAG 0.692

- 4 449_450 1aog.2_Frame_Shi NM_018198 NP_060668 Q9NVH1 DJC11_HUMAN 2 CTCTCTTCTCTCTC 0.505

+ 3 513_515 nj.2_Intron|HFE2_u NM_213653 NP_998818 Q6ZVN8 RGMC_HUMAN Poly-Gly. 1 ACTTCGAGGAGGA 0.626

- 3 393 Flank|POLR3C_uc0 NM_006468 NP_006459 Q9BUI4 RPC3_HUMAN 1 TGCACTGGGCTT 0.468

+ 7 866 _Shift_Del_p.C51fs NM_001080471 NP_001073940 Q5VY43 PEAR1_HUMAN EGF-like 2. 3 CAGCTGCCCCCCT 0.612 rs77456537

- 6 1357_1359_p.V32del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potential). 2 CACACCCACCACC 0.606

+ 3 338_340 NM_001102566 NP_001096036 A6NKN8 PC4L1_HUMAN 0 AGGCGGAGGAGG 0.488

+ 17 2363_2365U2F1_uc010plh.1_I NM_002697 NP_002688 P14859 PO2F1_HUMAN 5 TGCGTCCACCAC 0.601

- 12 1603 YL3_uc001ggt.2_In NM_181093 NP_851607 Q8IZE3 PACE1_HUMAN 2 TGCCAGAAAAGA 0.413

+ 10 1695 p.Q317fs|KLHL20_ NM_014458 NP_055273 Q9Y2M5 KLH20_HUMAN Kelch 4. 1 GTATATCAGGACA 0.507

+ 22 6427 PA2_uc009www.2_ NM_020318 NP_064714 Q9BXP8 PAPP2_HUMAN 16 TATGACGGGGGAG 0.532

+ 1 611_613 NM_005298 NP_005289 O00155 GPR25_HUMANe=5; (Potential).|Poly-Leu. 1 CAGCTTGCTGCTG 0.724

+ 13 2034 0ptd.1_Frame_Sh NM_006243 NP_006234 Q15172 2A5A_HUMAN 1 CCGAATAAAAAAA 0.328 rs71759537

- 3 1355 kgo.1_Frame_Shif NM_148977 NP_683878 Q8TE04 PANK1_HUMAN 0 TACGGCTTTTTTT 0.438

- 13 4574 av.1_Frame_Shift_ NM_002417 NP_002408 P46013 KI67_HUMAN A approximate repeats.|4. 7 TGGGCCTTTTCC 0.488

+ 9 1225 Del_p.A352fs|TNN NM_138567 NP_612634 Q8NBV8 SYT8_HUMAN lasmic (Potential). 1 CCACGCCCGGC 0.756

+ 6 839 9ykr.2_Frame_Shif NM_001031854 NP_001027025 Q4AC99 1A1L2_HUMAN 5 CTTCCTGGTCCCT 0.537

+ 11 1217 oks.2_Frame_Shift NM_004584 NP_004575 Q99638 RAD9A_HUMANor interaction with ABL1. 0 TACGCTCCCCCCA 0.612

+ 9 928_929 T58fs|TCIRG1_uc00 NM_006019 NP_006010 Q13488 VPP3_HUMAN lasmic (Potential). 1 GGGAGACAGAGC 0.708

+ 8 1369_1389 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN 2 CAGAAGGCCAGG 0.475

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (RS domain). 0 CCACGAGAAGAAG 0.493

- 5 538_539 1wmy.1_5'UTR|IPO NM_024658 NP_078934 Q8TEX9 IPO4_HUMAN 1 GGTACCTCTCTC 0.559

- 3 462_463 10asg.1_RNA|TME NM_006827 NP_006818 P49755 TMEDA_HUMANal (Potential).|GOLD. 0 ATTTTTCGCCTCCA 0.485

- 22 5408 .F1728fs|DMXL2_ NM_015263 NP_056078 Q8TDJ6 DMXL2_HUMAN 9 AGCAAGAAAAAAG 0.348

+ 1 150 MCTP2_uc010bok. NM_018349 NP_060819 Q6DN12 MCTP2_HUMAN 3 AAGGTGAAAAAGA 0.532

- 2 1377_1378_p.G470fs|IGFALS_ NM_004970 NP_004961 P35858 ALS_HUMAN 0 CGCCAGCCCCCA 0.678

- 7 1266 0bsl.1_Frame_Shift NM_001089 NP_001080 Q99758 ABCA3_HUMAN 16 AGCGGGAAAAGG 0.527

+ 9 1085 NM_006612 NP_006603 O43896 KIF1C_HUMANKinesin-motor. 2 GAGTGAGCGAGC 0.617

+ 8 1209_121102gnp.1_In_Frame_ NM_153604 NP_705832 Q8IZQ8 MYCD_HUMAN Gln-rich. 5 CTCAGCcagcagca 0.527

- 15 2100_2101p.A154fs|TOP3A_u NM_004618 NP_004609 Q13472 TOP3A_HUMAN 3 CTTCTTTGCTTTAG 0.248

+ 12 1003 0wjd.1_Frame_Shif NM_002390 NP_002381 O75078 ADA11_HUMANPotential).|Peptidase M12B. 1 AGGACCTTCCAGA 0.697



- 7 1092 NM_080284 NP_525023 Q8N139 ABCA6_HUMAN ical; (Potential). 7 CCATATAAAAAAA 0.308

- 13 3301_3302N2C_uc010wrh.1_ NM_000835 NP_000826 Q14957 NMDE3_HUMAN lasmic (Potential). 4 CCTCCAGCTCCG 0.762 9495021;rs67510083

- 2 402 _Shift_Del_p.G102 NM_001930 NP_001921 P49366 DHYS_HUMAN 1 GTATATCCCAGGA 0.577

- 1 142_143 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMAN cellular (Potential). 0 AAGACAGAGAAG 0.574 rs147833765

- 2 412_413 owf.3_Frame_Shift NM_002784 NP_002775 Q00887 PSG9_HUMAN g-like V-type. 2 AGGGATGCGTTGG 0.406

- 4 491 _Shift_Del_p.L127f NM_006840 NP_006831 O75023 LIRB5_HUMAN Potential).|Ig-like C2-type 2. 2 AGGGCTAAAAGAG 0.547

- 3 1648_1650002sit.3_In_Frame_ NM_015470 NP_056285 Q9BXF6 RFIP5_HUMAN 0 GCCTTGGTGGTG 0.635

+ 8 1227 NM_152945 NP_694453 Q8IUH3 RBM45_HUMAN 0 TCATGCAAAAAAA 0.353

+ 1 209_211 Translation_Start_S NM_005759 NP_005750 Q9NYB9 ABI2_HUMAN 0 CTGTATgaggagga 0.601

- 21 3762_3763Shift_Del_p.Q881fs NM_025176 NP_079452 Q9Y2I6 NINL_HUMAN Potential. 5 TGGTCTTGACTTT 0.569

- 23 2501 NM_014258 NP_055073 Q9BX26 SYCP2_HUMAN 5 CTCACCATTTTTTT 0.323

- 20 3610_3611p.D1040fs|SFRS15 NM_020706 NP_065757 O95104 SFR15_HUMAN 0 CTAGAATCTCTCTC 0.525

+ 5 1336_1337_p.E279fs|HMGXB4 NM_001003681 NP_001003681 Q9UGU5 HMGX4_HUMAN 2 GCATAGTGAaaaaa 0.406 rs76572304

- 6 579_580 eo.2_Frame_Shift_ NM_005677 NP_005668 Q9Y215 COLQ_HUMAN ollagen-like 1. 0 TCCTTCAGGGCC 0.584

- 7 850 03eal.2_Frame_Sh NM_001009899 NP_001009899 Q68DE3 K2018_HUMAN 3 CAATAATTTTTTTT 0.373

- 9 2364 1bjg.1_Frame_Shif NM_153002 NP_694547 Q8NFN8 GP156_HUMAN lasmic (Potential). 2 AGCCAGCCCCCC 0.552

+ 9 1470 010hrm.2_Frame_S NM_032839 NP_116228 Q96SL1 DIRC2_HUMAN ical; (Potential). 0 TGTCTTGGTTCAA 0.458

- 1 150_152 94A_uc003eyh.2_5 NM_152394 NP_689607 Q7L0X2 F194A_HUMAN Glu-rich. 3 ccacctcttcctcctcctc 0.232

- 2 132_134 rame_Del_p.T35de NM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. 2 Agtggtgatggtggtggt 0.424

- 1 218 _p.P13fs|EMCN_uc NM_016242 NP_057326 Q9ULC0 MUCEN_HUMAN 0 AATACTGGGCAGA 0.458

+ 3 351 NM_006583 NP_006574 O14718 OPSX_HUMAN Name=3; (Potential). 1 TTGAATATTTTTTT 0.393

+ 13 2105 3lny.2_Frame_Shift NM_018989 NP_061862 Q9P2N5 RBM27_HUMAN RRM. 3 TATCTTACCAATG 0.378

- 9 1715_1716 3loh.3_Frame_Shi NM_004576 NP_004567 Q00005 2ABB_HUMAN 2 CGCTTGCCCCCC 0.5

- 39 4906 p.S1566fs|KIF13A_ NM_022113 NP_071396 Q9H1H9 KI13A_HUMAN 4 TGTGGGAAAAGTA 0.522

+ 7 1303_1304 tron|LOC285830_u NM_001098479 NP_001091949 P30511 HLAF_HUMAN 0 GATCTTGTTTTTTT 0.535

- 4 649 _p.Q229fs|CCHCR NM_019052 NP_061925 Q8TD31 CCHCR_HUMAN Potential. 1 GCTCTTGGTGCAG 0.557

- 2 1782_17830jte.2_Frame_Shift NM_005527 NP_005518 P34931 HS71L_HUMAN 6 CCTCTGGACCTC 0.446

+ 4 418 AT1_uc003oag.2_5' NM_006913 NP_008844 Q99942 RNF5_HUMAN 0 CCCCGCCCCCAG 0.522

- 61 11385_11386 NM_138694 NP_619639 P08F94 PKHD1_HUMANcellular (Potential). 44 GAACATTCTCTAGT 0.406

- 8 1152 _p.K221fs|ICK_uc0 NM_016513 NP_057597 Q9UPZ9 ICK_HUMAN Protein kinase. 5 ATTACCTTTTTTG 0.502

+ 8 2132_2134 NM_138426 NP_612435 Q86VQ1 GLCI1_HUMAN Poly-Gln. 0 CATCCCAGCAGCA 0.562

+ 5 601_603 0kxo.2_In_Frame_ NM_007252 NP_009183 P78424 PO6F2_HUMAN Gln-rich. 1 ccagctccagcagcagc 0.365

+ 15 1890 bl.1_RNA|LIMK1_ NM_002314 NP_002305 P53667 LIMK1_HUMANProtein kinase. 3 AAACTGCCCCCCG 0.657

- 18 3149_3151 NM_022574 NP_072096 O75420 PERQ1_HUMAN 2 TCCTCCTGCTGCT 0.65

- 12 2387 _p.G539fs|EPHB4_ NM_004444 NP_004435 P54760 EPHB4_HUMAN(Potential).|Protein kinase. 15 AGCCGCCCCCG 0.642

- 4 2096 NM_002711 NP_002702 Q16821 PPR3A_HUMAN 34 TATCTCTTTTTCC 0.393

+ 7 1118_1119 vuy.2_Frame_Shift NM_016019 NP_057103 Q9Y383 LC7L2_HUMAN Arg/Ser-rich. 0 AGAGAAGAGAGA 0.391

+ 1 528 NM_001001656 NP_001001656 Q8NGU2 OR9A4_HUMANcellular (Potential). 1 GAACAATTTTTTT 0.383

+ 8 1621 NM_014141 NP_054860 Q9UHC6 CNTP2_HUMANcellular (Potential). 11 TCTTGTGTGGAAC 0.438

+ 57 8246 NM_198455 NP_940857 A2VEC9 SSPO_HUMAN TSP type-1 6. 0 CAGCCTGGGGGG 0.667

- 6 524_525 3yqt.2_Frame_Shi NM_004306 NP_004297 P27216 ANX13_HUMAN Annexin 2. 3 ACCAGGATTTTTT 0.411

- 4 505_506 .1_RNA|FLJ43860 NM_207414 NP_997297 Q6ZUA9 Q6ZUA9_HUMAN 0 GGAACTTGTGCC 0.594

+ 22 3293 D1_uc010nen.2_Fr NM_003611 NP_003602 O75665 OFD1_HUMAN nteraction with SDCCAG8. 0 GAGCTCAAAAAAG 0.348

- 3 1261_1262D1_uc011moi.1_5'F NM_004463 NP_004454 P98174 FGD1_HUMAN ng (Potential).|Pro-rich. 6 TCCAGTGGGGGG 0.658

- 3 361 XF5_uc004eij.1_RN NM_032946 NP_116564 Q9H1B4 NXF5_HUMAN 1 GCCTCATTTTTCT 0.368

- 3 564 NM_001013403 NP_001013421 Q5JRM2 CX066_HUMAN lasmic (Potential). 0 TGTGCCTTTTCCA 0.413

- 6 1404_1406p.V48del|PVRL4_u NM_030916 NP_112178 Q96NY8 PVRL4_HUMAN ical; (Potent NA 2 ATGAGCACCACCA 0.571



- 12 1603 YL3_uc001ggt.2_In NM_181093 NP_851607 Q8IZE3 PACE1_HUMAN NA 2 TGCCAGAAAAGA 0.413

+ 8 1369_1389 NM_025004 NP_079280 Q0P6D6 CCD15_HUMAN NA 2 CAGAAGGCCAGG 0.475

+ 16 2686_26880tbn.1_In_Frame_D NM_004592 NP_004583 Q12872 SFSWA_HUMANrg/Ser-rich (R NA 0 CCACGAGAAGAAG 0.493

+ 12 931 10cke.2_Frame_Sh NM_015085 NP_055900 Q684P5 RPGP2_HUMAN Rap-GAP. NA 1 GGAACAATGAGG 0.473

- 1 142_143 NM_013940 NP_039228 Q9Y4A9 O10H1_HUMAN cellular (Pote NA 0 AAGACAGAGAAG 0.574 rs147833765

- 1 725 xz.1_5'Flank|LGI4_ NM_139284 NP_644813 Q8N135 LGI4_HUMAN NA 1 AGGTCCGGGGAG 0.662

- 1 207_208 oad.1_Frame_Shif NM_198538 NP_940940 Q6UWP8 SBSN_HUMAN NA 1 CCCACCTCTCTC 0.579

- 2 412_413 owf.3_Frame_Shift NM_002784 NP_002775 Q00887 PSG9_HUMAN g-like V-type NA 2 AGGGATGCGTTGG 0.406

- 4 491 _Shift_Del_p.L127f NM_006840 NP_006831 O75023 LIRB5_HUMAN Potential).|Ig- NA 2 AGGGCTAAAAGAG 0.547

- 2 132_134 rame_Del_p.T35de NM_024947 NP_079223 Q8NDX5 PHC3_HUMAN Poly-Thr. NA 2 Agtggtgatggtggtggt 0.424

- 5 1565 1ebt.1_Frame_Shif NM_001010923 NP_001010923 Q8N1K5 THMS1_HUMAN CABIT 2. NA 4 TGAGGATTTTTTC 0.453


